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Sup p le me ntal Fig ure  S1: M. se xta is ab le  to  fe e d  o n C. ro se us. A, p re fe re ntial cho ice  assay. Cate rp il lars we re  laid  b e sid e s N. tab acum (Nta) and  C. ro se us (Cro ) le af d iscs. Picture s we re  take n 5'  (le ft) and  120 '  (rig ht) afte r the  b e g inning  o f the  e xp e rime nt. B, Larval we ig hts o b taine d  24h, 48 h e t and  72h afte r co ntinuo us fe e d ing  o n N. tab acum and  C. ro se us. Picture s o n the  rig ht sho w typ ical co nsume d  are as o n e ach p lant afte r 2h (to p ) and  24h (d o wn). C, Le ft p ane l, M. se xta larvae  d isse cte d  afte r 24h o f fe e d ing  o n N. tab acum (le ft) o r C. ro se us (rig ht) sho wing  the  p re se nce  o f p lant tissue s in the  inte stinal tract. Rig ht p ane l, d isse ctio n o f cate rp il lar afte r 72h fe e d ing  o n C. ro se us sho wing  inte nse  b ro wning  o f the  inte stinal tract. D, Targ e te d  LC-MS analysis o f catharanthine , vind o line  and  anhyd ro vinb lastine  in le af tissue s and  cate rp il lar

inte stinal tract (samp le d  o n the  larva sho wn in rig ht p ane l o f C).

Sup p le me ntal Fig ure  S2: Exp e rime ntal d e sig n to  te st MIA accumulatio n in le ave s o f C. ro se us d uring  he rb ivo ry. a, d e sig n fo r me tab o lic analysis. b , co mp ariso n o f cate rp il lar and  me chanical wo und ing  e ffe cts – During  2 ho urs, le ave s we re  sub je cte d  to  cate rp il lar attack o r to  me chanical wo und ing  (p e rfo rme d  with a c lamp  e ve ry 10  min to  mimic the  che wing  e ffe ct – s imilar are a o f le ave s we re  re mo ve d ). 48 h and  72h p o st-tre atme nt, le ave s we re  co lle cte d  and  stricto sid ine  q uantifie d . c, d e sig n fo r transcrip to mic analyse s.

Sup p le me ntal Fig ure  S3: PFAM classificatio n o f transcrip ts s ig nificantly mo d ulate d  in le ave s o f C. ro se us fe d  b y M. se xta. Lists o f d iffe re ntially e xp re sse d  transcrip ts we re  o b taine d  fo r ind ivid ual e xp e rime nts (Fig ure  4). The  numb e r o f transcrip ts is ind icate d  fo r e ach d o main b y a d o t which d iame te r is p ro p o rtio nal to  the  p -value  o f e nrichme nt te sting  (Hyp e rg e o me tric d istrib utio n). Only PFAM attrib ute d  to  mo re  than 4 transcrip ts are  re p re se nte d . a, c lassificatio n o f up -re g ulate d  transcrip ts, b , c lassificatio n o f d o wn-re g ulate d  transcrip ts.

Sup p le me ntal Fig ure  S4: Mo tifs s ig nificantly e nriche d  in the  30 0 b p  p ro mo te rs in up -re g ulate d  transcrip ts. Mo tifs we re  d isco ve re d  with DREME fro m MEME suite . a, e nrichme nt o f GCCGCC b o x in transcrip ts co mmo nly up -re g ulate d  in at le ast 3 samp le s. b , e nrichme nt o f CACGTG b o x in the  co re  se t o f up -re g ulate d  transcrip ts. Fo r e ach mo tif, g e ne  o nto lo g y (GO) te rm re p re se nte d  amo ng  Arab id o p sis g e ne s co ntaining  the  co rre sp o nd ing  mo tif are  re p o rte d  (p ro ce sse d  with GOMO).

Sup p le me ntal Tab le  S1. De scrip tio n o f transcrip ts up -re g ulate d  up o n challe ng e  with M. se xta fo und  in the  inte rse ctio ns b e twe e n lis ts o f e ach e xp e rime nt.

Sup p le me ntal Tab le  S2. De scrip tio n o f transcrip ts d o wn-re g ulate d  up o n challe ng e  with M. se xta fo und  in the  inte rse ctio ns b e twe e n lis ts o f e ach e xp e rime nt.

Sup p le me ntal Tab le  S3. Mo st re p re se nte d  Unip ro t ke ywo rd s in transcrip ts mo d ulate d  up o n challe ng e  with M. se xta. Enrichme nt te sts we re  p e rfo rme d  b y co mp ariso n with a hyp e rg e o me tric d istrib utio n.

Sup p le me ntal Tab le  S4. Mo st re p re se nte d  PFAM d o mains Unip ro t ke ywo rd s in transcrip ts mo d ulate d  up o n challe ng e  with M. se xta. Enrichme nt te sts we re  p e rfo rme d  b y co mp ariso n with a hyp e rg e o me tric d istrib utio n.

Sup p le me ntal Tab le  S5. Prime rs use d  in this stud y.

Supplemental Figure S1

M. se xta is ab le  to  fe e d  o n C. ro se us. A, p re fe re ntial cho ice  assay. Cate rp il lars we re  laid  b e sid e s N. tab acum (Nta) and  C. ro se us (Cro ) le af d iscs. Picture s we re  take n 5'  (le ft) and  120 '  (rig ht) afte r the  b e g inning  o f the  e xp e rime nt. B, Larval we ig hts o b taine d  24h, 48 h e t and  72h afte r co ntinuo us fe e d ing  o n N. tab acum and  C. ro se us. Picture s o n the  rig ht sho w typ ical co nsume d  are as o n e ach p lant afte r 2h (to p ) and  24h (d o wn). C, Le ft p ane l, M. se xta larvae  d isse cte d  afte r 24h o f fe e d ing  o n N. tab acum (le ft) o r C. ro se us (rig ht) sho wing  the  p re se nce  o f p lant tissue s in the  inte stinal tract. Rig ht p ane l, d isse ctio n o f cate rp il lar afte r 72h fe e d ing  o n C. ro se us sho wing  inte nse  b ro wning  o f the  inte stinal tract. D, Targ e te d  LC-MS analysis o f catharanthine , vind o line  and  anhyd ro vinb lastine  in le af tissue s and  cate rp il lar inte stinal tract (samp le d  o n

the  larva sho wn in rig ht p ane l o f C).

Supplemental Figure S2

Exp e rime ntal d e sig n to  te st MIA accumulatio n in le ave s o f C. ro se us d uring  he rb ivo ry. a, d e sig n fo r me tab o lic analysis. b , co mp ariso n o f cate rp il lar and  me chanical wo und ing  e ffe cts – During  2 ho urs, le ave s we re  sub je cte d  to  cate rp il lar attack o r to  me chanical wo und ing  (p e rfo rme d  with a c lamp  e ve ry 10  min to  mimic the  che wing  e ffe ct – s imilar are a o f le ave s we re  re mo ve d ). 48 h and  72h p o st-tre atme nt, le ave s we re  co lle cte d  and  stricto sid ine  q uantifie d . c, d e sig n fo r transcrip to mic analyse s.



Supplemental Figure S3

PFAM classificatio n o f transcrip ts s ig nificantly mo d ulate d  in le ave s o f C. ro se us fe d  b y M. se xta. Lists o f d iffe re ntially e xp re sse d  transcrip ts we re  o b taine d  fo r ind ivid ual e xp e rime nts (Fig ure  4). The  numb e r o f transcrip ts is ind icate d  fo r e ach d o main b y a d o t which d iame te r is p ro p o rtio nal to  the  p -value  o f e nrichme nt te sting  (Hyp e rg e o me tric d istrib utio n). Only PFAM attrib ute d  to  mo re  than 4 transcrip ts are  re p re se nte d . a, c lassificatio n o f up -re g ulate d  transcrip ts, b , c lassificatio n o f d o wn-re g ulate d  transcrip ts

Supplemental Figure S4

Mo tifs s ig nificantly e nriche d  in the  30 0 b p  p ro mo te rs in up -re g ulate d  transcrip ts. Mo tifs we re  d isco ve re d  with DREME fro m MEME suite . a, e nrichme nt o f GCCGCC b o x in transcrip ts co mmo nly up -re g ulate d  in at le ast 3 samp le s. b , e nrichme nt o f CACGTG b o x in the  co re  se t o f up -re g ulate d  transcrip ts. Fo r e ach mo tif, g e ne  o nto lo g y (GO) te rm re p re se nte d  amo ng  Arab id o p sis g e ne s co ntaining  the  co rre sp o nd ing  mo tif are  re p o rte d  (p ro ce sse d  with GOMO).

Supplemental Table S1

De scrip tio n o f transcrip ts up -re g ulate d  up o n challe ng e  with M. se xta fo und  in the  inte rse ctio ns b e twe e n lis ts o f e ach e xp e rime nt.
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e value
Uniprot  de scr Pf am PValue _Ms6 h logFC_Ms6 h PValue _Ms8h logFC_Ms8h PValue _MsDamage d24 h logFC_MsDamage d24 h PValue _MsInt act 24 h logFC_MsInt act 24 h PValue _Ms1wk logFC_Ms1wk Ent ry.name Prot e in name s Ge ne  name s Organism Pat hway Ke ywords

SRR3420 17_TR6 16 7_c0 _g 1_i1_le n=10 9 4 PNAE_RAUSE
Q:129 -8 8 1,H:12-

26 2
45.74%ID E:1e -6 3 Po lyne urid ine -ald e hyd e  e ste rase

PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^10 -119 ^E:6 e -

0 7`PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase  fo ld ^14-123^E:3.2e -

0 9 `PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^15-255^E:1.4e -14

0 1,723 0 ,0 0 3 -1,574 0 ,0 0 7 -0 ,9 6 4 0 ,0 8 0 ,528 0 7,349 PNAE_RAUSE Po lyne urid ine -ald e hyd e  e ste rase  (EC 3.1.1.78 ) (Po lyne urid ine  ald e hyd e  e ste rase ) PNAE
Rauvo lfia se rp e ntina (Se rp e ntine

wo o d ) (Op hio xylo n se rp e ntinum)
PATHWAY: Alkalo id  b io synthe sis; ajmaline  b io synthe sis. 3D-structure ; Alkalo id  me tab o lism; Dire ct p ro te in se q ue ncing ; Hyd ro lase ; Se rine  e ste rase

SRR6 46 6 0 4_TR170 21_c2_g 3_i5_le n=1249 NA NA NA NA NA . 0 2,0 47 0 ,6 8 1 -0 ,0 8 6 0 ,9 39 0 ,0 17 0 ,48 7 0 ,147 0 5,70 6 . . . . . .

SRR6 48 70 7_TR16 521_c0 _g 2_i1_le n=3328 LOX6 _ARATH
Q:40 7-

30 22,H:37-9 17
6 5.72%ID E:0 Lip o xyg e nase  6 , chlo ro p lastic

PF0 1477.20 ^PLAT^PLAT/LH2 d o main^159 -221^E:2.4e -

0 5`PF0 0 30 5.16 ^Lip o xyg e nase ^Lip o xyg e nase ^234-9 0 3^E:0
0 ,0 0 1 1,536 0 ,0 0 7 1,56 9 0 ,9 35 0 ,0 26 0 ,48 5 0 ,16 8 0 1,733 LOX6 _ARATH Lip o xyg e nase  6 , chlo ro p lastic (AtLOX6 ) (EC 1.13.11.12) LOX6  At1g 6 756 0  F12B7.11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Lip id  me tab o lism; o xylip in b io synthe sis. {ECO:0 0 0 0 255|PROSITE-

Pro Rule :PRU0 0 726 }.

Chlo ro p last; Co mp le te  p ro te o me ; Dio xyg e nase ; Fatty acid  b io synthe sis; Fatty acid

me tab o lism; Iro n; Lip id  b io synthe sis; Lip id  me tab o lism; Me tal-b ind ing ; Oxid o re d uctase ;

Oxylip in b io synthe sis; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR11446 33_TR150 74_c1_g 1_i1_le n=59 1 COPA3_ORYSJ
Q:4-59 1,H:10 6 -

30 1
9 5.41%ID E:3e -132 Co ato me r sub unit alp ha-3

PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^2-17^E:0 .0 0 28 `PF0 0 40 0 .29 ^WD40 ^WD d o main,

G-b e ta re p e at^22-59 ^E:1.4e -0 8 `PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^9 4-127^E:3.7e -

0 5`PF128 9 4.4^ANAPC4_WD40 ^Anap hase -p ro mo ting  co mp le x sub unit 4 WD40  d o main^10 7-

18 7^E:2.8 e -0 5`PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^136 -172^E:1.6 e -0 6

0 ,326 -0 ,356 0 ,0 0 1 1,9 9 6 0 ,0 9 -0 ,70 3 0 ,721 -0 ,151 0 1,8 31 COPA3_ORYSJ Co ato me r sub unit alp ha-3 (Alp ha-co at p ro te in 3) (Alp ha-COP 3)
Os0 9 g 0 1278 0 0  LOC_Os0 9 g 0 4110

OsJ_0 2729 9
Oryza sativa sub sp . jap o nica (Rice )

Co mp le te  p ro te o me ; Cyto p lasm; Cyto p lasmic ve sic le ; ER-Go lg i transp o rt; Go lg i

ap p aratus; Me mb rane ; Pro te in transp o rt; Re fe re nce  p ro te o me ; Re p e at; Transp o rt; WD

re p e at

SRR11446 34_TR2539 6 _c0 _g 1_i1_le n=50 4 NRP2_ARATH
Q:144-48 5,H:1-

10 7
70 .18 %ID E:1e -44 NAP1-re late d  p ro te in 2 PF0 0 9 56 .15^NAP^Nucle o so me  asse mb ly p ro te in (NAP)^33-77^E:2.3e -0 7 0 -8 ,412 0 6 ,758 1 0 1 2,59 1 0 6 ,9 24 NRP2_ARATH NAP1-re late d  p ro te in 2 (Nucle o so me /chro matin asse mb ly facto r g ro up  A5) (Pro te in SET ho mo lo g  2) NRP2 NFA5 At1g 18 8 0 0  F6 A14.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chap e ro ne ; Co ile d  co il; Co mp le te  p ro te o me ; Cyto p lasm; Nucle us;

Re fe re nce  p ro te o me

SRR122238 _TR219 35_c0 _g 1_i4_le n=2255 PTR27_ARATH
Q:20 8 5-39 1,H:1-

555
77.35%ID E:0 Pro te in NRT1/ PTR FAMILY 6 .2 PF0 0 8 54.18 ^PTR2^POT family^9 6 -530 ^E:1.7e -10 4 0 ,28 3 0 ,6 25 0 3,0 33 0 ,6 53 0 ,115 0 ,0 19 0 ,572 0 2,319 PTR27_ARATH Pro te in NRT1/ PTR FAMILY 6 .2 (AtNPF6 .2) (Nitrate  transp o rte r 1.4) NPF6 .2 NRT1.4 NTP2 At2g 26 6 9 0  F18 A8 .6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Nitrate  assimilatio n; Re fe re nce  p ro te o me ; Symp o rt;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR122238 _TR29 8 42_c1_g 3_i2_le n=76 0 ARF2_ORYSJ
Q:152-6 9 4,H:1-

18 1
9 8 .9 %ID E:3e -130 ADP-rib o sylatio n facto r 2

PF0 0 0 25.18 ^Arf^ADP-rib o sylatio n facto r family^5-177^E:3.1e -8 0 `PF0 9 439 .7^SRPRB^Sig nal

re co g nitio n p artic le  re ce p to r b e ta sub unit^16 -143^E:8 .8 e -14`PF0 8 477.10 ^Ro c^Ras o f Co mp le x,

Ro c, d o main o f DAPkinase ^19 -129 ^E:1.1e -13`PF0 46 70 .9 ^Gtr1_Rag A^Gtr1/Rag A G p ro te in

co nse rve d  re g io n^19 -142^E:2.5e -10 `PF0 19 26 .20 ^MMR_HSR1^50 S rib o so me -b ind ing

GTPase ^19 -122^E:4.9 e -0 5`PF0 0 0 71.19 ^Ras^Ras family^20 -172^E:1.1e -12

0 ,46 4 -0 ,237 0 1,178 1 0 ,0 0 1 0 ,751 0 ,114 0 0 ,9 0 3 ARF2_ORYSJ ADP-rib o sylatio n facto r 2
ARF Os0 5g 0 48 9 6 0 0  LOC_Os0 5g 410 6 0

OJ1119 _H0 2.17
Oryza sativa sub sp . jap o nica (Rice )

Co mp le te  p ro te o me ; ER-Go lg i transp o rt; GTP-b ind ing ; Go lg i ap p aratus; Lip o p ro te in;

Myristate ; Nucle o tid e -b ind ing ; Pro te in transp o rt; Re fe re nce  p ro te o me ; Transp o rt

SRR122238 _TR47348 _c0 _g 2_i2_le n=1421 AROF_SOLLC
Q:120 5-18 ,H:27-

40 7
8 0 .56 %ID E:0

Pho sp ho -2-d e hyd ro -3-d e o xyhe p to nate  ald o lase

1, chlo ro p lastic
PF0 1474.13^DAHP_synth_2^Class-II DAHP synthe tase  family^72-418 ^E:1.3e -145 0 ,0 28 0 ,542 0 3,79 9 0 ,0 34 0 ,58 0 ,10 1 0 ,46 4 0 2,336 AROF_SOLLC

Pho sp ho -2-d e hyd ro -3-d e o xyhe p to nate  ald o lase  1, chlo ro p lastic (EC 2.5.1.54) (3-d e o xy-D-arab ino -

he p tulo so nate  7-p ho sp hate  synthase  1) (DAHP synthase  1) (Pho sp ho -2-ke to -3-d e o xyhe p to nate  ald o lase  1)

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

PATHWAY: Me tab o lic inte rme d iate  b io synthe sis; cho rismate  b io synthe sis; cho rismate  fro m D-

e rythro se  4-p ho sp hate  and  p ho sp ho e no lp yruvate : ste p  1/7.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last; Co mp le te

p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Transfe rase ; Transit p e p tid e

SRR122238 _TR6 1114_c0 _g 2_i1_le n=522 AROC2_SOLLC
Q:9 5-520 ,H:1-

139
76 .0 6 %ID E:3e -6 3 Cho rismate  synthase  2, chlo ro p lastic PF0 126 4.18 ^Cho rismate _synt^Cho rismate  synthase ^9 1-172^E:1e -32 0 ,429 -0 ,515 0 7,8 13 0 ,6 23 0 ,42 0 ,52 0 ,46 3 0 7,752 AROC2_SOLLC Cho rismate  synthase  2, chlo ro p lastic (EC 4.2.3.5) (5-e no lp yruvylshikimate -3-p ho sp hate  p ho sp ho lyase  2) CS2

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

PATHWAY: Me tab o lic inte rme d iate  b io synthe sis; cho rismate  b io synthe sis; cho rismate  fro m D-

e rythro se  4-p ho sp hate  and  p ho sp ho e no lp yruvate : ste p  7/7.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last; Co mp le te

p ro te o me ; Lyase ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e



139 (Lyco p e rsico n e scule ntum) e rythro se  4-p ho sp hate  and  p ho sp ho e no lp yruvate : ste p  7/7. p ro te o me ; Lyase ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR122238 _TR739 54_c0 _g 1_i3_le n=8 39 NA NA NA NA NA . 0 ,129 0 ,8 29 0 1,58 6 0 ,0 12 0 ,8 58 0 ,175 0 ,48 8 0 7,8 72 . . . . . .

SRR122238 _TR77156 _c0 _g 1_i2_le n=8 36 UEV1C_ARATH
Q:6 9 7-26 0 ,H:1-

145
8 9 .73%ID E:2e -8 8 Ub iq uitin-co njug ating  e nzyme  E2 variant 1C PF0 0 179 .23^UQ_co n^Ub iq uitin-co njug ating  e nzyme ^8 9 -18 2^E:2e -14 1 -0 ,0 22 0 1,8 6 6 0 ,579 0 ,20 4 0 ,0 0 5 -1,123 0 8 ,434 UEV1C_ARATH Ub iq uitin-co njug ating  e nzyme  E2 variant 1C (Ub c e nzyme  variant 1C) (Pro te in MMS ZWEI HOMOLOG 3) UEV1C MMZ3 At2g 36 0 6 0  F11F19 .3

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR12718 57_TR259 3_c0 _g 2_i3_le n=150 0 GOLS2_ARATH
Q:176 -

116 8 ,H:14-335
72.8 1%ID E:1e -175 Galactino l synthase  2 PF0 150 1.17^Glyco _transf_8 ^Glyco syl transfe rase  family 8 ^28 -272^E:1.8 e -41 0 ,0 1 1,772 0 2,345 0 ,0 0 4 0 ,753 0 ,0 9 8 0 ,447 0 ,0 0 1 0 ,9 9 6 GOLS2_ARATH Galactino l synthase  2 (AtGo lS2) (Go lS-2) (EC 2.4.1.123) GOLS2 At1g 56 6 0 0  F25P12.9 5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Carb o hyd rate  me tab o lism; Co mp le te  p ro te o me ; Cyto p lasm; Galacto se  me tab o lism;

Glyco syltransfe rase ; Mang ane se ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Transfe rase

SRR12718 57_TR26 8 29 _c0 _g 1_i1_le n=219 7 RFS2_ARATH
Q:248 -20 32,H:1-

58 6
77.9 8 %ID E:0

Pro b ab le  g alactino l--sucro se

g alacto syltransfe rase  2
PF0 56 9 1.9 ^Raffino se _syn^Raffino se  synthase  o r se e d  imb ib itio n p ro te in Sip 1^7-576 ^E:4.1e -26 9 0 ,333 0 ,6 16 0 3,9 77 0 ,224 0 ,36 7 0 ,20 6 0 ,38 6 0 2,40 5 RFS2_ARATH

Pro b ab le  g alactino l--sucro se  g alacto syltransfe rase  2 (EC 2.4.1.8 2) (Pro te in SEED IMBIBITION 2) (Raffino se

synthase  2)
RFS2 RS2 SIP2 At3g 57520  T8 H10 .120

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Carb o hyd rate  me tab o lism; Co mp le te  p ro te o me ; G lyco syltransfe rase ;

Re fe re nce  p ro te o me ; Transfe rase

SRR12718 57_TR40 39 9 _c0 _g 1_i1_le n=279 2 TMN9 _ARATH
Q:2432-

558 ,H:16 -6 44
8 2.8 3%ID E:0

Transme mb rane  9  sup e rfamily me mb e r 9

{ECO:0 0 0 0 30 5}
PF0 29 9 0 .13^EMP70 ^End o me mb rane  p ro te in 70 ^6 1-59 8 ^E:3.4e -220 0 ,56 8 0 ,18 2 0 1,9 3 0 ,50 4 0 ,219 0 ,144 0 ,456 0 ,0 0 1 1,311 TMN9 _ARATH

Transme mb rane  9  sup e rfamily me mb e r 9  (End o me mb rane  p ro te in 2) (Transme mb rane  nine  p ro te in 9 )

(AtTMN9 )
TMN9  EMP2 At5g 2510 0  T11H3_110

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; End o so me ; Go lg i ap p aratus; Me mb rane ;

Re fe re nce  p ro te o me ; Sig nal; Transme mb rane ; Transme mb rane  he lix

SRR12718 58 _TR340 1_c0 _g 2_i1_le n=29 0 2 CDC48 _SOYBN
Q:2755-341,H:1-

8 0 7
9 4.18 %ID E:0 Ce ll d ivis io n cycle  p ro te in 48  ho mo lo g

PF0 2359 .15^CDC48 _N^Ce ll d ivis io n p ro te in 48  (CDC48 ), N-te rminal d o main^30 -111^E:3.9 e -

23`PF0 29 33.14^CDC48 _2^Ce ll d ivis io n p ro te in 48  (CDC48 ), d o main 2^132-19 5^E:6 .2e -

12`PF0 0 0 0 4.26 ^AAA^ATPase  family asso ciate d  with vario us ce llular activitie s (AAA)^245-

374^E:2.8 e -48 `PF0 549 6 .9 ^RuvB_N^Ho llid ay junctio n DNA he licase  ruvB N-te rminus^245-

320 ^E:5.8 e -0 6 `PF0 7724.11^AAA_2^AAA d o main (Cd c48  sub family)^245-338 ^E:4e -

0 6 `PF0 7728 .11^AAA_5^AAA d o main (d yne in-re late d  sub family)^245-36 3^E:5.7e -

0 5`PF0 549 6 .9 ^RuvB_N^Ho llid ay junctio n DNA he licase  ruvB N-te rminus^517-552^E:1.1e -

0 5`PF0 0 0 0 4.26 ^AAA^ATPase  family asso ciate d  with vario us ce llular activitie s (AAA)^518 -

6 51^E:6 .6 e -47

0 ,44 -0 ,254 0 2,9 45 1 -0 ,0 32 0 ,0 8 5 0 ,6 0 9 0 2,23 CDC48 _SOYBN Ce ll d ivis io n cycle  p ro te in 48  ho mo lo g  (Valo sin-co ntaining  p ro te in ho mo lo g ) (VCP) CDC48
Glycine  max (So yb e an) (G lycine

hisp id a)

ATP-b ind ing ; Ce ll cycle ; Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Nucle o tid e -

b ind ing ; Re fe re nce  p ro te o me ; Re p e at

SRR12718 58 _TR19 224_c0 _g 2_i1_le n=6 0 7 NA NA NA NA NA PF11744.5^ALMT^Aluminium activate d  malate  transp o rte r^57-111^E:3.2e -21 0 ,0 34 0 ,8 24 0 6 ,8 0 2 0 ,0 0 5 1,32 0 ,0 0 5 1,319 0 ,0 0 1 1,78 8 . . . . . .

SRR12718 58 _TR58 70 1_c1_g 1_i1_le n=18 33 E1313_ARATH
Q:156 7-

212,H:24-456
42.8 6 %ID E:7e -125 Glucan e nd o -1,3-b e ta-g luco sid ase  13

PF0 0 332.15^Glyco _hyd ro _17^Glyco syl hyd ro lase s family 17^39 -355^E:3.4e -

9 9 `PF0 79 8 3.10 ^X8 ^X8  d o main^39 9 -470 ^E:7.5e -22
0 ,6 32 0 ,249 0 2,78 1 0 ,0 1 2,133 0 ,517 0 ,76 7 0 4,38 9 E1313_ARATH

Glucan e nd o -1,3-b e ta-g luco sid ase  13 (EC 3.2.1.39 ) ((1->3)-b e ta-g lucan e nd o hyd ro lase  13) ((1->3)-b e ta-

g lucanase  13) (Be ta-1,3-e nd o g lucanase  13) (Be ta-1,3-g lucanase  13)
At5g 56 59 0  MIK19 .3

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ;

Disulfid e  b o nd ; GPI-ancho r; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ; Lip o p ro te in;

Me mb rane ; Plant d e fe nse ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR12718 59 _TR8 15_c0 _g 1_i1_le n=8 55 NA NA NA NA NA . 0 ,39 9 -0 ,18 7 0 1,48 3 0 ,8 6 6 0 ,0 41 0 ,0 52 -0 ,448 0 11,9 59 . . . . . .

SRR12718 59 _TR10 523_c2_g 1_i2_le n=6 8 9 C71A8 _MENPI
Q:10 8 -

6 74,H:28 4-472
48 .6 8 %ID E:6 e -58 Cyto chro me  P450  71A8 PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^18 -20 3^E:5.5e -51 0 ,778 -0 ,0 8 3 0 2,354 0 ,0 16 0 ,76 2 0 -1,79 0 2,112 C71A8 _MENPI Cyto chro me  P450  71A8  (EC 1.14.-.-) CYP71A8

Me ntha p ip e rita (Pe p p e rmint)

(Me ntha aq uatica ? Me ntha sp icata)

He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; Oxid o re d uctase ;

Transme mb rane ; Transme mb rane  he lix

SRR12718 59 _TR28 455_c0 _g 1_i2_le n=136 9 EF1A_SOLLC
Q:18 9 -136 7,H:1-

39 3
9 7.9 6 %ID E:0 Elo ng atio n facto r 1-alp ha

PF0 0 0 0 9 .24^GTP_EFTU^Elo ng atio n facto r Tu GTP b ind ing  d o main^6 -221^E:7.2e -

53`PF0 3144.22^GTP_EFTU_D2^Elo ng atio n facto r Tu d o main 2^248 -313^E:5.9 e -

15`PF0 3143.14^GTP_EFTU_D3^Elo ng atio n facto r Tu C-te rminal d o main^322-39 2^E:1.2e -17

0 ,0 14 -0 ,7 0 1,142 0 ,6 36 0 ,18 6 1 -0 ,0 27 0 1,376 EF1A_SOLLC Elo ng atio n facto r 1-alp ha (EF-1-alp ha)
So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Co mp le te  p ro te o me ; Cyto p lasm; Elo ng atio n facto r; GTP-b ind ing ; Nucle o tid e -b ind ing ;

Pho sp ho p ro te in; Pro te in b io synthe sis; Re fe re nce  p ro te o me

SRR12718 59 _TR38 0 30 _c0 _g 1_i1_le n=320 1 EF2_BETVU
Q:30 16 -

48 8 ,H:1-8 43
9 2.17%ID E:0 Elo ng atio n facto r 2

PF0 0 0 0 9 .24^GTP_EFTU^Elo ng atio n facto r Tu GTP b ind ing  d o main^17-342^E:1.5e -

6 4`PF0 3144.22^GTP_EFTU_D2^Elo ng atio n facto r Tu d o main 2^39 3-46 8 ^E:3.4e -

12`PF1449 2.3^EFG_II^Elo ng atio n Facto r G, d o main II^48 7-549 ^E:4.6 e -

12`PF0 376 4.15^EFG_IV^Elo ng atio n facto r G, d o main IV^6 10 -721^E:3.7e -

33`PF0 0 6 79 .21^EFG_C^Elo ng atio n facto r G C-te rminus^724-8 11^E:1.3e -20

0 ,0 0 4 -0 ,70 2 0 2,0 6 7 0 ,247 -0 ,317 0 ,8 6 2 -0 ,0 58 0 1,42 EF2_BETVU Elo ng atio n facto r 2 (EF-2) Be ta vulg aris (Sug ar b e e t)
Cyto p lasm; Elo ng atio n facto r; GTP-b ind ing ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Pro te in

b io synthe sis

SRR3420 17_TR18 10 7_c0 _g 2_i1_le n=8 25 UBAX1_ARATH
Q:343-

8 19 ,H:138 -29 3
54.8 8 %ID E:4e -43 . PF0 8 0 59 .10 ^SEP^SEP d o main^125-18 1^E:2.2e -22 0 ,6 35 -0 ,335 0 ,0 0 1 3,6 24 0 ,5 -0 ,59 1 0 ,137 0 3,6 34 PUX5_ARATH Plant UBX d o main-co ntaining  p ro te in 5 (PUX5) PUX5 At4g 15410  d l3750 w FCAALL.29 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Ub l co njug atio n p athway

SRR3420 19 _TR519 _c0 _g 1_i1_le n=6 9 2 NA NA NA NA NA . 0 ,0 8 4 0 ,546 0 1,0 6 4 0 ,76 7 0 ,0 76 0 ,337 0 ,23 0 7,129 . . . . . .

SRR3420 19 _TR59 6 8 _c2_g 9 _i3_le n=6 8 2 NA NA NA NA NA . 0 ,10 1 0 ,416 0 8 ,49 3 0 ,378 -0 ,23 0 ,28 1 -0 ,28 1 0 1,26 4 . . . . . .

SRR3420 22_TR9 6 1_c4_g 1_i2_le n=6 16 AROG_SOLTU
Q:55-6 15,H:30 5-

49 1
9 4.6 5%ID E:6 e -129

Pho sp ho -2-d e hyd ro -3-d e o xyhe p to nate  ald o lase

2, chlo ro p lastic
PF0 1474.13^DAHP_synth_2^Class-II DAHP synthe tase  family^1-173^E:7.8 e -8 5 0 ,0 11 0 ,6 1 0 2,8 57 0 ,0 22 0 ,59 5 0 ,147 0 ,38 0 1,342 AROG_SOLTU

Pho sp ho -2-d e hyd ro -3-d e o xyhe p to nate  ald o lase  2, chlo ro p lastic (EC 2.5.1.54) (3-d e o xy-D-arab ino -

he p tulo so nate  7-p ho sp hate  synthase  2) (DAHP synthase  2) (Pho sp ho -2-ke to -3-d e o xyhe p to nate  ald o lase  2)
SHKB ARO2 So lanum tub e ro sum (Po tato )

PATHWAY: Me tab o lic inte rme d iate  b io synthe sis; cho rismate  b io synthe sis; cho rismate  fro m D-

e rythro se  4-p ho sp hate  and  p ho sp ho e no lp yruvate : ste p  1/7.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last; Co mp le te

p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Transfe rase ; Transit p e p tid e

SRR3420 22_TR46 9 0 _c0 _g 1_i4_le n=2277 GLYM_SOLTU
Q:356 -

19 0 9 ,H:1-518
9 0 .56 %ID E:0 Se rine  hyd ro xyme thyltransfe rase , mito cho nd rial PF0 0 46 4.16 ^SHMT^Se rine  hyd ro xyme thyltransfe rase ^58 -454^E:1.2e -210 0 ,217 -0 ,322 0 9 ,9 11 0 -1,75 0 -0 ,8 8 6 0 1,29 8 GLYM_SOLTU

Se rine  hyd ro xyme thyltransfe rase , mito cho nd rial (SHMT) (EC 2.1.2.1) (G lycine  hyd ro xyme thyltransfe rase )

(Se rine  me thylase )
So lanum tub e ro sum (Po tato ) PATHWAY: One -carb o n me tab o lism; te trahyd ro fo late  inte rco nve rsio n.

Co mp le te  p ro te o me ; Mito cho nd rio n; One -carb o n me tab o lism; Pyrid o xal p ho sp hate ;

Re fe re nce  p ro te o me ; Transfe rase ; Transit p e p tid e

SRR3420 22_TR21447_c1_g 1_i6 _le n=742 NA NA NA NA NA PF0 0 248 .18 ^Ald o _ke t_re d ^Ald o /ke to  re d uctase  family^120 -247^E:4.5e -23 0 ,721 -0 ,18 0 3,56 3 0 ,29 7 -0 ,42 0 ,8 16 0 ,0 8 4 0 8 ,40 9 . . . . . .

SRR3420 23_TR8 31_c2_g 6 _i5_le n=8 59 MTHR1_MAIZE
Q:113-8 59 ,H:1-

249
8 8 .76 %ID E:9 e -16 1 Me thyle ne te trahyd ro fo late  re d uctase  1 . 0 ,0 3 0 ,9 6 3 0 7,229 0 ,0 17 -1,36 5 0 ,132 -0 ,8 25 0 8 ,371 MTHR1_MAIZE Me thyle ne te trahyd ro fo late  re d uctase  1 (EC 1.5.1.20 ) (ZmMTHFR1) Ze a mays (Maize ) PATHWAY: One -carb o n me tab o lism; te trahyd ro fo late  inte rco nve rsio n. Co mp le te  p ro te o me ; FAD; Flavo p ro te in; NAD; Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR3420 23_TR236 9 7_c2_g 1_i9 _le n=1234 RFS2_ARATH
Q:113-

1234,H:226 -59 7
8 5.29 %ID E:0

Pro b ab le  g alactino l--sucro se

g alacto syltransfe rase  2
PF0 56 9 1.9 ^Raffino se _syn^Raffino se  synthase  o r se e d  imb ib itio n p ro te in Sip 1^1-251^E:4.3e -141 0 ,56 0 ,8 9 5 0 3,8 13 0 ,16 2 0 ,40 7 0 ,8 25 -0 ,0 8 8 0 6 ,349 RFS2_ARATH

Pro b ab le  g alactino l--sucro se  g alacto syltransfe rase  2 (EC 2.4.1.8 2) (Pro te in SEED IMBIBITION 2) (Raffino se

synthase  2)
RFS2 RS2 SIP2 At3g 57520  T8 H10 .120

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Carb o hyd rate  me tab o lism; Co mp le te  p ro te o me ; G lyco syltransfe rase ;

Re fe re nce  p ro te o me ; Transfe rase

SRR3420 23_TR30 529 _c0 _g 9 _i1_le n=136 4 IF4A2_NICPL
Q:212-1153,H:1-

314
9 5.54%ID E:0 Eukaryo tic initiatio n facto r 4A-2

PF0 0 270 .26 ^DEAD^DEAD/DEAH b o x he licase ^6 5-226 ^E:2.8 e -40 `PF0 48 51.12^Re sIII^Typ e  III

re strictio n e nzyme , re s sub unit^8 3-223^E:8 .6 e -0 7
0 ,0 58 -0 ,532 0 4,418 0 ,329 0 ,30 3 0 ,0 5 0 ,59 3 0 1,349 IF4A2_NICPL Eukaryo tic initiatio n facto r 4A-2 (e IF-4A-2) (EC 3.6 .4.13) (ATP-d e p e nd e nt RNA he licase  e IF4A-2)

Nico tiana p lumb ag inifo lia (Le ad wo rt-

le ave d  to b acco ) (Te x-Me x to b acco )

ATP-b ind ing ; He licase ; Hyd ro lase ; Initiatio n facto r; Nucle o tid e -b ind ing ; Pro te in

b io synthe sis; RNA-b ind ing

SRR6 46 572_TR2358 _c0 _g 1_i1_le n=1543 NA NA NA NA NA
PF0 6 20 0 .11^tify^tify d o main^120 -151^E:1.5e -16 `PF0 9 425.7^CCT_2^Dive rg e nt CCT mo tif^258 -

271^E:1.4e -0 5
1 0 0 3,427 0 ,129 -5,0 8 5 0 ,129 -5,0 8 5 0 6 ,745 . . . . . .

SRR6 46 572_TR219 8 8 _c0 _g 1_i1_le n=229 8 BIP5_TOBAC
Q:237-2174,H:1-

6 46
9 5.2%ID E:0 Luminal-b ind ing  p ro te in 5

PF0 0 0 12.17^HSP70 ^Hsp 70  p ro te in^38 -6 45^E:4.1e -26 8 `PF0 6 723.10 ^Mre B_Mb l^Mre B/Mb l

p ro te in^151-40 5^E:6 .5e -17
0 ,119 -0 ,534 0 2,29 1 0 ,537 -0 ,376 0 ,142 -0 ,751 0 5,58 8 BIP5_TOBAC Luminal-b ind ing  p ro te in 5 (BiP 5) (78  kDa g luco se -re g ulate d  p ro te in ho mo lo g  5) (GRP-78 -5) BIP5

Nico tiana tab acum (Co mmo n

to b acco )
ATP-b ind ing ; End o p lasmic re ticulum; G lyco p ro te in; Nucle o tid e -b ind ing ; Sig nal

SRR6 46 572_TR26 211_c1_g 3_i2_le n=258 1 HSP7C_PETHY
Q:2324-378 ,H:1-

6 51
9 3.24%ID E:0 He at sho ck co g nate  70  kDa p ro te in

PF0 0 0 12.17^HSP70 ^Hsp 70  p ro te in^9 -6 18 ^E:4.7e -26 8 `PF0 6 723.10 ^Mre B_Mb l^Mre B/Mb l

p ro te in^142-38 0 ^E:5.5e -14
0 ,8 44 -0 ,0 49 0 1,9 8 4 0 ,19 2 0 ,30 3 0 ,0 0 7 0 ,6 13 0 ,0 0 1 0 ,9 78 HSP7C_PETHY He at sho ck co g nate  70  kDa p ro te in HSP70 Pe tunia hyb rid a (Pe tunia) ATP-b ind ing ; Nucle o tid e -b ind ing ; Stre ss re sp o nse

SRR6 46 59 6 _TR3116 0 _c0 _g 1_i5_le n=5738 PP226 _ARATH
Q:49 9 7-

40 20 ,H:54-379
44.48 %ID E:1e -8 2

Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in

At3g 1316 0 , mito cho nd rial

PF0 1535.17^PPR^PPR re p e at^16 0 -18 5^E:0 .0 0 0 39 `PF17177.1^PPR_lo ng ^Pe ntaco trip e p tid e -

re p e at re g io n o f PROPR^16 7-276 ^E:1.1e -0 7`PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at

d o main^175-233^E:2.8 e -0 9 `PF0 1535.17^PPR^PPR re p e at^19 1-

217^E:0 .0 9 `PF128 54.4^PPR_1^PPR re p e at^221-252^E:1.8 e -12`PF130 41.3^PPR_2^PPR re p e at

family^223-270 ^E:4.9 e -16 `PF0 1535.17^PPR^PPR re p e at^226 -256 ^E:6 e -

0 7`PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^247-30 2^E:1.8 e -

0 7`PF128 54.4^PPR_1^PPR re p e at^255-28 7^E:8 .9 e -0 6 `PF130 41.3^PPR_2^PPR re p e at family^258 -

30 5^E:8 .8 e -0 8 `PF0 1535.17^PPR^PPR re p e at^26 1-29 0 ^E:0 .0 0 0 7`PF130 41.3^PPR_2^PPR re p e at

family^29 4-340 ^E:9 .6 e -11`PF0 1535.17^PPR^PPR re p e at^29 7-

326 ^E:0 .0 0 36 `PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^317-371^E:4e -

11`PF130 41.3^PPR_2^PPR re p e at family^329 -373^E:3.9 e -11`PF0 1535.17^PPR^PPR re p e at^331-

36 1^E:1.8 e -0 6

0 ,0 0 1 2,49 9 0 2,354 0 ,0 17 4,26 4 0 ,0 0 2 4,70 1 0 2,29 3 PP226 _ARATH Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in At3g 1316 0 , mito cho nd rial At3g 1316 0  MJG19 .11
Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Mito cho nd rio n; Re fe re nce  p ro te o me ; Re p e at; Transit p e p tid e

SRR6 46 6 0 4_TR37414_c0 _g 2_i3_le n=1472 GOLS2_ARATH
Q:1330 -

338 ,H:14-335
72.8 1%ID E:3e -176 Galactino l synthase  2 PF0 150 1.17^Glyco _transf_8 ^Glyco syl transfe rase  family 8 ^28 -272^E:1.8 e -41 0 ,0 0 7 2,121 0 2,757 0 ,0 18 0 ,6 28 0 ,18 6 0 ,36 1 0 4,219 GOLS2_ARATH Galactino l synthase  2 (AtGo lS2) (Go lS-2) (EC 2.4.1.123) GOLS2 At1g 56 6 0 0  F25P12.9 5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Carb o hyd rate  me tab o lism; Co mp le te  p ro te o me ; Cyto p lasm; Galacto se  me tab o lism;

Glyco syltransfe rase ; Mang ane se ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Transfe rase

SRR6 48 70 5_TR2379 5_c0 _g 1_i1_le n=2325 YTHD2_MOUSE
Q:126 6 -

18 26 ,H:38 2-56 5
48 .17%ID E:7e -53

YTH d o main-co ntaining  family p ro te in 2

{ECO:0 0 0 0 30 5}
PF0 4146 .12^YTH^YT521-B-like  d o main^346 -48 7^E:2.4e -35 1 -0 ,0 2 0 ,0 0 1 1,232 0 ,0 6 4 0 ,6 72 0 ,0 1 0 ,8 8 6 0 3,6 48 YTHD2_MOUSE YTH d o main-co ntaining  family p ro te in 2 Ythd f2 Mus musculus (Mo use )

Ace tylatio n; Co mp le te  p ro te o me ; Cyto p lasm; Pho sp ho p ro te in; RNA-b ind ing ; Re fe re nce

p ro te o me

SRR6 48 70 5_TR250 9 9 _c1_g 3_i4_le n=1258 GEDH1_OCIBA
Q:226 -9 36 ,H:11-

246
57.38 %ID E:2e -71 Ge ranio l d e hyd ro g e nase  1 PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^39 -152^E:4.4e -27 0 ,19 6 -0 ,419 0 4,30 9 1 -0 ,0 6 2 0 ,8 12 0 ,143 0 2,8 8 GEDH1_OCIBA Ge ranio l d e hyd ro g e nase  1 (Ob aGEDH1) (EC 1.1.1.18 3) GEDH1 Ocimum b asil icum (Swe e t b asil) Me tal-b ind ing ; NADP; Oxid o re d uctase ; Zinc

SRR6 48 70 5_TR28 357_c0 _g 1_i2_le n=28 20 THIC_ARATH
Q:242-2173,H:3-

6 43
8 5.74%ID E:0 Pho sp ho me thylp yrimid ine  synthase , chlo ro p lastic PF0 19 6 4.15^ThiC_Rad _SAM^Rad ical SAM ThiC family^16 6 -58 6 ^E:7.1e -19 8 0 ,39 7 -0 ,214 0 9 ,752 0 ,129 -4,9 19 0 ,129 -4,9 19 0 9 ,711 THIC_ARATH

Pho sp ho me thylp yrimid ine  synthase , chlo ro p lastic (EC 4.1.9 9 .17) (Hyd ro xyme thylp yrimid ine  p ho sp hate

synthase ) (HMP-P synthase ) (HMP-p ho sp hate  synthase ) (HMPP synthase ) (Pro te in PYRIMIDINE

REQUIRING) (Thiamine  b io synthe sis p ro te in ThiC) (Pro te in THIAMINE C)

THIC PY At2g 29 6 30  T27A16 .27
Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Co facto r b io synthe sis; thiamine  d ip ho sp hate  b io synthe sis.

3D-structure ; 4Fe -4S; Chlo ro p last; Co mp le te  p ro te o me ; Iro n; Iro n-sulfur; Lyase ; Me tal-

b ind ing ; Plastid ; Re fe re nce  p ro te o me ; S-ad e no syl-L-me thio nine ; Thiamine  b io synthe sis;

Transit p e p tid e ; Zinc

SRR9 24147_TR148 6 2_c0 _g 1_i2_le n=8 15 UBQ11_ARATH
Q:18 1-8 13,H:1-

211
10 0 %ID E:1e -148 Po lyub iq uitin 11

PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-like  d o main^59 -129 ^E:0 .0 0 0 21`PF119 76 .5^Rad 6 0 -

SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^6 1-131^E:7.9 e -16 `PF0 0 240 .20 ^ub iq uitin^Ub iq uitin

family^6 3-134^E:1.2e -33`PF138 8 1.3^Rad 6 0 -SLD_2^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^70 -

131^E:0 .1`PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^137-20 7^E:7.9 e -

16 `PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^139 -210 ^E:1.2e -33`PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-

like  d o main^148 -20 5^E:0 .0 0 0 5`PF138 8 1.3^Rad 6 0 -SLD_2^Ub iq uitin-2 l ike  Rad 6 0  SUMO-

like ^149 -20 7^E:0 .12`PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^213-271^E:1.3e -

11`PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^215-271^E:1.2e -25`PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-

like  d o main^224-258 ^E:0 .0 16

0 ,70 8 0 ,129 0 1,9 0 3 0 ,9 0 9 0 ,0 49 0 ,778 0 ,0 9 5 0 1,6 32 UBQ11_ARATH Po lyub iq uitin 11 [Cle ave d  into : Ub iq uitin] UBQ11 At4g 0 50 50  C17L7.6  T32N4.13
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Iso p e p tid e  b o nd ; Nucle us;

Re fe re nce  p ro te o me ; Re p e at; Ub l co njug atio n; Ub l co njug atio n p athway

SRR9 24147_TR19 40 9 _c0 _g 2_i1_le n=1533 ODPB3_ARATH
Q:170 -138 4,H:1-

40 6
8 4.0 7%ID E:0

Pyruvate  d e hyd ro g e nase  E1 co mp o ne nt sub unit

b e ta-3, chlo ro p lastic

PF0 2779 .21^Transke t_p yr^Transke to lase , p yrimid ine  b ind ing  d o main^8 9 -259 ^E:1.2e -

46 `PF0 278 0 .17^Transke to lase _C^Transke to lase , C-te rminal d o main^275-39 6 ^E:1.5e -35
0 ,6 26 -0 ,223 0 1,76 5 0 ,129 -0 ,525 0 ,71 0 ,138 0 ,0 0 1 1,415 ODPB3_ARATH Pyruvate  d e hyd ro g e nase  E1 co mp o ne nt sub unit b e ta-3, chlo ro p lastic (EC 1.2.4.1) E1-BETA-2 At2g 3459 0  T31E10 .7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; G lyco lysis; Oxid o re d uctase ; Plastid ; Pyruvate ;

Re fe re nce  p ro te o me ; Thiamine  p yro p ho sp hate ; Transit p e p tid e

SRR9 24148 _TR26 347_c0 _g 1_i3_le n=159 4 MTDH_APIGR
Q:126 9 -

20 8 ,H:4-359
57.7%ID E:8 e -133 Mannito l d e hyd ro g e nase

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^37-146 ^E:3.3e -

23`PF0 28 26 .16 ^2-Hacid _d h_C^D-iso me r sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , NAD b ind ing

d o main^177-227^E:3e -0 6 `PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing  d e hyd ro g e nase ^19 0 -

313^E:5.5e -14

0 ,0 13 -0 ,58 0 7,423 0 ,124 -0 ,455 0 ,46 8 -0 ,214 0 8 ,38 3 MTDH_APIGR Mannito l d e hyd ro g e nase  (EC 1.1.1.255) (NAD-d e p e nd e nt mannito l d e hyd ro g e nase ) MTD Ap ium g rave o le ns (Ce le ry) Cyto p lasm; Me tal-b ind ing ; NAD; Oxid o re d uctase ; Zinc

SRR9 24148 _TR28 419 _c0 _g 3_i7_le n=128 8 PIP1_SOLLC
Q:347-1114,H:1-

256
8 6 .72%ID E:3e -16 0 Pro b ab le  aq uap o rin PIP-typ e  p TOM75 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^45-256 ^E:5.9 e -73 0 ,241 -0 ,6 74 0 2,9 36 0 ,22 0 ,48 7 0 ,56 2 -0 ,241 0 1,8 55 PIP1_SOLLC Pro b ab le  aq uap o rin PIP-typ e  p TOM75 (Rip e ning -asso ciate d  me mb rane  p ro te in) (RAMP)

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Stre ss

re sp o nse ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 23_TR18 6 46 _c0 _g 1_i1_le n=50 8 GOLS2_ARATH
Q:19 8 -

50 6 ,H:14-116
8 2.52%ID E:2e -54 Galactino l synthase  2 PF0 150 1.17^Glyco _transf_8 ^Glyco syl transfe rase  family 8 ^28 -118 ^E:4.1e -0 9 0 6 ,6 6 9 0 7,8 25 0 ,49 6 -0 ,26 3 0 ,0 11 0 ,8 0 1 0 9 ,30 6 GOLS2_ARATH Galactino l synthase  2 (AtGo lS2) (Go lS-2) (EC 2.4.1.123) GOLS2 At1g 56 6 0 0  F25P12.9 5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Carb o hyd rate  me tab o lism; Co mp le te  p ro te o me ; Cyto p lasm; Galacto se  me tab o lism;

Glyco syltransfe rase ; Mang ane se ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Transfe rase

SRR3420 23_TR310 6 3_c0 _g 4_i4_le n=8 54 TRPB_CAMAC
Q:24-8 54,H:27-

30 6
8 3.21%ID E:2e -16 8 Tryp to p han synthase  b e ta chain 2, chlo ro p lastic PF0 0 29 1.22^PALP^Pyrid o xal-p ho sp hate  d e p e nd e nt e nzyme ^10 0 -28 4^E:2.6 e -29 0 1,355 0 9 ,327 0 ,6 9 9 -0 ,154 0 ,9 5 -0 ,0 4 0 1,59 4 TRPB_CAMAC Tryp to p han synthase  b e ta chain 2, chlo ro p lastic (EC 4.2.1.20 ) TSB

Camp to the ca acuminata (Hap p y

tre e )

PATHWAY: Amino -acid  b io synthe sis; L-tryp to p han b io synthe sis; L-tryp to p han fro m cho rismate :

ste p  5/5.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last; Lyase ; Plastid ;

Pyrid o xal p ho sp hate ; Transit p e p tid e ; Tryp to p han b io synthe sis

SRR11446 34_TR339 76 _c0 _g 2_i1_le n=128 6 NA NA NA NA NA
PF0 56 27.8 ^AvrRp t-c le avag e ^Cle avag e  site  fo r p atho g e nic typ e  III e ffe cto r avirule nce  facto r

Avr^19 9 -235^E:2.6 e -22
0 4,6 74 0 ,129 4,6 16 0 ,0 0 3 2,6 9 9 0 3,546 1 -0 ,58 6 . . . . . .

SRR122238 _TR46 358 _c0 _g 2_i1_le n=130 2 NA NA NA NA NA . 0 ,0 0 1 1,6 0 2 0 ,0 0 7 1,0 9 5 0 ,0 0 2 1,176 0 1,6 1 0 ,76 0 ,6 0 8 . . . . . .

SRR3420 19 _TR220 55_c0 _g 6 _i8 _le n=2444 U8 9 A2_ARATH
Q:16 22-

240 ,H:19 -46 5
51.72%ID E:9 e -158 UDP-g lyco syltransfe rase  8 9 A2 PF0 0 20 1.15^UDPGT^UDP-g luco ro no syl and  UDP-g luco syl transfe rase ^26 3-435^E:9 .1e -18 0 2,18 5 0 ,0 0 7 2,16 0 ,0 0 9 1,6 15 0 2,8 8 7 0 ,20 6 0 ,6 6 4 U8 9 A2_ARATH UDP-g lyco syltransfe rase  8 9 A2 (EC 2.4.1.-) UGT8 9 A2 At5g 0 349 0  F12E4.26 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; G lyco syltransfe rase ; Re fe re nce  p ro te o me ; Transfe rase

SRR11446 33_TR4333_c0 _g 2_i1_le n=8 29 TCTP_ELAGV
Q:70 6 -20 3,H:1-

16 8
8 7.5%ID E:3e -8 4 Translatio nally-co ntro lle d  tumo r p ro te in ho mo lo g PF0 0 8 38 .14^TCTP^Translatio nally co ntro lle d  tumo ur p ro te in^42-20 5^E:2.1e -58 0 ,8 8 2 0 ,122 0 3,0 42 0 ,16 1,38 2 0 2,58 1 0 TCTP_ELAGV Translatio nally-co ntro lle d  tumo r p ro te in ho mo lo g  (TCTP) TCTP

Elae is g uine e nsis var. te ne ra (O il

p alm)
Calcium; Cyto p lasm

SRR11446 33_TR36 337_c0 _g 1_i1_le n=158 8 NA NA NA NA NA . 0 ,9 59 0 ,0 16 0 1,275 0 ,0 0 3 0 ,6 9 2 0 0 ,8 27 0 ,132 0 ,6 76 . . . . . .

SRR11446 34_TR8 9 0 6 _c0 _g 1_i2_le n=3144 NA NA NA NA NA

PF138 55.3^LRR_8 ^Le ucine  rich re p e at^448 -50 4^E:8 .4e -11`PF1279 9 .4^LRR_4^Le ucine  Rich

re p e ats (2 co p ie s)^471-50 7^E:3.3e -0 8 `PF1458 0 .3^LRR_9 ^Le ucine -rich re p e at^471-553^E:2.6 e -

0 8 `PF1279 9 .4^LRR_4^Le ucine  Rich re p e ats (2 co p ie s)^49 2-533^E:1.3e -

0 7`PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^49 2-50 5^E:1.7`PF138 55.3^LRR_8 ^Le ucine  rich

re p e at^49 3-549 ^E:4.5e -0 8 `PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^538 -551^E:0 .35

0 ,0 79 0 ,538 0 1,48 1 0 ,0 0 3 0 ,721 0 1,28 5 1 -0 ,0 38 . . . . . .

SRR11446 34_TR15551_c0 _g 2_i2_le n=128 2 GSTF_HYOMU
Q:748 -251,H:48 -

212
6 8 .6 7%ID E:3e -79 Glutathio ne  S-transfe rase

PF0 0 0 43.22^GST_C^Glutathio ne  S-transfe rase , C-te rminal d o main^9 -10 3^E:2.9 e -

16 `PF13410 .3^GST_C_2^Glutathio ne  S-transfe rase , C-te rminal d o main^31-9 7^E:4.5e -

0 9 `PF1449 7.3^GST_C_3^Glutathio ne  S-transfe rase , C-te rminal d o main^37-10 4^E:9 .6 e -0 6

0 ,0 73 -1,9 8 5 0 ,0 0 1 1,75 0 ,0 0 3 3,26 2 0 3,6 8 7 1 0 ,19 8 GSTF_HYOMU Glutathio ne  S-transfe rase  (EC 2.5.1.18 ) (25 kDa auxin-b ind ing  p ro te in) (GST class-p hi)
Hyo scyamus muticus (Eg yp tian

he nb ane )
Auxin s ig naling  p athway; Dire ct p ro te in se q ue ncing ; Transfe rase

SRR11446 34_TR23126 _c3_g 3_i2_le n=6 9 6 PRS2_SOLTU
Q:59 7-130 ,H:1-

155
38 .75%ID E:2e -25 Patho g e ne sis-re late d  p ro te in STH-2 PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^34-18 3^E:8 .4e -12 1 0 ,0 59 0 2,29 5 0 ,0 17 0 ,8 57 0 ,0 0 1 1,16 0 ,472 0 ,777 PRS2_SOLTU Patho g e ne sis-re late d  p ro te in STH-2 STH-2 So lanum tub e ro sum (Po tato ) Co mp le te  p ro te o me ; Patho g e ne sis-re late d  p ro te in; Plant d e fe nse ; Re fe re nce  p ro te o me

SRR122237_TR149 51_c0 _g 1_i1_le n=1315 GOLS2_SOLLC
Q:1251-241,H:1-

337
8 1.23%ID E:0 Galactino l synthase  2 PF0 150 1.17^Glyco _transf_8 ^Glyco syl transfe rase  family 8 ^49 -29 2^E:4.9 e -41 0 ,16 4 0 ,9 7 0 2,335 0 ,0 0 2 1,56 2 0 1,753 1 0 ,28 4 GOLS2_SOLLC Galactino l synthase  2 (Go lS-2) (SlGo lS2) (EC 2.4.1.123) GOLS2

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Carb o hyd rate  me tab o lism; Co mp le te  p ro te o me ; Cyto p lasm; Galacto se  me tab o lism;

Glyco syltransfe rase ; Mang ane se ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Transfe rase

SRR122238 _TR6 8 8 7_c0 _g 2_i1_le n=1739 HST_TOBAC
Q:176 -1477,H:1-

435
8 6 .0 1%ID E:0 Shikimate  O-hyd ro xycinnamo yltransfe rase PF0 2458 .12^Transfe rase ^Transfe rase  family^1-429 ^E:7.8 e -10 9 0 ,28 1 0 ,56 4 0 3,39 2 0 ,0 22 0 ,717 0 1,271 0 ,19 6 0 ,8 0 7 HST_TOBAC

Shikimate  O-hyd ro xycinnamo yltransfe rase  (EC 2.3.1.133) (Hyd ro xycinnamo yl transfe rase )

(Hyd ro xycinnamo yl-Co e nzyme  A shikimate /q uinate  hyd ro xycinnamo yltransfe rase )
HST HCT

Nico tiana tab acum (Co mmo n

to b acco )
Acyltransfe rase ; Dire ct p ro te in se q ue ncing ; Transfe rase

SRR122238 _TR37332_c0 _g 1_i1_le n=1339 CSE_ARATH
Q:173-

110 8 ,H:21-330
8 2.37%ID E:0 Caffe o ylshikimate  e ste rase

PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^59 -30 2^E:3.2e -

52`PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^6 6 -30 4^E:4e -0 7
0 ,38 0 ,58 8 0 4,278 0 ,0 6 6 0 ,70 9 0 ,0 0 1 1,17 0 ,0 77 0 ,9 16 CSE_ARATH Caffe o ylshikimate  e ste rase  (EC 3.1.1.-) (Lyso p ho sp ho lip ase  2) (Lyso PL2) CSE At1g 5276 0  F14G24.3

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Hyd ro lase ; Lig nin b io synthe sis; Me mb rane ;

Re fe re nce  p ro te o me

SRR122238 _TR6 19 9 1_c0 _g 1_i1_le n=116 1 ARGI1_ARATH
Q:10 9 8 -

334,H:8 8 -342
9 2.16 %ID E:8 e -172 Arg inase  1, mito cho nd rial PF0 0 49 1.18 ^Arg inase ^Arg inase  family^4-20 1^E:1.7e -58 0 ,40 2 -0 ,9 0 2 0 ,0 0 1 1,9 49 0 ,0 0 5 4,237 0 ,0 0 1 4,711 0 ,8 48 -0 ,144 ARGI1_ARATH Arg inase  1, mito cho nd rial (EC 3.5.3.1) (Arg inine  amid o hyd ro lase  1) ARGAH1 At4g 0 8 9 0 0  T3H13.7

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Nitro g e n me tab o lism; ure a cycle ; L-o rnithine  and  ure a fro m L-arg inine : ste p  1/1.

Arg inine  me tab o lism; Co mp le te  p ro te o me ; Hyd ro lase ; Mang ane se ; Me tal-b ind ing ;

Mito cho nd rio n; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR122238 _TR74721_c0 _g 1_i1_le n=1411 TKPR2_ARATH
Q:8 2-10 44,H:1-

321
70 .4%ID E:3e -174 Te trake tid e  alp ha-p yro ne  re d uctase  2

PF0 8 6 59 .7^KR^KR d o main^30 -157^E:2.2e -0 5`PF0 1370 .18 ^Ep ime rase ^NAD d e p e nd e nt

e p ime rase /d e hyd ratase  family^32-26 9 ^E:1.1e -26 `PF0 2719 .12^Po lysacc_synt_2^Po lysaccharid e

b io synthe sis p ro te in^32-153^E:3.7e -0 7`PF0 10 73.16 ^3Be ta_HSD^3-b e ta hyd ro xyste ro id

d e hyd ro g e nase /iso me rase  family^33-26 6 ^E:3.2e -20 `PF16 36 3.2^GDP_Man_De hyd ^GDP-

manno se  4,6  d e hyd ratase ^33-28 9 ^E:1e -16 `PF0 79 9 3.9 ^NAD_b ind ing _4^Male  ste ril ity p ro te in^33-

256 ^E:8 .1e -16 `PF0 536 8 .10 ^NmrA^NmrA-like  family^33-10 9 ^E:8 .2e -

0 8 `PF1346 0 .3^NAD_b ind ing _10 ^NAD(P)H-b ind ing ^35-217^E:7.3e -15

1 3,0 13 0 6 ,8 9 3 0 ,0 0 2 6 ,36 9 0 6 ,76 1 1 3,56 2 TKPR2_ARATH Te trake tid e  alp ha-p yro ne  re d uctase  2 (EC 1.1.1.-) (Pro te in CINNAMOYL-COA REDUCTASE-LIKE 6 ) TKPR2 CCRL6  At1g 6 8 540  T26 J14.11
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; NADP; Oxid o re d uctase ;

Re fe re nce  p ro te o me

SRR122238 _TR78 776 _c0 _g 1_i4_le n=8 6 8 NA NA NA NA NA PF13259 .3^DUF40 50 ^Pro te in o f unkno wn functio n (DUF40 50 )^73-113^E:3.2e -11 0 ,0 9 5 0 ,50 4 0 2,0 12 0 ,0 1 0 ,8 3 0 ,0 0 1 1,0 6 2 1 -0 ,0 12 . . . . . .

SRR122238 _TR8 758 4_c0 _g 1_i5_le n=9 27 FER3_ARATH
Q:149 -6 0 4,H:1-

155
56 .77%ID E:5e -57 Fe rre d o xin-3, chlo ro p lastic PF0 0 111.24^Fe r2^2Fe -2S iro n-sulfur c luste r b ind ing  d o main^6 5-138 ^E:2.6 e -21 0 ,10 8 0 ,728 0 2,29 0 ,0 0 4 1,159 0 1,8 29 0 -8 ,72 FER3_ARATH Fe rre d o xin-3, chlo ro p lastic (AtFd 3) FD3 At2g 27510  F10 A12.19

Arab id o p sis thaliana (Mo use -e ar

cre ss)

2Fe -2S; Ace tylatio n; Chlo ro p last; Co mp le te  p ro te o me ; Ele ctro n transp o rt; Iro n; Iro n-sulfur;

Me tal-b ind ing ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e ; Transp o rt

SRR12718 57_TR5433_c0 _g 2_i3_le n=2219 CYSZ_CUCMA
Q:19 8 7-

59 6 ,H:12-475
8 8 .17%ID E:0 Citrate  synthase , g lyo xyso mal PF0 0 28 5.18 ^Citrate _synt^Citrate  synthase , C-te rminal d o main^10 1-46 9 ^E:2.8 e -134 0 ,8 11 -0 ,318 0 3,0 73 0 ,0 44 2,337 0 3,332 1 0 ,8 71 CYSZ_CUCMA Citrate  synthase , g lyo xyso mal (EC 2.3.3.16 ) (GCS)

Cucurb ita maxima (Pump kin) (Winte r

sq uash)
PATHWAY: Carb o hyd rate  me tab o lism; g lyo xylate  cycle ; iso citrate  fro m o xalo ace tate : ste p  1/2.

Dire ct p ro te in se q ue ncing ; G lyo xylate  b yp ass; G lyo xyso me ; Pe ro xiso me ; Transfe rase ;

Transit p e p tid e ; Tricarb o xylic acid  cycle

SRR12718 57_TR9 218 _c0 _g 4_i3_le n=116 3 NA NA NA NA NA . 0 ,28 6 0 ,30 5 0 0 ,8 56 0 ,0 0 4 0 ,6 56 0 1,123 0 ,0 54 0 ,723 . . . . . .

SRR12718 57_TR9 9 59 _c0 _g 1_i24_le n=2120 NA NA NA NA NA PF0 8 49 1.7^SE^Sq uale ne  e p o xid ase ^78 -16 7^E:9 .5e -0 5 0 ,58 1 0 ,342 0 2,9 0 8 0 ,0 0 1 2,0 42 0 3,0 3 0 ,8 22 0 ,357 . . . . . .

SRR12718 58 _TR57555_c0 _g 1_i4_le n=9 6 5 NA NA NA NA NA . 0 ,8 0 4 0 ,1 0 2,58 0 ,0 14 0 ,78 2 0 1,174 0 ,0 3 0 ,79 3 . . . . . .

SRR12718 58 _TR57555_c0 _g 1_i5_le n=19 14 NA NA NA NA NA . 0 ,32 0 ,273 0 0 ,9 21 0 ,0 0 7 0 ,732 0 1,0 46 0 ,0 6 5 0 ,534 . . . . . .

SRR12718 58 _TR6 49 9 5_c1_g 2_i5_le n=16 9 9 E1314_ARATH
Q:546 -

1571,H:28 -370
6 8 .8 %ID E:9 e -174 Glucan e nd o -1,3-b e ta-g luco sid ase  14 PF0 0 332.15^Glyco _hyd ro _17^Glyco syl hyd ro lase s family 17^28 -344^E:9 .2e -9 4 0 ,258 0 ,9 31 0 2,30 2 0 ,0 0 3 2,148 0 3,17 1 0 ,18 2 E1314_ARATH

Glucan e nd o -1,3-b e ta-g luco sid ase  14 (EC 3.2.1.39 ) ((1->3)-b e ta-g lucan e nd o hyd ro lase  14) ((1->3)-b e ta-

g lucanase  14) (Be ta-1,3-e nd o g lucanase  14) (Be ta-1,3-g lucanase  14)
At2g 2750 0  F10 A12.18

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Ce ll me mb rane ; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n;

Co mp le te  p ro te o me ; Cyto p lasm; GPI-ancho r; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ;

Lip o p ro te in; Me mb rane ; Plant d e fe nse ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR12718 59 _TR116 1_c1_g 1_i2_le n=4252 PDR3_TOBAC
Q:4251-49 ,H:47-

1447
74.15%ID E:0 Ple io tro p ic d rug  re sistance  p ro te in 3

PF14510 .3^ABC_trans_N^ABC-transp o rte r e xtrace llular N-te rminal^6 4-114^E:1.8 e -

0 7`PF0 0 0 0 5.24^ABC_tran^ABC transp o rte r^140 -322^E:7.8 e -

17`PF0 10 6 1.21^ABC2_me mb rane ^ABC-2 typ e  transp o rte r^475-6 8 6 ^E:3.8 e -

36 `PF0 8 370 .8 ^PDR_asso c^Plant PDR ABC transp o rte r asso ciate d ^6 9 1-750 ^E:1.6 e -

21`PF0 0 0 0 5.24^ABC_tran^ABC transp o rte r^8 31-9 8 0 ^E:3.4e -

19 `PF0 10 6 1.21^ABC2_me mb rane ^ABC-2 typ e  transp o rte r^1127-1340 ^E:2e -53

0 ,472 0 ,8 11 0 4,331 0 ,0 25 2,554 0 3,535 1 0 ,0 18 PDR3_TOBAC Ple io tro p ic d rug  re sistance  p ro te in 3 (NtPDR3) PDR3
Nico tiana tab acum (Co mmo n

to b acco )

ATP-b ind ing ; Me mb rane ; Nucle o tid e -b ind ing ; Re p e at; Transme mb rane ; Transme mb rane

he lix; Transp o rt

SRR12718 59 _TR10 8 9 7_c0 _g 1_i5_le n=19 20 AROC2_SOLLC
Q:16 12-326 ,H:1-

426
8 3.45%ID E:0 Cho rismate  synthase  2, chlo ro p lastic PF0 126 4.18 ^Cho rismate _synt^Cho rismate  synthase ^6 0 -40 7^E:8 .6 e -140 0 ,46 4 0 ,223 0 1,8 6 9 0 ,0 0 8 0 ,744 0 ,0 0 1 0 ,9 45 1 -0 ,0 6 3 AROC2_SOLLC Cho rismate  synthase  2, chlo ro p lastic (EC 4.2.3.5) (5-e no lp yruvylshikimate -3-p ho sp hate  p ho sp ho lyase  2) CS2

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

PATHWAY: Me tab o lic inte rme d iate  b io synthe sis; cho rismate  b io synthe sis; cho rismate  fro m D-

e rythro se  4-p ho sp hate  and  p ho sp ho e no lp yruvate : ste p  7/7.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last; Co mp le te

p ro te o me ; Lyase ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR12718 59 _TR19 123_c0 _g 2_i1_le n=18 75 SPZX_ARATH
Q:222-1379 ,H:1-

38 9
6 4.27%ID E:4e -16 4 Se rp in-ZX PF0 0 0 79 .17^Se rp in^Se rp in (se rine  p ro te ase  inhib ito r)^10 -38 6 ^E:3.3e -9 9 0 ,578 0 ,228 0 1,40 8 0 ,0 0 6 0 ,9 6 4 0 1,25 0 ,76 7 0 ,122 SPZX_ARATH Se rp in-ZX (ArathZx) (AtSe rp in1) (Se rp in-1) At1g 47710  F16 N3.3 T2E6 .22

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Ap o p last; Co mp le te  p ro te o me ; G lyco p ro te in; Pro te ase  inhib ito r; Re fe re nce

p ro te o me ; Se cre te d ; Se rine  p ro te ase  inhib ito r

SRR12718 59 _TR356 44_c0 _g 1_i6 _le n=2224 AB13I_ARATH
Q:454-

138 9 ,H:38 -345
8 0 .6 3%ID E:5e -173 . PF0 0 0 0 5.24^ABC_tran^ABC transp o rte r^10 6 -26 1^E:3.7e -30 0 ,151 0 ,6 55 0 2,729 0 ,0 0 1 1,542 0 1,8 31 0 ,8 6 0 ,16 1 TGD3_ARATH

Pro te in TRIGALACTOSYLDIACYLGLYCEROL 3, chlo ro p lastic (ABC transp o rte r I family me mb e r 13) (ABC

transp o rte r ABCI.13) (AtABCI13) (No n-intrinsic ABC p ro te in 11) (AtNAP11)
TGD3 ABCI13 NAP11 At1g 6 5410  T8 F5.19

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Chlo ro p last; Co mp le te  p ro te o me ; Lip id  transp o rt; Nucle o tid e -b ind ing ;

Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e ; Transp o rt

SRR12718 59 _TR38 9 6 1_c0 _g 1_i1_le n=10 17 PRS2_SOLTU
Q:740 -273,H:1-

155
38 .12%ID E:3e -24 Patho g e ne sis-re late d  p ro te in STH-2 PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^1-150 ^E:5.3e -12 0 ,79 8 0 ,336 0 1,9 21 0 ,0 21 0 ,6 6 4 0 ,0 0 1 0 ,9 42 0 ,732 -0 ,6 41 PRS2_SOLTU Patho g e ne sis-re late d  p ro te in STH-2 STH-2 So lanum tub e ro sum (Po tato ) Co mp le te  p ro te o me ; Patho g e ne sis-re late d  p ro te in; Plant d e fe nse ; Re fe re nce  p ro te o me

SRR12718 59 _TR4528 9 _c0 _g 1_i3_le n=16 73 NA NA NA NA NA . 1 0 ,46 5 0 7,0 6 2 0 ,0 0 3 1,416 0 2,0 52 0 ,254 3,39 . . . . . .

SRR3420 17_TR18 428 _c3_g 5_i6 _le n=36 52 OPR11_ORYSJ
Q:2135-

10 71,H:9 -36 3
78 .8 7%ID E:0 Putative  12-o xo p hyto d ie no ate  re d uctase  11

PF0 0 724.17^Oxid o re d _FMN^NADH:flavin o xid o re d uctase  / NADH o xid ase  family^20 -354^E:6 .5e -

8 9
0 ,8 8 6 0 ,138 0 1,431 0 ,0 73 1,8 9 2 0 3,8 6 1 1 0 ,151 OPR11_ORYSJ Putative  12-o xo p hyto d ie no ate  re d uctase  11 (EC 1.3.1.-) (OPDA-re d uctase  11) (OsOPR11) OPR11 OPR3 OsJ_20 711 Oryza sativa sub sp . jap o nica (Rice )

Co mp le te  p ro te o me ; FMN; Fatty acid  b io synthe sis; Fatty acid  me tab o lism; Flavo p ro te in;

Lip id  b io synthe sis; Lip id  me tab o lism; NADP; Oxid o re d uctase ; Oxylip in b io synthe sis;

Re fe re nce  p ro te o me

SRR3420 17_TR18 70 0 _c0 _g 1_i1_le n=1744 C74B2_ARATH
Q:1572-

211,H:38 -49 2
55.9 2%ID E:0

Lino le nate  hyd ro p e ro xid e  lyase , chlo ro p lastic

{ECO:0 0 0 0 30 5|Pub Me d :9 70 159 5}
PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^16 1-50 2^E:3.4e -25 0 ,0 0 2 1,0 16 0 2,19 9 0 ,0 0 6 0 ,6 53 0 ,0 0 1 0 ,79 7 0 ,0 52 0 ,479 C74B2_ARATH

Lino le nate  hyd ro p e ro xid e  lyase , chlo ro p lastic (EC 4.2.9 9 .-) (Cyto chro me  P450  74B2) (Hyd ro p e ro xid e  lyase

1)
CYP74B2 HPL1

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Chlo ro p last; He me ; Iro n; Lyase ; Me tal-b ind ing ; Plastid ; Transit p e p tid e

SRR3420 17_TR228 6 7_c3_g 6 _i4_le n=9 9 4 NA NA NA NA NA

PF1340 5.3^EF-hand _6 ^EF-hand  d o main^19 -44^E:5.9 e -0 6 `PF1349 9 .3^EF-hand _7^EF-hand  d o main

p air^19 -8 9 ^E:1.8 e -0 9 `PF1320 2.3^EF-hand _5^EF hand ^20 -43^E:4.8 e -0 7`PF138 33.3^EF-

hand _8 ^EF-hand  d o main p air^20 -40 ^E:0 .0 2`PF1320 2.3^EF-hand _5^EF hand ^73-

8 9 ^E:0 .0 18 `PF1320 2.3^EF-hand _5^EF hand ^113-135^E:8 .9 e -0 6 `PF1340 5.3^EF-hand _6 ^EF-hand

d o main^113-138 ^E:2.1e -0 5`PF138 33.3^EF-hand _8 ^EF-hand  d o main p air^114-138 ^E:0 .0 11

0 ,233 0 ,79 0 2,456 0 ,0 0 8 0 ,745 0 1,8 2 0 ,6 2 -0 ,237 . . . . . .

SRR3420 17_TR259 9 0 _c0 _g 1_i2_le n=2253 CIGR1_ORYSJ
Q:30 1-20 46 ,H:1-

571
57.14%ID E:0 Chitin-ind ucib le  g ib b e re ll in-re sp o nsive  p ro te in 1 PF0 3514.11^GRAS^GRAS d o main family^212-58 1^E:8 .5e -128 0 ,312 0 ,755 0 3,77 0 ,0 1 1,127 0 1,79 2 0 ,79 3 -0 ,158 CIGR1_ORYSJ Chitin-ind ucib le  g ib b e re ll in-re sp o nsive  p ro te in 1

CIGR1 Os0 7g 0 5458 0 0  LOC_Os0 7g 36 170

P0 0 0 6 G0 5.10 2
Oryza sativa sub sp . jap o nica (Rice )

Co mp le te  p ro te o me ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n

re g ulatio n

SRR3420 17_TR276 9 2_c0 _g 1_i2_le n=1548 10 HGO_CATRO
Q:1448 -540 ,H:1-

30 3
9 7.36 %ID E:2e -175 8 -hyd ro xyg e ranio l d e hyd ro g e nase

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^38 -151^E:6 .2e -

29 `PF0 28 26 .16 ^2-Hacid _d h_C^D-iso me r sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , NAD b ind ing

d o main^177-226 ^E:5.2e -0 6 `PF0 126 2.18 ^AlaDh_PNT_C^Alanine  d e hyd ro g e nase /PNT, C-te rminal

d o main^18 5-256 ^E:6 .9 e -0 6 `PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing  d e hyd ro g e nase ^19 4-

29 5^E:8 .5e -14

1 0 ,0 8 9 0 4,474 0 ,0 0 5 6 ,26 0 7,174 1 -1,8 32 10 HGO_CATRO 8 -hyd ro xyg e ranio l d e hyd ro g e nase  (Cr10 HGO) (EC 1.1.1.324) 10 HGO
Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
Me tal-b ind ing ; NADP; Oxid o re d uctase ; Zinc

SRR3420 19 _TR16 6 12_c0 _g 1_i7_le n=2717 ALKBH_ARATH
Q:16 6 -1242,H:1-

345
6 0 .9 9 %ID E:3e -135 Alp ha-ke to g lutarate -d e p e nd e nt d io xyg e nase  alkB PF13532.3^2OG-Fe II_Oxy_2^2OG-Fe (II) o xyg e nase  sup e rfamily^171-356 ^E:2.8 e -38 0 ,8 7 0 ,19 5 0 1,9 32 0 ,0 0 4 0 ,9 0 3 0 1,29 5 1 -0 ,23 ALKBH_ARATH

Alp ha-ke to g lutarate -d e p e nd e nt d io xyg e nase  alkB (EC 1.14.11.-) (Alkylate d  DNA re p air p ro te in alkB

ho mo lo g )
At1g 1178 0  F25C20 .6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA d amag e ; DNA re p air; Dio xyg e nase ; Iro n; Me tal-b ind ing ;

Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR3420 19 _TR248 44_c0 _g 1_i1_le n=119 9 AX22B_VIGRR
Q:129 -70 4,H:1-

19 6
6 5.6 7%ID E:2e -8 3 Auxin-ind uce d  p ro te in 22B PF0 230 9 .13^AUX_IAA^AUX/IAA family^41-18 9 ^E:3.8 e -55 1 0 ,0 51 0 1,8 9 0 ,0 8 9 0 ,447 0 ,0 0 1 0 ,8 8 2 0 ,0 6 4 -0 ,9 34 AX22B_VIGRR Auxin-ind uce d  p ro te in 22B (Ind o le -3-ace tic acid -ind uce d  p ro te in ARG4) AUX22B ARG4

Vig na rad iata var. rad iata (Mung

b e an) (Phase o lus aure us)
Auxin s ig naling  p athway; Nucle us; Re p re sso r; Transcrip tio n; Transcrip tio n re g ulatio n

SRR3420 19 _TR29 29 7_c2_g 5_i1_le n=1342 EXPA1_ARATH
Q:172-8 9 7,H:7-

250
8 5.6 6 %ID E:4e -115 Exp ansin-A1

PF0 3330 .15^DPBB_1^Lytic transg lyco lase ^6 0 -145^E:3.7e -22`PF0 1357.18 ^Po lle n_alle rg _1^Po lle n

alle rg e n^156 -233^E:1.2e -30
0 ,0 8 7 0 ,475 0 1,49 9 0 ,8 55 -0 ,0 6 6 0 1,46 6 0 ,175 0 ,41 EXPA1_ARATH Exp ansin-A1 (AtEXPA1) (Alp ha-e xp ansin-1) (At-EXP1) (AtEx1) (Ath-Exp Alp ha-1.2) EXPA1 EXP1 At1g 6 9 530  F10 D13_18

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ;

Disulfid e  b o nd ; Me mb rane ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 19 _TR38 0 71_c4_g 2_i9 _le n=20 6 2 ARGE_ARATH
Q:11-8 0 5,H:12-

276
74.0 6 %ID E:5e -136 Ace tylo rnithine  d e ace tylase PF0 1546 .25^Pe p tid ase _M20 ^Pe p tid ase  family M20 /M25/M40 ^9 0 -19 4^E:8 .9 e -20 0 ,0 0 7 2,0 0 4 0 3,0 9 5 0 ,0 0 4 4,251 0 5,0 4 0 ,0 9 5 0 ,744 ARGE_ARATH Ace tylo rnithine  d e ace tylase  (EC 3.5.1.16 ) (N-ace tylo rnithinase ) (AO) (Ace tylo rnithinase ) (NAO) At4g 178 30  d l49 45w T6 K21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-arg inine  b io synthe sis; L-o rnithine  fro m N(2)-ace tyl-L-

o rnithine  (l ine ar): ste p  1/1.

Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Arg inine  b io synthe sis; Co b alt; Co mp le te

p ro te o me ; Hyd ro lase ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Zinc

SRR3420 22_TR1339 _c0 _g 1_i1_le n=9 8 8 NA NA NA NA NA . 0 ,0 19 1,0 6 0 2,115 0 ,40 7 0 ,453 0 1,6 35 0 ,78 1 0 ,542 . . . . . .

SRR3420 22_TR540 2_c1_g 18 _i2_le n=310 0 THD1_ARATH
Q:9 9 0 -

256 1,H:72-59 2
76 .24%ID E:0

Thre o nine  d e hyd ratase  b io synthe tic,

chlo ro p lastic

PF0 4576 .12^Ze in-b ind ing ^Ze in-b ind ing ^21-111^E:6 .5e -33`PF0 0 29 1.22^PALP^Pyrid o xal-

p ho sp hate  d e p e nd e nt e nzyme ^370 -6 56 ^E:2.7e -8 1`PF0 0 58 5.15^Thr_d e hyd rat_C^C-te rminal

re g ulato ry d o main o f Thre o nine  d e hyd ratase ^6 6 9 -759 ^E:2.9 e -

22`PF0 0 58 5.15^Thr_d e hyd rat_C^C-te rminal re g ulato ry d o main o f Thre o nine  d e hyd ratase ^76 5-

8 50 ^E:6 .4e -23

1 0 ,151 0 3,729 0 ,0 59 1,753 0 ,0 0 1 2,6 2 1 0 ,0 6 5 THD1_ARATH Thre o nine  d e hyd ratase  b io synthe tic, chlo ro p lastic (EC 4.3.1.19 ) (Thre o nine  d e aminase ) (TD) OMR1 At3g 10 0 50  T22K18 .12
Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-iso le ucine  b io synthe sis; 2-o xo b utano ate  fro m L-thre o nine :

ste p  1/1.

Allo ste ric e nzyme ; Amino -acid  b io synthe sis; Branche d -chain amino  acid  b io synthe sis;

Chlo ro p last; Co mp le te  p ro te o me ; Iso le ucine  b io synthe sis; Lyase ; Plastid ; Pyrid o xal

p ho sp hate ; Re fe re nce  p ro te o me ; Re p e at; Transit p e p tid e

SRR3420 22_TR9 319 _c1_g 5_i2_le n=18 41 ABAH2_ARATH
Q:28 6 -

159 0 ,H:48 -479
72.54%ID E:0 Ab scis ic acid  8 ' -hyd ro xylase  2 PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^6 3-474^E:3.1e -74 0 ,428 0 ,372 0 1,349 0 ,0 21 0 ,9 14 0 1,8 77 0 ,6 8 3 -0 ,221 ABAH2_ARATH Ab scis ic acid  8 ' -hyd ro xylase  2 (ABA 8 ' -hyd ro xylase  2) (EC 1.14.13.9 3) (Cyto chro me  P450  70 7A2) CYP70 7A2 At2g 29 0 9 0  T9 I4.17

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Plant ho rmo ne  d e g rad atio n; ab scis ic acid  d e g rad atio n.

Co mp le te  p ro te o me ; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP;

Oxid o re d uctase ; Re fe re nce  p ro te o me ; Stre ss re sp o nse ; Transme mb rane ;

Transme mb rane  he lix

SRR3420 22_TR139 73_c1_g 18 _i1_le n=229 0 PTR30 _ARATH
Q:118 -18 78 ,H:1-

58 1
72.9 6 %ID E:0 Pro te in NRT1/ PTR FAMILY 5.1 PF0 0 8 54.18 ^PTR2^POT family^9 7-525^E:4.7e -10 8 0 ,8 0 7 0 ,121 0 2,9 6 1 0 ,0 14 0 ,9 0 1,454 1 0 ,0 0 3 PTR30 _ARATH Pro te in NRT1/ PTR FAMILY 5.1 (AtNPF5.1) NPF5.1 At2g 40 46 0  T2P4.19

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR3420 22_TR219 32_c0 _g 1_i2_le n=20 0 0 ISPE_SOLLC
Q:1518 -

46 0 ,H:31-38 2
8 3.29 %ID E:0

4-d ip ho sp ho cytid yl-2-C-me thyl-D-e rythrito l kinase ,

chlo ro p lastic/chro mo p lastic

PF0 0 28 8 .23^GHMP_kinase s_N^GHMP kinase s N te rminal d o main^18 2-224^E:3.5e -

0 6 `PF0 8 544.10 ^GHMP_kinase s_C^GHMP kinase s C te rminal^310 -36 4^E:0 .0 0 0 22
0 ,20 8 0 ,343 0 1,59 2 0 ,0 0 7 0 ,8 4 0 1,18 6 1 -0 ,138 ISPE_SOLLC

4-d ip ho sp ho cytid yl-2-C-me thyl-D-e rythrito l kinase , chlo ro p lastic/chro mo p lastic (EC 2.7.1.148 ) (4-(cytid ine -5' -

d ip ho sp ho )-2-C-me thyl-D-e rythrito l kinase ) (CMK) (Rip e ning -asso ciate d  p ro te in p TOM41) (Frag me nt)
ISPE

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

PATHWAY: Iso p re no id  b io synthe sis; iso p e nte nyl d ip ho sp hate  b io synthe sis via DXP p athway;

iso p e nte nyl d ip ho sp hate  fro m 1-d e o xy-D-xylulo se  5-p ho sp hate : ste p  3/6 .

ATP-b ind ing ; Chlo ro p last; Chro mo p last; Co mp le te  p ro te o me ; Iso p re ne  b io synthe sis;

Kinase ; Nucle o tid e -b ind ing ; Plastid ; Re fe re nce  p ro te o me ; Transfe rase ; Transit p e p tid e

SRR3420 23_TR146 9 1_c0 _g 2_i1_le n=2457 HT1_ARATH
Q:129 5-

20 0 8 ,H:110 -341
38 .52%ID E:6 e -42 Se rine /thre o nine -p ro te in kinase  HT1

PF1279 6 .4^Ank_2^Ankyrin re p e ats (3 co p ie s)^47-135^E:5e -14`PF136 37.3^Ank_4^Ankyrin re p e ats

(many co p ie s)^47-9 6 ^E:1.5e -0 7`PF0 0 0 23.27^Ank^Ankyrin re p e at^76 -10 6 ^E:6 .4e -

0 5`PF136 0 6 .3^Ank_3^Ankyrin re p e at^76 -10 3^E:0 .0 0 0 35`PF0 7714.14^Pkinase _Tyr^Pro te in

tyro sine  kinase ^175-418 ^E:1.6 e -56 `PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^177-415^E:3.9 e -

51

0 ,0 9 3 0 ,9 79 0 2,6 6 6 0 ,0 0 4 2,0 8 2 0 3,412 0 ,472 -0 ,6 9 9 HT1_ARATH Se rine /thre o nine -p ro te in kinase  HT1 (EC 2.7.11.1) (Hig h le af te mp e rature  p ro te in 1) HT1 At1g 6 240 0  F24O1.13
Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Kinase ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ;

Se rine /thre o nine -p ro te in kinase ; Transfe rase

SRR3420 23_TR24474_c0 _g 1_i1_le n=724 SUI1_ORYSJ
Q:215-553,H:1-

115
9 2.17%ID E:1e -70 Pro te in translatio n facto r SUI1 ho mo lo g PF0 1253.19 ^SUI1^Translatio n initiatio n facto r SUI1^28 -10 2^E:5.4e -26 0 ,70 9 0 ,10 9 0 1,19 7 0 ,0 0 8 0 ,734 0 1,0 7 0 ,8 29 0 ,0 51 SUI1_ORYSJ Pro te in translatio n facto r SUI1 ho mo lo g  (Pro te in GOS2) (Pro te in e IF1) (Translatio n initiatio n facto r 1) GOS2 Os0 7g 0 529 8 0 0  LOC_Os0 7g 3458 9 Oryza sativa sub sp . jap o nica (Rice )

Co mp le te  p ro te o me ; Initiatio n facto r; Pro te in b io synthe sis; Re fe re nce  p ro te o me ;

Translatio n re g ulatio n

SRR3420 23_TR248 6 4_c0 _g 3_i1_le n=9 8 8 KPRS2_SPIOL
Q:49 4-

9 8 8 ,H:39 -20 6
77.9 8 %ID E:8 e -8 9

Rib o se -p ho sp hate  p yro p ho sp ho kinase  2,

chlo ro p lastic

PF1379 3.3^Prib o syltran_N^N-te rminal d o main o f rib o se  p ho sp hate  p yro p ho sp ho kinase ^10 4-

220 ^E:9 .7e -50
1 0 ,0 0 6 0 3,39 0 ,0 6 6 0 ,9 8 2 0 ,0 0 1 1,6 2 0 ,56 4 0 ,50 8 KPRS2_SPIOL

Rib o se -p ho sp hate  p yro p ho sp ho kinase  2, chlo ro p lastic (EC 2.7.6 .1) (Pho sp ho rib o syl p yro p ho sp hate

synthase  2)
PRS2 Sp inacia o le race a (Sp inach)

ATP-b ind ing ; Chlo ro p last; Kinase ; Mag ne sium; Me tal-b ind ing ; Nucle o tid e  b io synthe sis;

Nucle o tid e -b ind ing ; Plastid ; Transfe rase ; Transit p e p tid e

SRR6 46 572_TR16 312_c0 _g 4_i1_le n=110 7 NA NA NA NA NA . 1 0 ,0 46 0 2,521 0 ,0 14 1,449 0 2,126 1 0 ,9 0 4 . . . . . .

SRR6 46 6 0 4_TR9 738 _c0 _g 2_i1_le n=16 8 3 NA NA NA NA NA . 0 ,319 1,10 6 0 3,241 0 ,0 17 2,0 23 0 3,36 1 1,8 56 . . . . . .

SRR6 46 6 0 4_TR31316 _c0 _g 2_i1_le n=358 9 THD1_ARATH
Q:258 7-

1724,H:72-357
77.24%ID E:3e -136

Thre o nine  d e hyd ratase  b io synthe tic,

chlo ro p lastic

PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^8 4-19 9 ^E:8 .2e -

27`PF0 0 29 1.22^PALP^Pyrid o xal-p ho sp hate  d e p e nd e nt e nzyme ^375-6 20 ^E:1.5e -73
0 ,8 39 0 ,14 0 2,6 28 0 ,0 5 1,0 33 0 2,157 1 -0 ,575 THD1_ARATH Thre o nine  d e hyd ratase  b io synthe tic, chlo ro p lastic (EC 4.3.1.19 ) (Thre o nine  d e aminase ) (TD) OMR1 At3g 10 0 50  T22K18 .12

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-iso le ucine  b io synthe sis; 2-o xo b utano ate  fro m L-thre o nine :

ste p  1/1.

Allo ste ric e nzyme ; Amino -acid  b io synthe sis; Branche d -chain amino  acid  b io synthe sis;

Chlo ro p last; Co mp le te  p ro te o me ; Iso le ucine  b io synthe sis; Lyase ; Plastid ; Pyrid o xal

p ho sp hate ; Re fe re nce  p ro te o me ; Re p e at; Transit p e p tid e

SRR6 46 6 0 4_TR37510 _c1_g 1_i2_le n=2524 KPRS2_SPIOL
Q:16 57-

59 6 ,H:39 -39 5
8 4.8 7%ID E:0

Rib o se -p ho sp hate  p yro p ho sp ho kinase  2,

chlo ro p lastic

PF1379 3.3^Prib o syltran_N^N-te rminal d o main o f rib o se  p ho sp hate  p yro p ho sp ho kinase ^2-

9 8 ^E:9 .5e -43`PF0 0 156 .24^Prib o syltran^Pho sp ho rib o syl transfe rase  d o main^133-229 ^E:1.7e -

15`PF14572.3^Prib o syl_synth^Pho sp ho rib o syl synthe tase -asso ciate d  d o main^18 4-29 1^E:2.1e -23

0 ,8 3 0 ,126 0 2,26 8 0 ,0 0 2 1,49 3 0 2,0 59 0 ,718 -0 ,177 KPRS2_SPIOL
Rib o se -p ho sp hate  p yro p ho sp ho kinase  2, chlo ro p lastic (EC 2.7.6 .1) (Pho sp ho rib o syl p yro p ho sp hate

synthase  2)
PRS2 Sp inacia o le race a (Sp inach)

ATP-b ind ing ; Chlo ro p last; Kinase ; Mag ne sium; Me tal-b ind ing ; Nucle o tid e  b io synthe sis;

Nucle o tid e -b ind ing ; Plastid ; Transfe rase ; Transit p e p tid e

SRR6 48 70 5_TR3147_c0 _g 2_i1_le n=2470 NA NA NA NA NA
PF0 76 76 .9 ^PD40 ^WD40 -like  Be ta Pro p e lle r Re p e at^518 -

547^E:0 .0 0 0 18 `PF0 76 76 .9 ^PD40 ^WD40 -like  Be ta Pro p e lle r Re p e at^56 1-58 7^E:2.4e -0 7
0 ,8 6 5 -0 ,229 0 2,178 0 ,0 0 1 2,133 0 4,0 27 0 ,524 0 ,6 35 . . . . . .

SRR6 48 70 5_TR370 6 _c0 _g 2_i1_le n=1432 NA NA NA NA NA PF0 0 16 8 .27^C2^C2 d o main^6 -9 9 ^E:2.1e -0 9 0 ,436 0 ,237 0 1,575 0 ,0 14 0 ,79 0 1,12 0 ,40 3 0 ,26 1 . . . . . .

SRR6 48 70 5_TR129 73_c0 _g 2_i1_le n=39 44 CLPD_ARATH
Q:30 0 8 -

318 ,H:42-9 43
70 .8 8 %ID E:0

Chap e ro ne  p ro te in Clp D, chlo ro p lastic

{ECO:0 0 0 0 30 3|Pub Me d :1129 9 370 }

PF0 28 6 1.17^Clp _N^Clp  amino  te rminal d o main, p atho g e nic ity is land  co mp o ne nt^116 -16 4^E:2e -

0 6 `PF0 28 6 1.17^Clp _N^Clp  amino  te rminal d o main, p atho g e nic ity is land  co mp o ne nt^20 0 -

248 ^E:8 .5e -10 `PF0 0 0 0 4.26 ^AAA^ATPase  family asso ciate d  with vario us ce llular activitie s

(AAA)^337-439 ^E:6 .2e -0 9 `PF0 7724.11^AAA_2^AAA d o main (Cd c48  sub family)^6 79 -8 54^E:2.9 e -

51`PF0 0 0 0 4.26 ^AAA^ATPase  family asso ciate d  with vario us ce llular activitie s (AAA)^6 8 4-

79 2^E:2.8 e -0 6 `PF0 7728 .11^AAA_5^AAA d o main (d yne in-re late d  sub family)^6 8 4-8 0 4^E:2e -

11`PF10 431.6 ^Clp B_D2-small^C-te rminal, D2-small d o main, o f Clp B p ro te in^8 6 0 -9 39 ^E:1.8 e -22

0 ,111 0 ,8 8 4 0 3,9 45 0 ,0 0 1 1,70 5 0 1,8 9 7 1 0 ,8 26 CLPD_ARATH

Chap e ro ne  p ro te in Clp D, chlo ro p lastic (EC 3.6 .1.3) (ATP-d e p e nd e nt Clp  p ro te ase  ATP-b ind ing  sub unit

Clp D ho mo lo g ) (Case in lytic p ro te inase  D) (ERD1 p ro te in) (Pro te in EARLY RESPONSIVE TO

DEHYDRATION 1) (Pro te in SENESCENCE ASSOCIATED GENE 15)

CLPD ERD1 SAG15 At5g 510 70  K3K7.27
Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Hyd ro lase ; Nucle o tid e -

b ind ing ; Plastid ; Re fe re nce  p ro te o me ; Re p e at; Stre ss re sp o nse ; Transit p e p tid e

SRR6 48 70 5_TR19 38 0 _c1_g 2_i4_le n=136 6 NA NA NA NA NA . 0 ,48 7 0 ,317 0 1,58 2 0 ,0 0 5 1,20 1 0 1,548 0 ,111 -0 ,8 8 6 . . . . . .

SRR6 48 70 5_TR19 8 8 0 _c0 _g 1_i2_le n=1719 BEBT_TOBAC
Q:235-1251,H:3-

340
76 .11%ID E:0 Be nzyl alco ho l O-b e nzo yltransfe rase PF0 2458 .12^Transfe rase ^Transfe rase  family^14-341^E:5.9 e -6 6 0 ,19 5 -1,177 0 3,10 2 0 ,16 4 0 ,8 75 0 1,9 8 5 1 0 ,56 2 BEBT_TOBAC

Be nzyl alco ho l O-b e nzo yltransfe rase  (EC 2.3.1.19 6 ) (Be nzo yl co e nzyme  A:b e nzyl alco ho l b e nzo yl

transfe rase )
HSR20 1

Nico tiana tab acum (Co mmo n

to b acco )
Acyltransfe rase ; Transfe rase

SRR6 48 70 5_TR219 8 1_c0 _g 1_i1_le n=9 9 4 ZAT8 _ARATH
Q:76 4-324,H:12-

150
46 .0 5%ID E:9 e -31 Zinc fing e r p ro te in ZAT8

PF139 12.3^zf-C2H2_6 ^C2H2-typ e  zinc fing e r^113-137^E:2.3e -10 `PF139 12.3^zf-C2H2_6 ^C2H2-

typ e  zinc fing e r^157-18 2^E:1.7e -0 9
1 2,39 7 0 5,8 12 0 ,0 43 3,273 0 5,337 1 0 ,0 28 ZAT8 _ARATH Zinc fing e r p ro te in ZAT8 ZAT8  At3g 46 0 8 0  F12M12.50

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Re p e at;

Transcrip tio n; Transcrip tio n re g ulatio n; Zinc; Zinc-fing e r

SRR6 48 70 5_TR23749 _c0 _g 2_i2_le n=339 8 OPR11_ORYSJ
Q:338 -140 2,H:9 -

36 3
78 .8 7%ID E:0 Putative  12-o xo p hyto d ie no ate  re d uctase  11 . 0 ,534 -0 ,278 0 1,736 0 ,46 1 1,26 1 0 3,6 11 0 ,6 78 -0 ,149 OPR11_ORYSJ Putative  12-o xo p hyto d ie no ate  re d uctase  11 (EC 1.3.1.-) (OPDA-re d uctase  11) (OsOPR11) OPR11 OPR3 OsJ_20 711 Oryza sativa sub sp . jap o nica (Rice )

Co mp le te  p ro te o me ; FMN; Fatty acid  b io synthe sis; Fatty acid  me tab o lism; Flavo p ro te in;

Lip id  b io synthe sis; Lip id  me tab o lism; NADP; Oxid o re d uctase ; Oxylip in b io synthe sis;

Re fe re nce  p ro te o me

SRR6 48 70 5_TR31575_c0 _g 1_i2_le n=2132 4CL_VANPL
Q:20 11-353,H:1-

553
9 9 .8 2%ID E:0 4-co umarate --Co A lig ase

PF0 0 50 1.25^AMP-b ind ing ^AMP-b ind ing  e nzyme ^37-451^E:1.5e -10 7`PF1319 3.3^AMP-

b ind ing _C^AMP-b ind ing  e nzyme  C-te rminal d o main^46 0 -535^E:3e -15
0 ,29 8 0 ,6 33 0 5,21 0 ,0 0 4 0 ,78 4 0 1,439 0 ,0 0 3 1,8 71 4CL_VANPL 4-co umarate --Co A lig ase  (4CL) (EC 6 .2.1.12) (4-co umaro yl-Co A synthase ) 4CL Vanilla p lanifo lia (Vanilla)

PATHWAY: Phyto ale xin b io synthe sis; 3,4' ,5-trihyd ro xystilb e ne  b io synthe sis; 3,4' ,5-

trihyd ro xystilb e ne  fro m trans-4-co umarate : ste p  1/2.
ATP-b ind ing ; Lig ase ; Nucle o tid e -b ind ing ; Phe nylp ro p ano id  me tab o lism

PATHWAY: Amino -acid  b io synthe sis; L-lysine  b io synthe sis via DAP p athway; (S)-



SRR6 48 70 5_TR42446 _c0 _g 1_i1_le n=1554 DHAS_SYNY3
Q:1240 -233,H:7-

334
54.17%ID E:8 e -118 Asp artate -se miald e hyd e  d e hyd ro g e nase

PF0 1118 .21^Se miald hyd e _d h^Se miald e hyd e  d e hyd ro g e nase , NAD b ind ing  d o main^52-

16 4^E:1.8 e -32`PF0 2774.15^Se miald hyd e _d hC^Se miald e hyd e  d e hyd ro g e nase , d ime risatio n

d o main^19 2-372^E:1.1e -44

0 ,0 58 -0 ,8 8 9 0 1,244 0 ,0 27 1,351 0 2,216 0 ,356 -1,249 DHAS_SYNY3
Asp artate -se miald e hyd e  d e hyd ro g e nase  (ASA d e hyd ro g e nase ) (ASADH) (EC 1.2.1.11) (Asp artate -b e ta-

se miald e hyd e  d e hyd ro g e nase )
asd  slr0 549

Syne cho cystis sp . (strain PCC 6 8 0 3

/ Kazusa)

te trahyd ro d ip ico linate  fro m L-asp artate : ste p  2/4.; PATHWAY: Amino -acid  b io synthe sis; L-

me thio nine  b io synthe sis via d e  no vo  p athway; L-ho mo se rine  fro m L-asp artate : ste p  2/3.;

PATHWAY: Amino -acid  b io synthe sis; L-thre o nine  b io synthe sis; L-thre o nine  fro m L-asp artate : ste p

2/5.

Amino -acid  b io synthe sis; Co mp le te  p ro te o me ; Diamino p ime late  b io synthe sis; Lysine

b io synthe sis; Me thio nine  b io synthe sis; NADP; Oxid o re d uctase ; Re fe re nce  p ro te o me ;

Thre o nine  b io synthe sis

SRR6 48 70 5_TR438 29 _c0 _g 1_i2_le n=2224 CYSZ_CUCMA
Q:19 7-

170 8 ,H:12-515
8 6 .9 3%ID E:0 Citrate  synthase , g lyo xyso mal PF0 0 28 5.18 ^Citrate _synt^Citrate  synthase , C-te rminal d o main^10 1-46 9 ^E:3.4e -134 0 ,333 0 ,40 2 0 2,438 0 ,0 0 2 1,455 0 1,6 71 0 ,735 0 ,20 3 CYSZ_CUCMA Citrate  synthase , g lyo xyso mal (EC 2.3.3.16 ) (GCS)

Cucurb ita maxima (Pump kin) (Winte r

sq uash)
PATHWAY: Carb o hyd rate  me tab o lism; g lyo xylate  cycle ; iso citrate  fro m o xalo ace tate : ste p  1/2.

Dire ct p ro te in se q ue ncing ; G lyo xylate  b yp ass; G lyo xyso me ; Pe ro xiso me ; Transfe rase ;

Transit p e p tid e ; Tricarb o xylic acid  cycle

SRR6 48 70 5_TR4410 8 _c0 _g 1_i1_le n=10 39 NA NA NA NA NA . 1 0 ,49 2 0 2,58 8 0 ,0 0 1 4,414 0 5,0 6 4 0 ,517 -0 ,8 24 . . . . . .

SRR6 48 70 7_TR38 31_c0 _g 4_i1_le n=38 8 8 MMT1_WEDBI
Q:274-3525,H:1-

10 8 7
73.33%ID E:0 Me thio nine  S-me thyltransfe rase

PF0 5175.11^MTS^Me thyltransfe rase  small d o main^119 -172^E:1.3e -

0 6 `PF0 6 325.10 ^PrmA^Rib o so mal p ro te in L11 me thyltransfe rase  (PrmA)^119 -172^E:1.1e -

0 5`PF0 0 155.18 ^Amino tran_1_2^Amino transfe rase  class I and  II^734-10 74^E:2.3e -16

0 ,8 19 0 ,117 0 2,6 37 0 ,0 0 3 1,46 3 0 2,46 0 ,70 5 0 ,253 MMT1_WEDBI Me thio nine  S-me thyltransfe rase  (EC 2.1.1.12) (Ad o Me t:Me t S-me thyltransfe rase ) MMT1 MMT
We d e lia b iflo ra (Be ach sunflo we r)

(Wo llasto nia b iflo ra)

Cyto p lasm; Dire ct p ro te in se q ue ncing ; Me thyltransfe rase ; S-ad e no syl-L-me thio nine ;

Transfe rase

SRR6 48 70 7_TR6 0 8 3_c0 _g 1_i1_le n=110 3 NA NA NA NA NA . 0 ,0 0 6 1,276 0 1,79 0 ,0 0 3 1,29 9 0 1,747 0 ,0 2 1,0 71 . . . . . .

SRR6 48 70 7_TR6 9 22_c1_g 1_i3_le n=1527 DBR_TOBAC
Q:1333-30 2,H:1-

343
8 2.56 %ID E:0 2-alke nal re d uctase  (NADP(+)-d e p e nd e nt)

PF16 8 8 4.2^ADH_N_2^N-te rminal d o main o f o xid o re d uctase ^8 -116 ^E:1.6 e -

26 `PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing  d e hyd ro g e nase ^16 6 -29 3^E:1.6 e -

24`PF136 0 2.3^ADH_zinc_N_2^Zinc-b ind ing  d e hyd ro g e nase ^20 0 -337^E:1.7e -0 7

0 ,452 0 ,50 4 0 2,354 0 ,0 0 1 1,38 3 0 1,577 1 0 ,0 55 DBR_TOBAC

2-alke nal re d uctase  (NADP(+)-d e p e nd e nt) (EC 1.3.1.10 2) (Alke nal d o ub le  b o und  re d uctase ) (Allyl-alco ho l

d e hyd ro g e nase ) (EC 1.1.1.54) (Allylic  alco ho l d e hyd ro g e nase  1) (allyl-ADH1) (Flavin-fre e  d o ub le  b o nd

re d uctase ) (NtDBR) (Pule g o ne  re d uctase ) (NtRe d -1)

DBR
Nico tiana tab acum (Co mmo n

to b acco )
3D-structure ; Dire ct p ro te in se q ue ncing ; NADP; Oxid o re d uctase

SRR6 48 70 7_TR8 6 35_c0 _g 2_i1_le n=19 31 UGT9 _GARJA
Q:271-159 6 ,H:1-

435
56 .6 6 %ID E:1e -157

Be ta-D-g luco syl cro ce tin b e ta-1,6 -

g luco syltransfe rase

PF0 0 20 1.15^UDPGT^UDP-g luco ro no syl and  UDP-g luco syl transfe rase ^251-421^E:3.7e -

22`PF0 410 1.13^Glyco _tran_28 _C^Glyco syltransfe rase  family 28  C-te rminal d o main^356 -

436 ^E:0 .0 0 0 25

0 ,6 9 2 1,257 0 5,0 46 0 ,0 0 2 3,151 0 3,9 56 1 0 ,328 UGT9 _GARJA
Be ta-D-g luco syl cro ce tin b e ta-1,6 -g luco syltransfe rase  (EC 2.4.1.330 ) (UDP-g luco se  g luco syltransfe rase  9 )

(G jUGT9 ) (UDP-g lyco syltransfe rase  9 4E5)
UGT9 4E5 UGT9

Gard e nia jasmino id e s (Cap e

jasmine ) (Gard e nia aug usta)
Glyco syltransfe rase ; Transfe rase

SRR6 48 70 7_TR9 9 6 6 _c0 _g 1_i1_le n=30 49 RSH3C_ARATH
Q:2510 -324,H:6 -

712
6 8 .48 %ID E:0

Pro b ab le  GTP d ip ho sp ho kinase  RSH3,

chlo ro p lastic

PF13328 .3^HD_4^HD d o main^238 -39 0 ^E:9 .3e -43`PF0 19 6 6 .19 ^HD^HD d o main^255-359 ^E:2.5e -

0 6 `PF0 46 0 7.14^Re lA_Sp o T^Re g io n fo und  in Re lA / Sp o T p ro te ins^449 -558 ^E:1.3e -36
0 ,10 3 1,56 1 0 5,0 6 4 0 ,0 0 3 2,231 0 2,6 21 1 0 ,50 7 RSH3C_ARATH

Pro b ab le  GTP d ip ho sp ho kinase  RSH3, chlo ro p lastic (EC 2.7.6 .5) (Re lA/Sp o T ho mo lo g  3) (AtRSH3)

(p p Gp p  synthe tase  RSH3)
RSH3 At1g 54130  F15I1.23

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Chlo ro p last; Co mp le te  p ro te o me ; GTP-b ind ing ; Kinase ; Nucle o tid e -b ind ing ;

Plastid ; Re fe re nce  p ro te o me ; Stre ss re sp o nse ; Transfe rase ; Transit p e p tid e

SRR6 48 70 7_TR10 0 26 _c0 _g 2_i1_le n=2229 PMGI_MESCR
Q:210 -

18 8 0 ,H:1-557
8 9 .0 5%ID E:0

2,3-b isp ho sp ho g lyce rate -ind e p e nd e nt

p ho sp ho g lyce rate  mutase

PF0 16 76 .15^Me tallo e nzyme ^Me tallo e nzyme  sup e rfamily^22-545^E:4.7e -

10 1`PF0 6 415.10 ^iPGM_N^BPG-ind e p e nd e nt PGAM N-te rminus (iPGM_N)^10 2-322^E:6 .4e -59
0 ,0 0 1 -2,26 4 0 2,743 0 ,0 0 6 1,9 21 0 ,0 0 1 2,244 0 -2,8 6 9 PMGI_MESCR

2,3-b isp ho sp ho g lyce rate -ind e p e nd e nt p ho sp ho g lyce rate  mutase  (BPG-ind e p e nd e nt PGAM)

(Pho sp ho g lyce ro mutase ) (EC 5.4.2.12) (PGAM-I)
PGM1

Me se mb ryanthe mum crystall inum

(Co mmo n ice  p lant) (Cryo p hytum

crystall inum)

PATHWAY: Carb o hyd rate  d e g rad atio n; g lyco lysis; p yruvate  fro m D-g lyce rald e hyd e  3-p ho sp hate :

ste p  3/5.
Cyto p lasm; G lyco lysis; Iso me rase ; Mang ane se ; Me tal-b ind ing ; Stre ss re sp o nse

SRR6 48 70 7_TR1326 7_c0 _g 1_i1_le n=2224 HEM11_CUCSA
Q:20 6 -

1759 ,H:34-552
6 9 .17%ID E:0 Glutamyl-tRNA re d uctase  1, chlo ro p lastic

PF0 520 1.12^GlutR_N^Glutamyl-tRNAGlu re d uctase , N-te rminal d o main^9 8 -248 ^E:5.3e -

40 `PF0 148 8 .17^Shikimate _DH^Shikimate  / q uinate  5-d e hyd ro g e nase ^26 3-40 5^E:4.5e -

45`PF0 2423.12^OCD_Mu_crystall^Ornithine  cyclo d e aminase /mu-crystall in family^277-36 6 ^E:1.6 e -

0 7`PF0 38 0 7.14^F420 _o xid o re d ^NADP o xid o re d uctase  co e nzyme  F420 -d e p e nd e nt^278 -

347^E:3.4e -0 8 `PF0 3446 .12^NAD_b ind ing _2^NAD b ind ing  d o main o f 6 -p ho sp ho g luco nate

d e hyd ro g e nase ^278 -379 ^E:2e -0 6 `PF0 0 745.17^GlutR_d ime r^Glutamyl-tRNAGlu re d uctase ,

d ime risatio n d o main^420 -523^E:9 .7e -26

0 ,228 0 ,9 6 5 0 2,526 0 ,0 0 2 2,132 0 2,48 9 0 ,46 1 -0 ,9 0 8 HEM11_CUCSA Glutamyl-tRNA re d uctase  1, chlo ro p lastic (G luTR) (EC 1.2.1.70 ) HEMA1 Cucumis sativus (Cucumb e r)
PATHWAY: Po rp hyrin-co ntaining  co mp o und  me tab o lism; p ro to p o rp hyrin-IX b io synthe sis; 5-

amino le vulinate  fro m L-g lutamyl-tRNA(Glu): ste p  1/2.

Chlo ro p hyll b io synthe sis; Chlo ro p last; NADP; Oxid o re d uctase ; Plastid ; Po rp hyrin

b io synthe sis; Transit p e p tid e

SRR6 48 70 7_TR349 9 6 _c1_g 1_i2_le n=229 5 TT12_ARATH
Q:78 1-

210 6 ,H:51-49 3
41.22%ID E:2e -9 3 . PF0 1554.15^MatE^MatE^40 -19 8 ^E:4.2e -23`PF0 1554.15^MatE^MatE^26 0 -420 ^E:2.6 e -25 0 ,452 0 ,6 34 0 2,6 0 3 0 ,0 0 3 1,29 3 0 2,0 9 1 0 ,29 8 -0 ,714 DTX41_ARATH

Pro te in DETOXIFICATION 41 (AtDTX41) (Multid rug  and  to xic co mp o und  e xtrusio n p ro te in 41) (MATE

p ro te in 41) (Pro te in TANNIN-DEFICIENT SEED 3) (Pro te in TRANSPARENT TESTA 12)
DTX41 TDS3 TT12 At3g 59 0 30  F17J16 _8 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Se co nd ary me tab o lite  b io synthe sis; flavo no id  b io synthe sis.

Antip o rt; Co mp le te  p ro te o me ; Flavo no id  b io synthe sis; Me mb rane ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt; Vacuo le

SRR9 24147_TR8 0 76 _c0 _g 2_i1_le n=146 6 ROMT_VITVI
Q:375-

139 4,H:14-356
57.39 %ID E:2e -123 Trans-re sve ratro l d i-O-me thyltransfe rase

PF0 8 10 0 .8 ^Dime risatio n^Dime risatio n d o main^38 -8 6 ^E:6 .4e -18 `PF0 0 8 9 1.15^Me thyltransf_2^O-

me thyltransfe rase ^127-346 ^E:8 .6 e -6 5
0 ,50 2 2,357 0 6 ,10 8 0 ,0 34 3,9 7 0 5,0 6 3 1 -0 ,9 75 ROMT_VITVI

Trans-re sve ratro l d i-O-me thyltransfe rase  (EC 2.1.1.240 ) (Re sve ratro l O-me thyltransfe rase ) (ROMT)

(VvROMT)
ROMT VIT_12s0 0 28 g 0 18 8 0 Vitis vinife ra (Grap e )

Co mp le te  p ro te o me ; Me thyltransfe rase ; Re fe re nce  p ro te o me ; S-ad e no syl-L-me thio nine ;

Transfe rase

SRR9 24147_TR16 79 3_c0 _g 1_i1_le n=18 21 LGT_CITUN
Q:170 2-28 4,H:1-

471
6 3.6 6 %ID E:0 Limo no id  UDP-g luco syltransfe rase PF0 0 20 1.15^UDPGT^UDP-g luco ro no syl and  UDP-g luco syl transfe rase ^26 2-39 5^E:5.6 e -22 0 ,56 0 ,9 32 0 4,6 6 7 0 ,0 19 0 ,8 27 0 ,0 0 1 1,149 0 ,129 1,16 3 LGT_CITUN

Limo no id  UDP-g luco syltransfe rase  (LGTase ) (Limo no id  GTase ) (Limo no id  g luco syltransfe rase ) (EC

2.4.1.210 )

Citrus unshiu (Satsuma mand arin)

(Citrus no b ilis  var. unshiu)
G lyco syltransfe rase ; Transfe rase

SRR9 24147_TR20 19 0 _c0 _g 1_i3_le n=16 8 9 AKRC9 _ARATH
Q:28 1-1222,H:1-

315
73.33%ID E:8 e -16 1 Ald o -ke to  re d uctase  family 4 me mb e r C9 PF0 0 248 .18 ^Ald o _ke t_re d ^Ald o /ke to  re d uctase  family^19 -28 5^E:1.1e -46 0 ,9 36 0 ,0 57 0 2,28 4 0 ,0 0 3 1,734 0 2,713 1 0 ,0 5 AKRC9 _ARATH Ald o -ke to  re d uctase  family 4 me mb e r C9  (EC 1.1.1.-) AKR4C9  At2g 37770  F13M22 T8 P21.32

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Ace tylatio n; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; De to xificatio n; NADP;

Oxid o re d uctase ; Re fe re nce  p ro te o me ; Stre ss re sp o nse

SRR9 24148 _TR116 0 2_c0 _g 1_i9 _le n=26 8 7 THIC1_ARATH
Q:250 6 -

1376 ,H:2-378
8 3.8 2%ID E:0 Ace tyl-Co A ace tyltransfe rase , cyto so lic 1

PF0 0 10 8 .20 ^Thio lase _N^Thio lase , N-te rminal d o main^15-273^E:2e -9 1`PF0 0 10 9 .23^ke to acyl-

synt^Be ta-ke to acyl synthase , N-te rminal d o main^9 6 -

136 ^E:0 .0 0 0 22`PF0 28 0 3.15^Thio lase _C^Thio lase , C-te rminal d o main^28 3-40 3^E:1.5e -44

0 ,48 0 ,318 0 1,74 0 ,0 0 5 1,571 0 ,0 0 1 1,8 2 1 0 ,125 THIC1_ARATH
Ace tyl-Co A ace tyltransfe rase , cyto so lic 1 (EC 2.3.1.9 ) (Cyto so lic ace to ace tyl-Co A thio lase  1) (Thio lase  1)

(Pro te in EMBRYO DEFECTIVE 1276 )
AAT1 EMB1276  At5g 48 230  MIF21.12

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Me tab o lic inte rme d iate  b io synthe sis; (R)-me valo nate  b io synthe sis; (R)-me valo nate

fro m ace tyl-Co A: ste p  1/3.

Acyltransfe rase ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Iso p re ne

b io synthe sis; Me tal-b ind ing ; Po tassium; Re fe re nce  p ro te o me ; Transfe rase

SRR9 24148 _TR138 9 3_c4_g 6 _i5_le n=2758 Y8 9 48 _DICDI
Q:312-

10 6 7,H:19 -26 1
30 .27%ID E:2e -25 Putative  me thyltransfe rase  DDB_G0 26 8 9 48 . 1 -0 ,116 0 7,375 0 ,0 0 1 2,572 0 2,8 75 1 0 Y8 9 48 _DICDI Putative  me thyltransfe rase  DDB_G0 26 8 9 48  (EC 2.1.1.-) DDB_G0 26 8 9 48

Dictyo ste lium d isco id e um (Slime

mo ld )

Co mp le te  p ro te o me ; Me thyltransfe rase ; Re fe re nce  p ro te o me ; S-ad e no syl-L-me thio nine ;

Transfe rase

SRR9 24148 _TR18 0 24_c0 _g 1_i1_le n=6 36 EXPA1_ARATH Q:48 9 -1,H:7-171 8 6 .0 6 %ID E:1e -6 6 Exp ansin-A1 PF0 3330 .15^DPBB_1^Lytic transg lyco lase ^10 3-18 8 ^E:2.6 e -22 0 ,29 2 0 ,278 0 2,215 0 ,36 4 -0 ,28 2 0 1,45 0 ,0 18 1,148 EXPA1_ARATH Exp ansin-A1 (AtEXPA1) (Alp ha-e xp ansin-1) (At-EXP1) (AtEx1) (Ath-Exp Alp ha-1.2) EXPA1 EXP1 At1g 6 9 530  F10 D13_18
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ;

Disulfid e  b o nd ; Me mb rane ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR122238 _TR16 8 9 8 _c0 _g 1_i1_le n=553 NA NA NA NA NA . 0 8 ,59 7 0 ,6 8 8 0 ,124 0 1,353 0 ,10 8 0 ,50 8 0 -3,8 47 . . . . . .

SRR122238 _TR6 0 344_c0 _g 1_i2_le n=70 2 NA NA NA NA NA . 0 1,18 3 0 ,8 21 0 ,0 9 5 0 2,112 0 ,0 0 1 1,0 6 3 0 ,36 9 0 ,29 . . . . . .

SRR12718 59 _TR228 6 6 _c2_g 2_i17_le n=26 6 8 TPSGD_VITVI
Q:1240 -

2517,H:134-557
54.9 3%ID E:2e -16 1 (-)-g e rmacre ne  D synthase

PF0 139 7.18 ^Te rp e ne _synth^Te rp e ne  synthase , N-te rminal d o main^1-6 6 ^E:4.7e -

12`PF0 39 36 .13^Te rp e ne _synth_C^Te rp e ne  synthase  family, me tal b ind ing  d o main^9 7-

36 3^E:1.7e -10 0

0 ,0 0 1 1,9 3 0 ,0 0 2 2,46 3 0 2,0 9 7 0 ,0 0 1 1,411 0 ,446 0 ,318 TPSGD_VITVI (-)-g e rmacre ne  D synthase  (EC 4.2.3.22) (EC 4.2.3.75)

VIT_19 s0 0 14g 0 49 30  VIT_0 0 0 1456 9 0 0 1

VITISV_0 13313 VITISV_0 30 78 3

Vv19 s0 0 14g 0 49 30

Vitis vinife ra (Grap e ) PATHWAY: Se co nd ary me tab o lite  b io synthe sis; te rp e no id  b io synthe sis. Co mp le te  p ro te o me ; Cyto p lasm; Lyase ; Mag ne sium; Me tal-b ind ing ; Re fe re nce  p ro te o me

SRR3420 19 _TR36 227_c0 _g 1_i1_le n=76 8 VTI12_ARATH
Q:714-274,H:53-

19 9
70 .75%ID E:2e -6 6 Ve sic le  transp o rt v-SNARE 12

PF0 50 0 8 .12^V-SNARE^Ve sic le  transp o rt v-SNARE p ro te in N-te rminus^19 -57^E:6 .3e -

11`PF12352.5^V-SNARE_C^Snare  re g io n ancho re d  in the  ve sic le  me mb rane  C-te rminus^9 5-

159 ^E:2.9 e -24

0 ,0 0 1 6 ,6 37 0 ,78 3 0 ,20 1 0 6 ,9 48 1 0 0 -7,49 9 VTI12_ARATH
Ve sicle  transp o rt v-SNARE 12 (AtVTI12) (Ve sic le  so lub le  NSF attachme nt p ro te in re ce p to r VTI1b ) (AtVTI1b )

(Ve sic le  transp o rt v-SNARE p ro te in VTI1b )
VTI12 VTI1B At1g 26 6 70  T24P13.5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Co ile d  co il; Co mp le te  p ro te o me ; Go lg i ap p aratus; Me mb rane ; Pro te in

transp o rt; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 23_TR9 9 6 8 _c1_g 2_i1_le n=16 9 4 NA NA NA NA NA PF0 50 50 .9 ^Me thyltransf_21^Me thyltransfe rase  Fkb M d o main^29 3-444^E:0 .0 0 0 17 0 3,731 0 ,0 0 8 3,8 56 0 5,0 42 0 ,0 42 1,9 33 0 ,254 2,58 1 . . . . . .

SRR6 48 70 5_TR18 574_c0 _g 1_i1_le n=78 2 12KD_FRAAN
Q:6 4-438 ,H:1-

10 9
57.6 %ID E:1e -37 Auxin-re p re sse d  12.5 kDa p ro te in PF0 556 4.9 ^Auxin_re p re sse d ^Do rmancy/auxin asso ciate d  p ro te in^24-143^E:1.9 e -56 0 7,6 77 0 ,0 0 3 1,30 9 0 6 ,78 6 0 ,129 4,9 55 0 ,6 29 -1,19 8 12KD_FRAAN Auxin-re p re sse d  12.5 kDa p ro te in Frag aria ananassa (Strawb e rry) Auxin s ig naling  p athway

SRR6 48 70 7_TR6 0 9 5_c0 _g 1_i1_le n=56 8 SUT_SPIOL
Q:56 8 -

30 8 ,H:431-517
72.41%ID E:4e -33 Sucro se  transp o rt p ro te in . 0 7,0 28 0 -2,224 0 7,8 9 2 1 0 1 0 SUT_SPIOL Sucro se  transp o rt p ro te in (Sucro se  p e rme ase ) (Sucro se -p ro to n symp o rte r) Sp inacia o le race a (Sp inach) PATHWAY: G lycan b io synthe sis; sucro se  me tab o lism. Me mb rane ; Sug ar transp o rt; Symp o rt; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR11446 33_TR16 170 _c0 _g 3_i14_le n=1726 ACOX4_ARATH
Q:1538 -28 8 ,H:1-

430
78 .8 4%ID E:0 Acyl-co e nzyme  A o xid ase  4, p e ro xiso mal

PF0 2771.13^Acyl-Co A_d h_N^Acyl-Co A d e hyd ro g e nase , N-te rminal d o main^47-152^E:1.8 e -

22`PF0 2770 .16 ^Acyl-Co A_d h_M^Acyl-Co A d e hyd ro g e nase , mid d le  d o main^158 -250 ^E:1.1e -

22`PF0 0 441.21^Acyl-Co A_d h_1^Acyl-Co A d e hyd ro g e nase , C-te rminal d o main^26 7-40 8 ^E:3.7e -25

0 ,0 0 3 1,6 33 0 1,8 6 7 0 1,8 9 6 0 ,0 0 5 1,57 1 0 ,0 22 ACOX4_ARATH
Acyl-co e nzyme  A o xid ase  4, p e ro xiso mal (AOX 4) (EC 1.3.3.6 ) (G6 p ) (Sho rt-chain acyl-Co A o xid ase )

(AtCX4) (AtG6 ) (SAOX)
ACX4 G6  At3g 518 40  ATEM1.9

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Ace tylatio n; Co mp le te  p ro te o me ; FAD; Fatty acid  me tab o lism; Flavo p ro te in;

G lyo xyso me ; Lip id  me tab o lism; Oxid o re d uctase ; Pe ro xiso me ; Re fe re nce  p ro te o me

SRR11446 34_TR249 46 _c0 _g 1_i1_le n=76 9 NA NA NA NA NA . 0 ,254 3,50 7 0 5,211 0 2,0 1 0 ,0 6 4 0 ,9 57 1 0 . . . . . .

SRR122236 _TR38 78 _c0 _g 2_i1_le n=6 8 0 NA NA NA NA NA . 0 ,373 0 ,19 8 0 2,9 35 0 1,0 9 4 0 ,0 14 0 ,59 5 0 ,326 -0 ,3 . . . . . .

SRR122238 _TR38 0 3_c0 _g 1_i1_le n=9 48 WUN1_SOLTU
Q:28 1-6 0 7,H:1-

10 5
6 7.8 9 %ID E:2e -43 Wo und -ind uce d  p ro te in 1 PF0 710 7.8 ^WI12^Wo und -ind uce d  p ro te in WI12^9 4-20 2^E:2.8 e -44 0 ,0 6 2 0 ,6 0 3 0 2,0 72 0 1,436 0 ,0 0 4 1,0 18 0 -1,48 7 WUN1_SOLTU Wo und -ind uce d  p ro te in 1 WUN1 So lanum tub e ro sum (Po tato ) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR122238 _TR10 70 9 _c0 _g 2_i2_le n=1148 GST23_MAIZE
Q:229 -8 73,H:3-

218
40 .0 9 %ID E:2e -41 Glutathio ne  transfe rase  GST 23

PF0 279 8 .17^GST_N^Glutathio ne  S-transfe rase , N-te rminal d o main^4-75^E:6 .5e -

14`PF13417.3^GST_N_3^Glutathio ne  S-transfe rase , N-te rminal d o main^7-78 ^E:6 e -

16 `PF1340 9 .3^GST_N_2^Glutathio ne  S-transfe rase , N-te rminal d o main^12-76 ^E:3e -

0 9 `PF0 0 0 43.22^GST_C^Glutathio ne  S-transfe rase , C-te rminal d o main^10 7-19 3^E:1.7e -

0 5`PF1449 7.3^GST_C_3^Glutathio ne  S-transfe rase , C-te rminal d o main^116 -19 8 ^E:2.5e -0 5

0 ,316 0 ,6 37 0 ,0 0 1 1,6 74 0 ,0 0 1 1,9 3 0 ,0 8 1,20 8 1 -0 ,10 7 GST23_MAIZE Glutathio ne  transfe rase  GST 23 (EC 2.5.1.18 ) (G lutathio ne  transfe rase  GST 36 ) Ze a mays (Maize ) Co mp le te  p ro te o me ; Plant d e fe nse ; Re fe re nce  p ro te o me ; Transfe rase

SRR122238 _TR326 71_c0 _g 1_i4_le n=20 31 NPC2_ARATH
Q:26 1-

1721,H:24-512
75.26 %ID E:0 No n-sp e cific  p ho sp ho lip ase  C2 PF0 418 5.11^Pho sp ho e ste rase ^Pho sp ho e ste rase  family^36 -39 5^E:2.4e -10 8 0 ,34 0 ,46 3 0 1,78 2 0 1,9 52 0 ,0 0 5 1,173 0 ,454 0 ,36 9 NPC2_ARATH No n-sp e cific  p ho sp ho lip ase  C2 (EC 3.1.-.-) NPC2 At2g 26 8 70  F12C20 .9

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Hyd ro lase ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR122238 _TR340 9 0 _c0 _g 1_i1_le n=728 21KD_DAUCA
Q:539 -54,H:28 -

18 9
56 .17%ID E:1e -6 4 21 kDa p ro te in PF0 40 43.12^PMEI^Plant inve rtase /p e ctin me thyle ste rase  inhib ito r^6 3-219 ^E:5.7e -35 0 ,8 0 ,0 72 0 2,18 6 0 1,354 0 ,356 0 ,36 8 1 0 ,0 48 21KD_DAUCA 21 kDa p ro te in (1.2 p ro te in) Daucus caro ta (Wild  carro t) Sig nal

SRR122238 _TR34437_c0 _g 1_i3_le n=8 59 NA NA NA NA NA . 0 ,10 1 0 ,529 0 1,443 0 ,0 0 1 1,327 0 ,0 0 8 1,10 2 1 -0 ,0 23 . . . . . .

SRR122238 _TR378 76 _c0 _g 1_i2_le n=8 0 2 DCTP1_RAT
Q:6 75-337,H:20 -

132
49 .56 %ID E:1e -21 d CTP p yro p ho sp hatase  1

PF0 38 19 .14^MazG^MazG nucle o tid e  p yro p ho sp ho hyd ro lase  d o main^34-10 2^E:1.7e -

0 7`PF126 43.4^MazG-like ^MazG-like  family^45-117^E:9 e -0 8
0 ,133 1,154 0 5,143 0 4,555 0 ,0 0 4 3,553 0 ,732 0 ,76 5 DCTP1_RAT

d CTP p yro p ho sp hatase  1 (EC 3.6 .1.12) (De o xycytid ine -trip ho sp hatase  1) (d CTPase  1) (RS21-C6 ) (XTP3-

transactivate d  g e ne  A p ro te in ho mo lo g )
Dctp p 1 Rs21c6  Xtp 3tp a Rattus no rve g icus (Rat)

Ace tylatio n; Co mp le te  p ro te o me ; Cyto p lasm; Hyd ro lase ; Mag ne sium; Me tal-b ind ing ;

Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR122238 _TR570 8 2_c0 _g 1_i1_le n=6 0 7 NA NA NA NA NA . 0 ,353 0 ,243 0 1,9 8 4 0 1,153 0 ,0 0 5 0 ,8 0 9 0 ,8 32 0 ,243 . . . . . .

SRR122238 _TR6 0 9 9 6 _c0 _g 1_i1_le n=1427 NA NA NA NA NA PF0 78 16 .8 ^DUF16 45^Pro te in o f unkno wn functio n (DUF16 45)^74-28 2^E:3.8 e -43 0 ,0 1 2,0 6 8 0 3,59 4 0 3,549 0 ,0 16 1,9 9 7 0 ,6 2 -0 ,49 9 . . . . . .

SRR122238 _TR6 376 3_c0 _g 1_i5_le n=10 8 9 SRP_VITRI
Q:9 35-29 4,H:9 -

241
58 .55%ID E:5e -8 3 Stre ss-re late d  p ro te in PF0 5755.9 ^REF^Rub b e r e lo ng atio n facto r p ro te in (REF)^18 -212^E:1.4e -78 0 ,29 7 0 ,40 8 0 1,455 0 1,8 37 0 ,0 0 9 1,20 3 1 -0 ,6 72 SRP_VITRI Stre ss-re late d  p ro te in SRP

Vitis rip aria (Fro st g rap e ) (Vitis

vulp ina)
Stre ss re sp o nse

SRR122238 _TR736 13_c0 _g 1_i4_le n=8 25 NA NA NA NA NA . 1 0 ,0 2 0 1,8 18 0 1,9 9 8 1 0 ,126 0 ,732 -0 ,441 . . . . . .

SRR122238 _TR8 0 9 0 6 _c0 _g 1_i3_le n=1210 RTNLA_ARATH
Q:342-9 59 ,H:70 -

275
71.36 %ID E:1e -10 0 Re ticulo n-like  p ro te in B1 PF0 2453.14^Re ticulo n^Re ticulo n^70 -225^E:4e -55 0 ,111 0 ,8 6 3 0 2,371 0 1,0 22 0 ,0 19 0 ,6 0 5 0 ,0 51 0 ,6 15 RTNLA_ARATH Re ticulo n-like  p ro te in B1 (AtRTNLB1) (VirB2-inte racting  p ro te in 1) RTNLB1 BTI1 At4g 236 30  F9 D16 .10 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Ce ll me mb rane ; Co mp le te  p ro te o me ; End o p lasmic re ticulum; Me mb rane ;

Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR8 26 36 _c0 _g 6 _i5_le n=1138 PSB4_ARATH
Q:9 35-19 8 ,H:1-

246
73.9 8 %ID E:2e -138 Pro te aso me  sub unit b e ta typ e -4 PF0 0 227.23^Pro te aso me ^Pro te aso me  sub unit^9 7-28 0 ^E:2.1e -33 0 ,345 0 ,325 0 1,545 0 1,554 0 ,0 0 1 1,155 1 0 ,10 9 PSB4_ARATH

Pro te aso me  sub unit b e ta typ e -4 (EC 3.4.25.1) (20 S p ro te aso me  b e ta sub unit G-1) (Pro te aso me  co mp o ne nt

H) (Pro te aso me  sub unit b e ta typ e -7)
PBG1 PRCH At1g 56 450  F13N6 .3

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; Hyd ro lase ; Nucle us; Pro te ase ; Pro te aso me ; Re fe re nce

p ro te o me ; Thre o nine  p ro te ase ; Zymo g e n

SRR122238 _TR8 59 57_c0 _g 1_i2_le n=6 18 NA NA NA NA NA . 0 ,0 1 0 ,8 13 0 2,28 8 0 1,40 3 0 ,50 2 0 ,323 0 -0 ,9 14 . . . . . .

SRR122238 _TR8 8 422_c0 _g 2_i1_le n=10 22 ERD2B_ARATH
Q:253-9 24,H:2-

214
35.37%ID E:7e -29 ER lume n p ro te in-re taining  re ce p to r B PF0 0 8 10 .15^ER_lume n_re ce p t^ER lume n p ro te in re taining  re ce p to r^73-215^E:1e -39 0 ,0 42 -0 ,8 9 6 0 1,8 6 3 0 2,19 5 0 ,0 11 1,472 0 ,559 0 ,38 1 ERD2B_ARATH ER lume n p ro te in-re taining  re ce p to r B ERD2B ERD2.2 At3g 250 40

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; ER-Go lg i transp o rt; End o p lasmic re ticulum; Go lg i ap p aratus;

Me mb rane ; Pro te in transp o rt; Re ce p to r; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR12718 57_TR76 9 4_c0 _g 2_i1_le n=1410 NA NA NA NA NA . 0 ,14 0 ,479 0 1,48 2 0 2,31 0 ,0 0 4 1,78 0 ,341 0 ,39 1 . . . . . .

SRR12718 57_TR1510 3_c0 _g 1_i2_le n=36 14 IKU2_ARATH
Q:1212-

310 7,H:36 2-9 6 8
52.9 6 %ID E:0 Re ce p to r-l ike  p ro te in kinase  HAIKU2

PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^18 9 -210 ^E:0 .39 `PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase

d o main^329 -515^E:1.5e -32`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^330 -50 4^E:3.7e -

24`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^542-6 43^E:2.7e -0 8

0 ,356 1,137 0 4,446 0 4,9 22 0 ,0 0 5 3,9 57 0 ,6 35 0 ,344 IKU2_ARATH Re ce p to r-l ike  p ro te in kinase  HAIKU2 (EC 2.7.11.1) IKU2 At3g 19 70 0  MMB12.19
Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Kinase ; Le ucine -rich re p e at; Me mb rane ;

Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re ce p to r; Re fe re nce  p ro te o me ; Re p e at;

Se rine /thre o nine -p ro te in kinase ; Sig nal; Transfe rase ; Transme mb rane ; Transme mb rane

he lix

SRR12718 58 _TR6 8 27_c0 _g 3_i2_le n=543 NA NA NA NA NA PF1429 9 .3^PP2^Phlo e m p ro te in 2^1-10 8 ^E:4.2e -15 0 ,50 2 1,9 48 0 5,776 0 7,9 8 7 0 ,0 34 5,528 0 ,38 1 -2,256 . . . . . .

SRR12718 58 _TR8 518 _c1_g 1_i2_le n=2379 HSBH1_SOYBN
Q:20 2-

9 6 3,H:124-375
8 2.8 1%ID E:1e -137 Ho me o b o x p ro te in SBH1 PF1320 2.3^EF-hand _5^EF hand ^37-54^E:0 .0 0 0 8 5 0 ,56 0 ,6 79 0 3,756 0 ,0 0 1 1,40 6 0 ,232 0 ,59 9 1 1,227 HSBH1_SOYBN Ho me o b o x p ro te in SBH1 H1

Glycine  max (So yb e an) (G lycine

hisp id a)

Activato r; Co mp le te  p ro te o me ; DNA-b ind ing ; Ho me o b o x; Nucle us; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR12718 58 _TR11242_c0 _g 1_i1_le n=36 8 NA NA NA NA NA . 0 ,124 1,0 13 0 2,8 0 8 0 4,224 0 ,132 2,6 25 0 ,132 1,474 . . . . . .

SRR12718 58 _TR21137_c0 _g 1_i7_le n=1352 GDL71_ARATH
Q:110 7-

6 0 4,H:18 6 -352
56 .55%ID E:9 e -6 3 GDSL e ste rase /lip ase  At5g 0 36 10 . 1 1,0 6 8 0 ,0 0 1 3,6 17 0 ,0 0 1 3,9 59 0 ,0 0 1 3,9 1 1 1,58 1 GDL71_ARATH GDSL e ste rase /lip ase  At5g 0 36 10  (EC 3.1.1.-) (Extrace llular l ip ase  At5g 0 36 10 ) At5g 0 36 10  F17C15.30

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; G lyco p ro te in; Hyd ro lase ; Lip id  d e g rad atio n; Lip id  me tab o lism;

Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR12718 58 _TR46 473_c0 _g 1_i1_le n=119 3 WRK71_ARATH
Q:6 21-

8 78 ,H:123-20 8
8 7.21%ID E:2e -46 Pro b ab le  WRKY transcrip tio n facto r 71 PF0 310 6 .12^WRKY^WRKY DNA -b ind ing  d o main^220 -277^E:1.1e -26 0 ,129 5,16 3 0 6 ,9 0 4 0 ,0 0 1 6 ,6 39 0 ,254 4,446 1 -1,39 3 WRK71_ARATH Pro b ab le  WRKY transcrip tio n facto r 71 (WRKY DNA-b ind ing  p ro te in 71) WRKY71 At1g 29 8 6 0  F1N18 .10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n;

Transcrip tio n re g ulatio n

SRR12718 58 _TR6 6 70 7_c0 _g 1_i6 _le n=146 4 BCB1_ARATH
Q:315-6 41,H:23-

130
47.71%ID E:1e -23 Blue  co p p e r p ro te in

PF0 229 8 .14^Cu_b ind _like ^Plasto cyanin-like  d o main^45-122^E:6 .9 e -

22`PF0 229 8 .14^Cu_b ind _like ^Plasto cyanin-like  d o main^18 4-271^E:1.5e -20
0 ,0 0 9 4,39 7 0 7,6 17 0 7,739 0 ,0 0 9 6 ,10 1 1 -1,355 BCB1_ARATH Blue  co p p e r p ro te in (Blue  co p p e r-b ind ing  p ro te in) (AtBCB) (Phyto cyanin 1) (Ste llacyanin) BCB AWI 32 At5g 20 230  F5O24.120

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Co p p e r; Disulfid e  b o nd ; Ele ctro n transp o rt; GPI-

ancho r; G lyco p ro te in; Lip o p ro te in; Me mb rane ; Me tal-b ind ing ; Re fe re nce  p ro te o me ;

Sig nal; Transp o rt

SRR12718 59 _TR528 2_c0 _g 1_i1_le n=10 12 NA NA NA NA NA . 0 ,41 0 ,316 0 2,37 0 1,744 0 ,0 44 1,0 3 0 ,111 -0 ,49 5 . . . . . .

SRR12718 59 _TR10 6 38 _c0 _g 2_i1_le n=1456 NA NA NA NA NA PF1320 2.3^EF-hand _5^EF hand ^37-54^E:0 .0 0 0 8 5 0 ,255 0 ,6 1 0 2,50 9 0 1,274 0 ,0 79 0 ,532 0 ,117 0 ,9 59 . . . . . .

SRR12718 59 _TR11478 _c0 _g 1_i5_le n=140 4 XTH30 _ARATH
Q:40 9 -

116 1,H:6 3-311
72.51%ID E:2e -137

Pro b ab le  xylo g lucan

e nd o transg luco sylase /hyd ro lase  p ro te in 30

PF0 0 722.18 ^Glyco _hyd ro _16 ^Glyco syl hyd ro lase s family 16 ^5-158 ^E:1.8 e -

50 `PF0 6 9 55.9 ^XET_C^Xylo g lucan e nd o -transg lyco sylase  (XET) C-te rminus^20 0 -237^E:5e -15
0 ,50 2 3,8 29 0 ,0 0 1 6 ,6 54 0 7,256 0 ,0 0 9 6 ,10 4 1 -1,511 XTH30 _ARATH Pro b ab le  xylo g lucan e nd o transg luco sylase /hyd ro lase  p ro te in 30  (At-XTH30 ) (XTH-30 ) (EC 2.4.1.20 7) XTH30  XTR4 At1g 32170  F3C3.5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ap o p last; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; Disulfid e

b o nd ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal;

Transfe rase

SRR12718 59 _TR1349 1_c0 _g 1_i1_le n=2116 PCP_MOUSE
Q:427-

1746 ,H:46 -49 0
38 .6 3%ID E:2e -9 8 Lyso so mal Pro -X carb o xyp e p tid ase PF0 5577.9 ^Pe p tid ase _S28 ^Se rine  carb o xyp e p tid ase  S28 ^9 1-50 6 ^E:3.8 e -76 0 ,356 0 ,355 0 1,8 6 1 0 1,29 8 0 ,0 43 0 ,70 1 0 ,0 9 0 ,6 34 PCP_MOUSE

Lyso so mal Pro -X carb o xyp e p tid ase  (EC 3.4.16 .2) (Pro line  carb o xyp e p tid ase ) (Pro lylcarb o xyp e p tid ase )

(PRCP)
Prcp Mus musculus (Mo use )

Alte rnative  sp lic ing ; Carb o xyp e p tid ase ; Co mp le te  p ro te o me ; Disulfid e  b o nd ;

Glyco p ro te in; Hyd ro lase ; Lyso so me ; Pro te ase ; Re fe re nce  p ro te o me ; Sig nal; Zymo g e n

SRR12718 59 _TR34739 _c0 _g 2_i1_le n=2778 BLH1_ARATH
Q:20 18 -

447,H:19 0 -6 8 0
54.4%ID E:7e -129 BEL1-like  ho me o d o main p ro te in 1

PF0 7526 .8 ^POX^Asso ciate d  with HOX^225-371^E:1.4e -

48 `PF0 59 20 .8 ^Ho me o b o x_KN^Ho me o b o x KN d o main^445-48 4^E:6 .9 e -

18 `PF0 0 0 46 .26 ^Ho me o b o x^Ho me o b o x d o main^447-48 4^E:1.1e -0 6

0 ,0 11 1,39 9 0 1,9 9 9 0 1,48 6 0 ,0 0 2 1,19 8 0 ,48 0 ,28 9 BLH1_ARATH
BEL1-like  ho me o d o main p ro te in 1 (BEL1-like  p ro te in 1) (Pro te in EMBRYO SAC DEVELOPMENT ARREST

29 )
BLH1 EDA29  At2g 359 40  F11F19 .15

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Ho me o b o x; Nucle us; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR3420 17_TR432_c1_g 1_i1_le n=16 55 MY1R1_SOLTU
Q:1241-

6 42,H:24-218
44.17%ID E:1e -34 Transcrip tio n facto r MYB1R1 PF0 0 249 .28 ^Myb _DNA-b ind ing ^Myb -like  DNA-b ind ing  d o main^10 4-148 ^E:1.1e -10 0 ,36 5 0 ,541 0 2,0 47 0 ,0 0 1 1,29 6 0 ,0 0 5 1,0 8 8 0 ,29 8 0 ,6 8 5 MY1R1_SOLTU Transcrip tio n facto r MYB1R1 (Myb -re late d  p ro te in R1) (StMYB1R-1) So lanum tub e ro sum (Po tato )

Co mp le te  p ro te o me ; Cyto p lasm; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Stre ss

re sp o nse ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR3420 17_TR349 9 _c0 _g 1_i1_le n=158 9 T5AT_TAXWC
Q:148 2-

19 0 ,H:8 -424
30 .0 9 %ID E:3e -51 Taxad ie n-5-alp ha-o l O-ace tyltransfe rase PF0 2458 .12^Transfe rase ^Transfe rase  family^4-431^E:1.6 e -6 8 0 ,6 2 0 ,525 0 3,211 0 3,6 38 0 ,0 0 1 3,478 0 ,10 3 -1,8 9 5 T5AT_TAXWC

Taxad ie n-5-alp ha-o l O-ace tyltransfe rase  (EC 2.3.1.16 2) (Taxa-4(20 ),11(12)-d ie n-5alp ha-o l-O-

ace tyltransfe rase ) (Taxad ie no l ace tyltransfe rase )

Taxus wallichiana var. chine nsis

(Chine se  ye w) (Taxus chine nsis)

PATHWAY: Alkalo id  b io synthe sis; taxo l b io synthe sis; 10 -d e ace tyl-2-d e b e nzo ylb accatin III fro m

taxa-4(20 ),11-d ie n-5alp ha-o l: ste p  1/3.
Acyltransfe rase ; Taxo l b io synthe sis; Transfe rase

SRR3420 17_TR40 55_c1_g 2_i1_le n=716 NA NA NA NA NA . 0 ,0 0 6 1,26 3 0 2,58 5 0 2,39 7 0 ,0 0 2 1,9 8 1 0 ,8 19 0 ,126 . . . . . .

SRR3420 17_TR210 8 9 _c0 _g 3_i1_le n=1256 PTR21_ARATH
Q:8 48 -3,H:49 -

326
56 .0 3%ID E:6 e -9 7 Pro te in NRT1/ PTR FAMILY 2.13 PF0 0 8 54.18 ^PTR2^POT family^137-30 2^E:1.3e -30 0 ,122 0 ,6 4 0 4,8 22 0 2,231 0 ,0 13 1,349 0 ,0 44 1,19 9 PTR21_ARATH Pro te in NRT1/ PTR FAMILY 2.13 (AtNPF2.13) (Nitrate  transp o rte r 1.7) NPF2.13 NRT1.7 At1g 6 9 8 70  T17F3.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Nitrate  assimilatio n; Re fe re nce

p ro te o me ; Symp o rt; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 17_TR2478 8 _c2_g 1_i1_le n=3471 BGAL3_ARATH
Q:5-19 18 ,H:216 -

8 53
79 %ID E:0 Be ta-g alacto sid ase  3

PF0 130 1.16 ^Glyco _hyd ro _35^Glyco syl hyd ro lase s family 35^2-130 ^E:2.8 e -

40 `PF0 2140 .15^Gal_Le ctin^Galacto se  b ind ing  le ctin d o main^554-6 31^E:2.8 e -22
0 ,0 1 0 ,9 55 0 2,8 12 0 1,349 0 ,0 0 2 1,0 8 4 0 ,16 5 0 ,517 BGAL3_ARATH Be ta-g alacto sid ase  3 (Lactase  3) (EC 3.2.1.23) BGAL3 At4g 36 36 0  C7A10 .10 0 0  F23E13.20 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Ap o p last; Co mp le te  p ro te o me ; G lyco p ro te in; G lyco sid ase ;

Hyd ro lase ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 17_TR2730 4_c2_g 4_i5_le n=1114 NPC1_PIG

Q:9 1-

70 2,H:10 19 -

1228

45.5%ID E:2e -51 Nie mann-Pick C1 p ro te in PF0 246 0 .15^Patche d ^Patche d  family^17-19 0 ^E:2.1e -28 0 ,9 35 0 ,0 5 0 1,549 0 2,178 0 ,0 0 2 1,36 1 0 ,9 34 -0 ,0 6 5 NPC1_PIG Nie mann-Pick C1 p ro te in NPC1 Sus scro fa (Pig )

Cho le ste ro l me tab o lism; Co mp le te  p ro te o me ; Disulfid e  b o nd ; End o so me ; G lyco p ro te in;

Lip id  me tab o lism; Lyso so me ; Me mb rane ; Re fe re nce  p ro te o me ; Sig nal; Ste ro id

me tab o lism; Ste ro l me tab o lism; Transme mb rane ; Transme mb rane  he lix

SRR3420 19 _TR7514_c2_g 4_i2_le n=746 IPRT1_CATRO
Q:6 8 1-20 2,H:1-

157
6 8 .75%ID E:1e -6 6

Pro b ab le  intrace llular p atho g e ne sis-re late d

p ro te in T1
PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^5-157^E:1e -19 0 ,50 2 2,433 0 6 ,6 36 0 7,28 6 0 ,0 14 3,328 1 -0 ,8 18 IPRT1_CATRO Pro b ab le  intrace llular p atho g e ne sis-re late d  p ro te in T1 PCKR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
Dire ct p ro te in se q ue ncing ; G lyco p ro te in; Patho g e ne sis-re late d  p ro te in; Plant d e fe nse

SRR3420 19 _TR18 6 8 8 _c0 _g 1_i1_le n=120 6 PIP23_ARATH
Q:10 25-18 3,H:1-

28 1
8 2.21%ID E:3e -16 8 Aq uap o rin PIP2-3 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^8 9 -324^E:3.1e -8 4 0 ,158 1,515 0 4,722 0 1,29 7 0 ,0 1 0 ,8 75 1 0 ,19 2 PIP23_ARATH

Aq uap o rin PIP2-3 (Plasma me mb rane  intrinsic p ro te in 2-3) (AtPIP2;3) (Plasma me mb rane  intrinsic p ro te in

2c) (PIP2c) (RD28 -PIP) (TMP2C) (Wate r stre ss-ind uce d  to no p last intrinsic p ro te in) (WSI-TIP) [Cle ave d  into :

Aq uap o rin PIP2-3, N-te rminally p ro ce sse d ]

PIP2-3 PIP2C RD28  At2g 3718 0  T2N18 .6
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Pho sp ho p ro te in; Re fe re nce

p ro te o me ; Re p e at; Stre ss re sp o nse ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 19 _TR226 41_c0 _g 1_i1_le n=10 19 CPC_CUCSA
Q:30 8 -6 13,H:5-

10 5
46 .0 8 %ID E:7e -23 Cucumb e r p e e ling  cup re d o xin PF0 229 8 .14^Cu_b ind _like ^Plasto cyanin-like  d o main^111-19 8 ^E:9 .3e -21 0 ,0 17 5,8 76 0 4,6 27 0 3,50 1 1 0 ,721 1 -0 ,6 0 3 CPC_CUCSA Cucumb e r p e e ling  cup re d o xin (CPC) (Ste llacyanin) Cucumis sativus (Cucumb e r)

3D-structure ; Co p p e r; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; Ele ctro n transp o rt;

G lyco p ro te in; Hyd ro xylatio n; Me tal-b ind ing ; Pyrro lid o ne  carb o xylic acid ; Transp o rt

SRR3420 19 _TR29 6 10 _c0 _g 2_i1_le n=16 74 GDL8 7_ARATH
Q:139 -

1125,H:37-374
50 .29 %ID E:1e -10 5 GDSL e ste rase /lip ase  At5g 550 50 PF0 0 6 57.19 ^Lip ase _GDSL^GDSL-like  Lip ase /Acylhyd ro lase ^51-354^E:5.3e -24 0 ,0 44 2,223 0 3,46 6 0 2,776 0 ,0 0 7 1,9 78 1 -0 ,29 1 GDL8 7_ARATH GDSL e ste rase /lip ase  At5g 550 50  (EC 3.1.1.-) (Extrace llular l ip ase  At5g 550 50 ) At5g 550 50  K13P22.5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; G lyco p ro te in; Hyd ro lase ; Lip id  d e g rad atio n; Lip id  me tab o lism;

Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 19 _TR3470 0 _c4_g 2_i10 _le n=10 9 5 GSTUA_ARATH
Q:9 25-10 4,H:2-

230
36 .23%ID E:2e -42 Glutathio ne  S-transfe rase  U10

PF0 279 8 .17^GST_N^Glutathio ne  S-transfe rase , N-te rminal d o main^26 -9 6 ^E:6 .7e -

17`PF13417.3^GST_N_3^Glutathio ne  S-transfe rase , N-te rminal d o main^28 -10 3^E:3.6 e -

16 `PF1340 9 .3^GST_N_2^Glutathio ne  S-transfe rase , N-te rminal d o main^34-9 7^E:4.9 e -0 8

0 ,321 0 ,218 0 1,423 0 0 ,9 9 5 0 ,179 0 ,321 0 ,28 0 ,242 GSTUA_ARATH Glutathio ne  S-transfe rase  U10  (AtGSTU10 ) (EC 2.5.1.18 ) (GST class-tau me mb e r 10 ) GSTU10  At1g 7459 0  F1M20 .27
Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Cyto p lasm; De to xificatio n; Re fe re nce  p ro te o me ; Transfe rase

SRR3420 19 _TR38 454_c0 _g 4_i1_le n=2252 INT2_ARATH
Q:20 0 -

19 39 ,H:1-578
70 .5%ID E:0 Pro b ab le  ino sito l transp o rte r 2

PF0 0 0 8 3.21^Sug ar_tr^Sug ar (and  o the r) transp o rte r^30 -36 0 ^E:8 .7e -

9 5`PF0 76 9 0 .13^MFS_1^Majo r Facil itato r Sup e rfamily^35-359 ^E:4.8 e -

33`PF0 6 6 0 9 .10 ^TRI12^Fung al tricho the ce ne  e fflux p ump  (TRI12)^75-218 ^E:1.4e -

0 7`PF0 0 0 8 3.21^Sug ar_tr^Sug ar (and  o the r) transp o rte r^447-552^E:3.7e -29

0 ,151 0 ,71 0 2,576 0 1,533 0 ,0 44 0 ,739 0 ,0 0 4 1,716 INT2_ARATH Pro b ab le  ino sito l transp o rte r 2 INT2 At1g 30 220  F12P21.2
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Symp o rt;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 19 _TR39 56 3_c1_g 1_i1_le n=1751 NA NA NA NA NA PF0 1277.14^Ole o sin^Ole o sin^22-133^E:3.5e -30 0 ,254 3,24 0 4,414 0 7,28 3 0 ,0 0 9 4,74 1 -0 ,141 . . . . . .

SRR3420 22_TR539 _c0 _g 1_i1_le n=46 0 NA NA NA NA NA . 0 ,0 0 5 6 ,18 9 0 ,0 0 1 6 ,6 17 0 7,744 0 ,0 34 5,59 3 0 ,50 2 -2,8 6 . . . . . .

SRR3420 22_TR79 41_c0 _g 2_i1_le n=78 8 NA NA NA NA NA . 0 ,457 0 ,249 0 1,49 2 0 ,0 0 1 1,0 33 0 ,0 0 2 0 ,9 8 3 0 ,78 7 0 ,126 . . . . . .

SRR3420 22_TR13122_c0 _g 2_i3_le n=1449 GPX4_SOLLC
Q:6 17-1123,H:1-

16 9
8 2.8 4%ID E:3e -10 0

Pro b ab le  p ho sp ho lip id  hyd ro p e ro xid e

g lutathio ne  p e ro xid ase

PF0 8 534.7^Re d o xin^Re d o xin^8 4-236 ^E:2.3e -0 7`PF0 0 255.16 ^GSHPx^Glutathio ne

p e ro xid ase ^8 5-19 3^E:5.4e -43`PF0 0 578 .18 ^Ahp C-TSA^Ahp C/TSA family^8 5-148 ^E:1.5e -0 9
0 ,2 0 ,46 9 0 2,8 9 9 0 1,79 8 0 ,0 16 1,128 1 0 ,56 7 GPX4_SOLLC Pro b ab le  p ho sp ho lip id  hyd ro p e ro xid e  g lutathio ne  p e ro xid ase  (PHGPx) (EC 1.11.1.12) GPXle -1

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)
Co mp le te  p ro te o me ; Cyto p lasm; Oxid o re d uctase ; Pe ro xid ase ; Re fe re nce  p ro te o me

SRR3420 22_TR158 77_c0 _g 3_i2_le n=9 23 NA NA NA NA NA PF0 4570 .11^zf-FLZ^zinc-fing e r o f the  FCS-typ e , C2-C2^14-6 0 ^E:1.1e -23 0 ,0 23 0 ,6 33 0 1,39 8 0 1,0 51 0 ,113 0 ,443 1 1,454 . . . . . .

SRR3420 22_TR29 430 _c1_g 2_i2_le n=238 2 ARGE_ARATH
Q:6 8 9 -

159 1,H:46 -346
71.52%ID E:1e -152 Ace tylo rnithine  d e ace tylase

PF0 1546 .25^Pe p tid ase _M20 ^Pe p tid ase  family M20 /M25/M40 ^2-177^E:9 e -

19 `PF0 76 8 7.11^M20 _d ime r^Pe p tid ase  d ime risatio n d o main^10 7-221^E:8 .9 e -13
0 ,0 0 3 2,0 8 5 0 3,256 0 3,8 0 9 0 ,0 0 8 2,9 56 0 ,76 0 ,573 ARGE_ARATH Ace tylo rnithine  d e ace tylase  (EC 3.5.1.16 ) (N-ace tylo rnithinase ) (AO) (Ace tylo rnithinase ) (NAO) At4g 178 30  d l49 45w T6 K21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-arg inine  b io synthe sis; L-o rnithine  fro m N(2)-ace tyl-L-

o rnithine  (l ine ar): ste p  1/1.

Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Arg inine  b io synthe sis; Co b alt; Co mp le te

p ro te o me ; Hyd ro lase ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Zinc

SRR3420 23_TR30 4_c2_g 4_i1_le n=1349 NA NA NA NA NA
PF0 0 257.16 ^De hyd rin^De hyd rin^3-8 1^E:1.8 e -15`PF0 0 257.16 ^De hyd rin^De hyd rin^10 3-127^E:3e -

0 6
0 ,123 0 ,50 5 0 4,452 0 0 ,9 14 0 ,136 0 ,359 1 -0 ,10 4 . . . . . .

SRR3420 23_TR170 4_c0 _g 1_i1_le n=10 6 8 ERF9 9 _ARATH
Q:18 3-413,H:9 1-

16 7
79 .22%ID E:5e -36 Ethyle ne -re sp o nsive  transcrip tio n facto r 13 PF0 0 8 47.17^AP2^AP2 d o main^6 1-111^E:6 .5e -13 0 ,0 0 6 1,19 0 2,346 0 1,6 77 0 ,39 4 0 ,455 0 ,18 7 1,19 7 ERF9 9 _ARATH

Ethyle ne -re sp o nsive  transcrip tio n facto r 13 (AtERF13) (Ethyle ne -re sp o nsive  e le me nt-b ind ing  facto r 13)

(EREBP-13)
ERF13 ERF-13 ERF0 9 9  At2g 448 40  T13E15.15

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Activato r; Co mp le te  p ro te o me ; DNA-b ind ing ; Ethyle ne  sig naling  p athway; Nucle us; Plant

d e fe nse ; Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR3420 23_TR9 0 43_c0 _g 1_i2_le n=737 Y230 9 _ARATH
Q:172-40 2,H:1-

78
8 0 .77%ID E:8 e -37 Uncharacte rize d  p ro te in At2g 230 9 0 . 0 ,271 0 ,28 6 0 0 ,9 37 0 0 ,8 0 5 0 ,0 0 6 0 ,6 33 1 0 Y230 9 _ARATH Uncharacte rize d  p ro te in At2g 230 9 0 At2g 230 9 0  F21P24.15

Arab id o p sis thaliana (Mo use -e ar

cre ss)
3D-structure ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 23_TR15478 _c1_g 1_i1_le n=543 NA NA NA NA NA . 0 ,0 2 0 ,543 0 ,0 0 1 0 ,8 13 0 1,229 0 ,241 0 ,341 0 ,48 5 -0 ,19 1 . . . . . .

SRR3420 23_TR240 9 6 _c0 _g 2_i9 _le n=36 6 4 IKU2_ARATH
Q:128 6 -

420 ,H:6 75-9 6 8
6 2.37%ID E:1e -10 2 Re ce p to r-l ike  p ro te in kinase  HAIKU2

PF119 6 1.5^DUF3475^Do main o f unkno wn functio n (DUF3475)^47-10 3^E:8 .4e -

26 `PF0 50 0 3.9 ^DUF6 6 8 ^Pro te in o f unkno wn functio n (DUF6 6 8 )^445-534^E:6 .8 e -31
0 ,255 0 ,6 47 0 2,56 5 0 2,413 0 ,0 12 1,6 8 1 -0 ,313 IKU2_ARATH Re ce p to r-l ike  p ro te in kinase  HAIKU2 (EC 2.7.11.1) IKU2 At3g 19 70 0  MMB12.19

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Kinase ; Le ucine -rich re p e at; Me mb rane ;

Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re ce p to r; Re fe re nce  p ro te o me ; Re p e at;

Se rine /thre o nine -p ro te in kinase ; Sig nal; Transfe rase ; Transme mb rane ; Transme mb rane

he lix

SRR3420 23_TR26 26 7_c0 _g 1_i1_le n=119 8 CML36 _ARATH
Q:6 9 5-

9 46 ,H:124-20 9
59 .3%ID E:3e -36 Pro b ab le  calc ium-b ind ing  p ro te in CML36

PF0 0 0 36 .29 ^EF-hand _1^EF hand ^9 0 -116 ^E:5e -0 8 `PF1340 5.3^EF-hand _6 ^EF-hand  d o main^9 0 -

116 ^E:2.3e -0 7`PF138 33.3^EF-hand _8 ^EF-hand  d o main p air^9 0 -110 ^E:0 .0 23`PF1349 9 .3^EF-

hand _7^EF-hand  d o main p air^9 1-148 ^E:5.8 e -15`PF1320 2.3^EF-hand _5^EF hand ^9 2-114^E:1.8 e -

0 8 `PF138 33.3^EF-hand _8 ^EF-hand  d o main p air^10 3-148 ^E:1.1e -0 9 `PF1320 2.3^EF-hand _5^EF

hand ^133-150 ^E:0 .0 0 49

0 ,18 8 0 ,45 0 2,116 0 1,526 0 ,0 0 6 1,0 45 0 ,414 0 ,276 CML36 _ARATH Pro b ab le  calc ium-b ind ing  p ro te in CML36  (Calmo d ulin-like  p ro te in 36 ) CML36  At3g 10 19 0  F14P13.21
Arab id o p sis thaliana (Mo use -e ar

cre ss)
Calcium; Co mp le te  p ro te o me ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Re p e at

SRR3420 23_TR30 6 17_c3_g 3_i2_le n=570 C72A1_CATRO
Q:2-39 4,H:39 4-

524
9 5.42%ID E:3e -8 5 Se co lo g anin synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^2-10 4^E:6 .9 e -33 0 ,242 0 ,311 0 1,443 0 ,0 0 1 0 ,8 33 0 ,216 0 ,323 1 -0 ,751 C72A1_CATRO Se co lo g anin synthase  (SLS) (EC 1.3.3.9 ) (CYPLXXII) (Cyto chro me  P450  72A1) CYP72A1 CYP72 P450 CR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; se co lo g anin b io synthe sis.

Alkalo id  me tab o lism; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP;

Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix; Vacuo le

SRR6 46 572_TR240 18 _c0 _g 1_i1_le n=8 6 6 ADF_VITVI
Q:119 -541,H:3-

143
8 5.8 2%ID E:1e -76 Actin-d e p o lyme riz ing  facto r PF0 0 241.17^Co fil in_ADF^Co fil in/tro p o myo sin-typ e  actin-b ind ing  p ro te in^8 -129 ^E:1.6 e -37 0 ,454 0 ,433 0 1,734 0 ,0 0 1 1,123 0 ,6 9 1 0 ,16 5 1 0 ,0 41 ADF_VITVI Actin-d e p o lyme riz ing  facto r (ADF) Vitis vinife ra (Grap e ) Actin-b ind ing

SRR6 46 572_TR256 14_c0 _g 1_i5_le n=8 11 ARGE_ARATH
Q:8 11-

347,H:28 6 -438
6 4.52%ID E:4e -6 6 Ace tylo rnithine  d e ace tylase PF0 1546 .25^Pe p tid ase _M20 ^Pe p tid ase  family M20 /M25/M40 ^6 1-152^E:6 .2e -0 7 0 ,0 0 1 3,8 35 0 4,6 8 0 5,0 18 0 ,0 25 3,6 53 1 0 ,6 9 5 ARGE_ARATH Ace tylo rnithine  d e ace tylase  (EC 3.5.1.16 ) (N-ace tylo rnithinase ) (AO) (Ace tylo rnithinase ) (NAO) At4g 178 30  d l49 45w T6 K21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-arg inine  b io synthe sis; L-o rnithine  fro m N(2)-ace tyl-L-

o rnithine  (l ine ar): ste p  1/1.

Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Arg inine  b io synthe sis; Co b alt; Co mp le te

p ro te o me ; Hyd ro lase ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Zinc

SRR6 46 572_TR28 0 58 _c0 _g 1_i2_le n=20 29 SG1_RAUSE
Q:19 55-321,H:1-

531
71.6 1%ID E:0 Stricto sid ine -O-b e ta-D-g luco sid ase PF0 0 232.15^Glyco _hyd ro _1^Glyco syl hyd ro lase  family 1^49 -520 ^E:4.2e -155 0 ,28 3 0 ,6 76 0 9 ,6 72 0 7,0 37 0 ,254 4,56 6 1 0 ,50 8 SG1_RAUSE Stricto sid ine -O-b e ta-D-g luco sid ase  (EC 3.2.1.10 5) SGR1

Rauvo lfia se rp e ntina (Se rp e ntine

wo o d ) (Op hio xylo n se rp e ntinum)
3D-structure ; Alkalo id  me tab o lism; G lyco sid ase ; Hyd ro lase

SRR6 46 59 6 _TR2459 _c0 _g 1_i1_le n=1745 HEX6 _RICCO
Q:4-1476 ,H:13-

50 3
76 .58 %ID E:0 He xo se  carrie r p ro te in HEX6

PF0 0 0 8 3.21^Sug ar_tr^Sug ar (and  o the r) transp o rte r^15-475^E:1.5e -

114`PF0 76 9 0 .13^MFS_1^Majo r Facil itato r Sup e rfamily^6 5-425^E:2.5e -22
0 ,111 1,30 6 0 2,8 58 0 4,46 0 ,0 76 2,40 6 1 0 ,134 HEX6 _RICCO He xo se  carrie r p ro te in HEX6 HEX6 Ricinus co mmunis (Casto r b e an) Me mb rane ; Sug ar transp o rt; Symp o rt; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 46 59 6 _TR8 6 27_c0 _g 1_i2_le n=140 8 WTR41_ARATH
Q:1311-

448 ,H:71-356
46 .42%ID E:6 e -70 WAT1-re late d  p ro te in At5g 40 230 PF0 0 8 9 2.17^EamA^EamA-like  transp o rte r family^9 4-229 ^E:1.2e -0 9 0 ,0 15 1,8 6 2 0 1,6 9 1 0 6 ,8 76 0 ,0 0 2 6 ,38 3 1 0 WTR41_ARATH WAT1-re late d  p ro te in At5g 40 230 At5g 40 230  MSN9 .130

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Transme mb rane ;

Transme mb rane  he lix

SRR6 46 6 0 4_TR174_c3_g 2_i1_le n=140 3 HSP7C_PETHY
Q:120 4-2,H:1-

40 1
9 7.0 1%ID E:0 He at sho ck co g nate  70  kDa p ro te in

PF0 0 0 12.17^HSP70 ^Hsp 70  p ro te in^9 -40 1^E:9 .3e -19 0 `PF0 6 723.10 ^Mre B_Mb l^Mre B/Mb l

p ro te in^130 -38 0 ^E:7.6 e -15
0 ,6 29 1,42 0 6 ,325 0 ,0 0 1 1,111 0 ,0 0 2 1,0 31 1 0 ,126 HSP7C_PETHY He at sho ck co g nate  70  kDa p ro te in HSP70 Pe tunia hyb rid a (Pe tunia) ATP-b ind ing ; Nucle o tid e -b ind ing ; Stre ss re sp o nse

SRR6 46 6 0 4_TR128 9 7_c1_g 2_i4_le n=78 1 SG1_RAUSE
Q:152-

78 1,H:30 3-49 9
6 7.3%ID E:3e -9 0 Stricto sid ine -O-b e ta-D-g luco sid ase PF0 0 232.15^Glyco _hyd ro _1^Glyco syl hyd ro lase  family 1^7-19 9 ^E:6 .5e -41 0 ,0 0 6 1,16 1 0 6 ,0 23 0 3,8 14 0 ,56 0 ,6 13 0 ,8 52 0 ,0 76 SG1_RAUSE Stricto sid ine -O-b e ta-D-g luco sid ase  (EC 3.2.1.10 5) SGR1

Rauvo lfia se rp e ntina (Se rp e ntine

wo o d ) (Op hio xylo n se rp e ntinum)
3D-structure ; Alkalo id  me tab o lism; G lyco sid ase ; Hyd ro lase

SRR6 46 6 0 4_TR258 8 9 _c0 _g 3_i1_le n=19 42 PTR21_ARATH
Q:19 42-

314,H:56 -59 4
57.0 9 %ID E:0 Pro te in NRT1/ PTR FAMILY 2.13

PF0 76 9 0 .13^MFS_1^Majo r Facil itato r Sup e rfamily^19 -48 0 ^E:2.3e -10 `PF0 0 8 54.18 ^PTR2^POT

family^73-49 9 ^E:2.3e -8 2
0 ,0 14 0 ,9 79 0 4,344 0 7,137 0 ,129 5,0 9 0 ,356 -0 ,36 9 PTR21_ARATH Pro te in NRT1/ PTR FAMILY 2.13 (AtNPF2.13) (Nitrate  transp o rte r 1.7) NPF2.13 NRT1.7 At1g 6 9 8 70  T17F3.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Nitrate  assimilatio n; Re fe re nce

p ro te o me ; Symp o rt; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 46 6 0 4_TR349 57_c0 _g 1_i1_le n=18 75 EF1A_MANES
Q:18 8 -149 2,H:1-

435
9 8 .16 %ID E:0 Elo ng atio n facto r 1-alp ha

PF0 0 0 0 9 .24^GTP_EFTU^Elo ng atio n facto r Tu GTP b ind ing  d o main^7-221^E:2.1e -

52`PF0 3144.22^GTP_EFTU_D2^Elo ng atio n facto r Tu d o main 2^248 -313^E:2.4e -

14`PF0 3143.14^GTP_EFTU_D3^Elo ng atio n facto r Tu C-te rminal d o main^322-429 ^E:1.3e -37

0 ,20 5 -0 ,351 0 ,0 0 1 0 ,8 9 6 0 1,139 0 ,0 0 4 0 ,8 9 6 0 ,8 33 0 ,0 58 EF1A_MANES Elo ng atio n facto r 1-alp ha (EF-1-alp ha) EF1
Maniho t e scule nta (Cassava)

(Jatro p ha maniho t)

Cyto p lasm; Elo ng atio n facto r; GTP-b ind ing ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Pro te in

b io synthe sis

SRR6 48 70 5_TR219 9 4_c0 _g 4_i4_le n=2338 SG1_RAUSE
Q:219 -

18 8 0 ,H:1-531
70 .8 1%ID E:0 Stricto sid ine -O-b e ta-D-g luco sid ase PF0 0 232.15^Glyco _hyd ro _1^Glyco syl hyd ro lase  family 1^49 -529 ^E:8 .1e -153 0 ,0 48 0 ,6 73 0 4,38 7 0 2,9 24 0 ,748 0 ,279 0 ,0 53 0 ,522 SG1_RAUSE Stricto sid ine -O-b e ta-D-g luco sid ase  (EC 3.2.1.10 5) SGR1

Rauvo lfia se rp e ntina (Se rp e ntine

wo o d ) (Op hio xylo n se rp e ntinum)
3D-structure ; Alkalo id  me tab o lism; G lyco sid ase ; Hyd ro lase

SRR6 48 70 5_TR220 8 3_c0 _g 2_i1_le n=8 47 MY10 8 _ARATH
Q:2-18 4,H:9 2-

152
72.13%ID E:5e -24 Transcrip tio n facto r MYB10 8 PF0 0 249 .28 ^Myb _DNA-b ind ing ^Myb -like  DNA-b ind ing  d o main^1-26 ^E:9 .6 e -0 9 0 ,517 1,0 34 0 4,5 0 4,541 0 ,0 0 4 3,29 4 1 0 ,26 5 MY10 8 _ARATH Transcrip tio n facto r MYB10 8  (Myb -re late d  p ro te in 10 8 ) (AtMYB10 8 ) (Pro te in BOTRYTIS-SUSCEPTIBLE 1) MYB10 8  BOS1 At3g 0 6 49 0  F5E6 .18

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Activato r; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Plant d e fe nse ; Re fe re nce

p ro te o me ; Re p e at; Transcrip tio n; Transcrip tio n re g ulatio n; Ub l co njug atio n

SRR6 48 70 5_TR249 6 0 _c0 _g 1_i1_le n=110 9 ADF2_PETHY
Q:378 -79 4,H:1-

139
8 7.77%ID E:3e -72 Actin-d e p o lyme riz ing  facto r 2 PF0 0 241.17^Co fil in_ADF^Co fil in/tro p o myo sin-typ e  actin-b ind ing  p ro te in^14-135^E:2.2e -36 0 ,436 0 ,227 0 1,79 2 0 0 ,9 73 0 ,0 0 2 0 ,8 74 0 ,39 7 0 ,223 ADF2_PETHY Actin-d e p o lyme riz ing  facto r 2 (ADF-2) ADF2 Pe tunia hyb rid a (Pe tunia) Actin-b ind ing

SRR6 48 70 5_TR25311_c1_g 1_i3_le n=26 6 8 LGUL_BRAOG
Q:249 1-

16 6 1,H:6 -28 1
8 2.31%ID E:3e -16 1 Putative  lacto ylg lutathio ne  lyase PF0 46 74.9 ^Phi_1^Pho sp hate -ind uce d  p ro te in 1 co nse rve d  re g io n^75-337^E:2.5e -122 0 ,0 0 4 0 ,8 6 1 0 1,28 5 0 1,29 1 0 ,0 6 4 0 ,58 2 1 0 ,20 6 LGUL_BRAOG

Putative  lacto ylg lutathio ne  lyase  (EC 4.4.1.5) (Ald o ke to mutase ) (G lyo xalase  I) (G lx I) (Ke to ne -ald e hyd e

mutase ) (Me thylg lyo xalase ) (S-D-lacto ylg lutathio ne  me thylg lyo xal lyase )

Brassica o le race a var. g e mmife ra

(Brusse l sp ro uts)

PATHWAY: Se co nd ary me tab o lite  me tab o lism; me thylg lyo xal d e g rad atio n; (R)-lactate  fro m

me thylg lyo xal: ste p  1/2.
Lyase ; Me tal-b ind ing ; Re p e at; Zinc

SRR6 48 70 5_TR356 9 4_c2_g 7_i2_le n=6 26 10 HGO_CATRO Q:272-3,H:2-9 1 73.33%ID E:3e -40 8 -hyd ro xyg e ranio l d e hyd ro g e nase . 0 ,212 1,0 71 0 5,356 0 2,4 0 ,16 1,231 0 ,79 8 0 ,341 10 HGO_CATRO 8 -hyd ro xyg e ranio l d e hyd ro g e nase  (Cr10 HGO) (EC 1.1.1.324) 10 HGO
Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
Me tal-b ind ing ; NADP; Oxid o re d uctase ; Zinc

SRR6 48 70 5_TR429 9 9 _c0 _g 4_i1_le n=9 13 NA NA NA NA NA . 0 ,0 0 3 1,30 3 0 2,48 3 0 1,6 8 6 0 ,0 0 8 0 ,9 1 1 -0 ,0 29 . . . . . .

SRR6 48 70 7_TR419 9 _c0 _g 1_i3_le n=50 19 PDR2_ARATH
Q:1246 -

38 40 ,H:135-9 9 1
8 0 .51%ID E:0 Pro b ab le  mang ane se -transp o rting  ATPase  PDR2

PF0 0 122.17^E1-E2_ATPase ^E1-E2 ATPase ^44-28 1^E:6 .2e -21`PF0 0 70 2.23^Hyd ro lase ^halo acid

d e halo g e nase -like  hyd ro lase ^29 1-520 ^E:4.1e -0 8 `PF13246 .3^Catio n_ATPase ^Catio n transp o rt

ATPase  (P-typ e )^347-422^E:2.5e -0 7

0 ,559 -0 ,326 0 3,0 0 2 0 2,358 0 ,214 0 ,79 4 0 ,173 -0 ,711 PDR2_ARATH
Pro b ab le  mang ane se -transp o rting  ATPase  PDR2 (EC 3.6 .3.-) (Pro te in MALE GAMETOGENESIS IMPAIRED

ANTHERS) (Pro te in PHOSPHATE DEFICIENCY RESPONSE 2)
PDR2 MIA At5g 236 30  MQM1.11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; End o p lasmic re ticulum; Hyd ro lase ; Mag ne sium;

Mang ane se ; Me mb rane ; Me tal-b ind ing ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 48 70 7_TR2528 5_c3_g 4_i4_le n=4173 SG1_RAUSE
Q:40 0 0 -

2339 ,H:1-531
6 9 .73%ID E:0 Stricto sid ine -O-b e ta-D-g luco sid ase PF0 0 232.15^Glyco _hyd ro _1^Glyco syl hyd ro lase  family 1^49 -529 ^E:5e -153 0 ,335 0 ,747 0 4,59 4 0 3,742 0 ,6 9 2 1,271 1 -0 ,0 11 SG1_RAUSE Stricto sid ine -O-b e ta-D-g luco sid ase  (EC 3.2.1.10 5) SGR1

Rauvo lfia se rp e ntina (Se rp e ntine

wo o d ) (Op hio xylo n se rp e ntinum)
3D-structure ; Alkalo id  me tab o lism; G lyco sid ase ; Hyd ro lase

SRR9 24147_TR18 13_c0 _g 1_i1_le n=1225 WLIM1_ARATH
Q:9 9 3-475,H:3-

176
72.9 9 %ID E:1e -8 7

LIM d o main-co ntaining  p ro te in WLIM1

{ECO:0 0 0 0 30 5}
PF0 0 412.19 ^LIM^LIM d o main^11-6 5^E:1.7e -10 `PF0 0 412.19 ^LIM^LIM d o main^110 -16 4^E:4.4e -10 1 0 ,0 6 9 0 2,8 54 0 2,0 3 0 ,0 9 4 1,124 1 0 ,0 43 WLIM1_ARATH LIM d o main-co ntaining  p ro te in WLIM1 (Wid e ly-e xp re sse d  LIM p ro te in 1) (AtWLIM1) WLIM1 At1g 10 20 0  F14N23.8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Actin-b ind ing ; Co mp le te  p ro te o me ; Cyto p lasm; Cyto ske le to n; LIM d o main;

Me tal-b ind ing ; Re fe re nce  p ro te o me ; Re p e at; Zinc

SRR9 24147_TR378 1_c0 _g 1_i1_le n=256 9 AL2B7_ARATH
Q:230 6 -

79 5,H:30 -534
8 1.39 %ID E:0

Ald e hyd e  d e hyd ro g e nase  family 2 me mb e r B7,

mito cho nd rial
PF0 0 171.19 ^Ald e d h^Ald e hyd e  d e hyd ro g e nase  family^6 4-525^E:6 .4e -178 0 ,40 7 0 ,6 56 0 2,8 0 6 0 ,0 0 1 3,0 14 0 ,517 1,227 1 -0 ,549 AL2B7_ARATH Ald e hyd e  d e hyd ro g e nase  family 2 me mb e r B7, mito cho nd rial (ALDH2b ) (EC 1.2.1.3) ALDH2B7 ALDH3 At1g 238 0 0  F5O8 .33 F5O8 .35

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Mito cho nd rio n; NAD; Oxid o re d uctase ; Re fe re nce  p ro te o me ; Transit

p e p tid e

SRR9 24147_TR278 0 0 _c0 _g 1_i2_le n=146 6 NLTL5_ARATH
Q:9 22-6 6 5,H:41-

126
76 .74%ID E:6 e -37

No n-sp e cific  l ip id -transfe r p ro te in-like  p ro te in

At5g 6 40 8 0

PF0 0 234.19 ^Tryp _alp ha_amyl^Pro te ase  inhib ito r/se e d  sto rag e /LTP family^2-72^E:1.5e -

0 7`PF1436 8 .3^LTP_2^Pro b ab le  l ip id  transfe r^4-72^E:1.2e -12
0 ,11 0 ,6 12 0 1,715 0 4,448 0 ,0 1 2,231 0 ,316 0 ,6 6 6 NLTL5_ARATH No n-sp e cific  l ip id -transfe r p ro te in-like  p ro te in At5g 6 40 8 0 At5g 6 40 8 0  MHJ24.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; GPI-ancho r;

G lyco p ro te in; Lip o p ro te in; Me mb rane ; Re fe re nce  p ro te o me ; Sig nal

SRR9 24148 _TR176 1_c0 _g 1_i1_le n=9 28 NLTP2_PRUAR
Q:46 7-6 70 ,H:1-

6 8
72.0 6 %ID E:9 e -26 No n-sp e cific  l ip id -transfe r p ro te in 2 . 0 ,0 0 8 1,6 21 0 2,40 6 0 2,425 0 ,0 19 1,6 74 0 ,9 2 -0 ,0 8 NLTP2_PRUAR No n-sp e cific  l ip id -transfe r p ro te in 2 (LTP 2)

Prunus arme niaca (Ap rico t)

(Arme niaca vulg aris)
Dire ct p ro te in se q ue ncing ; Lip id -b ind ing ; Transp o rt

SRR9 24148 _TR7540 _c0 _g 1_i1_le n=19 42 ANXD1_ARATH
Q:1252-

36 8 ,H:22-317
6 8 .9 2%ID E:9 e -147 Anne xin D1

PF0 0 19 1.17^Anne xin^Anne xin^10 -75^E:2.8 e -17`PF0 0 19 1.17^Anne xin^Anne xin^9 4-154^E:1.9 e -

14`PF0 0 19 1.17^Anne xin^Anne xin^16 8 -233^E:1.2e -15
0 ,16 6 0 ,8 58 0 2,355 0 2,0 37 0 ,0 16 1,46 2 0 ,0 42 0 ,8 53 ANXD1_ARATH Anne xin D1 (AnnAt1) (Anne xin A1)

ANN1 ANNAT1 ANX23-ATH ATOXY5 OXY5

At1g 35720  F14D7.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Ace tylatio n; Anne xin; Calc ium; Calc ium/p ho sp ho lip id -b ind ing ; Co mp le te

p ro te o me ; Cyto p lasm; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Stre ss re sp o nse

SRR9 24148 _TR16 752_c0 _g 1_i1_le n=547 NA NA NA NA NA . 1 1,71 0 6 ,9 77 0 2,70 5 0 ,0 0 1 2,277 0 ,8 11 -0 ,29 . . . . . .

SRR9 24148 _TR1778 2_c0 _g 1_i2_le n=156 6 HIDM_GLYEC
Q:1336 -

40 7,H:16 -327
45.77%ID E:9 e -8 9 2-hyd ro xyiso flavano ne  d e hyd ratase

PF0 0 135.25^COe ste rase ^Carb o xyle ste rase  family^59 -137^E:9 .9 e -

0 6 `PF0 78 59 .10 ^Ab hyd ro lase _3^alp ha/b e ta hyd ro lase  fo ld ^74-28 5^E:1.3e -35
0 ,213 0 ,278 0 2,117 0 1,56 0 ,0 13 0 ,6 0 9 0 ,79 1 -0 ,0 6 3 HIDM_GLYEC 2-hyd ro xyiso flavano ne  d e hyd ratase  (EC 3.1.1.1) (EC 4.2.1.10 5) (Carb o xyle ste rase  HIDM) HIDM Glycyrrhiza e chinata (Lico rice ) PATHWAY: Se co nd ary me tab o lite  b io synthe sis; flavo no id  b io synthe sis. Flavo no id  b io synthe sis; Hyd ro lase ; Lyase

SRR9 24148 _TR2530 0 _c1_g 2_i3_le n=1538 UXS6 _ARATH
Q:16 9 -120 3,H:1-

343
8 6 .0 9 %ID E:0 UDP-g lucuro nic acid  d e carb o xylase  6

PF0 4321.14^RmlD_sub _b ind ^RmlD sub strate  b ind ing  d o main^33-30 0 ^E:1.1e -

0 7`PF0 1370 .18 ^Ep ime rase ^NAD d e p e nd e nt e p ime rase /d e hyd ratase  family^35-26 9 ^E:3.9 e -

45`PF0 2719 .12^Po lysacc_synt_2^Po lysaccharid e  b io synthe sis p ro te in^35-146 ^E:2e -

0 8 `PF16 36 3.2^GDP_Man_De hyd ^GDP-manno se  4,6  d e hyd ratase ^36 -330 ^E:8 .5e -

54`PF0 10 73.16 ^3Be ta_HSD^3-b e ta hyd ro xyste ro id  d e hyd ro g e nase /iso me rase  family^36 -

18 7^E:1.9 e -12`PF0 79 9 3.9 ^NAD_b ind ing _4^Male  ste ril ity p ro te in^8 7-20 8 ^E:5.2e -0 7

0 ,9 48 0 ,0 41 0 1,341 0 ,0 0 1 1,44 0 ,0 11 1,113 0 ,452 0 ,28 9 UXS6 _ARATH
UDP-g lucuro nic acid  d e carb o xylase  6  (EC 4.1.1.35) (UDP-XYL synthase  6 ) (UDP-g lucuro nate

d e carb o xylase  6 ) (UGD) (UXS-6 )
UXS6  At2g 28 76 0  F8 N16 .5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Nucle o tid e -sug ar b io synthe sis; UDP-alp ha-D-xylo se  b io synthe sis; UDP-alp ha-D-

xylo se  fro m UDP-alp ha-D-g lucuro nate : ste p  1/1.

Ace tylatio n; Co mp le te  p ro te o me ; Cyto p lasm; De carb o xylase ; Lyase ; NAD; Re fe re nce

p ro te o me

SRR9 24148 _TR34256 _c6 _g 1_i5_le n=2115 SG1_RAUSE
Q:6 7-149 1,H:1-

454
6 9 .33%ID E:0 Stricto sid ine -O-b e ta-D-g luco sid ase PF0 0 232.15^Glyco _hyd ro _1^Glyco syl hyd ro lase  family 1^49 -475^E:1.1e -125 0 ,278 0 ,8 44 0 5,232 0 3,33 0 ,18 9 1,539 0 ,29 9 1,30 3 SG1_RAUSE Stricto sid ine -O-b e ta-D-g luco sid ase  (EC 3.2.1.10 5) SGR1

Rauvo lfia se rp e ntina (Se rp e ntine

wo o d ) (Op hio xylo n se rp e ntinum)
3D-structure ; Alkalo id  me tab o lism; G lyco sid ase ; Hyd ro lase

SRR9 24148 _TR34256 _c6 _g 1_i8 _le n=6 32 SG1_RAUSE
Q:356 -

6 31,H:440 -530
6 9 .8 9 %ID E:2e -33 Stricto sid ine -O-b e ta-D-g luco sid ase . 0 ,38 1 0 ,78 0 3,9 48 0 3,279 0 ,29 9 1,375 0 ,429 -0 ,46 7 SG1_RAUSE Stricto sid ine -O-b e ta-D-g luco sid ase  (EC 3.2.1.10 5) SGR1

Rauvo lfia se rp e ntina (Se rp e ntine

wo o d ) (Op hio xylo n se rp e ntinum)
3D-structure ; Alkalo id  me tab o lism; G lyco sid ase ; Hyd ro lase

SRR122238 _TR38 70 1_c2_g 1_i1_le n=1273 14335_SOLTU
Q:120 6 -442,H:1-

9 3.75%ID E:1e -171 14-3-3-like  p ro te in 16 R PF0 0 244.17^14-3-3^14-3-3 p ro te in^33-258 ^E:7.5e -10 5 0 ,332 -0 ,226 0 ,0 37 0 ,528 0 ,0 0 2 0 ,751 0 0 ,9 0 5 0 0 ,9 54 14335_SOLTU 14-3-3-like  p ro te in 16 R So lanum tub e ro sum (Po tato ) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me



SRR122238 _TR38 70 1_c2_g 1_i1_le n=1273 14335_SOLTU
256

9 3.75%ID E:1e -171 14-3-3-like  p ro te in 16 R PF0 0 244.17^14-3-3^14-3-3 p ro te in^33-258 ^E:7.5e -10 5 0 ,332 -0 ,226 0 ,0 37 0 ,528 0 ,0 0 2 0 ,751 0 0 ,9 0 5 0 0 ,9 54 14335_SOLTU 14-3-3-like  p ro te in 16 R So lanum tub e ro sum (Po tato ) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 23_TR28 516 _c2_g 2_i3_le n=759 KIRO_ACTDE
Q:26 6 -70 9 ,H:1-

148
46 .6 2%ID E:2e -34 Kiro la {ECO:0 0 0 0 30 3|Pub Me d :2130 9 79 0 } PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^4-147^E:1.2e -32 0 ,6 8 6 -0 ,141 0 ,216 0 ,418 0 ,0 11 0 ,751 0 1,0 55 0 0 ,9 17 KIRO_ACTDE Kiro la (alle rg e n Act d  11) Actinid ia d e lic io sa (Kiwi) 3D-structure ; Ace tylatio n; Alle rg e n; Dire ct p ro te in se q ue ncing ; Po lymo rp hism

SRR122238 _TR6 18 44_c0 _g 3_i2_le n=116 0 RNLX_SOLLC
Q:9 53-29 1,H:1-

220
6 6 .6 7%ID E:5e -10 6 Intrace llular rib o nucle ase  LX PF0 0 445.15^Rib o nucle ase _T2^Rib o nucle ase  T2 family^52-232^E:3.2e -6 0 0 ,0 17 0 ,9 47 0 ,471 0 ,5 0 ,0 0 1 1,6 4 0 ,0 0 5 1,42 0 2,0 14 RNLX_SOLLC Intrace llular rib o nucle ase  LX (RNase  LX) (EC 3.1.27.1) RNALX

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Co mp le te  p ro te o me ; Cyto p lasm; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ;

End o nucle ase ; Hyd ro lase ; Nucle ase ; Re fe re nce  p ro te o me ; Stre ss re sp o nse ; Zymo g e n

SRR3420 17_TR14537_c0 _g 1_i2_le n=20 77 AMYB_VIGUN
Q:177-

16 19 ,H:11-49 5
70 .72%ID E:0 Be ta-amylase PF0 1373.14^Glyco _hyd ro _14^Glyco syl hyd ro lase  family 14^13-428 ^E:6 e -119 0 ,0 8 7 0 ,534 0 ,275 0 ,448 0 1,449 0 ,50 2 0 ,33 0 0 ,9 17 AMYB_VIGUN Be ta-amylase  (EC 3.2.1.2) (1,4-alp ha-D-g lucan malto hyd ro lase ) BMY1 Vig na ung uiculata (Co wp e a) Carb o hyd rate  me tab o lism; G lyco sid ase ; Hyd ro lase ; Po lysaccharid e  d e g rad atio n

SRR3420 19 _TR35572_c1_g 6 _i1_le n=16 12 THCAS_CANSA
Q:140 -

1348 ,H:127-539
42.28 %ID E:7e -10 1 Te trahyd ro cannab ino lic acid  synthase

PF0 156 5.20 ^FAD_b ind ing _4^FAD b ind ing  d o main^15-10 4^E:4.9 e -16 `PF0 8 0 31.9 ^BBE^Be rb e rine

and  b e rb e rine  like ^357-415^E:5.2e -23
0 ,19 5 1,29 0 ,29 9 1,9 6 7 0 ,0 0 1 4,40 7 0 ,0 0 1 4,36 7 0 6 ,776 THCAS_CANSA

Te trahyd ro cannab ino lic acid  synthase  (THCAS) (EC 1.21.3.7) (De lta(1)-te trahyd ro cannab ino lic acid

synthase ) (THCA synthase )
Cannab is sativa (He mp ) (Marijuana)

3D-structure ; Ap o p last; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; FAD; Flavo p ro te in;

G lyco p ro te in; Oxid o re d uctase ; Se cre te d ; Sig nal

SRR6 46 572_TR33328 _c0 _g 1_i1_le n=19 9 5 AMYB_VIGUN
Q:144-

158 6 ,H:11-49 5
70 .52%ID E:0 Be ta-amylase PF0 1373.14^Glyco _hyd ro _14^Glyco syl hyd ro lase  family 14^13-428 ^E:3.7e -119 0 ,0 3 0 ,6 0 4 0 ,0 9 5 0 ,556 0 1,38 6 0 ,474 0 ,28 4 0 7,9 6 9 AMYB_VIGUN Be ta-amylase  (EC 3.2.1.2) (1,4-alp ha-D-g lucan malto hyd ro lase ) BMY1 Vig na ung uiculata (Co wp e a) Carb o hyd rate  me tab o lism; G lyco sid ase ; Hyd ro lase ; Po lysaccharid e  d e g rad atio n

SRR122238 _TR70 54_c0 _g 1_i1_le n=2273 P2C0 2_ARATH
Q:19 8 0 -

10 8 4,H:8 1-38 0
6 1.59 %ID E:5e -121 Pro b ab le  p ro te in p ho sp hatase  2C 2 PF0 0 48 1.18 ^PP2C^Pro te in p ho sp hatase  2C^16 5-38 5^E:2e -56 0 3,45 0 7,19 0 ,0 0 1 5,56 1 0 6 ,226 1 -0 ,29 5 P2C0 2_ARATH Pro b ab le  p ro te in p ho sp hatase  2C 2 (AtPP2C0 2) (EC 3.1.3.16 ) (Pro te in p ho sp hatase  AP2C2) At1g 0 716 0  F10 K1.13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Hyd ro lase ; Mag ne sium; Mang ane se ; Me tal-b ind ing ; Pro te in

p ho sp hatase ; Re fe re nce  p ro te o me

SRR122238 _TR6 19 39 _c0 _g 1_i15_le n=3514 NES1_FRAAN
Q:3212-

2130 ,H:14-338
46 .54%ID E:9 e -9 1 (3S,6 E)-ne ro lid o l synthase  1

PF0 1535.17^PPR^PPR re p e at^148 -173^E:0 .0 0 0 38 `PF17177.1^PPR_lo ng ^Pe ntaco trip e p tid e -

re p e at re g io n o f PROPR^155-26 4^E:1e -0 7`PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at

d o main^16 3-221^E:2.7e -0 9 `PF0 1535.17^PPR^PPR re p e at^179 -

20 5^E:0 .0 8 7`PF128 54.4^PPR_1^PPR re p e at^20 9 -240 ^E:1.8 e -12`PF130 41.3^PPR_2^PPR re p e at

family^211-258 ^E:4.6 e -16 `PF0 1535.17^PPR^PPR re p e at^214-244^E:5.8 e -

0 7`PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^235-29 0 ^E:1.7e -

0 7`PF128 54.4^PPR_1^PPR re p e at^243-275^E:8 .6 e -0 6 `PF130 41.3^PPR_2^PPR re p e at family^246 -

29 3^E:8 .4e -0 8 `PF0 1535.17^PPR^PPR re p e at^249 -278 ^E:0 .0 0 0 6 8 `PF130 41.3^PPR_2^PPR re p e at

family^28 2-328 ^E:9 .3e -11`PF0 1535.17^PPR^PPR re p e at^28 5-

314^E:0 .0 0 34`PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^30 5-359 ^E:3.9 e -

11`PF130 41.3^PPR_2^PPR re p e at family^317-36 1^E:3.7e -11`PF0 1535.17^PPR^PPR re p e at^319 -

349 ^E:1.7e -0 6

0 2,18 6 0 1,9 53 0 ,0 0 4 3,6 0 8 0 4,46 8 0 ,0 25 2,511 NES1_FRAAN (3S,6 E)-ne ro lid o l synthase  1 (FaNES1) (EC 4.2.3.48 ) Frag aria ananassa (Strawb e rry) PATHWAY: Se co nd ary me tab o lite  b io synthe sis; te rp e no id  b io synthe sis. Cyto p lasm; Lyase ; Mag ne sium; Mang ane se ; Me tal-b ind ing

SRR3420 22_TR2318 5_c0 _g 3_i11_le n=18 36 MYRS_QUEIL
Q:156 4-

425,H:38 -414
57.6 3%ID E:4e -141 Myrce ne  synthase , chlo ro p lastic

PF0 139 7.18 ^Te rp e ne _synth^Te rp e ne  synthase , N-te rminal d o main^6 7-243^E:3e -

44`PF0 39 36 .13^Te rp e ne _synth_C^Te rp e ne  synthase  family, me tal b ind ing  d o main^275-

418 ^E:1.3e -56

0 4,216 0 6 ,56 8 1 -3,46 8 0 4,59 5 1 0 MYRS_QUEIL Myrce ne  synthase , chlo ro p lastic (EC 4.2.3.15) Que rcus ile x (Ho lly o ak) Chlo ro p last; Lyase ; Mag ne sium; Mang ane se ; Me tal-b ind ing ; Plastid ; Transit p e p tid e

SRR6 48 70 7_TR49 25_c0 _g 1_i2_le n=20 58 P2C30 _ARATH
Q:9 49 -

16 38 ,H:156 -38 9
6 7.0 9 %ID E:1e -9 9 Pro b ab le  p ro te in p ho sp hatase  2C 30 PF0 0 48 1.18 ^PP2C^Pro te in p ho sp hatase  2C^6 -220 ^E:9 .5e -56 0 6 ,0 29 0 8 ,8 45 0 ,0 0 2 5,327 0 5,8 22 0 -2,226 P2C30 _ARATH Pro b ab le  p ro te in p ho sp hatase  2C 30  (AtPP2C30 ) (EC 3.1.3.16 ) (AthPP2C5) PP2C5 At2g 40 18 0  T7M7.17

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Hyd ro lase ; Mag ne sium; Mang ane se ; Me tal-b ind ing ; Pro te in

p ho sp hatase ; Re fe re nce  p ro te o me

SRR11446 34_TR116 57_c0 _g 2_i1_le n=129 1 PIP22_ORYSJ
Q:8 1-8 27,H:1-

252
8 0 .56 %ID E:1e -141 Pro b ab le  aq uap o rin PIP2-2 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^31-250 ^E:2.8 e -73 0 1,9 32 0 4,172 0 1,18 8 0 ,0 23 0 ,48 0 ,0 0 7 1,374 PIP22_ORYSJ Pro b ab le  aq uap o rin PIP2-2 (OsPIP2;2) (Plasma me mb rane  intrinsic p ro te in 2-2)

PIP2-2 Os0 2g 0 6 29 20 0  LOC_Os0 2g 418 6 0

B146 9 H0 2.22-1
Oryza sativa sub sp . jap o nica (Rice )

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR11446 34_TR14318 _c0 _g 1_i1_le n=9 72 SERA2_ARATH
Q:6 1-732,H:40 1-

6 24
8 1.25%ID E:1e -120

D-3-p ho sp ho g lyce rate  d e hyd ro g e nase  2,

chlo ro p lastic
PF0 18 42.22^ACT^ACT d o main^10 1-16 1^E:5.2e -11 0 1,58 5 0 2,9 34 0 1,8 8 7 0 ,0 0 9 0 ,78 3 0 ,23 0 ,29 1 SERA2_ARATH D-3-p ho sp ho g lyce rate  d e hyd ro g e nase  2, chlo ro p lastic (PGDH) (EC 1.1.1.9 5) PGDH2 3-PGDH PGDH At1g 17745 F11A6 .8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-se rine  b io synthe sis; L-se rine  fro m 3-p ho sp ho -D-g lyce rate :

ste p  1/3.

Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; NAD;

Oxid o re d uctase ; Pho sp ho p ro te in; Plastid ; Re fe re nce  p ro te o me ; Se rine  b io synthe sis;

Transit p e p tid e

SRR11446 34_TR229 15_c0 _g 1_i1_le n=571 CVIF1_ARATH
Q:16 3-50 1,H:26 -

138
41.59 %ID E:2e -22 Ce ll wall / vacuo lar inhib ito r o f fructo sid ase  1 PF0 40 43.12^PMEI^Plant inve rtase /p e ctin me thyle ste rase  inhib ito r^54-18 7^E:1e -13 0 1,217 0 1,9 9 1 0 1,233 0 ,9 32 -0 ,0 46 0 -7,8 CVIF1_ARATH Ce ll wall / vacuo lar inhib ito r o f fructo sid ase  1 (AtC/VIF1) C/VIF1 CIF1 VIF1 At1g 479 6 0  T2J15.13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Re fe re nce

p ro te o me ; Sig nal; Vacuo le

SRR11446 34_TR346 16 _c0 _g 1_i1_le n=6 53 ML423_ARATH
Q:125-58 3,H:7-

153
36 .6 %ID E:6 e -29 MLP-like  p ro te in 423 PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^3-153^E:4.4e -28 0 1,425 0 2,78 5 0 ,0 0 1 1,46 0 ,28 1 0 ,548 1 0 ML423_ARATH MLP-like  p ro te in 423 MLP423 At1g 240 20  T23E23.17 T23E23_22

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR122238 _TR770 9 _c0 _g 1_i3_le n=8 27 NA NA NA NA NA PF1429 9 .3^PP2^Phlo e m p ro te in 2^27-18 6 ^E:7.8 e -28 0 4,79 0 6 ,6 9 2 0 5,0 58 0 ,38 1 2,18 6 0 ,38 1 0 ,8 23 . . . . . .

SRR122238 _TR20 26 1_c1_g 1_i1_le n=9 28 NA NA NA NA NA PF0 0 8 47.17^AP2^AP2 d o main^75-124^E:2.5e -14 0 5,16 2 0 5,9 6 8 0 6 ,112 0 ,129 3,8 3 1 -0 ,6 4 . . . . . .

SRR122238 _TR42251_c0 _g 1_i1_le n=8 27 DR20 6 _PEA
Q:741-175,H:1-

18 4
57.6 7%ID E:2e -73 Dise ase  re sistance  re sp o nse  p ro te in 20 6 PF0 30 18 .11^Dirig e nt^Dirig e nt-l ike  p ro te in^36 -18 1^E:1.4e -38 0 ,0 0 1 1,329 0 2,0 71 0 1,72 0 ,0 0 9 1,344 0 ,254 -4,433 DR20 6 _PEA Dise ase  re sistance  re sp o nse  p ro te in 20 6  (Dirig e nt p ro te in PI20 6 ) PI20 6 Pisum sativum (Gard e n p e a)

3D-structure ; Ap o p last; Disulfid e  b o nd ; G lyco p ro te in; Patho g e ne sis-re late d  p ro te in; Plant

d e fe nse ; Se cre te d ; Sig nal

SRR122238 _TR4456 5_c0 _g 2_i1_le n=16 11 C8 1F1_ARATH
Q:6 5-

139 6 ,H:39 -49 9
44.73%ID E:5e -125 Cyto chro me  P450  8 1F1 {ECO:0 0 0 0 30 5} PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^12-449 ^E:6 .7e -9 0 0 1,50 7 0 3,237 0 1,6 54 0 ,0 2 0 ,8 6 6 1 0 ,47 C8 1F1_ARATH Cyto chro me  P450  8 1F1 (EC 1.14.-.-) CYP8 1F1 CYP9 1A2 At4g 37430  F6 G17.8 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ;

Oxid o re d uctase ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR5449 3_c1_g 2_i1_le n=10 9 5 NA NA NA NA NA . 0 1,124 0 2,135 0 1,124 0 ,0 0 1 0 ,8 78 0 ,8 8 6 0 ,18 6 . . . . . .

SRR12718 58 _TR25211_c0 _g 2_i1_le n=6 75 NA NA NA NA NA . 0 1,29 2 0 6 ,744 0 8 ,539 0 ,129 4,20 7 0 -2,0 21 . . . . . .

SRR12718 58 _TR59 441_c0 _g 1_i2_le n=19 6 8 NA NA NA NA NA PF118 9 1.5^DUF3411^Do main o f unkno wn functio n (DUF3411)^20 3-38 1^E:1.3e -6 4 0 1,519 0 2,425 0 ,0 0 1 2,10 3 0 ,0 0 6 1,8 48 0 ,739 0 ,28 . . . . . .

SRR12718 59 _TR2750 1_c0 _g 1_i1_le n=8 9 3 CVIF1_ARATH
Q:257-6 9 1,H:26 -

16 2
37.24%ID E:2e -22 Ce ll wall / vacuo lar inhib ito r o f fructo sid ase  1 PF0 40 43.12^PMEI^Plant inve rtase /p e ctin me thyle ste rase  inhib ito r^28 -172^E:2e -14 0 1,257 0 1,29 8 0 2,143 0 ,58 0 ,243 0 ,0 73 -2,39 CVIF1_ARATH Ce ll wall / vacuo lar inhib ito r o f fructo sid ase  1 (AtC/VIF1) C/VIF1 CIF1 VIF1 At1g 479 6 0  T2J15.13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Re fe re nce

p ro te o me ; Sig nal; Vacuo le

SRR12718 59 _TR338 15_c0 _g 2_i4_le n=26 47 LDOX_MALDO
Q:139 2-

238 4,H:10 -341
38 .8 4%ID E:3e -75 Le uco antho cyanid in d io xyg e nase

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^56 -16 7^E:1e -

32`PF0 3171.17^2OG-Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^216 -314^E:7e -27
0 4,739 0 7,48 0 3,46 7 0 ,0 14 2,776 1 0 ,759 LDOX_MALDO

Le uco antho cyanid in d io xyg e nase  (LDOX) (Le uco cyanid in o xyg e nase ) (EC 1.14.11.19 ) (Antho cyanid in

synthase ) (Le uco antho cyanid in hyd ro xylase )
ANS

Malus d o me stica (Ap p le ) (Pyrus

malus)
PATHWAY: Pig me nt b io synthe sis; antho cyanin b io synthe sis. Dio xyg e nase ; Flavo no id  b io synthe sis; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Vitamin C

SRR12718 59 _TR38 59 6 _c0 _g 1_i7_le n=118 1 DCE_SOLLC
Q:10 6 2-

46 ,H:16 5-50 2
76 .9 9 %ID E:0 Glutamate  d e carb o xylase

PF0 0 28 2.16 ^Pyrid o xal_d e C^Pyrid o xal-d e p e nd e nt d e carb o xylase  co nse rve d  d o main^10 -

228 ^E:1.2e -6 6
0 1,444 0 1,8 48 0 2,0 8 4 0 ,0 0 2 1,274 0 ,43 0 ,6 37 DCE_SOLLC Glutamate  d e carb o xylase  (GAD) (EC 4.1.1.15) (ERT D1)

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Calmo d ulin-b ind ing ; Co mp le te  p ro te o me ; De carb o xylase ; Lyase ; Pyrid o xal p ho sp hate ;

Re fe re nce  p ro te o me

SRR3420 19 _TR28 13_c0 _g 5_i1_le n=1177 NA NA NA NA NA . 0 2,226 0 3,523 0 2,776 0 ,0 0 3 2,0 6 3 1 -0 ,10 8 . . . . . .

SRR3420 19 _TR34225_c0 _g 1_i1_le n=6 17 PRS1_SOLTU
Q:8 5-528 ,H:1-

155
35.9 %ID E:5e -21 Patho g e ne sis-re late d  p ro te in STH-21 PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^4-143^E:1.3e -12 0 1,0 2 0 1,571 0 ,0 0 1 0 ,715 0 ,0 0 2 0 ,6 53 1 -0 ,255 PRS1_SOLTU Patho g e ne sis-re late d  p ro te in STH-21 STH-21 So lanum tub e ro sum (Po tato ) Co mp le te  p ro te o me ; Patho g e ne sis-re late d  p ro te in; Plant d e fe nse ; Re fe re nce  p ro te o me

SRR3420 19 _TR36 227_c6 _g 7_i2_le n=8 9 3 C7BL3_CICIN
Q:8 38 -

245,H:29 0 -48 6
42.9 3%ID E:1e -57 Co stuno lid e  synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^3-18 5^E:2.1e -49 0 1,58 6 0 1,9 6 8 0 ,0 0 1 0 ,8 52 0 ,0 0 1 -0 ,9 9 4 0 ,16 1,341 C7BL3_CICIN Co stuno lid e  synthase  (CiCOS) (EC 1.14.13.120 ) (Cyto chro me  P450  71BL3) CYP71BL3 COS Cicho rium intyb us (Chico ry)

He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP; Oxid o re d uctase ;

Transme mb rane ; Transme mb rane  he lix

SRR3420 23_TR39 35_c3_g 7_i1_le n=2430 SERA2_ARATH
Q:19 73-

336 ,H:79 -6 24
8 4.6 2%ID E:0

D-3-p ho sp ho g lyce rate  d e hyd ro g e nase  2,

chlo ro p lastic

PF0 0 38 9 .27^2-Hacid _d h^D-iso me r sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , catalytic d o main^9 8 -

40 7^E:3.7e -35`PF0 28 26 .16 ^2-Hacid _d h_C^D-iso me r sp e cific  2-hyd ro xyacid  d e hyd ro g e nase ,

NAD b ind ing  d o main^20 0 -375^E:5.3e -6 3`PF0 0 6 70 .18 ^Ad o Hcyase _NAD^S-ad e no syl-L-

ho mo cyste ine  hyd ro lase , NAD b ind ing  d o main^230 -325^E:8 .4e -

0 5`PF0 79 9 1.9 ^IlvN^Ace to hyd ro xy acid  iso me ro re d uctase , NADPH-b ind ing  d o main^232-

39 1^E:8 e -0 6 `PF0 18 42.22^ACT^ACT d o main^56 7-6 27^E:4.6 e -10

0 1,6 35 0 4,331 0 1,436 0 ,0 0 4 0 ,78 0 ,0 0 3 1,0 2 SERA2_ARATH D-3-p ho sp ho g lyce rate  d e hyd ro g e nase  2, chlo ro p lastic (PGDH) (EC 1.1.1.9 5) PGDH2 3-PGDH PGDH At1g 17745 F11A6 .8
Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-se rine  b io synthe sis; L-se rine  fro m 3-p ho sp ho -D-g lyce rate :

ste p  1/3.

Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; NAD;

Oxid o re d uctase ; Pho sp ho p ro te in; Plastid ; Re fe re nce  p ro te o me ; Se rine  b io synthe sis;

Transit p e p tid e

SRR3420 23_TR15323_c0 _g 2_i2_le n=20 9 6 SG1_RAUSE
Q:20 0 1-340 ,H:1-

531
70 .45%ID E:0 Stricto sid ine -O-b e ta-D-g luco sid ase PF0 0 232.15^Glyco _hyd ro _1^Glyco syl hyd ro lase  family 1^49 -529 ^E:2.6 e -152 0 0 ,9 22 0 4,449 0 3,10 1 0 ,8 75 0 ,0 6 8 0 ,46 8 0 ,30 7 SG1_RAUSE Stricto sid ine -O-b e ta-D-g luco sid ase  (EC 3.2.1.10 5) SGR1

Rauvo lfia se rp e ntina (Se rp e ntine

wo o d ) (Op hio xylo n se rp e ntinum)
3D-structure ; Alkalo id  me tab o lism; G lyco sid ase ; Hyd ro lase

SRR3420 23_TR17313_c0 _g 2_i1_le n=529 NA NA NA NA NA . 0 2,9 74 0 ,0 0 1 1,0 15 0 1,78 8 0 ,314 0 ,428 0 ,8 11 -0 ,314 . . . . . .

SRR6 46 59 6 _TR9 28 0 _c1_g 1_i2_le n=521 NA NA NA NA NA . 0 1,171 0 7,18 8 0 3,8 38 1 0 ,6 0 5 0 -1,6 0 2 . . . . . .

SRR6 46 6 0 4_TR1357_c0 _g 1_i1_le n=1551 PIP25_ARATH
Q:1277-429 ,H:1-

28 1
8 0 .57%ID E:1e -16 1 Pro b ab le  aq uap o rin PIP2-5 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^31-26 7^E:7.9 e -8 4 0 1,8 42 0 3,8 17 0 1,338 0 ,0 0 6 0 ,6 0 4 0 ,0 28 0 ,6 11 PIP25_ARATH

Pro b ab le  aq uap o rin PIP2-5 (Plasma me mb rane  intrinsic p ro te in 2-5) (AtPIP2;5) (Plasma me mb rane  intrinsic

p ro te in 2d ) (PIP2d ) [Cle ave d  into : Pro b ab le  aq uap o rin PIP2-5, N-te rminally p ro ce sse d ]
PIP2-5 PIP2D At3g 548 20  F28 P10 .20 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Me thylatio n;

Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Re p e at; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR6 48 70 5_TR12352_c0 _g 1_i6 _le n=10 79 GSTUA_ARATH
Q:26 4-9 53,H:1-

230
43.72%ID E:5e -51 Glutathio ne  S-transfe rase  U10

PF0 279 8 .17^GST_N^Glutathio ne  S-transfe rase , N-te rminal d o main^25-9 6 ^E:1.8 e -

16 `PF13417.3^GST_N_3^Glutathio ne  S-transfe rase , N-te rminal d o main^28 -10 3^E:1.4e -

15`PF1340 9 .3^GST_N_2^Glutathio ne  S-transfe rase , N-te rminal d o main^34-9 7^E:1.8 e -0 7

0 1,49 2 0 3,21 0 3,28 1 0 ,129 0 ,9 6 7 -0 ,0 28 GSTUA_ARATH Glutathio ne  S-transfe rase  U10  (AtGSTU10 ) (EC 2.5.1.18 ) (GST class-tau me mb e r 10 ) GSTU10  At1g 7459 0  F1M20 .27
Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Cyto p lasm; De to xificatio n; Re fe re nce  p ro te o me ; Transfe rase

SRR6 48 70 5_TR3778 7_c0 _g 1_i3_le n=8 44 NA NA NA NA NA . 0 ,0 0 1 5,133 0 8 ,8 6 5 0 4,8 6 6 0 ,6 29 2,10 1 1 -0 ,425 . . . . . .

SRR6 48 70 7_TR1151_c0 _g 3_i1_le n=16 33 MT8 78 _ARATH
Q:253-1323,H:1-

36 1
44.26 %ID E:1e -8 3

Pro b ab le  S-ad e no sylme thio nine -d e p e nd e nt

me thyltransfe rase  At5g 38 78 0
PF0 349 2.12^Me thyltransf_7^SAM d e p e nd e nt carb o xyl me thyltransfe rase ^6 9 -36 8 ^E:4e -10 2 0 1,6 5 0 4,0 11 0 1,58 9 0 ,0 71 0 ,40 3 0 ,0 0 5 0 ,6 47 MT8 78 _ARATH Pro b ab le  S-ad e no sylme thio nine -d e p e nd e nt me thyltransfe rase  At5g 38 78 0  (EC 2.1.1.-) At5g 38 78 0  MKD10 .8 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me thyltransfe rase ; Re fe re nce  p ro te o me ; S-ad e no syl-L-me thio nine ;

Transfe rase

SRR6 48 70 7_TR26 0 8 6 _c0 _g 1_i11_le n=18 48 TRPD_ARATH
Q:534-

120 8 ,H:110 -334
8 4%ID E:1e -141

Anthranilate  p ho sp ho rib o syltransfe rase ,

chlo ro p lastic

PF0 28 8 5.14^Glyco s_trans_3N^Glyco syl transfe rase  family, he lical b und le  d o main^6 6 -

124^E:2.7e -12`PF0 0 59 1.18 ^Glyco s_transf_3^Glyco syl transfe rase  family, a/b  d o main^133-

29 0 ^E:2.1e -71

0 1,476 0 2,8 24 0 ,0 0 1 1,135 0 ,0 0 4 0 ,9 76 0 ,0 8 1 0 ,6 22 TRPD_ARATH Anthranilate  p ho sp ho rib o syltransfe rase , chlo ro p lastic (EC 2.4.2.18 ) PAT1 At5g 179 9 0  MCM23.6
Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-tryp to p han b io synthe sis; L-tryp to p han fro m cho rismate :

ste p  2/5.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last; Co mp le te

p ro te o me ; G lyco syltransfe rase ; Plastid ; Re fe re nce  p ro te o me ; Transfe rase ; Transit

p e p tid e ; Tryp to p han b io synthe sis

SRR6 48 70 7_TR358 39 _c0 _g 1_i2_le n=1717 ILL6 _ARATH
Q:1344-

142,H:6 7-46 2
6 8 .58 %ID E:0 IAA-amino  acid  hyd ro lase  ILR1-like  6

PF0 1546 .25^Pe p tid ase _M20 ^Pe p tid ase  family M20 /M25/M40 ^16 7-48 2^E:9 .5e -

36 `PF0 76 8 7.11^M20 _d ime r^Pe p tid ase  d ime risatio n d o main^28 0 -373^E:1.6 e -0 6
0 ,0 0 1 3,714 0 6 ,8 8 0 ,0 0 1 6 ,555 0 ,0 34 5,50 2 1 1,0 43 ILL6 _ARATH IAA-amino  acid  hyd ro lase  ILR1-like  6  (EC 3.5.1.-) (Pro te in g r1) ILL6  GR1 At1g 44350  T18 F15.9

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Hyd ro lase ; Re fe re nce  p ro te o me ; Sig nal

SRR9 24147_TR276 44_c0 _g 1_i2_le n=10 43 NA NA NA NA NA . 0 1,0 0 3 0 1,8 0 7 0 0 ,8 8 8 0 ,0 0 2 0 ,76 2 0 ,59 1 0 ,141 . . . . . .

SRR11446 34_TR14237_c0 _g 1_i4_le n=6 22 NA NA NA NA NA . 0 ,111 0 ,38 7 0 1,0 44 0 ,0 12 0 ,542 0 1,0 9 0 0 ,8 12 . . . . . .

SRR3420 19 _TR38 0 71_c4_g 2_i4_le n=1544 ARGE_ARATH
Q:26 0 -1432,H:1-

39 4
6 7.0 9 %ID E:0 Ace tylo rnithine  d e ace tylase

PF0 1546 .25^Pe p tid ase _M20 ^Pe p tid ase  family M20 /M25/M40 ^9 5-379 ^E:3.1e -

23`PF0 76 8 7.11^M20 _d ime r^Pe p tid ase  d ime risatio n d o main^20 3-317^E:5.5e -13
0 ,0 52 1,6 6 6 0 3,0 36 0 ,0 0 2 4,40 2 0 4,8 43 0 1,741 ARGE_ARATH Ace tylo rnithine  d e ace tylase  (EC 3.5.1.16 ) (N-ace tylo rnithinase ) (AO) (Ace tylo rnithinase ) (NAO) At4g 178 30  d l49 45w T6 K21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-arg inine  b io synthe sis; L-o rnithine  fro m N(2)-ace tyl-L-

o rnithine  (l ine ar): ste p  1/1.

Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Arg inine  b io synthe sis; Co b alt; Co mp le te

p ro te o me ; Hyd ro lase ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Zinc

SRR6 46 59 6 _TR9 6 32_c0 _g 1_i1_le n=18 47 TAR4_ARATH
Q:16 6 5-

346 ,H:6 -449
52.8 %ID E:4e -159 Tryp to p han amino transfe rase -re late d  p ro te in 4

PF0 48 6 3.10 ^EGF_alli inase ^Alli inase  EGF-like  d o main^40 -9 4^E:2.4e -

27`PF0 48 6 4.10 ^Alli inase _C^Allinase ^9 6 -451^E:9 .5e -

143`PF0 0 155.18 ^Amino tran_1_2^Amino transfe rase  class I and  II^137-432^E:1.3e -0 6

0 2,345 0 ,0 0 4 2,429 0 3,0 48 0 ,0 0 6 2,377 0 3,116 TAR4_ARATH Tryp to p han amino transfe rase -re late d  p ro te in 4 (EC 2.6 .1.-) TAR4 At1g 340 6 0  F12G12.12 F12G12.150
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Amino transfe rase ; Co mp le te  p ro te o me ; Me mb rane ; Pyrid o xal p ho sp hate ; Re fe re nce

p ro te o me ; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR29 423_c1_g 1_i7_le n=18 17 RFS2_ARATH
Q:1450 -

20 6 ,H:359 -773
78 .37%ID E:0

Pro b ab le  g alactino l--sucro se

g alacto syltransfe rase  2

PF0 56 9 1.9 ^Raffino se _syn^Raffino se  synthase  o r se e d  imb ib itio n p ro te in Sip 1^2-123^E:1.5e -

51`PF0 56 9 1.9 ^Raffino se _syn^Raffino se  synthase  o r se e d  imb ib itio n p ro te in Sip 1^123-

521^E:7.7e -18 3

0 ,0 25 1,249 0 1,711 0 1,237 0 ,39 1 0 ,23 0 1,78 3 RFS2_ARATH
Pro b ab le  g alactino l--sucro se  g alacto syltransfe rase  2 (EC 2.4.1.8 2) (Pro te in SEED IMBIBITION 2) (Raffino se

synthase  2)
RFS2 RS2 SIP2 At3g 57520  T8 H10 .120

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Carb o hyd rate  me tab o lism; Co mp le te  p ro te o me ; G lyco syltransfe rase ;

Re fe re nce  p ro te o me ; Transfe rase

SRR122238 _TR51320 _c0 _g 2_i2_le n=1710 BCAT5_ARATH
Q:130 -

1314,H:13-414
70 .44%ID E:0

Branche d -chain-amino -acid  amino transfe rase  5,

chlo ro p lastic
PF0 10 6 3.16 ^Amino tran_4^Amino -transfe rase  class IV^156 -39 4^E:1.4e -41 0 ,0 0 9 -5,9 39 0 7,0 9 0 6 ,711 0 ,129 4,9 8 9 0 7,39 BCAT5_ARATH Branche d -chain-amino -acid  amino transfe rase  5, chlo ro p lastic (Atb cat-5) (EC 2.6 .1.42) BCAT5 At5g 6 578 0  F6 H11.110  MPA24.13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-iso le ucine  b io synthe sis; L-iso le ucine  fro m 2-

o xo b utano ate : ste p  4/4.; PATHWAY: Amino -acid  b io synthe sis; L-le ucine  b io synthe sis; L-le ucine

fro m 3-me thyl-2-o xo b utano ate : ste p  4/4.; PATHWAY: Amino -acid  b io synthe sis; L-valine

b io synthe sis; L-valine  fro m p yruvate : ste p  4/4.

Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Amino transfe rase ; Branche d -chain amino

acid  b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Pyrid o xal p ho sp hate ;

Re fe re nce  p ro te o me ; Transfe rase ; Transit p e p tid e

SRR12718 57_TR3142_c0 _g 1_i3_le n=2155 PIP1_SOLLC
Q:18 6 5-

1236 ,H:1-210
8 7.6 2%ID E:2e -127 Pro b ab le  aq uap o rin PIP-typ e  p TOM75 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^45-210 ^E:5.8 e -57 0 ,48 4 0 ,426 0 3,43 0 1,6 31 0 ,0 0 5 1,145 0 4,571 PIP1_SOLLC Pro b ab le  aq uap o rin PIP-typ e  p TOM75 (Rip e ning -asso ciate d  me mb rane  p ro te in) (RAMP)

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Stre ss

re sp o nse ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 58 _TR7347_c0 _g 2_i10 _le n=18 9 6 DCE_SOLLC
Q:346 -18 51,H:2-

50 2
79 .28 %ID E:0 Glutamate  d e carb o xylase

PF0 0 28 2.16 ^Pyrid o xal_d e C^Pyrid o xal-d e p e nd e nt d e carb o xylase  co nse rve d  d o main^33-

38 1^E:3.8 e -10 6
0 ,0 0 6 0 ,9 8 3 0 2,8 6 7 0 1,6 12 0 ,0 38 0 ,9 8 1 0 1,6 29 DCE_SOLLC Glutamate  d e carb o xylase  (GAD) (EC 4.1.1.15) (ERT D1)

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Calmo d ulin-b ind ing ; Co mp le te  p ro te o me ; De carb o xylase ; Lyase ; Pyrid o xal p ho sp hate ;

Re fe re nce  p ro te o me

SRR12718 58 _TR436 12_c0 _g 1_i4_le n=1111 NA NA NA NA NA PF1436 4.3^DUF440 8 ^Do main o f unkno wn functio n (DUF440 8 )^8 0 -10 4^E:4.4e -0 8 0 ,0 1 1,8 38 0 3,116 0 2,419 0 ,0 0 1 2,19 4 0 1,6 28 . . . . . .

SRR3420 19 _TR17274_c0 _g 1_i1_le n=514 14337_ARATH Q:1-459 ,H:7-159 8 8 .8 9 %ID E:4e -9 5 14-3-3-like  p ro te in GF14 nu PF0 0 244.17^14-3-3^14-3-3 p ro te in^5-154^E:9 .2e -6 0 0 ,516 0 ,244 0 1,754 0 ,0 0 1 1,378 0 ,0 77 0 ,75 0 1,334 14337_ARATH 14-3-3-like  p ro te in GF14 nu (Ge ne ral re g ulato ry facto r 7) GRF7 At3g 0 2520  F16 B3.15
Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 22_TR33543_c0 _g 1_i3_le n=18 30 GCAL1_ARATH
Q:8 0 0 -

231,H:6 0 -249
8 8 .9 5%ID E:2e -116 Gamma carb o nic anhyd rase -like  1, mito cho nd rial

PF0 0 257.16 ^De hyd rin^De hyd rin^47-174^E:2e -23`PF0 0 257.16 ^De hyd rin^De hyd rin^19 6 -

220 ^E:9 .4e -0 6
0 ,18 1 0 ,40 9 0 2,438 0 1,145 0 ,10 2 0 ,424 0 2,332 GCAL1_ARATH Gamma carb o nic anhyd rase -like  1, mito cho nd rial (AtCAL1) (GAMMA CAL1) GAMMACAL1 At5g 6 3510  MLE2.14

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Me mb rane ; Me tal-

b ind ing ; Mito cho nd rio n; Re fe re nce  p ro te o me ; Transit p e p tid e ; Zinc

SRR6 48 70 5_TR12352_c0 _g 1_i3_le n=10 0 5 GSTUA_ARATH
Q:19 6 -8 79 ,H:2-

230
43.0 4%ID E:3e -51 Glutathio ne  S-transfe rase  U10

PF0 279 8 .17^GST_N^Glutathio ne  S-transfe rase , N-te rminal d o main^26 -9 6 ^E:2.6 e -

16 `PF13417.3^GST_N_3^Glutathio ne  S-transfe rase , N-te rminal d o main^28 -10 3^E:1.4e -

15`PF1340 9 .3^GST_N_2^Glutathio ne  S-transfe rase , N-te rminal d o main^34-9 7^E:1.8 e -0 7

0 ,18 5 0 ,337 0 1,9 21 0 1,8 73 0 ,0 0 2 1,19 7 0 1,0 8 9 GSTUA_ARATH Glutathio ne  S-transfe rase  U10  (AtGSTU10 ) (EC 2.5.1.18 ) (GST class-tau me mb e r 10 ) GSTU10  At1g 7459 0  F1M20 .27
Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Cyto p lasm; De to xificatio n; Re fe re nce  p ro te o me ; Transfe rase

SRR6 48 70 7_TR1730 3_c0 _g 2_i4_le n=16 0 1 NA NA NA NA NA
PF13456 .3^RVT_3^Re ve rse  transcrip tase -like ^145-26 6 ^E:3.8 e -26 `PF0 0 0 75.21^RNase _H^RNase

H^145-239 ^E:1.1e -0 8
0 ,18 3 -0 ,6 53 0 6 ,6 6 7 0 6 ,9 19 1 0 0 7,0 23 . . . . . .

SRR6 48 70 7_TR338 35_c0 _g 6 _i3_le n=78 8 GSTUA_ARATH
Q:216 -6 50 ,H:1-

146
52.0 5%ID E:2e -45 Glutathio ne  S-transfe rase  U10

PF0 279 8 .17^GST_N^Glutathio ne  S-transfe rase , N-te rminal d o main^25-9 6 ^E:1.3e -

16 `PF13417.3^GST_N_3^Glutathio ne  S-transfe rase , N-te rminal d o main^28 -10 3^E:1e -

15`PF1340 9 .3^GST_N_2^Glutathio ne  S-transfe rase , N-te rminal d o main^34-9 7^E:1.3e -0 7

0 ,172 0 ,318 0 3,6 6 4 0 1,8 0 7 0 ,512 0 ,229 0 0 ,8 9 3 GSTUA_ARATH Glutathio ne  S-transfe rase  U10  (AtGSTU10 ) (EC 2.5.1.18 ) (GST class-tau me mb e r 10 ) GSTU10  At1g 7459 0  F1M20 .27
Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Cyto p lasm; De to xificatio n; Re fe re nce  p ro te o me ; Transfe rase

SRR122238 _TR6 18 11_c0 _g 2_i1_le n=517 PIP27_MAIZE Q:325-2,H:1-10 9 75.23%ID E:1e -51 Aq uap o rin PIP2-7 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^9 5-172^E:3.8 e -19 0 1,78 5 0 4,515 0 0 ,8 9 7 0 ,0 14 0 ,552 0 1,40 3 PIP27_MAIZE Aq uap o rin PIP2-7 (Plasma me mb rane  intrinsic p ro te in 2-7) (ZmPIP2-7) (ZmPIP2;7) PIP2-7 Ze a mays (Maize )
Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 17_TR18 257_c0 _g 1_i1_le n=76 1 PIP21_ORYSJ
Q:12-6 35,H:8 0 -

28 7
8 6 .54%ID E:5e -130 Pro b ab le  aq uap o rin PIP2-1 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^7-19 5^E:1.2e -72 0 2,126 0 4,38 8 0 1,473 0 ,337 0 ,253 0 0 ,9 6 8 PIP21_ORYSJ

Pro b ab le  aq uap o rin PIP2-1 (OsPIP2;1) (Plasma me mb rane  intrinsic p ro te in 2-1) (Plasma me mb rane

intrinsic p ro te in 2a) (PIP2a)

PIP2-1 PIP2a Os0 7g 0 448 8 0 0

LOC_Os0 7g 26 6 9 0  OJ10 47_A0 6 .117

OsJ_0 23145

Oryza sativa sub sp . jap o nica (Rice )
Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 48 70 7_TR349 6 1_c0 _g 1_i1_le n=18 76 C7BL3_CICIN
Q:29 1-

16 73,H:33-48 6
38 .53%ID E:2e -116 Co stuno lid e  synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^34-48 0 ^E:5.1e -8 6 0 1,218 0 3,356 0 ,0 0 1 0 ,79 0 ,0 57 -0 ,476 0 1,255 C7BL3_CICIN Co stuno lid e  synthase  (CiCOS) (EC 1.14.13.120 ) (Cyto chro me  P450  71BL3) CYP71BL3 COS Cicho rium intyb us (Chico ry)

He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP; Oxid o re d uctase ;

Transme mb rane ; Transme mb rane  he lix

SRR9 24148 _TR3776 9 _c0 _g 1_i3_le n=2445 AGT23_ARATH
Q:228 -

16 16 ,H:20 -48 1
75.59 %ID E:0

Alanine --g lyo xylate  amino transfe rase  2 ho mo lo g

3, mito cho nd rial
PF0 0 20 2.18 ^Amino tran_3^Amino transfe rase  class-III^8 9 -48 3^E:5.3e -9 8 0 2,6 8 3 0 4,76 9 0 3,523 0 ,0 0 2 2,8 0 3,30 7 AGT23_ARATH

Alanine --g lyo xylate  amino transfe rase  2 ho mo lo g  3, mito cho nd rial (EC 2.6 .1.44) (Be ta-alanine -p yruvate

amino transfe rase  3)
At3g 0 8 8 6 0  T16 O11.21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Amino transfe rase ; Co mp le te  p ro te o me ; Mito cho nd rio n; Pho to re sp iratio n; Pyrid o xal

p ho sp hate ; Re fe re nce  p ro te o me ; Transfe rase ; Transit p e p tid e

SRR122238 _TR576 45_c0 _g 1_i2_le n=8 74 C7BL3_CICIN
Q:75-

6 6 8 ,H:29 0 -48 6
42.9 3%ID E:1e -57 Co stuno lid e  synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^2-16 6 ^E:3e -46 0 8 ,473 0 ,0 75 0 ,46 9 0 10 ,114 0 7,254 0 ,0 0 9 -0 ,58 9 C7BL3_CICIN Co stuno lid e  synthase  (CiCOS) (EC 1.14.13.120 ) (Cyto chro me  P450  71BL3) CYP71BL3 COS Cicho rium intyb us (Chico ry)

He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP; Oxid o re d uctase ;

Transme mb rane ; Transme mb rane  he lix

SRR3420 17_TR30 36 6 _c0 _g 3_i1_le n=6 57 NA NA NA NA NA . 0 1,19 5 0 ,0 1 0 ,6 2 0 2,59 9 0 1,351 0 ,142 0 ,39 7 . . . . . .

SRR3420 22_TR170 9 7_c2_g 5_i1_le n=250 1 TPSGD_VITVI
Q:2424-

78 4,H:19 -557
53.75%ID E:0 (-)-g e rmacre ne  D synthase

PF0 139 7.18 ^Te rp e ne _synth^Te rp e ne  synthase , N-te rminal d o main^38 -218 ^E:2.9 e -

51`PF0 39 36 .13^Te rp e ne _synth_C^Te rp e ne  synthase  family, me tal b ind ing  d o main^249 -

515^E:3.8 e -10 0

0 5,38 4 1 2,39 8 0 9 ,9 41 0 9 ,442 1 0 ,9 24 TPSGD_VITVI (-)-g e rmacre ne  D synthase  (EC 4.2.3.22) (EC 4.2.3.75)

VIT_19 s0 0 14g 0 49 30  VIT_0 0 0 1456 9 0 0 1

VITISV_0 13313 VITISV_0 30 78 3

Vv19 s0 0 14g 0 49 30

Vitis vinife ra (Grap e ) PATHWAY: Se co nd ary me tab o lite  b io synthe sis; te rp e no id  b io synthe sis. Co mp le te  p ro te o me ; Cyto p lasm; Lyase ; Mag ne sium; Me tal-b ind ing ; Re fe re nce  p ro te o me

SRR3420 23_TR14526 _c0 _g 1_i2_le n=19 78 ATP4_IPOBA
Q:131-736 ,H:1-

20 0
76 .73%ID E:2e -9 5 ATP synthase  sub unit d e lta' , mito cho nd rial

PF0 28 23.13^ATP-synt_DE_N^ATP synthase , De lta/Ep silo n chain, b e ta-sand wich d o main^115-

18 6 ^E:2.8 e -17
0 ,0 0 1 1,8 9 8 0 ,0 14 1,313 0 2,8 6 9 0 2,9 28 0 ,20 4 -0 ,54 ATP4_IPOBA ATP synthase  sub unit d e lta' , mito cho nd rial (F-ATPase  d e lta'  sub unit)

Ip o mo e a b atatas (Swe e t p o tato )

(Co nvo lvulus b atatas)

ATP synthe sis; CF(1); Dire ct p ro te in se q ue ncing ; Hyd ro g e n io n transp o rt; Io n transp o rt;

Me mb rane ; Mito cho nd rio n; Mito cho nd rio n inne r me mb rane ; Transit p e p tid e ; Transp o rt

SRR6 46 572_TR1530 7_c0 _g 4_i1_le n=8 32 NA NA NA NA NA PF0 7172.8 ^GRP^Glycine  rich p ro te in family^1-10 0 ^E:4.6 e -10 0 1,133 0 ,535 0 ,19 0 4,9 72 0 3,743 0 -1,6 45 . . . . . .

SRR6 46 59 6 _TR19 9 53_c0 _g 1_i1_le n=6 6 4 NA NA NA NA NA . 0 7,426 1 3,46 3 0 8 ,327 0 8 ,9 8 6 0 ,50 2 3,751 . . . . . .

SRR6 48 70 5_TR278 0 _c0 _g 3_i1_le n=8 50 SUMO2_ARATH
Q:6 49 -38 3,H:6 -

9 3
8 9 .8 9 %ID E:9 e -49 Small ub iq uitin-re late d  mo d ifie r 2

PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^26 -9 6 ^E:1.4e -

25`PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^28 -9 8 ^E:2.5e -14
0 1,30 2 0 ,756 0 ,10 9 0 1,0 6 2 0 0 ,9 9 4 0 ,8 36 -0 ,15 SUMO2_ARATH Small ub iq uitin-re late d  mo d ifie r 2 (AtSUMO2) SUMO2 SUM2 At5g 5516 0  MCO15.11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Iso p e p tid e  b o nd ; Nucle us;

Re fe re nce  p ro te o me ; Ub l co njug atio n p athway

SRR9 24147_TR732_c0 _g 1_i1_le n=8 11 NA NA NA NA NA . 0 7,0 34 0 ,0 0 1 6 ,48 9 0 9 ,8 33 0 7,0 74 1 0 ,9 39 . . . . . .

SRR11446 33_TR116 5_c0 _g 1_i1_le n=9 57 NA NA NA NA NA PF0 2519 .11^Auxin_ind ucib le ^Auxin re sp o nsive  p ro te in^51-149 ^E:2.2e -15 0 ,278 -0 ,8 31 0 4,36 7 0 4,28 4 0 5,29 1 0 ,28 2 -1,174 . . . . . .

SRR11446 33_TR130 9 _c1_g 1_i1_le n=8 11 NA NA NA NA NA . 0 ,0 9 1,0 22 0 2,10 2 0 1,9 6 8 0 2,40 5 0 ,6 9 4 0 ,439 . . . . . .

SRR11446 33_TR2352_c0 _g 2_i1_le n=2310 PLT5_ARATH
Q:20 71-

6 0 8 ,H:35-525
6 8 .7%ID E:0 Po lyo l transp o rte r 5

PF0 0 0 8 3.21^Sug ar_tr^Sug ar (and  o the r) transp o rte r^6 7-525^E:1.4e -

10 9 `PF0 76 9 0 .13^MFS_1^Majo r Facil itato r Sup e rfamily^73-46 5^E:4.1e -28
0 ,0 0 4 2,0 6 3 0 3,76 9 0 2,26 7 0 1,9 6 8 0 ,0 9 4 -1,19 9 PLT5_ARATH Po lyo l transp o rte r 5 (Pro te in POLYOL TRANSPORTER 5) (AtPLT5) (Sug ar-p ro to n symp o rte r PLT5) PLT5 At3g 18 8 30  MVE11.10  MVE11.22

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Sug ar transp o rt;

Symp o rt; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR11446 33_TR6 8 16 _c0 _g 1_i1_le n=1331 GUAD_BACSU
Q:58 8 -8 75,H:6 -

10 1
56 .25%ID E:2e -28 Guanine  d e aminase

PF0 0 38 3.20 ^d CMP_cyt_d e am_1^Cytid ine  and  d e o xycytid ylate  d e aminase  zinc-b ind ing

re g io n^31-130 ^E:2.7e -24`PF14437.3^MafB19 -d e am^MafB19 -like  d e aminase ^32-146 ^E:4.8 e -22
0 ,123 0 ,718 0 2,159 0 1,147 0 1,155 0 ,59 7 0 ,226 GUAD_BACSU

Guanine  d e aminase  (GDEase ) (Guanase ) (Guanine  aminase ) (EC 3.5.4.3) (Guanine  amino hyd ro lase )

(GAH)
g uaD g d e  BSU13170 Bacillus sub til is  (strain 16 8 ) PATHWAY: Purine  me tab o lism; g uanine  d e g rad atio n; xanthine  fro m g uanine : ste p  1/1.

3D-structure ; Co mp le te  p ro te o me ; Hyd ro lase ; Me tal-b ind ing ; Purine  me tab o lism;

Re fe re nce  p ro te o me ; Zinc

SRR11446 33_TR718 6 _c0 _g 1_i1_le n=130 8 ATHB7_ARATH
Q:10 59 -

739 ,H:34-140
6 7.29 %ID E:1e -39 Ho me o b o x-le ucine  zip p e r p ro te in ATHB-7

PF0 0 0 46 .26 ^Ho me o b o x^Ho me o b o x d o main^31-8 5^E:1.1e -16 `PF0 218 3.15^HALZ^Ho me o b o x

asso ciate d  le ucine  zip p e r^8 7-127^E:2.7e -13
0 ,0 44 2,16 9 0 4,445 0 2,8 0 1,9 77 1 1,415 ATHB7_ARATH

Ho me o b o x-le ucine  zip p e r p ro te in ATHB-7 (HD-ZIP p ro te in ATHB-7) (Ho me o d o main transcrip tio n facto r

ATHB-7)
ATHB-7 At2g 46 6 8 0  T3A4.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; DNA-b ind ing ; Ho me o b o x; Nucle us; Re fe re nce

p ro te o me ; Stre ss re sp o nse ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR11446 33_TR10 8 8 1_c0 _g 1_i1_le n=116 1 ERF0 8 _ARATH
Q:731-36 0 ,H:28 -

16 6
59 .71%ID E:2e -43 Ethyle ne -re sp o nsive  transcrip tio n facto r ERF0 0 8 PF0 0 8 47.17^AP2^AP2 d o main^28 -77^E:1.7e -10 0 ,6 79 0 ,375 0 2,78 9 0 1,6 78 0 ,0 0 1 1,49 5 1 -0 ,7 ERF0 8 _ARATH Ethyle ne -re sp o nsive  transcrip tio n facto r ERF0 0 8 ERF0 0 8  At2g 23340  T20 D16 .3

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Activato r; Co mp le te  p ro te o me ; DNA-b ind ing ; Ethyle ne  sig naling  p athway; Nucle us;

Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR11446 33_TR229 0 9 _c1_g 1_i1_le n=9 34 CSPLB_RICCO
Q:735-136 ,H:3-

20 2
77%ID E:3e -9 7 CASP-like  p ro te in 2B1 PF0 4535.9 ^DUF58 8 ^Do main o f unkno wn functio n (DUF58 8 )^28 -176 ^E:1.4e -43 0 ,0 3 0 ,6 38 0 1,736 0 1,8 0 2 0 ,0 0 1 1,0 49 0 ,78 1 -0 ,435 CSPLB_RICCO CASP-like  p ro te in 2B1 (RcCASPL2B1) RCOM_0 8 6 426 0 Ricinus co mmunis (Casto r b e an)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix

SRR11446 33_TR24313_c0 _g 2_i2_le n=1720 STR12_ARATH
Q:9 13-221,H:70 -

29 9
55.8 4%ID E:1e -8 4

Rho d ane se -like /Pp iC d o main-co ntaining  p ro te in

12, chlo ro p lastic

PF136 16 .3^Ro tamase _3^PPIC-typ e  PPIASE d o main^29 8 -38 3^E:2.5e -

15`PF0 0 6 39 .18 ^Ro tamase ^PPIC-typ e  PPIASE d o main^30 7-38 2^E:4.3e -

14`PF0 0 58 1.17^Rho d ane se ^Rho d ane se -like  d o main^40 7-49 0 ^E:5.2e -0 6

0 ,226 1,8 12 0 7,6 52 0 4,231 0 4,29 4 1 1,6 79 STR12_ARATH Rho d ane se -like /Pp iC d o main-co ntaining  p ro te in 12, chlo ro p lastic (Sulfurtransfe rase  12) (AtStr12) At5g 19 370  F7K24.120
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Transit

p e p tid e

SRR11446 33_TR36 724_c1_g 1_i2_le n=1424 PIP1_SOLLC
Q:234-10 8 2,H:1-

28 3
8 6 .57%ID E:2e -179 Pro b ab le  aq uap o rin PIP-typ e  p TOM75 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^45-274^E:3.2e -8 4 0 ,245 0 ,26 6 0 1,28 7 0 1,511 0 0 ,9 15 1 0 ,29 8 PIP1_SOLLC Pro b ab le  aq uap o rin PIP-typ e  p TOM75 (Rip e ning -asso ciate d  me mb rane  p ro te in) (RAMP)

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Stre ss

re sp o nse ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR11446 33_TR378 10 _c0 _g 2_i2_le n=10 25 NA NA NA NA NA . 0 ,0 8 3 0 ,75 0 1,6 74 0 1,715 0 1,6 41 1 0 ,6 26 . . . . . .

SRR11446 33_TR378 10 _c0 _g 2_i3_le n=9 42 NA NA NA NA NA . 0 ,0 0 3 1,259 0 1,18 3 0 1,6 53 0 ,0 0 1 1,557 1 0 . . . . . .

SRR11446 34_TR8 9 0 1_c0 _g 1_i1_le n=6 6 8 NA NA NA NA NA PF140 0 9 .3^DUF4228 ^Do main o f unkno wn functio n (DUF4228 )^48 -217^E:2.2e -26 1 0 0 7,8 9 9 0 1,9 32 0 2,329 1 -2,355 . . . . . .

SRR11446 34_TR9 56 2_c0 _g 1_i4_le n=3140 B2_DAUCA
Q:79 4-

1249 ,H:55-20 6
9 1.45%ID E:2e -9 3 B2 p ro te in PF10 539 .6 ^De v_Ce ll_De ath^De ve lo p me nt and  ce ll d e ath d o main^19 9 -326 ^E:2.2e -41 0 ,10 8 0 ,76 3 0 2,127 0 1,6 47 0 1,8 8 3 0 ,6 29 2,20 3 B2_DAUCA B2 p ro te in Daucus caro ta (Wild  carro t)

SRR11446 34_TR10 749 _c0 _g 1_i2_le n=159 3 10 HGO_CATRO
Q:1458 -379 ,H:1-

36 0
10 0 %ID E:0 8 -hyd ro xyg e ranio l d e hyd ro g e nase

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^38 -151^E:8 .9 e -

29 `PF0 28 26 .16 ^2-Hacid _d h_C^D-iso me r sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , NAD b ind ing

d o main^177-226 ^E:6 .8 e -0 6 `PF0 126 2.18 ^AlaDh_PNT_C^Alanine  d e hyd ro g e nase /PNT, C-te rminal

d o main^18 5-256 ^E:9 .3e -0 6 `PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing  d e hyd ro g e nase ^19 4-

317^E:1.2e -18

0 ,0 41 0 ,8 35 0 3,0 8 2 0 2,41 0 2,79 9 0 ,6 46 -0 ,328 10 HGO_CATRO 8 -hyd ro xyg e ranio l d e hyd ro g e nase  (Cr10 HGO) (EC 1.1.1.324) 10 HGO
Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
Me tal-b ind ing ; NADP; Oxid o re d uctase ; Zinc

SRR11446 34_TR110 0 3_c0 _g 2_i7_le n=772 GPX4_MESCR
Q:251-727,H:1-

16 0
8 3.75%ID E:5e -9 8

Pro b ab le  p ho sp ho lip id  hyd ro p e ro xid e

g lutathio ne  p e ro xid ase

PF0 8 534.7^Re d o xin^Re d o xin^10 -154^E:1.7e -0 7`PF0 0 255.16 ^GSHPx^Glutathio ne  p e ro xid ase ^11-

119 ^E:2.2e -43`PF0 0 578 .18 ^Ahp C-TSA^Ahp C/TSA family^11-75^E:5.5e -10
0 ,271 0 ,34 0 3,9 76 0 1,8 74 0 1,6 15 1 1,9 8 5 GPX4_MESCR Pro b ab le  p ho sp ho lip id  hyd ro p e ro xid e  g lutathio ne  p e ro xid ase  (PHGPx) (EC 1.11.1.12) GPXMC1

Me se mb ryanthe mum crystall inum

(Co mmo n ice  p lant) (Cryo p hytum

crystall inum)

Cyto p lasm; Oxid o re d uctase ; Pe ro xid ase

SRR11446 34_TR11418 _c1_g 2_i1_le n=16 27 Y3158 _ARATH
Q:136 9 -

9 0 2,H:3-143
6 5.38 %ID E:7e -50 B3 d o main-co ntaining  p ro te in At3g 1158 0 PF0 236 2.18 ^B3^B3 DNA b ind ing  d o main^116 -241^E:3.1e -28 0 ,0 0 2 1,50 1 0 3,30 3 0 4,739 0 4,342 0 ,29 9 -1,38 Y3158 _ARATH B3 d o main-co ntaining  p ro te in At3g 1158 0  (Pro te in AUXIN RESPONSE FACTOR 32) ARF32 At3g 1158 0  F24K9 .25

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR11446 34_TR13333_c0 _g 1_i1_le n=8 42 NA NA NA NA NA . 0 ,0 43 0 ,9 8 4 0 2,0 59 0 3,9 0 5 0 1,9 8 3 1 -0 ,8 13 . . . . . .

SRR11446 34_TR1479 5_c0 _g 4_i1_le n=19 25 SCGT_TOBAC
Q:9 6 1-

16 6 8 ,H:242-473
6 7.37%ID E:1e -171 Sco p o le tin g luco syltransfe rase . 0 ,312 0 ,6 0 8 0 4,441 0 3,327 0 4,8 18 0 ,258 -1,0 14 SCGT_TOBAC Sco p o le tin g luco syltransfe rase  (EC 2.4.1.128 ) (Phe nylp ro p ano id :g luco syltransfe rase  1) TOGT1

Nico tiana tab acum (Co mmo n

to b acco )
Glyco syltransfe rase ; Transfe rase

SRR11446 34_TR23126 _c3_g 4_i2_le n=6 8 8 PRS2_SOLTU
Q:58 9 -134,H:1-

155
35.0 3%ID E:2e -23 Patho g e ne sis-re late d  p ro te in STH-2 PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^34-18 0 ^E:4.1e -12 0 ,0 19 0 ,54 0 2,56 8 0 1,44 0 1,49 2 0 ,38 1 1,41 PRS2_SOLTU Patho g e ne sis-re late d  p ro te in STH-2 STH-2 So lanum tub e ro sum (Po tato ) Co mp le te  p ro te o me ; Patho g e ne sis-re late d  p ro te in; Plant d e fe nse ; Re fe re nce  p ro te o me

SRR11446 34_TR27142_c0 _g 1_i4_le n=2112 CSE_ARATH
Q:412-

1278 ,H:36 -323
35.8 6 %ID E:4e -52 Caffe o ylshikimate  e ste rase

PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^137-379 ^E:5.8 e -

6 5`PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase  fo ld ^139 -375^E:1.9 e -

15`PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^143-38 1^E:9 .9 e -13

0 ,0 0 4 1,46 9 0 4,39 3 0 2,347 0 2,578 0 ,352 0 ,8 58 CSE_ARATH Caffe o ylshikimate  e ste rase  (EC 3.1.1.-) (Lyso p ho sp ho lip ase  2) (Lyso PL2) CSE At1g 5276 0  F14G24.3
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Hyd ro lase ; Lig nin b io synthe sis; Me mb rane ;

Re fe re nce  p ro te o me

SRR11446 34_TR28 149 _c0 _g 1_i1_le n=6 45 PRS1_SOLTU
Q:56 7-124,H:1-

155
36 .54%ID E:4e -22 Patho g e ne sis-re late d  p ro te in STH-21 PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^4-143^E:1e -12 0 ,0 8 2 0 ,9 33 0 0 ,9 39 0 0 ,9 55 0 0 ,9 55 1 -1,144 PRS1_SOLTU Patho g e ne sis-re late d  p ro te in STH-21 STH-21 So lanum tub e ro sum (Po tato ) Co mp le te  p ro te o me ; Patho g e ne sis-re late d  p ro te in; Plant d e fe nse ; Re fe re nce  p ro te o me

SRR11446 34_TR29 16 0 _c0 _g 1_i5_le n=10 10 UBC2_WHEAT
Q:744-28 9 ,H:1-

152
9 6 .0 5%ID E:8 e -10 6 Ub iq uitin-co njug ating  e nzyme  E2 2 PF0 0 179 .23^UQ_co n^Ub iq uitin-co njug ating  e nzyme ^8 -144^E:1.9 e -52 0 ,48 4 -0 ,38 9 0 2,49 8 0 7,9 9 6 0 7,26 7 0 ,46 1 -1,351 UBC2_WHEAT

Ub iq uitin-co njug ating  e nzyme  E2 2 (EC 2.3.2.23) (E2 ub iq uitin-co njug ating  e nzyme  2) (Ub iq uitin carrie r

p ro te in 2) (Ub iq uitin-co njug ating  e nzyme  E2-16  kDa) (Ub iq uitin-p ro te in l ig ase  2)
UBC2 UBC1 Triticum ae stivum (Whe at)

PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n. {ECO:0 0 0 0 255|PROSITE-

Pro Rule :PRU0 0 38 8 }.

ATP-b ind ing ; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ;

Transfe rase ; Ub l co njug atio n p athway

SRR11446 34_TR339 49 _c0 _g 1_i2_le n=10 18 APX1_ARATH
Q:8 6 -8 35,H:1-

250
8 5.6 %ID E:4e -147 L-asco rb ate  p e ro xid ase  1, cyto so lic PF0 0 141.20 ^p e ro xid ase ^Pe ro xid ase ^22-227^E:4.7e -49 0 ,42 -0 ,18 2 0 1,6 6 5 0 ,0 0 1 0 ,78 9 0 ,0 0 1 0 ,777 0 ,7 -0 ,0 9 2 APX1_ARATH L-asco rb ate  p e ro xid ase  1, cyto so lic (AP) (AtAPx0 1) (EC 1.11.1.11) APX1 At1g 0 78 9 0  F24B9 .2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Calc ium; Co mp le te  p ro te o me ; Cyto p lasm; Dire ct p ro te in se q ue ncing ;

He me ; Hyd ro g e n p e ro xid e ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Pe ro xid ase ;

Pho sp ho p ro te in; Po tassium; Re fe re nce  p ro te o me

SRR11446 34_TR3730 3_c0 _g 2_i6 _le n=48 32 LOX31_SOLTU
Q:236 6 -

48 31,H:1-8 26
79 .21%ID E:0 Lino le ate  13S-lip o xyg e nase  3-1, chlo ro p lastic

PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^6 8 -18 4^E:1e -

0 8 `PF0 1477.20 ^PLAT^PLAT/LH2 d o main^59 2-6 76 ^E:1.4e -

12`PF0 0 30 5.16 ^Lip o xyg e nase ^Lip o xyg e nase ^6 8 9 -128 5^E:9 .5e -273

0 ,0 5 1,0 0 4 0 3,8 0 3 0 2,6 1 0 3,358 1 0 ,6 9 4 LOX31_SOLTU Lino le ate  13S-lip o xyg e nase  3-1, chlo ro p lastic (EC 1.13.11.12) LOX3.1 LOX-H3 So lanum tub e ro sum (Po tato )
PATHWAY: Lip id  me tab o lism; o xylip in b io synthe sis. {ECO:0 0 0 0 255|PROSITE-

Pro Rule :PRU0 0 726 }.

Chlo ro p last; Co mp le te  p ro te o me ; Dio xyg e nase ; Fatty acid  b io synthe sis; Fatty acid

me tab o lism; Iro n; Lip id  b io synthe sis; Lip id  me tab o lism; Me tal-b ind ing ; Oxid o re d uctase ;

Oxylip in b io synthe sis; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

SRR122236 _TR29 8 _c0 _g 1_i1_le n=79 1 GASAE_ARATH
Q:40 0 -

59 4,H:211-275
76 .9 2%ID E:2e -26 Gib b e re ll in-re g ulate d  p ro te in 14 PF0 270 4.11^GASA^Gib b e re ll in re g ulate d  p ro te in^138 -19 8 ^E:7.6 e -19 0 ,0 23 1,8 27 0 4,8 9 1 0 8 ,6 6 0 9 ,19 5 0 ,26 6 -0 ,533 GASAE_ARATH Gib b e re ll in-re g ulate d  p ro te in 14 (GAST1 p ro te in ho mo lo g  14) GASA14 At5g 149 20  F2G14.40

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G ib b e re ll in s ig naling  p athway;

Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR122237_TR56 8 6 _c0 _g 2_i1_le n=176 9 FAD3E_TOBAC
Q:16 6 6 -

572,H:12-374
76 .16 %ID E:0

Ome g a-3 fatty acid  d e saturase , e nd o p lasmic

re ticulum

PF119 6 0 .5^DUF3474^Do main o f unkno wn functio n (DUF3474)^6 -6 2^E:7.5e -

26 `PF0 0 48 7.21^FA_d e saturase ^Fatty acid  d e saturase ^77-328 ^E:4.4e -33
0 ,29 0 ,358 0 2,32 0 2,532 0 3,0 26 0 ,0 0 4 -0 ,6 76 FAD3E_TOBAC Ome g a-3 fatty acid  d e saturase , e nd o p lasmic re ticulum (EC 1.14.19 .-) FAD3

Nico tiana tab acum (Co mmo n

to b acco )
PATHWAY: Lip id  me tab o lism; p o lyunsaturate d  fatty acid  b io synthe sis.

End o p lasmic re ticulum; Fatty acid  b io synthe sis; Fatty acid  me tab o lism; Lip id  b io synthe sis;

Lip id  me tab o lism; Me mb rane ; Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix

SRR122237_TR18 6 28 _c0 _g 2_i1_le n=534 NA NA NA NA NA . 0 ,28 6 0 ,8 5 0 3,29 6 0 6 ,432 0 6 ,9 44 0 ,132 -1,56 7 . . . . . .

SRR122237_TR28 134_c0 _g 1_i1_le n=746 PRS2_SOLTU
Q:110 -56 5,H:1-

155
36 .9 4%ID E:1e -24 Patho g e ne sis-re late d  p ro te in STH-2 PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^37-18 3^E:3.4e -13 0 ,0 29 1,132 0 1,737 0 1,6 9 1 0 1,6 58 0 ,0 19 0 ,49 2 PRS2_SOLTU Patho g e ne sis-re late d  p ro te in STH-2 STH-2 So lanum tub e ro sum (Po tato ) Co mp le te  p ro te o me ; Patho g e ne sis-re late d  p ro te in; Plant d e fe nse ; Re fe re nce  p ro te o me

SRR122238 _TR8 14_c0 _g 1_i2_le n=757 IPRT1_CATRO
Q:10 0 -579 ,H:1-

157
6 8 .75%ID E:1e -6 6

Pro b ab le  intrace llular p atho g e ne sis-re late d

p ro te in T1
PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^38 -19 0 ^E:4.4e -19 0 ,76 0 ,71 0 6 ,45 0 7,6 6 6 0 3,56 8 0 ,38 1 -2,222 IPRT1_CATRO Pro b ab le  intrace llular p atho g e ne sis-re late d  p ro te in T1 PCKR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
Dire ct p ro te in se q ue ncing ; G lyco p ro te in; Patho g e ne sis-re late d  p ro te in; Plant d e fe nse

SRR122238 _TR6 36 7_c0 _g 1_i2_le n=3126 LAL5_ARATH
Q:29 8 9 -

159 2,H:8 -46 4
59 .8 7%ID E:6 e -16 4 . PF0 1554.15^MatE^MatE^57-216 ^E:1.4e -29 `PF0 1554.15^MatE^MatE^278 -439 ^E:1.1e -25 0 ,0 0 2 1,28 9 0 2,9 17 0 2,0 75 0 2,0 6 7 0 ,8 54 -0 ,18 DTX18 _ARATH

Pro te in DETOXIFICATION 18  (AtDTX18 ) (Multid rug  and  to xic co mp o und  e xtrusio n p ro te in 18 ) (MATE

p ro te in 18 ) (Pro te in LIKE ALF5)
DTX18  LAL5 At3g 23550  MDB19 .3

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane

he lix; Transp o rt

SRR122238 _TR78 33_c0 _g 1_i1_le n=1316 BI1L_ARATH
Q:8 9 4-

19 6 ,H:24-256
52.9 7%ID E:6 e -6 9 BI1-like  p ro te in PF0 10 27.17^Bax1-I^Inhib ito r o f ap o p to sis-p ro mo ting  Bax1^31-237^E:1.5e -47 0 ,729 0 ,26 2 0 2,29 7 0 ,0 0 1 1,8 6 6 0 ,0 0 1 1,8 9 6 1 -0 ,19 4 BI1L_ARATH BI1-like  p ro te in At4g 15470  d l3775w FCAALL.58

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane

he lix

SRR122238 _TR8 26 4_c1_g 1_i3_le n=1114 UBC4_WHEAT
Q:278 -721,H:1-

148
8 2.43%ID E:6 e -8 6 Ub iq uitin-co njug ating  e nzyme  E2-23 kDa PF0 0 179 .23^UQ_co n^Ub iq uitin-co njug ating  e nzyme ^12-142^E:1.5e -40 0 ,6 11 0 ,40 1 0 1,8 76 0 3 0 3,8 36 0 ,6 11 -0 ,318 UBC4_WHEAT

Ub iq uitin-co njug ating  e nzyme  E2-23 kDa (EC 2.3.2.23) (E2 ub iq uitin-co njug ating  e nzyme ) (Ub iq uitin carrie r

p ro te in) (Ub iq uitin-p ro te in l ig ase )
UBC4 Triticum ae stivum (Whe at)

PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n. {ECO:0 0 0 0 255|PROSITE-

Pro Rule :PRU0 0 38 8 }.

ATP-b ind ing ; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ;

Transfe rase ; Ub l co njug atio n p athway

SRR122238 _TR176 55_c0 _g 1_i2_le n=6 18 PRS2_SOLTU
Q:10 -438 ,H:12-

153
38 .78 %ID E:6 e -22 Patho g e ne sis-re late d  p ro te in STH-2 PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^4-142^E:1.5e -10 0 ,226 0 ,716 0 2,0 6 1 0 1,10 3 0 1,10 7 0 ,1 0 ,8 8 7 PRS2_SOLTU Patho g e ne sis-re late d  p ro te in STH-2 STH-2 So lanum tub e ro sum (Po tato ) Co mp le te  p ro te o me ; Patho g e ne sis-re late d  p ro te in; Plant d e fe nse ; Re fe re nce  p ro te o me

SRR122238 _TR20 76 2_c0 _g 1_i2_le n=771 NA NA NA NA NA . 1 0 ,0 9 8 0 6 ,9 7 0 4,0 28 0 5,133 1 -0 ,174 . . . . . .

SRR122238 _TR2129 2_c1_g 1_i1_le n=139 9 COMT1_CATRO
Q:79 -1158 ,H:1-

36 0
10 0 %ID E:0 Caffe ic acid  3-O-me thyltransfe rase

PF0 8 10 0 .8 ^Dime risatio n^Dime risatio n d o main^34-8 5^E:1e -22`PF0 0 8 9 1.15^Me thyltransf_2^O-

me thyltransfe rase ^129 -345^E:7.8 e -9 0
0 ,0 9 6 0 ,539 0 2,176 0 1,6 21 0 1,39 1 0 ,9 27 -0 ,0 42 COMT1_CATRO

Caffe ic acid  3-O-me thyltransfe rase  (CAOMT) (COMT) (EC 2.1.1.6 8 ) (S-ad e no sysl-L-me thio nine :caffe ic acid

3-O-me thyltransfe rase )
COMT1

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Aro matic co mp o und  me tab o lism; p he nylp ro p ano id  b io synthe sis. Lig nin b io synthe sis; Me thyltransfe rase ; S-ad e no syl-L-me thio nine ; Transfe rase

SRR122238 _TR216 30 _c0 _g 1_i2_le n=2241 NA NA NA NA NA PF0 6 20 0 .11^tify^tify d o main^9 8 -128 ^E:7.1e -18 0 ,0 17 4,0 16 0 5,4 0 5,453 0 5,21 1 0 ,235 . . . . . .

SRR122238 _TR32710 _c0 _g 1_i1_le n=1131 NA NA NA NA NA . 0 ,0 0 2 1,0 7 0 2,6 71 0 2,0 1 0 2,224 0 ,729 0 ,219 . . . . . .

SRR122238 _TR34712_c0 _g 1_i1_le n=8 41 12KD_FRAAN
Q:6 5-439 ,H:1-

10 9
57.6 %ID E:1e -37 Auxin-re p re sse d  12.5 kDa p ro te in PF0 556 4.9 ^Auxin_re p re sse d ^Do rmancy/auxin asso ciate d  p ro te in^28 -147^E:2.1e -56 0 ,0 0 5 0 ,6 43 0 1,0 6 9 0 2,6 0 4 0 2,24 0 ,18 0 ,378 12KD_FRAAN Auxin-re p re sse d  12.5 kDa p ro te in Frag aria ananassa (Strawb e rry) Auxin s ig naling  p athway

SRR122238 _TR38 50 4_c0 _g 1_i2_le n=138 4 BUP1_DICDI
Q:18 1-1251,H:5-

39 0
59 .33%ID E:5e -154 Be ta-ure id o p ro p io nase PF0 0 79 5.19 ^CN_hyd ro lase ^Carb o n-nitro g e n hyd ro lase ^134-38 1^E:6 .5e -51 0 ,129 0 ,9 18 0 1,718 0 1,8 27 0 2,0 12 1 0 ,0 75 BUP1_DICDI Be ta-ure id o p ro p io nase  (EC 3.5.1.6 ) (Be ta-alanine  synthase ) (N-carb amo yl-b e ta-alanine  amid o hyd ro lase ) p yd 3 b up 1 up b 1 DDB_G0 274123

Dictyo ste lium d isco id e um (Slime

mo ld )
PATHWAY: Amino -acid  b io synthe sis; b e ta-alanine  b io synthe sis.

Ace tylatio n; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Hyd ro lase ; Re fe re nce

p ro te o me

SRR122238 _TR39 26 7_c0 _g 2_i3_le n=2340 PPH_ARATH
Q:471-18 8 6 ,H:3-

472
59 .37%ID E:0 Phe o p hytinase , chlo ro p lastic

PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase  fo ld ^157-439 ^E:1.7e -

13`PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^159 -445^E:4.6 e -18
0 ,0 0 2 2,0 9 5 0 5,778 0 3,13 0 3,552 0 ,0 79 1,0 17 PPH_ARATH

Phe o p hytinase , chlo ro p lastic (EC 3.1.1.-) (Phe o p hytin p he o p ho rb id e  hyd ro lase ) (Pro te in CO-REGULATED

WITH NYE1)
PPH CRN1 At5g 138 0 0  MAC12.25

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p hyll catab o lism; Chlo ro p last; Co mp le te  p ro te o me ; Hyd ro lase ; Me mb rane ; Plastid ;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

SRR122238 _TR40 6 6 2_c1_g 2_i7_le n=2549 INVE_ARATH
Q:30 4-2142,H:1-

6 17
72.34%ID E:0

Alkaline /ne utral inve rtase  E, chlo ro p lastic

{ECO:0 0 0 0 30 5}
PF128 9 9 .4^Glyco _hyd ro _10 0 ^Alkaline  and  ne utral inve rtase ^131-572^E:4.9 e -215 0 ,419 0 ,474 0 ,0 0 1 1,471 0 1,6 8 7 0 2,0 76 0 ,748 0 ,26 INVE_ARATH Alkaline /ne utral inve rtase  E, chlo ro p lastic (A/N-INVE) (EC 3.2.1.26 ) INVE At5g 22510  MQJ16 .5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Carb o hyd rate  me tab o lism; Chlo ro p last; Co mp le te  p ro te o me ; G lyco sid ase ; Hyd ro lase ;

Pho sp ho p ro te in; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR122238 _TR42430 _c0 _g 1_i1_le n=6 15 NA NA NA NA NA . 0 ,0 29 0 ,777 0 2,50 9 0 1,251 0 1,142 0 ,30 4 -0 ,42 . . . . . .

SRR122238 _TR42512_c0 _g 1_i16 _le n=119 8 LGUL_CICAR
Q:9 53-39 6 ,H:1-

18 6
8 0 .6 5%ID E:6 e -110 Lacto ylg lutathio ne  lyase

PF0 0 9 0 3.22^Glyo xalase ^Glyo xalase /Ble o mycin re sistance  p ro te in/Dio xyg e nase

sup e rfamily^29 -171^E:5.6 e -23`PF136 6 9 .3^Glyo xalase _4^Glyo xalase /Ble o mycin re sistance

p ro te in/Dio xyg e nase  sup e rfamily^30 -153^E:3.9 e -0 6

1 0 0 6 ,8 75 0 7,377 0 7,239 0 ,0 6 6 5,39 7 LGUL_CICAR
Lacto ylg lutathio ne  lyase  (EC 4.4.1.5) (Ald o ke to mutase ) (G lyo xalase  I) (G lx I) (Ke to ne -ald e hyd e  mutase )

(Me thylg lyo xalase ) (S-D-lacto ylg lutathio ne  me thylg lyo xal lyase )

Cice r arie tinum (Chickp e a)

(Garb anzo )

PATHWAY: Se co nd ary me tab o lite  me tab o lism; me thylg lyo xal d e g rad atio n; (R)-lactate  fro m

me thylg lyo xal: ste p  1/2.
Lyase ; Me tal-b ind ing ; Zinc

SRR122238 _TR43316 _c0 _g 1_i3_le n=1378 NA NA NA NA NA . 0 ,0 59 1,55 0 3,449 0 2,8 9 8 0 3,719 0 ,40 7 0 ,78 1 . . . . . .

SRR122238 _TR44242_c1_g 1_i2_le n=278 0 ANXD2_ARATH
Q:29 0 -1234,H:1-

316
73.42%ID E:5e -16 6 Anne xin D2

PF0 0 19 1.17^Anne xin^Anne xin^16 -79 ^E:1.1e -21`PF0 0 19 1.17^Anne xin^Anne xin^8 8 -152^E:5.2e -

17`PF0 0 19 1.17^Anne xin^Anne xin^171-233^E:2.1e -12`PF0 0 19 1.17^Anne xin^Anne xin^248 -310 ^E:1e -

17

0 ,49 3 -0 ,229 0 1,38 7 0 4,18 8 0 4,56 2 0 ,0 29 -0 ,779 ANXD2_ARATH Anne xin D2 (AnnAt2) ANN2 ANNAT2 At5g 6 50 20  MXK3.27
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Alte rnative  sp lic ing ; Anne xin; Calc ium; Calc ium/p ho sp ho lip id -b ind ing ;

Co mp le te  p ro te o me ; Cyto p lasm; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at

SRR122238 _TR459 75_c1_g 1_i3_le n=3347 LOX31_SOLTU
Q:6 19 -

30 30 ,H:114-9 14
8 3.23%ID E:0 Lino le ate  13S-lip o xyg e nase  3-1, chlo ro p lastic PF0 0 30 5.16 ^Lip o xyg e nase ^Lip o xyg e nase ^1-58 5^E:2.8 e -26 6 0 ,0 23 1,736 0 3,9 0 9 0 3,6 8 0 4,29 4 1 3,41 LOX31_SOLTU Lino le ate  13S-lip o xyg e nase  3-1, chlo ro p lastic (EC 1.13.11.12) LOX3.1 LOX-H3 So lanum tub e ro sum (Po tato )

PATHWAY: Lip id  me tab o lism; o xylip in b io synthe sis. {ECO:0 0 0 0 255|PROSITE-

Pro Rule :PRU0 0 726 }.

Chlo ro p last; Co mp le te  p ro te o me ; Dio xyg e nase ; Fatty acid  b io synthe sis; Fatty acid

me tab o lism; Iro n; Lip id  b io synthe sis; Lip id  me tab o lism; Me tal-b ind ing ; Oxid o re d uctase ;

Oxylip in b io synthe sis; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e



SRR122238 _TR476 59 _c1_g 2_i4_le n=10 25 NA NA NA NA NA . 0 ,0 6 5 1,40 5 0 2,151 0 1,9 0 7 0 ,0 0 1 1,437 1 0 ,238 . . . . . .

SRR122238 _TR49 8 0 2_c0 _g 1_i3_le n=10 6 5 SRG1_ARATH
Q:10 33-

218 ,H:8 3-356
51.46 %ID E:6 e -10 3 Pro te in SRG1

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^12-78 ^E:6 .2e -

13`PF0 3171.17^2OG-Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^139 -235^E:2.2e -25
0 ,129 2,9 24 0 7,444 0 6 ,78 7 0 6 ,0 9 5 1 0 SRG1_ARATH Pro te in SRG1 (AtSRG1) (Pro te in SENESCENCE-RELATED GENE 1) SRG1 At1g 170 20  F20 D23.28  F6 I1.30

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR122238 _TR53155_c1_g 1_i1_le n=8 8 7 NA NA NA NA NA . 0 ,6 29 1,0 9 2 0 4,79 6 0 4,536 0 4,8 9 6 1 2,19 1 . . . . . .

SRR122238 _TR58 6 74_c0 _g 1_i2_le n=19 20 WTR41_ARATH
Q:16 27-

58 7,H:13-356
46 .31%ID E:8 e -8 8 WAT1-re late d  p ro te in At5g 40 230

PF0 0 8 9 2.17^EamA^EamA-like  transp o rte r family^17-156 ^E:2.9 e -13`PF0 0 8 9 2.17^EamA^EamA-like

transp o rte r family^18 7-322^E:2.4e -0 9
0 ,0 17 0 ,8 17 0 2,578 0 1,9 77 0 1,736 0 ,0 0 4 2,9 14 WTR41_ARATH WAT1-re late d  p ro te in At5g 40 230 At5g 40 230  MSN9 .130

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Transme mb rane ;

Transme mb rane  he lix

SRR122238 _TR6 0 351_c0 _g 1_i3_le n=10 58 OP24B_ARATH
Q:19 4-8 29 ,H:3-

213
6 7.9 2%ID E:4e -10 1 Oute r e nve lo p e  p o re  p ro te in 24B, chlo ro p lastic . 0 ,0 8 8 0 ,512 0 1,529 0 1,9 9 5 0 2,32 0 ,352 -0 ,29 4 OP24B_ARATH Oute r e nve lo p e  p o re  p ro te in 24B, chlo ro p lastic (Chlo ro p lastic o ute r e nve lo p e  p o re  p ro te in o f 24 kDa B) OEP24B At5g 429 6 0  MBD2.16

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Io n transp o rt; Me mb rane ; Plastid ; Plastid  o ute r

me mb rane ; Po rin; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  b e ta strand ;

Transp o rt

SRR122238 _TR6 279 1_c2_g 1_i6 _le n=216 5 PTR21_ARATH
Q:19 8 2-

279 ,H:31-59 4
55.28 %ID E:0 Pro te in NRT1/ PTR FAMILY 2.13 PF0 0 8 54.18 ^PTR2^POT family^155-58 5^E:1.9 e -8 5 0 ,0 8 1,259 0 7,27 0 2,6 58 0 1,714 0 ,0 17 5,744 PTR21_ARATH Pro te in NRT1/ PTR FAMILY 2.13 (AtNPF2.13) (Nitrate  transp o rte r 1.7) NPF2.13 NRT1.7 At1g 6 9 8 70  T17F3.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Nitrate  assimilatio n; Re fe re nce

p ro te o me ; Symp o rt; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR122238 _TR6 29 0 3_c2_g 1_i4_le n=18 39 C8 1E8 _MEDTR
Q:16 11-

26 5,H:43-49 4
45.26 %ID E:2e -131

Cyto chro me  P450  8 1E8

{ECO:0 0 0 0 30 3|Pub Me d :146 170 78 }
PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^39 -48 3^E:9 .3e -8 8 1 -0 ,252 0 ,0 0 1 3,25 0 4,19 8 0 5,47 1 -0 ,9 8 4 C8 1E8 _MEDTR Cyto chro me  P450  8 1E8  (EC 1.14.13.-) CYP8 1E8

Me d icag o  truncatula (Barre l me d ic)

(Me d icag o  trib ulo id e s)

He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP; Oxid o re d uctase ;

Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR6 6 6 12_c0 _g 1_i2_le n=1471 MY10 8 _ARATH
Q:1330 -

8 9 9 ,H:10 -151
6 9 .44%ID E:2e -6 0 Transcrip tio n facto r MYB10 8

PF0 0 249 .28 ^Myb _DNA-b ind ing ^Myb -like  DNA-b ind ing  d o main^6 1-10 8 ^E:1.1e -

16 `PF139 21.3^Myb _DNA-b ind _6 ^Myb -like  DNA-b ind ing  d o main^6 4-122^E:1.1e -

13`PF0 0 249 .28 ^Myb _DNA-b ind ing ^Myb -like  DNA-b ind ing  d o main^114-157^E:1.3e -

15`PF139 21.3^Myb _DNA-b ind _6 ^Myb -like  DNA-b ind ing  d o main^118 -16 1^E:4.9 e -0 6

0 ,356 1,29 0 3,119 0 5,50 1 0 5,8 0 5 0 ,56 -0 ,723 MY10 8 _ARATH Transcrip tio n facto r MYB10 8  (Myb -re late d  p ro te in 10 8 ) (AtMYB10 8 ) (Pro te in BOTRYTIS-SUSCEPTIBLE 1) MYB10 8  BOS1 At3g 0 6 49 0  F5E6 .18
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Activato r; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Plant d e fe nse ; Re fe re nce

p ro te o me ; Re p e at; Transcrip tio n; Transcrip tio n re g ulatio n; Ub l co njug atio n

SRR122238 _TR6 7350 _c0 _g 1_i1_le n=16 28 U74E2_ARATH
Q:53-1420 ,H:6 -

450
44.8 6 %ID E:3e -136 UDP-g lyco syltransfe rase  74E2 PF0 0 20 1.15^UDPGT^UDP-g luco ro no syl and  UDP-g luco syl transfe rase ^29 2-449 ^E:4.4e -30 0 ,8 7 0 ,225 0 2,48 5 0 1,8 25 0 1,46 7 0 ,0 13 1,211 U74E2_ARATH UDP-g lyco syltransfe rase  74E2 (EC 2.4.1.-) UGT74E2 At1g 0 56 8 0  F3F20 .13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; G lyco syltransfe rase ; Re fe re nce  p ro te o me ; Stre ss re sp o nse ;

Transfe rase

SRR122238 _TR6 8 9 34_c0 _g 2_i3_le n=1541 NA NA NA NA NA . 0 ,438 0 ,314 0 1,9 46 0 1,23 0 ,0 0 1 1,20 9 0 ,78 1 0 ,39 6 . . . . . .

SRR122238 _TR76 49 2_c0 _g 1_i2_le n=119 9 NA NA NA NA NA . 0 ,0 0 6 1,124 0 1,9 9 3 0 2,211 0 1,733 0 ,355 -0 ,419 . . . . . .

SRR122238 _TR8 46 51_c0 _g 1_i2_le n=9 44 NDADA_ARATH
Q:737-30 9 ,H:1-

143
8 7.41%ID E:8 e -8 7

NADH d e hyd ro g e nase  [ub iq uino ne ] 1 alp ha

sub co mp le x sub unit 13-A
PF0 6 212.9 ^GRIM-19 ^GRIM-19  p ro te in^20 -138 ^E:2.2e -42 0 ,6 57 -0 ,19 4 0 8 ,56 5 0 8 ,78 5 0 8 ,29 0 ,19 6 -0 ,541 NDADA_ARATH

NADH d e hyd ro g e nase  [ub iq uino ne ] 1 alp ha sub co mp le x sub unit 13-A (Pro te in MATERNAL EFFECT

EMBRYO ARREST 4)
MEE4 At1g 0 46 30  T1G11.12

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Ele ctro n transp o rt; Me mb rane ; Mito cho nd rio n; Mito cho nd rio n inne r

me mb rane ; Re fe re nce  p ro te o me ; Re sp irato ry chain; Transme mb rane ; Transme mb rane

he lix; Transp o rt

SRR122238 _TR8 6 6 15_c1_g 1_i2_le n=139 7 XTH30 _ARATH
Q:126 5-342,H:9 -

311
6 4.6 1%ID E:2e -148

Pro b ab le  xylo g lucan

e nd o transg luco sylase /hyd ro lase  p ro te in 30

PF0 0 722.18 ^Glyco _hyd ro _16 ^Glyco syl hyd ro lase s family 16 ^45-226 ^E:2.7e -

54`PF0 6 9 55.9 ^XET_C^Xylo g lucan e nd o -transg lyco sylase  (XET) C-te rminus^26 8 -30 5^E:6 .8 e -15
1 2,324 0 5,9 27 0 4,56 7 0 4,0 35 1 0 ,355 XTH30 _ARATH Pro b ab le  xylo g lucan e nd o transg luco sylase /hyd ro lase  p ro te in 30  (At-XTH30 ) (XTH-30 ) (EC 2.4.1.20 7) XTH30  XTR4 At1g 32170  F3C3.5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ap o p last; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; Disulfid e

b o nd ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal;

Transfe rase

SRR122238 _TR8 758 4_c0 _g 1_i2_le n=110 9 FER3_ARATH
Q:331-78 6 ,H:1-

155
56 .77%ID E:3e -56 Fe rre d o xin-3, chlo ro p lastic PF0 0 111.24^Fe r2^2Fe -2S iro n-sulfur c luste r b ind ing  d o main^6 5-138 ^E:2.6 e -21 0 ,18 4 0 ,347 0 3,73 0 1,45 0 1,8 25 0 ,443 -0 ,213 FER3_ARATH Fe rre d o xin-3, chlo ro p lastic (AtFd 3) FD3 At2g 27510  F10 A12.19

Arab id o p sis thaliana (Mo use -e ar

cre ss)

2Fe -2S; Ace tylatio n; Chlo ro p last; Co mp le te  p ro te o me ; Ele ctro n transp o rt; Iro n; Iro n-sulfur;

Me tal-b ind ing ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e ; Transp o rt

SRR12718 57_TR5151_c0 _g 1_i1_le n=6 9 6 EP1G_DAUCA
Q:547-74,H:26 -

18 3
6 7.0 9 %ID E:1e -71 Ep id e rmis-sp e cific  se cre te d  g lyco p ro te in EP1 PF0 1453.21^B_le ctin^D-manno se  b ind ing  le ctin^8 7-172^E:1.1e -26 0 ,0 0 7 -0 ,9 9 8 0 9 ,10 6 0 4,411 0 2,312 0 -1,524 EP1G_DAUCA Ep id e rmis-sp e cific  se cre te d  g lyco p ro te in EP1 (52/54 kDa me d ium p ro te in) EP1 Daucus caro ta (Wild  carro t) Dire ct p ro te in se q ue ncing ; G lyco p ro te in; Le ctin; Se cre te d ; Sig nal

SRR12718 57_TR6 476 _c0 _g 1_i2_le n=8 8 7 PIP27_MAIZE Q:8 6 4-1,H:1-28 7 8 1.6 6 %ID E:2e -152 Aq uap o rin PIP2-7 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^41-276 ^E:3.5e -8 3 0 ,50 2 2,56 2 0 5,8 6 6 0 3,8 47 0 2,8 9 9 1 0 ,232 PIP27_MAIZE Aq uap o rin PIP2-7 (Plasma me mb rane  intrinsic p ro te in 2-7) (ZmPIP2-7) (ZmPIP2;7) PIP2-7 Ze a mays (Maize )
Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 57_TR10 9 12_c0 _g 1_i3_le n=16 6 1 AOC4_ARATH
Q:10 20 -

1412,H:117-248
6 8 .18 %ID E:1e -49 Alle ne  o xid e  cyclase  4, chlo ro p lastic . 0 ,0 0 4 1,8 18 0 4,532 0 2,9 9 4 0 3,249 0 ,39 8 0 ,342 AOC4_ARATH Alle ne  o xid e  cyclase  4, chlo ro p lastic (EC 5.3.9 9 .6 ) AOC4 At1g 1328 0  T6 J4.4 T6 J4_23

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Iso me rase ; Plastid ; Re fe re nce  p ro te o me ; Transit

p e p tid e

SRR12718 57_TR11128 _c0 _g 1_i2_le n=16 27 AOC4_ARATH
Q:743-

1444,H:22-254
6 3.14%ID E:3e -8 8 Alle ne  o xid e  cyclase  4, chlo ro p lastic PF0 6 351.8 ^Alle ne _o x_cyc^Alle ne  o xid e  cyclase ^8 0 -252^E:1.2e -9 3 0 ,0 0 4 1,9 57 0 5,9 0 5 0 3,774 0 4,753 0 ,59 3 0 ,6 6 2 AOC4_ARATH Alle ne  o xid e  cyclase  4, chlo ro p lastic (EC 5.3.9 9 .6 ) AOC4 At1g 1328 0  T6 J4.4 T6 J4_23

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Iso me rase ; Plastid ; Re fe re nce  p ro te o me ; Transit

p e p tid e

SRR12718 57_TR17545_c0 _g 1_i3_le n=8 8 0 NA NA NA NA NA . 1 0 ,70 7 0 3,76 0 4,6 8 7 0 4,8 8 2 0 ,0 76 3,277 . . . . . .

SRR12718 57_TR219 9 0 _c0 _g 1_i1_le n=6 49 DCTP1_MOUSE
Q:217-519 ,H:30 -

130
48 .51%ID E:2e -28 d CTP p yro p ho sp hatase  1

PF0 38 19 .14^MazG^MazG nucle o tid e  p yro p ho sp ho hyd ro lase  d o main^76 -149 ^E:2e -

0 7`PF126 43.4^MazG-like ^MazG-like  family^8 7-156 ^E:1.8 e -0 7
0 ,0 1 2,514 0 1,9 39 0 2,0 8 3 0 2,8 8 1 0 ,29 9 -1,53 DCTP1_MOUSE

d CTP p yro p ho sp hatase  1 (EC 3.6 .1.12) (De o xycytid ine -trip ho sp hatase  1) (d CTPase  1) (RS21-C6 ) (XTP3-

transactivate d  g e ne  A p ro te in ho mo lo g )
Dctp p 1 Td rg -TL1 Mus musculus (Mo use )

3D-structure ; Ace tylatio n; Co mp le te  p ro te o me ; Cyto p lasm; Hyd ro lase ; Mag ne sium; Me tal-

b ind ing ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR12718 57_TR2729 5_c0 _g 2_i1_le n=110 7 PX24B_DICDI
Q:153-737,H:1-

18 2
31.28 %ID E:3e -25 PXMP2/4 family p ro te in 2 PF0 4117.9 ^Mp v17_PMP22^Mp v17 / PMP22 family^129 -18 9 ^E:1.2e -15 1 0 ,0 0 4 0 3,551 0 3,517 0 ,0 0 1 3,243 0 ,0 76 -2,445 PX24B_DICDI PXMP2/4 family p ro te in 2 DDB_G0 278 529

Dictyo ste lium d isco id e um (Slime

mo ld )

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane

he lix

SRR12718 57_TR329 9 1_c0 _g 2_i1_le n=8 25 NA NA NA NA NA PF0 0 58 2.23^Usp ^Unive rsal stre ss p ro te in family^45-19 0 ^E:2.8 e -26 1 3,40 8 0 4,30 1 0 3,459 0 2,459 1 0 . . . . . .

SRR12718 57_TR346 70 _c0 _g 1_i1_le n=9 57 NA NA NA NA NA PF0 6 8 13.10 ^No d ulin-like ^No d ulin-like ^6 9 -314^E:9 .6 e -9 5 0 ,46 1 1,16 8 0 3,9 8 6 0 5,317 0 6 ,32 1 -1,155 . . . . . .

SRR12718 57_TR376 9 1_c0 _g 1_i1_le n=10 14 NA NA NA NA NA
PF0 6 232.8 ^ATS3^Emb ryo -sp e cific  p ro te in 3, (ATS3)^30 -132^E:2.4e -

0 8 `PF0 1477.20 ^PLAT^PLAT/LH2 d o main^36 -153^E:2.8 e -13
0 ,0 0 5 1,59 5 0 5,6 77 0 4,542 0 4,9 19 0 ,0 79 1,0 56 . . . . . .

SRR12718 58 _TR19 9 7_c0 _g 3_i1_le n=16 35 NA NA NA NA NA . 0 ,19 5 1,38 1 0 3,58 5 0 2,445 0 2,26 3 1 0 ,559 . . . . . .

SRR12718 58 _TR29 46 _c0 _g 1_i4_le n=418 1 PAO2_ARATH
Q:238 2-

28 40 ,H:244-39 6
79 .74%ID E:1e -8 0 Pro b ab le  p o lyamine  o xid ase  2 PF0 159 3.21^Amino _o xid ase ^Flavin co ntaining  amine  o xid o re d uctase ^5-147^E:1.6 e -30 0 ,0 0 3 1,79 9 0 4,457 0 3,9 9 5 0 4,6 31 0 ,8 54 0 ,26 3 PAO2_ARATH Pro b ab le  p o lyamine  o xid ase  2 (AtPAO2) (EC 1.5.3.-) (Amine  o xid ase  1) PAO2 At2g 430 20  MFL8 .12

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; FAD; Flavo p ro te in; Oxid o re d uctase ; Pe ro xiso me ; Re fe re nce

p ro te o me

SRR12718 58 _TR5114_c0 _g 1_i8 _le n=39 29 THD1_ARATH
Q:310 8 -

258 4,H:18 8 -355
77.71%ID E:2e -115

Thre o nine  d e hyd ratase  b io synthe tic,

chlo ro p lastic
PF0 0 29 1.22^PALP^Pyrid o xal-p ho sp hate  d e p e nd e nt e nzyme ^143-231^E:6 .3e -27 0 ,357 0 ,6 6 2 0 3,0 29 0 2,8 9 7 0 3,746 0 ,0 34 -4,9 9 6 THD1_ARATH Thre o nine  d e hyd ratase  b io synthe tic, chlo ro p lastic (EC 4.3.1.19 ) (Thre o nine  d e aminase ) (TD) OMR1 At3g 10 0 50  T22K18 .12

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-iso le ucine  b io synthe sis; 2-o xo b utano ate  fro m L-thre o nine :

ste p  1/1.

Allo ste ric e nzyme ; Amino -acid  b io synthe sis; Branche d -chain amino  acid  b io synthe sis;

Chlo ro p last; Co mp le te  p ro te o me ; Iso le ucine  b io synthe sis; Lyase ; Plastid ; Pyrid o xal

p ho sp hate ; Re fe re nce  p ro te o me ; Re p e at; Transit p e p tid e

SRR12718 58 _TR6 554_c0 _g 1_i1_le n=10 57 NA NA NA NA NA
PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase  fo ld ^53-157^E:2e -

15`PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^54-271^E:1.1e -14
0 ,0 25 2,8 34 0 9 ,553 0 5,8 25 0 6 ,134 1 -0 ,30 7 . . . . . .

SRR12718 58 _TR10 26 3_c0 _g 2_i3_le n=10 17 NA NA NA NA NA . 0 ,132 2,28 2 0 7,6 9 1 0 9 ,6 0 2 0 10 ,128 1 -0 ,0 9 2 . . . . . .

SRR12718 58 _TR148 49 _c0 _g 1_i3_le n=1333 NA NA NA NA NA . 1 0 ,19 1 0 3,353 0 4,8 39 0 5,38 5 0 ,6 9 4 -0 ,318 . . . . . .

SRR12718 58 _TR158 48 _c0 _g 1_i3_le n=176 9 CCR1_ARATH
Q:337-

128 7,H:11-322
50 .16 %ID E:2e -8 6 Cinnamo yl-Co A re d uctase  1

PF0 1370 .18 ^Ep ime rase ^NAD d e p e nd e nt e p ime rase /d e hyd ratase  family^4-241^E:9 .1e -

24`PF0 536 8 .10 ^NmrA^NmrA-like  family^4-10 0 ^E:1e -0 7`PF0 10 73.16 ^3Be ta_HSD^3-b e ta

hyd ro xyste ro id  d e hyd ro g e nase /iso me rase  family^6 -238 ^E:1.1e -

20 `PF0 79 9 3.9 ^NAD_b ind ing _4^Male  ste ril ity p ro te in^6 -236 ^E:9 .1e -

11`PF16 36 3.2^GDP_Man_De hyd ^GDP-manno se  4,6  d e hyd ratase ^6 -245^E:3.1e -

10 `PF1346 0 .3^NAD_b ind ing _10 ^NAD(P)H-b ind ing ^8 -19 0 ^E:3e -13

0 ,6 59 0 ,146 0 1,48 4 0 2,344 0 2,10 4 0 ,76 0 ,113 CCR1_ARATH Cinnamo yl-Co A re d uctase  1 (AtCCR1) (EC 1.2.1.44) (Pro te in IRREGULAR XYLEM 4) CCR1 IRX4 At1g 159 50  T24D18 .5
Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Aro matic co mp o und  me tab o lism; p he nylp ro p ano id  b io synthe sis.

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Lig nin b io synthe sis; NADP; Oxid o re d uctase ;

Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR12718 58 _TR20 40 4_c0 _g 2_i5_le n=3343 CRSP_ARATH
Q:16 9 2-

29 0 9 ,H:355-76 2
55.31%ID E:6 e -143

CO(2)-re sp o nse  se cre te d  p ro te ase

{ECO:0 0 0 0 30 3|Pub Me d :250 430 23}

PF0 59 22.13^Inhib ito r_I9 ^Pe p tid ase  inhib ito r I9 ^7-6 9 ^E:5.2e -

14`PF0 0 0 8 2.19 ^Pe p tid ase _S8 ^Sub tilase  family^9 7-28 4^E:3.5e -23
0 ,239 1,6 41 0 3,541 0 3,6 36 0 3,231 1 -0 ,20 2 CRSP_ARATH

CO(2)-re sp o nse  se cre te d  p ro te ase  (Sub til is in-like  se rine  p ro te ase ) (AtSBT5.2) (Trip e p tid yl-p e p tid ase  II)

(EC 3.4.14.10 )
CRSP SBT5.2 At1g 20 16 0  T20 H2.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Ce ll wall; Co mp le te  p ro te o me ; Hyd ro lase ; Pro te ase ; Re fe re nce

p ro te o me ; Se cre te d ; Se rine  p ro te ase ; Sig nal

SRR12718 58 _TR20 6 19 _c0 _g 1_i1_le n=9 10 NA NA NA NA NA . 0 ,46 1 0 ,9 0 5 0 4,6 6 9 0 2,472 0 ,0 0 1 1,732 0 ,0 25 1,9 9 7 . . . . . .

SRR12718 58 _TR20 6 56 _c0 _g 1_i1_le n=20 19 NA NA NA NA NA . 0 ,132 1,55 0 4,574 0 4,6 48 0 5,459 1 0 ,223 . . . . . .

SRR12718 58 _TR21130 _c1_g 1_i5_le n=1339 PIP27_MAIZE
Q:1241-378 ,H:1-

28 7
8 2.7%ID E:7e -151 Aq uap o rin PIP2-7 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^34-26 9 ^E:4e -8 3 0 ,50 2 3,6 0 1 0 8 ,446 0 5,28 5 0 3,511 1 0 PIP27_MAIZE Aq uap o rin PIP2-7 (Plasma me mb rane  intrinsic p ro te in 2-7) (ZmPIP2-7) (ZmPIP2;7) PIP2-7 Ze a mays (Maize )

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 58 _TR28 29 0 _c0 _g 1_i1_le n=1275 NA NA NA NA NA . 0 ,0 0 3 1,459 0 2,10 5 0 2,0 0 7 0 1,6 22 0 ,255 -0 ,6 16 . . . . . .

SRR12718 58 _TR28 350 _c0 _g 1_i3_le n=16 0 7 TLP1_PRUPE
Q:126 5-

558 ,H:16 -246
53.59 %ID E:3e -73 Thaumatin-like  p ro te in 1 PF0 0 314.14^Thaumatin^Thaumatin family^33-253^E:2.4e -8 4 0 ,257 0 ,8 56 0 3,8 31 0 1,8 73 0 2,0 8 2 0 ,118 -1,751 TLP1_PRUPE Thaumatin-like  p ro te in 1 (Pp AZ44)

Prunus p e rsica (Pe ach) (Amyg d alus

p e rsica)
Disulfid e  b o nd ; Plant d e fe nse ; Se cre te d ; Sig nal

SRR12718 58 _TR32754_c0 _g 2_i1_le n=8 40 NA NA NA NA NA . 0 ,6 2 0 ,732 0 3,277 0 3,16 6 0 ,0 0 1 2,8 19 0 -2,6 9 8 . . . . . .

SRR12718 58 _TR36 359 _c0 _g 2_i3_le n=19 56 NA NA NA NA NA PF0 36 19 .13^So lute _trans_a^Org anic so lute  transp o rte r Ostalp ha^9 -8 4^E:2.5e -16 0 ,0 51 1,0 8 7 0 3,414 0 2,78 9 0 3,16 7 0 ,524 0 ,58 5 . . . . . .

SRR12718 58 _TR37116 _c0 _g 1_i1_le n=146 1 FABG_THEMA
Q:9 6 5-16 5,H:2-

246
32.9 6 %ID E:6 e -28 3-o xo acyl-[acyl-carrie r-p ro te in] re d uctase  Fab G

PF0 0 10 6 .22^ad h_sho rt^sho rt chain d e hyd ro g e nase ^17-226 ^E:9 .2e -48 `PF0 8 6 59 .7^KR^KR

d o main^18 -19 6 ^E:9 e -0 7`PF1356 1.3^ad h_sho rt_C2^Eno yl-(Acyl carrie r p ro te in) re d uctase ^23-

278 ^E:3.9 e -45

0 ,56 0 ,8 19 0 6 ,40 8 0 6 ,36 0 7,0 49 1 0 ,454 FABG_THEMA
3-o xo acyl-[acyl-carrie r-p ro te in] re d uctase  Fab G (EC 1.1.1.10 0 ) (3-ke to acyl-acyl carrie r p ro te in re d uctase )

(Be ta-Ke to acyl-acyl carrie r p ro te in re d uctase ) (Be ta-ke to acyl-ACP re d uctase )
fab G TM_1724

The rmo to g a maritima (strain ATCC

4358 9  / MSB8  / DSM 310 9  / JCM

10 0 9 9 )

PATHWAY: Lip id  me tab o lism; fatty acid  b io synthe sis.
Co mp le te  p ro te o me ; Fatty acid  b io synthe sis; Fatty acid  me tab o lism; Lip id  b io synthe sis;

Lip id  me tab o lism; NADP; Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR12718 58 _TR3726 7_c0 _g 1_i1_le n=9 30 NA NA NA NA NA
PF156 9 7.2^DUF46 6 6 ^Do main o f unkno wn functio n (DUF46 6 6 )^6 0 -9 9 ^E:5.1e -

12`PF156 9 7.2^DUF46 6 6 ^Do main o f unkno wn functio n (DUF46 6 6 )^10 7-141^E:7.5e -0 8
0 ,129 1,0 6 6 0 ,0 0 1 2,0 8 3 0 1,9 8 2 0 1,8 8 9 0 ,56 4 -0 ,423 . . . . . .

SRR12718 58 _TR38 46 0 _c0 _g 1_i2_le n=158 3 NA NA NA NA NA . 0 ,254 2,447 0 5,58 1 0 5,6 23 0 6 ,9 49 0 ,6 29 -1,16 7 . . . . . .

SRR12718 58 _TR459 31_c0 _g 1_i2_le n=118 0 NA NA NA NA NA . 0 ,0 6 8 0 ,8 6 1 0 2,28 7 0 1,6 48 0 1,8 0 3 0 ,735 0 ,211 . . . . . .

SRR12718 58 _TR46 225_c0 _g 1_i1_le n=2111 GATP1_SOLLC
Q:19 0 5-39 1,H:4-

515
8 2.8 1%ID E:0

Gamma amino b utyrate  transaminase  1,

mito cho nd rial
PF0 0 20 2.18 ^Amino tran_3^Amino transfe rase  class-III^77-49 5^E:3.5e -9 8 0 ,28 7 0 ,357 0 1,58 0 1,741 0 1,725 1 -0 ,36 4 GATP1_SOLLC

Gamma amino b utyrate  transaminase  1, mito cho nd rial (Gamma-amino b utyrate  transaminase  iso zyme  1)

(Le GABA-TP1) (SlGABA-T1) (EC 2.6 .1.9 6 )
GABA-TP1 GABA-T1

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Amino transfe rase ; Co mp le te  p ro te o me ; Mito cho nd rio n; Pyrid o xal p ho sp hate ; Re fe re nce

p ro te o me ; Transfe rase ; Transit p e p tid e

SRR12718 58 _TR46 9 0 4_c0 _g 1_i3_le n=18 57 C72A1_CATRO
Q:1148 -

30 9 ,H:245-524
9 7.14%ID E:0 Se co lo g anin synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^1-236 ^E:1.7e -6 3 0 ,0 0 2 1,0 9 4 0 3,233 0 3,116 0 2,6 19 0 ,38 0 ,535 C72A1_CATRO Se co lo g anin synthase  (SLS) (EC 1.3.3.9 ) (CYPLXXII) (Cyto chro me  P450  72A1) CYP72A1 CYP72 P450 CR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; se co lo g anin b io synthe sis.

Alkalo id  me tab o lism; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP;

Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix; Vacuo le

SRR12718 58 _TR56 76 4_c0 _g 1_i11_le n=2126 IAA26 _ARATH
Q:1278 -

18 9 8 ,H:6 0 -26 7
56 .6 2%ID E:1e -6 1 Auxin-re sp o nsive  p ro te in IAA26 PF0 230 9 .13^AUX_IAA^AUX/IAA family^43-342^E:2e -6 8 0 ,252 0 ,555 0 3,46 1 0 3,9 6 4 0 4,739 0 ,76 3 0 ,245 IAA26 _ARATH

Auxin-re sp o nsive  p ro te in IAA26  (Ind o le ace tic acid -ind uce d  p ro te in 26 ) (Phyto chro me -asso ciate d  p ro te in

1)
IAA26  PAP1 At3g 16 50 0  MDC8 .13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Auxin s ig naling  p athway; Co mp le te  p ro te o me ; Nucle us; Re fe re nce  p ro te o me ; Re p re sso r;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR12718 58 _TR57115_c0 _g 1_i3_le n=10 6 9 NA NA NA NA NA
PF0 6 232.8 ^ATS3^Emb ryo -sp e cific  p ro te in 3, (ATS3)^30 -132^E:2.4e -

0 8 `PF0 1477.20 ^PLAT^PLAT/LH2 d o main^36 -153^E:3.4e -13
0 ,0 0 1 0 ,8 0 5 0 3,10 9 0 4,579 0 4,177 0 ,24 0 ,434 . . . . . .

SRR12718 58 _TR6 0 40 3_c2_g 1_i3_le n=30 73 NA NA NA NA NA . 0 ,0 0 1 4,178 0 4,244 0 3,412 0 2,9 7 1 -0 ,417 . . . . . .

SRR12718 58 _TR6 0 6 16 _c0 _g 1_i3_le n=6 17 NA NA NA NA NA . 0 ,129 3,0 59 0 6 ,779 0 7,8 2 0 ,0 0 1 6 ,542 1 2,528 . . . . . .

SRR12718 58 _TR6 10 38 _c0 _g 3_i2_le n=9 25 10 HGO_CATRO
Q:141-8 6 6 ,H:1-

242
10 0 %ID E:6 e -140 8 -hyd ro xyg e ranio l d e hyd ro g e nase

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^38 -151^E:4.4e -

29 `PF0 28 26 .16 ^2-Hacid _d h_C^D-iso me r sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , NAD b ind ing

d o main^177-225^E:4.3e -0 6 `PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing  d e hyd ro g e nase ^19 4-

239 ^E:2.1e -0 7

0 ,35 0 ,575 0 5,0 58 0 2,0 7 0 2,8 76 0 ,142 0 ,58 7 10 HGO_CATRO 8 -hyd ro xyg e ranio l d e hyd ro g e nase  (Cr10 HGO) (EC 1.1.1.324) 10 HGO
Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
Me tal-b ind ing ; NADP; Oxid o re d uctase ; Zinc

SRR12718 58 _TR6 1149 _c0 _g 1_i1_le n=1715 GATL9 _ARATH
Q:136 8 -

442,H:51-36 3
8 1.79 %ID E:0 Pro b ab le  g alacturo no syltransfe rase -like  9 PF0 150 1.17^Glyco _transf_8 ^Glyco syl transfe rase  family 8 ^77-337^E:1.4e -52 0 ,8 8 6 -0 ,16 7 0 2,0 14 0 2,6 52 0 3,179 0 ,0 0 4 -1,36 GATL9 _ARATH Pro b ab le  g alacturo no syltransfe rase -like  9  (EC 2.4.1.-) (Like  g lyco syl transfe rase  8 ) GATL9  LGT8  At1g 70 0 9 0  F20 P5.18

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: G lycan me tab o lism; p e ctin b io synthe sis.

Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; G lyco p ro te in;

G lyco syltransfe rase ; Go lg i ap p aratus; Me mb rane ; Re fe re nce  p ro te o me ; Sig nal-ancho r;

Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR12718 58 _TR6 38 42_c0 _g 1_i1_le n=16 78 PLA11_ARATH
Q:30 3-

139 4,H:8 4-447
6 2.43%ID E:3e -16 2 Pho sp ho lip ase  A(1) DAD1, chlo ro p lastic PF0 176 4.22^Lip ase _3^Lip ase  (c lass 3)^19 0 -340 ^E:3e -37 0 ,6 29 1,58 8 0 5,78 7 0 5,9 0 9 0 6 ,9 8 9 1 0 PLA11_ARATH

Pho sp ho lip ase  A(1) DAD1, chlo ro p lastic (EC 3.1.1.32) (Pho sp ho lip ase  A1-Ib e ta1) (Pro te in DEFECTIVE IN

ANTHER DEHISCENCE 1) (AtDAD1)
DAD1 At2g 448 10  T13E15.18

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Hyd ro lase ; Lip id  d e g rad atio n; Lip id  me tab o lism;

Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR12718 58 _TR6 449 1_c0 _g 2_i1_le n=1521 YODA_ARATH
Q:155-

9 46 ,H:40 0 -6 56
40 .29 %ID E:2e -45

Mito g e n-activate d  p ro te in kinase  kinase  kinase

YODA

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^5-26 6 ^E:2.2e -53`PF0 7714.14^Pkinase _Tyr^Pro te in

tyro sine  kinase ^6 -26 1^E:2.3e -33
0 ,0 0 5 6 ,218 0 3,9 0 4 0 6 ,256 0 6 ,425 1 -0 ,476 YODA_ARATH Mito g e n-activate d  p ro te in kinase  kinase  kinase  YODA (EC 2.7.11.25) (YODA MAPKK kinase ) YDA At1g 6 370 0  F24D7.11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; De ve lo p me ntal p ro te in; Gro wth re g ulatio n; Kinase ;

Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ; Transfe rase

SRR12718 58 _TR6 558 1_c0 _g 1_i4_le n=28 15 LIP_STAHY
Q:6 6 2-

138 1,H:30 9 -542
29 .46 %ID E:1e -23 Lip ase . 0 ,0 0 3 2,0 57 0 3,278 0 2,55 0 2,49 5 1 -0 ,214 LIP_STAHY

Lip ase  (EC 3.1.1.3) (EC 3.1.1.32) (Pho sp ho lip ase  A1) (Triacylg lyce ro l l ip ase ) [Cle ave d  into : Lip ase  8 6  kDa

fo rm; Lip ase  46  kDa fo rm]
lip Stap hylo co ccus hyicus

3D-structure ; Calc ium; Dire ct p ro te in se q ue ncing ; Hyd ro lase ; Lip id  d e g rad atio n; Lip id

me tab o lism; Me tal-b ind ing ; Se cre te d ; Sig nal

SRR12718 58 _TR6 559 3_c1_g 3_i1_le n=8 6 5 NA NA NA NA NA . 0 ,6 9 2 1,0 43 0 3,246 0 2,435 0 2,423 1 -0 ,725 . . . . . .

SRR12718 58 _TR6 8 28 7_c3_g 2_i11_le n=40 9 1 RBOHC_SOLTU
Q:378 8 -

1779 ,H:16 -6 8 7
8 1.43%ID E:0 Re sp irato ry b urst o xid ase  ho mo lo g  p ro te in C

PF0 8 414.7^NADPH_Ox^Re sp irato ry b urst NADPH o xid ase ^149 -250 ^E:3.9 e -40 `PF1320 2.3^EF-

hand _5^EF hand ^252-274^E:0 .0 0 4`PF0 179 4.16 ^Fe rric_re d uct^Fe rric re d uctase  like

transme mb rane  co mp o ne nt^410 -56 6 ^E:4e -23`PF0 8 0 22.9 ^FAD_b ind ing _8 ^FAD-b ind ing

d o main^6 0 9 -6 8 8 ^E:5e -28

0 ,16 1,14 0 3,215 0 6 ,6 75 0 8 ,0 9 3 0 ,50 2 1,559 RBOHC_SOLTU
Re sp irato ry b urst o xid ase  ho mo lo g  p ro te in C (EC 1.11.1.-) (EC 1.6 .3.-) (NADPH o xid ase  RBOHC)

(StRBOHC)
RBOHC So lanum tub e ro sum (Po tato )

Calcium; Co ile d  co il; Co mp le te  p ro te o me ; FAD; Flavo p ro te in; Me mb rane ; Me tal-b ind ing ;

NADP; Oxid o re d uctase ; Pe ro xid ase ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Re p e at;

Transme mb rane ; Transme mb rane  he lix

SRR12718 59 _TR8 9 7_c0 _g 1_i1_le n=356 0 IKU2_ARATH
Q:330 7-

50 9 ,H:24-9 6 8
54.1%ID E:0 Re ce p to r-l ike  p ro te in kinase  HAIKU2

PF0 8 26 3.9 ^LRRNT_2^Le ucine  rich re p e at N-te rminal d o main^40 -78 ^E:1e -

0 9 `PF0 8 26 3.9 ^LRRNT_2^Le ucine  rich re p e at N-te rminal d o main^342-

348 ^E:70 0 0 `PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^542-

56 3^E:0 .6 2`PF0 8 26 3.9 ^LRRNT_2^Le ucine  rich re p e at N-te rminal d o main^6 49 -

6 58 ^E:9 6 0 0 `PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^6 8 2-9 6 5^E:3.1e -

44`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^6 8 3-9 6 7^E:1.4e -39

0 ,111 1,33 0 5,575 0 4,328 0 3,70 6 1 0 ,30 9 IKU2_ARATH Re ce p to r-l ike  p ro te in kinase  HAIKU2 (EC 2.7.11.1) IKU2 At3g 19 70 0  MMB12.19
Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Kinase ; Le ucine -rich re p e at; Me mb rane ;

Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re ce p to r; Re fe re nce  p ro te o me ; Re p e at;

Se rine /thre o nine -p ro te in kinase ; Sig nal; Transfe rase ; Transme mb rane ; Transme mb rane

he lix

SRR12718 59 _TR6 38 0 _c0 _g 1_i1_le n=6 125 NA NA NA NA NA PF0 776 5.9 ^KIP1^KIP1-like  p ro te in^14-8 7^E:3.5e -38 0 ,0 26 0 ,9 43 0 3,6 0 9 0 1,437 0 1,751 0 ,10 9 1,0 52 . . . . . .

SRR12718 59 _TR7412_c1_g 2_i1_le n=2743 SPL6 _ARATH
Q:9 8 9 -

16 27,H:8 3-26 2
48 .13%ID E:4e -49 Sq uamo sa p ro mo te r-b ind ing -like  p ro te in 6 PF0 3110 .11^SBP^SBP d o main^174-247^E:8 e -32 0 ,0 26 1,0 8 9 0 3,76 2 0 2,6 9 2 0 2,9 77 0 ,6 6 3 0 ,535 SPL6 _ARATH Sq uamo sa p ro mo te r-b ind ing -like  p ro te in 6 SPL6  At1g 6 9 170  F23O10 .24 F4N2.13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n; Zinc; Zinc-fing e r

SRR12718 59 _TR8 46 5_c1_g 1_i1_le n=28 49 RAP24_ARATH
Q:9 0 7-

1719 ,H:54-329
51.53%ID E:1e -58 Ethyle ne -re sp o nsive  transcrip tio n facto r RAP2-4 PF0 0 8 47.17^AP2^AP2 d o main^20 3-251^E:3.9 e -14 0 ,0 31 0 ,8 6 3 0 3,156 0 1,9 28 0 1,8 0 5 0 ,10 4 -0 ,49 2 RAP24_ARATH

Ethyle ne -re sp o nsive  transcrip tio n facto r RAP2-4 (Ethyle ne -re sp o nsive  transcrip tio n facto r ERF0 59 ) (Pro te in

RELATED TO APETALA2 4)

RAP2-4 ERF0 59  At1g 78 0 8 0  F28 K19 .29

T11I11.1

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Activato r; Co mp le te  p ro te o me ; DNA-b ind ing ; Ethyle ne  sig naling  p athway; Nucle us;

Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR12718 59 _TR10 8 0 8 _c0 _g 1_i10 _le n=236 5 PPH_ARATH
Q:20 0 2-79 1,H:3-

40 2
6 2.47%ID E:5e -172 Phe o p hytinase , chlo ro p lastic

PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase  fo ld ^157-439 ^E:1.1e -

13`PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^159 -443^E:7.4e -18
0 ,50 2 2,452 0 8 ,6 48 0 5,716 0 6 ,6 27 1 -0 ,8 13 PPH_ARATH

Phe o p hytinase , chlo ro p lastic (EC 3.1.1.-) (Phe o p hytin p he o p ho rb id e  hyd ro lase ) (Pro te in CO-REGULATED

WITH NYE1)
PPH CRN1 At5g 138 0 0  MAC12.25

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p hyll catab o lism; Chlo ro p last; Co mp le te  p ro te o me ; Hyd ro lase ; Me mb rane ; Plastid ;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

SRR12718 59 _TR1130 4_c0 _g 1_i1_le n=2270 CIPK5_ORYSJ
Q:179 1-430 ,H:1-

442
70 .0 2%ID E:0 CBL-inte racting  p ro te in kinase  5

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^18 -272^E:1.9 e -73`PF0 7714.14^Pkinase _Tyr^Pro te in

tyro sine  kinase ^19 -26 8 ^E:5.7e -40 `PF14531.3^Kinase -like ^Kinase -like ^111-26 0 ^E:3.5e -

0 9 `PF0 38 22.11^NAF^NAF d o main^329 -38 8 ^E:5.5e -22

0 ,40 9 0 ,43 0 2,447 0 1,423 0 1,79 2 0 ,423 0 ,38 1 CIPK5_ORYSJ CBL-inte racting  p ro te in kinase  5 (EC 2.7.11.1) (OsCIPK0 5)

CIPK5 Os0 1g 0 20 6 70 0  LOC_Os0 1g 10 8 9 0

OsJ_0 0 0 79 7 OSJNBa0 0 16 I0 9 .5

P0 451C0 6 .36

Oryza sativa sub sp . jap o nica (Rice )
ATP-b ind ing ; Co mp le te  p ro te o me ; Kinase ; Mang ane se ; Nucle o tid e -b ind ing ; Re fe re nce

p ro te o me ; Se rine /thre o nine -p ro te in kinase ; Transfe rase

SRR12718 59 _TR12174_c0 _g 1_i2_le n=1710 WRK18 _ARATH
Q:440 -

56 8 ,H:174-216
8 8 .37%ID E:2e -33 WRKY transcrip tio n facto r 18 . 0 ,0 44 2,6 0 7 0 4,8 19 0 3,19 0 3,8 19 0 ,0 8 -1,29 2 WRK18 _ARATH WRKY transcrip tio n facto r 18  (WRKY DNA-b ind ing  p ro te in 18 ) (AtWRKY18 ) WRKY18  At4g 318 0 0  F28 M20 .10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR12718 59 _TR12356 _c0 _g 2_i1_le n=58 4 MIRA_SYNDU
Q:44-379 ,H:10 3-

216
59 .13%ID E:6 e -37 Miraculin PF0 0 19 7.15^Kunitz_le g ume ^Tryp sin and  p ro te ase  inhib ito r^2-10 8 ^E:1.3e -26 0 ,0 0 3 0 ,755 0 1,59 0 2,0 8 5 0 1,8 19 0 -1,733 MIRA_SYNDU Miraculin (MIR)

Synse p alum d ulc ificum (Miracle

fruit) (Richad e lla d ulc ifica)
Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; G lyco p ro te in; Sig nal; Taste -mo d ifying  p ro te in

SRR12718 59 _TR16 0 70 _c0 _g 1_i2_le n=28 6 4 BH0 13_ARATH
Q:36 3-2156 ,H:1-

58 4
52.15%ID E:0 Transcrip tio n facto r b HLH13

PF14215.3^b HLH-MYC_N^b HLH-MYC and  R2R3-MYB transcrip tio n facto rs N-te rminal^52-

240 ^E:1e -54`PF0 0 0 10 .23^HLH^He lix-lo o p -he lix DNA-b ind ing  d o main^437-48 3^E:3.4e -10
0 ,79 8 0 ,30 4 0 2,6 8 7 0 4,737 0 5,218 1 0 ,0 0 1 BH0 13_ARATH

Transcrip tio n facto r b HLH13 (Basic he lix-lo o p -he lix p ro te in 13) (Atb HLH13) (b HLH 13) (Transcrip tio n facto r

EN 39 ) (b HLH transcrip tio n facto r b HLH0 13)
BHLH13 EN39  At1g 0 126 0  F6 F3.7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n;

Transcrip tio n re g ulatio n

SRR12718 59 _TR178 52_c0 _g 2_i1_le n=10 8 8 BH0 35_ARATH
Q:133-8 46 ,H:5-

240
53.47%ID E:5e -6 9 Transcrip tio n facto r b HLH35 PF0 0 0 10 .23^HLH^He lix-lo o p -he lix DNA-b ind ing  d o main^9 5-137^E:1.1e -11 0 ,0 44 1,0 3 0 3,6 6 0 3,557 0 3,518 0 ,748 0 ,29 7 BH0 35_ARATH

Transcrip tio n facto r b HLH35 (Basic he lix-lo o p -he lix p ro te in 35) (Atb HLH35) (b HLH 35) (Transcrip tio n facto r

EN 41) (b HLH transcrip tio n facto r b HLH0 35)
BHLH35 EN41 At5g 57150  MUL3.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR12718 59 _TR19 0 51_c0 _g 2_i1_le n=9 38 NA NA NA NA NA
PF0 6 20 0 .11^tify^tify d o main^77-10 7^E:6 .3e -15`PF0 9 425.7^CCT_2^Dive rg e nt CCT mo tif^143-

16 2^E:2.3e -0 8
0 ,158 1,6 13 0 5,176 0 6 ,8 9 0 7,416 1 -1,531 . . . . . .

SRR12718 59 _TR21346 _c0 _g 1_i1_le n=1347 ASPGB_ARATH
Q:119 0 -222,H:3-

324
8 3.28 %ID E:0 Pro b ab le  iso asp artyl p e p tid ase /L-asp arag inase  2 PF0 1112.15^Asp arag inase _2^Asp arag inase ^5-326 ^E:7.2e -10 8 0 ,48 9 -0 ,50 3 0 5,6 37 0 5,8 56 0 7,56 2 0 ,0 25 -1,9 24 ASPGB_ARATH

Pro b ab le  iso asp artyl p e p tid ase /L-asp arag inase  2 (EC 3.4.19 .5) (L-asp arag ine  amid o hyd ro lase  2) [Cle ave d

into : Iso asp artyl p e p tid ase /L-asp arag inase  2 sub unit alp ha; Iso asp artyl p e p tid ase /L-asp arag inase  2

sub unit b e ta]

At3g 16 150  MSL1.19
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Auto catalytic c le avag e ; Co mp le te  p ro te o me ; Hyd ro lase ; Pro te ase ;

Re fe re nce  p ro te o me

SRR12718 59 _TR279 0 8 _c1_g 1_i1_le n=9 45 HSP7C_PETHY
Q:9 44-

16 8 ,H:36 0 -6 18
9 5.37%ID E:3e -152 He at sho ck co g nate  70  kDa p ro te in PF0 0 0 12.17^HSP70 ^Hsp 70  p ro te in^2-259 ^E:1.2e -9 1 1 1,578 0 4,0 71 0 2,44 0 1,6 29 1 1,0 6 7 HSP7C_PETHY He at sho ck co g nate  70  kDa p ro te in HSP70 Pe tunia hyb rid a (Pe tunia) ATP-b ind ing ; Nucle o tid e -b ind ing ; Stre ss re sp o nse

SRR12718 59 _TR28 170 _c0 _g 1_i1_le n=9 6 5 NA NA NA NA NA . 0 ,19 5 1,325 0 3,8 6 8 0 4,121 0 4,38 3 0 ,239 1,548 . . . . . .

SRR12718 59 _TR28 775_c1_g 4_i1_le n=1553 Y150 0 _ARATH
Q:39 4-8 40 ,H:53-

20 1
6 4.6 7%ID E:1e -6 2

Pro b ab le  tyro sine -p ro te in p ho sp hatase

At1g 0 50 0 0

PF0 316 2.10 ^Y_p ho sp hatase 2^Tyro sine  p ho sp hatase  family^15-16 9 ^E:2.2e -

56 `PF13350 .3^Y_p ho sp hatase 3^Tyro sine  p ho sp hatase  family^9 0 -142^E:1.5e -0 6
0 ,719 -0 ,28 4 0 2,6 8 7 0 3,212 0 4,36 2 1 0 ,124 Y150 0 _ARATH Pro b ab le  tyro sine -p ro te in p ho sp hatase  At1g 0 50 0 0  (EC 3.1.3.48 ) At1g 0 50 0 0  T7A14.14

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Hyd ro lase ; Pro te in p ho sp hatase ;

Re fe re nce  p ro te o me

SRR12718 59 _TR29 245_c0 _g 2_i1_le n=1178 GSTF_HYOMU
Q:18 7-9 0 0 ,H:2-

212
6 1.34%ID E:2e -9 8 Glutathio ne  S-transfe rase

PF0 0 0 43.22^GST_C^Glutathio ne  S-transfe rase , C-te rminal d o main^48 -141^E:7e -

16 `PF13410 .3^GST_C_2^Glutathio ne  S-transfe rase , C-te rminal d o main^6 9 -135^E:9 .3e -

0 9 `PF1449 7.3^GST_C_3^Glutathio ne  S-transfe rase , C-te rminal d o main^75-142^E:2.1e -0 5

0 ,58 8 0 ,213 0 2,336 0 2,425 0 2,214 0 ,0 0 6 0 ,6 48 GSTF_HYOMU Glutathio ne  S-transfe rase  (EC 2.5.1.18 ) (25 kDa auxin-b ind ing  p ro te in) (GST class-p hi)
Hyo scyamus muticus (Eg yp tian

he nb ane )
Auxin s ig naling  p athway; Dire ct p ro te in se q ue ncing ; Transfe rase

SRR12718 59 _TR310 6 1_c2_g 2_i2_le n=1457 NAC72_ARATH
Q:1455-

8 53,H:8 4-242
53.9 2%ID E:8 e -54 NAC d o main-co ntaining  p ro te in 72 . 0 ,226 2,179 0 7,0 41 0 7,453 0 7,341 1 0 ,8 74 NAC72_ARATH NAC d o main-co ntaining  p ro te in 72 (ANAC0 72) (Pro te in RESPONSIVE TO DESICCATION 26 ) NAC0 72 RD26  At4g 27410  F27G19 .10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR12718 59 _TR32557_c0 _g 1_i1_le n=1232 IF4E1_MAIZE
Q:233-8 0 2,H:30 -

217
78 .42%ID E:9 e -10 7 Eukaryo tic translatio n initiatio n facto r 4E-1 PF0 16 52.15^IF4E^Eukaryo tic initiatio n facto r 4E^50 -20 5^E:3.9 e -53 0 ,9 59 0 ,0 33 0 1,40 8 0 1,58 5 0 1,6 11 0 ,323 0 ,29 6 IF4E1_MAIZE

Eukaryo tic translatio n initiatio n facto r 4E-1 (e IF-4E-1) (e IF4E-1) (e IF-4F 25 kDa sub unit) (e IF-4F p 26  sub unit)

(mRNA cap -b ind ing  p ro te in)
Ze a mays (Maize )

Co mp le te  p ro te o me ; Disulfid e  b o nd ; Initiatio n facto r; Pro te in b io synthe sis; RNA-b ind ing ;

Re fe re nce  p ro te o me ; Translatio n re g ulatio n

SRR12718 59 _TR3446 0 _c0 _g 1_i2_le n=146 5 SABP2_TOBAC
Q:39 9 -8 9 3,H:5-

16 9
47.13%ID E:4e -38 Salicylic acid -b ind ing  p ro te in 2

PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase  fo ld ^10 5-213^E:2.1e -

14`PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^10 6 -211^E:3.1e -

12`PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^10 6 -210 ^E:2.1e -10

1 -0 ,18 1 0 3,512 0 4,153 0 4,6 52 1 1,178 SABP2_TOBAC Salicylic acid -b ind ing  p ro te in 2 (NtSABP2) (EC 3.1.1.-) (Me thyl salicylate  e ste rase ) SABP2
Nico tiana tab acum (Co mmo n

to b acco )
3D-structure ; Hyd ro lase ; Immunity; Innate  immunity; Plant d e fe nse

SRR12718 59 _TR3446 0 _c0 _g 1_i4_le n=1440 MES9 _ARATH
Q:39 9 -

116 9 ,H:2-255
43.19 %ID E:2e -6 3 Me thyle ste rase  9

PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase  fo ld ^10 5-344^E:6 .5e -

15`PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^10 6 -349 ^E:1.4e -

16 `PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^10 6 -215^E:2.4e -12

0 ,0 6 2 0 ,9 28 0 6 ,473 0 5,18 1 0 6 ,0 0 1 0 ,19 6 0 ,748 MES9 _ARATH Me thyle ste rase  9  (AtMES9 ) (EC 3.1.1.-) MES9  At4g 37150  AP22.78  C7A10 .210
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Hyd ro lase ; Immunity; Innate  immunity; Plant d e fe nse ; Re fe re nce

p ro te o me

SRR12718 59 _TR37173_c0 _g 1_i6 _le n=16 10 JMT_ARATH
Q:28 6 -1422,H:2-

38 7
47.46 %ID E:3e -10 4 Jasmo nate  O-me thyltransfe rase PF0 349 2.12^Me thyltransf_7^SAM d e p e nd e nt carb o xyl me thyltransfe rase ^43-256 ^E:9 .8 e -8 6 0 ,0 1 2,0 4 0 5,42 0 4,59 4 0 5,229 1 0 ,14 JMT_ARATH

Jasmo nate  O-me thyltransfe rase  (EC 2.1.1.141) (S-ad e no syl-L-me thio nine :jasmo nic acid  carb o xyl

me thyltransfe rase )
JMT At1g 19 6 40  F14P1.3

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Lip id  me tab o lism; o xylip in b io synthe sis.

Co mp le te  p ro te o me ; Cyto p lasm; Fatty acid  b io synthe sis; Fatty acid  me tab o lism; Lip id

b io synthe sis; Lip id  me tab o lism; Me thyltransfe rase ; Nucle us; Oxylip in b io synthe sis;

Re fe re nce  p ro te o me ; S-ad e no syl-L-me thio nine ; Transfe rase

SRR12718 59 _TR38 142_c0 _g 1_i3_le n=240 6 CIPKC_ARATH
Q:20 8 1-735,H:5-

459
8 1.54%ID E:0

CBL-inte racting  se rine /thre o nine -p ro te in kinase

12

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^53-30 7^E:8 .3e -77`PF0 7714.14^Pkinase _Tyr^Pro te in

tyro sine  kinase ^54-30 3^E:2.3e -40 `PF14531.3^Kinase -like ^Kinase -like ^147-29 5^E:1.6 e -

0 9 `PF0 38 22.11^NAF^NAF d o main^359 -415^E:6 e -24

0 ,429 0 ,524 0 2,6 6 6 0 1,8 34 0 2,241 0 ,6 23 0 ,432 CIPKC_ARATH
CBL-inte racting  se rine /thre o nine -p ro te in kinase  12 (EC 2.7.11.1) (SNF1-re late d  kinase  3.9 ) (SOS2-like

p ro te in kinase  PKS8 )
CIPK12 PKS8  SnRK3.9  At4g 18 70 0  F28 A21.110

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Kinase ; Mang ane se ; Nucle o tid e -b ind ing ;

Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Se rine /thre o nine -p ro te in kinase ; Transfe rase

SRR12718 59 _TR39 144_c0 _g 1_i5_le n=158 1 NAGK_DICDI
Q:1124-159 ,H:3-

316
33.13%ID E:3e -50 N-ace tyl-D-g luco samine  kinase PF0 18 6 9 .17^BcrAD_Bad FG^Bad F/Bad G/BcrA/BcrD ATPase  family^30 -345^E:3.5e -51 0 ,59 3 0 ,553 0 2,39 5 0 2,76 5 0 3,0 8 1 -0 ,458 NAGK_DICDI N-ace tyl-D-g luco samine  kinase  (N-ace tylg luco samine  kinase ) (EC 2.7.1.59 ) (G lcNAc kinase ) nag k DDB_G0 28 4433

Dictyo ste lium d isco id e um (Slime

mo ld )

ATP-b ind ing ; Co mp le te  p ro te o me ; Kinase ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ;

Transfe rase

SRR12718 59 _TR39 719 _c1_g 1_i1_le n=1323 HYES_RAT
Q:179 -

10 9 6 ,H:245-542
33.44%ID E:4e -49 Bifunctio nal e p o xid e  hyd ro lase  2

PF0 7224.8 ^Chlo ro p hyllase ^Chlo ro p hyllase ^19 -116 ^E:9 .8 e -

0 5`PF12740 .4^Chlo ro p hyllase 2^Chlo ro p hyllase  e nzyme ^20 -129 ^E:2.2e -

0 7`PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase  fo ld ^25-158 ^E:1.6 e -

17`PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^26 -143^E:1.1e -

11`PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^27-311^E:9 .9 e -21

0 ,16 0 ,6 12 0 2,8 6 6 0 1,58 4 0 1,232 0 ,6 79 0 ,223 HYES_RAT
Bifunctio nal e p o xid e  hyd ro lase  2 [Includ e s: Cyto so lic e p o xid e  hyd ro lase  2 (CEH) (EC 3.3.2.10 ) (Ep o xid e

hyd ratase ) (So lub le  e p o xid e  hyd ro lase ) (SEH); Lip id -p ho sp hate  p ho sp hatase  (EC 3.1.3.76 )]
Ep hx2 Rattus no rve g icus (Rat)

Ace tylatio n; Aro matic hyd ro carb o ns catab o lism; Co mp le te  p ro te o me ; Cyto p lasm;

De to xificatio n; Dire ct p ro te in se q ue ncing ; Hyd ro lase ; Lip id  me tab o lism; Lip o p ro te in;

Mag ne sium; Me tal-b ind ing ; Multifunctio nal e nzyme ; Pe ro xiso me ; Pho sp ho p ro te in;

Re fe re nce  p ro te o me

SRR12718 59 _TR41321_c0 _g 1_i1_le n=19 9 8 C9 4C1_ARATH
Q:1754-

378 ,H:31-49 4
6 0 %ID E:0 Cyto chro me  P450  9 4C1 PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^121-522^E:6 .9 e -58 0 ,0 0 1 1,713 0 3,425 0 4,0 29 0 4,1 0 ,352 -0 ,9 78 C9 4C1_ARATH Cyto chro me  P450  9 4C1 (EC 1.14.-.-) CYP9 4C1 At2g 276 9 0  F15K20 .21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; He me ; Iro n; Jasmo nic acid  s ig naling  p athway; Me mb rane ; Me tal-

b ind ing ; Mo no o xyg e nase ; Oxid o re d uctase ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix

SRR12718 59 _TR41420 _c0 _g 1_i1_le n=216 4 LIP_STAHY
Q:1435-

6 0 2,H:30 9 -570
30 .41%ID E:3e -26 Lip ase . 0 ,0 0 2 1,8 36 0 3,9 43 0 2,254 0 2,352 0 ,6 2 -0 ,547 LIP_STAHY

Lip ase  (EC 3.1.1.3) (EC 3.1.1.32) (Pho sp ho lip ase  A1) (Triacylg lyce ro l l ip ase ) [Cle ave d  into : Lip ase  8 6  kDa

fo rm; Lip ase  46  kDa fo rm]
lip Stap hylo co ccus hyicus

3D-structure ; Calc ium; Dire ct p ro te in se q ue ncing ; Hyd ro lase ; Lip id  d e g rad atio n; Lip id

me tab o lism; Me tal-b ind ing ; Se cre te d ; Sig nal

SRR12718 59 _TR41710 _c0 _g 1_i3_le n=139 3 SGRW_PEA
Q:230 -9 52,H:1-

236
70 .6 6 %ID E:6 e -116 Pro te in STAY-GREEN, chlo ro p lastic PF126 38 .4^Stayg re e n^Stayg re e n p ro te in^54-20 5^E:3.3e -58 0 ,18 9 2,0 74 0 4,9 0 1 0 5,451 0 5,6 36 1 1,19 8 SGRW_PEA Pro te in STAY-GREEN, chlo ro p lastic (Pro te in STAYGREEN) SGR Pisum sativum (Gard e n p e a) Chlo ro p last; Plastid ; Transit p e p tid e

SRR12718 59 _TR438 8 2_c0 _g 2_i1_le n=2471 PTR8 _ARATH
Q:1249 -

2139 ,H:28 8 -58 1
53.36 %ID E:7e -10 7 Pro te in NRT1/ PTR FAMILY 2.9 PF0 0 8 54.18 ^PTR2^POT family^128 -326 ^E:2.1e -34 0 ,0 0 3 1,18 6 0 3,0 9 0 1,8 38 0 1,39 9 0 ,6 75 0 ,31 PTR8 _ARATH Pro te in NRT1/ PTR FAMILY 2.9  (AtNPF2.9 ) (Nitrate  transp o rte r 1.9 ) NPF2.9  NRT1.9  At1g 18 8 8 0  F6 A14.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR12718 59 _TR4446 4_c0 _g 1_i1_le n=338 3 SUS2_PEA
Q:29 6 1-541,H:1-

8 0 7
8 2.4%ID E:0 Sucro se  synthase  2

PF0 0 8 6 2.16 ^Sucro se _synth^Sucro se  synthase ^10 -556 ^E:1.1e -

29 2`PF0 0 534.17^Glyco s_transf_1^Glyco syl transfe rase s g ro up  1^56 1-744^E:1.7e -

32`PF136 9 2.3^Glyco _trans_1_4^Glyco syl transfe rase s g ro up  1^574-727^E:2.1e -10

0 ,537 0 ,29 1 0 2,16 4 0 2,0 21 0 1,6 6 1 0 ,152 0 ,8 6 3 SUS2_PEA Sucro se  synthase  2 (EC 2.4.1.13) (Sucro se -UDP g luco syltransfe rase  2) SUS2 Pisum sativum (Gard e n p e a) Glyco syltransfe rase ; Transfe rase

SRR12718 59 _TR46 8 48 _c0 _g 2_i4_le n=2239 NA NA NA NA NA PF0 419 9 .10 ^Cyclase ^Putative  cyclase ^6 0 -213^E:1.4e -19 0 ,30 6 0 ,56 5 0 1,9 37 0 3,8 9 4 0 2,76 3 0 ,79 8 0 ,376 . . . . . .

SRR12718 59 _TR46 9 37_c0 _g 1_i3_le n=1732 WRKY6 _ARATH
Q:40 0 -

1233,H:20 4-49 8
6 0 .9 3%ID E:1e -8 1 WRKY transcrip tio n facto r 6 PF0 310 6 .12^WRKY^WRKY DNA -b ind ing  d o main^158 -215^E:6 .1e -27 0 ,118 1,76 2 0 6 ,9 14 0 4,0 2 0 4,521 0 ,732 -0 ,455 WRKY6 _ARATH WRKY transcrip tio n facto r 6  (WRKY DNA-b ind ing  p ro te in 6 ) (AtWRKY6 ) WRKY6  At1g 6 230 0  F19 K23.22

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Activato r; Co mp le te  p ro te o me ; DNA-b ind ing ; Ethyle ne  sig naling  p athway; Nucle us;

Re fe re nce  p ro te o me ; Re p re sso r; Transcrip tio n; Transcrip tio n re g ulatio n

SRR3420 17_TR28 16 _c0 _g 1_i1_le n=130 2 PPCK1_ARATH
Q:116 3-

36 0 ,H:13-279
57.41%ID E:1e -10 6 Pho sp ho e no lp yruvate  carb o xylase  kinase  1

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^10 -26 8 ^E:5.6 e -70 `PF0 7714.14^Pkinase _Tyr^Pro te in

tyro sine  kinase ^10 -26 3^E:9 e -29 `PF14531.3^Kinase -like ^Kinase -like ^44-217^E:9 .2e -10
0 ,0 77 0 ,6 6 2 0 2,0 33 0 2,70 2 0 2,9 8 8 0 ,20 4 0 ,552 PPCK1_ARATH Pho sp ho e no lp yruvate  carb o xylase  kinase  1 (AtPPCK1) (EC 2.7.11.1) PPCK1 At1g 0 8 6 50  F22O13.13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Kinase ; Nucle o tid e -b ind ing ;

Pyruvate ; Re fe re nce  p ro te o me ; Se rine /thre o nine -p ro te in kinase ; Transfe rase

SRR3420 17_TR3714_c0 _g 1_i2_le n=2246 IAA26 _ARATH
Q:10 52-

16 57,H:6 0 -26 1
51.6 3%ID E:7e -52 Auxin-re sp o nsive  p ro te in IAA26 PF0 230 9 .13^AUX_IAA^AUX/IAA family^43-322^E:5.1e -56 0 ,8 32 0 ,311 0 3,8 9 0 3,8 7 0 4,56 9 0 ,29 9 1,20 9 IAA26 _ARATH

Auxin-re sp o nsive  p ro te in IAA26  (Ind o le ace tic acid -ind uce d  p ro te in 26 ) (Phyto chro me -asso ciate d  p ro te in

1)
IAA26  PAP1 At3g 16 50 0  MDC8 .13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Auxin s ig naling  p athway; Co mp le te  p ro te o me ; Nucle us; Re fe re nce  p ro te o me ; Re p re sso r;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR3420 17_TR50 17_c0 _g 2_i5_le n=1434 MIRA_SYNDU
Q:143-6 8 2,H:31-

216
50 .53%ID E:3e -46 Miraculin PF0 0 19 7.15^Kunitz_le g ume ^Tryp sin and  p ro te ase  inhib ito r^53-227^E:6 .9 e -42 0 ,0 0 1 0 ,8 4 0 2,0 57 0 2,0 22 0 1,9 2 0 ,0 0 5 -1,158 MIRA_SYNDU Miraculin (MIR)

Synse p alum d ulc ificum (Miracle

fruit) (Richad e lla d ulc ifica)
Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; G lyco p ro te in; Sig nal; Taste -mo d ifying  p ro te in

SRR3420 17_TR8 8 14_c0 _g 1_i1_le n=476 8 ALDO4_ARATH
Q:49 6 -456 3,H:2-

1333
58 .24%ID E:0 Be nzald e hyd e  d e hyd ro g e nase  (NAD(+))

PF0 0 111.24^Fe r2^2Fe -2S iro n-sulfur c luste r b ind ing  d o main^23-9 0 ^E:2.6 e -

0 7`PF0 179 9 .17^Fe r2_2^[2Fe -2S] b ind ing  d o main^10 1-18 7^E:2.7e -

22`PF0 0 9 41.18 ^FAD_b ind ing _5^FAD b ind ing  d o main in mo lyb d o p te rin d e hyd ro g e nase ^244-

423^E:3.8 e -39 `PF0 3450 .14^CO_d e h_flav_C^CO d e hyd ro g e nase  flavo p ro te in C-te rminal

d o main^444-546 ^E:1.3e -21`PF0 1315.19 ^Ald _Xan_d h_C^Ald e hyd e  o xid ase  and  xanthine

d e hyd ro g e nase , a/b  hamme rhe ad  d o main^6 20 -726 ^E:1.4e -

24`PF0 2738 .15^Ald _Xan_d h_C2^Mo lyb d o p te rin-b ind ing  d o main o f ald e hyd e

d e hyd ro g e nase ^756 -1277^E:5.8 e -158

0 ,115 0 ,536 0 1,6 47 0 1,515 0 ,0 0 1 1,48 8 0 ,37 0 ,417 ALDO4_ARATH
Be nzald e hyd e  d e hyd ro g e nase  (NAD(+)) (EC 1.2.1.28 ) (Ald e hyd e  o xid ase  4) (AO-4) (AtAO-4) (AtAO2)

(Ind o le -3-ace tald e hyd e  o xid ase ) (IAA o xid ase ) (EC 1.2.3.7)
AAO4 AO2 At1g 0 458 0  T1G11.17

Arab id o p sis thaliana (Mo use -e ar

cre ss)

2Fe -2S; Ab scis ic acid  b io synthe sis; Auxin b io synthe sis; Co mp le te  p ro te o me ; Cyto p lasm;

FAD; Flavo p ro te in; Iro n; Iro n-sulfur; Me tal-b ind ing ; Mo lyb d e num; NAD; Oxid o re d uctase ;

Re fe re nce  p ro te o me

SRR3420 17_TR19 436 _c1_g 5_i2_le n=9 6 7 GILT_HUMAN
Q:58 4-36 ,H:6 2-

243
37.23%ID E:1e -29

Gamma-inte rfe ro n-ind ucib le  lyso so mal thio l

re d uctase
PF0 3227.13^GILT^Gamma inte rfe ro n ind ucib le  lyso so mal thio l re d uctase  (GILT)^41-143^E:3e -29 0 ,10 5 -1 0 7,226 0 8 ,30 7 0 7,9 27 1 0 GILT_HUMAN

Gamma-inte rfe ro n-ind ucib le  lyso so mal thio l re d uctase  (EC 1.8 .-.-) (Gamma-inte rfe ro n-ind ucib le  p ro te in IP-

30 ) (Le g umaturain)
IFI30  GILT IP30 Ho mo  sap ie ns (Human)

Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; G lyco p ro te in; Immunity;

Lyso so me ; Oxid o re d uctase ; Re d o x-active  ce nte r; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 17_TR258 9 1_c0 _g 1_i6 _le n=158 3 NA NA NA NA NA PF0 7712.9 ^SURNo d 19 ^Stre ss up -re g ulate d  No d  19 ^22-36 5^E:1.7e -16 9 0 ,0 16 1,26 5 0 3,9 8 2 0 2,79 9 0 2,8 6 4 0 ,6 6 6 0 ,26 9 . . . . . .

SRR3420 17_TR27234_c0 _g 1_i1_le n=229 4 PME40 _ARATH
Q:523-

19 6 2,H:37-518
55.56 %ID E:0

Pro b ab le  p e ctine ste rase /p e ctine ste rase  inhib ito r

40

PF0 40 43.12^PMEI^Plant inve rtase /p e ctin me thyle ste rase  inhib ito r^6 3-210 ^E:1e -

26 `PF0 10 9 5.16 ^Pe ctine ste rase ^Pe ctine ste rase ^258 -555^E:1.2e -144
0 ,275 0 ,455 0 4,223 0 2,457 0 3,527 0 ,8 32 -0 ,328 PME40 _ARATH

Pro b ab le  p e ctine ste rase /p e ctine ste rase  inhib ito r 40  [Includ e s: Pe ctine ste rase  inhib ito r 40  (Pe ctin

me thyle ste rase  inhib ito r 40 ); Pe ctine ste rase  40  (PE 40 ) (EC 3.1.1.11) (Pe ctin me thyle ste rase  40 )

(AtPME40 )]

PME40  ARATH40  At4g 0 2320  T14P8 .1
Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: G lycan me tab o lism; p e ctin d e g rad atio n; 2-d e hyd ro -3-d e o xy-D-g luco nate  fro m p e ctin:

ste p  1/5.

Asp artyl e ste rase ; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ;

Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 19 _TR20 72_c0 _g 1_i7_le n=18 58 TI10 A_ARATH
Q:1316 -6 8 7,H:4-

219
39 .74%ID E:1e -30 Pro te in TIFY 10 A

PF0 6 20 0 .11^tify^tify d o main^10 5-137^E:3.1e -19 `PF0 9 425.7^CCT_2^Dive rg e nt CCT mo tif^19 2-

20 9 ^E:7.1e -0 8
0 ,0 0 3 3,129 0 4,9 56 0 2,747 0 2,36 2 1 0 ,274 TI10 A_ARATH Pro te in TIFY 10 A (Jasmo nate  ZIM d o main-co ntaining  p ro te in 1) TIFY10 A JAZ1 At1g 19 18 0  T29 M8 .5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Jasmo nic acid  s ig naling  p athway;

Nucle us; Plant d e fe nse ; Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n; Ub l

co njug atio n

SRR3420 19 _TR219 2_c0 _g 1_i1_le n=116 3 NA NA NA NA NA . 0 ,118 2,274 0 4,0 8 4 0 5,0 27 0 5,546 1 0 ,10 7 . . . . . .

SRR3420 19 _TR219 2_c0 _g 2_i2_le n=10 54 IAA26 _ARATH
Q:10 20 -

30 7,H:6 0 -26 7
48 .8 %ID E:4e -6 0 Auxin-re sp o nsive  p ro te in IAA26 PF0 230 9 .13^AUX_IAA^AUX/IAA family^20 -142^E:4.7e -34 0 ,732 0 ,555 0 3,10 9 0 4,36 1 0 4,9 52 1 0 ,328 IAA26 _ARATH

Auxin-re sp o nsive  p ro te in IAA26  (Ind o le ace tic acid -ind uce d  p ro te in 26 ) (Phyto chro me -asso ciate d  p ro te in

1)
IAA26  PAP1 At3g 16 50 0  MDC8 .13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Auxin s ig naling  p athway; Co mp le te  p ro te o me ; Nucle us; Re fe re nce  p ro te o me ; Re p re sso r;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR3420 19 _TR2738 _c0 _g 1_i1_le n=1423 ACMAT_VITLA
Q:130 1-

8 73,H:10 -150
6 2.0 7%ID E:1e -47 Me thano l O-anthranilo yltransfe rase PF0 2458 .12^Transfe rase ^Transfe rase  family^6 -147^E:1.4e -23 1 -0 ,0 52 0 3,0 48 0 5,159 0 5,419 0 ,732 0 ,6 8 2 ACMAT_VITLA

Me thano l O-anthranilo yltransfe rase  (EC 2.3.1.232) (Anthranilo yl-Co A:me thano l acyltransfe rase ) (Be nzyl

alco ho l O-b e nzo yltransfe rase ) (EC 2.3.1.19 6 )
AMAT Vitis lab rusca (Co nco rd  g rap e ) Acyltransfe rase ; Dire ct p ro te in se q ue ncing ; Transfe rase

SRR3420 19 _TR28 70 _c0 _g 7_i15_le n=3527 AFS1_MALDO
Q:2531-

338 2,H:274-559
54.7%ID E:2e -9 5 (E,E)-alp ha-farne se ne  synthase PF0 39 36 .13^Te rp e ne _synth_C^Te rp e ne  synthase  family, me tal b ind ing  d o main^1-158 ^E:6 .8 e -43 1 0 ,49 4 0 5,248 0 5,755 0 6 ,20 6 1 1,0 17 AFS1_MALDO (E,E)-alp ha-farne se ne  synthase  (Md ASF1) (EC 4.2.3.46 ) (Pre nyltransfe rase ) (EC 2.5.1.-) AFS1 AFAR

Malus d o me stica (Ap p le ) (Pyrus

malus)
Cyto p lasm; Lyase ; Mag ne sium; Mang ane se ; Me tal-b ind ing ; Po tassium; Transfe rase

SRR3420 19 _TR339 8 _c0 _g 1_i2_le n=8 10 GSTUI_ARATH
Q:6 9 9 -

133,H:38 -227
6 8 .9 5%ID E:9 e -8 7 Glutathio ne  S-transfe rase  U18

PF13417.3^GST_N_3^Glutathio ne  S-transfe rase , N-te rminal d o main^4-47^E:1.8 e -

0 7`PF0 279 8 .17^GST_N^Glutathio ne  S-transfe rase , N-te rminal d o main^11-47^E:8 .8 e -

10 `PF0 0 0 43.22^GST_C^Glutathio ne  S-transfe rase , C-te rminal d o main^6 8 -16 9 ^E:5.3e -0 8

0 ,75 -0 ,10 8 0 3,0 8 2 0 1,29 8 0 1,331 0 ,319 -1,115 GSTUI_ARATH
Glutathio ne  S-transfe rase  U18  (AtGSTU18 ) (EC 2.5.1.18 ) (GST class-tau me mb e r 18 ) (G lutathio ne  S-

transfe rase  29 )
GSTU18  GST29  At1g 10 36 0  F14N23.24

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Cyto p lasm; De to xificatio n; Re fe re nce  p ro te o me ; Transfe rase

SRR3420 19 _TR50 9 6 _c2_g 6 _i2_le n=8 78 NA NA NA NA NA PF1436 8 .3^LTP_2^Pro b ab le  l ip id  transfe r^13-10 4^E:2.2e -19 0 ,48 1 0 ,18 6 0 2,8 71 0 1,9 39 0 1,9 4 1 -1,56 . . . . . .

SRR3420 19 _TR7445_c2_g 3_i2_le n=19 12 SPEA_BACSU
Q:28 2-1715,H:7-

474
35.14%ID E:5e -8 2 Arg inine  d e carb o xylase

PF0 1276 .17^OKR_DC_1^Orn/Lys/Arg  d e carb o xylase , majo r d o main^6 3-430 ^E:1.5e -

6 5`PF0 0 155.18 ^Amino tran_1_2^Amino transfe rase  class I and  II^125-26 1^E:2e -

10 `PF0 0 26 6 .16 ^Amino tran_5^Amino transfe rase  class-V^125-28 9 ^E:2.2e -

0 8 `PF0 1212.18 ^Be ta_e lim_lyase ^Be ta-e liminating  lyase ^126 -258 ^E:6 .8 e -

0 5`PF0 10 53.17^Cys_Me t_Me ta_PP^Cys/Me t me tab o lism PLP-d e p e nd e nt e nzyme ^128 -

29 0 ^E:2.3e -0 5`PF0 10 41.14^De g T_DnrJ_EryC1^De g T/DnrJ/EryC1/StrS amino transfe rase

family^138 -26 4^E:9 .4e -0 9 `PF0 58 8 9 .10 ^Se p Se cS^O-p ho sp ho se ryl-tRNA(Se c) se le nium

transfe rase , Se p Se cS^16 0 -28 8 ^E:1.1e -0 6 `PF0 3711.12^OKR_DC_1_C^Orn/Lys/Arg

d e carb o xylase , C-te rminal d o main^471-533^E:1.4e -0 8

0 ,21 -0 ,352 0 4,8 38 0 6 ,48 7 0 7,8 39 0 ,8 42 0 ,10 1 SPEA_BACSU Arg inine  d e carb o xylase  (EC 4.1.1.19 ) sp e A cad  BSU146 30 Bacillus sub til is  (strain 16 8 )
PATHWAY: Amine  and  p o lyamine  b io synthe sis; ag matine  b io synthe sis; ag matine  fro m L-arg inine :

ste p  1/1.

Co mp le te  p ro te o me ; Cyto p lasm; De carb o xylase ; Lyase ; Po lyamine  b io synthe sis;

Putre scine  b io synthe sis; Pyrid o xal p ho sp hate ; Re fe re nce  p ro te o me ; Sp e rmid ine

b io synthe sis

SRR3420 19 _TR9 20 2_c0 _g 3_i1_le n=330 NA NA NA NA NA . 0 ,732 0 ,6 0 8 0 4,9 21 0 1,9 9 2 0 1,559 0 ,129 -2,8 1 . . . . . .

SRR3420 19 _TR11375_c0 _g 1_i2_le n=19 8 9 NA NA NA NA NA
PF0 5542.8 ^DUF76 0 ^Pro te in o f unkno wn functio n (DUF76 0 )^8 7-16 5^E:1.2e -

0 ,59 4 0 ,254 0 2,475 0 1,38 3 0 2,158 0 ,123 0 ,722 . . . . . .



SRR3420 19 _TR11375_c0 _g 1_i2_le n=19 8 9 NA NA NA NA NA
17`PF0 5542.8 ^DUF76 0 ^Pro te in o f unkno wn functio n (DUF76 0 )^26 0 -345^E:2.7e -14

0 ,59 4 0 ,254 0 2,475 0 1,38 3 0 2,158 0 ,123 0 ,722 . . . . . .

SRR3420 19 _TR120 0 5_c1_g 2_i2_le n=1751 TRPB_CAMAC
Q:129 2-72,H:8 5-

456
6 0 .24%ID E:4e -174 Tryp to p han synthase  b e ta chain 2, chlo ro p lastic PF0 0 29 1.22^PALP^Pyrid o xal-p ho sp hate  d e p e nd e nt e nzyme ^154-438 ^E:1.7e -40 0 ,254 3,58 5 0 9 ,378 0 6 ,8 0 9 0 7,8 8 2 1 -0 ,345 TRPB_CAMAC Tryp to p han synthase  b e ta chain 2, chlo ro p lastic (EC 4.2.1.20 ) TSB

Camp to the ca acuminata (Hap p y

tre e )

PATHWAY: Amino -acid  b io synthe sis; L-tryp to p han b io synthe sis; L-tryp to p han fro m cho rismate :

ste p  5/5.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last; Lyase ; Plastid ;

Pyrid o xal p ho sp hate ; Transit p e p tid e ; Tryp to p han b io synthe sis

SRR3420 19 _TR136 6 0 _c2_g 2_i11_le n=1714 B2_DAUCA
Q:9 18 -

46 6 ,H:55-20 5
9 2.0 5%ID E:1e -9 7 B2 p ro te in PF10 539 .6 ^De v_Ce ll_De ath^De ve lo p me nt and  ce ll d e ath d o main^19 9 -326 ^E:2.2e -41 0 ,317 0 ,542 0 2,0 36 0 1,744 0 1,8 9 7 0 ,334 0 ,31 B2_DAUCA B2 p ro te in Daucus caro ta (Wild  carro t)

SRR3420 19 _TR14141_c0 _g 4_i2_le n=118 8 PTR53_ARATH
Q:10 0 4-6 ,H:27-

359
56 .59 %ID E:9 e -134 Pro te in NRT1/ PTR FAMILY 2.11 PF0 0 8 54.18 ^PTR2^POT family^9 5-338 ^E:3e -38 0 ,517 1,151 0 4,775 0 5,14 0 5,58 8 0 ,38 1 1,424 PTR53_ARATH

Pro te in NRT1/ PTR FAMILY 2.11 (AtNPF2.11) (Nitrate  transp o rte r 1.10 ) (Pro te in GLUCOSINOLATE

TRANSPORTER-2)

NPF2.11 GTR2 NRT1.10  At5g 6 26 8 0

MRG21.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR3420 19 _TR15113_c3_g 1_i4_le n=20 6 2 PRS2_SOLTU
Q:19 25-

1470 ,H:1-155
35.6 7%ID E:5e -22 Patho g e ne sis-re late d  p ro te in STH-2 PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^1-147^E:4e -13 0 ,316 0 ,6 78 0 1,9 0 5 0 1,76 0 1,456 1 0 PRS2_SOLTU Patho g e ne sis-re late d  p ro te in STH-2 STH-2 So lanum tub e ro sum (Po tato ) Co mp le te  p ro te o me ; Patho g e ne sis-re late d  p ro te in; Plant d e fe nse ; Re fe re nce  p ro te o me

SRR3420 19 _TR16 511_c1_g 3_i1_le n=16 0 6 TIP13_ARATH
Q:10 2-8 57,H:1-

252
79 .76 %ID E:2e -139 Aq uap o rin TIP1-3 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^14-234^E:6 .5e -74 0 ,0 0 5 6 ,253 0 5,759 0 4,29 3 0 2,543 1 0 ,19 7 TIP13_ARATH

Aq uap o rin TIP1-3 (Gamma-to no p last intrinsic p ro te in 3) (Gamma-TIP3) (To no p last intrinsic p ro te in 1-3)

(AtTIP1;3) [Cle ave d  into : Aq uap o rin TIP1-3, N-te rminally p ro ce sse d ]
TIP1-3 At4g 0 1470  F11O4.1

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Stre ss

re sp o nse ; Transme mb rane ; Transme mb rane  he lix; Transp o rt; Vacuo le

SRR3420 19 _TR22279 _c1_g 4_i2_le n=1337 GSTF_HYOMU
Q:9 10 -272,H:2-

212
6 8 .54%ID E:3e -10 3 Glutathio ne  S-transfe rase

PF0 279 8 .17^GST_N^Glutathio ne  S-transfe rase , N-te rminal d o main^8 -79 ^E:1.7e -

15`PF13417.3^GST_N_3^Glutathio ne  S-transfe rase , N-te rminal d o main^10 -8 5^E:6 .5e -

13`PF1340 9 .3^GST_N_2^Glutathio ne  S-transfe rase , N-te rminal d o main^14-78 ^E:1.6 e -

0 5`PF0 0 0 43.22^GST_C^Glutathio ne  S-transfe rase , C-te rminal d o main^114-20 7^E:1.8 e -

15`PF13410 .3^GST_C_2^Glutathio ne  S-transfe rase , C-te rminal d o main^135-20 1^E:2e -

0 8 `PF1449 7.3^GST_C_3^Glutathio ne  S-transfe rase , C-te rminal d o main^141-20 8 ^E:5.4e -0 5

0 ,0 0 9 0 ,6 14 0 3,141 0 2,53 0 2,0 8 6 0 ,0 71 0 ,8 22 GSTF_HYOMU Glutathio ne  S-transfe rase  (EC 2.5.1.18 ) (25 kDa auxin-b ind ing  p ro te in) (GST class-p hi)
Hyo scyamus muticus (Eg yp tian

he nb ane )
Auxin s ig naling  p athway; Dire ct p ro te in se q ue ncing ; Transfe rase

SRR3420 19 _TR2318 1_c0 _g 1_i1_le n=4456 GLR34_ARATH
Q:10 32-

378 5,H:3-9 32
6 3.25%ID E:0 Glutamate  re ce p to r 3.4

PF13458 .3^Pe rip la_BP_6 ^Pe rip lasmic b ind ing  p ro te in^53-412^E:3e -

22`PF0 10 9 4.25^ANF_re ce p to r^Re ce p to r family l ig and  b ind ing  re g io n^6 0 -417^E:2e -

8 2`PF10 6 13.6 ^Lig _chan-Glu_b d ^Lig ate d  io n channe l L-g lutamate - and  g lycine -b ind ing  site ^48 3-

58 1^E:1.3e -10 `PF0 0 49 7.17^SBP_b ac_3^Bacte rial e xtrace llular so lute -b ind ing  p ro te ins, family

3^49 1-8 20 ^E:1.8 e -21`PF0 0 0 6 0 .23^Lig _chan^Lig and -g ate d  io n channe l^59 8 -8 52^E:3.2e -36

0 ,0 12 1,29 4 0 2,6 15 0 2,56 7 0 2,8 34 1 -0 ,122 GLR34_ARATH Glutamate  re ce p to r 3.4 (AtGLR4) (Lig and -g ate d  io n channe l 3.4)
GLR3.4 GLR4 GLUR3 At1g 0 520 0

YUP8 H12.19

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Ce ll me mb rane ; Chlo ro p last; Co mp le te  p ro te o me ; G lyco p ro te in; Io n

channe l; Io n transp o rt; Lig and -g ate d  io n channe l; Me mb rane ; Plastid ; Re ce p to r;

Re fe re nce  p ro te o me ; Sig nal; Stre ss re sp o nse ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR3420 19 _TR23718 _c0 _g 2_i1_le n=2559 AIM1_ARATH
Q:2329 -212,H:7-

712
74.6 5%ID E:0

Pe ro xiso mal fatty acid  b e ta-o xid atio n

multifunctio nal p ro te in AIM1

PF0 0 378 .17^ECH_1^Eno yl-Co A hyd ratase /iso me rase ^8 4-28 5^E:5.8 e -

37`PF16 113.2^ECH_2^Eno yl-Co A hyd ratase /iso me rase ^8 9 -270 ^E:6 .9 e -

20 `PF0 2737.15^3HCDH_N^3-hyd ro xyacyl-Co A d e hyd ro g e nase , NAD b ind ing  d o main^38 1-

559 ^E:8 .4e -58 `PF0 0 725.19 ^3HCDH^3-hyd ro xyacyl-Co A d e hyd ro g e nase , C-te rminal d o main^56 2-

6 55^E:3.8 e -19 `PF0 0 725.19 ^3HCDH^3-hyd ro xyacyl-Co A d e hyd ro g e nase , C-te rminal d o main^6 9 4-

774^E:0 .0 0 0 23

0 ,135 0 ,6 14 0 3,9 14 0 ,0 0 1 1,59 1 0 1,718 1 -0 ,229 AIM1_ARATH

Pe ro xiso mal fatty acid  b e ta-o xid atio n multifunctio nal p ro te in AIM1 (Pro te in ABNORMAL INFLORESCENCE

MERISTEM 1) (AtAIM1) [Includ e s: Eno yl-Co A hyd ratase /3-2-trans-e no yl-Co A iso me rase /3-hyd ro xyb utyryl-Co A

e p ime rase  (EC 4.2.1.17) (EC 5.1.2.3) (EC 5.3.3.8 ); 3-hyd ro xyacyl-Co A d e hyd ro g e nase  (EC 1.1.1.35)]

AIM1 At4g 29 0 10  F19 B15.40
Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Lip id  me tab o lism; fatty acid  b e ta-o xid atio n.

Co mp le te  p ro te o me ; Fatty acid  me tab o lism; Iso me rase ; Lip id  me tab o lism; Lyase ;

Multifunctio nal e nzyme ; NAD; Oxid o re d uctase ; Pe ro xiso me ; Re fe re nce  p ro te o me

SRR3420 19 _TR270 9 6 _c0 _g 1_i1_le n=1477 DBR_TOBAC
Q:259 -129 0 ,H:1-

343
8 2.56 %ID E:0 2-alke nal re d uctase  (NADP(+)-d e p e nd e nt)

PF16 8 8 4.2^ADH_N_2^N-te rminal d o main o f o xid o re d uctase ^8 -116 ^E:1.6 e -

26 `PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing  d e hyd ro g e nase ^16 6 -29 3^E:1.6 e -

24`PF136 0 2.3^ADH_zinc_N_2^Zinc-b ind ing  d e hyd ro g e nase ^20 0 -337^E:1.7e -0 7

0 ,745 0 ,112 0 1,18 8 0 0 ,9 17 0 ,0 0 1 0 ,8 8 0 ,458 0 ,234 DBR_TOBAC

2-alke nal re d uctase  (NADP(+)-d e p e nd e nt) (EC 1.3.1.10 2) (Alke nal d o ub le  b o und  re d uctase ) (Allyl-alco ho l

d e hyd ro g e nase ) (EC 1.1.1.54) (Allylic  alco ho l d e hyd ro g e nase  1) (allyl-ADH1) (Flavin-fre e  d o ub le  b o nd

re d uctase ) (NtDBR) (Pule g o ne  re d uctase ) (NtRe d -1)

DBR
Nico tiana tab acum (Co mmo n

to b acco )
3D-structure ; Dire ct p ro te in se q ue ncing ; NADP; Oxid o re d uctase

SRR3420 19 _TR32476 _c0 _g 1_i1_le n=18 33 UFOG6 _FRAAN
Q:16 10 -

19 8 ,H:3-478
52.9 9 %ID E:8 e -176

UDP-g luco se  flavo no id  3-O-g luco syltransfe rase  6

{ECO:0 0 0 0 30 3|Pub Me d :18 48 76 33}
PF0 0 20 1.15^UDPGT^UDP-g luco ro no syl and  UDP-g luco syl transfe rase ^26 0 -39 7^E:1.3e -21 0 ,38 0 ,556 0 2,736 0 0 ,9 33 0 1,339 0 ,239 1,10 4 UFOG6 _FRAAN

UDP-g luco se  flavo no id  3-O-g luco syltransfe rase  6  (EC 2.4.1.9 1) (Flavo no l 3-O-g luco syltransfe rase  6 )

(FaGT6 )
GT6 Frag aria ananassa (Strawb e rry) G lyco syltransfe rase ; Transfe rase

SRR3420 19 _TR36 177_c0 _g 4_i1_le n=741 NA NA NA NA NA

PF138 33.3^EF-hand _8 ^EF-hand  d o main p air^21-45^E:0 .0 31`PF0 0 0 36 .29 ^EF-hand _1^EF hand ^23-

50 ^E:4.7e -0 7`PF1340 5.3^EF-hand _6 ^EF-hand  d o main^23-50 ^E:8 .9 e -0 7`PF1320 2.3^EF-hand _5^EF

hand ^24-46 ^E:2.1e -0 6 `PF1320 2.3^EF-hand _5^EF hand ^6 4-8 3^E:0 .0 12

0 ,28 6 0 ,8 9 9 0 2,6 6 4 0 2,514 0 2,6 54 0 ,212 -1,0 6 9 . . . . . .

SRR3420 19 _TR39 10 3_c0 _g 2_i1_le n=136 3 SRG1_ARATH
Q:129 1-

347,H:17-333
38 .51%ID E:2e -6 8 Pro te in SRG1

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^52-158 ^E:4.3e -

24`PF0 3171.17^2OG-Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^20 6 -30 3^E:5.5e -28
0 ,254 3,6 0 7 0 6 ,0 24 0 7,46 5 0 5,217 1 -1,0 33 SRG1_ARATH Pro te in SRG1 (AtSRG1) (Pro te in SENESCENCE-RELATED GENE 1) SRG1 At1g 170 20  F20 D23.28  F6 I1.30

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR3420 22_TR1215_c4_g 6 _i6 _le n=76 0 PRS2_SOLTU
Q:6 71-20 4,H:1-

155
36 .8 8 %ID E:2e -25 Patho g e ne sis-re late d  p ro te in STH-2 PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^30 -179 ^E:1.1e -11 0 ,3 0 ,239 0 3,0 53 0 1,46 5 0 1,49 6 1 0 ,0 73 PRS2_SOLTU Patho g e ne sis-re late d  p ro te in STH-2 STH-2 So lanum tub e ro sum (Po tato ) Co mp le te  p ro te o me ; Patho g e ne sis-re late d  p ro te in; Plant d e fe nse ; Re fe re nce  p ro te o me

SRR3420 22_TR2129 _c0 _g 2_i2_le n=1572 PLA17_ARATH
Q:311-

138 7,H:148 -514
6 9 .6 5%ID E:0 Pho sp ho lip ase  A1-Ig amma3, chlo ro p lastic PF0 176 4.22^Lip ase _3^Lip ase  (c lass 3)^10 3-259 ^E:1.2e -39 0 ,0 17 1,238 0 3,572 0 2,511 0 2,8 9 1 0 ,10 7 0 ,79 8 PLA17_ARATH Pho sp ho lip ase  A1-Ig amma3, chlo ro p lastic (EC 3.1.1.-) At1g 51440  F5D21.19

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Hyd ro lase ; Lip id  d e g rad atio n; Lip id  me tab o lism;

Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 22_TR2238 _c7_g 1_i2_le n=2722 SABP2_TOBAC
Q:10 32-26 2,H:5-

259
44.15%ID E:6 e -6 1 Salicylic acid -b ind ing  p ro te in 2

PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^147-270 ^E:1.5e -

0 7`PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase  fo ld ^150 -26 0 ^E:1.4e -

10 `PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^151-225^E:6 .2e -0 6

0 ,732 0 ,8 9 7 0 1,548 0 1,274 0 1,9 8 2 1 1,354 SABP2_TOBAC Salicylic acid -b ind ing  p ro te in 2 (NtSABP2) (EC 3.1.1.-) (Me thyl salicylate  e ste rase ) SABP2
Nico tiana tab acum (Co mmo n

to b acco )
3D-structure ; Hyd ro lase ; Immunity; Innate  immunity; Plant d e fe nse

SRR3420 22_TR29 8 4_c0 _g 5_i6 _le n=379 7 DOX1_ARATH
Q:58 -176 7,H:1-

56 5
71.28 %ID E:0 Alp ha-d io xyg e nase  1

PF0 240 3.19 ^Se ryl_tRNA_N^Se ryl-tRNA synthe tase  N-te rminal d o main^1-112^E:1.1e -

26 `PF0 0 58 7.22^tRNA-synt_2b ^tRNA synthe tase  class II co re  d o main (G, H, P, S and  T)^221-

40 7^E:1.6 e -35

0 ,76 0 ,56 6 0 3,8 9 6 0 5,33 0 6 ,15 0 ,517 -0 ,8 0 6 DOX1_ARATH
Alp ha-d io xyg e nase  1 (Alp ha DOX1) (EC 1.14.9 9 .-) (Fatty acid  d io xyg e nase  Alp haDOX1) (Patho g e n-ind uce d

o xyg e nase ) (Plant alp ha d io xyg e nase  1)

DOX1 DIOX1 PADOX-1 PIOX At3g 0 1420

T13O15.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Co mp le te  p ro te o me ; Dio xyg e nase ; Fatty acid  b io synthe sis; Fatty acid

me tab o lism; G lyco p ro te in; Hyp e rse nsitive  re sp o nse ; Iro n; Lip id  b io synthe sis; Lip id

me tab o lism; Me tal-b ind ing ; Oxid o re d uctase ; Oxylip in b io synthe sis; Pe ro xid ase ; Plant

d e fe nse ; Re fe re nce  p ro te o me ; Sig nal

SRR3420 22_TR6 10 6 _c0 _g 1_i1_le n=50 9 NA NA NA NA NA . 0 ,29 9 1,6 15 0 7,18 1 0 4,56 7 0 5,256 1 3,20 6 . . . . . .

SRR3420 22_TR128 0 1_c0 _g 3_i13_le n=1371 MTDH_FRAAN
Q:1270 -

248 ,H:15-355
6 4.52%ID E:2e -146 Pro b ab le  mannito l d e hyd ro g e nase

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^5-9 0 ^E:1.3e -

15`PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing  d e hyd ro g e nase ^134-257^E:2.2e -16
0 ,0 0 2 1,722 0 4,416 0 3,6 6 4 0 2,475 1 -0 ,0 15 MTDH_FRAAN Pro b ab le  mannito l d e hyd ro g e nase  (EC 1.1.1.255) (NAD-d e p e nd e nt mannito l d e hyd ro g e nase ) CAD Frag aria ananassa (Strawb e rry) Me tal-b ind ing ; NAD; Oxid o re d uctase ; Zinc

SRR3420 22_TR13754_c0 _g 1_i2_le n=9 52 RAE1C_ARATH
Q:26 3-

8 6 8 ,H:15-216
9 3.0 7%ID E:1e -118 Ras-re late d  p ro te in RABE1c

PF0 0 0 25.18 ^Arf^ADP-rib o sylatio n facto r family^16 -16 3^E:2.1e -15`PF0 0 0 71.19 ^Ras^Ras

family^17-178 ^E:1.6 e -6 6 `PF0 8 477.10 ^Ro c^Ras o f Co mp le x, Ro c, d o main o f DAPkinase ^17-

132^E:4.6 e -35`PF0 46 70 .9 ^Gtr1_Rag A^Gtr1/Rag A G p ro te in co nse rve d  re g io n^17-132^E:4.5e -

0 5`PF0 19 26 .20 ^MMR_HSR1^50 S rib o so me -b ind ing  GTPase ^18 -128 ^E:4.7e -0 5

0 ,0 8 6 -0 ,9 7 0 7,6 51 0 7,8 22 0 7,548 0 ,0 49 1,39 1 RAE1C_ARATH
Ras-re late d  p ro te in RABE1c (AtRABE1c) (Ras-re late d  p ro te in Ara-3) (Ras-re late d  p ro te in Rab 8 A)

(AtRab 8 A)
RABE1C ARA-3 RAB8 A At3g 46 0 6 0  F12M12.30

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; GTP-b ind ing ; Go lg i ap p aratus; Lip o p ro te in;

Me mb rane ; Nucle o tid e -b ind ing ; Pre nylatio n; Pro te in transp o rt; Re fe re nce  p ro te o me ;

Transp o rt

SRR3420 22_TR138 46 _c1_g 2_i2_le n=16 8 3 FRI1_ARATH
Q:1545-79 0 ,H:6 -

255
6 5.0 8 %ID E:1e -9 6 Fe rritin-1, chlo ro p lastic PF0 0 210 .21^Fe rritin^Fe rritin-l ike  d o main^9 5-238 ^E:6 .1e -32 0 ,443 0 ,241 0 2,0 78 0 1,737 0 1,6 46 1 -0 ,40 7 FRI1_ARATH Fe rritin-1, chlo ro p lastic (AtFe r1) (EC 1.16 .3.1) FER1 At5g 0 16 0 0  F7A7.120

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Iro n; Iro n sto rag e ; Me tal-b ind ing ; Oxid o re d uctase ;

Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 22_TR18 252_c2_g 4_i1_le n=1124 NA NA NA NA NA PF0 6 747.10 ^CHCH^CHCH d o main^158 -19 2^E:1.8 e -0 8 0 ,44 -0 ,19 8 0 0 ,8 9 2 0 1,217 0 1,0 6 3 0 ,18 4 -0 ,329 . . . . . .

SRR3420 22_TR2336 4_c0 _g 1_i1_le n=3450 CLPD_ARATH
Q:1412-

3112,H:375-9 43
73.8 6 %ID E:0

Chap e ro ne  p ro te in Clp D, chlo ro p lastic

{ECO:0 0 0 0 30 3|Pub Me d :1129 9 370 }

PF0 7724.11^AAA_2^AAA d o main (Cd c48  sub family)^226 -40 1^E:9 .5e -

52`PF0 0 158 .23^Sig ma54_activat^Sig ma-54 inte ractio n d o main^228 -

346 ^E:0 .0 0 0 17`PF0 7728 .11^AAA_5^AAA d o main (d yne in-re late d  sub family)^231-351^E:7.3e -

12`PF0 0 0 0 4.26 ^AAA^ATPase  family asso ciate d  with vario us ce llular activitie s (AAA)^231-

339 ^E:1e -0 6 `PF10 431.6 ^Clp B_D2-small^C-te rminal, D2-small d o main, o f Clp B p ro te in^40 7-

48 6 ^E:7.4e -23

0 ,0 4 1,339 0 2,475 0 2,571 0 2,50 2 1 -0 ,0 6 4 CLPD_ARATH

Chap e ro ne  p ro te in Clp D, chlo ro p lastic (EC 3.6 .1.3) (ATP-d e p e nd e nt Clp  p ro te ase  ATP-b ind ing  sub unit

Clp D ho mo lo g ) (Case in lytic p ro te inase  D) (ERD1 p ro te in) (Pro te in EARLY RESPONSIVE TO

DEHYDRATION 1) (Pro te in SENESCENCE ASSOCIATED GENE 15)

CLPD ERD1 SAG15 At5g 510 70  K3K7.27
Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Hyd ro lase ; Nucle o tid e -

b ind ing ; Plastid ; Re fe re nce  p ro te o me ; Re p e at; Stre ss re sp o nse ; Transit p e p tid e

SRR3420 22_TR279 51_c0 _g 1_i1_le n=79 8 NA NA NA NA NA PF0 0 58 2.23^Usp ^Unive rsal stre ss p ro te in family^48 -19 3^E:2.9 e -26 0 ,0 51 1,135 0 2,6 36 0 2,542 0 2,234 1 -1,28 1 . . . . . .

SRR3420 22_TR30 528 _c1_g 2_i1_le n=29 8 1 MSL3_ARATH
Q:8 45-

2551,H:42-6 59
57.8 4%ID E:0

Me chano se nsitive  io n channe l p ro te in 3,

chlo ro p lastic
PF0 0 9 24.15^MS_channe l^Me chano se nsitive  io n channe l^241-448 ^E:5.7e -30 0 ,0 0 1 1,348 0 3,0 9 0 2,6 42 0 2,49 8 1 0 ,451 MSL3_ARATH

Me chano se nsitive  io n channe l p ro te in 3, chlo ro p lastic (Me chano se nsitive  channe l o f small co nd uctance -

like  3) (MscS-Like  p ro te in 3)
MSL3 At1g 58 20 0  F16 M22.2 T18 I24.11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Io n channe l; Io n transp o rt; Me mb rane ; Pho sp ho p ro te in;

Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR3420 22_TR30 552_c2_g 2_i5_le n=40 8 4 NA NA NA NA NA PF0 7712.9 ^SURNo d 19 ^Stre ss up -re g ulate d  No d  19 ^34-40 4^E:4.3e -18 6 0 ,29 8 0 ,6 79 0 2,8 9 1 0 2,512 0 2,536 0 ,8 32 -0 ,21 . . . . . .

SRR3420 22_TR32777_c0 _g 2_i1_le n=1741 RFS6 _ARATH
Q:6 0 -

16 10 ,H:26 1-749
73.17%ID E:0

Pro b ab le  g alactino l--sucro se

g alacto syltransfe rase  6

PF0 56 9 1.9 ^Raffino se _syn^Raffino se  synthase  o r se e d  imb ib itio n p ro te in Sip 1^9 -518 ^E:8 .1e -

222
0 ,0 34 0 ,6 8 4 0 2,24 0 1,733 0 1,6 6 2 0 ,0 8 5 0 ,472 RFS6 _ARATH

Pro b ab le  g alactino l--sucro se  g alacto syltransfe rase  6  (EC 2.4.1.8 2) (Pro te in DARK INDUCIBLE 10 )

(Raffino se  synthase  6 )
RFS6  DIN10  RS6  At5g 20 250  F5O24.140

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Carb o hyd rate  me tab o lism; Co mp le te  p ro te o me ; G lyco syltransfe rase ;

Re fe re nce  p ro te o me ; Transfe rase

SRR3420 22_TR330 0 6 _c0 _g 1_i1_le n=6 16 ASPGB_ARATH
Q:153-6 14,H:3-

156
8 5.71%ID E:5e -9 3 Pro b ab le  iso asp artyl p e p tid ase /L-asp arag inase  2 PF0 1112.15^Asp arag inase _2^Asp arag inase ^5-155^E:8 .3e -53 0 ,16 5 -0 ,76 2 0 5,6 74 0 4,9 22 0 6 ,8 43 0 ,254 -2,6 8 7 ASPGB_ARATH

Pro b ab le  iso asp artyl p e p tid ase /L-asp arag inase  2 (EC 3.4.19 .5) (L-asp arag ine  amid o hyd ro lase  2) [Cle ave d

into : Iso asp artyl p e p tid ase /L-asp arag inase  2 sub unit alp ha; Iso asp artyl p e p tid ase /L-asp arag inase  2

sub unit b e ta]

At3g 16 150  MSL1.19
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Auto catalytic c le avag e ; Co mp le te  p ro te o me ; Hyd ro lase ; Pro te ase ;

Re fe re nce  p ro te o me

SRR3420 22_TR340 54_c2_g 1_i1_le n=16 54 NA NA NA NA NA PF0 46 40 .11^PLATZ^PLATZ transcrip tio n facto r^28 -9 9 ^E:1.9 e -29 0 ,0 52 1,6 21 0 2,472 0 2,55 0 2,56 2 1 0 ,253 . . . . . .

SRR3420 22_TR34536 _c1_g 4_i1_le n=2142 C9 8 A2_SOYBN
Q:16 44-

18 1,H:22-50 9
8 5.6 6 %ID E:0 Cyto chro me  P450  9 8 A2 PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^29 -48 1^E:3.2e -10 2 0 ,115 0 ,742 0 3,58 2 0 ,0 0 1 1,10 6 0 1,772 0 ,278 0 ,759 C9 8 A2_SOYBN Cyto chro me  P450  9 8 A2 (EC 1.14.-.-) CYP9 8 A2

Glycine  max (So yb e an) (G lycine

hisp id a)

Co mp le te  p ro te o me ; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ;

Oxid o re d uctase ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR3420 23_TR79 8 _c1_g 19 _i3_le n=10 0 0 MES9 _ARATH
Q:175-9 42,H:2-

254
42.9 7%ID E:2e -6 4 Me thyle ste rase  9

PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase  fo ld ^45-28 4^E:4.1e -

15`PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^46 -28 9 ^E:8 .1e -

17`PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^46 -156 ^E:1.5e -12

0 ,8 16 -0 ,154 0 4,227 0 2,56 3 0 3,50 6 0 ,0 0 1 1,522 MES9 _ARATH Me thyle ste rase  9  (AtMES9 ) (EC 3.1.1.-) MES9  At4g 37150  AP22.78  C7A10 .210
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Hyd ro lase ; Immunity; Innate  immunity; Plant d e fe nse ; Re fe re nce

p ro te o me

SRR3420 23_TR158 7_c2_g 1_i2_le n=48 8 4 PHT14_ARATH
Q:28 14-

4337,H:1-50 8
8 4.45%ID E:0 Ino rg anic p ho sp hate  transp o rte r 1-4

PF0 0 0 8 3.21^Sug ar_tr^Sug ar (and  o the r) transp o rte r^25-515^E:5e -49 `PF0 76 9 0 .13^MFS_1^Majo r

Facil itato r Sup e rfamily^6 9 -457^E:2.1e -21
0 ,0 6 6 1,0 22 0 4,30 7 0 7,9 33 0 6 ,8 42 1 -0 ,773 PHT14_ARATH Ino rg anic p ho sp hate  transp o rte r 1-4 (AtPht1;4) (H(+)/Pi co transp o rte r) PHT1-4 PHT4 PT2 At2g 38 9 40  T7F6 .11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Pho sp hate  transp o rt; Pho sp ho p ro te in;

Re fe re nce  p ro te o me ; Symp o rt; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 23_TR16 9 8 _c2_g 1_i1_le n=10 0 5 KIC_ARATH
Q:727-431,H:21-

119
72.73%ID E:3e -45 Calcium-b ind ing  p ro te in KIC PF138 33.3^EF-hand _8 ^EF-hand  d o main p air^43-9 4^E:5.3e -16 0 ,237 0 ,44 0 4,728 0 2,8 16 0 2,473 1 0 KIC_ARATH Calcium-b ind ing  p ro te in KIC (KCBP-inte racting  calc ium-b ind ing  p ro te in) KIC At2g 46 6 0 0  F13A10 .13

Arab id o p sis thaliana (Mo use -e ar

cre ss)
3D-structure ; Calc ium; Co mp le te  p ro te o me ; Me tal-b ind ing ; Re fe re nce  p ro te o me

SRR3420 23_TR2241_c0 _g 3_i1_le n=522 NA NA NA NA NA . 0 ,76 -0 ,576 0 4,26 0 3,8 12 0 4,0 6 3 0 ,732 0 ,76 9 . . . . . .

SRR3420 23_TR16 6 6 6 _c0 _g 1_i5_le n=4417 LOX5_ARATH
Q:228 -

28 52,H:34-8 8 6
6 7.9 9 %ID E:0 Lino le ate  9 S-lip o xyg e nase  5, chlo ro p lastic

PF0 1477.20 ^PLAT^PLAT/LH2 d o main^8 1-173^E:2.1e -

15`PF0 0 30 5.16 ^Lip o xyg e nase ^Lip o xyg e nase ^18 7-6 24^E:2.2e -19 7
0 ,8 6 6 0 ,0 8 5 0 2,759 0 2,0 29 0 3,36 1 1,128 LOX5_ARATH Lino le ate  9 S-lip o xyg e nase  5, chlo ro p lastic (EC 1.13.11.58 ) (Lip o xyg e nase  5) (AtLOX5) LOX5 At3g 2240 0  MCB17.13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Lip id  me tab o lism; o xylip in b io synthe sis. {ECO:0 0 0 0 255|PROSITE-

Pro Rule :PRU0 0 726 }.

Chlo ro p last; Co mp le te  p ro te o me ; Dio xyg e nase ; Fatty acid  b io synthe sis; Fatty acid

me tab o lism; Iro n; Lip id  b io synthe sis; Lip id  me tab o lism; Me tal-b ind ing ; Oxid o re d uctase ;

Oxylip in b io synthe sis; Plastid ; Re fe re nce  p ro te o me

SRR3420 23_TR18 59 9 _c2_g 5_i10 _le n=36 76 DGAT2_ARATH
Q:745-

1554,H:46 -314
71.8 5%ID E:5e -135 Diacylg lyce ro l O-acyltransfe rase  2 PF0 3547.15^Me m_trans^Me mb rane  transp o rt p ro te in^11-40 5^E:7.7e -6 5 0 ,0 17 2,0 6 0 3,6 53 0 5,9 0 4 0 5,6 7 0 ,239 1,58 5 DGAT2_ARATH Diacylg lyce ro l O-acyltransfe rase  2 (EC 2.3.1.20 ) DGAT2 At3g 51520  F26 O13.16 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: G lyce ro lip id  me tab o lism; triacylg lyce ro l b io synthe sis.

Acyltransfe rase ; Co mp le te  p ro te o me ; End o p lasmic re ticulum; G lyce ro l me tab o lism;

Glyco p ro te in; Lip id  b io synthe sis; Lip id  me tab o lism; Me mb rane ; Re fe re nce  p ro te o me ;

Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR3420 23_TR19 8 71_c0 _g 1_i2_le n=16 14 BBD1_ARATH
Q:551-

1231,H:9 4-320
77.9 7%ID E:1e -127 Bifunctio nal nucle ase  1 PF0 2577.11^DNase -RNase ^Bifunctio nal nucle ase ^44-158 ^E:2.2e -22 0 ,539 0 ,221 0 2,9 22 0 2,8 6 1 0 3,9 9 0 ,8 9 9 0 ,0 71 BBD1_ARATH Bifunctio nal nucle ase  1 (AtBBD1) (EC 3.1.-.-) BBD1 At1g 7538 0  F1B16 .9  F1B16 _15

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Hyd ro lase ; Nucle ase ; Nucle us; Re fe re nce  p ro te o me

SRR3420 23_TR19 9 29 _c1_g 1_i2_le n=1377 PT50 4_ARATH
Q:334-1245,H:6 -

30 9
8 1.25%ID E:0

Pro b ab le  sug ar p ho sp hate /p ho sp hate

translo cato r At5g 0 416 0

PF0 8 449 .8 ^UAA^UAA transp o rte r family^17-310 ^E:4.9 e -14`PF0 3151.13^TPT^Trio se -p ho sp hate

Transp o rte r family^20 -30 9 ^E:7.3e -46
0 ,76 3 -0 ,257 0 2,0 9 6 0 3,312 0 4,9 43 1 -0 ,0 46 PT50 4_ARATH Pro b ab le  sug ar p ho sp hate /p ho sp hate  translo cato r At5g 0 416 0 At5g 0 416 0  F21E1.8 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Pyruvate ; Re fe re nce  p ro te o me ; Sug ar transp o rt;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 23_TR228 18 _c0 _g 2_i1_le n=446 NA NA NA NA NA . 0 ,112 1,129 0 4,739 0 4,8 6 2 0 5,38 0 ,58 1 -0 ,356 . . . . . .

SRR3420 23_TR270 35_c0 _g 1_i1_le n=20 28 ERDL4_ARATH
Q:30 4-176 7,H:1-

48 8
77.71%ID E:0 Sug ar transp o rte r ERD6 -like  4

PF0 0 0 8 3.21^Sug ar_tr^Sug ar (and  o the r) transp o rte r^52-48 4^E:2.4e -

9 9 `PF0 76 9 0 .13^MFS_1^Majo r Facil itato r Sup e rfamily^6 2-435^E:7.3e -25
0 ,39 8 0 ,40 3 0 2,0 0 3 0 1,578 0 2,22 0 ,8 47 0 ,14 ERDL4_ARATH Sug ar transp o rte r ERD6 -like  4 At1g 19 450  F18 O14.22

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Sug ar transp o rt; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR3420 23_TR28 0 27_c0 _g 2_i1_le n=158 6 NA NA NA NA NA . 0 ,328 0 ,414 0 3,153 0 4,218 0 4,8 9 0 ,9 0 4 0 ,1 . . . . . .

SRR3420 23_TR28 6 8 0 _c0 _g 1_i3_le n=16 0 8 C71DC_CATRO
Q:744-

142,H:29 6 -49 2
72.14%ID E:1e -8 9 Tab e rso nine  16 -hyd ro xylase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^1-173^E:8 .4e -59 0 ,0 0 2 1,226 0 ,0 0 1 1,16 8 0 2,253 0 1,8 27 0 ,316 0 ,6 59 C71DC_CATRO Tab e rso nine  16 -hyd ro xylase  (EC 1.14.13.73) (Cyto chro me  P450  71D12) (Frag me nt) CYP71D12

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; vind o line  b io synthe sis; vind o line  fro m tab e rso nine : ste p  1/6 .

End o p lasmic re ticulum; He me ; Iro n; Me tal-b ind ing ; Mo no o xyg e nase ; NADP;

Oxid o re d uctase

SRR3420 23_TR29 50 9 _c0 _g 3_i3_le n=20 6 7 C7D55_HYOMU
Q:228 -

159 2,H:49 -50 2
52.3%ID E:5e -16 3 Pre mnasp iro d ie ne  o xyg e nase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^33-48 6 ^E:1.3e -10 1 0 ,0 0 4 0 ,8 0 3 0 1,271 0 1,8 32 0 1,779 0 ,0 0 7 0 ,8 76 C7D55_HYOMU Pre mnasp iro d ie ne  o xyg e nase  (HPO) (EC 1.14.13.121) (Cyto chro me  P450  71D55) CYP71D55

Hyo scyamus muticus (Eg yp tian

he nb ane )

He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP; Oxid o re d uctase ;

Transme mb rane ; Transme mb rane  he lix

SRR3420 23_TR29 531_c0 _g 9 _i2_le n=119 8 TSJT1_TOBAC
Q:18 6 -6 26 ,H:1-

148
44.3%ID E:3e -35 Ste m-sp e cific  p ro te in TSJT1

PF1248 1.5^DUF370 0 ^Aluminium ind uce d  p ro te in^6 3-28 7^E:2.6 e -

8 9 `PF13522.3^GATase _6 ^Glutamine  amid o transfe rase  d o main^113-229 ^E:2.5e -

0 8 `PF13537.3^GATase _7^Glutamine  amid o transfe rase  d o main^121-233^E:5.9 e -11

0 ,412 0 ,213 0 1,36 1 0 1,12 0 1,458 0 ,0 0 2 0 ,9 8 6 TSJT1_TOBAC Ste m-sp e cific  p ro te in TSJT1 TSJT1
Nico tiana tab acum (Co mmo n

to b acco )

SRR3420 23_TR30 9 8 1_c0 _g 1_i1_le n=9 40 BH147_ARATH
Q:39 5-8 32,H:49 -

20 1
56 .6 9 %ID E:3e -46 Transcrip tio n facto r b HLH147 . 0 ,0 0 7 1,0 0 4 0 2,36 9 0 1,8 56 0 2,0 28 1 -0 ,0 7 BH147_ARATH

Transcrip tio n facto r b HLH147 (ATBS1 inte racting  facto r 3) (Basic he lix-lo o p -he lix p ro te in 147) (Atb HLH147)

(b HLH 147) (Transcrip tio n facto r EN 142) (b HLH transcrip tio n facto r b HLH147)
BHLH147 AIF3 EN142 At3g 1710 0  K14A17.17

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n;

Transcrip tio n re g ulatio n

SRR3420 23_TR31426 _c6 _g 4_i1_le n=2314 TT12_ARATH
Q:1448 -

20 6 2,H:28 9 -49 3
44.8 8 %ID E:2e -41 . PF0 1554.15^MatE^MatE^40 -19 8 ^E:9 .9 e -24 0 ,76 0 ,6 9 8 0 2,214 0 3,258 0 3,6 8 9 1 -0 ,149 DTX41_ARATH

Pro te in DETOXIFICATION 41 (AtDTX41) (Multid rug  and  to xic co mp o und  e xtrusio n p ro te in 41) (MATE

p ro te in 41) (Pro te in TANNIN-DEFICIENT SEED 3) (Pro te in TRANSPARENT TESTA 12)
DTX41 TDS3 TT12 At3g 59 0 30  F17J16 _8 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Se co nd ary me tab o lite  b io synthe sis; flavo no id  b io synthe sis.

Antip o rt; Co mp le te  p ro te o me ; Flavo no id  b io synthe sis; Me mb rane ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt; Vacuo le

SRR3420 23_TR31454_c5_g 6 _i1_le n=732 PRS2_SOLTU
Q:6 6 0 -20 5,H:1-

155
36 .9 4%ID E:4e -24 Patho g e ne sis-re late d  p ro te in STH-2 PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^25-171^E:4e -13 0 ,0 0 2 0 ,70 4 0 2,56 9 0 1,524 0 1,546 1 0 ,342 PRS2_SOLTU Patho g e ne sis-re late d  p ro te in STH-2 STH-2 So lanum tub e ro sum (Po tato ) Co mp le te  p ro te o me ; Patho g e ne sis-re late d  p ro te in; Plant d e fe nse ; Re fe re nce  p ro te o me

SRR6 46 572_TR258 8 7_c0 _g 2_i5_le n=1422 HS217_ARATH
Q:6 45-1154,H:9 -

18 4
54.55%ID E:6 e -59 21.7 kDa class VI he at sho ck p ro te in PF0 0 0 11.18 ^HSP20 ^Hsp 20 /alp ha crystall in family^8 7-179 ^E:1.4e -10 0 ,0 9 4 1,158 0 1,9 0 5 0 1,8 54 0 1,8 28 1 0 ,126 HS217_ARATH 21.7 kDa class VI he at sho ck p ro te in (21.7 kDa he at sho ck p ro te in) (AtHsp 21.7) HSP21.7 At5g 546 6 0  MRB17.16

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me ; Stre ss re sp o nse

SRR6 46 572_TR35126 _c0 _g 1_i1_le n=10 0 4 NA NA NA NA NA PF1250 7.5^HCMV_UL139 ^Human Cyto me g alo virus UL139  p ro te in^22-139 ^E:1.7e -20 0 ,0 25 1,9 8 1 0 4,343 0 5,18 7 0 6 ,247 1 -3,50 1 . . . . . .

SRR6 46 572_TR358 41_c0 _g 1_i1_le n=752 NLTP_HELAN
Q:6 22-272,H:1-

116
52.54%ID E:6 e -27 No n-sp e cific  l ip id -transfe r p ro te in

PF1436 8 .3^LTP_2^Pro b ab le  l ip id  transfe r^15-10 5^E:1.4e -

0 5`PF0 0 234.19 ^Tryp _alp ha_amyl^Pro te ase  inhib ito r/se e d  sto rag e /LTP family^30 -113^E:1e -0 7
0 ,341 0 ,20 7 0 0 ,8 9 9 0 2,8 23 0 1,6 73 0 ,146 0 ,50 6 NLTP_HELAN No n-sp e cific  l ip id -transfe r p ro te in (LTP) (NsLTP) (SDI-9 )

He lianthus annuus (Co mmo n

sunflo we r)
Disulfid e  b o nd ; Lip id -b ind ing ; Sig nal; Transp o rt

SRR6 46 59 6 _TR59 5_c0 _g 2_i1_le n=1576 BH0 14_ARATH
Q:138 1-

143,H:39 -421
35.22%ID E:6 e -59 Transcrip tio n facto r b HLH14

PF14215.3^b HLH-MYC_N^b HLH-MYC and  R2R3-MYB transcrip tio n facto rs N-te rminal^26 -

18 5^E:1.4e -33`PF0 0 0 10 .23^HLH^He lix-lo o p -he lix DNA-b ind ing  d o main^26 0 -30 5^E:2.1e -10
1 0 ,358 0 5,6 34 0 10 ,779 0 11,579 1 0 BH0 14_ARATH

Transcrip tio n facto r b HLH14 (Basic he lix-lo o p -he lix p ro te in 14) (Atb HLH14) (b HLH 14) (Transcrip tio n facto r

EN 33) (b HLH transcrip tio n facto r b HLH0 14)

BHLH14 EN33 At4g 0 0 8 70  A_TM0 18 A10 .7

T18 A10 .17

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n;

Transcrip tio n re g ulatio n

SRR6 46 59 6 _TR1244_c0 _g 1_i11_le n=359 3 SYK_ARATH
Q:29 2-

18 9 9 ,H:8 0 -6 15
8 1.34%ID E:0 .

PF0 1336 .22^tRNA_anti-co d o n^OB-fo ld  nucle ic acid  b ind ing  d o main^8 8 -16 6 ^E:2.9 e -

13`PF0 0 152.17^tRNA-synt_2^tRNA synthe tase s class II (D, K and  N)^20 6 -555^E:2.8 e -8 2
0 ,9 55 0 ,0 38 0 1,743 0 3,0 6 8 0 2,8 36 0 ,575 -0 ,19 8 SYKC_ARATH

Lysine --tRNA lig ase , cyto p lasmic (EC 6 .1.1.6 ) (Lysyl-tRNA synthe tase ) (LysRS) (Lysyl-tRNA synthe tase  1)

(AtKRS-1)
At3g 11710  T19 F11.11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Ace tylatio n; Amino acyl-tRNA synthe tase ; Calc ium; Co ile d  co il; Co mp le te

p ro te o me ; Cyto p lasm; DNA-b ind ing ; Lig ase ; Me tal-b ind ing ; Nucle o tid e -b ind ing ; Pro te in

b io synthe sis; Re fe re nce  p ro te o me

SRR6 46 59 6 _TR1756 _c1_g 1_i1_le n=9 32 NA NA NA NA NA PF0 1221.15^Dyne in_lig ht^Dyne in lig ht chain typ e  1^6 5-158 ^E:2.3e -26 1 2,138 0 7,114 0 5,34 0 6 ,238 1 0 ,555 . . . . . .

SRR6 46 59 6 _TR2215_c0 _g 1_i1_le n=8 0 5 IPRT1_CATRO
Q:152-6 31,H:1-

157
6 8 .75%ID E:2e -6 6

Pro b ab le  intrace llular p atho g e ne sis-re late d

p ro te in T1
PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^5-157^E:1.1e -19 0 ,76 0 ,576 0 7,742 0 7,24 0 3,0 9 7 0 ,0 27 -2,429 IPRT1_CATRO Pro b ab le  intrace llular p atho g e ne sis-re late d  p ro te in T1 PCKR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
Dire ct p ro te in se q ue ncing ; G lyco p ro te in; Patho g e ne sis-re late d  p ro te in; Plant d e fe nse

SRR6 46 59 6 _TR46 74_c0 _g 1_i1_le n=149 1 ACMAT_VITLA
Q:136 5-34,H:10 -

449
48 .8 9 %ID E:3e -151 Me thano l O-anthranilo yltransfe rase PF0 2458 .12^Transfe rase ^Transfe rase  family^6 -437^E:6 .3e -6 8 0 ,0 9 4 1,235 0 5,457 0 6 ,8 15 0 7,49 2 0 ,16 1,326 ACMAT_VITLA

Me thano l O-anthranilo yltransfe rase  (EC 2.3.1.232) (Anthranilo yl-Co A:me thano l acyltransfe rase ) (Be nzyl

alco ho l O-b e nzo yltransfe rase ) (EC 2.3.1.19 6 )
AMAT Vitis lab rusca (Co nco rd  g rap e ) Acyltransfe rase ; Dire ct p ro te in se q ue ncing ; Transfe rase

SRR6 46 59 6 _TR49 58 _c0 _g 1_i3_le n=228 9 TRXH2_TOBAC
Q:76 3-50 3,H:30 -

116
8 2.76 %ID E:2e -42 Thio re d o xin H-typ e  2 . 0 ,38 1 2,6 9 0 6 ,128 0 3,311 0 3,59 4 1 0 ,10 1 TRXH2_TOBAC Thio re d o xin H-typ e  2 (Trx-H2)

Nico tiana tab acum (Co mmo n

to b acco )
Cyto p lasm; Disulfid e  b o nd ; Ele ctro n transp o rt; Re d o x-active  ce nte r; Transp o rt

SRR6 46 59 6 _TR56 11_c0 _g 1_i1_le n=2176 NA NA NA NA NA . 0 ,0 45 1,547 0 4,445 0 4,9 41 0 5,779 0 ,732 -0 ,713 . . . . . .

SRR6 46 59 6 _TR8 40 8 _c0 _g 1_i1_le n=1358 COMT1_CAPAN
Q:16 5-1220 ,H:9 -

359
54.55%ID E:9 e -133 Caffe ic acid  3-O-me thyltransfe rase

PF0 8 10 0 .8 ^Dime risatio n^Dime risatio n d o main^32-8 3^E:1.4e -19 `PF0 0 8 9 1.15^Me thyltransf_2^O-

me thyltransfe rase ^128 -346 ^E:3.4e -73
0 ,158 1,6 8 1 0 7,6 47 0 9 ,8 6 6 0 10 ,755 1 2,50 1 COMT1_CAPAN

Caffe ic acid  3-O-me thyltransfe rase  (CAOMT) (COMT) (EC 2.1.1.6 8 ) (S-ad e no sysl-L-me thio nine :caffe ic acid

3-O-me thyltransfe rase )
COMT Cap sicum annuum (Be ll p e p p e r) PATHWAY: Aro matic co mp o und  me tab o lism; p he nylp ro p ano id  b io synthe sis. Lig nin b io synthe sis; Me thyltransfe rase ; S-ad e no syl-L-me thio nine ; Transfe rase

SRR6 46 59 6 _TR129 50 _c0 _g 1_i2_le n=178 5 OPR3_SOLLC
Q:49 9 -16 47,H:9 -

39 0
79 .37%ID E:0 12-o xo p hyto d ie no ate  re d uctase  3

PF0 0 724.17^Oxid o re d _FMN^NADH:flavin o xid o re d uctase  / NADH o xid ase  family^10 -359 ^E:4.7e -

8 7
0 ,0 29 0 ,756 0 4,0 44 0 1,8 8 6 0 2,6 59 0 ,173 -0 ,6 74 OPR3_SOLLC

12-o xo p hyto d ie no ate  re d uctase  3 (EC 1.3.1.42) (12-o xo p hyto d ie no ate -10 ,11-re d uctase  3) (OPDA-re d uctase

3) (Le OPR3)
OPR3

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)
PATHWAY: Lip id  me tab o lism; o xylip in b io synthe sis.

3D-structure ; Co mp le te  p ro te o me ; FMN; Fatty acid  b io synthe sis; Fatty acid  me tab o lism;

Flavo p ro te in; Lip id  b io synthe sis; Lip id  me tab o lism; NADP; Oxid o re d uctase ; Oxylip in

b io synthe sis; Pe ro xiso me ; Re fe re nce  p ro te o me

SRR6 46 59 6 _TR158 30 _c3_g 1_i27_le n=18 17 FAD3E_TOBAC
Q:477-1571,H:12-

374
76 .16 %ID E:0

Ome g a-3 fatty acid  d e saturase , e nd o p lasmic

re ticulum

PF119 6 0 .5^DUF3474^Do main o f unkno wn functio n (DUF3474)^6 -6 2^E:7.5e -

26 `PF0 0 48 7.21^FA_d e saturase ^Fatty acid  d e saturase ^77-328 ^E:4.4e -33
0 ,44 0 ,9 48 0 4,50 6 0 3,79 0 4,436 0 ,59 3 -0 ,6 6 9 FAD3E_TOBAC Ome g a-3 fatty acid  d e saturase , e nd o p lasmic re ticulum (EC 1.14.19 .-) FAD3

Nico tiana tab acum (Co mmo n

to b acco )
PATHWAY: Lip id  me tab o lism; p o lyunsaturate d  fatty acid  b io synthe sis.

End o p lasmic re ticulum; Fatty acid  b io synthe sis; Fatty acid  me tab o lism; Lip id  b io synthe sis;

Lip id  me tab o lism; Me mb rane ; Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix

SRR6 46 59 6 _TR18 446 _c0 _g 1_i2_le n=3570 NA NA NA NA NA PF1250 7.5^HCMV_UL139 ^Human Cyto me g alo virus UL139  p ro te in^25-142^E:3.2e -21 0 ,0 76 2,38 9 0 5,6 0 4 0 6 ,6 15 0 7,38 9 1 0 ,8 26 . . . . . .

SRR6 46 59 6 _TR19 49 3_c0 _g 2_i1_le n=747 NA NA NA NA NA . 0 ,226 2,48 8 0 6 ,235 0 6 ,49 9 0 7,173 1 -0 ,541 . . . . . .

SRR6 46 59 6 _TR19 548 _c2_g 1_i1_le n=1319 CLH2_ARATH
Q:71-9 16 ,H:5-

29 9
42.14%ID E:1e -55 Chlo ro p hyllase -2, chlo ro p lastic

PF0 7224.8 ^Chlo ro p hyllase ^Chlo ro p hyllase ^23-317^E:6 .3e -

9 0 `PF12740 .4^Chlo ro p hyllase 2^Chlo ro p hyllase  e nzyme ^53-30 1^E:3.7e -8 7`PF0 340 3.10 ^PAF-

AH_p _II^Plate le t-activating  facto r ace tylhyd ro lase , iso fo rm II^6 0 -9 9 ^E:2.4e -0 6

0 ,0 0 1 2,46 8 0 4,39 5 0 4,50 4 0 4,544 1 0 ,0 6 7 CLH2_ARATH Chlo ro p hyllase -2, chlo ro p lastic (AtCLH2) (EC 3.1.1.14) (Chlo ro p hyll-chlo ro p hyll id o  hyd ro lase  2) (Chlase  2) CLH2 At5g 438 6 0  MQD19 .22
Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Po rp hyrin-co ntaining  co mp o und  me tab o lism; chlo ro p hyll d e g rad atio n.

Chlo ro p hyll catab o lism; Chlo ro p last; Co mp le te  p ro te o me ; Hyd ro lase ; Me mb rane ; Plastid ;

Re fe re nce  p ro te o me ; Transit p e p tid e

SRR6 46 59 6 _TR20 372_c1_g 1_i8 _le n=38 16 AFS1_MALDO
Q:28 23-

36 8 6 ,H:274-56 3
54.3%ID E:2e -9 5 (E,E)-alp ha-farne se ne  synthase PF0 39 36 .13^Te rp e ne _synth_C^Te rp e ne  synthase  family, me tal b ind ing  d o main^1-158 ^E:7.1e -43 1 2,176 0 9 ,40 1 0 9 ,48 8 0 10 ,228 1 0 AFS1_MALDO (E,E)-alp ha-farne se ne  synthase  (Md ASF1) (EC 4.2.3.46 ) (Pre nyltransfe rase ) (EC 2.5.1.-) AFS1 AFAR

Malus d o me stica (Ap p le ) (Pyrus

malus)
Cyto p lasm; Lyase ; Mag ne sium; Mang ane se ; Me tal-b ind ing ; Po tassium; Transfe rase

SRR6 46 59 6 _TR20 372_c1_g 1_i16 _le n=136 0 TPS7_RICCO
Q:474-

1358 ,H:50 -340
48 .47%ID E:5e -8 2 Alp ha-farne se ne  synthase

PF0 139 7.18 ^Te rp e ne _synth^Te rp e ne  synthase , N-te rminal d o main^5-10 2^E:7.3e -

24`PF0 39 36 .13^Te rp e ne _synth_C^Te rp e ne  synthase  family, me tal b ind ing  d o main^135-

235^E:3.2e -37

1 1,217 0 6 ,243 0 9 ,6 0 5 0 10 ,79 8 1 0 TPS7_RICCO
Alp ha-farne se ne  synthase  (EC 4.2.3.46 ) ((E,E)-alp ha-farne se ne  synthase ) (Te rp e ne  synthase  7)

(RcSe TPS7)
TPS7 RCOM_0 9 0 6 6 0 0 Ricinus co mmunis (Casto r b e an) Co mp le te  p ro te o me ; Lyase ; Mag ne sium; Me tal-b ind ing ; Re fe re nce  p ro te o me

SRR6 46 59 6 _TR2516 4_c0 _g 1_i3_le n=1751 NA NA NA NA NA
PF0 0 8 9 2.17^EamA^EamA-like  transp o rte r family^172-29 7^E:3.3e -0 9 `PF0 0 8 9 2.17^EamA^EamA-

like  transp o rte r family^30 7-456 ^E:2.6 e -13
0 ,0 0 1 1,70 1 0 2,539 0 3,116 0 3,48 0 ,40 7 0 ,6 22 . . . . . .

SRR6 46 59 6 _TR2539 7_c0 _g 2_i2_le n=16 77 TRPB_CAMAC
Q:119 3-8 7,H:8 5-

456
6 6 .4%ID E:0 Tryp to p han synthase  b e ta chain 2, chlo ro p lastic PF0 0 29 1.22^PALP^Pyrid o xal-p ho sp hate  d e p e nd e nt e nzyme ^154-48 1^E:1e -50 0 ,0 0 3 2,239 0 8 ,6 23 0 8 ,115 0 9 ,2 1 1,0 74 TRPB_CAMAC Tryp to p han synthase  b e ta chain 2, chlo ro p lastic (EC 4.2.1.20 ) TSB

Camp to the ca acuminata (Hap p y

tre e )

PATHWAY: Amino -acid  b io synthe sis; L-tryp to p han b io synthe sis; L-tryp to p han fro m cho rismate :

ste p  5/5.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last; Lyase ; Plastid ;

Pyrid o xal p ho sp hate ; Transit p e p tid e ; Tryp to p han b io synthe sis

SRR6 46 59 6 _TR26 170 _c0 _g 1_i1_le n=2541 TRPE_ARATH
Q:341-

148 9 ,H:50 -434
6 8 .0 5%ID E:0

Anthranilate  synthase  alp ha sub unit 1,

chlo ro p lastic

PF0 4715.10 ^Anth_synt_I_N^Anthranilate  synthase  co mp o ne nt I, N te rminal re g io n^153-

30 7^E:7.3e -28 `PF0 0 425.15^Cho rismate _b ind ^cho rismate  b ind ing  e nzyme ^36 8 -50 2^E:3.4e -36
1 -0 ,30 2 0 4,243 0 4,79 1 0 5,537 1 0 ,315 TRPE_ARATH

Anthranilate  synthase  alp ha sub unit 1, chlo ro p lastic (EC 4.1.3.27) (Anthranilate  synthase  co mp o ne nt 1-1)

(Anthranilate  synthase  co mp o ne nt I-1) (Pro te in A-METHYL TRYPTOPHAN RESISTANT 1) (Pro te in

JASMONATE-INDUCED DEFECTIVE LATERAL ROOT 1) (Pro te in TRYPTOPHAN BIOSYNTHESIS 5) (Pro te in

WEAK ETHYLENE INSENSITIVE 2)

ASA1 AMT1 JDL1 TRP5 WEI2 At5g 0 5730

MJJ3.14

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-tryp to p han b io synthe sis; L-tryp to p han fro m cho rismate :

ste p  1/5.

Ace tylatio n; Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Aro matic amino  acid

b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; Lyase ; Plastid ; Re fe re nce  p ro te o me ;

Transit p e p tid e ; Tryp to p han b io synthe sis

SRR6 46 59 6 _TR28 6 44_c0 _g 1_i2_le n=20 39 GPX1_PEA
Q:18 9 5-

116 1,H:1-236
70 .45%ID E:5e -10 5

Pho sp ho lip id  hyd ro p e ro xid e  g lutathio ne

p e ro xid ase , chlo ro p lastic

PF0 8 534.7^Re d o xin^Re d o xin^8 5-16 0 ^E:4e -0 8 `PF0 0 255.16 ^GSHPx^Glutathio ne  p e ro xid ase ^8 8 -

19 6 ^E:4.9 e -44`PF0 0 578 .18 ^Ahp C-TSA^Ahp C/TSA family^8 8 -150 ^E:4.3e -0 9
0 ,132 2,8 14 0 5,16 2 0 5,6 11 0 6 ,10 6 1 0 ,0 12 GPX1_PEA Pho sp ho lip id  hyd ro p e ro xid e  g lutathio ne  p e ro xid ase , chlo ro p lastic (PHGPx) (EC 1.11.1.12) Pisum sativum (Gard e n p e a) Chlo ro p last; Oxid o re d uctase ; Pe ro xid ase ; Plastid ; Transit p e p tid e

SRR6 46 59 6 _TR28 759 _c0 _g 2_i1_le n=2422 DOX1_ARATH
Q:8 9 -2119 ,H:1-

6 39
6 5.74%ID E:0 Alp ha-d io xyg e nase  1 PF0 30 9 8 .12^An_p e ro xid ase ^Animal hae m p e ro xid ase ^123-38 1^E:1.2e -55 0 ,517 0 ,9 75 0 4,6 72 0 7,8 0 2 0 8 ,59 2 0 ,29 9 -1,153 DOX1_ARATH

Alp ha-d io xyg e nase  1 (Alp ha DOX1) (EC 1.14.9 9 .-) (Fatty acid  d io xyg e nase  Alp haDOX1) (Patho g e n-ind uce d

o xyg e nase ) (Plant alp ha d io xyg e nase  1)

DOX1 DIOX1 PADOX-1 PIOX At3g 0 1420

T13O15.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Co mp le te  p ro te o me ; Dio xyg e nase ; Fatty acid  b io synthe sis; Fatty acid

me tab o lism; G lyco p ro te in; Hyp e rse nsitive  re sp o nse ; Iro n; Lip id  b io synthe sis; Lip id

me tab o lism; Me tal-b ind ing ; Oxid o re d uctase ; Oxylip in b io synthe sis; Pe ro xid ase ; Plant

d e fe nse ; Re fe re nce  p ro te o me ; Sig nal

SRR6 46 59 6 _TR28 759 _c0 _g 2_i2_le n=2322 DOX1_ARATH
Q:8 9 -1159 ,H:1-

353
74.0 2%ID E:0 Alp ha-d io xyg e nase  1 PF0 30 9 8 .12^An_p e ro xid ase ^Animal hae m p e ro xid ase ^123-38 1^E:1.2e -55 1 0 ,538 0 4,239 0 7,312 0 8 ,244 0 ,6 29 -1,6 22 DOX1_ARATH

Alp ha-d io xyg e nase  1 (Alp ha DOX1) (EC 1.14.9 9 .-) (Fatty acid  d io xyg e nase  Alp haDOX1) (Patho g e n-ind uce d

o xyg e nase ) (Plant alp ha d io xyg e nase  1)

DOX1 DIOX1 PADOX-1 PIOX At3g 0 1420

T13O15.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Co mp le te  p ro te o me ; Dio xyg e nase ; Fatty acid  b io synthe sis; Fatty acid

me tab o lism; G lyco p ro te in; Hyp e rse nsitive  re sp o nse ; Iro n; Lip id  b io synthe sis; Lip id

me tab o lism; Me tal-b ind ing ; Oxid o re d uctase ; Oxylip in b io synthe sis; Pe ro xid ase ; Plant

d e fe nse ; Re fe re nce  p ro te o me ; Sig nal

SRR6 46 59 6 _TR28 9 6 2_c0 _g 1_i6 _le n=19 8 1 C72A1_CATRO
Q:110 4-

26 5,H:245-524
9 7.8 6 %ID E:0 Se co lo g anin synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^9 3-235^E:2.5e -16 0 ,158 1,6 26 0 5,8 43 0 4,0 53 0 3,6 6 9 1 1,6 6 7 C72A1_CATRO Se co lo g anin synthase  (SLS) (EC 1.3.3.9 ) (CYPLXXII) (Cyto chro me  P450  72A1) CYP72A1 CYP72 P450 CR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; se co lo g anin b io synthe sis.

Alkalo id  me tab o lism; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP;

Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix; Vacuo le

SRR6 46 59 6 _TR30 0 17_c1_g 3_i2_le n=39 6 2 TPS7_RICCO
Q:353-

1129 ,H:74-334
48 .8 8 %ID E:1e -72 Alp ha-farne se ne  synthase

PF0 139 7.18 ^Te rp e ne _synth^Te rp e ne  synthase , N-te rminal d o main^2-74^E:4.5e -

10 `PF0 39 36 .13^Te rp e ne _synth_C^Te rp e ne  synthase  family, me tal b ind ing  d o main^10 3-

19 5^E:1.3e -27

1 0 ,347 0 6 ,6 78 0 7,8 52 0 9 ,252 1 0 TPS7_RICCO
Alp ha-farne se ne  synthase  (EC 4.2.3.46 ) ((E,E)-alp ha-farne se ne  synthase ) (Te rp e ne  synthase  7)

(RcSe TPS7)
TPS7 RCOM_0 9 0 6 6 0 0 Ricinus co mmunis (Casto r b e an) Co mp le te  p ro te o me ; Lyase ; Mag ne sium; Me tal-b ind ing ; Re fe re nce  p ro te o me

SRR6 46 59 6 _TR32139 _c1_g 1_i1_le n=18 0 8 NA NA NA NA NA

PF0 30 6 0 .12^NMO^Nitro nate  mo no o xyg e nase ^6 -74^E:9 .6 e -13`PF0 0 478 .22^IMPDH^IMP

d e hyd ro g e nase  / GMP re d uctase  d o main^26 -20 7^E:5.2e -0 8 `PF0 30 6 0 .12^NMO^Nitro nate

mo no o xyg e nase ^76 -319 ^E:1.3e -42`PF0 10 70 .15^FMN_d h^FMN-d e p e nd e nt d e hyd ro g e nase ^117-

19 9 ^E:1e -0 7

0 ,0 51 1,0 74 0 2,8 9 7 0 3,30 7 0 2,9 8 5 0 ,6 79 -0 ,433 . . . . . .

SRR6 46 59 6 _TR3248 6 _c0 _g 1_i1_le n=2139 NA NA NA NA NA . 0 ,0 0 5 0 ,8 8 0 2,0 34 0 1,8 46 0 1,6 3 0 ,0 77 0 ,6 0 1 . . . . . .

SRR6 46 6 0 4_TR110 7_c0 _g 1_i3_le n=46 55 PR5_ARATH
Q:10 58 -36 6 ,H:7-

239
55.27%ID E:2e -6 3 Patho g e ne sis-re late d  p ro te in 5 PF0 176 4.22^Lip ase _3^Lip ase  (c lass 3)^412-548 ^E:7.3e -26 0 ,70 7 0 ,415 0 2,137 0 3,78 1 0 4,6 8 9 1 -0 ,241 PR5_ARATH Patho g e ne sis-re late d  p ro te in 5 (PR-5) At1g 750 40  F9 E10 .11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ap o p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; Patho g e ne sis-

re late d  p ro te in; Plant d e fe nse ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR6 46 6 0 4_TR2744_c0 _g 1_i3_le n=1139 VSR1_ARATH
Q:111-

8 72,H:357-6 12
79 .6 9 %ID E:1e -136 Vacuo lar-so rting  re ce p to r 1 . 0 ,0 46 0 ,8 6 3 0 3,19 4 0 3,0 12 0 3,377 0 ,6 0 1 0 ,26 4 VSR1_ARATH

Vacuo lar-so rting  re ce p to r 1 (AtVSR1) (BP8 0 -like  p ro te in b ) (AtBP8 0 b ) (Ep id e rmal g ro wth facto r re ce p to r-

l ike  p ro te in 1) (AtELP) (AtELP1) (Sp o t 3 p ro te in)
VSR1 BP8 0 B ELP ELP1 At3g 528 50  F8 J2.20

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Calc ium; Co mp le te  p ro te o me ; Cyto p lasmic ve sic le ; Disulfid e  b o nd ; EGF-like

d o main; G lyco p ro te in; Go lg i ap p aratus; Me mb rane ; Pro te in transp o rt; Re fe re nce

p ro te o me ; Re p e at; Sig nal; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 46 6 0 4_TR29 6 3_c0 _g 1_i1_le n=428 4 AB15B_ARATH
Q:4146 -40 9 ,H:1-

1238
72.32%ID E:0 ABC transp o rte r B family me mb e r 15

PF0 0 6 6 4.20 ^ABC_me mb rane ^ABC transp o rte r transme mb rane  re g io n^36 -30 8 ^E:6 .3e -

46 `PF0 0 0 0 5.24^ABC_tran^ABC transp o rte r^38 2-530 ^E:2.5e -

33`PF0 0 6 6 4.20 ^ABC_me mb rane ^ABC transp o rte r transme mb rane  re g io n^6 8 3-9 52^E:1.2e -

51`PF0 0 0 0 5.24^ABC_tran^ABC transp o rte r^10 24-1172^E:9 .8 e -33

0 ,147 0 ,9 74 0 2,6 9 1 0 3,56 0 4,512 0 ,76 0 ,6 49 AB15B_ARATH
ABC transp o rte r B family me mb e r 15 (ABC transp o rte r ABCB.15) (AtABCB15) (Multid rug  re sistance  p ro te in

13) (P-g lyco p ro te in 15)
ABCB15 MDR13 PGP15 At3g 28 345 MZF16 .16

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Me mb rane ; Nucle o tid e -b ind ing ;

Re fe re nce  p ro te o me ; Re p e at; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 46 6 0 4_TR49 0 1_c0 _g 1_i3_le n=29 33 DGAT2_ARATH
Q:550 -1125,H:2-

19 4
6 5.8 %ID E:2e -8 3 Diacylg lyce ro l O-acyltransfe rase  2 PF0 39 8 2.10 ^DAGAT^Diacylg lyce ro l acyltransfe rase ^52-20 4^E:4.8 e -37 0 ,28 6 0 ,9 0 1 0 4,20 9 0 4,8 23 0 5,552 1 0 ,36 8 DGAT2_ARATH Diacylg lyce ro l O-acyltransfe rase  2 (EC 2.3.1.20 ) DGAT2 At3g 51520  F26 O13.16 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: G lyce ro lip id  me tab o lism; triacylg lyce ro l b io synthe sis.

Acyltransfe rase ; Co mp le te  p ro te o me ; End o p lasmic re ticulum; G lyce ro l me tab o lism;

Glyco p ro te in; Lip id  b io synthe sis; Lip id  me tab o lism; Me mb rane ; Re fe re nce  p ro te o me ;

Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR6 46 6 0 4_TR50 72_c0 _g 2_i4_le n=1750 SDC1_ARATH
Q:217-

1422,H:8 3-48 2
6 1.6 9 %ID E:0 Se rine  d e carb o xylase

PF0 0 28 2.16 ^Pyrid o xal_d e C^Pyrid o xal-d e p e nd e nt d e carb o xylase  co nse rve d  d o main^74-

370 ^E:9 .2e -25
0 ,6 29 0 ,8 17 0 7,6 9 9 0 10 ,156 0 11,6 36 1 0 SDC1_ARATH

Se rine  d e carb o xylase  (AtSDC) (EC 4.1.1.-) (Pro te in EMBRYO DEFECTIVE 10 75) (Se rine  d e carb o xylase  1)

(AtSDC1)
SDC EMB10 75 SDC1 At1g 43710  F2J6 .7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; De carb o xylase ; Lyase ; Pyrid o xal p ho sp hate ; Re fe re nce

p ro te o me

SRR6 46 6 0 4_TR58 46 _c0 _g 1_i1_le n=20 8 4 NA NA NA NA NA
PF0 6 8 13.10 ^No d ulin-like ^No d ulin-like ^74-319 ^E:6 .2e -9 4`PF0 76 9 0 .13^MFS_1^Majo r Facil itato r

Sup e rfamily^39 7-6 0 3^E:5.4e -12
0 ,29 9 1,19 1 0 5,0 0 6 0 7,6 44 0 8 ,552 1 0 ,6 9 4 . . . . . .

SRR6 46 6 0 4_TR6 38 9 _c0 _g 2_i1_le n=773 BH0 35_ARATH
Q:6 9 0 -52,H:5-

215
53.18 %ID E:3e -70 Transcrip tio n facto r b HLH35 PF0 0 0 10 .23^HLH^He lix-lo o p -he lix DNA-b ind ing  d o main^78 -120 ^E:9 .7e -12 0 ,0 1 2,425 0 4,70 5 0 2,776 0 3,6 4 1 0 ,9 23 BH0 35_ARATH

Transcrip tio n facto r b HLH35 (Basic he lix-lo o p -he lix p ro te in 35) (Atb HLH35) (b HLH 35) (Transcrip tio n facto r

EN 41) (b HLH transcrip tio n facto r b HLH0 35)
BHLH35 EN41 At5g 57150  MUL3.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR6 46 6 0 4_TR7319 _c0 _g 1_i1_le n=19 9 2 NA NA NA NA NA
PF0 0 10 6 .22^ad h_sho rt^sho rt chain d e hyd ro g e nase ^6 -19 4^E:2.2e -

25`PF1356 1.3^ad h_sho rt_C2^Eno yl-(Acyl carrie r p ro te in) re d uctase ^17-253^E:1.7e -41
0 ,0 6 6 5,326 0 7,6 23 0 10 ,479 0 11,19 5 1 0 . . . . . .

SRR6 46 6 0 4_TR8 743_c0 _g 2_i1_le n=159 0 PNC1_ARATH
Q:119 7-241,H:1-

320
73.44%ID E:7e -144 Pe ro xiso mal ad e nine  nucle o tid e  carrie r 1

PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r p ro te in^7-9 7^E:1.6 e -

13`PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r p ro te in^10 5-18 8 ^E:8 .5e -

0 9 `PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r p ro te in^20 2-29 5^E:2.2e -16

0 ,517 0 ,9 21 0 3,8 9 8 0 3,52 0 4,23 1 0 ,542 PNC1_ARATH Pe ro xiso mal ad e nine  nucle o tid e  carrie r 1 (AtPNC1) PNC1 At3g 0 529 0  T12H1.26
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Antip o rt; Co mp le te  p ro te o me ; Me mb rane ; Pe ro xiso me ; Re fe re nce  p ro te o me ; Re p e at;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 46 6 0 4_TR9 738 _c0 _g 2_i5_le n=26 9 1 NA NA NA NA NA . 1 1,78 5 0 4,8 8 0 7,36 4 0 7,747 1 0 ,6 14 . . . . . .

SRR6 46 6 0 4_TR10 50 7_c0 _g 1_i1_le n=1120 NA NA NA NA NA PF0 6 8 8 4.8 ^DUF126 4^Pro te in o f unkno wn functio n (DUF126 4)^8 4-250 ^E:2.8 e -6 9 0 ,0 0 5 4,26 9 0 6 ,112 0 7,18 1 0 5,8 58 0 ,118 1,6 59 . . . . . .

SRR6 46 6 0 4_TR1128 2_c0 _g 1_i1_le n=1551 NA NA NA NA NA PF0 4117.9 ^Mp v17_PMP22^Mp v17 / PMP22 family^250 -311^E:1.9 e -17 0 ,18 7 1,224 0 3,48 6 0 4,18 2 0 4,9 37 1 -0 ,48 6 . . . . . .

SRR6 46 6 0 4_TR2236 9 _c0 _g 2_i29 _le n=2732 FAD3E_SOYBN
Q:8 0 1-

50 5,H:246 -321
6 8 .6 9 %ID E:9 e -6 8

Ome g a-3 fatty acid  d e saturase , e nd o p lasmic

re ticulum

PF119 6 0 .5^DUF3474^Do main o f unkno wn functio n (DUF3474)^6 -6 2^E:1.6 e -

26 `PF0 0 48 7.21^FA_d e saturase ^Fatty acid  d e saturase ^77-152^E:4.8 e -13
0 ,118 2,0 6 7 0 4,8 46 0 5,18 8 0 5,431 1 -0 ,10 3 FAD3E_SOYBN Ome g a-3 fatty acid  d e saturase , e nd o p lasmic re ticulum (EC 1.14.19 .-) FAD3

Glycine  max (So yb e an) (G lycine

hisp id a)
PATHWAY: Lip id  me tab o lism; p o lyunsaturate d  fatty acid  b io synthe sis.

Co mp le te  p ro te o me ; End o p lasmic re ticulum; Fatty acid  b io synthe sis; Fatty acid

me tab o lism; Lip id  b io synthe sis; Lip id  me tab o lism; Me mb rane ; Oxid o re d uctase ;

Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR6 46 6 0 4_TR240 12_c0 _g 1_i1_le n=426 NA NA NA NA NA . 0 ,48 9 0 ,527 0 3,438 0 1,8 8 6 0 2,6 47 0 ,142 0 ,76 . . . . . .

SRR6 46 6 0 4_TR246 56 _c0 _g 2_i3_le n=2411 TRPE_ARATH
Q:20 56 -

422,H:50 -59 5
71.48 %ID E:0

Anthranilate  synthase  alp ha sub unit 1,

chlo ro p lastic

PF0 4715.10 ^Anth_synt_I_N^Anthranilate  synthase  co mp o ne nt I, N te rminal re g io n^158 -

312^E:1.3e -27`PF0 0 425.15^Cho rismate _b ind ^cho rismate  b ind ing  e nzyme ^373-6 45^E:3.2e -8 1
0 ,8 54 -0 ,257 0 4,6 51 0 3,239 0 4,255 1 0 ,28 4 TRPE_ARATH

Anthranilate  synthase  alp ha sub unit 1, chlo ro p lastic (EC 4.1.3.27) (Anthranilate  synthase  co mp o ne nt 1-1)

(Anthranilate  synthase  co mp o ne nt I-1) (Pro te in A-METHYL TRYPTOPHAN RESISTANT 1) (Pro te in

JASMONATE-INDUCED DEFECTIVE LATERAL ROOT 1) (Pro te in TRYPTOPHAN BIOSYNTHESIS 5) (Pro te in

WEAK ETHYLENE INSENSITIVE 2)

ASA1 AMT1 JDL1 TRP5 WEI2 At5g 0 5730

MJJ3.14

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-tryp to p han b io synthe sis; L-tryp to p han fro m cho rismate :

ste p  1/5.

Ace tylatio n; Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Aro matic amino  acid

b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; Lyase ; Plastid ; Re fe re nce  p ro te o me ;

Transit p e p tid e ; Tryp to p han b io synthe sis

SRR6 46 6 0 4_TR25379 _c0 _g 1_i2_le n=1322 NA NA NA NA NA . 0 ,0 0 1 2,0 79 0 3,16 4 0 3,28 1 0 4,0 14 0 ,59 3 0 ,70 6 . . . . . .

SRR6 46 6 0 4_TR26 737_c2_g 1_i2_le n=316 6 CSCL4_ARATH
Q:776 -259 0 ,H:1-

6 0 6
79 .0 4%ID E:0 CSC1-like  p ro te in At3g 216 20

PF139 6 7.3^RSN1_TM^Late  e xo cyto sis, asso ciate d  with Go lg i transp o rt^7-176 ^E:3.5e -

52`PF1470 3.3^PHM7_cyt^Cyto so lic d o main o f 10 TM p utative  p ho sp hate  transp o rte r^19 7-

359 ^E:5.8 e -49 `PF0 2714.12^RSN1_7TM^Calcium-d e p e nd e nt channe l, 7TM re g io n, p utative

p ho sp hate ^370 -6 12^E:1.3e -70

0 ,38 1 1,6 49 0 5,125 0 ,0 0 1 5,229 0 5,9 19 1 0 ,10 5 CSCL4_ARATH CSC1-like  p ro te in At3g 216 20 At3g 216 20  MIL23.19
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Calcium; Co mp le te  p ro te o me ; Io n channe l; Io n transp o rt; Me mb rane ; Re fe re nce

p ro te o me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 46 6 0 4_TR26 737_c2_g 1_i7_le n=30 9 3 CSCL4_ARATH
Q:18 14-

30 6 7,H:30 0 -717
79 .6 7%ID E:0 CSC1-like  p ro te in At3g 216 20

PF1470 3.3^PHM7_cyt^Cyto so lic d o main o f 10 TM p utative  p ho sp hate  transp o rte r^4-6 4^E:4.2e -

14`PF0 2714.12^RSN1_7TM^Calcium-d e p e nd e nt channe l, 7TM re g io n, p utative  p ho sp hate ^75-

347^E:9 .3e -8 4

0 ,239 1,311 0 4,526 0 4,49 4 0 5,55 0 ,76 -0 ,56 6 CSCL4_ARATH CSC1-like  p ro te in At3g 216 20 At3g 216 20  MIL23.19
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Calcium; Co mp le te  p ro te o me ; Io n channe l; Io n transp o rt; Me mb rane ; Re fe re nce

p ro te o me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 46 6 0 4_TR276 77_c0 _g 1_i4_le n=26 20 PPH_ARATH
Q:474-1334,H:3-

28 5
57.29 %ID E:7e -10 1 Phe o p hytinase , chlo ro p lastic

PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase  fo ld ^157-29 5^E:1.1e -

11`PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^159 -314^E:7.6 e -13
1 0 ,8 12 0 4,6 43 0 8 ,28 5 0 8 ,771 1 -0 ,40 2 PPH_ARATH

Phe o p hytinase , chlo ro p lastic (EC 3.1.1.-) (Phe o p hytin p he o p ho rb id e  hyd ro lase ) (Pro te in CO-REGULATED

WITH NYE1)
PPH CRN1 At5g 138 0 0  MAC12.25

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p hyll catab o lism; Chlo ro p last; Co mp le te  p ro te o me ; Hyd ro lase ; Me mb rane ; Plastid ;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

SRR6 46 6 0 4_TR276 77_c0 _g 1_i6 _le n=2779 PPH_ARATH
Q:9 9 9 -2414,H:3-

472
59 .37%ID E:0 Phe o p hytinase , chlo ro p lastic

PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase  fo ld ^16 8 -450 ^E:1.8 e -

13`PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^170 -456 ^E:4.9 e -18
0 ,50 2 1,9 9 0 5,338 0 4,753 0 5,39 3 1 0 ,16 9 PPH_ARATH

Phe o p hytinase , chlo ro p lastic (EC 3.1.1.-) (Phe o p hytin p he o p ho rb id e  hyd ro lase ) (Pro te in CO-REGULATED

WITH NYE1)
PPH CRN1 At5g 138 0 0  MAC12.25

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p hyll catab o lism; Chlo ro p last; Co mp le te  p ro te o me ; Hyd ro lase ; Me mb rane ; Plastid ;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

SRR6 46 6 0 4_TR28 0 9 1_c0 _g 2_i1_le n=1576 DAT_CATRO
Q:1547-237,H:8 -

439
79 .22%ID E:0 De ace tylvind o line  O-ace tyltransfe rase PF0 2458 .12^Transfe rase ^Transfe rase  family^13-437^E:8 .5e -6 5 1 2,57 0 7,30 8 0 7,0 55 0 6 ,9 49 1 0 DAT_CATRO

De ace tylvind o line  O-ace tyltransfe rase  (EC 2.3.1.10 7) (Ace tyl-co e nzyme  A:d e ace tylvind o line  4-O-

ace tyltransfe rase )
DAT

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; vind o line  b io synthe sis; vind o line  fro m tab e rso nine : ste p  6 /6 . Acyltransfe rase ; Co ile d  co il; Dire ct p ro te in se q ue ncing ; Transfe rase

SRR6 46 6 0 4_TR28 16 7_c0 _g 2_i2_le n=9 0 6 NA NA NA NA NA PF0 58 9 9 .9 ^Cup in_3^Pro te in o f unkno wn functio n (DUF8 6 1)^46 -124^E:9 .7e -32 0 ,18 7 1,153 0 3,8 5 0 2,56 2 0 2,9 26 1 -0 ,20 4 . . . . . .

SRR6 46 6 0 4_TR28 322_c0 _g 1_i1_le n=20 20 C79 D1_MANES
Q:40 6 -

18 42,H:6 9 -540
57.8 3%ID E:0 Valine  N-mo no o xyg e nase  1 PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^47-50 9 ^E:7.2e -76 1 0 ,0 76 0 3,357 0 7,36 6 0 8 ,243 0 ,6 29 1,39 7 C79 D1_MANES Valine  N-mo no o xyg e nase  1 (EC 1.14.13.118 ) (Cyto chro me  P450  79 D1) CYP79 D1

Maniho t e scule nta (Cassava)

(Jatro p ha maniho t)

Dire ct p ro te in se q ue ncing ; End o p lasmic re ticulum; He me ; Iro n; Me mb rane ; Me tal-b ind ing ;

Micro so me ; Mo no o xyg e nase ; NADP; Oxid o re d uctase ; Transme mb rane ; Transme mb rane

he lix

SRR6 46 6 0 4_TR28 9 53_c0 _g 1_i1_le n=18 8 8 HQGT_RAUSE
Q:126 -156 5,H:5-

470
79 .38 %ID E:0 Hyd ro q uino ne  g luco syltransfe rase PF0 0 20 1.15^UDPGT^UDP-g luco ro no syl and  UDP-g luco syl transfe rase ^271-448 ^E:2.8 e -21 0 ,0 52 1,49 4 0 5,318 0 2,29 4 0 2,58 7 0 ,0 2 1,118 HQGT_RAUSE Hyd ro q uino ne  g luco syltransfe rase  (EC 2.4.1.218 ) (Arb utin synthase ) AS

Rauvo lfia se rp e ntina (Se rp e ntine

wo o d ) (Op hio xylo n se rp e ntinum)
Dire ct p ro te in se q ue ncing ; G lyco syltransfe rase ; Transfe rase

PF0 536 8 .10 ^NmrA^NmrA-like  family^8 -16 9 ^E:6 e -42`PF0 1370 .18 ^Ep ime rase ^NAD d e p e nd e nt



SRR6 46 6 0 4_TR29 137_c0 _g 1_i10 _le n=1773 EGS1_OCIBA
Q:10 8 -6 32,H:7-

18 1
6 9 .71%ID E:5e -8 1 Eug e no l synthase  1

e p ime rase /d e hyd ratase  family^8 -8 6 ^E:5.1e -0 6 `PF0 10 73.16 ^3Be ta_HSD^3-b e ta hyd ro xyste ro id

d e hyd ro g e nase /iso me rase  family^9 -9 8 ^E:1.2e -0 5`PF1346 0 .3^NAD_b ind ing _10 ^NAD(P)H-

b ind ing ^12-149 ^E:1.6 e -12

0 ,0 15 1,744 0 2,8 39 0 5,9 54 0 6 ,135 1 0 ,39 2 EGS1_OCIBA Eug e no l synthase  1 (EC 1.1.1.318 ) EGS1 Ocimum b asil icum (Swe e t b asil) PATHWAY: Aro matic co mp o und  me tab o lism; p he nylp ro p ano id  b io synthe sis. 3D-structure ; NADP; Oxid o re d uctase ; Phe nylp ro p ano id  me tab o lism

SRR6 46 6 0 4_TR29 8 55_c0 _g 1_i1_le n=1229 DIOX3_PAPSO
Q:20 8 -

76 8 ,H:171-358
54.79 %ID E:1e -6 6 Co d e ine  O-d e me thylase PF0 3171.17^2OG-Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^29 -125^E:7e -26 0 ,254 4,49 2 0 7,0 18 0 8 ,6 8 4 0 8 ,0 47 1 0 DIOX3_PAPSO Co d e ine  O-d e me thylase  (EC 1.14.11.32) CODM DIOX3 Pap ave r so mnife rum (Op ium p o p p y) PATHWAY: Alkalo id  b io synthe sis; mo rp hine  b io synthe sis.

Alkalo id  me tab o lism; Dio xyg e nase ; Iro n; Me tal-b ind ing ; Me thyltransfe rase ;

Oxid o re d uctase ; Transfe rase

SRR6 46 6 0 4_TR29 8 72_c1_g 1_i8 _le n=39 25 C79 D3_LOTJA
Q:176 -

16 24,H:45-530
53.8 9 %ID E:3e -175 Iso le ucine  N-mo no o xyg e nase  1 PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^43-510 ^E:3.4e -8 4 1 -0 ,16 2 0 2,278 0 5,325 0 6 ,6 6 4 0 ,79 8 -0 ,455 C79 D3_LOTJA Iso le ucine  N-mo no o xyg e nase  1 (EC 1.14.13.117) (Cyto chro me  P450  79 D3) CYP79 D3

Lo tus jap o nicus (Lo tus co rniculatus

var. jap o nicus)

End o p lasmic re ticulum; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Micro so me ;

Mo no o xyg e nase ; NADP; Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix

SRR6 46 6 0 4_TR30 246 _c1_g 1_i3_le n=28 6 5 LOX31_SOLTU
Q:2778 -49 ,H:1-

9 14
79 .35%ID E:0 Lino le ate  13S-lip o xyg e nase  3-1, chlo ro p lastic

PF0 1477.20 ^PLAT^PLAT/LH2 d o main^157-242^E:8 e -

13`PF0 0 30 5.16 ^Lip o xyg e nase ^Lip o xyg e nase ^255-9 22^E:5.1e -30 3
0 ,0 8 8 1,56 4 0 4,9 12 0 3,9 8 1 0 4,539 1 0 LOX31_SOLTU Lino le ate  13S-lip o xyg e nase  3-1, chlo ro p lastic (EC 1.13.11.12) LOX3.1 LOX-H3 So lanum tub e ro sum (Po tato )

PATHWAY: Lip id  me tab o lism; o xylip in b io synthe sis. {ECO:0 0 0 0 255|PROSITE-

Pro Rule :PRU0 0 726 }.

Chlo ro p last; Co mp le te  p ro te o me ; Dio xyg e nase ; Fatty acid  b io synthe sis; Fatty acid

me tab o lism; Iro n; Lip id  b io synthe sis; Lip id  me tab o lism; Me tal-b ind ing ; Oxid o re d uctase ;

Oxylip in b io synthe sis; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

SRR6 46 6 0 4_TR3110 6 _c0 _g 1_i1_le n=1331 NA NA NA NA NA . 0 ,50 2 2,317 0 6 ,0 6 7 0 7,56 2 0 8 ,749 1 -0 ,30 5 . . . . . .

SRR6 46 6 0 4_TR33445_c0 _g 2_i1_le n=1210 NA NA NA NA NA PF0 2519 .11^Auxin_ind ucib le ^Auxin re sp o nsive  p ro te in^8 4-154^E:4.4e -21 0 ,46 1 1,256 0 3,351 0 3,775 0 4,48 8 1 -0 ,0 8 6 . . . . . .

SRR6 46 6 0 4_TR3710 5_c3_g 1_i5_le n=4576 SDP1_ARATH
Q:10 37-

246 7,H:1-474
8 3.0 5%ID E:0 Triacylg lyce ro l l ip ase  SDP1

PF118 15.5^DUF3336 ^Do main o f unkno wn functio n (DUF3336 )^9 9 -229 ^E:2.7e -

29 `PF0 1734.19 ^Patatin^Patatin-like  p ho sp ho lip ase ^236 -430 ^E:1.2e -18
0 ,312 0 ,9 2 0 2,379 0 5,78 5 0 6 ,0 23 0 ,79 8 0 ,348 SDP1_ARATH Triacylg lyce ro l l ip ase  SDP1 (EC 3.1.1.3) (Pro te in SUGAR-DEPENDENT 1) SDP1 At5g 0 40 40  F8 F6 .10  F8 F6 .250

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; G lyce ro l me tab o lism; G lyco p ro te in; Hyd ro lase ; Lip id  d e g rad atio n;

Lip id  d ro p le t; Lip id  me tab o lism; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix

SRR6 46 6 0 4_TR37251_c0 _g 1_i1_le n=8 52 MIRA_SYNDU
Q:119 -6 76 ,H:30 -

217
38 .14%ID E:2e -31 Miraculin PF0 0 19 7.15^Kunitz_le g ume ^Tryp sin and  p ro te ase  inhib ito r^46 -224^E:3.4e -47 0 ,50 2 2,9 6 2 0 6 ,9 3 0 11,36 1 0 7,39 7 1 0 MIRA_SYNDU Miraculin (MIR)

Synse p alum d ulc ificum (Miracle

fruit) (Richad e lla d ulc ifica)
Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; G lyco p ro te in; Sig nal; Taste -mo d ifying  p ro te in

SRR6 46 6 0 4_TR38 18 5_c0 _g 1_i1_le n=16 6 2 NAC72_ARATH
Q:135-8 8 1,H:1-

241
73.0 2%ID E:2e -122 NAC d o main-co ntaining  p ro te in 72 PF0 236 5.12^NAM^No  ap ical me riste m (NAM) p ro te in^59 -18 3^E:8 e -26 0 ,6 9 4 0 ,39 5 0 1,9 27 0 2,0 78 0 2,337 0 ,50 5 0 ,39 2 NAC72_ARATH NAC d o main-co ntaining  p ro te in 72 (ANAC0 72) (Pro te in RESPONSIVE TO DESICCATION 26 ) NAC0 72 RD26  At4g 27410  F27G19 .10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR6 46 6 0 4_TR38 6 44_c1_g 1_i8 _le n=38 6 9 AFS1_MALDO
Q:1177-

314,H:274-56 3
54.3%ID E:3e -9 5 (E,E)-alp ha-farne se ne  synthase PF0 39 36 .13^Te rp e ne _synth_C^Te rp e ne  synthase  family, me tal b ind ing  d o main^1-158 ^E:7.1e -43 1 2,333 0 6 ,8 34 0 7,73 0 8 ,737 1 -0 ,245 AFS1_MALDO (E,E)-alp ha-farne se ne  synthase  (Md ASF1) (EC 4.2.3.46 ) (Pre nyltransfe rase ) (EC 2.5.1.-) AFS1 AFAR

Malus d o me stica (Ap p le ) (Pyrus

malus)
Cyto p lasm; Lyase ; Mag ne sium; Mang ane se ; Me tal-b ind ing ; Po tassium; Transfe rase

SRR6 48 70 5_TR7373_c0 _g 1_i1_le n=18 27 NAC2_ARATH
Q:1522-6 26 ,H:2-

28 9
6 2.21%ID E:4e -111 NAC d o main-co ntaining  p ro te in 2 PF0 236 5.12^NAM^No  ap ical me riste m (NAM) p ro te in^22-145^E:4.8 e -27 0 ,0 1 2,59 9 0 8 ,341 0 3,6 0 4 0 4,9 9 1 0 ,8 8 3 NAC2_ARATH NAC d o main-co ntaining  p ro te in 2 (ANAC0 0 2) NAC0 0 2 ATAF1 At1g 0 1720  T1N6 .12

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n;

Transcrip tio n re g ulatio n

SRR6 48 70 5_TR9 374_c0 _g 2_i2_le n=26 6 1 HSP8 3_IPONI
Q:2440 -329 ,H:1-

70 3
9 5.8 8 %ID E:0 He at sho ck p ro te in 8 3

PF1358 9 .3^HATPase _c_3^Histid ine  kinase -, DNA g yrase  B-, and  HSP9 0 -like  ATPase ^30 -

151^E:2.8 e -0 9 `PF0 2518 .23^HATPase _c^Histid ine  kinase -, DNA g yrase  B-, and  HSP9 0 -like

ATPase ^32-18 6 ^E:1.1e -16 `PF0 0 18 3.15^HSP9 0 ^Hsp 9 0  p ro te in^18 9 -6 9 9 ^E:1.2e -241

0 ,78 1 -0 ,422 0 ,0 0 1 2,473 0 1,17 0 ,0 0 1 1,0 6 5 1 0 ,2 HSP8 3_IPONI He at sho ck p ro te in 8 3 HSP8 3A
Ip o mo e a nil (Jap ane se  mo rning

g lo ry) (Pharb itis  nil)
ATP-b ind ing ; Chap e ro ne ; Cyto p lasm; Nucle o tid e -b ind ing ; Stre ss re sp o nse

SRR6 48 70 5_TR110 52_c0 _g 1_i3_le n=1379 CBSX1_ARATH
Q:9 74-46 5,H:6 5-

234
74.12%ID E:8 e -8 5

CBS d o main-co ntaining  p ro te in CBSX1,

chlo ro p lastic

PF0 0 571.25^CBS^CBS d o main^76 -130 ^E:8 .2e -13`PF0 0 571.25^CBS^CBS d o main^170 -223^E:7.4e -

18
0 ,0 0 4 1,6 6 0 3,718 0 3,0 46 0 2,16 8 0 ,226 2,6 8 2 CBSX1_ARATH

CBS d o main-co ntaining  p ro te in CBSX1, chlo ro p lastic (CBS d o main-co ntaining  p ro te in 2) (AtCDCP2)

(Pro te in LOSS OF THE TIMING OF ET AND JA BIOSYNTHESIS 2) (AtLEJ2)

CBSX1 CDCP2 At4g 36 9 10  AP22.6 1

C7A10 .450

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Ace tylatio n; CBS d o main; Chlo ro p last; Co mp le te  p ro te o me ; Plastid ;

Re fe re nce  p ro te o me ; Re p e at; Transit p e p tid e

SRR6 48 70 5_TR12139 _c0 _g 1_i1_le n=4526 VSR1_ARATH
Q:416 2-

2318 ,H:3-6 21
76 .9 %ID E:0 Vacuo lar-so rting  re ce p to r 1

PF0 2225.19 ^PA^PA d o main^9 2-16 1^E:2.1e -0 9 `PF126 6 2.4^cEGF^Co mp le me nt Clr-l ike  EGF-

like ^49 8 -517^E:3.7e -0 7`PF0 76 45.12^EGF_CA^Calcium-b ind ing  EGF d o main^514-545^E:0 .0 0 0 12
0 ,40 9 0 ,4 0 2,525 0 1,8 48 0 2,277 0 ,6 9 1 0 ,255 VSR1_ARATH

Vacuo lar-so rting  re ce p to r 1 (AtVSR1) (BP8 0 -like  p ro te in b ) (AtBP8 0 b ) (Ep id e rmal g ro wth facto r re ce p to r-

l ike  p ro te in 1) (AtELP) (AtELP1) (Sp o t 3 p ro te in)
VSR1 BP8 0 B ELP ELP1 At3g 528 50  F8 J2.20

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Calc ium; Co mp le te  p ro te o me ; Cyto p lasmic ve sic le ; Disulfid e  b o nd ; EGF-like

d o main; G lyco p ro te in; Go lg i ap p aratus; Me mb rane ; Pro te in transp o rt; Re fe re nce

p ro te o me ; Re p e at; Sig nal; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 48 70 5_TR1258 7_c0 _g 1_i1_le n=20 6 4 PTR21_ARATH
Q:18 38 -75,H:31-

6 17
53.3%ID E:0 Pro te in NRT1/ PTR FAMILY 2.13

PF0 76 9 0 .13^MFS_1^Majo r Facil itato r Sup e rfamily^115-58 0 ^E:7.8 e -0 9 `PF0 0 8 54.18 ^PTR2^POT

family^170 -59 9 ^E:9 .8 e -8 2
1 1,428 0 7,148 0 3,545 0 2,6 23 1 0 ,377 PTR21_ARATH Pro te in NRT1/ PTR FAMILY 2.13 (AtNPF2.13) (Nitrate  transp o rte r 1.7) NPF2.13 NRT1.7 At1g 6 9 8 70  T17F3.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Nitrate  assimilatio n; Re fe re nce

p ro te o me ; Symp o rt; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 48 70 5_TR13222_c0 _g 2_i1_le n=58 4 NA NA NA NA NA . 0 ,0 59 1,553 0 3,6 0 7 0 6 ,151 0 6 ,57 1 -0 ,16 7 . . . . . .

SRR6 48 70 5_TR15518 _c0 _g 1_i1_le n=1550 NA NA NA NA NA
PF0 6 20 0 .11^tify^tify d o main^37-6 7^E:6 .5e -18 `PF0 9 425.7^CCT_2^Dive rg e nt CCT mo tif^127-

151^E:2.6 e -13
0 ,0 14 2,8 41 0 5,374 0 5,6 73 0 5,747 0 ,76 -0 ,46 . . . . . .

SRR6 48 70 5_TR170 6 3_c0 _g 2_i2_le n=1722 UGT9 _GARJA
Q:26 5-158 1,H:1-

437
56 .59 %ID E:3e -174

Be ta-D-g luco syl cro ce tin b e ta-1,6 -

g luco syltransfe rase
PF0 0 20 1.15^UDPGT^UDP-g luco ro no syl and  UDP-g luco syl transfe rase ^26 3-39 5^E:9 .9 e -21 1 0 ,376 0 3,56 6 0 1,452 0 2,38 0 ,6 43 -0 ,455 UGT9 _GARJA

Be ta-D-g luco syl cro ce tin b e ta-1,6 -g luco syltransfe rase  (EC 2.4.1.330 ) (UDP-g luco se  g luco syltransfe rase  9 )

(G jUGT9 ) (UDP-g lyco syltransfe rase  9 4E5)
UGT9 4E5 UGT9

Gard e nia jasmino id e s (Cap e

jasmine ) (Gard e nia aug usta)
Glyco syltransfe rase ; Transfe rase

SRR6 48 70 5_TR18 211_c0 _g 1_i2_le n=9 0 0 SGRM_PEA
Q:29 2-771,H:1-

159
75.78 %ID E:4e -76

No n-functio nal p ro te in STAY-GREEN,

chlo ro p lastic
PF126 38 .4^Stayg re e n^Stayg re e n p ro te in^54-171^E:1.4e -35 1 0 ,9 11 0 5,38 6 0 3,8 44 0 3,744 1 0 ,38 2 SGRM_PEA No n-functio nal p ro te in STAY-GREEN, chlo ro p lastic (Pro te in STAYGREEN) SGR Pisum sativum (Gard e n p e a) Chlo ro p last; Plastid ; Transit p e p tid e

SRR6 48 70 5_TR18 346 _c2_g 1_i1_le n=26 73 NA NA NA NA NA . 1 0 ,70 5 0 4,9 35 0 1,56 6 0 2,0 76 0 ,6 29 1,6 0 9 . . . . . .

SRR6 48 70 5_TR25572_c0 _g 2_i1_le n=721 NA NA NA NA NA . 0 ,40 2 1,0 8 8 0 2,32 0 3,52 0 2,321 0 ,0 74 0 ,9 8 . . . . . .

SRR6 48 70 5_TR26 9 9 3_c0 _g 1_i2_le n=2232 CBP22_HORVU
Q:46 8 -176 6 ,H:1-

436
70 .18 %ID E:0 Se rine  carb o xyp e p tid ase  II-2 PF0 0 450 .19 ^Pe p tid ase _S10 ^Se rine  carb o xyp e p tid ase ^45-46 1^E:5.7e -147 0 ,0 31 0 ,6 52 0 1,425 0 2,533 0 2,8 13 0 ,439 0 ,329 CBP22_HORVU

Se rine  carb o xyp e p tid ase  II-2 (EC 3.4.16 .6 ) (CP-MII.2) [Cle ave d  into : Se rine  carb o xyp e p tid ase  II-2 chain A;

Se rine  carb o xyp e p tid ase  II-2 chain B] (Frag me nt)
CXP;2-2 Ho rd e um vulg are  (Barle y)

Carb o xyp e p tid ase ; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ;

Pro te ase ; Zymo g e n

SRR6 48 70 5_TR330 71_c0 _g 1_i1_le n=1721 NA NA NA NA NA PF0 0 56 4.21^PB1^PB1 d o main^29 -114^E:6 .1e -17 1 0 ,543 0 4,217 0 3,9 15 0 4,737 1 0 ,0 57 . . . . . .

SRR6 48 70 5_TR3416 7_c1_g 1_i1_le n=1738 NA NA NA NA NA PF0 4720 .9 ^PDDEXK_6 ^PDDEXK-like  family o f unkno wn functio n^6 1-248 ^E:9 .1e -6 5 0 ,0 25 3,56 6 0 5,49 1 0 4,0 71 0 3,78 6 1 1,50 4 . . . . . .

SRR6 48 70 5_TR38 56 8 _c0 _g 1_i2_le n=6 75 NA NA NA NA NA . 0 ,0 0 3 3,0 77 0 3,8 47 0 5,0 17 0 ,0 0 1 3,774 1 -0 ,149 . . . . . .

SRR6 48 70 5_TR38 9 19 _c0 _g 2_i4_le n=20 33 NOTUM_MOUSE
Q:1758 -

721,H:10 7-456
27.32%ID E:2e -21

Palmito le o yl-p ro te in carb o xyle ste rase  NOTUM

{ECO:0 0 0 0 250 |UniPro tKB:Q6 P9 8 8 }
PF0 328 3.10 ^PAE^Pe ctinace tyle ste rase ^21-372^E:2.1e -16 8 0 ,6 79 0 ,452 0 2,335 0 1,223 0 ,0 0 1 1,0 9 7 1 -0 ,28 5 NOTUM_MOUSE Palmito le o yl-p ro te in carb o xyle ste rase  NOTUM (EC 3.1.1.-) No tum Mus musculus (Mo use )

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Hyd ro lase ; Pho sp ho p ro te in;

Re fe re nce  p ro te o me ; Se cre te d ; Se rine  e ste rase ; Sig nal; Wnt s ig naling  p athway

SRR6 48 70 5_TR426 18 _c0 _g 1_i1_le n=116 7 OFP8 _ARATH
Q:312-

112,H:154-220
6 4.18 %ID E:4e -21 Transcrip tio n re p re sso r OFP8 PF0 48 44.10 ^Ovate ^Transcrip tio nal re p re sso r, o vate ^243-29 9 ^E:1.8 e -20 1 0 ,0 8 6 0 6 ,258 0 5,6 78 0 6 ,9 51 1 0 ,19 4 OFP8 _ARATH Transcrip tio n re p re sso r OFP8  (Ovate  family p ro te in 8 ) (AtOFP8 ) OFP8  At5g 19 6 50  T29 J13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Nucle us; Re fe re nce  p ro te o me ; Re p re sso r; Transcrip tio n;

Transcrip tio n re g ulatio n

SRR6 48 70 5_TR4359 1_c0 _g 1_i19 _le n=3515 NA NA NA NA NA

PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^37-157^E:2.2e -

34`PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase  fo ld ^39 -148 ^E:1.1e -

11`PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^43-149 ^E:1.5e -0 9

0 ,0 44 2,0 36 0 4,38 5 0 3,36 3 0 3,6 0 9 1 -0 ,0 15 . . . . . .

SRR6 48 70 5_TR4478 0 _c0 _g 1_i1_le n=16 54 QOR1_ECOLI
Q:234-120 5,H:1-

327
47.4%ID E:1e -8 9 Quino ne  o xid o re d uctase  1

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^10 6 -16 4^E:2.5e -

0 8 `PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing  d e hyd ro g e nase ^229 -342^E:3e -

27`PF136 0 2.3^ADH_zinc_N_2^Zinc-b ind ing  d e hyd ro g e nase ^26 2-39 9 ^E:1.1e -20

0 ,352 0 ,323 0 1,525 0 2,372 0 2,46 8 0 ,9 31 0 ,0 75 QOR1_ECOLI Quino ne  o xid o re d uctase  1 (EC 1.6 .5.5) (NADPH:q uino ne  re d uctase  1) (Ze ta-crystall in ho mo lo g  p ro te in) q o rA hcz q o r q o r1 b 40 51 JW40 11 Esche richia co li (strain K12) 3D-structure ; Co mp le te  p ro te o me ; NADP; Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR6 48 70 7_TR337_c1_g 1_i1_le n=1430 Y8 9 48 _DICDI
Q:8 17-53,H:15-

26 1
32.32%ID E:1e -30 Putative  me thyltransfe rase  DDB_G0 26 8 9 48

PF136 49 .3^Me thyltransf_25^Me thyltransfe rase  d o main^37-128 ^E:9 .1e -

10 `PF138 47.3^Me thyltransf_31^Me thyltransfe rase  d o main^37-138 ^E:4.5e -

0 8 `PF0 8 241.9 ^Me thyltransf_11^Me thyltransfe rase  d o main^39 -132^E:1.3e -

10 `PF0 8 242.9 ^Me thyltransf_12^Me thyltransfe rase  d o main^39 -132^E:2.2e -0 8

0 ,237 0 ,44 0 2,40 9 0 1,9 71 0 2,6 27 0 ,78 1 0 ,6 21 Y8 9 48 _DICDI Putative  me thyltransfe rase  DDB_G0 26 8 9 48  (EC 2.1.1.-) DDB_G0 26 8 9 48
Dictyo ste lium d isco id e um (Slime

mo ld )

Co mp le te  p ro te o me ; Me thyltransfe rase ; Re fe re nce  p ro te o me ; S-ad e no syl-L-me thio nine ;

Transfe rase

SRR6 48 70 7_TR3152_c0 _g 1_i1_le n=1530 NAC72_ARATH
Q:139 -8 8 5,H:1-

241
73.0 2%ID E:9 e -124 NAC d o main-co ntaining  p ro te in 72 PF0 236 5.12^NAM^No  ap ical me riste m (NAM) p ro te in^6 1-18 5^E:4.9 e -26 1 1,725 0 6 ,8 0 3 0 7,0 0 9 0 6 ,9 11 1 2,16 2 NAC72_ARATH NAC d o main-co ntaining  p ro te in 72 (ANAC0 72) (Pro te in RESPONSIVE TO DESICCATION 26 ) NAC0 72 RD26  At4g 27410  F27G19 .10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR6 48 70 7_TR39 0 6 _c1_g 1_i2_le n=18 14 SRG1_ARATH
Q:16 0 6 -

59 9 ,H:16 -358
39 .19 %ID E:7e -6 9 Pro te in SRG1

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^53-158 ^E:1e -

25`PF0 3171.17^2OG-Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^20 7-30 3^E:4.6 e -23
0 ,0 16 2,313 0 5,542 0 4,248 0 3,122 1 0 SRG1_ARATH Pro te in SRG1 (AtSRG1) (Pro te in SENESCENCE-RELATED GENE 1) SRG1 At1g 170 20  F20 D23.28  F6 I1.30

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR6 48 70 7_TR459 4_c0 _g 2_i1_le n=9 8 6 IKU2_ARATH
Q:259 -9 8 1,H:24-

272
48 .8 %ID E:7e -6 5 Re ce p to r-l ike  p ro te in kinase  HAIKU2

PF0 8 26 3.9 ^LRRNT_2^Le ucine  rich re p e at N-te rminal d o main^40 -78 ^E:2e -

10 `PF138 55.3^LRR_8 ^Le ucine  rich re p e at^20 6 -26 5^E:1.5e -0 6 `PF0 0 56 0 .30 ^LRR_1^Le ucine

Rich Re p e at^20 7-228 ^E:0 .6 2

0 ,28 6 1,0 2 0 6 ,8 19 0 7,329 0 7,20 7 1 -0 ,743 IKU2_ARATH Re ce p to r-l ike  p ro te in kinase  HAIKU2 (EC 2.7.11.1) IKU2 At3g 19 70 0  MMB12.19
Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Kinase ; Le ucine -rich re p e at; Me mb rane ;

Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re ce p to r; Re fe re nce  p ro te o me ; Re p e at;

Se rine /thre o nine -p ro te in kinase ; Sig nal; Transfe rase ; Transme mb rane ; Transme mb rane

he lix

SRR6 48 70 7_TR9 115_c0 _g 1_i1_le n=46 3 NA NA NA NA NA . 0 ,129 4,9 9 3 0 5,555 0 5,16 7 0 5,419 1 -3,18 2 . . . . . .

SRR6 48 70 7_TR9 9 8 2_c0 _g 1_i1_le n=10 0 4 NA NA NA NA NA . 1 -2,6 9 8 0 7,59 1 0 5,731 0 4,50 2 1 0 ,56 . . . . . .

SRR6 48 70 7_TR129 44_c0 _g 1_i1_le n=9 10 PTI5_SOLLC
Q:79 3-347,H:1-

143
6 2.8 2%ID E:8 e -42

Patho g e ne sis-re late d  g e ne s transcrip tio nal

activato r PTI5
PF0 0 8 47.17^AP2^AP2 d o main^6 6 -116 ^E:6 e -15 0 ,111 1,453 0 5,11 0 6 ,736 0 7,744 1 1,243 PTI5_SOLLC Patho g e ne sis-re late d  g e ne s transcrip tio nal activato r PTI5 (PTO-inte racting  p ro te in 5) PTI5

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Activato r; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Plant d e fe nse ; Re fe re nce

p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR6 48 70 7_TR159 42_c0 _g 1_i1_le n=1178 RFS6 _ARATH
Q:8 0 4-40 ,H:1-

26 3
73%ID E:5e -133

Pro b ab le  g alactino l--sucro se

g alacto syltransfe rase  6

PF0 56 9 1.9 ^Raffino se _syn^Raffino se  synthase  o r se e d  imb ib itio n p ro te in Sip 1^10 8 -36 5^E:7.9 e -

10 7
0 ,8 56 0 ,0 8 0 3,744 0 1,548 0 1,76 8 0 ,40 2 1,20 4 RFS6 _ARATH

Pro b ab le  g alactino l--sucro se  g alacto syltransfe rase  6  (EC 2.4.1.8 2) (Pro te in DARK INDUCIBLE 10 )

(Raffino se  synthase  6 )
RFS6  DIN10  RS6  At5g 20 250  F5O24.140

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Carb o hyd rate  me tab o lism; Co mp le te  p ro te o me ; G lyco syltransfe rase ;

Re fe re nce  p ro te o me ; Transfe rase

SRR6 48 70 7_TR16 177_c0 _g 2_i1_le n=120 6 NA NA NA NA NA

PF136 39 .3^zf-RING_2^Ring  fing e r d o main^115-16 0 ^E:3.9 e -11`PF17123.2^zf-RING_11^RING-like

zinc fing e r^115-145^E:6 .3e -0 7`PF146 34.3^zf-RING_5^zinc-RING fing e r d o main^115-16 1^E:1.1e -

0 6 `PF139 23.3^zf-C3HC4_2^Zinc fing e r, C3HC4 typ e  (RING fing e r)^116 -159 ^E:8 .2e -

0 7`PF0 0 0 9 7.22^zf-C3HC4^Zinc fing e r, C3HC4 typ e  (RING fing e r)^116 -159 ^E:1.4e -

0 5`PF128 6 1.4^zf-ANAPC11^Anap hase -p ro mo ting  co mp le x sub unit 11 RING-H2 fing e r^116 -

16 4^E:3.6 e -0 5`PF13445.3^zf-RING_UBOX^RING-typ e  zinc-fing e r^116 -157^E:0 .0 0 0 9 2

0 ,133 1,13 0 3,78 8 0 4,19 6 0 4,6 9 6 1 -0 ,48 6 . . . . . .

SRR6 48 70 7_TR20 18 7_c0 _g 3_i6 _le n=40 57 MATE3_ARATH
Q:772-

2133,H:6 0 -541
6 0 .58 %ID E:5e -16 5 .

PF0 1554.15^MatE^MatE^122-28 9 ^E:5.8 e -11`PF146 6 7.3^Po lysacc_synt_C^Po lysaccharid e

b io synthe sis C-te rminal d o main^247-338 ^E:5.6 e -0 7`PF0 1554.15^MatE^MatE^36 1-49 1^E:7.5e -12
0 ,0 14 1,8 0 4 0 4,28 3 0 3,8 6 6 0 4,0 8 6 0 ,444 0 ,477 DTX45_ARATH

Pro te in DETOXIFICATION 45, chlo ro p lastic (AtDTX45) (Multid rug  and  to xic co mp o und  e xtrusio n p ro te in 45)

(MATE p ro te in 45)
DTX45 At4g 38 38 0  F22I13.150

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Plastid ; Re fe re nce  p ro te o me ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 48 70 7_TR226 9 7_c0 _g 1_i1_le n=1576 DIOX3_PAPSO
Q:10 78 -

425,H:140 -358
54.34%ID E:9 e -8 6 Co d e ine  O-d e me thylase PF0 3171.17^2OG-Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^8 5-18 1^E:1.4e -25 0 ,129 4,16 3 0 6 ,722 0 8 ,36 9 0 7,459 1 0 DIOX3_PAPSO Co d e ine  O-d e me thylase  (EC 1.14.11.32) CODM DIOX3 Pap ave r so mnife rum (Op ium p o p p y) PATHWAY: Alkalo id  b io synthe sis; mo rp hine  b io synthe sis.

Alkalo id  me tab o lism; Dio xyg e nase ; Iro n; Me tal-b ind ing ; Me thyltransfe rase ;

Oxid o re d uctase ; Transfe rase

SRR6 48 70 7_TR2278 4_c0 _g 2_i2_le n=19 14 NAC2_ARATH
Q:6 57-1520 ,H:1-

28 9
6 9 .49 %ID E:4e -133 NAC d o main-co ntaining  p ro te in 2 PF0 236 5.12^NAM^No  ap ical me riste m (NAM) p ro te in^8 -131^E:1.4e -27 0 ,0 32 1,29 2 0 3,56 8 0 3,273 0 3,6 7 0 ,444 0 ,46 7 NAC2_ARATH NAC d o main-co ntaining  p ro te in 2 (ANAC0 0 2) NAC0 0 2 ATAF1 At1g 0 1720  T1N6 .12

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n;

Transcrip tio n re g ulatio n

SRR6 48 70 7_TR238 14_c0 _g 1_i1_le n=20 0 5 CNR8 _MAIZE
Q:342-9 17,H:38 -

233
6 8 .5%ID E:2e -8 7 Ce ll numb e r re g ulato r 8 PF0 4749 .14^PLAC8 ^PLAC8  family^71-20 9 ^E:5.9 e -21 0 ,50 6 0 ,212 0 1,56 9 0 1,275 0 1,19 7 0 ,8 16 0 ,112 CNR8 _MAIZE Ce ll numb e r re g ulato r 8  (ZmCNR0 8 ) CNR8  SAT5 Ze a mays (Maize )

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane

he lix

SRR6 48 70 7_TR238 32_c1_g 1_i1_le n=16 0 1 NA NA NA NA NA PF0 46 40 .11^PLATZ^PLATZ transcrip tio n facto r^6 9 -140 ^E:2.8 e -29 0 ,0 0 3 1,438 0 2,249 0 2,516 0 2,56 5 0 ,174 0 ,56 7 . . . . . .

SRR6 48 70 7_TR25545_c1_g 1_i1_le n=118 1 NA NA NA NA NA . 0 ,0 6 6 3,0 71 0 4,8 27 0 3,516 0 3,29 0 ,46 1 1,121 . . . . . .

SRR6 48 70 7_TR27118 _c0 _g 1_i2_le n=19 21 MDAR_SOLLC
Q:122-1423,H:1-

433
8 6 .41%ID E:0 Mo no d e hyd ro asco rb ate  re d uctase

PF0 79 9 2.11^Pyr_re d o x_2^Pyrid ine  nucle o tid e -d isulp hid e  o xid o re d uctase ^47-36 2^E:6 e -

56 `PF0 0 0 70 .24^Pyr_re d o x^Pyrid ine  nucle o tid e -d isulp hid e  o xid o re d uctase ^20 5-28 7^E:9 .7e -14
0 ,22 0 ,313 0 2,30 2 0 1,6 6 0 1,6 6 5 0 ,0 34 -0 ,56 7 MDAR_SOLLC

Mo no d e hyd ro asco rb ate  re d uctase  (MDAR) (EC 1.6 .5.4) (Asco rb ate  fre e  rad ical re d uctase ) (AFR

re d uctase )
AFRR

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Co mp le te  p ro te o me ; Cyto p lasm; FAD; Flavo p ro te in; NAD; Oxid o re d uctase ; Re d o x-active

ce nte r; Re fe re nce  p ro te o me

SRR6 48 70 7_TR29 0 77_c0 _g 2_i1_le n=6 29 NA NA NA NA NA . 0 ,18 9 2,0 76 0 6 ,342 0 6 ,759 0 6 ,9 3 0 ,356 -1,10 3 . . . . . .

SRR6 48 70 7_TR30 8 48 _c0 _g 1_i1_le n=176 0 AB7I_ARATH
Q:170 1-226 ,H:1-

475
54.36 %ID E:2e -173 Pro te in ABCI7, chlo ro p lastic PF0 1458 .14^UPF0 0 51^Uncharacte rize d  p ro te in family (UPF0 0 51)^242-46 7^E:2.2e -59 0 ,29 2 0 ,271 0 ,0 0 1 0 ,9 4 0 0 ,8 9 1 0 ,0 0 1 0 ,8 76 0 ,143 0 ,49 9 AB7I_ARATH

Pro te in ABCI7, chlo ro p lastic (ABC transp o rte r I family me mb e r 7) (ABC transp o rte r ABCI.7) (AtABCI7) (No n-

intrinsic ABC p ro te in 6 ) (Plastid  SufD-like  p ro te in)
ABCI7 NAP6  At1g 3250 0  F5D14.28

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR6 48 70 7_TR326 19 _c0 _g 1_i1_le n=46 5 NA NA NA NA NA . 0 ,132 2,6 15 0 4,528 0 5,28 5 0 5,48 2 1 0 . . . . . .

SRR6 48 70 7_TR3346 7_c0 _g 1_i1_le n=20 6 8 C8 1E1_GLYEC
Q:18 22-

479 ,H:54-49 3
47.0 2%ID E:2e -147 Iso flavo ne  2' -hyd ro xylase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^30 -48 5^E:1.8 e -9 1 0 ,0 21 1,6 52 0 4,8 25 0 3,744 0 3,242 1 0 ,211 C8 1E1_GLYEC Iso flavo ne  2' -hyd ro xylase  (EC 1.14.13.8 9 ) (CYP GE-3) (Cyto chro me  P450  8 1E1) (Cyto chro me  P450  9 1A4) CYP8 1E1 CYP9 1A4 Glycyrrhiza e chinata (Lico rice ) He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP; Oxid o re d uctase

SRR6 48 70 7_TR34170 _c0 _g 1_i1_le n=6 11 NA NA NA NA NA . 0 ,56 4 0 ,448 0 3,51 0 5,478 0 5,9 28 0 ,40 2 -1,16 9 . . . . . .

SRR6 48 70 7_TR346 8 4_c0 _g 2_i2_le n=216 3 C8 1E8 _MEDTR
Q:510 -

1436 ,H:176 -49 0
45.37%ID E:2e -10 5

Cyto chro me  P450  8 1E8

{ECO:0 0 0 0 30 3|Pub Me d :146 170 78 }
PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^25-29 0 ^E:5.5e -6 7 1 -0 ,0 39 0 3,352 0 4,58 0 5,6 52 0 ,56 0 ,9 0 2 C8 1E8 _MEDTR Cyto chro me  P450  8 1E8  (EC 1.14.13.-) CYP8 1E8

Me d icag o  truncatula (Barre l me d ic)

(Me d icag o  trib ulo id e s)

He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP; Oxid o re d uctase ;

Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 7_TR36 39 4_c2_g 1_i5_le n=138 9 PIP27_MAIZE
Q:155-10 18 ,H:1-

28 7
8 2.0 1%ID E:5e -150 Aq uap o rin PIP2-7 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^34-26 9 ^E:3.2e -8 3 0 ,0 43 3,29 0 8 ,9 34 0 5,8 8 4 0 4,59 6 1 1,16 8 PIP27_MAIZE Aq uap o rin PIP2-7 (Plasma me mb rane  intrinsic p ro te in 2-7) (ZmPIP2-7) (ZmPIP2;7) PIP2-7 Ze a mays (Maize )

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 48 70 7_TR3719 9 _c0 _g 1_i3_le n=18 48 NA NA NA NA NA PF0 3547.15^Me m_trans^Me mb rane  transp o rt p ro te in^10 -40 8 ^E:6 .7e -8 3 0 ,38 1 0 ,78 6 0 2,9 9 5 0 5,115 0 4,742 1 -0 ,0 25 . . . . . .

SRR6 48 70 7_TR37528 _c0 _g 1_i1_le n=146 9 ATL51_ARATH
Q:230 -

10 6 6 ,H:1-29 6
45.8 7%ID E:3e -6 1 RING-H2 fing e r p ro te in ATL51

PF136 39 .3^zf-RING_2^Ring  fing e r d o main^134-177^E:8 .4e -14`PF17123.2^zf-RING_11^RING-like

zinc fing e r^134-16 3^E:3.6 e -10 `PF139 23.3^zf-C3HC4_2^Zinc fing e r, C3HC4 typ e  (RING

fing e r)^134-176 ^E:1.1e -0 6 `PF0 0 0 9 7.22^zf-C3HC4^Zinc fing e r, C3HC4 typ e  (RING fing e r)^135-

176 ^E:0 .0 0 0 11

0 ,0 0 6 1,726 0 2,336 0 1,8 0 3 0 1,742 0 ,29 9 1,549 ATL51_ARATH RING-H2 fing e r p ro te in ATL51 ATL51 At3g 0 3550  T12J13.17 T21P5.3
Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

Co mp le te  p ro te o me ; Me mb rane ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix; Ub l co njug atio n p athway; Zinc; Zinc-fing e r

SRR6 48 70 7_TR39 38 5_c1_g 1_i11_le n=2270 DCAM_CATRO
Q:710 -178 0 ,H:1-

357
10 0 %ID E:0 S-ad e no sylme thio nine  d e carb o xylase  p ro e nzyme PF0 1536 .13^SAM_d e carb o x^Ad e no sylme thio nine  d e carb o xylase ^9 -332^E:9 .8 e -110 0 ,10 7 0 ,40 7 0 1,727 0 0 ,8 6 7 0 1,0 25 0 ,6 74 0 ,10 5 DCAM_CATRO

S-ad e no sylme thio nine  d e carb o xylase  p ro e nzyme  (Ad o Me tDC) (SAMDC) (EC 4.1.1.50 ) [Cle ave d  into : S-

ad e no sylme thio nine  d e carb o xylase  alp ha chain; S-ad e no sylme thio nine  d e carb o xylase  b e ta chain]
SAMDC

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Amine  and  p o lyamine  b io synthe sis; S-ad e no sylme thio ninamine  b io synthe sis; S-

ad e no sylme thio ninamine  fro m S-ad e no syl-L-me thio nine : ste p  1/1.

Auto catalytic c le avag e ; De carb o xylase ; Lyase ; Po lyamine  b io synthe sis; Pyruvate ; S-

ad e no syl-L-me thio nine ; Schiff b ase ; Sp e rmid ine  b io synthe sis; Zymo g e n

SRR6 48 70 7_TR40 8 21_c0 _g 1_i1_le n=1711 T18 4C_BOVIN
Q:36 4-

1215,H:39 -325
29 .9 3%ID E:1e -35 Transme mb rane  p ro te in 18 4C PF0 36 19 .13^So lute _trans_a^Org anic so lute  transp o rte r Ostalp ha^9 -275^E:1e -6 8 0 ,0 0 2 0 ,9 73 0 3,555 0 2,256 0 2,10 3 0 ,18 9 0 ,553 T18 4C_BOVIN Transme mb rane  p ro te in 18 4C (Transme mb rane  p ro te in 34) TMEM18 4C TMEM34 Bo s taurus (Bo vine )

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane

he lix

SRR9 24147_TR2336 _c0 _g 1_i1_le n=1470 HIDM_GLYEC
Q:20 0 -

1144,H:12-327
47.37%ID E:9 e -9 8 2-hyd ro xyiso flavano ne  d e hyd ratase

PF0 0 135.25^COe ste rase ^Carb o xyle ste rase  family^58 -179 ^E:3.3e -

0 7`PF0 78 59 .10 ^Ab hyd ro lase _3^alp ha/b e ta hyd ro lase  fo ld ^73-29 9 ^E:8 .4e -38
0 ,0 6 0 ,8 0 7 0 2,47 0 2,274 0 2,352 0 ,458 0 ,451 HIDM_GLYEC 2-hyd ro xyiso flavano ne  d e hyd ratase  (EC 3.1.1.1) (EC 4.2.1.10 5) (Carb o xyle ste rase  HIDM) HIDM Glycyrrhiza e chinata (Lico rice ) PATHWAY: Se co nd ary me tab o lite  b io synthe sis; flavo no id  b io synthe sis. Flavo no id  b io synthe sis; Hyd ro lase ; Lyase

SRR9 24147_TR11424_c0 _g 2_i1_le n=10 50 CRPM2_ARATH
Q:8 9 0 -28 5,H:1-

20 3
6 5.52%ID E:2e -8 7 Co ld -re g ulate d  413 p lasma me mb rane  p ro te in 2 PF0 556 2.8 ^WCOR413^Co ld  acclimatio n p ro te in WCOR413^9 -18 9 ^E:8 .3e -8 5 1 1,36 7 0 7,76 9 0 5,29 8 0 4,34 1 0 CRPM2_ARATH Co ld -re g ulate d  413 p lasma me mb rane  p ro te in 2 (AtCOR413-PM2) COR413PM2 At3g 50 8 30  F18 B3.110

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix

SRR9 24147_TR150 16 _c0 _g 1_i1_le n=146 6 ANXD1_ARATH
Q:1318 -371,H:1-

317
6 7.51%ID E:9 e -157 Anne xin D1

PF0 0 19 1.17^Anne xin^Anne xin^16 -79 ^E:1.1e -21`PF0 0 19 1.17^Anne xin^Anne xin^8 7-152^E:3.7e -

17`PF0 0 19 1.17^Anne xin^Anne xin^171-231^E:2.5e -14
0 ,226 0 ,414 0 2,356 0 2,48 2 0 2,0 4 0 ,0 0 7 0 ,9 33 ANXD1_ARATH Anne xin D1 (AnnAt1) (Anne xin A1)

ANN1 ANNAT1 ANX23-ATH ATOXY5 OXY5

At1g 35720  F14D7.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Ace tylatio n; Anne xin; Calc ium; Calc ium/p ho sp ho lip id -b ind ing ; Co mp le te

p ro te o me ; Cyto p lasm; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Stre ss re sp o nse

SRR9 24147_TR310 78 _c1_g 2_i2_le n=2112 WRKY6 _ARATH
Q:19 9 4-546 ,H:1-

49 8
50 .8 4%ID E:4e -9 8 WRKY transcrip tio n facto r 6 PF0 310 6 .12^WRKY^WRKY DNA -b ind ing  d o main^318 -375^E:9 .9 e -27 0 ,118 2,328 0 3,79 7 0 4,39 5 0 5,0 2 1 0 ,10 6 WRKY6 _ARATH WRKY transcrip tio n facto r 6  (WRKY DNA-b ind ing  p ro te in 6 ) (AtWRKY6 ) WRKY6  At1g 6 230 0  F19 K23.22

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Activato r; Co mp le te  p ro te o me ; DNA-b ind ing ; Ethyle ne  sig naling  p athway; Nucle us;

Re fe re nce  p ro te o me ; Re p re sso r; Transcrip tio n; Transcrip tio n re g ulatio n

SRR9 24147_TR329 0 3_c0 _g 1_i1_le n=16 16 SGRW_PEA
Q:1237-515,H:1-

236
71.0 7%ID E:3e -115 Pro te in STAY-GREEN, chlo ro p lastic PF126 38 .4^Stayg re e n^Stayg re e n p ro te in^54-20 5^E:3.3e -58 0 ,10 3 1,6 37 0 4,9 0 5 0 4,38 2 0 4,36 1 1 3,30 1 SGRW_PEA Pro te in STAY-GREEN, chlo ro p lastic (Pro te in STAYGREEN) SGR Pisum sativum (Gard e n p e a) Chlo ro p last; Plastid ; Transit p e p tid e

SRR9 24148 _TR4179 _c0 _g 2_i4_le n=1472 TRPA2_ARATH
Q:26 6 -

1153,H:11-312
76 .16 %ID E:6 e -146 Tryp to p han synthase  alp ha chain, chlo ro p lastic

PF0 0 29 0 .17^Trp _syntA^Tryp to p han synthase  alp ha chain^6 1-316 ^E:1.1e -

9 5`PF0 0 9 77.18 ^His_b io synth^Histid ine  b io synthe sis p ro te in^242-29 1^E:3.3e -0 6
0 ,0 0 1 0 ,78 1 0 2,39 0 1,0 73 0 ,0 0 1 0 ,9 45 1 0 ,0 0 9 TRPA2_ARATH

Tryp to p han synthase  alp ha chain, chlo ro p lastic (EC 4.2.1.20 ) (Ind o le -3-g lyce ro l-p ho sp hate  lyase ,

chlo ro p lastic) (EC 4.1.2.8 ) (Pro te in TRYPTOPHAN-REQUIRING 3)
TSA1 TRP3 TSA2 At3g 546 40  T14E10 .210

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-tryp to p han b io synthe sis; L-tryp to p han fro m cho rismate :

ste p  5/5.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Auxin b io synthe sis;

Chlo ro p last; Co mp le te  p ro te o me ; Lyase ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e ;

Tryp to p han b io synthe sis

SRR9 24148 _TR9 50 5_c0 _g 2_i1_le n=10 9 3 NA NA NA NA NA . 0 ,155 1,13 0 2,19 9 0 2,255 0 ,0 0 1 2,157 0 ,6 43 0 ,442 . . . . . .

SRR9 24148 _TR10 8 19 _c2_g 2_i1_le n=146 7 NA NA NA NA NA
PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^19 -8 4^E:3e -

0 8 `PF138 9 3.3^RRM_5^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^37-8 3^E:0 .0 76
1 0 ,473 0 3,741 0 1,8 9 6 0 2,29 6 1 -0 ,357 . . . . . .

SRR9 24148 _TR1246 4_c0 _g 1_i1_le n=521 NA NA NA NA NA . 0 ,0 0 6 1,78 4 0 6 ,8 8 5 0 7,6 71 0 8 ,0 8 7 0 ,56 -0 ,734 . . . . . .

SRR9 24148 _TR16 40 9 _c0 _g 2_i1_le n=1271 NA NA NA NA NA . 1 1,234 0 2,342 0 1,8 5 0 1,8 71 0 ,0 17 5,79 6 . . . . . .

SRR9 24148 _TR20 36 4_c1_g 4_i12_le n=318 4 GATLA_ARATH
Q:8 6 6 -

136 9 ,H:37-19 5
46 .47%ID E:3e -36 Pro b ab le  g alacturo no syltransfe rase -like  10

PF0 5542.8 ^DUF76 0 ^Pro te in o f unkno wn functio n (DUF76 0 )^8 7-16 5^E:1.3e -

17`PF0 5542.8 ^DUF76 0 ^Pro te in o f unkno wn functio n (DUF76 0 )^26 0 -36 3^E:1.5e -26
0 ,6 6 3 0 ,519 0 2,0 58 0 2,417 0 3,526 0 ,6 56 -0 ,32 GATLA_ARATH Pro b ab le  g alacturo no syltransfe rase -like  10  (EC 2.4.1.-) (Galactino l synthase  8 ) (AtGo lS8 ) (Go lS-8 ) GATL10  GOLS8  At3g 28 340  MZF16 .17

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: G lycan me tab o lism; p e ctin b io synthe sis.

Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; G lyco p ro te in;

G lyco syltransfe rase ; Go lg i ap p aratus; Me mb rane ; Re fe re nce  p ro te o me ; Sig nal-ancho r;

Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR9 24148 _TR26 351_c1_g 4_i1_le n=238 6 HSP7C_PETHY
Q:140 -

20 8 6 ,H:1-6 51
9 2.35%ID E:0 He at sho ck co g nate  70  kDa p ro te in

PF0 0 0 12.17^HSP70 ^Hsp 70  p ro te in^9 -6 18 ^E:5e -270 `PF0 6 723.10 ^Mre B_Mb l^Mre B/Mb l

p ro te in^131-38 0 ^E:2.8 e -14
0 ,16 1,29 6 0 4,40 2 0 1,36 6 0 1,20 5 0 ,79 8 0 ,29 1 HSP7C_PETHY He at sho ck co g nate  70  kDa p ro te in HSP70 Pe tunia hyb rid a (Pe tunia) ATP-b ind ing ; Nucle o tid e -b ind ing ; Stre ss re sp o nse

SRR9 24148 _TR26 351_c2_g 2_i1_le n=156 0 HSP72_SOLLC
Q:1558 -

272,H:218 -6 44
9 4.41%ID E:0 He at sho ck co g nate  70  kDa p ro te in 2 PF0 0 0 12.17^HSP70 ^Hsp 70  p ro te in^1-40 1^E:3.5e -157 0 ,212 0 ,50 9 0 1,18 4 0 1,0 7 0 0 ,9 6 8 0 ,0 17 -4,46 9 HSP72_SOLLC He at sho ck co g nate  70  kDa p ro te in 2 HSC-2

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

ATP-b ind ing ; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ; Stre ss

re sp o nse

SRR9 24148 _TR26 518 _c0 _g 1_i4_le n=19 79 SCP31_ARATH
Q:1517-

18 6 ,H:16 -471
6 5.79 %ID E:0 Se rine  carb o xyp e p tid ase -like  31 PF0 0 450 .19 ^Pe p tid ase _S10 ^Se rine  carb o xyp e p tid ase ^46 -46 7^E:3.3e -136 0 ,0 0 8 2,8 58 0 4,6 26 0 2,519 0 2,26 9 1 -0 ,755 SCP31_ARATH Se rine  carb o xyp e p tid ase -like  31 (EC 3.4.16 .-) SCPL31 At1g 110 8 0  T19 D16 .4

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Carb o xyp e p tid ase ; Co mp le te  p ro te o me ; Disulfid e  b o nd ;

Glyco p ro te in; Hyd ro lase ; Pro te ase ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR9 24148 _TR26 9 32_c1_g 3_i1_le n=16 6 4 GSTUI_ARATH
Q:510 -8 75,H:5-

127
74.8 %ID E:3e -79 Glutathio ne  S-transfe rase  U18

PF0 279 8 .17^GST_N^Glutathio ne  S-transfe rase , N-te rminal d o main^6 -77^E:1.1e -

16 `PF13417.3^GST_N_3^Glutathio ne  S-transfe rase , N-te rminal d o main^8 -77^E:4.6 e -

16 `PF1340 9 .3^GST_N_2^Glutathio ne  S-transfe rase , N-te rminal d o main^14-77^E:1.6 e -0 7

0 ,8 8 9 0 ,0 73 0 3,528 0 1,276 0 1,4 0 ,8 6 5 -0 ,0 6 5 GSTUI_ARATH
Glutathio ne  S-transfe rase  U18  (AtGSTU18 ) (EC 2.5.1.18 ) (GST class-tau me mb e r 18 ) (G lutathio ne  S-

transfe rase  29 )
GSTU18  GST29  At1g 10 36 0  F14N23.24

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Cyto p lasm; De to xificatio n; Re fe re nce  p ro te o me ; Transfe rase

SRR9 24148 _TR2739 6 _c0 _g 2_i1_le n=6 12 NA NA NA NA NA . 0 ,0 8 1,378 0 3,48 9 0 3,36 5 0 2,9 6 8 1 -0 ,16 . . . . . .

SRR9 24148 _TR28 419 _c0 _g 3_i5_le n=148 0 PIP1_SOLLC
Q:347-119 2,H:1-

28 2
8 6 .52%ID E:5e -178 Pro b ab le  aq uap o rin PIP-typ e  p TOM75 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^45-274^E:1e -8 3 0 ,0 21 0 ,547 0 2,26 5 0 1,553 0 0 ,8 6 1 0 ,74 0 ,0 8 4 PIP1_SOLLC Pro b ab le  aq uap o rin PIP-typ e  p TOM75 (Rip e ning -asso ciate d  me mb rane  p ro te in) (RAMP)

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Stre ss

re sp o nse ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR9 24148 _TR30 6 26 _c0 _g 2_i1_le n=278 0 MFPA_CUCSA
Q:29 2-2457,H:4-

725
8 0 .19 %ID E:0

Glyo xyso mal fatty acid  b e ta-o xid atio n

multifunctio nal p ro te in MFP-a

PF0 0 378 .17^ECH_1^Eno yl-Co A hyd ratase /iso me rase ^14-20 9 ^E:6 .7e -

40 `PF16 113.2^ECH_2^Eno yl-Co A hyd ratase /iso me rase ^26 -19 2^E:3.2e -

24`PF0 2737.15^3HCDH_N^3-hyd ro xyacyl-Co A d e hyd ro g e nase , NAD b ind ing  d o main^312-

49 0 ^E:1.5e -6 0 `PF0 0 725.19 ^3HCDH^3-hyd ro xyacyl-Co A d e hyd ro g e nase , C-te rminal d o main^49 3-

58 6 ^E:9 .3e -21

0 ,19 4 0 ,418 0 1,59 8 0 2,241 0 2,6 33 0 ,39 4 0 ,325 MFPA_CUCSA

Glyo xyso mal fatty acid  b e ta-o xid atio n multifunctio nal p ro te in MFP-a [Includ e s: Eno yl-Co A hyd ratase /3-2-

trans-e no yl-Co A iso me rase /3-hyd ro xyb utyryl-Co A e p ime rase  (EC 4.2.1.17) (EC 5.1.2.3) (EC 5.3.3.8 ); 3-

hyd ro xyacyl-Co A d e hyd ro g e nase  (EC 1.1.1.35)]

Cucumis sativus (Cucumb e r) PATHWAY: Lip id  me tab o lism; fatty acid  b e ta-o xid atio n.
Fatty acid  me tab o lism; G lyo xyso me ; Iso me rase ; Lip id  me tab o lism; Lyase ; Multifunctio nal

e nzyme ; NAD; Oxid o re d uctase ; Pe ro xiso me

SRR9 24148 _TR376 8 8 _c0 _g 1_i1_le n=1718 YQJG_ECOLI
Q:331-

128 4,H:15-328
46 .77%ID E:2e -9 0 Glutathio nyl-hyd ro q uino ne  re d uctase  Yq jG

PF1340 9 .3^GST_N_2^Glutathio ne  S-transfe rase , N-te rminal d o main^8 9 -19 6 ^E:1.2e -

19 `PF1449 7.3^GST_C_3^Glutathio ne  S-transfe rase , C-te rminal d o main^233-

315^E:0 .0 0 0 11`PF0 0 0 43.22^GST_C^Glutathio ne  S-transfe rase , C-te rminal d o main^238 -

317^E:1.2e -0 7`PF13410 .3^GST_C_2^Glutathio ne  S-transfe rase , C-te rminal d o main^244-

311^E:1.2e -0 9

0 ,239 0 ,446 0 ,0 0 1 1,248 0 1,556 0 ,0 0 1 1,459 0 ,9 27 0 ,0 73 YQJG_ECOLI Glutathio nyl-hyd ro q uino ne  re d uctase  Yq jG (GS-HQR) (EC 1.8 .-.-) yq jG b 310 2 JW30 73 Esche richia co li (strain K12) 3D-structure ; Co mp le te  p ro te o me ; Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR9 24148 _TR40 9 31_c0 _g 1_i1_le n=26 38 IDN2_ARATH
Q:2174-

336 ,H:21-6 37
51.6 1%ID E:0

Pro te in INVOLVED IN DE NOVO 2

{ECO:0 0 0 0 30 3|Pub Me d :19 9 1559 1}

PF0 3470 .11^zf-XS^XS zinc fing e r d o main^48 -9 1^E:8 .6 e -19 `PF0 346 8 .11^XS^XS d o main^120 -

231^E:3.7e -38 `PF0 346 9 .11^XH^XH d o main^50 8 -6 36 ^E:4.9 e -53
0 ,0 45 0 ,6 6 7 0 2,70 7 0 2,8 6 3 0 3,358 0 ,8 4 0 ,227 IDN2_ARATH Pro te in INVOLVED IN DE NOVO 2 (Pro te in RNA-DIRECTED DNA METHYLATION 12) IDN2 RDM12 At3g 48 6 70  T8 P19 .18 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Co ile d  co il; Co mp le te  p ro te o me ; RNA-b ind ing ; RNA-me d iate d  g e ne

sile ncing ; Re fe re nce  p ro te o me

SRR12718 57_TR20 542_c0 _g 1_i4_le n=19 10 ALMT9 _ARATH
Q:50 1-

1742,H:134-56 6
52.6 4%ID E:3e -134 Aluminum-activate d  malate  transp o rte r 9 PF11744.5^ALMT^Aluminium activate d  malate  transp o rte r^2-39 2^E:2.6 e -123 0 ,28 3 0 ,442 0 ,0 0 4 1,46 6 0 4,29 6 0 3,9 6 5 0 7,319 ALMT9 _ARATH Aluminum-activate d  malate  transp o rte r 9  (AtALMT9 ) ALMT9  At3g 18 440  MYF24.16

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo rid e ; Co mp le te  p ro te o me ; Io n channe l; Io n transp o rt; Me mb rane ; Re fe re nce

p ro te o me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt; Vacuo le

SRR12718 57_TR40 574_c0 _g 1_i3_le n=10 27 KIRO_ACTDE
Q:713-270 ,H:1-

148
46 .6 2%ID E:1e -33 Kiro la {ECO:0 0 0 0 30 3|Pub Me d :2130 9 79 0 } PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^31-174^E:2.3e -32 0 ,9 0 7 0 ,0 26 0 ,8 74 0 ,0 36 0 0 ,8 8 1 0 0 ,759 0 1,125 KIRO_ACTDE Kiro la (alle rg e n Act d  11) Actinid ia d e lic io sa (Kiwi) 3D-structure ; Ace tylatio n; Alle rg e n; Dire ct p ro te in se q ue ncing ; Po lymo rp hism

SRR12718 57_TR40 8 77_c0 _g 1_i1_le n=1170 ANX4_FRAAN
Q:10 70 -135,H:1-

314
6 3.38 %ID E:1e -141 Anne xin-like  p ro te in RJ4

PF0 0 19 1.17^Anne xin^Anne xin^15-76 ^E:9 .7e -20 `PF0 0 19 1.17^Anne xin^Anne xin^8 7-149 ^E:7.1e -

0 9 `PF0 0 19 1.17^Anne xin^Anne xin^16 8 -231^E:3.5e -11`PF0 0 19 1.17^Anne xin^Anne xin^245-

30 7^E:5.1e -18

1 -0 ,10 4 0 ,18 9 2 0 1,9 37 0 2,213 0 2,154 ANX4_FRAAN Anne xin-like  p ro te in RJ4 Frag aria ananassa (Strawb e rry) Anne xin; Calc ium; Calc ium/p ho sp ho lip id -b ind ing ; Re p e at

SRR12718 58 _TR1418 1_c0 _g 1_i2_le n=6 9 2 KIRO_ACTDE
Q:6 50 -228 ,H:8 -

148
46 .8 1%ID E:2e -31 Kiro la {ECO:0 0 0 0 30 3|Pub Me d :2130 9 79 0 } PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^18 -154^E:6 .5e -32 0 ,118 0 ,335 0 ,76 4 -0 ,0 71 0 1,6 9 1 0 1,0 6 8 0 0 ,78 1 KIRO_ACTDE Kiro la (alle rg e n Act d  11) Actinid ia d e lic io sa (Kiwi) 3D-structure ; Ace tylatio n; Alle rg e n; Dire ct p ro te in se q ue ncing ; Po lymo rp hism

SRR3420 17_TR76 55_c0 _g 7_i10 _le n=2440 C76 B6 _CATRO
Q:9 9 9 -

239 6 ,H:32-49 3
50 .6 4%ID E:3e -154 Ge ranio l 8 -hyd ro xylase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^2-423^E:1.7e -9 6 0 ,0 27 2,46 4 0 ,59 3 0 ,6 6 7 0 1,245 0 1,335 0 1,472 C76 B6 _CATRO Ge ranio l 8 -hyd ro xylase  (EC 1.14.13.152) (Cyto chro me  P450  76 B6 ) (Ge ranio l 10 -hyd ro xylase ) (CrG10 H) CYP76 B6  G10 H

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

Dire ct p ro te in se q ue ncing ; End o p lasmic re ticulum; He me ; Iro n; Me mb rane ; Me tal-b ind ing ;

Mo no o xyg e nase ; NADP; Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix

SRR3420 19 _TR1547_c0 _g 2_i1_le n=1144 NA NA NA NA NA
PF138 33.3^EF-hand _8 ^EF-hand  d o main p air^36 -9 6 ^E:3.5e -0 5`PF1320 2.3^EF-hand _5^EF hand ^76 -

9 4^E:0 .14
0 ,58 0 ,246 0 ,50 2 0 ,333 0 ,0 0 1 1,40 1 0 1,50 7 0 ,0 0 1 4,38 1 . . . . . .

SRR3420 19 _TR148 78 _c1_g 2_i3_le n=178 9 DAT_CATRO
Q:73-138 9 ,H:1-

439
9 9 .77%ID E:0 De ace tylvind o line  O-ace tyltransfe rase PF0 2458 .12^Transfe rase ^Transfe rase  family^35-456 ^E:3.6 e -6 6 0 ,437 0 ,19 3 0 ,43 0 ,22 0 1,74 0 1,44 0 1,0 26 DAT_CATRO

De ace tylvind o line  O-ace tyltransfe rase  (EC 2.3.1.10 7) (Ace tyl-co e nzyme  A:d e ace tylvind o line  4-O-

ace tyltransfe rase )
DAT

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; vind o line  b io synthe sis; vind o line  fro m tab e rso nine : ste p  6 /6 . Acyltransfe rase ; Co ile d  co il; Dire ct p ro te in se q ue ncing ; Transfe rase

SRR6 46 6 0 4_TR35379 _c0 _g 2_i1_le n=230 7 PTR18 _ARATH
Q:10 5-18 8 3,H:1-

59 3
55.8 5%ID E:0 Pro te in NRT1/ PTR FAMILY 3.1 PF0 0 8 54.18 ^PTR2^POT family^9 8 -533^E:1.1e -9 4 1 0 ,6 0 6 1 0 ,8 0 4 0 1,8 0 9 0 1,723 0 3,0 4 PTR18 _ARATH Pro te in NRT1/ PTR FAMILY 3.1 (AtNPF3.1) NPF3.1 NITR At1g 6 8 570  F24J5.19

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Nitrate  assimilatio n; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR9 24148 _TR8 0 8 2_c0 _g 2_i1_le n=18 11 AAT_AQUAE
Q:40 7-1555,H:4-

39 4
28 .43%ID E:2e -37 Asp artate  amino transfe rase

PF0 0 155.18 ^Amino tran_1_2^Amino transfe rase  class I and  II^31-38 0 ^E:1.6 e -

49 `PF0 10 53.17^Cys_Me t_Me ta_PP^Cys/Me t me tab o lism PLP-d e p e nd e nt e nzyme ^9 1-20 7^E:9 .4e -

0 5

0 ,8 7 -0 ,16 6 0 ,16 -0 ,6 48 0 1,9 8 9 0 1,8 4 0 2,311 AAT_AQUAE Asp artate  amino transfe rase  (Asp AT) (EC 2.6 .1.1) (Transaminase  A) asp C aq _19 6 9 Aq uife x ae o licus (strain VF5)
Amino transfe rase ; Co mp le te  p ro te o me ; Cyto p lasm; Pyrid o xal p ho sp hate ; Re fe re nce

p ro te o me ; Transfe rase

SRR11446 33_TR1228 _c0 _g 2_i1_le n=149 3 PUP3_ARATH
Q:357-130 4,H:5-

321
45.74%ID E:6 e -8 1 Purine  p e rme ase  3 PF16 9 13.2^PUNUT^Purine  nucle o b ase  transme mb rane  transp o rt^23-345^E:4.7e -9 9 0 2,6 9 5 0 7,48 5 0 7,0 8 0 8 ,434 1 0 ,46 8 PUP3_ARATH Purine  p e rme ase  3 (AtPUP3) PUP3 At1g 28 220  F3H9 .12

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane

he lix; Transp o rt

SRR11446 33_TR5772_c0 _g 3_i2_le n=9 9 1 CYB5_TOBAC
Q:728 -324,H:1-

135
8 6 .6 7%ID E:3e -6 9 Cyto chro me  b 5 PF0 0 173.25^Cyt-b 5^Cyto chro me  b 5-like  He me /Ste ro id  b ind ing  d o main^9 -8 0 ^E:1.1e -26 0 9 ,0 72 0 8 ,748 0 1,56 7 0 1,328 1 -1,0 52 CYB5_TOBAC Cyto chro me  b 5

Nico tiana tab acum (Co mmo n

to b acco )

Ele ctro n transp o rt; End o p lasmic re ticulum; He me ; Iro n; Me mb rane ; Me tal-b ind ing ;

Micro so me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR11446 33_TR329 51_c0 _g 1_i1_le n=19 54 CIPKB_ARATH
Q:16 8 9 -

442,H:13-422
6 0 .38 %ID E:5e -175

CBL-inte racting  se rine /thre o nine -p ro te in kinase

11

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^25-279 ^E:4.8 e -76 `PF0 7714.14^Pkinase _Tyr^Pro te in

tyro sine  kinase ^27-275^E:3.6 e -41`PF14531.3^Kinase -like ^Kinase -like ^121-26 4^E:2.7e -

0 8 `PF0 38 22.11^NAF^NAF d o main^315-36 7^E:5.5e -14

0 2,577 0 4,336 0 1,6 6 1 0 1,6 8 4 1 1,0 52 CIPKB_ARATH
CBL-inte racting  se rine /thre o nine -p ro te in kinase  11 (EC 2.7.11.1) (SNF1-re late d  kinase  3.22) (SOS2-like

p ro te in kinase  PKS5) (SOS3-inte racting  p ro te in 4)

CIPK11 PKS5 SIP4 SnRK3.22 At2g 30 36 0

T9 D9 .17

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Kinase ; Mag ne sium; Mang ane se ; Nucle o tid e -b ind ing ;

Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Se rine /thre o nine -p ro te in kinase ; Transfe rase

SRR11446 33_TR36 20 4_c0 _g 1_i1_le n=1331 NA NA NA NA NA . 0 ,0 0 1 4,428 0 6 ,6 8 3 0 5,146 0 6 ,29 0 ,50 2 2,6 53 . . . . . .

SRR11446 34_TR9 9 78 _c0 _g 1_i1_le n=58 5 NA NA NA NA NA . 0 ,0 0 1 1,742 0 2,30 1 0 2,322 0 1,8 49 1 0 . . . . . .

SRR11446 34_TR10 6 70 _c0 _g 2_i11_le n=8 9 8 ARGE_ARATH
Q:6 79 -

19 1,H:278 -438
6 5.6 4%ID E:2e -71 Ace tylo rnithine  d e ace tylase . 0 3,0 6 1 0 4,6 0 2 0 5,70 1 0 4,122 0 ,0 0 5 0 ,9 78 ARGE_ARATH Ace tylo rnithine  d e ace tylase  (EC 3.5.1.16 ) (N-ace tylo rnithinase ) (AO) (Ace tylo rnithinase ) (NAO) At4g 178 30  d l49 45w T6 K21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-arg inine  b io synthe sis; L-o rnithine  fro m N(2)-ace tyl-L-

o rnithine  (l ine ar): ste p  1/1.

Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Arg inine  b io synthe sis; Co b alt; Co mp le te

p ro te o me ; Hyd ro lase ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Zinc

SRR11446 34_TR1759 9 _c0 _g 1_i1_le n=76 1 P2B11_ARATH
Q:23-520 ,H:8 8 -

255
36 .0 5%ID E:5e -22 F-b o x p ro te in PP2-B11 PF1429 9 .3^PP2^Phlo e m p ro te in 2^15-173^E:1.8 e -31 0 4,36 3 0 9 ,0 6 5 0 9 ,0 8 4 0 6 ,6 79 1 -0 ,0 25 P2B11_ARATH F-b o x p ro te in PP2-B11 (Pro te in PHLOEM PROTEIN 2-LIKE B11) (AtPP2-B11) (SKP1-inte racting  p artne r 12) PP2B11 SKIP12 At1g 8 0 110  F18 B13.19

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n. Co mp le te  p ro te o me ; Nucle us; Re fe re nce  p ro te o me ; Ub l co njug atio n p athway

SRR11446 34_TR28 6 11_c0 _g 1_i1_le n=775 NA NA NA NA NA

PF13419 .3^HAD_2^Halo acid  d e halo g e nase -like  hyd ro lase ^5-10 1^E:1.8 e -

18 `PF0 0 70 2.23^Hyd ro lase ^halo acid  d e halo g e nase -like  hyd ro lase ^6 -9 4^E:1.6 e -

0 8 `PF13242.3^Hyd ro lase _like ^HAD-hyro lase -like ^56 -10 3^E:9 .5e -0 7

0 2,0 9 8 0 2,76 3 0 2,349 0 2,541 0 ,0 25 3,6 34 . . . . . .

SRR122236 _TR270 0 4_c0 _g 2_i2_le n=735 CYTI_VIGUN Q:9 3-377,H:1-9 5 70 .53%ID E:6 e -41 Cyste ine  p ro te inase  inhib ito r . 0 1,26 5 0 2,314 0 1,8 6 6 0 1,2 0 ,6 8 3 0 ,116 CYTI_VIGUN Cyste ine  p ro te inase  inhib ito r (Cystatin) Vig na ung uiculata (Co wp e a) 3D-structure ; Pro te ase  inhib ito r; Thio l p ro te ase  inhib ito r

SRR122238 _TR8 13_c0 _g 1_i1_le n=116 7 TIP13_ARATH
Q:10 22-26 7,H:1-

252
79 .76 %ID E:1e -141 Aq uap o rin TIP1-3 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^14-234^E:6 .5e -74 0 3,722 0 5,18 4 0 4,8 8 4 0 3,16 4 1 0 ,39 8 TIP13_ARATH

Aq uap o rin TIP1-3 (Gamma-to no p last intrinsic p ro te in 3) (Gamma-TIP3) (To no p last intrinsic p ro te in 1-3)

(AtTIP1;3) [Cle ave d  into : Aq uap o rin TIP1-3, N-te rminally p ro ce sse d ]
TIP1-3 At4g 0 1470  F11O4.1

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Stre ss

re sp o nse ; Transme mb rane ; Transme mb rane  he lix; Transp o rt; Vacuo le

SRR122238 _TR26 0 9 _c0 _g 1_i1_le n=1753 ARGE_ARATH
Q:16 79 -375,H:1-

438
6 8 .34%ID E:0 Ace tylo rnithine  d e ace tylase

PF0 1546 .25^Pe p tid ase _M20 ^Pe p tid ase  family M20 /M25/M40 ^119 -456 ^E:8 .8 e -

31`PF0 76 8 7.11^M20 _d ime r^Pe p tid ase  d ime risatio n d o main^227-341^E:3.6 e -12
0 2,44 0 3,70 3 0 4,8 17 0 4,473 0 ,0 0 7 1,0 0 3 ARGE_ARATH Ace tylo rnithine  d e ace tylase  (EC 3.5.1.16 ) (N-ace tylo rnithinase ) (AO) (Ace tylo rnithinase ) (NAO) At4g 178 30  d l49 45w T6 K21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-arg inine  b io synthe sis; L-o rnithine  fro m N(2)-ace tyl-L-

o rnithine  (l ine ar): ste p  1/1.

Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Arg inine  b io synthe sis; Co b alt; Co mp le te

p ro te o me ; Hyd ro lase ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Zinc

SRR122238 _TR9 216 _c1_g 1_i2_le n=1145 SWT12_ARATH
Q:8 7-746 ,H:10 -

236
6 0 .79 %ID E:2e -8 9

Bid ire ctio nal sug ar transp o rte r SWEET12

{ECO:0 0 0 0 30 3|Pub Me d :2110 7422}

PF0 30 8 3.13^MtN3_slv^Sug ar e fflux transp o rte r fo r inte rce llular e xchang e ^12-9 6 ^E:4.7e -

25`PF0 419 3.11^PQ-lo o p ^PQ lo o p  re p e at^14-6 7^E:9 .2e -0 5`PF0 30 8 3.13^MtN3_slv^Sug ar e fflux

transp o rte r fo r inte rce llular e xchang e ^132-214^E:4e -26

0 2,9 0 2 0 3,39 7 0 1,6 39 0 1,76 7 0 ,8 4 0 ,351 SWT12_ARATH
Bid ire ctio nal sug ar transp o rte r SWEET12 (AtSWEET12) (MtN3-like  p ro te in) (Pro te in SUGARS WILL

EVENTUALLY BE EXPORTED TRANSPORTERS 12)
SWEET12 MTN3 At5g 236 6 0  MQM1.8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; De ve lo p me ntal p ro te in; Me mb rane ; Re fe re nce

p ro te o me ; Re p e at; Sug ar transp o rt; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR122238 _TR170 6 2_c0 _g 1_i5_le n=1342 TI10 A_ARATH
Q:1128 -39 7,H:4-

253
38 .0 2%ID E:7e -39 Pro te in TIFY 10 A

PF0 6 20 0 .11^tify^tify d o main^10 5-137^E:4.2e -19 `PF0 9 425.7^CCT_2^Dive rg e nt CCT mo tif^19 2-

217^E:3.4e -13
0 2,50 6 0 4,26 9 0 2,70 6 0 2,714 0 ,9 0 6 0 ,0 76 TI10 A_ARATH Pro te in TIFY 10 A (Jasmo nate  ZIM d o main-co ntaining  p ro te in 1) TIFY10 A JAZ1 At1g 19 18 0  T29 M8 .5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Jasmo nic acid  s ig naling  p athway;

Nucle us; Plant d e fe nse ; Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n; Ub l

co njug atio n

SRR122238 _TR19 46 5_c0 _g 3_i2_le n=129 0 NA NA NA NA NA
PF0 0 10 6 .22^ad h_sho rt^sho rt chain d e hyd ro g e nase ^6 -19 4^E:2.2e -

25`PF1356 1.3^ad h_sho rt_C2^Eno yl-(Acyl carrie r p ro te in) re d uctase ^17-253^E:1.7e -41
0 1,8 51 0 4,8 53 0 6 ,79 4 0 7,56 0 ,6 79 -0 ,322 . . . . . .

SRR122238 _TR216 30 _c0 _g 1_i3_le n=1535 NA NA NA NA NA
PF0 6 20 0 .11^tify^tify d o main^9 8 -128 ^E:1e -17`PF0 9 425.7^CCT_2^Dive rg e nt CCT mo tif^18 8 -

212^E:4e -13
0 4,513 0 5,8 24 0 4,9 14 0 4,9 8 1 -0 ,16 5 . . . . . .

SRR122238 _TR219 49 _c0 _g 1_i1_le n=129 0 FNSI_PETCR
Q:1175-19 5,H:1-

333
34.8 2%ID E:1e -6 6 Flavo ne  synthase

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^76 -18 0 ^E:2.3e -

27`PF0 3171.17^2OG-Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^228 -326 ^E:6 .9 e -29
0 3,46 9 0 4,8 6 1 0 3,0 12 0 2,6 76 0 ,6 29 -1,435 FNSI_PETCR Flavo ne  synthase  (EC 1.14.11.22) (Flavo ne  synthase  I) FNSI

Pe tro se linum crisp um (Parsle y)

(Pe tro se linum ho rte nse )
PATHWAY: Se co nd ary me tab o lite  b io synthe sis; flavo no id  b io synthe sis. Cyto p lasm; Flavo no id  b io synthe sis; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Vitamin C

SRR122238 _TR240 79 _c0 _g 2_i5_le n=149 9 NA NA NA NA NA
PF0 6 20 0 .11^tify^tify d o main^120 -151^E:1.8 e -16 `PF0 9 425.7^CCT_2^Dive rg e nt CCT mo tif^258 -

278 ^E:5.7e -0 9
0 1,555 0 3,15 0 2,40 7 0 2,9 51 0 ,0 17 -5,78 2 . . . . . .

SRR122238 _TR240 79 _c0 _g 2_i9 _le n=140 3 NA NA NA NA NA
PF0 6 20 0 .11^tify^tify d o main^8 8 -119 ^E:1.6 e -16 `PF0 9 425.7^CCT_2^Dive rg e nt CCT mo tif^226 -

246 ^E:5e -0 9
0 2,0 6 6 0 2,9 8 5 0 2,141 0 2,419 0 ,115 0 ,78 4 . . . . . .

SRR122238 _TR26 146 _c1_g 2_i2_le n=1477 B2_DAUCA
Q:541-9 9 6 ,H:54-

20 5
8 0 .9 2%ID E:4e -9 0 B2 p ro te in PF10 539 .6 ^De v_Ce ll_De ath^De ve lo p me nt and  ce ll d e ath d o main^20 2-328 ^E:2.1e -41 0 1,136 0 1,356 0 1,6 6 3 0 1,554 0 ,0 22 0 ,544 B2_DAUCA B2 p ro te in Daucus caro ta (Wild  carro t)

SRR122238 _TR26 40 0 _c0 _g 1_i2_le n=9 74 NA NA NA NA NA PF0 4570 .11^zf-FLZ^zinc-fing e r o f the  FCS-typ e , C2-C2^6 9 -113^E:2.8 e -19 0 2,0 8 5 0 3,0 41 0 3,9 55 0 3,717 1 0 ,155 . . . . . .

SRR122238 _TR270 56 _c0 _g 1_i5_le n=20 8 7 NA NA NA NA NA PF0 39 59 .10 ^FSH1^Se rine  hyd ro lase  (FSH1)^10 -20 3^E:1.5e -47 0 1,75 0 2,327 0 1,9 9 8 0 2,9 31 1 -0 ,325 . . . . . .

SRR122238 _TR338 18 _c0 _g 1_i1_le n=1720 U9 1A1_ARATH
Q:159 5-213,H:9 -

46 6
57.42%ID E:0 UDP-g lyco syltransfe rase  9 1A1 PF0 0 20 1.15^UDPGT^UDP-g luco ro no syl and  UDP-g luco syl transfe rase ^275-444^E:2.7e -17 0 2,0 53 0 3,476 0 4,717 0 5,372 0 ,258 0 ,9 11 U9 1A1_ARATH UDP-g lyco syltransfe rase  9 1A1 (EC 2.4.1.-) UGT9 1A1 At2g 2259 0  T9 I22.3

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; G lyco syltransfe rase ; Re fe re nce  p ro te o me ; Transfe rase

SRR122238 _TR376 8 2_c0 _g 1_i1_le n=548 NA NA NA NA NA . 0 4,10 1 0 6 ,10 2 0 10 ,6 78 0 7,8 8 4 1 0 . . . . . .

SRR122238 _TR4526 3_c0 _g 1_i3_le n=159 0 DRL29 _ARATH
Q:775-

179 ,H:6 17-8 16
54.23%ID E:3e -59 Pro b ab le  d ise ase  re sistance  p ro te in At4g 3330 0

PF0 56 59 .8 ^RPW8 ^Arab id o p sis b ro ad -sp e ctrum mild e w re sistance  p ro te in RPW8 ^38 -

16 5^E:2.6 e -14`PF0 0 9 31.19 ^NB-ARC^NB-ARC d o main^221-28 8 ^E:5.7e -11
0 2,28 8 0 3,39 1 0 4,6 53 0 4,9 71 1 -0 ,0 35 DRL29 _ARATH Pro b ab le  d ise ase  re sistance  p ro te in At4g 3330 0 At4g 3330 0  F17M5.6 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co ile d  co il; Co mp le te  p ro te o me ; Le ucine -rich re p e at; Nucle o tid e -b ind ing ;

Plant d e fe nse ; Re fe re nce  p ro te o me ; Re p e at

SRR122238 _TR4740 0 _c1_g 1_i3_le n=1577 C72A1_CATRO
Q:10 6 -1575,H:1-

49 0
9 7.35%ID E:0 Se co lo g anin synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^9 0 -49 0 ^E:2.6 e -8 4 0 1,0 26 0 3,30 8 0 1,36 5 0 1,0 52 0 ,0 6 7 0 ,6 13 C72A1_CATRO Se co lo g anin synthase  (SLS) (EC 1.3.3.9 ) (CYPLXXII) (Cyto chro me  P450  72A1) CYP72A1 CYP72 P450 CR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; se co lo g anin b io synthe sis.

Alkalo id  me tab o lism; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP;

Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix; Vacuo le

SRR122238 _TR49 9 20 _c0 _g 1_i1_le n=50 3 NLTP2_PRUAR
Q:20 0 -40 3,H:1-

72.0 6 %ID E:4e -27 No n-sp e cific  l ip id -transfe r p ro te in 2 . 0 1,6 38 0 2,6 8 8 0 2,6 6 5 0 1,6 6 1 0 ,26 1 0 ,30 8 NLTP2_PRUAR No n-sp e cific  l ip id -transfe r p ro te in 2 (LTP 2)
Prunus arme niaca (Ap rico t)

Dire ct p ro te in se q ue ncing ; Lip id -b ind ing ; Transp o rt



SRR122238 _TR49 9 20 _c0 _g 1_i1_le n=50 3 NLTP2_PRUAR
6 8

72.0 6 %ID E:4e -27 No n-sp e cific  l ip id -transfe r p ro te in 2 . 0 1,6 38 0 2,6 8 8 0 2,6 6 5 0 1,6 6 1 0 ,26 1 0 ,30 8 NLTP2_PRUAR No n-sp e cific  l ip id -transfe r p ro te in 2 (LTP 2)
(Arme niaca vulg aris)

Dire ct p ro te in se q ue ncing ; Lip id -b ind ing ; Transp o rt

SRR122238 _TR50 6 9 6 _c0 _g 1_i1_le n=6 0 6 GRXC9 _ARATH
Q:48 0 -9 4,H:11-

137
54.2%ID E:3e -40 Glutare d o xin-C9 PF0 0 46 2.21^Glutare d o xin^Glutare d o xin^47-115^E:2.5e -0 9 0 7,78 2 0 2,539 0 1,9 4 0 3,574 0 ,26 2 -0 ,536 GRXC9 _ARATH Glutare d o xin-C9  (AtGrxC9 ) (Pro te in ROXY 19 )

GRXC9  GRX48 0  ROXY19  At1g 28 48 0

F3M18 .8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; Disulfid e  b o nd ; Ele ctro n transp o rt; Nucle us; Re d o x-

active  ce nte r; Re fe re nce  p ro te o me ; Transp o rt

SRR122238 _TR6 58 73_c1_g 1_i1_le n=574 CNR8 _MAIZE
Q:272-571,H:38 -

140
6 5.42%ID E:4e -39 Ce ll numb e r re g ulato r 8 PF0 4749 .14^PLAC8 ^PLAC8  family^71-140 ^E:7.1e -0 9 0 ,0 0 1 1,533 0 4,6 5 0 1,6 73 0 2,0 0 1 0 ,0 2 0 ,8 54 CNR8 _MAIZE Ce ll numb e r re g ulato r 8  (ZmCNR0 8 ) CNR8  SAT5 Ze a mays (Maize )

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane

he lix

SRR122238 _TR75737_c0 _g 1_i4_le n=1213 AOC4_ARATH
Q:8 6 8 -

30 8 ,H:6 4-248
6 6 .6 7%ID E:2e -73 Alle ne  o xid e  cyclase  4, chlo ro p lastic PF0 6 351.8 ^Alle ne _o x_cyc^Alle ne  o xid e  cyclase ^77-249 ^E:1.7e -9 1 0 1,9 6 1 0 5,56 6 0 2,9 37 0 2,9 78 0 ,0 9 3 -1,0 44 AOC4_ARATH Alle ne  o xid e  cyclase  4, chlo ro p lastic (EC 5.3.9 9 .6 ) AOC4 At1g 1328 0  T6 J4.4 T6 J4_23

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Iso me rase ; Plastid ; Re fe re nce  p ro te o me ; Transit

p e p tid e

SRR12718 57_TR30 546 _c0 _g 1_i1_le n=16 49 NA NA NA NA NA
PF0 0 38 8 .16 ^PI-PLC-X^Pho sp hatid ylino sito l-sp e cific  p ho sp ho lip ase  C, X d o main^8 1-174^E:2.6 e -

0 9
0 1,39 6 0 1,532 0 1,9 6 7 0 1,79 1 0 ,8 4 0 ,0 6 6 . . . . . .

SRR12718 57_TR32512_c2_g 1_i3_le n=1413 NA NA NA NA NA
PF0 6 20 0 .11^tify^tify d o main^10 8 -139 ^E:1.7e -16 `PF0 9 425.7^CCT_2^Dive rg e nt CCT mo tif^246 -

26 6 ^E:5.4e -0 9
0 1,56 5 0 3,732 0 1,6 7 0 1,9 6 7 1 -0 ,133 . . . . . .

SRR12718 57_TR376 9 1_c0 _g 1_i3_le n=1157 NA NA NA NA NA
PF0 6 232.8 ^ATS3^Emb ryo -sp e cific  p ro te in 3, (ATS3)^30 -132^E:4.1e -

0 7`PF0 1477.20 ^PLAT^PLAT/LH2 d o main^36 -153^E:2.2e -14
0 0 ,8 13 0 3,151 0 4,17 0 3,746 0 ,8 9 5 0 ,0 5 . . . . . .

SRR12718 58 _TR9 171_c0 _g 1_i1_le n=6 39 TRXH2_ARATH
Q:144-50 6 ,H:11-

130
52.0 7%ID E:1e -44 Thio re d o xin H2

PF1459 5.3^Thio re d o xin_9 ^Thio re d o xin^10 -124^E:6 .7e -0 6 `PF0 4756 .10 ^OST3_OST6 ^OST3 /

OST6  family, transp o rte r family^19 -127^E:1.5e -0 6 `PF0 0 0 8 5.17^Thio re d o xin^Thio re d o xin^35-

127^E:2e -29 `PF130 9 8 .3^Thio re d o xin_2^Thio re d o xin-like  d o main^40 -119 ^E:9 .4e -

0 7`PF0 0 578 .18 ^Ahp C-TSA^Ahp C/TSA family^42-119 ^E:8 .7e -0 5

0 2,8 54 0 6 ,429 0 4,8 8 6 0 5,49 9 0 ,46 1 -1,10 7 TRXH2_ARATH Thio re d o xin H2 (AtTrxh2) (Thio re d o xin 2) (AtTRX2) TRX2 At5g 39 9 50  MYH19 .14
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; Disulfid e  b o nd ; Ele ctro n transp o rt; Mito cho nd rio n;

Re d o x-active  ce nte r; Re fe re nce  p ro te o me ; Transp o rt

SRR12718 58 _TR16 116 _c0 _g 1_i3_le n=1778 LDOX_MALDO
Q:138 2-

56 7,H:10 -28 1
37.8 2%ID E:9 e -58 Le uco antho cyanid in d io xyg e nase

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^56 -16 7^E:6 e -

33`PF0 3171.17^2OG-Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^216 -29 2^E:5.6 e -15
0 5,8 29 0 12,48 9 0 3,773 0 2,76 6 1 0 LDOX_MALDO

Le uco antho cyanid in d io xyg e nase  (LDOX) (Le uco cyanid in o xyg e nase ) (EC 1.14.11.19 ) (Antho cyanid in

synthase ) (Le uco antho cyanid in hyd ro xylase )
ANS

Malus d o me stica (Ap p le ) (Pyrus

malus)
PATHWAY: Pig me nt b io synthe sis; antho cyanin b io synthe sis. Dio xyg e nase ; Flavo no id  b io synthe sis; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Vitamin C

SRR12718 58 _TR21137_c0 _g 1_i1_le n=18 57 GDL71_ARATH
Q:1545-

6 0 4,H:39 -352
59 .37%ID E:9 e -134 GDSL e ste rase /lip ase  At5g 0 36 10 PF0 0 6 57.19 ^Lip ase _GDSL^GDSL-like  Lip ase /Acylhyd ro lase ^55-356 ^E:3e -12 0 1,6 9 1 0 5,30 4 0 2,9 9 7 0 3,135 0 ,534 0 ,374 GDL71_ARATH GDSL e ste rase /lip ase  At5g 0 36 10  (EC 3.1.1.-) (Extrace llular l ip ase  At5g 0 36 10 ) At5g 0 36 10  F17C15.30

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; G lyco p ro te in; Hyd ro lase ; Lip id  d e g rad atio n; Lip id  me tab o lism;

Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR12718 58 _TR4339 6 _c1_g 1_i1_le n=220 3 PTR28 _ARATH
Q:18 9 3-175,H:4-

56 9
6 3.0 8 %ID E:0 Pro te in NRT1/ PTR FAMILY 5.6

PF0 76 9 0 .13^MFS_1^Majo r Facil itato r Sup e rfamily^9 1-516 ^E:6 .2e -0 9 `PF0 0 8 54.18 ^PTR2^POT

family^112-534^E:1e -9 4
0 4,9 42 0 9 ,9 0 5 0 4,6 53 0 4,55 1 0 ,15 PTR28 _ARATH Pro te in NRT1/ PTR FAMILY 5.6  (AtNPF5.6 ) NPF5.6  At2g 379 0 0  T8 P21.19

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR12718 58 _TR49 9 71_c0 _g 1_i7_le n=270 9 NA NA NA NA NA PF0 6 20 0 .11^tify^tify d o main^6 5-9 6 ^E:9 .6 e -17 0 ,0 0 1 2,18 0 3,0 6 9 0 2,6 9 1 0 2,9 38 0 ,11 0 ,58 9 . . . . . .

SRR12718 58 _TR49 9 71_c0 _g 1_i26 _le n=3146 NA NA NA NA NA PF0 9 425.7^CCT_2^Dive rg e nt CCT mo tif^10 0 -120 ^E:1.8 e -0 9 0 2,49 6 0 2,779 0 3,0 51 0 3,143 0 ,8 75 0 ,0 8 3 . . . . . .

SRR12718 58 _TR5749 8 _c0 _g 2_i1_le n=8 46 GSTX4_TOBAC
Q:58 -579 ,H:47-

221
72.57%ID E:4e -8 9 Pro b ab le  g lutathio ne  S-transfe rase

PF0 279 8 .17^GST_N^Glutathio ne  S-transfe rase , N-te rminal d o main^16 -50 ^E:1.2e -

0 9 `PF13417.3^GST_N_3^Glutathio ne  S-transfe rase , N-te rminal d o main^18 -54^E:6 .7e -

0 7`PF0 0 0 43.22^GST_C^Glutathio ne  S-transfe rase , C-te rminal d o main^8 9 -16 7^E:3.2e -

11`PF13410 .3^GST_C_2^Glutathio ne  S-transfe rase , C-te rminal d o main^9 6 -16 1^E:2.4e -12

0 1,444 0 2,6 9 4 0 1,0 59 0 ,0 0 1 0 ,737 0 ,0 21 0 ,6 21 GSTX4_TOBAC Pro b ab le  g lutathio ne  S-transfe rase  (EC 2.5.1.18 ) (Auxin-ind uce d  p ro te in PCNT10 7)
Nico tiana tab acum (Co mmo n

to b acco )
Auxin s ig naling  p athway; Transfe rase

SRR12718 59 _TR79 7_c0 _g 1_i1_le n=9 14 SRG1_ARATH
Q:8 17-56 ,H:16 -

279
46 .9 7%ID E:2e -8 1 Pro te in SRG1

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^56 -136 ^E:1.5e -

19 `PF0 3171.17^2OG-Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^19 7-26 2^E:1.3e -14
0 6 ,9 9 2 0 6 ,778 0 10 ,20 4 0 10 ,19 9 1 1,0 39 SRG1_ARATH Pro te in SRG1 (AtSRG1) (Pro te in SENESCENCE-RELATED GENE 1) SRG1 At1g 170 20  F20 D23.28  F6 I1.30

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR12718 59 _TR7358 _c0 _g 1_i1_le n=26 8 0 FAO2_LOTJA
Q:20 0 2-

137,H:119 -748
6 2.11%ID E:0 Lo ng -chain-alco ho l o xid ase  FAO2

PF0 0 732.16 ^GMC_o xre d _N^GMC o xid o re d uctase ^9 1-353^E:2.4e -

6 9 `PF0 519 9 .10 ^GMC_o xre d _C^GMC o xid o re d uctase ^442-575^E:1.2e -19
0 5,79 9 0 4,59 0 2,29 3 0 2,447 0 ,40 2 1,137 FAO2_LOTJA Lo ng -chain-alco ho l o xid ase  FAO2 (EC 1.1.3.20 ) (Lo ng -chain fatty alco ho l o xid ase  2) FAO2

Lo tus jap o nicus (Lo tus co rniculatus

var. jap o nicus)
FAD; Flavo p ro te in; Me mb rane ; Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix

SRR12718 59 _TR11727_c0 _g 1_i1_le n=9 74 NA NA NA NA NA
PF0 6 232.8 ^ATS3^Emb ryo -sp e cific  p ro te in 3, (ATS3)^30 -132^E:2.4e -

0 8 `PF0 1477.20 ^PLAT^PLAT/LH2 d o main^36 -153^E:3.4e -13
0 1,271 0 3,529 0 4,59 4 0 4,59 2 0 ,0 27 0 ,8 56 . . . . . .

SRR12718 59 _TR18 40 5_c0 _g 2_i1_le n=28 78 MYC4_ARATH
Q:56 5-

238 2,H:6 0 -58 5
52.8 1%ID E:1e -16 2 Transcrip tio n facto r MYC4

PF14215.3^b HLH-MYC_N^b HLH-MYC and  R2R3-MYB transcrip tio n facto rs N-te rminal^1-

8 1^E:3.1e -22`PF0 0 0 10 .23^HLH^He lix-lo o p -he lix DNA-b ind ing  d o main^327-372^E:3e -10
0 1,9 6 3 0 2,49 2 0 1,8 49 0 1,9 1 0 ,20 4 0 ,546 MYC4_ARATH

Transcrip tio n facto r MYC4 (AtMYC4) (Basic he lix-lo o p -he lix p ro te in 4) (Atb HLH4) (b HLH 4) (Transcrip tio n

facto r EN 37) (b HLH transcrip tio n facto r b HLH0 0 4)
MYC4 BHLH4 EN37 At4g 178 8 0  T6 K21.6 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n;

Transcrip tio n re g ulatio n

SRR12718 59 _TR23354_c0 _g 2_i1_le n=156 2 NA NA NA NA NA PF0 0 257.16 ^De hyd rin^De hyd rin^10 -178 ^E:2e -43 0 2,19 7 0 4,6 75 0 5,10 9 0 2,9 46 0 -2,756 . . . . . .

SRR12718 59 _TR316 28 _c0 _g 1_i1_le n=1321 SAMT_CLABR
Q:1258 -16 7,H:1-

357
56 .56 %ID E:4e -146 Salicylate  carb o xyme thyltransfe rase PF0 349 2.12^Me thyltransf_7^SAM d e p e nd e nt carb o xyl me thyltransfe rase ^39 -36 3^E:1.9 e -125 0 4,0 8 1 0 4,6 77 0 3,38 4 0 3,6 6 4 1 2,6 7 SAMT_CLABR

Salicylate  carb o xyme thyltransfe rase  (EC 2.1.1.274) (S-ad e no syl-L-me thio nine :salicylate  acid

carb o xylme thyltransfe rase ) (Cb SAMT) (Salicylate  O-me thyltransfe rase )
SAMT

Clarkia b re we ri (Fairy fans)

(Eucharid ium b re we ri)

3D-structure ; Mag ne sium; Me tal-b ind ing ; Me thyltransfe rase ; S-ad e no syl-L-me thio nine ;

Transfe rase

SRR12718 59 _TR338 15_c0 _g 1_i1_le n=1249 SRG1_ARATH
Q:474-

10 40 ,H:16 8 -356
39 .15%ID E:2e -40 Pro te in SRG1 PF0 3171.17^2OG-Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^26 -124^E:1.6 e -27 0 8 ,413 0 11,6 46 0 4,38 9 0 3,139 1 0 ,8 72 SRG1_ARATH Pro te in SRG1 (AtSRG1) (Pro te in SENESCENCE-RELATED GENE 1) SRG1 At1g 170 20  F20 D23.28  F6 I1.30

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR12718 59 _TR38 9 39 _c0 _g 1_i1_le n=3435 NA NA NA NA NA

PF13419 .3^HAD_2^Halo acid  d e halo g e nase -like  hyd ro lase ^130 -310 ^E:1.2e -

20 `PF0 0 70 2.23^Hyd ro lase ^halo acid  d e halo g e nase -like  hyd ro lase ^213-30 3^E:4.5e -

0 8 `PF13242.3^Hyd ro lase _like ^HAD-hyro lase -like ^26 5-312^E:3.9 e -0 6

0 3,0 72 0 4,49 9 0 1,9 52 0 2,39 6 1 1,0 4 . . . . . .

SRR12718 59 _TR438 8 2_c2_g 5_i7_le n=2157 PTR53_ARATH
Q:20 16 -

256 ,H:27-6 15
54.9 %ID E:0 Pro te in NRT1/ PTR FAMILY 2.11 PF0 0 8 54.18 ^PTR2^POT family^9 5-527^E:1e -8 0 0 ,0 0 1 1,247 0 3,435 0 5,118 0 4,9 48 1 0 ,0 36 PTR53_ARATH

Pro te in NRT1/ PTR FAMILY 2.11 (AtNPF2.11) (Nitrate  transp o rte r 1.10 ) (Pro te in GLUCOSINOLATE

TRANSPORTER-2)

NPF2.11 GTR2 NRT1.10  At5g 6 26 8 0

MRG21.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR12718 59 _TR44431_c0 _g 1_i3_le n=179 5 ARGE_ARATH
Q:18 5-149 5,H:1-

438
6 7.57%ID E:0 Ace tylo rnithine  d e ace tylase

PF0 1546 .25^Pe p tid ase _M20 ^Pe p tid ase  family M20 /M25/M40 ^9 5-434^E:5.3e -

29 `PF0 76 8 7.11^M20 _d ime r^Pe p tid ase  d ime risatio n d o main^20 3-317^E:6 .6 e -13
0 2,9 37 0 5,46 1 0 5,453 0 4,171 1 1,453 ARGE_ARATH Ace tylo rnithine  d e ace tylase  (EC 3.5.1.16 ) (N-ace tylo rnithinase ) (AO) (Ace tylo rnithinase ) (NAO) At4g 178 30  d l49 45w T6 K21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-arg inine  b io synthe sis; L-o rnithine  fro m N(2)-ace tyl-L-

o rnithine  (l ine ar): ste p  1/1.

Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Arg inine  b io synthe sis; Co b alt; Co mp le te

p ro te o me ; Hyd ro lase ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Zinc

SRR3420 17_TR148 8 _c0 _g 1_i1_le n=1558 NA NA NA NA NA PF1718 1.1^EPF^Ep id e rmal p atte rning  facto r p ro te ins^9 6 -146 ^E:7.6 e -20 0 1,6 6 7 0 2,29 7 0 1,755 0 1,431 0 ,6 18 0 ,26 4 . . . . . .

SRR3420 17_TR6 175_c1_g 1_i6 _le n=2137 SERC_ARATH
Q:20 5-10 8 3,H:1-

29 4
70 .41%ID E:2e -141 Pho sp ho se rine  p ho sp hatase , chlo ro p lastic

PF0 0 70 2.23^Hyd ro lase ^halo acid  d e halo g e nase -like  hyd ro lase ^8 3-257^E:1.1e -

16 `PF12710 .4^HAD^halo acid  d e halo g e nase -like  hyd ro lase ^8 6 -254^E:2.4e -12
0 ,0 0 1 1,16 5 0 2,133 0 1,739 0 1,8 48 0 ,73 0 ,14 SERC_ARATH

Pho sp ho se rine  p ho sp hatase , chlo ro p lastic (PSP) (PSPase ) (EC 3.1.3.3) (O-p ho sp ho se rine

p ho sp ho hyd ro lase )
PSP PSP1 At1g 18 6 40  F26 I16 .2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-se rine  b io synthe sis; L-se rine  fro m 3-p ho sp ho -D-g lyce rate :

ste p  3/3.

Amino -acid  b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; Hyd ro lase ; Mag ne sium; Me tal-

b ind ing ; Pho sp ho p ro te in; Plastid ; Re fe re nce  p ro te o me ; Se rine  b io synthe sis; Transit

p e p tid e

SRR3420 19 _TR76 9 _c0 _g 1_i1_le n=1320 NA NA NA NA NA
PF0 419 3.11^PQ-lo o p ^PQ lo o p  re p e at^37-9 3^E:1.4e -18 `PF0 419 3.11^PQ-lo o p ^PQ lo o p

re p e at^256 -313^E:5.5e -16
0 4,10 8 0 5,354 0 3,59 0 2,8 1 0 ,0 0 3 1,36 8 . . . . . .

SRR3420 19 _TR148 4_c0 _g 1_i1_le n=1241 NA NA NA NA NA PF0 3350 .13^UPF0 114^Uncharacte rize d  p ro te in family, UPF0 114^10 6 -244^E:1.2e -37 0 1,113 0 1,9 0 4 0 1,8 8 1 0 1,9 58 0 ,59 6 0 ,17 . . . . . .

SRR3420 19 _TR3321_c0 _g 1_i2_le n=6 76 SUMO2_ARATH
Q:148 -414,H:6 -

9 3
8 9 .8 9 %ID E:3e -49 Small ub iq uitin-re late d  mo d ifie r 2

PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^26 -9 6 ^E:4e -

25`PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^28 -9 8 ^E:4.9 e -14
0 ,0 0 1 1,133 0 1,38 6 0 1,58 4 0 1,511 0 ,8 6 2 -0 ,10 2 SUMO2_ARATH Small ub iq uitin-re late d  mo d ifie r 2 (AtSUMO2) SUMO2 SUM2 At5g 5516 0  MCO15.11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Iso p e p tid e  b o nd ; Nucle us;

Re fe re nce  p ro te o me ; Ub l co njug atio n p athway

SRR3420 19 _TR39 21_c0 _g 1_i1_le n=139 5 CSE_ARATH
Q:1127-

30 9 ,H:50 -323
35.4%ID E:2e -49 Caffe o ylshikimate  e ste rase

PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^34-272^E:3.2e -

6 7`PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase  fo ld ^39 -148 ^E:1.1e -

0 8 `PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^39 -270 ^E:9 .2e -10

0 2,19 5 0 3,8 74 0 6 ,30 3 0 6 ,75 0 ,38 1 -0 ,78 5 CSE_ARATH Caffe o ylshikimate  e ste rase  (EC 3.1.1.-) (Lyso p ho sp ho lip ase  2) (Lyso PL2) CSE At1g 5276 0  F14G24.3
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Hyd ro lase ; Lig nin b io synthe sis; Me mb rane ;

Re fe re nce  p ro te o me

SRR3420 19 _TR4458 _c0 _g 1_i1_le n=19 42 MYRS_QUEIL
Q:16 9 2-

46 6 ,H:38 -414
53.55%ID E:1e -134 Myrce ne  synthase , chlo ro p lastic PF0 139 7.18 ^Te rp e ne _synth^Te rp e ne  synthase , N-te rminal d o main^6 7-170 ^E:1.7e -24 0 4,335 0 9 ,243 0 9 ,9 8 5 0 9 ,9 0 1 1 0 ,755 MYRS_QUEIL Myrce ne  synthase , chlo ro p lastic (EC 4.2.3.15) Que rcus ile x (Ho lly o ak) Chlo ro p last; Lyase ; Mag ne sium; Mang ane se ; Me tal-b ind ing ; Plastid ; Transit p e p tid e

SRR3420 19 _TR56 6 6 _c0 _g 6 _i1_le n=19 27 FACR5_ARATH
Q:228 -170 3,H:3-

49 4
50 .9 1%ID E:6 e -171 Pro b ab le  fatty acyl-Co A re d uctase  5

PF0 79 9 3.9 ^NAD_b ind ing _4^Male  ste ril ity p ro te in^18 -325^E:2.4e -76 `PF0 30 15.16 ^Ste rile ^Male

ste ril ity p ro te in^40 0 -49 6 ^E:3.2e -12
0 2,20 5 0 6 ,76 4 0 5,0 9 6 0 6 ,56 2 0 ,356 1,327 FACR5_ARATH Pro b ab le  fatty acyl-Co A re d uctase  5 (EC 1.2.1.n2) FAR5 At3g 44550  F14L2.10 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Lip id  b io synthe sis; Lip id  me tab o lism; NADP; Oxid o re d uctase ;

Re fe re nce  p ro te o me

SRR3420 19 _TR59 6 8 _c2_g 4_i3_le n=128 1 B2_DAUCA
Q:6 75-220 ,H:54-

20 5
8 0 .9 2%ID E:9 e -9 1 B2 p ro te in PF10 539 .6 ^De v_Ce ll_De ath^De ve lo p me nt and  ce ll d e ath d o main^16 8 -29 4^E:1.7e -41 0 0 ,8 71 0 2,49 0 1,277 0 1,511 0 ,312 0 ,76 3 B2_DAUCA B2 p ro te in Daucus caro ta (Wild  carro t)

SRR3420 19 _TR16 6 70 _c0 _g 1_i1_le n=578 NA NA NA NA NA . 0 3,334 0 4,758 0 4,0 35 0 3,6 38 0 ,0 14 2,9 73 . . . . . .

SRR3420 19 _TR21154_c0 _g 1_i1_le n=5234 AB4C_ARATH
Q:48 28 -

36 5,H:23-1516
6 7.9 5%ID E:0 ABC transp o rte r C family me mb e r 4

PF0 0 6 6 4.20 ^ABC_me mb rane ^ABC transp o rte r transme mb rane  re g io n^331-59 7^E:9 .8 e -

29 `PF0 0 0 0 5.24^ABC_tran^ABC transp o rte r^6 6 3-79 5^E:1.7e -

19 `PF0 0 6 6 4.20 ^ABC_me mb rane ^ABC transp o rte r transme mb rane  re g io n^9 8 2-120 2^E:5.3e -

29 `PF0 0 0 0 5.24^ABC_tran^ABC transp o rte r^128 3-1431^E:4.3e -28

0 2,332 0 3,748 0 2,24 0 1,6 6 6 1 -0 ,18 6 AB4C_ARATH

ABC transp o rte r C family me mb e r 4 (ABC transp o rte r ABCC.4) (AtABCC4) (EC 3.6 .3.44) (ATP-e ne rg ize d

g lutathio ne  S-co njug ate  p ump  4) (G lutathio ne  S-co njug ate -transp o rting  ATPase  4) (Multid rug  re sistance -

asso ciate d  p ro te in 4)

ABCC4 EST3 MRP4 At2g 478 0 0  F17A22.19
Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; Hyd ro lase ; Me mb rane ; Nucle o tid e -

b ind ing ; Re fe re nce  p ro te o me ; Re p e at; Transme mb rane ; Transme mb rane  he lix;

Transp o rt; Vacuo le

SRR3420 19 _TR226 8 1_c0 _g 4_i3_le n=176 5 C74B2_ARATH
Q:159 1-

19 7,H:38 -49 2
56 .32%ID E:1e -178

Lino le nate  hyd ro p e ro xid e  lyase , chlo ro p lastic

{ECO:0 0 0 0 30 5|Pub Me d :9 70 159 5}
PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^146 -49 5^E:1.1e -24 0 1,326 0 1,0 76 0 0 ,9 9 8 0 0 ,9 16 1 0 ,375 C74B2_ARATH

Lino le nate  hyd ro p e ro xid e  lyase , chlo ro p lastic (EC 4.2.9 9 .-) (Cyto chro me  P450  74B2) (Hyd ro p e ro xid e  lyase

1)
CYP74B2 HPL1

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Chlo ro p last; He me ; Iro n; Lyase ; Me tal-b ind ing ; Plastid ; Transit p e p tid e

SRR3420 19 _TR27753_c0 _g 2_i1_le n=774 GASAE_ARATH
Q:277-8 3,H:211-

275
76 .9 2%ID E:2e -26 Gib b e re ll in-re g ulate d  p ro te in 14 PF0 270 4.11^GASA^Gib b e re ll in re g ulate d  p ro te in^170 -230 ^E:1e -18 0 1,452 0 4,741 0 4,9 34 0 5,26 6 0 ,6 43 -0 ,58 7 GASAE_ARATH Gib b e re ll in-re g ulate d  p ro te in 14 (GAST1 p ro te in ho mo lo g  14) GASA14 At5g 149 20  F2G14.40

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G ib b e re ll in s ig naling  p athway;

Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 19 _TR28 50 5_c2_g 4_i4_le n=1446 GCL1_ARATH
Q:3-116 0 ,H:8 2-

433
6 3.9 9 %ID E:5e -173 LanC-like  p ro te in GCL1 PF0 5147.10 ^LANC_like ^Lanthio nine  synthe tase  C-like  p ro te in^2-242^E:1.1e -56 0 3,334 0 2,8 8 0 7,358 0 ,0 0 1 6 ,6 39 0 ,0 34 5,56 1 GCL1_ARATH LanC-like  p ro te in GCL1 (G p ro te in-co up le d  re ce p to r 2-like  p ro te in 1) (Pro te in GCR2-like  1) GCL1 At5g 6 528 0  MQN23.23

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 19 _TR28 50 5_c2_g 4_i6 _le n=26 38 GCL1_ARATH
Q:1414-

2352,H:126 -433
6 9 .9 7%ID E:3e -150 LanC-like  p ro te in GCL1 PF0 5147.10 ^LANC_like ^Lanthio nine  synthe tase  C-like  p ro te in^2-256 ^E:1.2e -6 5 0 3,522 0 4,9 13 0 4,6 56 0 4,8 9 3 0 ,18 9 1,712 GCL1_ARATH LanC-like  p ro te in GCL1 (G p ro te in-co up le d  re ce p to r 2-like  p ro te in 1) (Pro te in GCR2-like  1) GCL1 At5g 6 528 0  MQN23.23

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 19 _TR3558 4_c0 _g 2_i1_le n=2436 ACOX1_ARATH
Q:255-2243,H:1-

6 6 3
78 .8 8 %ID E:0 Pe ro xiso mal acyl-co e nzyme  A o xid ase  1

PF14749 .3^Acyl-Co A_o x_N^Acyl-co e nzyme  A o xid ase  N-te rminal^17-132^E:1.4e -

31`PF0 2770 .16 ^Acyl-Co A_d h_M^Acyl-Co A d e hyd ro g e nase , mid d le  d o main^134-246 ^E:4.5e -

12`PF0 1756 .16 ^ACOX^Acyl-Co A o xid ase ^479 -6 56 ^E:4.1e -46

0 ,0 0 1 1,0 6 6 0 2,473 0 2,6 4 0 2,70 3 0 ,255 0 ,59 1 ACOX1_ARATH Pe ro xiso mal acyl-co e nzyme  A o xid ase  1 (AOX 1) (EC 1.3.3.6 ) (Lo ng -chain acyl-Co A o xid ase ) (AtCX1) ACX1 At4g 16 76 0  d l440 5c FCAALL.119
Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; FAD; Fatty acid

me tab o lism; Flavo p ro te in; Lip id  me tab o lism; Oxid o re d uctase ; Pe ro xiso me ; Re fe re nce

p ro te o me

SRR3420 19 _TR37278 _c0 _g 1_i3_le n=2454 LAL5_ARATH
Q:29 0 -

16 8 7,H:8 -46 4
59 .8 7%ID E:1e -16 6 . PF0 1554.15^MatE^MatE^57-216 ^E:1.4e -29 `PF0 1554.15^MatE^MatE^278 -439 ^E:1.1e -25 0 1,538 0 3,8 71 0 2,0 8 2 0 2,148 0 ,528 -0 ,245 DTX18 _ARATH

Pro te in DETOXIFICATION 18  (AtDTX18 ) (Multid rug  and  to xic co mp o und  e xtrusio n p ro te in 18 ) (MATE

p ro te in 18 ) (Pro te in LIKE ALF5)
DTX18  LAL5 At3g 23550  MDB19 .3

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane

he lix; Transp o rt

SRR3420 19 _TR38 0 71_c4_g 2_i10 _le n=19 33 ARGE_ARATH
Q:26 0 -1570 ,H:1-

438
6 7.8 %ID E:0 Ace tylo rnithine  d e ace tylase

PF0 1546 .25^Pe p tid ase _M20 ^Pe p tid ase  family M20 /M25/M40 ^9 5-434^E:5.3e -

29 `PF0 76 8 7.11^M20 _d ime r^Pe p tid ase  d ime risatio n d o main^20 3-317^E:2.3e -12
0 3,436 0 4,8 58 0 5,0 5 0 4,711 0 ,0 58 0 ,8 16 ARGE_ARATH Ace tylo rnithine  d e ace tylase  (EC 3.5.1.16 ) (N-ace tylo rnithinase ) (AO) (Ace tylo rnithinase ) (NAO) At4g 178 30  d l49 45w T6 K21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-arg inine  b io synthe sis; L-o rnithine  fro m N(2)-ace tyl-L-

o rnithine  (l ine ar): ste p  1/1.

Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Arg inine  b io synthe sis; Co b alt; Co mp le te

p ro te o me ; Hyd ro lase ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Zinc

SRR3420 19 _TR38 0 71_c4_g 2_i17_le n=19 77 ARGE_ARATH
Q:26 0 -1570 ,H:1-

438
6 7.8 %ID E:0 Ace tylo rnithine  d e ace tylase

PF0 1546 .25^Pe p tid ase _M20 ^Pe p tid ase  family M20 /M25/M40 ^9 5-434^E:5.3e -

29 `PF0 76 8 7.11^M20 _d ime r^Pe p tid ase  d ime risatio n d o main^20 3-317^E:2.3e -12
0 3,0 8 5 0 5,9 35 0 6 ,318 0 4,30 1 1 0 ARGE_ARATH Ace tylo rnithine  d e ace tylase  (EC 3.5.1.16 ) (N-ace tylo rnithinase ) (AO) (Ace tylo rnithinase ) (NAO) At4g 178 30  d l49 45w T6 K21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-arg inine  b io synthe sis; L-o rnithine  fro m N(2)-ace tyl-L-

o rnithine  (l ine ar): ste p  1/1.

Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Arg inine  b io synthe sis; Co b alt; Co mp le te

p ro te o me ; Hyd ro lase ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Zinc

SRR3420 22_TR137_c3_g 1_i6 _le n=126 4 EGS1_OCIBA
Q:119 -10 45,H:7-

314
6 6 .9 9 %ID E:3e -143 Eug e no l synthase  1

PF0 536 8 .10 ^NmrA^NmrA-like  family^8 -231^E:3.3e -55`PF0 1370 .18 ^Ep ime rase ^NAD d e p e nd e nt

e p ime rase /d e hyd ratase  family^8 -8 6 ^E:1e -0 5`PF0 10 73.16 ^3Be ta_HSD^3-b e ta hyd ro xyste ro id

d e hyd ro g e nase /iso me rase  family^9 -9 8 ^E:2.5e -0 5`PF1346 0 .3^NAD_b ind ing _10 ^NAD(P)H-

b ind ing ^12-149 ^E:4e -12

0 1,77 0 3,318 0 5,0 6 5 0 5,9 22 1 0 ,0 8 2 EGS1_OCIBA Eug e no l synthase  1 (EC 1.1.1.318 ) EGS1 Ocimum b asil icum (Swe e t b asil) PATHWAY: Aro matic co mp o und  me tab o lism; p he nylp ro p ano id  b io synthe sis. 3D-structure ; NADP; Oxid o re d uctase ; Phe nylp ro p ano id  me tab o lism

SRR3420 22_TR49 18 _c0 _g 2_i1_le n=146 8 STSY_CATRO
Q:10 6 -1170 ,H:1-

352
9 6 .34%ID E:0 Stricto sid ine  synthase

PF0 8 450 .9 ^SGL^SMP-30 /Gluco no laco nase /LRE-like  re g io n^16 9 -344^E:4.4e -

0 7`PF0 30 8 8 .13^Str_synth^Stricto sid ine  synthase ^19 4-28 2^E:6 .6 e -24
0 1,154 0 3,375 0 3,0 22 0 2,148 1 0 ,724 STSY_CATRO Stricto sid ine  synthase  (EC 4.3.3.2) STR1 SSS

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Alkalo id  b io synthe sis; 3alp ha(S)-stricto sid ine  b io synthe sis; 3alp ha(S)-stricto sid ine

fro m se co lo g anin and  tryp tamine : ste p  1/1.
Alkalo id  me tab o lism; Dire ct p ro te in se q ue ncing ; G lyco p ro te in; Lyase ; Sig nal; Vacuo le

SRR3420 22_TR59 22_c0 _g 2_i1_le n=2130 ICS_CATRO
Q:19 50 -

376 ,H:43-579
6 2.27%ID E:0 Iso cho rismate  synthase , chlo ro p lastic PF0 0 425.15^Cho rismate _b ind ^cho rismate  b ind ing  e nzyme ^316 -570 ^E:5.9 e -55 0 1,9 74 0 2,8 48 0 3,154 0 2,9 78 1 0 ,39 3 ICS_CATRO Iso cho rismate  synthase , chlo ro p lastic (EC 5.4.4.2)

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

Chlo ro p last; Dire ct p ro te in se q ue ncing ; Iso me rase ; Mag ne sium; Plant d e fe nse ; Plastid ;

Transit p e p tid e

SRR3420 22_TR749 5_c0 _g 2_i1_le n=18 76 C8 3B1_ARATH
Q:19 8 -

1571,H:41-49 9
45.12%ID E:2e -139 Cyto chro me  P450  8 3B1 PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^55-512^E:1.8 e -10 3 0 3,9 11 0 6 ,176 0 9 ,752 0 10 ,6 53 1 2,541 C8 3B1_ARATH

Cyto chro me  P450  8 3B1 (EC 1.14.-.-) (Pro te in ALTERED TRYPTOPHAN REGULATION 4) (Pro te in RED

ELONGATED 1) (Pro te in SUPERROOT 2)

CYP8 3B1 ATR4 RED1 RNT1 RUNT1 SUR2

At4g 3150 0  F3L17.70

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Gro wth re g ulatio n; He me ; Iro n; Me mb rane ; Me tal-b ind ing ;

Mo no o xyg e nase ; Oxid o re d uctase ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix

SRR3420 22_TR9 756 _c0 _g 1_i4_le n=20 8 1 VINSY_RAUSE
Q:423-179 3,H:5-

40 7
34.9 1%ID E:5e -77 Vino rine  synthase

PF0 2458 .12^Transfe rase ^Transfe rase  family^4-30 9 ^E:8 .5e -

6 8 `PF0 2458 .12^Transfe rase ^Transfe rase  family^336 -459 ^E:2.4e -13
0 ,0 0 1 2,232 0 6 ,36 0 2,9 46 0 3,0 26 1 1,326 VINSY_RAUSE Vino rine  synthase  (EC 2.3.1.16 0 ) ACT

Rauvo lfia se rp e ntina (Se rp e ntine

wo o d ) (Op hio xylo n se rp e ntinum)

3D-structure ; Acyltransfe rase ; Alkalo id  me tab o lism; Dire ct p ro te in se q ue ncing ;

Transfe rase

SRR3420 22_TR13452_c0 _g 2_i1_le n=70 3 HQGT_RAUSE
Q:70 3-

311,H:342-470
8 0 .9 2%ID E:1e -6 4 Hyd ro q uino ne  g luco syltransfe rase PF0 0 20 1.15^UDPGT^UDP-g luco ro no syl and  UDP-g luco syl transfe rase ^1-9 1^E:7.5e -19 0 1,9 4 0 4,522 0 2,9 52 0 2,8 46 1 1,8 79 HQGT_RAUSE Hyd ro q uino ne  g luco syltransfe rase  (EC 2.4.1.218 ) (Arb utin synthase ) AS

Rauvo lfia se rp e ntina (Se rp e ntine

wo o d ) (Op hio xylo n se rp e ntinum)
Dire ct p ro te in se q ue ncing ; G lyco syltransfe rase ; Transfe rase

SRR3420 22_TR15270 _c3_g 3_i1_le n=737 CYB5_BRAOB
Q:130 -528 ,H:2-

134
6 0 .9 %ID E:1e -40 Cyto chro me  b 5 PF0 0 173.25^Cyt-b 5^Cyto chro me  b 5-like  He me /Ste ro id  b ind ing  d o main^10 -8 1^E:7.1e -27 0 0 ,8 24 0 2,758 0 1,437 0 1,315 1 -1,134 CYB5_BRAOB Cyto chro me  b 5 CYB5

Brassica o le race a var. b o trytis

(Cauliflo we r)

Dire ct p ro te in se q ue ncing ; Ele ctro n transp o rt; End o p lasmic re ticulum; He me ; Iro n;

Me mb rane ; Me tal-b ind ing ; Micro so me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 22_TR17158 _c1_g 3_i7_le n=3511 GCL1_ARATH
Q:2315-

3226 ,H:16 4-433
6 3.8 2%ID E:2e -123 LanC-like  p ro te in GCL1 PF0 5147.10 ^LANC_like ^Lanthio nine  synthe tase  C-like  p ro te in^2-142^E:2.4e -36 0 3,544 0 4,59 3 0 4,40 5 0 4,74 0 ,0 0 5 6 ,19 9 GCL1_ARATH LanC-like  p ro te in GCL1 (G p ro te in-co up le d  re ce p to r 2-like  p ro te in 1) (Pro te in GCR2-like  1) GCL1 At5g 6 528 0  MQN23.23

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 22_TR218 54_c3_g 4_i2_le n=4472 LOX21_SOLTU
Q:379 7-

1440 ,H:10 6 -8 9 4
71.39 %ID E:0 Lino le ate  13S-lip o xyg e nase  2-1, chlo ro p lastic PF0 0 30 5.16 ^Lip o xyg e nase ^Lip o xyg e nase ^50 -717^E:0 0 2,36 9 0 5,0 21 0 6 ,39 7 0 6 ,552 0 ,56 4 -0 ,48 9 LOX21_SOLTU Lino le ate  13S-lip o xyg e nase  2-1, chlo ro p lastic (EC 1.13.11.12) (Lip o xyg e nase  2-1) LOX2.1 LOX-H1 So lanum tub e ro sum (Po tato )

PATHWAY: Lip id  me tab o lism; o xylip in b io synthe sis. {ECO:0 0 0 0 255|PROSITE-

Pro Rule :PRU0 0 726 }.

Chlo ro p last; Co mp le te  p ro te o me ; Dio xyg e nase ; Fatty acid  b io synthe sis; Fatty acid

me tab o lism; Iro n; Lip id  b io synthe sis; Lip id  me tab o lism; Me tal-b ind ing ; Oxid o re d uctase ;

Oxylip in b io synthe sis; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

SRR3420 22_TR2318 5_c0 _g 3_i9 _le n=220 4 MYRS_QUEIL
Q:19 38 -

244,H:36 -59 4
58 .23%ID E:0 Myrce ne  synthase , chlo ro p lastic

PF0 139 7.18 ^Te rp e ne _synth^Te rp e ne  synthase , N-te rminal d o main^6 7-243^E:6 .3e -

44`PF0 39 36 .13^Te rp e ne _synth_C^Te rp e ne  synthase  family, me tal b ind ing  d o main^275-

542^E:6 .6 e -10 0

0 5,10 7 0 9 ,29 3 0 7,739 0 7,6 56 1 0 MYRS_QUEIL Myrce ne  synthase , chlo ro p lastic (EC 4.2.3.15) Que rcus ile x (Ho lly o ak) Chlo ro p last; Lyase ; Mag ne sium; Mang ane se ; Me tal-b ind ing ; Plastid ; Transit p e p tid e

SRR3420 22_TR270 21_c0 _g 3_i2_le n=1339 TAR4_ARATH
Q:9 7-1332,H:33-

449
53.9 4%ID E:2e -157 Tryp to p han amino transfe rase -re late d  p ro te in 4

PF0 48 6 4.10 ^Alli inase _C^Allinase ^1-341^E:1.4e -

134`PF0 0 155.18 ^Amino tran_1_2^Amino transfe rase  class I and  II^27-322^E:3.2e -0 6
0 2,79 3 0 3,0 51 0 3,571 0 3,114 0 ,0 42 2,175 TAR4_ARATH Tryp to p han amino transfe rase -re late d  p ro te in 4 (EC 2.6 .1.-) TAR4 At1g 340 6 0  F12G12.12 F12G12.150

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Amino transfe rase ; Co mp le te  p ro te o me ; Me mb rane ; Pyrid o xal p ho sp hate ; Re fe re nce

p ro te o me ; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR3420 22_TR30 6 8 4_c1_g 2_i4_le n=16 9 5 FAD3E_TOBAC
Q:326 -

1420 ,H:12-374
76 .16 %ID E:0

Ome g a-3 fatty acid  d e saturase , e nd o p lasmic

re ticulum

PF119 6 0 .5^DUF3474^Do main o f unkno wn functio n (DUF3474)^6 -6 2^E:7.5e -

26 `PF0 0 48 7.21^FA_d e saturase ^Fatty acid  d e saturase ^77-328 ^E:4.4e -33
0 4,30 3 0 6 ,8 48 0 8 ,141 0 9 ,0 16 0 ,0 34 3,49 FAD3E_TOBAC Ome g a-3 fatty acid  d e saturase , e nd o p lasmic re ticulum (EC 1.14.19 .-) FAD3

Nico tiana tab acum (Co mmo n

to b acco )
PATHWAY: Lip id  me tab o lism; p o lyunsaturate d  fatty acid  b io synthe sis.

End o p lasmic re ticulum; Fatty acid  b io synthe sis; Fatty acid  me tab o lism; Lip id  b io synthe sis;

Lip id  me tab o lism; Me mb rane ; Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix

SRR3420 22_TR30 6 8 4_c1_g 2_i9 _le n=16 34 FAD3E_TOBAC
Q:26 5-

1359 ,H:12-374
76 .16 %ID E:0

Ome g a-3 fatty acid  d e saturase , e nd o p lasmic

re ticulum

PF119 6 0 .5^DUF3474^Do main o f unkno wn functio n (DUF3474)^6 -6 2^E:7.5e -

26 `PF0 0 48 7.21^FA_d e saturase ^Fatty acid  d e saturase ^77-328 ^E:4.4e -33
0 ,0 0 1 2,741 0 6 ,6 6 0 4,8 6 0 5,723 1 -0 ,18 6 FAD3E_TOBAC Ome g a-3 fatty acid  d e saturase , e nd o p lasmic re ticulum (EC 1.14.19 .-) FAD3

Nico tiana tab acum (Co mmo n

to b acco )
PATHWAY: Lip id  me tab o lism; p o lyunsaturate d  fatty acid  b io synthe sis.

End o p lasmic re ticulum; Fatty acid  b io synthe sis; Fatty acid  me tab o lism; Lip id  b io synthe sis;

Lip id  me tab o lism; Me mb rane ; Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix

SRR3420 22_TR3149 1_c0 _g 1_i2_le n=149 5 LDOX_MALDO
Q:36 7-

1347,H:10 -341
39 .34%ID E:3e -75 Le uco antho cyanid in d io xyg e nase

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^52-16 3^E:2e -

27`PF0 3171.17^2OG-Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^212-310 ^E:1.5e -27
0 3,522 0 6 ,325 0 2,8 78 0 2,8 8 7 0 ,6 29 0 ,9 44 LDOX_MALDO

Le uco antho cyanid in d io xyg e nase  (LDOX) (Le uco cyanid in o xyg e nase ) (EC 1.14.11.19 ) (Antho cyanid in

synthase ) (Le uco antho cyanid in hyd ro xylase )
ANS

Malus d o me stica (Ap p le ) (Pyrus

malus)
PATHWAY: Pig me nt b io synthe sis; antho cyanin b io synthe sis. Dio xyg e nase ; Flavo no id  b io synthe sis; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Vitamin C

SRR3420 23_TR20 6 8 _c2_g 6 _i2_le n=36 38 PAO2_ARATH
Q:19 6 1-50 1,H:1-

49 0
8 0 .41%ID E:0 Pro b ab le  p o lyamine  o xid ase  2

PF0 0 8 9 0 .21^FAD_b ind ing _2^FAD b ind ing  d o main^27-70 ^E:1.9 e -

0 6 `PF13450 .3^NAD_b ind ing _8 ^NAD(P)-b ind ing  Ro ssmann-like  d o main^29 -8 3^E:2.2e -

13`PF0 159 3.21^Amino _o xid ase ^Flavin co ntaining  amine  o xid o re d uctase ^34-453^E:9 .6 e -9 4

0 1,521 0 3,9 76 0 2,9 16 0 3,721 0 ,8 11 0 ,44 PAO2_ARATH Pro b ab le  p o lyamine  o xid ase  2 (AtPAO2) (EC 1.5.3.-) (Amine  o xid ase  1) PAO2 At2g 430 20  MFL8 .12
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; FAD; Flavo p ro te in; Oxid o re d uctase ; Pe ro xiso me ; Re fe re nce

p ro te o me

SRR3420 23_TR226 3_c2_g 2_i14_le n=1134 ARGE_ARATH
Q:2-10 18 ,H:58 -

39 4
71.47%ID E:9 e -178 Ace tylo rnithine  d e ace tylase

PF0 1546 .25^Pe p tid ase _M20 ^Pe p tid ase  family M20 /M25/M40 ^41-330 ^E:2.4e -

22`PF0 76 8 7.11^M20 _d ime r^Pe p tid ase  d ime risatio n d o main^149 -26 3^E:7.2e -12
0 2,49 7 0 4,748 0 4,424 0 3,258 0 ,28 2 1,123 ARGE_ARATH Ace tylo rnithine  d e ace tylase  (EC 3.5.1.16 ) (N-ace tylo rnithinase ) (AO) (Ace tylo rnithinase ) (NAO) At4g 178 30  d l49 45w T6 K21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-arg inine  b io synthe sis; L-o rnithine  fro m N(2)-ace tyl-L-

o rnithine  (l ine ar): ste p  1/1.

Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Arg inine  b io synthe sis; Co b alt; Co mp le te

p ro te o me ; Hyd ro lase ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Zinc

SRR3420 23_TR2555_c4_g 2_i1_le n=216 5 NA NA NA NA NA
PF0 6 20 0 .11^tify^tify d o main^6 5-9 6 ^E:1.4e -16 `PF0 9 425.7^CCT_2^Dive rg e nt CCT mo tif^20 3-

223^E:4.2e -0 9
0 ,0 0 1 2,76 9 0 3,0 9 4 0 2,8 53 0 2,8 8 9 1 0 ,511 . . . . . .

SRR3420 23_TR458 4_c1_g 4_i3_le n=2527 HQGT_RAUSE
Q:1478 -

2527,H:27-36 4
78 .29 %ID E:0 Hyd ro q uino ne  g luco syltransfe rase PF0 336 0 .13^Glyco _transf_43^Glyco syltransfe rase  family 43^114-321^E:4.4e -72 0 1,578 0 4,475 0 2,445 0 2,58 8 1 0 ,79 1 HQGT_RAUSE Hyd ro q uino ne  g luco syltransfe rase  (EC 2.4.1.218 ) (Arb utin synthase ) AS

Rauvo lfia se rp e ntina (Se rp e ntine

wo o d ) (Op hio xylo n se rp e ntinum)
Dire ct p ro te in se q ue ncing ; G lyco syltransfe rase ; Transfe rase

SRR3420 23_TR8 541_c0 _g 2_i1_le n=6 37 RL112_ARATH
Q:133-6 36 ,H:1-

16 8
9 5.8 3%ID E:2e -10 6 6 0 S rib o so mal p ro te in L11-2

PF0 0 28 1.16 ^Rib o so mal_L5^Rib o so mal p ro te in L5^9 -6 2^E:8 .3e -

21`PF0 0 6 73.18 ^Rib o so mal_L5_C^rib o so mal L5P family C-te rminus^6 6 -16 4^E:6 .9 e -21
0 8 ,6 34 0 1,321 0 1,433 0 1,38 9 0 ,6 9 1 -0 ,10 3 RL112_ARATH 6 0 S rib o so mal p ro te in L11-2 (L16 )

RPL11B At3g 58 70 0  T20 N10 _50 ; RPL11C

RPL16 B At4g 18 730  F28 A21.140 ; RPL11D

At5g 45775 MRA19 .26  MRA19 _21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; RNA-b ind ing ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so mal p ro te in; rRNA-b ind ing

SRR3420 23_TR2150 1_c0 _g 2_i4_le n=30 46 PTR45_ARATH
Q:18 76 -

29 43,H:217-576
59 .72%ID E:1e -146 Pro te in NRT1/ PTR FAMILY 5.7 PF0 328 3.10 ^PAE^Pe ctinace tyle ste rase ^54-40 2^E:1e -16 3 0 3,423 0 5,0 7 0 2,714 0 2,0 53 1 -0 ,36 PTR45_ARATH Pro te in NRT1/ PTR FAMILY 5.7 (AtNPF5.7) NPF5.7 At3g 539 6 0  F5K20 .26 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR3420 23_TR239 6 6 _c0 _g 4_i2_le n=9 9 7 TAR4_ARATH
Q:8 8 8 -

421,H:29 6 -449
48 .72%ID E:9 e -50 Tryp to p han amino transfe rase -re late d  p ro te in 4 PF0 48 6 4.10 ^Alli inase _C^Allinase ^1-144^E:2.1e -46 0 2,9 1 0 2,155 0 4,419 0 3,36 4 1 2,747 TAR4_ARATH Tryp to p han amino transfe rase -re late d  p ro te in 4 (EC 2.6 .1.-) TAR4 At1g 340 6 0  F12G12.12 F12G12.150

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Amino transfe rase ; Co mp le te  p ro te o me ; Me mb rane ; Pyrid o xal p ho sp hate ; Re fe re nce

p ro te o me ; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR3420 23_TR256 10 _c0 _g 4_i1_le n=16 29 CLH2_ARATH
Q:148 9 -6 44,H:5-

29 9
42.47%ID E:6 e -55 Chlo ro p hyllase -2, chlo ro p lastic

PF0 7224.8 ^Chlo ro p hyllase ^Chlo ro p hyllase ^2-29 5^E:4e -

9 0 `PF12740 .4^Chlo ro p hyllase 2^Chlo ro p hyllase  e nzyme ^31-279 ^E:2.9 e -8 7`PF0 340 3.10 ^PAF-

AH_p _II^Plate le t-activating  facto r ace tylhyd ro lase , iso fo rm II^39 -77^E:2.5e -0 6

0 2,221 0 4,248 0 4,126 0 4,111 0 ,78 8 0 ,10 4 CLH2_ARATH Chlo ro p hyllase -2, chlo ro p lastic (AtCLH2) (EC 3.1.1.14) (Chlo ro p hyll-chlo ro p hyll id o  hyd ro lase  2) (Chlase  2) CLH2 At5g 438 6 0  MQD19 .22
Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Po rp hyrin-co ntaining  co mp o und  me tab o lism; chlo ro p hyll d e g rad atio n.

Chlo ro p hyll catab o lism; Chlo ro p last; Co mp le te  p ro te o me ; Hyd ro lase ; Me mb rane ; Plastid ;

Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 23_TR26 6 27_c0 _g 2_i1_le n=16 13 TPSGD_VITVI
Q:149 6 -

147,H:19 -46 0
53.33%ID E:9 e -16 4 (-)-g e rmacre ne  D synthase

PF0 139 7.18 ^Te rp e ne _synth^Te rp e ne  synthase , N-te rminal d o main^19 -19 9 ^E:1.8 e -

51`PF0 39 36 .13^Te rp e ne _synth_C^Te rp e ne  synthase  family, me tal b ind ing  d o main^230 -

456 ^E:1e -8 3

0 1,415 0 1,8 33 0 1,743 0 1,526 0 ,50 5 0 ,526 TPSGD_VITVI (-)-g e rmacre ne  D synthase  (EC 4.2.3.22) (EC 4.2.3.75)

VIT_19 s0 0 14g 0 49 30  VIT_0 0 0 1456 9 0 0 1

VITISV_0 13313 VITISV_0 30 78 3

Vv19 s0 0 14g 0 49 30

Vitis vinife ra (Grap e ) PATHWAY: Se co nd ary me tab o lite  b io synthe sis; te rp e no id  b io synthe sis. Co mp le te  p ro te o me ; Cyto p lasm; Lyase ; Mag ne sium; Me tal-b ind ing ; Re fe re nce  p ro te o me

SRR3420 23_TR28 6 8 0 _c0 _g 1_i1_le n=1756 C71DC_CATRO
Q:16 14-139 ,H:1-

49 3
6 7.6 1%ID E:0 Tab e rso nine  16 -hyd ro xylase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^35-48 2^E:1.7e -10 0 0 1,0 0 5 0 2,356 0 2,329 0 2,247 0 ,0 0 8 0 ,742 C71DC_CATRO Tab e rso nine  16 -hyd ro xylase  (EC 1.14.13.73) (Cyto chro me  P450  71D12) (Frag me nt) CYP71D12

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; vind o line  b io synthe sis; vind o line  fro m tab e rso nine : ste p  1/6 .

End o p lasmic re ticulum; He me ; Iro n; Me tal-b ind ing ; Mo no o xyg e nase ; NADP;

Oxid o re d uctase

SRR3420 23_TR30 0 9 9 _c0 _g 1_i2_le n=139 8 CXE1_ACTER
Q:18 4-

1128 ,H:21-333
45.6 %ID E:3e -9 7 Carb o xyle ste rase  1

PF10 340 .6 ^DUF2424^Pro te in o f unkno wn functio n (DUF2424)^6 7-18 4^E:2.3e -

0 5`PF0 78 59 .10 ^Ab hyd ro lase _3^alp ha/b e ta hyd ro lase  fo ld ^8 2-30 1^E:1.6 e -45
0 2,58 3 0 3,9 6 7 0 3,49 7 0 3,46 6 0 ,6 43 0 ,49 4 CXE1_ACTER Carb o xyle ste rase  1 (Ae CXE1) (EC 3.1.1.1) CXE1

Actinid ia e riantha (Ve lve t vine )

(Actinid ia fulvico ma var. lanata)
3D-structure ; Hyd ro lase ; Se rine  e ste rase

SRR3420 23_TR30 6 17_c3_g 3_i4_le n=6 72 C72A1_CATRO
Q:31-39 9 ,H:40 2-

524
9 5.9 3%ID E:2e -78 Se co lo g anin synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^2-77^E:1.4e -22 0 1,353 0 2,779 0 2,7 0 2,21 0 ,542 0 ,17 C72A1_CATRO Se co lo g anin synthase  (SLS) (EC 1.3.3.9 ) (CYPLXXII) (Cyto chro me  P450  72A1) CYP72A1 CYP72 P450 CR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; se co lo g anin b io synthe sis.

Alkalo id  me tab o lism; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP;

Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix; Vacuo le

SRR3420 23_TR31426 _c4_g 1_i1_le n=20 8 0 TT12_ARATH
Q:20 0 6 -

438 ,H:1-50 4
46 .29 %ID E:1e -139 . PF0 1554.15^MatE^MatE^10 4-26 4^E:1.5e -34`PF0 1554.15^MatE^MatE^326 -48 6 ^E:5.2e -30 0 0 ,9 6 4 0 2,758 0 1,50 6 0 1,131 1 0 DTX41_ARATH

Pro te in DETOXIFICATION 41 (AtDTX41) (Multid rug  and  to xic co mp o und  e xtrusio n p ro te in 41) (MATE

p ro te in 41) (Pro te in TANNIN-DEFICIENT SEED 3) (Pro te in TRANSPARENT TESTA 12)
DTX41 TDS3 TT12 At3g 59 0 30  F17J16 _8 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Se co nd ary me tab o lite  b io synthe sis; flavo no id  b io synthe sis.

Antip o rt; Co mp le te  p ro te o me ; Flavo no id  b io synthe sis; Me mb rane ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt; Vacuo le

SRR6 46 59 6 _TR179 1_c0 _g 1_i1_le n=79 1 NA NA NA NA NA . 0 1,70 6 0 3,0 6 5 0 3,158 0 2,28 4 0 ,517 0 ,8 8 5 . . . . . .

SRR6 46 59 6 _TR19 32_c0 _g 1_i5_le n=38 32 MATE3_ARATH
Q:336 3-

19 54,H:6 0 -557
6 0 .0 4%ID E:5e -174 .

PF0 1554.15^MatE^MatE^122-28 9 ^E:6 .2e -11`PF146 6 7.3^Po lysacc_synt_C^Po lysaccharid e

b io synthe sis C-te rminal d o main^247-338 ^E:8 .8 e -0 7`PF0 1554.15^MatE^MatE^36 1-49 1^E:7.6 e -12
0 5,49 6 0 7,6 27 0 3,574 0 3,8 31 1 0 ,8 6 5 DTX45_ARATH

Pro te in DETOXIFICATION 45, chlo ro p lastic (AtDTX45) (Multid rug  and  to xic co mp o und  e xtrusio n p ro te in 45)

(MATE p ro te in 45)
DTX45 At4g 38 38 0  F22I13.150

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Plastid ; Re fe re nce  p ro te o me ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 46 59 6 _TR8 324_c0 _g 1_i1_le n=10 0 6 NA NA NA NA NA PF1436 4.3^DUF440 8 ^Do main o f unkno wn functio n (DUF440 8 )^9 1-115^E:4.6 e -0 8 0 1,9 19 0 3,1 0 1,6 9 1 0 1,6 9 3 0 ,38 1 1,78 7 . . . . . .

SRR6 46 59 6 _TR12573_c1_g 2_i3_le n=1235 STSY_CATRO
Q:459 -

9 0 5,H:18 2-332
41.8 3%ID E:1e -30 Stricto sid ine  synthase . 0 3,744 0 5,0 9 7 0 4,26 8 0 3,737 0 ,0 25 3,48 3 STSY_CATRO Stricto sid ine  synthase  (EC 4.3.3.2) STR1 SSS

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Alkalo id  b io synthe sis; 3alp ha(S)-stricto sid ine  b io synthe sis; 3alp ha(S)-stricto sid ine

fro m se co lo g anin and  tryp tamine : ste p  1/1.
Alkalo id  me tab o lism; Dire ct p ro te in se q ue ncing ; G lyco p ro te in; Lyase ; Sig nal; Vacuo le

SRR6 46 59 6 _TR12743_c2_g 4_i10 _le n=9 8 6 ARGE_ARATH
Q:6 31-

353,H:346 -438
55.9 1%ID E:5e -29 Ace tylo rnithine  d e ace tylase PF0 1546 .25^Pe p tid ase _M20 ^Pe p tid ase  family M20 /M25/M40 ^5-9 6 ^E:5.4e -0 8 0 1,9 53 0 2,145 0 5,8 15 0 5,8 9 2 0 ,319 1,0 74 ARGE_ARATH Ace tylo rnithine  d e ace tylase  (EC 3.5.1.16 ) (N-ace tylo rnithinase ) (AO) (Ace tylo rnithinase ) (NAO) At4g 178 30  d l49 45w T6 K21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-arg inine  b io synthe sis; L-o rnithine  fro m N(2)-ace tyl-L-

o rnithine  (l ine ar): ste p  1/1.

Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Arg inine  b io synthe sis; Co b alt; Co mp le te

p ro te o me ; Hyd ro lase ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Zinc

SRR6 46 59 6 _TR12743_c2_g 4_i13_le n=8 77 ARGE_ARATH
Q:743-

330 ,H:30 1-438
57.25%ID E:5e -50 Ace tylo rnithine  d e ace tylase . 0 1,8 14 0 2,79 5 0 5,0 6 1 0 5,6 47 0 ,39 2 -0 ,331 ARGE_ARATH Ace tylo rnithine  d e ace tylase  (EC 3.5.1.16 ) (N-ace tylo rnithinase ) (AO) (Ace tylo rnithinase ) (NAO) At4g 178 30  d l49 45w T6 K21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-arg inine  b io synthe sis; L-o rnithine  fro m N(2)-ace tyl-L-

o rnithine  (l ine ar): ste p  1/1.

Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Arg inine  b io synthe sis; Co b alt; Co mp le te

p ro te o me ; Hyd ro lase ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Zinc

SRR6 46 59 6 _TR129 50 _c0 _g 1_i3_le n=1711 OPR3_SOLLC
Q:425-1573,H:9 -

39 0
79 .37%ID E:0 12-o xo p hyto d ie no ate  re d uctase  3

PF0 0 724.17^Oxid o re d _FMN^NADH:flavin o xid o re d uctase  / NADH o xid ase  family^10 -359 ^E:4.7e -

8 7
0 3,30 2 0 2,9 55 0 7,537 0 8 ,356 0 ,6 29 1,127 OPR3_SOLLC

12-o xo p hyto d ie no ate  re d uctase  3 (EC 1.3.1.42) (12-o xo p hyto d ie no ate -10 ,11-re d uctase  3) (OPDA-re d uctase

3) (Le OPR3)
OPR3

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)
PATHWAY: Lip id  me tab o lism; o xylip in b io synthe sis.

3D-structure ; Co mp le te  p ro te o me ; FMN; Fatty acid  b io synthe sis; Fatty acid  me tab o lism;

Flavo p ro te in; Lip id  b io synthe sis; Lip id  me tab o lism; NADP; Oxid o re d uctase ; Oxylip in

b io synthe sis; Pe ro xiso me ; Re fe re nce  p ro te o me

SRR6 46 59 6 _TR18 6 6 4_c0 _g 1_i1_le n=2473 CBP1_ORYSJ
Q:19 43-

48 6 ,H:14-510
6 6 .4%ID E:0 Se rine  carb o xyp e p tid ase  1 PF0 0 450 .19 ^Pe p tid ase _S10 ^Se rine  carb o xyp e p tid ase ^36 -49 3^E:5e -143 0 1,9 0 4 0 2,736 0 2,223 0 2,30 2 1 0 ,429 CBP1_ORYSJ

Se rine  carb o xyp e p tid ase  1 (EC 3.4.16 .5) (Carb o xyp e p tid ase  C) (Se rine  carb o xyp e p tid ase  I) [Cle ave d  into :

Se rine  carb o xyp e p tid ase  1 chain A (Se rine  carb o xyp e p tid ase  I chain A); Se rine  carb o xyp e p tid ase  1 chain

B (Se rine  carb o xyp e p tid ase  I chain B)]

CBP1 Os12g 0 2570 0 0  LOC_Os12g 15470 Oryza sativa sub sp . jap o nica (Rice )
Carb o xyp e p tid ase ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ;

Pro te ase ; Re fe re nce  p ro te o me ; Sig nal; Zymo g e n

SRR6 46 59 6 _TR18 779 _c1_g 1_i1_le n=8 52 PNAE_RAUSE
Q:8 5-56 4,H:9 -

171
48 .47%ID E:2e -40 Po lyne urid ine -ald e hyd e  e ste rase

PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^6 -111^E:7.5e -

0 8 `PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase  fo ld ^9 -158 ^E:3.4e -

13`PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^10 -120 ^E:5.5e -10

0 4,549 0 6 ,574 0 4,48 2 0 4,8 6 6 0 ,132 3,0 0 3 PNAE_RAUSE Po lyne urid ine -ald e hyd e  e ste rase  (EC 3.1.1.78 ) (Po lyne urid ine  ald e hyd e  e ste rase ) PNAE
Rauvo lfia se rp e ntina (Se rp e ntine

wo o d ) (Op hio xylo n se rp e ntinum)
PATHWAY: Alkalo id  b io synthe sis; ajmaline  b io synthe sis. 3D-structure ; Alkalo id  me tab o lism; Dire ct p ro te in se q ue ncing ; Hyd ro lase ; Se rine  e ste rase

SRR6 46 59 6 _TR18 779 _c1_g 1_i3_le n=10 79 SABP2_TOBAC
Q:9 1-8 52,H:5-

26 0
44.19 %ID E:7e -57 Salicylic acid -b ind ing  p ro te in 2

PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^6 -111^E:1.9 e -

0 7`PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase  fo ld ^9 -245^E:1.3e -

13`PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^10 -246 ^E:1.1e -12

0 4,454 0 4,446 0 4,6 0 7 0 4,9 39 0 ,0 0 3 1,9 73 SABP2_TOBAC Salicylic acid -b ind ing  p ro te in 2 (NtSABP2) (EC 3.1.1.-) (Me thyl salicylate  e ste rase ) SABP2
Nico tiana tab acum (Co mmo n

to b acco )
3D-structure ; Hyd ro lase ; Immunity; Innate  immunity; Plant d e fe nse

SRR6 46 59 6 _TR2140 2_c1_g 1_i2_le n=39 11 Y3475_ARATH
Q:8 26 -

3738 ,H:21-10 0 7
42.71%ID E:0

Pro b ab le  LRR re ce p to r-l ike  se rine /thre o nine -

p ro te in kinase  At3g 47570

PF0 8 26 3.9 ^LRRNT_2^Le ucine  rich re p e at N-te rminal d o main^38 -76 ^E:5.1e -

0 9 `PF138 55.3^LRR_8 ^Le ucine  rich re p e at^40 0 -459 ^E:3.6 e -0 8 `PF0 0 56 0 .30 ^LRR_1^Le ucine

Rich Re p e at^40 0 -422^E:0 .6 8 `PF138 55.3^LRR_8 ^Le ucine  rich re p e at^423-48 3^E:3e -

0 7`PF138 55.3^LRR_8 ^Le ucine  rich re p e at^521-579 ^E:4.8 e -0 9 `PF13516 .3^LRR_6 ^Le ucine  Rich

re p e at^56 8 -58 2^E:2`PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^6 9 4-9 0 9 ^E:5e -

36 `PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^6 9 4-9 11^E:1.8 e -

34`PF0 8 26 3.9 ^LRRNT_2^Le ucine  rich re p e at N-te rminal d o main^772-779 ^E:29 0 0

0 2,26 6 0 5,234 0 4,43 0 4,736 1 1,138 Y3475_ARATH Pro b ab le  LRR re ce p to r-l ike  se rine /thre o nine -p ro te in kinase  At3g 47570  (EC 2.7.11.1) At3g 47570  F1P2.120
Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; G lyco p ro te in; Kinase ; Le ucine -rich

re p e at; Me mb rane ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re ce p to r; Re fe re nce  p ro te o me ;

Re p e at; Se rine /thre o nine -p ro te in kinase ; Sig nal; Transfe rase ; Transme mb rane ;

Transme mb rane  he lix

SRR6 46 59 6 _TR31742_c0 _g 1_i7_le n=2326 DCE_SOLLC
Q:220 7-

1212,H:1-336
8 4.52%ID E:0 Glutamate  d e carb o xylase

PF0 0 28 2.16 ^Pyrid o xal_d e C^Pyrid o xal-d e p e nd e nt d e carb o xylase  co nse rve d  d o main^37-

331^E:4.9 e -8 8
0 3,434 0 2,215 0 2,377 0 2,0 55 0 ,40 7 0 ,79 7 DCE_SOLLC Glutamate  d e carb o xylase  (GAD) (EC 4.1.1.15) (ERT D1)

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Calmo d ulin-b ind ing ; Co mp le te  p ro te o me ; De carb o xylase ; Lyase ; Pyrid o xal p ho sp hate ;

Re fe re nce  p ro te o me

SRR6 46 59 6 _TR31742_c0 _g 1_i8 _le n=28 32 DCE_SOLLC
Q:20 44-

6 50 ,H:28 -50 2
79 .37%ID E:0 Glutamate  d e carb o xylase

PF0 0 28 2.16 ^Pyrid o xal_d e C^Pyrid o xal-d e p e nd e nt d e carb o xylase  co nse rve d  d o main^14-

358 ^E:2.2e -10 4
0 3,28 4 0 4,40 8 0 2,446 0 2,379 0 ,20 4 0 ,56 6 DCE_SOLLC Glutamate  d e carb o xylase  (GAD) (EC 4.1.1.15) (ERT D1)

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Calmo d ulin-b ind ing ; Co mp le te  p ro te o me ; De carb o xylase ; Lyase ; Pyrid o xal p ho sp hate ;

Re fe re nce  p ro te o me

SRR6 46 59 6 _TR31742_c0 _g 1_i10 _le n=2345 DCE_SOLLC
Q:16 33-

6 50 ,H:16 5-50 2
76 .9 2%ID E:0 Glutamate  d e carb o xylase

PF0 0 28 2.16 ^Pyrid o xal_d e C^Pyrid o xal-d e p e nd e nt d e carb o xylase  co nse rve d  d o main^10 -

228 ^E:3.7e -6 6
0 3,335 0 2,43 0 2,58 9 0 2,39 6 0 ,0 6 7 0 ,6 25 DCE_SOLLC Glutamate  d e carb o xylase  (GAD) (EC 4.1.1.15) (ERT D1)

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Calmo d ulin-b ind ing ; Co mp le te  p ro te o me ; De carb o xylase ; Lyase ; Pyrid o xal p ho sp hate ;

Re fe re nce  p ro te o me

SRR6 46 59 6 _TR338 9 6 _c0 _g 4_i1_le n=26 24 DXS2_ORYSJ
Q:2171-

213,H:59 -712
78 .44%ID E:0

Pro b ab le  1-d e o xy-D-xylulo se -5-p ho sp hate

synthase  2, chlo ro p lastic

PF1329 2.3^DXP_synthase _N^1-d e o xy-D-xylulo se -5-p ho sp hate  synthase ^16 4-448 ^E:8 .6 e -

10 9 `PF0 0 6 76 .17^E1_d h^De hyd ro g e nase  E1 co mp o ne nt^276 -335^E:9 .1e -

0 6 `PF0 2779 .21^Transke t_p yr^Transke to lase , p yrimid ine  b ind ing  d o main^48 6 -6 46 ^E:2.3e -

41`PF0 278 0 .17^Transke to lase _C^Transke to lase , C-te rminal d o main^6 6 4-78 7^E:1.7e -34

0 1,6 0 5 0 4,372 0 3,228 0 4,0 0 1 1 0 ,0 27 DXS2_ORYSJ
Pro b ab le  1-d e o xy-D-xylulo se -5-p ho sp hate  synthase  2, chlo ro p lastic (1-d e o xyxylulo se -5-p ho sp hate

synthase ) (DXP synthase ) (DXPS) (EC 2.2.1.7)

Os0 7g 0 19 0 0 0 0  LOC_Os0 7g 0 9 19 0

OsJ_2339 4 OSJNBb 0 0 0 2L0 9 .31

OSJNBb 0 0 0 3E0 8 .7

Oryza sativa sub sp . jap o nica (Rice )
PATHWAY: Me tab o lic inte rme d iate  b io synthe sis; 1-d e o xy-D-xylulo se  5-p ho sp hate  b io synthe sis;

1-d e o xy-D-xylulo se  5-p ho sp hate  fro m D-g lyce rald e hyd e  3-p ho sp hate  and  p yruvate : ste p  1/1.

Chlo ro p last; Co mp le te  p ro te o me ; Iso p re ne  b io synthe sis; Mag ne sium; Me tal-b ind ing ;

Plastid ; Re fe re nce  p ro te o me ; Thiamine  b io synthe sis; Thiamine  p yro p ho sp hate ;

Transfe rase ; Transit p e p tid e

SRR6 46 6 0 4_TR119 4_c0 _g 4_i4_le n=18 53 ARGE_ARATH
Q:235-1545,H:1-

438
6 8 .48 %ID E:0 Ace tylo rnithine  d e ace tylase

PF0 1546 .25^Pe p tid ase _M20 ^Pe p tid ase  family M20 /M25/M40 ^9 5-434^E:5.5e -

29 `PF0 76 8 7.11^M20 _d ime r^Pe p tid ase  d ime risatio n d o main^20 3-317^E:3.3e -12
0 2,9 0 4 0 4,421 0 5,227 0 4,0 46 0 ,0 8 2 0 ,8 79 ARGE_ARATH Ace tylo rnithine  d e ace tylase  (EC 3.5.1.16 ) (N-ace tylo rnithinase ) (AO) (Ace tylo rnithinase ) (NAO) At4g 178 30  d l49 45w T6 K21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-arg inine  b io synthe sis; L-o rnithine  fro m N(2)-ace tyl-L-

o rnithine  (l ine ar): ste p  1/1.

Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Arg inine  b io synthe sis; Co b alt; Co mp le te

p ro te o me ; Hyd ro lase ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Zinc

SRR6 46 6 0 4_TR119 4_c0 _g 4_i14_le n=126 8 ARGE_ARATH
Q:26 8 -

126 6 ,H:1-336
73%ID E:4e -179 Ace tylo rnithine  d e ace tylase

PF0 1546 .25^Pe p tid ase _M20 ^Pe p tid ase  family M20 /M25/M40 ^9 5-258 ^E:6 .5e -

20 `PF0 76 8 7.11^M20 _d ime r^Pe p tid ase  d ime risatio n d o main^20 3-317^E:1.9 e -12
0 1,8 2 0 3,40 6 0 4,26 6 0 5,0 23 0 ,0 0 2 2,52 ARGE_ARATH Ace tylo rnithine  d e ace tylase  (EC 3.5.1.16 ) (N-ace tylo rnithinase ) (AO) (Ace tylo rnithinase ) (NAO) At4g 178 30  d l49 45w T6 K21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-arg inine  b io synthe sis; L-o rnithine  fro m N(2)-ace tyl-L-

o rnithine  (l ine ar): ste p  1/1.

Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Arg inine  b io synthe sis; Co b alt; Co mp le te

p ro te o me ; Hyd ro lase ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Zinc

SRR6 46 6 0 4_TR28 78 _c0 _g 1_i2_le n=10 76 NA NA NA NA NA . 0 3,25 0 4,8 39 0 4,16 9 0 4,538 1 1,8 59 . . . . . .

SRR6 46 6 0 4_TR8 0 57_c0 _g 1_i6 _le n=50 6 6 LOX21_SOLTU
Q:115-28 26 ,H:1-

8 9 4
6 6 .78 %ID E:0 Lino le ate  13S-lip o xyg e nase  2-1, chlo ro p lastic

PF0 1477.20 ^PLAT^PLAT/LH2 d o main^144-212^E:6 .2e -

0 7`PF0 0 30 5.16 ^Lip o xyg e nase ^Lip o xyg e nase ^225-8 9 2^E:0
0 2,447 0 5,449 0 6 ,736 0 7,329 1 0 ,136 LOX21_SOLTU Lino le ate  13S-lip o xyg e nase  2-1, chlo ro p lastic (EC 1.13.11.12) (Lip o xyg e nase  2-1) LOX2.1 LOX-H1 So lanum tub e ro sum (Po tato )

PATHWAY: Lip id  me tab o lism; o xylip in b io synthe sis. {ECO:0 0 0 0 255|PROSITE-

Pro Rule :PRU0 0 726 }.

Chlo ro p last; Co mp le te  p ro te o me ; Dio xyg e nase ; Fatty acid  b io synthe sis; Fatty acid

me tab o lism; Iro n; Lip id  b io synthe sis; Lip id  me tab o lism; Me tal-b ind ing ; Oxid o re d uctase ;

Oxylip in b io synthe sis; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

SRR6 46 6 0 4_TR9 752_c0 _g 1_i1_le n=8 6 4 NA NA NA NA NA . 0 ,0 0 1 6 ,56 3 0 6 ,6 77 0 3,0 25 0 3,12 1 2,348 . . . . . .

SRR6 46 6 0 4_TR220 73_c0 _g 2_i6 _le n=3429 DRL29 _ARATH
Q:26 4-2741,H:1-

8 16
52.9 6 %ID E:0 Pro b ab le  d ise ase  re sistance  p ro te in At4g 3330 0

PF0 56 59 .8 ^RPW8 ^Arab id o p sis b ro ad -sp e ctrum mild e w re sistance  p ro te in RPW8 ^9 -135^E:2.4e -

13`PF0 0 9 31.19 ^NB-ARC^NB-ARC d o main^19 2-454^E:1.7e -38
0 ,0 0 1 2,39 5 0 3,727 0 4,9 16 0 5,249 0 ,517 0 ,8 27 DRL29 _ARATH Pro b ab le  d ise ase  re sistance  p ro te in At4g 3330 0 At4g 3330 0  F17M5.6 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co ile d  co il; Co mp le te  p ro te o me ; Le ucine -rich re p e at; Nucle o tid e -b ind ing ;

Plant d e fe nse ; Re fe re nce  p ro te o me ; Re p e at

SRR6 46 6 0 4_TR29 352_c0 _g 1_i4_le n=150 2 ACCO_ACTDE
Q:1329 -38 2,H:3-

319
8 4.54%ID E:0 1-amino cyclo p ro p ane -1-carb o xylate  o xid ase

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^6 0 -150 ^E:5.3e -

12`PF0 3171.17^2OG-Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^214-30 8 ^E:2.5e -28
0 ,0 0 1 0 ,749 0 3,171 0 2,48 6 0 2,10 9 0 ,0 39 0 ,49 2 ACCO_ACTDE

1-amino cyclo p ro p ane -1-carb o xylate  o xid ase  (ACC o xid ase ) (EC 1.14.17.4) (Ethyle ne -fo rming  e nzyme )

(EFE)
ACO Actinid ia d e lic io sa (Kiwi)

PATHWAY: Alke ne  b io synthe sis; e thyle ne  b io synthe sis via S-ad e no syl-L-me thio nine ; e thyle ne

fro m S-ad e no syl-L-me thio nine : ste p  2/2.
Ethyle ne  b io synthe sis; Fruit rip e ning ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Vitamin C

SRR6 46 6 0 4_TR32431_c0 _g 1_i1_le n=1417 M2K9 _ARATH
Q:1328 -36 0 ,H:1-

30 8
6 2.6 5%ID E:1e -121 Mito g e n-activate d  p ro te in kinase  kinase  9

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^57-321^E:8 .3e -6 6 `PF0 7714.14^Pkinase _Tyr^Pro te in

tyro sine  kinase ^57-316 ^E:8 .5e -39
0 ,0 0 1 1,271 0 ,0 0 1 1,441 0 3,0 55 0 3,0 9 3 0 ,0 46 -0 ,8 9 2 M2K9 _ARATH Mito g e n-activate d  p ro te in kinase  kinase  9  (AtMKK9 ) (MAP kinase  kinase  9 ) (EC 2.7.12.2) MKK9  MAP2K9  At1g 7350 0  T9 L24.32

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Cyto p lasm; Ethyle ne  b io synthe sis; Kinase ; Nucle o tid e -

b ind ing ; Nucle us; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Se rine /thre o nine -p ro te in kinase ;

Stre ss re sp o nse ; Transfe rase

SRR6 46 6 0 4_TR3470 0 _c1_g 2_i5_le n=20 39 C72A1_CATRO
Q:9 37-

1776 ,H:245-524
9 5.71%ID E:0 Se co lo g anin synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^9 3-235^E:2.5e -16 0 1,19 2 0 3,316 0 1,9 9 6 0 1,6 48 0 ,0 0 2 1,0 77 C72A1_CATRO Se co lo g anin synthase  (SLS) (EC 1.3.3.9 ) (CYPLXXII) (Cyto chro me  P450  72A1) CYP72A1 CYP72 P450 CR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; se co lo g anin b io synthe sis.

Alkalo id  me tab o lism; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP;

Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix; Vacuo le

SRR6 48 70 5_TR279 8 0 _c0 _g 1_i1_le n=420 5 CBP1_ORYSJ
Q:49 7-

19 54,H:14-510
6 6 .6 %ID E:0 Se rine  carb o xyp e p tid ase  1 PF0 0 450 .19 ^Pe p tid ase _S10 ^Se rine  carb o xyp e p tid ase ^36 -49 3^E:4.5e -143 0 1,8 48 0 2,145 0 2,426 0 2,344 0 ,29 6 0 ,319 CBP1_ORYSJ

Se rine  carb o xyp e p tid ase  1 (EC 3.4.16 .5) (Carb o xyp e p tid ase  C) (Se rine  carb o xyp e p tid ase  I) [Cle ave d  into :

Se rine  carb o xyp e p tid ase  1 chain A (Se rine  carb o xyp e p tid ase  I chain A); Se rine  carb o xyp e p tid ase  1 chain

B (Se rine  carb o xyp e p tid ase  I chain B)]

CBP1 Os12g 0 2570 0 0  LOC_Os12g 15470 Oryza sativa sub sp . jap o nica (Rice )
Carb o xyp e p tid ase ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ;

Pro te ase ; Re fe re nce  p ro te o me ; Sig nal; Zymo g e n

SRR6 48 70 5_TR419 35_c0 _g 1_i2_le n=219 7 LPAAT_ARATH
Q:170 0 -

6 0 0 ,H:48 -415
79 .6 2%ID E:0 1-acylg lyce ro l-3-p ho sp hate  O-acyltransfe rase

PF12740 .4^Chlo ro p hyllase 2^Chlo ro p hyllase  e nzyme ^112-222^E:4.4e -

0 7`PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase  fo ld ^116 -230 ^E:2.3e -

19 `PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^116 -224^E:2.8 e -

18 `PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^118 -38 4^E:1.1e -

16 `PF0 30 9 6 .11^Nd r^Nd r family^18 4-223^E:2e -0 5

0 1,339 0 3,36 2 0 1,9 17 0 2,30 4 1 -0 ,0 75 LPAAT_ARATH 1-acylg lyce ro l-3-p ho sp hate  O-acyltransfe rase  (EC 2.3.1.51) (Lip id  d ro p le t-b ind ing  p ro te in CGI-58  ho mo lo g ) At4g 2416 0  T19 F6 .4
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Acyltransfe rase ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Lip id  b io synthe sis;

Lip id  me tab o lism; Pho sp ho lip id  b io synthe sis; Pho sp ho lip id  me tab o lism; Re fe re nce

p ro te o me ; Transfe rase

SRR6 48 70 7_TR26 9 0 _c0 _g 1_i3_le n=278 8 MYRS_QUEIL
Q:19 0 1-

259 0 ,H:36 8 -59 4
6 1.74%ID E:7e -113 Myrce ne  synthase , chlo ro p lastic PF0 139 7.18 ^Te rp e ne _synth^Te rp e ne  synthase , N-te rminal d o main^6 7-243^E:1.2e -44 0 4,8 59 0 6 ,50 2 0 8 ,0 0 7 0 7,9 8 6 1 0 ,6 55 MYRS_QUEIL Myrce ne  synthase , chlo ro p lastic (EC 4.2.3.15) Que rcus ile x (Ho lly o ak) Chlo ro p last; Lyase ; Mag ne sium; Mang ane se ; Me tal-b ind ing ; Plastid ; Transit p e p tid e

SRR6 48 70 7_TR9 30 8 _c0 _g 1_i1_le n=118 1 MYB4_ORYSJ
Q:10 16 -

6 6 9 ,H:1-116
8 7.9 3%ID E:5e -6 9 Myb -re late d  p ro te in Myb 4

PF0 0 249 .28 ^Myb _DNA-b ind ing ^Myb -like  DNA-b ind ing  d o main^14-6 1^E:5.9 e -

16 `PF139 21.3^Myb _DNA-b ind _6 ^Myb -like  DNA-b ind ing  d o main^17-76 ^E:9 .2e -

13`PF0 0 249 .28 ^Myb _DNA-b ind ing ^Myb -like  DNA-b ind ing  d o main^6 7-112^E:2.4e -

15`PF139 21.3^Myb _DNA-b ind _6 ^Myb -like  DNA-b ind ing  d o main^70 -118 ^E:2.7e -0 6

0 1,776 0 2,59 4 0 3,0 4 0 2,50 9 0 ,0 24 1,327 MYB4_ORYSJ Myb -re late d  p ro te in Myb 4 (OsMyb 4) (Transcrip tio n facto r RLTR1)
MYB4 LTR1 Os0 4g 0 51710 0

LOC_Os0 4g 436 8 0  OSJNBa0 0 73E0 2.6
Oryza sativa sub sp . jap o nica (Rice )

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Re p e at; Stre ss

re sp o nse ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR6 48 70 7_TR139 26 _c0 _g 1_i3_le n=40 9 6 FAO2_LOTJA
Q:336 -

2456 ,H:31-748
6 0 .5%ID E:0 Lo ng -chain-alco ho l o xid ase  FAO2

PF0 0 732.16 ^GMC_o xre d _N^GMC o xid o re d uctase ^246 -50 8 ^E:4.1e -

6 9 `PF0 519 9 .10 ^GMC_o xre d _C^GMC o xid o re d uctase ^59 7-730 ^E:1.8 e -19
0 4,249 0 2,0 0 8 0 2,8 0 2 0 2,9 11 0 ,19 5 -0 ,56 7 FAO2_LOTJA Lo ng -chain-alco ho l o xid ase  FAO2 (EC 1.1.3.20 ) (Lo ng -chain fatty alco ho l o xid ase  2) FAO2

Lo tus jap o nicus (Lo tus co rniculatus

var. jap o nicus)
FAD; Flavo p ro te in; Me mb rane ; Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 7_TR19 558 _c0 _g 2_i4_le n=20 22 C72A1_CATRO
Q:18 8 8 -317,H:1-

524
9 9 .43%ID E:0 Se co lo g anin synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^9 3-49 7^E:2e -8 7 0 1,248 0 3,9 31 0 2,416 0 1,9 45 0 ,0 38 0 ,6 12 C72A1_CATRO Se co lo g anin synthase  (SLS) (EC 1.3.3.9 ) (CYPLXXII) (Cyto chro me  P450  72A1) CYP72A1 CYP72 P450 CR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; se co lo g anin b io synthe sis.

Alkalo id  me tab o lism; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP;

Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix; Vacuo le

SRR6 48 70 7_TR19 558 _c0 _g 2_i12_le n=1119 C72A1_CATRO
Q:79 7-

315,H:373-524
9 1.3%ID E:5e -9 5 Se co lo g anin synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^1-114^E:1.3e -37 0 1,6 9 3 0 2,535 0 2,8 28 0 2,328 1 0 ,0 6 C72A1_CATRO Se co lo g anin synthase  (SLS) (EC 1.3.3.9 ) (CYPLXXII) (Cyto chro me  P450  72A1) CYP72A1 CYP72 P450 CR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; se co lo g anin b io synthe sis.

Alkalo id  me tab o lism; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP;

Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix; Vacuo le

SRR6 48 70 7_TR23313_c0 _g 1_i2_le n=138 6 CHIX_PEA
Q:120 6 -253,H:3-

317
6 7.3%ID E:5e -146 End o chitinase

PF0 0 18 7.16 ^Chitin_b ind _1^Chitin re co g nitio n p ro te in^21-58 ^E:6 .1e -

15`PF0 0 18 2.16 ^Glyco _hyd ro _19 ^Chitinase  class I^8 1-312^E:4.5e -121
0 ,0 0 1 1,40 6 0 2,6 8 5 0 2 0 1,59 1 1 0 ,138 CHIX_PEA End o chitinase  (EC 3.2.1.14) Pisum sativum (Gard e n p e a)

Carb o hyd rate  me tab o lism; Chitin d e g rad atio n; Chitin-b ind ing ; Disulfid e  b o nd ;

Glyco sid ase ; Hyd ro lase ; Plant d e fe nse ; Po lysaccharid e  d e g rad atio n; Sig nal

SRR6 48 70 7_TR24142_c0 _g 2_i2_le n=1738 ASB1_ARATH
Q:1229 -

8 1.6 5%ID E:3e -127
Anthranilate  synthase  b e ta sub unit 1, PF0 0 117.25^GATase ^Glutamine  amid o transfe rase  class-I^76 -26 4^E:1.2e -

0 1,29 3 0 3,533 0 3,355 0 2,9 74 0 ,574 -0 ,26 9 ASB1_ARATH

Anthranilate  synthase  b e ta sub unit 1, chlo ro p lastic (EC 4.1.3.27) (Anthranilate  synthase  co mp o ne nt 2-1)

(Anthranilate  synthase , g lutamine  amid o transfe rase  co mp o ne nt 2-1) (Pro te in TRYPTOPHAN ASB1 TRP4 WEI7 At1g 25220  F4F7.39
Arab id o p sis thaliana (Mo use -e ar PATHWAY: Amino -acid  b io synthe sis; L-tryp to p han b io synthe sis; L-tryp to p han fro m cho rismate :

Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis;

Chlo ro p last; Co mp le te  p ro te o me ; G lutamine  amid o transfe rase ; Lyase ; Plastid ; Re fe re nce



SRR6 48 70 7_TR24142_c0 _g 2_i2_le n=1738 ASB1_ARATH
576 ,H:59 -273

8 1.6 5%ID E:3e -127
chlo ro p lastic 47`PF0 7722.10 ^Pe p tid ase _C26 ^Pe p tid ase  C26 ^144-249 ^E:3.4e -10

0 1,29 3 0 3,533 0 3,355 0 2,9 74 0 ,574 -0 ,26 9 ASB1_ARATH (Anthranilate  synthase , g lutamine  amid o transfe rase  co mp o ne nt 2-1) (Pro te in TRYPTOPHAN

BIOSYNTHESIS 4) (Pro te in WEAK ETHYLENE INSENSITIVE 7)

ASB1 TRP4 WEI7 At1g 25220  F4F7.39
cre ss) ste p  1/5.

Chlo ro p last; Co mp le te  p ro te o me ; G lutamine  amid o transfe rase ; Lyase ; Plastid ; Re fe re nce

p ro te o me ; Transit p e p tid e ; Tryp to p han b io synthe sis

SRR6 48 70 7_TR28 9 36 _c0 _g 1_i1_le n=10 53 FACR3_ARATH
Q:8 56 -

230 ,H:28 5-49 3
43.6 %ID E:2e -54 Fatty acyl-Co A re d uctase  3 PF0 30 15.16 ^Ste rile ^Male  ste ril ity p ro te in^121-217^E:6 .3e -13 0 3,0 79 0 6 ,235 0 4,721 0 6 ,157 1 1,78 5 FACR3_ARATH Fatty acyl-Co A re d uctase  3 (EC 1.2.1.n2) (Pro te in ECERIFERUM 4) FAR3 CER4 At4g 3379 0  T16 L1.28 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; End o p lasmic re ticulum; Lip id  b io synthe sis; Lip id  me tab o lism; NADP;

Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR6 48 70 7_TR29 29 5_c0 _g 1_i1_le n=18 42 U9 1A1_ARATH
Q:16 9 1-

30 9 ,H:9 -46 6
56 .77%ID E:0 UDP-g lyco syltransfe rase  9 1A1 PF0 0 20 1.15^UDPGT^UDP-g luco ro no syl and  UDP-g luco syl transfe rase ^275-444^E:2.7e -17 0 2,0 25 0 4,773 0 4,6 9 2 0 5,36 7 0 ,129 3,74 U9 1A1_ARATH UDP-g lyco syltransfe rase  9 1A1 (EC 2.4.1.-) UGT9 1A1 At2g 2259 0  T9 I22.3

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; G lyco syltransfe rase ; Re fe re nce  p ro te o me ; Transfe rase

SRR6 48 70 7_TR29 9 0 7_c0 _g 1_i1_le n=20 33 PTR18 _ARATH
Q:19 55-

237,H:12-59 0
74.18 %ID E:0 Pro te in NRT1/ PTR FAMILY 3.1 PF0 0 8 54.18 ^PTR2^POT family^8 8 -512^E:1.1e -10 1 0 1,9 26 0 4,9 1 0 1,34 0 0 ,9 0 6 1 -0 ,0 41 PTR18 _ARATH Pro te in NRT1/ PTR FAMILY 3.1 (AtNPF3.1) NPF3.1 NITR At1g 6 8 570  F24J5.19

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Nitrate  assimilatio n; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR9 24147_TR519 9 _c0 _g 1_i1_le n=19 78 WRK40 _ARATH
Q:16 10 -

6 0 0 ,H:6 -30 2
47.9 3%ID E:3e -8 4 Pro b ab le  WRKY transcrip tio n facto r 40 PF0 310 6 .12^WRKY^WRKY DNA -b ind ing  d o main^18 1-239 ^E:3.3e -24 0 3,451 0 5,478 0 3,135 0 3,8 8 8 1 -0 ,336 WRK40 _ARATH Pro b ab le  WRKY transcrip tio n facto r 40  (WRKY DNA-b ind ing  p ro te in 40 ) WRKY40  At1g 8 0 8 40  F23A5.19

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n;

Transcrip tio n re g ulatio n

SRR9 24147_TR150 39 _c0 _g 1_i1_le n=36 6 1 MATE3_ARATH
Q:3139 -

1730 ,H:6 0 -557
6 0 .0 4%ID E:1e -174 .

PF0 1554.15^MatE^MatE^122-28 9 ^E:6 .2e -11`PF146 6 7.3^Po lysacc_synt_C^Po lysaccharid e

b io synthe sis C-te rminal d o main^247-338 ^E:8 .8 e -0 7`PF0 1554.15^MatE^MatE^36 1-49 1^E:7.6 e -12
0 1,8 0 9 0 3,8 6 2 0 1,8 21 0 2,35 1 0 DTX45_ARATH

Pro te in DETOXIFICATION 45, chlo ro p lastic (AtDTX45) (Multid rug  and  to xic co mp o und  e xtrusio n p ro te in 45)

(MATE p ro te in 45)
DTX45 At4g 38 38 0  F22I13.150

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Plastid ; Re fe re nce  p ro te o me ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR9 24147_TR30 716 _c0 _g 1_i1_le n=79 8 NA NA NA NA NA . 0 2,33 0 4,244 0 6 ,0 32 0 3,779 0 ,9 0 4 -0 ,113 . . . . . .

SRR9 24147_TR31524_c0 _g 1_i1_le n=18 12 AAT3_ARATH
Q:16 0 -

1470 ,H:13-449
8 2.6 1%ID E:0 Asp artate  amino transfe rase  3, chlo ro p lastic PF0 0 155.18 ^Amino tran_1_2^Amino transfe rase  class I and  II^77-443^E:2.9 e -9 7 0 2,721 0 6 ,19 1 0 5,39 6 0 5,0 12 1 -0 ,36 AAT3_ARATH

Asp artate  amino transfe rase  3, chlo ro p lastic (EC 2.6 .1.1) (Pro te in YELLOW-LEAF-SPECIFIC GENE 4)

(Transaminase  A)
ASP3 YLS4 At5g 11520  F15N18 .110

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Amino transfe rase ; Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Pyrid o xal p ho sp hate ;

Re fe re nce  p ro te o me ; Transfe rase ; Transit p e p tid e

SRR9 24148 _TR30 0 9 4_c0 _g 2_i2_le n=1350 YL126 _YEAST
Q:9 72-39 1,H:1-

20 5
31.43%ID E:3e -21 Putative  g lutamine  amid o transfe rase  YLR126 C

PF0 0 117.25^GATase ^Glutamine  amid o transfe rase  class-I^55-19 2^E:3.7e -

15`PF0 420 4.13^HTS^Ho mo se rine  O-succinyltransfe rase ^57-215^E:6 .2e -

0 5`PF0 7722.10 ^Pe p tid ase _C26 ^Pe p tid ase  C26 ^8 4-18 9 ^E:1.1e -0 5

0 1,39 1 0 2,229 0 2,523 0 2,6 78 0 ,18 4 -0 ,36 2 YL126 _YEAST Putative  g lutamine  amid o transfe rase  YLR126 C (EC 2.4.2.-) YLR126 C L310 5

Saccharo myce s ce re vis iae  (strain

ATCC 20 450 8  / S28 8 c) (Bake r's

ye ast)

Co mp le te  p ro te o me ; Cyto p lasm; G lutamine  amid o transfe rase ; Re fe re nce  p ro te o me ;

Transfe rase

SRR3420 17_TR258 9 2_c2_g 4_i6 _le n=48 8 9 POLX_TOBAC

Q:48 8 8 -

348 2,H:8 58 -

1323

55.6 5%ID E:1e -150
Re tro virus-re late d  Po l p o lyp ro te in fro m

transp o so n TNT 1-9 4

PF14223.3^Re tro tran_g ag _2^g ag -p o lyp e p tid e  o f LTR co p ia-typ e ^59 -18 7^E:7e -

34`PF0 0 0 9 8 .20 ^zf-CCHC^Zinc knuckle ^227-242^E:0 .0 0 0 34`PF139 76 .3^g ag _p re -inte g rs^GAG-

p re -inte g rase  d o main^39 7-46 4^E:1.3e -14`PF0 0 6 6 5.23^rve ^Inte g rase  co re  d o main^48 0 -

59 4^E:2.5e -26

0 4,536 0 -1,50 3 0 1,9 41 0 1,8 6 9 0 3,153 POLX_TOBAC
Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-9 4 [Includ e s: Pro te ase  (EC 3.4.23.-); Re ve rse

transcrip tase  (EC 2.7.7.49 ); End o nucle ase ]

Nico tiana tab acum (Co mmo n

to b acco )

Asp artyl p ro te ase ; End o nucle ase ; Hyd ro lase ; Me tal-b ind ing ; Nucle ase ;

Nucle o tid yltransfe rase ; Pro te ase ; RNA-d ire cte d  DNA p o lyme rase ; Transfe rase ;

Transp o sab le  e le me nt; Zinc; Zinc-fing e r

SRR3420 22_TR30 8 9 _c3_g 3_i9 _le n=120 4 RNLX_SOLLC
Q:8 50 -

248 ,H:30 -230
6 4.8 5%ID E:9 e -9 1 Intrace llular rib o nucle ase  LX PF0 0 445.15^Rib o nucle ase _T2^Rib o nucle ase  T2 family^1-114^E:6 .3e -34 0 0 ,8 7 0 ,276 0 ,30 6 0 1,6 9 2 0 1,175 0 1,479 RNLX_SOLLC Intrace llular rib o nucle ase  LX (RNase  LX) (EC 3.1.27.1) RNALX

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Co mp le te  p ro te o me ; Cyto p lasm; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ;

End o nucle ase ; Hyd ro lase ; Nucle ase ; Re fe re nce  p ro te o me ; Stre ss re sp o nse ; Zymo g e n

SRR122238 _TR12534_c1_g 6 _i3_le n=2122 HSP7C_PETHY
Q:119 -19 72,H:1-

6 18
9 6 .12%ID E:0 He at sho ck co g nate  70  kDa p ro te in

PF0 0 0 12.17^HSP70 ^Hsp 70  p ro te in^9 -6 18 ^E:3.4e -26 7`PF0 6 723.10 ^Mre B_Mb l^Mre B/Mb l

p ro te in^127-38 0 ^E:5.6 e -14
0 ,129 0 ,8 8 6 0 4,6 8 2 0 1,0 21 0 ,0 0 1 0 ,8 38 0 1,6 0 6 HSP7C_PETHY He at sho ck co g nate  70  kDa p ro te in HSP70 Pe tunia hyb rid a (Pe tunia) ATP-b ind ing ; Nucle o tid e -b ind ing ; Stre ss re sp o nse

SRR122238 _TR12756 _c0 _g 1_i1_le n=16 6 0 ACCH1_ARATH
Q:30 7-

1347,H:20 -36 5
48 .29 %ID E:1e -114

1-amino cyclo p ro p ane -1-carb o xylate  o xid ase

ho mo lo g  1

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^110 -20 9 ^E:8 .6 e -

18 `PF0 3171.17^2OG-Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^270 -36 2^E:1.4e -21
0 ,377 0 ,18 7 0 0 ,8 49 0 2,10 5 0 2,748 0 1,0 25 ACCH1_ARATH 1-amino cyclo p ro p ane -1-carb o xylate  o xid ase  ho mo lo g  1 At1g 0 6 6 20  F12K11.24 F12K11.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR3420 17_TR9 6 8 8 _c1_g 2_i3_le n=8 30 NA NA NA NA NA PF0 0 16 8 .27^C2^C2 d o main^56 -16 2^E:3.9 e -0 8 0 ,28 7 0 ,30 2 0 1,777 0 1,8 8 6 0 2,0 4 0 9 ,28 . . . . . .

SRR3420 17_TR30 36 6 _c0 _g 1_i1_le n=6 6 8 NA NA NA NA NA . 0 ,158 1,412 0 2,79 1 0 1,8 6 3 0 1,74 0 2,50 9 . . . . . .

SRR3420 19 _TR16 142_c0 _g 1_i2_le n=8 6 2 NA NA NA NA NA PF0 4570 .11^zf-FLZ^zinc-fing e r o f the  FCS-typ e , C2-C2^113-16 1^E:3.1e -24 0 ,326 0 ,324 0 1,50 6 0 1,48 1 0 1,70 5 0 2,147 . . . . . .

SRR3420 22_TR178 40 _c0 _g 1_i1_le n=270 7 NA NA NA NA NA . 0 ,124 0 ,416 0 1,258 0 1,56 1 0 1,6 44 0 3,714 . . . . . .

SRR6 46 59 6 _TR12743_c2_g 5_i3_le n=1246 ARGE_ARATH
Q:26 8 -1242,H:1-

30 3
6 8 .0 9 %ID E:4e -156 Ace tylo rnithine  d e ace tylase PF0 76 8 7.11^M20 _d ime r^Pe p tid ase  d ime risatio n d o main^6 2-158 ^E:1.8 e -0 8 0 ,0 0 1 1,6 35 0 3,75 0 4,6 9 7 0 5,127 0 1,751 ARGE_ARATH Ace tylo rnithine  d e ace tylase  (EC 3.5.1.16 ) (N-ace tylo rnithinase ) (AO) (Ace tylo rnithinase ) (NAO) At4g 178 30  d l49 45w T6 K21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-arg inine  b io synthe sis; L-o rnithine  fro m N(2)-ace tyl-L-

o rnithine  (l ine ar): ste p  1/1.

Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Arg inine  b io synthe sis; Co b alt; Co mp le te

p ro te o me ; Hyd ro lase ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Zinc

SRR6 46 59 6 _TR30 28 9 _c1_g 1_i1_le n=758 NLTP_HELAN
Q:135-48 5,H:1-

116
52.54%ID E:7e -27 No n-sp e cific  l ip id -transfe r p ro te in

PF1436 8 .3^LTP_2^Pro b ab le  l ip id  transfe r^15-10 5^E:1.4e -

0 5`PF0 0 234.19 ^Tryp _alp ha_amyl^Pro te ase  inhib ito r/se e d  sto rag e /LTP family^30 -113^E:1e -0 7
0 ,0 32 0 ,46 3 0 1,451 0 2,0 6 4 0 1,0 23 0 0 ,9 6 7 NLTP_HELAN No n-sp e cific  l ip id -transfe r p ro te in (LTP) (NsLTP) (SDI-9 )

He lianthus annuus (Co mmo n

sunflo we r)
Disulfid e  b o nd ; Lip id -b ind ing ; Sig nal; Transp o rt

SRR6 48 70 5_TR41316 _c0 _g 1_i3_le n=10 0 5 NA NA NA NA NA
PF0 6 232.8 ^ATS3^Emb ryo -sp e cific  p ro te in 3, (ATS3)^30 -132^E:4.1e -

0 7`PF0 1477.20 ^PLAT^PLAT/LH2 d o main^36 -153^E:2.2e -14
0 ,0 0 8 0 ,6 7 0 3,56 1 0 4,273 0 3,751 0 1,721 . . . . . .

SRR11446 34_TR26 8 77_c0 _g 2_i1_le n=50 5 NA NA NA NA NA PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^6 1-124^E:5.8 e -17 0 1,56 5 0 4,0 74 0 2,211 0 2,10 7 0 2,28 1 . . . . . .

SRR122238 _TR14259 _c0 _g 1_i1_le n=18 37 TAR4_ARATH
Q:1756 -437,H:6 -

449
52.8 %ID E:4e -159 Tryp to p han amino transfe rase -re late d  p ro te in 4

PF0 48 6 3.10 ^EGF_alli inase ^Alli inase  EGF-like  d o main^40 -9 4^E:2.4e -

27`PF0 48 6 4.10 ^Alli inase _C^Allinase ^9 6 -451^E:9 .5e -

143`PF0 0 155.18 ^Amino tran_1_2^Amino transfe rase  class I and  II^137-432^E:1.3e -0 6

0 5,48 6 0 7,0 47 0 7,6 9 5 0 7,19 8 0 1,352 TAR4_ARATH Tryp to p han amino transfe rase -re late d  p ro te in 4 (EC 2.6 .1.-) TAR4 At1g 340 6 0  F12G12.12 F12G12.150
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Amino transfe rase ; Co mp le te  p ro te o me ; Me mb rane ; Pyrid o xal p ho sp hate ; Re fe re nce

p ro te o me ; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR4740 0 _c1_g 1_i7_le n=8 6 5 C72A1_CATRO
Q:10 3-8 46 ,H:1-

248
9 7.9 8 %ID E:2e -178 Se co lo g anin synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^9 3-236 ^E:2e -16 0 1,10 2 0 4,0 2 0 2,38 7 0 2,422 0 2,9 6 7 C72A1_CATRO Se co lo g anin synthase  (SLS) (EC 1.3.3.9 ) (CYPLXXII) (Cyto chro me  P450  72A1) CYP72A1 CYP72 P450 CR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; se co lo g anin b io synthe sis.

Alkalo id  me tab o lism; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP;

Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix; Vacuo le

SRR122238 _TR59 774_c0 _g 1_i2_le n=128 7 STSY_RAUSE
Q:229 -

10 9 5,H:37-324
43.34%ID E:3e -75 Stricto sid ine  synthase

PF0 8 450 .9 ^SGL^SMP-30 /Gluco no laco nase /LRE-like  re g io n^122-313^E:1.6 e -

0 6 `PF0 30 8 8 .13^Str_synth^Stricto sid ine  synthase ^144-231^E:4.6 e -25
0 2,435 0 3,28 4 0 3,742 0 2,723 0 2,50 6 STSY_RAUSE Stricto sid ine  synthase  (EC 4.3.3.2) STR1

Rauvo lfia se rp e ntina (Se rp e ntine

wo o d ) (Op hio xylo n se rp e ntinum)

PATHWAY: Alkalo id  b io synthe sis; 3alp ha(S)-stricto sid ine  b io synthe sis; 3alp ha(S)-stricto sid ine

fro m se co lo g anin and  tryp tamine : ste p  1/1.

3D-structure ; Alkalo id  me tab o lism; Dire ct p ro te in se q ue ncing ; G lyco p ro te in; Lyase ; Sig nal;

Vacuo le

SRR122238 _TR6 19 39 _c0 _g 1_i8 _le n=319 8 NES1_FRAAN
Q:28 9 6 -

1379 ,H:14-515
53.9 5%ID E:3e -16 8 (3S,6 E)-ne ro lid o l synthase  1

PF0 139 7.18 ^Te rp e ne _synth^Te rp e ne  synthase , N-te rminal d o main^6 7-224^E:3.5e -

42`PF0 39 36 .13^Te rp e ne _synth_C^Te rp e ne  synthase  family, me tal b ind ing  d o main^258 -

522^E:8 .5e -76

0 3,0 4 0 4,257 0 2,38 5 0 2,9 74 0 2,351 NES1_FRAAN (3S,6 E)-ne ro lid o l synthase  1 (FaNES1) (EC 4.2.3.48 ) Frag aria ananassa (Strawb e rry) PATHWAY: Se co nd ary me tab o lite  b io synthe sis; te rp e no id  b io synthe sis. Cyto p lasm; Lyase ; Mag ne sium; Mang ane se ; Me tal-b ind ing

SRR12718 57_TR249 14_c0 _g 2_i15_le n=2512 DCE_PETHY
Q:142-1137,H:1-

335
8 9 .25%ID E:0 Glutamate  d e carb o xylase

PF0 0 28 2.16 ^Pyrid o xal_d e C^Pyrid o xal-d e p e nd e nt d e carb o xylase  co nse rve d  d o main^37-

331^E:1.8 e -9 2
0 2,48 0 2,0 12 0 2,40 2 0 2,212 0 0 ,79 7 DCE_PETHY Glutamate  d e carb o xylase  (GAD) (EC 4.1.1.15) GAD Pe tunia hyb rid a (Pe tunia) 3D-structure ; Calmo d ulin-b ind ing ; De carb o xylase ; Lyase ; Pyrid o xal p ho sp hate

SRR12718 59 _TR49 59 _c0 _g 1_i6 _le n=20 49 CBP1_ORYSJ
Q:8 6 0 -

18 52,H:136 -46 9
6 5.8 7%ID E:4e -179 Se rine  carb o xyp e p tid ase  1 PF0 0 450 .19 ^Pe p tid ase _S10 ^Se rine  carb o xyp e p tid ase ^2-320 ^E:9 .6 e -76 0 2,16 9 0 3,34 0 2,6 14 0 2,554 0 2,131 CBP1_ORYSJ

Se rine  carb o xyp e p tid ase  1 (EC 3.4.16 .5) (Carb o xyp e p tid ase  C) (Se rine  carb o xyp e p tid ase  I) [Cle ave d  into :

Se rine  carb o xyp e p tid ase  1 chain A (Se rine  carb o xyp e p tid ase  I chain A); Se rine  carb o xyp e p tid ase  1 chain

B (Se rine  carb o xyp e p tid ase  I chain B)]

CBP1 Os12g 0 2570 0 0  LOC_Os12g 15470 Oryza sativa sub sp . jap o nica (Rice )
Carb o xyp e p tid ase ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ;

Pro te ase ; Re fe re nce  p ro te o me ; Sig nal; Zymo g e n

SRR3420 19 _TR29 234_c2_g 1_i5_le n=9 27 C72A1_CATRO
Q:156 -9 26 ,H:1-

257
9 8 .44%ID E:0 Se co lo g anin synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^9 3-238 ^E:8 .5e -17 0 1,0 41 0 5,6 43 0 1,9 43 0 1,745 0 1,6 0 7 C72A1_CATRO Se co lo g anin synthase  (SLS) (EC 1.3.3.9 ) (CYPLXXII) (Cyto chro me  P450  72A1) CYP72A1 CYP72 P450 CR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; se co lo g anin b io synthe sis.

Alkalo id  me tab o lism; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP;

Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix; Vacuo le

SRR3420 19 _TR38 8 36 _c2_g 1_i2_le n=540 DCE_SOLLC
Q:116 -538 ,H:1-

142
8 3.1%ID E:3e -6 9 Glutamate  d e carb o xylase

PF0 0 28 2.16 ^Pyrid o xal_d e C^Pyrid o xal-d e p e nd e nt d e carb o xylase  co nse rve d  d o main^37-

141^E:5.5e -26
0 2,6 5 0 6 ,76 9 0 3,135 0 3,70 3 0 1,9 73 DCE_SOLLC Glutamate  d e carb o xylase  (GAD) (EC 4.1.1.15) (ERT D1)

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Calmo d ulin-b ind ing ; Co mp le te  p ro te o me ; De carb o xylase ; Lyase ; Pyrid o xal p ho sp hate ;

Re fe re nce  p ro te o me

SRR3420 22_TR17158 _c1_g 3_i4_le n=178 0 GCL1_ARATH
Q:212-149 5,H:1-

433
6 3.6 4%ID E:0 LanC-like  p ro te in GCL1 PF0 5147.10 ^LANC_like ^Lanthio nine  synthe tase  C-like  p ro te in^71-427^E:2.4e -8 6 0 2,748 0 4,475 0 2,79 5 0 3,51 0 7,9 16 GCL1_ARATH LanC-like  p ro te in GCL1 (G p ro te in-co up le d  re ce p to r 2-like  p ro te in 1) (Pro te in GCR2-like  1) GCL1 At5g 6 528 0  MQN23.23

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 22_TR26 10 3_c2_g 5_i3_le n=1741 FLS_PETCR
Q:1472-

6 30 ,H:44-328
38 .0 6 %ID E:2e -53 Flavo no l synthase /flavano ne  3-hyd ro xylase

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^3-70 ^E:1.2e -

10 `PF0 3171.17^2OG-Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^119 -211^E:2e -23
0 1,533 0 2,226 0 2,711 0 2,36 5 0 1,324 FLS_PETCR Flavo no l synthase /flavano ne  3-hyd ro xylase  (EC 1.14.11.23) (EC 1.14.11.9 ) FLS

Pe tro se linum crisp um (Parsle y)

(Pe tro se linum ho rte nse )
PATHWAY: Se co nd ary me tab o lite  b io synthe sis; flavo no id  b io synthe sis. Dio xyg e nase ; Flavo no id  b io synthe sis; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Vitamin C

SRR3420 22_TR270 13_c0 _g 6 _i2_le n=10 57 SABP2_TOBAC
Q:79 9 -38 ,H:5-

26 0
44.19 %ID E:5e -57 Salicylic acid -b ind ing  p ro te in 2

PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^6 -111^E:1.9 e -

0 7`PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase  fo ld ^9 -245^E:1.3e -

13`PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^10 -246 ^E:1.1e -12

0 3,473 0 5,29 8 0 5,147 0 5,337 0 2,6 25 SABP2_TOBAC Salicylic acid -b ind ing  p ro te in 2 (NtSABP2) (EC 3.1.1.-) (Me thyl salicylate  e ste rase ) SABP2
Nico tiana tab acum (Co mmo n

to b acco )
3D-structure ; Hyd ro lase ; Immunity; Innate  immunity; Plant d e fe nse

SRR3420 22_TR28 79 2_c1_g 1_i8 _le n=226 2 PTR21_ARATH
Q:171-

18 9 2,H:45-6 17
53.9 %ID E:0 Pro te in NRT1/ PTR FAMILY 2.13

PF0 76 9 0 .13^MFS_1^Majo r Facil itato r Sup e rfamily^8 2-547^E:3e -10 `PF0 0 8 54.18 ^PTR2^POT

family^137-56 8 ^E:2.2e -8 2
0 1,341 0 2,9 24 0 1,8 6 4 0 1,751 0 ,0 0 1 1,37 PTR21_ARATH Pro te in NRT1/ PTR FAMILY 2.13 (AtNPF2.13) (Nitrate  transp o rte r 1.7) NPF2.13 NRT1.7 At1g 6 9 8 70  T17F3.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Nitrate  assimilatio n; Re fe re nce

p ro te o me ; Symp o rt; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 23_TR70 70 _c5_g 1_i3_le n=551 ACCO_PEA
Q:128 -

48 7,H:144-26 1
43.8 %ID E:3e -27 1-amino cyclo p ro p ane -1-carb o xylate  o xid ase . 0 1,747 0 2,378 0 2,6 6 2 0 2,471 0 1,36 2 ACCO_PEA

1-amino cyclo p ro p ane -1-carb o xylate  o xid ase  (ACC o xid ase ) (EC 1.14.17.4) (Ethyle ne -fo rming  e nzyme )

(EFE)
ACO Pisum sativum (Gard e n p e a)

PATHWAY: Alke ne  b io synthe sis; e thyle ne  b io synthe sis via S-ad e no syl-L-me thio nine ; e thyle ne

fro m S-ad e no syl-L-me thio nine : ste p  2/2.
Ethyle ne  b io synthe sis; Fruit rip e ning ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Vitamin C

SRR6 46 59 6 _TR12573_c1_g 2_i1_le n=170 9 STSY_RAUSE
Q:6 6 6 -

1373,H:8 9 -324
42.5%ID E:5e -56 Stricto sid ine  synthase

PF0 8 450 .9 ^SGL^SMP-30 /Gluco no laco nase /LRE-like  re g io n^31-246 ^E:6 .3e -

0 7`PF0 30 8 8 .13^Str_synth^Stricto sid ine  synthase ^77-16 4^E:2.9 e -25
0 3,755 0 5,773 0 4,127 0 3,50 9 0 3,344 STSY_RAUSE Stricto sid ine  synthase  (EC 4.3.3.2) STR1

Rauvo lfia se rp e ntina (Se rp e ntine

wo o d ) (Op hio xylo n se rp e ntinum)

PATHWAY: Alkalo id  b io synthe sis; 3alp ha(S)-stricto sid ine  b io synthe sis; 3alp ha(S)-stricto sid ine

fro m se co lo g anin and  tryp tamine : ste p  1/1.

3D-structure ; Alkalo id  me tab o lism; Dire ct p ro te in se q ue ncing ; G lyco p ro te in; Lyase ; Sig nal;

Vacuo le

SRR6 46 59 6 _TR26 0 6 4_c0 _g 2_i1_le n=10 17 NA NA NA NA NA PF0 0 257.16 ^De hyd rin^De hyd rin^10 -176 ^E:4.1e -43 0 2,413 0 4,9 4 0 5,355 0 3,38 9 0 4,133 . . . . . .

SRR6 46 59 6 _TR31742_c0 _g 1_i6 _le n=2241 DCE_SOLLC
Q:2122-6 50 ,H:1-

50 2
79 .0 8 %ID E:0 Glutamate  d e carb o xylase

PF0 0 28 2.16 ^Pyrid o xal_d e C^Pyrid o xal-d e p e nd e nt d e carb o xylase  co nse rve d  d o main^37-

38 1^E:2.1e -10 4
0 2,48 0 2,9 8 2 0 2,70 9 0 2,6 48 0 2,9 6 7 DCE_SOLLC Glutamate  d e carb o xylase  (GAD) (EC 4.1.1.15) (ERT D1)

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Calmo d ulin-b ind ing ; Co mp le te  p ro te o me ; De carb o xylase ; Lyase ; Pyrid o xal p ho sp hate ;

Re fe re nce  p ro te o me

SRR6 46 6 0 4_TR3470 0 _c1_g 2_i4_le n=1523 C72A1_CATRO
Q:10 8 -1259 ,H:1-

38 4
9 8 .9 6 %ID E:0 Se co lo g anin synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^9 0 -38 2^E:9 e -43 0 1,28 8 0 4,215 0 2,46 0 2,0 42 0 1,323 C72A1_CATRO Se co lo g anin synthase  (SLS) (EC 1.3.3.9 ) (CYPLXXII) (Cyto chro me  P450  72A1) CYP72A1 CYP72 P450 CR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; se co lo g anin b io synthe sis.

Alkalo id  me tab o lism; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP;

Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix; Vacuo le

SRR9 24147_TR18 29 7_c0 _g 1_i13_le n=1440 C72A1_CATRO
Q:120 -126 5,H:1-

38 2
9 9 .48 %ID E:0 Se co lo g anin synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^9 3-38 2^E:1.7e -42 0 1,0 8 3 0 4,8 8 2 0 2,152 0 1,771 0 1,126 C72A1_CATRO Se co lo g anin synthase  (SLS) (EC 1.3.3.9 ) (CYPLXXII) (Cyto chro me  P450  72A1) CYP72A1 CYP72 P450 CR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; se co lo g anin b io synthe sis.

Alkalo id  me tab o lism; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP;

Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix; Vacuo le

SRR9 24148 _TR15471_c0 _g 2_i2_le n=18 33 DIOX3_PAPSO
Q:150 5-

477,H:18 -36 0
33.43%ID E:2e -55 Co d e ine  O-d e me thylase

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^6 1-16 5^E:1.6 e -

22`PF0 3171.17^2OG-Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^214-30 6 ^E:3.7e -23
0 2,0 23 0 2,558 0 2,711 0 2,411 0 1,70 8 DIOX3_PAPSO Co d e ine  O-d e me thylase  (EC 1.14.11.32) CODM DIOX3 Pap ave r so mnife rum (Op ium p o p p y) PATHWAY: Alkalo id  b io synthe sis; mo rp hine  b io synthe sis.

Alkalo id  me tab o lism; Dio xyg e nase ; Iro n; Me tal-b ind ing ; Me thyltransfe rase ;

Oxid o re d uctase ; Transfe rase

SRR11446 33_TR19 6 40 _c0 _g 2_i1_le n=9 20 RPBAL_ARATH
Q:8 4-29 0 ,H:1-

6 9
9 1.3%ID E:4e -39

DNA-d ire cte d  RNA p o lyme rase  sub unit 10 -like

p ro te in {ECO:0 0 0 0 30 3|Pub Me d :19 110 459 }
. 0 7,49 8 0 6 ,8 32 0 -7,425 0 -5,8 51 1 0 ,0 28 RPBAL_ARATH

DNA-d ire cte d  RNA p o lyme rase  sub unit 10 -like  p ro te in (ABC10 ) (DNA-d ire cte d  RNA p o lyme rase  III sub unit

L) (DNA-d ire cte d  RNA p o lyme rase s I, II, and  III sub unit RPABC5) (RNA p o lyme rase s I, II, and  III sub unit

ABC5) (RPB10  ho mo lo g )

NRPB10 L At1g 6 170 0  T13M11.6
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-d ire cte d  RNA p o lyme rase ; Me tal-b ind ing ; Nucle us; Re fe re nce

p ro te o me ; Transcrip tio n; Zinc

SRR11446 33_TR29 6 6 0 _c0 _g 1_i3_le n=1731 NA NA NA NA NA . 0 1,512 0 1,371 0 -0 ,78 2 0 ,0 11 -0 ,53 0 ,48 4 -0 ,42 . . . . . .

SRR11446 33_TR338 57_c0 _g 1_i1_le n=18 9 9 GGPPS_CATRO
Q:1436 -372,H:1-

357
9 6 .9 2%ID E:0

Ge ranylg e ranyl p yro p ho sp hate  synthase ,

chlo ro p lastic
PF0 0 348 .14^p o lyp re nyl_synt^Po lyp re nyl synthe tase ^117-351^E:1.8 e -57 0 ,0 0 1 1,0 25 0 1,71 0 ,0 0 2 0 ,9 34 0 ,39 0 ,3 0 ,8 21 0 ,10 9 GGPPS_CATRO

Ge ranylg e ranyl p yro p ho sp hate  synthase , chlo ro p lastic (GGPP synthase ) (GGPS) (EC 2.5.1.-) ((2E,6 E)-

farne syl d ip ho sp hate  synthase ) (Dime thylallyltranstransfe rase ) (EC 2.5.1.1) (Farne syl d ip ho sp hate

synthase ) (Farne syltranstransfe rase ) (EC 2.5.1.29 ) (Ge ranyltranstransfe rase ) (EC 2.5.1.10 )

GGPS1 GGC1
Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Iso p re no id  b io synthe sis; farne syl d ip ho sp hate  b io synthe sis; farne syl d ip ho sp hate

fro m g e ranyl d ip ho sp hate  and  iso p e nte nyl d ip ho sp hate : ste p  1/1.; PATHWAY: Iso p re no id

b io synthe sis; g e ranyl d ip ho sp hate  b io synthe sis; g e ranyl d ip ho sp hate  fro m d ime thylallyl

d ip ho sp hate  and  iso p e nte nyl d ip ho sp hate : ste p  1/1.; PATHWAY: Iso p re no id  b io synthe sis;

g e ranylg e ranyl d ip ho sp hate  b io synthe sis; g e ranylg e ranyl d ip ho sp hate  fro m farne syl

d ip ho sp hate  and  iso p e nte nyl d ip ho sp hate : ste p  1/1.

Caro te no id  b io synthe sis; Chlo ro p last; Iso p re ne  b io synthe sis; Mag ne sium; Me tal-b ind ing ;

Plastid ; Transfe rase ; Transit p e p tid e

SRR11446 33_TR3746 4_c0 _g 3_i1_le n=26 9 NA NA NA NA NA . 0 1,318 0 2,312 0 ,255 0 ,444 0 ,223 0 ,476 1 -0 ,0 0 6 . . . . . .

SRR11446 34_TR19 0 41_c0 _g 2_i1_le n=16 76 GOLS1_AJURE
Q:146 6 -

6 6 9 ,H:1-26 1
8 4.9 6 %ID E:3e -16 3 Galactino l synthase  1 PF0 150 1.17^Glyco _transf_8 ^Glyco syl transfe rase  family 8 ^32-26 5^E:9 .3e -40 0 1,176 0 1,6 6 1 0 ,0 8 3 0 ,36 7 0 ,0 6 3 0 ,39 2 1 1,721 GOLS1_AJURE Galactino l synthase  1 (ArGo lS1) (Go lS-1) (EC 2.4.1.123) GOLS1 Ajug a re p tans (Bug le )

Carb o hyd rate  me tab o lism; Cyto p lasm; Galacto se  me tab o lism; G lyco syltransfe rase ;

Mang ane se ; Me tal-b ind ing ; Transfe rase

SRR11446 34_TR2350 5_c0 _g 1_i1_le n=6 6 0 NA NA NA NA NA PF0 0 8 10 .15^ER_lume n_re ce p t^ER lume n p ro te in re taining  re ce p to r^1-49 ^E:2.2e -18 0 7,8 36 0 7,0 51 0 ,129 -3,245 0 ,129 -4,8 6 2 1 0 . . . . . .

SRR11446 34_TR39 0 9 6 _c0 _g 1_i1_le n=8 6 9 NA NA NA NA NA PF0 246 6 .16 ^Tim17^Tim17/Tim22/Tim23/Pmp 24 family^35-127^E:1e -0 9 0 8 ,6 8 6 0 7,332 0 -6 ,345 0 -6 ,9 6 8 1 0 . . . . . .

SRR122238 _TR4557_c0 _g 1_i1_le n=50 3 NA NA NA NA NA . 0 1,135 0 1,335 0 ,50 3 0 ,16 7 0 ,0 17 0 ,56 8 0 ,0 53 -0 ,58 6 . . . . . .

SRR122238 _TR20 218 _c1_g 1_i2_le n=6 29 NA NA NA NA NA
PF1349 9 .3^EF-hand _7^EF-hand  d o main p air^24-9 8 ^E:7.4e -10 `PF1320 2.3^EF-hand _5^EF hand ^26 -

47^E:0 .0 0 0 24`PF1320 2.3^EF-hand _5^EF hand ^75-9 6 ^E:0 .0 0 13
0 1,0 48 0 1,0 7 0 ,0 0 5 0 ,6 9 3 0 ,223 0 ,313 0 ,8 9 4 0 ,0 51 . . . . . .

SRR122238 _TR58 145_c0 _g 1_i1_le n=8 6 8 NA NA NA NA NA . 0 3,359 0 5,8 23 0 ,228 1,252 1 -0 ,28 2 1 0 ,30 4 . . . . . .

SRR12718 57_TR38 410 _c0 _g 1_i1_le n=573 NA NA NA NA NA . 0 1,544 0 0 ,79 1 0 ,145 -0 ,322 0 ,473 0 ,16 0 ,223 0 ,26 8 . . . . . .

SRR12718 59 _TR26 9 6 _c0 _g 1_i1_le n=119 0 21KD_DAUCA
Q:353-8 41,H:27-

19 1
46 .6 7%ID E:4e -46 21 kDa p ro te in PF0 40 43.12^PMEI^Plant inve rtase /p e ctin me thyle ste rase  inhib ito r^48 -20 1^E:1.1e -34 0 1,414 0 2,46 0 ,0 8 8 -1,549 0 ,16 -1,217 0 ,40 2 -1,159 21KD_DAUCA 21 kDa p ro te in (1.2 p ro te in) Daucus caro ta (Wild  carro t) Sig nal

SRR12718 59 _TR736 7_c0 _g 1_i2_le n=9 12 RBS_MALSP
Q:6 73-173,H:17-

18 3
8 5.0 3%ID E:7e -10 4

Rib ulo se  b isp ho sp hate  carb o xylase  small chain,

chlo ro p lastic

PF12338 .5^Rb cS^Rib ulo se -1,5-b isp ho sp hate  carb o xylase  small sub unit^4-44^E:4.4e -

23`PF0 0 10 1.17^RuBisCO_small^Rib ulo se  b isp ho sp hate  carb o xylase , small chain^71-179 ^E:1.3e -

39

0 1,0 39 0 ,0 0 1 0 ,716 0 -1,471 0 -1,312 0 ,0 0 6 -0 ,58 5 RBS_MALSP Rib ulo se  b isp ho sp hate  carb o xylase  small chain, chlo ro p lastic (RuBisCO small sub unit) (EC 4.1.1.39 ) RBCS Malus sp . (Crab  ap p le )
Calvin cycle ; Carb o n d io xid e  fixatio n; Chlo ro p last; Lyase ; Mo no o xyg e nase ;

Oxid o re d uctase ; Pho to re sp iratio n; Pho to synthe sis; Plastid ; Transit p e p tid e

SRR12718 59 _TR178 34_c0 _g 1_i1_le n=512 NA NA NA NA NA . 0 1,376 0 8 ,28 8 0 ,0 6 6 5,219 1 2,21 0 -2,11 . . . . . .

SRR12718 59 _TR29 215_c0 _g 2_i1_le n=150 7 BT1_ARATH
Q:129 2-

354,H:14-335
6 6 .77%ID E:3e -139 BTB/POZ and  TAZ d o main-co ntaining  p ro te in 1

PF0 0 6 51.28 ^BTB^BTB/POZ d o main^8 4-178 ^E:6 .7e -12`PF0 2135.13^zf-TAZ^TAZ zinc fing e r^26 7-

353^E:1.7e -12
0 1,235 0 2,734 0 ,8 22 0 ,29 2 0 ,0 9 4 1,128 0 ,51 -0 ,319 BT1_ARATH BTB/POZ and  TAZ d o main-co ntaining  p ro te in 1 (BTB and  TAZ d o main p ro te in 1) BT1 At5g 6 316 0  MDC12.13

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

Co mp le te  p ro te o me ; Cyto p lasm; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Ub l

co njug atio n p athway; Zinc; Zinc-fing e r

SRR3420 17_TR8 8 59 _c1_g 4_i2_le n=1411 GEDH1_OCIBA
Q:1273-218 ,H:3-

358
6 2.29 %ID E:5e -128 Ge ranio l d e hyd ro g e nase  1

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^8 2-19 0 ^E:9 .2e -

22`PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing  d e hyd ro g e nase ^234-357^E:1.8 e -13
0 2,234 0 2,524 0 ,28 6 0 ,9 53 0 ,56 -0 ,6 8 6 0 ,0 9 4 1,19 6 GEDH1_OCIBA Ge ranio l d e hyd ro g e nase  1 (Ob aGEDH1) (EC 1.1.1.18 3) GEDH1 Ocimum b asil icum (Swe e t b asil) Me tal-b ind ing ; NADP; Oxid o re d uctase ; Zinc

SRR3420 17_TR12325_c0 _g 3_i2_le n=10 0 7 NA NA NA NA NA . 0 ,0 0 1 2,117 0 6 ,212 0 ,254 4,6 0 4 1 3,6 46 0 ,56 0 ,738 . . . . . .

SRR3420 17_TR22430 _c1_g 1_i8 _le n=3110 PP226 _ARATH
Q:26 39 -

16 6 2,H:54-379
44.48 %ID E:2e -8 4

Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in

At3g 1316 0 , mito cho nd rial

PF0 1535.17^PPR^PPR re p e at^16 0 -18 5^E:0 .0 0 0 39 `PF17177.1^PPR_lo ng ^Pe ntaco trip e p tid e -

re p e at re g io n o f PROPR^16 7-276 ^E:1.1e -0 7`PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at

d o main^175-233^E:2.8 e -0 9 `PF0 1535.17^PPR^PPR re p e at^19 1-

217^E:0 .0 9 `PF128 54.4^PPR_1^PPR re p e at^221-252^E:1.8 e -12`PF130 41.3^PPR_2^PPR re p e at

family^223-270 ^E:4.9 e -16 `PF0 1535.17^PPR^PPR re p e at^226 -256 ^E:6 e -

0 7`PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^247-30 2^E:1.8 e -

0 7`PF128 54.4^PPR_1^PPR re p e at^255-28 7^E:8 .9 e -0 6 `PF130 41.3^PPR_2^PPR re p e at family^258 -

30 5^E:8 .8 e -0 8 `PF0 1535.17^PPR^PPR re p e at^26 1-29 0 ^E:0 .0 0 0 7`PF130 41.3^PPR_2^PPR re p e at

family^29 4-340 ^E:9 .6 e -11`PF0 1535.17^PPR^PPR re p e at^29 7-

326 ^E:0 .0 0 36 `PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^317-371^E:4e -

11`PF130 41.3^PPR_2^PPR re p e at family^329 -373^E:3.9 e -11`PF0 1535.17^PPR^PPR re p e at^331-

36 1^E:1.8 e -0 6

0 7,6 79 0 3,0 2 1 -0 ,0 48 0 ,732 0 ,732 0 ,0 25 1,259 PP226 _ARATH Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in At3g 1316 0 , mito cho nd rial At3g 1316 0  MJG19 .11
Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Mito cho nd rio n; Re fe re nce  p ro te o me ; Re p e at; Transit p e p tid e

SRR3420 17_TR2246 6 _c1_g 1_i1_le n=76 0 NA NA NA NA NA PF0 0 56 4.21^PB1^PB1 d o main^5-8 5^E:9 .4e -11 0 6 ,9 8 1 0 6 ,713 0 ,57 0 ,351 0 ,28 1 0 ,576 0 ,0 0 5 6 ,235 . . . . . .

SRR3420 19 _TR6 9 10 _c0 _g 1_i1_le n=1531 WTR41_ARATH
Q:1415-

8 22,H:14-216
51.18 %ID E:8 e -8 7 WAT1-re late d  p ro te in At5g 40 230 PF0 0 8 9 2.17^EamA^EamA-like  transp o rte r family^30 -156 ^E:5.3e -12 0 2,0 9 9 0 2,449 0 ,0 17 2,123 0 ,517 0 ,8 47 1 -0 ,358 WTR41_ARATH WAT1-re late d  p ro te in At5g 40 230 At5g 40 230  MSN9 .130

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Transme mb rane ;

Transme mb rane  he lix

SRR3420 19 _TR70 9 9 _c4_g 2_i9 _le n=1574 MTDH_FRAAN
Q:441-

129 2,H:70 -353
6 3.38 %ID E:2e -9 6 Pro b ab le  mannito l d e hyd ro g e nase

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^4-8 2^E:1.2e -14`PF0 28 26 .16 ^2-

Hacid _d h_C^D-iso me r sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , NAD b ind ing  d o main^10 5-

156 ^E:8 e -0 7`PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing  d e hyd ro g e nase ^126 -249 ^E:1.8 e -19

0 1,20 4 0 1,39 6 0 ,41 0 ,351 0 ,328 -0 ,442 0 ,18 3 0 ,6 53 MTDH_FRAAN Pro b ab le  mannito l d e hyd ro g e nase  (EC 1.1.1.255) (NAD-d e p e nd e nt mannito l d e hyd ro g e nase ) CAD Frag aria ananassa (Strawb e rry) Me tal-b ind ing ; NAD; Oxid o re d uctase ; Zinc

SRR3420 22_TR316 9 _c4_g 14_i1_le n=16 8 1 HST_TOBAC
Q:38 5-

1515,H:57-430
26 .0 2%ID E:2e -30 Shikimate  O-hyd ro xycinnamo yltransfe rase PF0 2458 .12^Transfe rase ^Transfe rase  family^7-445^E:2.7e -9 3 0 1,9 49 0 2,8 53 1 1,36 2 1 1,9 6 6 0 ,211 0 ,79 1 HST_TOBAC

Shikimate  O-hyd ro xycinnamo yltransfe rase  (EC 2.3.1.133) (Hyd ro xycinnamo yl transfe rase )

(Hyd ro xycinnamo yl-Co e nzyme  A shikimate /q uinate  hyd ro xycinnamo yltransfe rase )
HST HCT

Nico tiana tab acum (Co mmo n

to b acco )
Acyltransfe rase ; Dire ct p ro te in se q ue ncing ; Transfe rase

SRR3420 22_TR136 27_c2_g 2_i6 _le n=1731 FAR_SIMCH
Q:10 29 -

9 7,H:18 1-49 2
48 .0 9 %ID E:2e -9 4 Alco ho l-fo rming  fatty acyl-Co A re d uctase

PF0 79 9 3.9 ^NAD_b ind ing _4^Male  ste ril ity p ro te in^35-148 ^E:1e -26 `PF0 30 15.16 ^Ste rile ^Male

ste ril ity p ro te in^223-319 ^E:1.4e -12
0 1,9 6 8 0 5,551 0 ,0 14 3,0 1 0 ,0 25 2,9 0 2 1 2,136 FAR_SIMCH Alco ho l-fo rming  fatty acyl-Co A re d uctase  (EC 1.2.1.8 4)

Simmo nd sia chine nsis (Jo jo b a)

(Buxus chine nsis)
Lip id  b io synthe sis; Lip id  me tab o lism; NADP; Oxid o re d uctase

SRR3420 23_TR1546 _c4_g 3_i1_le n=26 6 4 DCAM_IPONI
Q:1332-244,H:1-

36 1
72.45%ID E:0 S-ad e no sylme thio nine  d e carb o xylase  p ro e nzyme PF0 1536 .13^SAM_d e carb o x^Ad e no sylme thio nine  d e carb o xylase ^9 -332^E:9 .8 e -10 8 0 ,0 0 1 1,4 0 2,45 0 ,237 0 ,326 0 ,155 0 ,38 4 1 -0 ,1 DCAM_IPONI

S-ad e no sylme thio nine  d e carb o xylase  p ro e nzyme  (Ad o Me tDC) (SAMDC) (EC 4.1.1.50 ) [Cle ave d  into : S-

ad e no sylme thio nine  d e carb o xylase  alp ha chain; S-ad e no sylme thio nine  d e carb o xylase  b e ta chain]
SAMDC SDCG1

Ip o mo e a nil (Jap ane se  mo rning

g lo ry) (Pharb itis  nil)

PATHWAY: Amine  and  p o lyamine  b io synthe sis; S-ad e no sylme thio ninamine  b io synthe sis; S-

ad e no sylme thio ninamine  fro m S-ad e no syl-L-me thio nine : ste p  1/1.

Auto catalytic c le avag e ; De carb o xylase ; Lyase ; Po lyamine  b io synthe sis; Pyruvate ; S-

ad e no syl-L-me thio nine ; Schiff b ase ; Sp e rmid ine  b io synthe sis; Zymo g e n

SRR3420 23_TR8 49 8 _c0 _g 1_i2_le n=9 23 NA NA NA NA NA . 0 1,6 36 0 1,335 0 ,0 0 9 0 ,554 0 ,0 0 4 0 ,6 0 3 1 0 ,10 9 . . . . . .

SRR3420 23_TR18 59 9 _c2_g 5_i8 _le n=348 9 DGAT2_ARATH
Q:518 -1456 ,H:2-

314
6 7.2%ID E:2e -149 Diacylg lyce ro l O-acyltransfe rase  2 PF0 3547.15^Me m_trans^Me mb rane  transp o rt p ro te in^11-40 5^E:7.7e -6 5 0 2,336 0 ,0 0 1 1,48 2 0 ,732 0 ,56 9 0 ,6 29 -0 ,9 8 8 0 ,357 0 ,6 8 9 DGAT2_ARATH Diacylg lyce ro l O-acyltransfe rase  2 (EC 2.3.1.20 ) DGAT2 At3g 51520  F26 O13.16 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: G lyce ro lip id  me tab o lism; triacylg lyce ro l b io synthe sis.

Acyltransfe rase ; Co mp le te  p ro te o me ; End o p lasmic re ticulum; G lyce ro l me tab o lism;

Glyco p ro te in; Lip id  b io synthe sis; Lip id  me tab o lism; Me mb rane ; Re fe re nce  p ro te o me ;

Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR3420 23_TR19 146 _c0 _g 4_i3_le n=19 6 8 WTR7_ARATH
Q:59 5-16 23,H:2-

340
53.6 4%ID E:4e -10 3 WAT1-re late d  p ro te in At1g 436 50

PF0 0 8 9 2.17^EamA^EamA-like  transp o rte r family^15-150 ^E:1.1e -16 `PF0 0 8 9 2.17^EamA^EamA-like

transp o rte r family^18 8 -325^E:2.5e -14
0 2,258 0 1,8 9 4 0 ,29 4 0 ,525 1 -0 ,1 0 ,239 1,29 7 WTR7_ARATH WAT1-re late d  p ro te in At1g 436 50 At1g 436 50  F2J6 .1

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at;

Transme mb rane ; Transme mb rane  he lix

SRR6 46 572_TR18 0 6 1_c3_g 2_i4_le n=1750 WTR41_ARATH
Q:16 32-

730 ,H:14-319
51.9 1%ID E:1e -9 9 WAT1-re late d  p ro te in At5g 40 230

PF0 0 8 9 2.17^EamA^EamA-like  transp o rte r family^31-156 ^E:1.2e -11`PF0 0 8 9 2.17^EamA^EamA-like

transp o rte r family^19 0 -30 8 ^E:1.3e -0 6
0 1,6 42 0 2,771 0 ,0 43 2,576 0 ,6 29 1,315 1 0 ,9 9 4 WTR41_ARATH WAT1-re late d  p ro te in At5g 40 230 At5g 40 230  MSN9 .130

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Transme mb rane ;

Transme mb rane  he lix

SRR6 46 572_TR22346 _c0 _g 1_i3_le n=79 46 PSBB_TOBAC
Q:313-18 33,H:1-

50 7
9 9 .6 1%ID E:0

Pho to syste m II CP47 re actio n ce nte r p ro te in

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 149 5}
PF0 0 421.16 ^PSII^Pho to syste m II p ro te in^1-50 0 ^E:5.6 e -26 4 0 1,9 12 0 1,778 0 ,0 28 -0 ,8 9 3 0 ,117 -0 ,6 0 4 1 -0 ,0 9 4 PSBB_TOBAC Pho to syste m II CP47 re actio n ce nte r p ro te in (PSII 47 kDa p ro te in) (Pro te in CP-47) p sb B

Nico tiana tab acum (Co mmo n

to b acco )

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Me mb rane ; Pho to synthe sis; Pho to syste m II;

Plastid ; Thylako id ; Transme mb rane ; Transme mb rane  he lix

SRR6 46 59 6 _TR1473_c0 _g 1_i14_le n=10 38 ASA2_ORYSJ
Q:310 -

8 0 1,H:442-6 0 5
8 5.9 8 %ID E:1e -8 1

Anthranilate  synthase  alp ha sub unit 2,

chlo ro p lastic
PF0 0 425.15^Cho rismate _b ind ^cho rismate  b ind ing  e nzyme ^1-133^E:5.5e -37 0 2,6 57 0 4,437 0 ,0 0 2 2,6 17 0 ,118 1,6 6 3 0 ,59 3 -0 ,8 0 7 ASA2_ORYSJ Anthranilate  synthase  alp ha sub unit 2, chlo ro p lastic (OsASA2) (EC 4.1.3.27)

OsASA2 OASA2 Os0 3g 0 26 440 0

LOC_Os0 3g 1578 0
Oryza sativa sub sp . jap o nica (Rice )

PATHWAY: Amino -acid  b io synthe sis; L-tryp to p han b io synthe sis; L-tryp to p han fro m cho rismate :

ste p  1/5.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last; Co mp le te

p ro te o me ; Lyase ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e ; Tryp to p han b io synthe sis

SRR6 46 59 6 _TR10 46 2_c0 _g 1_i1_le n=10 56 NA NA NA NA NA . 0 1,6 9 1 0 1,70 3 0 ,8 55 0 ,0 43 0 ,318 -0 ,231 0 ,226 0 ,416 . . . . . .

SRR6 48 70 5_TR5576 _c0 _g 1_i3_le n=4219 TRPX_ARATH
Q:29 49 -

18 9 1,H:255-6 0 7
8 0 .45%ID E:9 e -175

Anthranilate  synthase  alp ha sub unit 2,

chlo ro p lastic
PF0 0 425.15^Cho rismate _b ind ^cho rismate  b ind ing  e nzyme ^42-313^E:6 .8 e -8 6 0 2,0 37 0 3,272 0 ,0 0 9 1,58 2 0 ,0 28 1,439 1 -1,0 48 TRPX_ARATH

Anthranilate  synthase  alp ha sub unit 2, chlo ro p lastic (EC 4.1.3.27) (Anthranilate  synthase  co mp o ne nt 1-2)

(Anthranilate  synthase  co mp o ne nt I-2)
ASA2 At2g 29 6 9 0  T27A16 .21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-tryp to p han b io synthe sis; L-tryp to p han fro m cho rismate :

ste p  1/5.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last; Co mp le te

p ro te o me ; Lyase ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e ; Tryp to p han b io synthe sis

SRR6 48 70 5_TR18 740 _c1_g 1_i1_le n=78 5 LSM5_ARATH
Q:6 58 -40 1,H:1-

8 5
9 3.0 2%ID E:1e -47 Sm-like  p ro te in LSM5 {ECO:0 0 0 0 30 5} . 0 6 ,6 18 0 7,238 0 ,8 23 0 ,10 6 1 -0 ,0 56 0 ,0 0 8 0 ,76 4 LSM5_ARATH

Sm-like  p ro te in LSM5 (AtLSM5) (Pro te in SUPERSENSITIVE TO ABA AND DROUGHT 1) (AtSAD1) (U6

snRNA-asso ciate d  Sm-like  p ro te in LSM5)
LSM5 SAD1 At5g 48 8 70  K24G6 .21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Co mp le te  p ro te o me ; Cyto p lasm; Nucle us; RNA-b ind ing ; Re fe re nce

p ro te o me ; Rib o nucle o p ro te in; Sp lice o so me ; Stre ss re sp o nse ; mRNA p ro ce ssing ; mRNA

sp lic ing

SRR6 48 70 5_TR18 759 _c0 _g 2_i3_le n=28 8 4 TRPB_CAMAC
Q:130 1-

58 8 ,H:229 -46 6
9 4.54%ID E:2e -153 Tryp to p han synthase  b e ta chain 2, chlo ro p lastic PF0 0 29 1.22^PALP^Pyrid o xal-p ho sp hate  d e p e nd e nt e nzyme ^126 -235^E:2.6 e -21 0 1,216 0 2,275 0 ,6 36 0 ,151 0 ,34 -0 ,28 8 0 ,76 7 0 ,123 TRPB_CAMAC Tryp to p han synthase  b e ta chain 2, chlo ro p lastic (EC 4.2.1.20 ) TSB

Camp to the ca acuminata (Hap p y

tre e )

PATHWAY: Amino -acid  b io synthe sis; L-tryp to p han b io synthe sis; L-tryp to p han fro m cho rismate :

ste p  5/5.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last; Lyase ; Plastid ;

Pyrid o xal p ho sp hate ; Transit p e p tid e ; Tryp to p han b io synthe sis

SRR6 48 70 7_TR159 6 _c0 _g 2_i1_le n=20 70 NA NA NA NA NA
PF0 19 25.16 ^TauE^Sulfite  e xp o rte r TauE/SafE^74-19 1^E:7.8 e -12`PF0 19 25.16 ^TauE^Sulfite

e xp o rte r TauE/SafE^249 -434^E:8 .9 e -15
0 1,8 11 0 3,9 0 ,0 0 8 0 ,76 8 0 ,0 27 0 ,6 59 0 ,518 0 ,36 1 . . . . . .

SRR6 48 70 7_TR15318 _c0 _g 4_i3_le n=2226 TRPB_CAMAC
Q:20 50 -6 41,H:1-

46 6
8 3.8 6 %ID E:0 Tryp to p han synthase  b e ta chain 2, chlo ro p lastic PF0 0 29 1.22^PALP^Pyrid o xal-p ho sp hate  d e p e nd e nt e nzyme ^126 -455^E:4e -49 0 1,24 0 2,338 0 ,479 -0 ,222 0 ,0 6 7 -0 ,58 8 1 0 TRPB_CAMAC Tryp to p han synthase  b e ta chain 2, chlo ro p lastic (EC 4.2.1.20 ) TSB

Camp to the ca acuminata (Hap p y

tre e )

PATHWAY: Amino -acid  b io synthe sis; L-tryp to p han b io synthe sis; L-tryp to p han fro m cho rismate :

ste p  5/5.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last; Lyase ; Plastid ;

Pyrid o xal p ho sp hate ; Transit p e p tid e ; Tryp to p han b io synthe sis

SRR6 48 70 7_TR26 0 8 6 _c0 _g 1_i14_le n=2158 TRPD_ARATH
Q:10 8 9 -

19 46 ,H:157-442
79 .72%ID E:3e -149

Anthranilate  p ho sp ho rib o syltransfe rase ,

chlo ro p lastic
PF0 0 59 1.18 ^Glyco s_transf_3^Glyco syl transfe rase  family, a/b  d o main^13-26 1^E:7.8 e -9 9 0 1,39 0 2,58 5 0 ,0 0 6 1,0 8 6 0 ,138 0 ,6 58 0 ,20 3 0 ,48 6 TRPD_ARATH Anthranilate  p ho sp ho rib o syltransfe rase , chlo ro p lastic (EC 2.4.2.18 ) PAT1 At5g 179 9 0  MCM23.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-tryp to p han b io synthe sis; L-tryp to p han fro m cho rismate :

ste p  2/5.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last; Co mp le te

p ro te o me ; G lyco syltransfe rase ; Plastid ; Re fe re nce  p ro te o me ; Transfe rase ; Transit

p e p tid e ; Tryp to p han b io synthe sis

SRR6 48 70 7_TR29 0 14_c0 _g 1_i2_le n=2273 BT1_ARATH
Q:229 -

10 77,H:14-30 4
6 9 .0 7%ID E:2e -125 BTB/POZ and  TAZ d o main-co ntaining  p ro te in 1

PF0 0 6 51.28 ^BTB^BTB/POZ d o main^8 9 -18 3^E:5.1e -12`PF0 2135.13^zf-TAZ^TAZ zinc fing e r^272-

358 ^E:1.4e -12
0 1,8 0 ,0 0 1 1,218 1 0 ,0 35 0 ,6 9 2 0 ,7 0 ,36 4 0 ,28 7 BT1_ARATH BTB/POZ and  TAZ d o main-co ntaining  p ro te in 1 (BTB and  TAZ d o main p ro te in 1) BT1 At5g 6 316 0  MDC12.13

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

Co mp le te  p ro te o me ; Cyto p lasm; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Ub l

co njug atio n p athway; Zinc; Zinc-fing e r

SRR6 48 70 7_TR33272_c1_g 1_i13_le n=1712 TRPX_ARATH
Q:250 -

148 8 ,H:26 -446
71.0 2%ID E:0

Anthranilate  synthase  alp ha sub unit 2,

chlo ro p lastic

PF0 4715.10 ^Anth_synt_I_N^Anthranilate  synthase  co mp o ne nt I, N te rminal re g io n^10 4-

258 ^E:1.1e -30 `PF0 0 425.15^Cho rismate _b ind ^cho rismate  b ind ing  e nzyme ^319 -451^E:3.2e -37
0 1,79 1 0 6 ,8 14 0 ,0 6 8 1,20 7 0 ,524 0 ,56 1 0 ,6 9 2 0 ,8 28 TRPX_ARATH

Anthranilate  synthase  alp ha sub unit 2, chlo ro p lastic (EC 4.1.3.27) (Anthranilate  synthase  co mp o ne nt 1-2)

(Anthranilate  synthase  co mp o ne nt I-2)
ASA2 At2g 29 6 9 0  T27A16 .21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-tryp to p han b io synthe sis; L-tryp to p han fro m cho rismate :

ste p  1/5.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last; Co mp le te

p ro te o me ; Lyase ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e ; Tryp to p han b io synthe sis

SRR9 24147_TR20 336 _c0 _g 1_i3_le n=2526 MTHR2_ARATH
Q:2140 -359 ,H:1-

59 4
8 2.15%ID E:0 Me thyle ne te trahyd ro fo late  re d uctase  2 PF0 2219 .14^MTHFR^Me thyle ne te trahyd ro fo late  re d uctase ^6 -30 1^E:1.7e -126 0 0 ,9 32 0 4,0 9 4 0 ,40 3 0 ,249 0 ,377 0 ,257 0 ,732 0 ,778 MTHR2_ARATH Me thyle ne te trahyd ro fo late  re d uctase  2 (AtMTHFR2) (EC 1.5.1.20 ) MTHFR2 At2g 4416 0  F6 E13.29

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: One -carb o n me tab o lism; te trahyd ro fo late  inte rco nve rsio n. Co mp le te  p ro te o me ; FAD; Flavo p ro te in; NAD; Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR9 24148 _TR20 412_c0 _g 1_i1_le n=2557 AFC2_ARATH
Q:2417-

1575,H:1-20 6
6 1.57%ID E:7e -10 2 Se rine /thre o nine -p ro te in kinase  AFC2 PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^10 6 -16 1^E:2.1e -0 7 0 2,76 7 0 2,754 0 ,0 16 -1,313 0 -2,8 53 1 0 AFC2_ARATH Se rine /thre o nine -p ro te in kinase  AFC2 (EC 2.7.12.1) AFC2 At4g 24740  F22K18 .6 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Kinase ; Nucle o tid e -b ind ing ;

Re fe re nce  p ro te o me ; Se rine /thre o nine -p ro te in kinase ; Transfe rase

SRR9 24148 _TR35240 _c0 _g 1_i2_le n=159 7 BT1_ARATH
Q:116 6 -

321,H:45-335
6 9 .0 7%ID E:3e -127 BTB/POZ and  TAZ d o main-co ntaining  p ro te in 1 PF0 2135.13^zf-TAZ^TAZ zinc fing e r^115-20 1^E:7.4e -13 0 2,38 8 0 1,227 0 ,29 9 1,6 47 0 ,18 9 1,8 37 1 0 ,41 BT1_ARATH BTB/POZ and  TAZ d o main-co ntaining  p ro te in 1 (BTB and  TAZ d o main p ro te in 1) BT1 At5g 6 316 0  MDC12.13

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

Co mp le te  p ro te o me ; Cyto p lasm; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Ub l

co njug atio n p athway; Zinc; Zinc-fing e r

SRR9 24148 _TR3776 9 _c0 _g 1_i4_le n=226 8 AGT23_ARATH
Q:228 -

16 16 ,H:20 -48 1
75.59 %ID E:0

Alanine --g lyo xylate  amino transfe rase  2 ho mo lo g

3, mito cho nd rial
PF0 0 20 2.18 ^Amino tran_3^Amino transfe rase  class-III^8 9 -48 3^E:5.3e -9 8 0 3,335 0 6 ,415 0 ,0 0 9 6 ,0 43 0 ,0 34 5,6 11 0 ,0 42 1,8 36 AGT23_ARATH

Alanine --g lyo xylate  amino transfe rase  2 ho mo lo g  3, mito cho nd rial (EC 2.6 .1.44) (Be ta-alanine -p yruvate

amino transfe rase  3)
At3g 0 8 8 6 0  T16 O11.21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Amino transfe rase ; Co mp le te  p ro te o me ; Mito cho nd rio n; Pho to re sp iratio n; Pyrid o xal

p ho sp hate ; Re fe re nce  p ro te o me ; Transfe rase ; Transit p e p tid e

SRR9 24148 _TR38 38 7_c0 _g 1_i1_le n=19 72 METK2_CATRO
Q:26 8 -1446 ,H:1-

39 3
10 0 %ID E:0 S-ad e no sylme thio nine  synthase  2

PF0 0 438 .17^S-Ad o Me t_synt_N^S-ad e no sylme thio nine  synthe tase , N-te rminal d o main^4-

10 1^E:6 .5e -43`PF0 2772.13^S-Ad o Me t_synt_M^S-ad e no sylme thio nine  synthe tase , ce ntral

d o main^117-238 ^E:4.5e -46 `PF0 2773.13^S-Ad o Me t_synt_C^S-ad e no sylme thio nine  synthe tase , C-

te rminal d o main^240 -38 1^E:1.3e -6 2

0 0 ,8 14 0 3,26 3 0 ,759 -0 ,0 76 0 ,127 -0 ,373 0 ,27 0 ,243 METK2_CATRO
S-ad e no sylme thio nine  synthase  2 (Ad o Me t synthase  2) (EC 2.5.1.6 ) (Me thio nine  ad e no syltransfe rase  2)

(MAT 2)
SAMS2

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Amino -acid  b io synthe sis; S-ad e no syl-L-me thio nine  b io synthe sis; S-ad e no syl-L-

me thio nine  fro m L-me thio nine : ste p  1/1.

ATP-b ind ing ; Co b alt; Cyto p lasm; Mag ne sium; Mang ane se ; Me tal-b ind ing ; Nucle o tid e -

b ind ing ; One -carb o n me tab o lism; Po tassium; Transfe rase

Ms1wk

T ranscript  (CDF9 7 ) Uniprot  homolog
BLAST X

Posit ion

BLAST X

%Ide nt it y

BLAST X

e value
Uniprot  de scr Pf am PValue _Ms6 h logFC_Ms6 h PValue _Ms8h logFC_Ms8h PValue _MsDamage d24 h logFC_MsDamage d24 h PValue _MsInt act 24 h logFC_MsInt act 24 h PValue _Ms1wk logFC_Ms1wk Ent ry.name Prot e in name s Ge ne  name s Organism Pat hway Ke ywords

SRR11446 33_TR6 59 _c0 _g 1_i1_le n=8 0 7 PLY22_ARATH
Q:6 16 -2,H:50 -

253
8 3.9 %ID E:3e -125 Pro b ab le  p e ctate  lyase  22 . 1 0 ,0 24 1 0 ,143 0 -1,773 0 ,0 0 2 -0 ,9 11 0 7,30 6 PLY22_ARATH Pro b ab le  p e ctate  lyase  22 (EC 4.2.2.2) At5g 6 318 0  MDC12_15

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: G lycan me tab o lism; p e ctin d e g rad atio n; 2-d e hyd ro -3-d e o xy-D-g luco nate  fro m

p e ctin: ste p  2/5.

Calc ium; Co mp le te  p ro te o me ; G lyco p ro te in; Lyase ; Me tal-b ind ing ; Re fe re nce  p ro te o me ;

Sig nal

SRR11446 33_TR6 8 0 3_c0 _g 2_i1_le n=59 3 NLTP_VIGUN
Q:146 -

38 5,H:20 -9 9
52.5%ID E:1e -22 Pro b ab le  no n-sp e cific  l ip id -transfe r p ro te in AKCS9 PF1436 8 .3^LTP_2^Pro b ab le  lip id  transfe r^48 -126 ^E:3.3e -0 7 0 ,39 6 -0 ,257 0 ,58 1 -0 ,412 0 ,0 0 4 1,6 9 1 0 ,0 37 1,29 6 0 2,0 9 5 NLTP_VIGUN Pro b ab le  no n-sp e cific  l ip id -transfe r p ro te in AKCS9  (LTP) Vig na ung uiculata (Co wp e a) Disulfid e  b o nd ; Lip id -b ind ing ; Sig nal; Transp o rt

SRR11446 33_TR8 6 70 _c0 _g 1_i1_le n=116 1 HIDM_GLYEC
Q:150 -

10 70 ,H:16 -327
45.57%ID E:4e -9 1 2-hyd ro xyiso flavano ne  d e hyd ratase

PF0 0 135.25^COe ste rase ^Carb o xyle ste rase  family^6 3-119 ^E:3.6 e -

0 6 `PF0 78 59 .10 ^Ab hyd ro lase _3^alp ha/b e ta hyd ro lase  fo ld ^77-28 5^E:2.9 e -34
0 ,732 0 ,8 8 6 1 0 ,8 6 6 0 ,254 4,424 1 0 0 2,279 HIDM_GLYEC 2-hyd ro xyiso flavano ne  d e hyd ratase  (EC 3.1.1.1) (EC 4.2.1.10 5) (Carb o xyle ste rase  HIDM) HIDM Glycyrrhiza e chinata (Lico rice ) PATHWAY: Se co nd ary me tab o lite  b io synthe sis; flavo no id  b io synthe sis. Flavo no id  b io synthe sis; Hyd ro lase ; Lyase

SRR11446 33_TR8 6 70 _c0 _g 1_i2_le n=8 0 5 HIDM_GLYEC
Q:150 -731,H:16 -

20 7
50 .76 %ID E:1e -58 2-hyd ro xyiso flavano ne  d e hyd ratase

PF0 0 135.25^COe ste rase ^Carb o xyle ste rase  family^6 3-119 ^E:2e -

0 6 `PF0 78 59 .10 ^Ab hyd ro lase _3^alp ha/b e ta hyd ro lase  fo ld ^77-217^E:1.7e -31
0 ,59 3 -0 ,59 1 0 ,226 3,0 41 1 0 ,145 1 -0 ,29 0 1,6 3 HIDM_GLYEC 2-hyd ro xyiso flavano ne  d e hyd ratase  (EC 3.1.1.1) (EC 4.2.1.10 5) (Carb o xyle ste rase  HIDM) HIDM Glycyrrhiza e chinata (Lico rice ) PATHWAY: Se co nd ary me tab o lite  b io synthe sis; flavo no id  b io synthe sis. Flavo no id  b io synthe sis; Hyd ro lase ; Lyase

SRR11446 33_TR8 6 70 _c0 _g 1_i7_le n=128 5 HIDM_GLYEC
Q:26 2-

119 4,H:16 -327
46 .0 8 %ID E:3e -9 4 2-hyd ro xyiso flavano ne  d e hyd ratase

PF0 0 135.25^COe ste rase ^Carb o xyle ste rase  family^6 2-122^E:3e -

0 5`PF0 78 59 .10 ^Ab hyd ro lase _3^alp ha/b e ta hyd ro lase  fo ld ^8 0 -28 8 ^E:3.4e -37
0 ,517 1,273 0 ,6 9 2 -0 ,8 43 0 ,452 -0 ,535 0 ,0 9 4 -1,259 0 1,9 54 HIDM_GLYEC 2-hyd ro xyiso flavano ne  d e hyd ratase  (EC 3.1.1.1) (EC 4.2.1.10 5) (Carb o xyle ste rase  HIDM) HIDM Glycyrrhiza e chinata (Lico rice ) PATHWAY: Se co nd ary me tab o lite  b io synthe sis; flavo no id  b io synthe sis. Flavo no id  b io synthe sis; Hyd ro lase ; Lyase

SRR11446 33_TR8 6 9 6 _c0 _g 1_i1_le n=9 17 NDUB8 _ARATH
Q:735-36 1,H:1-

125
8 2.4%ID E:1e -50

NADH d e hyd ro g e nase  [ub iq uino ne ] 1 b e ta sub co mp le x

sub unit 8 , mito cho nd rial
. 0 ,9 27 0 ,0 48 0 ,56 8 -0 ,18 7 0 ,121 0 ,473 0 ,352 0 ,28 6 0 5,776 NDUB8 _ARATH NADH d e hyd ro g e nase  [ub iq uino ne ] 1 b e ta sub co mp le x sub unit 8 , mito cho nd rial At5g 47570  MNJ7.16

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Ele ctro n transp o rt; Me mb rane ; Mito cho nd rio n; Mito cho nd rio n inne r

me mb rane ; Re fe re nce  p ro te o me ; Re sp irato ry chain; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR11446 33_TR11410 _c0 _g 1_i3_le n=16 13 GALE2_CYATE
Q:136 1-

339 ,H:6 -346
8 3.8 7%ID E:0 UDP-g luco se  4-e p ime rase  GEPI48

PF0 4321.14^RmlD_sub _b ind ^RmlD sub strate  b ind ing  d o main^5-16 5^E:6 .2e -

11`PF0 1370 .18 ^Ep ime rase ^NAD d e p e nd e nt e p ime rase /d e hyd ratase  family^7-26 9 ^E:9 .1e -

53`PF0 2719 .12^Po lysacc_synt_2^Po lysaccharid e  b io synthe sis p ro te in^7-18 9 ^E:1.3e -

13`PF16 36 3.2^GDP_Man_De hyd ^GDP-manno se  4,6  d e hyd ratase ^8 -331^E:1.3e -

6 1`PF0 10 73.16 ^3Be ta_HSD^3-b e ta hyd ro xyste ro id  d e hyd ro g e nase /iso me rase  family^8 -16 3^E:6 .3e -

13

0 ,6 0 6 0 ,141 0 ,0 0 3 0 ,76 1 0 ,30 4 -0 ,251 0 ,0 0 1 -0 ,8 0 8 0 4,244 GALE2_CYATE UDP-g luco se  4-e p ime rase  GEPI48  (EC 5.1.3.2) (Galacto wald e nase ) (UDP-g alacto se  4-e p ime rase )
Cyamo p sis te trag o no lo b a (Guar)

(Cluste r b e an)
PATHWAY: Carb o hyd rate  me tab o lism; g alacto se  me tab o lism. Carb o hyd rate  me tab o lism; Galacto se  me tab o lism; Iso me rase ; NAD

SRR11446 33_TR2270 5_c0 _g 1_i1_le n=128 1 CB22_TOBAC
Q:18 1-9 75,H:1-

26 5
9 3.9 6 %ID E:0 Chlo ro p hyll a-b  b ind ing  p ro te in 21, chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^6 5-231^E:1.6 e -50 0 -0 ,9 75 0 ,0 48 0 ,6 54 0 ,0 0 4 -0 ,78 1 0 ,172 -0 ,36 4 0 1,6 54 CB22_TOBAC Chlo ro p hyll a-b  b ind ing  p ro te in 21, chlo ro p lastic (LHCII typ e  I CAB-21) (LHCP) CAB21

Nico tiana tab acum (Co mmo n

to b acco )

Ace tylatio n; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Mag ne sium; Me mb rane ; Me tal-b ind ing ;

Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Thylako id ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR11446 33_TR278 25_c0 _g 4_i1_le n=5279 POLX_TOBAC
Q:1725-

5252,H:1-116 1
40 .27%ID E:0

Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-

9 4

PF14223.3^Re tro tran_g ag _2^g ag -p o lyp e p tid e  o f LTR co p ia-typ e ^59 -18 7^E:1.8 e -33`PF0 0 0 9 8 .20 ^zf-

CCHC^Zinc knuckle ^227-242^E:0 .0 0 0 6 9 `PF139 76 .3^g ag _p re -inte g rs^GAG-p re -inte g rase

d o main^39 7-46 4^E:2.9 e -14`PF0 0 6 6 5.23^rve ^Inte g rase  co re  d o main^48 0 -59 4^E:6 .3e -

26 `PF0 7727.11^RVT_2^Re ve rse  transcrip tase  (RNA-d e p e nd e nt DNA p o lyme rase )^8 54-110 1^E:1.2e -

9 1

0 ,0 14 0 ,76 1 0 ,777 0 ,226 0 ,329 -0 ,40 3 0 ,241 -0 ,46 7 0 2,39 2 POLX_TOBAC
Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-9 4 [Includ e s: Pro te ase  (EC 3.4.23.-); Re ve rse

transcrip tase  (EC 2.7.7.49 ); End o nucle ase ]

Nico tiana tab acum (Co mmo n

to b acco )

Asp artyl p ro te ase ; End o nucle ase ; Hyd ro lase ; Me tal-b ind ing ; Nucle ase ;

Nucle o tid yltransfe rase ; Pro te ase ; RNA-d ire cte d  DNA p o lyme rase ; Transfe rase ; Transp o sab le

e le me nt; Zinc; Zinc-fing e r

SRR11446 34_TR1138 _c1_g 1_i1_le n=1173 CBSX1_ARATH
Q:419 -

10 12,H:39 -236
75.76 %ID E:1e -9 8 CBS d o main-co ntaining  p ro te in CBSX1, chlo ro p lastic PF0 0 571.25^CBS^CBS d o main^79 -133^E:9 .7e -14`PF0 0 571.25^CBS^CBS d o main^173-226 ^E:1.9 e -16 0 ,517 -0 ,18 7 0 ,321 -0 ,28 6 0 ,715 0 ,142 0 ,513 0 ,222 0 ,0 0 1 1,0 59 CBSX1_ARATH

CBS d o main-co ntaining  p ro te in CBSX1, chlo ro p lastic (CBS d o main-co ntaining  p ro te in 2) (AtCDCP2)

(Pro te in LOSS OF THE TIMING OF ET AND JA BIOSYNTHESIS 2) (AtLEJ2)

CBSX1 CDCP2 At4g 36 9 10

AP22.6 1 C7A10 .450

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Ace tylatio n; CBS d o main; Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce

p ro te o me ; Re p e at; Transit p e p tid e

SRR11446 34_TR216 10 _c1_g 4_i1_le n=59 3 NA NA NA NA NA PF0 1439 .15^Me tallo thio _2^Me tallo thio ne in^40 -116 ^E:4.1e -29 1 -0 ,0 0 1 0 -1,20 9 0 ,748 0 ,0 8 2 0 ,0 17 -0 ,59 2 0 0 ,9 8 9 . . . . . .

SRR11446 34_TR29 10 0 _c0 _g 1_i1_le n=29 34 TC159 _ARATH
Q:10 57-

50 ,H:6 39 -9 8 3
6 3.58 %ID E:4e -10 3 Translo case  o f chlo ro p last 159 , chlo ro p lastic

PF0 4548 .13^AIG1^AIG1 family^749 -8 8 1^E:3.9 e -21`PF0 19 26 .20 ^MMR_HSR1^50 S rib o so me -b ind ing

GTPase ^750 -8 38 ^E:1e -0 7
0 ,419 -0 ,375 0 ,356 1,50 5 0 ,56 -0 ,731 0 ,6 43 0 ,36 1 0 ,0 0 1 2,16 5 TC159 _ARATH

Translo case  o f chlo ro p last 159 , chlo ro p lastic (AtTo c159 ) (EC 3.6 .5.-) (159  kDa chlo ro p last o ute r e nve lo p e

p ro te in) (Plastid  p ro te in imp o rt 2) (Translo case  o f chlo ro p last 16 0 , chlo ro p lastic) (AtTo c16 0 ) (Translo case

o f chlo ro p last 8 6 , chlo ro p lastic) (AtTo c8 6 )

TOC159  PPI2 TOC16 0  TOC8 6

At4g 0 2510  T10 P11.19

T14P8 .24

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co ile d  co il; Co mp le te  p ro te o me ; Cyto p lasm; GTP-b ind ing ; Hyd ro lase ;

Mag ne sium; Me mb rane ; Me tal-b ind ing ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Plastid ; Plastid

o ute r me mb rane ; Pro te in transp o rt; Re ce p to r; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR11446 34_TR326 6 4_c0 _g 1_i1_le n=16 22 CDSP_ARATH
Q:18 6 -

10 79 ,H:1-29 8
6 7.76 %ID E:8 e -139 Thio re d o xin-like  p ro te in CDSP32, chlo ro p lastic

PF0 0 0 8 5.17^Thio re d o xin^Thio re d o xin^79 -16 5^E:1.4e -

0 7`PF0 0 0 8 5.17^Thio re d o xin^Thio re d o xin^20 4-28 9 ^E:1.4e -11
0 ,272 -0 ,278 0 ,375 -0 ,212 0 ,0 0 2 -0 ,79 8 0 ,0 15 -0 ,6 1 0 5,9 58 CDSP_ARATH

Thio re d o xin-like  p ro te in CDSP32, chlo ro p lastic (Chlo ro p lastic d ro ug ht-ind uce d  stre ss p ro te in o f 32 KDa)

(AtCDSP32)
CDSP32 At1g 76 0 8 0  T23E18 .2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Ele ctro n transp o rt; Plastid ; Re d o x-active

ce nte r; Re fe re nce  p ro te o me ; Transit p e p tid e ; Transp o rt

SRR122236 _TR8 8 9 2_c0 _g 1_i1_le n=79 6 GAT22_ARATH
Q:39 7-

750 ,H:117-230
39 .55%ID E:7e -21 Putative  GATA transcrip tio n facto r 22 PF0 0 320 .24^GATA^GATA zinc fing e r^122-155^E:4.1e -17 0 ,6 29 -1,0 42 1 -0 ,336 1 0 ,19 3 1 -0 ,39 9 0 ,0 0 1 2,6 33 GAT22_ARATH Putative  GATA transcrip tio n facto r 22

GATA22 At4g 26 150

F20 B18 .26 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n; Zinc; Zinc-fing e r

SRR122236 _TR10 70 9 _c1_g 1_i1_le n=9 0 4 ARF2B_ARATH
Q:9 0 3-373,H:5-

18 1
9 9 .44%ID E:2e -126 ADP-rib o sylatio n facto r 2-B

PF0 0 0 25.18 ^Arf^ADP-rib o sylatio n facto r family^2-173^E:3.8 e -8 0 `PF0 9 439 .7^SRPRB^Sig nal

re co g nitio n p artic le  re ce p to r b e ta sub unit^12-139 ^E:7.9 e -14`PF0 8 477.10 ^Ro c^Ras o f Co mp le x,

Ro c, d o main o f DAPkinase ^15-125^E:9 .9 e -14`PF0 46 70 .9 ^Gtr1_Rag A^Gtr1/Rag A G p ro te in

co nse rve d  re g io n^15-138 ^E:2.3e -10 `PF0 19 26 .20 ^MMR_HSR1^50 S rib o so me -b ind ing  GTPase ^15-

118 ^E:4.4e -0 5`PF0 0 0 71.19 ^Ras^Ras family^16 -16 8 ^E:9 .5e -13

1 0 1 0 1 -0 ,139 1 -0 ,30 1 0 5,78 4 ARF2B_ARATH ADP-rib o sylatio n facto r 2-B (AtARF2) (ARF1-like  p ro te in U5)
ARF2-B ARFA1-D ARFA2-B U5

At1g 70 49 0  F20 B24.21 F24J13.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; ER-Go lg i transp o rt; GTP-b ind ing ; Go lg i ap p aratus; Lip o p ro te in;

Myristate ; Nucle o tid e -b ind ing ; Pro te in transp o rt; Re fe re nce  p ro te o me ; Transp o rt

SRR122236 _TR15235_c0 _g 1_i2_le n=9 15 RL9 _PEA
Q:10 5-6 71,H:1-

18 9
8 7.8 3%ID E:2e -116 6 0 S rib o so mal p ro te in L9

PF0 0 347.20 ^Rib o so mal_L6 ^Rib o so mal p ro te in L6 ^12-8 9 ^E:8 .8 e -

11`PF0 0 347.20 ^Rib o so mal_L6 ^Rib o so mal p ro te in L6 ^10 2-18 0 ^E:6 .5e -12
0 ,6 29 -1,157 0 ,732 0 ,545 1 2,251 1 3,332 0 9 ,9 2 RL9 _PEA 6 0 S rib o so mal p ro te in L9  (G ib b e re ll in-re g ulate d  p ro te in GA) RPL9 Pisum sativum (Gard e n p e a) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122237_TR320 3_c0 _g 1_i1_le n=9 36 NA NA NA NA NA . 1 0 1 0 1 0 1 0 0 5,6 0 1 . . . . . .



SRR122237_TR6 355_c0 _g 1_i1_le n=110 5 EXPA8 _ARATH
Q:159 -

8 48 ,H:25-253
8 4.42%ID E:6 e -130 Exp ansin-A8

PF0 3330 .15^DPBB_1^Lytic transg lyco lase ^9 3-18 0 ^E:1.7e -23`PF0 1357.18 ^Po lle n_alle rg _1^Po lle n

alle rg e n^19 1-26 8 ^E:5.3e -30
0 ,46 4 0 ,329 0 ,6 8 9 -0 ,20 5 0 ,0 0 3 -0 ,777 0 ,9 24 -0 ,0 29 0 1,8 48 EXPA8 _ARATH Exp ansin-A8  (AtEXPA8 ) (Alp ha-e xp ansin-8 ) (At-EXP8 ) (AtEx8 ) (Ath-Exp Alp ha-1.11)

EXPA8  EXP8  At2g 40 6 10

T2P4.4

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Me mb rane ;

Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR122237_TR276 37_c0 _g 1_i1_le n=19 8 2 INO1_TOBAC
Q:148 -16 77,H:1-

510
9 4.12%ID E:0 Ino sito l-3-p ho sp hate  synthase

PF0 79 9 4.9 ^NAD_b ind ing _5^Myo -ino sito l-1-p ho sp hate  synthase ^6 2-49 4^E:1.7e -

142`PF0 16 58 .14^Ino s-1-P_synth^Myo -ino sito l-1-p ho sp hate  synthase ^310 -423^E:2.6 e -48
0 ,555 -0 ,30 1 0 ,56 -0 ,6 26 1 0 0 ,0 0 1 -0 ,721 0 1,311 INO1_TOBAC

Ino sito l-3-p ho sp hate  synthase  (MIP synthase ) (EC 5.5.1.4) (Myo -ino sito l 1-p ho sp hate  synthase ) (IPS) (MI-1-P

synthase )

Nico tiana tab acum (Co mmo n

to b acco )

PATHWAY: Po lyo l me tab o lism; myo -ino sito l b io synthe sis; myo -ino sito l fro m D-g luco se  6 -

p ho sp hate : ste p  1/2.

Cyto p lasm; Ino sito l b io synthe sis; Iso me rase ; Lip id  b io synthe sis; Lip id  me tab o lism; NAD;

Pho sp ho lip id  b io synthe sis; Pho sp ho lip id  me tab o lism

SRR122238 _TR9 8 17_c1_g 4_i1_le n=8 50 EF4L4_ARATH
Q:534-19 0 ,H:1-

114
72.17%ID E:1e -47 Pro te in ELF4-LIKE 4 PF0 70 11.8 ^DUF1313^Pro te in o f unkno wn functio n (DUF1313)^15-9 6 ^E:2e -40 1 0 1 2,6 38 0 ,0 17 -5,9 2 0 ,56 -0 ,76 2 0 7,173 EF4L4_ARATH Pro te in ELF4-LIKE 4

EFL4 ELF4-L4 At1g 17455

F1L3.15 F28 G4.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Bio lo g ical rhythms; Co mp le te  p ro te o me ; Nucle us; Re fe re nce  p ro te o me

SRR122238 _TR126 0 5_c0 _g 1_i3_le n=3130 GCR2_ARATH
Q:29 3-1516 ,H:1-

410
6 7.0 7%ID E:0 LanC-like  p ro te in GCR2

PF0 8 6 59 .7^KR^KR d o main^119 -211^E:8 .8 e -0 9 `PF0 0 10 6 .22^ad h_sho rt^sho rt chain

d e hyd ro g e nase ^121-26 3^E:7.3e -21`PF1356 1.3^ad h_sho rt_C2^Eno yl-(Acyl carrie r p ro te in)

re d uctase ^125-26 2^E:1.7e -12

0 ,0 0 1 -0 ,748 0 ,0 0 1 -1,0 22 0 ,18 -0 ,79 6 0 ,0 8 -1,113 0 1,8 0 2 GCR2_ARATH LanC-like  p ro te in GCR2 (G-p ro te in co up le d  re ce p to r 2)
GCR2 GPCR At1g 529 20

F14G24.19

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Ab scis ic acid  s ig naling  p athway; Co mp le te  p ro te o me ; Me tal-b ind ing ; Re fe re nce

p ro te o me ; Zinc

SRR122238 _TR16 0 6 8 _c0 _g 1_i1_le n=149 5 DPM1_HUMAN
Q:6 0 0 -

1142,H:8 1-26 0
6 9 .0 6 %ID E:2e -79 Do licho l-p ho sp hate  manno syltransfe rase  sub unit 1

PF0 0 535.23^Glyco s_transf_2^Glyco syl transfe rase  family 2^17-124^E:1.7e -

19 `PF136 41.3^Glyco _tranf_2_3^Glyco syltransfe rase  like  family 2^22-155^E:1.4e -

0 6 `PF1350 6 .3^Glyco _transf_21^Glyco syl transfe rase  family 21^29 -124^E:3.7e -0 7

1 0 ,10 4 1 0 ,8 52 1 1,158 1 1,778 0 ,0 0 1 6 ,57 DPM1_HUMAN

Do licho l-p ho sp hate  manno syltransfe rase  sub unit 1 (EC 2.4.1.8 3) (Do licho l-p ho sp hate  manno se  synthase

sub unit 1) (DPM synthase  sub unit 1) (Do lichyl-p ho sp hate  b e ta-D-manno syltransfe rase  sub unit 1) (Manno se -

P-d o licho l synthase  sub unit 1) (MPD synthase  sub unit 1)

DPM1 Ho mo  sap ie ns (Human) PATHWAY: Pro te in mo d ificatio n; p ro te in g lyco sylatio n.

Ace tylatio n; Co mp le te  p ro te o me ; Co ng e nital d iso rd e r o f g lyco sylatio n; Co ng e nital muscular

d ystro p hy; Dise ase  mutatio n; Dystro g lycano p athy; End o p lasmic re ticulum;

Glyco syltransfe rase ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Transfe rase

SRR122238 _TR240 14_c0 _g 1_i2_le n=2256 CATA2_GOSHI
Q:411-

18 8 6 ,H:1-49 2
8 9 .8 4%ID E:0 Catalase  iso zyme  2

PF0 0 19 9 .16 ^Catalase ^Catalase ^18 -39 8 ^E:1.4e -174`PF0 6 6 28 .9 ^Catalase -re l^Catalase -re late d

immune -re sp o nsive ^423-48 6 ^E:3.2e -16
0 ,79 9 -0 ,113 0 ,6 8 4 0 ,18 3 0 ,0 6 2 -0 ,39 6 0 ,46 6 -0 ,154 0 1,8 9 5 CATA2_GOSHI Catalase  iso zyme  2 (EC 1.11.1.6 ) CAT2 SU2

Go ssyp ium hirsutum (Up land  co tto n)

(Go ssyp ium me xicanum)
He me ; Hyd ro g e n p e ro xid e ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Pe ro xid ase ; Pe ro xiso me

SRR122238 _TR240 9 5_c0 _g 1_i2_le n=514 PIMT_WHEAT
Q:19 3-474,H:1-

9 4
6 5.9 6 %ID E:2e -36 Pro te in-L-iso asp artate  O-me thyltransfe rase

PF0 1135.16 ^PCMT^Pro te in-L-iso asp artate (D-asp artate ) O-me thyltransfe rase  (PCMT)^76 -157^E:2.7e -

27
0 ,8 32 -0 ,3 0 ,0 34 5,58 5 0 ,472 0 ,6 9 4 0 ,0 34 -5,6 22 0 ,0 0 1 6 ,56 8 PIMT_WHEAT

Pro te in-L-iso asp artate  O-me thyltransfe rase  (PIMT) (EC 2.1.1.77) (L-iso asp artyl p ro te in carb o xyl

me thyltransfe rase ) (Pro te in L-iso asp artyl me thyltransfe rase ) (Pro te in-b e ta-asp artate  me thyltransfe rase )
PCM Triticum ae stivum (Whe at)

Co mp le te  p ro te o me ; Cyto p lasm; Dire ct p ro te in se q ue ncing ; Me thyltransfe rase ; Re fe re nce

p ro te o me ; S-ad e no syl-L-me thio nine ; Transfe rase

SRR122238 _TR28 59 1_c0 _g 1_i2_le n=771 ELOF1_ORYSJ
Q:6 50 -38 7,H:1-

8 9
9 2.13%ID E:1e -41 Transcrip tio n e lo ng atio n facto r 1 ho mo lo g . 0 ,6 43 0 ,138 0 ,39 5 0 ,30 8 0 ,0 17 0 ,6 36 0 ,0 38 -0 ,6 0 5 0 1,59 ELOF1_ORYSJ Transcrip tio n e lo ng atio n facto r 1 ho mo lo g

Os0 7g 0 6 3110 0

LOC_Os0 7g 43730  OsJ_25233

P0 519 E12.3

Oryza sativa sub sp . jap o nica (Rice )
Co mp le te  p ro te o me ; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n;

Transcrip tio n re g ulatio n; Zinc; Zinc-fing e r

SRR122238 _TR3249 0 _c0 _g 2_i2_le n=170 7 ANM11_ARATH
Q:19 5-

1325,H:18 -39 0
74.34%ID E:0 Pro te in arg inine  N-me thyltransfe rase  1.1

PF0 518 5.13^PRMT5^PRMT5 arg inine -N-me thyltransfe rase ^8 4-355^E:4.3e -

0 7`PF0 6 325.10 ^PrmA^Rib o so mal p ro te in L11 me thyltransfe rase  (PrmA)^10 7-18 1^E:1.6 e -

0 9 `PF0 5175.11^MTS^Me thyltransfe rase  small d o main^10 8 -18 0 ^E:9 .2e -

0 5`PF136 49 .3^Me thyltransf_25^Me thyltransfe rase  d o main^111-18 5^E:1.5e -

0 8 `PF0 8 241.9 ^Me thyltransf_11^Me thyltransfe rase  d o main^112-19 7^E:2.8 e -0 7

1 -1,379 1 0 1 0 1 0 0 6 ,8 29 ANM11_ARATH
Pro te in arg inine  N-me thyltransfe rase  1.1 (AtPRMT11) (EC 2.1.1.-) (EC 2.1.1.125) (Arg inine  me thyltransfe rase

p am1) (Histo ne -arg inine  N-me thyltransfe rase  PRMT11)

PRMT11 PAM1 PRMT1.1

PRMT1B At4g 29 510  T16 L4.20

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chro matin re g ulato r; Co mp le te  p ro te o me ; Cyto p lasm; Me thyltransfe rase ; Nucle us; Re fe re nce

p ro te o me ; S-ad e no syl-L-me thio nine ; Transcrip tio n; Transcrip tio n re g ulatio n; Transfe rase

SRR122238 _TR39 6 9 4_c2_g 3_i1_le n=136 1 GGPPS_HEVBR
Q:118 1-

240 ,H:52-36 9
6 5.41%ID E:4e -142 Ge ranylg e ranyl p yro p ho sp hate  synthase , chlo ro p lastic PF0 0 348 .14^p o lyp re nyl_synt^Po lyp re nyl synthe tase ^42-278 ^E:4.5e -49 1 0 ,0 1 1 -0 ,311 0 ,245 -0 ,50 7 0 ,10 8 -0 ,6 8 9 0 2,576 GGPPS_HEVBR

Ge ranylg e ranyl p yro p ho sp hate  synthase , chlo ro p lastic (GGPP synthase ) (GGPS) (EC 2.5.1.-) ((2E,6 E)-

farne syl d ip ho sp hate  synthase ) (Dime thylallyltranstransfe rase ) (EC 2.5.1.1) (Farne syl d ip ho sp hate

synthase ) (Farne syltranstransfe rase ) (EC 2.5.1.29 ) (Ge ranyltranstransfe rase ) (EC 2.5.1.10 )

GGPS GG GGPPS1
He ve a b rasil ie nsis (Para rub b e r tre e )

(Sip ho nia b rasil ie nsis)

PATHWAY: Iso p re no id  b io synthe sis; farne syl d ip ho sp hate  b io synthe sis; farne syl d ip ho sp hate

fro m g e ranyl d ip ho sp hate  and  iso p e nte nyl d ip ho sp hate : ste p  1/1.; PATHWAY: Iso p re no id

b io synthe sis; g e ranyl d ip ho sp hate  b io synthe sis; g e ranyl d ip ho sp hate  fro m d ime thylallyl

d ip ho sp hate  and  iso p e nte nyl d ip ho sp hate : ste p  1/1.; PATHWAY: Iso p re no id  b io synthe sis;

g e ranylg e ranyl d ip ho sp hate  b io synthe sis; g e ranylg e ranyl d ip ho sp hate  fro m farne syl

d ip ho sp hate  and  iso p e nte nyl d ip ho sp hate : ste p  1/1.

Caro te no id  b io synthe sis; Chlo ro p last; Iso p re ne  b io synthe sis; Mag ne sium; Me tal-b ind ing ;

Plastid ; Transfe rase ; Transit p e p tid e

SRR122238 _TR458 34_c0 _g 1_i3_le n=6 0 5 HEM6 2_ARATH
Q:424-2,H:19 -

149
58 .8 7%ID E:5e -39 Co p ro p o rp hyrino g e n-III o xid ase  2, chlo ro p lastic PF0 1218 .15^Co p ro g e n_o xid as^Co p ro p o rp hyrino g e n III o xid ase ^10 1-16 5^E:7.7e -18 1 0 ,8 23 1 0 ,141 1 -0 ,222 1 -0 ,24 0 5,50 3 HEM6 2_ARATH

Co p ro p o rp hyrino g e n-III o xid ase  2, chlo ro p lastic (AtCPO-II) (Co p ro g e n o xid ase ) (Co p ro p o rp hyrino g e nase )

(EC 1.3.3.3)
CPX2 HEMF2 At4g 0 320 5 F4C21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Po rp hyrin-co ntaining  co mp o und  me tab o lism; p ro to p o rp hyrin-IX b io synthe sis;

p ro to p o rp hyrino g e n-IX fro m co p ro p o rp hyrino g e n-III (O2 ro ute ): ste p  1/1.; PATHWAY:

Po rp hyrin-co ntaining  co mp o und  me tab o lism; chlo ro p hyll b io synthe sis.

Alte rnative  sp lic ing ; Chlo ro p hyll b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; He me

b io synthe sis; Oxid o re d uctase ; Plastid ; Po rp hyrin b io synthe sis; Re fe re nce  p ro te o me ; Transit

p e p tid e

SRR122238 _TR48 8 50 _c1_g 1_i1_le n=56 0 NA NA NA NA NA . 0 ,78 1 -0 ,573 0 ,8 32 0 ,242 0 ,44 0 ,76 2 0 ,228 1,0 79 0 2,512 . . . . . .

SRR122238 _TR50 6 70 _c0 _g 1_i4_le n=50 5 PPA2_ARATH
Q:50 2-20 ,H:124-

28 6
6 2.58 %ID E:4e -6 5 Pro b ab le  inactive  p urp le  acid  p ho sp hatase  2 PF16 6 56 .2^Pur_ac_p ho sp h_N^Purp le  acid  Pho sp hatase , N-te rminal d o main^21-123^E:5e -22 0 ,9 1 0 ,0 9 0 ,0 19 1,478 0 ,154 0 ,76 7 0 ,154 0 ,759 0 ,0 0 1 2,0 15 PPA2_ARATH Pro b ab le  inactive  p urp le  acid  p ho sp hatase  2 PAP2 At1g 139 0 0  F16 A14.11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; G lyco p ro te in; Iro n; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Se cre te d ;

Sig nal; Zinc

SRR122238 _TR50 728 _c1_g 1_i1_le n=8 6 6 NA NA NA NA NA PF0 0 111.24^Fe r2^2Fe -2S iro n-sulfur c luste r b ind ing  d o main^143-19 1^E:1.3e -0 9 0 ,22 -0 ,40 1 0 -1,735 0 ,0 0 2 -1,223 0 ,0 13 -0 ,9 3 0 2,39 9 . . . . . .

SRR122238 _TR50 9 9 3_c0 _g 1_i2_le n=8 0 9 CVIF1_ARATH
Q:16 7-

6 0 1,H:26 -16 2
37.24%ID E:5e -23 Ce ll wall / vacuo lar inhib ito r o f fructo sid ase  1 PF0 40 43.12^PMEI^Plant inve rtase /p e ctin me thyle ste rase  inhib ito r^55-19 9 ^E:2.4e -14 0 ,50 2 3,79 4 1 -1,58 8 0 ,50 2 3,73 1 1,242 0 2,8 12 CVIF1_ARATH Ce ll wall / vacuo lar inhib ito r o f fructo sid ase  1 (AtC/VIF1)

C/VIF1 CIF1 VIF1 At1g 479 6 0

T2J15.13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Re fe re nce  p ro te o me ;

Sig nal; Vacuo le

SRR122238 _TR576 0 0 _c0 _g 1_i2_le n=8 49 BAM5_ARATH
Q:720 -127,H:12-

210
76 .8 8 %ID E:4e -10 1 Be ta-amylase  5 PF0 1373.14^Glyco _hyd ro _14^Glyco syl hyd ro lase  family 14^13-20 8 ^E:3e -6 6 0 ,146 0 ,49 0 ,8 26 0 ,156 0 ,0 0 1 1,35 0 ,59 1 0 ,28 2 0 4,6 6 5 BAM5_ARATH

Be ta-amylase  5 (AtBe ta-Amy) (EC 3.2.1.2) (1,4-alp ha-D-g lucan malto hyd ro lase ) (Pro te in REDUCED BETA

AMYLASE 1)

BAM5 BMY1 RAM1 At4g 15210

d l36 50 c FCAALL.9 7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Carb o hyd rate  me tab o lism; Co mp le te  p ro te o me ; Cyto p lasm; G lyco sid ase ;

Hyd ro lase ; Po lysaccharid e  d e g rad atio n; Re fe re nce  p ro te o me

SRR122238 _TR58 49 3_c0 _g 1_i3_le n=138 8 NA NA NA NA NA . 1 0 1 0 1 -0 ,572 1 -0 ,572 0 ,0 0 1 6 ,59 9 . . . . . .

SRR122238 _TR58 49 3_c0 _g 1_i6 _le n=138 7 NA NA NA NA NA . 1 -0 ,29 1 1 -0 ,425 1 0 ,39 7 1 1,59 7 0 ,0 0 1 4,9 18 . . . . . .

SRR122238 _TR59 59 7_c1_g 1_i2_le n=170 6 PMGI_MESCR
Q:275-

140 5,H:18 1-557
8 9 .6 6 %ID E:0

2,3-b isp ho sp ho g lyce rate -ind e p e nd e nt p ho sp ho g lyce rate

mutase

PF0 6 415.10 ^iPGM_N^BPG-ind e p e nd e nt PGAM N-te rminus (iPGM_N)^8 -142^E:3.5e -

32`PF0 16 76 .15^Me tallo e nzyme ^Me tallo e nzyme  sup e rfamily^147-36 5^E:1.5e -71
0 ,6 43 -0 ,135 0 ,26 9 0 ,29 4 0 ,0 14 0 ,6 8 3 0 ,0 32 0 ,6 0 1,0 29 PMGI_MESCR

2,3-b isp ho sp ho g lyce rate -ind e p e nd e nt p ho sp ho g lyce rate  mutase  (BPG-ind e p e nd e nt PGAM)

(Pho sp ho g lyce ro mutase ) (EC 5.4.2.12) (PGAM-I)
PGM1

Me se mb ryanthe mum crystall inum

(Co mmo n ice  p lant) (Cryo p hytum

crystall inum)

PATHWAY: Carb o hyd rate  d e g rad atio n; g lyco lysis; p yruvate  fro m D-g lyce rald e hyd e  3-

p ho sp hate : ste p  3/5.
Cyto p lasm; G lyco lysis; Iso me rase ; Mang ane se ; Me tal-b ind ing ; Stre ss re sp o nse

SRR122238 _TR6 39 25_c0 _g 1_i2_le n=140 6 CYT12_ORYSJ
Q:10 9 7-

48 3,H:39 -244
6 5.22%ID E:1e -8 3 Cyste ine  p ro te inase  inhib ito r 12

PF0 0 0 31.18 ^Cystatin^Cystatin d o main^48 -127^E:5.9 e -15`PF16 8 45.2^SQAPI^Asp artic acid

p ro te inase  inhib ito r^51-127^E:5.3e -21
0 ,6 9 1 0 ,237 0 ,0 18 1,12 0 ,0 6 5 0 ,716 0 ,10 6 0 ,6 38 0 1,6 8 7 CYT12_ORYSJ Cyste ine  p ro te inase  inhib ito r 12 (Oryzacystatin XII) (OC-XII) (Oryzacystatin-12)

Os0 1g 0 270 10 0

LOC_Os0 1g 16 430

P0 6 6 7A10 .20

Oryza sativa sub sp . jap o nica (Rice )
Co mp le te  p ro te o me ; Plant d e fe nse ; Pro te ase  inhib ito r; Re fe re nce  p ro te o me ; Re p e at;

Se cre te d ; Sig nal; Thio l p ro te ase  inhib ito r

SRR122238 _TR6 5744_c0 _g 1_i1_le n=9 16 FK151_ARATH
Q:145-540 ,H:23-

153
8 2.58 %ID E:6 e -73 Pe p tid yl-p ro lyl c is-trans iso me rase  FKBP15-1 PF0 0 254.25^FKBP_C^FKBP-typ e  p e p tid yl-p ro lyl c is-trans iso me rase ^72-16 3^E:1.1e -35 0 ,0 0 1 -4,46 2 1 -0 ,18 7 0 ,0 17 5,79 5 1 2,6 19 0 6 ,8 8 4 FK151_ARATH

Pe p tid yl-p ro lyl c is-trans iso me rase  FKBP15-1 (PPIase  FKBP15-1) (EC 5.2.1.8 ) (15 kDa FK50 6 -b ind ing

p ro te in) (15 kDa FKBP) (FK50 6 -b ind ing  p ro te in 15-1) (AtFKBP15-1) (FK50 6 -b ind ing  p ro te in 2-1)

(Immuno p hilin FKBP15-1) (Ro tamase )

FKBP15-1 At3g 25220  MJL12.17
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; End o p lasmic re ticulum; Iso me rase ; Re fe re nce  p ro te o me ; Ro tamase ;

Sig nal

SRR122238 _TR6 5776 _c0 _g 1_i1_le n=6 6 4 NA NA NA NA NA PF0 8 0 41.8 ^Pe tM^Pe tM family o f cyto chro me  b 6 f co mp le x sub unit 7^118 -145^E:4.1e -11 0 ,16 5 -0 ,315 0 ,50 6 0 ,16 1 0 -0 ,9 23 0 ,0 6 -0 ,40 8 0 1,19 4 . . . . . .

SRR122238 _TR6 6 8 42_c2_g 3_i3_le n=1227 BBX19 _ARATH
Q:8 9 3-351,H:1-

154
6 0 .77%ID E:2e -6 5

B-b o x zinc fing e r p ro te in 19

{ECO:0 0 0 0 30 3|Pub Me d :19 9 20 20 9 }

PF0 0 6 43.21^zf-B_b o x^B-b o x zinc fing e r^3-42^E:1e -0 6 `PF0 0 6 43.21^zf-B_b o x^B-b o x zinc fing e r^54-

9 0 ^E:3.3e -0 7
1 0 1 0 1 0 1 0 0 8 ,0 55 BBX19 _ARATH B-b o x zinc fing e r p ro te in 19  (Pro te in DOUBLE B-BOX 1B) (Pro te in SALT TOLERANCE HOMOLOG 5)

BBX19  DBB1B STH5

At4g 38 9 6 0  F19 H22.6 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Re p e at; Re p re sso r; Transcrip tio n; Transcrip tio n re g ulatio n; Zinc; Zinc-fing e r

SRR122238 _TR6 8 8 76 _c0 _g 1_i5_le n=1248 NA NA NA NA NA . 0 ,29 9 -1,50 9 0 ,226 3,115 1 0 1 0 0 6 ,548 . . . . . .

SRR122238 _TR6 9 6 55_c0 _g 1_i3_le n=76 5 NA NA NA NA NA . 1 0 1 0 1 0 1 0 0 6 ,8 6 1 . . . . . .

SRR122238 _TR71732_c0 _g 1_i4_le n=119 4 GPX4_TOBAC
Q:721-215,H:1-

16 9
8 4.6 2%ID E:7e -10 2

Pro b ab le  p ho sp ho lip id  hyd ro p e ro xid e  g lutathio ne

p e ro xid ase

PF0 8 534.7^Re d o xin^Re d o xin^8 4-237^E:2.1e -0 7`PF0 0 255.16 ^GSHPx^Glutathio ne  p e ro xid ase ^8 5-

19 3^E:5.4e -43`PF0 0 578 .18 ^Ahp C-TSA^Ahp C/TSA family^8 5-148 ^E:1.7e -0 9
1 0 1 2,223 1 0 1 0 0 4,18 6 GPX4_TOBAC Pro b ab le  p ho sp ho lip id  hyd ro p e ro xid e  g lutathio ne  p e ro xid ase  (PHGPx) (EC 1.11.1.12) (Nt-Sub C0 8 )

Nico tiana tab acum (Co mmo n

to b acco )
Cyto p lasm; Oxid o re d uctase ; Pe ro xid ase

SRR122238 _TR720 15_c0 _g 1_i6 _le n=59 0 CAHC_TOBAC
Q:19 2-

59 0 ,H:59 -19 2
6 7.9 1%ID E:2e -59 Carb o nic anhyd rase , chlo ro p lastic PF0 0 48 4.16 ^Pro _CA^Carb o nic anhyd rase ^152-19 0 ^E:5.4e -12 1 -1,349 1 -2,334 1 2,9 76 1 0 0 8 ,48 6 CAHC_TOBAC Carb o nic anhyd rase , chlo ro p lastic (EC 4.2.1.1) (Carb o nate  d e hyd ratase )

Nico tiana tab acum (Co mmo n

to b acco )
Chlo ro p last; Lyase ; Plastid ; Transit p e p tid e ; Zinc

SRR122238 _TR756 8 7_c0 _g 1_i4_le n=1439 DIOX2_ARATH
Q:128 6 -29 7,H:1-

332
6 8 .8 6 %ID E:8 e -171

Pro b ab le  2-o xo g lutarate -d e p e nd e nt d io xyg e nase

At3g 49 6 30

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^8 -136 ^E:1.8 e -

34`PF0 3171.17^2OG-Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^20 2-28 9 ^E:2.2e -22
1 0 ,0 39 0 ,8 11 -0 ,336 1 0 ,137 0 ,79 8 0 ,475 0 4,118 DIOX2_ARATH Pro b ab le  2-o xo g lutarate -d e p e nd e nt d io xyg e nase  At3g 49 6 30  (EC 1.14.11.-) At3g 50 210  F11C1.50

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Dio xyg e nase ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ;

Re fe re nce  p ro te o me

SRR122238 _TR8 2375_c0 _g 2_i1_le n=129 7 XTH32_ARATH
Q:16 2-9 44,H:37-

29 7
73.9 5%ID E:6 e -138

Pro b ab le  xylo g lucan e nd o transg luco sylase /hyd ro lase

p ro te in 32

PF0 0 722.18 ^Glyco _hyd ro _16 ^Glyco syl hyd ro lase s family 16 ^6 1-243^E:4.6 e -

54`PF0 6 9 55.9 ^XET_C^Xylo g lucan e nd o -transg lyco sylase  (XET) C-te rminus^278 -314^E:1.3e -13
0 ,214 0 ,8 6 6 1 -0 ,0 8 6 1 0 ,6 8 3 1 -1,538 0 1,70 6 XTH32_ARATH Pro b ab le  xylo g lucan e nd o transg luco sylase /hyd ro lase  p ro te in 32 (At-XTH32) (XTH-32) (EC 2.4.1.20 7) XTH32 At2g 36 8 70  T1J8 .5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Ap o p last; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te

p ro te o me ; Disulfid e  b o nd ; G lyco sid ase ; Hyd ro lase ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal;

Transfe rase

SRR122238 _TR8 7175_c2_g 1_i1_le n=40 37 POLX_TOBAC
Q:4-3333,H:235-

1323
44.1%ID E:0

Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-

9 4

PF139 76 .3^g ag _p re -inte g rs^GAG-p re -inte g rase  d o main^16 8 -235^E:1.8 e -

14`PF0 0 6 6 5.23^rve ^Inte g rase  co re  d o main^251-36 5^E:5.9 e -26 `PF0 7727.11^RVT_2^Re ve rse

transcrip tase  (RNA-d e p e nd e nt DNA p o lyme rase )^6 25-8 72^E:1.6 e -9 2

0 ,6 9 2 0 ,544 0 ,6 9 2 -1,20 8 1 -0 ,0 3 1 -0 ,9 0 3 0 3,56 1 POLX_TOBAC
Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-9 4 [Includ e s: Pro te ase  (EC 3.4.23.-); Re ve rse

transcrip tase  (EC 2.7.7.49 ); End o nucle ase ]

Nico tiana tab acum (Co mmo n

to b acco )

Asp artyl p ro te ase ; End o nucle ase ; Hyd ro lase ; Me tal-b ind ing ; Nucle ase ;

Nucle o tid yltransfe rase ; Pro te ase ; RNA-d ire cte d  DNA p o lyme rase ; Transfe rase ; Transp o sab le

e le me nt; Zinc; Zinc-fing e r

SRR122238 _TR8 8 0 11_c0 _g 2_i2_le n=59 8 PGKH_TOBAC
Q:2-316 ,H:36 8 -

472
9 7.14%ID E:4e -52 Pho sp ho g lyce rate  kinase , chlo ro p lastic PF0 0 16 2.16 ^PGK^Pho sp ho g lyce rate  kinase ^1-9 7^E:2.2e -39 1 1,0 51 1 1,239 1 1,241 1 1,119 0 10 ,58 1 PGKH_TOBAC Pho sp ho g lyce rate  kinase , chlo ro p lastic (EC 2.7.2.3)

Nico tiana tab acum (Co mmo n

to b acco )
PATHWAY: Carb o hyd rate  b io synthe sis; Calvin cycle .

ATP-b ind ing ; Calvin cycle ; Chlo ro p last; Kinase ; Nucle o tid e -b ind ing ; Plastid ; Transfe rase ;

Transit p e p tid e

SRR122238 _TR8 9 375_c0 _g 1_i7_le n=9 9 9 ACL5_ARATH
Q:717-115,H:29 -

229
79 .6 %ID E:2e -113 The rmo sp e rmine  synthase  ACAULIS5 PF0 156 4.14^Sp e rmine _synth^Sp e rmine /sp e rmid ine  synthase ^41-228 ^E:1e -47 0 ,48 4 0 ,426 0 ,8 32 -0 ,26 0 ,6 23 0 ,36 8 0 ,52 0 ,477 0 2,474 ACL5_ARATH The rmo sp e rmine  synthase  ACAULIS5 (EC 2.5.1.79 )

ACL5 TKV At5g 19 530

T20 D1.50

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Po lyamine  b io synthe sis; Re fe re nce  p ro te o me ;

Transfe rase

SRR12718 57_TR26 57_c0 _g 1_i8 _le n=3347 SYY_MIMIV
Q:19 72-

30 0 0 ,H:10 -342
45.0 9 %ID E:2e -8 6 Tyro sine --tRNA lig ase PF0 0 579 .22^tRNA-synt_1b ^tRNA synthe tase s class I (W and  Y)^6 8 -357^E:9 .8 e -6 7 1 0 ,741 1 -0 ,49 4 1 1,324 0 ,6 29 1,714 0 4,58 1 SYY_MIMIV Tyro sine --tRNA lig ase  (EC 6 .1.1.1) (Tyro syl-tRNA synthe tase ) (TyrRS) YARS MIMI_L124

Acanthamo e b a p o lyp hag a mimivirus

(APMV)

3D-structure ; ATP-b ind ing ; Amino acyl-tRNA synthe tase ; Co mp le te  p ro te o me ; Lig ase ;

Nucle o tid e -b ind ing ; Pro te in b io synthe sis; Re fe re nce  p ro te o me

SRR12718 57_TR4548 _c0 _g 1_i1_le n=8 79 DNJ11_ARATH
Q:332-6 22,H:6 5-

16 1
6 7.35%ID E:4e -38 Chap e ro ne  p ro te in d naJ 11, chlo ro p lastic PF0 0 226 .28 ^DnaJ^DnaJ d o main^112-175^E:2.2e -21 0 ,6 9 2 1,244 0 ,0 0 6 2,534 1 -0 ,0 6 2 0 ,76 -0 ,376 0 2,37 DNJ11_ARATH Chap e ro ne  p ro te in d naJ 11, chlo ro p lastic (AtDjC11) (AtJ11)

ATJ11 C11 J11 At4g 36 0 40

T19 K4.170

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Plastid ; Re fe re nce

p ro te o me ; Transit p e p tid e

SRR12718 57_TR46 45_c1_g 1_i1_le n=119 2 NA NA NA NA NA PF1326 6 .3^DUF40 57^Pro te in o f unkno wn functio n (DUF40 57)^3-214^E:3.6 e -9 7 1 0 ,20 5 0 ,6 9 2 -1,113 1 1,537 1 2,331 0 3,48 5 . . . . . .

SRR12718 57_TR70 6 3_c1_g 1_i2_le n=30 22 SR54C_ARATH
Q:1131-

355,H:30 6 -56 4
8 6 .1%ID E:5e -150 Sig nal re co g nitio n p artic le  54 kDa p ro te in, chlo ro p lastic

PF0 28 8 1.16 ^SRP54_N^SRP54-typ e  p ro te in, he lical b und le  d o main^9 1-16 8 ^E:5.1e -

20 `PF0 6 414.9 ^Ze ta_to xin^Ze ta to xin^18 3-29 2^E:1.7e -0 6 `PF0 0 448 .19 ^SRP54^SRP54-typ e  p ro te in,

GTPase  d o main^18 6 -317^E:6 e -50 `PF0 158 3.17^APS_kinase ^Ad e nylylsulp hate  kinase ^18 6 -

227^E:2.5e -0 5`PF0 2374.12^ArsA_ATPase ^Anio n-transp o rting  ATPase ^18 8 -223^E:2.7e -

0 5`PF0 16 56 .20 ^Cb iA^Co b Q/Co b B/MinD/ParA nucle o tid e  b ind ing  d o main^19 6 -30 5^E:7.1e -0 6

1 -0 ,323 0 ,0 6 6 -3,133 1 -0 ,572 1 -1,46 0 5,9 1 SR54C_ARATH
Sig nal re co g nitio n p artic le  54 kDa p ro te in, chlo ro p lastic (54 chlo ro p last p ro te in) (54CP) (SRP54)

(cp SRP54) (FFC)

FFC CPSRP54 At5g 0 39 40

F8 F6 _150

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Chlo ro p last; Co mp le te  p ro te o me ; GTP-b ind ing ; Nucle o tid e -b ind ing ; Plastid ;

RNA-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Sig nal re co g nitio n p artic le ; Transit

p e p tid e

SRR12718 57_TR770 0 _c0 _g 1_i4_le n=6 6 7 RUXG_ARATH
Q:124-36 3,H:1-

8 0
9 0 %ID E:2e -44 Pro b ab le  small nucle ar rib o nucle o p ro te in G . 1 3,50 2 1 0 1 1,512 1 0 0 7,9 11 RUXG_ARATH Pro b ab le  small nucle ar rib o nucle o p ro te in G (snRNP-G) (Sm p ro te in G) (Sm-G) (SmG) At2g 239 30  T29 E15.13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Nucle us; RNA-b ind ing ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Sp lice o so me ; mRNA p ro ce ssing ; mRNA sp lic ing

SRR12718 57_TR776 6 _c1_g 1_i1_le n=10 23 HSP8 0 _SOLLC
Q:9 75-6 1,H:1-

30 5
9 4.43%ID E:2e -172 He at sho ck co g nate  p ro te in 8 0

PF1358 9 .3^HATPase _c_3^Histid ine  kinase -, DNA g yrase  B-, and  HSP9 0 -like  ATPase ^25-146 ^E:5.3e -

11`PF0 2518 .23^HATPase _c^Histid ine  kinase -, DNA g yrase  B-, and  HSP9 0 -like  ATPase ^27-

18 1^E:1.2e -16 `PF0 0 18 3.15^HSP9 0 ^Hsp 9 0  p ro te in^18 4-30 5^E:1.8 e -43

0 ,132 -1,8 72 0 ,129 3,0 41 1 -0 ,6 41 1 0 ,373 0 1,45 HSP8 0 _SOLLC He at sho ck co g nate  p ro te in 8 0 HSC8 0
So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

ATP-b ind ing ; Chap e ro ne ; Co mp le te  p ro te o me ; Cyto p lasm; Nucle o tid e -b ind ing ; Re fe re nce

p ro te o me ; Stre ss re sp o nse

SRR12718 57_TR9 9 30 _c0 _g 1_i2_le n=16 57 ENDUB_DANRE
Q:1234-440 ,H:7-

275
41.18 %ID E:3e -57 Po ly(U)-sp e cific  e nd o rib o nucle ase -B PF0 9 412.7^Xe nd o U^End o rib o nucle ase  Xe nd o U^8 8 -352^E:5.1e -9 8 0 ,0 43 0 ,6 55 0 ,0 21 0 ,73 0 ,6 26 0 ,274 0 ,474 0 ,36 3 0 3,717 ENDUB_DANRE

Po ly(U)-sp e cific  e nd o rib o nucle ase -B (EC 3.1.-.-) (Pro te in e nd o U-B) (Urid ylate -sp e cific  e nd o rib o nucle ase -

B)
e nd o ub  zg c:110 0 53

Danio  re rio  (Ze b rafish) (Brachyd anio

re rio )

Co mp le te  p ro te o me ; End o nucle ase ; Hyd ro lase ; Mang ane se ; Me tal-b ind ing ; Nucle ase ; RNA-

b ind ing ; Re fe re nce  p ro te o me

SRR12718 57_TR116 6 4_c0 _g 1_i4_le n=8 8 7 BI1L_ARATH
Q:117-79 1,H:24-

251
70 .18 %ID E:6 e -10 0 BI1-like  p ro te in PF0 10 27.17^Bax1-I^Inhib ito r o f ap o p to sis-p ro mo ting  Bax1^6 0 -26 3^E:4.2e -46 0 ,50 2 4,10 8 0 ,226 2,29 6 0 ,50 2 4,0 42 1 0 0 8 ,17 BI1L_ARATH BI1-like  p ro te in At4g 15470  d l3775w FCAALL.58

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane

he lix

SRR12718 57_TR116 6 5_c0 _g 1_i1_le n=59 3 NA NA NA NA NA . 0 ,0 0 5 6 ,19 8 1 0 ,327 0 ,48 9 -0 ,526 0 ,6 56 0 ,30 3 0 3,50 2 . . . . . .

SRR12718 57_TR12243_c0 _g 1_i3_le n=1710 FENR1_TOBAC
Q:158 -

110 5,H:29 -343
8 9 .24%ID E:0

Fe rre d o xin--NADP re d uctase , le af-typ e  iso zyme ,

chlo ro p lastic

PF0 0 9 70 .21^FAD_b ind ing _6 ^Oxid o re d uctase  FAD-b ind ing  d o main^140 -

226 ^E:0 .0 0 0 17`PF0 0 175.18 ^NAD_b ind ing _1^Oxid o re d uctase  NAD-b ind ing  d o main^240 -355^E:8 .2e -

30

1 0 ,324 0 ,0 6 5 -1,49 9 0 ,333 -0 ,6 6 9 0 ,8 8 2 -0 ,2 0 4,8 46 FENR1_TOBAC Fe rre d o xin--NADP re d uctase , le af-typ e  iso zyme , chlo ro p lastic (FNR) (EC 1.18 .1.2) PETH
Nico tiana tab acum (Co mmo n

to b acco )
PATHWAY: Ene rg y me tab o lism; p ho to synthe sis.

Chlo ro p last; Ele ctro n transp o rt; FAD; Flavo p ro te in; Me mb rane ; NADP; Oxid o re d uctase ;

Pho to synthe sis; Plastid ; Thylako id ; Transit p e p tid e ; Transp o rt

SRR12718 57_TR1548 7_c0 _g 1_i2_le n=1173 PPSP1_ARATH
Q:9 9 1-

338 ,H:16 -236
56 .11%ID E:4e -9 4 Ino rg anic p yro p ho sp hatase  1

PF0 6 8 8 8 .9 ^Put_Pho sp hatase ^Putative  Pho sp hatase ^7-235^E:1.2e -8 9 `PF12710 .4^HAD^halo acid

d e halo g e nase -like  hyd ro lase ^7-18 3^E:5.5e -0 9
1 0 ,50 5 1 0 1 0 1 0 0 ,0 0 1 6 ,543 PPSP1_ARATH

Ino rg anic p yro p ho sp hatase  1 (AtPPsPase 1) (PPi p ho sp hatase  1) (Pyro p ho sp hate -sp e cific  p ho sp hatase  1)

(EC 3.6 .1.1) (Pro te in PHOSPHATE STARVATION-INDUCED GENE 2) (AtPS2)
PS2 At1g 730 10  F3N23.21

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Hyd ro lase ; Mag ne sium; Me tal-b ind ing ; Re fe re nce  p ro te o me

SRR12718 57_TR17224_c4_g 3_i1_le n=20 9 3 TBB8 _ARATH
Q:177-8 6 3,H:1-

229
9 5.2%ID E:7e -141 Tub ulin b e ta-8  chain PF0 0 0 9 1.22^Tub ulin^Tub ulin/FtsZ family, GTPase  d o main^3-211^E:4.8 e -6 9 1 0 ,0 71 1 -0 ,2 1 -0 ,59 5 1 -0 ,9 26 0 2,727 TBB8 _ARATH Tub ulin b e ta-8  chain (Be ta-8 -tub ulin)

TUBB8  TUB8  At5g 238 6 0

MRO11.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; Cyto ske le to n; GTP-b ind ing ; Micro tub ule ; Nucle o tid e -b ind ing ;

Re fe re nce  p ro te o me

SRR12718 57_TR18 8 74_c2_g 3_i2_le n=118 4 PTH2_BOVIN
Q:76 1-36 9 ,H:41-

174
43.28 %ID E:8 e -29 Pe p tid yl-tRNA hyd ro lase  2, mito cho nd rial PF0 19 8 1.13^PTH2^Pe p tid yl-tRNA hyd ro lase  PTH2^8 1-19 4^E:5e -45 0 ,6 9 2 -0 ,6 71 1 -0 ,38 5 1 0 ,358 1 0 ,272 0 3,20 7 PTH2_BOVIN Pe p tid yl-tRNA hyd ro lase  2, mito cho nd rial (PTH 2) (EC 3.1.1.29 ) (Bcl-2 inhib ito r o f transcrip tio n) PTRH2 BIT1 Bo s taurus (Bo vine )

Co mp le te  p ro te o me ; Hyd ro lase ; Iso p e p tid e  b o nd ; Mito cho nd rio n; Re fe re nce  p ro te o me ;

Transit p e p tid e ; Ub l co njug atio n

SRR12718 57_TR19 38 3_c0 _g 1_i2_le n=1452 ATCA1_ARATH
Q:9 26 -

216 ,H:29 -26 5
46 .8 4%ID E:1e -8 1 Alp ha carb o nic anhyd rase  1, chlo ro p lastic PF0 0 19 4.18 ^Carb _anhyd rase ^Eukaryo tic-typ e  carb o nic anhyd rase ^35-26 7^E:5.1e -45 1 -0 ,529 1 -0 ,0 8 5 1 -0 ,322 1 -0 ,411 0 5,436 ATCA1_ARATH

Alp ha carb o nic anhyd rase  1, chlo ro p lastic (AtaCA1) (Atalp haCA1) (EC 4.2.1.1) (Alp ha carb o nate

d e hyd ratase  1)

ACA1 CAH1 At3g 52720

F3C22.120

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ; End o p lasmic re ticulum;

Glyco p ro te in; Lyase ; Me tal-b ind ing ; Plastid ; Re fe re nce  p ro te o me ; Sig nal; Zinc

SRR12718 57_TR19 9 9 8 _c0 _g 2_i1_le n=18 40 C8 2G1_ARATH
Q:224-

1732,H:15-512
48 .73%ID E:4e -154 Cyto chro me  P450  8 2G1 PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^42-50 1^E:2.8 e -8 7 0 -4,6 53 0 ,35 0 ,458 0 ,231 0 ,579 0 ,214 -0 ,9 13 0 1,514 C8 2G1_ARATH Cyto chro me  P450  8 2G1 (EC 1.14.-.-) CYP8 2G1 At3g 2518 0  MJL12.5

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Se co nd ary me tab o lite  b io synthe sis; te rp e no id  b io synthe sis.

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; He me ; Iro n; Me mb rane ; Me tal-b ind ing ;

Mo no o xyg e nase ; Oxid o re d uctase ; Plant d e fe nse ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix

SRR12718 57_TR20 126 _c0 _g 2_i1_le n=9 38 NA NA NA NA NA . 1 0 ,9 0 4 1 0 1 0 1 2,235 0 ,0 0 1 4,8 78 . . . . . .

SRR12718 57_TR238 59 _c0 _g 1_i5_le n=18 6 8 TRL11_ARATH
Q:1542-76 6 ,H:1-

248
57.8 5%ID E:3e -77 Thio re d o xin-like  1-1, chlo ro p lastic PF0 0 0 8 5.17^Thio re d o xin^Thio re d o xin^119 -18 6 ^E:9 .3e -13 0 ,8 6 6 -0 ,10 8 0 ,76 1 0 ,127 0 ,18 3 0 ,40 7 0 ,6 48 0 ,151 0 1,72 TRL11_ARATH

Thio re d o xin-like  1-1, chlo ro p lastic (Atyp ical cyste ine /histid ine -rich thio re d o xin 4) (AtACHT4) (Lil ium-typ e

thio re d o xin 1-1)
At1g 0 8 570  F22O13.5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Ele ctro n transp o rt;

Plastid ; Re d o x-active  ce nte r; Re fe re nce  p ro te o me ; Transit p e p tid e ; Transp o rt

SRR12718 57_TR26 0 79 _c0 _g 1_i2_le n=18 6 6 FDFT_NICBE
Q:345-1574,H:1-

410
8 1.71%ID E:0 Sq uale ne  synthase PF0 0 49 4.16 ^SQS_PSY^Sq uale ne /p hyto e ne  synthase ^45-315^E:3.9 e -45 0 ,26 9 0 ,36 0 ,423 -0 ,272 0 ,78 1 0 ,0 9 2 0 ,528 0 ,18 5 0 3,456 FDFT_NICBE

Sq uale ne  synthase  (SQS) (SS) (EC 2.5.1.21) (FPP:FPP farne syltransfe rase ) (Farne syl-d ip ho sp hate

farne syltransfe rase )
Nico tiana b e nthamiana

PATHWAY: Te rp e ne  me tab o lism; lano ste ro l b io synthe sis; lano ste ro l fro m farne syl

d ip ho sp hate : ste p  1/3.

End o p lasmic re ticulum; Iso p re ne  b io synthe sis; Mag ne sium; Me mb rane ; Multifunctio nal

e nzyme ; NADP; Oxid o re d uctase ; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR12718 57_TR26 0 79 _c0 _g 1_i4_le n=18 8 7 FDFT_NICBE
Q:36 6 -

159 5,H:1-410
8 1.71%ID E:0 Sq uale ne  synthase PF0 0 49 4.16 ^SQS_PSY^Sq uale ne /p hyto e ne  synthase ^45-315^E:3.9 e -45 0 ,6 0 8 -0 ,24 0 ,0 0 4 2,38 4 0 ,138 0 ,531 0 ,0 6 4 0 ,6 42 0 7,215 FDFT_NICBE

Sq uale ne  synthase  (SQS) (SS) (EC 2.5.1.21) (FPP:FPP farne syltransfe rase ) (Farne syl-d ip ho sp hate

farne syltransfe rase )
Nico tiana b e nthamiana

PATHWAY: Te rp e ne  me tab o lism; lano ste ro l b io synthe sis; lano ste ro l fro m farne syl

d ip ho sp hate : ste p  1/3.

End o p lasmic re ticulum; Iso p re ne  b io synthe sis; Mag ne sium; Me mb rane ; Multifunctio nal

e nzyme ; NADP; Oxid o re d uctase ; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR12718 57_TR3318 0 _c0 _g 1_i2_le n=10 8 5 RR10 _MESCR
Q:478 -8 37,H:78 -

19 7
8 7.5%ID E:1e -71 30 S rib o so mal p ro te in S10 , chlo ro p lastic . 0 ,0 46 -0 ,478 0 -1,19 7 0 ,124 -0 ,39 1 0 ,46 7 -0 ,18 8 0 7,48 5 RR10 _MESCR 30 S rib o so mal p ro te in S10 , chlo ro p lastic RPS10

Me se mb ryanthe mum crystall inum

(Co mmo n ice  p lant) (Cryo p hytum

crystall inum)

Chlo ro p last; Plastid ; Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e

SRR12718 57_TR33537_c0 _g 1_i1_le n=1236 R10 A3_ARATH
Q:8 9 4-244,H:1-

217
9 1.24%ID E:2e -127 6 0 S rib o so mal p ro te in L10 a-3 PF0 0 6 8 7.18 ^Rib o so mal_L1^Rib o so mal p ro te in L1p /L10 e  family^23-213^E:1.1e -44 1 -1,0 47 1 -1,79 1 1 0 ,79 7 1 0 ,28 4 0 9 ,276 R10 A3_ARATH 6 0 S rib o so mal p ro te in L10 a-3 RPL10 AC At5g 22440  MWD9 .24

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR12718 57_TR38 0 14_c0 _g 1_i13_le n=2357 TCPB_ARATH
Q:1545-

40 0 ,H:146 -527
9 0 .0 5%ID E:0

T-co mp le x p ro te in 1 sub unit b e ta

{ECO:0 0 0 0 30 3|Pub Me d :1159 9 56 0 }
PF0 0 118 .21^Cp n6 0 _TCP1^TCP-1/cp n6 0  chap e ro nin family^2-36 3^E:3.5e -10 2 1 -0 ,0 0 7 0 ,6 29 0 ,9 0 1 1 0 ,27 1 0 ,333 0 5,9 11 TCPB_ARATH T-co mp le x p ro te in 1 sub unit b e ta (TCP-1-b e ta) (CCT-b e ta) (Chap e ro nin CCT2) CCT2 At5g 20 8 9 0  F22D1.6 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Chap e ro ne ; Co mp le te  p ro te o me ; Cyto p lasm; Nucle o tid e -b ind ing ; Re fe re nce

p ro te o me

SRR12718 57_TR40 721_c0 _g 1_i8 _le n=9 76 NA NA NA NA NA PF0 2341.12^Rcb X^Rb cX p ro te in^112-219 ^E:7.5e -35 0 ,256 0 ,438 0 ,0 11 -0 ,8 6 1 0 1 0 0 6 ,8 9 . . . . . .

SRR12718 57_TR43439 _c0 _g 4_i3_le n=29 0 4 GLYM_SOLTU
Q:26 34-

159 1,H:1-347
9 3.9 7%ID E:0 Se rine  hyd ro xyme thyltransfe rase , mito cho nd rial PF0 0 46 4.16 ^SHMT^Se rine  hyd ro xyme thyltransfe rase ^58 -348 ^E:1.6 e -158 0 ,8 75 0 ,0 52 0 ,0 0 7 0 ,771 0 -1,114 0 ,0 0 3 -0 ,718 0 2,713 GLYM_SOLTU

Se rine  hyd ro xyme thyltransfe rase , mito cho nd rial (SHMT) (EC 2.1.2.1) (G lycine  hyd ro xyme thyltransfe rase )

(Se rine  me thylase )
So lanum tub e ro sum (Po tato ) PATHWAY: One -carb o n me tab o lism; te trahyd ro fo late  inte rco nve rsio n.

Co mp le te  p ro te o me ; Mito cho nd rio n; One -carb o n me tab o lism; Pyrid o xal p ho sp hate ;

Re fe re nce  p ro te o me ; Transfe rase ; Transit p e p tid e

SRR12718 57_TR44327_c0 _g 1_i1_le n=19 53 EF1A_TOBAC
Q:18 29 -522,H:1-

436
9 7.9 4%ID E:0 Elo ng atio n facto r 1-alp ha

PF0 0 0 0 9 .24^GTP_EFTU^Elo ng atio n facto r Tu GTP b ind ing  d o main^47-26 2^E:1.3e -

52`PF0 3144.22^GTP_EFTU_D2^Elo ng atio n facto r Tu d o main 2^28 9 -354^E:8 .3e -

15`PF0 3143.14^GTP_EFTU_D3^Elo ng atio n facto r Tu C-te rminal d o main^36 3-470 ^E:4.5e -38

1 -0 ,218 0 ,19 5 1,51 0 ,38 1 1,53 0 ,38 1 1,517 0 5,28 9 EF1A_TOBAC Elo ng atio n facto r 1-alp ha (EF-1-alp ha) (Vitro ne ctin-like  ad he sio n p ro te in 1) (PVN1)
Nico tiana tab acum (Co mmo n

to b acco )

Cyto p lasm; Elo ng atio n facto r; GTP-b ind ing ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Pro te in

b io synthe sis

SRR12718 58 _TR56 6 _c1_g 2_i4_le n=170 9 NA NA NA NA NA
PF0 9 59 8 .7^Stm1_N^Stm1^1-76 ^E:8 .9 e -23`PF0 4774.12^HABP4_PAI-RBP1^Hyaluro nan / mRNA b ind ing

family^155-26 3^E:3.3e -30
1 0 1 0 1 0 1 0 0 9 ,6 39 . . . . . .

SRR12718 58 _TR6 29 _c0 _g 1_i1_le n=2226 NA NA NA NA NA PF0 30 31.15^NIF^NLI inte racting  facto r-l ike  p ho sp hatase ^318 -50 0 ^E:1.3e -18 1 -1,9 22 1 -1,39 1 2,145 1 1,39 5 0 5,324 . . . . . .

SRR12718 58 _TR270 9 _c3_g 4_i4_le n=19 72 EF1A_TOBAC
Q:140 -1447,H:1-

436
9 7.9 4%ID E:0 Elo ng atio n facto r 1-alp ha

PF0 0 0 0 9 .24^GTP_EFTU^Elo ng atio n facto r Tu GTP b ind ing  d o main^52-26 7^E:1.3e -

52`PF0 3144.22^GTP_EFTU_D2^Elo ng atio n facto r Tu d o main 2^29 4-359 ^E:8 .4e -

15`PF0 3143.14^GTP_EFTU_D3^Elo ng atio n facto r Tu C-te rminal d o main^36 8 -475^E:4.6 e -38

0 ,356 -1,28 9 1 -0 ,0 6 1 -0 ,6 41 0 ,6 9 2 -0 ,8 16 0 2,236 EF1A_TOBAC Elo ng atio n facto r 1-alp ha (EF-1-alp ha) (Vitro ne ctin-like  ad he sio n p ro te in 1) (PVN1)
Nico tiana tab acum (Co mmo n

to b acco )

Cyto p lasm; Elo ng atio n facto r; GTP-b ind ing ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Pro te in

b io synthe sis

SRR12718 58 _TR5529 _c1_g 3_i3_le n=1444 NA NA NA NA NA . 1 1,20 6 1 -0 ,0 45 1 0 1 1,0 9 2 0 7,514 . . . . . .

SRR12718 58 _TR7418 _c0 _g 1_i1_le n=2273 CBF5_ARATH
Q:20 14-

6 44,H:16 -46 0
8 2.71%ID E:0 H/ACA rib o nucle o p ro te in co mp le x sub unit 4

PF0 8 0 6 8 .9 ^DKCLD^DKCLD (NUC0 11) d o main^50 -10 7^E:5.6 e -31`PF0 150 9 .15^TruB_N^TruB family

p se ud o urid ylate  synthase  (N te rminal d o main)^111-227^E:2.1e -19 `PF16 19 8 .2^TruB_C_2^tRNA

p se ud o urid ylate  synthase  B C-te rminal d o main^228 -29 4^E:2.8 e -22`PF0 1472.17^PUA^PUA

d o main^29 8 -370 ^E:1.8 e -21

0 ,0 0 1 -1,10 9 0 ,235 0 ,40 6 0 ,235 0 ,8 37 1 -0 ,26 3 0 3,46 1 CBF5_ARATH
H/ACA rib o nucle o p ro te in co mp le x sub unit 4 (EC 5.4.9 9 .-) (CBF5 ho mo lo g ) (Dyske rin) (No p p -140 -

asso ciate d  p ro te in o f 57 kDa ho mo lo g ) (AtNAP57) (Nucle o lar p ro te in NAP57 ho mo lo g )

CBF5 NAP57 At3g 57150

F24I3.230

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Iso me rase ; Nucle us; Pho sp ho p ro te in; RNA-b ind ing ; Re fe re nce

p ro te o me ; Rib o nucle o p ro te in; Rib o so me  b io g e ne sis; rRNA p ro ce ssing

SRR12718 58 _TR156 8 1_c0 _g 1_i1_le n=136 5 NA NA NA NA NA . 1 0 ,9 6 3 1 -1,18 3 1 -1,0 11 1 -2,59 9 0 5,41 . . . . . .

SRR12718 58 _TR26 9 73_c1_g 5_i2_le n=2752 CGS1_ARATH
Q:1230 -

2435,H:16 3-56 3
8 5.8 2%ID E:0

Cystathio nine  g amma-synthase  1, chlo ro p lastic

{ECO:0 0 0 0 30 5}
PF0 10 53.17^Cys_Me t_Me ta_PP^Cys/Me t me tab o lism PLP-d e p e nd e nt e nzyme ^159 -542^E:2.8 e -140 1 1,751 1 0 ,8 49 0 ,50 2 1,9 59 1 1,40 6 0 2,21 CGS1_ARATH

Cystathio nine  g amma-synthase  1, chlo ro p lastic (AtCGS1) (EC 2.5.1.48 ) (METHIONINE

OVERACCUMULATION 1) (O-succinylho mo se rine  (thio l)-lyase )

CGS1 CYS1 MTO1 At3g 0 1120

T4P13.19

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-me thio nine  b io synthe sis via d e  no vo  p athway; L-

cystathio nine  fro m O-succinyl-L-ho mo se rine : ste p  1/1. {ECO:0 0 0 0 30 5}.

Amino -acid  b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ;

Me thio nine  b io synthe sis; Plastid ; Po lymo rp hism; Pyrid o xal p ho sp hate ; Re fe re nce  p ro te o me ;

Transfe rase ; Transit p e p tid e

SRR12718 58 _TR34334_c0 _g 3_i13_le n=428 9 VIP1_HUMAN
Q:3777-

1453,H:6 8 -8 0 8
47.18 %ID E:0

Ino sito l he xakisp ho sp hate  and  d ip ho sp ho ino sito l-

p e ntakisp ho sp hate  kinase  1
PF0 0 328 .19 ^His_Pho s_2^Histid ine  p ho sp hatase  sup e rfamily (b ranch 2)^334-79 5^E:7.6 e -110 1 -0 ,125 1 -0 ,9 0 6 1 -0 ,0 8 2 1 0 ,10 9 0 5,6 6 VIP1_HUMAN

Ino sito l he xakisp ho sp hate  and  d ip ho sp ho ino sito l-p e ntakisp ho sp hate  kinase  1 (EC 2.7.4.21) (EC 2.7.4.24)

(Dip ho sp ho ino sito l p e ntakisp ho sp hate  kinase  1) (Histid ine  acid  p ho sp hatase  d o main-co ntaining  p ro te in

2A) (IP6  kinase ) (Ino sito l p yro p ho sp hate  synthase  1) (InsP6  and  PP-IP5 kinase  1) (VIP1 ho mo lo g ) (hsVIP1)

PPIP5K1 HISPPD2A IP6 K IPS1

KIAA0 377 VIP1
Ho mo  sap ie ns (Human)

ATP-b ind ing ; Alte rnative  sp lic ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; Cyto p lasm; Kinase ;

Me mb rane ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Transfe rase

SRR12718 58 _TR44225_c0 _g 2_i1_le n=6 59 NLTP_VIGUN
Q:50 7-26 5,H:20 -

9 9
57.32%ID E:4e -23 Pro b ab le  no n-sp e cific  l ip id -transfe r p ro te in AKCS9 . 0 ,15 -0 ,528 0 -1,224 0 ,0 23 0 ,8 22 0 -8 ,349 0 2,59 8 NLTP_VIGUN Pro b ab le  no n-sp e cific  l ip id -transfe r p ro te in AKCS9  (LTP) Vig na ung uiculata (Co wp e a) Disulfid e  b o nd ; Lip id -b ind ing ; Sig nal; Transp o rt

SRR12718 58 _TR46 20 6 _c0 _g 1_i2_le n=3711 ANXD2_ARATH
Q:130 1-

2176 ,H:24-316
73.0 4%ID E:1e -148 Anne xin D2 PF1326 6 .3^DUF40 57^Pro te in o f unkno wn functio n (DUF40 57)^38 -220 ^E:1.9 e -9 2 1 0 ,76 5 1 2,474 1 -0 ,20 9 1 3,18 1 0 7,145 ANXD2_ARATH Anne xin D2 (AnnAt2)

ANN2 ANNAT2 At5g 6 50 20

MXK3.27

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Alte rnative  sp lic ing ; Anne xin; Calc ium; Calc ium/p ho sp ho lip id -b ind ing ; Co mp le te

p ro te o me ; Cyto p lasm; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at

SRR12718 58 _TR478 59 _c0 _g 2_i2_le n=1379 EXPA4_ARATH
Q:159 -8 75,H:19 -

257
9 0 .38 %ID E:4e -159 Exp ansin-A4

PF0 3330 .15^DPBB_1^Lytic transg lyco lase ^6 8 -155^E:1.3e -21`PF0 1357.18 ^Po lle n_alle rg _1^Po lle n

alle rg e n^16 6 -243^E:1.6 e -24
1 0 ,0 44 0 ,29 9 -1,58 1 -0 ,26 8 1 -1,142 0 1,6 6 6 EXPA4_ARATH Exp ansin-A4 (AtEXPA4) (Alp ha-e xp ansin-4) (At-EXP4) (AtEx4) (Ath-Exp Alp ha-1.6 )

EXPA4 EXP4 At2g 39 70 0

F17A14.7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ;

Disulfid e  b o nd ; Me mb rane ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR12718 58 _TR48 117_c0 _g 1_i2_le n=26 41 NA NA NA NA NA
PF0 149 0 .15^Aa_trans^Transme mb rane  amino  acid  transp o rte r p ro te in^45-26 2^E:1.2e -

31`PF0 3222.10 ^Trp _Tyr_p e rm^Tryp to p han/tyro sine  p e rme ase  family^46 -26 9 ^E:2e -0 9
1 0 ,234 1 0 1 0 1 0 0 7,59 3 . . . . . .

SRR12718 58 _TR48 724_c0 _g 3_i3_le n=8 53 RL4_PRUAR
Q:8 4-8 51,H:9 -

26 1
8 3.59 %ID E:1e -147 6 0 S rib o so mal p ro te in L4 PF0 0 573.19 ^Rib o so mal_L4^Rib o so mal p ro te in L4/L1 family^30 -26 0 ^E:1.7e -36 1 0 1 0 ,8 9 1 0 1 0 0 ,0 0 1 6 ,574 RL4_PRUAR 6 0 S rib o so mal p ro te in L4 (L1) RPL4

Prunus arme niaca (Ap rico t)

(Arme niaca vulg aris)
Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR12718 58 _TR5116 7_c0 _g 2_i3_le n=2239 NA NA NA NA NA . 1 -1,24 0 -6 ,6 24 0 ,50 2 3,271 0 ,50 2 3,176 0 7,26 2 . . . . . .

SRR12718 58 _TR53419 _c1_g 1_i11_le n=9 6 6 HMGL_IPONI
Q:39 -431,H:1-

126
71.76 %ID E:1e -44 HMG1/2-like  p ro te in

PF0 9 0 11.7^HMG_b o x_2^HMG-b o x d o main^49 -121^E:2.5e -15`PF0 0 50 5.16 ^HMG_b o x^HMG (hig h

mo b ility g ro up ) b o x^52-121^E:1.5e -22
0 ,79 9 -0 ,0 72 0 ,0 16 -0 ,59 5 0 ,0 0 5 1,118 0 ,221 0 ,534 0 1,578 HMGL_IPONI HMG1/2-like  p ro te in

Ip o mo e a nil (Jap ane se  mo rning

g lo ry) (Pharb itis  nil)
DNA-b ind ing ; Nucle us

SRR12718 58 _TR54721_c0 _g 2_i6 _le n=1472 GPX1_HELAN
Q:6 6 9 -

1127,H:14-16 6
78 .43%ID E:3e -71 Glutathio ne  p e ro xid ase  1

PF0 0 255.16 ^GSHPx^Glutathio ne  p e ro xid ase ^2-10 4^E:1.4e -41`PF0 0 578 .18 ^Ahp C-TSA^Ahp C/TSA

family^2-57^E:6 .9 e -0 7`PF0 8 534.7^Re d o xin^Re d o xin^4-55^E:1.4e -0 6
0 ,6 8 9 0 ,20 2 0 ,0 6 9 1,0 59 0 ,0 16 1,49 6 0 ,0 0 3 1,76 3 0 3,75 GPX1_HELAN Glutathio ne  p e ro xid ase  1 (EC 1.11.1.9 ) GPXHA-1

He lianthus annuus (Co mmo n

sunflo we r)
Oxid o re d uctase ; Pe ro xid ase

SRR12718 58 _TR58 0 27_c0 _g 1_i7_le n=2710 SYT1_ARATH
Q:1358 -

238 6 ,H:19 7-541
73.0 4%ID E:2e -175 Synap to tag min-1 PF0 0 16 8 .27^C2^C2 d o main^170 -274^E:8 .8 e -23`PF0 0 16 8 .27^C2^C2 d o main^329 -431^E:1.7e -13 1 -0 ,552 1 0 ,478 1 0 ,58 1 -0 ,212 0 2,8 21 SYT1_ARATH Synap to tag min-1 (NTMC2T1.1) (Synap to tag min A)

SYT1 SYTA At2g 20 9 9 0

F26 H11.25 F5H14.5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Calc ium; Ce ll me mb rane ; Co mp le te  p ro te o me ; End o cyto sis; End o so me ;

Ho st-virus inte ractio n; Lip id -b ind ing ; Me mb rane ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Re p e at;

Transme mb rane ; Transme mb rane  he lix

SRR12718 58 _TR58 10 6 _c0 _g 1_i1_le n=118 1 VDAC1_SOLTU
Q:9 74-450 ,H:1-

175
8 2.8 6 %ID E:4e -10 2 Mito cho nd rial o ute r me mb rane  p ro te in p o rin o f 34 kDa PF0 1459 .19 ^Po rin_3^Eukaryo tic p o rin^5-175^E:3.1e -41 1 0 1 0 1 0 1 0 0 9 ,40 2 VDAC1_SOLTU

Mito cho nd rial o ute r me mb rane  p ro te in p o rin o f 34 kDa (POM 34) (Vo ltag e -d e p e nd e nt anio n-se le ctive

channe l p ro te in) (VDAC)
So lanum tub e ro sum (Po tato )

Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Io n transp o rt; Me mb rane ; Mito cho nd rio n;

Mito cho nd rio n o ute r me mb rane ; Po rin; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  b e ta strand ; Transp o rt

SRR12718 58 _TR6 16 6 5_c1_g 1_i2_le n=440 2 PP329 _ARATH
Q:38 3-

26 6 2,H:4-76 1
48 .6 2%ID E:0 Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in At4g 20 770

PF0 1535.17^PPR^PPR re p e at^74-10 3^E:2.9 e -0 5`PF0 1535.17^PPR^PPR re p e at^10 5-

131^E:0 .0 0 0 43`PF130 41.3^PPR_2^PPR re p e at family^20 3-251^E:3.4e -0 7`PF0 1535.17^PPR^PPR

re p e at^20 6 -235^E:0 .0 0 0 58 `PF0 1535.17^PPR^PPR re p e at^29 3-313^E:0 .0 9 5`PF130 41.3^PPR_2^PPR

re p e at family^319 -36 4^E:2.1e -0 7`PF0 1535.17^PPR^PPR re p e at^321-

351^E:0 .0 0 11`PF0 1535.17^PPR^PPR re p e at^356 -38 2^E:1.3`PF128 54.4^PPR_1^PPR re p e at^38 1-

413^E:4.6 e -0 7`PF130 41.3^PPR_2^PPR re p e at family^38 4-431^E:8 .2e -11`PF0 1535.17^PPR^PPR

re p e at^38 8 -413^E:7.6 e -0 9 `PF0 1535.17^PPR^PPR re p e at^48 8 -517^E:0 .0 56 `PF0 1535.17^PPR^PPR

re p e at^56 1-58 4^E:0 .0 0 6 8 `PF130 41.3^PPR_2^PPR re p e at family^58 6 -6 34^E:1.2e -

11`PF0 1535.17^PPR^PPR re p e at^58 9 -6 18 ^E:7.1e -0 6 `PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at

d o main^6 18 -6 70 ^E:0 .0 0 17`PF0 1535.17^PPR^PPR re p e at^6 25-6 52^E:0 .23`PF0 1535.17^PPR^PPR

re p e at^6 6 1-6 8 3^E:1.3

1 0 ,0 52 1 -1,219 1 0 ,757 1 -0 ,40 6 0 4,9 77 PP329 _ARATH Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in At4g 20 770
PCMP-E35 At4g 20 770

F21C20 .120

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Re p e at

SRR12718 58 _TR6 46 16 _c0 _g 1_i1_le n=8 21 PRS2_SOLTU
Q:327-773,H:1-

152
37.18 %ID E:2e -22 Patho g e ne sis-re late d  p ro te in STH-2 PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^1-147^E:8 .3e -14 1 0 1 0 1 1,279 1 1,249 0 2,39 9 PRS2_SOLTU Patho g e ne sis-re late d  p ro te in STH-2 STH-2 So lanum tub e ro sum (Po tato ) Co mp le te  p ro te o me ; Patho g e ne sis-re late d  p ro te in; Plant d e fe nse ; Re fe re nce  p ro te o me

SRR12718 58 _TR6 49 9 5_c0 _g 1_i1_le n=6 58 NA NA NA NA NA . 0 ,735 -0 ,22 0 ,8 9 5 -0 ,146 0 ,174 -0 ,479 0 ,0 9 5 -0 ,572 0 4,78 9 . . . . . .

SRR12718 59 _TR149 6 _c0 _g 1_i4_le n=1473 RZP23_ORYSJ
Q:253-579 ,H:1-

10 3
79 .8 2%ID E:8 e -45 Se rine /arg inine -rich sp lic ing  facto r RSZ23

PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^4-6 1^E:2.5e -

17`PF0 0 0 9 8 .20 ^zf-CCHC^Zinc knuckle ^9 3-10 8 ^E:8 .2e -0 8
0 ,6 23 -0 ,331 1 0 1 0 0 ,0 17 5,9 19 0 6 ,8 1 RZP23_ORYSJ Se rine /arg inine -rich sp lic ing  facto r RSZ23 (RS-co ntaining  zinc fing e r p ro te in 23) (Os-RSZ23) (Os-RSZp 23)

RSZ23 RSZP23

Os0 2g 0 6 10 6 0 0

LOC_Os0 2g 39 720

OJ1476 _F0 5.20

Oryza sativa sub sp . jap o nica (Rice )
Co mp le te  p ro te o me ; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Zinc; Zinc-fing e r; mRNA

p ro ce ssing ; mRNA sp lic ing

SRR12718 59 _TR2244_c0 _g 4_i3_le n=26 36 SFH8 _ARATH
Q:2320 -46 4,H:1-

6 20
76 %ID E:0

Pho sp hatid ylino sito l/p ho sp hatid ylcho line  transfe r p ro te in

SFH8

PF0 376 5.12^CRAL_TRIO_N^CRAL/TRIO, N-te rminal d o main^10 8 -131^E:1.3e -

0 5`PF0 0 6 50 .17^CRAL_TRIO^CRAL/TRIO d o main^155-321^E:8 e -34
1 0 ,0 33 0 ,50 2 1,79 2 1 0 ,529 1 0 ,214 0 5,6 77 SFH8 _ARATH

Pho sp hatid ylino sito l/p ho sp hatid ylcho line  transfe r p ro te in SFH8  (Pro te in SEC FOURTEEN HOMOLOGS 8 )

(AtSFH8 )
SFH8  At2g 21520  F3K23.28

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Ce ll me mb rane ; Co ile d  co il; Co mp le te  p ro te o me ; Go lg i ap p aratus;

Me mb rane ; Pro te in transp o rt; Re fe re nce  p ro te o me ; Transp o rt

SRR12718 59 _TR70 0 0 _c4_g 1_i1_le n=1423 UBC2_WHEAT
Q:6 46 -

110 1,H:1-152
9 6 .0 5%ID E:6 e -10 3 Ub iq uitin-co njug ating  e nzyme  E2 2 PF0 0 179 .23^UQ_co n^Ub iq uitin-co njug ating  e nzyme ^8 -144^E:1.9 e -52 1 0 ,438 1 0 1 0 ,557 1 -1,39 7 0 8 ,18 3 UBC2_WHEAT

Ub iq uitin-co njug ating  e nzyme  E2 2 (EC 2.3.2.23) (E2 ub iq uitin-co njug ating  e nzyme  2) (Ub iq uitin carrie r

p ro te in 2) (Ub iq uitin-co njug ating  e nzyme  E2-16  kDa) (Ub iq uitin-p ro te in l ig ase  2)
UBC2 UBC1 Triticum ae stivum (Whe at)

PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n. {ECO:0 0 0 0 255|PROSITE-

Pro Rule :PRU0 0 38 8 }.

ATP-b ind ing ; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ; Transfe rase ;

Ub l co njug atio n p athway

SRR12718 59 _TR70 0 0 _c4_g 1_i11_le n=10 8 5 UBC2_WHEAT
Q:29 9 -754,H:1-

152
9 6 .0 5%ID E:2e -10 4 Ub iq uitin-co njug ating  e nzyme  E2 2 PF0 0 179 .23^UQ_co n^Ub iq uitin-co njug ating  e nzyme ^6 6 -20 2^E:5.4e -52 0 ,8 8 9 -0 ,16 6 0 ,26 7 0 ,717 0 ,129 0 ,8 42 0 ,1 0 ,9 19 0 2,154 UBC2_WHEAT

Ub iq uitin-co njug ating  e nzyme  E2 2 (EC 2.3.2.23) (E2 ub iq uitin-co njug ating  e nzyme  2) (Ub iq uitin carrie r

p ro te in 2) (Ub iq uitin-co njug ating  e nzyme  E2-16  kDa) (Ub iq uitin-p ro te in l ig ase  2)
UBC2 UBC1 Triticum ae stivum (Whe at)

PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n. {ECO:0 0 0 0 255|PROSITE-

Pro Rule :PRU0 0 38 8 }.

ATP-b ind ing ; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ; Transfe rase ;

Ub l co njug atio n p athway

SRR12718 59 _TR8 78 8 _c0 _g 1_i2_le n=29 78 UGDH1_SOYBN
Q:120 0 -

26 39 ,H:1-48 0
9 2.29 %ID E:0 UDP-g luco se  6 -d e hyd ro g e nase  1

PF0 3721.11^UDPG_MGDP_d h_N^UDP-g luco se /GDP-manno se  d e hyd ro g e nase  family, NAD b ind ing

d o main^21-20 2^E:5.8 e -6 6 `PF0 0 9 8 4.16 ^UDPG_MGDP_d h^UDP-g luco se /GDP-manno se

d e hyd ro g e nase  family, ce ntral d o main^228 -322^E:7.3e -32`PF0 3720 .12^UDPG_MGDP_d h_C^UDP-

g luco se /GDP-manno se  d e hyd ro g e nase  family, UDP b ind ing  d o main^346 -46 9 ^E:1.5e -37

1 0 ,6 13 1 1,9 12 0 ,6 29 -1,56 3 0 ,6 29 -1,422 0 3,19 6 UGDH1_SOYBN
UDP-g luco se  6 -d e hyd ro g e nase  1 (UDP-Glc d e hyd ro g e nase  1) (UDP-GlcDH 1) (UDPGDH 1) (EC 1.1.1.22)

(Gm-UGD1)
UGD1

Glycine  max (So yb e an) (G lycine

hisp id a)

PATHWAY: Nucle o tid e -sug ar b io synthe sis; UDP-alp ha-D-g lucuro nate  b io synthe sis; UDP-alp ha-

D-g lucuro nate  fro m UDP-alp ha-D-g luco se : ste p  1/1.
Co mp le te  p ro te o me ; NAD; Oxid o re d uctase ; Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR12718 59 _TR10 40 3_c0 _g 3_i6 _le n=16 49 NA NA NA NA NA . 1 -2,32 1 0 ,6 27 1 -0 ,559 1 -0 ,716 0 4,8 9 1 . . . . . .

SRR12718 59 _TR10 543_c2_g 1_i18 _le n=9 6 8 CYSK_SPIOL
Q:246 -9 6 8 ,H:1-

241
8 5.48 %ID E:8 e -140 Cyste ine  synthase PF0 0 29 1.22^PALP^Pyrid o xal-p ho sp hate  d e p e nd e nt e nzyme ^13-239 ^E:6 .7e -52 1 0 ,8 46 1 0 ,442 1 -0 ,158 1 -0 ,48 8 0 1,10 9 CYSK_SPIOL

Cyste ine  synthase  (EC 2.5.1.47) (CSase  A) (O-ace tylse rine  (thio l)-lyase ) (OAS-TL A) (O-ace tylse rine

sulfhyd rylase )
Sp inacia o le race a (Sp inach)

PATHWAY: Amino -acid  b io synthe sis; L-cyste ine  b io synthe sis; L-cyste ine  fro m L-se rine : ste p

2/2.

Amino -acid  b io synthe sis; Cyste ine  b io synthe sis; Cyto p lasm; Dire ct p ro te in se q ue ncing ;

Pyrid o xal p ho sp hate ; Transfe rase

SRR12718 59 _TR1316 3_c0 _g 2_i3_le n=2727 SPX4_ARATH
Q:1347-454,H:1-

30 3
6 2.0 6 %ID E:1e -10 7 SPX d o main-co ntaining  p ro te in 4

PF0 310 5.16 ^SPX^SPX d o main^9 -6 7^E:3.8 e -11`PF0 310 5.16 ^SPX^SPX d o main^78 -122^E:3.5e -

0 7`PF0 310 5.16 ^SPX^SPX d o main^139 -176 ^E:7.8 e -0 9
1 0 ,8 8 5 1 -0 ,48 6 1 0 1 0 0 6 ,6 57 SPX4_ARATH SPX d o main-co ntaining  p ro te in 4 (Pro te in SPX DOMAIN GENE 4) (AtSPX4) SPX4 At5g 15330  F8 M21_220

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR12718 59 _TR1370 3_c0 _g 1_i4_le n=226 7 THO4A_ARATH
Q:258 -9 9 2,H:4-

244
55.6 5%ID E:2e -57 THO co mp le x sub unit 4A

PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^156 -224^E:1.3e -

15`PF138 6 5.3^Fo P_d up licatio n^C-te rminal d up licatio n d o main o f Frie nd  o f PRMT1^254-30 6 ^E:1.8 e -

0 8

1 0 ,575 1 2,6 35 1 1,0 6 1 1,122 0 5,58 6 THO4A_ARATH THO co mp le x sub unit 4A (ALYREF ho mo lo g  1) (AtALY1)
ALY1 THO4A At5g 59 9 50

MMN10 .26

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Nucle us; RNA-b ind ing ; Re fe re nce

p ro te o me ; Transp o rt; mRNA transp o rt

SRR12718 59 _TR139 50 _c0 _g 1_i3_le n=236 9 NA NA NA NA NA PF0 9 40 5.7^Btz^CASC3/Bare ntsz e IF4AIII b ind ing ^142-249 ^E:2.9 e -20 0 ,517 -0 ,9 26 1 -0 ,18 4 1 0 ,232 1 0 0 4,9 42 . . . . . .

SRR12718 59 _TR139 6 2_c2_g 2_i1_le n=1717 TBB6 _MAIZE
Q:144-1433,H:1-

430
9 4.6 5%ID E:0 Tub ulin b e ta-6  chain

PF0 0 0 9 1.22^Tub ulin^Tub ulin/FtsZ family, GTPase  d o main^3-211^E:3.6 e -

6 8 `PF0 39 53.14^Tub ulin_C^Tub ulin C-te rminal d o main^26 1-38 1^E:5.5e -41
1 -0 ,0 9 5 1 0 ,124 1 1,8 6 8 1 2,6 15 0 5,6 53 TBB6 _MAIZE Tub ulin b e ta-6  chain (Be ta-6 -tub ulin) TUBB6  TUB6 Ze a mays (Maize )

Co mp le te  p ro te o me ; Cyto p lasm; Cyto ske le to n; GTP-b ind ing ; Micro tub ule ; Nucle o tid e -b ind ing ;

Re fe re nce  p ro te o me

SRR12718 59 _TR17355_c0 _g 1_i1_le n=1457 FLS_PETHY
Q:1329 -

30 7,H:11-348
76 .0 2%ID E:0 Flavo no l synthase /flavano ne  3-hyd ro xylase

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^43-154^E:1.4e -

25`PF0 3171.17^2OG-Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^20 4-30 0 ^E:3.3e -27
1 0 1 0 1 0 1 0 0 8 ,49 4 FLS_PETHY Flavo no l synthase /flavano ne  3-hyd ro xylase  (FLS) (EC 1.14.11.23) (EC 1.14.11.9 ) FL Pe tunia hyb rid a (Pe tunia) PATHWAY: Se co nd ary me tab o lite  b io synthe sis; flavo no id  b io synthe sis.

Cyto p lasm; Dio xyg e nase ; Flavo no id  b io synthe sis; Iro n; Me tal-b ind ing ; Oxid o re d uctase ;

Vitamin C

SRR12718 59 _TR18 46 1_c0 _g 1_i6 _le n=26 42 AB7G_ARATH
Q:2248 -

443,H:6 5-6 6 6
8 2.23%ID E:0 ABC transp o rte r G family me mb e r 7

PF0 0 0 0 5.24^ABC_tran^ABC transp o rte r^8 7-239 ^E:2.8 e -23`PF0 10 6 1.21^ABC2_me mb rane ^ABC-2

typ e  transp o rte r^38 8 -59 9 ^E:1.2e -41
0 ,524 -0 ,223 0 ,21 -0 ,529 0 ,145 -0 ,6 58 0 ,145 -0 ,6 28 0 ,0 0 1 1,317 AB7G_ARATH

ABC transp o rte r G family me mb e r 7 (ABC transp o rte r ABCG.7) (AtABCG7) (White -b ro wn co mp le x ho mo lo g

p ro te in 7) (AtWBC7)

ABCG7 WBC7 At2g 0 1320

F10 A8 .20

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Me mb rane ; Nucle o tid e -b ind ing ;

Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 59 _TR19 10 3_c0 _g 1_i6 _le n=3375 GLGB_SOLTU
Q:372-230 6 ,H:1-

6 53
77.17%ID E:0 1,4-alp ha-g lucan-b ranching  e nzyme

PF0 29 22.15^CBM_48 ^Carb o hyd rate -b ind ing  mo d ule  48  (Iso amylase  N-te rminal d o main)^134-

217^E:1.6 e -20 `PF0 0 128 .21^Alp ha-amylase ^Alp ha amylase , catalytic d o main^29 8 -39 6 ^E:6 .9 e -11
0 ,211 0 ,738 0 ,40 2 1,128 0 ,111 1,28 5 0 ,59 3 0 ,6 2 0 1,6 8 7 GLGB_SOLTU 1,4-alp ha-g lucan-b ranching  e nzyme  (EC 2.4.1.18 ) (Q-e nzyme ) (Starch-b ranching  e nzyme ) SBE1 SBE So lanum tub e ro sum (Po tato ) PATHWAY: G lycan b io synthe sis; starch b io synthe sis.

Amylo p last; Chlo ro p last; Co mp le te  p ro te o me ; G lyco syltransfe rase ; Plastid ; Re fe re nce

p ro te o me ; Starch b io synthe sis; Transfe rase

SRR12718 59 _TR238 30 _c0 _g 1_i2_le n=19 45 NA NA NA NA NA PF0 478 8 .9 ^DUF6 20 ^Pro te in o f unkno wn functio n (DUF6 20 )^122-378 ^E:4.2e -121 0 ,46 1 1,15 0 ,158 1,6 49 0 ,132 2,172 0 ,6 29 1,19 1 0 6 ,318 . . . . . .

SRR12718 59 _TR25327_c0 _g 1_i1_le n=6 22 H4_SOYBN
Q:20 0 -445,H:22-

10 3
10 0 %ID E:2e -49 Histo ne  H4 . 0 ,319 0 ,9 6 5 0 -6 ,6 8 9 0 ,6 43 -0 ,429 0 ,472 -0 ,6 72 0 6 ,755 H4_SOYBN Histo ne  H4

Glycine  max (So yb e an) (G lycine

hisp id a)

Ace tylatio n; Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Me thylatio n; Nucle o so me  co re ;

Nucle us; Re fe re nce  p ro te o me

SRR12718 59 _TR26 429 _c0 _g 3_i1_le n=10 23 CRD1_ARATH
Q:427-8 9 7,H:1-

158
72.9 6 %ID E:1e -6 2

Mag ne sium-p ro to p o rp hyrin IX mo no me thyl e ste r [o xid ative ]

cyclase , chlo ro p lastic
. 0 -1,8 43 0 ,0 0 9 6 ,0 9 7 0 -5,26 7 0 -1,9 9 6 0 3,48 1 CRD1_ARATH

Mag ne sium-p ro to p o rp hyrin IX mo no me thyl e ste r [o xid ative ] cyclase , chlo ro p lastic (Mg -p ro to p o rp hyrin IX

mo no me thyl e ste r o xid ative  cyclase ) (EC 1.14.13.8 1) (Co p p e r re sp o nse  d e fe ct 1 p ro te in) (Dicarb o xylate

d iiro n p ro te in) (AtZIP) (MPE-cyclase )

CRD1 ACSF AT10 3 CHL27 ZIP

At3g 56 9 40  F24I3.20

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Po rp hyrin-co ntaining  co mp o und  me tab o lism; chlo ro p hyll b io synthe sis.

Alte rnative  sp lic ing ; Chlo ro p hyll b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; Iro n;

Me mb rane ; Me tal-b ind ing ; NADP; Oxid o re d uctase ; Pho to synthe sis; Plastid ; Plastid  inne r

me mb rane ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

SRR12718 59 _TR26 434_c0 _g 1_i1_le n=16 9 5 PSMD4_ARATH
Q:143-130 6 ,H:1-

36 8
6 2.9 2%ID E:2e -143 26 S p ro te aso me  no n-ATPase  re g ulato ry sub unit 4 ho mo lo g

PF13519 .3^VWA_2^vo n Wille b rand  facto r typ e  A d o main^6 -115^E:1.4e -27`PF0 28 0 9 .17^UIM^Ub iq uitin

inte ractio n mo tif^224-237^E:0 .54`PF0 28 0 9 .17^UIM^Ub iq uitin inte ractio n mo tif^29 0 -

30 5^E:0 .0 6 9 `PF0 28 0 9 .17^UIM^Ub iq uitin inte ractio n mo tif^324-338 ^E:0 .55

1 0 1 1,518 1 0 1 0 0 5,76 8 PSMD4_ARATH

26 S p ro te aso me  no n-ATPase  re g ulato ry sub unit 4 ho mo lo g  (26 S p ro te aso me  re g ulato ry sub unit RPN10 )

(AtRPN10 ) (26 S p ro te aso me  re g ulato ry sub unit S5A ho mo lo g ) (Multiub iq uitin chain-b ind ing  p ro te in 1)

(AtMCB1)

RPN10  MBP1 MCB1 At4g 38 6 30

F20 M13.19 0  T9 A14.7

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Pho sp ho p ro te in; Pro te aso me ; Re fe re nce  p ro te o me ; Re p e at

SRR12718 59 _TR28 211_c0 _g 1_i3_le n=9 34 FER3_ARATH
Q:8 19 -36 4,H:1-

155
56 .77%ID E:6 e -57 Fe rre d o xin-3, chlo ro p lastic PF0 0 111.24^Fe r2^2Fe -2S iro n-sulfur c luste r b ind ing  d o main^6 5-138 ^E:2.6 e -21 1 -1,8 6 9 1 1,8 75 1 1,543 1 0 0 8 ,315 FER3_ARATH Fe rre d o xin-3, chlo ro p lastic (AtFd 3) FD3 At2g 27510  F10 A12.19

Arab id o p sis thaliana (Mo use -e ar

cre ss)

2Fe -2S; Ace tylatio n; Chlo ro p last; Co mp le te  p ro te o me ; Ele ctro n transp o rt; Iro n; Iro n-sulfur;

Me tal-b ind ing ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e ; Transp o rt

SRR12718 59 _TR31741_c0 _g 1_i3_le n=28 13 CSC1L_BRAJU
Q:40 5-2549 ,H:1-

713
6 5.6 9 %ID E:0 CSC1-like  p ro te in ERD4

PF139 6 7.3^RSN1_TM^Late  e xo cyto sis, asso ciate d  with Go lg i transp o rt^5-16 5^E:5.5e -

31`PF1470 3.3^PHM7_cyt^Cyto so lic d o main o f 10 TM p utative  p ho sp hate  transp o rte r^18 7-354^E:2.3e -

33`PF0 2714.12^RSN1_7TM^Calcium-d e p e nd e nt channe l, 7TM re g io n, p utative  p ho sp hate ^36 5-

6 36 ^E:8 .8 e -78

0 ,373 0 ,333 0 ,0 0 8 1,377 0 ,9 -0 ,0 9 3 0 ,56 4 0 ,315 0 2,0 0 4 CSC1L_BRAJU CSC1-like  p ro te in ERD4 (Pro te in EARLY-RESPONSIVE TO DEHYDRATION STRESS 4) ERD4
Brassica junce a (Ind ian mustard )

(Sinap is junce a)

Calcium; Chlo ro p last; Io n channe l; Io n transp o rt; Me mb rane ; Plastid ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR12718 59 _TR3258 0 _c0 _g 3_i19 _le n=774 SC6 1A_DICDI
Q:172-753,H:2-

247
52.44%ID E:1e -78 Pro te in transp o rt p ro te in Se c6 1 sub unit alp ha

PF10 559 .6 ^Plug _translo co n^Plug  d o main o f Se c6 1p ^42-76 ^E:2.3e -18 `PF0 0 344.17^Se cY^Se cY

translo case ^77-173^E:5.2e -16
0 ,44 -1,0 39 0 ,129 2,6 35 1 0 ,9 1 1,413 0 1,30 7 SC6 1A_DICDI Pro te in transp o rt p ro te in Se c6 1 sub unit alp ha (Se cre to ry 6 1 co mp le x sub unit alp ha) se c6 1a DDB_G0 278 8 8 5

Dictyo ste lium d isco id e um (Slime

mo ld )

Co mp le te  p ro te o me ; End o p lasmic re ticulum; Me mb rane ; Pro te in transp o rt; Re fe re nce

p ro te o me ; Translo catio n; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 59 _TR3316 6 _c3_g 2_i3_le n=1375 TI20 1_ARATH
Q:9 70 -158 ,H:1-

274
71.17%ID E:1e -114

Pro te in TIC 20 -I, chlo ro p lastic

{ECO:0 0 0 0 30 3|Pub Me d :233720 12}
PF16 16 6 .2^TIC20 ^Chlo ro p last imp o rt ap p aratus Tic20 -like ^9 1-26 5^E:9 .1e -78 1 -0 ,6 8 5 1 -1,343 1 0 ,6 76 1 0 ,76 7 0 6 ,14 TI20 1_ARATH

Pro te in TIC 20 -I, chlo ro p lastic (Translo co n at the  inne r e nve lo p e  me mb rane  o f chlo ro p lasts 20 -I) (AtTIC20 -

I)

TIC20 -I At1g 0 49 40  F13M7.5

F13M7.7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Plastid ; Plastid  inne r me mb rane ; Pro te in

transp o rt; Re fe re nce  p ro te o me ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt



SRR12718 59 _TR38 0 0 7_c0 _g 1_i1_le n=129 0 RS9 2_ARATH
Q:10 8 3-547,H:1-

179
8 9 .9 4%ID E:2e -113 40 S rib o so mal p ro te in S9 -2

PF0 0 16 3.16 ^Rib o so mal_S4^Rib o so mal p ro te in S4/S9  N-te rminal d o main^8 -6 4^E:2.6 e -

0 9 `PF0 1479 .22^S4^S4 d o main^10 9 -152^E:2.7e -11
1 -0 ,6 9 1 1 0 ,6 57 1 -0 ,6 29 1 -0 ,6 29 0 9 ,59 RS9 2_ARATH 40 S rib o so mal p ro te in S9 -2

RPS9 C At5g 39 8 50  MYH19 .1

MYH19 .10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; RNA-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal

p ro te in; rRNA-b ind ing

SRR12718 59 _TR38 9 0 6 _c1_g 1_i6 _le n=79 3 RAN3_ARATH
Q:6 32-48 ,H:5-

19 9
9 9 .49 %ID E:1e -143 GTP-b ind ing  nucle ar p ro te in Ran-3

PF0 0 0 25.18 ^Arf^ADP-rib o sylatio n facto r family^13-139 ^E:2.2e -11`PF0 0 0 71.19 ^Ras^Ras family^15-

171^E:3.2e -50 `PF0 8 477.10 ^Ro c^Ras o f Co mp le x, Ro c, d o main o f DAPkinase ^15-128 ^E:1.3e -

29 `PF0 0 9 10 .19 ^RNA_he licase ^RNA he licase ^17-139 ^E:2.6 e -0 5

0 ,70 5 -0 ,24 0 ,472 0 ,326 0 ,0 25 1,18 4 0 ,412 0 ,50 6 0 1,314 RAN3_ARATH GTP-b ind ing  nucle ar p ro te in Ran-3 (Ras-re late d  nucle ar p ro te in 3) RAN3 At5g 5519 0  MCO15.14
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; GTP-b ind ing ; Nucle o tid e -b ind ing ; Nucle us; Pro te in transp o rt; Re fe re nce

p ro te o me ; Transp o rt

SRR12718 59 _TR416 8 6 _c4_g 1_i1_le n=775 NA NA NA NA NA PF0 249 6 .13^ABA_WDS^ABA/WDS ind uce d  p ro te in^10 9 -18 5^E:1.1e -35 1 -0 ,6 21 1 -0 ,29 9 0 ,50 2 2,139 1 -1,6 9 7 0 1,549 . . . . . .

SRR12718 59 _TR439 8 3_c0 _g 1_i3_le n=18 47 G3PP1_ARATH
Q:20 7-146 6 ,H:1-

422
8 1.8 %ID E:0

Glyce rald e hyd e -3-p ho sp hate  d e hyd ro g e nase  GAPCP1,

chlo ro p lastic

PF0 0 0 44.21^Gp _d h_N^Glyce rald e hyd e  3-p ho sp hate  d e hyd ro g e nase , NAD b ind ing  d o main^8 6 -

234^E:8 .5e -57`PF0 28 0 0 .17^Gp _d h_C^Glyce rald e hyd e  3-p ho sp hate  d e hyd ro g e nase , C-te rminal

d o main^239 -39 6 ^E:3.2e -6 9

1 0 1 0 1 0 1 0 0 7,50 9 G3PP1_ARATH

Glyce rald e hyd e -3-p ho sp hate  d e hyd ro g e nase  GAPCP1, chlo ro p lastic (EC 1.2.1.12) (G lyce rald e hyd e -3-

p ho sp hate  d e hyd ro g e nase  o f p lastid  1) (NAD-d e p e nd e nt g lyce rald e hyd e p ho sp hate  d e hyd ro g e nase

chlo ro p lastic 1)

GAPCP1 At1g 79 530  T8 K14.5
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Chlo ro p last; Co mp le te  p ro te o me ; G lyco lysis; NAD; Oxid o re d uctase ; Plastid ;

Re fe re nce  p ro te o me ; Transit p e p tid e

SRR12718 59 _TR44144_c1_g 2_i2_le n=8 9 5 SP1L1_ARATH
Q:6 9 9 -379 ,H:1-

110
6 4.8 6 %ID E:8 e -29 Pro te in SPIRAL1-like  1 . 1 -0 ,444 1 0 ,0 7 1 0 ,8 21 1 1,48 4 0 6 ,738 SP1L1_ARATH Pro te in SPIRAL1-like  1 SP1L1 At1g 26 355 T1K7.26

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Micro tub ule ; Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR12718 59 _TR45325_c0 _g 1_i8 _le n=239 9 NA NA NA NA NA PF13417.3^GST_N_3^Glutathio ne  S-transfe rase , N-te rminal d o main^141-216 ^E:1.1e -13 1 -0 ,0 37 1 -1,752 1 -1,436 1 -1,0 56 0 6 ,8 8 2 . . . . . .

SRR12718 59 _TR458 49 _c0 _g 1_i1_le n=26 9 5 IQD1_ARATH
Q:1430 -

238 3,H:137-444
47.75%ID E:6 e -70 Pro te in IQ-DOMAIN 1 PF13178 .3^DUF40 0 5^Pro te in o f unkno wn functio n (DUF40 0 5)^228 -29 5^E:0 .0 0 0 15 1 -0 ,432 1 0 ,56 7 1 0 ,0 6 4 1 0 ,349 0 ,0 0 1 2,6 3 IQD1_ARATH Pro te in IQ-DOMAIN 1 IQD1 At3g 0 9 710  F11F8 .30

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Alte rnative  sp lic ing ; Calmo d ulin-b ind ing ; Co mp le te  p ro te o me ; Nucle us; Re fe re nce  p ro te o me

SRR12718 59 _TR47370 _c1_g 1_i3_le n=6 19 NLTP_PRUAV
Q:20 3-532,H:9 -

117
42.73%ID E:2e -23 No n-sp e cific  l ip id -transfe r p ro te in

PF1436 8 .3^LTP_2^Pro b ab le  lip id  transfe r^22-10 9 ^E:3.6 e -

0 6 `PF0 0 234.19 ^Tryp _alp ha_amyl^Pro te ase  inhib ito r/se e d  sto rag e /LTP family^34-118 ^E:1.2e -0 6
0 ,355 -0 ,26 0 ,326 0 ,317 0 ,20 8 0 ,40 9 0 ,0 0 8 -1,0 52 0 2,0 8 8 NLTP_PRUAV No n-sp e cific  l ip id -transfe r p ro te in (LTP) (alle rg e n Pru av 3)

Prunus avium (Che rry) (Ce rasus

avium)
Alle rg e n; Disulfid e  b o nd ; Lip id -b ind ing ; Sig nal; Transp o rt

SRR3420 17_TR148 8 _c1_g 2_i1_le n=176 2 PP153_ARATH
Q:332-

1471,H:20 6 -579
52.11%ID E:2e -138 Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in At2g 156 9 0

PF0 1535.17^PPR^PPR re p e at^16 6 -18 7^E:0 .0 48 `PF0 1535.17^PPR^PPR re p e at^19 2-

220 ^E:0 .0 0 0 32`PF0 1535.17^PPR^PPR re p e at^227-253^E:1.3`PF14432.3^DYW_d e aminase ^DYW

family o f nucle ic acid  d e aminase s^348 -46 2^E:5.3e -34

1 -1,312 1 -0 ,715 1 0 1 0 0 6 ,6 9 8 PP153_ARATH Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in At2g 156 9 0
PCMP-H6 6  At2g 156 9 0

F9 O13.24

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Re p e at

SRR3420 17_TR40 8 4_c1_g 1_i3_le n=70 2 GPX4_MESCR
Q:26 4-70 1,H:1-

147
8 3.6 7%ID E:3e -8 9

Pro b ab le  p ho sp ho lip id  hyd ro p e ro xid e  g lutathio ne

p e ro xid ase

PF0 8 534.7^Re d o xin^Re d o xin^9 7-157^E:2.2e -0 6 `PF0 0 255.16 ^GSHPx^Glutathio ne  p e ro xid ase ^9 8 -

20 6 ^E:4.8 e -43`PF0 0 578 .18 ^Ahp C-TSA^Ahp C/TSA family^9 8 -16 1^E:1.6 e -0 9
1 1,39 8 1 0 1 0 1 0 0 7,9 9 4 GPX4_MESCR Pro b ab le  p ho sp ho lip id  hyd ro p e ro xid e  g lutathio ne  p e ro xid ase  (PHGPx) (EC 1.11.1.12) GPXMC1

Me se mb ryanthe mum crystall inum

(Co mmo n ice  p lant) (Cryo p hytum

crystall inum)

Cyto p lasm; Oxid o re d uctase ; Pe ro xid ase

SRR3420 17_TR6 0 8 5_c1_g 1_i1_le n=9 54 TI20 1_ARATH
Q:6 8 2-2,H:1-

230
6 6 .0 9 %ID E:5e -8 2

Pro te in TIC 20 -I, chlo ro p lastic

{ECO:0 0 0 0 30 3|Pub Me d :233720 12}
PF16 16 6 .2^TIC20 ^Chlo ro p last imp o rt ap p aratus Tic20 -like ^9 1-227^E:7.5e -57 1 0 1 0 ,8 2 1 -2,58 6 1 -2,58 6 0 4,0 54 TI20 1_ARATH

Pro te in TIC 20 -I, chlo ro p lastic (Translo co n at the  inne r e nve lo p e  me mb rane  o f chlo ro p lasts 20 -I) (AtTIC20 -

I)

TIC20 -I At1g 0 49 40  F13M7.5

F13M7.7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Plastid ; Plastid  inne r me mb rane ; Pro te in

transp o rt; Re fe re nce  p ro te o me ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR3420 17_TR719 0 _c0 _g 2_i3_le n=76 0 PS10 B_ARATH
Q:19 9 -759 ,H:3-

19 0
9 2.0 2%ID E:5e -118 26 S p ro te ase  re g ulato ry sub unit S10 B ho mo lo g  B . 1 0 1 0 1 0 1 0 0 6 ,9 9 2 PS10 B_ARATH

26 S p ro te ase  re g ulato ry sub unit S10 B ho mo lo g  B (26 S p ro te aso me  AAA-ATPase  sub unit RPT4b ) (26 S

p ro te aso me  sub unit S10 B ho mo lo g  B) (Re g ulato ry p artic le  trip le -A ATPase  sub unit 4b )
RPT4B At1g 450 0 0  F27F5.8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Nucle o tid e -b ind ing ;

Nucle us; Pro te aso me ; Re fe re nce  p ro te o me

SRR3420 17_TR9 40 4_c0 _g 5_i1_le n=774 SL30 A_ARATH
Q:242-742,H:34-

19 4
6 7.6 6 %ID E:2e -51 Se rine /arg inine -rich SC35-like  sp lic ing  facto r SCL30 A PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^8 6 -155^E:3.2e -20 0 ,5 -0 ,777 1 0 1 0 1 0 0 6 ,8 53 SL30 A_ARATH

Se rine /arg inine -rich SC35-like  sp lic ing  facto r SCL30 A (At-SCL30 A) (AtSCL30 A) (SC35-like  sp lic ing  facto r

30 A) (Se rine /arg inine -rich sp lic ing  facto r 30 A)
SCL30 A At3g 13570  K20 M4.1

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Nucle us; Pho sp ho p ro te in; RNA-b ind ing ; Re fe re nce

p ro te o me ; Sp lice o so me ; mRNA p ro ce ssing ; mRNA sp lic ing

SRR3420 17_TR1130 3_c0 _g 1_i1_le n=1129 NA NA NA NA NA . 0 ,0 0 1 -0 ,8 9 6 0 ,6 8 1 -0 ,16 5 0 ,0 0 1 -0 ,9 8 3 0 ,0 26 -0 ,6 31 0 ,0 0 1 1,29 4 . . . . . .

SRR3420 17_TR11530 _c2_g 1_i2_le n=8 18 R10 A1_ARATH
Q:1-534,H:39 -

216
9 5.51%ID E:8 e -10 7 6 0 S rib o so mal p ro te in L10 a-1 PF0 0 6 8 7.18 ^Rib o so mal_L1^Rib o so mal p ro te in L1p /L10 e  family^4-172^E:6 .8 e -40 1 0 1 0 ,8 79 1 2,126 1 0 0 8 ,118 R10 A1_ARATH 6 0 S rib o so mal p ro te in L10 a-1 RPL10 AA At1g 0 8 36 0  T27G7.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 17_TR126 57_c1_g 1_i1_le n=6 30 USF_AQUPY
Q:534-1,H:26 -

20 7
34.76 %ID E:3e -22 Pro te in usf PF0 1738 .15^DLH^Die ne lacto ne  hyd ro lase  family^9 -125^E:4e -35 0 ,77 -0 ,157 0 ,0 75 0 ,70 9 0 ,273 0 ,36 3 0 ,228 0 ,40 9 0 1,13 USF_AQUPY Pro te in usf usf Aq uife x p yro p hilus

SRR3420 17_TR136 16 _c0 _g 1_i6 _le n=2277 FTZ22_ARATH
Q:314-1744,H:1-

472
74.28 %ID E:0 Ce ll d ivis io n p ro te in FtsZ ho mo lo g  2-2, chlo ro p lastic

PF0 0 0 9 1.22^Tub ulin^Tub ulin/FtsZ family, GTPase  d o main^119 -28 0 ^E:1.5e -

37`PF12327.5^FtsZ_C^FtsZ family, C-te rminal d o main^330 -424^E:7.4e -31
0 ,213 -0 ,39 5 0 ,16 -0 ,50 5 0 ,718 0 ,22 0 ,48 4 0 ,36 5 0 1,0 57 FTZ22_ARATH Ce ll d ivis io n p ro te in FtsZ ho mo lo g  2-2, chlo ro p lastic (AtFtsZ2-2) (Plastid  d ivis io n p ro te in FTSZ2-2) FTSZ2-2 At3g 52750  F3C22.150

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; GTP-b ind ing ; Me mb rane ; Nucle o tid e -b ind ing ; Plastid ;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

SRR3420 17_TR148 52_c1_g 2_i1_le n=1517 NA NA NA NA NA . 1 0 ,0 1 1 0 ,0 13 1 -0 ,0 6 0 ,79 8 -0 ,29 1 0 6 ,453 . . . . . .

SRR3420 17_TR149 6 3_c0 _g 2_i2_le n=9 42 HMGL_IPONI
Q:70 -46 2,H:1-

126
71.76 %ID E:1e -44 HMG1/2-like  p ro te in

PF0 9 0 11.7^HMG_b o x_2^HMG-b o x d o main^37-10 9 ^E:2.1e -15`PF0 0 50 5.16 ^HMG_b o x^HMG (hig h

mo b ility g ro up ) b o x^40 -10 9 ^E:1.2e -22
0 ,113 0 ,444 0 ,0 0 6 -0 ,756 0 ,6 55 0 ,258 0 ,443 -0 ,42 0 4,38 7 HMGL_IPONI HMG1/2-like  p ro te in

Ip o mo e a nil (Jap ane se  mo rning

g lo ry) (Pharb itis  nil)
DNA-b ind ing ; Nucle us

SRR3420 17_TR1516 4_c0 _g 2_i2_le n=28 9 1 NA NA NA NA NA

PF1279 6 .4^Ank_2^Ankyrin re p e ats (3 co p ie s)^19 6 -279 ^E:1.2e -11`PF136 37.3^Ank_4^Ankyrin re p e ats

(many co p ie s)^225-277^E:2.4e -0 6 `PF138 57.3^Ank_5^Ankyrin re p e ats (many co p ie s)^250 -29 8 ^E:2e -

0 6 `PF138 57.3^Ank_5^Ankyrin re p e ats (many co p ie s)^333-38 0 ^E:2.5e -0 6 `PF0 0 0 23.27^Ank^Ankyrin

re p e at^338 -371^E:0 .0 28

1 -0 ,146 0 ,50 2 1,78 3 1 -0 ,76 7 1 -0 ,46 2 0 2,0 51 . . . . . .

SRR3420 17_TR15347_c0 _g 2_i2_le n=1246 NA NA NA NA NA . 0 ,6 43 0 ,36 7 0 ,0 17 -5,8 79 1 -0 ,27 0 ,239 -1,231 0 2,8 8 4 . . . . . .

SRR3420 17_TR16 38 8 _c0 _g 1_i2_le n=8 47 PSAG_ARATH
Q:19 1-6 13,H:27-

16 0
72.34%ID E:7e -6 7 Pho to syste m I re actio n ce nte r sub unit V, chlo ro p lastic PF0 1241.15^PSI_PSAK^Pho to syste m I p saG / p saK^53-144^E:2.5e -26 0 ,28 8 0 ,251 0 -1,58 0 ,0 4 -0 ,453 0 ,232 -0 ,26 1 0 1,0 27 PSAG_ARATH Pho to syste m I re actio n ce nte r sub unit V, chlo ro p lastic (PSI-G)

PSAG At1g 556 70  F20 N2.21

F20 N2.33 F20 N2_3

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Pho to synthe sis; Pho to syste m I; Plastid ;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR3420 17_TR18 70 7_c0 _g 1_i1_le n=159 6 CB23_TOBAC
Q:1136 -342,H:1-

26 5
9 2.45%ID E:2e -178 Chlo ro p hyll a-b  b ind ing  p ro te in 36 , chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^6 6 -231^E:5.2e -50 0 ,546 -0 ,126 0 -0 ,8 17 0 -1,20 7 0 -0 ,9 8 1 0 0 ,8 CB23_TOBAC Chlo ro p hyll a-b  b ind ing  p ro te in 36 , chlo ro p lastic (LHCII typ e  I CAB-36 ) (LHCP) CAB36

Nico tiana tab acum (Co mmo n

to b acco )

Ace tylatio n; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Mag ne sium; Me mb rane ; Me tal-b ind ing ;

Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Thylako id ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR3420 17_TR19 152_c1_g 5_i2_le n=1177 NA NA NA NA NA . 1 -0 ,29 6 1 -0 ,8 6 4 1 0 1 1,36 2 0 4,56 9 . . . . . .

SRR3420 17_TR20 18 0 _c0 _g 2_i6 _le n=118 7 PGL1A_ARATH
Q:122-10 9 3,H:1-

324
72%ID E:1e -140 PGR5-like  p ro te in 1A, chlo ro p lastic . 1 1,6 6 3 1 0 1 0 1 2,428 0 1,157 PGL1A_ARATH PGR5-like  p ro te in 1A, chlo ro p lastic (Fe rre d o xin-p lasto q uino ne  re d uctase  1) PGRL1A At4g 228 9 0  F7H19 .70

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Ele ctro n

transp o rt; Me mb rane ; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 17_TR20 345_c0 _g 2_i3_le n=8 37 NA NA NA NA NA . 1 0 1 0 1 0 1 0 0 7,78 . . . . . .

SRR3420 17_TR2249 5_c2_g 5_i8 _le n=2745 FLS2_ARATH
Q:139 5-

29 5,H:25-46 7
31.0 7%ID E:2e -33 LRR re ce p to r-l ike  se rine /thre o nine -p ro te in kinase  FLS2

PF0 8 26 3.9 ^LRRNT_2^Le ucine  rich re p e at N-te rminal d o main^8 6 -119 ^E:4.2e -

0 5`PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^16 7-18 7^E:0 .0 54`PF138 55.3^LRR_8 ^Le ucine  rich

re p e at^214-272^E:1.1e -0 8 `PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^215-

236 ^E:0 .0 8 1`PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^237-252^E:1.9 `PF138 55.3^LRR_8 ^Le ucine  rich

re p e at^28 3-342^E:6 .8 e -0 9 `PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^30 7-

320 ^E:1.9 `PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^30 8 -326 ^E:0 .31

1 -0 ,0 0 9 1 -1,6 6 8 1 -0 ,50 8 1 -0 ,29 4 0 4,6 42 FLS2_ARATH
LRR re ce p to r-l ike  se rine /thre o nine -p ro te in kinase  FLS2 (EC 2.7.11.1) (Pro te in FLAGELLIN-SENSING 2)

(Pro te in FLAGELLIN-SENSITIVE 2)

FLS2 At5g 46 330  MPL12.13

MPL12.8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; ATP-b ind ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; End o so me ;

Glyco p ro te in; Kinase ; Le ucine -rich re p e at; Me mb rane ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in;

Plant d e fe nse ; Re ce p to r; Re fe re nce  p ro te o me ; Re p e at; Se rine /thre o nine -p ro te in kinase ;

Sig nal; Transfe rase ; Transme mb rane ; Transme mb rane  he lix; Ub l co njug atio n; Ub l co njug atio n

p athway

SRR3420 17_TR2339 8 _c0 _g 5_i1_le n=6 9 7 ALF_SPIOL
Q:152-6 9 7,H:1-

18 2
8 8 .46 %ID E:5e -111 Fructo se -b isp ho sp hate  ald o lase , cyto p lasmic iso zyme PF0 0 274.16 ^Glyco lytic^Fructo se -b isp ho sp hate  ald o lase  class-I^11-18 2^E:3.2e -8 6 1 0 ,372 1 1,50 7 1 0 ,128 1 0 ,416 0 9 ,38 6 ALF_SPIOL Fructo se -b isp ho sp hate  ald o lase , cyto p lasmic iso zyme  (EC 4.1.2.13) Sp inacia o le race a (Sp inach)

PATHWAY: Carb o hyd rate  d e g rad atio n; g lyco lysis; D-g lyce rald e hyd e  3-p ho sp hate  and

g lyce ro ne  p ho sp hate  fro m D-g luco se : ste p  4/4.
Cyto p lasm; G lyco lysis; Lyase ; Schiff b ase

SRR3420 17_TR2339 8 _c0 _g 6 _i1_le n=8 6 1 NA NA NA NA NA . 1 -0 ,20 7 1 0 ,9 9 9 1 -0 ,56 2 1 -0 ,6 52 0 6 ,576 . . . . . .

SRR3420 17_TR236 6 5_c0 _g 6 _i6 _le n=753 NA NA NA NA NA . 1 0 1 0 1 0 ,9 76 1 0 0 6 ,246 . . . . . .

SRR3420 17_TR250 36 _c0 _g 1_i1_le n=56 6 NA NA NA NA NA . 1 0 1 0 1 0 1 0 0 8 ,6 6 5 . . . . . .

SRR3420 17_TR25222_c0 _g 2_i1_le n=129 9 NA NA NA NA NA PF0 49 49 .10 ^Transcrip _act^Transcrip tio nal activato r^23-170 ^E:1.6 e -74 0 ,548 0 ,227 0 -1,474 0 ,6 35 0 ,354 0 ,8 7 0 ,258 0 1,0 31 . . . . . .

SRR3420 17_TR25536 _c0 _g 1_i1_le n=10 37 NDK1_TOBAC
Q:141-58 4,H:1-

148
9 5.9 5%ID E:2e -8 7 Nucle o sid e  d ip ho sp hate  kinase  1 PF0 0 334.16 ^NDK^Nucle o sid e  d ip ho sp hate  kinase ^2-133^E:9 .8 e -55 0 ,0 0 6 -0 ,6 9 6 0 ,0 0 6 0 ,6 56 0 ,0 0 3 0 ,8 31 0 ,40 9 0 ,245 0 10 ,6 43 NDK1_TOBAC

Nucle o sid e  d ip ho sp hate  kinase  1 (EC 2.7.4.6 ) (Nucle o sid e  d ip ho sp hate  kinase  I) (NDK I) (NDP kinase  I)

(NDPK I)

Nico tiana tab acum (Co mmo n

to b acco )

ATP-b ind ing ; Kinase ; Mag ne sium; Me tal-b ind ing ; Nucle o tid e  me tab o lism; Nucle o tid e -b ind ing ;

Pho sp ho p ro te in; Transfe rase

SRR3420 17_TR258 9 2_c2_g 4_i3_le n=1329 POLX_TOBAC
Q:1215-4,H:232-

6 32
40 .44%ID E:3e -9 4

Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-

9 4

PF0 0 0 9 8 .20 ^zf-CCHC^Zinc knuckle ^38 -53^E:0 .0 0 0 23`PF139 76 .3^g ag _p re -inte g rs^GAG-p re -

inte g rase  d o main^20 8 -275^E:2e -15`PF0 0 6 6 5.23^rve ^Inte g rase  co re  d o main^29 1-40 5^E:9 .7e -26
1 1,242 1 -1,171 1 -1,18 1 -1,6 1 0 8 ,39 9 POLX_TOBAC

Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-9 4 [Includ e s: Pro te ase  (EC 3.4.23.-); Re ve rse

transcrip tase  (EC 2.7.7.49 ); End o nucle ase ]

Nico tiana tab acum (Co mmo n

to b acco )

Asp artyl p ro te ase ; End o nucle ase ; Hyd ro lase ; Me tal-b ind ing ; Nucle ase ;

Nucle o tid yltransfe rase ; Pro te ase ; RNA-d ire cte d  DNA p o lyme rase ; Transfe rase ; Transp o sab le

e le me nt; Zinc; Zinc-fing e r

SRR3420 17_TR30 126 _c0 _g 1_i1_le n=130 9 PSBO_SOLTU
Q:1127-8 8 2,H:1-

8 1
8 1.71%ID E:2e -31 Oxyg e n-e vo lving  e nhance r p ro te in 1, chlo ro p lastic . 0 ,249 -0 ,26 2 0 ,422 -0 ,19 4 0 -0 ,9 22 0 ,0 12 -0 ,546 0 0 ,8 38 PSBO_SOLTU

Oxyg e n-e vo lving  e nhance r p ro te in 1, chlo ro p lastic (OEE1) (33 kDa sub unit o f o xyg e n e vo lving  syste m o f

p ho to syste m II) (33 kDa thylako id  me mb rane  p ro te in) (OEC 33 kDa sub unit)
PSBO So lanum tub e ro sum (Po tato )

Chlo ro p last; Co mp le te  p ro te o me ; Mang ane se ; Me mb rane ; Pho to synthe sis; Pho to syste m II;

Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

SRR3420 17_TR33136 _c0 _g 3_i2_le n=370 9 FTSHC_ARATH

Q:118 1-

316 3,H:348 -

10 0 8

8 6 .8 4%ID E:0
ATP-d e p e nd e nt z inc me tallo p ro te ase  FTSH 12,

chlo ro p lastic

PF0 0 0 0 4.26 ^AAA^ATPase  family asso ciate d  with vario us ce llular activitie s (AAA)^140 -276 ^E:6 .2e -

32`PF0 7724.11^AAA_2^AAA d o main (Cd c48  sub family)^140 -

255^E:0 .0 0 0 26 `PF0 1434.15^Pe p tid ase _M41^Pe p tid ase  family M41^36 5-570 ^E:2.4e -23

0 ,8 54 0 ,25 0 ,8 11 0 ,26 3 1 0 ,331 0 ,8 11 0 ,49 2 0 1,8 9 8 FTSHC_ARATH ATP-d e p e nd e nt z inc me tallo p ro te ase  FTSH 12, chlo ro p lastic (AtFTSH12) (EC 3.4.24.-) FTSH12 At1g 79 56 0  T8 K14.2
Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Chlo ro p last; Co mp le te  p ro te o me ; Hyd ro lase ; Me mb rane ; Me tal-b ind ing ;

Me tallo p ro te ase ; Nucle o tid e -b ind ing ; Plastid ; Pro te ase ; Re fe re nce  p ro te o me ; Thylako id ;

Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix; Zinc

SRR3420 17_TR33575_c0 _g 1_i2_le n=6 53 CSN7_ARATH
Q:40 -

348 ,H:156 -258
72.8 2%ID E:2e -37 COP9  sig nalo so me  co mp le x sub unit 7 . 1 0 1 0 1 0 1 0 0 7,6 18 CSN7_ARATH COP9  sig nalo so me  co mp le x sub unit 7 (CSN co mp le x sub unit 7) (Pro te in FUSCA 5)

CSN7 FUS5 At1g 0 20 9 0

T7I23.24 T7I23.25

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; De ve lo p me ntal p ro te in;

Nucle us; Pho sp ho p ro te in; Phyto chro me  sig naling  p athway; Re fe re nce  p ro te o me ;

Sig nalo so me

SRR3420 19 _TR4213_c8 _g 3_i4_le n=119 8 GGAP1_ARATH
Q:6 10 -6 2,H:1-

179
73.22%ID E:3e -77 GDP-L-g alacto se  p ho sp ho rylase  1 . 0 ,10 8 0 ,70 2 1 0 0 -1,70 6 1 0 ,0 12 0 4,18 3 GGAP1_ARATH GDP-L-g alacto se  p ho sp ho rylase  1 (EC 2.7.7.6 9 ) (Pro te in VITAMIN C DEFECTIVE 2) VTC2 At4g 26 8 50  F10 M23.19 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Co facto r b io synthe sis; L-asco rb ate  b io synthe sis via GDP-alp ha-D-manno se

p athway; L-asco rb ate  fro m GDP-alp ha-D-manno se : ste p  2/5.

Asco rb ate  b io synthe sis; Co mp le te  p ro te o me ; Cyto p lasm; Guanine -nucle o tid e  re le asing

facto r; Hyd ro lase ; Nucle o tid e -b ind ing ; Nucle o tid yltransfe rase ; Nucle us; Re fe re nce  p ro te o me ;

Transfe rase

SRR3420 19 _TR8 8 50 _c1_g 4_i1_le n=10 8 5 RL9 _PEA
Q:9 0 5-327,H:1-

19 3
8 7.0 5%ID E:1e -116 6 0 S rib o so mal p ro te in L9

PF0 0 347.20 ^Rib o so mal_L6 ^Rib o so mal p ro te in L6 ^12-8 9 ^E:5.8 e -

12`PF0 0 347.20 ^Rib o so mal_L6 ^Rib o so mal p ro te in L6 ^10 1-18 0 ^E:5e -12
0 ,0 0 4 -0 ,76 5 0 ,556 -0 ,15 0 ,0 17 0 ,8 1 0 ,229 0 ,436 0 4,18 9 RL9 _PEA 6 0 S rib o so mal p ro te in L9  (G ib b e re ll in-re g ulate d  p ro te in GA) RPL9 Pisum sativum (Gard e n p e a) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 19 _TR1148 1_c2_g 8 _i1_le n=150 1 PRX2B_ARATH
Q:175-6 6 0 ,H:1-

16 2
8 1.48 %ID E:2e -9 2 Pe ro xire d o xin-2B

PF0 8 534.7^Re d o xin^Re d o xin^6 4-217^E:1.8 e -34`PF0 0 578 .18 ^Ahp C-TSA^Ahp C/TSA family^6 4-

179 ^E:3e -12
1 -0 ,434 0 ,46 1 -1,441 1 0 ,38 6 1 -0 ,0 9 1 0 1,26 1 PRX2B_ARATH

Pe ro xire d o xin-2B (EC 1.11.1.15) (Pe ro xire d o xin IIB) (Pe ro xire d o xin TPx1) (Thio re d o xin re d uctase  2B)

(Thio re d o xin-d e p e nd e nt p e ro xid ase  1)

PRXIIB TPX1 At1g 6 59 8 0

F12P19 .14

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Antio xid ant; Co mp le te  p ro te o me ; Cyto p lasm; Disulfid e  b o nd ;

Oxid o re d uctase ; Pe ro xid ase ; Re d o x-active  ce nte r; Re fe re nce  p ro te o me

SRR3420 19 _TR18 8 24_c6 _g 1_i2_le n=10 26 NLTP_HELAN
Q:10 7-451,H:1-

114
52.59 %ID E:2e -25 No n-sp e cific  l ip id -transfe r p ro te in

PF1436 8 .3^LTP_2^Pro b ab le  lip id  transfe r^15-10 5^E:1.3e -

0 5`PF0 0 234.19 ^Tryp _alp ha_amyl^Pro te ase  inhib ito r/se e d  sto rag e /LTP family^30 -113^E:9 .6 e -0 8
0 ,26 6 0 ,548 0 ,0 0 3 1,349 0 ,0 0 4 1,217 0 ,0 77 0 ,8 0 1 0 ,0 0 1 1,137 NLTP_HELAN No n-sp e cific  l ip id -transfe r p ro te in (LTP) (NsLTP) (SDI-9 )

He lianthus annuus (Co mmo n

sunflo we r)
Disulfid e  b o nd ; Lip id -b ind ing ; Sig nal; Transp o rt

SRR3420 19 _TR20 49 3_c2_g 5_i2_le n=1742 HHT1_ARATH
Q:16 21-

30 8 ,H:28 -454
33.41%ID E:9 e -59 Ome g a-hyd ro xyp almitate  O-fe rulo yl transfe rase PF0 2458 .12^Transfe rase ^Transfe rase  family^17-453^E:2e -113 0 ,472 -0 ,70 9 1 0 ,0 14 0 ,545 -0 ,537 1 -0 ,0 8 8 0 ,0 0 1 0 ,9 9 9 HHT1_ARATH

Ome g a-hyd ro xyp almitate  O-fe rulo yl transfe rase  (EC 2.3.1.18 8 ) (Ome g a-hyd ro xyacid

hyd ro xycinnamo yltransfe rase ) (Pro te in ALIPHATIC SUBERIN FERULOYL TRANSFERASE)

HHT1 ASFT At5g 410 40

MEE6 .11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Acyltransfe rase ; Alte rnative  sp lic ing ; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ;

Re fe re nce  p ro te o me ; Transfe rase

SRR3420 19 _TR20 56 0 _c4_g 2_i6 _le n=49 78 POLX_TOBAC
Q:349 8 -1,H:1-

1151
40 .54%ID E:0

Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-

9 4

PF14223.3^Re tro tran_g ag _2^g ag -p o lyp e p tid e  o f LTR co p ia-typ e ^59 -18 7^E:1.8 e -33`PF0 0 0 9 8 .20 ^zf-

CCHC^Zinc knuckle ^227-242^E:0 .0 0 0 6 8 `PF139 76 .3^g ag _p re -inte g rs^GAG-p re -inte g rase

d o main^39 7-46 4^E:2.9 e -14`PF0 0 6 6 5.23^rve ^Inte g rase  co re  d o main^48 0 -59 4^E:6 .2e -

26 `PF0 7727.11^RVT_2^Re ve rse  transcrip tase  (RNA-d e p e nd e nt DNA p o lyme rase )^8 54-110 1^E:2.7e -

9 2

1 0 ,0 56 1 0 ,9 8 3 1 0 ,6 22 1 0 ,13 0 8 ,275 POLX_TOBAC
Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-9 4 [Includ e s: Pro te ase  (EC 3.4.23.-); Re ve rse

transcrip tase  (EC 2.7.7.49 ); End o nucle ase ]

Nico tiana tab acum (Co mmo n

to b acco )

Asp artyl p ro te ase ; End o nucle ase ; Hyd ro lase ; Me tal-b ind ing ; Nucle ase ;

Nucle o tid yltransfe rase ; Pro te ase ; RNA-d ire cte d  DNA p o lyme rase ; Transfe rase ; Transp o sab le

e le me nt; Zinc; Zinc-fing e r

SRR3420 19 _TR226 16 _c0 _g 3_i2_le n=10 56 PRU1_PRUAR
Q:79 5-325,H:3-

159
6 1.78 %ID E:5e -59 Majo r alle rg e n Pru ar 1 PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^4-156 ^E:1e -19 0 ,177 -0 ,29 7 0 ,355 0 ,234 1 0 ,0 0 3 0 ,56 5 0 ,139 0 1,0 6 PRU1_PRUAR Majo r alle rg e n Pru ar 1 (alle rg e n Pru ar 1)

Prunus arme niaca (Ap rico t)

(Arme niaca vulg aris)
Alle rg e n; Patho g e ne sis-re late d  p ro te in; Plant d e fe nse

SRR3420 19 _TR29 234_c2_g 1_i6 _le n=720 C72A1_CATRO
Q:118 -720 ,H:1-

20 1
9 8 .0 1%ID E:2e -142 Se co lo g anin synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^9 3-19 5^E:1.7e -10 0 ,133 -0 ,6 15 0 ,38 1 2,0 11 0 ,26 6 0 ,554 0 ,18 3 0 ,6 23 0 ,0 0 1 1,40 5 C72A1_CATRO Se co lo g anin synthase  (SLS) (EC 1.3.3.9 ) (CYPLXXII) (Cyto chro me  P450  72A1) CYP72A1 CYP72 P450 CR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; se co lo g anin b io synthe sis.

Alkalo id  me tab o lism; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP;

Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix; Vacuo le

SRR3420 19 _TR30 344_c1_g 9 _i8 _le n=39 25 IF2C_ARATH
Q:6 23-

349 6 ,H:37-10 10
6 9 .0 9 %ID E:0 Translatio n initiatio n facto r IF-2, chlo ro p lastic

PF0 0 0 0 9 .24^GTP_EFTU^Elo ng atio n facto r Tu GTP b ind ing  d o main^474-6 34^E:4e -

33`PF0 19 26 .20 ^MMR_HSR1^50 S rib o so me -b ind ing  GTPase ^475-58 3^E:5.9 e -

0 8 `PF0 0 0 71.19 ^Ras^Ras family^475-6 33^E:2.4e -0 6 `PF119 8 7.5^IF-2^Translatio n-initiatio n facto r

2^779 -8 70 ^E:3.5e -29

0 ,0 39 1,0 8 1 1 -0 ,18 6 0 ,0 56 -0 ,9 8 3 0 ,28 8 -0 ,50 4 0 1,356 IF2C_ARATH Translatio n initiatio n facto r IF-2, chlo ro p lastic At1g 17220  F20 D23.8
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; GTP-b ind ing ; Initiatio n facto r; Nucle o tid e -b ind ing ; Plastid ;

Pro te in b io synthe sis; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 19 _TR38 59 1_c0 _g 2_i1_le n=725 C3H49 _ARATH
Q:10 5-725,H:3-

176
55.56 %ID E:2e -72 Zinc fing e r CCCH d o main-co ntaining  p ro te in 49

PF0 0 6 42.21^zf-CCCH^Zinc fing e r C-x8 -C-x5-C-x3-H typ e  (and  similar)^157-177^E:1.1e -

0 6 `PF146 0 8 .3^zf-CCCH_2^RNA-b ind ing , Nab 2-typ e  zinc fing e r^16 5-177^E:0 .6 9 `PF146 0 8 .3^zf-

CCCH_2^RNA-b ind ing , Nab 2-typ e  zinc fing e r^19 2-20 8 ^E:0 .0 0 6 8

1 -0 ,574 0 ,254 3,6 1 1 -0 ,6 36 1 -0 ,476 0 3,349 C3H49 _ARATH Zinc fing e r CCCH d o main-co ntaining  p ro te in 49  (AtC3H49 ) At4g 29 19 0  F17A13.10
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Re p e at; Zinc; Zinc-

fing e r

SRR3420 19 _TR38 9 9 4_c3_g 3_i2_le n=16 57 NA NA NA NA NA PF0 50 50 .9 ^Me thyltransf_21^Me thyltransfe rase  Fkb M d o main^6 5-217^E:2.4e -0 5 1 1,9 59 1 2,36 7 0 ,254 3,9 79 1 2,253 0 2,247 . . . . . .

SRR3420 22_TR750 6 _c0 _g 1_i1_le n=119 1 RR6 _ARATH
Q:19 9 -756 ,H:17-

20 6
73.16 %ID E:1e -73 30 S rib o so mal p ro te in S6  alp ha, chlo ro p lastic PF0 1250 .14^Rib o so mal_S6 ^Rib o so mal p ro te in S6 ^9 6 -19 4^E:7.2e -19 0 ,0 31 -0 ,516 0 -1,19 5 0 ,346 -0 ,255 0 ,773 -0 ,0 76 0 6 ,374 RR6 _ARATH 30 S rib o so mal p ro te in S6  alp ha, chlo ro p lastic RPS6  At1g 6 4510  F1N19 .8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; RNA-b ind ing ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e ; rRNA-b ind ing

SRR3420 22_TR10 375_c0 _g 1_i12_le n=2737 OPT7_ARATH
Q:1437-

175,H:346 -76 4
72.21%ID E:0 Olig o p e p tid e  transp o rte r 7 PF0 316 9 .12^OPT^OPT o lig o p e p tid e  transp o rte r p ro te in^12-38 7^E:6 .1e -9 5 0 ,0 0 7 0 ,9 33 0 ,0 0 2 1,31 0 ,0 0 1 1,524 0 ,0 11 1,29 4 0 1,439 OPT7_ARATH Olig o p e p tid e  transp o rte r 7 (AtOPT7) OPT7 At4g 10 770  T12H20 .7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Pe p tid e  transp o rt; Pro te in transp o rt; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 22_TR1229 5_c0 _g 1_i1_le n=2579 RR1_SPIOL
Q:16 33-36 5,H:1-

40 8
8 2.0 8 %ID E:0 30 S rib o so mal p ro te in S1, chlo ro p lastic

PF0 0 575.20 ^S1^S1 RNA b ind ing  d o main^10 9 -18 1^E:8 .1e -0 5`PF0 0 575.20 ^S1^S1 RNA b ind ing

d o main^19 7-26 1^E:1.8 e -0 8 `PF0 0 575.20 ^S1^S1 RNA b ind ing  d o main^274-344^E:3.9 e -22
0 ,39 4 -0 ,50 1 0 ,0 14 -1,49 8 1 -0 ,0 26 0 ,748 0 ,241 0 6 ,0 9 7 RR1_SPIOL 30 S rib o so mal p ro te in S1, chlo ro p lastic (CS1) RPS1 Sp inacia o le race a (Sp inach)

Chlo ro p last; Dire ct p ro te in se q ue ncing ; Plastid ; RNA-b ind ing ; Re p e at; Rib o nucle o p ro te in;

Rib o so mal p ro te in; Transit p e p tid e

SRR3420 22_TR149 27_c0 _g 1_i4_le n=20 19 C7A52_PANGI
Q:1714-28 4,H:1-

479
8 0 .79 %ID E:0 Be ta-amyrin 28 -o xid ase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^36 -451^E:2.2e -59 0 ,56 6 0 ,153 0 ,0 43 0 ,6 17 0 ,0 1 -0 ,6 73 0 ,119 -0 ,39 7 0 ,0 0 1 1,153 C7A52_PANGI Be ta-amyrin 28 -o xid ase  (EC 1.14.13.-) (Cyto chro me  P450  CYP716 A52v2) Panax g inse ng  (Ko re an g inse ng )

He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP; Oxid o re d uctase ;

Transme mb rane ; Transme mb rane  he lix

SRR3420 22_TR1528 4_c5_g 5_i2_le n=230 8 21KD_DAUCA
Q:36 1-

8 46 ,H:28 -18 9
56 .17%ID E:3e -6 0 21 kDa p ro te in . 0 ,241 -0 ,38 9 0 ,111 0 ,6 15 0 ,121 -0 ,8 49 0 ,518 -0 ,324 0 1,315 21KD_DAUCA 21 kDa p ro te in (1.2 p ro te in) Daucus caro ta (Wild  carro t) Sig nal

SRR3420 22_TR179 38 _c0 _g 1_i1_le n=1248 PSD8 A_ARATH
Q:1142-342,H:1-

26 7
8 0 .9 %ID E:2e -149

26 S p ro te aso me  no n-ATPase  re g ulato ry sub unit 8  ho mo lo g

A

PF0 339 9 .13^SAC3_GANP^SAC3/GANP family^8 1-221^E:2.7e -

0 6 `PF10 0 75.6 ^CSN8 _PSD8 _EIF3K^CSN8 /PSMD8 /EIF3K family^10 6 -241^E:8 .1e -28
0 ,50 6 -0 ,21 0 ,24 0 ,374 0 ,343 0 ,356 0 ,59 7 0 ,213 0 6 ,30 3 PSD8 A_ARATH

26 S p ro te aso me  no n-ATPase  re g ulato ry sub unit 8  ho mo lo g  A (26 S p ro te aso me  re g ulato ry sub unit

RPN12a) (AtRPN12a) (26 S p ro te aso me  re g ulato ry sub unit S14 ho mo lo g  A)
RPN12A At1g 6 4520  F1N19 .9

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Co mp le te  p ro te o me ; Cyto kinin s ig naling  p athway; Pro te aso me ; Re fe re nce

p ro te o me ; Ub l co njug atio n

SRR3420 22_TR18 0 74_c0 _g 3_i3_le n=3143 AB26 B_ARATH
Q:428 -

159 7,H:9 9 -48 5
6 9 .23%ID E:3e -16 3 ABC transp o rte r B family me mb e r 26 , chlo ro p lastic PF0 0 6 6 4.20 ^ABC_me mb rane ^ABC transp o rte r transme mb rane  re g io n^137-40 3^E:1e -38 0 ,547 -0 ,354 0 ,8 22 0 ,339 0 ,357 -0 ,725 0 ,471 -0 ,534 0 3,26 7 AB26 B_ARATH

ABC transp o rte r B family me mb e r 26 , chlo ro p lastic (ABC transp o rte r ABCB.26 ) (AtABCB26 ) (Antig e n

p e p tid e  transp o rte r-l ike  1) (Transp o rte r asso ciate d  with antig e n p ro ce ssing -like  p ro te in 1) (AtTAP1)

ABCB26  TAP1 At1g 70 6 10

F24J13.18  F5A18 .21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Nucle o tid e -b ind ing ; Plastid ;

Re fe re nce  p ro te o me ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 22_TR19 8 24_c0 _g 1_i1_le n=56 7 NA NA NA NA NA . 0 ,76 3 -0 ,18 8 0 ,233 -0 ,8 0 8 1 0 1 0 0 7,26 2 . . . . . .

SRR3420 22_TR2159 8 _c2_g 5_i1_le n=49 76 POLX_TOBAC

Q:22-

210 9 ,H:6 46 -

1323

46 .72%ID E:3e -176
Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-

9 4
PF0 7727.11^RVT_2^Re ve rse  transcrip tase  (RNA-d e p e nd e nt DNA p o lyme rase )^217-46 4^E:1.9 e -9 3 0 ,0 0 7 0 ,6 8 6 0 ,0 14 -0 ,6 9 8 0 ,0 8 8 -0 ,48 3 0 ,0 21 -0 ,6 6 4 0 1,43 POLX_TOBAC

Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-9 4 [Includ e s: Pro te ase  (EC 3.4.23.-); Re ve rse

transcrip tase  (EC 2.7.7.49 ); End o nucle ase ]

Nico tiana tab acum (Co mmo n

to b acco )

Asp artyl p ro te ase ; End o nucle ase ; Hyd ro lase ; Me tal-b ind ing ; Nucle ase ;

Nucle o tid yltransfe rase ; Pro te ase ; RNA-d ire cte d  DNA p o lyme rase ; Transfe rase ; Transp o sab le

e le me nt; Zinc; Zinc-fing e r

SRR3420 22_TR2159 8 _c2_g 5_i5_le n=6 9 2 NA NA NA NA NA . 1 0 1 0 1 0 1 0 0 7,10 5 . . . . . .

SRR3420 22_TR23138 _c3_g 3_i12_le n=19 11 PLPD2_ARATH
Q:40 4-

9 9 ,H:456 -557
8 5.29 %ID E:2e -47 Dihyd ro lip o yl d e hyd ro g e nase  2, chlo ro p lastic PF13174.3^TPR_6 ^Te tratrico p e p tid e  re p e at^219 -245^E:0 .0 13 0 ,577 0 ,18 1 0 ,0 48 0 ,576 0 ,176 0 ,50 1 0 ,118 0 ,574 0 1,36 9 PLPD2_ARATH

Dihyd ro lip o yl d e hyd ro g e nase  2, chlo ro p lastic (p tLPD2) (EC 1.8 .1.4) (Dihyd ro lip o amid e  d e hyd ro g e nase  2)

(Pro te in LIPOAMIDE DEHYDROGENASE 2) (Pyruvate  d e hyd ro g e nase  co mp le x E3 sub unit 2) (E3-2) (PDC-E3

2)

LPD2 At4g 16 155 FCAALL.6 1
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ; FAD; Flavo p ro te in; NAD; Oxid o re d uctase ;

Plastid ; Re d o x-active  ce nte r; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 22_TR24136 _c2_g 2_i2_le n=10 19 BT3L4_DANRE
Q:137-50 2,H:1-

123
58 .54%ID E:6 e -41 Transcrip tio n facto r BTF3 ho mo lo g  4 PF0 18 49 .15^NAC^NAC d o main^36 -9 1^E:5.1e -19 0 ,0 6 1 -0 ,719 0 ,6 44 -0 ,175 0 ,70 5 0 ,213 0 ,79 8 0 ,17 0 1,0 9 4 BT3L4_DANRE Transcrip tio n facto r BTF3 ho mo lo g  4 (Basic transcrip tio n facto r 3-like  4) b tf3l4

Danio  re rio  (Ze b rafish) (Brachyd anio

re rio )
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 22_TR26 255_c0 _g 3_i2_le n=70 2 NA NA NA NA NA . 0 ,0 6 5 -1,53 0 ,38 1 -1,6 55 0 -5,8 6 8 0 -8 ,6 6 4 0 ,0 0 1 2,178 . . . . . .

SRR3420 22_TR279 41_c5_g 1_i3_le n=8 8 7 NA NA NA NA NA . 0 ,0 22 1,449 0 ,38 1 1,547 0 ,0 43 2,56 4 0 ,0 43 2,56 9 0 1,16 6 . . . . . .

SRR3420 22_TR29 28 2_c0 _g 2_i1_le n=6 9 3 PSAG_ARATH
Q:552-130 ,H:27-

16 0
72.34%ID E:2e -6 7 Pho to syste m I re actio n ce nte r sub unit V, chlo ro p lastic PF0 1241.15^PSI_PSAK^Pho to syste m I p saG / p saK^53-144^E:2.5e -26 0 ,6 59 -0 ,0 9 3 0 -1,45 0 ,0 0 4 -0 ,59 9 0 ,0 6 5 -0 ,38 2 0 1,478 PSAG_ARATH Pho to syste m I re actio n ce nte r sub unit V, chlo ro p lastic (PSI-G)

PSAG At1g 556 70  F20 N2.21

F20 N2.33 F20 N2_3

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Pho to synthe sis; Pho to syste m I; Plastid ;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR3420 22_TR30 154_c2_g 10 _i4_le n=148 7 PME3_CITSI
Q:1324-5,H:40 -

46 9
71.8 5%ID E:0 Pe ctine ste rase  3

PF0 40 43.12^PMEI^Plant inve rtase /p e ctin me thyle ste rase  inhib ito r^9 1-247^E:1.3e -

28 `PF0 10 9 5.16 ^Pe ctine ste rase ^Pe ctine ste rase ^29 8 -49 2^E:5.2e -9 7
0 ,17 -0 ,425 0 ,0 25 2,473 0 ,29 9 -1,8 72 0 ,0 34 -5,6 32 0 5,0 31 PME3_CITSI Pe ctine ste rase  3 (PE 3) (EC 3.1.1.11) (Pe ctin me thyle ste rase  3)

Citrus s ine nsis (Swe e t o rang e )

(Citrus aurantium var. s ine nsis)

PATHWAY: G lycan me tab o lism; p e ctin d e g rad atio n; 2-d e hyd ro -3-d e o xy-D-g luco nate  fro m

p e ctin: ste p  1/5.

Asp artyl e ste rase ; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Dire ct p ro te in se q ue ncing ;

Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ; Se cre te d ; Sig nal

SRR3420 22_TR3176 5_c1_g 5_i1_le n=18 29 TBB8 _ARATH
Q:9 0 1-18 27,H:1-

30 9
9 8 .0 6 %ID E:0 Tub ulin b e ta-8  chain

PF0 0 0 9 1.22^Tub ulin^Tub ulin/FtsZ family, GTPase  d o main^43-251^E:1.5e -

6 8 `PF0 39 53.14^Tub ulin_C^Tub ulin C-te rminal d o main^30 1-348 ^E:4.9 e -13
0 ,0 6 5 -0 ,48 5 0 ,335 0 ,29 8 0 ,541 0 ,26 0 ,311 0 ,40 7 0 4,59 5 TBB8 _ARATH Tub ulin b e ta-8  chain (Be ta-8 -tub ulin)

TUBB8  TUB8  At5g 238 6 0

MRO11.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; Cyto ske le to n; GTP-b ind ing ; Micro tub ule ; Nucle o tid e -b ind ing ;

Re fe re nce  p ro te o me

SRR3420 22_TR3428 6 _c0 _g 2_i1_le n=1131 NA NA NA NA NA PF116 23.5^DUF3252^Pro te in o f unkno wn functio n (DUF3252)^174-225^E:2e -28 0 ,723 0 ,134 0 -1,78 4 0 ,6 0 2 -0 ,118 0 ,9 4 -0 ,0 19 0 4,8 24 . . . . . .

SRR3420 23_TR10 54_c0 _g 5_i6 _le n=49 15 AB3C_ARATH

Q:9 13-

46 59 ,H:245-

1510

51.9 6 %ID E:0 ABC transp o rte r C family me mb e r 3

PF0 0 6 6 4.20 ^ABC_me mb rane ^ABC transp o rte r transme mb rane  re g io n^28 5-548 ^E:1.4e -

22`PF0 0 0 0 5.24^ABC_tran^ABC transp o rte r^6 19 -749 ^E:3.1e -13`PF0 0 6 6 4.20 ^ABC_me mb rane ^ABC

transp o rte r transme mb rane  re g io n^9 0 1-1135^E:2.5e -28 `PF0 0 0 0 5.24^ABC_tran^ABC

transp o rte r^1229 -1377^E:7.8 e -31

1 0 ,6 57 1 0 ,0 42 1 0 ,534 1 0 ,8 32 0 ,0 0 1 1,543 AB3C_ARATH

ABC transp o rte r C family me mb e r 3 (ABC transp o rte r ABCC.3) (AtABCC3) (EC 3.6 .3.44) (ATP-e ne rg ize d

g lutathio ne  S-co njug ate  p ump  3) (G lutathio ne  S-co njug ate -transp o rting  ATPase  3) (Multid rug  re sistance -

asso ciate d  p ro te in 3)

ABCC3 EST2 MRP3 At3g 130 8 0

MJG19 .3

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Hyd ro lase ; Me mb rane ; Nucle o tid e -

b ind ing ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Re p e at; Transme mb rane ; Transme mb rane

he lix; Transp o rt

SRR3420 23_TR228 0 _c0 _g 1_i4_le n=757 NA NA NA NA NA
PF139 20 .3^zf-C3HC4_3^Zinc fing e r, C3HC4 typ e  (RING fing e r)^72-118 ^E:8 .9 e -0 7`PF136 39 .3^zf-

RING_2^Ring  fing e r d o main^73-113^E:1.5e -0 7
1 0 1 0 1 0 1 1,0 41 0 7,0 6 5 . . . . . .

SRR3420 23_TR3519 _c2_g 1_i1_le n=10 6 4 PLAS_SOLLC
Q:219 -

6 9 5,H:11-170
76 .54%ID E:3e -6 7 Plasto cyanin, chlo ro p lastic PF0 0 127.17^Co p p e r-b ind ^Co p p e r b ind ing  p ro te ins, p lasto cyanin/azurin family^73-170 ^E:4.2e -36 0 ,249 -0 ,244 0 -1,228 0 -0 ,78 8 0 ,0 0 7 -0 ,56 3 0 0 ,9 51 PLAS_SOLLC Plasto cyanin, chlo ro p lastic PETE

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Chlo ro p last; Co mp le te  p ro te o me ; Co p p e r; Ele ctro n transp o rt; Me mb rane ; Me tal-b ind ing ;

Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transp o rt

SRR3420 23_TR8 311_c1_g 4_i6 _le n=110 5 Y556 6 _ARATH
Q:6 9 5-339 ,H:1-

117
6 3.0 3%ID E:8 e -36 Uncharacte rize d  p ro te in At5g 6 56 6 0 . 0 ,18 7 -0 ,58 6 0 ,0 16 -1,143 1 0 ,355 0 ,517 -0 ,741 0 5,9 34 Y556 6 _ARATH Uncharacte rize d  p ro te in At5g 6 56 6 0 At5g 6 56 6 0  K21L13.18

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane

he lix

SRR3420 23_TR9 121_c5_g 1_i3_le n=16 25 TBB7_GOSHI
Q:8 2-1359 ,H:1-

426
9 4.8 4%ID E:0 Tub ulin b e ta-7 chain

PF0 0 0 9 1.22^Tub ulin^Tub ulin/FtsZ family, GTPase  d o main^3-211^E:4e -

6 9 `PF0 39 53.14^Tub ulin_C^Tub ulin C-te rminal d o main^26 1-38 1^E:5.8 e -41
0 ,0 8 9 -0 ,42 0 ,444 -0 ,20 3 0 ,257 -0 ,9 0 3 0 ,8 74 0 ,129 0 8 ,8 52 TBB7_GOSHI Tub ulin b e ta-7 chain (Be ta-7-tub ulin)

Go ssyp ium hirsutum (Up land  co tto n)

(Go ssyp ium me xicanum)
Cyto p lasm; Cyto ske le to n; GTP-b ind ing ; Micro tub ule ; Nucle o tid e -b ind ing

SRR3420 23_TR10 6 16 _c0 _g 1_i5_le n=418 4 ACA11_ARATH
Q:36 8 4-

49 3,H:1-10 21
6 7.8 6 %ID E:0

Putative  calc ium-transp o rting  ATPase  11, p lasma

me mb rane -typ e

PF12515.5^CaATP_NAI^Ca2+-ATPase  N te rminal auto inhib ito ry d o main^7-50 ^E:2.4e -

15`PF0 0 6 9 0 .23^Catio n_ATPase _N^Catio n transp o rte r/ATPase , N-te rminus^154-218 ^E:1.7e -

15`PF0 0 122.17^E1-E2_ATPase ^E1-E2 ATPase ^238 -477^E:3.4e -45`PF0 0 70 2.23^Hyd ro lase ^halo acid

d e halo g e nase -like  hyd ro lase ^48 4-8 0 1^E:2.5e -22`PF13246 .3^Catio n_ATPase ^Catio n transp o rt

ATPase  (P-typ e )^540 -6 24^E:3.7e -18 `PF0 0 6 8 9 .18 ^Catio n_ATPase _C^Catio n transp o rting  ATPase , C-

te rminus^8 72-10 46 ^E:6 .9 e -45

0 ,6 9 -0 ,148 0 ,0 0 7 1,246 0 ,79 9 -0 ,10 9 0 ,325 0 ,36 8 0 ,0 0 1 1,71 ACA11_ARATH Putative  calc ium-transp o rting  ATPase  11, p lasma me mb rane -typ e  (EC 3.6 .3.8 ) (Ca(2+)-ATPase  iso fo rm 11) ACA11 At3g 57330  F28 O9 .18 0
Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Calc ium; Calc ium transp o rt; Calmo d ulin-b ind ing ; Co mp le te  p ro te o me ;

Hyd ro lase ; Io n transp o rt; Mag ne sium; Me mb rane ; Me tal-b ind ing ; Nucle o tid e -b ind ing ;

Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 23_TR18 177_c2_g 1_i2_le n=156 4 CLPAA_SOLLC
Q:10 12-2,H:249 -

58 6
9 5.27%ID E:0

ATP-d e p e nd e nt Clp  p ro te ase  ATP-b ind ing  sub unit Clp A

ho mo lo g  CD4A, chlo ro p lastic

PF0 0 0 0 4.26 ^AAA^ATPase  family asso ciate d  with vario us ce llular activitie s (AAA)^46 -16 2^E:2.8 e -

15`PF0 7728 .11^AAA_5^AAA d o main (d yne in-re late d  sub family)^46 -124^E:2.3e -

0 5`PF0 2151.16 ^UVR^UvrB/uvrC mo tif^258 -29 3^E:3.1e -0 9

0 ,0 79 -0 ,8 49 1 1,712 0 ,0 52 -1,541 0 ,452 -0 ,6 12 0 1,541 CLPAA_SOLLC ATP-d e p e nd e nt Clp  p ro te ase  ATP-b ind ing  sub unit Clp A ho mo lo g  CD4A, chlo ro p lastic CD4A
So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

ATP-b ind ing ; Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ; Plastid ;

Re fe re nce  p ro te o me ; Re p e at; Transit p e p tid e

SRR3420 23_TR20 116 _c0 _g 1_i1_le n=534 NA NA NA NA NA . 0 ,534 0 ,18 6 0 -1,758 0 -2,0 49 0 -2,412 0 ,0 0 1 1,176 . . . . . .

SRR3420 23_TR20 46 4_c3_g 13_i1_le n=9 52 NA NA NA NA NA

PF139 20 .3^zf-C3HC4_3^Zinc fing e r, C3HC4 typ e  (RING fing e r)^48 -9 4^E:3.2e -0 9 `PF136 39 .3^zf-

RING_2^Ring  fing e r d o main^49 -8 9 ^E:8 .9 e -0 9 `PF14447.3^Pro k-RING_4^Pro karyo tic RING fing e r

family 4^51-9 3^E:1.2e -0 7`PF0 0 0 9 7.22^zf-C3HC4^Zinc fing e r, C3HC4 typ e  (RING fing e r)^51-

8 8 ^E:1.6 e -0 6 `PF13445.3^zf-RING_UBOX^RING-typ e  zinc-fing e r^51-8 6 ^E:0 .0 0 0 46

0 ,5 -0 ,532 0 ,19 5 -1,479 1 -0 ,33 1 -1,0 13 0 7,229 . . . . . .

SRR3420 23_TR2220 7_c3_g 7_i4_le n=16 0 3 NAGK_DICDI
Q:1257-29 8 ,H:4-

316
37.58 %ID E:2e -59 N-ace tyl-D-g luco samine  kinase PF0 18 6 9 .17^BcrAD_Bad FG^Bad F/Bad G/BcrA/BcrD ATPase  family^12-326 ^E:3.7e -57 0 ,8 0 2 0 ,115 0 ,8 12 0 ,0 8 7 0 ,152 0 ,8 38 0 ,25 0 ,6 44 0 7,457 NAGK_DICDI N-ace tyl-D-g luco samine  kinase  (N-ace tylg luco samine  kinase ) (EC 2.7.1.59 ) (G lcNAc kinase ) nag k DDB_G0 28 4433

Dictyo ste lium d isco id e um (Slime

mo ld )

ATP-b ind ing ; Co mp le te  p ro te o me ; Kinase ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ;

Transfe rase

SRR3420 23_TR2349 4_c5_g 1_i1_le n=6 51 PREP2_ARATH
Q:438 -1,H:40 -

18 0
6 6 .44%ID E:8 e -51 Pre se q ue nce  p ro te ase  2, chlo ro p lastic/mito cho nd rial . 1 0 1 0 1 0 1 0 0 8 ,749 PREP2_ARATH

Pre se q ue nce  p ro te ase  2, chlo ro p lastic/mito cho nd rial (AtPre P2) (Pre P 2) (EC 3.4.24.-) (Zinc

me tallo p ro te ase  2) (AtZnMP2)

PREP2 ZNMP2 At1g 49 6 30

F14J22.13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Hyd ro lase ; Mag ne sium; Me tal-b ind ing ; Me tallo p ro te ase ;

Mito cho nd rio n; Plastid ; Pro te ase ; Re fe re nce  p ro te o me ; Transit p e p tid e ; Zinc

SRR3420 23_TR2370 1_c1_g 3_i1_le n=118 0 CLPR2_ARATH
Q:10 73-228 ,H:1-

279
73.0 5%ID E:5e -149

ATP-d e p e nd e nt Clp  p ro te ase  p ro te o lytic sub unit-re late d

p ro te in 2, chlo ro p lastic {ECO:0 0 0 0 30 3|Pub Me d :1129 9 370 }
PF0 0 574.20 ^CLP_p ro te ase ^Clp  p ro te ase ^8 9 -26 4^E:1.8 e -6 3 0 ,28 7 -0 ,29 0 ,0 0 9 -0 ,755 0 ,528 -0 ,18 8 0 ,374 -0 ,26 6 0 7,40 5 CLPR2_ARATH ATP-d e p e nd e nt Clp  p ro te ase  p ro te o lytic sub unit-re late d  p ro te in 2, chlo ro p lastic (Clp R2) (nClp P2)

CLPR2 NCLPP2 At1g 12410

F5O11.13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Plastid ; Re fe re nce

p ro te o me ; Transit p e p tid e

SRR3420 23_TR2539 6 _c0 _g 3_i4_le n=549 MD36 B_ARATH
Q:357-50 6 ,H:6 7-

116
8 4%ID E:2e -22

Pro b ab le  me d iato r o f RNA p o lyme rase  II transcrip tio n

sub unit 36 b
PF0 126 9 .14^Fib ril larin^Fib ril larin^77-117^E:1.9 e -0 9 1 2,56 2 1 0 1 1,224 1 -1,9 14 0 7,36 1 MD36 B_ARATH

Pro b ab le  me d iato r o f RNA p o lyme rase  II transcrip tio n sub unit 36 b  (Histo ne -g lutamine  me thyltransfe rase )

(SKP1-inte racting  p artne r 7) (rRNA 2' -O-me thyltransfe rase  fib ril larin 1) (EC 2.1.1.-)

MED36 B FBR1 FIB1 MED36 _2

SKIP7 At5g 52470  K24M7.22

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Me thyltransfe rase ; Nucle us; RNA-b ind ing ;

Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; S-ad e no syl-L-me thio nine ; Transcrip tio n;

Transcrip tio n re g ulatio n; Transfe rase ; rRNA p ro ce ssing

SRR3420 23_TR256 14_c1_g 6 _i1_le n=732 METK1_CATRO
Q:58 9 -2,H:1-

19 6
9 9 .49 %ID E:2e -141 S-ad e no sylme thio nine  synthase  1

PF0 0 438 .17^S-Ad o Me t_synt_N^S-ad e no sylme thio nine  synthe tase , N-te rminal d o main^4-10 1^E:1.9 e -

43`PF0 2772.13^S-Ad o Me t_synt_M^S-ad e no sylme thio nine  synthe tase , ce ntral d o main^117-19 6 ^E:1e -

32

0 ,10 3 1,59 0 ,50 2 3,8 34 0 ,0 0 1 -3,746 0 -6 ,8 15 0 1,31 METK1_CATRO
S-ad e no sylme thio nine  synthase  1 (Ad o Me t synthase  1) (EC 2.5.1.6 ) (Me thio nine  ad e no syltransfe rase  1)

(MAT 1)
SAMS1

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Amino -acid  b io synthe sis; S-ad e no syl-L-me thio nine  b io synthe sis; S-ad e no syl-L-

me thio nine  fro m L-me thio nine : ste p  1/1.

ATP-b ind ing ; Co b alt; Cyto p lasm; Mag ne sium; Mang ane se ; Me tal-b ind ing ; Nucle o tid e -b ind ing ;

One -carb o n me tab o lism; Po tassium; Transfe rase

SRR3420 23_TR27473_c2_g 11_i6 _le n=6 9 8 ILV5_ARATH
Q:1-459 ,H:19 7-

349
9 4.12%ID E:1e -8 8 Ke to l-acid  re d ucto iso me rase , chlo ro p lastic

PF0 79 9 1.9 ^IlvN^Ace to hyd ro xy acid  iso me ro re d uctase , NADPH-b ind ing  d o main^4-9 8 ^E:6 .1e -

13`PF0 1450 .16 ^IlvC^Ace to hyd ro xy acid  iso me ro re d uctase , catalytic d o main^10 7-16 4^E:2.9 e -17
0 ,0 14 -0 ,9 9 9 0 ,79 3 -0 ,211 0 ,48 4 -0 ,457 0 ,9 0 ,11 0 8 ,40 8 ILV5_ARATH

Ke to l-acid  re d ucto iso me rase , chlo ro p lastic (EC 1.1.1.8 6 ) (Ace to hyd ro xy-acid  re d ucto iso me rase ) (Alp ha-

ke to -b e ta-hyd ro xylacyl re d ucto iso me rase )
At3g 58 6 10  F14P22.20 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-iso le ucine  b io synthe sis; L-iso le ucine  fro m 2-

o xo b utano ate : ste p  2/4.; PATHWAY: Amino -acid  b io synthe sis; L-valine  b io synthe sis; L-valine

fro m p yruvate : ste p  2/4.

Amino -acid  b io synthe sis; Branche d -chain amino  acid  b io synthe sis; Chlo ro p last; Co mp le te

p ro te o me ; Mag ne sium; Me tal-b ind ing ; NADP; Oxid o re d uctase ; Plastid ; Re fe re nce  p ro te o me ;

Transit p e p tid e

SRR3420 23_TR2756 0 _c2_g 1_i2_le n=58 8 NA NA NA NA NA . 1 -0 ,379 1 -0 ,8 13 1 0 ,79 4 0 ,29 9 1,70 5 0 1,0 42 . . . . . .

SRR3420 23_TR29 8 71_c4_g 1_i1_le n=9 45 GPX8 _ARATH
Q:120 -6 14,H:2-

16 6
79 .39 %ID E:7e -9 5 Pro b ab le  g lutathio ne  p e ro xid ase  8

PF0 0 255.16 ^GSHPx^Glutathio ne  p e ro xid ase ^37-145^E:8 .7e -42`PF0 0 578 .18 ^Ahp C-TSA^Ahp C/TSA

family^37-9 8 ^E:5.4e -0 8
0 ,9 12 -0 ,0 8 2 0 ,458 -0 ,424 0 ,35 0 ,58 7 0 ,35 0 ,6 0 6 ,8 8 2 GPX8 _ARATH Pro b ab le  g lutathio ne  p e ro xid ase  8  (EC 1.11.1.9 ) GPX8  At1g 6 346 0  F2K11.16

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Oxid o re d uctase ; Pe ro xid ase ; Re fe re nce  p ro te o me

SRR3420 23_TR310 10 _c0 _g 1_i3_le n=6 39 P2B11_ARATH
Q:9 3-58 4,H:8 8 -

255
36 .6 9 %ID E:2e -21 F-b o x p ro te in PP2-B11 PF1429 9 .3^PP2^Phlo e m p ro te in 2^37-19 4^E:4.2e -32 1 0 1 0 1 0 1 0 0 1,46 9 P2B11_ARATH F-b o x p ro te in PP2-B11 (Pro te in PHLOEM PROTEIN 2-LIKE B11) (AtPP2-B11) (SKP1-inte racting  p artne r 12)

PP2B11 SKIP12 At1g 8 0 110

F18 B13.19

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n. Co mp le te  p ro te o me ; Nucle us; Re fe re nce  p ro te o me ; Ub l co njug atio n p athway

SRR3420 23_TR316 72_c2_g 2_i4_le n=9 27 KSG10 _ARATH
Q:6 10 -2,H:1-

19 9
76 .8 5%ID E:3e -10 8 Shag g y-re late d  p ro te in kinase  kap p a

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^8 9 -20 3^E:5.6 e -20 `PF0 7714.14^Pkinase _Tyr^Pro te in

tyro sine  kinase ^9 0 -20 3^E:4.2e -10
1 0 1 0 1 0 1 0 0 6 ,753 KSG10 _ARATH Shag g y-re late d  p ro te in kinase  kap p a (EC 2.7.11.1) (ASK-kap p a) (AtK-1) ASK10  At1g 0 9 8 40  F21M12.23

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Kinase ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re fe re nce

p ro te o me ; Se rine /thre o nine -p ro te in kinase ; Transfe rase

SRR6 46 572_TR429 _c0 _g 1_i4_le n=128 6 NA NA NA NA NA . 1 -0 ,6 34 1 0 1 -1,0 52 1 -1,0 52 0 7,36 8 . . . . . .

SRR6 46 572_TR140 8 _c1_g 1_i3_le n=150 2 POLX_TOBAC
Q:6 4-150 0 ,H:5-

48 4
33.0 6 %ID E:1e -74

Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-

9 4

PF14223.3^Re tro tran_g ag _2^g ag -p o lyp e p tid e  o f LTR co p ia-typ e ^39 -16 9 ^E:1.8 e -33`PF0 0 0 9 8 .20 ^zf-

CCHC^Zinc knuckle ^20 9 -224^E:0 .0 0 0 24`PF139 76 .3^g ag _p re -inte g rs^GAG-p re -inte g rase

d o main^379 -446 ^E:2.1e -11

0 ,732 0 ,6 8 1 0 ,159 1 0 ,0 6 2 1 -0 ,9 78 0 3,8 8 9 POLX_TOBAC
Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-9 4 [Includ e s: Pro te ase  (EC 3.4.23.-); Re ve rse

transcrip tase  (EC 2.7.7.49 ); End o nucle ase ]

Nico tiana tab acum (Co mmo n

to b acco )

Asp artyl p ro te ase ; End o nucle ase ; Hyd ro lase ; Me tal-b ind ing ; Nucle ase ;

Nucle o tid yltransfe rase ; Pro te ase ; RNA-d ire cte d  DNA p o lyme rase ; Transfe rase ; Transp o sab le

e le me nt; Zinc; Zinc-fing e r

SRR6 46 572_TR7228 _c0 _g 1_i1_le n=10 6 9 PLAS_SOLLC
Q:8 47-371,H:11-

170
77.16 %ID E:3e -6 8 Plasto cyanin, chlo ro p lastic PF0 0 127.17^Co p p e r-b ind ^Co p p e r b ind ing  p ro te ins, p lasto cyanin/azurin family^73-170 ^E:2.1e -36 0 ,535 -0 ,272 0 ,0 0 4 -1,0 53 0 ,14 -0 ,441 0 ,6 48 -0 ,141 0 3,336 PLAS_SOLLC Plasto cyanin, chlo ro p lastic PETE

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Chlo ro p last; Co mp le te  p ro te o me ; Co p p e r; Ele ctro n transp o rt; Me mb rane ; Me tal-b ind ing ;

Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transp o rt

SRR6 46 572_TR79 23_c0 _g 1_i1_le n=9 49 NA NA NA NA NA . 0 ,58 1 0 ,46 8 0 ,429 -0 ,522 0 ,214 0 ,8 25 0 ,6 9 4 0 ,355 0 3,9 78 . . . . . .

SRR6 46 572_TR9 8 8 0 _c0 _g 1_i3_le n=310 2 NA NA NA NA NA PF0 2536 .11^mTERF^mTERF^20 9 -28 2^E:7.4e -0 9 `PF0 2536 .11^mTERF^mTERF^271-46 2^E:5.7e -38 0 ,26 6 -0 ,477 0 ,0 46 -0 ,9 13 0 ,8 48 -0 ,218 1 -0 ,0 8 7 0 6 ,9 24 . . . . . .

SRR6 46 572_TR140 9 9 _c0 _g 1_i2_le n=8 25 GASA4_ARATH
Q:535-278 ,H:20 -

10 6
70 .45%ID E:5e -34 Gib b e re ll in-re g ulate d  p ro te in 4 PF0 270 4.11^GASA^Gib b e re ll in re g ulate d  p ro te in^47-10 6 ^E:3.7e -22 1 0 1 0 1 0 1 0 0 ,0 0 1 6 ,6 38 GASA4_ARATH Gib b e re ll in-re g ulate d  p ro te in 4 (GAST1 p ro te in ho mo lo g  4) GASA4 At5g 15230  F8 M21.120

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G ib b e re ll in s ig naling  p athway;

Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR6 46 572_TR2110 6 _c0 _g 1_i1_le n=8 6 6 R27A3_ARATH
Q:134-571,H:1-

146
8 9 .0 4%ID E:8 e -8 9 6 0 S rib o so mal p ro te in L27a-3 PF0 0 8 28 .16 ^Rib o so mal_L27A^Rib o so mal p ro te ins 50 S-L15, 50 S-L18 e , 6 0 S-L27A^72-18 7^E:6 .7e -23 1 0 1 0 1 -0 ,145 1 -0 ,76 9 0 7,76 6 R27A3_ARATH 6 0 S rib o so mal p ro te in L27a-3

RPL27AC At1g 70 6 0 0  F24J13.17

F5A18 .22

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 46 572_TR2146 2_c0 _g 1_i1_le n=1231 NA NA NA NA NA PF0 36 52.12^RuvX^Ho llid ay junctio n re so lvase ^23-158 ^E:1.9 e -23 1 -0 ,0 11 1 -0 ,0 2 1 0 ,0 9 4 1 -0 ,0 6 8 0 6 ,8 55 . . . . . .

SRR6 46 572_TR23472_c0 _g 2_i1_le n=2432 ORP3C_ARATH
Q:6 9 7-20 6 7,H:1-

457
8 2.53%ID E:0 Oxyste ro l-b ind ing  p ro te in-re late d  p ro te in 3C PF0 1237.15^Oxyste ro l_BP^Oxyste ro l-b ind ing  p ro te in^70 -423^E:5.5e -10 1 1 0 1 -0 ,141 1 -0 ,0 9 1 1 -0 ,40 3 0 4,138 ORP3C_ARATH Oxyste ro l-b ind ing  p ro te in-re late d  p ro te in 3C (OSBP-re late d  p ro te in 3C) ORP3C At5g 59 420  F2O15.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Lip id  transp o rt; Lip id -b ind ing ; Re fe re nce  p ro te o me ; Transp o rt

SRR6 46 572_TR29 8 22_c0 _g 1_i1_le n=158 2 GEDH1_OCIBA
Q:16 1-1228 ,H:3-

358
6 5.73%ID E:8 e -142 Ge ranio l d e hyd ro g e nase  1

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^39 -151^E:6 .3e -

28 `PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing  d e hyd ro g e nase ^19 5-318 ^E:7.5e -

19 `PF136 0 2.3^ADH_zinc_N_2^Zinc-b ind ing  d e hyd ro g e nase ^228 -347^E:2.8 e -0 7

1 0 1 1,9 79 1 0 1 0 0 7,30 6 GEDH1_OCIBA Ge ranio l d e hyd ro g e nase  1 (Ob aGEDH1) (EC 1.1.1.18 3) GEDH1 Ocimum b asil icum (Swe e t b asil) Me tal-b ind ing ; NADP; Oxid o re d uctase ; Zinc

SRR6 46 572_TR29 8 22_c0 _g 1_i3_le n=16 34 MTDH_FRAAN
Q:278 -1336 ,H:4-

356
70 .54%ID E:1e -157 Pro b ab le  mannito l d e hyd ro g e nase

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^9 2-20 4^E:2.6 e -

26 `PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing  d e hyd ro g e nase ^248 -371^E:1.3e -19
0 ,0 12 0 ,8 13 0 ,0 0 2 0 ,9 0 9 0 ,6 22 0 ,137 0 ,759 0 ,0 9 4 0 1,159 MTDH_FRAAN Pro b ab le  mannito l d e hyd ro g e nase  (EC 1.1.1.255) (NAD-d e p e nd e nt mannito l d e hyd ro g e nase ) CAD Frag aria ananassa (Strawb e rry) Me tal-b ind ing ; NAD; Oxid o re d uctase ; Zinc

SRR6 46 572_TR30 0 79 _c0 _g 1_i1_le n=1778 PRP18 _HUMAN
Q:477-

1319 ,H:77-342
38 .18 %ID E:7e -54 Pre -mRNA-sp lic ing  facto r 18

PF0 8 79 9 .8 ^PRP4^p re -mRNA p ro ce ssing  facto r 4 (PRP4) l ike ^15-41^E:1.9 e -

11`PF0 28 40 .12^Prp 18 ^Prp 18  d o main^136 -277^E:2.4e -6 2
1 0 1 0 0 ,76 -0 ,59 5 0 ,132 -2,10 4 0 6 ,8 0 1 PRP18 _HUMAN Pre -mRNA-sp lic ing  facto r 18  (PRP18  ho mo lo g ) (hPRP18 ) PRPF18  HPRP18 Ho mo  sap ie ns (Human)

3D-structure ; Ace tylatio n; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Nucle us; Re fe re nce

p ro te o me ; Sp lice o so me ; mRNA p ro ce ssing ; mRNA sp lic ing

SRR6 46 572_TR346 9 6 _c0 _g 3_i1_le n=6 37 NA NA NA NA NA . 1 0 ,35 1 0 ,6 3 1 0 ,0 6 1 1 0 ,0 25 0 3,40 5 . . . . . .

SRR6 46 572_TR35457_c0 _g 1_i2_le n=8 72 NA NA NA NA NA . 1 -0 ,0 59 1 -1,8 2 1 0 ,554 1 -0 ,553 0 2,0 15 . . . . . .

SRR6 46 59 6 _TR29 0 1_c0 _g 1_i1_le n=18 8 5 CBDAS_CANSA
Q:16 2-

16 6 1,H:30 -538
43.24%ID E:3e -137 Cannab id io lic acid  synthase

PF0 156 5.20 ^FAD_b ind ing _4^FAD b ind ing  d o main^79 -215^E:2.1e -28 `PF0 8 0 31.9 ^BBE^Be rb e rine  and

b e rb e rine  like ^46 8 -526 ^E:6 e -23
0 ,38 1 1,474 0 ,50 2 3,6 39 0 ,38 1 2,6 22 0 ,38 1 2,49 6 0 4,9 19 CBDAS_CANSA Cannab id io lic acid  synthase  (EC 1.21.3.8 ) (CBDA synthase .) CBDAS Cannab is sativa (He mp ) (Marijuana)

Ap o p last; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; FAD; Flavo p ro te in; G lyco p ro te in;

Oxid o re d uctase ; Se cre te d ; Sig nal

SRR6 46 59 6 _TR5516 _c0 _g 1_i1_le n=19 77 OSB2_ARATH
Q:16 41-

6 9 4,H:8 4-36 6
40 .6 9 %ID E:7e -6 6 Pro te in OSB2, chlo ro p lastic . 1 -1,257 1 0 ,472 1 -0 ,9 9 6 1 -0 ,0 54 0 ,0 0 1 5,556 OSB2_ARATH

Pro te in OSB2, chlo ro p lastic (Org ane llar s ing le -strand e d  DNA-b ind ing  p ro te in 2) (Pro te in FLORAL

ABSCISSION ASSOCIATED) (Pro te in PLASTID TRANSCRIPTIONALLY ACTIVE 9 )

OSB2 FAA PTAC9  At4g 20 0 10

F18 F4.110

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; DNA-b ind ing ; Plastid ; Re fe re nce

p ro te o me ; Re p e at; Transit p e p tid e

SRR6 46 59 6 _TR6 6 55_c0 _g 1_i2_le n=1322 NA NA NA NA NA . 1 1,529 1 0 ,6 9 1 1 1,155 1 -0 ,153 0 5,6 13 . . . . . .

SRR6 46 59 6 _TR7727_c0 _g 1_i1_le n=9 9 4 Y59 57_ARATH
Q:29 9 -

8 6 2,H:19 -18 3
45.45%ID E:5e -29 Uncharacte rize d  p ro te in At5g 39 570 . 1 -0 ,724 0 ,6 9 2 0 ,79 9 1 -0 ,9 3 1 -0 ,146 0 5,6 35 Y59 57_ARATH Uncharacte rize d  p ro te in At5g 39 570 At5g 39 570  MIJ24_40

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR6 46 59 6 _TR116 34_c0 _g 1_i1_le n=16 6 1 NA NA NA NA NA

PF126 78 .4^zf-rb x1^RING-H2 zinc fing e r d o main^8 3-130 ^E:8 .3e -11`PF136 39 .3^zf-RING_2^Ring  fing e r

d o main^8 7-130 ^E:3.1e -15`PF17123.2^zf-RING_11^RING-like  z inc fing e r^8 7-116 ^E:4.2e -

11`PF139 23.3^zf-C3HC4_2^Zinc fing e r, C3HC4 typ e  (RING fing e r)^8 7-129 ^E:7.6 e -10 `PF13445.3^zf-

RING_UBOX^RING-typ e  zinc-fing e r^8 8 -127^E:2.9 e -0 8 `PF0 0 0 9 7.22^zf-C3HC4^Zinc fing e r, C3HC4

typ e  (RING fing e r)^8 8 -129 ^E:2.7e -0 8

0 ,8 74 0 ,13 1 -0 ,128 0 ,272 0 ,48 4 0 ,231 0 ,50 2 0 5,6 38 . . . . . .

SRR6 46 59 6 _TR120 31_c0 _g 2_i1_le n=78 0 NA NA NA NA NA
PF10 9 50 .5^DUF2775^Pro te in o f unkno wn functio n (DUF2775)^42-152^E:2.5e -

22`PF10 9 50 .5^DUF2775^Pro te in o f unkno wn functio n (DUF2775)^159 -230 ^E:2.5e -15
0 ,0 6 1 0 ,49 3 0 ,0 0 1 -3,0 29 1 1,311 1 1,8 75 0 0 ,9 37 . . . . . .

SRR6 46 59 6 _TR16 6 47_c0 _g 1_i1_le n=76 3 Y5258 _ARATH
Q:123-40 1,H:6 -

9 8
6 4.52%ID E:5e -35 Uncharacte rize d  p ro te in At5g 2258 0 PF0 78 76 .9 ^Dab b ^Stre ss re sp o nsive  A/B Barre l Do main^5-9 7^E:6 .4e -23 1 2,59 4 1 3,6 8 3 0 ,50 2 3,756 1 0 0 8 ,9 7 Y5258 _ARATH Uncharacte rize d  p ro te in At5g 2258 0 At5g 2258 0  MQJ16 .12

Arab id o p sis thaliana (Mo use -e ar

cre ss)
3D-structure ; Co mp le te  p ro te o me ; Mag ne sium; Me tal-b ind ing ; Re fe re nce  p ro te o me



SRR6 46 59 6 _TR1710 0 _c0 _g 3_i2_le n=8 10 P2B11_ARATH
Q:73-56 4,H:8 8 -

255
36 .31%ID E:1e -21 F-b o x p ro te in PP2-B11 PF1429 9 .3^PP2^Phlo e m p ro te in 2^3-16 0 ^E:1.9 e -32 1 0 1 0 0 ,50 2 -4,26 6 0 ,50 2 -4,26 6 0 1,0 18 P2B11_ARATH F-b o x p ro te in PP2-B11 (Pro te in PHLOEM PROTEIN 2-LIKE B11) (AtPP2-B11) (SKP1-inte racting  p artne r 12)

PP2B11 SKIP12 At1g 8 0 110

F18 B13.19

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n. Co mp le te  p ro te o me ; Nucle us; Re fe re nce  p ro te o me ; Ub l co njug atio n p athway

SRR6 46 59 6 _TR20 8 25_c0 _g 1_i3_le n=722 EF1A_MANES
Q:130 -59 4,H:1-

155
9 9 .35%ID E:2e -10 6 Elo ng atio n facto r 1-alp ha PF0 0 0 0 9 .24^GTP_EFTU^Elo ng atio n facto r Tu GTP b ind ing  d o main^49 -19 8 ^E:4.7e -44 0 ,0 56 -0 ,8 0 8 0 ,0 17 1,472 0 ,10 4 -0 ,8 77 0 ,142 -0 ,735 0 ,0 0 1 0 ,9 24 EF1A_MANES Elo ng atio n facto r 1-alp ha (EF-1-alp ha) EF1

Maniho t e scule nta (Cassava)

(Jatro p ha maniho t)

Cyto p lasm; Elo ng atio n facto r; GTP-b ind ing ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Pro te in

b io synthe sis

SRR6 46 59 6 _TR28 9 74_c0 _g 1_i2_le n=19 53 MDAR_SOLLC
Q:245-

150 1,H:16 -433
8 6 .4%ID E:0 Mo no d e hyd ro asco rb ate  re d uctase PF0 79 9 2.11^Pyr_re d o x_2^Pyrid ine  nucle o tid e -d isulp hid e  o xid o re d uctase ^2-132^E:3.6 e -23 1 2,6 75 0 ,50 2 2,10 8 1 2,57 1 2,44 0 7,8 47 MDAR_SOLLC

Mo no d e hyd ro asco rb ate  re d uctase  (MDAR) (EC 1.6 .5.4) (Asco rb ate  fre e  rad ical re d uctase ) (AFR

re d uctase )
AFRR

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Co mp le te  p ro te o me ; Cyto p lasm; FAD; Flavo p ro te in; NAD; Oxid o re d uctase ; Re d o x-active

ce nte r; Re fe re nce  p ro te o me

SRR6 46 59 6 _TR30 8 57_c1_g 1_i3_le n=279 7 PAL1_TOBAC
Q:20 6 5-

218 ,H:10 0 -715
9 0 .75%ID E:0 Phe nylalanine  ammo nia-lyase PF0 0 221.16 ^Lyase _aro matic^Aro matic amino  acid  lyase ^2-440 ^E:1e -144 1 0 ,736 0 ,254 -4,6 0 1 1 0 ,0 0 6 1 -0 ,6 11 0 7,74 PAL1_TOBAC Phe nylalanine  ammo nia-lyase  (EC 4.3.1.24) TPA1 PALB

Nico tiana tab acum (Co mmo n

to b acco )

PATHWAY: Phe nylp ro p ano id  me tab o lism; trans-cinnamate  b io synthe sis; trans-cinnamate  fro m

L-p he nylalanine : ste p  1/1.
Cyto p lasm; Lyase ; Phe nylp ro p ano id  me tab o lism

SRR6 46 59 6 _TR30 8 8 4_c0 _g 1_i1_le n=10 48 BGLT_TRIRP
Q:8 51-16 5,H:25-

254
6 7.39 %ID E:8 e -10 1 Cyano g e nic b e ta-g luco sid ase PF0 0 232.15^Glyco _hyd ro _1^Glyco syl hyd ro lase  family 1^6 9 -29 3^E:1.1e -8 4 0 ,6 9 2 -0 ,8 8 1 0 ,727 1 -3,139 1 -3,139 0 1,50 3 BGLT_TRIRP Cyano g e nic b e ta-g luco sid ase  (EC 3.2.1.21) (Linamarase ) (Frag me nt) LI

Trifo lium re p e ns (Cre e p ing  white

clo ve r)

3D-structure ; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; G lyco p ro te in; G lyco sid ase ;

Hyd ro lase ; Sig nal

SRR6 46 59 6 _TR339 9 0 _c0 _g 1_i1_le n=770 NDUA2_ARATH
Q:6 36 -352,H:1-

9 5
6 6 .32%ID E:1e -36

NADH d e hyd ro g e nase  [ub iq uino ne ] 1 alp ha sub co mp le x

sub unit 2
. 1 0 1 0 1 0 1 0 0 7,70 7 NDUA2_ARATH NADH d e hyd ro g e nase  [ub iq uino ne ] 1 alp ha sub co mp le x sub unit 2 At5g 478 9 0  MCA23_23

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Disulfid e  b o nd ; Ele ctro n transp o rt; Me mb rane ; Mito cho nd rio n;

Mito cho nd rio n inne r me mb rane ; Re fe re nce  p ro te o me ; Re sp irato ry chain; Transp o rt

SRR6 46 59 6 _TR346 9 7_c0 _g 1_i2_le n=316 7 PMT8 _ARATH
Q:28 13-9 51,H:1-

6 23
79 .0 1%ID E:0 Pro b ab le  me thyltransfe rase  PMT8

PF0 3141.13^Me thyltransf_29 ^Putative  S-ad e no syl-L-me thio nine -d e p e nd e nt me thyltransfe rase ^9 7-

6 0 8 ^E:5.6 e -225`PF0 8 241.9 ^Me thyltransf_11^Me thyltransfe rase  d o main^225-318 ^E:2.2e -0 6
0 ,8 16 -0 ,112 1 0 ,0 12 0 ,548 -0 ,28 7 0 ,415 -0 ,36 7 0 3,373 PMT8 _ARATH Pro b ab le  me thyltransfe rase  PMT8  (EC 2.1.1.-) At1g 0 4430  F19 P19 .11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; G lyco p ro te in; Go lg i ap p aratus; Me mb rane ; Me thyltransfe rase ;

Re fe re nce  p ro te o me ; Sig nal-ancho r; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR6 46 59 6 _TR34714_c0 _g 3_i1_le n=18 8 8 GUN6 _ARATH
Q:18 8 8 -

548 ,H:174-6 19
75.0 6 %ID E:0 End o g lucanase  6

PF0 0 759 .16 ^Glyco _hyd ro _9 ^Glyco syl hyd ro lase  family 9 ^2-312^E:5e -

8 0 `PF0 9 478 .7^CBM49 ^Carb o hyd rate  b ind ing  d o main CBM49 ^356 -433^E:3.3e -27
0 ,6 9 2 1,139 0 ,517 -0 ,8 78 1 -0 ,557 0 ,6 29 -0 ,9 9 8 0 4,16 4 GUN6 _ARATH End o g lucanase  6  (EC 3.2.1.4) (End o -1,4-b e ta g lucanase  6 ) At1g 6 439 0  F15H21.9

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Carb o hyd rate  me tab o lism; Ce ll wall b io g e ne sis/d e g rad atio n; Ce llulo se  d e g rad atio n;

Co mp le te  p ro te o me ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ; Po lysaccharid e  d e g rad atio n;

Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR6 46 6 0 4_TR174_c3_g 1_i1_le n=229 9 HSP72_SOLLC
Q:210 0 -

16 3,H:1-6 44
9 4.27%ID E:0 He at sho ck co g nate  70  kDa p ro te in 2

PF0 0 0 12.17^HSP70 ^Hsp 70  p ro te in^9 -6 18 ^E:4.5e -270 `PF0 6 723.10 ^Mre B_Mb l^Mre B/Mb l

p ro te in^131-38 0 ^E:4.1e -14
1 0 ,335 1 1,31 1 0 ,148 1 -0 ,5 0 9 ,0 79 HSP72_SOLLC He at sho ck co g nate  70  kDa p ro te in 2 HSC-2

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

ATP-b ind ing ; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ; Stre ss

re sp o nse

SRR6 46 6 0 4_TR6 0 7_c1_g 2_i4_le n=2319 RFS2_ARATH
Q:2-1423,H:177-

6 53
8 0 .79 %ID E:0 Pro b ab le  g alactino l--sucro se  g alacto syltransfe rase  2 PF0 56 9 1.9 ^Raffino se _syn^Raffino se  synthase  o r se e d  imb ib itio n p ro te in Sip 1^1-456 ^E:5.6 e -230 1 0 ,114 0 ,0 0 4 1,78 5 0 ,0 0 6 0 ,9 35 0 ,424 0 ,314 0 1,29 2 RFS2_ARATH

Pro b ab le  g alactino l--sucro se  g alacto syltransfe rase  2 (EC 2.4.1.8 2) (Pro te in SEED IMBIBITION 2) (Raffino se

synthase  2)

RFS2 RS2 SIP2 At3g 57520

T8 H10 .120

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Carb o hyd rate  me tab o lism; Co mp le te  p ro te o me ; G lyco syltransfe rase ;

Re fe re nce  p ro te o me ; Transfe rase

SRR6 46 6 0 4_TR2448 _c0 _g 12_i1_le n=6 23 TSJT1_TOBAC Q:442-2,H:1-148 44.9 7%ID E:7e -38 Ste m-sp e cific  p ro te in TSJT1 PF1248 1.5^DUF370 0 ^Aluminium ind uce d  p ro te in^2-147^E:1.7e -54 1 0 ,312 0 ,0 23 1,79 0 ,136 0 ,59 7 0 ,0 0 4 1,0 46 0 1,159 TSJT1_TOBAC Ste m-sp e cific  p ro te in TSJT1 TSJT1
Nico tiana tab acum (Co mmo n

to b acco )

SRR6 46 6 0 4_TR5426 _c0 _g 1_i1_le n=6 10 8 CLAH1_ARATH

Q:2778 -

5543,H:736 -

16 57

9 3.49 %ID E:0 Clathrin he avy chain 1

PF0 0 6 37.17^Clathrin^Re g io n in Clathrin and  VPS^73-20 1^E:5.3e -29 `PF0 0 6 37.17^Clathrin^Re g io n in

Clathrin and  VPS^216 -354^E:2e -31`PF0 0 6 37.17^Clathrin^Re g io n in Clathrin and  VPS^36 8 -50 4^E:1.1e -

26 `PF0 0 6 37.17^Clathrin^Re g io n in Clathrin and  VPS^512-6 54^E:5.5e -29 `PF0 0 6 37.17^Clathrin^Re g io n

in Clathrin and  VPS^6 6 2-8 0 2^E:5.4e -31

1 -0 ,272 1 0 ,427 1 -0 ,0 9 4 1 1,577 0 5,6 54 CLAH1_ARATH Clathrin he avy chain 1
CHC1 At3g 11130  F11B9 .30

F9 F8 .6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Co ate d  p it; Co mp le te  p ro te o me ; Cyto p lasmic ve sic le ; End o cyto sis; Me mb rane ;

Re fe re nce  p ro te o me ; Re p e at

SRR6 46 6 0 4_TR7370 _c0 _g 2_i3_le n=9 28 NA NA NA NA NA . 1 0 1 1,6 17 1 1,59 3 1 -0 ,238 0 5,9 6 5 . . . . . .

SRR6 46 6 0 4_TR9 50 4_c0 _g 1_i1_le n=29 29 SSY2_SOLTU
Q:326 -

26 50 ,H:1-76 7
6 5.9 5%ID E:0

Granule -b o und  starch synthase  2,

chlo ro p lastic/amylo p lastic

PF0 8 323.8 ^Glyco _transf_5^Starch synthase  catalytic d o main^29 9 -541^E:1.2e -

6 4`PF0 0 534.17^Glyco s_transf_1^Glyco syl transfe rase s g ro up  1^6 0 1-742^E:2.6 e -

16 `PF136 9 2.3^Glyco _trans_1_4^Glyco syl transfe rase s g ro up  1^6 0 4-743^E:5.9 e -15

1 0 1 0 ,174 1 -0 ,535 1 -0 ,0 9 4 0 5,441 SSY2_SOLTU
Granule -b o und  starch synthase  2, chlo ro p lastic/amylo p lastic (EC 2.4.1.21) (Granule -b o und  starch synthase

II) (GBSS-II) (SS II)
SS2 SSII So lanum tub e ro sum (Po tato ) PATHWAY: G lycan b io synthe sis; starch b io synthe sis.

Amylo p last; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ;

G lyco syltransfe rase ; Plastid ; Po lymo rp hism; Re fe re nce  p ro te o me ; Starch b io synthe sis;

Transfe rase ; Transit p e p tid e

SRR6 46 6 0 4_TR14248 _c0 _g 1_i4_le n=10 11 NA NA NA NA NA . 1 -0 ,324 1 -1,26 1 0 ,50 2 -2,442 0 ,50 2 -2,40 1 0 5,225 . . . . . .

SRR6 46 6 0 4_TR14248 _c1_g 2_i1_le n=28 35 POLX_TOBAC

Q:8 -

2218 ,H:6 0 5-

1323

47.11%ID E:0
Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-

9 4
PF0 7727.11^RVT_2^Re ve rse  transcrip tase  (RNA-d e p e nd e nt DNA p o lyme rase )^253-50 0 ^E:3.9 e -9 3 1 -0 ,9 12 1 0 ,224 1 0 ,0 47 1 -0 ,4 0 6 ,0 34 POLX_TOBAC

Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-9 4 [Includ e s: Pro te ase  (EC 3.4.23.-); Re ve rse

transcrip tase  (EC 2.7.7.49 ); End o nucle ase ]

Nico tiana tab acum (Co mmo n

to b acco )

Asp artyl p ro te ase ; End o nucle ase ; Hyd ro lase ; Me tal-b ind ing ; Nucle ase ;

Nucle o tid yltransfe rase ; Pro te ase ; RNA-d ire cte d  DNA p o lyme rase ; Transfe rase ; Transp o sab le

e le me nt; Zinc; Zinc-fing e r

SRR6 46 6 0 4_TR16 577_c2_g 1_i3_le n=9 6 2 GOLS1_AJURE
Q:124-8 49 ,H:1-

235
78 .9 3%ID E:3e -134 Galactino l synthase  1 PF0 150 1.17^Glyco _transf_8 ^Glyco syl transfe rase  family 8 ^73-254^E:1.8 e -28 1 1,34 1 1,6 53 1 -0 ,0 34 1 0 ,8 8 6 0 1,49 3 GOLS1_AJURE Galactino l synthase  1 (ArGo lS1) (Go lS-1) (EC 2.4.1.123) GOLS1 Ajug a re p tans (Bug le )

Carb o hyd rate  me tab o lism; Cyto p lasm; Galacto se  me tab o lism; G lyco syltransfe rase ;

Mang ane se ; Me tal-b ind ing ; Transfe rase

SRR6 46 6 0 4_TR19 244_c0 _g 1_i1_le n=30 0 8 EFGC2_SOYBN
Q:457-

276 6 ,H:13-78 0
8 7.0 5%ID E:0 Elo ng atio n facto r G-2, chlo ro p lastic

PF0 0 0 0 9 .24^GTP_EFTU^Elo ng atio n facto r Tu GTP b ind ing  d o main^9 8 -370 ^E:4.7e -

71`PF0 3144.22^GTP_EFTU_D2^Elo ng atio n facto r Tu d o main 2^413-48 0 ^E:1.4e -

15`PF1449 2.3^EFG_II^Elo ng atio n Facto r G, d o main II^49 3-56 6 ^E:4.7e -

33`PF0 376 4.15^EFG_IV^Elo ng atio n facto r G, d o main IV^56 8 -6 8 6 ^E:2.3e -

45`PF0 0 6 79 .21^EFG_C^Elo ng atio n facto r G C-te rminus^6 9 0 -776 ^E:4.5e -26

0 ,0 73 -0 ,6 9 7 0 ,0 58 -0 ,9 6 0 ,0 0 8 -0 ,73 0 ,717 -0 ,10 5 0 1,18 5 EFGC2_SOYBN Elo ng atio n facto r G-2, chlo ro p lastic (cEF-G 2) fusA2
Glycine  max (So yb e an) (G lycine

hisp id a)

PATHWAY: Pro te in b io synthe sis; p o lyp e p tid e  chain e lo ng atio n. {ECO:0 0 0 0 255|HAMAP-

Rule :MF_0 30 6 3}.

Chlo ro p last; Co mp le te  p ro te o me ; Elo ng atio n facto r; GTP-b ind ing ; Nucle o tid e -b ind ing ; Plastid ;

Pro te in b io synthe sis; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR6 46 6 0 4_TR19 79 9 _c2_g 1_i3_le n=1245 POLX_TOBAC
Q:1210 -

275,H:125-437
31.78 %ID E:2e -48

Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-

9 4

PF14223.3^Re tro tran_g ag _2^g ag -p o lyp e p tid e  o f LTR co p ia-typ e ^3-74^E:2.1e -14`PF0 0 0 9 8 .20 ^zf-

CCHC^Zinc knuckle ^114-129 ^E:0 .0 0 0 12
1 0 ,8 0 8 1 0 ,111 1 -1,475 1 -1,59 1 0 6 ,129 POLX_TOBAC

Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-9 4 [Includ e s: Pro te ase  (EC 3.4.23.-); Re ve rse

transcrip tase  (EC 2.7.7.49 ); End o nucle ase ]

Nico tiana tab acum (Co mmo n

to b acco )

Asp artyl p ro te ase ; End o nucle ase ; Hyd ro lase ; Me tal-b ind ing ; Nucle ase ;

Nucle o tid yltransfe rase ; Pro te ase ; RNA-d ire cte d  DNA p o lyme rase ; Transfe rase ; Transp o sab le

e le me nt; Zinc; Zinc-fing e r

SRR6 46 6 0 4_TR19 79 9 _c2_g 2_i1_le n=518 NA NA NA NA NA PF14223.3^Re tro tran_g ag _2^g ag -p o lyp e p tid e  o f LTR co p ia-typ e ^112-170 ^E:4.3e -13 1 -0 ,173 1 -1,547 1 -1,6 49 1 0 ,19 8 0 6 ,6 8 3 . . . . . .

SRR6 46 6 0 4_TR20 238 _c0 _g 1_i2_le n=574 NA NA NA NA NA . 1 0 1 0 1 0 1 0 0 ,0 0 1 6 ,56 6 . . . . . .

SRR6 46 6 0 4_TR230 14_c0 _g 1_i1_le n=2243 ASNS3_ARATH
Q:18 0 -

18 41,H:1-554
8 7.55%ID E:0 Asp arag ine  synthe tase  [g lutamine -hyd ro lyzing ] 3

PF13522.3^GATase _6 ^Glutamine  amid o transfe rase  d o main^9 2-219 ^E:1.3e -

35`PF13537.3^GATase _7^Glutamine  amid o transfe rase  d o main^10 7-224^E:1e -

43`PF1248 1.5^DUF370 0 ^Aluminium ind uce d  p ro te in^171-258 ^E:5e -

10 `PF0 0 733.18 ^Asn_synthase ^Asp arag ine  synthase ^26 9 -570 ^E:5.6 e -9 8

1 -0 ,329 1 0 ,78 4 1 -0 ,51 1 -0 ,48 2 0 4,739 ASNS3_ARATH
Asp arag ine  synthe tase  [g lutamine -hyd ro lyzing ] 3 (EC 6 .3.5.4) (G lutamine -d e p e nd e nt asp arag ine  synthe tase

3)

ASN3 At5g 10 240  F18 D22.10

T31P16 .230

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Amino -acid  b io synthe sis; L-asp arag ine  b io synthe sis.

ATP-b ind ing ; Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Asp arag ine  b io synthe sis;

Co mp le te  p ro te o me ; G lutamine  amid o transfe rase ; Lig ase ; Nucle o tid e -b ind ing ; Re fe re nce

p ro te o me

SRR6 46 6 0 4_TR2358 0 _c0 _g 2_i1_le n=18 32 SCP51_ARATH
Q:20 4-

149 3,H:21-459
6 6 .74%ID E:0 Se rine  carb o xyp e p tid ase -like  51 PF0 0 450 .19 ^Pe p tid ase _S10 ^Se rine  carb o xyp e p tid ase ^36 -449 ^E:9 e -71 0 ,58 1 0 ,335 1 -0 ,0 45 1 0 ,30 6 1 0 ,0 74 0 3,458 SCP51_ARATH Se rine  carb o xyp e p tid ase -like  51 (EC 3.4.16 .-) SCPL51 At2g 279 20  T1E2.16

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Carb o xyp e p tid ase ; Co mp le te  p ro te o me ; G lyco p ro te in; Hyd ro lase ;

Pro te ase ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR6 46 6 0 4_TR239 24_c0 _g 1_i2_le n=2113 GSH1_TOBAC
Q:28 8 -

18 6 2,H:1-522
8 3.8 4%ID E:0 Glutamate --cyste ine  lig ase , chlo ro p lastic PF0 410 7.10 ^GCS2^Glutamate -cyste ine  lig ase  family 2(GCS2)^147-435^E:1.3e -9 4 0 ,6 41 -0 ,257 0 ,13 0 ,6 71 0 ,6 9 1 0 ,26 0 ,18 3 0 ,6 46 0 1,9 55 GSH1_TOBAC

Glutamate --cyste ine  lig ase , chlo ro p lastic (EC 6 .3.2.2) (Gamma-ECS) (GCS) (Gamma-g lutamylcyste ine

synthe tase )
GSH1

Nico tiana tab acum (Co mmo n

to b acco )

PATHWAY: Sulfur me tab o lism; g lutathio ne  b io synthe sis; g lutathio ne  fro m L-cyste ine  and  L-

g lutamate : ste p  1/2.

ATP-b ind ing ; Chlo ro p last; Disulfid e  b o nd ; G lutathio ne  b io synthe sis; Lig ase ; Nucle o tid e -

b ind ing ; Plastid ; Transit p e p tid e

SRR6 46 6 0 4_TR25316 _c0 _g 2_i2_le n=219 2 APX1_ARATH
Q:116 8 -

419 ,H:1-250
8 5.2%ID E:5e -141 L-asco rb ate  p e ro xid ase  1, cyto so lic PF0 0 141.20 ^p e ro xid ase ^Pe ro xid ase ^22-227^E:4.9 e -49 0 ,8 7 -0 ,225 0 ,114 0 ,8 72 0 ,0 52 1,50 7 0 ,111 1,338 0 3,134 APX1_ARATH L-asco rb ate  p e ro xid ase  1, cyto so lic (AP) (AtAPx0 1) (EC 1.11.1.11) APX1 At1g 0 78 9 0  F24B9 .2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Calc ium; Co mp le te  p ro te o me ; Cyto p lasm; Dire ct p ro te in se q ue ncing ;

He me ; Hyd ro g e n p e ro xid e ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Pe ro xid ase ;

Pho sp ho p ro te in; Po tassium; Re fe re nce  p ro te o me

SRR6 46 6 0 4_TR28 714_c0 _g 1_i2_le n=9 45 CB23_TOBAC
Q:45-734,H:38 -

26 5
9 2.17%ID E:1e -151 Chlo ro p hyll a-b  b ind ing  p ro te in 36 , chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^1-126 ^E:4e -30 0 ,0 9 9 -0 ,347 0 -1,9 0 -1,0 76 0 -0 ,8 55 0 1,744 CB23_TOBAC Chlo ro p hyll a-b  b ind ing  p ro te in 36 , chlo ro p lastic (LHCII typ e  I CAB-36 ) (LHCP) CAB36

Nico tiana tab acum (Co mmo n

to b acco )

Ace tylatio n; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Mag ne sium; Me mb rane ; Me tal-b ind ing ;

Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Thylako id ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR6 46 6 0 4_TR30 519 _c0 _g 2_i1_le n=28 11 NA NA NA NA NA PF0 0 575.20 ^S1^S1 RNA b ind ing  d o main^551-6 21^E:3.7e -11 1 0 ,0 56 1 -0 ,8 9 3 1 0 ,0 12 1 0 ,19 2 0 8 ,9 76 . . . . . .

SRR6 46 6 0 4_TR33779 _c0 _g 1_i1_le n=19 57 C7D55_HYOMU
Q:18 27-

40 3,H:26 -49 7
55.23%ID E:1e -178 Pre mnasp iro d ie ne  o xyg e nase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^51-50 4^E:9 .7e -10 4 1 -0 ,6 4 1 0 1 0 1 0 ,29 1 0 1,0 17 C7D55_HYOMU Pre mnasp iro d ie ne  o xyg e nase  (HPO) (EC 1.14.13.121) (Cyto chro me  P450  71D55) CYP71D55

Hyo scyamus muticus (Eg yp tian

he nb ane )

He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP; Oxid o re d uctase ;

Transme mb rane ; Transme mb rane  he lix

SRR6 46 6 0 4_TR348 6 1_c0 _g 1_i1_le n=10 0 0 NA NA NA NA NA . 1 0 1 1,579 1 -3,18 2 1 -1,6 7 0 6 ,9 6 9 . . . . . .

SRR6 46 6 0 4_TR37133_c2_g 1_i4_le n=10 13 POLX_TOBAC
Q:520 -

10 11,H:424-58 7
46 .34%ID E:1e -58

Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-

9 4
. 1 -0 ,139 1 -1,424 1 -1,439 0 ,50 2 -2,58 0 3,717 POLX_TOBAC

Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-9 4 [Includ e s: Pro te ase  (EC 3.4.23.-); Re ve rse

transcrip tase  (EC 2.7.7.49 ); End o nucle ase ]

Nico tiana tab acum (Co mmo n

to b acco )

Asp artyl p ro te ase ; End o nucle ase ; Hyd ro lase ; Me tal-b ind ing ; Nucle ase ;

Nucle o tid yltransfe rase ; Pro te ase ; RNA-d ire cte d  DNA p o lyme rase ; Transfe rase ; Transp o sab le

e le me nt; Zinc; Zinc-fing e r

SRR6 48 70 5_TR48 79 _c1_g 1_i1_le n=8 40 POLX_TOBAC
Q:2-29 2,H:1227-

1323
52.58 %ID E:2e -24

Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-

9 4
. 1 2,0 46 1 -0 ,16 9 1 0 ,33 1 0 ,273 0 6 ,71 POLX_TOBAC

Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-9 4 [Includ e s: Pro te ase  (EC 3.4.23.-); Re ve rse

transcrip tase  (EC 2.7.7.49 ); End o nucle ase ]

Nico tiana tab acum (Co mmo n

to b acco )

Asp artyl p ro te ase ; End o nucle ase ; Hyd ro lase ; Me tal-b ind ing ; Nucle ase ;

Nucle o tid yltransfe rase ; Pro te ase ; RNA-d ire cte d  DNA p o lyme rase ; Transfe rase ; Transp o sab le

e le me nt; Zinc; Zinc-fing e r

SRR6 48 70 5_TR48 79 _c1_g 4_i1_le n=50 6 NA NA NA NA NA . 1 0 1 0 1 0 1 0 0 8 ,9 3 . . . . . .

SRR6 48 70 5_TR48 79 _c1_g 5_i1_le n=9 56 POLX_TOBAC
Q:8 8 2-

49 ,H:9 43-1218
52.52%ID E:7e -9 3

Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-

9 4
PF0 7727.11^RVT_2^Re ve rse  transcrip tase  (RNA-d e p e nd e nt DNA p o lyme rase )^2-135^E:4.8 e -41 1 -1,9 37 1 -2,373 1 2,0 49 1 1,19 1 0 6 ,242 POLX_TOBAC

Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-9 4 [Includ e s: Pro te ase  (EC 3.4.23.-); Re ve rse

transcrip tase  (EC 2.7.7.49 ); End o nucle ase ]

Nico tiana tab acum (Co mmo n

to b acco )

Asp artyl p ro te ase ; End o nucle ase ; Hyd ro lase ; Me tal-b ind ing ; Nucle ase ;

Nucle o tid yltransfe rase ; Pro te ase ; RNA-d ire cte d  DNA p o lyme rase ; Transfe rase ; Transp o sab le

e le me nt; Zinc; Zinc-fing e r

SRR6 48 70 5_TR5530 _c0 _g 1_i1_le n=19 46 NA NA NA NA NA

PF0 536 8 .10 ^NmrA^NmrA-like  family^20 -9 1^E:2.4e -0 6 `PF0 1370 .18 ^Ep ime rase ^NAD d e p e nd e nt

e p ime rase /d e hyd ratase  family^20 -9 0 ^E:9 .5e -0 5`PF1346 0 .3^NAD_b ind ing _10 ^NAD(P)H-b ind ing ^24-

140 ^E:1.2e -11`PF0 8 547.9 ^CIA30 ^Co mp le x I inte rme d iate -asso ciate d  p ro te in 30  (CIA30 )^154-

323^E:1.2e -41`PF1346 0 .3^NAD_b ind ing _10 ^NAD(P)H-b ind ing ^335-435^E:2e -13

0 ,0 0 2 6 ,39 6 0 ,0 59 1,6 74 0 ,6 -0 ,319 1 0 ,0 14 0 2,139 . . . . . .

SRR6 48 70 5_TR6 339 _c0 _g 1_i1_le n=1235 21KD_DAUCA
Q:8 6 9 -

36 9 ,H:28 -19 2
49 .7%ID E:3e -52 21 kDa p ro te in PF0 40 43.12^PMEI^Plant inve rtase /p e ctin me thyle ste rase  inhib ito r^31-18 9 ^E:2.4e -36 0 ,28 6 -0 ,8 6 1 0 ,0 0 4 -2,8 9 3 1 -0 ,6 31 1 -1,6 16 0 4,8 71 21KD_DAUCA 21 kDa p ro te in (1.2 p ro te in) Daucus caro ta (Wild  carro t) Sig nal

SRR6 48 70 5_TR730 7_c0 _g 1_i2_le n=6 57 HMGL_IPONI
Q:6 15-16 6 ,H:1-

126
6 3.33%ID E:1e -43 HMG1/2-like  p ro te in

PF0 9 0 11.7^HMG_b o x_2^HMG-b o x d o main^37-10 9 ^E:3.4e -15`PF0 0 50 5.16 ^HMG_b o x^HMG (hig h

mo b ility g ro up ) b o x^40 -10 9 ^E:1.9 e -22
1 -0 ,0 8 0 ,454 -0 ,39 3 1 0 ,239 0 ,158 1,6 77 0 5,6 19 HMGL_IPONI HMG1/2-like  p ro te in

Ip o mo e a nil (Jap ane se  mo rning

g lo ry) (Pharb itis  nil)
DNA-b ind ing ; Nucle us

SRR6 48 70 5_TR13253_c0 _g 2_i1_le n=39 55 ALFC2_ARATH
Q:3425-

2235,H:1-39 8
8 8 .72%ID E:0 Pro b ab le  fructo se -b isp ho sp hate  ald o lase  2, chlo ro p lastic PF0 0 274.16 ^Glyco lytic^Fructo se -b isp ho sp hate  ald o lase  class-I^53-39 7^E:2.1e -158 1 0 1 0 1 0 1 0 0 8 ,0 77 ALFC2_ARATH Pro b ab le  fructo se -b isp ho sp hate  ald o lase  2, chlo ro p lastic (EC 4.1.2.13) FBA2 At4g 38 9 70  F19 H22.70

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Carb o hyd rate  d e g rad atio n; g lyco lysis; D-g lyce rald e hyd e  3-p ho sp hate  and

g lyce ro ne  p ho sp hate  fro m D-g luco se : ste p  4/4.

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; G lyco lysis; Lyase ; Me thylatio n;

Pho sp ho p ro te in; Plastid ; Re fe re nce  p ro te o me ; Schiff b ase ; Transit p e p tid e

SRR6 48 70 5_TR13253_c0 _g 2_i2_le n=38 54 ALFC2_ARATH
Q:3324-

2134,H:1-39 8
8 8 .72%ID E:0 Pro b ab le  fructo se -b isp ho sp hate  ald o lase  2, chlo ro p lastic PF0 0 274.16 ^Glyco lytic^Fructo se -b isp ho sp hate  ald o lase  class-I^53-39 7^E:2.1e -158 0 ,552 -0 ,233 1 0 ,0 31 0 -0 ,9 25 0 ,0 19 -0 ,515 0 2,16 7 ALFC2_ARATH Pro b ab le  fructo se -b isp ho sp hate  ald o lase  2, chlo ro p lastic (EC 4.1.2.13) FBA2 At4g 38 9 70  F19 H22.70

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Carb o hyd rate  d e g rad atio n; g lyco lysis; D-g lyce rald e hyd e  3-p ho sp hate  and

g lyce ro ne  p ho sp hate  fro m D-g luco se : ste p  4/4.

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; G lyco lysis; Lyase ; Me thylatio n;

Pho sp ho p ro te in; Plastid ; Re fe re nce  p ro te o me ; Schiff b ase ; Transit p e p tid e

SRR6 48 70 5_TR13379 _c0 _g 1_i3_le n=6 9 2 RS212_ARATH
Q:18 0 -422,H:1-

8 1
8 1.48 %ID E:3e -44 40 S rib o so mal p ro te in S21-2 . 0 -7,16 7 0 ,28 2 -0 ,271 1 0 ,174 1 0 ,232 0 4,454 RS212_ARATH 40 S rib o so mal p ro te in S21-2 RPS21C At5g 2770 0  T1G16 .30

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal

p ro te in

SRR6 48 70 5_TR146 18 _c0 _g 1_i3_le n=30 9 3 4CLL7_ARATH
Q:441-20 8 1,H:1-

544
6 8 .74%ID E:0 4-co umarate --Co A lig ase -like  7

PF0 0 50 1.25^AMP-b ind ing ^AMP-b ind ing  e nzyme ^36 -449 ^E:1.1e -10 1`PF1319 3.3^AMP-

b ind ing _C^AMP-b ind ing  e nzyme  C-te rminal d o main^458 -533^E:1.2e -14
0 ,254 -4,759 1 0 0 ,0 0 9 -6 ,0 0 2 0 ,0 0 9 -6 ,0 0 2 0 1,6 6 6 4CLL7_ARATH 4-co umarate --Co A lig ase -like  7 (EC 6 .2.1.-) (4-co umarate --Co A lig ase  iso fo rm 6 ) (At4CL6 ) 4CLL7 At4g 0 516 0  C17L7.8 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Fatty acid  b io synthe sis; Fatty acid  me tab o lism; Lig ase ;

Lip id  b io synthe sis; Lip id  me tab o lism; Nucle o tid e -b ind ing ; Oxylip in b io synthe sis; Pe ro xiso me ;

Re fe re nce  p ro te o me

SRR6 48 70 5_TR2329 2_c0 _g 2_i1_le n=8 33 NA NA NA NA NA . 0 ,254 4,779 0 ,454 -0 ,446 0 ,0 0 4 -2,36 0 ,278 -0 ,732 0 8 ,0 47 . . . . . .

SRR6 48 70 5_TR2330 8 _c0 _g 3_i3_le n=239 4 SPDE_COFAR
Q:138 3-

19 79 ,H:116 -316
9 0 .0 5%ID E:5e -121 Sp e rmid ine  synthase PF0 156 4.14^Sp e rmine _synth^Sp e rmine /sp e rmid ine  synthase ^1-137^E:2.8 e -44 0 ,6 48 -0 ,28 1 0 ,40 5 0 ,327 0 ,736 -0 ,156 0 ,329 -0 ,4 0 5,42 SPDE_COFAR Sp e rmid ine  synthase  (SPDSY) (EC 2.5.1.16 ) (Putre scine  amino p ro p yltransfe rase ) Co ffe a arab ica (Arab ian co ffe e )

PATHWAY: Amine  and  p o lyamine  b io synthe sis; sp e rmid ine  b io synthe sis; sp e rmid ine  fro m

p utre scine : ste p  1/1.
Po lyamine  b io synthe sis; Sp e rmid ine  b io synthe sis; Transfe rase

SRR6 48 70 5_TR270 9 6 _c1_g 1_i1_le n=6 52 RS19 1_ARATH
Q:535-10 7,H:1-

143
8 6 .71%ID E:2e -8 8 40 S rib o so mal p ro te in S19 -1 PF0 10 9 0 .16 ^Rib o so mal_S19 e ^Rib o so mal p ro te in S19 e ^6 -140 ^E:7.4e -59 0 -1,28 6 0 ,0 0 3 0 ,9 9 6 0 ,6 57 0 ,17 0 ,53 -0 ,22 0 1,55 RS19 1_ARATH 40 S rib o so mal p ro te in S19 -1 RPS19 A At3g 0 20 8 0  F1C9 .13

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 5_TR28 356 _c0 _g 1_i4_le n=1138 C8 4A1_ARATH
Q:134-

757,H:313-520
8 2.21%ID E:2e -110 Cyto chro me  P450  8 4A1 PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^1-18 8 ^E:7.6 e -6 2 1 0 ,142 1 0 ,50 6 1 0 ,111 1 -0 ,28 0 ,0 0 1 5,6 6 6 C8 4A1_ARATH Cyto chro me  P450  8 4A1 (EC 1.14.-.-) (Fe rulate -5-hyd ro xylase ) (F5H)

CYP8 4A1 FAH1 At4g 36 220

F23E13.110

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Aro matic co mp o und  me tab o lism; p he nylp ro p ano id  b io synthe sis.

Ace tylatio n; Co mp le te  p ro te o me ; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ;

Oxid o re d uctase ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 5_TR350 52_c0 _g 1_i1_le n=10 56 PR1_MEDTR
Q:6 6 5-

255,H:40 -173
57.25%ID E:5e -48 Patho g e ne sis-re late d  p ro te in PR-1 PF0 0 18 8 .23^CAP^Cyste ine -rich se cre to ry p ro te in family^6 5-18 5^E:8 .4e -24 0 ,239 1,254 1 -0 ,8 0 ,0 1 -1,157 0 -4,10 8 0 ,0 0 1 1,713 PR1_MEDTR Patho g e ne sis-re late d  p ro te in PR-1 PR-1

Me d icag o  truncatula (Barre l me d ic)

(Me d icag o  trib ulo id e s)
Disulfid e  b o nd ; Patho g e ne sis-re late d  p ro te in; Plant d e fe nse ; Sig nal

SRR6 48 70 5_TR3730 8 _c0 _g 1_i1_le n=50 6 NA NA NA NA NA . 0 ,0 8 3 -0 ,38 9 0 ,0 0 3 -0 ,6 9 0 -0 ,9 17 0 -0 ,9 48 0 0 ,9 25 . . . . . .

SRR6 48 70 5_TR41240 _c0 _g 2_i2_le n=1159 VPS29 _ARATH
Q:8 40 -277,H:1-

18 8
8 6 .7%ID E:1e -116 Vacuo lar p ro te in so rting -asso ciate d  p ro te in 29 PF128 50 .4^Me tallo p ho s_2^Calcine urin-like  p ho sp ho e ste rase  sup e rfamily d o main^4-157^E:2.1e -19 0 ,79 8 0 ,525 1 -0 ,334 0 ,56 0 ,8 9 9 0 ,132 1,524 0 3,735 VPS29 _ARATH Vacuo lar p ro te in so rting -asso ciate d  p ro te in 29  (Pro te in MAIGO 1) (Ve sic le  p ro te in so rting  29 )

VPS29  MAG1 At3g 478 10

T23J7.140

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; End o so me ; Go lg i ap p aratus; Me mb rane ; Pro te in transp o rt;

Re fe re nce  p ro te o me ; Transp o rt

SRR6 48 70 5_TR438 44_c0 _g 2_i1_le n=1151 TIP21_ARATH
Q:138 -8 75,H:1-

247
8 2.19 %ID E:4e -9 2 Aq uap o rin TIP2-1 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^16 -232^E:1.7e -73 1 0 ,459 1 0 1 0 1 0 0 10 ,0 7 TIP21_ARATH

Aq uap o rin TIP2-1 (De lta-to no p last intrinsic p ro te in) (De lta-TIP) (To no p last intrinsic p ro te in 2-1) (AtTIP2;1)

[Cle ave d  into : Aq uap o rin TIP2-1, N-te rminally p ro ce sse d ]
TIP2-1 At3g 16 240  MYA6 .10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Transme mb rane ;

Transme mb rane  he lix; Transp o rt; Vacuo le

SRR6 48 70 7_TR6 9 3_c0 _g 1_i2_le n=359 5 CAPP2_ARATH
Q:58 0 -

348 3,H:1-9 6 3
8 7.1%ID E:0 Pho sp ho e no lp yruvate  carb o xylase  2 PF0 0 311.14^PEPcase ^Pho sp ho e no lp yruvate  carb o xylase ^16 3-9 6 8 ^E:0 0 ,355 -0 ,326 0 ,6 8 4 0 ,221 0 -2,213 0 -1,38 4 0 1,39 9 CAPP2_ARATH Pho sp ho e no lp yruvate  carb o xylase  2 (AtPPC2) (PEPC 2) (PEPCase  2) (EC 4.1.1.31) PPC2 At2g 426 0 0  F14N22.13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Allo ste ric e nzyme ; Carb o n d io xid e  fixatio n; Co mp le te  p ro te o me ; Cyto p lasm; Lyase ;

Mag ne sium; Pho sp ho p ro te in; Pho to synthe sis; Re fe re nce  p ro te o me ; Ub l co njug atio n

SRR6 48 70 7_TR1124_c1_g 1_i2_le n=10 52 HTOMT_CATRO
Q:32-10 51,H:1-

338
9 3.53%ID E:0 Tab e rso nine  16 -O-me thyltransfe rase

PF0 8 10 0 .8 ^Dime risatio n^Dime risatio n d o main^37-8 6 ^E:4.1e -17`PF0 0 8 9 1.15^Me thyltransf_2^O-

me thyltransfe rase ^126 -348 ^E:9 .7e -6 4
1 0 1 0 1 0 1 0 0 ,0 0 1 1,0 11 HTOMT_CATRO Tab e rso nine  16 -O-me thyltransfe rase  (EC 2.1.1.9 4) 16 OMT

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
Cyto p lasm; Me thyltransfe rase ; S-ad e no syl-L-me thio nine ; Transfe rase

SRR6 48 70 7_TR6 50 7_c0 _g 1_i1_le n=16 75 NA NA NA NA NA PF0 70 6 3.10 ^DUF1338 ^Do main o f unkno wn functio n (DUF1338 )^8 6 -377^E:1.5e -72 1 -0 ,9 7 1 0 ,8 53 1 0 ,477 1 -0 ,0 6 1 0 1,70 2 . . . . . .

SRR6 48 70 7_TR11715_c0 _g 1_i4_le n=20 28 NA NA NA NA NA . 0 ,59 3 -0 ,8 35 0 ,0 0 2 6 ,372 0 ,458 -0 ,49 2 0 ,559 -0 ,38 6 0 6 ,8 75 . . . . . .

SRR6 48 70 7_TR150 37_c0 _g 1_i4_le n=10 27 NA NA NA NA NA . 1 1,8 9 8 1 0 1 0 1 0 0 6 ,8 3 . . . . . .

SRR6 48 70 7_TR26 479 _c0 _g 1_i1_le n=730 ROC1_NICSY
Q:232-6 78 ,H:14-

150
59 .0 6 %ID E:2e -37 29  kDa rib o nucle o p ro te in A, chlo ro p lastic

PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^10 1-154^E:7.8 e -

13`PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^149 -

178 ^E:0 .0 0 0 19

0 ,0 0 4 -0 ,6 36 0 ,418 0 ,20 6 0 ,214 -0 ,46 7 0 ,8 8 3 0 ,0 6 9 0 0 ,9 59 ROC1_NICSY 29  kDa rib o nucle o p ro te in A, chlo ro p lastic (CP29 A)
Nico tiana sylve stris (Wo o d  to b acco )

(So uth Ame rican to b acco )

Chlo ro p last; Plastid ; RNA-b ind ing ; Re p e at; Rib o nucle o p ro te in; Transit p e p tid e ; mRNA

p ro ce ssing

SRR6 48 70 7_TR26 6 8 7_c0 _g 1_i1_le n=9 52 NA NA NA NA NA PF0 0 276 .17^Rib o so mal_L23^Rib o so mal p ro te in L23^30 -9 0 ^E:2.1e -15 1 -0 ,413 1 0 ,124 1 -0 ,76 7 1 0 ,538 0 7,112 . . . . . .

SRR6 48 70 7_TR39 346 _c0 _g 2_i1_le n=1251 DREB3_ARATH
Q:79 5-277,H:47-

221
6 0 .8 %ID E:3e -46 De hyd ratio n-re sp o nsive  e le me nt-b ind ing  p ro te in 3 PF0 0 8 47.17^AP2^AP2 d o main^6 0 -110 ^E:9 .6 e -13 1 -0 ,217 1 -2,258 1 0 ,144 1 -0 ,224 0 4,0 8 4 DREB3_ARATH De hyd ratio n-re sp o nsive  e le me nt-b ind ing  p ro te in 3 (Pro te in TINY 2)

DREB3 ERF0 41 TINY2

At5g 1159 0  F15N18 .18 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Activato r; Co mp le te  p ro te o me ; DNA-b ind ing ; Ethyle ne  sig naling  p athway; Nucle us; Re fe re nce

p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR6 48 70 7_TR410 46 _c0 _g 1_i4_le n=179 8 SPDE_COFAR
Q:374-1315,H:1-

316
8 8 .9 2%ID E:0 Sp e rmid ine  synthase PF0 156 4.14^Sp e rmine _synth^Sp e rmine /sp e rmid ine  synthase ^6 0 -30 5^E:4.2e -9 8 0 ,8 6 2 -0 ,10 5 0 ,0 0 3 1,0 0 5 0 ,9 55 -0 ,0 25 0 ,278 -0 ,36 2 0 8 ,8 8 9 SPDE_COFAR Sp e rmid ine  synthase  (SPDSY) (EC 2.5.1.16 ) (Putre scine  amino p ro p yltransfe rase ) Co ffe a arab ica (Arab ian co ffe e )

PATHWAY: Amine  and  p o lyamine  b io synthe sis; sp e rmid ine  b io synthe sis; sp e rmid ine  fro m

p utre scine : ste p  1/1.
Po lyamine  b io synthe sis; Sp e rmid ine  b io synthe sis; Transfe rase

SRR9 24147_TR6 8 58 _c0 _g 1_i3_le n=16 9 7 KRR1_SCHPO
Q:275-1237,H:3-

322
6 0 .8 7%ID E:3e -10 5 KRR1 small sub unit p ro ce sso me  co mp o ne nt ho mo lo g . 1 -0 ,0 77 1 3,125 1 -0 ,76 7 1 -0 ,36 1 0 5,8 37 KRR1_SCHPO

KRR1 small sub unit p ro ce sso me  co mp o ne nt ho mo lo g  (KRR-R mo tif-co ntaining  p ro te in 1) (Rib o so mal RNA

asse mb ly p ro te in mis3)
mis3 krr1 SPBC25B2.0 5

Schizo saccharo myce s p o mb e  (strain

9 72 / ATCC 248 43) (Fissio n ye ast)

Co mp le te  p ro te o me ; Nucle us; RNA-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in;

Rib o so me  b io g e ne sis; rRNA p ro ce ssing

SRR9 24147_TR8 210 _c0 _g 2_i4_le n=50 8 NA NA NA NA NA . 1 1,571 1 -2,9 0 3 1 0 1 3,30 4 0 8 ,9 44 . . . . . .

SRR9 24147_TR17555_c0 _g 1_i4_le n=8 16 R10 A3_ARATH
Q:156 -758 ,H:1-

20 1
9 2.54%ID E:5e -118 6 0 S rib o so mal p ro te in L10 a-3 PF0 0 6 8 7.18 ^Rib o so mal_L1^Rib o so mal p ro te in L1p /L10 e  family^21-20 4^E:4.8 e -40 1 0 ,154 0 ,6 2 0 ,50 2 1 0 0 ,0 0 2 6 ,28 3 0 2,26 6 R10 A3_ARATH 6 0 S rib o so mal p ro te in L10 a-3 RPL10 AC At5g 22440  MWD9 .24

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR9 24147_TR2378 9 _c0 _g 1_i1_le n=40 1 NA NA NA NA NA . 0 ,337 -0 ,336 0 ,0 56 0 ,9 37 0 ,50 2 -0 ,325 0 ,6 8 9 0 ,19 0 ,0 0 1 2,149 . . . . . .

SRR9 24147_TR3479 0 _c0 _g 1_i1_le n=1751 G3PC_SINAL
Q:19 7-116 8 ,H:1-

324
9 1.0 5%ID E:0 Glyce rald e hyd e -3-p ho sp hate  d e hyd ro g e nase , cyto so lic

PF0 0 0 44.21^Gp _d h_N^Glyce rald e hyd e  3-p ho sp hate  d e hyd ro g e nase , NAD b ind ing  d o main^6 -

156 ^E:1e -55`PF0 28 0 0 .17^Gp _d h_C^Glyce rald e hyd e  3-p ho sp hate  d e hyd ro g e nase , C-te rminal

d o main^16 1-318 ^E:2.5e -72

1 -1,0 8 8 0 ,50 2 2,721 0 ,0 76 -2,28 9 0 ,0 17 -3,8 8 0 2,147 G3PC_SINAL Glyce rald e hyd e -3-p ho sp hate  d e hyd ro g e nase , cyto so lic (EC 1.2.1.12) GAPC
Sinap is alb a (White  mustard )

(Brassica hirta)

PATHWAY: Carb o hyd rate  d e g rad atio n; g lyco lysis; p yruvate  fro m D-g lyce rald e hyd e  3-

p ho sp hate : ste p  1/5.
Cyto p lasm; G lyco lysis; NAD; Oxid o re d uctase ; S-nitro sylatio n

SRR9 24147_TR36 549 _c0 _g 1_i1_le n=78 8 NA NA NA NA NA PF0 229 8 .14^Cu_b ind _like ^Plasto cyanin-like  d o main^40 -145^E:1.1e -17 1 0 1 -2,339 1 -3,29 1 1 -3,29 1 0 7,416 . . . . . .

SRR9 24147_TR3736 7_c3_g 2_i6 _le n=5723 POLX_TOBAC

Q:9 5-

3433,H:232-

1323

43.8 %ID E:0
Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-

9 4

PF0 0 0 9 8 .20 ^zf-CCHC^Zinc knuckle ^31-46 ^E:0 .0 0 0 6 7`PF139 76 .3^g ag _p re -inte g rs^GAG-p re -

inte g rase  d o main^20 1-26 8 ^E:2.8 e -14`PF0 0 6 6 5.23^rve ^Inte g rase  co re  d o main^28 4-39 8 ^E:1e -

25`PF0 7727.11^RVT_2^Re ve rse  transcrip tase  (RNA-d e p e nd e nt DNA p o lyme rase )^6 58 -9 0 5^E:4.7e -

9 2

1 -0 ,38 4 1 -0 ,29 1 1 -0 ,8 3 1 -1,248 0 6 ,459 POLX_TOBAC
Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-9 4 [Includ e s: Pro te ase  (EC 3.4.23.-); Re ve rse

transcrip tase  (EC 2.7.7.49 ); End o nucle ase ]

Nico tiana tab acum (Co mmo n

to b acco )

Asp artyl p ro te ase ; End o nucle ase ; Hyd ro lase ; Me tal-b ind ing ; Nucle ase ;

Nucle o tid yltransfe rase ; Pro te ase ; RNA-d ire cte d  DNA p o lyme rase ; Transfe rase ; Transp o sab le

e le me nt; Zinc; Zinc-fing e r

SRR9 24148 _TR59 57_c0 _g 3_i4_le n=28 0 2 PS12A_ARATH
Q:8 46 -

2150 ,H:4-438
8 0 .46 %ID E:0

26 S p ro te aso me  no n-ATPase  re g ulato ry sub unit 12

ho mo lo g  A
PF0 139 9 .24^PCI^PCI d o main^29 4-40 3^E:1.3e -17 0 ,52 0 ,40 9 0 ,745 0 ,19 9 0 ,19 5 1,314 0 ,6 9 2 -1,139 0 1,79 8 PS12A_ARATH

26 S p ro te aso me  no n-ATPase  re g ulato ry sub unit 12 ho mo lo g  A (26 S p ro te aso me  re g ulato ry sub unit

RPN5a) (AtRPN5a) (26 S p ro te aso me  re g ulato ry sub unit p 55 ho mo lo g  A) (Pro te in EMBRYO DEFECTIVE

210 7) (Pro te in MARIPOSA)

RPN5A EMB210 7 MSA

At5g 0 9 9 0 0  MYH9 .11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co ile d  co il; Co mp le te  p ro te o me ; Cyto p lasm; Nucle us; Pro te aso me ;

Re fe re nce  p ro te o me

SRR9 24148 _TR8 145_c0 _g 1_i1_le n=20 36 NA NA NA NA NA
PF0 0 0 13.26 ^KH_1^KH d o main^16 7-226 ^E:7.1e -10 `PF10 46 9 .6 ^AKAP7_NLS^AKAP7 2'5'  RNA lig ase -

like  d o main^240 -525^E:3.1e -72
1 0 1 0 1 0 1 0 0 7,759 . . . . . .

SRR9 24148 _TR8 145_c0 _g 1_i2_le n=20 10 NA NA NA NA NA
PF0 0 0 13.26 ^KH_1^KH d o main^130 -18 9 ^E:6 .5e -10 `PF10 46 9 .6 ^AKAP7_NLS^AKAP7 2'5'  RNA lig ase -

like  d o main^20 3-48 8 ^E:2.6 e -72
1 -0 ,8 47 1 -0 ,775 1 0 1 0 0 7,546 . . . . . .

SRR9 24148 _TR128 8 1_c0 _g 1_i1_le n=18 13 DDC_CATRO
Q:1717-218 ,H:1-

50 0
9 9 .8 %ID E:0 Aro matic-L-amino -acid  d e carb o xylase

PF0 0 28 2.16 ^Pyrid o xal_d e C^Pyrid o xal-d e p e nd e nt d e carb o xylase  co nse rve d  d o main^8 8 -46 2^E:1e -

117
1 0 ,342 1 1,50 4 1 0 ,76 4 1 -0 ,743 0 0 ,8 15 DDC_CATRO

Aro matic-L-amino -acid  d e carb o xylase  (AADC) (EC 4.1.1.28 ) (DOPA d e carb o xylase ) (Tryp to p han

d e carb o xylase )
TDC

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
De carb o xylase ; Lyase ; Pyrid o xal p ho sp hate

SRR9 24148 _TR24540 _c2_g 1_i3_le n=2477 MORC3_HUMAN
Q:19 8 7-

8 36 ,H:16 -38 2
36 .32%ID E:2e -54 MORC family CW-typ e  zinc fing e r p ro te in 3

PF1358 9 .3^HATPase _c_3^Histid ine  kinase -, DNA g yrase  B-, and  HSP9 0 -like  ATPase ^179 -

272^E:5.3e -15
1 0 ,36 7 1 0 ,48 5 1 -0 ,78 8 1 -0 ,447 0 ,0 0 1 2,6 47 MORC3_HUMAN MORC family CW-typ e  zinc fing e r p ro te in 3 (Zinc fing e r CW-typ e  co ile d -co il d o main p ro te in 3) MORC3 KIAA0 136  ZCWCC3 Ho mo  sap ie ns (Human)

3D-structure ; Co ile d  co il; Co mp le te  p ro te o me ; Iso p e p tid e  b o nd ; Me tal-b ind ing ;

Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Ub l co njug atio n; Zinc; Zinc-fing e r

SRR9 24148 _TR310 52_c0 _g 1_i2_le n=1340 NA NA NA NA NA PF0 50 0 4.10 ^IFRD^Inte rfe ro n-re late d  d e ve lo p me ntal re g ulato r (IFRD)^36 -343^E:4.6 e -8 5 1 -0 ,256 1 -2,9 28 0 ,0 59 -0 ,9 8 7 0 ,352 -0 ,518 0 6 ,9 8 4 . . . . . .

SRR9 24148 _TR32136 _c0 _g 1_i1_le n=1524 PER42_ARATH
Q:136 5-376 ,H:1-

330
79 .7%ID E:0 Pe ro xid ase  42 PF0 0 141.20 ^p e ro xid ase ^Pe ro xid ase ^48 -29 1^E:4.1e -6 0 0 ,219 -0 ,273 0 -2,176 0 ,49 2 -0 ,18 9 0 ,0 0 7 -0 ,78 6 0 0 ,9 48 PER42_ARATH Pe ro xid ase  42 (Atp e ro x P42) (EC 1.11.1.7) (ATP1a/ATP1b ) (PRXR1)

PER42 P42 At4g 219 6 0  F1N20 .3

T8 O5.170

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Bio lo g ical rhythms; Calc ium; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; He me ;

Hyd ro g e n p e ro xid e ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Pe ro xid ase ; Re fe re nce  p ro te o me ;

Se cre te d ; Sig nal

SRR9 24148 _TR3540 8 _c0 _g 1_i2_le n=10 37 SMD1_DROME
Q:342-6 14,H:1-

9 1
71.43%ID E:1e -38 Pro b ab le  small nucle ar rib o nucle o p ro te in Sm D1 PF0 1423.19 ^LSM^LSM d o main^5-6 9 ^E:1.5e -18 0 ,0 0 9 6 ,0 37 0 ,132 1,522 1 0 ,379 0 ,76 0 ,6 8 1 0 ,0 0 1 6 ,557 SMD1_DROME Pro b ab le  small nucle ar rib o nucle o p ro te in Sm D1 (Sm-D1) (snRNP co re  p ro te in D1) SmD1 snRNP6 9 D CG10 753 Dro so p hila me lano g aste r (Fruit fly)

Co mp le te  p ro te o me ; Me thylatio n; Nucle us; Re fe re nce  p ro te o me ; Re p e at; Rib o nucle o p ro te in;

mRNA p ro ce ssing ; mRNA sp lic ing

Ms6h

T ranscript  (CDF9 7 ) Uniprot  homolog
BLAST X

Posit ion

BLAST X

%Ide nt it y

BLAST X

e value
Uniprot  de scr Pf am PValue _Ms6 h logFC_Ms6 h PValue _Ms8h logFC_Ms8h PValue _MsDamage d24 h logFC_MsDamage d24 h PValue _MsInt act 24 h logFC_MsInt act 24 h PValue _Ms1wk logFC_Ms1wk Ent ry.name Prot e in name s Ge ne  name s Organism Pat hway Ke ywords

SRR11446 33_TR136 0 6 _c0 _g 2_i1_le n=6 9 9 4 NA NA NA NA NA
PF0 7529 .10 ^HSA^HSA^575-6 56 ^E:1.4e -0 6 `PF0 0 249 .28 ^Myb _DNA-b ind ing ^Myb -like  DNA-b ind ing  d o main^10 45-10 9 3^E:3.6 e -

0 6 `PF139 21.3^Myb _DNA-b ind _6 ^Myb -like  DNA-b ind ing  d o main^10 46 -10 9 3^E:3.1e -0 6
0 6 ,8 56 0 ,0 34 5,40 5 0 ,319 0 ,8 9 8 0 ,228 1,0 23 1 0 ,29 8 . . . . . .

SRR11446 33_TR17733_c0 _g 1_i2_le n=3511 NA NA NA NA NA . 0 6 ,9 0 3 0 ,0 0 9 5,9 44 0 ,129 -4,8 9 6 0 ,129 -4,6 44 1 -0 ,16 6 . . . . . .

SRR11446 33_TR219 14_c0 _g 1_i2_le n=49 36 YCX9 1_PHAAO
Q:128 8 -

156 0 ,H:1-9 1
9 7.8 %ID E:1e -52 Uncharacte rize d  p ro te in ORF9 1 . 0 0 ,8 8 4 0 ,9 8 4 -0 ,0 0 5 0 ,0 1 -0 ,534 0 ,0 17 -0 ,49 7 0 ,155 -1,149 YCX9 1_PHAAO Uncharacte rize d  p ro te in ORF9 1

Phalae no p sis ap hro d ite

sub sp . fo rmo sana (Mo th

o rchid )

Chlo ro p last; Plastid

SRR11446 33_TR220 53_c0 _g 1_i2_le n=16 0 9 CYSP3_SOLLC
Q:310 -

1248 ,H:44-356
8 1.15%ID E:0 Cyste ine  p ro te inase  3 PF0 0 112.20 ^Pe p tid ase _C1^Pap ain family cyste ine  p ro te ase ^53-26 8 ^E:7.3e -79 0 2,19 4 0 ,0 32 0 ,518 0 ,0 8 3 0 ,78 2 0 ,148 0 ,6 6 5 0 ,0 75 0 ,5 CYSP3_SOLLC Cyste ine  p ro te inase  3 (EC 3.4.22.-) CYP-3

So lanum lyco p e rsicum

(To mato ) (Lyco p e rsico n

e scule ntum)

Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ; Pro te ase ; Re fe re nce  p ro te o me ;

Sig nal; Thio l p ro te ase ; Vacuo le ; Zymo g e n

SRR11446 33_TR320 9 0 _c0 _g 1_i1_le n=6 33 CYT5_ARATH
Q:454-

179 ,H:22-114
59 .14%ID E:5e -33 Cyste ine  p ro te inase  inhib ito r 5

PF0 0 0 31.18 ^Cystatin^Cystatin d o main^34-119 ^E:4.4e -15`PF16 8 45.2^SQAPI^Asp artic acid  p ro te inase  inhib ito r^39 -119 ^E:7.2e -

37`PF0 7430 .8 ^PP1^Phlo e m filame nt p ro te in PP1 cystatin-like  d o main^47-115^E:0 .0 0 0 13
0 1,25 0 ,0 71 0 ,523 0 ,417 0 ,19 1 0 ,78 3 0 ,0 6 6 1 0 CYT5_ARATH Cyste ine  p ro te inase  inhib ito r 5 (AtCYS-5) CYS5 At5g 47550  MNJ7.14

Arab id o p sis thaliana (Mo use -

e ar cre ss)

Co mp le te  p ro te o me ; G lyco p ro te in; Plant d e fe nse ; Pro te ase  inhib ito r; Re fe re nce  p ro te o me ;

Se cre te d ; Sig nal; Thio l p ro te ase  inhib ito r

SRR11446 34_TR13321_c0 _g 1_i3_le n=8 8 1 NA NA NA NA NA . 0 7,0 31 0 ,0 17 5,735 0 ,0 6 6 -5,324 0 ,0 6 6 -5,324 1 -0 ,6 71 . . . . . .

SRR11446 34_TR40 49 7_c0 _g 2_i1_le n=540 NA NA NA NA NA . 0 6 ,6 74 0 -8 ,6 74 1 0 0 ,129 5,12 0 ,0 0 5 -6 ,18 3 . . . . . .

SRR122237_TR19 70 3_c0 _g 1_i1_le n=8 76 NA NA NA NA NA . 0 2,56 0 ,39 -0 ,19 3 0 -1,572 0 -1,0 33 0 ,0 0 1 0 ,9 39 . . . . . .

SRR122238 _TR58 74_c0 _g 1_i8 _le n=8 12 NA NA NA NA NA . 0 6 ,78 1 0 ,39 4 -0 ,49 4 0 ,0 57 1,38 1 0 ,38 1 0 ,78 1 0 . . . . . .

SRR122238 _TR410 53_c1_g 4_i10 _le n=6 23 NA NA NA NA NA . 0 1,8 34 0 ,9 22 0 ,0 21 0 ,175 -0 ,28 1 0 ,254 -0 ,236 0 ,716 -0 ,0 8 1 . . . . . .

SRR122238 _TR716 8 5_c0 _g 1_i2_le n=532 NA NA NA NA NA . 0 2,0 43 0 ,8 58 -0 ,0 8 7 0 ,29 4 0 ,279 0 ,59 7 0 ,146 0 ,471 0 ,56 4 . . . . . .

SRR122238 _TR72446 _c0 _g 1_i1_le n=116 8 SWET3_ARATH
Q:128 -775,H:1-

216
6 2.0 4%ID E:1e -9 3

Bid ire ctio nal sug ar transp o rte r SWEET3

{ECO:0 0 0 0 30 3|Pub Me d :2110 7422}

PF0 30 8 3.13^MtN3_slv^Sug ar e fflux transp o rte r fo r inte rce llular e xchang e ^9 -9 5^E:5.6 e -16 `PF0 30 8 3.13^MtN3_slv^Sug ar e fflux

transp o rte r fo r inte rce llular e xchang e ^133-216 ^E:1.6 e -24
0 ,0 0 1 3,553 0 ,0 0 3 2,555 0 ,18 8 0 ,71 0 ,0 49 0 ,9 8 7 0 ,258 -0 ,9 9 6 SWET3_ARATH

Bid ire ctio nal sug ar transp o rte r SWEET3 (AtSWEET3) (Pro te in SUGARS WILL EVENTUALLY BE

EXPORTED TRANSPORTERS 3)
SWEET3 At5g 5319 0  MFH8 .13

Arab id o p sis thaliana (Mo use -

e ar cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Sug ar transp o rt;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR122238 _TR73472_c0 _g 1_i1_le n=6 48 NA NA NA NA NA . 0 3,254 0 ,121 0 ,33 0 ,9 0 3 -0 ,0 27 0 ,8 58 0 ,0 42 0 ,8 22 0 ,36 3 . . . . . .

SRR122238 _TR75334_c0 _g 1_i3_le n=8 56 CCB12_ORYSJ
Q:132-473,H:1-

114
45.22%ID E:3e -22 Cyclin-B1-2 PF0 5348 .8 ^UMP1^Pro te aso me  maturatio n facto r UMP1^59 -172^E:9 .5e -30 0 1,9 27 0 ,0 26 -1,16 2 0 ,0 0 2 1,44 0 ,121 0 ,8 12 0 ,241 -0 ,38 8 CCB12_ORYSJ Cyclin-B1-2 (G2/mito tic-sp e cific  cyclin-B1-2) (CycB1;2)

CYCB1-2 Os0 2g 0 8 0 130 0

LOC_Os0 2g 55720

Oryza sativa sub sp . jap o nica

(Rice )
Ce ll cycle ; Ce ll d ivis io n; Co mp le te  p ro te o me ; Cyclin; Re fe re nce  p ro te o me

SRR12718 57_TR50 20 _c0 _g 1_i2_le n=2456 RAP27_ARATH
Q:50 1-

18 41,H:1-40 6
46 .0 9 %ID E:1e -8 8 Ethyle ne -re sp o nsive  transcrip tio n facto r RAP2-7 . 0 ,0 0 1 1,337 0 ,0 0 9 1,0 0 3 1 0 ,0 57 0 ,5 -0 ,732 0 ,40 7 -0 ,48 1 RAP27_ARATH

Ethyle ne -re sp o nsive  transcrip tio n facto r RAP2-7 (Pro te in RELATED TO APETALA2 7) (Pro te in TARGET

OF EAT 1)
RAP2-7 TOE1 At2g 28 550  T17D12.11

Arab id o p sis thaliana (Mo use -

e ar cre ss)

Activato r; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; DNA-b ind ing ; Ethyle ne  sig naling  p athway;

Nucle us; Re fe re nce  p ro te o me ; Re p e at; Transcrip tio n; Transcrip tio n re g ulatio n

SRR12718 57_TR8 332_c0 _g 1_i4_le n=26 79 NA NA NA NA NA PF0 3547.15^Me m_trans^Me mb rane  transp o rt p ro te in^11-155^E:5.2e -27 0 2,715 0 ,0 51 0 ,78 6 0 ,0 26 2,16 5 1 0 ,472 0 ,0 0 5 0 ,8 6 8 . . . . . .

SRR12718 57_TR2319 5_c2_g 1_i16 _le n=16 0 2 NA NA NA NA NA . 0 2,50 6 0 ,76 3 0 ,0 6 5 0 ,175 0 ,28 9 0 ,10 1 0 ,35 0 ,6 6 4 0 ,10 1 . . . . . .

SRR12718 57_TR26 78 7_c0 _g 1_i1_le n=78 7 NA NA NA NA NA . 0 6 ,8 7 0 ,0 0 3 -1,46 7 0 ,0 6 6 -5,35 0 ,732 -0 ,546 0 ,719 0 ,26 8 . . . . . .

SRR12718 57_TR320 8 8 _c1_g 1_i1_le n=3371 PHSL2_SOLTU
Q:29 9 2-

251,H:54-9 74
8 2.36 %ID E:0

Alp ha-1,4 g lucan p ho sp ho rylase  L-2 iso zyme ,

chlo ro p lastic/amylo p lastic
PF0 0 343.17^Pho sp ho rylase ^Carb o hyd rate  p ho sp ho rylase ^179 -9 70 ^E:7.1e -29 9 0 1,121 0 ,0 18 0 ,6 9 3 0 ,472 0 ,774 0 ,0 45 1,50 7 0 ,273 0 ,39 2 PHSL2_SOLTU

Alp ha-1,4 g lucan p ho sp ho rylase  L-2 iso zyme , chlo ro p lastic/amylo p lastic (EC 2.4.1.1) (Starch

p ho sp ho rylase  L-2)
STP-1 So lanum tub e ro sum (Po tato )

Allo ste ric e nzyme ; Amylo p last; Carb o hyd rate  me tab o lism; Chlo ro p last; Co mp le te  p ro te o me ;

Glyco syltransfe rase ; Plastid ; Pyrid o xal p ho sp hate ; Re fe re nce  p ro te o me ; Transfe rase ; Transit

p e p tid e

SRR12718 58 _TR5479 2_c0 _g 1_i5_le n=8 34 NA NA NA NA NA . 0 2,49 2 0 ,312 0 ,76 4 0 ,0 46 0 ,8 8 2 0 ,0 46 0 ,8 74 0 ,49 7 -0 ,234 . . . . . .

SRR12718 59 _TR70 49 _c0 _g 1_i1_le n=216 9 TLP3_ARATH
Q:1510 -

353,H:30 -40 6
6 2.5%ID E:2e -16 2 Tub b y-like  F-b o x p ro te in 3 PF0 0 6 46 .30 ^F-b o x^F-b o x d o main^28 -8 2^E:2.4e -0 6 `PF0 116 7.15^Tub ^Tub  family^10 1-38 3^E:5.9 e -8 8 0 2,222 0 ,0 0 1 6 ,411 0 ,6 9 2 1,256 1 0 ,9 21 0 ,0 34 5,6 75 TLP3_ARATH Tub b y-like  F-b o x p ro te in 3 (AtTLP3) TULP3 At2g 479 0 0  F17A22.29

Arab id o p sis thaliana (Mo use -

e ar cre ss)

Alte rnative  sp lic ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; Cyto p lasm; Me mb rane ; Nucle us; Plastid ;

Re fe re nce  p ro te o me ; Stre ss re sp o nse

SRR12718 59 _TR28 48 3_c1_g 1_i1_le n=20 56 U74B1_ARATH
Q:19 52-

58 8 ,H:1-458
54.9 8 %ID E:2e -16 3 UDP-g lyco syltransfe rase  74B1 PF0 0 20 1.15^UDPGT^UDP-g luco ro no syl and  UDP-g luco syl transfe rase ^251-417^E:3e -30 0 5,9 74 0 ,129 2,774 0 ,254 2,9 0 ,50 2 2,36 2 1 -1,0 0 4 U74B1_ARATH

UDP-g lyco syltransfe rase  74B1 (EC 2.4.1.-) (N-hyd ro xythio amid e  S-b e ta-g luco syltransfe rase ) (EC

2.4.1.19 5) (Thio hyd ro ximate  S-g luco syltransfe rase )
UGT74B1 At1g 2410 0  F3I6 .2

Arab id o p sis thaliana (Mo use -

e ar cre ss)
Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; G lyco syltransfe rase ; Re fe re nce  p ro te o me ; Transfe rase

SRR12718 59 _TR3238 6 _c6 _g 2_i1_le n=1517 NA NA NA NA NA . 0 1,48 4 0 ,117 0 ,335 0 -1,273 0 -1,148 0 ,75 -0 ,0 77 . . . . . .

SRR12718 59 _TR339 9 7_c0 _g 1_i1_le n=10 19 ACP1_CASGL
Q:16 8 -578 ,H:1-

136
6 7.8 8 %ID E:1e -48 Acyl carrie r p ro te in 1, chlo ro p lastic PF0 0 550 .22^PP-b ind ing ^Pho sp ho p ante the ine  attachme nt s ite ^6 1-128 ^E:6 .3e -10 0 3,249 0 ,0 0 5 6 ,141 0 ,0 9 5 0 ,56 1 0 ,0 0 3 0 ,9 36 0 ,0 0 6 -0 ,745 ACP1_CASGL Acyl carrie r p ro te in 1, chlo ro p lastic (ACP 1) ACP1

Casuarina g lauca (Swamp

o ak)
PATHWAY: Lip id  me tab o lism; fatty acid  b io synthe sis.

Chlo ro p last; Fatty acid  b io synthe sis; Fatty acid  me tab o lism; Lip id  b io synthe sis; Lip id  me tab o lism;

Pho sp ho p ante the ine ; Pho sp ho p ro te in; Plastid ; Transit p e p tid e

SRR12718 59 _TR36 251_c0 _g 1_i2_le n=10 55 NA NA NA NA NA . 0 2,0 8 1 0 ,712 0 ,216 0 ,8 36 0 ,0 74 0 ,9 15 -0 ,0 37 0 ,19 5 0 ,8 31 . . . . . .

SRR12718 59 _TR370 59 _c0 _g 2_i1_le n=56 1 NA NA NA NA NA . 0 7,20 5 1 0 ,756 0 ,0 0 3 -2,0 6 0 ,0 25 -1,436 1 -0 ,0 24 . . . . . .

SRR12718 59 _TR4459 6 _c0 _g 3_i2_le n=2228 BAM9 _ARATH
Q:248 -

19 15,H:1-521
51.24%ID E:5e -171 Inactive  b e ta-amylase  9 PF0 1373.14^Glyco _hyd ro _14^Glyco syl hyd ro lase  family 14^13-210 ^E:1.6 e -34 0 ,0 0 1 2,8 46 1 -0 ,47 0 ,29 8 0 ,775 0 ,8 48 0 ,334 0 ,124 -0 ,9 6 8 BAM9 _ARATH Inactive  b e ta-amylase  9  (1,4-alp ha-D-g lucan malto hyd ro lase ) (Inactive  b e ta-amylase  3) BAM9  BMY3 At5g 18 6 70  T1A4.50

Arab id o p sis thaliana (Mo use -

e ar cre ss)

Carb o hyd rate  me tab o lism; Co mp le te  p ro te o me ; Cyto p lasm; Pho sp ho p ro te in; Po lysaccharid e

d e g rad atio n; Re fe re nce  p ro te o me

SRR12718 59 _TR45551_c1_g 3_i3_le n=2426 NA NA NA NA NA . 0 1,19 0 ,39 9 -0 ,18 2 0 ,18 4 -0 ,28 8 0 ,46 -0 ,16 0 ,9 0 ,0 31 . . . . . .

SRR3420 17_TR6 26 8 _c0 _g 4_i2_le n=1128 WRK70 _ARATH
Q:134-724,H:7-

18 7
38 .6 5%ID E:3e -33 Pro b ab le  WRKY transcrip tio n facto r 70 PF0 310 6 .12^WRKY^WRKY DNA -b ind ing  d o main^174-234^E:2.3e -23 0 3,227 0 ,0 0 1 4,39 4 0 ,28 2 1,234 0 ,56 0 ,8 52 1 -0 ,171 WRK70 _ARATH Pro b ab le  WRKY transcrip tio n facto r 70  (WRKY DNA-b ind ing  p ro te in 70 ) WRKY70  At3g 56 40 0  T5P19 .50

Arab id o p sis thaliana (Mo use -

e ar cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n

re g ulatio n

SRR3420 17_TR8 8 59 _c1_g 4_i5_le n=139 4 10 HGO_CATRO
Q:1256 -

19 8 ,H:3-359
6 2.18 %ID E:7e -119 8 -hyd ro xyg e ranio l d e hyd ro g e nase

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^8 2-19 0 ^E:5e -21`PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing

d e hyd ro g e nase ^234-357^E:1.7e -16
0 ,0 0 1 0 ,8 27 0 ,0 0 3 1 0 ,77 -0 ,19 4 0 ,221 0 ,6 0 9 0 ,38 5 0 ,254 10 HGO_CATRO 8 -hyd ro xyg e ranio l d e hyd ro g e nase  (Cr10 HGO) (EC 1.1.1.324) 10 HGO

Catharanthus ro se us

(Mad ag ascar p e riwinkle )

(Vinca ro se a)

Me tal-b ind ing ; NADP; Oxid o re d uctase ; Zinc

SRR3420 17_TR119 21_c0 _g 2_i1_le n=6 9 3 SLU7A_ARATH
Q:6 42-25,H:20 -

225
8 1.55%ID E:5e -120 Pre -mRNA-sp lic ing  facto r SLU7-A

PF1439 2.3^zf-CCHC_4^Zinc knuckle ^9 3-10 7^E:0 .0 6 6 `PF1170 8 .5^Slu7^Pre -mRNA sp lic ing  Prp 18 -inte racting  facto r^134-

224^E:4.7e -15
0 7,0 41 1 0 0 ,0 0 5 -6 ,20 3 0 ,0 0 5 -6 ,20 3 1 0 SLU7A_ARATH Pre -mRNA-sp lic ing  facto r SLU7-A At1g 6 56 6 0  F1E22.4 F5I14.19

Arab id o p sis thaliana (Mo use -

e ar cre ss)

Co mp le te  p ro te o me ; Me tal-b ind ing ; Nucle us; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Sp lice o so me ;

Zinc; Zinc-fing e r; mRNA p ro ce ssing ; mRNA sp lic ing

SRR3420 17_TR19 79 7_c0 _g 2_i1_le n=8 18 KPK2_ARATH
Q:9 -8 0 0 ,H:111-

358
6 6 .0 4%ID E:1e -115 Se rine /thre o nine -p ro te in kinase  AtPK2/AtPK19

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^39 -249 ^E:2.1e -6 4`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^40 -

246 ^E:1.4e -36 `PF14531.3^Kinase -like ^Kinase -like ^151-248 ^E:1e -0 9
0 6 ,79 8 1 0 1 -3,317 0 ,0 25 2,8 0 9 0 ,50 2 4,0 19 KPK2_ARATH Se rine /thre o nine -p ro te in kinase  AtPK2/AtPK19  (EC 2.7.11.1) (Rib o so mal-p ro te in S6  kinase  ho mo lo g  2)

ATPK2 ATPK19  S6 K2 At3g 0 8 720

F17O14.19

Arab id o p sis thaliana (Mo use -

e ar cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Kinase ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re fe re nce

p ro te o me ; Se rine /thre o nine -p ro te in kinase ; Transfe rase

SRR3420 19 _TR16 32_c1_g 2_i1_le n=16 52 SUBL_ARATH
Q:16 12-

38 6 ,H:351-757
57.18 %ID E:5e -148 . PF0 0 0 8 2.19 ^Pe p tid ase _S8 ^Sub tilase  family^32-246 ^E:2.5e -23`PF0 2225.19 ^PA^PA d o main^6 0 -121^E:1e -0 9 0 8 ,224 0 ,176 -0 ,429 0 ,356 0 ,39 7 0 ,0 0 4 -1,413 1 0 SBT17_ARATH

Sub til is in-like  p ro te ase  SBT1.7 (EC 3.4.21.-) (Cucumisin-like  se rine  p ro te ase ) (Sub tilase  sub family 1

me mb e r 7) (AtSBT1.7) (Sub til is in-like  se rine  p ro te ase  1) (At-SLP1)

SBT1.7 ARA12 ASP48  SLP1 At5g 6 736 0

K8 K14.8

Arab id o p sis thaliana (Mo use -

e ar cre ss)

Calcium; Ce ll wall; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; G lyco p ro te in; Hyd ro lase ;

Pro te ase ; Re fe re nce  p ro te o me ; Se cre te d ; Se rine  p ro te ase ; Sig nal; Zymo g e n

SRR3420 19 _TR740 1_c4_g 2_i1_le n=6 0 9 0 PUR4_ARATH
Q:58 73-

2313,H:9 -119 2
78 .6 9 %ID E:0

Pro b ab le  p ho sp ho rib o sylfo rmylg lycinamid ine

synthase , chlo ro p lastic/mito cho nd rial

PF0 0 58 6 .21^AIRS^AIR synthase  re late d  p ro te in, N-te rminal d o main^39 3-49 5^E:0 .0 21`PF0 276 9 .19 ^AIRS_C^AIR synthase

re late d  p ro te in, C-te rminal d o main^535-6 8 9 ^E:2.2e -21`PF0 276 9 .19 ^AIRS_C^AIR synthase  re late d  p ro te in, C-te rminal

d o main^9 45-10 75^E:3.5e -16 `PF1350 7.3^GATase _5^Co b B/Co b Q-like  g lutamine  amid o transfe rase  d o main^1143-119 6 ^E:2.4e -15

0 1,559 0 ,8 8 2 0 ,0 59 0 ,6 9 4 0 ,217 0 ,6 26 0 ,233 0 ,56 4 0 ,418 PUR4_ARATH

Pro b ab le  p ho sp ho rib o sylfo rmylg lycinamid ine  synthase , chlo ro p lastic/mito cho nd rial (FGAM synthase )

(FGAMS) (EC 6 .3.5.3) (Fo rmylg lycinamid e  rib o nucle o tid e  amid o transfe rase ) (FGAR amid o transfe rase )

(FGAR-AT) (Fo rmylg lycinamid e  rib o tid e  amid o transfe rase )

At1g 7426 0  F1O17.7
Arab id o p sis thaliana (Mo use -

e ar cre ss)

PATHWAY: Purine  me tab o lism; IMP b io synthe sis via d e  no vo

p athway; 5-amino -1-(5-p ho sp ho -D-rib o syl)imid azo le  fro m N(2)-

fo rmyl-N(1)-(5-p ho sp ho -D-rib o syl)g lycinamid e : ste p  1/2.

ATP-b ind ing ; Chlo ro p last; Co mp le te  p ro te o me ; G lutamine  amid o transfe rase ; Lig ase ; Mag ne sium;

Me tal-b ind ing ; Mito cho nd rio n; Nucle o tid e -b ind ing ; Plastid ; Purine  b io synthe sis; Re fe re nce  p ro te o me ;

Transit p e p tid e

SRR3420 19 _TR78 8 6 _c0 _g 1_i8 _le n=6 36 NA NA NA NA NA PF0 119 0 .14^Po lle n_Ole _e _I^Po lle n p ro te ins O le  e  I l ike ^29 -110 ^E:1.2e -15 0 8 ,6 48 1 0 1 0 1 0 0 ,146 0 ,39 3 . . . . . .

SRR3420 19 _TR3236 7_c4_g 5_i5_le n=40 34 NA NA NA NA NA . 0 4,9 8 9 1 2,6 9 1 1 -0 ,327 0 ,78 1 -0 ,546 1 -1,17 . . . . . .

SRR3420 19 _TR38 712_c0 _g 1_i2_le n=76 8 NA NA NA NA NA PF0 0 30 4.17^Gamma-thio nin^Gamma-thio nin family^53-9 9 ^E:2.5e -16 0 0 ,79 2 0 ,121 -0 ,48 9 1 0 ,225 0 ,50 2 -2,0 6 5 0 ,712 0 ,0 8 . . . . . .

SRR3420 22_TR6 41_c3_g 5_i4_le n=549 NA NA NA NA NA . 0 ,0 0 1 1,321 0 ,56 3 -0 ,224 0 ,452 -0 ,6 13 0 ,235 -0 ,8 12 0 ,415 -0 ,36 5 . . . . . .

SRR3420 22_TR737_c0 _g 1_i1_le n=9 13 DNJ11_ARATH
Q:28 8 -

6 53,H:40 -16 1
47.6 9 %ID E:1e -30 Chap e ro ne  p ro te in d naJ 11, chlo ro p lastic PF0 0 226 .28 ^DnaJ^DnaJ d o main^58 -125^E:4.1e -20 0 ,0 0 1 6 ,6 45 0 ,258 1,0 9 4 0 ,0 34 5,6 8 4 1 0 1 0 DNJ11_ARATH Chap e ro ne  p ro te in d naJ 11, chlo ro p lastic (AtDjC11) (AtJ11) ATJ11 C11 J11 At4g 36 0 40  T19 K4.170

Arab id o p sis thaliana (Mo use -

e ar cre ss)

Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Plastid ; Re fe re nce

p ro te o me ; Transit p e p tid e

SRR3420 22_TR9 376 _c1_g 1_i1_le n=58 51 YCX9 1_PHAAO
Q:223-49 5,H:1-

9 1
9 7.8 %ID E:2e -52 Uncharacte rize d  p ro te in ORF9 1 . 0 1,28 8 0 ,6 35 -0 ,10 3 0 ,239 -0 ,259 0 ,20 2 -0 ,28 0 ,58 1 -0 ,50 5 YCX9 1_PHAAO Uncharacte rize d  p ro te in ORF9 1

Phalae no p sis ap hro d ite

sub sp . fo rmo sana (Mo th

o rchid )

Chlo ro p last; Plastid



SRR3420 22_TR9 79 4_c0 _g 20 _i1_le n=16 39 STSY_RAUSE
Q:8 19 -

1544,H:8 3-324
40 .9 1%ID E:4e -59 Stricto sid ine  synthase PF0 30 8 8 .13^Str_synth^Stricto sid ine  synthase ^73-16 0 ^E:1.5e -25 0 ,0 0 1 1,70 4 0 ,10 3 1,523 0 ,6 9 2 0 ,56 3 1 -0 ,471 1 0 ,0 26 STSY_RAUSE Stricto sid ine  synthase  (EC 4.3.3.2) STR1

Rauvo lfia se rp e ntina

(Se rp e ntine  wo o d )

(Op hio xylo n se rp e ntinum)

PATHWAY: Alkalo id  b io synthe sis; 3alp ha(S)-stricto sid ine

b io synthe sis; 3alp ha(S)-stricto sid ine  fro m se co lo g anin and

tryp tamine : ste p  1/1.

3D-structure ; Alkalo id  me tab o lism; Dire ct p ro te in se q ue ncing ; G lyco p ro te in; Lyase ; Sig nal; Vacuo le

SRR3420 22_TR9 79 4_c0 _g 20 _i3_le n=1230 STSY_RAUMA
Q:278 -

1135,H:37-322
43.71%ID E:1e -8 1 Stricto sid ine  synthase PF0 30 8 8 .13^Str_synth^Stricto sid ine  synthase ^177-26 4^E:3e -25 0 1,31 0 ,0 0 2 1,38 9 1 -0 ,0 37 0 ,0 76 -1,50 3 0 ,9 38 0 ,0 4 STSY_RAUMA Stricto sid ine  synthase  (EC 4.3.3.2) (Frag me nt) STR1 Rauvo lfia mannii

PATHWAY: Alkalo id  b io synthe sis; 3alp ha(S)-stricto sid ine

b io synthe sis; 3alp ha(S)-stricto sid ine  fro m se co lo g anin and

tryp tamine : ste p  1/1.

Alkalo id  me tab o lism; G lyco p ro te in; Lyase ; Sig nal; Vacuo le

SRR3420 22_TR228 8 8 _c2_g 4_i1_le n=1175 14335_SOLTU
Q:10 8 1-

317,H:1-256
9 3.75%ID E:3e -172 14-3-3-like  p ro te in 16 R PF0 0 244.17^14-3-3^14-3-3 p ro te in^32-257^E:7.4e -10 5 0 3,144 0 ,0 29 -0 ,56 7 0 ,111 -0 ,519 0 ,0 0 4 -0 ,9 58 0 ,0 0 3 -0 ,77 14335_SOLTU 14-3-3-like  p ro te in 16 R So lanum tub e ro sum (Po tato ) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 22_TR26 10 3_c2_g 5_i1_le n=116 5 NA NA NA NA NA . 0 4,122 0 ,40 2 0 ,9 79 0 ,0 0 2 2,443 0 ,0 26 1,9 0 1 0 ,9 49 0 ,0 33 . . . . . .

SRR3420 22_TR26 348 _c3_g 6 _i5_le n=717 MECR_ARATH
Q:58 -

525,H:220 -375
78 .21%ID E:3e -8 1

Pro b ab le  trans-2-e no yl-Co A re d uctase ,

mito cho nd rial
. 0 ,0 0 1 6 ,6 15 0 ,6 23 -0 ,38 0 ,0 76 1,39 7 0 ,44 0 ,76 7 0 ,0 0 3 -1,47 MECR_ARATH Pro b ab le  trans-2-e no yl-Co A re d uctase , mito cho nd rial (EC 1.3.1.38 ) At3g 45770  T6 D9 .10 0

Arab id o p sis thaliana (Mo use -

e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Fatty acid  b io synthe sis; Fatty acid  me tab o lism; Lip id

b io synthe sis; Lip id  me tab o lism; Mito cho nd rio n; NADP; Oxid o re d uctase ; Re fe re nce  p ro te o me ; Transit

p e p tid e

SRR3420 23_TR28 46 _c0 _g 5_i2_le n=1227 ABP20 _PRUPE
Q:258 -

78 2,H:28 -20 2
6 9 .8 9 %ID E:3e -72 Auxin-b ind ing  p ro te in ABP20 PF0 0 19 0 .19 ^Cup in_1^Cup in^54-19 9 ^E:4.1e -32 0 1,428 0 -3,732 0 -2,6 48 0 -1,6 9 0 ,6 15 0 ,10 5 ABP20 _PRUPE Auxin-b ind ing  p ro te in ABP20 ABP20

Prunus p e rsica (Pe ach)

(Amyg d alus p e rsica)

Ap o p last; Auxin s ig naling  p athway; Ce ll wall; Disulfid e  b o nd ; G lyco p ro te in; Mang ane se ; Me tal-b ind ing ;

Re ce p to r; Se cre te d ; Sig nal

SRR3420 23_TR17123_c5_g 1_i3_le n=8 29 NA NA NA NA NA . 0 1,0 79 0 ,724 -0 ,19 9 1 -0 ,424 0 ,38 1 -1,56 3 1 0 . . . . . .

SRR3420 23_TR228 9 0 _c2_g 1_i3_le n=70 8 TBL21_ARATH
Q:6 34-5,H:179 -

39 1
6 2.9 1%ID E:2e -10 0 Pro te in tricho me  b ire fring e nce -like  21

PF14416 .3^PMR5N^PMR5 N te rminal Do main^12-6 4^E:1.6 e -22`PF138 39 .3^PC-Este rase ^GDSL/SGNH-like  Acyl-Este rase  family

fo und  in Pmr5 and  Cas1p ^6 5-216 ^E:2.4e -44
0 6 ,9 51 0 ,28 2 1,239 0 ,56 4 -0 ,477 0 ,312 -0 ,8 17 1 0 TBL21_ARATH Pro te in tricho me  b ire fring e nce -like  21 TBL21 At5g 158 9 0  F1N13.30

Arab id o p sis thaliana (Mo use -

e ar cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Sig nal-ancho r; Transme mb rane ;

Transme mb rane  he lix

SRR3420 23_TR2746 7_c3_g 4_i8 _le n=139 4 NA NA NA NA NA PF0 6 10 8 .9 ^DUF9 52^Pro te in o f unkno wn functio n (DUF9 52)^19 -54^E:7.6 e -0 8 0 1,571 0 -2,315 0 ,132 0 ,76 2 0 ,49 6 0 ,38 8 1 -2,0 0 2 . . . . . .

SRR6 46 572_TR2419 5_c1_g 6 _i3_le n=578 8 NU5C_COFAR
Q:4474-

2276 ,H:1-733
8 5.6 8 %ID E:0

NAD(P)H-q uino ne  o xid o re d uctase  sub unit 5,

chlo ro p lastic

PF0 0 6 6 2.17^Pro to n_antip o _N^NADH-Ub iq uino ne  o xid o re d uctase  (co mp le x I), chain 5 N-te rminus^72-129 ^E:5e -

20 `PF0 0 36 1.17^Pro to n_antip o _M^Pro to n-co nd ucting  me mb rane  transp o rte r^141-442^E:1.9 e -

9 6 `PF0 10 10 .16 ^Pro to n_antip o _C^NADH-d e hyro g e nase  sub unit F, TMs, (co mp le x I) C-te rminus^448 -6 8 8 ^E:2.7e -112

0 1,6 2 0 ,9 27 0 ,0 9 9 0 ,20 3 -0 ,59 7 0 ,20 3 -0 ,58 1 0 ,36 3 -0 ,277 NU5C_COFAR
NAD(P)H-q uino ne  o xid o re d uctase  sub unit 5, chlo ro p lastic (EC 1.6 .5.-) (NAD(P)H d e hyd ro g e nase

sub unit 5) (NADH-p lasto q uino ne  o xid o re d uctase  sub unit 5)
nd hF

Co ffe a arab ica (Arab ian

co ffe e )

Chlo ro p last; Me mb rane ; NAD; NADP; Oxid o re d uctase ; Plastid ; Plasto q uino ne ; Quino ne ; Thylako id ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 46 572_TR30 0 31_c0 _g 1_i2_le n=16 8 1 NA NA NA NA NA . 0 4,175 0 ,59 4 0 ,124 0 ,0 12 0 ,6 12 0 ,0 0 2 0 ,752 0 ,423 -0 ,174 . . . . . .

SRR6 46 572_TR30 26 8 _c0 _g 1_i1_le n=737 NA NA NA NA NA . 0 8 ,20 5 0 -10 ,9 9 8 1 0 1 0 1 0 . . . . . .

SRR6 46 59 6 _TR1126 6 _c4_g 7_i3_le n=553 NA NA NA NA NA . 0 3,2 0 ,579 -0 ,117 0 ,745 0 ,0 71 0 ,38 3 0 ,18 7 0 ,70 8 0 ,19 2 . . . . . .

SRR6 46 59 6 _TR320 0 1_c0 _g 1_i1_le n=29 9 3 SIR1_TOBAC
Q:18 7-2271,H:1-

6 9 1
8 2.21%ID E:0 Sulfite  re d uctase  1 [fe rre d o xin], chlo ro p lastic

PF0 346 0 .14^NIR_SIR_fe rr^Nitrite /Sulfite  re d uctase  fe rre d o xin-like  half d o main^19 5-252^E:2e -15`PF0 10 77.19 ^NIR_SIR^Nitrite

and  sulp hite  re d uctase  4Fe -4S d o main^28 9 -46 7^E:2.1e -50 `PF0 346 0 .14^NIR_SIR_fe rr^Nitrite /Sulfite  re d uctase  fe rre d o xin-like

half d o main^48 5-538 ^E:6 .1e -13`PF0 10 77.19 ^NIR_SIR^Nitrite  and  sulp hite  re d uctase  4Fe -4S d o main^56 3-70 1^E:1.2e -0 9

0 2,577 0 ,321 -0 ,28 9 0 ,339 -0 ,32 0 ,70 8 0 ,123 0 ,6 9 5 0 ,125 SIR1_TOBAC Sulfite  re d uctase  1 [fe rre d o xin], chlo ro p lastic (NtSiR1) (EC 1.8 .7.1) SIR1
Nico tiana tab acum (Co mmo n

to b acco )

4Fe -4S; Chlo ro p last; DNA-b ind ing ; Dire ct p ro te in se q ue ncing ; He me ; Iro n; Iro n-sulfur; Me tal-b ind ing ;

Oxid o re d uctase ; Plastid ; Thio e the r b o nd ; Transit p e p tid e

SRR6 46 6 0 4_TR170 21_c2_g 3_i3_le n=230 6 NA NA NA NA NA . 0 1,6 32 1 -0 ,0 0 3 0 ,776 0 ,0 8 1 0 ,79 9 -0 ,0 9 2 0 ,29 -0 ,39 9 . . . . . .

SRR6 46 6 0 4_TR26 9 0 8 _c0 _g 1_i1_le n=551 NA NA NA NA NA . 0 1,357 0 ,129 0 ,4 0 ,0 45 0 ,50 5 0 ,0 0 4 0 ,724 0 ,0 0 1 -0 ,9 46 . . . . . .

SRR6 48 70 5_TR118 _c0 _g 1_i1_le n=9 35 NA NA NA NA NA . 0 1,0 8 6 0 ,0 0 8 0 ,6 0 6 0 ,254 4,414 1 2,551 0 ,0 49 0 ,46 8 . . . . . .

SRR6 48 70 5_TR17279 _c0 _g 2_i8 _le n=20 30 TLP8 _ORYSJ
Q:16 0 2-

313,H:1-445
73.6 6 %ID E:0 Tub b y-like  F-b o x p ro te in 8

PF0 0 6 46 .30 ^F-b o x^F-b o x d o main^52-10 5^E:7.7e -11`PF129 37.4^F-b o x-like ^F-b o x-like ^53-9 5^E:1.2e -0 6 `PF0 116 7.15^Tub ^Tub

family^117-424^E:7.4e -9 7
0 6 ,9 9 6 0 ,0 3 -1,0 73 0 ,10 3 1,70 9 0 ,356 1,251 1 -0 ,39 8 TLP8 _ORYSJ Tub b y-like  F-b o x p ro te in 8  (OsTLP8 ) (Tub b y-like  F-b o x p ro te in 1) (OsTLP1)

TULP8  TULP1 Os0 5g 0 4379 0 0

LOC_Os0 5g 36 19 0  OJ10 58 _F0 5.11

OsJ_0 179 18  OSJNBb 0 0 42J17.6

Oryza sativa sub sp . jap o nica

(Rice )
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR6 48 70 5_TR17428 _c0 _g 2_i1_le n=129 9 SWT17_ARATH
Q:310 -9 9 9 ,H:1-

241
6 0 .17%ID E:1e -8 2

Bid ire ctio nal sug ar transp o rte r SWEET17

{ECO:0 0 0 0 30 3|Pub Me d :2110 7422}

PF0 30 8 3.13^MtN3_slv^Sug ar e fflux transp o rte r fo r inte rce llular e xchang e ^7-9 2^E:2.6 e -26 `PF0 30 8 3.13^MtN3_slv^Sug ar e fflux

transp o rte r fo r inte rce llular e xchang e ^128 -212^E:1.8 e -25
0 1,755 0 ,0 57 1,42 0 ,28 2 0 ,39 8 0 ,56 2 -0 ,26 8 0 ,211 -0 ,46 6 SWT17_ARATH

Bid ire ctio nal sug ar transp o rte r SWEET17 (AtSWEET17) (Pro te in SUGARS WILL EVENTUALLY BE

EXPORTED TRANSPORTERS 17)
SWEET17 At4g 159 20  d l40 0 0 c FCAALL.237

Arab id o p sis thaliana (Mo use -

e ar cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Sug ar transp o rt; Transme mb rane ;

Transme mb rane  he lix; Transp o rt; Vacuo le

SRR6 48 70 5_TR18 459 _c0 _g 2_i1_le n=6 0 9 NA NA NA NA NA . 0 1,6 44 0 ,16 5 -0 ,29 7 0 ,0 37 -0 ,46 1 0 ,6 12 -0 ,114 0 ,78 2 0 ,0 75 . . . . . .

SRR6 48 70 5_TR230 45_c0 _g 2_i1_le n=4443 AL221_ARATH
Q:142-

19 17,H:1-59 6
8 0 .2%ID E:0 Ald e hyd e  d e hyd ro g e nase  22A1 PF0 0 171.19 ^Ald e d h^Ald e hyd e  d e hyd ro g e nase  family^59 -523^E:1.4e -121 0 ,0 0 1 6 ,6 0 8 0 ,38 1 1,36 5 1 0 1 0 0 ,6 29 -1,6 23 AL221_ARATH Ald e hyd e  d e hyd ro g e nase  22A1 (EC 1.2.1.3) (No ve l ald e hyd e  d e hyd ro g e nase  family 22 me mb e r A1) ALDH22A1 At3g 6 6 6 58  T8 E24.4

Arab id o p sis thaliana (Mo use -

e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; NAD; Oxid o re d uctase ; Re fe re nce  p ro te o me ; Se cre te d ;

Sig nal

SRR6 48 70 5_TR256 14_c3_g 2_i6 _le n=1277 NA NA NA NA NA . 0 1,722 0 ,554 -0 ,134 0 ,30 1 0 ,255 0 ,18 0 ,324 0 ,40 5 0 ,20 2 . . . . . .

SRR6 48 70 5_TR2578 1_c0 _g 1_i1_le n=229 3 GAE6 _ARATH
Q:18 6 4-

539 ,H:4-452
79 .33%ID E:0 UDP-g lucuro nate  4-e p ime rase  6

PF0 4321.14^RmlD_sub _b ind ^RmlD sub strate  b ind ing  d o main^118 -30 2^E:1e -10 `PF0 1370 .18 ^Ep ime rase ^NAD d e p e nd e nt

e p ime rase /d e hyd ratase  family^120 -357^E:5.1e -46 `PF0 2719 .12^Po lysacc_synt_2^Po lysaccharid e  b io synthe sis p ro te in^120 -

356 ^E:3.4e -0 8 `PF16 36 3.2^GDP_Man_De hyd ^GDP-manno se  4,6  d e hyd ratase ^121-440 ^E:3.6 e -48 `PF0 10 73.16 ^3Be ta_HSD^3-

b e ta hyd ro xyste ro id  d e hyd ro g e nase /iso me rase  family^121-39 9 ^E:1.4e -12`PF0 79 9 3.9 ^NAD_b ind ing _4^Male  ste ril ity

p ro te in^158 -29 9 ^E:3.9 e -0 5

0 1,29 5 0 ,0 23 0 ,6 48 0 ,538 -0 ,20 3 0 ,6 11 -0 ,16 0 ,255 -0 ,539 GAE6 _ARATH UDP-g lucuro nate  4-e p ime rase  6  (EC 5.1.3.6 ) (UDP-g lucuro nic acid  e p ime rase  6 ) (AtUGlcAE2) GAE6  UGlcAE2 At3g 238 20  F14O13.1
Arab id o p sis thaliana (Mo use -

e ar cre ss)

Carb o hyd rate  me tab o lism; Co mp le te  p ro te o me ; Go lg i ap p aratus; Iso me rase ; Me mb rane ; NAD;

Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 5_TR4179 0 _c2_g 1_i2_le n=6 9 40 NA NA NA NA NA . 0 1,6 6 5 0 ,0 6 4 -0 ,38 3 0 ,9 6 7 0 ,0 0 9 1 0 0 ,76 4 -0 ,10 1 . . . . . .

SRR6 48 70 7_TR1151_c0 _g 3_i2_le n=10 6 6 NA NA NA NA NA . 0 3,415 0 ,0 45 1,511 0 ,0 0 6 1,8 0 8 1 0 ,219 0 ,6 6 3 -0 ,443 . . . . . .

SRR6 48 70 7_TR29 30 _c2_g 2_i5_le n=356 1 PSBA_CUCSA
Q:29 27-

18 6 9 ,H:1-353
9 9 .72%ID E:0

Pho to syste m II p ro te in D1 {ECO:0 0 0 0 255|HAMAP-

Rule :MF_0 1379 }
PF0 0 124.16 ^Pho to _RC^Pho to synthe tic re actio n ce ntre  p ro te in^28 -327^E:3.7e -9 8 0 3,35 0 ,0 9 5 0 ,50 3 0 ,19 0 ,41 0 ,0 9 7 0 ,50 3 0 ,0 0 3 -0 ,777 PSBA_CUCSA Pho to syste m II p ro te in D1 (PSII D1 p ro te in) (EC 1.10 .3.9 ) (Pho to syste m II Q(B) p ro te in) p sb A Cucumis sativus (Cucumb e r)

Ace tylatio n; Calc ium; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Ele ctro n transp o rt; He rb ic id e

re sistance ; Iro n; Mag ne sium; Mang ane se ; Me mb rane ; Me tal-b ind ing ; Oxid o re d uctase ;

Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m II; Plastid ; Thylako id ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR6 48 70 7_TR8 10 2_c0 _g 1_i2_le n=119 7 FK151_ARATH
Q:6 72-379 ,H:57-

153
8 0 .6 1%ID E:1e -45 Pe p tid yl-p ro lyl c is-trans iso me rase  FKBP15-1 PF0 0 254.25^FKBP_C^FKBP-typ e  p e p tid yl-p ro lyl c is-trans iso me rase ^6 -8 4^E:5.7e -30 0 ,0 0 1 2,135 0 ,0 0 6 2,333 0 ,0 42 -2,10 3 0 ,0 42 -2,0 8 3 1 -0 ,20 4 FK151_ARATH

Pe p tid yl-p ro lyl c is-trans iso me rase  FKBP15-1 (PPIase  FKBP15-1) (EC 5.2.1.8 ) (15 kDa FK50 6 -b ind ing

p ro te in) (15 kDa FKBP) (FK50 6 -b ind ing  p ro te in 15-1) (AtFKBP15-1) (FK50 6 -b ind ing  p ro te in 2-1)

(Immuno p hilin FKBP15-1) (Ro tamase )

FKBP15-1 At3g 25220  MJL12.17
Arab id o p sis thaliana (Mo use -

e ar cre ss)
Co mp le te  p ro te o me ; End o p lasmic re ticulum; Iso me rase ; Re fe re nce  p ro te o me ; Ro tamase ; Sig nal

SRR6 48 70 7_TR3540 8 _c0 _g 2_i3_le n=118 9 YCX9 1_PHAAO
Q:8 33-

110 5,H:1-9 1
9 7.8 %ID E:3e -56 Uncharacte rize d  p ro te in ORF9 1 . 0 2,777 0 ,211 -0 ,28 2 0 ,0 17 -0 ,58 1 0 ,0 1 -0 ,6 29 0 ,258 0 ,9 8 9 YCX9 1_PHAAO Uncharacte rize d  p ro te in ORF9 1

Phalae no p sis ap hro d ite

sub sp . fo rmo sana (Mo th

o rchid )

Chlo ro p last; Plastid

SRR6 48 70 7_TR379 54_c0 _g 3_i6 _le n=36 41 NA NA NA NA NA PF0 78 0 0 .9 ^DUF16 44^Pro te in o f unkno wn functio n (DUF16 44)^22-250 ^E:7.2e -76 0 5,6 6 4 0 ,0 34 5,50 8 0 ,8 8 2 -0 ,16 3 0 ,76 3 -0 ,243 0 ,319 1,0 51 . . . . . .

SRR6 48 70 7_TR39 8 0 8 _c0 _g 1_i10 _le n=20 16 ALMT9 _ARATH
Q:476 -

1174,H:134-36 5
56 .6 5%ID E:1e -9 1 Aluminum-activate d  malate  transp o rte r 9 PF11744.5^ALMT^Aluminium activate d  malate  transp o rte r^2-216 ^E:1.2e -8 2 0 ,0 0 1 6 ,577 1 0 ,131 0 ,258 -1,0 5 0 ,6 79 -0 ,412 0 ,719 0 ,276 ALMT9 _ARATH Aluminum-activate d  malate  transp o rte r 9  (AtALMT9 ) ALMT9  At3g 18 440  MYF24.16

Arab id o p sis thaliana (Mo use -

e ar cre ss)

Chlo rid e ; Co mp le te  p ro te o me ; Io n channe l; Io n transp o rt; Me mb rane ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt; Vacuo le

SRR9 24147_TR2310 4_c0 _g 1_i7_le n=6 59 NA NA NA NA NA . 0 2,54 0 ,70 5 -0 ,18 6 0 ,8 6 5 -0 ,144 0 ,8 6 5 -0 ,115 0 ,78 1 0 ,441 . . . . . .

Ms8h

T ranscript  (CDF9 7 )
Uniprot

homolog

BLAST X

Posit ion

BLAST X

%Ide nt it y

BLAST X

e value
Uniprot  de scr Pf am PValue _Ms6 h logFC_Ms6 h PValue _Ms8h logFC_Ms8h PValue _MsDamage d24 h logFC_MsDamage d24 h PValue _MsInt act 24 h logFC_MsInt act 24 h PValue _Ms1wk logFC_Ms1wk Ent ry.name Prot e in name s Ge ne  name s Organism Pat hway Ke ywords

SRR11446 33_TR2479 _c0 _g 2_i1_le n=50 7 RER1A_ARATH
Q:29 2-17,H:26 -

116
6 8 .48 %ID E:2e -25 Pro te in RER1A PF0 3248 .10 ^Re r1^Re r1 family^27-126 ^E:6 .7e -37 0 ,113 0 ,573 0 1,8 24 0 ,526 -0 ,242 0 ,6 78 -0 ,147 0 ,0 31 0 ,8 74 RER1A_ARATH Pro te in RER1A (AtRER1A) RER1A At4g 39 220  T22F8 .120 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix

SRR11446 33_TR26 0 4_c0 _g 1_i1_le n=148 8 PXN_ARATH
Q:335-

1249 ,H:22-326
73.9 4%ID E:8 e -16 0 Pe ro xiso mal nico tinamid e  ad e nine  d inucle o tid e  carrie r

PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r p ro te in^7-9 0 ^E:7.9 e -17`PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r p ro te in^10 9 -

217^E:3.1e -20 `PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r p ro te in^228 -318 ^E:1.1e -18
0 ,29 8 0 ,5 0 1,8 35 0 ,0 0 1 1,6 16 0 ,0 44 1,0 8 7 0 ,255 0 ,6 21 PXN_ARATH

Pe ro xiso mal nico tinamid e  ad e nine  d inucle o tid e  carrie r (Pe ro xiso mal NAD carrie r) (Pe ro xiso mal

me mb rane  p ro te in 38 , (PMP36 )) (AtPMP38 ) (Pro te in ABERRANT PEROXISOME MORPHOLOGY 3)

(So lute  carrie r family 25 me mb e r 17)

PXN APEM3 At2g 39 9 70  T28 M21.13 Arab id o p sis thaliana (Mo use -e ar cre ss)

Antip o rt; Co mp le te  p ro te o me ; G lyo xyso me ; Me mb rane ; Pe ro xiso me ;

Re fe re nce  p ro te o me ; Re p e at; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR11446 33_TR56 8 7_c0 _g 2_i1_le n=219 0 ORYA_ORYSJ
Q:19 16 -

6 39 ,H:22-444
6 6 .36 %ID E:0 Oryzain alp ha chain

PF0 8 246 .9 ^Inhib ito r_I29 ^Cathe p sin p ro p e p tid e  inhib ito r d o main (I29 )^116 -173^E:1.3e -16 `PF0 0 112.20 ^Pe p tid ase _C1^Pap ain

family cyste ine  p ro te ase ^20 4-419 ^E:2.2e -8 4`PF0 0 39 6 .15^Granulin^Granulin^453-49 9 ^E:9 .6 e -11
0 ,0 0 2 0 ,6 9 5 0 1,422 0 ,0 0 2 1,30 1 0 ,528 0 ,327 0 ,0 76 -2,9 9 6 ORYA_ORYSJ Oryzain alp ha chain (EC 3.4.22.-)

Os0 4g 0 6 50 0 0 0  LOC_Os0 4g 556 50

H0 212B0 2.7 OSJNBb 0 0 59 K0 2.8
Oryza sativa sub sp . jap o nica (Rice )

Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; G lyco p ro te in;

Hyd ro lase ; Pro te ase ; Re fe re nce  p ro te o me ; Sig nal; Thio l p ro te ase ; Zymo g e n

SRR11446 33_TR8 39 0 _c0 _g 2_i1_le n=30 17 LACS7_ARATH
Q:238 9 -

320 ,H:4-6 9 7
75.79 %ID E:0 Lo ng  chain acyl-Co A synthe tase  7, p e ro xiso mal PF0 0 50 1.25^AMP-b ind ing ^AMP-b ind ing  e nzyme ^10 5-550 ^E:8 .5e -10 9 0 ,6 9 8 0 ,253 0 ,0 0 1 2,49 6 0 ,471 0 ,56 8 0 ,0 44 1,2 0 ,524 0 ,577 LACS7_ARATH Lo ng  chain acyl-Co A synthe tase  7, p e ro xiso mal (EC 6 .2.1.3) LACS7 At5g 276 0 0  F15A18 .6 0 Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: Lip id  me tab o lism; fatty acid  me tab o lism.

ATP-b ind ing ; Co mp le te  p ro te o me ; Fatty acid  me tab o lism; Lig ase ; Lip id

me tab o lism; Mag ne sium; Nucle o tid e -b ind ing ; Pe ro xiso me ; Re fe re nce

p ro te o me

SRR11446 33_TR10 0 8 4_c0 _g 2_i1_le n=19 11 NA NA NA NA NA PF10 250 .6 ^O-FucT^GDP-fuco se  p ro te in O-fuco syltransfe rase ^9 7-379 ^E:7.9 e -24 0 ,0 0 8 0 ,8 5 0 1,6 0 9 0 ,411 0 ,319 0 ,248 -0 ,46 0 ,524 0 ,229 . . . . . .

SRR11446 33_TR11177_c0 _g 1_i1_le n=732 NA NA NA NA NA . 1 2,9 71 0 5,78 2 1 0 1 1,45 1 2,6 22 . . . . . .

SRR11446 33_TR150 26 _c0 _g 1_i3_le n=2476 DHQS_SOLLC
Q:1276 -

2472,H:40 -439
8 7.25%ID E:0 3-d e hyd ro q uinate  synthase , chlo ro p lastic

PF136 8 5.3^Fe -ADH_2^Iro n-co ntaining  alco ho l d e hyd ro g e nase ^9 8 -318 ^E:1.8 e -11`PF0 176 1.17^DHQ_synthase ^3-

d e hyd ro q uinate  synthase ^150 -40 8 ^E:5.4e -10 6
0 ,272 0 ,49 9 0 2,0 8 5 0 ,378 0 ,348 0 ,23 0 ,46 4 0 ,0 21 1,0 9 3 DHQS_SOLLC 3-d e hyd ro q uinate  synthase , chlo ro p lastic (EC 4.2.3.4)

DHQS AROB So lyc0 2g 0 8 359 0

LOC544273

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

PATHWAY: Me tab o lic inte rme d iate  b io synthe sis; cho rismate  b io synthe sis; cho rismate

fro m D-e rythro se  4-p ho sp hate  and  p ho sp ho e no lp yruvate : ste p  2/7.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last;

Co mp le te  p ro te o me ; Lyase ; Me tal-b ind ing ; NAD; Plastid ; Re fe re nce  p ro te o me ;

Transit p e p tid e

SRR11446 33_TR150 43_c0 _g 1_i2_le n=1758 GPX4_SPIOL
Q:6 8 2-

356 ,H:6 1-16 9
8 1.6 5%ID E:5e -58

Pro b ab le  p ho sp ho lip id  hyd ro p e ro xid e  g lutathio ne

p e ro xid ase
PF0 0 255.16 ^GSHPx^Glutathio ne  p e ro xid ase ^8 5-141^E:4.5e -16 `PF0 0 578 .18 ^Ahp C-TSA^Ahp C/TSA family^8 5-141^E:2.7e -0 8 0 ,241 0 ,716 0 1,9 58 0 ,70 7 0 ,39 7 1 0 ,0 6 6 1 0 ,76 5 GPX4_SPIOL Pro b ab le  p ho sp ho lip id  hyd ro p e ro xid e  g lutathio ne  p e ro xid ase  (PHGPx) (EC 1.11.1.12) Sp inacia o le race a (Sp inach) Cyto p lasm; Oxid o re d uctase ; Pe ro xid ase

SRR11446 33_TR15250 _c0 _g 1_i1_le n=6 46 BI1L_ARATH
Q:528 -37,H:24-

19 0
6 8 .8 6 %ID E:2e -6 6 BI1-like  p ro te in PF0 10 27.17^Bax1-I^Inhib ito r o f ap o p to sis-p ro mo ting  Bax1^6 1-20 3^E:2.3e -23 0 ,0 6 4 0 ,50 7 0 1,45 0 ,0 76 0 ,48 3 0 ,115 0 ,431 1 -1,548 BI1L_ARATH BI1-like  p ro te in At4g 15470  d l3775w FCAALL.58 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix

SRR11446 33_TR17118 _c0 _g 1_i1_le n=230 1 HSP72_SOLLC
Q:2145-

20 8 ,H:1-6 44
9 4.58 %ID E:0 He at sho ck co g nate  70  kDa p ro te in 2 PF0 0 0 12.17^HSP70 ^Hsp 70  p ro te in^9 -6 18 ^E:1.3e -26 8 `PF0 6 723.10 ^Mre B_Mb l^Mre B/Mb l p ro te in^127-38 0 ^E:8 .4e -14 0 ,16 1 -0 ,36 2 0 5,349 0 -9 ,16 8 0 -2,36 4 0 ,6 6 3 0 ,476 HSP72_SOLLC He at sho ck co g nate  70  kDa p ro te in 2 HSC-2

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

ATP-b ind ing ; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ;

Stre ss re sp o nse

SRR11446 33_TR17118 _c0 _g 1_i3_le n=2377 HSP7C_PETHY
Q:2221-275,H:1-

6 51
9 3.0 9 %ID E:0 He at sho ck co g nate  70  kDa p ro te in PF0 0 0 12.17^HSP70 ^Hsp 70  p ro te in^9 -6 18 ^E:7.2e -26 8 `PF0 6 723.10 ^Mre B_Mb l^Mre B/Mb l p ro te in^127-38 0 ^E:5.9 e -14 0 ,10 3 1,723 0 2,46 1 0 ,0 0 2 1,241 0 ,0 0 6 1,10 6 1 0 ,9 79 HSP7C_PETHY He at sho ck co g nate  70  kDa p ro te in HSP70 Pe tunia hyb rid a (Pe tunia) ATP-b ind ing ; Nucle o tid e -b ind ing ; Stre ss re sp o nse

SRR11446 33_TR19 576 _c0 _g 1_i1_le n=219 6 IMA_SOLLC
Q:334-19 17,H:1-

526
8 5.8 2%ID E:0 Imp o rtin sub unit alp ha

PF0 1749 .17^IBB^Imp o rtin b e ta b ind ing  d o main^12-9 4^E:1.5e -22`PF0 0 514.20 ^Arm^Armad illo /b e ta-cate nin-like  re p e at^10 5-

145^E:8 .4e -11`PF136 46 .3^HEAT_2^HEAT re p e ats^118 -18 7^E:3.5e -0 7`PF13513.3^HEAT_EZ^HEAT-like  re p e at^130 -18 5^E:5.1e -

0 8 `PF0 0 514.20 ^Arm^Armad illo /b e ta-cate nin-like  re p e at^147-18 6 ^E:1.4e -13`PF0 29 8 5.19 ^HEAT^HEAT re p e at^16 0 -

18 6 ^E:0 .0 0 0 18 `PF0 0 514.20 ^Arm^Armad illo /b e ta-cate nin-like  re p e at^18 9 -230 ^E:5.4e -0 7`PF0 0 514.20 ^Arm^Armad illo /b e ta-

cate nin-like  re p e at^243-270 ^E:1.8 e -0 7`PF0 0 514.20 ^Arm^Armad illo /b e ta-cate nin-like  re p e at^274-312^E:3.8 e -

0 9 `PF0 0 514.20 ^Arm^Armad illo /b e ta-cate nin-like  re p e at^318 -356 ^E:1.7e -0 9 `PF0 0 514.20 ^Arm^Armad illo /b e ta-cate nin-like

re p e at^358 -39 7^E:3.4e -13`PF0 0 514.20 ^Arm^Armad illo /b e ta-cate nin-like  re p e at^40 2-439 ^E:1.4e -0 6 `PF16 18 6 .2^Arm_3^Atyp ical

Arm re p e at^456 -50 2^E:7e -21

1 -0 ,0 36 0 ,0 0 1 1,39 3 0 ,48 1 0 ,28 1 0 ,38 5 0 ,343 0 ,28 3 0 ,452 IMA_SOLLC Imp o rtin sub unit alp ha (Karyo p he rin sub unit alp ha) (KAP alp ha)
So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Co mp le te  p ro te o me ; Cyto p lasm; Pro te in transp o rt; Re fe re nce  p ro te o me ;

Re p e at; Transp o rt

SRR11446 33_TR2219 9 _c0 _g 3_i1_le n=19 59 STP13_ARATH
Q:26 6 -

18 22,H:14-526
8 3.8 2%ID E:0 Sug ar transp o rt p ro te in 13

PF0 0 0 8 3.21^Sug ar_tr^Sug ar (and  o the r) transp o rte r^29 -49 1^E:5.8 e -119 `PF0 76 9 0 .13^MFS_1^Majo r Facil itato r Sup e rfamily^77-

440 ^E:1.3e -25
0 ,26 7 0 ,6 48 0 2,6 8 8 0 ,0 19 1,555 0 ,112 1,16 1 1 -0 ,349 STP13_ARATH

Sug ar transp o rt p ro te in 13 (He xo se  transp o rte r 13) (Multico p y sup p re sso r o f snf4 d e fic ie ncy

p ro te in 1)
STP13 MSS1 At5g 26 340  F9 D12.17 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Sug ar

transp o rt; Symp o rt; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR11446 33_TR229 75_c0 _g 1_i1_le n=229 7 PAO4_ARATH
Q:1771-

431,H:48 -49 7
70 .0 7%ID E:0 Pro b ab le  p o lyamine  o xid ase  4

PF0 159 3.21^Amino _o xid ase ^Flavin co ntaining  amine  o xid o re d uctase ^12-416 ^E:1.1e -8 1`PF13450 .3^NAD_b ind ing _8 ^NAD(P)-

b ind ing  Ro ssmann-like  d o main^12-58 ^E:1.5e -0 5
0 ,0 42 0 ,6 9 0 1,275 0 ,312 0 ,718 0 ,235 0 ,8 38 0 ,59 3 -0 ,6 46 PAO4_ARATH Pro b ab le  p o lyamine  o xid ase  4 (AtPAO4) (EC 1.5.3.16 ) (Amine  o xid ase  2) PAO4 At1g 6 58 40  F1E22.18 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; FAD; Flavo p ro te in; Oxid o re d uctase ; Pe ro xiso me ;

Re fe re nce  p ro te o me

SRR11446 33_TR23146 _c0 _g 1_i3_le n=30 6 0 ACD10 _MOUSE

Q:315-

240 2,H:28 2-

9 6 2

47.35%ID E:0 Acyl-Co A d e hyd ro g e nase  family me mb e r 10

PF0 16 36 .20 ^APH^Pho sp ho transfe rase  e nzyme  family^43-278 ^E:7.5e -41`PF0 2771.13^Acyl-Co A_d h_N^Acyl-Co A

d e hyd ro g e nase , N-te rminal d o main^414-556 ^E:8 .4e -11`PF0 2770 .16 ^Acyl-Co A_d h_M^Acyl-Co A d e hyd ro g e nase , mid d le

d o main^56 1-6 6 2^E:5.4e -18 `PF0 0 441.21^Acyl-Co A_d h_1^Acyl-Co A d e hyd ro g e nase , C-te rminal d o main^6 74-733^E:7e -0 9

1 0 ,341 0 3,8 29 0 ,0 34 3,6 17 0 ,0 0 9 4,132 0 ,6 2 0 ,6 6 5 ACD10 _MOUSE Acyl-Co A d e hyd ro g e nase  family me mb e r 10  (ACAD-10 ) (EC 1.3.9 9 .-) Acad 10 Mus musculus (Mo use )
Ace tylatio n; Co mp le te  p ro te o me ; FAD; Flavo p ro te in; Oxid o re d uctase ;

Re fe re nce  p ro te o me

SRR11446 33_TR259 14_c0 _g 1_i1_le n=138 6 YIPF6 _XENTR
Q:773-177,H:25-

230
36 .6 7%ID E:1e -30 Pro te in YIPF6 PF0 48 9 3.14^Yip 1^Yip 1 d o main^137-26 8 ^E:3.5e -13 0 ,59 3 0 ,6 8 1 0 2,8 11 0 ,6 11 0 ,40 8 1 0 ,10 4 1 -0 ,0 78 YIPF6 _XENTR Pro te in YIPF6  (YIP1 family me mb e r 6 ) yip f6  TGas10 5o 14.1

Xe no p us tro p icalis (We ste rn c lawe d  fro g )

(Silurana tro p icalis)

Co mp le te  p ro te o me ; G lyco p ro te in; Me mb rane ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix

SRR11446 33_TR29 750 _c0 _g 1_i1_le n=1236 NA NA NA NA NA
PF0 2544.13^Ste ro id _d h^3-o xo -5-alp ha-ste ro id  4-d e hyd ro g e nase ^132-26 6 ^E:2.4e -28 `PF0 6 9 6 6 .9 ^DUF129 5^Pro te in o f

unkno wn functio n (DUF129 5)^133-236 ^E:2.9 e -0 5
0 ,6 9 1 0 ,224 0 2,0 21 0 ,6 0 9 0 ,30 4 0 ,79 3 0 ,179 0 ,40 7 0 ,6 33 . . . . . .

SRR11446 33_TR30 547_c0 _g 1_i1_le n=20 8 5 BH0 6 2_ARATH
Q:16 0 -

18 45,H:1-456
39 .72%ID E:3e -9 7 Transcrip tio n facto r b HLH6 2 PF0 0 0 10 .23^HLH^He lix-lo o p -he lix DNA-b ind ing  d o main^38 1-428 ^E:3.2e -0 6 0 ,59 3 0 ,6 0 3 0 2,8 77 0 ,0 73 2,52 0 ,0 1 3,0 23 1 0 ,28 1 BH0 6 2_ARATH

Transcrip tio n facto r b HLH6 2 (Basic he lix-lo o p -he lix p ro te in 6 2) (Atb HLH6 2) (b HLH 6 2)

(Transcrip tio n facto r EN 8 5) (b HLH transcrip tio n facto r b HLH0 6 2)
BHLH6 2 EN8 5 At3g 0 7340  F21O3.5 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR11446 33_TR3319 7_c0 _g 2_i1_le n=30 9 3 2A5B_ARATH
Q:19 16 -

441,H:1-49 2
78 .54%ID E:0

Se rine /thre o nine  p ro te in p ho sp hatase  2A 57 kDa

re g ulato ry sub unit B'  b e ta iso fo rm
PF0 16 0 3.17^B56 ^Pro te in p ho sp hatase  2A re g ulato ry B sub unit (B56  family)^74-48 5^E:8 .2e -18 9 1 0 ,6 21 0 7,6 17 0 ,50 2 3,9 45 1 0 ,70 4 1 0 2A5B_ARATH

Se rine /thre o nine  p ro te in p ho sp hatase  2A 57 kDa re g ulato ry sub unit B'  b e ta iso fo rm (AtB'  b e ta)

(PP2A, B'  sub unit, b e ta iso fo rm)
B'BETA At3g 0 9 8 8 0  F8 A24.7 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR11446 33_TR349 0 4_c0 _g 1_i1_le n=2150 C76 B6 _CATRO
Q:18 9 -

16 6 4,H:6 -49 0
50 .6 1%ID E:2e -16 3 Ge ranio l 8 -hyd ro xylase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^35-48 4^E:9 e -114 1 0 ,235 0 2,458 0 -1,50 5 0 -1,446 1 0 ,236 C76 B6 _CATRO

Ge ranio l 8 -hyd ro xylase  (EC 1.14.13.152) (Cyto chro me  P450  76 B6 ) (Ge ranio l 10 -hyd ro xylase )

(CrG10 H)
CYP76 B6  G10 H

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

Dire ct p ro te in se q ue ncing ; End o p lasmic re ticulum; He me ; Iro n; Me mb rane ;

Me tal-b ind ing ; Mo no o xyg e nase ; NADP; Oxid o re d uctase ; Transme mb rane ;

Transme mb rane  he lix

SRR11446 33_TR3539 6 _c1_g 5_i2_le n=19 33 CLPP_COFAR
Q:18 6 0 -

1273,H:1-19 6
9 7.9 6 %ID E:6 e -134

ATP-d e p e nd e nt Clp  p ro te ase  p ro te o lytic sub unit

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 0 444}
PF0 0 574.20 ^CLP_p ro te ase ^Clp  p ro te ase ^17-19 4^E:2.4e -6 7 0 ,0 28 0 ,8 0 1 0 2,117 0 ,9 0 4 0 ,0 6 7 0 ,753 -0 ,113 0 ,0 0 4 1,235 CLPP_COFAR ATP-d e p e nd e nt Clp  p ro te ase  p ro te o lytic sub unit (EC 3.4.21.9 2) (End o p e p tid ase  Clp ) clp P Co ffe a arab ica (Arab ian co ffe e ) Chlo ro p last; Hyd ro lase ; Plastid ; Pro te ase ; Se rine  p ro te ase

SRR11446 33_TR370 78 _c0 _g 1_i1_le n=16 9 1 CXE18 _ARATH
Q:136 9 -

40 4,H:17-333
57.23%ID E:7e -129 Pro b ab le  carb o xyle ste rase  18

PF0 0 135.25^COe ste rase ^Carb o xyle ste rase  family^111-16 8 ^E:6 .3e -0 8 `PF0 78 59 .10 ^Ab hyd ro lase _3^alp ha/b e ta hyd ro lase

fo ld ^127-348 ^E:5e -59
0 ,49 6 0 ,40 6 0 1,70 4 0 ,376 0 ,443 0 ,0 53 0 ,8 72 1 0 ,0 8 3 CXE18 _ARATH Pro b ab le  carb o xyle ste rase  18  (AtCXE18 ) (EC 3.1.1.1) CXE18  At5g 23530  MQM1.21 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Co mp le te  p ro te o me ; Hyd ro lase ; Re fe re nce  p ro te o me ; Se rine

e ste rase

SRR11446 34_TR136 4_c0 _g 1_i1_le n=16 46 PUMP5_ARATH
Q:116 7-

19 3,H:1-311
76 .31%ID E:8 e -153 Mito cho nd rial unco up ling  p ro te in 5

PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r p ro te in^6 -123^E:1.5e -16 `PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r

p ro te in^131-225^E:3.4e -19 `PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r p ro te in^233-323^E:5.2e -19
0 ,534 0 ,48 4 0 2,26 9 0 ,0 0 1 -0 ,9 6 8 0 ,0 14 -0 ,70 6 1 0 ,11 PUMP5_ARATH Mito cho nd rial unco up ling  p ro te in 5 (AtPUMP5) (Mito cho nd rial d icarb o xylate  carrie r 1)

PUMP5 DIC1 UCP5 At2g 2250 0

F14M13.10
Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Mito cho nd rio n; Mito cho nd rio n inne r

me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Stre ss re sp o nse ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR11446 34_TR310 9 _c0 _g 1_i1_le n=16 55 NA NA NA NA NA PF0 6 9 9 9 .9 ^Suc_Fe r-like ^Sucrase /fe rre d o xin-like ^79 -29 0 ^E:3.9 e -44 0 ,8 3 0 ,141 0 1,39 2 0 ,219 0 ,6 46 0 ,8 78 0 ,16 2 0 ,8 42 0 ,139 . . . . . .

SRR11446 34_TR359 8 _c0 _g 3_i1_le n=9 71 UGT2_GARJA
Q:8 8 0 -2,H:1-

29 0
6 4.8 5%ID E:2e -140 7-d e o xylo g ane tin g luco syltransfe rase . 0 ,0 42 2,0 8 8 0 2,6 15 1 -1,321 1 0 ,743 0 ,6 29 -1,8 5 UGT2_GARJA

7-d e o xylo g ane tin g luco syltransfe rase  (EC 2.4.1.324) (Ge nip in g luco syltransfe rase ) (UDP-g luco se

g luco syltransfe rase  2) (G jUGT2) (UDP-g lyco syltransfe rase  8 5A24)
UGT8 5A24 UGT2

Gard e nia jasmino id e s (Cap e  jasmine )

(Gard e nia aug usta)
Glyco syltransfe rase ; Transfe rase

SRR11446 34_TR7175_c0 _g 3_i1_le n=1256 NA NA NA NA NA . 0 ,254 4,56 1 0 6 ,6 78 0 ,6 46 0 ,315 0 ,729 -0 ,247 0 ,56 -0 ,9 0 6 . . . . . .

SRR11446 34_TR176 8 6 _c0 _g 2_i1_le n=2222 NA NA NA NA NA PF0 248 5.18 ^Branch^Co re -2/I-Branching  e nzyme ^10 7-336 ^E:4.8 e -8 4 0 ,50 2 0 ,29 5 0 1,6 49 0 ,48 7 0 ,324 0 ,29 1 0 ,471 0 ,8 33 -0 ,136 . . . . . .

SRR11446 34_TR18 250 _c0 _g 6 _i1_le n=19 6 7 KATAM_ORYSJ
Q:49 9 -

170 4,H:117-517
42.6 5%ID E:2e -10 7 Xylo g lucan g alacto syltransfe rase  KATAMARI1 ho mo lo g PF0 30 16 .12^Exo sto sin^Exo sto sin family^117-456 ^E:3.6 e -74 0 ,0 2 1,19 4 0 1,9 18 0 ,739 0 ,16 2 0 ,6 53 -0 ,172 0 ,58 7 -0 ,28 4 KATAM_ORYSJ Xylo g lucan g alacto syltransfe rase  KATAMARI1 ho mo lo g  (EC 2.4.1.-)

Os0 3g 0 1448 0 0  LOC_Os0 3g 0 5110

OJ1172F0 9 .5
Oryza sativa sub sp . jap o nica (Rice ) PATHWAY: Pro te in mo d ificatio n; p ro te in g lyco sylatio n.

Co mp le te  p ro te o me ; G lyco syltransfe rase ; Go lg i ap p aratus; Me mb rane ;

Re fe re nce  p ro te o me ; Sig nal-ancho r; Transfe rase ; Transme mb rane ;

Transme mb rane  he lix

SRR11446 34_TR19 241_c1_g 3_i3_le n=9 27 CALM3_PETHY
Q:10 9 -56 1,H:1-

151
9 9 .34%ID E:2e -10 2 Calmo d ulin-re late d  p ro te in

PF0 0 0 36 .29 ^EF-hand _1^EF hand ^12-40 ^E:3.3e -0 9 `PF1349 9 .3^EF-hand _7^EF-hand  d o main p air^12-73^E:3e -15`PF1340 5.3^EF-

hand _6 ^EF-hand  d o main^12-41^E:1.5e -0 9 `PF1320 2.3^EF-hand _5^EF hand ^14-37^E:8 .4e -0 5`PF138 33.3^EF-hand _8 ^EF-hand

d o main p air^25-75^E:6 .4e -14`PF0 0 0 36 .29 ^EF-hand _1^EF hand ^48 -75^E:2.4e -0 8 `PF1320 2.3^EF-hand _5^EF hand ^49 -

73^E:0 .0 0 0 19 `PF1349 9 .3^EF-hand _7^EF-hand  d o main p air^8 3-146 ^E:7.2e -18 `PF0 0 0 36 .29 ^EF-hand _1^EF hand ^8 5-112^E:2.7e -

0 9 `PF1340 5.3^EF-hand _6 ^EF-hand  d o main^8 5-114^E:2.7e -0 8 `PF1276 3.4^EF-hand _4^Cyto ske le tal-re g ulato ry co mp le x EF

hand ^8 5-147^E:3.6 e -0 5`PF0 8 9 76 .8 ^EF-hand _11^EF-hand  d o main^8 5-151^E:0 .0 0 0 15`PF1320 2.3^EF-hand _5^EF hand ^8 6 -

110 ^E:1.9 e -0 6 `PF138 33.3^EF-hand _8 ^EF-hand  d o main p air^9 8 -146 ^E:1.4e -14`PF0 0 0 36 .29 ^EF-hand _1^EF hand ^121-

148 ^E:4.5e -10 `PF1320 2.3^EF-hand _5^EF hand ^124-146 ^E:7.2e -0 5

1 0 ,0 9 3 0 1,717 0 ,8 39 0 ,13 0 ,19 6 0 ,528 0 ,59 2 0 ,22 CALM3_PETHY Calmo d ulin-re late d  p ro te in CAM53 Pe tunia hyb rid a (Pe tunia) Calcium; Me tal-b ind ing ; Me thylatio n; Re p e at

SRR11446 34_TR216 19 _c0 _g 1_i1_le n=18 9 7 NA NA NA NA NA . 0 ,429 0 ,476 0 1,9 8 1 0 ,0 9 -0 ,58 1 0 ,371 -0 ,31 0 -1,0 71 . . . . . .

SRR11446 34_TR22239 _c0 _g 3_i3_le n=1531 BIP5_TOBAC
Q:1531-

125,H:178 -6 46
9 7.8 7%ID E:0 Luminal-b ind ing  p ro te in 5 PF0 0 0 12.17^HSP70 ^Hsp 70  p ro te in^1-46 8 ^E:5.8 e -20 1`PF0 6 723.10 ^Mre B_Mb l^Mre B/Mb l p ro te in^2-228 ^E:1.6 e -14 0 ,31 -0 ,29 1 0 1,49 9 0 ,8 16 0 ,111 0 ,10 1 -0 ,6 6 8 0 ,0 52 1,56 9 BIP5_TOBAC Luminal-b ind ing  p ro te in 5 (BiP 5) (78  kDa g luco se -re g ulate d  p ro te in ho mo lo g  5) (GRP-78 -5) BIP5 Nico tiana tab acum (Co mmo n to b acco ) ATP-b ind ing ; End o p lasmic re ticulum; G lyco p ro te in; Nucle o tid e -b ind ing ; Sig nal

SRR11446 34_TR23126 _c3_g 3_i1_le n=6 9 6 PRS2_SOLTU
Q:59 7-130 ,H:1-

155
38 .75%ID E:5e -25 Patho g e ne sis-re late d  p ro te in STH-2 PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^34-18 3^E:2.5e -11 0 ,59 3 0 ,6 72 0 2,0 9 9 1 0 ,0 17 0 ,0 6 7 0 ,6 46 0 ,40 7 0 ,6 6 6 PRS2_SOLTU Patho g e ne sis-re late d  p ro te in STH-2 STH-2 So lanum tub e ro sum (Po tato )

Co mp le te  p ro te o me ; Patho g e ne sis-re late d  p ro te in; Plant d e fe nse ; Re fe re nce

p ro te o me

SRR11446 34_TR25112_c0 _g 1_i1_le n=10 39 NA NA NA NA NA . 0 ,219 0 ,6 78 0 ,0 0 1 1,6 24 0 ,0 0 1 1,8 42 0 ,0 31 1,352 0 ,0 42 -1,8 6 2 . . . . . .

SRR11446 34_TR26 8 8 5_c0 _g 2_i4_le n=146 7 GEDH1_OCIBA
Q:28 0 -

1242,H:33-353
6 4.49 %ID E:8 e -10 6 Ge ranio l d e hyd ro g e nase  1

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^5-9 0 ^E:4.3e -18 `PF0 28 26 .16 ^2-Hacid _d h_C^D-iso me r

sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , NAD b ind ing  d o main^113-16 4^E:8 .4e -0 7`PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing

d e hyd ro g e nase ^134-257^E:1.9 e -19

0 ,0 34 0 ,8 32 0 3,16 2 0 ,2 0 ,6 58 0 ,0 6 8 -1,133 0 ,311 0 ,35 GEDH1_OCIBA Ge ranio l d e hyd ro g e nase  1 (Ob aGEDH1) (EC 1.1.1.18 3) GEDH1 Ocimum b asil icum (Swe e t b asil) Me tal-b ind ing ; NADP; Oxid o re d uctase ; Zinc

SRR11446 34_TR28 9 79 _c0 _g 2_i1_le n=10 9 8 CAMT4_ARATH
Q:9 56 -

222,H:15-259
9 1.8 4%ID E:3e -170 Caffe o yl-Co A O-me thyltransfe rase  1

PF0 159 6 .14^Me thyltransf_3^O-me thyltransfe rase ^36 -247^E:3.3e -10 5`PF13578 .3^Me thyltransf_24^Me thyltransfe rase

d o main^8 5-19 1^E:1.5e -0 9
0 ,0 0 5 0 ,9 0 2 0 4,742 0 ,0 8 2 0 ,46 5 0 ,0 32 0 ,56 5 0 ,0 0 7 2,249 CAMT4_ARATH

Caffe o yl-Co A O-me thyltransfe rase  1 (EC 2.1.1.10 4) (Trans-caffe o yl-Co A 3-O-me thyltransfe rase )

(CCo AMT) (CCo AOMT1)
CCOAOMT1 At4g 340 50  F28 A23.19 0 Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: Aro matic co mp o und  me tab o lism; p he nylp ro p ano id  b io synthe sis.

Ace tylatio n; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Lig nin b io synthe sis;

Me tal-b ind ing ; Me thyltransfe rase ; Re fe re nce  p ro te o me ; S-ad e no syl-L-

me thio nine ; Transfe rase

SRR11446 34_TR36 8 6 5_c0 _g 1_i1_le n=1455 MTDH_FRAAN
Q:142-

120 0 ,H:4-356
6 9 .12%ID E:1e -147 Pro b ab le  mannito l d e hyd ro g e nase

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^39 -152^E:1.2e -27`PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing

d e hyd ro g e nase ^19 5-318 ^E:7.5e -19 `PF136 0 2.3^ADH_zinc_N_2^Zinc-b ind ing  d e hyd ro g e nase ^228 -347^E:3e -0 7
1 0 ,0 23 0 1,453 0 ,0 34 1,0 0 6 0 ,352 0 ,511 0 ,9 14 -0 ,0 38 MTDH_FRAAN Pro b ab le  mannito l d e hyd ro g e nase  (EC 1.1.1.255) (NAD-d e p e nd e nt mannito l d e hyd ro g e nase ) CAD Frag aria ananassa (Strawb e rry) Me tal-b ind ing ; NAD; Oxid o re d uctase ; Zinc

SRR11446 34_TR370 9 1_c0 _g 2_i2_le n=6 9 7 FABI_BRANA
Q:6 59 -3,H:8 9 -

30 7
9 1.32%ID E:1e -143

Eno yl-[acyl-carrie r-p ro te in] re d uctase  [NADH],

chlo ro p lastic
. 0 ,8 0 3 -0 ,151 0 7,18 4 0 ,0 59 1,58 1 0 ,0 16 1,9 0 ,78 1 0 ,341 FABI_BRANA

Eno yl-[acyl-carrie r-p ro te in] re d uctase  [NADH], chlo ro p lastic (EC 1.3.1.9 ) (NADH-d e p e nd e nt e no yl-

ACP re d uctase )
Brassica nap us (Rap e ) PATHWAY: Lip id  me tab o lism; fatty acid  b io synthe sis.

3D-structure ; Chlo ro p last; Dire ct p ro te in se q ue ncing ; Fatty acid  b io synthe sis;

Fatty acid  me tab o lism; Lip id  b io synthe sis; Lip id  me tab o lism; NAD;

Oxid o re d uctase ; Plastid ; Transit p e p tid e

SRR122236 _TR3141_c0 _g 1_i1_le n=26 18 NUCL2_ORYSJ
Q:10 8 2-

49 2,H:435-6 30
56 .28 %ID E:3e -6 2 Nucle o lin 2

PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^30 -10 0 ^E:1e -19 `PF138 9 3.3^RRM_5^RNA

re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^6 9 -10 3^E:0 .17`PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM,

RBD, o r RNP d o main)^133-20 3^E:2.7e -0 8

0 -3,8 0 2,321 1 0 1 0 1 0 ,314 NUCL2_ORYSJ Nucle o lin 2 (Pro te in NUCLEOLIN LIKE 2)
Os0 4g 0 6 20 70 0  LOC_Os0 4g 529 6 0

OSJNBa0 0 58 K23.21
Oryza sativa sub sp . jap o nica (Rice )

Co mp le te  p ro te o me ; Nucle us; RNA-b ind ing ; Re fe re nce  p ro te o me ; Re p e at;

rRNA p ro ce ssing

SRR122236 _TR1176 9 _c1_g 1_i1_le n=9 9 4 CFI3_ARATH
Q:754-16 1,H:6 -

20 4
6 8 .34%ID E:2e -8 2 Pro b ab le  chalco ne --flavo no ne  iso me rase  3 PF0 2431.12^Chalco ne ^Chalco ne -flavano ne  iso me rase ^9 -20 1^E:3.8 e -30 1 0 ,0 23 0 1,732 0 ,0 9 -0 ,45 0 -1,0 22 0 ,59 9 -0 ,18 7 CFI3_ARATH

Pro b ab le  chalco ne --flavo no ne  iso me rase  3 (Chalco ne  iso me rase  3) (EC 5.5.1.6 ) (Chalco ne

iso me rase -like  1)
CHI3 CHI-L1 CHIL At5g 0 5270  K18 I23.7 Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: Se co nd ary me tab o lite  b io synthe sis; flavo no id  b io synthe sis.

3D-structure ; Co mp le te  p ro te o me ; Flavo no id  b io synthe sis; Iso me rase ;

Re fe re nce  p ro te o me

SRR122236 _TR13314_c0 _g 1_i1_le n=110 4 STR15_ARATH
Q:9 58 -440 ,H:4-

18 1
50 %ID E:4e -52

Rho d ane se -like  d o main-co ntaining  p ro te in 15,

chlo ro p lastic
PF0 0 58 1.17^Rho d ane se ^Rho d ane se -like  d o main^8 1-174^E:1.3e -12 1 0 0 6 ,6 8 1 0 ,50 2 -4,0 0 7 1 -0 ,8 4 1 -2,0 5 STR15_ARATH

Rho d ane se -like  d o main-co ntaining  p ro te in 15, chlo ro p lastic (Pro te in DARK INDUCIBLE 1)

(Se ne sce nce -asso ciate d  p ro te in 1) (AtSEN1) (Sulfurtransfe rase  15) (AtStr15)

STR15 DIN1 SEN1 At4g 35770  F4B14.3

F8 D20 .28 0
Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce

p ro te o me ; Thylako id ; Transit p e p tid e

SRR122236 _TR138 0 6 _c0 _g 2_i1_le n=6 8 2 VP321_ARATH
Q:29 4-6 11,H:1-

10 7
8 6 .9 2%ID E:6 e -49

Vacuo lar p ro te in so rting -asso ciate d  p ro te in 32 ho mo lo g

1
PF0 3357.18 ^Snf7^Snf7^20 -116 ^E:7.6 e -22 0 ,78 9 -0 ,10 4 0 1,19 2 0 ,175 0 ,437 0 ,211 0 ,418 0 ,112 0 ,553 VP321_ARATH

Vacuo lar p ro te in so rting -asso ciate d  p ro te in 32 ho mo lo g  1 (AtVPS32-1) (Charg e d  multive sicular

b o d y p ro te in 4 ho mo lo g  1) (ESCRT-III co mp le x sub unit VPS32 ho mo lo g  1)

VPS32.1 CHMP4-1 At2g 19 8 30

F6 F22.14
Arab id o p sis thaliana (Mo use -e ar cre ss)

Co ile d  co il; Co mp le te  p ro te o me ; End o so me ; Pro te in transp o rt; Re fe re nce

p ro te o me ; Transp o rt

SRR122236 _TR20 70 9 _c0 _g 2_i1_le n=20 8 1 HSP72_SOLLC
Q:3-19 28 ,H:5-

6 44
9 4.7%ID E:0 He at sho ck co g nate  70  kDa p ro te in 2 PF0 0 0 12.17^HSP70 ^Hsp 70  p ro te in^5-6 14^E:6 .6 e -26 9 `PF0 6 723.10 ^Mre B_Mb l^Mre B/Mb l p ro te in^138 -376 ^E:1.5e -13 0 ,6 0 3 -0 ,227 0 2,0 8 0 ,79 8 0 ,0 8 7 0 ,20 2 0 ,373 0 ,271 0 ,26 HSP72_SOLLC He at sho ck co g nate  70  kDa p ro te in 2 HSC-2

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

ATP-b ind ing ; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ;

Stre ss re sp o nse

SRR122236 _TR27726 _c0 _g 1_i1_le n=8 8 7 CALM_LILLO
Q:76 6 -320 ,H:1-

149
10 0 %ID E:3e -10 1 Calmo d ulin

PF0 0 0 36 .29 ^EF-hand _1^EF hand ^12-40 ^E:2.4e -0 9 `PF1349 9 .3^EF-hand _7^EF-hand  d o main p air^12-73^E:1.9 e -15`PF1340 5.3^EF-

hand _6 ^EF-hand  d o main^12-41^E:1e -0 9 `PF1320 2.3^EF-hand _5^EF hand ^14-37^E:6 .2e -0 5`PF138 33.3^EF-hand _8 ^EF-hand

d o main p air^25-75^E:4.2e -14`PF0 0 0 36 .29 ^EF-hand _1^EF hand ^48 -75^E:1.7e -0 8 `PF1320 2.3^EF-hand _5^EF hand ^49 -

73^E:0 .0 0 0 14`PF1349 9 .3^EF-hand _7^EF-hand  d o main p air^8 3-146 ^E:4.6 e -18 `PF0 0 0 36 .29 ^EF-hand _1^EF hand ^8 5-112^E:2e -

0 9 `PF1340 5.3^EF-hand _6 ^EF-hand  d o main^8 5-114^E:1.9 e -0 8 `PF1276 3.4^EF-hand _4^Cyto ske le tal-re g ulato ry co mp le x EF

hand ^8 5-146 ^E:4.6 e -0 5`PF1320 2.3^EF-hand _5^EF hand ^8 6 -110 ^E:1.4e -0 6 `PF138 33.3^EF-hand _8 ^EF-hand  d o main p air^9 8 -

146 ^E:9 .8 e -15`PF0 0 0 36 .29 ^EF-hand _1^EF hand ^121-148 ^E:3.3e -10 `PF1320 2.3^EF-hand _5^EF hand ^124-146 ^E:5.3e -0 5

1 0 ,0 0 9 0 1,337 0 ,316 0 ,26 2 0 ,0 15 0 ,6 0 7 0 ,19 3 -0 ,343 CALM_LILLO Calmo d ulin (CaM) Lilium lo ng iflo rum (Trump e t l i ly) Ace tylatio n; Calc ium; Me tal-b ind ing ; Me thylatio n; Re p e at

SRR122237_TR1540 _c1_g 2_i1_le n=116 6 MTDH_FRAAN
Q:10 52-3,H:4-

353
6 9 .14%ID E:3e -149 Pro b ab le  mannito l d e hyd ro g e nase

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^39 -152^E:1.2e -27`PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing

d e hyd ro g e nase ^19 5-318 ^E:7.2e -19 `PF136 0 2.3^ADH_zinc_N_2^Zinc-b ind ing  d e hyd ro g e nase ^228 -347^E:2.9 e -0 7
0 ,48 4 -0 ,40 8 0 3,349 0 ,29 9 1,30 8 0 ,18 9 1,526 0 ,0 6 5 1,357 MTDH_FRAAN Pro b ab le  mannito l d e hyd ro g e nase  (EC 1.1.1.255) (NAD-d e p e nd e nt mannito l d e hyd ro g e nase ) CAD Frag aria ananassa (Strawb e rry) Me tal-b ind ing ; NAD; Oxid o re d uctase ; Zinc

SRR122237_TR18 13_c0 _g 1_i2_le n=1223 AKRC9 _ARATH
Q:1125-

18 1,H:1-315
73.6 5%ID E:5e -16 8 Ald o -ke to  re d uctase  family 4 me mb e r C9 PF0 0 248 .18 ^Ald o _ke t_re d ^Ald o /ke to  re d uctase  family^51-317^E:2.5e -46 0 ,8 22 0 ,28 1 0 ,0 0 1 2,9 24 0 ,0 17 5,8 9 7 0 ,0 34 5,6 75 1 -0 ,9 51 AKRC9 _ARATH Ald o -ke to  re d uctase  family 4 me mb e r C9  (EC 1.1.1.-) AKR4C9  At2g 37770  F13M22 T8 P21.32 Arab id o p sis thaliana (Mo use -e ar cre ss)

3D-structure ; Ace tylatio n; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ;

De to xificatio n; NADP; Oxid o re d uctase ; Re fe re nce  p ro te o me ; Stre ss re sp o nse

SRR122237_TR6 0 0 5_c0 _g 2_i3_le n=524 COPA2_ARATH
Q:244-32,H:71-

141
9 4.37%ID E:2e -73 Co ato me r sub unit alp ha-2 PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^35-72^E:6 .6 e -10 0 ,212 0 ,539 0 2,212 0 ,329 -0 ,515 0 ,123 -0 ,79 9 0 ,0 9 0 ,9 8 4 COPA2_ARATH Co ato me r sub unit alp ha-2 (Alp ha-co at p ro te in 2) (Alp ha-COP 2) At2g 2139 0  F3K23.15 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; Cyto p lasmic ve sic le ; ER-Go lg i transp o rt;

Go lg i ap p aratus; Me mb rane ; Pro te in transp o rt; Re fe re nce  p ro te o me ; Re p e at;

Transp o rt; WD re p e at

SRR122237_TR1279 7_c0 _g 1_i1_le n=130 0 HIDM_GLYEC
Q:29 2-

1170 ,H:19 -327
43.59 %ID E:4e -71 2-hyd ro xyiso flavano ne  d e hyd ratase

PF0 0 135.25^COe ste rase ^Carb o xyle ste rase  family^6 8 -178 ^E:5.2e -0 6 `PF0 78 59 .10 ^Ab hyd ro lase _3^alp ha/b e ta hyd ro lase

fo ld ^8 2-29 0 ^E:1.2e -42
0 ,326 0 ,50 3 0 1,9 51 1 0 ,155 1 -1,458 0 ,0 25 0 ,732 HIDM_GLYEC 2-hyd ro xyiso flavano ne  d e hyd ratase  (EC 3.1.1.1) (EC 4.2.1.10 5) (Carb o xyle ste rase  HIDM) HIDM Glycyrrhiza e chinata (Lico rice ) PATHWAY: Se co nd ary me tab o lite  b io synthe sis; flavo no id  b io synthe sis. Flavo no id  b io synthe sis; Hyd ro lase ; Lyase

SRR122237_TR16 6 59 _c0 _g 1_i1_le n=1142 NA NA NA NA NA
PF13419 .3^HAD_2^Halo acid  d e halo g e nase -like  hyd ro lase ^37-229 ^E:3.2e -14`PF0 0 70 2.23^Hyd ro lase ^halo acid  d e halo g e nase -

like  hyd ro lase ^126 -223^E:7e -0 7`PF13242.3^Hyd ro lase _like ^HAD-hyro lase -like ^18 6 -238 ^E:4.3e -0 8
0 ,29 9 1,36 4 0 4,344 0 ,6 9 2 1,223 0 ,6 9 2 1,19 6 1 0 . . . . . .

SRR122237_TR18 0 0 8 _c0 _g 1_i2_le n=228 0 HSP7C_PETHY
Q:2218 -272,H:1-

6 51
9 3.0 9 %ID E:0 He at sho ck co g nate  70  kDa p ro te in PF0 0 0 12.17^HSP70 ^Hsp 70  p ro te in^9 -6 18 ^E:3.2e -26 8 `PF0 6 723.10 ^Mre B_Mb l^Mre B/Mb l p ro te in^127-38 0 ^E:8 .5e -14 0 ,518 -0 ,212 0 1,211 0 ,8 77 0 ,0 52 0 ,20 2 0 ,376 0 ,132 2,143 HSP7C_PETHY He at sho ck co g nate  70  kDa p ro te in HSP70 Pe tunia hyb rid a (Pe tunia) ATP-b ind ing ; Nucle o tid e -b ind ing ; Stre ss re sp o nse

SRR122237_TR26 49 5_c0 _g 1_i1_le n=58 6 UBC35_ARATH
Q:452-3,H:1-

150
9 7.33%ID E:2e -10 3 Ub iq uitin-co njug ating  e nzyme  E2 35 PF0 0 179 .23^UQ_co n^Ub iq uitin-co njug ating  e nzyme ^9 -145^E:8 .8 e -50 0 ,753 -0 ,111 0 1,50 3 0 ,0 0 7 1,12 0 ,0 0 1 1,28 5 1 -0 ,8 9 4 UBC35_ARATH

Ub iq uitin-co njug ating  e nzyme  E2 35 (EC 2.3.2.23) (E2 ub iq uitin-co njug ating  e nzyme  35) (Ub iq uitin

carrie r p ro te in 35)

UBC35 UBC13A UBG13A At1g 78 8 70

F9 K20 .8
Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n. {ECO:0 0 0 0 255|PROSITE-

Pro Rule :PRU0 0 38 8 }.

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ;

Re fe re nce  p ro te o me ; Transfe rase ; Ub l co njug atio n p athway

SRR122237_TR279 21_c0 _g 1_i1_le n=6 0 1 GLRX_SOLLC
Q:528 -235,H:1-

9 8
79 .59 %ID E:2e -52 Glutare d o xin PF0 0 46 2.21^Glutare d o xin^Glutare d o xin^15-77^E:3.6 e -23 0 ,475 0 ,16 7 0 1,151 0 ,0 37 0 ,50 7 0 ,0 27 0 ,533 0 ,0 16 -1,0 9 2 GLRX_SOLLC Glutare d o xin

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Co mp le te  p ro te o me ; Cyto p lasm; Disulfid e  b o nd ; Ele ctro n transp o rt; Re d o x-

active  ce nte r; Re fe re nce  p ro te o me ; Transp o rt

SRR122237_TR29 344_c0 _g 1_i2_le n=20 41 BXL1_ARATH
Q:18 8 7-

253,H:226 -771
70 .73%ID E:0 Be ta-D-xylo sid ase  1

PF0 0 9 33.18 ^Glyco _hyd ro _3^Glyco syl hyd ro lase  family 3 N te rminal d o main^1-10 0 ^E:1.8 e -

0 7`PF0 19 15.19 ^Glyco _hyd ro _3_C^Glyco syl hyd ro lase  family 3 C-te rminal d o main^140 -370 ^E:8 e -53`PF14310 .3^Fn3-

like ^Fib ro ne ctin typ e  III-l ike  d o main^440 -50 2^E:1.1e -0 9

0 ,40 7 -0 ,76 8 0 2,449 1 0 ,56 2 1 -0 ,0 21 0 ,6 29 -2,0 0 7 BXL1_ARATH Be ta-D-xylo sid ase  1 (AtBXL1) (EC 3.2.1.-) (Alp ha-L-arab ino furano sid ase ) (EC 3.2.1.55) BXL1 XYL1 At5g 49 36 0  K7J8 .3 Arab id o p sis thaliana (Mo use -e ar cre ss)
Co mp le te  p ro te o me ; Extrace llular matrix; G lyco p ro te in; G lyco sid ase ;

Hyd ro lase ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR122238 _TR6 0 _c0 _g 1_i1_le n=10 8 6 NA NA NA NA NA . 0 ,70 6 0 ,151 0 1,9 17 0 ,9 2 -0 ,0 39 0 ,115 -0 ,48 8 0 -1,0 9 . . . . . .

SRR122238 _TR1325_c0 _g 1_i1_le n=20 8 2 MFSD5_HUMAN
Q:18 4-

1446 ,H:6 -419
37.76 %ID E:6 e -6 8 Mo lyb d ate -anio n transp o rte r

PF0 56 31.11^MFS_5^Sug ar-tranasp o rte rs, 12 TM^4-358 ^E:1.7e -18 4`PF0 76 9 0 .13^MFS_1^Majo r Facil itato r Sup e rfamily^43-

39 3^E:6 .8 e -15
0 ,46 4 0 ,228 0 1,0 19 0 ,231 -0 ,355 0 ,448 -0 ,232 0 ,9 11 -0 ,0 37 MFSD5_HUMAN

Mo lyb d ate -anio n transp o rte r (Majo r facil itato r sup e rfamily d o main-co ntaining  p ro te in 5) (Mo lyb d ate

transp o rte r 2 ho mo lo g ) (hsMOT2)
MFSD5 UNQ8 32/PRO1759 Ho mo  sap ie ns (Human)

Alte rnative  sp lic ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; Io n transp o rt;

Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR122238 _TR16 77_c0 _g 1_i1_le n=150 9 NA NA NA NA NA PF0 0 58 2.23^Usp ^Unive rsal stre ss p ro te in family^5-157^E:2.5e -31 0 ,0 8 1,339 0 2,8 6 6 0 ,0 0 2 1,70 4 0 ,147 0 ,9 45 1 -0 ,56 5 . . . . . .

SRR122238 _TR220 4_c0 _g 1_i1_le n=2125 GH31_ARATH
Q:19 9 0 -

19 7,H:1-58 9
8 3.6 4%ID E:0 Pro b ab le  ind o le -3-ace tic acid -amid o  synthe tase  GH3.1 PF0 3321.10 ^GH3^GH3 auxin-re sp o nsive  p ro mo te r^71-6 13^E:1.3e -20 9 0 ,356 1,116 0 6 ,26 0 ,132 1,8 78 0 ,0 25 2,427 0 ,226 -2,135 GH31_ARATH

Pro b ab le  ind o le -3-ace tic acid -amid o  synthe tase  GH3.1 (EC 6 .3.2.-) (Auxin-re sp o nsive  GH3-like

p ro te in 1) (AtGH3-1)
GH3.1 At2g 149 6 0  T26 I20 .12 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Lig ase ; Re fe re nce  p ro te o me

SRR122238 _TR3315_c0 _g 1_i7_le n=249 6 NA NA NA NA NA
PF119 6 1.5^DUF3475^Do main o f unkno wn functio n (DUF3475)^155-211^E:5.5e -22`PF0 50 0 3.9 ^DUF6 6 8 ^Pro te in o f unkno wn

functio n (DUF6 6 8 )^375-46 0 ^E:3.4e -32
0 ,40 7 0 ,739 0 2,321 0 ,239 1,36 7 0 ,517 0 ,9 38 1 -0 ,543 . . . . . .

SRR122238 _TR46 8 2_c0 _g 1_i1_le n=733 21KD_DAUCA
Q:549 -79 ,H:28 -

18 7
35.6 2%ID E:4e -22 21 kDa p ro te in PF0 40 43.12^PMEI^Plant inve rtase /p e ctin me thyle ste rase  inhib ito r^6 1-214^E:6 .2e -28 1 -0 ,34 0 7,249 1 0 ,29 7 1 -0 ,9 73 1 0 21KD_DAUCA 21 kDa p ro te in (1.2 p ro te in) Daucus caro ta (Wild  carro t) Sig nal

SRR122238 _TR46 9 6 _c0 _g 3_i1_le n=6 42 PRS1_SOLTU
Q:533-9 0 ,H:1-

155
35.9 %ID E:7e -22 Patho g e ne sis-re late d  p ro te in STH-21 PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^4-142^E:1.1e -12 1 0 ,0 16 0 3,245 0 ,0 0 3 1,26 9 0 ,0 19 1,0 35 0 ,732 -0 ,571 PRS1_SOLTU Patho g e ne sis-re late d  p ro te in STH-21 STH-21 So lanum tub e ro sum (Po tato )

Co mp le te  p ro te o me ; Patho g e ne sis-re late d  p ro te in; Plant d e fe nse ; Re fe re nce

p ro te o me

SRR122238 _TR8 715_c0 _g 2_i1_le n=1514 LOR8 _ARATH
Q:1370 -747,H:1-

19 6
48 .13%ID E:2e -54 Pro te in LURP-o ne -re late d  8 PF0 4525.9 ^LOR^LURP-o ne -re late d ^8 0 -247^E:1.3e -47 0 ,132 2,26 8 0 3,732 0 ,0 21 1,75 0 ,6 2 0 ,6 8 5 0 ,76 -0 ,413 LOR8 _ARATH Pro te in LURP-o ne -re late d  8 At2g 38 6 40  T6 A23.16 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR122238 _TR1110 0 _c1_g 1_i1_le n=1541 UBC32_ARATH
Q:1416 -

514,H:1-30 7
6 3.23%ID E:9 e -130 Ub iq uitin-co njug ating  e nzyme  E2 32 PF0 0 179 .23^UQ_co n^Ub iq uitin-co njug ating  e nzyme ^15-126 ^E:2.1e -20 0 ,331 0 ,348 0 ,0 0 1 1,0 22 0 ,0 6 0 ,8 75 0 ,142 0 ,715 0 ,156 0 ,6 55 UBC32_ARATH

Ub iq uitin-co njug ating  e nzyme  E2 32 (EC 2.3.2.23) (E2 ub iq uitin-co njug ating  e nzyme  32) (Ub iq uitin

carrie r p ro te in 32)
UBC32 At3g 170 0 0  K14A17.7 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n. {ECO:0 0 0 0 255|PROSITE-

Pro Rule :PRU0 0 38 8 }.

ATP-b ind ing ; Co mp le te  p ro te o me ; Me mb rane ; Nucle o tid e -b ind ing ; Re fe re nce

p ro te o me ; Transfe rase ; Transme mb rane ; Transme mb rane  he lix; Ub l

co njug atio n p athway

SRR122238 _TR12157_c0 _g 1_i2_le n=733 NRPBC_ARATH
Q:242-39 4,H:1-

51
9 0 .2%ID E:1e -26 DNA-d ire cte d  RNA p o lyme rase s II, IV and  V sub unit 12 . 1 -0 ,0 16 0 1,252 0 ,0 0 6 0 ,9 46 0 ,111 0 ,575 0 ,8 4 -0 ,10 6 NRPBC_ARATH DNA-d ire cte d  RNA p o lyme rase s II, IV and  V sub unit 12 (DNA-d ire cte d  RNA Po lyme rase  II sub unit K)

NRPB12 NRPD12 NRPE12 At5g 410 10

MEE6 .8
Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; DNA-d ire cte d  RNA p o lyme rase ; Me tal-b ind ing ; Nucle us;

Re fe re nce  p ro te o me ; Transcrip tio n; Zinc

SRR122238 _TR1316 7_c0 _g 1_i1_le n=1519 Y1571_ARATH
Q:447-

1118 ,H:139 -359
40 .18 %ID E:5e -35

Pro b ab le  le ucine -rich re p e at re ce p to r-l ike  p ro te in kinase

At1g 35710

PF0 8 26 3.9 ^LRRNT_2^Le ucine  rich re p e at N-te rminal d o main^113-154^E:0 .0 0 24`PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich

Re p e at^20 9 -229 ^E:0 .19 `PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^20 9 -223^E:0 .59 `PF138 55.3^LRR_8 ^Le ucine  rich re p e at^224-

26 8 ^E:1.1e -0 6 `PF1279 9 .4^LRR_4^Le ucine  Rich re p e ats (2 co p ie s)^232-273^E:6 .5e -0 7`PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich

Re p e at^233-255^E:0 .6 6 `PF1279 9 .4^LRR_4^Le ucine  Rich re p e ats (2 co p ie s)^256 -30 0 ^E:1.8 e -0 6 `PF13516 .3^LRR_6 ^Le ucine

Rich re p e at^28 0 -29 2^E:2`PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^28 1-29 7^E:0 .19 `PF138 55.3^LRR_8 ^Le ucine  rich

re p e at^30 7-36 6 ^E:2.3e -13`PF1279 9 .4^LRR_4^Le ucine  Rich re p e ats (2 co p ie s)^30 7-344^E:1.9 e -

0 6 `PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^30 9 -330 ^E:1.3

0 ,275 0 ,443 0 ,0 0 1 1,30 9 0 ,415 0 ,347 0 ,8 19 -0 ,148 0 ,38 0 ,379 Y1571_ARATH Pro b ab le  le ucine -rich re p e at re ce p to r-l ike  p ro te in kinase  At1g 35710  (EC 2.7.11.1) At1g 35710  F14D7.1 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Kinase ;

Le ucine -rich re p e at; Me mb rane ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in;

Re ce p to r; Re fe re nce  p ro te o me ; Re p e at; Se rine /thre o nine -p ro te in kinase ;

Sig nal; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR1346 8 _c0 _g 1_i6 _le n=18 0 4 CBWD1_HUMAN
Q:1316 -

249 ,H:41-377
36 .9 7%ID E:7e -6 5 COBW d o main-co ntaining  p ro te in 1

PF0 249 2.16 ^co b W^Co b W/Hyp B/Ure G, nucle o tid e -b ind ing  d o main^9 9 -28 3^E:1.2e -56 `PF0 76 8 3.11^Co b W_C^Co b alamin

synthe sis p ro te in co b W C-te rminal d o main^358 -452^E:5.3e -21
0 ,0 31 -0 ,58 4 0 7,26 4 1 -0 ,9 77 1 -0 ,6 9 7 0 ,734 -0 ,10 6 CBWD1_HUMAN

COBW d o main-co ntaining  p ro te in 1 (Co b alamin synthase  W d o main-co ntaining  p ro te in 1) (COBP)

(NPC-A-6  COBW d o main-co ntaining  p ro te in 1) (NPC-A-6 )
CBWD1 Ho mo  sap ie ns (Human)

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ;

Po lymo rp hism; Re fe re nce  p ro te o me

SRR122238 _TR140 8 8 _c0 _g 2_i1_le n=8 71 NA NA NA NA NA . 1 3,0 13 0 6 ,6 6 2 0 ,0 0 2 6 ,28 4 0 ,0 0 9 6 ,0 36 1 -0 ,346 . . . . . .

SRR122238 _TR1426 4_c0 _g 1_i1_le n=1379 SAMT_CLABR
Q:6 7-1137,H:1-

357
55.46 %ID E:1e -138 Salicylate  carb o xyme thyltransfe rase PF0 349 2.12^Me thyltransf_7^SAM d e p e nd e nt carb o xyl me thyltransfe rase ^39 -356 ^E:7.3e -126 1 0 ,533 0 8 ,6 0 1 1 2,0 9 3 1 -0 ,316 1 0 ,0 13 SAMT_CLABR

Salicylate  carb o xyme thyltransfe rase  (EC 2.1.1.274) (S-ad e no syl-L-me thio nine :salicylate  acid

carb o xylme thyltransfe rase ) (Cb SAMT) (Salicylate  O-me thyltransfe rase )
SAMT

Clarkia b re we ri (Fairy fans) (Eucharid ium

b re we ri)

3D-structure ; Mag ne sium; Me tal-b ind ing ; Me thyltransfe rase ; S-ad e no syl-L-

me thio nine ; Transfe rase

SRR122238 _TR1550 4_c0 _g 2_i1_le n=126 3 CX5B2_ARATH
Q:376 -

70 2,H:49 -157
71.56 %ID E:4e -43 Cyto chro me  c o xid ase  sub unit 5b -2, mito cho nd rial

PF0 1215.16 ^COX5B^Cyto chro me  c o xid ase  sub unit Vb ^151-241^E:4.6 e -17`PF10 276 .6 ^zf-CHCC^Zinc-fing e r d o main^19 4-

229 ^E:2.4e -0 9
0 ,256 -0 ,336 0 4,9 9 6 1 0 ,6 8 7 1 0 ,234 0 ,0 9 4 -0 ,49 CX5B2_ARATH Cyto chro me  c o xid ase  sub unit 5b -2, mito cho nd rial (AtCOX5b -2) COX5B-2 At1g 8 0 230  F18 B13.29 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Me tal-b ind ing ; Mito cho nd rio n; Mito cho nd rio n

inne r me mb rane ; Re fe re nce  p ro te o me ; Transit p e p tid e ; Zinc

SRR122238 _TR17128 _c0 _g 1_i1_le n=9 6 7 DNJ20 _ARATH
Q:6 25-

215,H:6 6 -19 7
57.25%ID E:2e -44 Chap e ro ne  p ro te in d naJ 20 , chlo ro p lastic PF0 0 226 .28 ^DnaJ^DnaJ d o main^8 0 -144^E:3.1e -21 0 ,341 -0 ,418 0 1,6 9 1 0 ,0 0 1 3,125 0 ,0 0 1 3,174 1 -1,551 DNJ20 _ARATH Chap e ro ne  p ro te in d naJ 20 , chlo ro p lastic (AtDjC20 ) (AtJ20 ) ATJ20  C20  J20  At4g 138 30  F18 A5.220 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Plastid ;

Re fe re nce  p ro te o me ; Transit p e p tid e



SRR122238 _TR17315_c0 _g 1_i1_le n=9 78 ISCAP_ARATH
Q:6 78 -

30 4,H:56 -18 0
8 3.2%ID E:6 e -71 Iro n-sulfur asse mb ly p ro te in IscA, chlo ro p lastic PF0 1521.17^Fe -S_b io syn^Iro n-sulp hur c luste r b io synthe sis^117-219 ^E:2.5e -21 0 ,8 7 0 ,229 0 2,26 4 0 ,0 49 1,20 6 1 -0 ,0 8 4 1 -0 ,0 46 ISCAP_ARATH

Iro n-sulfur asse mb ly p ro te in IscA, chlo ro p lastic (Plastid  SufA-like  p ro te in) (Pro te in scaffo ld  p ro te in

AtCp IscA)
ISCA At1g 10 50 0  T10 O24.11 Arab id o p sis thaliana (Mo use -e ar cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Iro n; Iro n-sulfur; Me tal-b ind ing ; Plastid ;

Re fe re nce  p ro te o me ; Transit p e p tid e

SRR122238 _TR2216 5_c0 _g 1_i2_le n=110 6 SRP_VITRI
Q:129 -8 6 6 ,H:1-

241
6 5.0 4%ID E:2e -8 9 Stre ss-re late d  p ro te in PF0 5755.9 ^REF^Rub b e r e lo ng atio n facto r p ro te in (REF)^6 0 -274^E:4e -9 2 0 ,452 0 ,28 1 0 ,0 0 1 1,249 0 ,147 0 ,48 9 0 ,6 4 -0 ,177 0 ,256 0 ,379 SRP_VITRI Stre ss-re late d  p ro te in SRP Vitis rip aria (Fro st g rap e ) (Vitis  vulp ina) Stre ss re sp o nse

SRR122238 _TR22541_c0 _g 1_i4_le n=18 6 0 NA NA NA NA NA . 0 ,76 0 ,775 0 ,0 0 1 2,271 0 ,356 1,253 0 ,356 1,26 9 0 ,46 1 1,559 . . . . . .

SRR122238 _TR2310 2_c0 _g 1_i5_le n=16 20 LEU1A_SOLPN
Q:20 9 -

150 7,H:23-454
8 5.22%ID E:0 2-iso p ro p ylmalate  synthase  A PF0 0 6 8 2.16 ^HMGL-like ^HMGL-like ^73-352^E:6 .6 e -9 2 0 ,174 -0 ,56 0 2,6 32 0 ,547 -0 ,339 0 ,317 0 ,541 0 ,145 0 ,512 LEU1A_SOLPN

2-iso p ro p ylmalate  synthase  A (EC 2.3.3.13) (Alp ha-IPM synthase  A) (Alp ha-iso p ro p ylmalate  synthase

A)
IPMSA

So lanum p e nne lli i (To mato )

(Lyco p e rsico n p e nne lli i)

PATHWAY: Amino -acid  b io synthe sis; L-le ucine  b io synthe sis; L-le ucine  fro m 3-me thyl-2-

o xo b utano ate : ste p  1/4.

Amino -acid  b io synthe sis; Branche d -chain amino  acid  b io synthe sis; Le ucine

b io synthe sis; Transfe rase

SRR122238 _TR23144_c0 _g 2_i3_le n=9 6 5 DNAJ8 _ARATH
Q:48 3-157,H:55-

16 2
6 9 .0 9 %ID E:2e -35 Chap e ro ne  p ro te in d naJ 8 , chlo ro p lastic PF0 0 226 .28 ^DnaJ^DnaJ d o main^43-9 6 ^E:3.5e -15 0 ,326 -0 ,329 0 9 ,18 2 1 -1,48 2 1 -1,48 2 0 ,0 0 6 0 ,9 0 8 DNAJ8 _ARATH Chap e ro ne  p ro te in d naJ 8 , chlo ro p lastic (AtDjC8 ) (AtJ8 ) ATJ8  C8  J8  At1g 8 0 9 20  F23A5.28 Arab id o p sis thaliana (Mo use -e ar cre ss)

Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ;

Transit p e p tid e

SRR122238 _TR29 113_c0 _g 1_i2_le n=1378 NA NA NA NA NA PF0 6 232.8 ^ATS3^Emb ryo -sp e cific  p ro te in 3, (ATS3)^43-16 1^E:7.4e -53 0 ,6 18 0 ,279 0 ,0 0 1 2,28 3 1 0 ,218 1 0 ,119 0 ,16 6 0 ,779 . . . . . .

SRR122238 _TR29 256 _c0 _g 1_i1_le n=1272 RL5_CUCSA
Q:75-9 23,H:1-

28 3
8 5.51%ID E:1e -157 6 0 S rib o so mal p ro te in L5

PF17144.1^Rib o so mal_L5e ^Rib o so mal larg e  sub unit p ro te ins 6 0 S L5, and  50 S L18 ^14-175^E:3.4e -

8 3`PF1420 4.3^Rib o so mal_L18 _c^Rib o so mal L18  C-te rminal re g io n^19 2-28 0 ^E:2.5e -36
0 ,178 -0 ,59 9 0 2,29 3 1 -0 ,0 8 7 1 -0 ,0 46 0 ,40 4 -0 ,18 7 RL5_CUCSA 6 0 S rib o so mal p ro te in L5 RPL5 Cucumis sativus (Cucumb e r) RNA-b ind ing ; Rib o nucle o p ro te in; Rib o so mal p ro te in; rRNA-b ind ing

SRR122238 _TR29 9 9 8 _c0 _g 2_i2_le n=1776 UGT6 _CATRO
Q:74-1534,H:1-

48 7
9 9 .59 %ID E:0 7-d e o xylo g ane tin g luco syltransfe rase PF0 0 20 1.15^UDPGT^UDP-g luco ro no syl and  UDP-g luco syl transfe rase ^9 7-447^E:3.6 e -30 0 ,0 6 6 4,0 6 2 0 7,142 0 ,129 3,6 6 1 0 ,50 2 2,76 4 1 0 ,50 9 UGT6 _CATRO

7-d e o xylo g ane tin g luco syltransfe rase  (EC 2.4.1.324) (Irid o id  1-O-g luco syltransfe rase ) (UDP-

g luco se  g luco syltransfe rase  6 ) (CrUGT6 ) (UDP-g lyco syltransfe rase  8 5A23)
UGT8 5A23 UGT6

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
Transfe rase

SRR122238 _TR330 9 7_c0 _g 2_i2_le n=26 8 6 SFH8 _ARATH
Q:2340 -

48 4,H:1-6 20
76 %ID E:0

Pho sp hatid ylino sito l/p ho sp hatid ylcho line  transfe r p ro te in

SFH8

PF0 376 5.12^CRAL_TRIO_N^CRAL/TRIO, N-te rminal d o main^10 8 -131^E:1.3e -0 5`PF0 0 6 50 .17^CRAL_TRIO^CRAL/TRIO

d o main^155-321^E:8 e -34
0 ,154 0 ,459 0 1,418 0 ,0 37 0 ,6 72 0 ,0 37 0 ,6 6 1 0 ,10 8 -0 ,6 12 SFH8 _ARATH

Pho sp hatid ylino sito l/p ho sp hatid ylcho line  transfe r p ro te in SFH8  (Pro te in SEC FOURTEEN

HOMOLOGS 8 ) (AtSFH8 )
SFH8  At2g 21520  F3K23.28 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Ce ll me mb rane ; Co ile d  co il; Co mp le te  p ro te o me ; Go lg i

ap p aratus; Me mb rane ; Pro te in transp o rt; Re fe re nce  p ro te o me ; Transp o rt

SRR122238 _TR3456 2_c0 _g 2_i2_le n=158 4 IDH1_ARATH
Q:1420 -

29 0 ,H:1-36 7
8 4.8 8 %ID E:0

Iso citrate  d e hyd ro g e nase  [NAD] re g ulato ry sub unit 1,

mito cho nd rial
PF0 0 18 0 .17^Iso _d h^Iso citrate /iso p ro p ylmalate  d e hyd ro g e nase ^50 -372^E:2.3e -78 0 ,9 21 -0 ,0 8 8 0 1,38 2 0 ,415 0 ,357 0 ,6 0 1 0 ,242 0 ,6 6 6 -0 ,347 IDH1_ARATH

Iso citrate  d e hyd ro g e nase  [NAD] re g ulato ry sub unit 1, mito cho nd rial (EC 1.1.1.41) (IDH-I) (Iso citric

d e hyd ro g e nase  1) (NAD(+)-sp e cific  ICDH 1)
IDH1 At4g 3526 0  F23E12.18 0 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Mag ne sium; Mang ane se ; Me tal-b ind ing ; Mito cho nd rio n;

NAD; Oxid o re d uctase ; Re fe re nce  p ro te o me ; Transit p e p tid e ; Tricarb o xylic

acid  cycle

SRR122238 _TR3538 6 _c0 _g 1_i18 _le n=2319 2AAB_ARATH
Q:26 5-

20 25,H:1-58 7
9 4.38 %ID E:0

Se rine /thre o nine -p ro te in p ho sp hatase  2A 6 5 kDa

re g ulato ry sub unit A b e ta iso fo rm

PF0 29 8 5.19 ^HEAT^HEAT re p e at^242-270 ^E:0 .0 0 0 19 `PF136 46 .3^HEAT_2^HEAT re p e ats^36 1-46 1^E:2.2e -

11`PF0 29 8 5.19 ^HEAT^HEAT re p e at^440 -46 5^E:0 .0 0 27
0 ,756 -0 ,13 0 1,70 7 0 ,732 0 ,147 0 ,6 13 0 ,2 0 ,0 48 0 ,6 8 5 2AAB_ARATH

Se rine /thre o nine -p ro te in p ho sp hatase  2A 6 5 kDa re g ulato ry sub unit A b e ta iso fo rm (AtA b e ta)

(PP2A, sub unit A, b e ta iso fo rm)
PP2AA2 DF1 At3g 258 0 0  K13N2.14 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ;

Re p e at

SRR122238 _TR35731_c0 _g 1_i3_le n=6 0 4 CD48 D_ARATH
Q:50 5-47,H:1-

153
9 1.5%ID E:6 e -9 5 Ce ll d ivis io n co ntro l p ro te in 48  ho mo lo g  D PF0 2359 .15^CDC48 _N^Ce ll d ivis io n p ro te in 48  (CDC48 ), N-te rminal d o main^6 3-144^E:3.6 e -24 0 ,9 55 -0 ,0 32 0 1,9 0 1 0 ,744 0 ,113 0 ,744 0 ,122 0 ,0 19 0 ,8 34 CD48 D_ARATH

Ce ll d ivis io n co ntro l p ro te in 48  ho mo lo g  D (AtCDC48 d ) (Transitio nal e nd o p lasmic re ticulum

ATPase  D)
CDC48 D At3g 53230  T4D2.16 0 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Ace tylatio n; Ce ll cycle ; Ce ll d ivis io n; Co mp le te  p ro te o me ;

Cyto p lasm; Cyto ske le to n; Nucle o tid e -b ind ing ; Nucle us; Pho sp ho p ro te in;

Pro te in transp o rt; Re fe re nce  p ro te o me ; Re p e at; Transp o rt; Ub l co njug atio n

SRR122238 _TR36 321_c1_g 2_i1_le n=724 ADF5_ARATH
Q:58 2-154,H:1-

143
8 6 .71%ID E:2e -8 6 Actin-d e p o lyme riz ing  facto r 5 PF0 0 241.17^Co fil in_ADF^Co fil in/tro p o myo sin-typ e  actin-b ind ing  p ro te in^6 5-18 7^E:4.2e -32 0 ,40 7 -0 ,46 8 0 2,8 36 1 -0 ,0 2 0 ,6 23 -0 ,342 1 1,139 ADF5_ARATH Actin-d e p o lyme riz ing  facto r 5 (ADF-5) (AtADF5) ADF5 At2g 16 70 0  T24I21.11 Arab id o p sis thaliana (Mo use -e ar cre ss) Actin-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR122238 _TR36 8 33_c0 _g 1_i6 _le n=9 49 VATO2_ARATH
Q:8 28 -30 4,H:4-

178
9 0 .8 6 %ID E:2e -8 7 V-typ e  p ro to n ATPase  sub unit c ' '2

PF0 0 137.18 ^ATP-synt_C^ATP synthase  sub unit C^23-8 2^E:6 .1e -15`PF0 0 137.18 ^ATP-synt_C^ATP synthase  sub unit C^10 7-

16 6 ^E:4.5e -10
0 ,8 8 6 0 ,0 49 0 7,143 1 -0 ,217 1 -1,113 0 ,46 2 -0 ,20 4 VATO2_ARATH

V-typ e  p ro to n ATPase  sub unit c ' '2 (V-ATPase  sub unit c ' '2) (Vacuo lar H(+)-ATPase  sub unit c ' '

iso fo rm 2) (Vacuo lar p ro to n p ump  sub unit c ' '2)
VHA-c' '2 VMA16  At2g 256 10  F3N11.6 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; End o p lasmic re ticulum; Go lg i ap p aratus; Hyd ro g e n io n

transp o rt; Io n transp o rt; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR122238 _TR37722_c0 _g 1_i2_le n=120 8 IF4E3_WHEAT
Q:8 8 1-

324,H:48 -232
8 4.41%ID E:1e -114 Eukaryo tic translatio n initiatio n facto r NCBP PF0 16 52.15^IF4E^Eukaryo tic initiatio n facto r 4E^58 -217^E:1.3e -51 0 ,129 5,0 6 3 0 7,775 0 ,0 17 5,9 15 1 0 0 ,154 0 ,8 18 IF4E3_WHEAT

Eukaryo tic translatio n initiatio n facto r NCBP (No ve l cap -b ind ing  p ro te in) (nCBP) (mRNA cap -b ind ing

p ro te in)
NCBP Triticum ae stivum (Whe at)

Co mp le te  p ro te o me ; Initiatio n facto r; Pro te in b io synthe sis; RNA-b ind ing ;

Re fe re nce  p ro te o me ; Translatio n re g ulatio n

SRR122238 _TR41245_c1_g 2_i13_le n=258 5 NA NA NA NA NA . 0 ,6 9 4 0 ,36 0 7,0 9 6 1 -0 ,30 7 1 0 ,239 1 -0 ,0 21 . . . . . .

SRR122238 _TR4138 6 _c0 _g 1_i2_le n=19 36 TAL_RENSM
Q:442-

148 5,H:12-36 6
50 .42%ID E:1e -9 6 Transald o lase  {ECO:0 0 0 0 255|HAMAP-Rule :MF_0 0 49 3} PF0 0 9 23.16 ^Transald o lase ^Transald o lase ^110 -433^E:2.5e -78 0 ,9 6 2 -0 ,0 29 0 1,39 8 0 ,0 72 0 ,59 9 0 ,0 35 0 ,6 8 6 0 ,234 0 ,421 TAL_RENSM Transald o lase  (EC 2.2.1.2) tal RSal3320 9 _2247

Re nib acte rium salmo ninarum (strain

ATCC 3320 9  / DSM 20 76 7 / JCM 1148 4 /

NBRC 1558 9  / NCIMB 2235)

PATHWAY: Carb o hyd rate  d e g rad atio n; p e nto se  p ho sp hate  p athway; D-g lyce rald e hyd e

3-p ho sp hate  and  b e ta-D-fructo se  6 -p ho sp hate  fro m D-rib o se  5-p ho sp hate  and  D-

xylulo se  5-p ho sp hate  (no n-o xid ative  stag e ): ste p  2/3. {ECO:0 0 0 0 255|HAMAP-

Rule :MF_0 0 49 3}.

Co mp le te  p ro te o me ; Cyto p lasm; Pe nto se  shunt; Re fe re nce  p ro te o me ; Schiff

b ase ; Transfe rase

SRR122238 _TR426 79 _c0 _g 1_i1_le n=751 ERG3_ORYSJ
Q:10 9 -543,H:1-

144
6 6 .21%ID E:9 e -6 1 Elic ito r-re sp o nsive  p ro te in 3 PF0 0 16 8 .27^C2^C2 d o main^4-10 4^E:4.5e -21 0 ,0 25 1,46 7 0 3,338 0 ,0 0 4 2,1 0 ,0 59 1,56 1 1 -0 ,19 2 ERG3_ORYSJ Elic ito r-re sp o nsive  p ro te in 3 (16  kDa p hlo e m p ro te in) (RPP16 )

ERG3 Os0 4g 0 53110 0

LOC_Os0 4g 448 70  OsJ_0 149 14

OSJNBa0 0 8 1C0 1.13

Oryza sativa sub sp . jap o nica (Rice ) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR122238 _TR438 0 9 _c0 _g 1_i1_le n=8 32 SDF2_ARATH
Q:141-

536 ,H:8 4-215
78 .79 %ID E:5e -74 Stro mal ce ll-d e rive d  facto r 2-like  p ro te in PF0 28 15.16 ^MIR^MIR d o main^3-9 1^E:4.4e -0 6 0 ,524 -0 ,6 23 0 ,0 0 1 5,9 11 1 -0 ,0 17 1 -0 ,456 0 ,438 -0 ,39 8 SDF2_ARATH Stro mal ce ll-d e rive d  facto r 2-like  p ro te in (AtSDF2) (SDF2-like  p ro te in) SDF2 At2g 25110  F13D4.70 Arab id o p sis thaliana (Mo use -e ar cre ss)

3D-structure ; Co mp le te  p ro te o me ; End o p lasmic re ticulum; G lyco p ro te in; Plant

d e fe nse ; Re fe re nce  p ro te o me ; Re p e at; Sig nal

SRR122238 _TR459 6 5_c0 _g 1_i1_le n=1251 NA NA NA NA NA . 0 ,226 1,8 6 2 0 2,253 0 ,0 3 1,0 51 0 ,0 0 2 1,38 6 1 0 ,123 . . . . . .

SRR122238 _TR4740 0 _c1_g 1_i2_le n=18 35 C72A1_CATRO
Q:10 6 -

16 74,H:1-523
9 7.13%ID E:0 Se co lo g anin synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^9 0 -49 7^E:3.1e -8 7 0 ,0 37 0 ,6 6 8 0 2,0 33 0 ,8 19 -0 ,16 0 ,329 -0 ,546 0 ,427 0 ,27 C72A1_CATRO Se co lo g anin synthase  (SLS) (EC 1.3.3.9 ) (CYPLXXII) (Cyto chro me  P450  72A1) CYP72A1 CYP72 P450 CR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; se co lo g anin b io synthe sis.

Alkalo id  me tab o lism; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ;

NADP; Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix; Vacuo le

SRR122238 _TR476 49 _c1_g 1_i4_le n=1154 NA NA NA NA NA . 0 ,352 0 ,26 7 0 1,476 0 ,0 31 0 ,6 55 0 ,0 1 0 ,772 0 ,19 5 -0 ,344 . . . . . .

SRR122238 _TR50 8 0 1_c0 _g 1_i2_le n=10 0 6 TOM20 _SOLTU
Q:122-70 3,H:1-

19 2
73.71%ID E:9 e -9 2 Mito cho nd rial imp o rt re ce p to r sub unit TOM20 PF0 6 552.9 ^TOM20 _p lant^Plant sp e cific  mito cho nd rial imp o rt re ce p to r sub unit TOM20 ^7-19 3^E:1.7e -9 4 1 -0 ,0 15 0 ,0 0 1 0 ,9 56 0 ,0 34 0 ,6 8 0 ,0 9 3 0 ,558 0 ,9 0 2 -0 ,0 48 TOM20 _SOLTU Mito cho nd rial imp o rt re ce p to r sub unit TOM20  (Translo case  o f o ute r me mb rane  20  kDa sub unit) TOM20 So lanum tub e ro sum (Po tato )

Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Me mb rane ; Mito cho nd rio n;

Mito cho nd rio n o ute r me mb rane ; Pro te in transp o rt; Re fe re nce  p ro te o me ; TPR

re p e at; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR122238 _TR54170 _c2_g 7_i6 _le n=1422 LEA14_SOYBN
Q:16 7-6 13,H:4-

152
72.48 %ID E:5e -72 De siccatio n p ro te ctant p ro te in Le a14 ho mo lo g PF0 316 8 .10 ^LEA_2^Late  e mb ryo g e ne sis ab und ant p ro te in^9 6 -19 2^E:5.4e -18 0 ,6 9 2 0 ,59 5 0 3,458 0 ,133 1,13 0 ,18 7 1,0 4 0 ,70 8 0 ,175 LEA14_SOYBN De siccatio n p ro te ctant p ro te in Le a14 ho mo lo g Glycine  max (So yb e an) (G lycine  hisp id a) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR122238 _TR5740 9 _c0 _g 1_i2_le n=9 39 NA NA NA NA NA . 0 ,56 0 ,8 6 1 0 2,8 55 0 ,471 0 ,56 9 0 ,70 7 0 ,441 1 0 ,54 . . . . . .

SRR122238 _TR578 6 6 _c0 _g 2_i1_le n=3327 CDKF4_ORYSJ
Q:10 72-

18 33,H:1-252
71.0 9 %ID E:2e -117 Cyclin-d e p e nd e nt kinase  F-4

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^4-20 3^E:1.6 e -6 7`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^6 -19 5^E:3.1e -

38
0 ,0 8 1 0 ,6 8 9 0 1,58 9 0 ,8 59 0 ,0 74 0 ,6 8 3 0 ,145 0 ,0 0 6 1,348 CDKF4_ORYSJ

Cyclin-d e p e nd e nt kinase  F-4 (CDKF;4) (EC 2.7.11.22) (EC 2.7.11.23) (Se rine /thre o nine -p ro te in

kinase  MHK-like  p ro te in 2)

CDKF-4 Os0 2g 0 70 0 6 0 0

LOC_Os0 2g 47220  OJ1111_E0 7.13-1

P0 459 B0 1.42-1

Oryza sativa sub sp . jap o nica (Rice )

ATP-b ind ing ; Co mp le te  p ro te o me ; Kinase ; Nucle o tid e -b ind ing ;

Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Se rine /thre o nine -p ro te in kinase ;

Transfe rase

SRR122238 _TR59 227_c0 _g 1_i2_le n=725 NDBAA_ARATH
Q:132-

40 1,H:10 -9 9
8 8 .8 9 %ID E:2e -52

NADH d e hyd ro g e nase  [ub iq uino ne ] 1 b e ta sub co mp le x

sub unit 10 -A
. 0 ,8 0 3 -0 ,1 0 1,26 6 0 ,336 0 ,328 0 ,255 0 ,38 9 0 ,742 0 ,10 8 NDBAA_ARATH NADH d e hyd ro g e nase  [ub iq uino ne ] 1 b e ta sub co mp le x sub unit 10 -A At1g 49 140  F27J15.9 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Ele ctro n transp o rt; Me mb rane ; Mito cho nd rio n;

Mito cho nd rio n inne r me mb rane ; Re fe re nce  p ro te o me ; Re sp irato ry chain;

Transp o rt

SRR122238 _TR6 1114_c0 _g 7_i1_le n=26 20 AROC2_SOLLC
Q:10 2-

116 6 ,H:34-38 8
8 8 .17%ID E:0 Cho rismate  synthase  2, chlo ro p lastic PF0 126 4.18 ^Cho rismate _synt^Cho rismate  synthase ^57-38 7^E:8 .5e -132 0 ,545 0 ,46 0 ,0 0 1 1,9 0 9 0 ,29 8 0 ,58 9 0 ,0 34 1,0 39 1 -0 ,0 0 2 AROC2_SOLLC

Cho rismate  synthase  2, chlo ro p lastic (EC 4.2.3.5) (5-e no lp yruvylshikimate -3-p ho sp hate

p ho sp ho lyase  2)
CS2

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

PATHWAY: Me tab o lic inte rme d iate  b io synthe sis; cho rismate  b io synthe sis; cho rismate

fro m D-e rythro se  4-p ho sp hate  and  p ho sp ho e no lp yruvate : ste p  7/7.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last;

Co mp le te  p ro te o me ; Lyase ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR122238 _TR6 56 74_c0 _g 1_i3_le n=126 0 FK126 _ARATH
Q:1222-

149 ,H:1-359
48 .0 7%ID E:3e -10 8 F-b o x/ke lch-re p e at p ro te in At1g 156 70

PF0 0 6 46 .30 ^F-b o x^F-b o x d o main^16 -58 ^E:0 .0 0 11`PF139 6 4.3^Ke lch_6 ^Ke lch mo tif^119 -16 8 ^E:1.3e -

0 7`PF0 1344.22^Ke lch_1^Ke lch mo tif^125-16 5^E:1e -0 5`PF0 1344.22^Ke lch_1^Ke lch mo tif^179 -214^E:8 e -0 8
1 -0 ,0 1 0 3,56 3 0 ,0 17 -4,19 3 0 ,0 17 -4,342 0 ,153 0 ,6 9 FK126 _ARATH F-b o x/ke lch-re p e at p ro te in At1g 156 70 At1g 156 70  F7H2.1 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Ke lch re p e at; Re fe re nce  p ro te o me ; Re p e at

SRR122238 _TR6 7135_c0 _g 1_i2_le n=3431 SND1_HUMAN
Q:3321-

442,H:21-9 0 2
34.7%ID E:3e -147 Stap hylo co ccal nucle ase  d o main-co ntaining  p ro te in 1

PF0 0 56 5.14^SNase ^Stap hylo co ccal nucle ase  ho mo lo g ue ^6 5-173^E:4.9 e -11`PF0 0 56 5.14^SNase ^Stap hylo co ccal nucle ase

ho mo lo g ue ^29 5-38 7^E:6 e -13`PF0 0 56 5.14^SNase ^Stap hylo co ccal nucle ase  ho mo lo g ue ^434-574^E:1.6 e -

0 6 `PF0 0 56 5.14^SNase ^Stap hylo co ccal nucle ase  ho mo lo g ue ^6 36 -733^E:3.2e -13`PF0 0 56 7.21^TUDOR^Tud o r d o main^753-

8 76 ^E:7.8 e -21`PF0 0 56 5.14^SNase ^Stap hylo co ccal nucle ase  ho mo lo g ue ^8 8 4-9 8 8 ^E:9 .4e -0 8

0 ,6 26 -0 ,223 0 1,513 1 -0 ,0 8 1 0 ,77 -0 ,228 1 -0 ,377 SND1_HUMAN
Stap hylo co ccal nucle ase  d o main-co ntaining  p ro te in 1 (10 0  kDa co activato r) (EBNA2 co activato r

p 10 0 ) (Tud o r d o main-co ntaining  p ro te in 11) (p 10 0  co -activato r)
SND1 TDRD11 Ho mo  sap ie ns (Human)

3D-structure ; Ace tylatio n; Co mp le te  p ro te o me ; Cyto p lasm; Dire ct p ro te in

se q ue ncing ; Ho st-virus inte ractio n; Nucle us; Pho sp ho p ro te in; Re fe re nce

p ro te o me ; Re p e at; Transcrip tio n; Transcrip tio n re g ulatio n

SRR122238 _TR6 8 26 3_c1_g 1_i1_le n=1439 NA NA NA NA NA PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^7-6 6 ^E:1.5e -0 8 0 ,254 4,746 0 6 ,6 6 5 1 0 1 0 1 -3,40 6 . . . . . .

SRR122238 _TR73330 _c1_g 1_i2_le n=557 UBQ11_ARATH
Q:1-555,H:34-

218
10 0 %ID E:1e -129 Po lyub iq uitin 11

PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^1-41^E:3.3e -17`PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^2-38 ^E:2.6 e -

0 7`PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^44-114^E:3.7e -16 `PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^46 -

117^E:5.4e -34`PF138 8 1.3^Rad 6 0 -SLD_2^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^53-114^E:0 .0 6 2`PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-

like  d o main^55-112^E:0 .0 0 0 24`PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^120 -18 5^E:3.9 e -

14`PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^122-18 5^E:2.3e -29 `PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-l ike  d o main^131-18 0 ^E:0 .0 0 32

0 ,8 57 0 ,0 6 3 0 1,40 5 0 ,725 0 ,125 0 ,9 0 5 0 ,0 48 0 ,0 0 8 1,0 19 UBQ11_ARATH Po lyub iq uitin 11 [Cle ave d  into : Ub iq uitin] UBQ11 At4g 0 50 50  C17L7.6  T32N4.13 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Iso p e p tid e  b o nd ;

Nucle us; Re fe re nce  p ro te o me ; Re p e at; Ub l co njug atio n; Ub l co njug atio n

p athway

SRR122238 _TR74772_c1_g 1_i2_le n=9 8 3 SRP14_ARATH
Q:121-46 2,H:1-

114
74.56 %ID E:3e -45 Sig nal re co g nitio n p artic le  14 kDa p ro te in PF0 229 0 .12^SRP14^Sig nal re co g nitio n p artic le  14kD p ro te in^4-9 3^E:3e -26 1 0 0 7,78 7 1 0 1 0 0 ,444 -0 ,48 4 SRP14_ARATH Sig nal re co g nitio n p artic le  14 kDa p ro te in (SRP14) SRP14 At2g 436 40  F18 O19 .25 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; RNA-b ind ing ; Re fe re nce

p ro te o me ; Rib o nucle o p ro te in; Sig nal re co g nitio n p artic le

SRR122238 _TR76 412_c0 _g 1_i2_le n=150 1 NA NA NA NA NA PF0 2341.12^Rcb X^Rb cX p ro te in^9 8 -19 8 ^E:2.2e -18 0 ,10 9 1,11 0 1,8 8 2 0 ,29 0 ,243 0 ,8 0 3 0 ,0 59 0 ,73 0 ,138 . . . . . .

SRR122238 _TR78 0 53_c0 _g 1_i2_le n=9 9 6 NA NA NA NA NA PF0 6 36 4.9 ^DUF10 6 8 ^Pro te in o f unkno wn functio n (DUF10 6 8 )^10 -174^E:2.2e -6 4 0 ,6 26 0 ,23 0 7,59 1 1 0 1 0 ,50 8 0 ,58 1 -0 ,449 . . . . . .

SRR122238 _TR78 9 6 2_c0 _g 3_i1_le n=76 5 SNAK2_SOLTU
Q:58 1-

333,H:22-10 4
6 8 .6 7%ID E:2e -33 Snakin-2 PF0 270 4.11^GASA^Gib b e re ll in re g ulate d  p ro te in^49 -10 8 ^E:2.1e -21 0 ,6 29 1,6 75 0 3,547 0 ,76 0 ,458 0 ,28 2 1,0 42 0 ,732 -0 ,6 31 SNAK2_SOLTU Snakin-2 SN2 So lanum tub e ro sum (Po tato )

Antimicro b ial; Ce ll wall; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ;

Disulfid e  b o nd ; Plant d e fe nse ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR122238 _TR78 9 77_c0 _g 1_i1_le n=8 51 DNJ11_ARATH
Q:575-

28 5,H:6 5-16 1
6 7.35%ID E:5e -38 Chap e ro ne  p ro te in d naJ 11, chlo ro p lastic PF0 0 226 .28 ^DnaJ^DnaJ d o main^9 4-157^E:1.9 e -21 0 ,0 8 1,10 9 0 1,759 0 ,70 4 -0 ,179 0 ,0 51 -0 ,8 9 1 0 ,0 8 DNJ11_ARATH Chap e ro ne  p ro te in d naJ 11, chlo ro p lastic (AtDjC11) (AtJ11) ATJ11 C11 J11 At4g 36 0 40  T19 K4.170 Arab id o p sis thaliana (Mo use -e ar cre ss)

Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ;

Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR122238 _TR79 29 1_c1_g 2_i2_le n=216 9 PIF4_ARATH
Q:146 -

16 0 3,H:6 -413
33.27%ID E:8 e -46 Transcrip tio n facto r PIF4 PF0 0 0 10 .23^HLH^He lix-lo o p -he lix DNA-b ind ing  d o main^326 -372^E:2e -13 0 ,0 25 0 ,6 1 0 1,6 45 0 ,0 54 0 ,536 0 ,0 0 3 0 ,8 0 1 0 ,234 -0 ,475 PIF4_ARATH

Transcrip tio n facto r PIF4 (Basic he lix-lo o p -he lix p ro te in 9 ) (Atb HLH9 ) (b HLH 9 ) (Phyto chro me -

inte racting  facto r 4) (Sho rt und e r re d -lig ht 2) (Transcrip tio n facto r EN 10 2) (b HLH transcrip tio n

facto r b HLH0 0 9 )

PIF4 BHLH9  EN10 2 SRL2 At2g 430 10

MFL8 .13
Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Phyto chro me

sig naling  p athway; Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR122238 _TR79 711_c1_g 2_i1_le n=1153 SERA1_ARATH
Q:59 -

9 46 ,H:30 8 -6 0 3
8 6 .15%ID E:3e -16 0 D-3-p ho sp ho g lyce rate  d e hyd ro g e nase  1, chlo ro p lastic

PF0 28 26 .16 ^2-Hacid _d h_C^D-iso me r sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , NAD b ind ing  d o main^7-38 ^E:1.7e -

0 7`PF0 18 42.22^ACT^ACT d o main^229 -28 9 ^E:2e -0 7
0 ,18 3 0 ,39 2 0 2,9 12 0 ,0 11 0 ,8 6 0 ,17 0 ,5 0 ,0 31 -0 ,6 29 SERA1_ARATH

D-3-p ho sp ho g lyce rate  d e hyd ro g e nase  1, chlo ro p lastic (EC 1.1.1.9 5) (Pro te in EMBRYO SAC

DEVELOPMENT ARREST 9 )
PGDH1 EDA9  At4g 3420 0  F10 M10 .7 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-se rine  b io synthe sis; L-se rine  fro m 3-p ho sp ho -

D-g lyce rate : ste p  1/3.

Chlo ro p last; Co mp le te  p ro te o me ; NAD; Oxid o re d uctase ; Plastid ; Re fe re nce

p ro te o me ; Transit p e p tid e

SRR122238 _TR8 0 349 _c0 _g 1_i1_le n=28 8 0 NA NA NA NA NA . 0 ,333 0 ,6 36 0 1,8 2 0 ,121 0 ,514 0 ,10 8 0 ,518 0 ,0 31 1,39 2 . . . . . .

SRR122238 _TR8 19 6 3_c0 _g 1_i1_le n=119 7 KAI2_ARATH
Q:10 29 -

229 ,H:1-26 7
79 .78 %ID E:7e -16 1 Pro b ab le  e ste rase  KAI2

PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^17-124^E:1.4e -0 7`PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase

fo ld ^19 -156 ^E:2.4e -11`PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^20 -257^E:2e -11
0 ,76 0 ,443 0 3,6 34 1 -0 ,145 0 ,132 -2,334 0 ,732 0 ,6 9 5 KAI2_ARATH

Pro b ab le  e ste rase  KAI2 (Pro te in DWARF-14-like ) (Pro te in D14-like ) (Pro te in HYPOSENSITIVE TO

LIGHT) (Pro te in KARRIKIN INSENSITIVE 2)
KAI2 D14L HTL At4g 37470  F6 G17.120 Arab id o p sis thaliana (Mo use -e ar cre ss)

3D-structure ; Co mp le te  p ro te o me ; Cyto p lasm; Hyd ro lase ; Nucle us; Re fe re nce

p ro te o me

SRR122238 _TR8 578 6 _c0 _g 1_i1_le n=10 17 NA NA NA NA NA . 1 3,6 73 0 8 ,31 0 ,254 4,721 0 ,50 2 4,255 1 0 . . . . . .

SRR122238 _TR8 6 442_c0 _g 1_i1_le n=6 0 9 NA NA NA NA NA . 0 ,533 0 ,25 0 ,0 0 1 1,0 8 8 0 ,9 36 0 ,0 32 0 ,8 0 4 -0 ,0 79 0 ,0 15 0 ,76 5 . . . . . .

SRR122238 _TR8 9 533_c0 _g 1_i1_le n=8 0 4 NA NA NA NA NA . 1 -0 ,20 7 0 4,6 0 3 0 ,0 0 5 4,9 18 0 ,0 17 4,50 6 1 0 ,123 . . . . . .

SRR122238 _TR9 0 46 5_c0 _g 1_i5_le n=20 9 3 ACOX4_ARATH
Q:19 41-754,H:1-

39 6
8 0 .0 5%ID E:0 Acyl-co e nzyme  A o xid ase  4, p e ro xiso mal

PF0 2771.13^Acyl-Co A_d h_N^Acyl-Co A d e hyd ro g e nase , N-te rminal d o main^56 -16 5^E:1.2e -23`PF0 2770 .16 ^Acyl-

Co A_d h_M^Acyl-Co A d e hyd ro g e nase , mid d le  d o main^171-26 3^E:9 .5e -23`PF0 0 441.21^Acyl-Co A_d h_1^Acyl-Co A

d e hyd ro g e nase , C-te rminal d o main^28 0 -39 8 ^E:7.8 e -22

0 ,18 9 1,6 9 9 0 7,46 0 ,132 2,20 6 0 ,132 2,353 1 -0 ,20 1 ACOX4_ARATH
Acyl-co e nzyme  A o xid ase  4, p e ro xiso mal (AOX 4) (EC 1.3.3.6 ) (G6 p ) (Sho rt-chain acyl-Co A

o xid ase ) (AtCX4) (AtG6 ) (SAOX)
ACX4 G6  At3g 518 40  ATEM1.9 Arab id o p sis thaliana (Mo use -e ar cre ss)

3D-structure ; Ace tylatio n; Co mp le te  p ro te o me ; FAD; Fatty acid  me tab o lism;

Flavo p ro te in; G lyo xyso me ; Lip id  me tab o lism; Oxid o re d uctase ; Pe ro xiso me ;

Re fe re nce  p ro te o me

SRR12718 57_TR320 5_c1_g 5_i1_le n=9 9 6 TBA2_GOSHI
Q:78 3-457,H:1-

10 9
9 4.5%ID E:9 e -113 Tub ulin alp ha-2 chain PF0 0 0 9 1.22^Tub ulin^Tub ulin/FtsZ family, GTPase  d o main^3-111^E:7.6 e -29 0 ,6 6 2 0 ,115 0 2,17 0 ,70 7 0 ,34 0 ,0 44 1,174 1 1,76 TBA2_GOSHI Tub ulin alp ha-2 chain (Alp ha-2-tub ulin)

Go ssyp ium hirsutum (Up land  co tto n)

(Go ssyp ium me xicanum)

Ace tylatio n; Cyto p lasm; Cyto ske le to n; GTP-b ind ing ; Micro tub ule ; Nucle o tid e -

b ind ing

SRR12718 57_TR350 4_c0 _g 1_i3_le n=10 75 RL71_ARATH
Q:9 5-8 29 ,H:1-

247
55.8 7%ID E:5e -8 6 6 0 S rib o so mal p ro te in L7-1

PF0 8 0 79 .9 ^Rib o so mal_L30 _N^Rib o so mal L30  N-te rminal d o main^13-75^E:1.4e -0 9 `PF0 0 327.17^Rib o so mal_L30 ^Rib o so mal

p ro te in L30 p /L7e ^8 7-137^E:1.3e -17
0 ,0 44 -0 ,6 28 0 6 ,476 1 -2,34 1 0 ,9 79 0 ,753 -0 ,112 RL71_ARATH 6 0 S rib o so mal p ro te in L7-1 RPL7A At1g 8 0 750  F23A5.10 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal

p ro te in

SRR12718 57_TR36 8 0 _c3_g 1_i1_le n=9 8 7 UBIQP_AVEFA
Q:9 5-9 8 5,H:1-

29 7
10 0 %ID E:0 Po lyub iq uitin

PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^32-10 2^E:1.1e -15`PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-l ike  d o main^32-

10 0 ^E:0 .0 0 0 37`PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^34-10 5^E:1.6 e -33`PF138 8 1.3^Rad 6 0 -SLD_2^Ub iq uitin-2 l ike  Rad 6 0

SUMO-like ^41-10 2^E:0 .14`PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^10 8 -178 ^E:1.1e -

15`PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^110 -18 1^E:1.6 e -33`PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-like  d o main^119 -

176 ^E:0 .0 0 0 6 9 `PF138 8 1.3^Rad 6 0 -SLD_2^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^120 -178 ^E:0 .16 `PF119 76 .5^Rad 6 0 -

SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^18 4-254^E:1.1e -15`PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^18 6 -257^E:1.6 e -

33`PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-like  d o main^19 5-252^E:0 .0 0 0 6 9 `PF138 8 1.3^Rad 6 0 -SLD_2^Ub iq uitin-2 l ike  Rad 6 0

SUMO-like ^19 6 -254^E:0 .16 `PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^26 0 -327^E:8 e -

15`PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^26 2-328 ^E:4.3e -31`PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-l ike  d o main^271-327^E:0 .0 0 11

0 ,55 0 ,129 0 1,334 0 ,0 23 0 ,48 6 0 ,19 3 0 ,28 0 ,0 23 0 ,5 UBIQP_AVEFA Po lyub iq uitin [Cle ave d  into : Ub iq uitin] Ave na fatua (Wild  o ats) Cyto p lasm; Iso p e p tid e  b o nd ; Nucle us; Re p e at; Ub l co njug atio n

SRR12718 57_TR70 8 6 _c0 _g 2_i1_le n=210 9 GAT1_ARATH
Q:110 -

1444,H:4-451
6 0 .49 %ID E:0 GABA transp o rte r 1 PF0 149 0 .15^Aa_trans^Transme mb rane  amino  acid  transp o rte r p ro te in^38 -445^E:5.2e -6 4 0 ,50 2 1,76 8 0 5,424 0 ,0 6 6 4,58 8 0 ,50 2 3,137 1 0 ,30 4 GAT1_ARATH GABA transp o rte r 1 (AtGAT1) (Bid ire ctio nal amino  acid  transp o rte r 1) GAT1 BAT1 At1g 0 8 230  T23G18 .9 Arab id o p sis thaliana (Mo use -e ar cre ss)

Amino -acid  transp o rt; Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ;

Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 57_TR8 549 _c0 _g 2_i1_le n=19 27 P2C44_ORYSJ
Q:58 3-

1431,H:37-319
78 .9 5%ID E:2e -153 Pro b ab le  p ro te in p ho sp hatase  2C 44 PF0 0 48 1.18 ^PP2C^Pro te in p ho sp hatase  2C^58 -28 6 ^E:2.8 e -56 0 ,19 5 0 ,8 9 8 0 2,8 73 0 ,18 9 2,128 0 ,118 2,19 0 ,79 8 0 ,50 9 P2C44_ORYSJ Pro b ab le  p ro te in p ho sp hatase  2C 44 (OsPP2C44) (EC 3.1.3.16 )

Os0 4g 0 6 0 9 6 0 0  LOC_Os0 4g 520 0 0

OSJNBa0 0 8 5I10 .2
Oryza sativa sub sp . jap o nica (Rice )

Co mp le te  p ro te o me ; Hyd ro lase ; Mag ne sium; Mang ane se ; Me tal-b ind ing ;

Pro te in p ho sp hatase ; Re fe re nce  p ro te o me

SRR12718 57_TR1329 6 _c0 _g 2_i3_le n=2112 SR542_SOLLC
Q:119 0 -

39 0 ,H:213-479
9 3.6 3%ID E:0 Sig nal re co g nitio n p artic le  54 kDa p ro te in 2

PF0 0 448 .19 ^SRP54^SRP54-typ e  p ro te in, GTPase  d o main^19 -10 5^E:3.1e -29 `PF0 29 78 .16 ^SRP_SPB^Sig nal p e p tid e  b ind ing

d o main^137-236 ^E:8 .3e -28
1 0 ,0 0 6 0 4,5 1 -0 ,0 78 1 0 ,0 18 0 ,8 74 -0 ,175 SR542_SOLLC Sig nal re co g nitio n p artic le  54 kDa p ro te in 2 (SRP54)

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Co mp le te  p ro te o me ; Cyto p lasm; GTP-b ind ing ; Nucle o tid e -b ind ing ; RNA-

b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Sig nal re co g nitio n p artic le

SRR12718 57_TR1418 5_c0 _g 1_i1_le n=156 9 CK1_ARATH
Q:353-

136 0 ,H:7-344
6 5.9 8 %ID E:2e -16 5 Pro b ab le  cho line  kinase  1

PF0 16 33.17^Cho line _kinase ^Cho line /e thano lamine  kinase ^6 3-26 4^E:1.1e -70 `PF0 16 36 .20 ^APH^Pho sp ho transfe rase  e nzyme

family^10 7-255^E:9 .8 e -14`PF0 29 58 .17^EcKinase ^Ecd yste ro id  kinase ^170 -240 ^E:7.4e -0 5
1 1,332 0 7,6 0 1 0 ,50 2 4,16 6 0 ,0 0 5 6 ,147 0 ,18 8 -0 ,727 CK1_ARATH Pro b ab le  cho line  kinase  1 (AtCK1) (EC 2.7.1.32) CK1 CK At1g 716 9 7 F14O23.8  F26 A9 .3 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Pho sp ho lip id  me tab o lism; p ho sp hatid ylcho line  b io synthe sis;

p ho sp ho cho line  fro m cho line : ste p  1/1.

ATP-b ind ing ; Co mp le te  p ro te o me ; Kinase ; Lip id  b io synthe sis; Lip id

me tab o lism; Nucle o tid e -b ind ing ; Pho sp ho lip id  b io synthe sis; Pho sp ho lip id

me tab o lism; Re fe re nce  p ro te o me ; Transfe rase

SRR12718 57_TR178 8 0 _c0 _g 1_i1_le n=170 7 MBD10 _ARATH
Q:420 -734,H:5-

10 7
71.43%ID E:2e -42 Me thyl-Cp G-b ind ing  d o main-co ntaining  p ro te in 10 PF0 1429 .16 ^MBD^Me thyl-Cp G b ind ing  d o main^10 -74^E:1.1e -11 0 ,1 0 ,49 7 0 2,154 0 ,0 14 0 ,9 72 0 ,0 26 0 ,8 9 2 0 ,0 72 0 ,525 MBD10 _ARATH

Me thyl-Cp G-b ind ing  d o main-co ntaining  p ro te in 10  (AtMBD10 ) (MBD10 ) (Me thyl-Cp G-b ind ing

p ro te in MBD10 )
MBD10  At1g 15340  F9 L1.28 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co ile d  co il; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us;

Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR12718 57_TR18 16 3_c0 _g 2_i1_le n=29 13 AB25B_ARATH
Q:1240 -

2520 ,H:29 2-718
8 5.9 5%ID E:0 ABC transp o rte r B family me mb e r 25, mito cho nd rial

PF0 0 6 6 4.20 ^ABC_me mb rane ^ABC transp o rte r transme mb rane  re g io n^2-10 2^E:7.1e -17`PF0 0 0 0 5.24^ABC_tran^ABC

transp o rte r^16 5-314^E:2.4e -36
1 -0 ,252 0 6 ,9 2 1 0 ,13 1 0 ,0 6 9 1 0 ,0 47 AB25B_ARATH

ABC transp o rte r B family me mb e r 25, mito cho nd rial (ABC transp o rte r ABCB.25) (AtABCB25) (ABC

transp o rte r o f the  mito cho nd rio n 3) (AtATM3) (Iro n-sulfur c luste rs transp o rte r ATM3) (Pro te in

STARIK 1)

ABCB25 ATM3 STA1 At5g 58 270

MCK7.14
Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: Co facto r b io synthe sis; mo lyb d o p te rin b io synthe sis.

ATP-b ind ing ; Co mp le te  p ro te o me ; Io n transp o rt; Iro n; Iro n transp o rt;

Me mb rane ; Mito cho nd rio n; Mito cho nd rio n inne r me mb rane ; Nucle o tid e -

b ind ing ; Re fe re nce  p ro te o me ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR12718 57_TR20 542_c0 _g 1_i2_le n=19 9 9 ALMT9 _ARATH
Q:59 0 -

18 31,H:134-56 6
52.6 4%ID E:7e -134 Aluminum-activate d  malate  transp o rte r 9 PF11744.5^ALMT^Aluminium activate d  malate  transp o rte r^2-39 2^E:2.6 e -123 0 ,0 0 4 1,10 3 0 1,50 7 0 ,6 73 0 ,235 0 ,6 73 0 ,20 1 0 ,6 41 0 ,214 ALMT9 _ARATH Aluminum-activate d  malate  transp o rte r 9  (AtALMT9 ) ALMT9  At3g 18 440  MYF24.16 Arab id o p sis thaliana (Mo use -e ar cre ss)

Chlo rid e ; Co mp le te  p ro te o me ; Io n channe l; Io n transp o rt; Me mb rane ;

Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt;

Vacuo le

SRR12718 57_TR20 9 24_c0 _g 1_i1_le n=20 18 OXA1_ARATH
Q:317-1432,H:1-

352
51.6 1%ID E:2e -116 Mito cho nd rial inne r me mb rane  p ro te in OXA1 PF0 20 9 6 .17^6 0 KD_IMP^6 0 Kd  inne r me mb rane  p ro te in^172-36 5^E:2.9 e -28 0 ,8 26 0 ,118 0 ,0 0 1 1,6 21 0 ,235 0 ,9 21 0 ,235 0 ,9 55 0 ,356 1,313 OXA1_ARATH Mito cho nd rial inne r me mb rane  p ro te in OXA1 (Oxid ase  asse mb ly 1 p ro te in) (AtOXA1) OXA1 ATOXA1 At5g 6 20 50  MTG10 .19 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Mito cho nd rio n; Mito cho nd rio n inne r

me mb rane ; Re fe re nce  p ro te o me ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix

SRR12718 57_TR2136 0 _c0 _g 1_i1_le n=6 24 NA NA NA NA NA . 0 ,44 0 ,749 0 2,345 0 ,18 9 1,778 0 ,0 44 2,316 0 ,9 0 ,114 . . . . . .

SRR12718 57_TR2140 2_c0 _g 1_i1_le n=2349 GLPK_ARATH
Q:138 3-

172,H:119 -522
8 0 .6 9 %ID E:0 Glyce ro l kinase

PF0 0 370 .18 ^FGGY_N^FGGY family o f carb o hyd rate  kinase s, N-te rminal d o main^3-110 ^E:1.1e -25`PF0 278 2.13^FGGY_C^FGGY

family o f carb o hyd rate  kinase s, C-te rminal d o main^118 -317^E:8 .7e -6 0
0 ,78 7 -0 ,121 0 5,70 1 1 0 ,6 9 2 1 0 ,334 0 ,6 0 1 0 ,251 GLPK_ARATH

Glyce ro l kinase  (G lyce ro kinase ) (EC 2.7.1.30 ) (ATP:g lyce ro l 3-p ho sp ho transfe rase ) (Pro te in

GLYCEROL INSENSITIVE 1) (Pro te in NONHOST RESISTANCE TO P. S. PHASEOLICOLA 1)

GLPK GLI1 NHO1 At1g 8 0 46 0

T21F11.21
Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Po lyo l me tab o lism; g lyce ro l d e g rad atio n via g lyce ro l kinase  p athway; sn-

g lyce ro l 3-p ho sp hate  fro m g lyce ro l: ste p  1/1.

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; G lyce ro l

me tab o lism; Kinase ; Nucle o tid e -b ind ing ; Plant d e fe nse ; Re fe re nce  p ro te o me ;

Transfe rase

SRR12718 57_TR216 8 1_c0 _g 1_i1_le n=220 0 SRPR_DROME
Q:10 55-

129 ,H:29 3-6 14
59 .6 3%ID E:7e -120

Sig nal re co g nitio n p artic le  re ce p to r sub unit alp ha

ho mo lo g

PF0 40 8 6 .10 ^SRP-alp ha_N^Sig nal re co g nitio n p artic le , alp ha sub unit, N-te rminal^28 -30 2^E:4.8 e -

6 6 `PF0 28 8 1.16 ^SRP54_N^SRP54-typ e  p ro te in, he lical b und le  d o main^319 -38 6 ^E:1.2e -0 6 `PF0 0 448 .19 ^SRP54^SRP54-typ e

p ro te in, GTPase  d o main^418 -6 22^E:5.1e -55

0 ,9 25 -0 ,0 6 2 0 2,8 29 0 ,8 0 7 0 ,124 0 ,555 0 ,28 8 1 2,9 12 SRPR_DROME
Sig nal re co g nitio n p artic le  re ce p to r sub unit alp ha ho mo lo g  (DP-alp ha) (Do cking  p ro te in alp ha)

(SR-alp ha) (GTP-b ind ing  p ro te in)
Gtp -b p  CG2522 Dro so p hila me lano g aste r (Fruit fly)

Co mp le te  p ro te o me ; End o p lasmic re ticulum; GTP-b ind ing ; Me mb rane ;

Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re ce p to r; Re fe re nce  p ro te o me

SRR12718 57_TR270 22_c0 _g 1_i8 _le n=4421 EXEC1_ARATH

Q:1377-

28 0 4,H:19 6 -

6 8 3

53.9 9 %ID E:2e -138 Pro te in EXECUTER 1, chlo ro p lastic {ECO:0 0 0 0 30 5} PF120 14.5^DUF350 6 ^Do main o f unkno wn functio n (DUF350 6 )^327-455^E:4.7e -25 1 3,50 3 0 8 ,432 0 ,254 4,6 7 1 3,179 0 ,254 4,6 23 EXEC1_ARATH Pro te in EXECUTER 1, chlo ro p lastic (AtEX1) EX1 At4g 336 30  T16 L1.120 Arab id o p sis thaliana (Mo use -e ar cre ss)
Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Stre ss

re sp o nse ; Transit p e p tid e

SRR12718 57_TR29 18 3_c0 _g 1_i1_le n=8 6 9 HA22E_ARATH
Q:226 -546 ,H:1-

10 6
75.7%ID E:4e -37 HVA22-like  p ro te in e PF0 3134.16 ^TB2_DP1_HVA22^TB2/DP1, HVA22 family^24-9 8 ^E:3.8 e -26 0 ,38 1 1,6 0 9 0 4,8 36 0 ,356 1,36 7 1 0 ,443 1 1,571 HA22E_ARATH HVA22-like  p ro te in e  (AtHVA22e ) HVA22E At5g 50 720  MFB16 .12 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Stre ss re sp o nse ;

Transme mb rane ; Transme mb rane  he lix

SRR12718 57_TR30 16 6 _c0 _g 1_i4_le n=339 2 POT11_ARATH
Q:8 20 -

3177,H:13-79 2
78 .17%ID E:0 Po tassium transp o rte r 11 PF0 270 5.13^K_trans^K+ p o tassium transp o rte r^53-6 24^E:5.6 e -18 9 0 ,14 0 ,6 5 0 2,6 6 4 0 ,0 71 0 ,9 0 ,0 12 1,18 5 0 ,38 0 ,48 4 POT11_ARATH Po tassium transp o rte r 11 (AtPOT11) POT11 KUP11 At2g 350 6 0  F19 I3.29 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; G lyco p ro te in; Io n

transp o rt; Me mb rane ; Po tassium; Po tassium transp o rt; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 57_TR3519 9 _c3_g 5_i4_le n=48 52 PSBC_TOBAC
Q:3227-

46 45,H:1-473
9 9 .79 %ID E:0

Pho to syste m II CP43 re actio n ce nte r p ro te in

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 149 6 }
PF0 0 421.16 ^PSII^Pho to syste m II p ro te in^31-46 9 ^E:1.3e -150 0 ,0 6 8 1,0 52 0 3,0 8 5 0 ,112 -0 ,48 1 0 ,9 6 4 0 ,0 24 1 0 PSBC_TOBAC Pho to syste m II CP43 re actio n ce nte r p ro te in (PSII 43 kDa p ro te in) (Pro te in CP-43) p sb C Nico tiana tab acum (Co mmo n to b acco )

Ace tylatio n; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Mang ane se ; Me mb rane ;

Me tal-b ind ing ; Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m II; Plastid ;

Thylako id ; Transme mb rane ; Transme mb rane  he lix

SRR12718 57_TR36 79 9 _c0 _g 1_i6 _le n=6 0 8 Y18 6 4_ARATH
Q:58 8 -

28 ,H:140 -320
55.8 5%ID E:4e -6 5 Pro b ab le  re ce p to r-l ike  p ro te in kinase  At1g 8 0 6 40

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^1-9 8 ^E:3.4e -21`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^1-10 1^E:1.3e -

17
0 ,214 0 ,779 0 6 ,9 39 1 0 1 0 0 ,6 11 0 ,41 Y18 6 4_ARATH Pro b ab le  re ce p to r-l ike  p ro te in kinase  At1g 8 0 6 40  (EC 2.7.11.1) At1g 8 0 6 40  T21F11.3 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Alte rnative  sp lic ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; Kinase ;

Me mb rane ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ;

Se rine /thre o nine -p ro te in kinase ; Sig nal; Transfe rase ; Transme mb rane ;

Transme mb rane  he lix

SRR12718 57_TR36 8 46 _c0 _g 1_i2_le n=1436 APG2_ARATH
Q:118 3-

20 3,H:27-353
72.78 %ID E:1e -16 4 GDSL e ste rase /lip ase  APG PF0 0 6 57.19 ^Lip ase _GDSL^GDSL-like  Lip ase /Acylhyd ro lase ^35-347^E:3e -17 0 ,357 0 ,59 6 0 7,239 0 ,517 0 ,75 0 ,0 0 2 2,416 0 ,129 5,0 37 APG2_ARATH GDSL e ste rase /lip ase  APG (EC 3.1.1.-) (Extrace llular l ip ase  APG) APG At3g 16 370  MYA6 .18  T2O4.2 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; G lyco p ro te in; Hyd ro lase ; Lip id  d e g rad atio n; Lip id

me tab o lism; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR12718 57_TR38 50 3_c0 _g 1_i1_le n=240 2 MPK9 _ARATH
Q:529 -

20 8 2,H:1-510
8 0 .6 1%ID E:0 Mito g e n-activate d  p ro te in kinase  9

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^10 6 -39 7^E:3.6 e -6 8 `PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^10 8 -

318 ^E:4.9 e -31`PF0 6 29 3.11^Kd o ^Lip o p o lysaccharid e  kinase  (Kd o /WaaP) family^139 -251^E:0 .0 0 0 12
0 ,8 7 0 ,149 0 ,0 0 1 3,40 2 0 ,756 -0 ,19 3 0 ,756 -0 ,233 0 ,6 9 4 0 ,36 5 MPK9 _ARATH Mito g e n-activate d  p ro te in kinase  9  (AtMPK9 ) (MAP kinase  9 ) (EC 2.7.11.24) MPK9  At3g 18 0 40  MRC8 .2 MRC8 .4 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Kinase ; Nucle o tid e -

b ind ing ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Se rine /thre o nine -p ro te in

kinase ; Transfe rase

SRR12718 57_TR39 8 9 8 _c2_g 1_i5_le n=226 3 GH35_ORYSJ
Q:413-2125,H:7-

579
6 5.8 5%ID E:0 Jasmo nic acid -amid o  synthe tase  JAR1 {ECO:0 0 0 0 30 5} PF0 3321.10 ^GH3^GH3 auxin-re sp o nsive  p ro mo te r^19 -56 0 ^E:4.4e -19 4 0 ,0 0 5 1,39 3 0 3,9 0 8 0 ,0 25 1,9 76 0 ,40 2 1,10 6 0 ,76 3 0 ,26 6 GH35_ORYSJ

Jasmo nic acid -amid o  synthe tase  JAR1 (EC 6 .3.2.-) (Auxin-re sp o nsive  GH3-like  p ro te in 5) (OsGH3-

5) (Ind o le -3-ace tic acid -amid o  synthe tase  GH3.5) (Jasmo nate -amino  acid  synthe tase  JAR1) (Pro te in

JASMONATE RESISTANT 1) (OsJAR1)

GH3.5 JAR1 Os0 5g 0 58 6 20 0

LOC_Os0 5g 50 8 9 0  OsJ_19 714

OSJNBa0 0 0 9 C0 7.16

Oryza sativa sub sp . jap o nica (Rice )

Co mp le te  p ro te o me ; De ve lo p me ntal p ro te in; Gro wth re g ulatio n; Jasmo nic acid

sig naling  p athway; Lig ase ; Plant d e fe nse ; Re fe re nce  p ro te o me ; Stre ss

re sp o nse

SRR12718 57_TR410 74_c0 _g 2_i1_le n=116 7 C72A1_CATRO
Q:19 5-9 35,H:1-

250
51.2%ID E:1e -8 4 Se co lo g anin synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^9 1-231^E:1.8 e -13 0 ,70 4 0 ,16 2 0 ,0 0 1 2,545 0 ,0 59 1,0 9 9 0 ,29 8 0 ,6 5 0 ,0 0 2 1,45 C72A1_CATRO Se co lo g anin synthase  (SLS) (EC 1.3.3.9 ) (CYPLXXII) (Cyto chro me  P450  72A1) CYP72A1 CYP72 P450 CR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; se co lo g anin b io synthe sis.

Alkalo id  me tab o lism; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ;

NADP; Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix; Vacuo le

SRR12718 57_TR41235_c0 _g 1_i2_le n=58 8 GRP1_SINAL
Q:8 1-335,H:1-

8 5
8 7.0 6 %ID E:1e -45 Glycine -rich RNA-b ind ing  p ro te in GRP1A

PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^37-10 5^E:2.2e -23`PF138 9 3.3^RRM_5^RNA

re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^47-10 7^E:0 .0 13
0 ,0 0 8 -0 ,56 2 0 1,113 0 ,40 5 -0 ,317 0 ,6 27 -0 ,20 1 0 ,216 0 ,26 1 GRP1_SINAL Glycine -rich RNA-b ind ing  p ro te in GRP1A

Sinap is alb a (White  mustard ) (Brassica

hirta)
Nucle us; RNA-b ind ing

SRR12718 57_TR43774_c0 _g 1_i2_le n=6 10 PRS2_SOLTU
Q:8 8 -555,H:1-

155
37.5%ID E:9 e -25 Patho g e ne sis-re late d  p ro te in STH-2 PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^1-150 ^E:1.6 e -11 0 ,472 0 ,6 6 1 0 3,15 0 ,0 58 0 ,738 0 ,0 41 0 ,8 0 8 0 ,6 9 4 -0 ,345 PRS2_SOLTU Patho g e ne sis-re late d  p ro te in STH-2 STH-2 So lanum tub e ro sum (Po tato )

Co mp le te  p ro te o me ; Patho g e ne sis-re late d  p ro te in; Plant d e fe nse ; Re fe re nce

p ro te o me

SRR12718 58 _TR178 1_c0 _g 3_i3_le n=1427 COMT1_CATRO
Q:171-9 77,H:1-

26 9
9 7.77%ID E:0 Caffe ic acid  3-O-me thyltransfe rase

PF0 8 10 0 .8 ^Dime risatio n^Dime risatio n d o main^34-8 5^E:7e -23`PF0 0 8 9 1.15^Me thyltransf_2^O-me thyltransfe rase ^129 -

26 6 ^E:2e -54
0 ,8 6 0 ,231 0 ,0 0 1 2,0 9 9 0 ,0 71 0 ,8 76 0 ,219 0 ,6 44 0 ,133 -1,0 79 COMT1_CATRO

Caffe ic acid  3-O-me thyltransfe rase  (CAOMT) (COMT) (EC 2.1.1.6 8 ) (S-ad e no sysl-L-

me thio nine :caffe ic acid  3-O-me thyltransfe rase )
COMT1

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Aro matic co mp o und  me tab o lism; p he nylp ro p ano id  b io synthe sis. Lig nin b io synthe sis; Me thyltransfe rase ; S-ad e no syl-L-me thio nine ; Transfe rase

SRR12718 58 _TR270 9 _c3_g 4_i1_le n=20 25 EF1A_TOBAC
Q:140 -

1444,H:1-435
9 7.9 3%ID E:0 Elo ng atio n facto r 1-alp ha

PF0 0 0 0 9 .24^GTP_EFTU^Elo ng atio n facto r Tu GTP b ind ing  d o main^52-26 7^E:1.3e -52`PF0 3144.22^GTP_EFTU_D2^Elo ng atio n

facto r Tu d o main 2^29 4-359 ^E:8 .4e -15`PF0 3143.14^GTP_EFTU_D3^Elo ng atio n facto r Tu C-te rminal d o main^36 8 -475^E:4.6 e -

38

0 ,0 9 3 -0 ,438 0 1,30 7 0 ,56 8 0 ,19 3 0 ,418 0 ,26 6 0 ,0 0 7 -0 ,722 EF1A_TOBAC Elo ng atio n facto r 1-alp ha (EF-1-alp ha) (Vitro ne ctin-like  ad he sio n p ro te in 1) (PVN1) Nico tiana tab acum (Co mmo n to b acco )
Cyto p lasm; Elo ng atio n facto r; GTP-b ind ing ; Nucle o tid e -b ind ing ;

Pho sp ho p ro te in; Pro te in b io synthe sis

SRR12718 58 _TR3122_c0 _g 1_i1_le n=3235 EBF1_ARATH
Q:377-238 0 ,H:1-

6 27
56 .74%ID E:0 EIN3-b ind ing  F-b o x p ro te in 1 PF0 0 6 46 .30 ^F-b o x^F-b o x d o main^6 5-10 5^E:8 .4e -0 6 `PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^26 5-28 8 ^E:0 .79 1 0 ,0 0 7 0 ,0 0 1 1,39 4 0 ,49 7 0 ,24 0 ,42 0 ,278 0 ,0 2 1,10 9 EBF1_ARATH EIN3-b ind ing  F-b o x p ro te in 1 (F-b o x/LRR-re p e at p ro te in 6 ) EBF1 FBL6  At2g 2549 0  F13B15.15 Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

Co mp le te  p ro te o me ; Ethyle ne  sig naling  p athway; Nucle us; Re fe re nce

p ro te o me ; Ub l co njug atio n p athway

SRR12718 58 _TR420 6 _c0 _g 1_i1_le n=1374 FB119 _ARATH
Q:119 2-

218 ,H:11-337
42.43%ID E:1e -75 F-b o x p ro te in At2g 27310 PF0 0 6 46 .30 ^F-b o x^F-b o x d o main^13-53^E:2.1e -0 5 0 ,226 2,0 8 6 0 3,5 0 ,0 76 3,29 3 0 ,0 0 1 4,19 5 1 -1,18 6 FB119 _ARATH F-b o x p ro te in At2g 27310 At2g 27310  F12K2.11 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR12718 58 _TR520 5_c0 _g 1_i1_le n=2234 NA NA NA NA NA PF0 0 8 47.17^AP2^AP2 d o main^244-29 3^E:4.3e -14 0 ,0 0 9 4,732 0 8 ,76 3 0 ,0 0 4 3,6 0 7 0 ,132 2,6 24 1 0 . . . . . .

SRR12718 58 _TR6 8 30 _c0 _g 2_i2_le n=10 8 9 GSTX6 _SOYBN
Q:26 7-9 11,H:1-

216
50 .46 %ID E:1e -6 7 Pro b ab le  g lutathio ne  S-transfe rase

PF0 279 8 .17^GST_N^Glutathio ne  S-transfe rase , N-te rminal d o main^6 -77^E:7.2e -22`PF13417.3^GST_N_3^Glutathio ne  S-

transfe rase , N-te rminal d o main^9 -8 4^E:4.7e -18 `PF1340 9 .3^GST_N_2^Glutathio ne  S-transfe rase , N-te rminal d o main^15-

78 ^E:2.9 e -14`PF0 0 0 43.22^GST_C^Glutathio ne  S-transfe rase , C-te rminal d o main^10 5-19 4^E:2.2e -

0 9 `PF1449 7.3^GST_C_3^Glutathio ne  S-transfe rase , C-te rminal d o main^112-20 1^E:8 .2e -0 6 `PF13410 .3^GST_C_2^Glutathio ne

S-transfe rase , C-te rminal d o main^123-19 0 ^E:1.8 e -0 7

1 0 ,19 3 0 3,48 7 0 ,0 43 3,559 0 ,6 29 2,256 1 -2,6 25 GSTX6 _SOYBN Pro b ab le  g lutathio ne  S-transfe rase  (EC 2.5.1.18 ) (G2-4) (He at sho ck p ro te in 26 A) HSP26 -A Glycine  max (So yb e an) (G lycine  hisp id a) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Stre ss re sp o nse ; Transfe rase

SRR12718 58 _TR6 8 30 _c0 _g 2_i3_le n=577 GST23_MAIZE
Q:6 1-

423,H:10 2-222
37.19 %ID E:3e -22 Glutathio ne  transfe rase  GST 23

PF0 0 0 43.22^GST_C^Glutathio ne  S-transfe rase , C-te rminal d o main^11-8 7^E:1.8 e -0 9 `PF1449 7.3^GST_C_3^Glutathio ne  S-

transfe rase , C-te rminal d o main^13-9 4^E:2.5e -0 6 `PF13410 .3^GST_C_2^Glutathio ne  S-transfe rase , C-te rminal d o main^16 -

8 3^E:4.4e -0 8

1 1,25 0 4,728 0 ,0 34 3,9 12 0 ,0 34 3,77 1 -1,0 49 GST23_MAIZE Glutathio ne  transfe rase  GST 23 (EC 2.5.1.18 ) (G lutathio ne  transfe rase  GST 36 ) Ze a mays (Maize ) Co mp le te  p ro te o me ; Plant d e fe nse ; Re fe re nce  p ro te o me ; Transfe rase

SRR12718 58 _TR7354_c0 _g 1_i1_le n=20 18 AROD6 _ARATH
Q:56 7-

16 31,H:28 -40 2
8 0 .74%ID E:0

Aro g e nate  d e hyd ratase /p re p he nate  d e hyd ratase  6 ,

chlo ro p lastic
PF0 0 8 0 0 .15^PDT^Pre p he nate  d e hyd ratase ^149 -327^E:1.5e -59 0 ,30 8 0 ,43 0 1,6 51 0 ,38 2 0 ,34 0 ,0 8 8 0 ,6 21 0 ,547 -0 ,323 AROD6 _ARATH

Aro g e nate  d e hyd ratase /p re p he nate  d e hyd ratase  6 , chlo ro p lastic (AtADT6 ) (AtPDT6 ) (EC 4.2.1.51)

(EC 4.2.1.9 1)
ADT6  PDT6  At1g 0 8 250  T23G18 .10 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-p he nylalanine  b io synthe sis; L-p he nylalanine

fro m L-aro g e nate : ste p  1/1.; PATHWAY: Amino -acid  b io synthe sis; L-p he nylalanine

b io synthe sis; p he nylp yruvate  fro m p re p he nate : ste p  1/1.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last;

Co mp le te  p ro te o me ; Lyase ; Phe nylalanine  b io synthe sis; Plastid ; Re fe re nce

p ro te o me ; Transit p e p tid e

SRR12718 58 _TR78 6 1_c0 _g 2_i1_le n=10 22 NA NA NA NA NA . 0 ,40 2 0 ,9 12 0 2,8 0 8 0 ,40 7 0 ,6 51 1 0 ,0 55 0 ,132 1,434 . . . . . .

SRR12718 58 _TR8 36 6 _c1_g 1_i1_le n=276 5 HSP8 0 _SOLLC
Q:26 37-544,H:1-

6 9 9
9 2.8 5%ID E:0 He at sho ck co g nate  p ro te in 8 0

PF1358 9 .3^HATPase _c_3^Histid ine  kinase -, DNA g yrase  B-, and  HSP9 0 -like  ATPase ^25-146 ^E:2.2e -

10 `PF0 2518 .23^HATPase _c^Histid ine  kinase -, DNA g yrase  B-, and  HSP9 0 -like  ATPase ^27-18 1^E:5.6 e -

16 `PF0 0 18 3.15^HSP9 0 ^Hsp 9 0  p ro te in^18 4-6 9 0 ^E:1.9 e -239

0 ,26 6 -0 ,249 0 1,251 0 ,0 18 0 ,533 0 ,0 0 4 0 ,6 49 0 ,46 5 0 ,18 4 HSP8 0 _SOLLC He at sho ck co g nate  p ro te in 8 0 HSC8 0
So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

ATP-b ind ing ; Chap e ro ne ; Co mp le te  p ro te o me ; Cyto p lasm; Nucle o tid e -b ind ing ;

Re fe re nce  p ro te o me ; Stre ss re sp o nse

SRR12718 58 _TR9 519 _c0 _g 2_i22_le n=378 7 ACOC_ORYSJ

Q:18 6 9 -

329 9 ,H:40 4-

8 8 0

8 8 .47%ID E:0 Putative  aco nitate  hyd ratase , cyto p lasmic PF0 0 330 .17^Aco nitase ^Aco nitase  family (aco nitate  hyd ratase )^18 5-514^E:8 .2e -124 0 ,535 -0 ,238 0 1,9 33 0 ,52 0 ,419 0 ,6 23 0 ,356 0 ,19 5 0 ,6 14 ACOC_ORYSJ Putative  aco nitate  hyd ratase , cyto p lasmic (Aco nitase ) (EC 4.2.1.3) (Citrate  hyd ro -lyase )
Os0 8 g 0 19 110 0  LOC_Os0 8 g 0 9 20 0

P0 6 10 E0 2.32
Oryza sativa sub sp . jap o nica (Rice ) PATHWAY: Carb o hyd rate  me tab o lism; g lyo xylate  and  d icarb o xylate  me tab o lism.

4Fe -4S; Co mp le te  p ro te o me ; Cyto p lasm; G lyo xylate  b yp ass; Iro n; Iro n-sulfur;

Lyase ; Me tal-b ind ing ; Re fe re nce  p ro te o me

SRR12718 58 _TR9 8 33_c0 _g 1_i8 _le n=256 2 SRG1_ARATH
Q:18 0 -

118 7,H:16 -358
39 .48 %ID E:5e -6 8 Pro te in SRG1

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^53-158 ^E:1e -25`PF0 3171.17^2OG-

Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^20 7-30 3^E:4.6 e -23
0 ,38 1 2,179 0 5,252 0 ,0 0 3 3,412 0 ,226 2,0 32 1 -1,331 SRG1_ARATH Pro te in SRG1 (AtSRG1) (Pro te in SENESCENCE-RELATED GENE 1) SRG1 At1g 170 20  F20 D23.28  F6 I1.30 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Re fe re nce

p ro te o me

SRR12718 58 _TR158 9 6 _c1_g 1_i1_le n=8 46 NA NA NA NA NA . 0 ,732 0 ,76 1 0 3,9 0 4 0 ,118 1,6 42 0 ,18 9 1,36 9 0 ,6 6 3 -0 ,36 6 . . . . . .

SRR12718 58 _TR16 0 0 5_c0 _g 2_i1_le n=326 1 ENPL_CATRO
Q:49 0 -

29 40 ,H:1-8 17
9 8 .41%ID E:0 End o p lasmin ho mo lo g

PF0 2518 .23^HATPase _c^Histid ine  kinase -, DNA g yrase  B-, and  HSP9 0 -like  ATPase ^10 1-256 ^E:2.1e -

14`PF1358 9 .3^HATPase _c_3^Histid ine  kinase -, DNA g yrase  B-, and  HSP9 0 -like  ATPase ^10 3-221^E:1.4e -

0 9 `PF0 0 18 3.15^HSP9 0 ^Hsp 9 0  p ro te in^259 -79 9 ^E:1.9 e -219

0 ,6 8 3 -0 ,126 0 1,539 0 ,513 0 ,20 1 0 ,12 -0 ,49 0 ,0 54 0 ,6 9 7 ENPL_CATRO End o p lasmin ho mo lo g  (G luco se -re g ulate d  p ro te in 9 4 ho mo lo g ) (GRP-9 4 ho mo lo g ) HSP9 0
Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

ATP-b ind ing ; Calc ium; Chap e ro ne ; End o p lasmic re ticulum; G lyco p ro te in;

Nucle o tid e -b ind ing ; Sig nal

SRR12718 58 _TR16 0 71_c0 _g 1_i23_le n=3124 SUSY_SOLLC
Q:1415-

28 27,H:335-8 0 5
9 1.0 8 %ID E:0 Sucro se  synthase

PF0 0 8 6 2.16 ^Sucro se _synth^Sucro se  synthase ^1-16 7^E:2.3e -10 4`PF0 0 534.17^Glyco s_transf_1^Glyco syl transfe rase s g ro up

1^178 -351^E:6 .9 e -34`PF136 9 2.3^Glyco _trans_1_4^Glyco syl transfe rase s g ro up  1^18 5-338 ^E:2.2e -11
0 ,39 8 0 ,419 0 1,52 0 ,38 9 0 ,327 1 0 ,0 24 0 ,273 0 ,375 SUSY_SOLLC Sucro se  synthase  (EC 2.4.1.13) (Sucro se -UDP g luco syltransfe rase )

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)
Co mp le te  p ro te o me ; G lyco syltransfe rase ; Re fe re nce  p ro te o me ; Transfe rase

SRR12718 58 _TR18 6 9 8 _c0 _g 2_i1_le n=210 6 RETOL_ARATH
Q:1732-

350 ,H:32-48 2
56 .25%ID E:3e -16 6 Re ticuline  o xid ase -like  p ro te in PF0 156 5.20 ^FAD_b ind ing _4^FAD b ind ing  d o main^8 0 -215^E:3.4e -26 0 ,319 1,0 6 3 0 2,79 4 0 ,59 3 0 ,73 0 ,111 1,479 1 0 ,0 8 9 RETOL_ARATH Re ticuline  o xid ase -like  p ro te in (EC 1.21.-.-) At4g 20 8 30  F21C20 .18 0 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; FAD; Flavo p ro te in;

GPI-ancho r; G lyco p ro te in; Lip o p ro te in; Me mb rane ; Oxid o re d uctase ; Re fe re nce

p ro te o me ; Se cre te d ; Sig nal

SRR12718 58 _TR18 76 9 _c0 _g 1_i13_le n=20 0 6 ACOX4_ARATH
Q:10 10 -

1726 ,H:19 3-431
8 6 .19 %ID E:4e -148 Acyl-co e nzyme  A o xid ase  4, p e ro xiso mal PF0 2771.13^Acyl-Co A_d h_N^Acyl-Co A d e hyd ro g e nase , N-te rminal d o main^56 -147^E:7.9 e -16 0 ,0 52 1,542 0 2,429 0 ,0 0 1 3,147 0 ,0 0 8 2,78 3 0 ,8 0 7 0 ,16 1 ACOX4_ARATH

Acyl-co e nzyme  A o xid ase  4, p e ro xiso mal (AOX 4) (EC 1.3.3.6 ) (G6 p ) (Sho rt-chain acyl-Co A

o xid ase ) (AtCX4) (AtG6 ) (SAOX)
ACX4 G6  At3g 518 40  ATEM1.9 Arab id o p sis thaliana (Mo use -e ar cre ss)

3D-structure ; Ace tylatio n; Co mp le te  p ro te o me ; FAD; Fatty acid  me tab o lism;

Flavo p ro te in; G lyo xyso me ; Lip id  me tab o lism; Oxid o re d uctase ; Pe ro xiso me ;

Re fe re nce  p ro te o me

SRR12718 58 _TR19 0 8 9 _c2_g 1_i25_le n=59 0 6 AB5C_ARATH
Q:49 45-

428 ,H:12-1514
79 .15%ID E:0 ABC transp o rte r C family me mb e r 5

PF0 0 6 6 4.20 ^ABC_me mb rane ^ABC transp o rte r transme mb rane  re g io n^336 -6 0 0 ^E:7.1e -29 `PF0 0 0 0 5.24^ABC_tran^ABC

transp o rte r^6 6 4-79 8 ^E:2.1e -18 `PF0 0 6 6 4.20 ^ABC_me mb rane ^ABC transp o rte r transme mb rane  re g io n^9 8 3-1217^E:2.1e -

26 `PF0 0 0 0 5.24^ABC_tran^ABC transp o rte r^1310 -1456 ^E:1.1e -28

0 ,115 0 ,729 0 3,6 8 6 0 ,233 0 ,748 0 ,0 32 1,231 0 ,0 57 1,372 AB5C_ARATH

ABC transp o rte r C family me mb e r 5 (ABC transp o rte r ABCC.5) (AtABCC5) (EC 3.6 .3.44) (ATP-

e ne rg ize d  g lutathio ne  S-co njug ate  p ump  5) (G lutathio ne  S-co njug ate -transp o rting  ATPase  5)

(Multid rug  re sistance -asso ciate d  p ro te in 5)

ABCC5 MRP5 At1g 0 4120  F20 D22.11 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Alte rnative  sp lic ing ; Co ile d  co il; Co mp le te  p ro te o me ; Hyd ro lase ;

Me mb rane ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ; Re p e at;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 58 _TR19 9 55_c2_g 2_i4_le n=9 6 6 NA NA NA NA NA . 0 ,8 6 0 ,117 0 8 ,6 9 5 1 -1,46 8 1 -2,46 2 1 -0 ,0 39 . . . . . .

SRR12718 58 _TR20 550 _c0 _g 1_i4_le n=1155 PER25_ARATH
Q:29 8 -

10 6 2,H:74-328
74.12%ID E:2e -134 Pe ro xid ase  25 . 1 3,342 0 4,8 0 6 0 ,50 2 4,18 7 0 ,0 17 5,76 9 1 -1,143 PER25_ARATH Pe ro xid ase  25 (Atp e ro x P25) (EC 1.11.1.7) PER25 P25 At2g 4148 0  T26 J13.7 Arab id o p sis thaliana (Mo use -e ar cre ss)

Calcium; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; He me ; Hyd ro g e n

p e ro xid e ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Pe ro xid ase ; Re fe re nce

p ro te o me ; Se cre te d ; Sig nal

SRR12718 58 _TR216 46 _c0 _g 2_i1_le n=19 8 1 NA NA NA NA NA . 0 ,321 0 ,38 4 0 6 ,352 0 -7,6 16 0 -7,6 16 0 ,16 4 -0 ,513 . . . . . .

SRR12718 58 _TR219 6 6 _c4_g 2_i2_le n=6 34 UBQ3_ARATH
Q:1-6 33,H:53-

26 3
9 9 .53%ID E:7e -146 Po lyub iq uitin 3

PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^25-9 5^E:4.9 e -16 `PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^27-

9 8 ^E:7.1e -34`PF138 8 1.3^Rad 6 0 -SLD_2^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^35-9 5^E:0 .0 8 `PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-l ike

d o main^36 -9 3^E:0 .0 0 0 31`PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^10 1-171^E:4.9 e -

16 `PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^10 3-174^E:7.1e -34`PF138 8 1.3^Rad 6 0 -SLD_2^Ub iq uitin-2 l ike  Rad 6 0  SUMO-

like ^111-171^E:0 .0 8 `PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-like  d o main^112-16 9 ^E:0 .0 0 0 31`PF0 0 240 .20 ^ub iq uitin^Ub iq uitin

family^179 -211^E:1.7e -0 9

0 ,38 9 0 ,19 5 0 0 ,79 0 ,0 0 2 0 ,6 8 0 ,143 0 ,329 0 ,8 0 6 0 ,0 59 UBQ3_ARATH Po lyub iq uitin 3 [Cle ave d  into : Ub iq uitin]
UBQ3 At5g 0 3240  F15A17_270

MOK16 .15
Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; Iso p e p tid e  b o nd ; Nucle us; Re fe re nce

p ro te o me ; Re p e at; Ub l co njug atio n; Ub l co njug atio n p athway

SRR12718 58 _TR22444_c0 _g 1_i1_le n=279 1 TMN11_ARATH
Q:272-2242,H:1-

6 58
8 4.5%ID E:0

Transme mb rane  9  sup e rfamily me mb e r 11

{ECO:0 0 0 0 30 5}
PF0 29 9 0 .13^EMP70 ^End o me mb rane  p ro te in 70 ^58 -6 12^E:1.1e -18 3 0 ,457 0 ,231 0 1,411 0 ,56 4 0 ,19 2 0 ,78 2 -0 ,118 0 ,6 6 3 0 ,16 2 TMN11_ARATH

Transme mb rane  9  sup e rfamily me mb e r 11 (End o me mb rane  p ro te in 6 ) (Transme mb rane  nine

p ro te in 11) (AtTMN11)
TMN11 EMP6  At5g 3516 0  T13C12.17 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; End o so me ; Go lg i ap p aratus;

Me mb rane ; Re fe re nce  p ro te o me ; Sig nal; Transme mb rane ; Transme mb rane

he lix

SRR12718 58 _TR259 59 _c0 _g 1_i4_le n=479 5 NA NA NA NA NA . 1 0 ,1 0 ,0 0 1 2,6 27 0 ,29 8 0 ,6 8 9 0 ,471 0 ,46 3 1 0 . . . . . .

SRR12718 58 _TR259 8 3_c0 _g 1_i1_le n=10 9 3 NA NA NA NA NA PF140 0 9 .3^DUF4228 ^Do main o f unkno wn functio n (DUF4228 )^1-215^E:2.2e -27 0 ,0 76 2,8 11 0 3,76 7 0 ,10 3 1,478 0 ,0 0 4 2,226 0 ,356 0 ,9 58 . . . . . .

SRR12718 58 _TR26 578 _c0 _g 1_i3_le n=26 78 NA NA NA NA NA . 0 ,39 4 0 ,49 2 0 1,8 5 0 ,0 38 1,0 24 0 ,0 9 9 0 ,8 7 0 ,8 23 -0 ,152 . . . . . .

SRR12718 58 _TR26 6 22_c0 _g 1_i4_le n=8 40 HIP26 _ARATH
Q:36 5-79 3,H:2-

153
48 .0 3%ID E:1e -41 He avy me tal-asso ciate d  iso p re nylate d  p lant p ro te in 26 PF0 0 40 3.23^HMA^He avy-me tal-asso ciate d  d o main^28 -8 4^E:1.5e -14 0 ,154 0 ,8 14 0 2,148 0 ,777 -0 ,157 0 ,26 6 -0 ,50 6 1 -0 ,0 25 HIP26 _ARATH He avy me tal-asso ciate d  iso p re nylate d  p lant p ro te in 26  (AtHIPP26 ) (Farne sylate d  p ro te in 6 ) (AtFP6 ) HIPP26  FP6  At4g 38 58 0  F20 M13.140 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Lip o p ro te in; Me mb rane ; Me tal-b ind ing ;

Me thylatio n; Nucle us; Pre nylatio n; Re fe re nce  p ro te o me

SRR12718 58 _TR28 728 _c0 _g 1_i1_le n=8 71 NA NA NA NA NA PF0 316 8 .10 ^LEA_2^Late  e mb ryo g e ne sis ab und ant p ro te in^77-177^E:5.8 e -0 9 0 ,0 0 3 0 ,722 0 0 ,9 27 0 ,0 51 0 ,434 0 ,6 51 0 ,10 5 1 0 ,239 . . . . . .

SRR12718 58 _TR30 315_c0 _g 1_i1_le n=28 8 7 PDAT1_ARATH
Q:454-

8 0 .45%ID E:0 Pho sp ho lip id :d iacylg lyce ro l acyltransfe rase  1
PF0 2450 .12^LCAT^Le cithin:cho le ste ro l acyltransfe rase ^129 -370 ^E:5.7e -45`PF0 2450 .12^LCAT^Le cithin:cho le ste ro l

0 ,537 0 ,31 0 2,72 0 ,0 13 0 ,9 1 0 ,0 35 0 ,78 1 0 ,40 7 0 ,50 3 PDAT1_ARATH Pho sp ho lip id :d iacylg lyce ro l acyltransfe rase  1 (AtPDAT) (EC 2.3.1.158 )
PDAT1 PDAT At5g 136 40  MSH12.10

Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: G lyce ro lip id  me tab o lism; triacylg lyce ro l b io synthe sis.

Acyltransfe rase ; Co mp le te  p ro te o me ; G lyce ro l me tab o lism; G lyco p ro te in; Lip id

b io synthe sis; Lip id  me tab o lism; Me mb rane ; Re fe re nce  p ro te o me ; Transfe rase ;



SRR12718 58 _TR30 315_c0 _g 1_i1_le n=28 8 7 PDAT1_ARATH
2340 ,H:47-6 71

8 0 .45%ID E:0 Pho sp ho lip id :d iacylg lyce ro l acyltransfe rase  1
acyltransfe rase ^473-6 30 ^E:9 .9 e -19

0 ,537 0 ,31 0 2,72 0 ,0 13 0 ,9 1 0 ,0 35 0 ,78 1 0 ,40 7 0 ,50 3 PDAT1_ARATH Pho sp ho lip id :d iacylg lyce ro l acyltransfe rase  1 (AtPDAT) (EC 2.3.1.158 )
T6 I14.2

Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: G lyce ro lip id  me tab o lism; triacylg lyce ro l b io synthe sis. b io synthe sis; Lip id  me tab o lism; Me mb rane ; Re fe re nce  p ro te o me ; Transfe rase ;

Transme mb rane ; Transme mb rane  he lix

SRR12718 58 _TR32130 _c0 _g 1_i1_le n=748 CB12_SOLLC
Q:32-6 9 4,H:46 -

26 6
9 1.4%ID E:1e -148 Chlo ro p hyll a-b  b ind ing  p ro te in 7, chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^39 -20 5^E:6 .8 e -52 0 -6 ,6 79 0 7,321 0 ,0 0 1 -6 ,538 0 ,352 -1,0 41 1 0 ,0 48 CB12_SOLLC Chlo ro p hyll a-b  b ind ing  p ro te in 7, chlo ro p lastic (LHCI typ e  II CAB-7) CAB7

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Mag ne sium;

Me mb rane ; Me tal-b ind ing ; Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I;

Pho to syste m II; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ;

Transme mb rane ; Transme mb rane  he lix

SRR12718 58 _TR346 70 _c0 _g 1_i3_le n=18 0 8 METK3_CATRO
Q:158 8 -

419 ,H:1-39 0
9 9 .49 %ID E:0 S-ad e no sylme thio nine  synthase  3

PF0 0 438 .17^S-Ad o Me t_synt_N^S-ad e no sylme thio nine  synthe tase , N-te rminal d o main^4-10 1^E:1.5e -42`PF0 2772.13^S-

Ad o Me t_synt_M^S-ad e no sylme thio nine  synthe tase , ce ntral d o main^117-238 ^E:6 .3e -47`PF0 2773.13^S-Ad o Me t_synt_C^S-

ad e no sylme thio nine  synthe tase , C-te rminal d o main^240 -38 1^E:6 .8 e -6 3

0 ,9 2 -0 ,0 44 0 ,0 0 1 1,0 8 6 0 ,221 -0 ,36 9 0 ,16 6 -0 ,421 0 ,152 -0 ,431 METK3_CATRO
S-ad e no sylme thio nine  synthase  3 (Ad o Me t synthase  3) (EC 2.5.1.6 ) (Me thio nine

ad e no syltransfe rase  3) (MAT 3)
SAMS3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Amino -acid  b io synthe sis; S-ad e no syl-L-me thio nine  b io synthe sis; S-

ad e no syl-L-me thio nine  fro m L-me thio nine : ste p  1/1.

ATP-b ind ing ; Co b alt; Cyto p lasm; Mag ne sium; Mang ane se ; Me tal-b ind ing ;

Nucle o tid e -b ind ing ; One -carb o n me tab o lism; Po tassium; Transfe rase

SRR12718 58 _TR36 8 55_c0 _g 1_i1_le n=16 54 TRPB_CAMAC
Q:16 54-

58 4,H:110 -46 6
9 3.8 4%ID E:0 Tryp to p han synthase  b e ta chain 2, chlo ro p lastic PF0 0 29 1.22^PALP^Pyrid o xal-p ho sp hate  d e p e nd e nt e nzyme ^13-342^E:1.5e -49 0 ,118 -1,6 9 7 0 7,6 76 0 ,0 34 5,6 72 1 0 1 0 TRPB_CAMAC Tryp to p han synthase  b e ta chain 2, chlo ro p lastic (EC 4.2.1.20 ) TSB Camp to the ca acuminata (Hap p y tre e )

PATHWAY: Amino -acid  b io synthe sis; L-tryp to p han b io synthe sis; L-tryp to p han fro m

cho rismate : ste p  5/5.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last; Lyase ;

Plastid ; Pyrid o xal p ho sp hate ; Transit p e p tid e ; Tryp to p han b io synthe sis

SRR12718 58 _TR41214_c0 _g 1_i1_le n=29 75 METE_CATRO
Q:143-

26 6 8 ,H:1-76 5
9 0 .14%ID E:0

5-me thylte trahyd ro p te ro yltrig lutamate --ho mo cyste ine

me thyltransfe rase

PF0 8 26 7.9 ^Me th_synt_1^Co b alamin-ind e p e nd e nt synthase , N-te rminal d o main^3-315^E:1.9 e -

121`PF0 1717.15^Me th_synt_2^Co b alamin-ind e p e nd e nt synthase , Catalytic d o main^432-576 ^E:2.1e -6 8
0 ,42 0 ,274 0 2,46 0 ,51 -0 ,329 0 ,37 -0 ,43 0 ,0 5 0 ,473 METE_CATRO

5-me thylte trahyd ro p te ro yltrig lutamate --ho mo cyste ine  me thyltransfe rase  (EC 2.1.1.14) (Co b alamin-

ind e p e nd e nt me thio nine  synthase  iso zyme ) (Vitamin-B12-ind e p e nd e nt me thio nine  synthase

iso zyme )

METE
Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Amino -acid  b io synthe sis; L-me thio nine  b io synthe sis via d e  no vo  p athway;

L-me thio nine  fro m L-ho mo cyste ine  (Me tE ro ute ): ste p  1/1.

Amino -acid  b io synthe sis; Cyto p lasm; Me tal-b ind ing ; Me thio nine  b io synthe sis;

Me thyltransfe rase ; Transfe rase ; Zinc

SRR12718 58 _TR41214_c0 _g 1_i5_le n=29 6 3 METE_CATRO
Q:143-

26 56 ,H:1-76 5
9 0 .57%ID E:0

5-me thylte trahyd ro p te ro yltrig lutamate --ho mo cyste ine

me thyltransfe rase

PF0 8 26 7.9 ^Me th_synt_1^Co b alamin-ind e p e nd e nt synthase , N-te rminal d o main^3-315^E:1.2e -

121`PF0 1717.15^Me th_synt_2^Co b alamin-ind e p e nd e nt synthase , Catalytic d o main^432-49 2^E:6 .5e -20
0 ,8 76 0 ,0 8 5 0 1,717 0 ,20 6 -0 ,6 38 0 ,6 -0 ,259 0 ,543 0 ,151 METE_CATRO

5-me thylte trahyd ro p te ro yltrig lutamate --ho mo cyste ine  me thyltransfe rase  (EC 2.1.1.14) (Co b alamin-

ind e p e nd e nt me thio nine  synthase  iso zyme ) (Vitamin-B12-ind e p e nd e nt me thio nine  synthase

iso zyme )

METE
Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Amino -acid  b io synthe sis; L-me thio nine  b io synthe sis via d e  no vo  p athway;

L-me thio nine  fro m L-ho mo cyste ine  (Me tE ro ute ): ste p  1/1.

Amino -acid  b io synthe sis; Cyto p lasm; Me tal-b ind ing ; Me thio nine  b io synthe sis;

Me thyltransfe rase ; Transfe rase ; Zinc

SRR12718 58 _TR418 0 0 _c0 _g 1_i3_le n=310 4 TLC1_SOLTU
Q:6 30 -

2153,H:1-511
8 5.52%ID E:0 Plastid ic ATP/ADP-transp o rte r PF0 3219 .11^TLC^TLC ATP/ADP transp o rte r^10 0 -50 9 ^E:4.6 e -170 0 ,6 34 0 ,225 0 1,9 46 1 0 ,9 1 0 ,259 0 ,155 0 ,472 TLC1_SOLTU Plastid ic ATP/ADP-transp o rte r So lanum tub e ro sum (Po tato )

ATP-b ind ing ; Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Nucle o tid e -

b ind ing ; Plastid ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR12718 58 _TR428 9 9 _c0 _g 3_i1_le n=330 9 TPS11_ARATH
Q:579 -

310 1,H:10 -8 35
6 9 .31%ID E:0

Pro b ab le  alp ha,alp ha-tre halo se -p ho sp hate  synthase

[UDP-fo rming ] 11

PF0 0 9 8 2.18 ^Glyco _transf_20 ^Glyco syltransfe rase  family 20 ^6 3-549 ^E:2e -18 4`PF0 2358 .13^Tre halo se _PPase ^Tre halo se -

p ho sp hatase ^59 9 -8 32^E:3.3e -77`PF0 8 28 2.9 ^Hyd ro lase _3^halo acid  d e halo g e nase -like  hyd ro lase ^727-8 0 3^E:3e -0 5
0 ,56 4 0 ,36 1 0 ,0 0 1 2,39 1 0 ,18 9 1,6 6 9 0 ,118 1,8 15 0 ,472 0 ,70 8 TPS11_ARATH

Pro b ab le  alp ha,alp ha-tre halo se -p ho sp hate  synthase  [UDP-fo rming ] 11 (EC 2.4.1.15) (Tre halo se -6 -

p ho sp hate  synthase  11) (AtTPS11)
TPS11 TPSB At2g 18 70 0  MSF3.8 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; G lyco syltransfe rase ;

Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Transfe rase

SRR12718 58 _TR4339 6 _c1_g 1_i3_le n=2746 PTR28 _ARATH
Q:2437-

1532,H:4-30 2
6 3.58 %ID E:2e -122 Pro te in NRT1/ PTR FAMILY 5.6 PF0 0 8 54.18 ^PTR2^POT family^112-275^E:3.2e -41 0 ,254 3,9 6 9 0 ,0 0 1 6 ,58 4 0 ,0 0 1 6 ,433 0 ,0 34 5,6 33 1 0 PTR28 _ARATH Pro te in NRT1/ PTR FAMILY 5.6  (AtNPF5.6 ) NPF5.6  At2g 379 0 0  T8 P21.19 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 58 _TR43523_c0 _g 2_i1_le n=120 6 NB5R1_ARATH
Q:231-

9 8 6 ,H:30 -28 1
8 8 .8 9 %ID E:2e -16 6 NADH--cyto chro me  b 5 re d uctase  1

PF0 0 9 70 .21^FAD_b ind ing _6 ^Oxid o re d uctase  FAD-b ind ing  d o main^46 -144^E:8 .3e -

33`PF0 0 175.18 ^NAD_b ind ing _1^Oxid o re d uctase  NAD-b ind ing  d o main^154-26 0 ^E:3.4e -31
0 ,0 44 0 ,54 0 1,6 76 0 ,0 19 0 ,6 5 0 ,0 6 5 0 ,52 0 ,46 5 -0 ,21 NB5R1_ARATH NADH--cyto chro me  b 5 re d uctase  1 (EC 1.6 .2.2) CBR1 CBR At5g 17770  MVA3.13 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; FAD; Flavo p ro te in; Me mb rane ; Mito cho nd rio n;

Mito cho nd rio n o ute r me mb rane ; NAD; Oxid o re d uctase ; Pho sp ho p ro te in;

Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR12718 58 _TR46 0 29 _c0 _g 1_i1_le n=8 22 NA NA NA NA NA . 0 ,254 3,758 0 ,0 0 1 5 0 ,0 43 3,142 0 ,38 1 2,39 4 1 -1,0 59 . . . . . .

SRR12718 58 _TR48 0 59 _c0 _g 4_i3_le n=1423 MTDH_FRAAN
Q:1257-

220 ,H:8 -353
6 4.74%ID E:9 e -119 Pro b ab le  mannito l d e hyd ro g e nase

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^32-144^E:5.2e -27`PF0 28 26 .16 ^2-Hacid _d h_C^D-iso me r

sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , NAD b ind ing  d o main^16 7-217^E:1.1e -0 6 `PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing

d e hyd ro g e nase ^18 8 -311^E:2.8 e -19

0 ,0 0 6 0 ,6 0 7 0 2,9 8 2 0 ,119 0 ,372 0 ,0 35 -0 ,518 0 ,34 0 ,46 1 MTDH_FRAAN Pro b ab le  mannito l d e hyd ro g e nase  (EC 1.1.1.255) (NAD-d e p e nd e nt mannito l d e hyd ro g e nase ) CAD Frag aria ananassa (Strawb e rry) Me tal-b ind ing ; NAD; Oxid o re d uctase ; Zinc

SRR12718 58 _TR48 0 59 _c0 _g 4_i12_le n=1243 10 HGO_CATRO
Q:10 74-

8 8 9 ,H:11-72
74.19 %ID E:1e -23 8 -hyd ro xyg e ranio l d e hyd ro g e nase . 0 ,0 47 0 ,71 0 2,274 0 ,6 41 0 ,252 0 ,26 8 -0 ,6 47 1 0 ,0 0 4 10 HGO_CATRO 8 -hyd ro xyg e ranio l d e hyd ro g e nase  (Cr10 HGO) (EC 1.1.1.324) 10 HGO

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
Me tal-b ind ing ; NADP; Oxid o re d uctase ; Zinc

SRR12718 58 _TR48 572_c0 _g 1_i1_le n=26 9 6 ABKC_DICDI
Q:16 53-

36 7,H:158 -6 31
34.5%ID E:9 e -8 4 Pro b ab le  se rine /thre o nine -p ro te in kinase  ab kC PF0 310 9 .13^ABC1^ABC1 family^275-39 9 ^E:1.3e -31 0 ,50 5 -0 ,48 6 0 1,8 21 1 0 ,0 9 1 1 0 ,0 6 2 0 ,8 6 0 ,21 ABKC_DICDI Pro b ab le  se rine /thre o nine -p ro te in kinase  ab kC (EC 2.7.11.-) ab kC ad ckC DDB_G0 26 7774 Dictyo ste lium d isco id e um (Slime  mo ld )

ATP-b ind ing ; Co ile d  co il; Co mp le te  p ro te o me ; Kinase ; Nucle o tid e -b ind ing ;

Re fe re nce  p ro te o me ; Se rine /thre o nine -p ro te in kinase ; Transfe rase

SRR12718 58 _TR48 58 6 _c1_g 1_i3_le n=2124 DCE_PETHY
Q:28 3-

1740 ,H:1-48 5
8 6 .8 3%ID E:0 Glutamate  d e carb o xylase PF0 0 28 2.16 ^Pyrid o xal_d e C^Pyrid o xal-d e p e nd e nt d e carb o xylase  co nse rve d  d o main^33-38 1^E:1.8 e -110 0 ,19 5 1,352 0 3,9 5 0 ,40 2 1,0 45 0 ,19 5 1,30 9 0 ,76 0 ,6 31 DCE_PETHY Glutamate  d e carb o xylase  (GAD) (EC 4.1.1.15) GAD Pe tunia hyb rid a (Pe tunia) 3D-structure ; Calmo d ulin-b ind ing ; De carb o xylase ; Lyase ; Pyrid o xal p ho sp hate

SRR12718 58 _TR50 158 _c0 _g 1_i3_le n=178 9 B56 1J_ARATH
Q:1452-

38 5,H:24-38 4
55.4%ID E:5e -140

Cyto chro me  b 56 1 and  DOMON d o main-co ntaining

p ro te in At5g 47530

PF0 4526 .10 ^DUF56 8 ^Pro te in o f unkno wn functio n (DUF56 8 )^8 9 -18 6 ^E:1.6 e -23`PF0 318 8 .13^Cyto chro m_B56 1^Eukaryo tic

cyto chro me  b 56 1^20 7-332^E:8 .4e -0 6
0 ,0 26 2,218 0 3,778 0 ,0 0 2 2,76 8 0 ,118 1,773 1 0 ,0 9 9 B56 1J_ARATH Cyto chro me  b 56 1 and  DOMON d o main-co ntaining  p ro te in At5g 47530  (Pro te in b 56 1A.tha10 ) At5g 47530  MNJ7.12 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Ele ctro n transp o rt; He me ; Iro n; Me mb rane ; Me tal-b ind ing ;

Re fe re nce  p ro te o me ; Sig nal; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR12718 58 _TR518 6 9 _c0 _g 1_i1_le n=1317 SGT1_ORYSJ
Q:119 3-

10 5,H:5-36 7
6 6 .8 5%ID E:1e -149

Pro te in SGT1 ho mo lo g

{ECO:0 0 0 0 250 |UniPro tKB:Q0 8 446 }

PF1318 1.3^TPR_8 ^Te tratrico p e p tid e  re p e at^37-6 9 ^E:0 .0 0 0 6 6 `PF13432.3^TPR_16 ^Te tratrico p e p tid e  re p e at^42-

9 7^E:0 .0 0 0 4`PF1318 1.3^TPR_8 ^Te tratrico p e p tid e  re p e at^71-10 1^E:0 .0 0 45`PF0 49 6 9 .13^CS^CS d o main^16 7-242^E:2.3e -

14`PF0 50 0 2.12^SGS^SGS d o main^28 2-36 2^E:4.4e -37

0 ,156 -0 ,572 0 1,9 27 0 ,758 0 ,159 0 ,139 0 ,6 0 4 1 0 ,6 6 8 SGT1_ORYSJ Pro te in SGT1 ho mo lo g  (OsSGT1) (Sup p re sso r o f G2 alle le  o f SKP1 ho mo lo g )
SGT1 Os0 1g 0 6 2450 0

LOC_Os0 1g 43540  OsJ_0 26 6 3
Oryza sativa sub sp . jap o nica (Rice )

Co mp le te  p ro te o me ; Cyto p lasm; Nucle us; Plant d e fe nse ; Re fe re nce  p ro te o me ;

Re p e at; TPR re p e at; Ub l co njug atio n p athway

SRR12718 58 _TR52271_c0 _g 1_i7_le n=136 4 AOC4_ARATH
Q:79 8 -

38 8 ,H:111-248
71.74%ID E:6 e -58 Alle ne  o xid e  cyclase  4, chlo ro p lastic . 0 ,254 3,247 0 7,6 8 3 0 ,0 34 4,6 55 0 ,0 0 2 5,39 5 1 0 ,59 2 AOC4_ARATH Alle ne  o xid e  cyclase  4, chlo ro p lastic (EC 5.3.9 9 .6 ) AOC4 At1g 1328 0  T6 J4.4 T6 J4_23 Arab id o p sis thaliana (Mo use -e ar cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Iso me rase ; Plastid ; Re fe re nce  p ro te o me ;

Transit p e p tid e

SRR12718 58 _TR52573_c0 _g 1_i1_le n=570 NA NA NA NA NA . 1 1,39 7 0 3,8 6 5 0 ,6 29 2,311 1 0 ,742 1 -0 ,347 . . . . . .

SRR12718 58 _TR526 58 _c0 _g 2_i1_le n=9 49 NA NA NA NA NA PF136 6 4.3^DUF4149 ^Do main o f unkno wn functio n (DUF4149 )^47-144^E:3.1e -24 0 ,135 0 ,6 6 2 0 4,30 3 0 ,123 0 ,75 0 ,443 0 ,416 0 ,158 1,778 . . . . . .

SRR12718 58 _TR540 40 _c0 _g 1_i3_le n=410 8 AROF_ARATH
Q:39 12-

3115,H:1-26 9
6 8 .4%ID E:6 e -113

Pho sp ho -2-d e hyd ro -3-d e o xyhe p to nate  ald o lase  1,

chlo ro p lastic
PF0 1474.13^DAHP_synth_2^Class-II DAHP synthe tase  family^137-331^E:9 .5e -78 0 ,0 72 0 ,715 0 2,70 2 0 ,0 45 0 ,8 75 0 ,29 8 0 ,528 0 ,0 59 1,0 9 3 AROF_ARATH

Pho sp ho -2-d e hyd ro -3-d e o xyhe p to nate  ald o lase  1, chlo ro p lastic (EC 2.5.1.54) (3-d e o xy-D-arab ino -

he p tulo so nate  7-p ho sp hate  synthase  1) (DAHP synthase  1) (Pho sp ho -2-ke to -3-d e o xyhe p to nate

ald o lase  1)

DHS1 At4g 39 9 8 0  T5J17.150 Arab id o p sis thaliana (Mo use -e ar cre ss)
PATHWAY: Me tab o lic inte rme d iate  b io synthe sis; cho rismate  b io synthe sis; cho rismate

fro m D-e rythro se  4-p ho sp hate  and  p ho sp ho e no lp yruvate : ste p  1/7.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last;

Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Transfe rase ; Transit

p e p tid e

SRR12718 58 _TR54152_c0 _g 1_i2_le n=10 45 NAC6 8 _ORYSJ
Q:225-

8 0 3,H:13-216
30 .6 2%ID E:4e -23 NAC d o main-co ntaining  p ro te in 6 8 PF0 236 5.12^NAM^No  ap ical me riste m (NAM) p ro te in^8 -135^E:8 e -21 1 1,52 0 6 ,119 0 ,0 6 6 3,313 0 ,254 2,739 1 0 NAC6 8 _ORYSJ NAC d o main-co ntaining  p ro te in 6 8  (ONAC0 6 8 )

NAC6 8  NAC4 Os0 1g 0 8 16 10 0

LOC_Os0 1g 6 0 0 20  B1148 D12.1

OSJNBa0 0 8 5D0 7.44

Oryza sativa sub sp . jap o nica (Rice )
Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR12718 58 _TR556 79 _c0 _g 2_i2_le n=28 9 4 SERB2_ARATH
Q:270 5-

18 27,H:18 -30 5
75.59 %ID E:4e -153 Pho sp ho se rine  amino transfe rase  2, chlo ro p lastic

PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^6 2-323^E:3.5e -13`PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase

fo ld ^6 6 -326 ^E:3.2e -13`PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^6 7-327^E:5.7e -15
0 ,555 0 ,258 0 2,36 7 0 ,8 32 0 ,174 0 ,545 0 ,418 0 ,0 25 3,0 8 9 SERB2_ARATH Pho sp ho se rine  amino transfe rase  2, chlo ro p lastic (AtPSAT2) (EC 2.6 .1.52) PSAT2 At2g 176 30  T19 E12.3 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-se rine  b io synthe sis; L-se rine  fro m 3-p ho sp ho -

D-g lyce rate : ste p  2/3.

Ace tylatio n; Amino -acid  b io synthe sis; Amino transfe rase ; Chlo ro p last; Co mp le te

p ro te o me ; Plastid ; Pyrid o xal p ho sp hate ; Re fe re nce  p ro te o me ; Se rine

b io synthe sis; Transfe rase ; Transit p e p tid e

SRR12718 58 _TR56 8 48 _c0 _g 1_i1_le n=16 19 NA NA NA NA NA
PF0 2270 .12^TFIIF_b e ta^Transcrip tio n initiatio n facto r IIF, b e ta sub unit^15-111^E:9 .8 e -0 7`PF0 2270 .12^TFIIF_b e ta^Transcrip tio n

initiatio n facto r IIF, b e ta sub unit^10 9 -259 ^E:4.4e -34
0 ,9 0 ,139 0 2,48 8 0 ,0 57 1,29 1 0 ,0 28 1,419 0 ,518 0 ,38 5 . . . . . .

SRR12718 58 _TR576 29 _c1_g 1_i1_le n=120 0 GEDH1_OCIBA
Q:7-10 6 5,H:3-

358
6 1.8 %ID E:4e -153 Ge ranio l d e hyd ro g e nase  1

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^38 -147^E:3.5e -23`PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing

d e hyd ro g e nase ^19 1-314^E:1.3e -15
0 ,0 34 5,0 0 7 0 7,7 1 0 ,50 6 1 -1,50 6 1 0 GEDH1_OCIBA Ge ranio l d e hyd ro g e nase  1 (Ob aGEDH1) (EC 1.1.1.18 3) GEDH1 Ocimum b asil icum (Swe e t b asil) Me tal-b ind ing ; NADP; Oxid o re d uctase ; Zinc

SRR12718 58 _TR59 29 6 _c0 _g 1_i2_le n=19 6 2 MDAR_SOLLC
Q:18 75-

48 4,H:1-433
8 0 .8 2%ID E:0 Mo no d e hyd ro asco rb ate  re d uctase

PF0 79 9 2.11^Pyr_re d o x_2^Pyrid ine  nucle o tid e -d isulp hid e  o xid o re d uctase ^10 -20 1^E:3.6 e -39 `PF0 0 0 70 .24^Pyr_re d o x^Pyrid ine

nucle o tid e -d isulp hid e  o xid o re d uctase ^44-126 ^E:4.8 e -14
0 ,39 8 0 ,41 0 1,9 6 3 0 ,0 0 6 1,9 26 0 ,0 45 1,554 0 ,0 8 8 1,50 7 MDAR_SOLLC

Mo no d e hyd ro asco rb ate  re d uctase  (MDAR) (EC 1.6 .5.4) (Asco rb ate  fre e  rad ical re d uctase ) (AFR

re d uctase )
AFRR

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Co mp le te  p ro te o me ; Cyto p lasm; FAD; Flavo p ro te in; NAD; Oxid o re d uctase ;

Re d o x-active  ce nte r; Re fe re nce  p ro te o me

SRR12718 58 _TR59 410 _c0 _g 1_i2_le n=16 30 C7352_ARATH
Q:1357-

59 ,H:8 8 -510
37.6 1%ID E:4e -79 Cyto kinin hyd ro xylase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^15-426 ^E:4.9 e -8 2 1 2,29 0 6 ,6 48 1 2,441 1 2,6 15 1 -1,0 9 8 C7352_ARATH Cyto kinin hyd ro xylase  (EC 1.14.13.-) (Cyto chro me  P450  35A2) CYP735A2 At1g 6 7110  F5A8 .3 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ;

NADP; Oxid o re d uctase ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix

SRR12718 58 _TR6 218 8 _c0 _g 1_i8 _le n=229 2 SRPR_DROME
Q:10 55-

129 ,H:29 3-6 14
59 .6 3%ID E:2e -119

Sig nal re co g nitio n p artic le  re ce p to r sub unit alp ha

ho mo lo g

PF0 40 8 6 .10 ^SRP-alp ha_N^Sig nal re co g nitio n p artic le , alp ha sub unit, N-te rminal^28 -30 2^E:4.8 e -

6 6 `PF0 28 8 1.16 ^SRP54_N^SRP54-typ e  p ro te in, he lical b und le  d o main^319 -38 6 ^E:1.2e -0 6 `PF0 0 448 .19 ^SRP54^SRP54-typ e

p ro te in, GTPase  d o main^418 -6 22^E:5.1e -55

0 ,324 0 ,376 0 1,434 0 ,0 14 0 ,9 0 1 0 ,13 0 ,58 1 0 ,38 9 0 ,36 SRPR_DROME
Sig nal re co g nitio n p artic le  re ce p to r sub unit alp ha ho mo lo g  (DP-alp ha) (Do cking  p ro te in alp ha)

(SR-alp ha) (GTP-b ind ing  p ro te in)
Gtp -b p  CG2522 Dro so p hila me lano g aste r (Fruit fly)

Co mp le te  p ro te o me ; End o p lasmic re ticulum; GTP-b ind ing ; Me mb rane ;

Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re ce p to r; Re fe re nce  p ro te o me

SRR12718 58 _TR6 248 8 _c1_g 1_i3_le n=59 6 RS23_FRAAN
Q:445-44,H:1-

134
9 8 .51%ID E:8 e -9 1 40 S rib o so mal p ro te in S23 PF0 0 16 4.22^Rib o so m_S12_S23^Rib o so mal p ro te in S12/S23^9 -135^E:5.3e -57 0 ,0 0 4 -1,225 0 1,751 0 ,0 3 -1,0 59 0 ,0 0 8 -1,343 1 0 RS23_FRAAN 40 S rib o so mal p ro te in S23 (S12) RPS23 Frag aria ananassa (Strawb e rry) Hyd ro xylatio n; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR12718 58 _TR6 50 6 5_c0 _g 2_i2_le n=179 8 ACCH1_ARATH
Q:10 6 3-

20 3,H:8 0 -36 5
48 .9 6 %ID E:2e -9 2 1-amino cyclo p ro p ane -1-carb o xylate  o xid ase  ho mo lo g  1

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^26 -9 4^E:2.7e -0 7`PF0 3171.17^2OG-

Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^153-245^E:1.4e -22
0 ,129 4,6 6 0 7,26 6 0 ,254 4,459 1 3,124 1 0 ACCH1_ARATH 1-amino cyclo p ro p ane -1-carb o xylate  o xid ase  ho mo lo g  1 At1g 0 6 6 20  F12K11.24 F12K11.6 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Re fe re nce

p ro te o me

SRR12718 58 _TR6 6 0 0 1_c0 _g 1_i2_le n=2746 AIM1_ARATH
Q:128 7-

211,H:354-712
73.26 %ID E:2e -176

Pe ro xiso mal fatty acid  b e ta-o xid atio n multifunctio nal

p ro te in AIM1

PF0 0 378 .17^ECH_1^Eno yl-Co A hyd ratase /iso me rase ^8 0 -28 2^E:1.6 e -37`PF16 113.2^ECH_2^Eno yl-Co A

hyd ratase /iso me rase ^8 5-28 1^E:1.9 e -20 `PF0 2737.15^3HCDH_N^3-hyd ro xyacyl-Co A d e hyd ro g e nase , NAD b ind ing  d o main^377-

420 ^E:1.9 e -0 7

0 ,226 2,26 3 0 2,576 0 ,517 0 ,9 6 3 0 ,356 1,315 1 0 ,0 32 AIM1_ARATH

Pe ro xiso mal fatty acid  b e ta-o xid atio n multifunctio nal p ro te in AIM1 (Pro te in ABNORMAL

INFLORESCENCE MERISTEM 1) (AtAIM1) [Includ e s: Eno yl-Co A hyd ratase /3-2-trans-e no yl-Co A

iso me rase /3-hyd ro xyb utyryl-Co A e p ime rase  (EC 4.2.1.17) (EC 5.1.2.3) (EC 5.3.3.8 ); 3-hyd ro xyacyl-

Co A d e hyd ro g e nase  (EC 1.1.1.35)]

AIM1 At4g 29 0 10  F19 B15.40 Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: Lip id  me tab o lism; fatty acid  b e ta-o xid atio n.

Co mp le te  p ro te o me ; Fatty acid  me tab o lism; Iso me rase ; Lip id  me tab o lism;

Lyase ; Multifunctio nal e nzyme ; NAD; Oxid o re d uctase ; Pe ro xiso me ; Re fe re nce

p ro te o me

SRR12718 58 _TR6 6 26 2_c2_g 1_i19 _le n=39 0 4 4CLL5_ARATH
Q:20 8 -

18 39 ,H:3-542
70 .77%ID E:0 4-co umarate --Co A lig ase -like  5

PF0 0 50 1.25^AMP-b ind ing ^AMP-b ind ing  e nzyme ^53-46 1^E:8 .2e -10 3`PF1319 3.3^AMP-b ind ing _C^AMP-b ind ing  e nzyme  C-

te rminal d o main^470 -545^E:1.3e -16
0 ,0 32 1,216 0 2,728 0 ,0 46 0 ,8 9 7 0 ,10 8 0 ,76 2 0 ,147 0 ,8 9 2 4CLL5_ARATH

4-co umarate --Co A lig ase -like  5 (EC 6 .2.1.-) (4-co umarate --Co A lig ase  iso fo rm 9 ) (At4CL9 )

(Pe ro xiso mal OPC-8 :0 -Co A lig ase  1)
4CLL5 OPCL1 At1g 20 510  F5M15.17 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Lig ase ; Nucle o tid e -

b ind ing ; Pe ro xiso me ; Re fe re nce  p ro te o me

SRR12718 58 _TR6 8 514_c0 _g 1_i1_le n=713 NA NA NA NA NA . 0 ,774 0 ,126 0 2,337 0 ,0 3 0 ,70 9 0 ,0 1 0 ,8 21 0 -1,26 8 . . . . . .

SRR12718 58 _TR6 9 9 6 5_c1_g 1_i5_le n=118 7 CAMT4_ARATH
Q:139 -

9 8 1,H:15-259
79 .72%ID E:8 e -158 Caffe o yl-Co A O-me thyltransfe rase  1 PF0 159 6 .14^Me thyltransf_3^O-me thyltransfe rase ^10 -150 ^E:2.2e -6 5 0 ,239 1,278 0 3,18 9 0 ,40 7 0 ,579 0 ,40 7 0 ,6 52 0 ,0 72 0 ,72 CAMT4_ARATH

Caffe o yl-Co A O-me thyltransfe rase  1 (EC 2.1.1.10 4) (Trans-caffe o yl-Co A 3-O-me thyltransfe rase )

(CCo AMT) (CCo AOMT1)
CCOAOMT1 At4g 340 50  F28 A23.19 0 Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: Aro matic co mp o und  me tab o lism; p he nylp ro p ano id  b io synthe sis.

Ace tylatio n; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Lig nin b io synthe sis;

Me tal-b ind ing ; Me thyltransfe rase ; Re fe re nce  p ro te o me ; S-ad e no syl-L-

me thio nine ; Transfe rase

SRR12718 59 _TR6 22_c0 _g 1_i1_le n=3438 SND1_DANRE
Q:3210 -

1231,H:11-6 16
37.0 7%ID E:9 e -10 6 Stap hylo co ccal nucle ase  d o main-co ntaining  p ro te in 1

PF0 0 56 5.14^SNase ^Stap hylo co ccal nucle ase  ho mo lo g ue ^40 -148 ^E:2.7e -11`PF0 0 56 5.14^SNase ^Stap hylo co ccal nucle ase

ho mo lo g ue ^270 -36 2^E:3.3e -13`PF0 0 56 5.14^SNase ^Stap hylo co ccal nucle ase  ho mo lo g ue ^40 9 -549 ^E:8 .3e -0 7
0 ,78 8 0 ,157 0 2,39 6 1 0 ,13 1 0 ,18 3 1 0 ,0 0 9 SND1_DANRE

Stap hylo co ccal nucle ase  d o main-co ntaining  p ro te in 1 (10 0  kDa co activato r) (4SNc-Tud o r d o main

p ro te in) (p 10 0  co -activato r)
snd 1 sn4td r

Danio  re rio  (Ze b rafish) (Brachyd anio

re rio )

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me ;

Re p e at

SRR12718 59 _TR8 15_c0 _g 1_i2_le n=1144 NA NA NA NA NA . 0 ,0 26 0 ,548 0 1,113 0 ,144 0 ,36 7 0 ,45 0 ,19 7 0 ,0 0 9 0 ,6 0 8 . . . . . .

SRR12718 59 _TR1178 _c0 _g 1_i1_le n=179 5 BZR1_ARATH
Q:448 -

1335,H:22-335
6 3.0 6 %ID E:2e -78 Pro te in BRASSINAZOLE-RESISTANT 1 PF0 56 8 7.10 ^BES1_N^BES1/BZR1 p lant transcrip tio n facto r, N-te rminal^34-159 ^E:6 .2e -6 1 0 ,58 1 0 ,335 0 2,237 0 ,0 43 1,352 0 ,19 5 1,0 1 1 -0 ,0 6 9 BZR1_ARATH Pro te in BRASSINAZOLE-RESISTANT 1 (Pro te in BIN2 SUBSTRATE 2) BZR1 BIS2 At1g 750 8 0  F9 E10 _7 Arab id o p sis thaliana (Mo use -e ar cre ss)

Brassino ste ro id  s ig naling  p athway; Co mp le te  p ro te o me ; DNA-b ind ing ; Gro wth

re g ulatio n; Nucle us; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Transcrip tio n;

Transcrip tio n re g ulatio n

SRR12718 59 _TR159 3_c0 _g 1_i1_le n=150 1 TRL2_ORYSJ
Q:421-

9 30 ,H:36 -20 2
72.51%ID E:5e -8 3 Thio re d o xin-like  2, chlo ro p lastic PF0 0 0 8 5.17^Thio re d o xin^Thio re d o xin^9 6 -18 2^E:2.7e -18 0 ,321 0 ,424 0 1,38 5 0 ,8 75 0 ,0 57 1 -0 ,0 2 0 ,38 9 0 ,39 8 TRL2_ORYSJ Thio re d o xin-like  2, chlo ro p lastic (Lil ium-typ e  thio re d o xin 2) (OsTrx19 )

Os0 5g 0 20 0 10 0  LOC_Os0 5g 110 9 0

OSJNBa0 0 17O0 6 .11
Oryza sativa sub sp . jap o nica (Rice )

Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Ele ctro n transp o rt; Plastid ;

Re d o x-active  ce nte r; Re fe re nce  p ro te o me ; Transit p e p tid e ; Transp o rt

SRR12718 59 _TR239 2_c0 _g 1_i1_le n=1113 TCTP_ELAGV
Q:8 46 -343,H:1-

16 8
8 7.5%ID E:6 e -8 3 Translatio nally-co ntro lle d  tumo r p ro te in ho mo lo g PF0 0 8 38 .14^TCTP^Translatio nally co ntro lle d  tumo ur p ro te in^1-16 4^E:9 .4e -59 1 -0 ,0 0 5 0 2,8 38 0 ,0 9 1,0 3 0 ,152 0 ,8 77 1 -0 ,0 33 TCTP_ELAGV Translatio nally-co ntro lle d  tumo r p ro te in ho mo lo g  (TCTP) TCTP Elae is g uine e nsis var. te ne ra (O il p alm) Calcium; Cyto p lasm

SRR12718 59 _TR340 5_c0 _g 1_i11_le n=2129 Y570 7_ARATH
Q:557-

16 30 ,H:40 -38 9
52.0 9 %ID E:3e -117 Pro b ab le  re ce p to r-l ike  p ro te in kinase  At5g 470 70

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^8 6 -36 4^E:1.9 e -47`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^8 8 -

36 5^E:2.8 e -49
0 ,8 19 0 ,153 0 1,48 2 0 ,0 37 1,19 7 0 ,0 1 1,429 0 ,9 0 4 -0 ,10 8 Y570 7_ARATH Pro b ab le  re ce p to r-l ike  p ro te in kinase  At5g 470 70  (EC 2.7.11.1) At5g 470 70  K14A3.2 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; Kinase ; Me mb rane ;

Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Se rine /thre o nine -

p ro te in kinase ; Transfe rase

SRR12718 59 _TR379 3_c0 _g 4_i1_le n=8 70 NA NA NA NA NA . 0 ,0 43 1,256 0 2,542 0 ,0 44 2,224 0 ,0 27 2,357 1 0 ,9 48 . . . . . .

SRR12718 59 _TR440 7_c1_g 1_i2_le n=2549 NA NA NA NA NA PF0 776 5.9 ^KIP1^KIP1-like  p ro te in^21-9 4^E:9 .6 e -37 0 ,26 7 0 ,4 0 1,356 0 ,0 0 4 0 ,9 36 0 ,0 0 4 0 ,9 28 0 ,38 1 0 ,8 24 . . . . . .

SRR12718 59 _TR530 7_c0 _g 1_i2_le n=20 9 4 GSHRP_SPIOL
Q:18 24-

38 5,H:10 -48 9
8 6 .6 7%ID E:0 Glutathio ne  re d uctase , chlo ro p lastic

PF0 79 9 2.11^Pyr_re d o x_2^Pyrid ine  nucle o tid e -d isulp hid e  o xid o re d uctase ^26 -352^E:7.1e -6 7`PF13738 .3^Pyr_re d o x_3^Pyrid ine

nucle o tid e -d isulp hid e  o xid o re d uctase ^157-336 ^E:4.6 e -13`PF0 0 0 70 .24^Pyr_re d o x^Pyrid ine  nucle o tid e -d isulp hid e

o xid o re d uctase ^20 4-278 ^E:1.2e -17`PF0 28 52.19 ^Pyr_re d o x_d im^Pyrid ine  nucle o tid e -d isulp hid e  o xid o re d uctase ,

d ime risatio n d o main^372-48 1^E:4.1e -30

0 ,6 0 6 -0 ,19 6 0 1,426 0 ,0 0 4 1,476 0 ,0 16 1,30 5 0 ,272 0 ,50 2 GSHRP_SPIOL Glutathio ne  re d uctase , chlo ro p lastic (GR) (GRase ) (EC 1.8 .1.7) (Frag me nt) Sp inacia o le race a (Sp inach)
Chlo ro p last; Disulfid e  b o nd ; FAD; Flavo p ro te in; NADP; Oxid o re d uctase ; Plastid ;

Re d o x-active  ce nte r; Transit p e p tid e

SRR12718 59 _TR6 0 13_c0 _g 1_i1_le n=2112 NA NA NA NA NA PF0 0 40 3.23^HMA^He avy-me tal-asso ciate d  d o main^13-70 ^E:1.1e -15 0 ,6 6 2 0 ,19 0 1,36 1 0 ,0 2 1,40 6 0 ,0 27 1,36 0 ,8 8 7 0 ,0 6 7 . . . . . .

SRR12718 59 _TR6 0 20 _c0 _g 2_i3_le n=20 9 0 PTR21_ARATH
Q:118 8 -

157,H:274-6 17
52.74%ID E:8 e -179 Pro te in NRT1/ PTR FAMILY 2.13 PF0 0 8 54.18 ^PTR2^POT family^150 -30 5^E:2.1e -29 1 1,144 0 4,0 79 0 ,0 0 3 1,9 21 0 ,0 21 1,543 1 0 ,558 PTR21_ARATH Pro te in NRT1/ PTR FAMILY 2.13 (AtNPF2.13) (Nitrate  transp o rte r 1.7) NPF2.13 NRT1.7 At1g 6 9 8 70  T17F3.10 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Nitrate  assimilatio n;

Re fe re nce  p ro te o me ; Symp o rt; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR12718 59 _TR738 2_c0 _g 1_i2_le n=1349 NA NA NA NA NA PF1536 5.3^PNRC^Pro line -rich nucle ar re ce p to r co activato r^175-221^E:3.4e -0 6 0 ,319 0 ,9 39 0 2,429 0 ,0 0 5 1,28 1 0 ,123 0 ,78 9 1 -0 ,0 6 . . . . . .

SRR12718 59 _TR9 359 _c0 _g 1_i1_le n=19 31 SNX1_ARATH
Q:418 -

1554,H:24-40 1
79 .9 5%ID E:0 So rting  ne xin 1 PF0 0 78 7.21^PX^PX d o main^24-137^E:2.7e -25`PF0 9 325.7^Vp s5^Vp s5 C te rminal l ike ^16 9 -39 4^E:1.5e -23 1 -0 ,0 31 0 ,0 0 1 3,8 51 0 ,239 1,325 0 ,158 1,44 1 0 ,0 11 SNX1_ARATH So rting  ne xin 1 (AtSNX1) (Vacuo lar p ro te in so rting -asso ciate d  p ro te in 5 ho mo lo g )

SNX1 VPS5 At5g 0 6 140  K16 F4.11

MBL20
Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; End o so me ; Go lg i ap p aratus; Lip id -b ind ing ;

Me mb rane ; Pho sp ho p ro te in; Pro te in transp o rt; Re fe re nce  p ro te o me ; Transp o rt

SRR12718 59 _TR120 0 7_c0 _g 1_i1_le n=2551 CP74A_ARATH
Q:78 2-

220 3,H:43-517
70 .32%ID E:0 Alle ne  o xid e  synthase , chlo ro p lastic PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^372-518 ^E:1.7e -15 0 ,0 4 1,315 0 4,29 6 0 ,0 0 3 1,8 6 4 0 ,0 0 1 1,9 37 0 ,40 2 0 ,8 37 CP74A_ARATH

Alle ne  o xid e  synthase , chlo ro p lastic (EC 4.2.1.9 2) (Cyto chro me  P450  74A) (Hyd ro p e ro xid e

d e hyd rase )
CYP74A AOS At5g 426 50  MJB21.2 Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: Lip id  me tab o lism; o xylip in b io synthe sis. {ECO:0 0 0 0 30 5}.

3D-structure ; Chlo ro p last; Co mp le te  p ro te o me ; Fatty acid  b io synthe sis; Fatty

acid  me tab o lism; He me ; Iro n; Lip id  b io synthe sis; Lip id  me tab o lism; Lyase ;

Me tal-b ind ing ; Oxylip in b io synthe sis; Plastid ; Re fe re nce  p ro te o me ; Transit

p e p tid e

SRR12718 59 _TR1259 0 _c1_g 2_i1_le n=1418 NA NA NA NA NA . 0 ,0 9 4 0 ,6 14 0 1,524 0 ,0 39 0 ,6 43 0 ,0 0 5 0 ,8 46 0 ,736 0 ,127 . . . . . .

SRR12718 59 _TR126 38 _c2_g 1_i2_le n=170 4 GLNA1_VITVI
Q:1538 -

6 6 6 ,H:16 -30 6
9 2.1%ID E:3e -18 0 Glutamine  synthe tase  cyto so lic iso zyme  1

PF0 39 51.16 ^Gln-synt_N^Glutamine  synthe tase , b e ta-Grasp  d o main^6 2-137^E:1.1e -12`PF0 0 120 .21^Gln-synt_C^Glutamine

synthe tase , catalytic d o main^20 7-29 5^E:1.6 e -11
0 ,18 8 0 ,50 7 0 ,0 0 1 1,8 8 7 0 ,0 0 9 0 ,8 57 0 ,175 0 ,472 0 ,16 5 0 ,77 GLNA1_VITVI Glutamine  synthe tase  cyto so lic iso zyme  1 (EC 6 .3.1.2) (G lutamate --ammo nia lig ase ) GS1-1 GS1;1 Vitis vinife ra (Grap e ) ATP-b ind ing ; Cyto p lasm; Lig ase ; Nucle o tid e -b ind ing

SRR12718 59 _TR1349 3_c1_g 2_i2_le n=1116 NAC10 _ORYSJ
Q:221-

6 8 5,H:29 -20 0
58 .14%ID E:9 e -58 NAC transcrip tio n facto r ONAC0 10 PF0 236 5.12^NAM^No  ap ical me riste m (NAM) p ro te in^16 -139 ^E:1.3e -27 0 ,129 1,131 0 2,444 0 ,18 9 0 ,523 0 ,8 36 0 ,115 0 ,6 79 0 ,413 NAC10 _ORYSJ NAC transcrip tio n facto r ONAC0 10

ONAC0 10  Os0 7g 0 56 6 50 0

LOC_Os0 7g 379 20  OJ10 9 2_A0 7.10 4

OJ1773_H0 1.126  OsJ_24777

Oryza sativa sub sp . jap o nica (Rice )
Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR12718 59 _TR17337_c1_g 4_i9 _le n=2350 MAOX_VITVI
Q:122-

1246 ,H:1-375
8 7.2%ID E:0 NADP-d e p e nd e nt malic e nzyme

PF0 0 39 0 .16 ^malic^Malic e nzyme , N-te rminal d o main^117-29 6 ^E:3.2e -79 `PF0 39 49 .12^Malic_M^Malic e nzyme , NAD b ind ing

d o main^30 7-375^E:5.8 e -18
0 ,40 4 -0 ,28 1 0 ,0 0 1 1,153 0 ,76 0 ,59 7 0 ,28 2 1,126 0 ,0 8 6 -0 ,529 MAOX_VITVI NADP-d e p e nd e nt malic e nzyme  (NADP-ME) (EC 1.1.1.40 ) Vitis  vinife ra (Grap e ) Cyto p lasm; Me tal-b ind ing ; NADP; Oxid o re d uctase

SRR12718 59 _TR18 232_c0 _g 2_i1_le n=1530 NA NA NA NA NA . 0 ,6 28 -0 ,138 0 1,30 5 0 ,0 8 0 ,541 0 ,0 0 1 0 ,9 6 0 ,9 47 -0 ,0 42 . . . . . .

SRR12718 59 _TR18 550 _c0 _g 2_i3_le n=20 41 CISY_DAUCA
Q:240 -

16 55,H:1-472
8 7.29 %ID E:0 Citrate  synthase , mito cho nd rial PF0 0 28 5.18 ^Citrate _synt^Citrate  synthase , C-te rminal d o main^79 -457^E:7.3e -10 5 0 ,6 0 6 0 ,19 5 0 ,0 0 1 1,152 0 ,0 0 2 1,1 0 ,0 13 0 ,9 22 0 ,6 18 -0 ,226 CISY_DAUCA Citrate  synthase , mito cho nd rial (EC 2.3.3.16 ) CS Daucus caro ta (Wild  carro t)

PATHWAY: Carb o hyd rate  me tab o lism; tricarb o xylic acid  cycle ; iso citrate  fro m

o xalo ace tate : ste p  1/2.
Mito cho nd rio n; Transfe rase ; Transit p e p tid e ; Tricarb o xylic acid  cycle

SRR12718 59 _TR18 8 58 _c0 _g 1_i2_le n=2342 NA NA NA NA NA . 0 ,559 0 ,18 2 0 ,0 0 1 1,0 21 0 ,6 0 7 0 ,13 0 ,0 15 0 ,575 0 ,0 72 0 ,513 . . . . . .

SRR12718 59 _TR18 8 58 _c0 _g 1_i7_le n=2417 NA NA NA NA NA PF0 18 52.16 ^START^START d o main^154-30 5^E:3.7e -0 5 0 ,8 0 6 0 ,0 9 7 0 1,6 54 1 -0 ,0 0 5 0 ,0 9 2 0 ,439 0 ,0 0 4 0 ,8 72 . . . . . .

SRR12718 59 _TR19 578 _c0 _g 1_i1_le n=2377 ERF53_ARATH
Q:136 8 -

6 79 ,H:147-313
49 .57%ID E:6 e -44 Ethyle ne -re sp o nsive  transcrip tio n facto r ERF0 53 PF0 0 8 47.17^AP2^AP2 d o main^219 -26 8 ^E:2.7e -12 0 ,56 0 ,778 0 2,8 2 0 ,0 0 9 1,445 0 ,0 59 1,14 1 0 ,16 2 ERF53_ARATH Ethyle ne -re sp o nsive  transcrip tio n facto r ERF0 53 ERF0 53 At2g 20 8 8 0  F5H14.15 Arab id o p sis thaliana (Mo use -e ar cre ss)

Activato r; Co mp le te  p ro te o me ; DNA-b ind ing ; Ethyle ne  sig naling  p athway;

Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR12718 59 _TR19 9 56 _c0 _g 2_i2_le n=1478 NA NA NA NA NA
PF13419 .3^HAD_2^Halo acid  d e halo g e nase -like  hyd ro lase ^256 -327^E:2.1e -0 6 `PF13242.3^Hyd ro lase _like ^HAD-hyro lase -

like ^28 4-330 ^E:3.2e -0 5
0 ,76 -0 ,38 7 0 7,78 0 ,18 7 0 ,58 7 0 ,79 3 -0 ,225 1 0 . . . . . .

SRR12718 59 _TR20 0 45_c0 _g 3_i4_le n=136 9 NA NA NA NA NA . 0 ,40 9 0 ,24 0 7,377 0 ,0 27 -0 ,6 19 0 ,0 18 -0 ,6 6 1 0 . . . . . .

SRR12718 59 _TR20 16 2_c0 _g 1_i1_le n=10 0 9 PPSP2_ARATH
Q:28 -79 2,H:7-

274
6 0 .9 7%ID E:1e -114 Ino rg anic p yro p ho sp hatase  2

PF0 6 8 8 8 .9 ^Put_Pho sp hatase ^Putative  Pho sp hatase ^10 -234^E:2.3e -9 3`PF12710 .4^HAD^halo acid  d e halo g e nase -like

hyd ro lase ^12-18 2^E:2.9 e -12
1 1,0 27 0 5,359 0 ,0 1 2,3 0 ,0 16 2,27 0 ,76 -0 ,551 PPSP2_ARATH

Ino rg anic p yro p ho sp hatase  2 (AtPPsPase 2) (PPi p ho sp hatase  2) (Pyro p ho sp hate -sp e cific

p ho sp hatase  2) (EC 3.6 .1.1)
At1g 17710  F11A6 .5 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Hyd ro lase ; Mag ne sium; Me tal-

b ind ing ; Re fe re nce  p ro te o me

SRR12718 59 _TR21345_c0 _g 1_i2_le n=270 5 C3H6 6 _ARATH
Q:46 6 -

18 0 0 ,H:4-445
54.58 %ID E:4e -144 Zinc fing e r CCCH d o main-co ntaining  p ro te in 6 6

PF1279 6 .4^Ank_2^Ankyrin re p e ats (3 co p ie s)^6 8 -146 ^E:1.5e -0 8 `PF136 37.3^Ank_4^Ankyrin re p e ats (many co p ie s)^79 -

125^E:7.2e -0 5`PF0 0 0 23.27^Ank^Ankyrin re p e at^113-146 ^E:7.2e -0 6 `PF0 0 6 42.21^zf-CCCH^Zinc fing e r C-x8 -C-x5-C-x3-H typ e

(and  similar)^26 9 -28 9 ^E:3.8 e -0 5

0 ,0 34 0 ,771 0 1,8 1 0 ,6 51 0 ,159 0 ,471 0 ,239 0 ,16 5 0 ,442 C3H6 6 _ARATH Zinc fing e r CCCH d o main-co ntaining  p ro te in 6 6  (AtC3H6 6 ) At5g 58 6 20  MZN1.16  MZN1.8 Arab id o p sis thaliana (Mo use -e ar cre ss)
ANK re p e at; Co mp le te  p ro te o me ; DNA-b ind ing ; Me tal-b ind ing ; Re fe re nce

p ro te o me ; Re p e at; Zinc; Zinc-fing e r

SRR12718 59 _TR23255_c0 _g 2_i10 _le n=18 9 7 P2C6 0 _ARATH
Q:1339 -

323,H:1-339
8 2.6 %ID E:0 Pro b ab le  p ro te in p ho sp hatase  2C 6 0

PF0 0 48 1.18 ^PP2C^Pro te in p ho sp hatase  2C^23-10 3^E:8 .2e -10 `PF0 0 48 1.18 ^PP2C^Pro te in p ho sp hatase  2C^157-313^E:1.4e -

59
1 0 ,19 2 0 ,0 0 1 6 ,578 0 ,0 0 4 2,339 0 ,0 1 2,19 6 1 0 P2C6 0 _ARATH Pro b ab le  p ro te in p ho sp hatase  2C 6 0  (AtPP2C6 0 ) (EC 3.1.3.16 ) At4g 318 6 0  F11C18 .6 0 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Hyd ro lase ; Mag ne sium; Mang ane se ;

Me tal-b ind ing ; Pro te in p ho sp hatase ; Re fe re nce  p ro te o me

SRR12718 59 _TR27119 _c0 _g 1_i1_le n=19 8 7 STAD_OLEEU
Q:322-

150 3,H:1-39 0
8 5.0 3%ID E:0 Ste aro yl-[acyl-carrie r-p ro te in] 9 -d e saturase , chlo ro p lastic PF0 340 5.11^FA_d e saturase _2^Fatty acid  d e saturase ^6 6 -38 8 ^E:4.9 e -159 1 -0 ,0 8 8 0 2,448 0 ,352 0 ,475 1 0 0 ,343 0 ,377 STAD_OLEEU

Ste aro yl-[acyl-carrie r-p ro te in] 9 -d e saturase , chlo ro p lastic (Ste aro yl-ACP d e saturase ) (EC 1.14.19 .2)

(Acyl-[acyl-carrie r-p ro te in] d e saturase )
Ole a e uro p ae a (Co mmo n o live ) PATHWAY: Lip id  me tab o lism; fatty acid  me tab o lism.

Chlo ro p last; Fatty acid  b io synthe sis; Fatty acid  me tab o lism; Iro n; Lip id

b io synthe sis; Lip id  me tab o lism; Me tal-b ind ing ; Oxid o re d uctase ; Plastid ; Transit

p e p tid e

SRR12718 59 _TR2756 4_c0 _g 1_i1_le n=19 29 AVT3_SCHPO
Q:148 2-

38 5,H:253-6 22
30 .13%ID E:4e -33 Vacuo lar amino  acid  transp o rte r 3 PF0 149 0 .15^Aa_trans^Transme mb rane  amino  acid  transp o rte r p ro te in^33-415^E:2.2e -75 0 ,735 0 ,16 2 0 2,252 0 ,44 0 ,6 42 1 -0 ,0 9 4 1 -0 ,0 42 AVT3_SCHPO Vacuo lar amino  acid  transp o rte r 3 avt3 SPAC3H1.0 9 c

Schizo saccharo myce s p o mb e  (strain 9 72

/ ATCC 248 43) (Fissio n ye ast)

Amino -acid  transp o rt; Co mp le te  p ro te o me ; End o p lasmic re ticulum; Me mb rane ;

Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Sp o rulatio n; Transme mb rane ;

Transme mb rane  he lix; Transp o rt; Vacuo le

SRR12718 59 _TR28 211_c0 _g 1_i1_le n=1116 FER3_ARATH
Q:8 19 -36 4,H:1-

155
56 .77%ID E:3e -56 Fe rre d o xin-3, chlo ro p lastic PF0 0 111.24^Fe r2^2Fe -2S iro n-sulfur c luste r b ind ing  d o main^6 5-138 ^E:2.6 e -21 0 ,6 43 0 ,59 9 0 3,542 0 ,0 16 2,112 0 ,0 1 2,254 0 ,19 5 1,336 FER3_ARATH Fe rre d o xin-3, chlo ro p lastic (AtFd 3) FD3 At2g 27510  F10 A12.19 Arab id o p sis thaliana (Mo use -e ar cre ss)

2Fe -2S; Ace tylatio n; Chlo ro p last; Co mp le te  p ro te o me ; Ele ctro n transp o rt; Iro n;

Iro n-sulfur; Me tal-b ind ing ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e ;

Transp o rt

SRR12718 59 _TR28 211_c0 _g 1_i2_le n=2423 FER3_ARATH
Q:8 19 -36 4,H:1-

155
56 .77%ID E:1e -53 Fe rre d o xin-3, chlo ro p lastic PF0 0 111.24^Fe r2^2Fe -2S iro n-sulfur c luste r b ind ing  d o main^6 5-138 ^E:2.6 e -21 0 ,6 9 2 0 ,8 79 0 ,0 0 1 3,255 0 ,118 2,0 8 5 0 ,0 1 2,8 17 1 0 ,323 FER3_ARATH Fe rre d o xin-3, chlo ro p lastic (AtFd 3) FD3 At2g 27510  F10 A12.19 Arab id o p sis thaliana (Mo use -e ar cre ss)

2Fe -2S; Ace tylatio n; Chlo ro p last; Co mp le te  p ro te o me ; Ele ctro n transp o rt; Iro n;

Iro n-sulfur; Me tal-b ind ing ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e ;

Transp o rt

SRR12718 59 _TR28 319 _c1_g 3_i4_le n=1230 QORH_ARATH
Q:16 -10 0 2,H:1-

329
72.34%ID E:4e -16 7 Putative  q uino ne -o xid o re d uctase  ho mo lo g , chlo ro p lastic

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^34-9 5^E:3.5e -0 7`PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing

d e hyd ro g e nase ^16 7-248 ^E:2e -13`PF136 0 2.3^ADH_zinc_N_2^Zinc-b ind ing  d e hyd ro g e nase ^19 8 -327^E:6 e -22
0 ,0 43 3,1 0 6 ,6 9 6 0 ,132 0 ,78 0 ,458 0 ,478 0 ,6 29 -0 ,9 8 8 QORH_ARATH Putative  q uino ne -o xid o re d uctase  ho mo lo g , chlo ro p lastic (EC 1.-.-.-) At4g 130 10  F25G13_10 0 Arab id o p sis thaliana (Mo use -e ar cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; NAD; Oxid o re d uctase ; Plastid ;

Plastid  inne r me mb rane ; Re fe re nce  p ro te o me

SRR12718 59 _TR28 48 8 _c0 _g 1_i2_le n=16 6 2 LPA3_ARATH
Q:10 58 -

270 ,H:9 6 -358
8 0 .6 1%ID E:2e -155 Pro te in LOW PSII ACCUMULATION 3, chlo ro p lastic PF0 9 353.7^DUF19 9 5^Do main o f unkno wn functio n (DUF19 9 5)^5-19 8 ^E:1e -35 0 ,48 9 -0 ,238 0 7,274 1 -1,175 1 -2,6 47 0 ,8 0 6 -0 ,0 9 8 LPA3_ARATH Pro te in LOW PSII ACCUMULATION 3, chlo ro p lastic LPA3 At1g 730 6 0  F3N23.26 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Plastid ; Re fe re nce

p ro te o me ; Thylako id ; Transit p e p tid e

SRR12718 59 _TR28 9 57_c0 _g 2_i1_le n=8 36 NA NA NA NA NA . 0 ,0 0 1 1,9 0 6 0 1,9 9 9 0 ,0 0 2 1,132 0 ,12 0 ,6 33 0 ,312 0 ,8 33 . . . . . .

SRR12718 59 _TR30 38 5_c0 _g 4_i11_le n=48 0 4 PDR2_NICPL
Q:225-

3146 ,H:4-9 8 5
72.53%ID E:0 Ple io tro p ic d rug  re sistance  p ro te in 2

PF14510 .3^ABC_trans_N^ABC-transp o rte r e xtrace llular N-te rminal^9 1-150 ^E:4.3e -13`PF0 0 0 0 5.24^ABC_tran^ABC

transp o rte r^176 -358 ^E:4.2e -16 `PF0 10 6 1.21^ABC2_me mb rane ^ABC-2 typ e  transp o rte r^512-724^E:1.6 e -

37`PF0 8 370 .8 ^PDR_asso c^Plant PDR ABC transp o rte r asso ciate d ^729 -79 1^E:3.4e -25`PF0 0 0 0 5.24^ABC_tran^ABC

transp o rte r^8 74-9 57^E:1.7e -0 9

0 ,241 0 ,6 5 0 2,0 7 0 ,0 76 1,46 0 ,0 15 1,76 9 0 ,6 11 -0 ,36 2 PDR2_NICPL Ple io tro p ic d rug  re sistance  p ro te in 2 (Np PDR2) PDR2
Nico tiana p lumb ag inifo lia (Le ad wo rt-

le ave d  to b acco ) (Te x-Me x to b acco )

ATP-b ind ing ; Me mb rane ; Nucle o tid e -b ind ing ; Re p e at; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR12718 59 _TR30 6 54_c1_g 1_i17_le n=218 8 NA NA NA NA NA PF0 30 9 7.15^BRO1^BRO1-like  d o main^36 -334^E:1.2e -11 0 ,524 0 ,6 0 3,348 0 ,258 0 ,8 56 0 ,6 2 0 ,451 1 0 ,9 22 . . . . . .

SRR12718 59 _TR318 31_c0 _g 2_i6 _le n=8 22 YKT6 1_ARATH
Q:6 0 0 -46 ,H:1-

18 4
8 8 .6 5%ID E:6 e -118 VAMP-like  p ro te in YKT6 1

PF13774.3^Lo ng in^Re g ulate d -SNARE-like  d o main^49 -113^E:7.7e -11`PF0 0 9 57.18 ^Synap to b re vin^Synap to b re vin^138 -18 4^E:6 e -

11
0 ,8 0 7 -0 ,141 0 7,48 9 0 ,18 0 ,745 0 ,0 0 9 1,29 9 0 ,254 4,39 4 YKT6 1_ARATH VAMP-like  p ro te in YKT6 1 (AtYKT6 1) (Ge ranylg e ranylate d  p ro te in 1) (AtGP1)

YKT6 1 At5g 58 0 6 0  K21L19 .5

K21L19 _40
Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Ce ll me mb rane ; Co ile d  co il; Co mp le te  p ro te o me ;

Lip o p ro te in; Me mb rane ; Me thylatio n; Palmitate ; Pre nylatio n; Pro te in transp o rt;

Re fe re nce  p ro te o me ; Transp o rt

SRR12718 59 _TR33275_c0 _g 1_i1_le n=771 NA NA NA NA NA PF120 23.5^DUF3511^Do main o f unkno wn functio n (DUF3511)^6 7-111^E:3.5e -27 0 ,212 0 ,56 4 0 1,9 0 9 0 ,0 38 0 ,9 37 0 ,0 0 4 1,26 6 0 ,748 0 ,219 . . . . . .

SRR12718 59 _TR33775_c0 _g 1_i1_le n=10 24 CHI6 _ORYSJ
Q:18 9 -

9 26 ,H:26 -271
6 6 .26 %ID E:1e -10 3 Chitinase  6

PF0 0 18 7.16 ^Chitin_b ind _1^Chitin re co g nitio n p ro te in^26 -57^E:3.3e -0 7`PF0 0 18 2.16 ^Glyco _hyd ro _19 ^Chitinase  class I^70 -

270 ^E:4.7e -50
0 ,158 1,70 8 0 ,0 0 1 2,431 0 ,0 0 7 2,14 0 ,0 0 2 2,34 0 ,377 0 ,6 44 CHI6 _ORYSJ Chitinase  6  (EC 3.2.1.14) (Patho g e ne sis re late d  (PR)-3 chitinase  6 )

Cht6  Os0 2g 0 6 0 59 0 0

LOC_Os0 2g 39 330  OJ10 58 _F0 7.19

OsJ_0 7447

Oryza sativa sub sp . jap o nica (Rice )

Carb o hyd rate  me tab o lism; Chitin d e g rad atio n; Chitin-b ind ing ; Co mp le te

p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ; Plant

d e fe nse ; Po lysaccharid e  d e g rad atio n; Re fe re nce  p ro te o me ; Sig nal

SRR12718 59 _TR338 0 7_c0 _g 1_i3_le n=320 3 INVC_ARATH
Q:419 -

2416 ,H:11-6 6 4
6 6 .42%ID E:0

Alkaline /ne utral inve rtase  C, mito cho nd rial

{ECO:0 0 0 0 30 5}
PF128 9 9 .4^Glyco _hyd ro _10 0 ^Alkaline  and  ne utral inve rtase ^19 9 -6 39 ^E:2.4e -214 0 ,312 0 ,70 9 0 ,0 0 1 2,0 46 0 ,0 44 2,0 6 8 0 ,0 16 2,34 1 -0 ,16 7 INVC_ARATH Alkaline /ne utral inve rtase  C, mito cho nd rial (A/N-INVC) (EC 3.2.1.26 ) INVC At3g 0 6 50 0  F5E6 .17 Arab id o p sis thaliana (Mo use -e ar cre ss)

Carb o hyd rate  me tab o lism; Co mp le te  p ro te o me ; G lyco sid ase ; Hyd ro lase ;

Mito cho nd rio n; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR12718 59 _TR340 6 0 _c0 _g 2_i1_le n=59 9 0 CLAH1_ARATH
Q:278 -

5248 ,H:1-16 57
9 3.0 6 %ID E:0 Clathrin he avy chain 1

PF0 139 4.17^Clathrin_p ro p e l^Clathrin p ro p e lle r re p e at^20 -56 ^E:1.6 e -0 7`PF0 139 4.17^Clathrin_p ro p e l^Clathrin p ro p e lle r

re p e at^154-19 7^E:2.9 e -10 `PF0 9 26 8 .7^Clathrin-link^Clathrin, he avy-chain l inke r^344-36 7^E:2.5e -

0 9 `PF138 38 .3^Clathrin_H_link^Clathrin-H-link^36 9 -434^E:2e -30 `PF0 0 6 37.17^Clathrin^Re g io n in Clathrin and  VPS^557-

6 9 0 ^E:1.8 e -21`PF0 0 6 37.17^Clathrin^Re g io n in Clathrin and  VPS^70 1-8 40 ^E:2.1e -21`PF0 0 6 37.17^Clathrin^Re g io n in Clathrin

and  VPS^8 50 -9 78 ^E:1.2e -28 `PF0 0 6 37.17^Clathrin^Re g io n in Clathrin and  VPS^9 9 3-1131^E:4.5e -

31`PF0 0 6 37.17^Clathrin^Re g io n in Clathrin and  VPS^1145-128 1^E:2.6 e -26 `PF0 0 6 37.17^Clathrin^Re g io n in Clathrin and

VPS^128 9 -1431^E:1.3e -28 `PF0 0 6 37.17^Clathrin^Re g io n in Clathrin and  VPS^1439 -1579 ^E:1.2e -30

0 ,9 71 -0 ,0 19 0 1,48 2 0 ,448 -0 ,247 0 ,8 6 7 -0 ,0 6 5 0 ,10 1 -0 ,528 CLAH1_ARATH Clathrin he avy chain 1 CHC1 At3g 11130  F11B9 .30  F9 F8 .6 Arab id o p sis thaliana (Mo use -e ar cre ss)
Ace tylatio n; Co ate d  p it; Co mp le te  p ro te o me ; Cyto p lasmic ve sic le ; End o cyto sis;

Me mb rane ; Re fe re nce  p ro te o me ; Re p e at

SRR12718 59 _TR38 0 22_c0 _g 1_i9 _le n=16 0 3 NA NA NA NA NA . 0 ,142 0 ,511 0 4,26 3 1 0 ,237 1 -1,0 0 3 0 ,0 3 0 ,9 6 4 . . . . . .

SRR12718 59 _TR38 58 0 _c1_g 1_i1_le n=26 8 1 BXL1_ARATH
Q:2527-

314,H:32-771
74.8 7%ID E:0 Be ta-D-xylo sid ase  1

PF0 0 9 33.18 ^Glyco _hyd ro _3^Glyco syl hyd ro lase  family 3 N te rminal d o main^135-379 ^E:1e -

37`PF0 19 15.19 ^Glyco _hyd ro _3_C^Glyco syl hyd ro lase  family 3 C-te rminal d o main^419 -6 49 ^E:2e -52`PF14310 .3^Fn3-

like ^Fib ro ne ctin typ e  III-l ike  d o main^719 -78 1^E:1.9 e -0 9

1 0 0 6 ,8 0 1 1 0 1 3,48 7 1 0 BXL1_ARATH Be ta-D-xylo sid ase  1 (AtBXL1) (EC 3.2.1.-) (Alp ha-L-arab ino furano sid ase ) (EC 3.2.1.55) BXL1 XYL1 At5g 49 36 0  K7J8 .3 Arab id o p sis thaliana (Mo use -e ar cre ss)
Co mp le te  p ro te o me ; Extrace llular matrix; G lyco p ro te in; G lyco sid ase ;

Hyd ro lase ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR12718 59 _TR38 8 79 _c0 _g 2_i1_le n=6 0 9 NA NA NA NA NA . 0 ,254 2,8 23 0 ,0 0 1 6 ,59 3 0 ,0 0 2 4,276 0 ,50 2 2,334 1 -0 ,259 . . . . . .

SRR12718 59 _TR39 225_c0 _g 1_i1_le n=554 IF1A_ONOVI
Q:219 -554,H:1-

112
9 7.32%ID E:8 e -6 0 Eukaryo tic translatio n initiatio n facto r 1A . 0 ,343 -0 ,236 0 1,20 4 0 ,143 0 ,346 0 ,16 2 0 ,329 0 ,121 0 ,36 9 IF1A_ONOVI Eukaryo tic translatio n initiatio n facto r 1A (e IF-1A) (Eukaryo tic translatio n initiatio n facto r 4C) (e IF-4C) Ono b rychis vic iifo lia (Co mmo n sainfo in) Initiatio n facto r; Pro te in b io synthe sis

SRR12718 59 _TR39 6 11_c0 _g 1_i2_le n=8 18 DNJ20 _ARATH
Q:375-743,H:6 6 -

18 9
59 .6 8 %ID E:2e -42 Chap e ro ne  p ro te in d naJ 20 , chlo ro p lastic PF0 0 226 .28 ^DnaJ^DnaJ d o main^8 0 -144^E:3.3e -21 0 ,0 0 1 1,538 0 8 ,9 32 1 -0 ,376 0 ,118 1,8 8 1 0 ,129 -5,132 DNJ20 _ARATH Chap e ro ne  p ro te in d naJ 20 , chlo ro p lastic (AtDjC20 ) (AtJ20 ) ATJ20  C20  J20  At4g 138 30  F18 A5.220 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Plastid ;

Re fe re nce  p ro te o me ; Transit p e p tid e

SRR12718 59 _TR410 28 _c0 _g 1_i1_le n=1515 PR1B4_ARATH
Q:1232-

6 36 ,H:8 -20 6
6 8 .5%ID E:3e -77 PRA1 family p ro te in B4 PF0 320 8 .16 ^PRA1^PRA1 family p ro te in^50 -19 3^E:7.4e -50 0 ,316 0 ,6 41 0 1,6 57 0 ,9 12 0 ,0 9 2 0 ,9 0 8 -0 ,10 8 0 ,8 54 -0 ,155 PR1B4_ARATH PRA1 family p ro te in B4 (AtPRA1.B4) PRA1B4 At2g 38 36 0  T19 C21.15 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; End o so me ; Me mb rane ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 59 _TR418 6 7_c0 _g 1_i1_le n=120 0 NA NA NA NA NA PF0 5514.8 ^HR_le sio n^HR-like  le sio n-ind ucing ^1-138 ^E:1.1e -50 1 -0 ,0 12 0 1,46 8 0 ,39 8 0 ,36 6 0 ,135 0 ,6 17 0 ,49 3 -0 ,237 . . . . . .

SRR12718 59 _TR44244_c0 _g 2_i1_le n=1353 VA722_ARATH
Q:352-

10 0 8 ,H:5-221
8 3.11%ID E:2e -10 4

Ve sic le -asso ciate d  me mb rane  p ro te in 722

{ECO:0 0 0 0 30 3|Pub Me d :111158 74}

PF13774.3^Lo ng in^Re g ulate d -SNARE-like  d o main^39 -118 ^E:4.4e -23`PF0 0 9 57.18 ^Synap to b re vin^Synap to b re vin^136 -

222^E:7.7e -34
0 ,8 6 8 0 ,0 8 0 ,0 0 1 1,248 0 ,0 0 7 1,128 0 ,115 0 ,73 0 ,9 41 0 ,0 51 VA722_ARATH Ve sicle -asso ciate d  me mb rane  p ro te in 722 (AtVAMP722) (Synap to b re vin-re late d  p ro te in 1)

VAMP722 HAT24 SAR1 At2g 33120

F25I18 .14
Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Ce ll me mb rane ; Co ile d  co il; Co mp le te  p ro te o me ;

End o so me ; Me mb rane ; Pro te in transp o rt; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 59 _TR448 24_c0 _g 1_i11_le n=1234 CHE1_CHEAL
Q:29 2-

6 8 1,H:28 -159
42.8 6 %ID E:4e -28 Po lle n alle rg e n Che  a 1 PF0 119 0 .14^Po lle n_Ole _e _I^Po lle n p ro te ins O le  e  I l ike ^29 -110 ^E:3e -15 0 ,16 4 -0 ,48 0 1,20 8 0 ,0 0 4 0 ,8 22 0 ,126 0 ,46 5 1 0 CHE1_CHEAL Po lle n alle rg e n Che  a 1 (alle rg e n Che  a 1) Che no p o d ium alb um (Fat-he n)

Alle rg e n; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; G lyco p ro te in; Se cre te d ;

Sig nal

SRR12718 59 _TR449 0 6 _c0 _g 4_i19 _le n=38 0 4 ZADH2_MOUSE
Q:1433-

39 0 ,H:29 -377
45.79 %ID E:5e -79

Zinc-b ind ing  alco ho l d e hyd ro g e nase  d o main-co ntaining

p ro te in 2

PF0 0 10 6 .22^ad h_sho rt^sho rt chain d e hyd ro g e nase ^4-6 9 ^E:9 .4e -14`PF1356 1.3^ad h_sho rt_C2^Eno yl-(Acyl carrie r p ro te in)

re d uctase ^4-8 1^E:1.1e -0 9 `PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^18 0 -244^E:4.6 e -

0 8 `PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing  d e hyd ro g e nase ^30 4-433^E:3.6 e -29 `PF136 0 2.3^ADH_zinc_N_2^Zinc-b ind ing

d e hyd ro g e nase ^336 -48 1^E:2.7e -21

0 ,78 1 0 ,48 3 0 2,735 0 ,46 1 1,439 1 0 ,6 6 5 1 -1,6 0 9 ZADH2_MOUSE Zinc-b ind ing  alco ho l d e hyd ro g e nase  d o main-co ntaining  p ro te in 2 (EC 1.-.-.-) Zad h2 Mus musculus (Mo use )
Ace tylatio n; Co mp le te  p ro te o me ; NADP; Oxid o re d uctase ; Pe ro xiso me ;

Re fe re nce  p ro te o me

SRR12718 59 _TR450 41_c0 _g 1_i7_le n=779 KAD1_ARATH
Q:36 2-6 6 ,H:48 -

146
8 7.8 8 %ID E:2e -54 Ad e nylate  kinase  1, chlo ro p lastic PF0 0 40 6 .19 ^ADK^Ad e nylate  kinase ^72-16 2^E:1.4e -25`PF1320 7.3^AAA_17^AAA d o main^72-16 0 ^E:6 .7e -17 0 ,419 0 ,433 0 2,144 0 ,16 4 0 ,9 1 0 ,214 0 ,8 37 0 ,524 0 ,6 16 KAD1_ARATH

Ad e nylate  kinase  1, chlo ro p lastic (AK 1) (AtPADK1) (EC 2.7.4.3) (ATP-AMP transp ho sp ho rylase  1)

(ATP:AMP p ho sp ho transfe rase ) (Ad e nylate  mo no p ho sp hate  kinase  1) (AMK1)
ADK At2g 37250  F3G5.4 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Chlo ro p last; Co mp le te  p ro te o me ; Kinase ; Nucle o tid e -b ind ing ;

Plastid ; Re fe re nce  p ro te o me ; Transfe rase ; Transit p e p tid e

SRR12718 59 _TR45218 _c0 _g 2_i2_le n=126 4 NA NA NA NA NA PF0 6 749 .9 ^DUF1218 ^Pro te in o f unkno wn functio n (DUF1218 )^58 -153^E:2.6 e -28 0 ,352 0 ,70 5 0 3,417 0 ,8 12 0 ,131 0 ,79 8 -0 ,177 0 ,412 0 ,519 . . . . . .

SRR12718 59 _TR46 477_c0 _g 2_i3_le n=9 12 DNJ19 _ARATH
Q:9 12-

346 ,H:158 -346
8 0 .9 5%ID E:4e -114 DnaJ p ro te in ERDJ3B PF0 1556 .15^DnaJ_C^DnaJ C te rminal d o main^48 -173^E:1.6 e -31 0 ,9 44 -0 ,0 44 0 1,6 17 0 ,0 15 1,0 0 4 0 ,0 0 3 1,18 9 0 ,8 6 8 -0 ,0 74 DNJ19 _ARATH

DnaJ p ro te in ERDJ3B (Chap e ro ne  p ro te in d naJ 19 ) (AtDjB19 ) (AtJ19 ) (End o p lasmic re ticulum d naJ

d o main-co ntaining  p ro te in 3B) (AtERd j3B) (Pro te in SCJ1 ho mo lo g  ERDJ3B)
ERDJ3B B19  At3g 6 26 0 0  F26 K9 .30 Arab id o p sis thaliana (Mo use -e ar cre ss)

Chap e ro ne ; Co mp le te  p ro te o me ; End o p lasmic re ticulum; G lyco p ro te in;

Re fe re nce  p ro te o me ; Sig nal; Stre ss re sp o nse

SRR12718 59 _TR47126 _c1_g 2_i4_le n=9 52 RAD23_ORYSJ
Q:210 -8 0 9 ,H:1-

19 8
52.5%ID E:2e -51 Pro b ab le  ub iq uitin re ce p to r RAD23

PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^1-73^E:3.1e -0 7`PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^3-76 ^E:2e -

19 `PF138 8 1.3^Rad 6 0 -SLD_2^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^9 -6 9 ^E:0 .0 0 0 53`PF0 0 6 27.28 ^UBA^UBA/TS-N d o main^16 1-

19 8 ^E:7.9 e -15

0 ,6 78 -0 ,153 0 ,0 0 1 1,38 6 0 ,6 9 9 0 ,18 7 0 ,9 21 0 ,0 58 0 ,0 0 8 1,228 RAD23_ORYSJ Pro b ab le  ub iq uitin re ce p to r RAD23 (OsRAD23) (Pro b ab le  DNA re p air p ro te in RAD23)

RAD23 Os0 9 g 0 40 720 0

LOC_Os0 9 g 2420 0  OJ126 1_A0 8 .49

P0 46 5E0 3.1

Oryza sativa sub sp . jap o nica (Rice )
Co mp le te  p ro te o me ; DNA d amag e ; DNA re p air; Nucle us; Re fe re nce  p ro te o me ;

Re p e at

SRR3420 17_TR16 25_c0 _g 1_i2_le n=3321 TRPX_ARATH
Q:336 -

20 57,H:26 -6 0 7
74.4%ID E:0 Anthranilate  synthase  alp ha sub unit 2, chlo ro p lastic

PF0 4715.10 ^Anth_synt_I_N^Anthranilate  synthase  co mp o ne nt I, N te rminal re g io n^10 4-258 ^E:1.9 e -

30 `PF0 0 425.15^Cho rismate _b ind ^cho rismate  b ind ing  e nzyme ^319 -59 0 ^E:3.9 e -8 5
0 ,0 0 4 1,424 0 4,529 0 ,0 45 1,6 2 0 ,18 7 1,229 0 ,377 0 ,6 18 TRPX_ARATH

Anthranilate  synthase  alp ha sub unit 2, chlo ro p lastic (EC 4.1.3.27) (Anthranilate  synthase  co mp o ne nt

1-2) (Anthranilate  synthase  co mp o ne nt I-2)
ASA2 At2g 29 6 9 0  T27A16 .21 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-tryp to p han b io synthe sis; L-tryp to p han fro m

cho rismate : ste p  1/5.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last;

Co mp le te  p ro te o me ; Lyase ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e ;

Tryp to p han b io synthe sis

SRR3420 17_TR179 6 _c3_g 11_i1_le n=38 43 CYF_COFAR
Q:29 47-

38 43,H:1-29 8
9 5.6 5%ID E:0 Cyto chro me  f {ECO:0 0 0 0 255|HAMAP-Rule :MF_0 0 6 10 }

PF16 6 39 .2^Ap o cyto chr_F_N^Ap o cyto chro me  F, N-te rminal^36 -19 0 ^E:3.6 e -78 `PF0 1333.16 ^Ap o cyto chr_F_C^Ap o cyto chro me

F, C-te rminal^20 2-29 9 ^E:2.6 e -36
0 ,0 6 6 -4,133 0 6 ,8 17 0 ,0 6 6 -0 ,9 72 0 ,6 18 -0 ,244 0 ,50 2 3,416 CYF_COFAR Cyto chro me  f p e tA Co ffe a arab ica (Arab ian co ffe e )

Chlo ro p last; Ele ctro n transp o rt; He me ; Iro n; Me mb rane ; Me tal-b ind ing ;

Pho to synthe sis; Plastid ; Sig nal; Thylako id ; Transme mb rane ; Transme mb rane

he lix; Transp o rt

SRR3420 17_TR18 0 7_c0 _g 1_i2_le n=120 0 NA NA NA NA NA PF13259 .3^DUF40 50 ^Pro te in o f unkno wn functio n (DUF40 50 )^73-113^E:3.2e -11 0 ,729 0 ,26 9 0 3,156 0 ,155 1,0 55 0 ,0 57 1,25 0 ,6 9 2 0 ,9 55 . . . . . .

SRR3420 17_TR19 6 6 _c0 _g 5_i1_le n=6 18 RANA1_TOBAC
Q:6 7-6 18 ,H:8 -

19 1
9 9 .46 %ID E:4e -136 GTP-b ind ing  nucle ar p ro te in Ran-A1 PF0 0 0 71.19 ^Ras^Ras family^1-8 0 ^E:1.4e -20 0 ,6 0 3 -0 ,174 0 2,0 38 0 ,0 38 0 ,6 8 9 0 ,0 5 0 ,6 48 0 ,552 0 ,143 RANA1_TOBAC GTP-b ind ing  nucle ar p ro te in Ran-A1 RAN-A1 Nico tiana tab acum (Co mmo n to b acco ) GTP-b ind ing ; Nucle o tid e -b ind ing ; Nucle us; Pro te in transp o rt; Transp o rt

SRR3420 17_TR29 22_c1_g 5_i1_le n=79 6 PABP2_ARATH
Q:29 6 -3,H:24-

123
72%ID E:3e -41 Po lyad e nylate -b ind ing  p ro te in 2

PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^28 -9 8 ^E:7.7e -19 `PF138 9 3.3^RRM_5^RNA

re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^36 -10 4^E:0 .0 0 48
0 ,78 -0 ,0 75 0 1,224 0 ,727 0 ,0 9 4 0 ,112 0 ,411 0 ,0 0 8 -0 ,59 5 PABP2_ARATH Po lyad e nylate -b ind ing  p ro te in 2 (PABP-2) (Po ly(A)-b ind ing  p ro te in 2) PAB2 At4g 34110  F28 A23.130 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; Ho st-virus inte ractio n; No nse nse -me d iate d

mRNA d e cay; Nucle us; RNA-b ind ing ; Re fe re nce  p ro te o me ; Re p e at; Translatio n

re g ulatio n

SRR3420 17_TR3458 _c0 _g 1_i1_le n=1449 SRP_VITRI
Q:40 5-

10 46 ,H:9 -241
58 .55%ID E:2e -8 1 Stre ss-re late d  p ro te in PF0 5755.9 ^REF^Rub b e r e lo ng atio n facto r p ro te in (REF)^18 -212^E:1.4e -78 0 ,117 0 ,6 11 0 1,49 7 0 ,149 0 ,533 0 ,149 0 ,54 0 ,18 1 0 ,472 SRP_VITRI Stre ss-re late d  p ro te in SRP Vitis rip aria (Fro st g rap e ) (Vitis  vulp ina) Stre ss re sp o nse

SRR3420 17_TR5448 _c0 _g 4_i4_le n=725 MTDH_PETCR
Q:6 9 9 -

214,H:174-335
6 8 .52%ID E:2e -72 Mannito l d e hyd ro g e nase PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing  d e hyd ro g e nase ^6 -128 ^E:3.1e -19 0 ,19 7 0 ,326 0 1,9 9 1 0 ,0 19 0 ,76 7 0 ,522 -0 ,251 0 ,6 6 3 0 ,434 MTDH_PETCR Mannito l d e hyd ro g e nase  (EC 1.1.1.255) (NAD-d e p e nd e nt mannito l d e hyd ro g e nase ) (Frag me nt) ELI3

Pe tro se linum crisp um (Parsle y)

(Pe tro se linum ho rte nse )
Me tal-b ind ing ; NAD; Oxid o re d uctase ; Zinc

SRR3420 17_TR78 35_c0 _g 1_i6 _le n=28 26 NA NA NA NA NA . 0 ,526 0 ,317 0 1,6 0 9 0 ,8 56 0 ,115 0 ,721 0 ,16 9 0 ,0 8 3 -0 ,59 . . . . . .

SRR3420 17_TR10 0 13_c0 _g 1_i1_le n=20 70 U9 2A1_ARATH
Q:36 8 -

18 6 1,H:8 -48 5
40 .8 3%ID E:6 e -120 UDP-g lyco syltransfe rase  9 2A1 PF0 0 20 1.15^UDPGT^UDP-g luco ro no syl and  UDP-g luco syl transfe rase ^28 7-453^E:2e -22 0 ,454 0 ,39 2 0 2,151 1 0 ,18 1 0 ,345 0 ,18 0 ,472 U9 2A1_ARATH UDP-g lyco syltransfe rase  9 2A1 (EC 2.4.1.-) UGT9 2A1 At5g 128 9 0  T24H18 .6 0 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; G lyco syltransfe rase ; Re fe re nce  p ro te o me ; Transfe rase

SRR3420 17_TR13432_c0 _g 1_i1_le n=716 IAA17_ARATH
Q:6 0 4-29 ,H:3-

218
50 .6 9 %ID E:2e -6 0 Auxin-re sp o nsive  p ro te in IAA17 PF0 230 9 .13^AUX_IAA^AUX/IAA family^31-20 1^E:3.3e -58 1 -0 ,0 38 0 3,8 15 0 -2,9 4 0 -2,59 6 1 -0 ,12 IAA17_ARATH Auxin-re sp o nsive  p ro te in IAA17 (Auxin re sp o nse  3) (Ind o le ace tic acid -ind uce d  p ro te in 17) IAA17 AXR3 At1g 0 4250  F19 P19 .31 Arab id o p sis thaliana (Mo use -e ar cre ss)

3D-structure ; Auxin s ig naling  p athway; Co mp le te  p ro te o me ; Nucle us;

Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Re p re sso r; Transcrip tio n; Transcrip tio n

re g ulatio n

SRR3420 17_TR15152_c0 _g 5_i3_le n=9 76 HT1_ARATH
Q:30 4-

9 75,H:110 -327
38 .26 %ID E:4e -40 Se rine /thre o nine -p ro te in kinase  HT1

PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^9 5-325^E:4e -51`PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^9 7-322^E:1.5e -

47
0 ,357 0 ,6 6 3 0 3,18 4 0 ,0 6 5 1,38 8 0 ,0 0 1 2,0 21 0 ,56 -0 ,9 43 HT1_ARATH Se rine /thre o nine -p ro te in kinase  HT1 (EC 2.7.11.1) (Hig h le af te mp e rature  p ro te in 1) HT1 At1g 6 240 0  F24O1.13 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Kinase ; Nucle o tid e -b ind ing ; Re fe re nce

p ro te o me ; Se rine /thre o nine -p ro te in kinase ; Transfe rase

SRR3420 17_TR15231_c3_g 12_i1_le n=6 8 4 NA NA NA NA NA . 0 ,758 0 ,10 6 0 5,72 0 ,0 19 0 ,8 9 2 0 ,0 0 3 1,0 75 1 0 ,236 . . . . . .

SRR3420 17_TR17457_c0 _g 2_i1_le n=8 11 NA NA NA NA NA . 0 ,6 46 0 ,30 8 0 2,18 8 0 ,0 8 6 0 ,9 13 0 ,28 3 0 ,6 6 1 0 ,545 0 ,6 23 . . . . . .



SRR3420 17_TR18 0 6 7_c0 _g 1_i3_le n=1739 DNJH2_ALLPO
Q:156 7-

236 ,H:1-418
79 .1%ID E:0 DnaJ p ro te in ho mo lo g  2

PF0 0 226 .28 ^DnaJ^DnaJ d o main^13-71^E:3.9 e -22`PF0 1556 .15^DnaJ_C^DnaJ C te rminal d o main^121-36 9 ^E:1.3e -

35`PF0 0 6 8 4.16 ^DnaJ_CXXCXGXG^DnaJ ce ntral d o main^147-213^E:5e -15
0 ,6 0 6 0 ,177 0 2,10 2 0 ,549 0 ,174 0 ,6 35 0 ,137 0 ,0 19 0 ,9 31 DNJH2_ALLPO DnaJ p ro te in ho mo lo g  2 LDJ2

Allium p o rrum (Le e k) (All ium

amp e lo p rasum var. p o rrum)

Chap e ro ne ; Lip o p ro te in; Me mb rane ; Me tal-b ind ing ; Me thylatio n; Pre nylatio n;

Re p e at; Zinc; Zinc-fing e r

SRR3420 17_TR19 8 6 1_c0 _g 1_i1_le n=10 6 4 KCY4_ORYSJ
Q:232-8 37,H:1-

20 8
78 .8 5%ID E:3e -112

UMP-CMP kinase  4 {ECO:0 0 0 0 255|HAMAP-

Rule :MF_0 3172}

PF136 71.3^AAA_33^AAA d o main^23-156 ^E:3.4e -0 8 `PF13238 .3^AAA_18 ^AAA d o main^24-150 ^E:7e -

0 9 `PF0 0 40 6 .19 ^ADK^Ad e nylate  kinase ^26 -178 ^E:2e -48 `PF1320 7.3^AAA_17^AAA d o main^27-157^E:3.2e -

37`PF13426 .4^PAS_9 ^PAS d o main^33-9 1^E:0 .3

0 ,59 1 0 ,20 7 0 1,48 9 0 ,528 -0 ,272 0 ,528 -0 ,28 5 0 ,578 0 ,238 KCY4_ORYSJ Pro b ab le  UMP/CMP kinase  4 (EC 2.7.4.14)
Os0 2g 0 778 40 0  LOC_Os0 2g 5379 0

OJ129 3_A0 1.3
Oryza sativa sub sp . jap o nica (Rice )

ATP-b ind ing ; Co mp le te  p ro te o me ; Kinase ; Nucle o tid e -b ind ing ; Pyrimid ine

b io synthe sis; Re fe re nce  p ro te o me ; Transfe rase

SRR3420 17_TR20 576 _c1_g 5_i1_le n=2757 THIK2_ARATH
Q:36 4-

170 1,H:1-449
78 .32%ID E:0 3-ke to acyl-Co A thio lase  2, p e ro xiso mal

PF0 0 10 8 .20 ^Thio lase _N^Thio lase , N-te rminal d o main^49 -30 4^E:3.3e -78 `PF0 28 0 3.15^Thio lase _C^Thio lase , C-te rminal

d o main^313-435^E:4.5e -48
0 ,46 3 0 ,28 8 0 2,28 2 0 ,0 0 7 1,514 0 ,0 0 1 1,6 9 4 0 ,729 0 ,142 THIK2_ARATH

3-ke to acyl-Co A thio lase  2, p e ro xiso mal (EC 2.3.1.16 ) (Ace tyl-Co A acyltransfe rase  2) (Be ta-

ke to thio lase  2) (Pe ro xiso mal 3-o xo acyl-Co A thio lase  2) (Pe ro xiso me  d e fe ctive  p ro te in 1)
PED1 KAT2 At2g 33150  F25I18 .11 Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: Lip id  me tab o lism; fatty acid  me tab o lism.

3D-structure ; Acyltransfe rase ; Co mp le te  p ro te o me ; Fatty acid  b io synthe sis;

Fatty acid  me tab o lism; G lyo xyso me ; Lip id  b io synthe sis; Lip id  me tab o lism;

Oxylip in b io synthe sis; Pe ro xiso me ; Re fe re nce  p ro te o me ; Transfe rase ; Transit

p e p tid e

SRR3420 17_TR20 6 6 2_c1_g 1_i2_le n=3177 NDHK_EUCGG
Q:1710 -

10 33,H:1-224
9 5.58 %ID E:7e -139

NAD(P)H-q uino ne  o xid o re d uctase  sub unit K,

chlo ro p lastic {ECO:0 0 0 0 255|HAMAP-Rule :MF_0 1356 }
PF0 10 58 .19 ^Oxid o re d _q 6 ^NADH ub iq uino ne  o xid o re d uctase , 20  Kd  sub unit^44-153^E:1.6 e -23 1 0 ,0 37 0 ,0 0 1 2,0 23 0 ,9 17 0 ,0 8 8 0 ,18 9 0 ,544 1 -0 ,125 NDHK_EUCGG

NAD(P)H-q uino ne  o xid o re d uctase  sub unit K, chlo ro p lastic (EC 1.6 .5.-) (NAD(P)H d e hyd ro g e nase

sub unit K) (NADH-p lasto q uino ne  o xid o re d uctase  sub unit K)
nd hK

Eucalyp tus g lo b ulus sub sp . g lo b ulus

(Tasmanian b lue  g um)

4Fe -4S; Chlo ro p last; Iro n; Iro n-sulfur; Me mb rane ; Me tal-b ind ing ; NAD; NADP;

Oxid o re d uctase ; Plastid ; Plasto q uino ne ; Quino ne ; Thylako id ; Transp o rt

SRR3420 17_TR20 76 6 _c0 _g 1_i2_le n=78 8 NIFU1_ARATH
Q:50 9 -18 ,H:6 6 -

230
77.58 %ID E:2e -6 4 NifU-like  p ro te in 1, chlo ro p lastic PF0 110 6 .14^NifU^NifU-like  d o main^71-131^E:6 .3e -23`PF0 110 6 .14^NifU^NifU-like  d o main^154-20 9 ^E:7.3e -0 5 0 ,0 58 0 ,6 53 0 1,39 7 0 ,0 0 3 0 ,9 13 0 ,0 1 0 ,8 12 0 ,38 1 2,348 NIFU1_ARATH NifU-like  p ro te in 1, chlo ro p lastic (AtCNfu1) (AtCnfU-IVb )

NIFU1 CNFU1 NFU1 At4g 0 19 40

T7B11.20
Arab id o p sis thaliana (Mo use -e ar cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Plastid ; Re fe re nce

p ro te o me ; Transit p e p tid e

SRR3420 17_TR20 76 6 _c0 _g 9 _i1_le n=18 39 DREB3_ARATH
Q:1250 -

9 57,H:38 -135
8 0 .6 1%ID E:6 e -48 De hyd ratio n-re sp o nsive  e le me nt-b ind ing  p ro te in 3 PF0 0 8 47.17^AP2^AP2 d o main^74-124^E:6 .6 e -12 0 ,129 1,133 0 3,28 3 0 ,117 0 ,6 0 6 0 ,0 22 0 ,8 54 0 ,38 1 -0 ,779 DREB3_ARATH De hyd ratio n-re sp o nsive  e le me nt-b ind ing  p ro te in 3 (Pro te in TINY 2)

DREB3 ERF0 41 TINY2 At5g 1159 0

F15N18 .18 0
Arab id o p sis thaliana (Mo use -e ar cre ss)

Activato r; Co mp le te  p ro te o me ; DNA-b ind ing ; Ethyle ne  sig naling  p athway;

Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR3420 17_TR20 9 8 6 _c1_g 1_i2_le n=1210 GEDH1_OCIBA
Q:1136 -

441,H:11-242
6 5.9 5%ID E:1e -71 Ge ranio l d e hyd ro g e nase  1

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^32-144^E:2.4e -27`PF0 28 26 .16 ^2-Hacid _d h_C^D-iso me r

sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , NAD b ind ing  d o main^16 7-217^E:6 .4e -0 7
0 ,317 -0 ,50 9 0 2,59 1 0 ,79 8 -0 ,23 0 ,6 6 3 0 ,48 8 0 ,0 4 0 ,514 GEDH1_OCIBA Ge ranio l d e hyd ro g e nase  1 (Ob aGEDH1) (EC 1.1.1.18 3) GEDH1 Ocimum b asil icum (Swe e t b asil) Me tal-b ind ing ; NADP; Oxid o re d uctase ; Zinc

SRR3420 17_TR21527_c1_g 1_i6 _le n=18 45 NA NA NA NA NA PF0 0 79 0 .16 ^VHS^VHS d o main^138 -26 9 ^E:1.4e -22`PF0 3127.11^GAT^GAT d o main^325-39 9 ^E:3.2e -16 0 ,9 25 0 ,0 6 4 0 1,6 25 0 ,0 51 1,0 28 0 ,0 51 1,0 6 3 1 1,28 . . . . . .

SRR3420 17_TR2249 5_c0 _g 2_i1_le n=249 7 KPYC_SOYBN
Q:18 6 9 -

39 1,H:23-50 7
44.15%ID E:2e -122 Pyruvate  kinase , cyto so lic iso zyme

PF0 0 224.18 ^PK^Pyruvate  kinase , b arre l d o main^30 -375^E:4.5e -9 3`PF0 28 8 7.13^PK_C^Pyruvate  kinase , alp ha/b e ta

d o main^39 5-522^E:7.8 e -25
0 ,713 0 ,141 0 1,719 0 ,8 77 0 ,0 6 0 ,356 0 ,28 5 0 ,377 0 ,573 KPYC_SOYBN Pyruvate  kinase , cyto so lic iso zyme  (PK) (EC 2.7.1.40 ) Glycine  max (So yb e an) (G lycine  hisp id a)

PATHWAY: Carb o hyd rate  d e g rad atio n; g lyco lysis; p yruvate  fro m D-g lyce rald e hyd e  3-

p ho sp hate : ste p  5/5.

ATP-b ind ing ; Co mp le te  p ro te o me ; Cyto p lasm; G lyco lysis; Kinase ; Mag ne sium;

Me tal-b ind ing ; Nucle o tid e -b ind ing ; Po tassium; Pyruvate ; Re fe re nce  p ro te o me ;

Transfe rase

SRR3420 17_TR23313_c2_g 1_i3_le n=2140 GLYK_ARATH
Q:443-

1549 ,H:8 7-455
73.24%ID E:0 D-g lyce rate  3-kinase , chlo ro p lastic . 0 ,451 0 ,328 0 4,222 0 -6 ,6 2 0 -6 ,6 74 0 ,0 9 9 -0 ,8 31 GLYK_ARATH D-g lyce rate  3-kinase , chlo ro p lastic (AtGLYK) (EC 2.7.1.31) GLYK At1g 8 0 38 0  F5I6 .13 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Pho to synthe sis; p ho to re sp iratio n; 3-p ho sp ho -D-g lyce rate  fro m g lycine :

ste p  4/4.

ATP-b ind ing ; Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; G lyco late

p athway; Kinase ; Nucle o tid e -b ind ing ; Pho to re sp iratio n; Plastid ; Re fe re nce

p ro te o me ; Transfe rase ; Transit p e p tid e

SRR3420 17_TR23421_c1_g 2_i7_le n=149 2 RSSA_DAUCA
Q:16 6 -9 8 1,H:1-

26 9
78 .0 2%ID E:1e -139

40 S rib o so mal p ro te in SA {ECO:0 0 0 0 255|HAMAP-

Rule :MF_0 30 15}

PF0 0 318 .17^Rib o so mal_S2^Rib o so mal p ro te in S2^18 -112^E:1.3e -12`PF0 0 318 .17^Rib o so mal_S2^Rib o so mal p ro te in S2^117-

18 2^E:1.8 e -12
0 ,0 9 -0 ,734 0 8 ,258 1 0 1 0 0 ,0 0 9 -5,9 41 RSSA_DAUCA 40 S rib o so mal p ro te in SA (p 40 ) 179 B Daucus caro ta (Wild  carro t) Cyto p lasm; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 17_TR24328 _c0 _g 3_i3_le n=574 NU50 B_ARATH
Q:39 6 -

572,H:320 -378
72.8 8 %ID E:5e -22

Nucle ar p o re  co mp le x p ro te in NUP50 B

{ECO:0 0 0 0 30 3|Pub Me d :2118 9 29 4}
PF0 0 6 38 .15^Ran_BP1^RanBP1 d o main^121-173^E:1e -0 7 0 ,16 3 -0 ,6 8 9 0 ,0 0 1 6 ,6 38 0 -6 ,728 0 -6 ,728 0 ,19 6 0 ,517 NU50 B_ARATH Nucle ar p o re  co mp le x p ro te in NUP50 B (Nucle o p o rin 50 B) NUP50 B At3g 159 70  MSL1.1 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Co mp le te  p ro te o me ; Nucle ar p o re  co mp le x; Nucle us;

Pho sp ho p ro te in; Pro te in transp o rt; Re fe re nce  p ro te o me ; Re p e at;

Translo catio n; Transp o rt; mRNA transp o rt

SRR3420 17_TR2438 6 _c3_g 1_i4_le n=159 6 LEUNG_ARATH
Q:1276 -

1539 ,H:1-8 8
9 8 .8 6 %ID E:6 e -50

Transcrip tio nal co re p re sso r LEUNIG

{ECO:0 0 0 0 30 3|Pub Me d :110 58 16 4}
PF0 6 232.8 ^ATS3^Emb ryo -sp e cific  p ro te in 3, (ATS3)^30 -132^E:4.1e -0 7`PF0 1477.20 ^PLAT^PLAT/LH2 d o main^36 -153^E:2.2e -14 0 ,18 7 1,0 35 0 4,17 0 ,0 0 1 3,20 4 0 ,0 0 3 3,0 59 0 ,111 -0 ,9 15 LEUNG_ARATH Transcrip tio nal co re p re sso r LEUNIG (Pro te in ROTUNDA2) LUG RON2 At4g 32551 L23H3.30 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; De ve lo p me ntal p ro te in;

Diffe re ntiatio n; Flo we ring ; Nucle us; Re fe re nce  p ro te o me ; Re p e at; Re p re sso r;

Transcrip tio n; Transcrip tio n re g ulatio n; WD re p e at

SRR3420 17_TR246 19 _c3_g 5_i1_le n=26 46 PAO4_ARATH
Q:6 9 1-

2139 ,H:11-49 7
6 8 .79 %ID E:0 Pro b ab le  p o lyamine  o xid ase  4

PF0 0 8 9 0 .21^FAD_b ind ing _2^FAD b ind ing  d o main^33-76 ^E:3.6 e -0 5`PF13450 .3^NAD_b ind ing _8 ^NAD(P)-b ind ing  Ro ssmann-

like  d o main^35-10 1^E:8 .6 e -15`PF0 159 3.21^Amino _o xid ase ^Flavin co ntaining  amine  o xid o re d uctase ^40 -459 ^E:3.3e -8 8
0 ,70 4 0 ,18 6 0 2,2 0 ,319 1,0 51 0 ,228 1,0 8 3 0 ,18 8 -0 ,452 PAO4_ARATH Pro b ab le  p o lyamine  o xid ase  4 (AtPAO4) (EC 1.5.3.16 ) (Amine  o xid ase  2) PAO4 At1g 6 58 40  F1E22.18 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; FAD; Flavo p ro te in; Oxid o re d uctase ; Pe ro xiso me ;

Re fe re nce  p ro te o me

SRR3420 17_TR249 0 3_c0 _g 4_i1_le n=39 70 PSAA_EUCGG
Q:3431-

118 2,H:1-750
9 9 .33%ID E:0

Pho to syste m I P70 0  chlo ro p hyll a ap o p ro te in A1

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 0 458 }
PF0 0 223.16 ^PsaA_PsaB^Pho to syste m I p saA/p saB p ro te in^38 -750 ^E:0 0 ,0 58 0 ,8 19 0 2,0 22 0 -1,76 7 0 -1,43 1 -0 ,30 4 PSAA_EUCGG Pho to syste m I P70 0  chlo ro p hyll a ap o p ro te in A1 (EC 1.9 7.1.12) (PSI-A) (PsaA) p saA

Eucalyp tus g lo b ulus sub sp . g lo b ulus

(Tasmanian b lue  g um)

4Fe -4S; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Ele ctro n transp o rt; Iro n; Iro n-

sulfur; Mag ne sium; Me mb rane ; Me tal-b ind ing ; Oxid o re d uctase ; Pho to synthe sis;

Pho to syste m I; Plastid ; Thylako id ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR3420 17_TR30 377_c3_g 5_i5_le n=2173 RP45C_ARATH
Q:38 9 -

8 7,H:26 1-36 1
71.29 %ID E:3e -41 Po lyad e nylate -b ind ing  p ro te in RBP45C PF0 149 0 .15^Aa_trans^Transme mb rane  amino  acid  transp o rte r p ro te in^33-415^E:1.9 e -75 1 0 ,0 17 0 2,0 75 0 ,517 0 ,9 22 0 ,732 0 ,6 78 1 0 ,0 32 RP45C_ARATH

Po lyad e nylate -b ind ing  p ro te in RBP45C (Po ly(A)-b ind ing  p ro te in RBP45C) (RNA-b ind ing  p ro te in

45C) (AtRBP45C)
RBP45C At4g 270 0 0  F10 M23.340 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Nucle us; RNA-b ind ing ; Re fe re nce  p ro te o me ; Re p e at;

mRNA p ro ce ssing

SRR3420 17_TR3179 9 _c2_g 4_i2_le n=129 4 CLC1_ARATH
Q:349 -

9 0 0 ,H:56 -241
6 3.44%ID E:1e -57 Clathrin l ig ht chain 1 PF0 10 8 6 .14^Clathrin_lg _ch^Clathrin l ig ht chain^131-271^E:4.4e -10 1 0 ,0 0 9 0 1,741 0 ,19 6 0 ,531 0 ,0 8 5 0 ,6 9 1 1 0 ,0 11 CLC1_ARATH Clathrin l ig ht chain 1 At2g 20 76 0  F5H14.27 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co ate d  p it; Co ile d  co il; Co mp le te  p ro te o me ; Cyto p lasmic ve sic le ; Me mb rane ;

Re fe re nce  p ro te o me

SRR3420 17_TR328 9 7_c1_g 10 _i4_le n=26 0 2 TRPB_CAMAC
Q:1236 -

26 0 0 ,H:1-451
8 3.9 9 %ID E:0 Tryp to p han synthase  b e ta chain 2, chlo ro p lastic PF0 0 29 1.22^PALP^Pyrid o xal-p ho sp hate  d e p e nd e nt e nzyme ^126 -455^E:3.5e -49 0 ,154 0 ,522 0 3,0 9 5 0 ,8 9 5 -0 ,13 0 ,78 8 -0 ,159 0 ,0 11 0 ,6 6 3 TRPB_CAMAC Tryp to p han synthase  b e ta chain 2, chlo ro p lastic (EC 4.2.1.20 ) TSB Camp to the ca acuminata (Hap p y tre e )

PATHWAY: Amino -acid  b io synthe sis; L-tryp to p han b io synthe sis; L-tryp to p han fro m

cho rismate : ste p  5/5.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last; Lyase ;

Plastid ; Pyrid o xal p ho sp hate ; Transit p e p tid e ; Tryp to p han b io synthe sis

SRR3420 17_TR330 6 9 _c2_g 1_i2_le n=3355 SPE1_PEA
Q:10 75-

326 7,H:1-727
70 .79 %ID E:0 Arg inine  d e carb o xylase

PF0 278 4.13^Orn_Arg _d e C_N^Pyrid o xal-d e p e nd e nt d e carb o xylase , p yrid o xal b ind ing  d o main^140 -410 ^E:2.1e -

40 `PF0 0 278 .19 ^Orn_DAP_Arg _d e C^Pyrid o xal-d e p e nd e nt d e carb o xylase , C-te rminal she e t d o main^49 8 -6 12^E:7.4e -19
1 -0 ,0 72 0 2,6 0 9 0 ,6 56 0 ,344 0 ,114 0 ,8 2 0 ,536 -0 ,18 4 SPE1_PEA Arg inine  d e carb o xylase  (ADC) (ARGDC) (EC 4.1.1.19 ) Pisum sativum (Gard e n p e a)

PATHWAY: Amine  and  p o lyamine  b io synthe sis; ag matine  b io synthe sis; ag matine  fro m

L-arg inine : ste p  1/1.

De carb o xylase ; Lyase ; Mag ne sium; Putre scine  b io synthe sis; Pyrid o xal

p ho sp hate ; Sp e rmid ine  b io synthe sis

SRR3420 17_TR33314_c2_g 1_i3_le n=8 0 2 NA NA NA NA NA . 1 -0 ,132 0 7,425 1 0 1 0 0 ,528 -0 ,317 . . . . . .

SRR3420 17_TR33422_c0 _g 1_i1_le n=79 1 NA NA NA NA NA PF0 4770 .9 ^ZF-HD_d ime r^ZF-HD p ro te in d ime risatio n re g io n^26 -77^E:2.8 e -28 1 0 ,238 0 4,0 9 3 0 ,59 7 0 ,36 8 1 -0 ,20 2 0 ,8 11 -0 ,317 . . . . . .

SRR3420 19 _TR8 8 1_c0 _g 5_i3_le n=2314 WRK19 _ARATH
Q:8 39 -

130 9 ,H:9 1-29 7
56 .52%ID E:8 e -6 0 Pro b ab le  WRKY transcrip tio n facto r 19 . 1 0 ,13 0 ,0 0 1 2,19 2 1 0 ,113 0 ,777 -0 ,18 6 0 ,8 74 0 ,19 8 WRK19 _ARATH Pro b ab le  WRKY transcrip tio n facto r 19  (WRKY DNA-b ind ing  p ro te in 19 ) WRKY19  At4g 120 20  F16 J13.9 0 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; DNA-b ind ing ; Kinase ;

Le ucine -rich re p e at; Nucle o tid e -b ind ing ; Nucle us; Plant d e fe nse ; Re fe re nce

p ro te o me ; Re p e at; Se rine /thre o nine -p ro te in kinase ; Transcrip tio n;

Transcrip tio n re g ulatio n; Transfe rase

SRR3420 19 _TR1150 _c9 _g 1_i4_le n=6 33 NA NA NA NA NA . 0 ,9 34 -0 ,0 5 0 6 ,8 47 1 0 1 2,444 0 ,8 0 3 0 ,14 . . . . . .

SRR3420 19 _TR220 8 _c1_g 2_i4_le n=2113 ACOT8 _MOUSE
Q:773-

16 33,H:24-310
44.18 %ID E:2e -6 2 Acyl-co e nzyme  A thio e ste rase  8

PF0 0 0 27.26 ^cNMP_b ind ing ^Cyclic nucle o tid e -b ind ing  d o main^34-112^E:9 .2e -11`PF136 22.3^4HBT_3^Thio e ste rase -like

sup e rfamily^16 1-414^E:5.4e -56 `PF0 2551.12^Acyl_Co A_thio ^Acyl-Co A thio e ste rase ^30 7-414^E:2.2e -26
0 ,6 0 9 0 ,26 7 0 2,18 6 0 ,0 34 1,0 35 0 ,0 0 6 1,28 6 1 1,6 76 ACOT8 _MOUSE

Acyl-co e nzyme  A thio e ste rase  8  (Acyl-Co A thio e ste rase  8 ) (EC 3.1.2.27) (Cho lo yl-co e nzyme  A

thio e ste rase ) (Pe ro xiso mal acyl-Co A thio e ste rase  2) (PTE-2) (Pe ro xiso mal acyl-co e nzyme  A

thio e ste r hyd ro lase  1) (PTE-1) (Pe ro xiso mal lo ng -chain acyl-Co A thio e ste rase  1)

Aco t8  Pte 1 Pte 2 Mus musculus (Mo use )
Co mp le te  p ro te o me ; Hyd ro lase ; Pe ro xiso me ; Pe ro xiso me  b io g e ne sis;

Re fe re nce  p ro te o me ; Se rine  e ste rase

SRR3420 19 _TR28 13_c0 _g 4_i7_le n=2773 MT8 78 _ARATH
Q:10 45-20 ,H:1-

347
44.44%ID E:6 e -78

Pro b ab le  S-ad e no sylme thio nine -d e p e nd e nt

me thyltransfe rase  At5g 38 78 0
PF0 349 2.12^Me thyltransf_7^SAM d e p e nd e nt carb o xyl me thyltransfe rase ^6 9 -350 ^E:4e -10 1 0 ,0 11 0 ,8 9 7 0 2,76 3 0 ,0 0 2 1,36 8 0 ,6 6 6 0 ,255 0 ,19 6 0 ,78 2 MT8 78 _ARATH Pro b ab le  S-ad e no sylme thio nine -d e p e nd e nt me thyltransfe rase  At5g 38 78 0  (EC 2.1.1.-) At5g 38 78 0  MKD10 .8 0 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Me thyltransfe rase ; Re fe re nce  p ro te o me ; S-ad e no syl-L-

me thio nine ; Transfe rase

SRR3420 19 _TR29 47_c0 _g 1_i3_le n=58 4 NA NA NA NA NA . 0 ,76 6 -0 ,153 0 4,79 4 1 0 ,31 1 -1,50 5 0 ,419 -0 ,476 . . . . . .

SRR3420 19 _TR29 47_c2_g 4_i3_le n=521 NA NA NA NA NA . 0 ,70 4 0 ,212 0 7,20 3 1 -1,6 28 1 -1,6 28 0 ,0 79 -0 ,8 7 . . . . . .

SRR3420 19 _TR3224_c3_g 3_i2_le n=3520 AGLU_SPIOL
Q:20 71-

336 9 ,H:471-9 0 2
59 .73%ID E:2e -172 Alp ha-g luco sid ase PF0 10 55.23^Glyco _hyd ro _31^Glyco syl hyd ro lase s family 31^1-16 8 ^E:5.9 e -59 0 ,36 4 0 ,475 0 1,6 26 0 ,517 0 ,8 17 1 0 ,353 0 ,254 4,49 4 AGLU_SPIOL Alp ha-g luco sid ase  (EC 3.2.1.20 ) (Maltase ) Sp inacia o le race a (Sp inach) Dire ct p ro te in se q ue ncing ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ; Sig nal

SRR3420 19 _TR38 0 6 _c0 _g 1_i3_le n=4254 TRPX_ARATH
Q:3320 -

159 9 ,H:26 -6 0 7
74.4%ID E:0 Anthranilate  synthase  alp ha sub unit 2, chlo ro p lastic

PF0 4715.10 ^Anth_synt_I_N^Anthranilate  synthase  co mp o ne nt I, N te rminal re g io n^10 4-258 ^E:1.9 e -

30 `PF0 0 425.15^Cho rismate _b ind ^cho rismate  b ind ing  e nzyme ^319 -59 0 ^E:3.9 e -8 5
0 ,155 1,125 0 4,8 55 1 -0 ,40 4 0 ,38 1 -1,9 0 9 1 3,219 TRPX_ARATH

Anthranilate  synthase  alp ha sub unit 2, chlo ro p lastic (EC 4.1.3.27) (Anthranilate  synthase  co mp o ne nt

1-2) (Anthranilate  synthase  co mp o ne nt I-2)
ASA2 At2g 29 6 9 0  T27A16 .21 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-tryp to p han b io synthe sis; L-tryp to p han fro m

cho rismate : ste p  1/5.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last;

Co mp le te  p ro te o me ; Lyase ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e ;

Tryp to p han b io synthe sis

SRR3420 19 _TR59 6 8 _c2_g 10 _i4_le n=2743 Y0 0 5_SYNY3
Q:539 -

18 31,H:10 7-520
35.8 6 %ID E:2e -8 3 Uncharacte rize d  p ro te in s ll0 0 0 5 PF0 310 9 .13^ABC1^ABC1 family^124-241^E:3.1e -31 0 ,0 25 3,442 0 2,739 0 ,0 39 1,0 8 6 0 ,255 0 ,6 53 0 ,8 39 0 ,111 Y0 0 5_SYNY3 Uncharacte rize d  p ro te in s ll0 0 0 5 sll0 0 0 5

Syne cho cystis sp . (strain PCC 6 8 0 3 /

Kazusa)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 19 _TR70 9 9 _c4_g 2_i7_le n=20 73 GEDH1_OCIBA
Q:429 -

9 53,H:6 8 -242
6 2.8 6 %ID E:4e -48 Ge ranio l d e hyd ro g e nase  1

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^4-8 2^E:4e -15`PF0 28 26 .16 ^2-Hacid _d h_C^D-iso me r sp e cific

2-hyd ro xyacid  d e hyd ro g e nase , NAD b ind ing  d o main^10 5-155^E:3.2e -0 7
0 ,254 4,39 7 0 6 ,8 32 0 ,0 0 1 -6 ,49 2 0 ,0 0 1 -6 ,49 2 0 ,0 0 5 -6 ,19 7 GEDH1_OCIBA Ge ranio l d e hyd ro g e nase  1 (Ob aGEDH1) (EC 1.1.1.18 3) GEDH1 Ocimum b asil icum (Swe e t b asil) Me tal-b ind ing ; NADP; Oxid o re d uctase ; Zinc

SRR3420 19 _TR7176 _c0 _g 1_i1_le n=18 11 DDC_CATRO
Q:136 0 -

19 4,H:112-50 0
9 8 .46 %ID E:0 Aro matic-L-amino -acid  d e carb o xylase PF0 0 28 2.16 ^Pyrid o xal_d e C^Pyrid o xal-d e p e nd e nt d e carb o xylase  co nse rve d  d o main^4-333^E:5e -10 2 0 ,0 11 0 ,59 0 3,432 0 ,9 37 0 ,0 28 0 -1,39 1 0 ,323 DDC_CATRO

Aro matic-L-amino -acid  d e carb o xylase  (AADC) (EC 4.1.1.28 ) (DOPA d e carb o xylase ) (Tryp to p han

d e carb o xylase )
TDC

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
De carb o xylase ; Lyase ; Pyrid o xal p ho sp hate

SRR3420 19 _TR8 0 0 2_c0 _g 2_i1_le n=1154 ARGE_ARATH
Q:10 8 4-26 ,H:1-

357
77.31%ID E:0 Ace tylo rnithine  d e ace tylase

PF0 1546 .25^Pe p tid ase _M20 ^Pe p tid ase  family M20 /M25/M40 ^9 4-28 2^E:5.8 e -20 `PF0 76 8 7.11^M20 _d ime r^Pe p tid ase

d ime risatio n d o main^20 2-315^E:2.3e -13
0 ,316 0 ,6 34 0 3,52 0 ,0 8 1,20 6 0 ,0 57 1,315 0 ,50 2 3,9 77 ARGE_ARATH Ace tylo rnithine  d e ace tylase  (EC 3.5.1.16 ) (N-ace tylo rnithinase ) (AO) (Ace tylo rnithinase ) (NAO) At4g 178 30  d l49 45w T6 K21 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-arg inine  b io synthe sis; L-o rnithine  fro m N(2)-

ace tyl-L-o rnithine  (l ine ar): ste p  1/1.

Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Arg inine  b io synthe sis; Co b alt;

Co mp le te  p ro te o me ; Hyd ro lase ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Zinc

SRR3420 19 _TR8 26 6 _c0 _g 2_i1_le n=1510 MY1R1_SOLTU
Q:413-

8 8 6 ,H:24-18 8
57.8 9 %ID E:9 e -39 Transcrip tio n facto r MYB1R1 PF0 0 249 .28 ^Myb _DNA-b ind ing ^Myb -like  DNA-b ind ing  d o main^10 7-151^E:4.6 e -11 0 ,0 0 8 1,28 9 0 2,19 7 0 ,16 8 0 ,459 0 ,722 0 ,143 0 ,0 25 1,171 MY1R1_SOLTU Transcrip tio n facto r MYB1R1 (Myb -re late d  p ro te in R1) (StMYB1R-1) So lanum tub e ro sum (Po tato )

Co mp le te  p ro te o me ; Cyto p lasm; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Stre ss re sp o nse ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR3420 19 _TR8 733_c0 _g 1_i4_le n=2110 ASPG1_ARATH
Q:1530 -

337,H:177-50 0
28 .6 4%ID E:3e -26 Pro te in ASPARTIC PROTEASE IN GUARD CELL 1

PF14543.3^TAXi_N^Xylanase  inhib ito r N-te rminal^8 3-26 5^E:3.6 e -28 `PF0 0 0 26 .20 ^Asp ^Eukaryo tic asp artyl p ro te ase ^9 0 -

49 0 ^E:6 e -0 7`PF14541.3^TAXi_C^Xylanase  inhib ito r C-te rminal^30 9 -48 9 ^E:1.8 e -28
0 ,0 0 4 2,39 9 0 4,149 0 ,0 0 2 1,8 9 4 0 ,0 57 1,29 3 1 -0 ,9 3 ASPG1_ARATH Pro te in ASPARTIC PROTEASE IN GUARD CELL 1 (AtASPG1) (EC 3.4.23.-) ASPG1 At3g 18 49 0  MYF24.22 Arab id o p sis thaliana (Mo use -e ar cre ss)

Asp artyl p ro te ase ; Co mp le te  p ro te o me ; DNA-b ind ing ; Disulfid e  b o nd ;

End o p lasmic re ticulum; Hyd ro lase ; Pro te ase ; Re fe re nce  p ro te o me ; Sig nal

SRR3420 19 _TR8 9 8 2_c2_g 3_i3_le n=9 77 MTDH_APIGR
Q:6 48 -4,H:2-

216
6 2.79 %ID E:7e -8 4 Mannito l d e hyd ro g e nase PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^39 -151^E:2.5e -22 1 0 ,575 0 6 ,8 72 0 ,0 6 6 5,36 2 0 ,0 0 9 5,9 8 4 1 -0 ,318 MTDH_APIGR Mannito l d e hyd ro g e nase  (EC 1.1.1.255) (NAD-d e p e nd e nt mannito l d e hyd ro g e nase ) MTD Ap ium g rave o le ns (Ce le ry) Cyto p lasm; Me tal-b ind ing ; NAD; Oxid o re d uctase ; Zinc

SRR3420 19 _TR9 6 43_c2_g 2_i3_le n=2153 STSY_RAUMA
Q:116 5-

20 31,H:35-322
43.34%ID E:2e -72 Stricto sid ine  synthase PF0 2121.15^IP_trans^Pho sp hatid ylino sito l transfe r p ro te in^4-218 ^E:2.4e -8 2 0 ,0 0 1 6 ,53 0 6 ,78 7 0 ,0 25 1,8 3 0 ,0 38 1,732 1 0 STSY_RAUMA Stricto sid ine  synthase  (EC 4.3.3.2) (Frag me nt) STR1 Rauvo lfia mannii

PATHWAY: Alkalo id  b io synthe sis; 3alp ha(S)-stricto sid ine  b io synthe sis; 3alp ha(S)-

stricto sid ine  fro m se co lo g anin and  tryp tamine : ste p  1/1.
Alkalo id  me tab o lism; G lyco p ro te in; Lyase ; Sig nal; Vacuo le

SRR3420 19 _TR9 6 56 _c0 _g 2_i1_le n=712 PR1B4_ARATH
Q:253-70 8 ,H:8 -

159
6 4.0 5%ID E:9 e -49 PRA1 family p ro te in B4 . 0 ,547 0 ,318 0 2,8 1 0 ,6 9 5 -0 ,174 0 ,8 78 -0 ,0 8 8 1 -0 ,0 0 4 PR1B4_ARATH PRA1 family p ro te in B4 (AtPRA1.B4) PRA1B4 At2g 38 36 0  T19 C21.15 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; End o so me ; Me mb rane ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 19 _TR10 0 0 1_c1_g 1_i1_le n=9 8 4 NA NA NA NA NA . 0 ,0 0 6 1,8 34 0 6 ,9 24 0 ,0 0 5 6 ,125 0 ,0 0 5 6 ,16 4 1 0 . . . . . .

SRR3420 19 _TR10 238 _c0 _g 2_i2_le n=78 2 NA NA NA NA NA PF0 458 8 .10 ^HIG_1_N^Hyp o xia ind uce d  p ro te in co nse rve d  re g io n^21-71^E:5.4e -10 1 -0 ,0 6 3 0 2,0 9 1 0 ,472 0 ,755 0 ,352 0 ,8 8 9 0 ,8 32 -0 ,29 1 . . . . . .

SRR3420 19 _TR116 70 _c0 _g 7_i1_le n=219 5 P2A13_ARATH
Q:9 50 -114,H:1-

28 6
6 1.8 9 %ID E:2e -120 F-b o x p ro te in PP2-A13 PF0 0 6 46 .30 ^F-b o x^F-b o x d o main^56 -9 7^E:0 .0 0 54`PF1429 9 .3^PP2^Phlo e m p ro te in 2^152-310 ^E:1.3e -36 0 ,0 79 1,1 0 2,9 54 0 ,0 0 4 0 ,758 0 ,0 13 0 ,6 51 0 ,0 0 7 1,16 3 P2A13_ARATH

F-b o x p ro te in PP2-A13 (Pro te in PHLOEM PROTEIN 2-LIKE A13) (AtPP2-A13) (SKP1-inte racting

p artne r 9 )
PP2A13 SKIP9  At3g 6 10 6 0  T27I15.150 Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Nucle us; Re fe re nce  p ro te o me ; Ub l

co njug atio n p athway

SRR3420 19 _TR130 74_c0 _g 1_i1_le n=29 0 3 RFS_PEA
Q:26 45-327,H:4-

79 8
6 8 .72%ID E:0 Galactino l--sucro se  g alacto syltransfe rase PF0 56 9 1.9 ^Raffino se _syn^Raffino se  synthase  o r se e d  imb ib itio n p ro te in Sip 1^25-758 ^E:0 0 ,0 77 0 ,78 8 0 1,6 38 0 ,0 7 -0 ,50 4 0 ,0 16 -0 ,6 73 0 ,0 0 5 1,18 6 RFS_PEA Galactino l--sucro se  g alacto syltransfe rase  (EC 2.4.1.8 2) (Raffino se  synthase ) RFS Pisum sativum (Gard e n p e a) Carb o hyd rate  me tab o lism; G lyco syltransfe rase ; Transfe rase

SRR3420 19 _TR13756 _c1_g 1_i1_le n=1526 MOMT_CATRO
Q:311-1354,H:1-

348
9 3.9 7%ID E:0 Myrice tin O-me thyltransfe rase

PF0 8 10 0 .8 ^Dime risatio n^Dime risatio n d o main^27-74^E:8 .4e -20 `PF0 0 8 9 1.15^Me thyltransf_2^O-me thyltransfe rase ^117-

334^E:1.7e -58
1 -0 ,0 6 7 0 2,773 0 ,56 0 ,8 59 1 0 ,48 6 0 ,745 -0 ,179 MOMT_CATRO Myrice tin O-me thyltransfe rase  (EC 2.1.1.26 7) (CrOMT2) (Flavo no id  O-me thyltransfe rase )

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

Ace tylatio n; Dire ct p ro te in se q ue ncing ; Me thyltransfe rase ; S-ad e no syl-L-

me thio nine ; Transfe rase

SRR3420 19 _TR158 0 6 _c0 _g 2_i1_le n=158 8 UBQ4_ARATH
Q:9 5-1240 ,H:1-

38 2
10 0 %ID E:0 Po lyub iq uitin 4

PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^1-71^E:1.4e -15`PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^3-74^E:2.1e -

33`PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-like  d o main^14-6 9 ^E:0 .0 0 0 9 6 `PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-

like ^77-147^E:1.4e -15`PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^79 -150 ^E:2.1e -33`PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-like

d o main^8 8 -145^E:0 .0 0 0 8 8 `PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^153-223^E:1.4e -

15`PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^155-226 ^E:2.1e -33`PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-l ike  d o main^16 4-

221^E:0 .0 0 0 8 8 `PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^229 -29 9 ^E:1.4e -15`PF0 0 240 .20 ^ub iq uitin^Ub iq uitin

family^231-30 2^E:2.1e -33`PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-like  d o main^240 -29 7^E:0 .0 0 0 8 8 `PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-

2 l ike  Rad 6 0  SUMO-like ^30 5-375^E:1.4e -15`PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^30 7-378 ^E:2.1e -

33`PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-like  d o main^316 -373^E:0 .0 0 0 8 8

0 ,78 8 0 ,0 9 2 0 1,38 5 0 ,0 25 0 ,8 1 0 ,0 0 1 1,114 0 ,26 9 0 ,30 8 UBQ4_ARATH Po lyub iq uitin 4 [Cle ave d  into : Ub iq uitin] UBQ4 At5g 20 6 20  T1M15.20 Arab id o p sis thaliana (Mo use -e ar cre ss)
Co mp le te  p ro te o me ; Cyto p lasm; Iso p e p tid e  b o nd ; Nucle us; Re fe re nce

p ro te o me ; Re p e at; Ub l co njug atio n; Ub l co njug atio n p athway

SRR3420 19 _TR16 6 74_c1_g 1_i1_le n=1211 NA NA NA NA NA PF0 0 0 10 .23^HLH^He lix-lo o p -he lix DNA-b ind ing  d o main^14-6 0 ^E:5.1e -0 9 0 ,175 0 ,9 17 0 3,76 6 0 ,0 0 3 2,9 42 0 ,0 1 2,774 1 0 ,216 . . . . . .

SRR3420 19 _TR18 9 0 3_c8 _g 6 _i2_le n=4370 ADS3_ARATH
Q:3244-

4218 ,H:54-36 7
71.78 %ID E:1e -147

Palmito yl-mo no g alacto syld iacylg lyce ro l d e lta-7

d e saturase , chlo ro p lastic

{ECO:0 0 0 0 30 3|Pub Me d :15579 6 6 2}

PF0 0 48 7.21^FA_d e saturase ^Fatty acid  d e saturase ^142-354^E:4e -17 1 -0 ,0 0 2 0 3,337 1 -0 ,18 8 0 ,56 0 ,6 36 0 ,70 5 0 ,18 ADS3_ARATH
Palmito yl-mo no g alacto syld iacylg lyce ro l d e lta-7 d e saturase , chlo ro p lastic (EC 1.14.19 .-) (FAD5)

(Mo no g alacto syld iacylg lyce ro l-sp e cific  p almitic acid  d e saturase )
ADS3 At3g 158 50  MSJ11.25 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Lip id  me tab o lism; o xylip in b io synthe sis.; PATHWAY: Lip id  me tab o lism;

p o lyunsaturate d  fatty acid  b io synthe sis.

Chlo ro p last; Co mp le te  p ro te o me ; Fatty acid  b io synthe sis; Fatty acid

me tab o lism; Iro n; Lip id  b io synthe sis; Lip id  me tab o lism; Me mb rane ;

Oxid o re d uctase ; Oxylip in b io synthe sis; Plastid ; Re fe re nce  p ro te o me ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR3420 19 _TR20 56 0 _c4_g 2_i7_le n=2144 BAT1_ORYSJ
Q:16 15-

116 ,H:19 -518
8 2.8 %ID E:0 Amino -acid  p e rme ase  BAT1 ho mo lo g

PF13520 .3^AA_p e rme ase _2^Amino  acid  p e rme ase ^43-49 9 ^E:2.4e -6 1`PF0 0 324.18 ^AA_p e rme ase ^Amino  acid  p e rme ase ^6 7-

518 ^E:2e -24
0 ,0 44 1,148 0 2,0 9 1 0 ,548 -0 ,277 0 ,13 -0 ,6 7 1 -0 ,136 BAT1_ORYSJ Amino -acid  p e rme ase  BAT1 ho mo lo g

BAT1 Os0 1g 0 6 0 720 0

LOC_Os0 1g 42234 OsJ_0 2547
Oryza sativa sub sp . jap o nica (Rice )

Amino -acid  transp o rt; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 19 _TR20 79 4_c0 _g 2_i1_le n=56 3 GAT1_ARATH
Q:28 2-

56 3,H:13-10 6
71.28 %ID E:2e -29 GABA transp o rte r 1 PF0 149 0 .15^Aa_trans^Transme mb rane  amino  acid  transp o rte r p ro te in^41-117^E:4.7e -13 0 ,0 0 2 6 ,29 9 0 3,38 1 1 0 ,0 9 3 1 0 ,18 0 ,6 9 2 -0 ,742 GAT1_ARATH GABA transp o rte r 1 (AtGAT1) (Bid ire ctio nal amino  acid  transp o rte r 1) GAT1 BAT1 At1g 0 8 230  T23G18 .9 Arab id o p sis thaliana (Mo use -e ar cre ss)

Amino -acid  transp o rt; Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ;

Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 19 _TR21130 _c0 _g 1_i1_le n=6 74 10 HGO_CATRO
Q:6 74-

120 ,H:176 -36 0
72.43%ID E:1e -71 8 -hyd ro xyg e ranio l d e hyd ro g e nase PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing  d e hyd ro g e nase ^19 -142^E:3.7e -18 0 ,226 1,9 35 0 4,179 0 ,0 6 6 5,39 0 ,0 34 5,525 1 -0 ,10 6 10 HGO_CATRO 8 -hyd ro xyg e ranio l d e hyd ro g e nase  (Cr10 HGO) (EC 1.1.1.324) 10 HGO

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
Me tal-b ind ing ; NADP; Oxid o re d uctase ; Zinc

SRR3420 19 _TR219 11_c0 _g 1_i5_le n=18 8 6 BT2_ARATH
Q:1171-

159 3,H:213-36 2
59 .33%ID E:1e -46 BTB/POZ and  TAZ d o main-co ntaining  p ro te in 2 PF0 2135.13^zf-TAZ^TAZ zinc fing e r^1-8 4^E:3.6 e -12 0 ,0 17 1,555 0 1,8 32 1 0 ,9 18 1 0 ,8 0 ,9 38 -0 ,0 55 BT2_ARATH BTB/POZ and  TAZ d o main-co ntaining  p ro te in 2 (BTB and  TAZ d o main p ro te in 2) BT2 At3g 48 36 0  T29 H11.120 Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

Co mp le te  p ro te o me ; Cyto p lasm; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Ub l co njug atio n p athway; Zinc; Zinc-fing e r

SRR3420 19 _TR226 9 9 _c0 _g 1_i2_le n=216 3 GH31_ARATH
Q:158 0 -

20 1,H:139 -58 9
8 1.78 %ID E:0 Pro b ab le  ind o le -3-ace tic acid -amid o  synthe tase  GH3.1 PF0 3321.10 ^GH3^GH3 auxin-re sp o nsive  p ro mo te r^8 -438 ^E:5.2e -16 5 1 2,6 35 0 7,0 9 1 0 ,50 2 4,176 1 3,148 1 -1,0 43 GH31_ARATH

Pro b ab le  ind o le -3-ace tic acid -amid o  synthe tase  GH3.1 (EC 6 .3.2.-) (Auxin-re sp o nsive  GH3-like

p ro te in 1) (AtGH3-1)
GH3.1 At2g 149 6 0  T26 I20 .12 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Lig ase ; Re fe re nce  p ro te o me

SRR3420 19 _TR228 55_c4_g 10 _i3_le n=20 51 BAS1_ORYSJ
Q:8 6 3-

276 ,H:6 6 -26 1
9 5.41%ID E:8 e -130 2-Cys p e ro xire d o xin BAS1, chlo ro p lastic

PF0 0 578 .18 ^Ahp C-TSA^Ahp C/TSA family^78 -211^E:5e -41`PF0 8 534.7^Re d o xin^Re d o xin^78 -213^E:7.1e -15`PF10 417.6 ^1-

cysPrx_C^C-te rminal d o main o f 1-Cys p e ro xire d o xin^232-26 7^E:5e -11
0 ,239 1,242 0 6 ,19 1 0 ,0 34 5,6 45 0 ,50 2 3,8 41 1 0 BAS1_ORYSJ 2-Cys p e ro xire d o xin BAS1, chlo ro p lastic (EC 1.11.1.15) (Thio l-sp e cific  antio xid ant p ro te in)

BAS1 Os0 2g 0 53770 0

LOC_Os0 2g 33450  OSJNBa0 0 14M17.2

P0 50 8 B0 5.23

Oryza sativa sub sp . jap o nica (Rice )

Antio xid ant; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ;

Disulfid e  b o nd ; Hyd ro g e n p e ro xid e ; Oxid o re d uctase ; Pe ro xid ase ; Plastid ;

Re d o x-active  ce nte r; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 19 _TR2446 4_c0 _g 10 _i2_le n=6 52 GSHRC_PEA
Q:117-

6 50 ,H:239 -416
8 1.46 %ID E:3e -10 3 Glutathio ne  re d uctase , cyto so lic

PF0 79 9 2.11^Pyr_re d o x_2^Pyrid ine  nucle o tid e -d isulp hid e  o xid o re d uctase ^14-127^E:4.6 e -28 `PF0 0 0 70 .24^Pyr_re d o x^Pyrid ine

nucle o tid e -d isulp hid e  o xid o re d uctase ^14-53^E:7.6 e -0 5
0 ,326 -0 ,36 6 0 1,40 3 0 ,0 54 0 ,9 0 6 0 ,132 0 ,717 0 ,512 0 ,18 6 GSHRC_PEA Glutathio ne  re d uctase , cyto so lic (GR) (GRase ) (EC 1.8 .1.7) (GOR2) Pisum sativum (Gard e n p e a)

Cyto p lasm; Disulfid e  b o nd ; FAD; Flavo p ro te in; NADP; Oxid o re d uctase ; Re d o x-

active  ce nte r

SRR3420 19 _TR248 49 _c2_g 4_i2_le n=2320 NA NA NA NA NA

PF0 16 9 9 .21^Na_Ca_e x^So d ium/calc ium e xchang e r p ro te in^74-250 ^E:1.8 e -0 8 `PF138 33.3^EF-hand _8 ^EF-hand  d o main

p air^278 -316 ^E:0 .0 0 0 7`PF1349 9 .3^EF-hand _7^EF-hand  d o main p air^29 1-356 ^E:7.1e -11`PF1320 2.3^EF-hand _5^EF hand ^29 4-

318 ^E:2.4e -0 5`PF0 16 9 9 .21^Na_Ca_e x^So d ium/calc ium e xchang e r p ro te in^422-49 6 ^E:2.2e -0 5

0 ,513 -0 ,221 0 1,9 1 0 ,1 -0 ,79 0 ,0 0 7 0 ,9 9 5 0 ,555 0 ,327 . . . . . .

SRR3420 19 _TR26 415_c0 _g 1_i1_le n=120 9 PS12A_ARATH
Q:10 42-6 2,H:4-

330
79 .51%ID E:5e -179

26 S p ro te aso me  no n-ATPase  re g ulato ry sub unit 12

ho mo lo g  A
. 0 ,415 -0 ,38 6 0 3,26 2 0 ,49 6 -0 ,414 0 ,6 9 1 -0 ,211 0 ,6 9 2 0 ,9 21 PS12A_ARATH

26 S p ro te aso me  no n-ATPase  re g ulato ry sub unit 12 ho mo lo g  A (26 S p ro te aso me  re g ulato ry sub unit

RPN5a) (AtRPN5a) (26 S p ro te aso me  re g ulato ry sub unit p 55 ho mo lo g  A) (Pro te in EMBRYO

DEFECTIVE 210 7) (Pro te in MARIPOSA)

RPN5A EMB210 7 MSA At5g 0 9 9 0 0

MYH9 .11
Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co ile d  co il; Co mp le te  p ro te o me ; Cyto p lasm; Nucle us;

Pro te aso me ; Re fe re nce  p ro te o me

SRR3420 19 _TR30 58 3_c1_g 2_i7_le n=1140 DNJH2_ALLPO
Q:153-

9 0 5,H:16 8 -418
8 4.8 6 %ID E:7e -136 DnaJ p ro te in ho mo lo g  2

PF0 0 6 8 4.16 ^DnaJ_CXXCXGXG^DnaJ ce ntral d o main^9 -6 9 ^E:1.6 e -12`PF0 1556 .15^DnaJ_C^DnaJ C te rminal d o main^28 -

19 8 ^E:1.9 e -32
0 ,427 0 ,26 5 0 1,57 0 ,9 1 0 ,0 49 0 ,9 0 8 -0 ,0 38 0 ,8 78 0 ,0 46 DNJH2_ALLPO DnaJ p ro te in ho mo lo g  2 LDJ2

Allium p o rrum (Le e k) (All ium

amp e lo p rasum var. p o rrum)

Chap e ro ne ; Lip o p ro te in; Me mb rane ; Me tal-b ind ing ; Me thylatio n; Pre nylatio n;

Re p e at; Zinc; Zinc-fing e r

SRR3420 19 _TR3128 5_c1_g 3_i1_le n=722 NA NA NA NA NA PF0 40 6 1.11^ORMDL^ORMDL family^15-112^E:4.1e -37 0 ,0 49 -1,238 0 4,118 0 ,50 2 3,775 1 0 0 ,719 0 ,326 . . . . . .

SRR3420 19 _TR3136 6 _c0 _g 2_i1_le n=724 21KD_DAUCA
Q:174-

6 59 ,H:28 -18 9
56 .17%ID E:7e -6 5 21 kDa p ro te in PF0 40 43.12^PMEI^Plant inve rtase /p e ctin me thyle ste rase  inhib ito r^57-213^E:5.3e -35 0 ,0 0 2 0 ,727 0 2,15 0 ,0 0 6 0 ,725 0 ,26 0 ,311 0 ,59 6 -0 ,123 21KD_DAUCA 21 kDa p ro te in (1.2 p ro te in) Daucus caro ta (Wild  carro t) Sig nal

SRR3420 19 _TR349 50 _c0 _g 1_i1_le n=1157 ERF4_NICSY
Q:8 8 6 -

239 ,H:15-226
57.27%ID E:7e -40 Ethyle ne -re sp o nsive  transcrip tio n facto r 4 PF0 0 8 47.17^AP2^AP2 d o main^25-74^E:2.2e -14 0 ,0 37 1,33 0 3,118 0 ,0 4 0 ,6 9 5 0 ,359 0 ,346 0 ,30 6 0 ,541 ERF4_NICSY

Ethyle ne -re sp o nsive  transcrip tio n facto r 4 (Ethyle ne -re sp o nsive  e le me nt-b ind ing  facto r 3) (EREBP-

3) (Ethyle ne -re sp o nsive  e le me nt-b ind ing  facto r 4 ho mo lo g ) (NsERF3)
ERF4 ERF-3 ERF3

Nico tiana sylve stris (Wo o d  to b acco )

(So uth Ame rican to b acco )

DNA-b ind ing ; Ethyle ne  sig naling  p athway; Nucle us; Plant d e fe nse ; Re p re sso r;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR3420 19 _TR35374_c1_g 1_i3_le n=6 46 CYT5_ARATH
Q:455-

19 8 ,H:28 -114
6 2.0 7%ID E:5e -33 Cyste ine  p ro te inase  inhib ito r 5

PF0 0 0 31.18 ^Cystatin^Cystatin d o main^34-119 ^E:4.4e -15`PF16 8 45.2^SQAPI^Asp artic acid  p ro te inase  inhib ito r^39 -119 ^E:7.2e -

37`PF0 7430 .8 ^PP1^Phlo e m filame nt p ro te in PP1 cystatin-like  d o main^47-115^E:0 .0 0 0 13
0 ,70 7 -0 ,30 1 0 2,713 1 0 ,0 0 6 0 ,746 -0 ,128 0 ,50 2 3,20 1 CYT5_ARATH Cyste ine  p ro te inase  inhib ito r 5 (AtCYS-5) CYS5 At5g 47550  MNJ7.14 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; G lyco p ro te in; Plant d e fe nse ; Pro te ase  inhib ito r;

Re fe re nce  p ro te o me ; Se cre te d ; Sig nal; Thio l p ro te ase  inhib ito r

SRR3420 19 _TR36 227_c6 _g 7_i9 _le n=249 2 C7BL3_CICIN
Q:16 27-

245,H:33-48 6
38 .53%ID E:3e -114 Co stuno lid e  synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^6 2-50 8 ^E:6 .2e -8 6 0 ,0 0 2 0 ,9 0 8 0 2,746 0 ,10 2 0 ,58 8 0 ,439 -0 ,36 2 0 ,59 7 0 ,39 7 C7BL3_CICIN Co stuno lid e  synthase  (CiCOS) (EC 1.14.13.120 ) (Cyto chro me  P450  71BL3) CYP71BL3 COS Cicho rium intyb us (Chico ry)

He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP;

Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix

SRR3420 19 _TR36 9 10 _c0 _g 2_i1_le n=118 7 NA NA NA NA NA PF0 0 6 12.24^IQ^IQ calmo d ulin-b ind ing  mo tif^6 8 -8 6 ^E:3.5e -0 5`PF0 2179 .13^BAG^BAG d o main^9 1-16 3^E:4.7e -11 0 ,44 0 ,6 8 6 0 3,16 1 0 ,50 5 0 ,517 0 ,9 72 0 ,732 -0 ,6 2 . . . . . .

SRR3420 19 _TR370 0 6 _c3_g 3_i1_le n=754 TBA4_ARATH
Q:510 -1,H:1-

170
9 8 .8 2%ID E:7e -10 4 Tub ulin alp ha-4 chain PF0 0 0 9 1.22^Tub ulin^Tub ulin/FtsZ family, GTPase  d o main^3-16 8 ^E:3.8 e -52 0 -1,0 42 0 4,26 9 0 ,0 44 -0 ,759 0 ,20 6 -0 ,46 5 0 ,0 26 0 ,6 0 2 TBA4_ARATH Tub ulin alp ha-4 chain TUBA4 TUA4 At1g 0 48 20  F13M7.19 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Co mp le te  p ro te o me ; Cyto p lasm; Cyto ske le to n; GTP-b ind ing ;

Micro tub ule ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR3420 19 _TR37278 _c0 _g 1_i5_le n=2170 LAL5_ARATH
Q:29 0 -

16 8 7,H:8 -46 4
59 .8 7%ID E:7e -16 8 . PF0 1554.15^MatE^MatE^57-216 ^E:1.4e -29 `PF0 1554.15^MatE^MatE^278 -439 ^E:1.1e -25 0 ,59 4 0 ,232 0 5,56 6 0 ,117 0 ,9 28 0 ,19 6 0 ,8 0 9 0 ,0 0 2 1,8 55 DTX18 _ARATH

Pro te in DETOXIFICATION 18  (AtDTX18 ) (Multid rug  and  to xic co mp o und  e xtrusio n p ro te in 18 )

(MATE p ro te in 18 ) (Pro te in LIKE ALF5)
DTX18  LAL5 At3g 23550  MDB19 .3 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR3420 19 _TR3728 1_c0 _g 2_i1_le n=1210 MSBP2_ARATH
Q:212-718 ,H:1-

16 8
77.51%ID E:6 e -78 Me mb rane  ste ro id -b ind ing  p ro te in 2 PF0 0 173.25^Cyt-b 5^Cyto chro me  b 5-like  He me /Ste ro id  b ind ing  d o main^73-16 7^E:1.6 e -13 0 ,276 0 ,25 0 1,577 0 ,0 27 0 ,56 1 0 ,0 5 0 ,50 2 0 ,738 0 ,0 79 MSBP2_ARATH

Me mb rane  ste ro id -b ind ing  p ro te in 2 (AtMP2) (Me mb rane -asso ciate d  p ro g e ste ro ne -b ind ing  p ro te in

3) (AtMAPR3)

MSBP2 MAPR3 MP2 At3g 48 8 9 0

T21J18 .16 0
Arab id o p sis thaliana (Mo use -e ar cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Lip id -b ind ing ; Me mb rane ;

Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Ste ro id -b ind ing ; Transme mb rane ;

Transme mb rane  he lix

SRR3420 19 _TR3749 8 _c2_g 6 _i1_le n=26 47 INT1_ARATH
Q:19 36 -

39 8 ,H:3-49 6
6 9 .75%ID E:0 Ino sito l transp o rte r 1

PF0 0 0 8 3.21^Sug ar_tr^Sug ar (and  o the r) transp o rte r^11-30 0 ^E:8 .6 e -8 0 `PF0 76 9 0 .13^MFS_1^Majo r Facil itato r Sup e rfamily^11-

249 ^E:8 .2e -12
0 ,211 0 ,6 8 8 0 2,723 0 ,0 45 1,359 0 ,0 0 4 1,8 14 1 -0 ,49 8 INT1_ARATH Ino sito l transp o rte r 1 INT1 At2g 43330  T1O24.7 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Symp o rt;

Transme mb rane ; Transme mb rane  he lix; Transp o rt; Vacuo le

SRR3420 19 _TR38 0 71_c4_g 2_i20 _le n=228 7 ARGE_ARATH
Q:26 0 -

10 75,H:1-275
6 9 .2%ID E:3e -130 Ace tylo rnithine  d e ace tylase

PF0 1546 .25^Pe p tid ase _M20 ^Pe p tid ase  family M20 /M25/M40 ^9 5-228 ^E:4e -19 `PF0 76 8 7.11^M20 _d ime r^Pe p tid ase

d ime risatio n d o main^20 3-243^E:0 .0 0 0 13
0 ,0 76 2,9 43 0 4,38 4 0 ,0 17 3,533 0 ,129 2,6 27 1 0 ,79 8 ARGE_ARATH Ace tylo rnithine  d e ace tylase  (EC 3.5.1.16 ) (N-ace tylo rnithinase ) (AO) (Ace tylo rnithinase ) (NAO) At4g 178 30  d l49 45w T6 K21 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-arg inine  b io synthe sis; L-o rnithine  fro m N(2)-

ace tyl-L-o rnithine  (l ine ar): ste p  1/1.

Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Arg inine  b io synthe sis; Co b alt;

Co mp le te  p ro te o me ; Hyd ro lase ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Zinc

SRR3420 19 _TR38 6 16 _c0 _g 1_i2_le n=9 10 CPC_CUCSA
Q:778 -455,H:4-

111
48 .6 5%ID E:2e -24 Cucumb e r p e e ling  cup re d o xin PF0 229 8 .14^Cu_b ind _like ^Plasto cyanin-like  d o main^35-121^E:6 .5e -23 1 -1,49 5 0 ,0 0 1 3,443 0 ,241 0 ,6 6 8 0 ,121 0 ,8 7 1 0 ,29 8 CPC_CUCSA Cucumb e r p e e ling  cup re d o xin (CPC) (Ste llacyanin) Cucumis sativus (Cucumb e r)

3D-structure ; Co p p e r; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; Ele ctro n

transp o rt; G lyco p ro te in; Hyd ro xylatio n; Me tal-b ind ing ; Pyrro lid o ne  carb o xylic

acid ; Transp o rt

SRR3420 19 _TR38 8 36 _c2_g 1_i5_le n=28 6 9 DCE_SOLLC
Q:2258 -

28 6 9 ,H:1-20 5
8 4.8 8 %ID E:3e -10 5 Glutamate  d e carb o xylase PF0 6 50 7.10 ^Auxin_re sp ^Auxin re sp o nse  facto r^1-40 ^E:3e -15 0 ,0 0 2 1,133 0 1,39 7 0 ,0 14 1,0 44 0 ,0 32 0 ,9 35 0 ,0 0 1 1,0 14 DCE_SOLLC Glutamate  d e carb o xylase  (GAD) (EC 4.1.1.15) (ERT D1)

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Calmo d ulin-b ind ing ; Co mp le te  p ro te o me ; De carb o xylase ; Lyase ; Pyrid o xal

p ho sp hate ; Re fe re nce  p ro te o me

SRR3420 22_TR9 8 _c1_g 13_i2_le n=16 8 6 E1313_ARATH
Q:256 -

156 3,H:30 -446
43.28 %ID E:2e -120 Glucan e nd o -1,3-b e ta-g luco sid ase  13 PF0 0 332.15^Glyco _hyd ro _17^Glyco syl hyd ro lase s family 17^35-351^E:7.2e -9 9 `PF0 79 8 3.10 ^X8 ^X8  d o main^39 5-46 6 ^E:7.6 e -22 0 ,77 -0 ,19 6 0 9 ,56 7 0 ,50 2 4,19 1 0 0 ,547 0 ,37 E1313_ARATH

Glucan e nd o -1,3-b e ta-g luco sid ase  13 (EC 3.2.1.39 ) ((1->3)-b e ta-g lucan e nd o hyd ro lase  13) ((1->3)-

b e ta-g lucanase  13) (Be ta-1,3-e nd o g lucanase  13) (Be ta-1,3-g lucanase  13)
At5g 56 59 0  MIK19 .3 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ce ll me mb rane ; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te

p ro te o me ; Disulfid e  b o nd ; GPI-ancho r; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ;

Lip o p ro te in; Me mb rane ; Plant d e fe nse ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 22_TR447_c1_g 4_i2_le n=1712 CESA2_ARATH
Q:146 -1711,H:1-

50 7
73.6 1%ID E:0 Ce llulo se  synthase  A catalytic sub unit 2 [UDP-fo rming ]

PF1456 9 .3^zf-UDP^Zinc-b ind ing  RING-fing e r^30 -10 5^E:2.5e -41`PF0 3552.11^Ce llulo se _synt^Ce llulo se  synthase ^371-

522^E:9 .7e -8 9
0 ,0 0 2 0 ,8 51 0 3,0 6 0 ,15 -0 ,418 0 ,55 -0 ,175 1 0 ,8 42 CESA2_ARATH Ce llulo se  synthase  A catalytic sub unit 2 [UDP-fo rming ] (AtCe sA2) (Ath-A) (EC 2.4.1.12) CESA2 ATHA At4g 39 350  T22F8 .250 Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: G lycan me tab o lism; p lant ce llulo se  b io synthe sis.

Ace tylatio n; Ce ll me mb rane ; Ce ll wall b io g e ne sis/d e g rad atio n; Ce llulo se

b io synthe sis; Co ile d  co il; Co mp le te  p ro te o me ; G lyco p ro te in;

G lyco syltransfe rase ; Me mb rane ; Me tal-b ind ing ; Re fe re nce  p ro te o me ;

Transfe rase ; Transme mb rane ; Transme mb rane  he lix; Zinc; Zinc-fing e r

SRR3420 22_TR1355_c0 _g 2_i1_le n=9 8 9 DNJ20 _ARATH
Q:38 7-

79 7,H:6 6 -19 7
57.25%ID E:2e -44 Chap e ro ne  p ro te in d naJ 20 , chlo ro p lastic PF0 0 226 .28 ^DnaJ^DnaJ d o main^8 0 -144^E:3.1e -21 1 0 ,0 0 4 0 2,555 0 ,46 1 1,6 6 9 0 ,0 16 2,8 0 9 1 0 ,0 0 9 DNJ20 _ARATH Chap e ro ne  p ro te in d naJ 20 , chlo ro p lastic (AtDjC20 ) (AtJ20 ) ATJ20  C20  J20  At4g 138 30  F18 A5.220 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Plastid ;

Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 22_TR158 6 _c2_g 8 _i3_le n=349 2 METK1_CATRO
Q:18 36 -

30 14,H:1-39 3
9 9 .75%ID E:0 S-ad e no sylme thio nine  synthase  1

PF0 0 438 .17^S-Ad o Me t_synt_N^S-ad e no sylme thio nine  synthe tase , N-te rminal d o main^4-10 1^E:8 .4e -43`PF0 2772.13^S-

Ad o Me t_synt_M^S-ad e no sylme thio nine  synthe tase , ce ntral d o main^117-238 ^E:1.7e -46 `PF0 2773.13^S-Ad o Me t_synt_C^S-

ad e no sylme thio nine  synthe tase , C-te rminal d o main^240 -38 1^E:2e -6 2

0 ,18 2 0 ,50 7 0 1,6 8 5 0 ,30 6 0 ,50 3 0 ,30 6 0 ,517 0 ,9 1 -0 ,0 29 METK1_CATRO
S-ad e no sylme thio nine  synthase  1 (Ad o Me t synthase  1) (EC 2.5.1.6 ) (Me thio nine

ad e no syltransfe rase  1) (MAT 1)
SAMS1

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Amino -acid  b io synthe sis; S-ad e no syl-L-me thio nine  b io synthe sis; S-

ad e no syl-L-me thio nine  fro m L-me thio nine : ste p  1/1.

ATP-b ind ing ; Co b alt; Cyto p lasm; Mag ne sium; Mang ane se ; Me tal-b ind ing ;

Nucle o tid e -b ind ing ; One -carb o n me tab o lism; Po tassium; Transfe rase

SRR3420 22_TR18 13_c1_g 9 _i2_le n=126 2 NA NA NA NA NA . 0 ,0 12 0 ,9 29 0 1,26 1 1 0 ,16 8 0 ,59 3 0 ,741 0 ,9 15 -0 ,0 6 9 . . . . . .

SRR3420 22_TR18 9 8 _c4_g 2_i3_le n=16 76 PSAB_SOLTU
Q:26 3-

158 5,H:29 4-734
9 9 .32%ID E:0

Pho to syste m I P70 0  chlo ro p hyll a ap o p ro te in A2

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 0 48 2}
PF0 0 223.16 ^PsaA_PsaB^Pho to syste m I p saA/p saB p ro te in^1-427^E:1.6 e -217 0 ,159 0 ,50 7 0 1,9 6 5 0 -2,29 2 0 -1,49 1 0 PSAB_SOLTU Pho to syste m I P70 0  chlo ro p hyll a ap o p ro te in A2 (EC 1.9 7.1.12) (PSI-B) (PsaB) p saB So lanum tub e ro sum (Po tato )

4Fe -4S; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Ele ctro n

transp o rt; Iro n; Iro n-sulfur; Mag ne sium; Me mb rane ; Me tal-b ind ing ;

Oxid o re d uctase ; Pho to synthe sis; Pho to syste m I; Plastid ; Re fe re nce  p ro te o me ;

Thylako id ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 22_TR19 8 1_c1_g 1_i1_le n=6 36 UBIQP_AVEFA
Q:1-570 ,H:53-

242
9 9 .47%ID E:1e -130 Po lyub iq uitin

PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^25-9 5^E:4.2e -16 `PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^27-

9 8 ^E:6 .2e -34`PF138 8 1.3^Rad 6 0 -SLD_2^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^34-9 5^E:0 .0 7`PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-l ike

d o main^36 -9 3^E:0 .0 0 0 28 `PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^10 1-171^E:4.2e -

16 `PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^10 3-174^E:6 .2e -34`PF138 8 1.3^Rad 6 0 -SLD_2^Ub iq uitin-2 l ike  Rad 6 0  SUMO-

like ^110 -171^E:0 .0 6 5`PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-like  d o main^112-16 9 ^E:0 .0 0 0 28

0 ,8 23 0 ,0 8 6 0 1,46 9 0 ,6 27 -0 ,155 0 ,8 74 -0 ,0 5 0 ,0 0 3 1,143 UBIQP_AVEFA Po lyub iq uitin [Cle ave d  into : Ub iq uitin] Ave na fatua (Wild  o ats) Cyto p lasm; Iso p e p tid e  b o nd ; Nucle us; Re p e at; Ub l co njug atio n

SRR3420 22_TR246 7_c1_g 7_i4_le n=1549 RNLE_SOLLC
Q:76 2-

10 3,H:11-230
6 3.8 %ID E:3e -9 9 Extrace llular rib o nucle ase  LE PF0 0 445.15^Rib o nucle ase _T2^Rib o nucle ase  T2 family^28 -20 2^E:1.1e -59 0 ,0 6 6 3,76 0 8 ,179 0 ,0 43 3,70 7 0 ,38 1 2,6 42 1 0 RNLE_SOLLC Extrace llular rib o nucle ase  LE (RNase  LE) (EC 3.1.27.1)

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

3D-structure ; Ce ll wall; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ;

Disulfid e  b o nd ; End o nucle ase ; Hyd ro lase ; Nucle ase ; Re fe re nce  p ro te o me ;

Se cre te d ; Sig nal; Stre ss re sp o nse

SRR3420 22_TR36 57_c1_g 2_i2_le n=70 9 RAE1C_ARATH
Q:135-

6 6 8 ,H:15-19 2
9 5.51%ID E:1e -10 3 Ras-re late d  p ro te in RABE1c

PF0 0 0 25.18 ^Arf^ADP-rib o sylatio n facto r family^16 -16 3^E:1.7e -15`PF0 0 0 71.19 ^Ras^Ras family^17-178 ^E:1.1e -

6 6 `PF0 8 477.10 ^Ro c^Ras o f Co mp le x, Ro c, d o main o f DAPkinase ^17-132^E:3.4e -35`PF0 46 70 .9 ^Gtr1_Rag A^Gtr1/Rag A G

p ro te in co nse rve d  re g io n^17-132^E:3.4e -0 5`PF0 19 26 .20 ^MMR_HSR1^50 S rib o so me -b ind ing  GTPase ^18 -128 ^E:3.6 e -0 5

0 ,8 7 -0 ,0 8 1 0 1,6 24 0 ,312 0 ,318 0 ,244 0 ,353 0 ,6 51 0 ,124 RAE1C_ARATH
Ras-re late d  p ro te in RABE1c (AtRABE1c) (Ras-re late d  p ro te in Ara-3) (Ras-re late d  p ro te in Rab 8 A)

(AtRab 8 A)

RABE1C ARA-3 RAB8 A At3g 46 0 6 0

F12M12.30
Arab id o p sis thaliana (Mo use -e ar cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; GTP-b ind ing ; Go lg i ap p aratus;

Lip o p ro te in; Me mb rane ; Nucle o tid e -b ind ing ; Pre nylatio n; Pro te in transp o rt;

Re fe re nce  p ro te o me ; Transp o rt

SRR3420 22_TR446 8 _c0 _g 1_i1_le n=1311 NA NA NA NA NA PF0 7223.8 ^DUF1421^Pro te in o f unkno wn functio n (DUF1421)^242-435^E:5.1e -35 0 ,8 26 0 ,11 0 ,0 0 1 1,751 0 ,24 0 ,50 8 0 ,20 4 0 ,542 0 ,48 4 0 ,435 . . . . . .

SRR3420 22_TR46 52_c0 _g 1_i2_le n=130 3 MER_ERYCB
Q:8 4-10 52,H:1-

327
56 .6 7%ID E:7e -122 Me thyle cg o no ne  re d uctase PF0 0 248 .18 ^Ald o _ke t_re d ^Ald o /ke to  re d uctase  family^35-29 4^E:2.1e -49 0 ,19 9 0 ,328 0 1,573 0 ,353 0 ,258 0 ,454 -0 ,226 0 ,0 38 0 ,522 MER_ERYCB Me thyle cg o no ne  re d uctase  (Me cg o R) (EC 1.1.1.334) Erythro xylum co ca (Co ca p lant) Alkalo id  me tab o lism; NADP; Oxid o re d uctase

SRR3420 22_TR50 8 9 _c0 _g 3_i4_le n=514 NA NA NA NA NA PF0 0 58 2.23^Usp ^Unive rsal stre ss p ro te in family^50 -170 ^E:7.4e -20 0 ,48 4 0 ,38 5 0 2,38 9 0 ,0 0 4 0 ,9 6 1 0 ,26 8 0 ,40 9 0 ,526 -0 ,30 9 . . . . . .

SRR3420 22_TR5735_c0 _g 2_i2_le n=159 1 CALX_SOYBN
Q:1322-

8 1,H:20 -438
8 0 .6 7%ID E:0 Calne xin ho mo lo g PF0 0 26 2.15^Calre ticulin^Calre ticulin family^34-38 9 ^E:1.9 e -147 0 ,0 8 3 -0 ,476 0 2,741 0 ,8 9 8 -0 ,0 6 4 0 ,8 9 8 -0 ,0 6 4 0 ,115 0 ,46 3 CALX_SOYBN Calne xin ho mo lo g Glycine  max (So yb e an) (G lycine  hisp id a)

Calcium; Chap e ro ne ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; End o p lasmic

re ticulum; G lyco p ro te in; Le ctin; Me mb rane ; Me tal-b ind ing ; Re fe re nce

p ro te o me ; Re p e at; Sig nal; Transme mb rane ; Transme mb rane  he lix

SRR3420 22_TR6 753_c0 _g 1_i3_le n=749 DV4H_CATRO
Q:743-

26 4,H:240 -40 1
51.23%ID E:1e -52 De ace to xyvind o line  4-hyd ro xylase PF0 3171.17^2OG-Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^14-10 6 ^E:8 e -24 0 ,0 0 9 3,9 38 0 7,8 41 1 2,30 6 1 3,0 32 1 -1,6 56 DV4H_CATRO De ace to xyvind o line  4-hyd ro xylase  (EC 1.14.11.20 ) D4H

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Alkalo id  b io synthe sis; vind o line  b io synthe sis; vind o line  fro m tab e rso nine :

ste p  5/6 .

Cyto p lasm; Dio xyg e nase ; Dire ct p ro te in se q ue ncing ; Iro n; Me tal-b ind ing ;

Oxid o re d uctase ; Vitamin C

SRR3420 22_TR6 79 7_c3_g 1_i1_le n=29 19 RFS2_ARATH
Q:26 9 2-

36 8 ,H:1-773
77.9 6 %ID E:0 Pro b ab le  g alactino l--sucro se  g alacto syltransfe rase  2 PF0 56 9 1.9 ^Raffino se _syn^Raffino se  synthase  o r se e d  imb ib itio n p ro te in Sip 1^7-759 ^E:0 0 ,28 3 0 ,29 7 0 3,336 0 ,0 15 0 ,526 0 ,356 0 ,20 3 0 ,0 17 5,778 RFS2_ARATH

Pro b ab le  g alactino l--sucro se  g alacto syltransfe rase  2 (EC 2.4.1.8 2) (Pro te in SEED IMBIBITION 2)

(Raffino se  synthase  2)
RFS2 RS2 SIP2 At3g 57520  T8 H10 .120 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Carb o hyd rate  me tab o lism; Co mp le te  p ro te o me ;

Glyco syltransfe rase ; Re fe re nce  p ro te o me ; Transfe rase

SRR3420 22_TR8 56 8 _c0 _g 1_i2_le n=19 34 NA NA NA NA NA PF0 0 40 3.23^HMA^He avy-me tal-asso ciate d  d o main^13-70 ^E:1.1e -15 0 ,237 0 ,451 0 1,48 2 0 ,0 11 1,55 0 ,0 11 1,526 0 ,0 16 -1,9 75 . . . . . .

SRR3420 22_TR8 6 39 _c2_g 3_i2_le n=220 5 BIP5_TOBAC
Q:139 -

20 76 ,H:1-6 46
9 6 .28 %ID E:0 Luminal-b ind ing  p ro te in 5 PF0 0 0 12.17^HSP70 ^Hsp 70  p ro te in^38 -6 45^E:5e -26 9 `PF0 6 723.10 ^Mre B_Mb l^Mre B/Mb l p ro te in^153-40 5^E:4.7e -16 0 ,316 -0 ,333 0 1,524 0 ,8 0 7 0 ,18 9 0 ,255 -0 ,6 11 0 ,0 6 6 1,739 BIP5_TOBAC Luminal-b ind ing  p ro te in 5 (BiP 5) (78  kDa g luco se -re g ulate d  p ro te in ho mo lo g  5) (GRP-78 -5) BIP5 Nico tiana tab acum (Co mmo n to b acco ) ATP-b ind ing ; End o p lasmic re ticulum; G lyco p ro te in; Nucle o tid e -b ind ing ; Sig nal

SRR3420 22_TR8 9 39 _c1_g 2_i3_le n=19 21 C76 BA_SWEMU
Q:18 0 -

1514,H:45-49 1
52.13%ID E:3e -170 Ge ranio l 8 -hyd ro xylase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^48 -49 2^E:9 .6 e -10 9 0 ,0 51 1,149 0 3,6 6 6 0 ,16 3 -0 ,40 9 0 ,0 8 2 -0 ,528 1 0 ,0 28 C76 BA_SWEMU

Ge ranio l 8 -hyd ro xylase  (EC 1.14.13.152) (Cyto chro me  P450  76 B10 ) (Ge ranio l 10 -hyd ro xylase )

(SmG10 H)
CYP76 B10  G10 H Swe rtia musso tii (Fe lwo rt)

End o p lasmic re ticulum; He me ; Iro n; Me mb rane ; Me tal-b ind ing ;

Mo no o xyg e nase ; NADP; Oxid o re d uctase ; Transme mb rane ; Transme mb rane

he lix

SRR3420 22_TR9 39 6 _c5_g 12_i5_le n=6 8 0 GEDH1_OCIBA
Q:56 6 -12,H:3-

18 6
58 .38 %ID E:4e -6 1 Ge ranio l d e hyd ro g e nase  1 PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^40 -152^E:2.2e -24 0 ,753 -0 ,1 0 2,79 5 0 ,123 -0 ,70 5 0 ,76 6 -0 ,151 0 ,8 32 0 ,18 6 GEDH1_OCIBA Ge ranio l d e hyd ro g e nase  1 (Ob aGEDH1) (EC 1.1.1.18 3) GEDH1 Ocimum b asil icum (Swe e t b asil) Me tal-b ind ing ; NADP; Oxid o re d uctase ; Zinc

SRR3420 22_TR9 50 5_c0 _g 2_i1_le n=30 6 4 PDAT1_ARATH
Q:2428 -

542,H:47-6 71
8 0 .45%ID E:0 Pho sp ho lip id :d iacylg lyce ro l acyltransfe rase  1

PF0 2450 .12^LCAT^Le cithin:cho le ste ro l acyltransfe rase ^129 -370 ^E:5.7e -45`PF0 2450 .12^LCAT^Le cithin:cho le ste ro l

acyltransfe rase ^473-6 30 ^E:9 .9 e -19
1 -0 ,0 6 0 2,515 0 ,0 26 0 ,9 3 0 ,0 48 0 ,8 57 0 ,8 78 0 ,158 PDAT1_ARATH Pho sp ho lip id :d iacylg lyce ro l acyltransfe rase  1 (AtPDAT) (EC 2.3.1.158 )

PDAT1 PDAT At5g 136 40  MSH12.10

T6 I14.2
Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: G lyce ro lip id  me tab o lism; triacylg lyce ro l b io synthe sis.

Acyltransfe rase ; Co mp le te  p ro te o me ; G lyce ro l me tab o lism; G lyco p ro te in; Lip id

b io synthe sis; Lip id  me tab o lism; Me mb rane ; Re fe re nce  p ro te o me ; Transfe rase ;

Transme mb rane ; Transme mb rane  he lix

SRR3420 22_TR10 275_c3_g 3_i4_le n=310 2 NUCL2_ORYSJ
Q:19 53-

2543,H:435-6 30
56 .28 %ID E:7e -6 2 Nucle o lin 2

PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^412-48 2^E:3.8 e -19 `PF0 0 0 76 .19 ^RRM_1^RNA

re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^515-58 5^E:9 .9 e -0 8
0 ,0 0 1 -1,0 74 0 1,6 78 0 ,38 1 2,0 56 1 1,0 35 0 ,6 19 0 ,134 NUCL2_ORYSJ Nucle o lin 2 (Pro te in NUCLEOLIN LIKE 2)

Os0 4g 0 6 20 70 0  LOC_Os0 4g 529 6 0

OSJNBa0 0 58 K23.21
Oryza sativa sub sp . jap o nica (Rice )

Co mp le te  p ro te o me ; Nucle us; RNA-b ind ing ; Re fe re nce  p ro te o me ; Re p e at;

rRNA p ro ce ssing

SRR3420 22_TR1176 8 _c3_g 4_i2_le n=40 6 9 CESA1_ARATH
Q:38 0 0 -

49 2,H:1-10 6 6
74.55%ID E:0 Ce llulo se  synthase  A catalytic sub unit 1 [UDP-fo rming ]

PF1456 9 .3^zf-UDP^Zinc-b ind ing  RING-fing e r^29 -10 6 ^E:2.1e -44`PF0 3552.11^Ce llulo se _synt^Ce llulo se  synthase ^355-

10 71^E:0 `PF136 32.3^Glyco _trans_2_3^Glyco syl transfe rase  family g ro up  2^773-8 8 0 ^E:1e -0 6
0 ,0 0 7 0 ,759 0 1,56 5 0 ,8 8 5 0 ,0 57 1 -0 ,0 0 1 1 -0 ,15 CESA1_ARATH

Ce llulo se  synthase  A catalytic sub unit 1 [UDP-fo rming ] (AtCe sA1) (EC 2.4.1.12) (Pro te in RADIALLY

SWOLLEN 1) (AtRSW1)
CESA1 RSW1 At4g 32410  F8 B4.110 Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: G lycan me tab o lism; p lant ce llulo se  b io synthe sis.

Ace tylatio n; Ce ll me mb rane ; Ce ll wall b io g e ne sis/d e g rad atio n; Ce llulo se

b io synthe sis; Co ile d  co il; Co mp le te  p ro te o me ; G lyco p ro te in;

G lyco syltransfe rase ; Me mb rane ; Me tal-b ind ing ; Re fe re nce  p ro te o me ;

Transfe rase ; Transme mb rane ; Transme mb rane  he lix; Zinc; Zinc-fing e r

SRR3420 22_TR13523_c2_g 2_i1_le n=18 9 8 NA NA NA NA NA . 0 ,43 0 ,579 0 2,0 0 1 0 ,0 73 -0 ,6 9 4 0 ,256 -0 ,418 1 0 ,0 21 . . . . . .

SRR3420 22_TR13754_c0 _g 1_i1_le n=9 21 RAE1C_ARATH
Q:232-8 37,H:15-

216
9 3.0 7%ID E:6 e -119 Ras-re late d  p ro te in RABE1c

PF0 0 0 25.18 ^Arf^ADP-rib o sylatio n facto r family^16 -16 3^E:2.1e -15`PF0 0 0 71.19 ^Ras^Ras family^17-178 ^E:1.6 e -

6 6 `PF0 8 477.10 ^Ro c^Ras o f Co mp le x, Ro c, d o main o f DAPkinase ^17-132^E:4.6 e -35`PF0 46 70 .9 ^Gtr1_Rag A^Gtr1/Rag A G

p ro te in co nse rve d  re g io n^17-132^E:4.5e -0 5`PF0 19 26 .20 ^MMR_HSR1^50 S rib o so me -b ind ing  GTPase ^18 -128 ^E:4.7e -0 5

0 ,8 54 0 ,13 0 6 ,79 7 0 -2,6 6 8 0 -7,49 3 0 ,0 0 7 1,0 8 4 RAE1C_ARATH
Ras-re late d  p ro te in RABE1c (AtRABE1c) (Ras-re late d  p ro te in Ara-3) (Ras-re late d  p ro te in Rab 8 A)

(AtRab 8 A)

RABE1C ARA-3 RAB8 A At3g 46 0 6 0

F12M12.30
Arab id o p sis thaliana (Mo use -e ar cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; GTP-b ind ing ; Go lg i ap p aratus;

Lip o p ro te in; Me mb rane ; Nucle o tid e -b ind ing ; Pre nylatio n; Pro te in transp o rt;

Re fe re nce  p ro te o me ; Transp o rt

SRR3420 22_TR139 73_c1_g 9 _i2_le n=140 3 MTDH_FRAAN
Q:130 7-

26 7,H:10 -356
57.59 %ID E:4e -116 Pro b ab le  mannito l d e hyd ro g e nase

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^59 -172^E:5.8 e -26 `PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing

d e hyd ro g e nase ^216 -336 ^E:3.7e -12
0 ,0 19 0 ,76 1 0 5,8 0 2 0 ,158 1,6 33 0 ,254 -2,48 3 0 ,29 8 0 ,47 MTDH_FRAAN Pro b ab le  mannito l d e hyd ro g e nase  (EC 1.1.1.255) (NAD-d e p e nd e nt mannito l d e hyd ro g e nase ) CAD Frag aria ananassa (Strawb e rry) Me tal-b ind ing ; NAD; Oxid o re d uctase ; Zinc

SRR3420 22_TR1518 5_c0 _g 1_i1_le n=6 78 NA NA NA NA NA . 0 ,0 0 9 4,371 0 8 ,40 6 0 ,50 2 2,278 0 ,254 2,513 0 ,28 2 -1,214 . . . . . .

SRR3420 22_TR1528 4_c2_g 2_i1_le n=2271 C72A1_CATRO
Q:259 -

18 21,H:1-522
54.58 %ID E:0 Se co lo g anin synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^9 1-49 7^E:1.2e -74 0 ,0 0 1 0 ,8 6 0 2,36 5 0 ,0 0 9 0 ,732 0 ,19 3 0 ,38 8 0 ,0 29 0 ,6 18 C72A1_CATRO Se co lo g anin synthase  (SLS) (EC 1.3.3.9 ) (CYPLXXII) (Cyto chro me  P450  72A1) CYP72A1 CYP72 P450 CR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; se co lo g anin b io synthe sis.

Alkalo id  me tab o lism; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ;

NADP; Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix; Vacuo le

SRR3420 22_TR158 34_c0 _g 2_i1_le n=8 19 SUI1_MAIZE
Q:6 45-310 ,H:1-

115
79 .13%ID E:8 e -57 Pro te in translatio n facto r SUI1 ho mo lo g PF0 1253.19 ^SUI1^Translatio n initiatio n facto r SUI1^77-151^E:8 .1e -25 0 ,716 0 ,112 0 1,0 78 0 ,0 0 1 0 ,737 0 ,0 0 1 0 ,749 0 ,6 79 -0 ,39 SUI1_MAIZE Pro te in translatio n facto r SUI1 ho mo lo g  (Pro te in GOS2) TIF Ze a mays (Maize )

Co mp le te  p ro te o me ; Pro te in b io synthe sis; Re fe re nce  p ro te o me ; Translatio n

re g ulatio n

SRR3420 22_TR16 350 _c5_g 1_i4_le n=26 40 PIF4_ARATH
Q:571-

20 28 ,H:6 -413
33.27%ID E:3e -45 Transcrip tio n facto r PIF4 PF0 0 0 10 .23^HLH^He lix-lo o p -he lix DNA-b ind ing  d o main^326 -372^E:2e -13 0 ,0 17 0 ,79 6 0 1,733 0 ,20 1 0 ,511 0 ,0 54 0 ,731 0 ,6 79 0 ,50 7 PIF4_ARATH

Transcrip tio n facto r PIF4 (Basic he lix-lo o p -he lix p ro te in 9 ) (Atb HLH9 ) (b HLH 9 ) (Phyto chro me -

inte racting  facto r 4) (Sho rt und e r re d -lig ht 2) (Transcrip tio n facto r EN 10 2) (b HLH transcrip tio n

facto r b HLH0 0 9 )

PIF4 BHLH9  EN10 2 SRL2 At2g 430 10

MFL8 .13
Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Phyto chro me

sig naling  p athway; Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR3420 22_TR16 8 31_c0 _g 2_i1_le n=6 0 4 NA NA NA NA NA . 0 ,0 0 2 4,40 6 0 5,6 2 0 ,18 9 2,0 78 1 0 ,40 6 1 0 . . . . . .

SRR3420 22_TR19 0 9 0 _c3_g 1_i6 _le n=178 4 CATB_PONAB
Q:146 5-

56 3,H:26 -334
46 .58 %ID E:8 e -74 Cathe p sin B

PF0 8 127.10 ^Pro p e p tid e _C1^Pe p tid ase  family C1 p ro p e p tid e ^42-8 2^E:5.2e -10 `PF0 0 112.20 ^Pe p tid ase _C1^Pap ain family

cyste ine  p ro te ase ^10 2-336 ^E:2.7e -6 4
0 ,729 -0 ,17 0 5,58 3 0 ,50 2 4,149 1 2,79 5 1 1,0 6 5 CATB_PONAB Cathe p sin B (EC 3.4.22.1) [Cle ave d  into : Cathe p sin B lig ht chain; Cathe p sin B he avy chain] CTSB

Po ng o  ab e lii (Sumatran o rang utan)

(Po ng o  p yg mae us ab e lii)

Ace tylatio n; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ;

Lyso so me ; Pro te ase ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal; Thio l p ro te ase ;

Zymo g e n

SRR3420 22_TR19 350 _c0 _g 1_i2_le n=8 6 0 10 HGO_CATRO
Q:6 3-8 6 0 ,H:1-

26 4
8 4.59 %ID E:2e -132 8 -hyd ro xyg e ranio l d e hyd ro g e nase

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^39 -153^E:4.8 e -26 `PF0 28 26 .16 ^2-Hacid _d h_C^D-iso me r

sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , NAD b ind ing  d o main^179 -228 ^E:4.2e -0 6 `PF0 126 2.18 ^AlaDh_PNT_C^Alanine

d e hyd ro g e nase /PNT, C-te rminal d o main^18 7-258 ^E:8 e -0 6 `PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing  d e hyd ro g e nase ^19 6 -
0 ,226 2,346 0 3,78 9 0 ,226 2,6 2 0 ,38 1 2,414 1 0 ,16 4 10 HGO_CATRO 8 -hyd ro xyg e ranio l d e hyd ro g e nase  (Cr10 HGO) (EC 1.1.1.324) 10 HGO

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
Me tal-b ind ing ; NADP; Oxid o re d uctase ; Zinc



258 ^E:1.7e -0 8

SRR3420 22_TR20 39 8 _c2_g 1_i3_le n=6 19 NA NA NA NA NA . 0 ,18 7 1,10 8 0 3,0 1 0 ,0 34 1,0 6 3 0 ,142 0 ,79 3 1 0 ,0 57 . . . . . .

SRR3420 22_TR20 8 37_c4_g 8 _i1_le n=6 44 SCE1_ARATH
Q:9 8 -577,H:1-

16 0
8 4.38 %ID E:6 e -8 5 SUMO-co njug ating  e nzyme  SCE1 PF0 0 179 .23^UQ_co n^Ub iq uitin-co njug ating  e nzyme ^9 -151^E:4.9 e -44 0 ,8 21 0 ,0 79 0 1,6 49 0 ,0 0 1 1,0 26 0 ,0 31 0 ,716 0 ,0 7 0 ,58 3 SCE1_ARATH

SUMO-co njug ating  e nzyme  SCE1 (EC 6 .3.2.-) (Pro te in EMBRYO DEFECTIVE 16 37) (Pro te in hus5

ho mo lo g ) (SUMO-co njug ating  e nzyme  1) (AtSCE1)

SCE1 AHUS5 EMB16 37 At3g 578 70

T10 K17.8 0
Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: Pro te in mo d ificatio n; p ro te in sumo ylatio n.

ATP-b ind ing ; Ace tylatio n; Co mp le te  p ro te o me ; Lig ase ; Nucle o tid e -b ind ing ;

Re fe re nce  p ro te o me ; Ub l co njug atio n p athway

SRR3420 22_TR20 9 59 _c3_g 3_i5_le n=150 8 SDC1_ARATH
Q:1318 -

18 2,H:77-453
6 0 .16 %ID E:2e -170 Se rine  d e carb o xylase PF0 0 28 2.16 ^Pyrid o xal_d e C^Pyrid o xal-d e p e nd e nt d e carb o xylase  co nse rve d  d o main^48 -30 2^E:1.5e -23 0 ,0 52 1,5 0 ,0 0 1 6 ,6 0 7 0 ,0 0 7 2,19 3 0 ,0 25 1,9 56 0 ,112 1,113 SDC1_ARATH

Se rine  d e carb o xylase  (AtSDC) (EC 4.1.1.-) (Pro te in EMBRYO DEFECTIVE 10 75) (Se rine

d e carb o xylase  1) (AtSDC1)

SDC EMB10 75 SDC1 At1g 43710

F2J6 .7
Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; De carb o xylase ; Lyase ; Pyrid o xal p ho sp hate ;

Re fe re nce  p ro te o me

SRR3420 22_TR210 29 _c2_g 2_i2_le n=3334 MACP2_ARATH
Q:119 9 -

29 0 2,H:15-59 8
6 6 .1%ID E:0 MACPF d o main-co ntaining  p ro te in At4g 2429 0 PF0 18 23.16 ^MACPF^MAC/Pe rfo rin d o main^110 -311^E:2.1e -36 0 ,319 0 ,8 8 2 0 2,337 0 ,0 42 1,775 0 ,158 1,40 8 0 ,732 -0 ,8 53 MACP2_ARATH MACPF d o main-co ntaining  p ro te in At4g 2429 0 At4g 2429 0  T22A6 .120 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Hyp e rse nsitive  re sp o nse ; Immunity;

Innate  immunity; Plant d e fe nse ; Re fe re nce  p ro te o me

SRR3420 22_TR21370 _c4_g 3_i1_le n=28 10 SPE1_PEA
Q:228 6 -9 4,H:1-

727
70 .79 %ID E:0 Arg inine  d e carb o xylase

PF0 278 4.13^Orn_Arg _d e C_N^Pyrid o xal-d e p e nd e nt d e carb o xylase , p yrid o xal b ind ing  d o main^140 -410 ^E:2.1e -

40 `PF0 0 278 .19 ^Orn_DAP_Arg _d e C^Pyrid o xal-d e p e nd e nt d e carb o xylase , C-te rminal she e t d o main^49 8 -6 12^E:7.4e -19
0 ,723 0 ,123 0 3,17 0 ,6 6 4 0 ,122 0 ,0 17 0 ,6 14 1 0 ,176 SPE1_PEA Arg inine  d e carb o xylase  (ADC) (ARGDC) (EC 4.1.1.19 ) Pisum sativum (Gard e n p e a)

PATHWAY: Amine  and  p o lyamine  b io synthe sis; ag matine  b io synthe sis; ag matine  fro m

L-arg inine : ste p  1/1.

De carb o xylase ; Lyase ; Mag ne sium; Putre scine  b io synthe sis; Pyrid o xal

p ho sp hate ; Sp e rmid ine  b io synthe sis

SRR3420 22_TR21436 _c1_g 5_i1_le n=1437 VPS2A_ARATH
Q:429 -

10 9 7,H:2-225
9 1.0 7%ID E:3e -10 8 Vacuo lar p ro te in so rting -asso ciate d  p ro te in 2 ho mo lo g  1 PF0 3357.18 ^Snf7^Snf7^17-18 6 ^E:6 .1e -45 0 ,419 0 ,36 8 0 1,70 1 0 ,0 17 1,252 0 ,0 12 1,278 1 1,2 VPS2A_ARATH

Vacuo lar p ro te in so rting -asso ciate d  p ro te in 2 ho mo lo g  1 (AtVPS2-1) (Charg e d  multive sicular b o d y

p ro te in 2 ho mo lo g  1) (ESCRT-III co mp le x sub unit VPS2 ho mo lo g  1) (SNF7-like  p ro te in)

VPS2.1 CHMP2-1 SLP At2g 0 6 530

T12H3.8
Arab id o p sis thaliana (Mo use -e ar cre ss)

Co ile d  co il; Co mp le te  p ro te o me ; End o so me ; Pro te in transp o rt; Re fe re nce

p ro te o me ; Transp o rt

SRR3420 22_TR22371_c0 _g 2_i4_le n=79 6 NA NA NA NA NA . 0 ,0 0 4 1,9 0 2 0 2,8 52 0 ,48 7 -0 ,323 0 ,541 0 ,244 1 -1,24 . . . . . .

SRR3420 22_TR24124_c0 _g 1_i5_le n=1744 10 HGO_CATRO
Q:170 3-

78 6 ,H:11-30 3
57.52%ID E:5e -9 5 8 -hyd ro xyg e ranio l d e hyd ro g e nase

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^41-16 4^E:2.7e -23`PF0 28 26 .16 ^2-Hacid _d h_C^D-iso me r

sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , NAD b ind ing  d o main^19 5-244^E:3.2e -0 7`PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing

d e hyd ro g e nase ^211-318 ^E:2.7e -12

0 ,0 34 0 ,48 9 0 1,19 8 0 ,0 16 0 ,6 59 0 ,78 7 0 ,0 9 6 0 ,0 0 7 0 ,6 39 10 HGO_CATRO 8 -hyd ro xyg e ranio l d e hyd ro g e nase  (Cr10 HGO) (EC 1.1.1.324) 10 HGO
Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
Me tal-b ind ing ; NADP; Oxid o re d uctase ; Zinc

SRR3420 22_TR26 0 56 _c0 _g 2_i2_le n=710 RL19 2_ARATH
Q:6 7-6 48 ,H:1-

19 6
8 6 .22%ID E:7e -9 0 6 0 S rib o so mal p ro te in L19 -2 PF0 128 0 .17^Rib o so mal_L19 e ^Rib o so mal p ro te in L19 e ^4-146 ^E:2.6 e -6 8 0 ,0 0 9 -0 ,8 36 0 1,559 0 ,10 2 0 ,56 5 0 ,6 8 4 -0 ,155 0 ,13 0 ,49 3 RL19 2_ARATH 6 0 S rib o so mal p ro te in L19 -2 RPL19 B At3g 16 78 0  MGL6 .25 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal

p ro te in

SRR3420 22_TR26 0 73_c3_g 1_i13_le n=56 7 NA NA NA NA NA PF0 0 226 .28 ^DnaJ^DnaJ d o main^12-77^E:1e -24 0 -1,521 0 1,79 4 1 -1,477 1 -1,477 1 1,18 7 . . . . . .

SRR3420 22_TR2758 8 _c4_g 1_i1_le n=256 0 PPI1_ARATH
Q:30 5-

1459 ,H:25-412
56 .0 1%ID E:6 e -133 Pro to n p ump -inte racto r 1 . 0 ,9 0 3 -0 ,0 51 0 1,6 11 0 ,6 1 0 ,18 6 0 ,6 54 0 ,17 0 ,6 74 0 ,126 PPI1_ARATH Pro to n p ump -inte racto r 1 PPI1 At4g 2750 0  F27G19 .10 0 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ce ll me mb rane ; Co ile d  co il; Co mp le te  p ro te o me ; End o p lasmic re ticulum;

Me mb rane ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix

SRR3420 22_TR28 48 2_c0 _g 2_i1_le n=540 VATL_GOSHI
Q:422-39 ,H:1-

128
9 6 .8 8 %ID E:3e -43 V-typ e  p ro to n ATPase  16  kDa p ro te o lip id  sub unit

PF0 0 137.18 ^ATP-synt_C^ATP synthase  sub unit C^17-76 ^E:1.3e -13`PF0 0 137.18 ^ATP-synt_C^ATP synthase  sub unit C^9 7-

128 ^E:6 .3e -0 8
0 ,448 -0 ,18 3 0 0 ,9 22 0 ,9 18 0 ,0 3 0 ,6 5 0 ,113 0 ,76 0 ,336 VATL_GOSHI

V-typ e  p ro to n ATPase  16  kDa p ro te o lip id  sub unit (V-ATPase  16  kDa p ro te o lip id  sub unit) (Vacuo lar

p ro to n p ump  16  kDa p ro te o lip id  sub unit)
CVA16 -2; CVA16 -4

Go ssyp ium hirsutum (Up land  co tto n)

(Go ssyp ium me xicanum)

Hyd ro g e n io n transp o rt; Io n transp o rt; Me mb rane ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt; Vacuo le

SRR3420 22_TR28 725_c0 _g 1_i2_le n=18 39 BEBT_TOBAC
Q:121-1452,H:3-

445
77.25%ID E:0 Be nzyl alco ho l O-b e nzo yltransfe rase PF0 2458 .12^Transfe rase ^Transfe rase  family^14-440 ^E:4.9 e -8 1 0 ,40 2 1,223 0 2,70 5 0 ,0 0 3 1,335 0 ,0 0 2 1,372 0 ,0 9 4 1,43 BEBT_TOBAC

Be nzyl alco ho l O-b e nzo yltransfe rase  (EC 2.3.1.19 6 ) (Be nzo yl co e nzyme  A:b e nzyl alco ho l b e nzo yl

transfe rase )
HSR20 1 Nico tiana tab acum (Co mmo n to b acco ) Acyltransfe rase ; Transfe rase

SRR3420 22_TR28 79 2_c1_g 1_i3_le n=179 9 PTR21_ARATH
Q:551-

1429 ,H:322-6 17
52.0 3%ID E:3e -10 6 Pro te in NRT1/ PTR FAMILY 2.13 PF0 0 8 54.18 ^PTR2^POT family^1-16 1^E:1.1e -29 0 ,0 0 2 1,6 54 0 2,736 0 ,0 0 2 1,435 0 ,0 0 7 1,29 8 0 ,335 0 ,6 24 PTR21_ARATH Pro te in NRT1/ PTR FAMILY 2.13 (AtNPF2.13) (Nitrate  transp o rte r 1.7) NPF2.13 NRT1.7 At1g 6 9 8 70  T17F3.10 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Nitrate  assimilatio n;

Re fe re nce  p ro te o me ; Symp o rt; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR3420 22_TR28 79 2_c1_g 1_i7_le n=318 6 PTR21_ARATH
Q:136 8 -

28 16 ,H:136 -6 17
53.9 1%ID E:4e -177 Pro te in NRT1/ PTR FAMILY 2.13 PF0 0 8 54.18 ^PTR2^POT family^22-440 ^E:4.2e -8 0 1 1,325 0 4,253 0 ,0 38 1,70 8 0 ,28 2 1,147 0 ,319 1,0 9 PTR21_ARATH Pro te in NRT1/ PTR FAMILY 2.13 (AtNPF2.13) (Nitrate  transp o rte r 1.7) NPF2.13 NRT1.7 At1g 6 9 8 70  T17F3.10 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Nitrate  assimilatio n;

Re fe re nce  p ro te o me ; Symp o rt; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR3420 22_TR29 142_c3_g 2_i2_le n=2476 ATHB6 _ARATH
Q:1134-

16 10 ,H:34-20 4
6 0 .23%ID E:3e -50 Ho me o b o x-le ucine  zip p e r p ro te in ATHB-6

PF0 0 0 46 .26 ^Ho me o b o x^Ho me o b o x d o main^20 -73^E:2.7e -16 `PF0 218 3.15^HALZ^Ho me o b o x asso ciate d  le ucine  zip p e r^75-

117^E:1.2e -18
0 ,111 0 ,38 2 0 1,50 2 0 ,0 19 0 ,6 79 0 ,747 0 ,12 0 ,16 7 0 ,39 6 ATHB6 _ARATH

Ho me o b o x-le ucine  zip p e r p ro te in ATHB-6  (HD-ZIP p ro te in ATHB-6 ) (Ho me o d o main transcrip tio n

facto r ATHB-6 )
ATHB-6  At2g 22430  F14M13.17 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ab scis ic acid  s ig naling  p athway; Co mp le te  p ro te o me ; DNA-b ind ing ;

Ho me o b o x; Nucle us; Re fe re nce  p ro te o me ; Stre ss re sp o nse ; Transcrip tio n;

Transcrip tio n re g ulatio n

SRR3420 22_TR29 250 _c1_g 2_i1_le n=316 4 CIPK9 _ARATH
Q:247-1551,H:8 -

443
78 .44%ID E:0 CBL-inte racting  se rine /thre o nine -p ro te in kinase  9

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^15-270 ^E:4.2e -73`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^16 -

26 6 ^E:3.4e -38 `PF14531.3^Kinase -like ^Kinase -like ^110 -220 ^E:2.3e -0 7`PF0 38 22.11^NAF^NAF d o main^30 9 -36 9 ^E:2.1e -24
0 ,6 9 4 -0 ,427 0 2,542 1 -0 ,0 56 0 ,18 2 0 ,519 1 -0 ,555 CIPK9 _ARATH

CBL-inte racting  se rine /thre o nine -p ro te in kinase  9  (EC 2.7.11.1) (SNF1-re late d  kinase  3.12) (SOS2-

like  p ro te in kinase  PKS6 )

CIPK9  PKS6  SnRK3.12 At1g 0 1140

F6 F3.28  T25K16 .13
Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Kinase ;

Mang ane se ; Nucle o tid e -b ind ing ; Nucle us; Pho sp ho p ro te in; Re fe re nce

p ro te o me ; Se rine /thre o nine -p ro te in kinase ; Transfe rase

SRR3420 22_TR30 274_c0 _g 1_i1_le n=557 NA NA NA NA NA . 0 ,517 0 ,8 6 7 0 7,6 71 0 ,0 6 6 5,342 1 0 0 ,40 7 0 ,48 2 . . . . . .

SRR3420 22_TR30 555_c0 _g 1_i1_le n=249 9 AROA_PETHY
Q:18 58 -

311,H:6 -516
8 4.3%ID E:0

3-p ho sp ho shikimate  1-carb o xyvinyltransfe rase ,

chlo ro p lastic
PF0 0 275.17^EPSP_synthase ^EPSP synthase  (3-p ho sp ho shikimate  1-carb o xyvinyltransfe rase )^79 -50 9 ^E:1.7e -149 0 ,9 11 0 ,0 49 0 1,18 7 0 ,28 0 ,29 5 0 ,0 9 8 0 ,444 1 0 ,78 9 AROA_PETHY

3-p ho sp ho shikimate  1-carb o xyvinyltransfe rase , chlo ro p lastic (EC 2.5.1.19 ) (5-e no lp yruvylshikimate -

3-p ho sp hate  synthase ) (EPSP synthase )
Pe tunia hyb rid a (Pe tunia)

PATHWAY: Me tab o lic inte rme d iate  b io synthe sis; cho rismate  b io synthe sis; cho rismate

fro m D-e rythro se  4-p ho sp hate  and  p ho sp ho e no lp yruvate : ste p  6 /7.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last;

He rb ic id e  re sistance ; Plastid ; Transfe rase ; Transit p e p tid e

SRR3420 22_TR30 8 29 _c0 _g 2_i1_le n=19 50 THCAS_CANSA
Q:272-

176 2,H:32-540
43.9 5%ID E:3e -133 Te trahyd ro cannab ino lic acid  synthase

PF0 156 5.20 ^FAD_b ind ing _4^FAD b ind ing  d o main^74-210 ^E:5.6 e -23`PF0 8 0 31.9 ^BBE^Be rb e rine  and  b e rb e rine  like ^48 6 -

521^E:1.1e -13
0 ,472 0 ,32 0 3,20 8 0 ,277 0 ,579 0 ,777 -0 ,176 0 ,20 3 0 ,555 THCAS_CANSA

Te trahyd ro cannab ino lic acid  synthase  (THCAS) (EC 1.21.3.7) (De lta(1)-te trahyd ro cannab ino lic acid

synthase ) (THCA synthase )
Cannab is sativa (He mp ) (Marijuana)

3D-structure ; Ap o p last; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; FAD;

Flavo p ro te in; G lyco p ro te in; Oxid o re d uctase ; Se cre te d ; Sig nal

SRR3420 22_TR33517_c0 _g 1_i1_le n=542 NA NA NA NA NA . 0 ,59 3 0 ,79 4 0 3,37 0 ,0 26 1,9 8 3 0 ,0 0 4 2,39 2 1 0 ,36 5 . . . . . .

SRR3420 22_TR34117_c0 _g 3_i2_le n=9 0 0 TRXH_RICCO
Q:79 8 -46 6 ,H:3-

113
8 3.78 %ID E:4e -6 3 Thio re d o xin H-typ e PF0 0 0 8 5.17^Thio re d o xin^Thio re d o xin^42-144^E:3.8 e -33 1 0 ,777 0 6 ,0 41 0 ,50 2 4,0 48 0 ,50 2 3,76 3 1 0 TRXH_RICCO Thio re d o xin H-typ e  (Trx-H) Ricinus co mmunis (Casto r b e an) Cyto p lasm; Disulfid e  b o nd ; Ele ctro n transp o rt; Re d o x-active  ce nte r; Transp o rt

SRR3420 22_TR34371_c0 _g 3_i1_le n=6 9 1 NA NA NA NA NA . 0 ,0 58 0 ,9 8 6 0 ,0 0 1 1,547 0 ,0 0 3 1,448 0 ,36 5 0 ,529 0 ,129 3,9 21 . . . . . .

SRR3420 22_TR346 29 _c0 _g 1_i1_le n=8 57 NA NA NA NA NA PF0 119 0 .14^Po lle n_Ole _e _I^Po lle n p ro te ins O le  e  I l ike ^35-122^E:5.4e -10 0 ,18 4 0 ,474 0 1,221 0 ,0 0 8 0 ,9 0 4 0 ,0 6 7 0 ,6 41 0 ,59 7 0 ,20 8 . . . . . .

SRR3420 22_TR349 6 8 _c0 _g 1_i1_le n=731 NA NA NA NA NA . 0 ,56 0 ,8 74 0 2,774 0 ,0 0 8 1,6 4 0 ,6 6 3 0 ,521 1 -0 ,114 . . . . . .

SRR3420 23_TR36 1_c0 _g 1_i1_le n=129 0 NA NA NA NA NA . 0 ,6 53 0 ,19 8 0 ,0 0 1 1,20 3 0 ,0 3 0 ,748 0 ,0 0 8 0 ,8 9 6 0 ,26 6 -0 ,519 . . . . . .

SRR3420 23_TR417_c0 _g 2_i5_le n=2137 NA NA NA NA NA PF0 6 10 1.8 ^DUF9 46 ^Plant p ro te in o f unkno wn functio n (DUF9 46 )^13-551^E:1.2e -243 0 ,20 1 0 ,49 3 0 1,333 0 ,258 1,123 0 ,472 0 ,8 53 1 -0 ,0 9 4 . . . . . .

SRR3420 23_TR8 23_c0 _g 2_i1_le n=1317 TAF7_ARATH
Q:310 -753,H:1-

148
75%ID E:4e -6 6 Transcrip tio n initiatio n facto r TFIID sub unit 7 PF0 46 58 .10 ^TAFII55_N^TAFII55 p ro te in co nse rve d  re g io n^1-139 ^E:1.5e -33 1 -0 ,0 0 1 0 ,0 0 1 6 ,6 3 1 -0 ,10 2 1 0 ,326 0 ,9 0 4 0 ,0 9 9 TAF7_ARATH Transcrip tio n initiatio n facto r TFIID sub unit 7 (TBP-asso ciate d  facto r 7) (AtTAF7) TAF7 At1g 5530 0  F7A10 .3 Arab id o p sis thaliana (Mo use -e ar cre ss)

Activato r; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Nucle us; Re fe re nce

p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR3420 23_TR1754_c1_g 5_i2_le n=9 8 6 AB19 I_ARATH
Q:8 8 6 -47,H:13-

29 0
77.5%ID E:4e -147 ABC transp o rte r I family me mb e r 19 PF0 0 0 0 5.24^ABC_tran^ABC transp o rte r^27-170 ^E:2.3e -13 0 ,712 -0 ,248 0 2,158 0 ,8 8 9 -0 ,118 0 ,79 3 0 ,18 7 0 ,0 17 5,8 48 AB19 I_ARATH

ABC transp o rte r I family me mb e r 19  (ABC transp o rte r ABCI.19 ) (AtABCI19 ) (GCN-re late d  p ro te in 2)

(No n-intrinsic ABC p ro te in 4)
ABCI19  NAP4 At1g 0 39 0 5 F21M11.17 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Cyto p lasm; Nucle o tid e -b ind ing ; Re fe re nce

p ro te o me ; Transp o rt

SRR3420 23_TR2711_c0 _g 2_i1_le n=20 40 AOC4_ARATH
Q:16 11-

20 39 ,H:111-254
72.22%ID E:3e -6 0 Alle ne  o xid e  cyclase  4, chlo ro p lastic PF120 49 .5^DUF3531^Pro te in o f unkno wn functio n (DUF3531)^1-141^E:1.1e -55 0 ,0 0 4 1,39 3 0 3,16 1 0 ,0 1 1,758 0 ,0 35 1,528 0 ,212 -1,0 5 AOC4_ARATH Alle ne  o xid e  cyclase  4, chlo ro p lastic (EC 5.3.9 9 .6 ) AOC4 At1g 1328 0  T6 J4.4 T6 J4_23 Arab id o p sis thaliana (Mo use -e ar cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Iso me rase ; Plastid ; Re fe re nce  p ro te o me ;

Transit p e p tid e

SRR3420 23_TR30 8 9 _c0 _g 1_i1_le n=78 3 STAD_OLEEU
Q:78 1-

332,H:241-39 0
8 5.33%ID E:1e -9 1 Ste aro yl-[acyl-carrie r-p ro te in] 9 -d e saturase , chlo ro p lastic PF0 340 5.11^FA_d e saturase _2^Fatty acid  d e saturase ^1-144^E:3.4e -6 2 1 0 ,0 14 0 1,421 0 ,156 0 ,6 0 ,9 15 0 ,0 9 1 1,141 STAD_OLEEU

Ste aro yl-[acyl-carrie r-p ro te in] 9 -d e saturase , chlo ro p lastic (Ste aro yl-ACP d e saturase ) (EC 1.14.19 .2)

(Acyl-[acyl-carrie r-p ro te in] d e saturase )
Ole a e uro p ae a (Co mmo n o live ) PATHWAY: Lip id  me tab o lism; fatty acid  me tab o lism.

Chlo ro p last; Fatty acid  b io synthe sis; Fatty acid  me tab o lism; Iro n; Lip id

b io synthe sis; Lip id  me tab o lism; Me tal-b ind ing ; Oxid o re d uctase ; Plastid ; Transit

p e p tid e

SRR3420 23_TR316 8 _c2_g 1_i1_le n=1254 LOR12_ARATH
Q:8 8 3-

28 1,H:19 -220
6 4.8 5%ID E:8 e -8 8 Pro te in LURP-o ne -re late d  12 PF0 4525.9 ^LOR^LURP-o ne -re late d ^6 -18 3^E:5.5e -53 0 ,0 74 0 ,9 22 0 3,36 3 0 ,0 0 5 0 ,77 0 ,0 42 0 ,56 0 ,175 0 ,537 LOR12_ARATH Pro te in LURP-o ne -re late d  12 At3g 158 10  MSJ11.21 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 23_TR3544_c0 _g 2_i2_le n=56 3 DCE_PETHY
Q:50 -56 2,H:277-

447
8 7.13%ID E:8 e -10 8 Glutamate  d e carb o xylase PF0 0 28 2.16 ^Pyrid o xal_d e C^Pyrid o xal-d e p e nd e nt d e carb o xylase  co nse rve d  d o main^5-10 9 ^E:2.4e -28 1 0 0 5,532 0 ,0 34 5,6 6 5 0 ,0 17 5,9 17 1 0 ,36 5 DCE_PETHY Glutamate  d e carb o xylase  (GAD) (EC 4.1.1.15) GAD Pe tunia hyb rid a (Pe tunia) 3D-structure ; Calmo d ulin-b ind ing ; De carb o xylase ; Lyase ; Pyrid o xal p ho sp hate

SRR3420 23_TR558 7_c2_g 1_i2_le n=120 4 INT1_ARATH
Q:59 7-49 ,H:3-

18 6
8 0 .43%ID E:3e -6 0 Ino sito l transp o rte r 1

PF0 0 0 8 3.21^Sug ar_tr^Sug ar (and  o the r) transp o rte r^32-18 5^E:3.7e -41`PF0 76 9 0 .13^MFS_1^Majo r Facil itato r Sup e rfamily^37-

18 2^E:5.4e -13
0 ,6 6 6 0 ,30 8 0 3,0 6 0 ,0 52 1,46 0 ,0 52 1,455 1 0 ,9 71 INT1_ARATH Ino sito l transp o rte r 1 INT1 At2g 43330  T1O24.7 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Symp o rt;

Transme mb rane ; Transme mb rane  he lix; Transp o rt; Vacuo le

SRR3420 23_TR579 8 _c3_g 3_i1_le n=522 NA NA NA NA NA . 0 ,18 5 -0 ,41 0 3,13 0 ,0 28 -0 ,8 5 0 ,8 14 -0 ,10 9 1 0 . . . . . .

SRR3420 23_TR6 0 44_c0 _g 1_i9 _le n=19 0 4 P2C0 6 _ORYSJ
Q:8 0 5-2,H:126 -

39 1
57.35%ID E:2e -9 9 Pro b ab le  p ro te in p ho sp hatase  2C 6 PF0 0 48 1.18 ^PP2C^Pro te in p ho sp hatase  2C^134-36 3^E:3.6 e -49 0 ,319 0 ,9 47 0 6 ,70 9 1 -0 ,0 13 0 ,78 1 -0 ,475 0 ,0 0 4 2,322 P2C0 6 _ORYSJ Pro b ab le  p ro te in p ho sp hatase  2C 6  (OsPP2C0 6 ) (EC 3.1.3.16 ) Os0 1g 0 58 310 0  LOC_Os0 1g 40 0 9 4 Oryza sativa sub sp . jap o nica (Rice )

3D-structure ; Co mp le te  p ro te o me ; Hyd ro lase ; Mag ne sium; Mang ane se ; Me tal-

b ind ing ; Pro te in p ho sp hatase ; Re fe re nce  p ro te o me

SRR3420 23_TR6 9 6 2_c0 _g 6 _i1_le n=148 4 SPSA4_ARATH
Q:10 52-

3,H:20 5-555
8 2.9 1%ID E:0 Pro b ab le  sucro se -p ho sp hate  synthase  4

PF13579 .3^Glyco _trans_4_4^Glyco syl transfe rase  4-like  d o main^10 -20 3^E:1.5e -

0 7`PF13439 .3^Glyco _transf_4^Glyco syltransfe rase  Family 4^10 -159 ^E:1.5e -0 6 `PF0 0 8 6 2.16 ^Sucro se _synth^Sucro se

synthase ^6 8 -214^E:8 .1e -0 8

0 ,212 0 ,9 15 0 3,555 0 ,117 0 ,9 77 0 ,117 0 ,9 6 8 0 ,0 0 8 0 ,8 8 9 SPSA4_ARATH
Pro b ab le  sucro se -p ho sp hate  synthase  4 (EC 2.4.1.14) (Sucro se  p ho sp hate  synthase  4F) (AtSPS4F)

(UDP-g luco se -fructo se -p ho sp hate  g luco syltransfe rase )
SPS4 SPSC At4g 10 120  F28 M11.40 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: G lycan b io synthe sis; sucro se  b io synthe sis; sucro se  fro m D-fructo se  6 -

p ho sp hate  and  UDP-alp ha-D-g luco se : ste p  1/2.

Co mp le te  p ro te o me ; G lyco syltransfe rase ; Pho sp ho p ro te in; Re fe re nce

p ro te o me ; Transfe rase

SRR3420 23_TR70 33_c4_g 6 _i3_le n=10 39 FLS_PETHY
Q:9 11-9 6 ,H:11-

279
74.73%ID E:3e -138 Flavo no l synthase /flavano ne  3-hyd ro xylase

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^43-154^E:1e -25`PF0 3171.17^2OG-

Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^20 4-270 ^E:1.7e -16
0 ,9 45 -0 ,0 59 0 1,8 9 7 0 ,0 0 4 -0 ,713 0 ,0 0 9 -0 ,6 39 1 0 ,28 8 FLS_PETHY Flavo no l synthase /flavano ne  3-hyd ro xylase  (FLS) (EC 1.14.11.23) (EC 1.14.11.9 ) FL Pe tunia hyb rid a (Pe tunia) PATHWAY: Se co nd ary me tab o lite  b io synthe sis; flavo no id  b io synthe sis.

Cyto p lasm; Dio xyg e nase ; Flavo no id  b io synthe sis; Iro n; Me tal-b ind ing ;

Oxid o re d uctase ; Vitamin C

SRR3420 23_TR70 6 7_c0 _g 1_i1_le n=76 9 NA NA NA NA NA . 0 ,0 35 0 ,6 6 1 0 1,6 0 ,0 0 1 0 ,743 0 ,0 0 2 0 ,70 3 0 ,8 74 -0 ,10 5 . . . . . .

SRR3420 23_TR10 321_c1_g 2_i1_le n=9 35 NA NA NA NA NA PF0 50 0 4.10 ^IFRD^Inte rfe ro n-re late d  d e ve lo p me ntal re g ulato r (IFRD)^32-19 5^E:9 .1e -42 0 ,9 21 0 ,0 72 0 ,0 0 1 1,536 0 ,48 6 0 ,237 0 ,16 9 0 ,439 1 1,0 53 . . . . . .

SRR3420 23_TR10 433_c1_g 1_i2_le n=29 6 9 P5CS_ACTDE
Q:248 6 -

345,H:1-713
8 6 .6 9 %ID E:0 De lta-1-p yrro line -5-carb o xylate  synthase

PF0 0 6 9 6 .25^AA_kinase ^Amino  acid  kinase  family^16 -26 1^E:1.1e -38 `PF0 0 171.19 ^Ald e d h^Ald e hyd e  d e hyd ro g e nase

family^29 4-559 ^E:6 .4e -0 8
0 ,41 -0 ,324 0 2,252 0 ,511 0 ,20 4 0 ,256 -0 ,343 0 ,38 1 1,8 6 5 P5CS_ACTDE

De lta-1-p yrro line -5-carb o xylate  synthase  (P5CS) [Includ e s: G lutamate  5-kinase  (GK) (EC 2.7.2.11)

(Gamma-g lutamyl kinase ); Gamma-g lutamyl p ho sp hate  re d uctase  (GPR) (EC 1.2.1.41) (G lutamate -5-

se miald e hyd e  d e hyd ro g e nase ) (G lutamyl-g amma-se miald e hyd e  d e hyd ro g e nase )]

Actinid ia d e lic io sa (Kiwi)

PATHWAY: Amino -acid  b io synthe sis; L-p ro line  b io synthe sis; L-g lutamate  5-

se miald e hyd e  fro m L-g lutamate : ste p  1/2.; PATHWAY: Amino -acid  b io synthe sis; L-

p ro line  b io synthe sis; L-g lutamate  5-se miald e hyd e  fro m L-g lutamate : ste p  2/2.

ATP-b ind ing ; Amino -acid  b io synthe sis; Kinase ; Multifunctio nal e nzyme ; NADP;

Nucle o tid e -b ind ing ; Oxid o re d uctase ; Pro line  b io synthe sis; Transfe rase

SRR3420 23_TR12131_c0 _g 3_i1_le n=6 0 5 UBL5_ARATH
Q:49 4-276 ,H:1-

73
9 8 .6 3%ID E:2e -43 Ub iq uitin-like  p ro te in 5 . 0 ,0 0 5 0 ,739 0 1,40 2 0 ,0 47 0 ,49 6 0 ,0 9 4 0 ,421 0 ,0 34 5,726 UBL5_ARATH Ub iq uitin-l ike  p ro te in 5 UBL5 At5g 4230 0  K5J14.10 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me ; Ub l co njug atio n

p athway

SRR3420 23_TR12510 _c1_g 2_i1_le n=1214 ALL8 _OLEEU
Q:49 0 -9 6 0 ,H:8 -

16 1
6 7.52%ID E:2e -6 6 Calcium-b ind ing  alle rg e n Ole  e  8

PF10 59 1.6 ^SPARC_Ca_b d g ^Se cre te d  p ro te in acid ic and  rich in cyste ine  Ca b ind ing  re g io n^20 -8 2^E:0 .0 0 0 11`PF138 33.3^EF-

hand _8 ^EF-hand  d o main p air^22-49 ^E:0 .0 0 0 6 3`PF0 0 0 36 .29 ^EF-hand _1^EF hand ^23-51^E:2.7e -0 8 `PF1340 5.3^EF-hand _6 ^EF-

hand  d o main^23-52^E:1.1e -0 6 `PF1349 9 .3^EF-hand _7^EF-hand  d o main p air^24-8 4^E:5e -14`PF1320 2.3^EF-hand _5^EF hand ^25-

47^E:5.3e -0 9 `PF138 33.3^EF-hand _8 ^EF-hand  d o main p air^55-8 2^E:0 .0 0 0 14`PF0 0 0 36 .29 ^EF-hand _1^EF hand ^59 -8 5^E:6 .7e -

0 8 `PF1320 2.3^EF-hand _5^EF hand ^6 1-8 3^E:9 .2e -0 5`PF1349 9 .3^EF-hand _7^EF-hand  d o main p air^10 1-16 3^E:3.5e -

16 `PF0 0 0 36 .29 ^EF-hand _1^EF hand ^10 2-130 ^E:1.9 e -0 7`PF1340 5.3^EF-hand _6 ^EF-hand  d o main^10 2-131^E:1.2e -

0 7`PF1320 2.3^EF-hand _5^EF hand ^10 4-125^E:7.5e -0 5`PF138 33.3^EF-hand _8 ^EF-hand  d o main p air^114-16 4^E:5.5e -

13`PF0 0 0 36 .29 ^EF-hand _1^EF hand ^140 -16 5^E:1.4e -0 7`PF1320 2.3^EF-hand _5^EF hand ^145-16 3^E:7.5e -0 5

0 ,6 79 0 ,40 8 0 3,0 26 1 0 ,0 0 6 0 ,0 11 0 ,733 0 ,0 44 -0 ,8 0 2 ALL8 _OLEEU Calcium-b ind ing  alle rg e n Ole  e  8  (PCA18 /PCA23) (alle rg e n Ole  e  8 ) O le a e uro p ae a (Co mmo n o live ) Alle rg e n; Calc ium; Me tal-b ind ing ; Po lymo rp hism; Re p e at

SRR3420 23_TR128 8 5_c0 _g 1_i1_le n=10 70 COPT5_ARATH
Q:8 44-36 5,H:1-

146
53.42%ID E:2e -34 Co p p e r transp o rte r 5 PF0 4145.12^Ctr^Ctr co p p e r transp o rte r family^4-143^E:1.5e -24 0 ,0 31 0 ,8 74 0 2,0 0 8 0 ,0 51 0 ,8 0 5 0 ,0 19 0 ,9 41 1 0 ,6 37 COPT5_ARATH Co p p e r transp o rte r 5 (AtCOPT5) COPT5 At5g 20 6 50  T1M15.50 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Co p p e r; Co p p e r transp o rt; Io n transp o rt; Me mb rane ;

Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 23_TR14316 _c0 _g 1_i5_le n=18 0 4 NA NA NA NA NA PF0 0 226 .28 ^DnaJ^DnaJ d o main^11-76 ^E:3.7e -26 0 ,0 0 5 1,0 39 0 ,0 0 1 1,0 78 1 -1,30 9 1 -1,56 0 ,156 0 ,59 1 . . . . . .

SRR3420 23_TR146 8 6 _c0 _g 1_i2_le n=220 5 FAP2_ARATH
Q:729 -

18 6 5,H:24-39 8
53.8 7%ID E:9 e -124 Fatty-acid -b ind ing  p ro te in 2

PF16 0 35.2^Chalco ne _2^Chalco ne  iso me rase  like ^234-40 6 ^E:2.4e -16 `PF16 0 36 .2^Chalco ne _3^Chalco ne  iso me rase -like ^28 9 -

40 5^E:5.2e -0 7
0 ,8 22 0 ,29 6 0 2,70 2 0 ,0 8 8 1,349 0 ,0 0 1 2,237 1 -0 ,0 0 8 FAP2_ARATH Fatty-acid -b ind ing  p ro te in 2 (AtFAP2) (Chalco ne -flavano ne  iso me rase  family p ro te in 2) FAP2 At2g 26 310  T1D16 .5 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce

p ro te o me

SRR3420 23_TR159 20 _c0 _g 1_i1_le n=8 18 IMP3_MOUSE
Q:8 5-6 21,H:2-

18 1
57.78 %ID E:1e -72 U3 small nucle o lar rib o nucle o p ro te in p ro te in IMP3

PF0 0 16 3.16 ^Rib o so mal_S4^Rib o so mal p ro te in S4/S9  N-te rminal d o main^3-6 2^E:3.1e -10 `PF0 1479 .22^S4^S4 d o main^10 7-

153^E:3e -10
0 ,226 2,335 0 6 ,9 78 0 ,0 6 6 3,352 0 ,129 3,0 79 0 -7,6 71 IMP3_MOUSE U3 small nucle o lar rib o nucle o p ro te in p ro te in IMP3 (U3 sno RNP p ro te in IMP3) Imp 3 Mus musculus (Mo use )

Co mp le te  p ro te o me ; Nucle us; RNA-b ind ing ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so me  b io g e ne sis; rRNA p ro ce ssing ; rRNA-b ind ing

SRR3420 23_TR159 73_c0 _g 3_i1_le n=3335 Y3475_ARATH
Q:3118 -

18 5,H:46 -9 9 8
35.9 2%ID E:1e -18 0

Pro b ab le  LRR re ce p to r-l ike  se rine /thre o nine -p ro te in

kinase  At3g 47570

PF0 8 26 3.9 ^LRRNT_2^Le ucine  rich re p e at N-te rminal d o main^42-8 8 ^E:2.1e -0 7`PF138 55.3^LRR_8 ^Le ucine  rich re p e at^16 5-

225^E:6 .4e -0 8 `PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^38 5-40 0 ^E:0 .42`PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^38 8 -

410 ^E:0 .0 28 `PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^46 0 -475^E:1.2`PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^6 0 7-

6 29 ^E:0 .0 0 34`PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^6 0 7-6 20 ^E:1.1`PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^750 -

9 50 ^E:1.5e -44`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^754-9 52^E:6 .4e -42

0 ,0 0 4 0 ,9 8 9 0 1,7 0 ,19 5 1,149 0 ,0 0 4 2,0 26 0 ,245 -0 ,513 Y3475_ARATH Pro b ab le  LRR re ce p to r-l ike  se rine /thre o nine -p ro te in kinase  At3g 47570  (EC 2.7.11.1) At3g 47570  F1P2.120 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; G lyco p ro te in; Kinase ;

Le ucine -rich re p e at; Me mb rane ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in;

Re ce p to r; Re fe re nce  p ro te o me ; Re p e at; Se rine /thre o nine -p ro te in kinase ;

Sig nal; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR3420 23_TR16 547_c0 _g 1_i1_le n=136 6 NA NA NA NA NA . 0 ,126 0 ,6 33 0 1,457 0 ,52 0 ,147 0 ,9 45 -0 ,0 2 0 ,8 52 0 ,0 6 8 . . . . . .

SRR3420 23_TR18 138 _c2_g 3_i3_le n=278 0 DRP2A_ARATH
Q:130 4-

3,H:36 1-79 4
8 1.0 1%ID E:0 Dynamin-2A PF0 246 9 .19 ^Fascic lin^Fascic lin d o main^129 -258 ^E:1.2e -13 0 ,0 71 0 ,549 0 1,6 31 0 ,0 0 5 0 ,9 0 2 0 ,0 0 4 0 ,9 28 1 0 ,70 1 DRP2A_ARATH Dynamin-2A (EC 3.6 .5.5) (Dynamin-like  p ro te in 6 ) (Dynamin-re late d  p ro te in 2A) DRP2A ADL6  At1g 10 29 0  F14N23.17 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Co ile d  co il; Co mp le te  p ro te o me ; Cyto p lasm; Cyto p lasmic ve sic le ;

Cyto ske le to n; GTP-b ind ing ; Go lg i ap p aratus; Hyd ro lase ; Lip id -b ind ing ;

Me mb rane ; Micro tub ule ; Mo to r p ro te in; Nucle o tid e -b ind ing ; Re fe re nce

p ro te o me

SRR3420 23_TR19 6 9 2_c2_g 6 _i1_le n=2356 CAP10 _ARATH
Q:19 6 9 -

536 ,H:11-479
70 .54%ID E:0 Putative  c lathrin asse mb ly p ro te in At5g 3520 0 PF0 76 51.13^ANTH^ANTH d o main^34-30 1^E:7.9 e -9 1 0 ,255 0 ,6 23 0 1,8 39 0 ,0 9 3 0 ,78 8 0 ,0 75 0 ,8 29 1 0 ,9 17 CAP10 _ARATH Putative  c lathrin asse mb ly p ro te in At5g 3520 0 At5g 3520 0  K3D20 .4 T25C13.8 0 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co ate d  p it; Co mp le te  p ro te o me ; Cyto p lasmic ve sic le ; End o cyto sis; Go lg i

ap p aratus; Me mb rane ; Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR3420 23_TR20 6 9 9 _c2_g 3_i2_le n=20 23 AROF_SOLTU
Q:10 7-1720 ,H:1-

536
8 3.27%ID E:0

Pho sp ho -2-d e hyd ro -3-d e o xyhe p to nate  ald o lase  1,

chlo ro p lastic
PF0 1474.13^DAHP_synth_2^Class-II DAHP synthe tase  family^9 6 -532^E:3.7e -19 7 0 ,455 0 ,23 0 1,349 0 ,0 0 3 -0 ,8 0 3 0 ,0 71 -0 ,48 5 1 -0 ,117 AROF_SOLTU

Pho sp ho -2-d e hyd ro -3-d e o xyhe p to nate  ald o lase  1, chlo ro p lastic (EC 2.5.1.54) (3-d e o xy-D-arab ino -

he p tulo so nate  7-p ho sp hate  synthase  1) (DAHP synthase  1) (Pho sp ho -2-ke to -3-d e o xyhe p to nate

ald o lase  1)

SHKA ARO1 So lanum tub e ro sum (Po tato )
PATHWAY: Me tab o lic inte rme d iate  b io synthe sis; cho rismate  b io synthe sis; cho rismate

fro m D-e rythro se  4-p ho sp hate  and  p ho sp ho e no lp yruvate : ste p  1/7.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last;

Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Plastid ; Re fe re nce  p ro te o me ;

Transfe rase ; Transit p e p tid e

SRR3420 23_TR20 776 _c0 _g 3_i1_le n=8 0 5 NA NA NA NA NA PF0 0 40 3.23^HMA^He avy-me tal-asso ciate d  d o main^13-70 ^E:1.9 e -16 0 ,8 39 -0 ,121 0 3,0 76 0 ,0 38 1,8 9 7 0 ,0 25 2,0 16 0 ,24 0 ,413 . . . . . .

SRR3420 23_TR20 8 6 2_c0 _g 2_i1_le n=20 9 7 DCR_ARATH
Q:1729 -344,H:3-

448
32.24%ID E:1e -6 2 BAHD acyltransfe rase  DCR

PF0 2458 .12^Transfe rase ^Transfe rase  family^5-46 6 ^E:6 .5e -10 9 `PF0 139 6 .16 ^zf-C4_To p o iso m^To p o iso me rase  DNA b ind ing

C4 zinc fing e r^12-24^E:2
0 ,0 2 1,143 0 2,143 0 ,0 44 1,0 46 0 ,0 59 1,0 0 1 1 -0 ,745 DCR_ARATH

BAHD acyltransfe rase  DCR (EC 2.3.1.-) (Pro te in DEFECTIVE IN CUTICULAR RIDGES) (Pro te in

PERMEABLE LEAVES 3)
DCR PEL3 At5g 239 40  MRO11.2 Arab id o p sis thaliana (Mo use -e ar cre ss)

Acyltransfe rase ; Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me ;

Transfe rase

SRR3420 23_TR22238 _c1_g 1_i2_le n=10 56 AGL8 _SOLTU
Q:28 4-9 8 8 ,H:1-

249
6 0 .8 7%ID E:4e -9 0 Ag amo us-like  MADS-b o x p ro te in AGL8  ho mo lo g

PF0 0 319 .15^SRF-TF^SRF-typ e  transcrip tio n facto r (DNA-b ind ing  and  d ime risatio n d o main)^10 4-151^E:2.4e -25`PF0 148 6 .14^K-

b o x^K-b o x re g io n^18 4-26 2^E:1.9 e -23
0 ,21 -0 ,49 4 0 2,533 0 ,0 18 0 ,8 44 0 ,127 0 ,571 0 ,26 8 0 ,58 9 AGL8 _SOLTU Ag amo us-like  MADS-b o x p ro te in AGL8  ho mo lo g  (POTM1-1) So lanum tub e ro sum (Po tato )

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR3420 23_TR230 59 _c0 _g 3_i2_le n=30 77 PMTE_ARATH
Q:238 4-

576 ,H:1-6 0 5
74.0 9 %ID E:0 Pro b ab le  me thyltransfe rase  PMT14

PF0 3141.13^Me thyltransf_29 ^Putative  S-ad e no syl-L-me thio nine -d e p e nd e nt me thyltransfe rase ^9 3-59 8 ^E:1.2e -

231`PF0 8 241.9 ^Me thyltransf_11^Me thyltransfe rase  d o main^210 -30 4^E:8 .1e -0 6
0 ,13 0 ,48 5 0 1,344 0 ,721 0 ,176 0 ,721 0 ,18 4 0 ,555 -0 ,277 PMTE_ARATH Pro b ab le  me thyltransfe rase  PMT14 (EC 2.1.1.-) At4g 18 0 30  T6 K21.210 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; G lyco p ro te in; Go lg i ap p aratus; Me mb rane ;

Me thyltransfe rase ; Re fe re nce  p ro te o me ; Sig nal-ancho r; Transfe rase ;

Transme mb rane ; Transme mb rane  he lix

SRR3420 23_TR238 12_c0 _g 3_i1_le n=20 56 PDI_DATGL
Q:145-

1539 ,H:26 -49 2
6 9 .16 %ID E:0 Pro te in d isulfid e -iso me rase

PF0 0 0 8 5.17^Thio re d o xin^Thio re d o xin^33-139 ^E:1.4e -27`PF138 48 .3^Thio re d o xin_6 ^Thio re d o xin-like  d o main^170 -352^E:1.3e -

19 `PF0 0 0 8 5.17^Thio re d o xin^Thio re d o xin^375-478 ^E:6 .6 e -26
0 ,59 3 0 ,15 0 1,426 0 ,0 0 3 0 ,8 5 0 ,0 13 0 ,725 0 ,0 13 0 ,6 8 9 PDI_DATGL Pro te in d isulfid e -iso me rase  (PDI) (EC 5.3.4.1) PDI Datisca g lo me rata (Durang o  ro o t)

Disulfid e  b o nd ; End o p lasmic re ticulum; G lyco p ro te in; Iso me rase ; Re d o x-active

ce nte r; Re p e at; Sig nal

SRR3420 23_TR24547_c0 _g 1_i1_le n=9 33 GGPPS_HEVBR
Q:16 7-

8 11,H:9 0 -30 8
34.25%ID E:5e -22 Ge ranylg e ranyl p yro p ho sp hate  synthase , chlo ro p lastic PF0 0 348 .14^p o lyp re nyl_synt^Po lyp re nyl synthe tase ^74-253^E:1.9 e -0 9 0 ,355 0 ,418 0 2,78 9 0 ,0 0 9 0 ,9 9 7 0 ,0 0 1 1,237 0 ,8 48 0 ,25 GGPPS_HEVBR

Ge ranylg e ranyl p yro p ho sp hate  synthase , chlo ro p lastic (GGPP synthase ) (GGPS) (EC 2.5.1.-)

((2E,6 E)-farne syl d ip ho sp hate  synthase ) (Dime thylallyltranstransfe rase ) (EC 2.5.1.1) (Farne syl

d ip ho sp hate  synthase ) (Farne syltranstransfe rase ) (EC 2.5.1.29 ) (Ge ranyltranstransfe rase ) (EC

2.5.1.10 )

GGPS GG GGPPS1
He ve a b rasil ie nsis (Para rub b e r tre e )

(Sip ho nia b rasil ie nsis)

PATHWAY: Iso p re no id  b io synthe sis; farne syl d ip ho sp hate  b io synthe sis; farne syl

d ip ho sp hate  fro m g e ranyl d ip ho sp hate  and  iso p e nte nyl d ip ho sp hate : ste p  1/1.;

PATHWAY: Iso p re no id  b io synthe sis; g e ranyl d ip ho sp hate  b io synthe sis; g e ranyl

d ip ho sp hate  fro m d ime thylallyl d ip ho sp hate  and  iso p e nte nyl d ip ho sp hate : ste p  1/1.;

PATHWAY: Iso p re no id  b io synthe sis; g e ranylg e ranyl d ip ho sp hate  b io synthe sis;

g e ranylg e ranyl d ip ho sp hate  fro m farne syl d ip ho sp hate  and  iso p e nte nyl d ip ho sp hate :

ste p  1/1.

Caro te no id  b io synthe sis; Chlo ro p last; Iso p re ne  b io synthe sis; Mag ne sium;

Me tal-b ind ing ; Plastid ; Transfe rase ; Transit p e p tid e

SRR3420 23_TR2519 1_c7_g 5_i1_le n=3144 NIA_PETHY
Q:30 12-

26 5,H:1-9 0 9
8 4.42%ID E:0 Nitrate  re d uctase  [NADH]

PF0 0 174.16 ^Oxid o re d _mo lyb ^Oxid o re d uctase  mo lyb d o p te rin b ind ing  d o main^144-323^E:2.5e -55`PF0 340 4.13^Mo -

co _d ime r^Mo -co  o xid o re d uctase  d ime risatio n d o main^351-48 1^E:1e -53`PF0 0 173.25^Cyt-b 5^Cyto chro me  b 5-like

He me /Ste ro id  b ind ing  d o main^543-6 11^E:1.7e -22`PF0 0 9 70 .21^FAD_b ind ing _6 ^Oxid o re d uctase  FAD-b ind ing  d o main^6 6 3-

76 9 ^E:1.3e -33`PF0 0 175.18 ^NAD_b ind ing _1^Oxid o re d uctase  NAD-b ind ing  d o main^78 9 -8 9 7^E:5.8 e -35

0 ,0 6 7 0 ,6 6 2 0 2,59 3 0 ,29 5 -0 ,232 0 ,0 0 3 0 ,6 51 1 -0 ,373 NIA_PETHY Nitrate  re d uctase  [NADH] (NR) (EC 1.7.1.1) NIA Pe tunia hyb rid a (Pe tunia)
Disulfid e  b o nd ; FAD; Flavo p ro te in; He me ; Iro n; Me tal-b ind ing ; Mo lyb d e num;

NAD; Nitrate  assimilatio n; Oxid o re d uctase

SRR3420 23_TR2746 7_c3_g 4_i3_le n=6 0 71 POLX_TOBAC

Q:6 0 71-

26 9 4,H:221-

1323

43.9 9 %ID E:0
Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT

1-9 4

PF139 76 .3^g ag _p re -inte g rs^GAG-p re -inte g rase  d o main^18 3-250 ^E:2.8 e -14`PF0 0 6 6 5.23^rve ^Inte g rase  co re  d o main^26 6 -

38 0 ^E:6 e -26 `PF0 7727.11^RVT_2^Re ve rse  transcrip tase  (RNA-d e p e nd e nt DNA p o lyme rase )^6 40 -8 8 7^E:4.5e -9 3
0 ,215 0 ,36 7 0 8 ,26 3 0 ,0 0 3 -0 ,9 74 0 ,0 0 1 -1,0 8 6 1 1,6 6 1 POLX_TOBAC

Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-9 4 [Includ e s: Pro te ase  (EC 3.4.23.-);

Re ve rse  transcrip tase  (EC 2.7.7.49 ); End o nucle ase ]
Nico tiana tab acum (Co mmo n to b acco )

Asp artyl p ro te ase ; End o nucle ase ; Hyd ro lase ; Me tal-b ind ing ; Nucle ase ;

Nucle o tid yltransfe rase ; Pro te ase ; RNA-d ire cte d  DNA p o lyme rase ; Transfe rase ;

Transp o sab le  e le me nt; Zinc; Zinc-fing e r

SRR3420 23_TR28 6 75_c0 _g 1_i2_le n=6 27 CHAC2_MOUSE
Q:48 1-6 5,H:2-

134
49 .29 %ID E:1e -33

Putative  g lutathio ne -sp e cific  g amma-

g lutamylcyclo transfe rase  2

{ECO:0 0 0 0 250 |UniPro tKB:Q9 BUX1}

PF0 4752.9 ^ChaC^ChaC-like  p ro te in^4-142^E:9 e -39 0 ,14 -0 ,6 59 0 ,0 0 1 6 ,572 0 ,756 -0 ,272 0 ,6 35 -0 ,40 9 0 ,50 2 -4,252 CHAC2_MOUSE
Putative  g lutathio ne -sp e cific  g amma-g lutamylcyclo transfe rase  2 (Gamma-GCG 2) (EC 2.3.2.-)

(Catio n transp o rt re g ulato r-l ike  p ro te in 2)
Chac2 Mus musculus (Mo use )

Acyltransfe rase ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Re fe re nce

p ro te o me ; Transfe rase

SRR3420 23_TR28 9 9 6 _c1_g 3_i2_le n=70 0 AGLU_SPIOL
Q:38 9 -3,H:43-

18 1
53.19 %ID E:3e -28 Alp ha-g luco sid ase PF16 8 6 3.2^NtCtMGAM_N^N-te rminal b arre l o f NtMGAM and  CtMGAM, maltase -g luco amylase ^115-225^E:3.2e -28 0 ,0 1 1,28 9 0 4,759 1 -0 ,6 16 0 ,50 2 1,8 6 1 1 1,6 31 AGLU_SPIOL Alp ha-g luco sid ase  (EC 3.2.1.20 ) (Maltase ) Sp inacia o le race a (Sp inach) Dire ct p ro te in se q ue ncing ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ; Sig nal

SRR3420 23_TR29 320 _c0 _g 3_i3_le n=8 76 ERD15_ARATH
Q:142-6 30 ,H:1-

16 3
44.0 7%ID E:6 e -25 Pro te in EARLY RESPONSIVE TO DEHYDRATION 15 . 0 ,0 35 0 ,531 0 1,158 0 ,0 0 3 1,0 76 0 ,0 11 0 ,9 34 0 ,8 18 -0 ,0 6 7 ERD15_ARATH

Pro te in EARLY RESPONSIVE TO DEHYDRATION 15 (PAM2-co ntaining  p ro te in CID1)

(Po lyad e nylate -b ind ing  p ro te in-inte racting  p ro te in 1) (PABP-inte racting  p ro te in 1) (Po ly(A)-b ind ing

p ro te in-inte racting  p ro te in 1) (Pro te in CTC-INTERACTING DOMAIN 1) (Pro te in LIGHT STRESS-

REGULATED 1)

ERD15 CID1 LSR1 At2g 41430

F13H10 .2 T26 J13.2
Arab id o p sis thaliana (Mo use -e ar cre ss) Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me

SRR3420 23_TR29 9 50 _c1_g 5_i2_le n=2744 PCP_PONAB
Q:9 14-

2311,H:25-48 8
44.4%ID E:9 e -136 Lyso so mal Pro -X carb o xyp e p tid ase PF0 5577.9 ^Pe p tid ase _S28 ^Se rine  carb o xyp e p tid ase  S28 ^6 6 -48 8 ^E:2.6 e -8 6 0 ,356 1,475 0 3,356 0 ,18 9 1,8 6 6 1 0 ,753 1 -1,152 PCP_PONAB

Lyso so mal Pro -X carb o xyp e p tid ase  (EC 3.4.16 .2) (Pro line  carb o xyp e p tid ase )

(Pro lylcarb o xyp e p tid ase ) (PRCP)
PRCP

Po ng o  ab e lii (Sumatran o rang utan)

(Po ng o  p yg mae us ab e lii)

Carb o xyp e p tid ase ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in;

Hyd ro lase ; Lyso so me ; Pro te ase ; Re fe re nce  p ro te o me ; Sig nal; Zymo g e n

SRR3420 23_TR30 512_c0 _g 1_i4_le n=2442 SERA3_ARATH
Q:9 41-3,H:46 -

358
8 7.54%ID E:6 e -16 6 D-3-p ho sp ho g lyce rate  d e hyd ro g e nase  3, chlo ro p lastic

PF0 0 38 9 .27^2-Hacid _d h^D-iso me r sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , catalytic d o main^10 9 -418 ^E:7e -35`PF0 28 26 .16 ^2-

Hacid _d h_C^D-iso me r sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , NAD b ind ing  d o main^211-38 6 ^E:4.8 e -

6 3`PF0 0 6 70 .18 ^Ad o Hcyase _NAD^S-ad e no syl-L-ho mo cyste ine  hyd ro lase , NAD b ind ing  d o main^241-350 ^E:1e -

0 6 `PF0 79 9 1.9 ^IlvN^Ace to hyd ro xy acid  iso me ro re d uctase , NADPH-b ind ing  d o main^243-346 ^E:7.9 e -0 7

0 ,325 0 ,429 0 3,59 6 0 ,39 4 0 ,48 0 ,76 3 0 ,20 6 1 0 ,50 1 SERA3_ARATH D-3-p ho sp ho g lyce rate  d e hyd ro g e nase  3, chlo ro p lastic (EC 1.1.1.9 5) PGDH3 3-PGDH At3g 19 48 0  MLD14.22 Arab id o p sis thaliana (Mo use -e ar cre ss)
PATHWAY: Amino -acid  b io synthe sis; L-se rine  b io synthe sis; L-se rine  fro m 3-p ho sp ho -

D-g lyce rate : ste p  1/3.

Chlo ro p last; Co mp le te  p ro te o me ; NAD; Oxid o re d uctase ; Plastid ; Re fe re nce

p ro te o me ; Transit p e p tid e

SRR3420 23_TR31127_c1_g 9 _i6 _le n=2527 CGS1_ARATH
Q:1570 -

36 5,H:16 3-56 3
8 5.57%ID E:0

Cystathio nine  g amma-synthase  1, chlo ro p lastic

{ECO:0 0 0 0 30 5}
PF0 10 53.17^Cys_Me t_Me ta_PP^Cys/Me t me tab o lism PLP-d e p e nd e nt e nzyme ^157-540 ^E:1.1e -140 0 ,38 7 -0 ,446 0 1,8 8 7 0 ,78 7 -0 ,123 0 ,79 9 0 ,143 1 -1,40 5 CGS1_ARATH

Cystathio nine  g amma-synthase  1, chlo ro p lastic (AtCGS1) (EC 2.5.1.48 ) (METHIONINE

OVERACCUMULATION 1) (O-succinylho mo se rine  (thio l)-lyase )

CGS1 CYS1 MTO1 At3g 0 1120

T4P13.19
Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-me thio nine  b io synthe sis via d e  no vo  p athway;

L-cystathio nine  fro m O-succinyl-L-ho mo se rine : ste p  1/1. {ECO:0 0 0 0 30 5}.

Amino -acid  b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in

se q ue ncing ; Me thio nine  b io synthe sis; Plastid ; Po lymo rp hism; Pyrid o xal

p ho sp hate ; Re fe re nce  p ro te o me ; Transfe rase ; Transit p e p tid e

SRR3420 23_TR3149 0 _c0 _g 2_i1_le n=535 NA NA NA NA NA . 0 ,6 9 2 0 ,6 9 2 0 4,743 1 3,26 8 0 ,50 2 3,8 41 1 -0 ,58 9 . . . . . .

SRR6 46 572_TR6 40 1_c0 _g 1_i1_le n=556 10 HGO_CATRO
Q:354-4,H:2-

118
6 9 .23%ID E:4e -53 8 -hyd ro xyg e ranio l d e hyd ro g e nase PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^39 -119 ^E:5.2e -22 0 ,0 17 5,772 0 5,0 8 0 ,0 0 5 6 ,16 5 0 ,0 0 9 6 ,0 0 5 0 ,732 0 ,70 1 10 HGO_CATRO 8 -hyd ro xyg e ranio l d e hyd ro g e nase  (Cr10 HGO) (EC 1.1.1.324) 10 HGO

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
Me tal-b ind ing ; NADP; Oxid o re d uctase ; Zinc

SRR6 46 572_TR6 50 9 _c0 _g 1_i3_le n=2551 CSE_ARATH
Q:1177-

26 6 ,H:24-323
31.8 %ID E:9 e -36 Caffe o ylshikimate  e ste rase

PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^58 -30 1^E:1.6 e -56 `PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase

fo ld ^59 -173^E:2.1e -0 6 `PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^6 3-29 9 ^E:1e -0 9
0 ,129 0 ,53 0 2,0 6 7 0 ,58 0 ,26 8 0 ,11 0 ,6 36 0 ,555 -0 ,332 CSE_ARATH Caffe o ylshikimate  e ste rase  (EC 3.1.1.-) (Lyso p ho sp ho lip ase  2) (Lyso PL2) CSE At1g 5276 0  F14G24.3 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Hyd ro lase ; Lig nin b io synthe sis;

Me mb rane ; Re fe re nce  p ro te o me

SRR6 46 572_TR1358 6 _c0 _g 1_i1_le n=10 78 EXPA8 _ARATH
Q:9 56 -

26 1,H:20 -252
8 4.55%ID E:8 e -143 Exp ansin-A8 PF0 3330 .15^DPBB_1^Lytic transg lyco lase ^8 6 -171^E:1.4e -21`PF0 1357.18 ^Po lle n_alle rg _1^Po lle n alle rg e n^18 2-259 ^E:1.2e -29 0 ,29 8 0 ,6 37 0 2,421 0 -3,456 0 -1,555 0 ,56 -0 ,749 EXPA8 _ARATH Exp ansin-A8  (AtEXPA8 ) (Alp ha-e xp ansin-8 ) (At-EXP8 ) (AtEx8 ) (Ath-Exp Alp ha-1.11) EXPA8  EXP8  At2g 40 6 10  T2P4.4 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; Disulfid e

b o nd ; Me mb rane ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR6 46 572_TR18 39 7_c0 _g 2_i1_le n=519 ARF_MAIZE
Q:170 -50 2,H:1-

111
9 9 .1%ID E:4e -75 ADP-rib o sylatio n facto r

PF0 0 0 25.18 ^Arf^ADP-rib o sylatio n facto r family^5-112^E:5.4e -52`PF0 9 439 .7^SRPRB^Sig nal re co g nitio n p artic le  re ce p to r b e ta

sub unit^16 -10 6 ^E:9 .6 e -11`PF0 8 477.10 ^Ro c^Ras o f Co mp le x, Ro c, d o main o f DAPkinase ^19 -10 0 ^E:2.2e -

12`PF0 46 70 .9 ^Gtr1_Rag A^Gtr1/Rag A G p ro te in co nse rve d  re g io n^19 -110 ^E:6 .5e -0 9 `PF0 19 26 .20 ^MMR_HSR1^50 S

rib o so me -b ind ing  GTPase ^19 -10 6 ^E:0 .0 0 0 11`PF0 0 0 71.19 ^Ras^Ras family^20 -9 9 ^E:1.9 e -0 9

0 ,9 27 0 ,0 27 0 1,21 0 ,8 0 6 -0 ,0 6 3 0 ,6 9 5 -0 ,0 9 4 0 -10 ,19 7 ARF_MAIZE ADP-rib o sylatio n facto r ARF1 Ze a mays (Maize )

Co mp le te  p ro te o me ; ER-Go lg i transp o rt; GTP-b ind ing ; Go lg i ap p aratus;

Lip o p ro te in; Myristate ; Nucle o tid e -b ind ing ; Pro te in transp o rt; Re fe re nce

p ro te o me ; Transp o rt

SRR6 46 572_TR18 6 0 8 _c0 _g 1_i1_le n=18 77 ENO_SOLLC
Q:157-148 5,H:1-

444
9 3.24%ID E:0 Eno lase

PF0 39 52.13^Eno lase _N^Eno lase , N-te rminal d o main^56 -19 1^E:3.3e -56 `PF0 0 113.19 ^Eno lase _C^Eno lase , C-te rminal TIM

b arre l d o main^20 0 -49 1^E:5.1e -16 1`PF13378 .3^MR_MLE_C^Eno lase  C-te rminal d o main-like ^327-455^E:1.1e -

0 8 `PF0 7476 .8 ^MAAL_C^Me thylasp artate  ammo nia-lyase  C-te rminus^349 -452^E:1.6 e -0 5

0 ,0 52 -0 ,58 6 0 1,714 0 ,56 2 0 ,19 9 0 ,19 4 0 ,442 0 ,558 -0 ,18 7 ENO_SOLLC Eno lase  (EC 4.2.1.11) (2-p ho sp ho -D-g lyce rate  hyd ro -lyase ) (2-p ho sp ho g lyce rate  d e hyd ratase ) PGH1
So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

PATHWAY: Carb o hyd rate  d e g rad atio n; g lyco lysis; p yruvate  fro m D-g lyce rald e hyd e  3-

p ho sp hate : ste p  4/5.

Co mp le te  p ro te o me ; Cyto p lasm; G lyco lysis; Lyase ; Mag ne sium; Me tal-b ind ing ;

Re fe re nce  p ro te o me

SRR6 46 572_TR23378 _c1_g 1_i1_le n=6 8 0 PRS1_SOLTU
Q:113-556 ,H:1-

155
35.9 %ID E:9 e -22 Patho g e ne sis-re late d  p ro te in STH-21 PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^4-142^E:1.1e -12 1 0 0 4,213 0 ,0 2 0 ,8 43 0 ,0 1 0 ,9 23 0 ,249 -0 ,542 PRS1_SOLTU Patho g e ne sis-re late d  p ro te in STH-21 STH-21 So lanum tub e ro sum (Po tato )

Co mp le te  p ro te o me ; Patho g e ne sis-re late d  p ro te in; Plant d e fe nse ; Re fe re nce

p ro te o me

SRR6 46 572_TR246 8 8 _c0 _g 2_i4_le n=2579 SYFB_ARATH
Q:240 6 -

6 28 ,H:1-59 8
71.33%ID E:0

Phe nylalanine --tRNA lig ase  b e ta sub unit, cyto p lasmic

{ECO:0 0 0 0 30 5}
PF0 348 3.14^B3_4^B3/4 d o main^120 -28 1^E:4.3e -24`PF0 348 4.12^B5^tRNA synthe tase  B5 d o main^30 9 -379 ^E:3.6 e -16 0 ,234 0 ,48 4 0 ,0 0 1 1,38 0 ,0 21 1,0 8 2 0 ,10 7 0 ,76 8 1 -0 ,275 SYFB_ARATH

Phe nylalanine --tRNA lig ase  b e ta sub unit, cyto p lasmic (EC 6 .1.1.20 ) (Phe nylalanyl-tRNA synthe tase

b e ta sub unit) (Phe RS)
At1g 72550  F28 P22.26 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Alte rnative  sp lic ing ; Amino acyl-tRNA synthe tase ; Co mp le te

p ro te o me ; Cyto p lasm; Lig ase ; Mag ne sium; Me tal-b ind ing ; Nucle o tid e -b ind ing ;

Pro te in b io synthe sis; Re fe re nce  p ro te o me

SRR6 46 572_TR249 16 _c0 _g 1_i2_le n=159 9 TRL2_ORYSJ
Q:38 8 -

8 9 7,H:36 -20 2
72.51%ID E:1e -8 2 Thio re d o xin-like  2, chlo ro p lastic PF0 0 0 8 5.17^Thio re d o xin^Thio re d o xin^9 6 -18 2^E:2.7e -18 0 ,16 2 0 ,58 6 0 1,46 1 0 ,9 35 0 ,0 52 0 ,749 0 ,134 0 ,8 8 2 -0 ,0 6 8 TRL2_ORYSJ Thio re d o xin-like  2, chlo ro p lastic (Lil ium-typ e  thio re d o xin 2) (OsTrx19 )

Os0 5g 0 20 0 10 0  LOC_Os0 5g 110 9 0

OSJNBa0 0 17O0 6 .11
Oryza sativa sub sp . jap o nica (Rice )

Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Ele ctro n transp o rt; Plastid ;

Re d o x-active  ce nte r; Re fe re nce  p ro te o me ; Transit p e p tid e ; Transp o rt

SRR6 46 572_TR26 413_c0 _g 1_i1_le n=2152 MPI1_ARATH
Q:40 5-

1712,H:10 -429
56 .19 %ID E:5e -16 3 Manno se -6 -p ho sp hate  iso me rase  1 PF0 1238 .18 ^PMI_typ e I^Pho sp ho manno se  iso me rase  typ e  I^15-39 9 ^E:1e -10 5 0 ,452 0 ,6 0 3 0 ,0 0 1 1,9 47 0 ,0 28 1,46 4 0 ,0 28 1,50 6 0 ,8 74 0 ,16 7 MPI1_ARATH

Manno se -6 -p ho sp hate  iso me rase  1 (EC 5.3.1.8 ) (Pho sp ho he xo mutase  1) (Pho sp ho manno se

iso me rase  1) (PMI1) (Pro te in MATERNAL EFFECT EMBRYO ARREST 31)
PMI1 MEE31 At3g 0 2570  F16 B3.20 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Nucle o tid e -sug ar b io synthe sis; GDP-alp ha-D-manno se  b io synthe sis;

alp ha-D-manno se  1-p ho sp hate  fro m D-fructo se  6 -p ho sp hate : ste p  1/2.

Ace tylatio n; Co mp le te  p ro te o me ; Iso me rase ; Me tal-b ind ing ; Re fe re nce

p ro te o me ; Zinc

SRR6 46 572_TR28 0 58 _c0 _g 1_i3_le n=20 50 SG1_RAUSE
Q:19 76 -

342,H:1-531
71.9 8 %ID E:0 Stricto sid ine -O-b e ta-D-g luco sid ase PF0 0 232.15^Glyco _hyd ro _1^Glyco syl hyd ro lase  family 1^49 -520 ^E:4.2e -155 1 1,78 0 4,355 0 ,76 0 ,58 2 0 ,129 -4,9 55 1 -0 ,0 33 SG1_RAUSE Stricto sid ine -O-b e ta-D-g luco sid ase  (EC 3.2.1.10 5) SGR1

Rauvo lfia se rp e ntina (Se rp e ntine  wo o d )

(Op hio xylo n se rp e ntinum)
3D-structure ; Alkalo id  me tab o lism; G lyco sid ase ; Hyd ro lase

SRR6 46 572_TR32239 _c0 _g 1_i1_le n=79 8 NA NA NA NA NA . 1 -0 ,0 38 0 1,8 9 8 0 ,0 6 0 ,754 0 ,26 6 0 ,48 2 1 3,39 6 . . . . . .

SRR6 46 572_TR326 71_c0 _g 1_i1_le n=1425 ORP4B_ARATH
Q:1223-9 0 ,H:4-

38 2
53.0 2%ID E:2e -127 Oxyste ro l-b ind ing  p ro te in-re late d  p ro te in 4B PF0 1237.15^Oxyste ro l_BP^Oxyste ro l-b ind ing  p ro te in^10 1-426 ^E:9 .1e -53 0 ,0 44 1,9 8 3 0 3,40 5 1 0 ,26 8 1 -0 ,733 1 1,236 ORP4B_ARATH Oxyste ro l-b ind ing  p ro te in-re late d  p ro te in 4B (OSBP-re late d  p ro te in 4B) ORP4B At4g 258 50  F14M19 .130 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Lip id  transp o rt; Lip id -b ind ing ;

Re fe re nce  p ro te o me ; Transp o rt

SRR6 46 572_TR37244_c0 _g 4_i1_le n=76 0 NA NA NA NA NA . 0 ,555 0 ,26 3 0 6 ,125 1 -0 ,8 42 1 -0 ,9 3 0 ,231 -0 ,576 . . . . . .

SRR6 46 572_TR38 156 _c0 _g 1_i1_le n=159 2 NA NA NA NA NA . 0 ,29 8 0 ,6 17 0 1,6 0 7 0 ,335 0 ,735 0 ,147 0 ,9 9 1 -2,34 . . . . . .

SRR6 46 572_TR38 513_c0 _g 1_i2_le n=18 0 5 ADT1_SOLTU
Q:158 5-

410 ,H:1-38 6
8 6 .22%ID E:0 ADP,ATP carrie r p ro te in, mito cho nd rial

PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r p ro te in^9 1-18 7^E:2.5e -23`PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r

p ro te in^19 4-29 0 ^E:2.1e -24`PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r p ro te in^29 6 -38 0 ^E:5.8 e -16
0 ,8 44 0 ,0 52 0 1,0 8 8 0 ,257 0 ,27 0 ,0 75 0 ,422 0 ,30 6 0 ,422 ADT1_SOLTU

ADP,ATP carrie r p ro te in, mito cho nd rial (ADP/ATP translo case ) (Ad e nine  nucle o tid e  translo cato r)

(ANT)
ANT So lanum tub e ro sum (Po tato )

Co mp le te  p ro te o me ; Me mb rane ; Mito cho nd rio n; Mito cho nd rio n inne r

me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR6 46 59 6 _TR70 4_c0 _g 1_i3_le n=26 29 AIM1_ARATH
Q:46 3-

19 11,H:9 5-577
74.74%ID E:0

Pe ro xiso mal fatty acid  b e ta-o xid atio n multifunctio nal

p ro te in AIM1

PF16 113.2^ECH_2^Eno yl-Co A hyd ratase /iso me rase ^13-133^E:1.1e -12`PF0 0 378 .17^ECH_1^Eno yl-Co A

hyd ratase /iso me rase ^25-148 ^E:6 .3e -26 `PF0 2737.15^3HCDH_N^3-hyd ro xyacyl-Co A d e hyd ro g e nase , NAD b ind ing  d o main^243-

421^E:3.9 e -58 `PF0 0 725.19 ^3HCDH^3-hyd ro xyacyl-Co A d e hyd ro g e nase , C-te rminal d o main^424-50 8 ^E:1.2e -15

0 ,356 1,155 0 3,8 42 0 ,0 76 2,311 0 ,0 25 2,6 48 0 ,547 0 ,40 6 AIM1_ARATH

Pe ro xiso mal fatty acid  b e ta-o xid atio n multifunctio nal p ro te in AIM1 (Pro te in ABNORMAL

INFLORESCENCE MERISTEM 1) (AtAIM1) [Includ e s: Eno yl-Co A hyd ratase /3-2-trans-e no yl-Co A

iso me rase /3-hyd ro xyb utyryl-Co A e p ime rase  (EC 4.2.1.17) (EC 5.1.2.3) (EC 5.3.3.8 ); 3-hyd ro xyacyl-

Co A d e hyd ro g e nase  (EC 1.1.1.35)]

AIM1 At4g 29 0 10  F19 B15.40 Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: Lip id  me tab o lism; fatty acid  b e ta-o xid atio n.

Co mp le te  p ro te o me ; Fatty acid  me tab o lism; Iso me rase ; Lip id  me tab o lism;

Lyase ; Multifunctio nal e nzyme ; NAD; Oxid o re d uctase ; Pe ro xiso me ; Re fe re nce

p ro te o me

SRR6 46 59 6 _TR2176 _c0 _g 1_i1_le n=536 NA NA NA NA NA . 0 ,471 0 ,455 0 ,0 0 1 2,9 8 7 0 ,50 2 -1,8 14 1 0 ,6 9 0 ,254 -2,16 5 . . . . . .

SRR6 46 59 6 _TR5222_c0 _g 1_i3_le n=28 58 SUT31_ARATH
Q:220 7-222,H:1-

6 57
74.36 %ID E:0 Sulfate  transp o rte r 3.1 PF0 0 9 16 .17^Sulfate _transp ^Sulfate  p e rme ase  family^8 3-46 3^E:1.6 e -133`PF0 1740 .18 ^STAS^STAS d o main^515-6 33^E:1.1e -31 0 ,0 0 3 1,559 0 2,79 9 0 ,18 3 -0 ,442 0 ,10 2 -0 ,56 1 1 0 ,0 78 SUT31_ARATH Sulfate  transp o rte r 3.1 (AST12) (AtST1)

SULTR3;1 ST1 At3g 518 9 5 ATEM1.15

F4F15.10
Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Stre ss re sp o nse ;

Sulfate  transp o rt; Symp o rt; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 46 59 6 _TR6 115_c0 _g 1_i3_le n=28 27 C7BL3_CICIN
Q:126 6 -

26 48 ,H:33-48 6
38 .53%ID E:4e -113 Co stuno lid e  synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^34-48 0 ^E:5.1e -8 6 0 ,48 3 0 ,26 4 0 2,0 9 0 ,0 26 0 ,9 8 5 0 ,8 9 7 0 ,146 1 0 C7BL3_CICIN Co stuno lid e  synthase  (CiCOS) (EC 1.14.13.120 ) (Cyto chro me  P450  71BL3) CYP71BL3 COS Cicho rium intyb us (Chico ry)

He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP;

Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix

SRR6 46 59 6 _TR716 8 _c2_g 6 _i1_le n=529 COPA1_ARATH
Q:1-528 ,H:26 8 -

443
8 5.8 %ID E:3e -10 2 Co ato me r sub unit alp ha-1 PF0 40 53.11^Co ato me r_WDAD^Co ato me r WD asso ciate d  re g io n^77-176 ^E:4e -12 1 -0 ,0 0 2 0 ,0 0 1 2,376 0 ,0 46 -0 ,9 0 2 0 ,10 8 -0 ,70 1 0 ,0 29 1,213 COPA1_ARATH Co ato me r sub unit alp ha-1 (Alp ha-co at p ro te in 1) (Alp ha-COP 1) At1g 6 20 20  F8 K4.21 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; Cyto p lasmic ve sic le ; ER-Go lg i transp o rt;

Go lg i ap p aratus; Me mb rane ; Pro te in transp o rt; Re fe re nce  p ro te o me ; Re p e at;

Transp o rt; WD re p e at

SRR6 46 59 6 _TR10 511_c0 _g 1_i2_le n=119 1 MY10 8 _ARATH
Q:10 12-

6 11,H:19 -152
71.6 4%ID E:4e -6 0 Transcrip tio n facto r MYB10 8

PF0 0 249 .28 ^Myb _DNA-b ind ing ^Myb -like  DNA-b ind ing  d o main^30 -77^E:2.4e -17`PF139 21.3^Myb _DNA-b ind _6 ^Myb -like  DNA-

b ind ing  d o main^33-9 0 ^E:6 .4e -13`PF0 0 249 .28 ^Myb _DNA-b ind ing ^Myb -like  DNA-b ind ing  d o main^8 3-126 ^E:1.4e -

14`PF139 21.3^Myb _DNA-b ind _6 ^Myb -like  DNA-b ind ing  d o main^8 7-130 ^E:9 .1e -0 6

0 ,6 9 2 0 ,9 9 9 0 ,0 0 1 4,543 0 ,0 14 4,0 18 0 ,0 76 3,417 1 0 ,546 MY10 8 _ARATH
Transcrip tio n facto r MYB10 8  (Myb -re late d  p ro te in 10 8 ) (AtMYB10 8 ) (Pro te in BOTRYTIS-

SUSCEPTIBLE 1)
MYB10 8  BOS1 At3g 0 6 49 0  F5E6 .18 Arab id o p sis thaliana (Mo use -e ar cre ss)

Activato r; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Plant d e fe nse ;

Re fe re nce  p ro te o me ; Re p e at; Transcrip tio n; Transcrip tio n re g ulatio n; Ub l

co njug atio n

SRR6 46 59 6 _TR1216 6 _c0 _g 1_i1_le n=2773 PDAT1_ARATH
Q:2326 -

440 ,H:47-6 71
8 0 .45%ID E:0 Pho sp ho lip id :d iacylg lyce ro l acyltransfe rase  1

PF0 2450 .12^LCAT^Le cithin:cho le ste ro l acyltransfe rase ^129 -370 ^E:5.7e -45`PF0 2450 .12^LCAT^Le cithin:cho le ste ro l

acyltransfe rase ^473-6 30 ^E:9 .9 e -19
0 ,70 7 0 ,36 8 0 2,25 0 ,0 13 1,137 0 ,0 43 0 ,9 6 2 1 0 PDAT1_ARATH Pho sp ho lip id :d iacylg lyce ro l acyltransfe rase  1 (AtPDAT) (EC 2.3.1.158 )

PDAT1 PDAT At5g 136 40  MSH12.10

T6 I14.2
Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: G lyce ro lip id  me tab o lism; triacylg lyce ro l b io synthe sis.

Acyltransfe rase ; Co mp le te  p ro te o me ; G lyce ro l me tab o lism; G lyco p ro te in; Lip id

b io synthe sis; Lip id  me tab o lism; Me mb rane ; Re fe re nce  p ro te o me ; Transfe rase ;

Transme mb rane ; Transme mb rane  he lix

SRR6 46 59 6 _TR1259 7_c0 _g 1_i1_le n=350 7 INT1_ARATH

Q:216 5-

30 8 5,H:18 5-

49 6

6 9 .23%ID E:1e -123 Ino sito l transp o rte r 1
PF0 0 0 8 3.21^Sug ar_tr^Sug ar (and  o the r) transp o rte r^7-29 7^E:8 .9 e -8 0 `PF0 76 9 0 .13^MFS_1^Majo r Facil itato r Sup e rfamily^8 -

246 ^E:8 .2e -12
0 ,14 0 ,48 6 0 1,275 0 ,175 0 ,473 0 ,49 6 0 ,26 9 0 ,49 7 -0 ,247 INT1_ARATH Ino sito l transp o rte r 1 INT1 At2g 43330  T1O24.7 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Symp o rt;

Transme mb rane ; Transme mb rane  he lix; Transp o rt; Vacuo le

SRR6 46 59 6 _TR1259 7_c0 _g 2_i1_le n=26 54 INT1_ARATH
Q:76 9 -

2232,H:3-49 6
73.28 %ID E:0 Ino sito l transp o rte r 1

PF0 0 0 8 3.21^Sug ar_tr^Sug ar (and  o the r) transp o rte r^32-475^E:9 e -125`PF0 76 9 0 .13^MFS_1^Majo r Facil itato r Sup e rfamily^37-

424^E:5.5e -30
0 ,6 55 0 ,232 0 2,417 0 ,10 5 1,0 29 0 ,10 5 1,0 27 0 ,8 8 2 0 ,154 INT1_ARATH Ino sito l transp o rte r 1 INT1 At2g 43330  T1O24.7 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Symp o rt;

Transme mb rane ; Transme mb rane  he lix; Transp o rt; Vacuo le

SRR6 46 59 6 _TR1519 6 _c0 _g 1_i1_le n=2351 AROF_ARATH
Q:2156 -

59 7,H:1-523
79 .16 %ID E:0

Pho sp ho -2-d e hyd ro -3-d e o xyhe p to nate  ald o lase  1,

chlo ro p lastic
PF0 1474.13^DAHP_synth_2^Class-II DAHP synthe tase  family^137-573^E:6 .5e -19 8 0 ,312 0 ,6 19 0 1,9 16 0 ,175 1,0 0 7 0 ,6 6 3 0 ,48 7 0 ,352 0 ,8 28 AROF_ARATH

Pho sp ho -2-d e hyd ro -3-d e o xyhe p to nate  ald o lase  1, chlo ro p lastic (EC 2.5.1.54) (3-d e o xy-D-arab ino -

he p tulo so nate  7-p ho sp hate  synthase  1) (DAHP synthase  1) (Pho sp ho -2-ke to -3-d e o xyhe p to nate

ald o lase  1)

DHS1 At4g 39 9 8 0  T5J17.150 Arab id o p sis thaliana (Mo use -e ar cre ss)
PATHWAY: Me tab o lic inte rme d iate  b io synthe sis; cho rismate  b io synthe sis; cho rismate

fro m D-e rythro se  4-p ho sp hate  and  p ho sp ho e no lp yruvate : ste p  1/7.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last;

Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Transfe rase ; Transit

p e p tid e

SRR6 46 59 6 _TR16 79 4_c0 _g 1_i2_le n=19 9 4 HIBC8 _ARATH
Q:39 5-

1540 ,H:1-38 3
75.9 8 %ID E:0 3-hyd ro xyiso b utyryl-Co A hyd ro lase -like  p ro te in 5

PF0 0 378 .17^ECH_1^Eno yl-Co A hyd ratase /iso me rase ^19 -251^E:5.5e -28 `PF16 113.2^ECH_2^Eno yl-Co A

hyd ratase /iso me rase ^21-353^E:1.7e -110
0 ,156 0 ,6 1 0 2,219 0 ,28 3 0 ,6 51 0 ,52 0 ,452 0 ,471 0 ,412 HIBC8 _ARATH 3-hyd ro xyiso b utyryl-Co A hyd ro lase -like  p ro te in 5 (EC 3.1.2.-) At1g 0 6 550  F12K11.12 Arab id o p sis thaliana (Mo use -e ar cre ss) Ace tylatio n; Co mp le te  p ro te o me ; Hyd ro lase ; Re fe re nce  p ro te o me

SRR6 46 59 6 _TR2126 2_c0 _g 1_i2_le n=18 9 0 AAP6 _ARATH
Q:16 6 7-

249 ,H:6 -479
77.8 9 %ID E:0 Amino  acid  p e rme ase  6 PF0 149 0 .15^Aa_trans^Transme mb rane  amino  acid  transp o rte r p ro te in^10 4-536 ^E:2.2e -116 0 ,0 1 0 ,8 0 5 0 ,0 0 1 1,0 15 0 ,6 49 0 ,128 0 ,176 0 ,36 4 0 ,746 -0 ,141 AAP6 _ARATH Amino  acid  p e rme ase  6  (Amino  acid  transp o rte r AAP6 ) AAP6  At5g 49 6 30  MNI5.1 Arab id o p sis thaliana (Mo use -e ar cre ss)

Amino -acid  transp o rt; Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ;

Re fe re nce  p ro te o me ; Symp o rt; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR6 46 59 6 _TR24774_c0 _g 1_i1_le n=10 47 GSTU9 _ARATH
Q:8 23-215,H:9 -

214
42.72%ID E:7e -46 Glutathio ne  S-transfe rase  U9

PF0 279 8 .17^GST_N^Glutathio ne  S-transfe rase , N-te rminal d o main^25-9 6 ^E:1.5e -16 `PF13417.3^GST_N_3^Glutathio ne  S-

transfe rase , N-te rminal d o main^28 -10 3^E:1.2e -15`PF1340 9 .3^GST_N_2^Glutathio ne  S-transfe rase , N-te rminal d o main^34-

9 7^E:1.5e -0 7

0 ,0 19 0 ,6 23 0 1,342 0 ,0 0 1 0 ,9 56 0 ,244 0 ,37 0 ,6 35 0 ,342 GSTU9 _ARATH
Glutathio ne  S-transfe rase  U9  (AtGSTU9 ) (EC 2.5.1.18 ) (GST class-tau me mb e r 9 ) (G lutathio ne  S-

transfe rase  14)

GSTU9  GST14 GST14B At5g 6 248 0

K19 B1.9
Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; De to xificatio n;

Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Transfe rase

SRR6 46 59 6 _TR250 8 3_c0 _g 1_i1_le n=20 52 CAAT1_ARATH
Q:240 -

19 46 ,H:9 -579
73.73%ID E:0 Catio nic amino  acid  transp o rte r 1

PF13520 .3^AA_p e rme ase _2^Amino  acid  p e rme ase ^74-475^E:1.2e -43`PF0 0 324.18 ^AA_p e rme ase ^Amino  acid  p e rme ase ^78 -

443^E:6 .7e -32`PF139 0 6 .3^AA_p e rme ase _C^C-te rminus o f AA_p e rme ase ^513-56 3^E:1.7e -16
0 ,6 9 2 1,128 0 4,242 0 ,6 29 1,49 1 1 0 ,331 0 ,226 -2,0 2 CAAT1_ARATH Catio nic amino  acid  transp o rte r 1 (Amino  acid  transp o rte r 1) CAT1 AAT1 At4g 21120  F7J7.6 0 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Amino -acid  transp o rt; Co mp le te  p ro te o me ; G lyco p ro te in;

Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR6 46 59 6 _TR26 28 2_c0 _g 1_i2_le n=1753 ACR11_ARATH
Q:442-

116 7,H:45-29 0
71.54%ID E:6 e -122 ACT d o main-co ntaining  p ro te in ACR11 {ECO:0 0 0 0 30 5} . 0 ,0 37 0 ,515 0 1,144 0 ,9 0 7 0 ,0 6 1 0 ,324 0 ,30 6 0 ,0 0 3 0 ,70 7 ACR11_ARATH ACT d o main-co ntaining  p ro te in ACR11 (Pro te in ACT DOMAIN REPEATS 11) ACR11 At1g 16 8 8 0  F6 I1.12 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce

p ro te o me ; Re p e at; Transit p e p tid e

SRR6 46 59 6 _TR26 30 9 _c0 _g 3_i1_le n=229 6 SAHH_CATRO
Q:473-19 27,H:1-

48 5
9 9 .59 %ID E:0 Ad e no sylho mo cyste inase

PF0 5221.14^Ad o Hcyase ^S-ad e no syl-L-ho mo cyste ine  hyd ro lase ^13-48 4^E:1e -145`PF0 0 6 70 .18 ^Ad o Hcyase _NAD^S-ad e no syl-

L-ho mo cyste ine  hyd ro lase , NAD b ind ing  d o main^240 -40 3^E:1.2e -8 3`PF0 28 26 .16 ^2-Hacid _d h_C^D-iso me r sp e cific  2-

hyd ro xyacid  d e hyd ro g e nase , NAD b ind ing  d o main^259 -349 ^E:5.1e -0 9 `PF0 79 9 1.9 ^IlvN^Ace to hyd ro xy acid

iso me ro re d uctase , NADPH-b ind ing  d o main^26 0 -325^E:5.4e -0 5

0 ,454 -0 ,16 5 0 1,16 1 0 ,6 0 9 0 ,134 0 ,6 19 -0 ,129 0 ,333 0 ,211 SAHH_CATRO Ad e no sylho mo cyste inase  (Ad o Hcyase ) (EC 3.3.1.1) (S-ad e no syl-L-ho mo cyste ine  hyd ro lase ) SAHH
Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Amino -acid  b io synthe sis; L-ho mo cyste ine  b io synthe sis; L-ho mo cyste ine

fro m S-ad e no syl-L-ho mo cyste ine : ste p  1/1.
Hyd ro lase ; NAD; One -carb o n me tab o lism; Stre ss re sp o nse

SRR6 46 59 6 _TR26 49 6 _c0 _g 1_i1_le n=6 9 8 PEX13_ARATH
Q:139 -

6 6 .6 7%ID E:1e -36 Pe ro xiso mal me mb rane  p ro te in 13 . 0 ,8 19 0 ,134 0 1,39 8 0 ,0 27 0 ,754 0 ,0 6 4 0 ,6 53 0 ,0 9 5 -0 ,6 28 PEX13_ARATH
Pe ro xiso mal me mb rane  p ro te in 13 (Pe ro xin-13) (AtPEX13) (Pe ro xiso me  b io g e ne sis p ro te in 13)

PEX13 APM2 At3g 0 756 0  F21O3.27 Arab id o p sis thaliana (Mo use -e ar cre ss)
Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Me mb rane ; Pe ro xiso me ; Pe ro xiso me



SRR6 46 59 6 _TR26 49 6 _c0 _g 1_i1_le n=6 9 8 PEX13_ARATH
513,H:18 0 -30 3

6 6 .6 7%ID E:1e -36 Pe ro xiso mal me mb rane  p ro te in 13 . 0 ,8 19 0 ,134 0 1,39 8 0 ,0 27 0 ,754 0 ,0 6 4 0 ,6 53 0 ,0 9 5 -0 ,6 28 PEX13_ARATH
(Pe x13p ) (Pro te in ABERRANT PEROXISOME MORPHOLOGY 2)

PEX13 APM2 At3g 0 756 0  F21O3.27 Arab id o p sis thaliana (Mo use -e ar cre ss)
b io g e ne sis; Pro te in transp o rt; Re fe re nce  p ro te o me ; Translo catio n; Transp o rt

SRR6 46 59 6 _TR26 527_c0 _g 2_i2_le n=9 31 NA NA NA NA NA . 0 ,175 0 ,9 42 0 2,20 8 0 ,0 17 2,36 0 ,0 0 1 2,79 4 1 -0 ,46 . . . . . .

SRR6 46 59 6 _TR27458 _c0 _g 1_i1_le n=8 8 1 NA NA NA NA NA PF0 56 78 .11^VQ^VQ mo tif^9 6 -122^E:2.4e -12 0 ,18 0 ,775 0 1,574 0 ,0 0 4 1,9 58 0 ,0 0 4 1,9 8 5 0 ,328 0 ,473 . . . . . .

SRR6 46 59 6 _TR276 8 2_c0 _g 1_i2_le n=2140 ODB2_ARATH
Q:18 70 -

515,H:45-476
6 0 .6 1%ID E:0

Lip o amid e  acyltransfe rase  co mp o ne nt o f b ranche d -chain

alp ha-ke to  acid  d e hyd ro g e nase  co mp le x, mito cho nd rial

PF0 0 36 4.19 ^Bio tin_lip o yl^Bio tin-re q uiring  e nzyme ^127-19 8 ^E:1.5e -16 `PF0 28 17.14^E3_b ind ing ^e 3 b ind ing  d o main^239 -

274^E:3.4e -16 `PF0 0 19 8 .20 ^2-o xo acid _d h^2-o xo acid  d e hyd ro g e nase s acyltransfe rase  (catalytic d o main)^317-546 ^E:1.9 e -77
0 ,23 0 ,46 4 0 1,36 7 0 ,0 0 5 1,6 0 6 0 ,0 0 7 1,547 1 -0 ,0 11 ODB2_ARATH

Lip o amid e  acyltransfe rase  co mp o ne nt o f b ranche d -chain alp ha-ke to  acid  d e hyd ro g e nase  co mp le x,

mito cho nd rial (EC 2.3.1.16 8 ) (Branche d -chain alp ha-ke to  acid  d e hyd ro g e nase  co mp le x co mp o ne nt

E2) (BCE2) (BCKAD-E2) (BCKADE2) (Dihyd ro lip o amid e  ace tyltransfe rase  co mp o ne nt o f b ranche d -

chain alp ha-ke to  acid  d e hyd ro g e nase  co mp le x) (Dihyd ro lip o amid e  b ranche d  chain transacylase )

(Dihyd ro lip o yllysine -re sid ue  (2-me thylp ro p ano yl)transfe rase ) (Pro te in DARK INDUCIBLE 3)

BCE2 DIN3 LTA1 At3g 0 6 8 50  F3E22.1 Arab id o p sis thaliana (Mo use -e ar cre ss)

Acyltransfe rase ; Co mp le te  p ro te o me ; Fatty acid  b io synthe sis; Fatty acid

me tab o lism; Lip id  b io synthe sis; Lip id  me tab o lism; Lip o yl; Mito cho nd rio n;

Re fe re nce  p ro te o me ; Transfe rase ; Transit p e p tid e

SRR6 46 59 6 _TR28 9 41_c0 _g 2_i4_le n=20 45 NA NA NA NA NA PF0 5212.9 ^DUF70 7^Pro te in o f unkno wn functio n (DUF70 7)^74-375^E:3.1e -132 0 ,471 0 ,59 8 0 2,728 0 ,0 43 2,5 0 ,0 0 3 3,125 0 ,18 9 -1,9 . . . . . .

SRR6 46 59 6 _TR28 9 6 2_c0 _g 1_i4_le n=2457 C72A1_CATRO
Q:2338 -770 ,H:1-

523
9 9 .24%ID E:0 Se co lo g anin synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^9 0 -49 7^E:8 e -8 8 0 ,26 9 0 ,442 0 5,0 8 7 1 0 ,121 0 ,534 -0 ,425 0 ,732 0 ,779 C72A1_CATRO Se co lo g anin synthase  (SLS) (EC 1.3.3.9 ) (CYPLXXII) (Cyto chro me  P450  72A1) CYP72A1 CYP72 P450 CR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; se co lo g anin b io synthe sis.

Alkalo id  me tab o lism; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ;

NADP; Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix; Vacuo le

SRR6 46 59 6 _TR28 9 6 2_c0 _g 1_i5_le n=2543 C72A1_CATRO
Q:16 0 6 -

770 ,H:245-523
9 7.49 %ID E:0 Se co lo g anin synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^1-236 ^E:1.1e -6 3 0 ,0 34 0 ,8 26 0 3,226 0 ,0 59 1,19 2 0 ,257 0 ,8 31 0 ,129 2,8 6 7 C72A1_CATRO Se co lo g anin synthase  (SLS) (EC 1.3.3.9 ) (CYPLXXII) (Cyto chro me  P450  72A1) CYP72A1 CYP72 P450 CR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; se co lo g anin b io synthe sis.

Alkalo id  me tab o lism; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ;

NADP; Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix; Vacuo le

SRR6 46 59 6 _TR29 9 27_c0 _g 1_i1_le n=10 56 NA NA NA NA NA PF0 0 226 .28 ^DnaJ^DnaJ d o main^58 -126 ^E:7.6 e -19 0 ,0 31 1,29 9 0 1,6 32 0 ,0 0 1 1,757 0 ,0 43 1,233 1 -0 ,0 15 . . . . . .

SRR6 46 59 6 _TR330 51_c0 _g 1_i1_le n=110 4 PER25_ARATH
Q:10 18 -

119 ,H:29 -328
74.33%ID E:3e -16 4 Pe ro xid ase  25 PF0 0 141.20 ^p e ro xid ase ^Pe ro xid ase ^45-28 6 ^E:4.9 e -76 0 ,50 2 2,751 0 5,525 0 ,18 9 1,9 76 0 ,118 2,157 1 1,533 PER25_ARATH Pe ro xid ase  25 (Atp e ro x P25) (EC 1.11.1.7) PER25 P25 At2g 4148 0  T26 J13.7 Arab id o p sis thaliana (Mo use -e ar cre ss)

Calcium; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; He me ; Hyd ro g e n

p e ro xid e ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Pe ro xid ase ; Re fe re nce

p ro te o me ; Se cre te d ; Sig nal

SRR6 46 6 0 4_TR355_c0 _g 1_i1_le n=146 4 NA NA NA NA NA
PF0 48 6 2.9 ^DUF6 42^Pro te in o f unkno wn functio n (DUF6 42)^53-214^E:2e -6 6 `PF0 48 6 2.9 ^DUF6 42^Pro te in o f unkno wn functio n

(DUF6 42)^225-39 1^E:1e -17
1 -0 ,0 14 0 7,719 1 -1,9 27 1 -1,228 0 ,79 8 0 ,541 . . . . . .

SRR6 46 6 0 4_TR16 19 _c0 _g 1_i1_le n=19 0 3 PHT17_ARATH
Q:19 0 2-

727,H:130 -50 7
78 .32%ID E:0 Pro b ab le  ino rg anic p ho sp hate  transp o rte r 1-7

PF0 0 0 8 3.21^Sug ar_tr^Sug ar (and  o the r) transp o rte r^1-39 6 ^E:7.6 e -37`PF0 76 9 0 .13^MFS_1^Majo r Facil itato r Sup e rfamily^1-

338 ^E:1.4e -10
1 0 ,724 0 3,8 6 4 0 ,6 9 4 0 ,418 1 -0 ,0 8 2 0 ,76 0 ,6 12 PHT17_ARATH Pro b ab le  ino rg anic p ho sp hate  transp o rte r 1-7 (AtPht1;7) (H(+)/Pi co transp o rte r) PHT1-7 At3g 5470 0  T5N23.6 0 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Pho sp hate  transp o rt; Pho sp ho p ro te in;

Re fe re nce  p ro te o me ; Symp o rt; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR6 46 6 0 4_TR249 1_c0 _g 1_i3_le n=229 5 MATE4_ARATH
Q:19 3-

18 6 3,H:5-559
6 3.8 8 %ID E:0 .

PF0 1554.15^MatE^MatE^131-28 5^E:5.6 e -17`PF146 6 7.3^Po lysacc_synt_C^Po lysaccharid e  b io synthe sis C-te rminal d o main^247-

38 4^E:5e -0 7
0 ,0 0 9 1,315 0 2,70 7 0 ,0 12 0 ,8 0 9 0 ,0 52 0 ,6 43 0 ,38 0 ,433 DTX46 _ARATH

Pro te in DETOXIFICATION 46 , chlo ro p lastic (AtDTX46 ) (Multid rug  and  to xic co mp o und  e xtrusio n

p ro te in 46 ) (MATE p ro te in 46 ) (Pro te in EDS5 HOMOLOGUE)
DTX46  EDS5H At2g 21340  F3K23.10 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Plastid ;

Re fe re nce  p ro te o me ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR6 46 6 0 4_TR8 16 6 _c0 _g 2_i1_le n=2140 TCMO_CATRO
Q:235-1749 ,H:1-

50 5
9 8 .8 1%ID E:0 Trans-cinnamate  4-mo no o xyg e nase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^34-49 5^E:3.7e -116 0 ,774 0 ,143 0 2,8 41 0 ,6 8 4 0 ,124 0 ,0 41 0 ,553 0 ,20 4 0 ,551 TCMO_CATRO

Trans-cinnamate  4-mo no o xyg e nase  (EC 1.14.13.11) (Cinnamic acid  4-hyd ro xylase ) (C4H) (CA4H)

(Cyto chro me  P450  73) (Cyto chro me  P450 C4H)
CYP73A4

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Phe nylp ro p ano id  me tab o lism; trans-4-co umarate  b io synthe sis; trans-4-

co umarate  fro m trans-cinnamate : ste p  1/1.
He me ; Iro n; Me tal-b ind ing ; Mo no o xyg e nase ; NADP; Oxid o re d uctase

SRR6 46 6 0 4_TR8 543_c0 _g 1_i2_le n=20 70 MGDG_TOBAC
Q:16 8 2-

49 8 ,H:6 -413
71.15%ID E:0

Pro b ab le  mo no g alacto syld iacylg lyce ro l synthase ,

chlo ro p lastic
PF0 6 9 25.8 ^MGDG_synth^Mo no g alacto syld iacylg lyce ro l (MGDG) synthase ^143-311^E:1.5e -59 0 ,126 0 ,6 19 0 2,6 55 0 ,0 8 3 0 ,58 7 0 ,0 0 5 0 ,9 0 1 1 0 ,0 6 1 MGDG_TOBAC

Pro b ab le  mo no g alacto syld iacylg lyce ro l synthase , chlo ro p lastic (NtMGD1) (EC 2.4.1.46 ) (MGDG

synthase  typ e  A)
MGD A Nico tiana tab acum (Co mmo n to b acco )

Chlo ro p last; G lyco syltransfe rase ; Me mb rane ; Plastid ; Transfe rase ; Transit

p e p tid e

SRR6 46 6 0 4_TR9 36 1_c0 _g 1_i1_le n=9 33 TCP10 _ARATH
Q:56 6 -

78 7,H:14-8 7
9 1.8 9 %ID E:7e -40 Transcrip tio n facto r TCP10 PF0 36 34.10 ^TCP^TCP family transcrip tio n facto r^28 -132^E:1.7e -34 0 ,8 48 0 ,232 0 3,16 5 0 ,0 43 1,335 0 ,0 0 1 1,8 58 0 ,28 2 0 ,9 1 TCP10 _ARATH Transcrip tio n facto r TCP10 TCP10  At2g 310 70  T16 B12.12 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; De ve lo p me ntal p ro te in; Nucle us;

Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR6 46 6 0 4_TR11233_c0 _g 1_i2_le n=16 6 6 ACOX4_ARATH
Q:1540 -

6 20 ,H:1-30 7
79 .15%ID E:0 Acyl-co e nzyme  A o xid ase  4, p e ro xiso mal

PF0 2771.13^Acyl-Co A_d h_N^Acyl-Co A d e hyd ro g e nase , N-te rminal d o main^56 -16 5^E:7.7e -24`PF0 2770 .16 ^Acyl-

Co A_d h_M^Acyl-Co A d e hyd ro g e nase , mid d le  d o main^171-26 3^E:6 .5e -23
0 ,0 38 0 ,9 8 7 0 2,527 0 ,16 6 0 ,8 3 0 ,0 34 1,20 4 1 0 ,0 76 ACOX4_ARATH

Acyl-co e nzyme  A o xid ase  4, p e ro xiso mal (AOX 4) (EC 1.3.3.6 ) (G6 p ) (Sho rt-chain acyl-Co A

o xid ase ) (AtCX4) (AtG6 ) (SAOX)
ACX4 G6  At3g 518 40  ATEM1.9 Arab id o p sis thaliana (Mo use -e ar cre ss)

3D-structure ; Ace tylatio n; Co mp le te  p ro te o me ; FAD; Fatty acid  me tab o lism;

Flavo p ro te in; G lyo xyso me ; Lip id  me tab o lism; Oxid o re d uctase ; Pe ro xiso me ;

Re fe re nce  p ro te o me

SRR6 46 6 0 4_TR1148 4_c0 _g 2_i1_le n=1111 RS141_MAIZE
Q:9 8 4-56 8 ,H:1-

138
9 4.24%ID E:4e -77 40 S rib o so mal p ro te in S14 PF0 0 411.16 ^Rib o so mal_S11^Rib o so mal p ro te in S11^70 -18 8 ^E:1.1e -47 0 ,50 2 -4,30 7 0 2,6 0 2 0 ,46 1 1,10 6 0 ,6 9 2 0 ,8 9 8 1 0 ,0 1 RS141_MAIZE 40 S rib o so mal p ro te in S14 (Clo ne  MCH1) Ze a mays (Maize )

Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal

p ro te in

SRR6 46 6 0 4_TR126 9 9 _c0 _g 1_i3_le n=28 23 GGAP1_ARATH
Q:19 35-715,H:1-

40 3
74.6 9 %ID E:0 GDP-L-g alacto se  p ho sp ho rylase  1 . 0 ,29 2 0 ,30 7 0 1,70 4 0 ,6 53 0 ,10 7 0 ,8 75 -0 ,0 42 0 ,0 0 1 0 ,8 42 GGAP1_ARATH GDP-L-g alacto se  p ho sp ho rylase  1 (EC 2.7.7.6 9 ) (Pro te in VITAMIN C DEFECTIVE 2) VTC2 At4g 26 8 50  F10 M23.19 0 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Co facto r b io synthe sis; L-asco rb ate  b io synthe sis via GDP-alp ha-D-manno se

p athway; L-asco rb ate  fro m GDP-alp ha-D-manno se : ste p  2/5.

Asco rb ate  b io synthe sis; Co mp le te  p ro te o me ; Cyto p lasm; Guanine -nucle o tid e

re le asing  facto r; Hyd ro lase ; Nucle o tid e -b ind ing ; Nucle o tid yltransfe rase ;

Nucle us; Re fe re nce  p ro te o me ; Transfe rase

SRR6 46 6 0 4_TR179 22_c0 _g 1_i1_le n=3216 SERB2_ARATH
Q:16 76 -

29 0 2,H:18 -421
79 .8 1%ID E:0 Pho sp ho se rine  amino transfe rase  2, chlo ro p lastic . 0 ,56 8 0 ,278 0 2,25 0 ,748 0 ,26 5 0 ,8 7 0 ,16 2 0 ,431 0 ,331 SERB2_ARATH Pho sp ho se rine  amino transfe rase  2, chlo ro p lastic (AtPSAT2) (EC 2.6 .1.52) PSAT2 At2g 176 30  T19 E12.3 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-se rine  b io synthe sis; L-se rine  fro m 3-p ho sp ho -

D-g lyce rate : ste p  2/3.

Ace tylatio n; Amino -acid  b io synthe sis; Amino transfe rase ; Chlo ro p last; Co mp le te

p ro te o me ; Plastid ; Pyrid o xal p ho sp hate ; Re fe re nce  p ro te o me ; Se rine

b io synthe sis; Transfe rase ; Transit p e p tid e

SRR6 46 6 0 4_TR19 9 37_c0 _g 3_i1_le n=40 44 YSL7_ARATH
Q:36 21-

1543,H:1-6 8 7
77.0 6 %ID E:0 Pro b ab le  me tal-nico tianamine  transp o rte r YSL7 PF0 316 9 .12^OPT^OPT o lig o p e p tid e  transp o rte r p ro te in^6 0 -6 8 0 ^E:1.1e -152 0 ,129 1,0 9 8 0 3,30 4 0 ,0 44 2,29 1 0 ,6 9 2 1,0 18 0 ,732 -0 ,516 YSL7_ARATH Pro b ab le  me tal-nico tianamine  transp o rte r YSL7 (Pro te in YELLOW STRIPE LIKE 7) (AtYSL7) YSL7 At1g 6 5730  F1E22.10 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR6 46 6 0 4_TR21373_c0 _g 1_i1_le n=19 71 NA NA NA NA NA
PF0 7250 .8 ^Glyo xal_o xid _N^Glyo xal o xid ase  N-te rminus^40 -28 0 ^E:1.5e -10 0 `PF0 9 118 .8 ^DUF19 29 ^Do main o f unkno wn

functio n (DUF19 29 )^432-534^E:8 e -25
0 ,6 43 0 ,477 0 3,29 2 0 ,76 0 ,532 1 0 ,40 4 1 0 ,0 32 . . . . . .

SRR6 46 6 0 4_TR236 6 4_c0 _g 1_i1_le n=8 12 NA NA NA NA NA . 0 ,58 1 0 ,47 0 3,4 0 ,0 73 1,8 8 9 0 ,0 0 2 2,6 56 0 ,337 -0 ,46 6 . . . . . .

SRR6 46 6 0 4_TR278 9 2_c0 _g 1_i7_le n=440 1 NES1_FRAAN
Q:40 8 1-

246 8 ,H:14-515
50 .74%ID E:1e -157 (3S,6 E)-ne ro lid o l synthase  1

PF0 1535.17^PPR^PPR re p e at^16 0 -18 5^E:0 .0 0 0 39 `PF17177.1^PPR_lo ng ^Pe ntaco trip e p tid e -re p e at re g io n o f PROPR^16 7-

276 ^E:1.1e -0 7`PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^175-233^E:2.8 e -0 9 `PF0 1535.17^PPR^PPR re p e at^19 1-

217^E:0 .0 9 `PF128 54.4^PPR_1^PPR re p e at^221-252^E:1.8 e -12`PF130 41.3^PPR_2^PPR re p e at family^223-270 ^E:4.9 e -

16 `PF0 1535.17^PPR^PPR re p e at^226 -256 ^E:6 e -0 7`PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^247-30 2^E:1.8 e -

0 7`PF128 54.4^PPR_1^PPR re p e at^255-28 7^E:8 .9 e -0 6 `PF130 41.3^PPR_2^PPR re p e at family^258 -30 5^E:8 .8 e -

0 8 `PF0 1535.17^PPR^PPR re p e at^26 1-29 0 ^E:0 .0 0 0 7`PF130 41.3^PPR_2^PPR re p e at family^29 4-340 ^E:9 .6 e -

11`PF0 1535.17^PPR^PPR re p e at^29 7-326 ^E:0 .0 0 36 `PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^317-371^E:4e -

11`PF130 41.3^PPR_2^PPR re p e at family^329 -373^E:3.9 e -11`PF0 1535.17^PPR^PPR re p e at^331-36 1^E:1.8 e -0 6

0 ,0 6 6 5,324 0 ,0 0 1 4,77 1 3,141 0 ,0 6 6 5,477 1 2,10 2 NES1_FRAAN (3S,6 E)-ne ro lid o l synthase  1 (FaNES1) (EC 4.2.3.48 ) Frag aria ananassa (Strawb e rry) PATHWAY: Se co nd ary me tab o lite  b io synthe sis; te rp e no id  b io synthe sis. Cyto p lasm; Lyase ; Mag ne sium; Mang ane se ; Me tal-b ind ing

SRR6 46 6 0 4_TR278 9 2_c0 _g 1_i8 _le n=4323 NES1_FRAAN
Q:40 0 3-

246 8 ,H:14-515
53.32%ID E:2e -16 1 (3S,6 E)-ne ro lid o l synthase  1

PF0 139 7.18 ^Te rp e ne _synth^Te rp e ne  synthase , N-te rminal d o main^6 7-224^E:7.8 e -42`PF0 39 36 .13^Te rp e ne _synth_C^Te rp e ne

synthase  family, me tal b ind ing  d o main^258 -528 ^E:1.4e -72
0 ,0 0 3 3,0 75 0 4,541 1 2,46 4 1 0 1 0 ,9 54 NES1_FRAAN (3S,6 E)-ne ro lid o l synthase  1 (FaNES1) (EC 4.2.3.48 ) Frag aria ananassa (Strawb e rry) PATHWAY: Se co nd ary me tab o lite  b io synthe sis; te rp e no id  b io synthe sis. Cyto p lasm; Lyase ; Mag ne sium; Mang ane se ; Me tal-b ind ing

SRR6 46 6 0 4_TR28 36 7_c0 _g 1_i1_le n=2132 G6 PD_SOLTU
Q:471-

18 6 8 ,H:46 -511
8 9 .7%ID E:0

Gluco se -6 -p ho sp hate  1-d e hyd ro g e nase , cyto p lasmic

iso fo rm

PF0 0 479 .19 ^G6 PD_N^Gluco se -6 -p ho sp hate  d e hyd ro g e nase , NAD b ind ing  d o main^6 -6 1^E:2.6 e -

23`PF0 278 1.13^G6 PD_C^Gluco se -6 -p ho sp hate  d e hyd ro g e nase , C-te rminal d o main^6 3-342^E:9 e -116
0 ,59 4 0 ,258 0 1,9 57 0 ,18 3 0 ,6 59 0 ,6 0 ,273 0 ,38 9 0 ,38 G6 PD_SOLTU Gluco se -6 -p ho sp hate  1-d e hyd ro g e nase , cyto p lasmic iso fo rm (G6 PD) (EC 1.1.1.49 ) G6 PDH So lanum tub e ro sum (Po tato )

PATHWAY: Carb o hyd rate  d e g rad atio n; p e nto se  p ho sp hate  p athway; D-rib ulo se  5-

p ho sp hate  fro m D-g luco se  6 -p ho sp hate  (o xid ative  stag e ): ste p  1/3.

Carb o hyd rate  me tab o lism; Co mp le te  p ro te o me ; Cyto p lasm; G luco se

me tab o lism; NADP; Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR6 46 6 0 4_TR28 48 6 _c1_g 1_i1_le n=1134 NA NA NA NA NA PF0 7223.8 ^DUF1421^Pro te in o f unkno wn functio n (DUF1421)^5-20 6 ^E:2.8 e -51 0 ,429 0 ,52 0 1,8 6 8 0 ,0 8 6 0 ,8 5 0 ,16 3 0 ,715 1 -0 ,0 79 . . . . . .

SRR6 46 6 0 4_TR3226 9 _c0 _g 1_i1_le n=19 49 UFOG6 _FRAAN
Q:16 11-

220 ,H:6 -475
55.77%ID E:7e -177

UDP-g luco se  flavo no id  3-O-g luco syltransfe rase  6

{ECO:0 0 0 0 30 3|Pub Me d :18 48 76 33}
PF0 0 20 1.15^UDPGT^UDP-g luco ro no syl and  UDP-g luco syl transfe rase ^26 8 -39 5^E:6 .3e -23 1 1,6 74 0 6 ,59 1 0 ,129 3,523 0 ,50 2 2,376 1 1,211 UFOG6 _FRAAN

UDP-g luco se  flavo no id  3-O-g luco syltransfe rase  6  (EC 2.4.1.9 1) (Flavo no l 3-O-g luco syltransfe rase

6 ) (FaGT6 )
GT6 Frag aria ananassa (Strawb e rry) G lyco syltransfe rase ; Transfe rase

SRR6 46 6 0 4_TR329 70 _c2_g 1_i3_le n=356 0 HMDH_CATRO
Q:3425-

219 9 ,H:1-40 7
9 8 .29 %ID E:0 3-hyd ro xy-3-me thylg lutaryl-co e nzyme  A re d uctase PF0 0 36 8 .15^HMG-Co A_re d ^Hyd ro xyme thylg lutaryl-co e nzyme  A re d uctase ^254-446 ^E:2.4e -6 4 0 ,352 0 ,8 6 6 0 ,0 0 1 3,229 0 ,0 77 1,0 23 0 ,50 5 0 ,521 1 0 ,337 HMDH_CATRO 3-hyd ro xy-3-me thylg lutaryl-co e nzyme  A re d uctase  (HMG-Co A re d uctase ) (EC 1.1.1.34) HMGR

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Me tab o lic inte rme d iate  b io synthe sis; (R)-me valo nate  b io synthe sis; (R)-

me valo nate  fro m ace tyl-Co A: ste p  3/3.

End o p lasmic re ticulum; G lyco p ro te in; Iso p re ne  b io synthe sis; Me mb rane ;

NADP; Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix

SRR6 46 6 0 4_TR34575_c0 _g 2_i1_le n=1237 NA NA NA NA NA
PF1436 4.3^DUF440 8 ^Do main o f unkno wn functio n (DUF440 8 )^10 -41^E:2.2e -0 6 `PF0 5553.8 ^DUF76 1^Co tto n fib re  e xp re sse d

p ro te in^18 0 -215^E:2.9 e -18
0 ,16 1,126 0 ,0 0 1 3,8 58 0 ,0 0 3 2,0 42 0 ,228 1,0 16 1 -1,70 7 . . . . . .

SRR6 46 6 0 4_TR3458 3_c0 _g 1_i4_le n=30 32 SUSY_SOLLC
Q:28 12-

39 8 ,H:1-8 0 5
9 1.0 6 %ID E:0 Sucro se  synthase

PF0 0 8 6 2.16 ^Sucro se _synth^Sucro se  synthase ^8 -553^E:1e -28 2`PF0 0 534.17^Glyco s_transf_1^Glyco syl transfe rase s g ro up

1^56 4-737^E:2.5e -33`PF136 9 2.3^Glyco _trans_1_4^Glyco syl transfe rase s g ro up  1^571-724^E:7.2e -11
0 ,325 0 ,40 7 0 2,9 13 0 ,9 1 -0 ,0 6 2 0 ,78 5 0 ,0 9 4 1 0 ,717 SUSY_SOLLC Sucro se  synthase  (EC 2.4.1.13) (Sucro se -UDP g luco syltransfe rase )

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)
Co mp le te  p ro te o me ; G lyco syltransfe rase ; Re fe re nce  p ro te o me ; Transfe rase

SRR6 46 6 0 4_TR348 78 _c0 _g 1_i1_le n=1243 CSPL7_SOYBN
Q:19 8 -

6 8 0 ,H:16 -173
56 .17%ID E:5e -42 CASP-like  p ro te in 1D2 PF0 4535.9 ^DUF58 8 ^Do main o f unkno wn functio n (DUF58 8 )^42-19 0 ^E:1.7e -39 0 ,0 6 6 4,543 0 5,8 6 0 ,129 5,152 0 ,50 2 3,733 1 -2,59 5 CSPL7_SOYBN CASP-like  p ro te in 1D2 (GmCASPL1D2) Glycine  max (So yb e an) (G lycine  hisp id a)

Ce ll me mb rane ; Co mp le te  p ro te o me ; G lyco p ro te in; Me mb rane ; Re fe re nce

p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 5_TR56 7_c0 _g 1_i1_le n=1422 NA NA NA NA NA PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^7-6 6 ^E:1.4e -0 8 0 ,49 3 0 ,34 0 ,0 0 1 1,446 0 ,0 56 0 ,9 54 0 ,0 0 5 1,326 1 -0 ,159 . . . . . .

SRR6 48 70 5_TR10 34_c0 _g 3_i1_le n=16 29 MTDH_FRAAN
Q:1418 -357,H:4-

357
6 7.8 %ID E:8 e -152 Pro b ab le  mannito l d e hyd ro g e nase

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^39 -151^E:6 .3e -28 `PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing

d e hyd ro g e nase ^19 5-317^E:2e -18
0 ,454 -0 ,40 7 0 2,9 9 0 ,0 16 2,376 0 ,0 44 2,219 0 ,6 9 2 1,0 0 1 MTDH_FRAAN Pro b ab le  mannito l d e hyd ro g e nase  (EC 1.1.1.255) (NAD-d e p e nd e nt mannito l d e hyd ro g e nase ) CAD Frag aria ananassa (Strawb e rry) Me tal-b ind ing ; NAD; Oxid o re d uctase ; Zinc

SRR6 48 70 5_TR30 34_c0 _g 1_i3_le n=4755 SERA1_ARATH
Q:39 9 -

20 6 6 ,H:42-6 0 3
8 4.52%ID E:0 D-3-p ho sp ho g lyce rate  d e hyd ro g e nase  1, chlo ro p lastic

PF0 0 38 9 .27^2-Hacid _d h^D-iso me r sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , catalytic d o main^6 0 -36 9 ^E:2e -34`PF0 28 26 .16 ^2-

Hacid _d h_C^D-iso me r sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , NAD b ind ing  d o main^16 2-337^E:1e -

6 2`PF0 0 6 70 .18 ^Ad o Hcyase _NAD^S-ad e no syl-L-ho mo cyste ine  hyd ro lase , NAD b ind ing  d o main^19 2-30 1^E:2e -

0 6 `PF0 79 9 1.9 ^IlvN^Ace to hyd ro xy acid  iso me ro re d uctase , NADPH-b ind ing  d o main^19 4-29 7^E:1.6 e -0 6 `PF0 18 42.22^ACT^ACT

d o main^528 -58 8 ^E:5.5e -0 7

0 ,756 -0 ,242 0 2,15 0 ,50 5 -0 ,445 0 ,6 6 6 0 ,30 3 0 ,39 4 0 ,476 SERA1_ARATH
D-3-p ho sp ho g lyce rate  d e hyd ro g e nase  1, chlo ro p lastic (EC 1.1.1.9 5) (Pro te in EMBRYO SAC

DEVELOPMENT ARREST 9 )
PGDH1 EDA9  At4g 3420 0  F10 M10 .7 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-se rine  b io synthe sis; L-se rine  fro m 3-p ho sp ho -

D-g lyce rate : ste p  1/3.

Chlo ro p last; Co mp le te  p ro te o me ; NAD; Oxid o re d uctase ; Plastid ; Re fe re nce

p ro te o me ; Transit p e p tid e

SRR6 48 70 5_TR458 4_c0 _g 2_i1_le n=1742 MYB44_ARATH
Q:40 8 -719 ,H:3-

10 6
8 0 .77%ID E:3e -51 Transcrip tio n facto r MYB44

PF0 0 249 .28 ^Myb _DNA-b ind ing ^Myb -like  DNA-b ind ing  d o main^39 -8 4^E:7.9 e -19 `PF139 21.3^Myb _DNA-b ind _6 ^Myb -like  DNA-

b ind ing  d o main^42-10 0 ^E:1.4e -17`PF0 0 249 .28 ^Myb _DNA-b ind ing ^Myb -like  DNA-b ind ing  d o main^9 3-135^E:3.4e -

14`PF139 21.3^Myb _DNA-b ind _6 ^Myb -like  DNA-b ind ing  d o main^9 4-152^E:3.4e -0 9

0 ,0 0 4 3,10 4 0 4,0 38 0 ,0 0 2 5,6 0 1 0 ,0 17 5,20 1 1 -0 ,19 MYB44_ARATH Transcrip tio n facto r MYB44 (Myb -re late d  p ro te in 44) (AtMYB44) (Myb -re late d  p ro te in R1) (AtMYBR1) MYB44 MYBR1 At5g 6 730 0  K8 K14.2 Arab id o p sis thaliana (Mo use -e ar cre ss)
Ab scis ic acid  s ig naling  p athway; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us;

Re fe re nce  p ro te o me ; Re p e at; Transcrip tio n; Transcrip tio n re g ulatio n

SRR6 48 70 5_TR479 4_c0 _g 1_i4_le n=18 6 8 AGD9 _ARATH
Q:1542-337,H:1-

40 2
6 7.6 4%ID E:2e -178

Pro b ab le  ADP-rib o sylatio n facto r GTPase -activating

p ro te in AGD9
PF0 1412.15^ArfGap ^Putative  GTPase  activating  p ro te in fo r Arf^12-113^E:8 .4e -35 1 0 ,0 44 0 1,59 7 0 ,10 2 0 ,716 0 ,0 8 5 0 ,743 0 ,70 7 -0 ,3 AGD9 _ARATH

Pro b ab le  ADP-rib o sylatio n facto r GTPase -activating  p ro te in AGD9  (ARF GAP AGD9 ) (Pro te in ARF-

GAP DOMAIN 9 ) (AtAGD9 )
AGD9  At5g 46 750  MZA15.17 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Co mp le te  p ro te o me ; GTPase  activatio n; Me tal-b ind ing ;

Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Zinc; Zinc-fing e r

SRR6 48 70 5_TR48 6 8 _c0 _g 1_i1_le n=20 51 NA NA NA NA NA
PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^125-36 6 ^E:4.8 e -10 `PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase

fo ld ^129 -239 ^E:1.6 e -10 `PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^130 -377^E:2.5e -11
0 ,8 6 5 -0 ,135 0 3,357 0 ,59 3 -0 ,713 0 ,79 8 -0 ,48 1 0 ,0 16 . . . . . .

SRR6 48 70 5_TR6 257_c0 _g 2_i1_le n=156 7 NIFU2_ARATH
Q:116 4-

50 8 ,H:7-225
6 8 .78 %ID E:3e -8 8 NifU-like  p ro te in 2, chlo ro p lastic PF0 110 6 .14^NifU^NifU-like  d o main^9 5-16 0 ^E:1.1e -25`PF0 110 6 .14^NifU^NifU-like  d o main^176 -230 ^E:1.5e -10 0 ,6 6 1 0 ,26 3 0 1,46 5 0 ,0 9 5 0 ,72 0 ,0 9 5 0 ,724 1 -0 ,122 NIFU2_ARATH NifU-like  p ro te in 2, chlo ro p lastic (AtCNfu2) (AtCnfU-V)

NIFU2 CNFU2 NFU2 At5g 49 9 40

K9 P8 .16
Arab id o p sis thaliana (Mo use -e ar cre ss)

2Fe -2S; 3D-structure ; Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ;

Disulfid e  b o nd ; Iro n; Iro n-sulfur; Me tal-b ind ing ; Plastid ; Re fe re nce  p ro te o me ;

Transit p e p tid e

SRR6 48 70 5_TR70 6 0 _c0 _g 2_i1_le n=6 120 TPL_ARATH
Q:222-

3548 ,H:1-110 9
8 2.6 9 %ID E:0 Pro te in TOPLESS

PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^456 -49 0 ^E:1.8 e -0 5`PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^9 15-

9 48 ^E:0 .0 0 8 1
0 ,56 8 0 ,251 0 3,571 1 0 ,0 6 1 0 ,327 0 ,34 0 ,535 TPL_ARATH Pro te in TOPLESS (WUS-inte racting  p ro te in 1) TPL WSIP1 At1g 15750  F7H2.9 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; De ve lo p me ntal p ro te in; Jasmo nic acid  s ig naling  p athway;

Nucle us; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Re p e at; Re p re sso r;

Transcrip tio n; Transcrip tio n re g ulatio n; WD re p e at

SRR6 48 70 5_TR79 0 0 _c0 _g 1_i3_le n=1553 ERGI3_DANRE
Q:314-1312,H:4-

334
47.38 %ID E:8 e -10 7

End o p lasmic re ticulum-Go lg i inte rme d iate  co mp artme nt

p ro te in 3

PF138 50 .3^ERGIC_N^End o p lasmic Re ticulum-Go lg i Inte rme d iate  Co mp artme nt (ERGIC)^8 -9 7^E:1.1e -

31`PF0 79 70 .9 ^COPIIco ate d _ERV^End o p lasmic re ticulum ve sic le  transp o rte r^149 -336 ^E:8 .2e -6 9
0 ,258 0 ,9 28 0 ,0 0 1 3,78 6 0 ,28 6 0 ,8 27 0 ,8 11 0 ,18 2 0 ,152 0 ,8 75 ERGI3_DANRE End o p lasmic re ticulum-Go lg i inte rme d iate  co mp artme nt p ro te in 3 e rg ic3 zg c:1139 59  zg c:5576 2

Danio  re rio  (Ze b rafish) (Brachyd anio

re rio )

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; ER-Go lg i transp o rt; End o p lasmic

re ticulum; Go lg i ap p aratus; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR6 48 70 5_TR8 110 _c0 _g 1_i1_le n=10 31 IAA17_ARATH
Q:245-8 20 ,H:3-

218
51.15%ID E:1e -59 Auxin-re sp o nsive  p ro te in IAA17 PF0 230 9 .13^AUX_IAA^AUX/IAA family^31-20 2^E:6 .3e -59 1 0 ,0 38 0 7,0 58 0 -7,59 3 0 -9 ,345 0 ,78 6 0 ,1 IAA17_ARATH Auxin-re sp o nsive  p ro te in IAA17 (Auxin re sp o nse  3) (Ind o le ace tic acid -ind uce d  p ro te in 17) IAA17 AXR3 At1g 0 4250  F19 P19 .31 Arab id o p sis thaliana (Mo use -e ar cre ss)

3D-structure ; Auxin s ig naling  p athway; Co mp le te  p ro te o me ; Nucle us;

Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Re p re sso r; Transcrip tio n; Transcrip tio n

re g ulatio n

SRR6 48 70 5_TR8 125_c0 _g 2_i2_le n=2472 2AAB_ARATH
Q:36 3-

2123,H:1-58 7
8 9 .44%ID E:0

Se rine /thre o nine -p ro te in p ho sp hatase  2A 6 5 kDa

re g ulato ry sub unit A b e ta iso fo rm

PF12755.4^Vac14_Fab 1_b d ^Vacuo lar 14 Fab 1-b ind ing  re g io n^235-30 0 ^E:1.7e -0 5`PF0 29 8 5.19 ^HEAT^HEAT re p e at^242-

270 ^E:0 .0 0 0 8 `PF136 46 .3^HEAT_2^HEAT re p e ats^36 1-459 ^E:7.1e -11
0 ,547 0 ,335 0 1,8 33 0 ,777 0 ,26 0 ,777 0 ,20 4 0 ,419 0 ,39 1 2AAB_ARATH

Se rine /thre o nine -p ro te in p ho sp hatase  2A 6 5 kDa re g ulato ry sub unit A b e ta iso fo rm (AtA b e ta)

(PP2A, sub unit A, b e ta iso fo rm)
PP2AA2 DF1 At3g 258 0 0  K13N2.14 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ;

Re p e at

SRR6 48 70 5_TR8 541_c2_g 1_i3_le n=1354 RSSA_DAUCA
Q:16 3-9 78 ,H:1-

26 9
76 .9 2%ID E:2e -138

40 S rib o so mal p ro te in SA {ECO:0 0 0 0 255|HAMAP-

Rule :MF_0 30 15}

PF0 0 318 .17^Rib o so mal_S2^Rib o so mal p ro te in S2^18 -112^E:1.4e -12`PF0 0 318 .17^Rib o so mal_S2^Rib o so mal p ro te in S2^117-

18 2^E:1.9 e -12
0 -1,173 0 10 ,8 9 2 1 0 1 0 0 ,353 -0 ,229 RSSA_DAUCA 40 S rib o so mal p ro te in SA (p 40 ) 179 B Daucus caro ta (Wild  carro t) Cyto p lasm; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 5_TR9 327_c0 _g 1_i1_le n=229 3 MLO6 _ARATH
Q:1732-257,H:1-

539
44.22%ID E:4e -144 MLO-like  p ro te in 6 PF0 30 9 4.12^Mlo ^Mlo  family^11-10 7^E:4e -38 `PF0 30 9 4.12^Mlo ^Mlo  family^10 5-440 ^E:1.2e -141 0 ,517 1,0 9 1 0 4,131 0 ,0 73 2,338 0 ,0 27 2,538 1 -0 ,18 8 MLO6 _ARATH MLO-like  p ro te in 6  (AtMlo 6 ) MLO6  At1g 6 156 0  T25B24.9 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Calmo d ulin-b ind ing ; Co mp le te  p ro te o me ; Me mb rane ;

Patho g e ne sis-re late d  p ro te in; Plant d e fe nse ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 5_TR9 78 2_c1_g 4_i1_le n=20 6 3 WTR18 _ARATH
Q:8 16 -

18 8 6 ,H:14-36 5
6 0 .55%ID E:1e -121 WAT1-re late d  p ro te in At3g 28 0 50

PF0 0 8 9 2.17^EamA^EamA-like  transp o rte r family^20 -151^E:2e -0 8 `PF0 0 8 9 2.17^EamA^EamA-like  transp o rte r family^20 5-

328 ^E:8 .3e -0 8
0 ,0 25 1,8 8 7 0 4,117 0 ,0 25 2,6 34 0 ,0 76 2,19 1 0 ,6 29 -1,428 WTR18 _ARATH WAT1-re late d  p ro te in At3g 28 0 50 At3g 28 0 50  MMG15.6 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at;

Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 5_TR10 16 7_c1_g 1_i1_le n=16 37 MOMT_CATRO
Q:1318 -275,H:1-

348
10 0 %ID E:0 Myrice tin O-me thyltransfe rase

PF0 8 10 0 .8 ^Dime risatio n^Dime risatio n d o main^27-74^E:6 .1e -19 `PF0 0 8 9 1.15^Me thyltransf_2^O-me thyltransfe rase ^117-

334^E:5.2e -58
0 ,341 0 ,40 2 0 2,19 7 0 ,0 1 1,436 0 ,0 9 3 1,0 59 0 ,79 8 -0 ,412 MOMT_CATRO Myrice tin O-me thyltransfe rase  (EC 2.1.1.26 7) (CrOMT2) (Flavo no id  O-me thyltransfe rase )

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

Ace tylatio n; Dire ct p ro te in se q ue ncing ; Me thyltransfe rase ; S-ad e no syl-L-

me thio nine ; Transfe rase

SRR6 48 70 5_TR10 6 9 0 _c0 _g 2_i2_le n=10 30 NA NA NA NA NA PF1436 8 .3^LTP_2^Pro b ab le  l ip id  transfe r^13-10 4^E:1.8 e -19 1 0 ,224 0 3,36 2 0 ,0 76 2,373 0 ,0 76 2,313 0 ,8 22 -0 ,421 . . . . . .

SRR6 48 70 5_TR11339 _c0 _g 2_i1_le n=20 32 PAT_PETHY
Q:48 2-

1711,H:70 -479
8 9 .0 2%ID E:0

Bifunctio nal asp artate  amino transfe rase  and

g lutamate /asp artate -p re p he nate  amino transfe rase
PF0 0 155.18 ^Amino tran_1_2^Amino transfe rase  class I and  II^19 5-557^E:7.1e -71 0 ,6 8 0 ,18 5 0 1,8 38 0 ,10 8 0 ,6 73 0 ,18 7 0 ,59 4 0 ,58 0 ,26 PAT_PETHY

Bifunctio nal asp artate  amino transfe rase  and  g lutamate /asp artate -p re p he nate  amino transfe rase

(PhPPA-AT) (EC 2.6 .1.1) (EC 2.6 .1.78 ) (EC 2.6 .1.79 )
Pe tunia hyb rid a (Pe tunia)

PATHWAY: Amino -acid  b io synthe sis; L-p he nylalanine  b io synthe sis; L-aro g e nate  fro m

p re p he nate  (L-Asp  ro ute ): ste p  1/1.; PATHWAY: Amino -acid  b io synthe sis; L-

p he nylalanine  b io synthe sis; L-aro g e nate  fro m p re p he nate  (L-G lu ro ute ): ste p  1/1.

Amino -acid  b io synthe sis; Amino transfe rase ; Chlo ro p last; Plastid ; Pyrid o xal

p ho sp hate ; Transfe rase ; Transit p e p tid e

SRR6 48 70 5_TR11458 _c2_g 2_i2_le n=1353 NA NA NA NA NA . 0 ,0 0 2 -6 ,29 9 0 7,0 41 1 0 1 3,58 2 0 ,111 -0 ,49 9 . . . . . .

SRR6 48 70 5_TR12335_c0 _g 1_i2_le n=2429 KPYC_SOLTU
Q:19 35-

40 6 ,H:1-510
9 0 .78 %ID E:0 Pyruvate  kinase , cyto so lic iso zyme

PF0 0 224.18 ^PK^Pyruvate  kinase , b arre l d o main^19 -36 2^E:2.7e -159 `PF0 28 8 7.13^PK_C^Pyruvate  kinase , alp ha/b e ta

d o main^38 0 -50 4^E:1.4e -25
0 ,56 6 0 ,19 7 0 ,0 0 1 1,22 0 ,0 0 4 1,156 0 ,0 0 9 1,0 56 0 ,6 8 4 0 ,172 KPYC_SOLTU Pyruvate  kinase , cyto so lic iso zyme  (PK) (EC 2.7.1.40 ) So lanum tub e ro sum (Po tato )

PATHWAY: Carb o hyd rate  d e g rad atio n; g lyco lysis; p yruvate  fro m D-g lyce rald e hyd e  3-

p ho sp hate : ste p  5/5.

ATP-b ind ing ; Co mp le te  p ro te o me ; Cyto p lasm; G lyco lysis; Kinase ; Mag ne sium;

Me tal-b ind ing ; Nucle o tid e -b ind ing ; Po tassium; Pyruvate ; Re fe re nce  p ro te o me ;

Transfe rase

SRR6 48 70 5_TR1356 9 _c0 _g 2_i6 _le n=20 15 EF1A_TOBAC
Q:179 1-

48 4,H:1-436
9 7.9 4%ID E:0 Elo ng atio n facto r 1-alp ha

PF0 0 0 0 9 .24^GTP_EFTU^Elo ng atio n facto r Tu GTP b ind ing  d o main^6 -221^E:1e -52`PF0 3144.22^GTP_EFTU_D2^Elo ng atio n

facto r Tu d o main 2^248 -313^E:7.3e -15`PF0 3143.14^GTP_EFTU_D3^Elo ng atio n facto r Tu C-te rminal d o main^322-429 ^E:3.9 e -38
0 ,0 0 2 -0 ,75 0 1,40 6 0 ,6 76 0 ,123 0 ,9 32 0 ,0 4 0 ,0 6 6 -4,445 EF1A_TOBAC Elo ng atio n facto r 1-alp ha (EF-1-alp ha) (Vitro ne ctin-like  ad he sio n p ro te in 1) (PVN1) Nico tiana tab acum (Co mmo n to b acco )

Cyto p lasm; Elo ng atio n facto r; GTP-b ind ing ; Nucle o tid e -b ind ing ;

Pho sp ho p ro te in; Pro te in b io synthe sis

SRR6 48 70 5_TR13752_c1_g 1_i1_le n=246 9 HEMH_CUCSA
Q:328 -

18 12,H:1-49 1
6 8 .0 1%ID E:0 Fe rro che latase -2, chlo ro p lastic PF0 0 76 2.16 ^Fe rro che latase ^Fe rro che latase ^116 -439 ^E:1.5e -10 9 0 ,2 0 ,6 55 0 2,29 0 ,10 9 1,135 0 ,257 0 ,8 41 0 ,6 23 0 ,29 9 HEMH_CUCSA

Fe rro che latase -2, chlo ro p lastic (EC 4.9 9 .1.1) (Fe rro che latase  II) (He me  synthase  2) (Pro to he me

fe rro -lyase  2)
HEMH Cucumis sativus (Cucumb e r)

PATHWAY: Po rp hyrin-co ntaining  co mp o und  me tab o lism; p ro to he me  b io synthe sis;

p ro to he me  fro m p ro to p o rp hyrin-IX: ste p  1/1.

Chlo ro p last; He me  b io synthe sis; Iro n; Lyase ; Plastid ; Po rp hyrin b io synthe sis;

Transit p e p tid e

SRR6 48 70 5_TR1439 1_c0 _g 2_i9 _le n=2536 NEK6 _ARATH
Q:30 9 -

1139 ,H:1-276
75.45%ID E:1e -134 Se rine /thre o nine -p ro te in kinase  Ne k6

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^15-26 8 ^E:1.7e -6 7`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^16 -

26 5^E:2.8 e -42
0 ,132 0 ,751 0 2,40 7 0 ,147 1,0 28 0 ,257 0 ,8 47 0 ,9 0 6 -0 ,121 NEK6 _ARATH Se rine /thre o nine -p ro te in kinase  Ne k6  (EC 2.7.11.1) (NimA-re late d  p ro te in kinase  6 ) (AtNe k6 ) NEK6  At3g 20 8 6 0  MOE17.17 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Kinase ; Nucle o tid e -b ind ing ; Re fe re nce

p ro te o me ; Se rine /thre o nine -p ro te in kinase ; Transfe rase

SRR6 48 70 5_TR146 43_c0 _g 1_i1_le n=571 NA NA NA NA NA . 0 ,6 23 0 ,30 8 0 2,452 0 ,19 5 1,326 0 ,0 0 3 2,36 1 0 ,78 1 -0 ,352 . . . . . .

SRR6 48 70 5_TR150 40 _c0 _g 1_i1_le n=3233 SDL5A_SOYBN
Q:531-2357,H:1-

6 10
8 5.25%ID E:0 Dynamin-re late d  p ro te in 5A

PF0 0 350 .20 ^Dynamin_N^Dynamin family^37-212^E:1.9 e -54`PF0 10 31.17^Dynamin_M^Dynamin ce ntral re g io n^221-48 9 ^E:1.8 e -

6 5`PF0 2212.15^GED^Dynamin GTPase  e ffe cto r d o main^513-6 0 5^E:5.5e -23
1 0 ,0 45 0 ,0 0 1 1,8 52 0 ,6 8 3 0 ,26 9 0 ,59 1 0 ,351 0 ,70 5 0 ,275 SDL5A_SOYBN Dynamin-re late d  p ro te in 5A (So yb e an d ynamin-like  p ro te in 5A) (SDL5A) Glycine  max (So yb e an) (G lycine  hisp id a)

Ce ll cycle ; Ce ll d ivis io n; Co mp le te  p ro te o me ; Cyto p lasm; Cyto ske le to n; GTP-

b ind ing ; Hyd ro lase ; Micro tub ule ; Mo to r p ro te in; Nucle o tid e -b ind ing ; Re fe re nce

p ro te o me

SRR6 48 70 5_TR170 9 2_c0 _g 4_i1_le n=16 30 ADK2_ARATH
Q:148 1-

456 ,H:3-344
8 0 .9 9 %ID E:0 Ad e no sine  kinase  2 PF0 0 29 4.21^PfkB^p fkB family carb o hyd rate  kinase ^26 -335^E:3.3e -75 0 ,338 -0 ,223 0 1,0 36 0 ,321 -0 ,249 0 ,6 5 -0 ,117 0 ,8 48 -0 ,174 ADK2_ARATH Ad e no sine  kinase  2 (AK 2) (EC 2.7.1.20 ) (Ad e no sine  5' -p ho sp ho transfe rase  2) ADK2 At5g 0 330 0  F12E4.30  MOK16 .21 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Purine  me tab o lism; AMP b io synthe sis via salvag e  p athway; AMP fro m

ad e no sine : ste p  1/1.

ATP-b ind ing ; Co mp le te  p ro te o me ; Ho st-virus inte ractio n; Kinase ; Mag ne sium;

Nucle o tid e -b ind ing ; Purine  salvag e ; Re fe re nce  p ro te o me ; Transfe rase

SRR6 48 70 5_TR17142_c0 _g 2_i1_le n=46 0 4 PAP14_ARATH
Q:6 48 -

2441,H:72-6 6 6
6 6 .9 4%ID E:0

Pro b ab le  p lastid -lip id -asso ciate d  p ro te in 14,

chlo ro p lastic
PF0 4755.9 ^PAP_fib ril l in^PAP_fib ril l in^444-56 4^E:4.7e -0 5 0 ,0 73 2,372 0 7,0 0 7 0 ,50 2 4,11 0 ,254 4,457 0 ,0 0 1 6 ,532 PAP14_ARATH

Pro b ab le  p lastid -lip id -asso ciate d  p ro te in 14, chlo ro p lastic (AtPap 14) (Fib ril l in-11) (OBP3-

re sp o nsive  p ro te in 1)
PAP14 FBN11 FIB11 ORG1 At5g 53450 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce

p ro te o me ; Transit p e p tid e

SRR6 48 70 5_TR1728 1_c0 _g 1_i2_le n=2445 RD21A_ARATH
Q:2176 -

9 23,H:42-458
6 3.18 %ID E:2e -171 Cyste ine  p ro te inase  RD21a

PF0 8 246 .9 ^Inhib ito r_I29 ^Cathe p sin p ro p e p tid e  inhib ito r d o main (I29 )^38 -9 5^E:2.5e -15`PF0 0 112.20 ^Pe p tid ase _C1^Pap ain

family cyste ine  p ro te ase ^126 -341^E:3.9 e -8 0 `PF0 0 39 6 .15^Granulin^Granulin^375-421^E:1.1e -11
0 ,0 76 2,8 2 0 ,0 0 1 5,0 51 0 ,50 2 2,73 0 ,50 2 2,6 0 5 0 ,8 4 0 ,30 8 RD21A_ARATH Cyste ine  p ro te inase  RD21a (RD21) (EC 3.4.22.-) RD21A At1g 47128  F2G19 .31 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ; Pro te ase ;

Re fe re nce  p ro te o me ; Sig nal; Thio l p ro te ase ; Zymo g e n

SRR6 48 70 5_TR18 28 8 _c0 _g 1_i1_le n=1412 NA NA NA NA NA PF14144.3^DOG1^Se e d  d o rmancy co ntro l^28 -10 1^E:1.3e -26 0 ,129 3,37 0 7,5 0 ,0 76 2,42 0 ,38 1 1,534 1 -1,29 6 . . . . . .

SRR6 48 70 5_TR18 9 30 _c0 _g 1_i2_le n=18 6 8 NAC8 _ARATH
Q:16 25-

36 0 ,H:1-447
57.0 5%ID E:2e -16 3 NAC d o main-co ntaining  p ro te in 8 PF0 236 5.12^NAM^No  ap ical me riste m (NAM) p ro te in^59 -19 7^E:1.2e -13 0 ,429 0 ,511 0 ,0 0 1 2,354 0 ,0 6 8 1,19 2 0 ,129 0 ,9 78 1 0 ,0 0 6 NAC8 _ARATH NAC d o main-co ntaining  p ro te in 8  (ANAC0 0 8 ) NAC0 0 8  At1g 2558 0  F14G11.2 F2J7.1 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR6 48 70 5_TR20 78 3_c0 _g 1_i3_le n=40 0 9 ADS3_ARATH
Q:9 15-517,H:54-

175
54.48 %ID E:1e -6 1

Palmito yl-mo no g alacto syld iacylg lyce ro l d e lta-7

d e saturase , chlo ro p lastic

{ECO:0 0 0 0 30 3|Pub Me d :15579 6 6 2}

. 0 ,0 31 0 ,8 37 0 4,529 0 ,6 29 -1,26 4 0 ,6 29 -0 ,9 9 5 0 ,40 1 0 ,24 ADS3_ARATH
Palmito yl-mo no g alacto syld iacylg lyce ro l d e lta-7 d e saturase , chlo ro p lastic (EC 1.14.19 .-) (FAD5)

(Mo no g alacto syld iacylg lyce ro l-sp e cific  p almitic acid  d e saturase )
ADS3 At3g 158 50  MSJ11.25 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Lip id  me tab o lism; o xylip in b io synthe sis.; PATHWAY: Lip id  me tab o lism;

p o lyunsaturate d  fatty acid  b io synthe sis.

Chlo ro p last; Co mp le te  p ro te o me ; Fatty acid  b io synthe sis; Fatty acid

me tab o lism; Iro n; Lip id  b io synthe sis; Lip id  me tab o lism; Me mb rane ;

Oxid o re d uctase ; Oxylip in b io synthe sis; Plastid ; Re fe re nce  p ro te o me ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 5_TR21250 _c0 _g 1_i2_le n=778 ARF2_ORYSJ
Q:20 5-747,H:1-

18 1
9 8 .9 %ID E:4e -130 ADP-rib o sylatio n facto r 2

PF0 0 0 25.18 ^Arf^ADP-rib o sylatio n facto r family^5-177^E:3e -8 0 `PF0 9 439 .7^SRPRB^Sig nal re co g nitio n p artic le  re ce p to r b e ta

sub unit^16 -143^E:8 .5e -14`PF0 8 477.10 ^Ro c^Ras o f Co mp le x, Ro c, d o main o f DAPkinase ^19 -129 ^E:1.1e -

13`PF0 46 70 .9 ^Gtr1_Rag A^Gtr1/Rag A G p ro te in co nse rve d  re g io n^19 -142^E:2.5e -10 `PF0 19 26 .20 ^MMR_HSR1^50 S

rib o so me -b ind ing  GTPase ^19 -122^E:4.7e -0 5`PF0 0 0 71.19 ^Ras^Ras family^20 -172^E:1e -12

0 ,6 5 -0 ,113 0 1,58 2 0 ,6 19 0 ,122 0 ,473 -0 ,176 0 ,0 73 0 ,436 ARF2_ORYSJ ADP-rib o sylatio n facto r 2
ARF Os0 5g 0 48 9 6 0 0

LOC_Os0 5g 410 6 0  OJ1119 _H0 2.17
Oryza sativa sub sp . jap o nica (Rice )

Co mp le te  p ro te o me ; ER-Go lg i transp o rt; GTP-b ind ing ; Go lg i ap p aratus;

Lip o p ro te in; Myristate ; Nucle o tid e -b ind ing ; Pro te in transp o rt; Re fe re nce

p ro te o me ; Transp o rt

SRR6 48 70 5_TR219 0 0 _c1_g 1_i1_le n=9 74 NA NA NA NA NA . 0 ,0 0 6 -1,0 23 0 6 ,728 1 0 1 0 0 ,20 3 -0 ,515 . . . . . .

SRR6 48 70 5_TR220 18 _c0 _g 1_i1_le n=20 76 CAAT1_ARATH
Q:18 26 -

117,H:3-579
72.27%ID E:0 Catio nic amino  acid  transp o rte r 1

PF13520 .3^AA_p e rme ase _2^Amino  acid  p e rme ase ^5-40 6 ^E:8 .1e -44`PF0 0 324.18 ^AA_p e rme ase ^Amino  acid  p e rme ase ^9 -

374^E:1.3e -31`PF139 0 6 .3^AA_p e rme ase _C^C-te rminus o f AA_p e rme ase ^444-49 4^E:1.4e -16
0 ,46 1 1,10 1 0 3,446 0 ,254 2,713 0 ,129 2,9 74 1 -0 ,75 CAAT1_ARATH Catio nic amino  acid  transp o rte r 1 (Amino  acid  transp o rte r 1) CAT1 AAT1 At4g 21120  F7J7.6 0 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Amino -acid  transp o rt; Co mp le te  p ro te o me ; G lyco p ro te in;

Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR6 48 70 5_TR230 32_c0 _g 1_i8 _le n=238 4 RH56 _ARATH
Q:347-

1513,H:39 -427
9 5.6 3%ID E:0 DEAD-b o x ATP-d e p e nd e nt RNA he licase  56

PF0 0 270 .26 ^DEAD^DEAD/DEAH b o x he licase ^6 5-230 ^E:9 .2e -38 `PF0 48 51.12^Re sIII^Typ e  III re strictio n e nzyme , re s

sub unit^8 1-227^E:2.1e -0 6 `PF0 0 271.28 ^He licase _C^He licase  co nse rve d  C-te rminal d o main^271-377^E:2.2e -27
0 ,429 0 ,535 0 ,0 0 1 1,56 9 0 ,472 0 ,56 2 1 -0 ,0 76 0 ,745 0 ,19 1 RH56 _ARATH DEAD-b o x ATP-d e p e nd e nt RNA he licase  56  (EC 3.6 .4.13) (UAP56  ho mo lo g  B) RH56  UAP56 B At5g 1120 0  F2I11.9 0 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; He licase ; Hyd ro lase ;

Nucle o tid e -b ind ing ; Nucle us; RNA-b ind ing ; Re fe re nce  p ro te o me ; Transp o rt;

mRNA p ro ce ssing ; mRNA sp lic ing ; mRNA transp o rt

SRR6 48 70 5_TR2329 0 _c0 _g 1_i1_le n=2230 BGL40 _ARATH
Q:18 6 5-

414,H:25-50 6
70 .6 6 %ID E:0 Be ta-g luco sid ase  40 PF0 0 232.15^Glyco _hyd ro _1^Glyco syl hyd ro lase  family 1^38 -512^E:2.6 e -159 0 ,0 76 2,30 8 0 5,213 0 ,10 3 1,8 53 1 0 ,232 0 ,226 -1,744 BGL40 _ARATH Be ta-g luco sid ase  40  (AtBGLU40 ) (EC 3.2.1.21) BGLU40  At1g 26 56 0  T1K7.7 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ;

Re fe re nce  p ro te o me ; Sig nal

SRR6 48 70 5_TR239 16 _c1_g 2_i3_le n=1259 GL52_ORYSJ
Q:352-

9 42,H:24-220
79 .19 %ID E:1e -10 8 Ge rmin-like  p ro te in 5-1 PF0 0 19 0 .19 ^Cup in_1^Cup in^6 4-210 ^E:5.6 e -50 `PF0 78 8 3.8 ^Cup in_2^Cup in d o main^10 0 -171^E:1.5e -11 0 ,6 23 0 ,38 4 0 2,78 5 0 ,0 8 6 0 ,9 8 3 0 ,6 23 0 ,40 6 0 ,28 3 0 ,6 17 GL52_ORYSJ Ge rmin-like  p ro te in 5-1

Os0 5g 0 27750 0  LOC_Os0 5g 19 6 70

OsJ_0 17118  OSJNBa0 0 55E23.9
Oryza sativa sub sp . jap o nica (Rice )

Ap o p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Mang ane se ;

Me tal-b ind ing ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR6 48 70 5_TR24245_c1_g 1_i4_le n=8 6 7 NA NA NA NA NA . 0 ,59 4 0 ,174 0 1,8 56 0 ,0 9 9 0 ,8 31 0 ,153 0 ,748 0 ,38 1 0 ,8 45 . . . . . .

SRR6 48 70 5_TR24558 _c0 _g 1_i1_le n=356 1 NRAM6 _ARATH
Q:28 3-1437,H:7-

39 1
8 2.34%ID E:0 Me tal transp o rte r Nramp 6 PF0 156 6 .15^Nramp ^Natural re sistance -asso ciate d  macro p hag e  p ro te in^6 4-39 6 ^E:9 .2e -114 0 ,0 17 1,0 76 0 8 ,422 1 0 ,38 1 0 ,43 1 0 ,70 1 NRAM6 _ARATH Me tal transp o rte r Nramp 6  (AtNramp 6 ) NRAMP6  At1g 159 6 0  T24D18 .6 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Io n transp o rt; Iro n; Iro n transp o rt;

Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR6 48 70 5_TR258 55_c0 _g 1_i1_le n=1517 NA NA NA NA NA . 0 ,544 -0 ,211 0 4,0 9 1 1,0 56 1 0 ,8 6 1 -0 ,0 1 . . . . . .

SRR6 48 70 5_TR26 775_c0 _g 1_i1_le n=2734 PAL1_TOBAC
Q:246 0 -

337,H:4-715
8 8 .48 %ID E:0 Phe nylalanine  ammo nia-lyase PF0 0 221.16 ^Lyase _aro matic^Aro matic amino  acid  lyase ^6 2-540 ^E:3.3e -154 0 ,25 0 ,42 0 2,554 0 ,0 26 0 ,49 1 0 ,0 0 3 0 ,6 44 0 -1,8 71 PAL1_TOBAC Phe nylalanine  ammo nia-lyase  (EC 4.3.1.24) TPA1 PALB Nico tiana tab acum (Co mmo n to b acco )

PATHWAY: Phe nylp ro p ano id  me tab o lism; trans-cinnamate  b io synthe sis; trans-

cinnamate  fro m L-p he nylalanine : ste p  1/1.
Cyto p lasm; Lyase ; Phe nylp ro p ano id  me tab o lism

SRR6 48 70 5_TR27157_c0 _g 1_i1_le n=2229 ORP3A_ARATH
Q:6 0 2-

19 12,H:22-452
76 .2%ID E:0 Oxyste ro l-b ind ing  p ro te in-re late d  p ro te in 3A PF0 1237.15^Oxyste ro l_BP^Oxyste ro l-b ind ing  p ro te in^72-426 ^E:6 .1e -10 2 1 -0 ,0 0 4 0 2,30 9 0 ,0 44 2,40 6 0 ,0 16 2,6 6 9 0 ,6 11 -0 ,429 ORP3A_ARATH

Oxyste ro l-b ind ing  p ro te in-re late d  p ro te in 3A (OSBP-re late d  p ro te in 3A) (Pro te in UNFERTILIZED

EMBRYO SAC 18 )
ORP3A UNE18  At5g 0 210 0  T7H20 .150 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; End o p lasmic re ticulum; Fe rti l izatio n; Go lg i ap p aratus;

Lip id  transp o rt; Lip id -b ind ing ; Re fe re nce  p ro te o me ; Ste ro id -b ind ing ; Transp o rt

SRR6 48 70 5_TR28 40 2_c0 _g 1_i8 _le n=230 8 KC1D_ARATH
Q:16 6 8 -

6 13,H:1-36 5
72.4%ID E:0 Case in kinase  I iso fo rm d e lta-like

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^10 -232^E:1.4e -27`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^10 -

270 ^E:3.7e -15
0 ,38 7 0 ,435 0 7,746 1 -0 ,0 9 3 0 ,115 0 ,6 77 0 ,0 9 3 0 ,8 46 KC1D_ARATH Case in kinase  I iso fo rm d e lta-like  (CKI-d e lta) (EC 2.7.11.1) At4g 26 10 0  F20 B18 .210 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Cyto p lasm; Kinase ; Nucle o tid e -b ind ing ;

Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Se rine /thre o nine -p ro te in kinase ;

Transfe rase

SRR6 48 70 5_TR29 523_c0 _g 2_i1_le n=1570 GOLS1_AJURE
Q:20 0 -

1216 ,H:1-333
8 3.78 %ID E:0 Galactino l synthase  1 PF0 150 1.17^Glyco _transf_8 ^Glyco syl transfe rase  family 8 ^32-274^E:3.6 e -43 0 ,0 0 2 1,226 0 1,54 0 ,0 6 1 0 ,46 7 0 ,0 78 0 ,44 0 ,0 0 1 -0 ,76 3 GOLS1_AJURE Galactino l synthase  1 (ArGo lS1) (Go lS-1) (EC 2.4.1.123) GOLS1 Ajug a re p tans (Bug le )

Carb o hyd rate  me tab o lism; Cyto p lasm; Galacto se  me tab o lism;

Glyco syltransfe rase ; Mang ane se ; Me tal-b ind ing ; Transfe rase

SRR6 48 70 5_TR29 8 8 9 _c0 _g 1_i1_le n=128 9 ABIL2_ARATH
Q:9 1-9 21,H:55-

312
54.6 4%ID E:6 e -74 Pro te in ABIL2 . 1 -0 ,0 72 0 2,9 12 0 ,0 73 1,9 6 5 0 ,118 1,8 8 1 0 ,8 22 -0 ,30 4 ABIL2_ARATH Pro te in ABIL2 (Ab l inte racto r-l ike  p ro te in 2) (AtABIL2) ABIL2 At3g 49 29 0  F2K15.150 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Cyto ske le to n; Re fe re nce

p ro te o me

SRR6 48 70 5_TR318 10 _c0 _g 1_i1_le n=10 31 HA22E_ARATH
Q:70 3-38 3,H:1-

10 6
75.7%ID E:1e -36 HVA22-like  p ro te in e PF0 3134.16 ^TB2_DP1_HVA22^TB2/DP1, HVA22 family^24-9 8 ^E:3.8 e -26 0 ,59 3 0 ,6 32 0 3,56 3 0 ,0 0 8 1,38 1 0 ,19 6 0 ,76 8 1 -1,8 8 3 HA22E_ARATH HVA22-like  p ro te in e  (AtHVA22e ) HVA22E At5g 50 720  MFB16 .12 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Stre ss re sp o nse ;

Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 5_TR32123_c0 _g 2_i1_le n=2142 AROG_SOLTU
Q:30 4-

178 2,H:30 -510
8 4.79 %ID E:0

Pho sp ho -2-d e hyd ro -3-d e o xyhe p to nate  ald o lase  2,

chlo ro p lastic
PF0 1474.13^DAHP_synth_2^Class-II DAHP synthe tase  family^2-38 4^E:1.3e -18 0 0 ,356 1,0 0 4 0 ,0 0 1 3,36 8 1 0 ,454 0 ,6 9 2 0 ,8 24 0 -1,8 24 AROG_SOLTU

Pho sp ho -2-d e hyd ro -3-d e o xyhe p to nate  ald o lase  2, chlo ro p lastic (EC 2.5.1.54) (3-d e o xy-D-arab ino -

he p tulo so nate  7-p ho sp hate  synthase  2) (DAHP synthase  2) (Pho sp ho -2-ke to -3-d e o xyhe p to nate

ald o lase  2)

SHKB ARO2 So lanum tub e ro sum (Po tato )
PATHWAY: Me tab o lic inte rme d iate  b io synthe sis; cho rismate  b io synthe sis; cho rismate

fro m D-e rythro se  4-p ho sp hate  and  p ho sp ho e no lp yruvate : ste p  1/7.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last;

Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Transfe rase ; Transit

p e p tid e

SRR6 48 70 5_TR33278 _c0 _g 1_i1_le n=130 4 NA NA NA NA NA . 0 ,748 -0 ,20 6 0 3,0 6 8 0 ,412 0 ,50 8 0 ,0 1 1,276 1 0 . . . . . .

SRR6 48 70 5_TR336 27_c0 _g 2_i2_le n=149 6 MY1R1_SOLTU
Q:1344-

571,H:23-257
57.36 %ID E:3e -6 5 Transcrip tio n facto r MYB1R1 PF0 0 249 .28 ^Myb _DNA-b ind ing ^Myb -like  DNA-b ind ing  d o main^133-177^E:5.1e -11 0 ,256 0 ,414 0 1,57 0 ,0 31 0 ,6 38 0 ,10 4 0 ,49 1 0 ,555 0 ,272 MY1R1_SOLTU Transcrip tio n facto r MYB1R1 (Myb -re late d  p ro te in R1) (StMYB1R-1) So lanum tub e ro sum (Po tato )

Co mp le te  p ro te o me ; Cyto p lasm; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Stre ss re sp o nse ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR6 48 70 5_TR346 36 _c0 _g 1_i1_le n=229 4 CIPK6 _ARATH
Q:170 0 -

46 8 ,H:18 -438
77.9 1%ID E:0 CBL-inte racting  se rine /thre o nine -p ro te in kinase  6

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^16 -270 ^E:5.7e -75`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^17-

26 5^E:4.3e -35`PF14531.3^Kinase -like ^Kinase -like ^111-257^E:8 .6 e -0 8 `PF0 38 22.11^NAF^NAF d o main^29 6 -355^E:3.5e -22
0 ,127 0 ,372 0 1,355 0 ,0 0 9 0 ,6 42 0 ,6 9 4 0 ,10 5 0 ,10 4 0 ,434 CIPK6 _ARATH

CBL-inte racting  se rine /thre o nine -p ro te in kinase  6  (EC 2.7.11.1) (SNF1-re late d  kinase  3.14) (SOS2-

like  p ro te in kinase  PKS4) (SOS3-inte racting  p ro te in 3)

CIPK6  PKS4 SIP3 SnRK3.14

At4g 30 9 6 0  F6 I18 .130
Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; End o p lasmic re ticulum; Kinase ; Mang ane se ;

Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Se rine /thre o nine -

p ro te in kinase ; Transfe rase

SRR6 48 70 5_TR3519 6 _c0 _g 3_i1_le n=29 6 5 AVP_VIGRR
Q:257-256 3,H:1-

76 6
9 0 .77%ID E:0

Pyro p ho sp hate -e ne rg ize d  vacuo lar me mb rane  p ro to n

p ump
PF0 30 30 .13^H_PPase ^Ino rg anic H+ p yro p ho sp hatase ^21-754^E:1.5e -26 0 0 ,20 8 -0 ,36 3 0 8 ,9 59 1 -2,39 3 1 -2,9 27 0 ,546 -0 ,20 2 AVP_VIGRR

Pyro p ho sp hate -e ne rg ize d  vacuo lar me mb rane  p ro to n p ump  (EC 3.6 .1.1) (Pyro p ho sp hate -

e ne rg ize d  ino rg anic p yro p ho sp hatase ) (H(+)-PPase ) (Vacuo lar H(+)-p yro p ho sp hatase )

Vig na rad iata var. rad iata (Mung  b e an)

(Phase o lus aure us)

3D-structure ; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; Hyd ro g e n io n

transp o rt; Hyd ro lase ; Io n transp o rt; Mag ne sium; Me mb rane ; Me tal-b ind ing ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt; Vacuo le

SRR6 48 70 5_TR36 70 0 _c0 _g 2_i1_le n=10 9 6 TAF10 _ARATH
Q:40 1-8 0 8 ,H:1-

134
73.53%ID E:2e -57 Transcrip tio n initiatio n facto r TFIID sub unit 10 PF0 3540 .10 ^TFIID_30 kDa^Transcrip tio n initiatio n facto r TFIID 23-30 kDa sub unit^39 -8 8 ^E:2.4e -22 1 0 ,56 9 0 3,574 1 0 ,549 1 -0 ,0 9 7 0 ,452 -0 ,544 TAF10 _ARATH

Transcrip tio n initiatio n facto r TFIID sub unit 10  (Pro te in SALT TOLERANCE DURING GERMINATION

1) (TBP-asso ciate d  facto r 10 ) (AtTAF10 ) (TBP-asso ciate d  facto r II 15)

TAF10  SGT1 TAFII15 At4g 31720

F28 M20 .9 0
Arab id o p sis thaliana (Mo use -e ar cre ss)

Activato r; Co mp le te  p ro te o me ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n;

Transcrip tio n re g ulatio n

SRR6 48 70 5_TR3729 2_c1_g 1_i2_le n=29 17 NCPR_CATRO
Q:2553-427,H:6 -

714
9 9 .72%ID E:0

NADPH--cyto chro me  P450  re d uctase

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 3212}

PF0 0 258 .22^Flavo d o xin_1^Flavo d o xin^10 6 -249 ^E:1.5e -32`PF0 0 6 6 7.17^FAD_b ind ing _1^FAD b ind ing  d o main^310 -531^E:2e -

6 8 `PF0 0 175.18 ^NAD_b ind ing _1^Oxid o re d uctase  NAD-b ind ing  d o main^56 8 -6 78 ^E:1.6 e -16
0 ,0 0 2 0 ,9 0 2 0 2,8 9 8 0 ,778 0 ,0 6 5 0 ,723 0 ,0 8 4 1 0 ,0 13 NCPR_CATRO NADPH--cyto chro me  P450  re d uctase  (CPR) (P450 R) (EC 1.6 .2.4) CPR

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

End o p lasmic re ticulum; FAD; FMN; Flavo p ro te in; Me mb rane ; NADP;

Oxid o re d uctase

SRR6 48 70 5_TR3736 7_c0 _g 2_i3_le n=16 9 5 LHT1_ARATH
Q:275-159 7,H:5-

446
8 2.8 4%ID E:0 Lysine  histid ine  transp o rte r 1

PF0 149 0 .15^Aa_trans^Transme mb rane  amino  acid  transp o rte r p ro te in^32-426 ^E:1.7e -

10 8 `PF0 3222.10 ^Trp _Tyr_p e rm^Tryp to p han/tyro sine  p e rme ase  family^36 -16 6 ^E:5.2e -0 9
0 ,0 9 3 1,10 1 0 2,755 1 -0 ,118 1 0 ,0 29 0 ,0 34 -4,8 6 9 LHT1_ARATH Lysine  histid ine  transp o rte r 1 LHT1 At5g 40 78 0  K1B16 .3 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Amino -acid  transp o rt; Ce ll me mb rane ; Co mp le te

p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Symp o rt; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR6 48 70 5_TR39 730 _c0 _g 1_i2_le n=26 9 5 DNAJ_THEEB
Q:475-1512,H:2-

342
54.0 8 %ID E:4e -111

Chap e ro ne  p ro te in DnaJ {ECO:0 0 0 0 255|HAMAP-

Rule :MF_0 1152}

PF0 0 226 .28 ^DnaJ^DnaJ d o main^74-135^E:1.5e -26 `PF0 1556 .15^DnaJ_C^DnaJ C te rminal d o main^19 4-411^E:3.8 e -

32`PF0 0 6 8 4.16 ^DnaJ_CXXCXGXG^DnaJ ce ntral d o main^220 -28 4^E:2.5e -12
0 ,9 3 -0 ,0 74 0 2,8 8 4 1 0 ,26 1 -0 ,6 59 0 ,76 6 0 ,151 DNAJ_THEEB Chap e ro ne  p ro te in DnaJ d naJ tl l0 79 0

The rmo syne cho co ccus e lo ng atus (strain

BP-1)

Chap e ro ne ; Co mp le te  p ro te o me ; Cyto p lasm; DNA re p licatio n; Me tal-b ind ing ;

Re fe re nce  p ro te o me ; Re p e at; Stre ss re sp o nse ; Zinc; Zinc-fing e r

SRR6 48 70 5_TR40 6 18 _c0 _g 2_i1_le n=19 0 6 PROD2_ARATH
Q:1552-

28 1,H:42-46 7
57.0 4%ID E:3e -18 0 Pro line  d e hyd ro g e nase  2, mito cho nd rial PF0 16 19 .15^Pro _d h^Pro line  d e hyd ro g e nase ^144-48 0 ^E:3.4e -76 0 ,0 35 1,6 23 0 ,0 0 1 2,9 0 3 0 ,0 17 0 ,9 79 0 ,0 6 0 ,78 1 0 ,0 0 4 -2,0 8 6 PROD2_ARATH

Pro line  d e hyd ro g e nase  2, mito cho nd rial (EC 1.5.5.2) (Osmo tic stre ss-ind uce d  p ro line

d e hyd ro g e nase ) (Pro line  o xid ase )
POX2 PRODH2 At5g 38 710  MKD10 .10 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Amino -acid  d e g rad atio n; L-p ro line  d e g rad atio n into  L-g lutamate ; L-

g lutamate  fro m L-p ro line : ste p  1/2.

Co mp le te  p ro te o me ; FAD; Flavo p ro te in; Mito cho nd rio n; Oxid o re d uctase ;

Pro line  me tab o lism; Re fe re nce  p ro te o me ; Stre ss re sp o nse ; Transit p e p tid e

SRR6 48 70 5_TR40 6 55_c1_g 3_i5_le n=238 2 MAOX_VITVI
Q:2222-

9 9 6 ,H:1-40 9
8 6 .8 %ID E:0 NADP-d e p e nd e nt malic e nzyme

PF0 0 39 0 .16 ^malic^Malic e nzyme , N-te rminal d o main^117-29 6 ^E:4e -79 `PF0 39 49 .12^Malic_M^Malic e nzyme , NAD b ind ing

d o main^30 7-40 7^E:1.8 e -26
0 ,0 8 5 0 ,6 29 0 2,36 4 1 2,38 7 0 ,50 2 4,342 1 -1,421 MAOX_VITVI NADP-d e p e nd e nt malic e nzyme  (NADP-ME) (EC 1.1.1.40 ) Vitis  vinife ra (Grap e ) Cyto p lasm; Me tal-b ind ing ; NADP; Oxid o re d uctase

SRR6 48 70 5_TR40 8 0 0 _c0 _g 1_i1_le n=351 NA NA NA NA NA . 0 ,8 6 -0 ,0 5 0 1,422 0 ,153 0 ,738 0 ,18 8 0 ,70 8 0 ,50 9 0 ,318 . . . . . .

SRR6 48 70 5_TR42241_c0 _g 1_i6 _le n=1717 PIP11_ORYSJ
Q:8 18 -

1351,H:112-28 9
8 5.39 %ID E:5e -10 2 Aq uap o rin PIP1-1 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^1-136 ^E:1.1e -47 0 ,356 1,136 0 3,8 9 9 0 ,0 14 1,6 77 0 ,0 31 1,56 5 1 -1,10 2 PIP11_ORYSJ

Aq uap o rin PIP1-1 (OsPIP1;1) (Plasma me mb rane  intrinsic p ro te in 1-1) (Plasma me mb rane  intrinsic

p ro te in 1a) (PIP1a) (Wate r channe l p ro te in RWC1) (RWC-1)

PIP1-1 PIP1A RWC1 Os0 2g 0 6 6 6 20 0

LOC_Os0 2g 446 30  OJ148 6 _E0 7.10

OsJ_0 0 759 4 P0 46 1B0 8 .25

Oryza sativa sub sp . jap o nica (Rice )
Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ;

Re p e at; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 48 70 5_TR42436 _c0 _g 1_i2_le n=1575 OP16 2_ARATH
Q:8 26 -317,H:7-

178
6 7.0 5%ID E:1e -6 3 Oute r e nve lo p e  p o re  p ro te in 16 -2, chlo ro p lastic PF0 246 6 .16 ^Tim17^Tim17/Tim22/Tim23/Pmp 24 family^34-171^E:7e -17 1 1,321 0 6 ,8 31 0 ,132 1,40 4 1 0 ,271 0 ,29 9 1,8 16 OP16 2_ARATH

Oute r e nve lo p e  p o re  p ro te in 16 -2, chlo ro p lastic (Chlo ro p lastic o ute r e nve lo p e  p o re  p ro te in o f 16

kDa 2) (AtOEP16 -2) (OEP16 -2) (Oute r p lastid  e nve lo p e  p ro te in 16 -S) (AtOEP16 -S) (Se e d s o ute r

p lastid  e nve lo p e  p ro te in 16 )

OEP16 2 At4g 16 16 0  d l4120 w

FCAALL.20 7
Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Io n transp o rt;

Me mb rane ; Plastid ; Plastid  o ute r me mb rane ; Po rin; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  b e ta strand ; Transme mb rane  he lix; Transp o rt

SRR6 48 70 5_TR42535_c0 _g 1_i1_le n=9 23 NA NA NA NA NA . 0 ,254 2,6 6 6 0 6 ,58 3 0 ,0 6 6 4,0 8 8 0 ,0 6 6 4,0 49 1 -0 ,50 7 . . . . . .

SRR6 48 70 5_TR43148 _c1_g 2_i1_le n=2238 GH31_ARATH
Q:210 4-

353,H:16 -58 9
76 .41%ID E:0 Pro b ab le  ind o le -3-ace tic acid -amid o  synthe tase  GH3.1 PF0 3321.10 ^GH3^GH3 auxin-re sp o nsive  p ro mo te r^32-575^E:1.4e -20 3 1 0 ,38 5 0 7,8 3 1 1,372 0 ,50 2 2,8 14 1 -0 ,735 GH31_ARATH

Pro b ab le  ind o le -3-ace tic acid -amid o  synthe tase  GH3.1 (EC 6 .3.2.-) (Auxin-re sp o nsive  GH3-like

p ro te in 1) (AtGH3-1)
GH3.1 At2g 149 6 0  T26 I20 .12 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Lig ase ; Re fe re nce  p ro te o me

SRR6 48 70 5_TR436 18 _c0 _g 1_i9 _le n=1272 RS12_HORVU
Q:29 9 -

6 70 ,H:20 -143
8 3.0 6 %ID E:3e -59 40 S rib o so mal p ro te in S12 PF0 1248 .23^Rib o so mal_L7Ae ^Rib o so mal p ro te in L7Ae /L30 e /S12e /Gad d 45 family^27-120 ^E:1.9 e -26 1 0 ,0 6 4 0 ,0 0 1 3,517 1 0 ,442 1 -0 ,8 36 0 ,335 -0 ,8 11 RS12_HORVU 40 S rib o so mal p ro te in S12 RPS12 Ho rd e um vulg are  (Barle y) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 5_TR436 18 _c0 _g 1_i16 _le n=8 76 RS12_HORVU
Q:225-

59 6 ,H:20 -143
8 2.26 %ID E:4e -6 9 40 S rib o so mal p ro te in S12 PF0 1248 .23^Rib o so mal_L7Ae ^Rib o so mal p ro te in L7Ae /L30 e /S12e /Gad d 45 family^27-120 ^E:4e -27 0 -1,0 36 0 9 ,8 6 2 1 0 1 0 0 ,6 7 -0 ,115 RS12_HORVU 40 S rib o so mal p ro te in S12 RPS12 Ho rd e um vulg are  (Barle y) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 5_TR44156 _c0 _g 1_i1_le n=2243 BAM1_ARATH
Q:238 -

19 71,H:1-575
73.51%ID E:0 Be ta-amylase  1, chlo ro p lastic PF0 1373.14^Glyco _hyd ro _14^Glyco syl hyd ro lase  family 14^114-537^E:7.9 e -139 0 ,39 4 0 ,49 5 0 2,748 0 ,0 1 0 ,8 55 0 ,0 0 5 0 ,9 29 0 ,0 14 1,16 8 BAM1_ARATH

Be ta-amylase  1, chlo ro p lastic (EC 3.2.1.2) (1,4-alp ha-D-g lucan malto hyd ro lase ) (Be ta-amylase  7)

(Thio re d o xin-re g ulate d  b e ta-amylase ) (TR-BAMY)

BAM1 BMY7 TRBAMY At3g 239 20

F14O13.12
Arab id o p sis thaliana (Mo use -e ar cre ss)

Carb o hyd rate  me tab o lism; Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ;

Glyco sid ase ; Hyd ro lase ; Pho sp ho p ro te in; Plastid ; Po lysaccharid e  d e g rad atio n;

Re fe re nce  p ro te o me ; Transit p e p tid e

SRR6 48 70 5_TR45155_c0 _g 1_i1_le n=18 15 UFOG3_FRAAN
Q:155-156 7,H:3-

478
51.6 5%ID E:4e -16 5

Putative  UDP-g luco se  flavo no id  3-O-g luco syltransfe rase

3 {ECO:0 0 0 0 250 |UniPro tKB:Q2V6 K0 }
PF0 0 20 1.15^UDPGT^UDP-g luco ro no syl and  UDP-g luco syl transfe rase ^321-447^E:9 .7e -22 0 ,26 6 0 ,59 4 0 1,9 51 0 ,0 0 1 2,35 0 ,0 0 7 2,0 29 0 ,79 3 -0 ,214 UFOG3_FRAAN

Putative  UDP-g luco se  flavo no id  3-O-g luco syltransfe rase  3 (FaGT3) (EC 2.4.1.-) (Flavo no l 3-O-

g luco syltransfe rase  3)
GT3 Frag aria ananassa (Strawb e rry) G lyco syltransfe rase ; Transfe rase

SRR6 48 70 7_TR19 2_c0 _g 2_i1_le n=178 2 BEATH_CLABR
Q:16 7-

1456 ,H:3-432
33.18 %ID E:1e -6 0 Ace tyl-Co A-b e nzylalco ho l ace tyltransfe rase PF0 2458 .12^Transfe rase ^Transfe rase  family^55-48 0 ^E:5.4e -6 9 0 ,419 0 ,427 0 ,0 0 1 1,9 18 0 ,243 0 ,577 0 ,419 0 ,46 7 1 -0 ,15 BEATH_CLABR Ace tyl-Co A-b e nzylalco ho l ace tyltransfe rase  (Cb BEAT-1) (EC 2.3.1.224) BEAT

Clarkia b re we ri (Fairy fans) (Eucharid ium

b re we ri)
Acyltransfe rase ; Dire ct p ro te in se q ue ncing ; Transfe rase

SRR6 48 70 7_TR238 _c0 _g 1_i2_le n=30 0 1 TMN9 _ARATH
Q:2512-

6 38 ,H:16 -6 44
8 2.8 3%ID E:0

Transme mb rane  9  sup e rfamily me mb e r 9

{ECO:0 0 0 0 30 5}
PF0 29 9 0 .13^EMP70 ^End o me mb rane  p ro te in 70 ^6 1-59 8 ^E:3.4e -220 0 ,275 0 ,442 0 1,141 0 ,10 3 0 ,543 0 ,0 8 2 0 ,58 4 0 ,0 27 -0 ,8 55 TMN9 _ARATH

Transme mb rane  9  sup e rfamily me mb e r 9  (End o me mb rane  p ro te in 2) (Transme mb rane  nine

p ro te in 9 ) (AtTMN9 )
TMN9  EMP2 At5g 2510 0  T11H3_110 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; End o so me ; Go lg i ap p aratus;

Me mb rane ; Re fe re nce  p ro te o me ; Sig nal; Transme mb rane ; Transme mb rane

he lix

SRR6 48 70 7_TR140 7_c0 _g 1_i1_le n=130 8 EXO_ARATH
Q:110 4-

26 2,H:23-314
6 5.54%ID E:1e -130 Pro te in EXORDIUM PF0 46 74.9 ^Phi_1^Pho sp hate -ind uce d  p ro te in 1 co nse rve d  re g io n^44-310 ^E:2.2e -121 0 ,6 9 2 0 ,9 57 0 3,6 25 1 0 ,0 45 1 -0 ,157 1 -0 ,135 EXO_ARATH Pro te in EXORDIUM EXO At4g 0 8 9 50  T3H13.3 Arab id o p sis thaliana (Mo use -e ar cre ss) Ap o p last; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR6 48 70 7_TR28 8 4_c2_g 2_i5_le n=18 21 MTDH_FRAAN
Q:49 7-1555,H:4-

356
6 6 .8 6 %ID E:3e -141 Pro b ab le  mannito l d e hyd ro g e nase

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^39 -151^E:6 .3e -28 `PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing

d e hyd ro g e nase ^19 5-318 ^E:7.5e -19 `PF136 0 2.3^ADH_zinc_N_2^Zinc-b ind ing  d e hyd ro g e nase ^228 -347^E:3e -0 7
0 ,0 9 8 0 ,46 0 1,28 1 0 ,0 1 0 ,8 71 0 ,16 5 0 ,50 3 0 ,56 5 0 ,19 9 MTDH_FRAAN Pro b ab le  mannito l d e hyd ro g e nase  (EC 1.1.1.255) (NAD-d e p e nd e nt mannito l d e hyd ro g e nase ) CAD Frag aria ananassa (Strawb e rry) Me tal-b ind ing ; NAD; Oxid o re d uctase ; Zinc

SRR6 48 70 7_TR5359 _c0 _g 2_i1_le n=1529 EXOL2_ARATH
Q:138 -

10 13,H:8 -30 5
71.76 %ID E:5e -148 Pro te in EXORDIUM-like  2 PF0 46 74.9 ^Phi_1^Pho sp hate -ind uce d  p ro te in 1 co nse rve d  re g io n^39 -30 1^E:1.7e -122 0 ,0 25 3,6 9 3 0 7,20 2 0 ,0 6 6 3,8 9 3 1 1,337 0 ,712 0 ,24 EXOL2_ARATH Pro te in EXORDIUM-like  2 EXL2 At5g 6 426 0  MSJ1.10 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ap o p last; Co mp le te  p ro te o me ; G lyco p ro te in; Re fe re nce  p ro te o me ; Se cre te d ;

Sig nal

SRR6 48 70 7_TR56 35_c2_g 3_i2_le n=18 41 MTDH_FRAAN
Q:9 8 8 -

178 8 ,H:9 0 -356
55.0 2%ID E:2e -8 5 Pro b ab le  mannito l d e hyd ro g e nase

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^3-53^E:0 .0 0 0 13`PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing

d e hyd ro g e nase ^9 7-217^E:1.6 e -12
1 0 ,6 0 3 0 5,522 1 1,432 1 -0 ,79 5 0 ,718 0 ,25 MTDH_FRAAN Pro b ab le  mannito l d e hyd ro g e nase  (EC 1.1.1.255) (NAD-d e p e nd e nt mannito l d e hyd ro g e nase ) CAD Frag aria ananassa (Strawb e rry) Me tal-b ind ing ; NAD; Oxid o re d uctase ; Zinc

SRR6 48 70 7_TR56 35_c2_g 3_i6 _le n=2259 MTDH_FRAAN
Q:46 3-

150 9 ,H:10 -356
58 .17%ID E:3e -119 Pro b ab le  mannito l d e hyd ro g e nase

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^39 -152^E:9 .5e -27`PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing

d e hyd ro g e nase ^19 6 -320 ^E:1.5e -16
0 ,0 79 0 ,444 0 2,554 0 ,0 0 8 0 ,742 1 -0 ,0 0 6 0 ,425 0 ,20 6 MTDH_FRAAN Pro b ab le  mannito l d e hyd ro g e nase  (EC 1.1.1.255) (NAD-d e p e nd e nt mannito l d e hyd ro g e nase ) CAD Frag aria ananassa (Strawb e rry) Me tal-b ind ing ; NAD; Oxid o re d uctase ; Zinc



SRR6 48 70 7_TR56 35_c2_g 3_i8 _le n=1332 GEDH1_OCIBA
Q:225-

10 9 7,H:11-29 9
54.6 4%ID E:1e -8 9 Ge ranio l d e hyd ro g e nase  1

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^39 -152^E:2.1e -27`PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing

d e hyd ro g e nase ^19 6 -29 9 ^E:6 .1e -10
1 -0 ,10 2 0 5,775 0 ,6 29 0 ,8 6 8 1 -0 ,229 0 ,718 0 ,217 GEDH1_OCIBA Ge ranio l d e hyd ro g e nase  1 (Ob aGEDH1) (EC 1.1.1.18 3) GEDH1 Ocimum b asil icum (Swe e t b asil) Me tal-b ind ing ; NADP; Oxid o re d uctase ; Zinc

SRR6 48 70 7_TR58 14_c0 _g 2_i4_le n=19 29 BZW2_CHICK
Q:258 -

148 4,H:1-411
32.77%ID E:8 e -72 Basic le ucine  zip p e r and  W2 d o main-co ntaining  p ro te in 2 PF0 20 20 .15^W2^e IF4-g amma/e IF5/e IF2-e p silo n^337-410 ^E:2.1e -19 0 ,456 0 ,246 0 1,445 0 ,0 34 1,145 0 ,1 0 ,9 37 0 ,9 0 8 0 ,0 4 BZW2_CHICK Basic le ucine  zip p e r and  W2 d o main-co ntaining  p ro te in 2 BZW2 RCJMB0 4_7o 12 Gallus g allus (Chicke n)

Co mp le te  p ro te o me ; De ve lo p me ntal p ro te in; Diffe re ntiatio n; Ne uro g e ne sis;

Re fe re nce  p ro te o me

SRR6 48 70 7_TR6 20 9 _c0 _g 1_i1_le n=1737 GST23_MAIZE
Q:36 6 -

10 28 ,H:1-222
49 .55%ID E:8 e -71 Glutathio ne  transfe rase  GST 23

PF0 279 8 .17^GST_N^Glutathio ne  S-transfe rase , N-te rminal d o main^5-77^E:2.4e -19 `PF13417.3^GST_N_3^Glutathio ne  S-

transfe rase , N-te rminal d o main^8 -79 ^E:2.8 e -16 `PF1340 9 .3^GST_N_2^Glutathio ne  S-transfe rase , N-te rminal d o main^13-

77^E:1.4e -12

1 0 0 ,0 0 1 6 ,6 43 0 ,254 4,734 1 3,215 1 2,8 71 GST23_MAIZE Glutathio ne  transfe rase  GST 23 (EC 2.5.1.18 ) (G lutathio ne  transfe rase  GST 36 ) Ze a mays (Maize ) Co mp le te  p ro te o me ; Plant d e fe nse ; Re fe re nce  p ro te o me ; Transfe rase

SRR6 48 70 7_TR6 30 6 _c0 _g 1_i1_le n=18 46 METK1_CATRO
Q:1729 -551,H:1-

39 3
9 9 .75%ID E:0 S-ad e no sylme thio nine  synthase  1

PF0 0 438 .17^S-Ad o Me t_synt_N^S-ad e no sylme thio nine  synthe tase , N-te rminal d o main^4-10 1^E:8 .4e -43`PF0 2772.13^S-

Ad o Me t_synt_M^S-ad e no sylme thio nine  synthe tase , ce ntral d o main^117-238 ^E:1.7e -46 `PF0 2773.13^S-Ad o Me t_synt_C^S-

ad e no sylme thio nine  synthe tase , C-te rminal d o main^240 -38 1^E:2e -6 2

0 ,0 18 0 ,50 6 0 1,9 14 0 ,0 45 0 ,445 0 ,0 14 0 ,547 0 ,50 7 -0 ,38 8 METK1_CATRO
S-ad e no sylme thio nine  synthase  1 (Ad o Me t synthase  1) (EC 2.5.1.6 ) (Me thio nine

ad e no syltransfe rase  1) (MAT 1)
SAMS1

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Amino -acid  b io synthe sis; S-ad e no syl-L-me thio nine  b io synthe sis; S-

ad e no syl-L-me thio nine  fro m L-me thio nine : ste p  1/1.

ATP-b ind ing ; Co b alt; Cyto p lasm; Mag ne sium; Mang ane se ; Me tal-b ind ing ;

Nucle o tid e -b ind ing ; One -carb o n me tab o lism; Po tassium; Transfe rase

SRR6 48 70 7_TR79 57_c0 _g 2_i1_le n=2226 DHQS_SOLLC
Q:18 73-

9 9 2,H:40 -339
8 5.33%ID E:7e -179 3-d e hyd ro q uinate  synthase , chlo ro p lastic

PF136 8 5.3^Fe -ADH_2^Iro n-co ntaining  alco ho l d e hyd ro g e nase ^9 8 -318 ^E:1.2e -11`PF0 176 1.17^DHQ_synthase ^3-

d e hyd ro q uinate  synthase ^150 -335^E:8 .3e -8 2
0 ,0 8 9 0 ,73 0 1,511 0 ,573 0 ,235 0 ,349 0 ,358 0 ,0 43 2,6 0 6 DHQS_SOLLC 3-d e hyd ro q uinate  synthase , chlo ro p lastic (EC 4.2.3.4)

DHQS AROB So lyc0 2g 0 8 359 0

LOC544273

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

PATHWAY: Me tab o lic inte rme d iate  b io synthe sis; cho rismate  b io synthe sis; cho rismate

fro m D-e rythro se  4-p ho sp hate  and  p ho sp ho e no lp yruvate : ste p  2/7.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last;

Co mp le te  p ro te o me ; Lyase ; Me tal-b ind ing ; NAD; Plastid ; Re fe re nce  p ro te o me ;

Transit p e p tid e

SRR6 48 70 7_TR8 248 _c0 _g 2_i1_le n=156 3 TT12_ARATH
Q:275-

146 8 ,H:10 7-50 4
48 .9 9 %ID E:5e -118 . PF0 1554.15^MatE^MatE^7-121^E:1.8 e -25`PF0 1554.15^MatE^MatE^18 3-344^E:1.2e -30 0 ,239 1,225 0 3,8 8 0 ,132 1,9 4 0 ,38 1 1,317 0 ,27 0 ,29 6 DTX41_ARATH

Pro te in DETOXIFICATION 41 (AtDTX41) (Multid rug  and  to xic co mp o und  e xtrusio n p ro te in 41)

(MATE p ro te in 41) (Pro te in TANNIN-DEFICIENT SEED 3) (Pro te in TRANSPARENT TESTA 12)

DTX41 TDS3 TT12 At3g 59 0 30

F17J16 _8 0
Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: Se co nd ary me tab o lite  b io synthe sis; flavo no id  b io synthe sis.

Antip o rt; Co mp le te  p ro te o me ; Flavo no id  b io synthe sis; Me mb rane ; Re fe re nce

p ro te o me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt; Vacuo le

SRR6 48 70 7_TR8 39 1_c0 _g 1_i1_le n=240 4 SGRW_PEA
Q:210 6 -

138 4,H:1-236
71.0 7%ID E:4e -112 Pro te in STAY-GREEN, chlo ro p lastic . 1 0 ,9 8 5 0 ,0 0 1 4,573 0 ,0 76 2,8 0 8 0 ,0 14 3,30 1 1 -1,58 4 SGRW_PEA Pro te in STAY-GREEN, chlo ro p lastic (Pro te in STAYGREEN) SGR Pisum sativum (Gard e n p e a) Chlo ro p last; Plastid ; Transit p e p tid e

SRR6 48 70 7_TR8 550 _c0 _g 1_i1_le n=1443 PPSP2_ARATH
Q:119 3-

36 6 ,H:7-274
6 5.22%ID E:1e -127 Ino rg anic p yro p ho sp hatase  2

PF0 6 8 8 8 .9 ^Put_Pho sp hatase ^Putative  Pho sp hatase ^5-237^E:9 .6 e -9 7`PF12710 .4^HAD^halo acid  d e halo g e nase -like

hyd ro lase ^7-18 5^E:4.8 e -0 9
0 ,50 2 4,157 0 7,512 0 ,0 11 1,50 2 0 ,0 16 1,436 0 ,6 29 1,8 9 8 PPSP2_ARATH

Ino rg anic p yro p ho sp hatase  2 (AtPPsPase 2) (PPi p ho sp hatase  2) (Pyro p ho sp hate -sp e cific

p ho sp hatase  2) (EC 3.6 .1.1)
At1g 17710  F11A6 .5 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Hyd ro lase ; Mag ne sium; Me tal-

b ind ing ; Re fe re nce  p ro te o me

SRR6 48 70 7_TR8 559 _c2_g 1_i1_le n=28 40 METE_CATRO
Q:26 8 5-

39 1,H:1-76 5
9 9 .22%ID E:0

5-me thylte trahyd ro p te ro yltrig lutamate --ho mo cyste ine

me thyltransfe rase

PF0 8 26 7.9 ^Me th_synt_1^Co b alamin-ind e p e nd e nt synthase , N-te rminal d o main^3-315^E:3.8 e -

121`PF0 1717.15^Me th_synt_2^Co b alamin-ind e p e nd e nt synthase , Catalytic d o main^432-755^E:1.1e -

157`PF0 8 26 7.9 ^Me th_synt_1^Co b alamin-ind e p e nd e nt synthase , N-te rminal d o main^551-6 9 0 ^E:0 .0 0 0 19

0 ,138 0 ,318 0 2,233 0 ,0 0 2 -0 ,6 8 9 0 ,0 24 -0 ,50 6 0 ,176 -0 ,40 9 METE_CATRO

5-me thylte trahyd ro p te ro yltrig lutamate --ho mo cyste ine  me thyltransfe rase  (EC 2.1.1.14) (Co b alamin-

ind e p e nd e nt me thio nine  synthase  iso zyme ) (Vitamin-B12-ind e p e nd e nt me thio nine  synthase

iso zyme )

METE
Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Amino -acid  b io synthe sis; L-me thio nine  b io synthe sis via d e  no vo  p athway;

L-me thio nine  fro m L-ho mo cyste ine  (Me tE ro ute ): ste p  1/1.

Amino -acid  b io synthe sis; Cyto p lasm; Me tal-b ind ing ; Me thio nine  b io synthe sis;

Me thyltransfe rase ; Transfe rase ; Zinc

SRR6 48 70 7_TR9 0 41_c1_g 1_i2_le n=29 78 CUL1_ARATH
Q:270 3-517,H:4-

732
79 .29 %ID E:0 Cullin-1

PF0 0 8 8 8 .19 ^Cullin^Cullin family^24-6 44^E:1.7e -178 `PF10 557.6 ^Cullin_Ne d d 8 ^Cullin p ro te in ne d d ylatio n d o main^6 71-

733^E:5.4e -26
0 ,178 -0 ,59 8 0 7,6 8 5 0 ,0 57 1,241 0 ,0 4 1,325 1 0 CUL1_ARATH Cullin-1 CUL1 At4g 0 2570  T10 P11.26 Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

Auxin s ig naling  p athway; Ce ll cycle ; Co mp le te  p ro te o me ; Cyto p lasm;

Cyto ske le to n; De ve lo p me ntal p ro te in; Ethyle ne  sig naling  p athway; Iso p e p tid e

b o nd ; Nucle us; Re fe re nce  p ro te o me ; Ub l co njug atio n; Ub l co njug atio n p athway

SRR6 48 70 7_TR10 329 _c0 _g 1_i1_le n=248 5 KPRS2_SPIOL
Q:18 24-

76 3,H:39 -39 5
8 4.8 7%ID E:0 Rib o se -p ho sp hate  p yro p ho sp ho kinase  2, chlo ro p lastic

PF1379 3.3^Prib o syltran_N^N-te rminal d o main o f rib o se  p ho sp hate  p yro p ho sp ho kinase ^2-9 8 ^E:9 .5e -

43`PF0 0 156 .24^Prib o syltran^Pho sp ho rib o syl transfe rase  d o main^133-229 ^E:1.7e -

15`PF14572.3^Prib o syl_synth^Pho sp ho rib o syl synthe tase -asso ciate d  d o main^18 4-29 1^E:2.1e -23

1 -0 ,0 6 0 3,27 0 ,0 35 1,74 0 ,0 23 1,8 19 1 -0 ,10 9 KPRS2_SPIOL
Rib o se -p ho sp hate  p yro p ho sp ho kinase  2, chlo ro p lastic (EC 2.7.6 .1) (Pho sp ho rib o syl

p yro p ho sp hate  synthase  2)
PRS2 Sp inacia o le race a (Sp inach)

ATP-b ind ing ; Chlo ro p last; Kinase ; Mag ne sium; Me tal-b ind ing ; Nucle o tid e

b io synthe sis; Nucle o tid e -b ind ing ; Plastid ; Transfe rase ; Transit p e p tid e

SRR6 48 70 7_TR110 16 _c0 _g 3_i1_le n=1459 GSTXC_TOBAC
Q:10 70 -

39 6 ,H:1-221
53.1%ID E:6 e -70 Pro b ab le  g lutathio ne  S-transfe rase  p arC

PF13417.3^GST_N_3^Glutathio ne  S-transfe rase , N-te rminal d o main^11-8 7^E:1.3e -14`PF0 279 8 .17^GST_N^Glutathio ne  S-

transfe rase , N-te rminal d o main^11-8 1^E:6 .9 e -12`PF1340 9 .3^GST_N_2^Glutathio ne  S-transfe rase , N-te rminal d o main^16 -

8 2^E:1.9 e -10 `PF0 0 0 43.22^GST_C^Glutathio ne  S-transfe rase , C-te rminal d o main^123-19 9 ^E:5.9 e -

10 `PF13410 .3^GST_C_2^Glutathio ne  S-transfe rase , C-te rminal d o main^128 -19 4^E:1.7e -0 9

0 ,356 1,29 2 0 3,531 0 ,0 0 2 1,8 0 3 0 ,10 9 1,10 1 1 0 ,419 GSTXC_TOBAC Pro b ab le  g lutathio ne  S-transfe rase  p arC (EC 2.5.1.18 ) (Auxin-re g ulate d  p ro te in p arC) PARC Nico tiana tab acum (Co mmo n to b acco ) Auxin s ig naling  p athway; Transfe rase

SRR6 48 70 7_TR11446 _c0 _g 2_i1_le n=16 74 C7D55_HYOMU
Q:1437-8 2,H:47-

49 5
45.58 %ID E:1e -149 Pre mnasp iro d ie ne  o xyg e nase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^6 6 -511^E:4.5e -9 0 0 ,6 29 2,0 9 2 0 6 ,0 27 1 0 ,56 2 1 1,46 1 1 -0 ,0 75 C7D55_HYOMU Pre mnasp iro d ie ne  o xyg e nase  (HPO) (EC 1.14.13.121) (Cyto chro me  P450  71D55) CYP71D55 Hyo scyamus muticus (Eg yp tian he nb ane )

He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP;

Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 7_TR11517_c0 _g 1_i1_le n=18 79 VINSY_RAUSE
Q:156 8 -

36 6 ,H:1-40 1
70 .79 %ID E:0 Vino rine  synthase PF0 2458 .12^Transfe rase ^Transfe rase  family^6 -411^E:5.9 e -8 0 0 ,6 1 0 ,18 4 0 ,0 0 1 1,50 1 0 ,20 6 -0 ,46 4 0 ,176 -0 ,50 6 0 ,121 0 ,79 5 VINSY_RAUSE Vino rine  synthase  (EC 2.3.1.16 0 ) ACT

Rauvo lfia se rp e ntina (Se rp e ntine  wo o d )

(Op hio xylo n se rp e ntinum)

3D-structure ; Acyltransfe rase ; Alkalo id  me tab o lism; Dire ct p ro te in se q ue ncing ;

Transfe rase

SRR6 48 70 7_TR116 9 1_c0 _g 1_i1_le n=16 32 CLC1_ARATH
Q:49 4-

10 45,H:56 -241
6 3.44%ID E:1e -56 Clathrin l ig ht chain 1 PF0 10 8 6 .14^Clathrin_lg _ch^Clathrin l ig ht chain^131-271^E:4.4e -10 1 0 ,0 48 0 1,79 5 1 0 ,0 44 0 ,8 6 -0 ,20 4 1 -0 ,0 18 CLC1_ARATH Clathrin l ig ht chain 1 At2g 20 76 0  F5H14.27 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co ate d  p it; Co ile d  co il; Co mp le te  p ro te o me ; Cyto p lasmic ve sic le ; Me mb rane ;

Re fe re nce  p ro te o me

SRR6 48 70 7_TR118 9 1_c2_g 3_i9 _le n=18 71 MTDH_APIGR
Q:28 1-

1345,H:3-357
6 3.6 6 %ID E:4e -151 Mannito l d e hyd ro g e nase

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^39 -151^E:8 .1e -22`PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing

d e hyd ro g e nase ^19 5-318 ^E:1.8 e -15
0 ,79 8 0 ,154 0 1,9 6 9 0 ,0 0 6 1,8 57 0 ,0 0 3 1,9 9 1 0 ,317 -0 ,46 9 MTDH_APIGR Mannito l d e hyd ro g e nase  (EC 1.1.1.255) (NAD-d e p e nd e nt mannito l d e hyd ro g e nase ) MTD Ap ium g rave o le ns (Ce le ry) Cyto p lasm; Me tal-b ind ing ; NAD; Oxid o re d uctase ; Zinc

SRR6 48 70 7_TR120 55_c0 _g 1_i1_le n=3210 AGLU_SPIOL
Q:30 2-

28 48 ,H:43-9 0 2
6 3.21%ID E:0 Alp ha-g luco sid ase

PF16 8 6 3.2^NtCtMGAM_N^N-te rminal b arre l o f NtMGAM and  CtMGAM, maltase -g luco amylase ^70 -20 3^E:2.9 e -

35`PF138 0 2.3^Gal_mutaro tas_2^Galacto se  mutaro tase -like ^20 8 -272^E:1.2e -10 `PF0 10 55.23^Glyco _hyd ro _31^Glyco syl

hyd ro lase s family 31^29 3-76 0 ^E:1.4e -156

0 ,175 1,0 74 0 8 ,6 8 5 1 -3,19 8 1 0 ,6 6 6 0 ,44 -0 ,8 3 AGLU_SPIOL Alp ha-g luco sid ase  (EC 3.2.1.20 ) (Maltase ) Sp inacia o le race a (Sp inach) Dire ct p ro te in se q ue ncing ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ; Sig nal

SRR6 48 70 7_TR130 0 3_c0 _g 1_i1_le n=2774 Y526 2_ARATH
Q:9 15-

248 3,H:5-524
51.5%ID E:4e -152 Ankyrin re p e at-co ntaining  p ro te in At5g 0 26 20

PF1279 6 .4^Ank_2^Ankyrin re p e ats (3 co p ie s)^70 -140 ^E:1.9 e -0 8 `PF1279 6 .4^Ank_2^Ankyrin re p e ats (3 co p ie s)^10 1-176 ^E:8 .4e -

0 9 `PF136 37.3^Ank_4^Ankyrin re p e ats (many co p ie s)^151-20 3^E:5.3e -0 6 `PF1279 6 .4^Ank_2^Ankyrin re p e ats (3 co p ie s)^153-

240 ^E:8 .7e -18 `PF136 37.3^Ank_4^Ankyrin re p e ats (many co p ie s)^18 4-236 ^E:9 .6 e -11`PF0 0 0 23.27^Ank^Ankyrin re p e at^18 5-

20 9 ^E:0 .0 25`PF0 0 0 23.27^Ank^Ankyrin re p e at^216 -242^E:0 .0 0 0 7`PF136 37.3^Ank_4^Ankyrin re p e ats (many co p ie s)^219 -

271^E:2.1e -11`PF1279 6 .4^Ank_2^Ankyrin re p e ats (3 co p ie s)^248 -314^E:9 .5e -13`PF0 0 0 23.27^Ank^Ankyrin re p e at^251-

271^E:0 .0 17`PF138 57.3^Ank_5^Ankyrin re p e ats (many co p ie s)^278 -326 ^E:1.4e -0 9 `PF0 0 0 23.27^Ank^Ankyrin re p e at^28 5-

317^E:6 .7e -0 6 `PF139 6 2.3^PGG^Do main o f unkno wn functio n^39 9 -50 9 ^E:1.6 e -24

0 ,18 3 0 ,6 8 0 ,0 0 1 1,8 71 0 ,547 0 ,421 0 ,547 0 ,43 1 0 ,0 76 Y526 2_ARATH Ankyrin re p e at-co ntaining  p ro te in At5g 0 26 20 At5g 0 26 20  T22P11.210 Arab id o p sis thaliana (Mo use -e ar cre ss)
ANK re p e at; Co mp le te  p ro te o me ; Me mb rane ; Pho sp ho p ro te in; Re fe re nce

p ro te o me ; Re p e at; Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 7_TR1370 3_c0 _g 2_i1_le n=1723 C9 4C1_ARATH
Q:156 4-

18 5,H:31-49 3
6 2.5%ID E:0 Cyto chro me  P450  9 4C1 PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^8 9 -48 8 ^E:1e -6 6 0 ,0 0 2 5,8 9 8 0 8 ,53 0 ,129 2,8 2 0 ,129 2,6 0 8 1 1,19 8 C9 4C1_ARATH Cyto chro me  P450  9 4C1 (EC 1.14.-.-) CYP9 4C1 At2g 276 9 0  F15K20 .21 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; He me ; Iro n; Jasmo nic acid  s ig naling  p athway; Me mb rane ;

Me tal-b ind ing ; Mo no o xyg e nase ; Oxid o re d uctase ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 7_TR1756 0 _c0 _g 2_i1_le n=19 9 4 DHEB_NICPL
Q:16 24-

39 2,H:1-411
9 0 .51%ID E:0 Glutamate  d e hyd ro g e nase  B

PF0 28 12.15^ELFV_d e hyd ro g _N^Glu/Le u/Phe /Val d e hyd ro g e nase , d ime risatio n d o main^33-159 ^E:6 e -

49 `PF0 0 20 8 .18 ^ELFV_d e hyd ro g ^Glutamate /Le ucine /Phe nylalanine /Valine  d e hyd ro g e nase ^176 -40 8 ^E:1.1e -72
0 ,0 8 1,347 0 1,77 1 -0 ,28 0 ,8 22 -0 ,355 1 -0 ,0 6 9 DHEB_NICPL Glutamate  d e hyd ro g e nase  B (GDH B) (EC 1.4.1.3) GDHB

Nico tiana p lumb ag inifo lia (Le ad wo rt-

le ave d  to b acco ) (Te x-Me x to b acco )
NAD; Oxid o re d uctase

SRR6 48 70 7_TR1759 8 _c0 _g 1_i1_le n=1129 NA NA NA NA NA . 0 ,38 1 1,738 0 3,153 0 ,0 0 6 1,8 76 0 ,0 0 4 1,9 1 1 -0 ,0 45 . . . . . .

SRR6 48 70 7_TR19 0 71_c1_g 2_i1_le n=9 6 5 NA NA NA NA NA . 0 ,58 1 0 ,38 5 0 1,46 1 1 0 1 0 0 ,0 59 1,224 . . . . . .

SRR6 48 70 7_TR19 558 _c0 _g 2_i2_le n=19 6 5 C72A1_CATRO
Q:18 8 8 -

317,H:1-524
9 9 .0 5%ID E:0 Se co lo g anin synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^9 3-49 7^E:1.6 e -8 7 0 ,131 0 ,46 4 0 2,337 0 ,8 44 0 ,0 77 0 ,1 -0 ,76 5 0 ,0 1 0 ,9 57 C72A1_CATRO Se co lo g anin synthase  (SLS) (EC 1.3.3.9 ) (CYPLXXII) (Cyto chro me  P450  72A1) CYP72A1 CYP72 P450 CR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; se co lo g anin b io synthe sis.

Alkalo id  me tab o lism; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ;

NADP; Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix; Vacuo le

SRR6 48 70 7_TR19 720 _c0 _g 1_i1_le n=1244 DNJ19 _ARATH
Q:9 35-39 ,H:22-

322
76 .8 2%ID E:2e -16 4 DnaJ p ro te in ERDJ3B PF0 0 226 .28 ^DnaJ^DnaJ d o main^27-8 8 ^E:5e -29 `PF0 1556 .15^DnaJ_C^DnaJ C te rminal d o main^137-28 4^E:5.2e -22 0 ,19 4 -0 ,49 6 0 1,8 55 0 ,0 9 3 0 ,8 0 5 0 ,0 9 3 0 ,8 0 5 0 ,243 0 ,6 0 6 DNJ19 _ARATH

DnaJ p ro te in ERDJ3B (Chap e ro ne  p ro te in d naJ 19 ) (AtDjB19 ) (AtJ19 ) (End o p lasmic re ticulum d naJ

d o main-co ntaining  p ro te in 3B) (AtERd j3B) (Pro te in SCJ1 ho mo lo g  ERDJ3B)
ERDJ3B B19  At3g 6 26 0 0  F26 K9 .30 Arab id o p sis thaliana (Mo use -e ar cre ss)

Chap e ro ne ; Co mp le te  p ro te o me ; End o p lasmic re ticulum; G lyco p ro te in;

Re fe re nce  p ro te o me ; Sig nal; Stre ss re sp o nse

SRR6 48 70 7_TR20 275_c1_g 1_i1_le n=270 8 S38 A6 _XENTR
Q:548 -

16 8 7,H:14-40 5
27.9 8 %ID E:4e -22

Pro b ab le  so d ium-co up le d  ne utral amino  acid  transp o rte r

6

PF0 149 0 .15^Aa_trans^Transme mb rane  amino  acid  transp o rte r p ro te in^45-447^E:3.3e -

58 `PF0 3222.10 ^Trp _Tyr_p e rm^Tryp to p han/tyro sine  p e rme ase  family^46 -447^E:1.8 e -11
0 ,211 0 ,79 2 0 3,523 0 ,0 43 1,179 0 ,0 31 1,277 1 0 ,332 S38 A6 _XENTR

Pro b ab le  so d ium-co up le d  ne utral amino  acid  transp o rte r 6  (Na(+)-co up le d  ne utral amino  acid

transp o rte r 6 ) (So lute  carrie r family 38  me mb e r 6 )
slc38 a6  TEg g 0 38 h13.1

Xe no p us tro p icalis (We ste rn c lawe d  fro g )

(Silurana tro p icalis)

Amino -acid  transp o rt; Ce ll me mb rane ; Co mp le te  p ro te o me ; G lyco p ro te in; Io n

transp o rt; Me mb rane ; Re fe re nce  p ro te o me ; So d ium; So d ium transp o rt;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 48 70 7_TR20 79 5_c0 _g 1_i1_le n=329 6 ZADH2_MOUSE
Q:10 70 -

2113,H:29 -377
45.79 %ID E:2e -79

Zinc-b ind ing  alco ho l d e hyd ro g e nase  d o main-co ntaining

p ro te in 2

PF0 0 10 6 .22^ad h_sho rt^sho rt chain d e hyd ro g e nase ^9 -20 9 ^E:2.7e -39 `PF1356 1.3^ad h_sho rt_C2^Eno yl-(Acyl carrie r p ro te in)

re d uctase ^13-221^E:1.2e -31`PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^320 -38 5^E:6 .3e -

0 8 `PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing  d e hyd ro g e nase ^444-573^E:5.6 e -29 `PF136 0 2.3^ADH_zinc_N_2^Zinc-b ind ing

d e hyd ro g e nase ^476 -6 21^E:4.2e -21

0 ,9 1 0 ,122 0 2,39 6 0 ,0 19 1,514 0 ,112 1,0 8 9 0 ,36 0 ,434 ZADH2_MOUSE Zinc-b ind ing  alco ho l d e hyd ro g e nase  d o main-co ntaining  p ro te in 2 (EC 1.-.-.-) Zad h2 Mus musculus (Mo use )
Ace tylatio n; Co mp le te  p ro te o me ; NADP; Oxid o re d uctase ; Pe ro xiso me ;

Re fe re nce  p ro te o me

SRR6 48 70 7_TR21122_c0 _g 3_i1_le n=1311 RAD2A_ARATH
Q:26 0 -8 6 8 ,H:1-

20 3
9 0 .15%ID E:3e -133 Ras-re late d  p ro te in RABD2a

PF0 0 0 25.18 ^Arf^ADP-rib o sylatio n facto r family^9 -129 ^E:4.3e -17`PF0 0 0 71.19 ^Ras^Ras family^10 -170 ^E:2.1e -

6 8 `PF0 8 477.10 ^Ro c^Ras o f Co mp le x, Ro c, d o main o f DAPkinase ^10 -125^E:8 .1e -37`PF0 46 70 .9 ^Gtr1_Rag A^Gtr1/Rag A G

p ro te in co nse rve d  re g io n^10 -125^E:2.1e -0 5`PF0 9 439 .7^SRPRB^Sig nal re co g nitio n p artic le  re ce p to r b e ta sub unit^11-

131^E:2.5e -0 5`PF0 19 26 .20 ^MMR_HSR1^50 S rib o so me -b ind ing  GTPase ^11-113^E:6 .3e -0 5

0 ,374 0 ,28 6 0 1,457 0 ,0 6 9 0 ,51 0 ,0 42 0 ,56 5 0 ,8 28 -0 ,0 79 RAD2A_ARATH
Ras-re late d  p ro te in RABD2a (AtRABD2a) (Ras-re late d  p ro te in Ara-5) (Ras-re late d  p ro te in Rab 1B)

(AtRab 1B)

RABD2A ARA-5 RAB1B At1g 0 2130

T7I23.6
Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; ER-Go lg i transp o rt; GTP-b ind ing ; Go lg i ap p aratus;

Lip o p ro te in; Me mb rane ; Nucle o tid e -b ind ing ; Pre nylatio n; Pro te in transp o rt;

Re fe re nce  p ro te o me ; Transp o rt

SRR6 48 70 7_TR22512_c0 _g 3_i15_le n=1245 RS12_HORVU
Q:9 6 5-

59 4,H:20 -143
8 2.26 %ID E:6 e -59 40 S rib o so mal p ro te in S12 PF0 1248 .23^Rib o so mal_L7Ae ^Rib o so mal p ro te in L7Ae /L30 e /S12e /Gad d 45 family^27-120 ^E:4.8 e -26 0 ,0 4 -1,36 0 4,449 0 ,254 -4,413 0 ,6 29 -0 ,9 75 1 0 ,19 7 RS12_HORVU 40 S rib o so mal p ro te in S12 RPS12 Ho rd e um vulg are  (Barle y) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 7_TR226 79 _c0 _g 1_i1_le n=1138 PROF1_RICCO
Q:28 1-6 73,H:1-

131
8 8 .55%ID E:4e -79 Pro fil in-1 PF0 0 235.16 ^Pro fil in^Pro fil in^1-130 ^E:2.3e -44 0 ,6 77 -0 ,119 0 1,0 43 0 ,121 0 ,39 1 0 ,0 8 7 0 ,429 0 ,46 6 0 ,20 7 PROF1_RICCO Pro fil in-1 PRO1 Ricinus co mmunis (Casto r b e an) Actin-b ind ing ; Cyto p lasm; Cyto ske le to n

SRR6 48 70 7_TR240 9 9 _c1_g 2_i1_le n=2134 EF1A_TOBAC
Q:18 6 0 -

556 ,H:1-435
9 7.9 3%ID E:0 Elo ng atio n facto r 1-alp ha

PF0 0 0 0 9 .24^GTP_EFTU^Elo ng atio n facto r Tu GTP b ind ing  d o main^6 -221^E:1e -52`PF0 3144.22^GTP_EFTU_D2^Elo ng atio n

facto r Tu d o main 2^248 -313^E:7.3e -15`PF0 3143.14^GTP_EFTU_D3^Elo ng atio n facto r Tu C-te rminal d o main^322-429 ^E:3.9 e -38
0 -0 ,8 9 4 0 0 ,9 11 0 ,6 8 9 -0 ,10 3 0 ,316 -0 ,253 1 0 ,0 22 EF1A_TOBAC Elo ng atio n facto r 1-alp ha (EF-1-alp ha) (Vitro ne ctin-like  ad he sio n p ro te in 1) (PVN1) Nico tiana tab acum (Co mmo n to b acco )

Cyto p lasm; Elo ng atio n facto r; GTP-b ind ing ; Nucle o tid e -b ind ing ;

Pho sp ho p ro te in; Pro te in b io synthe sis

SRR6 48 70 7_TR24774_c0 _g 3_i1_le n=1552 DV4H_CATRO
Q:1414-

30 8 ,H:23-40 0
6 6 .14%ID E:9 e -170 De ace to xyvind o line  4-hyd ro xylase

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^59 -16 2^E:1.1e -20 `PF0 3171.17^2OG-

Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^216 -30 9 ^E:6 .1e -23
1 0 0 6 ,8 52 1 1,217 1 2,351 1 0 DV4H_CATRO De ace to xyvind o line  4-hyd ro xylase  (EC 1.14.11.20 ) D4H

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Alkalo id  b io synthe sis; vind o line  b io synthe sis; vind o line  fro m tab e rso nine :

ste p  5/6 .

Cyto p lasm; Dio xyg e nase ; Dire ct p ro te in se q ue ncing ; Iro n; Me tal-b ind ing ;

Oxid o re d uctase ; Vitamin C

SRR6 48 70 7_TR25271_c0 _g 1_i2_le n=19 19 RA212_ARATH
Q:30 5-

150 7,H:1-358
42.26 %ID E:9 e -6 3 Ethyle ne -re sp o nsive  transcrip tio n facto r RAP2-12 PF0 0 8 47.17^AP2^AP2 d o main^127-174^E:3.2e -11 0 ,8 8 3 0 ,0 73 0 1,745 0 ,0 0 9 0 ,9 13 0 ,0 8 5 0 ,6 28 0 ,10 7 0 ,6 0 2 RA212_ARATH Ethyle ne -re sp o nsive  transcrip tio n facto r RAP2-12 (Pro te in RELATED TO APETALA2 12)

RAP2-12 ERF0 74 At1g 539 10

T18 A20 .14
Arab id o p sis thaliana (Mo use -e ar cre ss)

Activato r; Alte rnative  sp lic ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; DNA-

b ind ing ; Ethyle ne  sig naling  p athway; Me mb rane ; Nucle us; Re fe re nce

p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR6 48 70 7_TR2539 8 _c0 _g 1_i1_le n=2477 METK2_CATRO
Q:1710 -532,H:1-

39 3
10 0 %ID E:0 S-ad e no sylme thio nine  synthase  2

PF0 0 438 .17^S-Ad o Me t_synt_N^S-ad e no sylme thio nine  synthe tase , N-te rminal d o main^16 -113^E:6 .8 e -43`PF0 2772.13^S-

Ad o Me t_synt_M^S-ad e no sylme thio nine  synthe tase , ce ntral d o main^129 -250 ^E:4.8 e -46 `PF0 2773.13^S-Ad o Me t_synt_C^S-

ad e no sylme thio nine  synthe tase , C-te rminal d o main^252-39 3^E:1.4e -6 2

0 ,0 0 4 0 ,8 6 6 0 2,6 35 0 ,359 -0 ,28 8 0 ,0 55 -0 ,59 1 0 ,9 12 -0 ,0 8 7 METK2_CATRO
S-ad e no sylme thio nine  synthase  2 (Ad o Me t synthase  2) (EC 2.5.1.6 ) (Me thio nine

ad e no syltransfe rase  2) (MAT 2)
SAMS2

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Amino -acid  b io synthe sis; S-ad e no syl-L-me thio nine  b io synthe sis; S-

ad e no syl-L-me thio nine  fro m L-me thio nine : ste p  1/1.

ATP-b ind ing ; Co b alt; Cyto p lasm; Mag ne sium; Mang ane se ; Me tal-b ind ing ;

Nucle o tid e -b ind ing ; One -carb o n me tab o lism; Po tassium; Transfe rase

SRR6 48 70 7_TR25740 _c0 _g 1_i3_le n=8 46 NA NA NA NA NA . 0 ,0 0 2 -1,26 1 0 7,548 1 -0 ,8 49 1 -1,551 0 ,0 0 1 -1,0 79 . . . . . .

SRR6 48 70 7_TR26 428 _c1_g 2_i5_le n=19 0 3 GCL1_ARATH
Q:16 78 -

39 5,H:1-433
6 3.8 6 %ID E:0 LanC-like  p ro te in GCL1 PF0 5147.10 ^LANC_like ^Lanthio nine  synthe tase  C-like  p ro te in^71-427^E:1.2e -8 5 0 ,0 76 2,8 8 9 0 6 ,6 8 3 1 3,354 0 ,50 2 4,0 0 6 0 ,0 0 1 -4,472 GCL1_ARATH LanC-like  p ro te in GCL1 (G p ro te in-co up le d  re ce p to r 2-like  p ro te in 1) (Pro te in GCR2-like  1) GCL1 At5g 6 528 0  MQN23.23 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR6 48 70 7_TR26 579 _c0 _g 2_i2_le n=3527 PMA4_NICPL
Q:339 -

240 2,H:3-6 9 0
9 1.28 %ID E:0 Plasma me mb rane  ATPase  4

PF0 0 6 9 0 .23^Catio n_ATPase _N^Catio n transp o rte r/ATPase , N-te rminus^21-8 4^E:1.7e -14`PF0 0 122.17^E1-E2_ATPase ^E1-E2

ATPase ^10 3-323^E:8 e -6 1`PF0 0 70 2.23^Hyd ro lase ^halo acid  d e halo g e nase -like  hyd ro lase ^328 -6 0 5^E:1.2e -18
0 ,219 0 ,39 6 0 1,28 4 0 ,59 -0 ,153 0 ,0 8 5 -0 ,46 5 0 ,139 -0 ,575 PMA4_NICPL Plasma me mb rane  ATPase  4 (EC 3.6 .3.6 ) (Pro to n p ump  4) PMA4

Nico tiana p lumb ag inifo lia (Le ad wo rt-

le ave d  to b acco ) (Te x-Me x to b acco )

ATP-b ind ing ; Ce ll me mb rane ; Hyd ro g e n io n transp o rt; Hyd ro lase ; Io n transp o rt;

Mag ne sium; Me mb rane ; Me tal-b ind ing ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 48 70 7_TR2719 1_c0 _g 1_i1_le n=16 9 9 C8 D11_ARATH
Q:720 -

130 7,H:30 4-49 7
55.8 4%ID E:3e -70 Cyto chro me  P450  8 1D11 PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^14-19 1^E:1.5e -6 2 0 ,0 0 2 2,48 2 0 ,0 0 1 2,8 13 0 ,254 2,6 8 1 0 ,254 2,39 5 0 ,76 -0 ,574 C8 D11_ARATH Cyto chro me  P450  8 1D11 (EC 1.14.-.-) CYP8 1D11 At3g 28 740  T19 N8 .3 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ;

Oxid o re d uctase ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 7_TR2719 1_c0 _g 1_i2_le n=19 8 5 C8 1D1_ARATH
Q:16 6 -

16 17,H:25-50 2
41.75%ID E:2e -128 Cyto chro me  P450  8 1D1 PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^31-479 ^E:8 .9 e -9 8 0 ,0 15 0 ,9 31 0 3,529 0 ,132 0 ,751 0 ,6 75 0 ,32 0 ,28 7 0 ,355 C8 1D1_ARATH Cyto chro me  P450  8 1D1 (EC 1.14.-.-)

CYP8 1D1 CYP9 1A1 At5g 36 220

T30 G6 .3
Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ;

Oxid o re d uctase ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 7_TR28 453_c0 _g 1_i2_le n=19 9 3 PYRD_ARATH
Q:479 -

16 42,H:70 -458
8 4.32%ID E:0 Dihyd ro o ro tate  d e hyd ro g e nase  (q uino ne ), mito cho nd rial PF0 118 0 .18 ^DHO_d h^Dihyd ro o ro tate  d e hyd ro g e nase ^124-442^E:2.5e -9 9 0 ,472 -0 ,741 0 6 ,78 4 0 ,38 1 1,379 1 0 ,0 17 0 ,18 9 -2,0 39 PYRD_ARATH

Dihyd ro o ro tate  d e hyd ro g e nase  (q uino ne ), mito cho nd rial (DHOd e hase ) (EC 1.3.5.2)

(Dihyd ro o ro tate  o xid ase )
PYRD At5g 2330 0  MKD15.16 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Pyrimid ine  me tab o lism; UMP b io synthe sis via d e  no vo  p athway; o ro tate

fro m (S)-d ihyd ro o ro tate  (q uino ne  ro ute ): ste p  1/1.

Co mp le te  p ro te o me ; FMN; Flavo p ro te in; Me mb rane ; Mito cho nd rio n;

Mito cho nd rio n inne r me mb rane ; Oxid o re d uctase ; Pyrimid ine  b io synthe sis;

Re fe re nce  p ro te o me ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 7_TR28 521_c0 _g 2_i3_le n=19 0 9 GUAA_HELHP
Q:110 3-

148 3,H:8 46 -9 72
42.52%ID E:5e -37 Pro b ab le  GMP synthase  [g lutamine -hyd ro lyzing ] PF0 3352.10 ^Ad e nine _g lyco ^Me thylad e nine  g lyco sylase ^179 -228 ^E:6 .9 e -17 1 0 ,0 78 0 7,253 1 0 1 0 0 ,6 9 8 0 ,222 GUAA_HELHP

Pro b ab le  GMP synthase  [g lutamine -hyd ro lyzing ] (EC 6 .3.5.2) (GMP synthe tase ) (G lutamine

amid o transfe rase )
g uaA HH_1444

He lico b acte r he p aticus (strain ATCC

51449  / 3B1)

PATHWAY: Purine  me tab o lism; GMP b io synthe sis; GMP fro m XMP (L-Gln ro ute ): ste p

1/1.

ATP-b ind ing ; Co mp le te  p ro te o me ; GMP b io synthe sis; G lutamine

amid o transfe rase ; Lig ase ; Nucle o tid e -b ind ing ; Purine  b io synthe sis; Re fe re nce

p ro te o me ; Re p e at

SRR6 48 70 7_TR28 56 9 _c0 _g 2_i2_le n=6 6 7 NA NA NA NA NA . 0 ,18 9 1,6 8 5 0 4,8 15 0 ,0 0 1 3,9 0 9 0 ,6 29 1,6 9 5 1 -0 ,23 . . . . . .

SRR6 48 70 7_TR28 758 _c0 _g 2_i1_le n=16 8 0 CDA1_ARATH
Q:371-

136 9 ,H:3-29 8
53.29 %ID E:2e -10 3 Cytid ine  d e aminase  1

PF0 0 38 3.20 ^d CMP_cyt_d e am_1^Cytid ine  and  d e o xycytid ylate  d e aminase  zinc-b ind ing  re g io n^38 -117^E:9 .3e -

11`PF0 8 211.9 ^d CMP_cyt_d e am_2^Cytid ine  and  d e o xycytid ylate  d e aminase  zinc-b ind ing  re g io n^153-319 ^E:2.4e -48
0 ,5 0 ,59 9 0 2,372 1 -0 ,50 4 0 ,6 9 2 -0 ,8 9 8 1 -0 ,329 CDA1_ARATH Cytid ine  d e aminase  1 (At-CDA1) (EC 3.5.4.5) CDA1 CDD DESZ At2g 19 570  F3P11 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Hyd ro lase ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Zinc

SRR6 48 70 7_TR30 433_c0 _g 1_i2_le n=1559 10 HGO_CATRO
Q:138 -

1229 ,H:10 -36 0
59 .8 9 %ID E:3e -130 8 -hyd ro xyg e ranio l d e hyd ro g e nase

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^74-19 7^E:4e -23`PF0 28 26 .16 ^2-Hacid _d h_C^D-iso me r

sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , NAD b ind ing  d o main^228 -277^E:4.3e -0 7`PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing

d e hyd ro g e nase ^244-36 6 ^E:1.1e -17

0 ,0 49 0 ,575 0 1,556 0 ,0 6 5 0 ,70 8 0 ,9 18 0 ,0 9 1 0 ,0 0 3 0 ,8 22 10 HGO_CATRO 8 -hyd ro xyg e ranio l d e hyd ro g e nase  (Cr10 HGO) (EC 1.1.1.324) 10 HGO
Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
Me tal-b ind ing ; NADP; Oxid o re d uctase ; Zinc

SRR6 48 70 7_TR30 9 8 4_c0 _g 2_i1_le n=710 NA NA NA NA NA PF0 0 58 2.23^Usp ^Unive rsal stre ss p ro te in family^5-134^E:4.8 e -18 0 ,357 0 ,6 9 4 0 2,6 0 7 0 ,0 0 6 1,70 9 0 ,0 19 1,49 2 0 ,0 1 1,735 . . . . . .

SRR6 48 70 7_TR319 17_c0 _g 2_i4_le n=19 53 KPRS3_SPIOL
Q:376 -

1425,H:40 -39 2
79 .15%ID E:0 Rib o se -p ho sp hate  p yro p ho sp ho kinase  3, mito cho nd rial

PF1379 3.3^Prib o syltran_N^N-te rminal d o main o f rib o se  p ho sp hate  p yro p ho sp ho kinase ^9 3-20 6 ^E:1.1e -

0 6 `PF0 0 156 .24^Prib o syltran^Pho sp ho rib o syl transfe rase  d o main^29 8 -342^E:6 .9 e -

10 `PF14572.3^Prib o syl_synth^Pho sp ho rib o syl synthe tase -asso ciate d  d o main^30 1-353^E:1.7e -0 6

0 ,29 8 0 ,547 0 2,9 27 0 ,5 -0 ,6 14 0 ,5 -0 ,6 18 0 ,8 8 6 0 ,18 3 KPRS3_SPIOL
Rib o se -p ho sp hate  p yro p ho sp ho kinase  3, mito cho nd rial (EC 2.7.6 .1) (Pho sp ho rib o syl

p yro p ho sp hate  synthase  3)
PRS3 Sp inacia o le race a (Sp inach)

ATP-b ind ing ; Kinase ; Mag ne sium; Me tal-b ind ing ; Mito cho nd rio n; Nucle o tid e

b io synthe sis; Nucle o tid e -b ind ing ; Transfe rase ; Transit p e p tid e

SRR6 48 70 7_TR328 26 _c2_g 6 _i5_le n=753 TRPA2_ARATH
Q:753-16 ,H:74-

29 0
71.54%ID E:9 e -10 9 Tryp to p han synthase  alp ha chain, chlo ro p lastic PF0 0 29 0 .17^Trp _syntA^Tryp to p han synthase  alp ha chain^1-19 7^E:1.3e -76 0 ,18 0 ,9 35 0 ,0 0 1 1,79 7 0 ,8 4 -0 ,19 2 0 ,48 9 0 ,511 1 0 ,316 TRPA2_ARATH

Tryp to p han synthase  alp ha chain, chlo ro p lastic (EC 4.2.1.20 ) (Ind o le -3-g lyce ro l-p ho sp hate  lyase ,

chlo ro p lastic) (EC 4.1.2.8 ) (Pro te in TRYPTOPHAN-REQUIRING 3)

TSA1 TRP3 TSA2 At3g 546 40

T14E10 .210
Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-tryp to p han b io synthe sis; L-tryp to p han fro m

cho rismate : ste p  5/5.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Auxin b io synthe sis;

Chlo ro p last; Co mp le te  p ro te o me ; Lyase ; Plastid ; Re fe re nce  p ro te o me ; Transit

p e p tid e ; Tryp to p han b io synthe sis

SRR6 48 70 7_TR33272_c1_g 1_i10 _le n=4156 TRPX_ARATH
Q:250 -

16 74,H:26 -50 8
71.6 4%ID E:0 Anthranilate  synthase  alp ha sub unit 2, chlo ro p lastic

PF0 4715.10 ^Anth_synt_I_N^Anthranilate  synthase  co mp o ne nt I, N te rminal re g io n^10 4-258 ^E:1.4e -

30 `PF0 0 425.15^Cho rismate _b ind ^cho rismate  b ind ing  e nzyme ^319 -50 2^E:1.8 e -6 0
0 ,0 6 6 1,731 0 3,272 0 ,0 0 2 4,0 6 4 0 ,0 0 9 3,76 6 1 0 ,0 71 TRPX_ARATH

Anthranilate  synthase  alp ha sub unit 2, chlo ro p lastic (EC 4.1.3.27) (Anthranilate  synthase  co mp o ne nt

1-2) (Anthranilate  synthase  co mp o ne nt I-2)
ASA2 At2g 29 6 9 0  T27A16 .21 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-tryp to p han b io synthe sis; L-tryp to p han fro m

cho rismate : ste p  1/5.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last;

Co mp le te  p ro te o me ; Lyase ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e ;

Tryp to p han b io synthe sis

SRR6 48 70 7_TR338 8 0 _c0 _g 1_i1_le n=156 0 NA NA NA NA NA PF0 316 8 .10 ^LEA_2^Late  e mb ryo g e ne sis ab und ant p ro te in^115-218 ^E:1.6 e -14 0 ,178 0 ,6 6 2 0 1,6 37 0 ,6 14 0 ,176 0 ,438 0 ,271 0 ,46 4 -0 ,339 . . . . . .

SRR6 48 70 7_TR34356 _c0 _g 1_i5_le n=19 44 NA NA NA NA NA

PF0 149 4.16 ^FAD_b ind ing _3^FAD b ind ing  d o main^7-325^E:1e -18 `PF0 58 34.9 ^Lyco p e ne _cycl^Lyco p e ne  cyclase  p ro te in^7-

171^E:2.5e -0 8 `PF0 0 8 9 0 .21^FAD_b ind ing _2^FAD b ind ing  d o main^7-42^E:3.4e -0 5`PF0 8 49 1.7^SE^Sq uale ne  e p o xid ase ^238 -

328 ^E:4.7e -0 5

0 ,28 2 1,0 28 0 3,0 8 6 0 ,18 9 1,776 0 ,6 9 2 1,153 1 -0 ,777 . . . . . .

SRR6 48 70 7_TR348 28 _c0 _g 1_i1_le n=26 47 NA NA NA NA NA . 0 ,40 7 0 ,6 8 6 0 2,8 58 0 ,0 1 2,0 53 0 ,28 2 1,12 0 ,132 -2,29 9 . . . . . .

SRR6 48 70 7_TR35326 _c0 _g 1_i1_le n=6 8 8 NA NA NA NA NA . 0 ,56 0 ,9 32 0 2,779 1 0 ,224 0 ,257 0 ,9 0 ,6 9 4 -0 ,329 . . . . . .

SRR6 48 70 7_TR378 24_c0 _g 1_i1_le n=9 8 8 NA NA NA NA NA PF0 0 58 2.23^Usp ^Unive rsal stre ss p ro te in family^76 -217^E:2.4e -20 0 ,38 1 1,534 0 4,715 0 ,0 0 3 4,28 2 0 ,6 29 2,0 75 0 ,6 29 0 ,9 9 4 . . . . . .

SRR6 48 70 7_TR39 531_c0 _g 1_i1_le n=10 6 7 WRK75_ARATH
Q:426 -

70 1,H:54-145
9 0 .22%ID E:1e -54 Pro b ab le  WRKY transcrip tio n facto r 75 PF0 310 6 .12^WRKY^WRKY DNA -b ind ing  d o main^10 9 -16 6 ^E:1.2e -26 1 3,447 0 5,9 8 2 0 ,0 0 9 5,373 0 ,129 4,19 5 1 0 ,0 42 WRK75_ARATH Pro b ab le  WRKY transcrip tio n facto r 75 (WRKY DNA-b ind ing  p ro te in 75) WRKY75 At5g 130 8 0  T19 L5.40 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR6 48 70 7_TR40 343_c0 _g 1_i1_le n=58 18 CLU_ARATH

Q:230 6 -

359 5,H:78 8 -

1258

38 .8 7%ID E:5e -8 9 Cluste re d  mito cho nd ria p ro te in

PF150 44.3^CLU_N^Mito cho nd rial functio n, CLU-N-te rm^49 -120 ^E:9 .3e -0 8 `PF128 0 7.4^e IF3_p 135^Translatio n initiatio n facto r

e IF3 sub unit 135^726 -8 6 7^E:5.8 e -25`PF13424.3^TPR_12^Te tratrico p e p tid e  re p e at^9 0 7-9 6 8 ^E:2.2e -

0 8 `PF13424.3^TPR_12^Te tratrico p e p tid e  re p e at^9 37-10 0 7^E:5.5e -13`PF13374.3^TPR_10 ^Te tratrico p e p tid e  re p e at^9 37-

9 78 ^E:9 .3e -0 9 `PF1318 1.3^TPR_8 ^Te tratrico p e p tid e  re p e at^9 38 -9 6 9 ^E:0 .11`PF13424.3^TPR_12^Te tratrico p e p tid e

re p e at^10 21-10 9 5^E:1e -10 `PF13374.3^TPR_10 ^Te tratrico p e p tid e  re p e at^10 21-10 6 0 ^E:1e -0 6

0 ,18 -0 ,40 7 0 6 ,151 1 -0 ,34 1 -0 ,38 5 0 ,149 0 ,415 CLU_ARATH Cluste re d  mito cho nd ria p ro te in (Frie nd ly mito cho nd ria p ro te in) FMT CLU At3g 52140  F4F15.250 Arab id o p sis thaliana (Mo use -e ar cre ss)
Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me ;

Re p e at; TPR re p e at

SRR9 24147_TR9 51_c0 _g 1_i1_le n=1152 NA NA NA NA NA . 0 ,79 8 0 ,524 0 ,0 0 1 1,6 35 0 ,0 44 2,222 0 ,118 1,9 32 1 -1,18 2 . . . . . .

SRR9 24147_TR9 51_c0 _g 1_i2_le n=10 75 NA NA NA NA NA
PF0 216 2.14^XYPPX^XYPPX re p e at (two  co p ie s)^44-57^E:0 .0 6 6 `PF0 216 2.14^XYPPX^XYPPX re p e at (two  co p ie s)^59 -

73^E:0 .0 0 33
0 ,29 0 ,46 4 0 ,0 0 1 1,0 53 0 ,0 0 2 1,6 45 0 ,0 0 9 1,421 1 -0 ,447 . . . . . .

SRR9 24147_TR136 8 _c0 _g 3_i1_le n=210 7 ARGD_ALNGL
Q:40 0 -

1740 ,H:7-448
72.8 3%ID E:0 Ace tylo rnithine  amino transfe rase , mito cho nd rial PF0 0 20 2.18 ^Amino tran_3^Amino transfe rase  class-III^8 8 -46 2^E:1e -113 0 ,8 33 0 ,11 0 ,0 0 1 1,448 0 ,26 9 0 ,436 0 ,12 0 ,6 0 1 0 ,9 26 -0 ,0 6 8 ARGD_ALNGL

Ace tylo rnithine  amino transfe rase , mito cho nd rial (ACOAT) (EC 2.6 .1.11) (Ace tylo rnithine

transaminase ) (AOTA)
AG118

Alnus g lutino sa (Euro p e an ald e r) (Be tula

alnus var. g lutino sa)

PATHWAY: Amino -acid  b io synthe sis; L-arg inine  b io synthe sis; N(2)-ace tyl-L-o rnithine

fro m L-g lutamate : ste p  4/4.

Amino -acid  b io synthe sis; Amino transfe rase ; Arg inine  b io synthe sis;

Mito cho nd rio n; Pyrid o xal p ho sp hate ; Transfe rase ; Transit p e p tid e

SRR9 24147_TR1444_c0 _g 1_i1_le n=530 NA NA NA NA NA PF170 6 0 .2^MPS2^Mo no p o lar sp ind le  p ro te in 2^37-10 2^E:3e -0 6 1 -0 ,0 22 0 5,437 0 ,38 -0 ,58 1 0 ,0 77 0 ,76 6 0 ,6 9 2 1,18 2 . . . . . .

SRR9 24147_TR216 6 _c0 _g 1_i2_le n=2233 GDI1_ARATH
Q:28 0 -

158 7,H:1-436
8 5.78 %ID E:0

Guano sine  nucle o tid e  d ip ho sp hate  d isso ciatio n inhib ito r

1
PF0 0 9 9 6 .15^GDI^GDP d isso ciatio n inhib ito r^1-433^E:6 .1e -232 1 -0 ,0 11 0 ,0 0 1 1,10 4 0 ,20 4 0 ,4 0 ,26 7 0 ,352 0 ,0 4 0 ,58 5 GDI1_ARATH Guano sine  nucle o tid e  d ip ho sp hate  d isso ciatio n inhib ito r 1 (AtGDI1) GDI1 At2g 4410 0  F6 E13.23 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; GTPase  activatio n; Re fe re nce

p ro te o me

SRR9 24147_TR248 7_c0 _g 1_i1_le n=3547 ISPH_ARATH
Q:3334-

19 49 ,H:1-46 6
78 .16 %ID E:0

4-hyd ro xy-3-me thylb ut-2-e nyl d ip ho sp hate  re d uctase ,

chlo ro p lastic
PF0 1554.15^MatE^MatE^45-20 5^E:2.4e -29 `PF0 1554.15^MatE^MatE^26 6 -429 ^E:2.7e -26 0 ,0 15 0 ,726 0 1,8 5 0 ,0 6 8 0 ,434 0 ,0 0 3 0 ,6 9 7 0 ,6 2 0 ,48 5 ISPH_ARATH

4-hyd ro xy-3-me thylb ut-2-e nyl d ip ho sp hate  re d uctase , chlo ro p lastic (EC 1.17.1.2) (Pro te in

CHLOROPLAST BIOGENESIS 6 )

ISPH CLB6  HDR At4g 34350

F10 M10 .120
Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Iso p re no id  b io synthe sis; d ime thylallyl d ip ho sp hate  b io synthe sis;

d ime thylallyl d ip ho sp hate  fro m (2E)-4-hyd ro xy-3-me thylb ute nyl d ip ho sp hate : ste p  1/1.;

PATHWAY: Iso p re no id  b io synthe sis; iso p e nte nyl d ip ho sp hate  b io synthe sis via DXP

p athway; iso p e nte nyl d ip ho sp hate  fro m 1-d e o xy-D-xylulo se  5-p ho sp hate : ste p  6 /6 .

3Fe -4S; Chlo ro p last; Co mp le te  p ro te o me ; Iro n; Iro n-sulfur; Iso p re ne

b io synthe sis; Me tal-b ind ing ; NADP; Oxid o re d uctase ; Plastid ; Re fe re nce

p ro te o me ; Transit p e p tid e

SRR9 24147_TR26 31_c0 _g 1_i1_le n=1272 ADF1_PETHY
Q:8 8 8 -472,H:1-

139
9 2.0 9 %ID E:7e -75 Actin-d e p o lyme riz ing  facto r 1 PF0 0 241.17^Co fil in_ADF^Co fil in/tro p o myo sin-typ e  actin-b ind ing  p ro te in^14-136 ^E:4.9 e -36 0 ,6 17 0 ,18 6 0 1,211 0 ,24 0 ,539 0 ,328 0 ,458 0 ,36 6 0 ,277 ADF1_PETHY Actin-d e p o lyme riz ing  facto r 1 (ADF-1) ADF1 Pe tunia hyb rid a (Pe tunia) Actin-b ind ing

SRR9 24147_TR28 24_c0 _g 1_i1_le n=258 5 PTR18 _ARATH

Q:1479 -

2348 ,H:29 5-

59 0

74.5%ID E:4e -147 Pro te in NRT1/ PTR FAMILY 3.1 PF0 0 8 54.18 ^PTR2^POT family^6 -231^E:1.1e -49 0 ,0 0 6 1,9 37 0 2,474 0 ,48 7 0 ,28 4 0 ,212 -0 ,55 1 0 ,0 0 7 PTR18 _ARATH Pro te in NRT1/ PTR FAMILY 3.1 (AtNPF3.1) NPF3.1 NITR At1g 6 8 570  F24J5.19 Arab id o p sis thaliana (Mo use -e ar cre ss)
Co mp le te  p ro te o me ; Me mb rane ; Nitrate  assimilatio n; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR9 24147_TR29 26 _c0 _g 3_i1_le n=1249 RS12_HORVU
Q:443-

8 0 2,H:24-143
8 2.5%ID E:7e -56 40 S rib o so mal p ro te in S12 PF0 1248 .23^Rib o so mal_L7Ae ^Rib o so mal p ro te in L7Ae /L30 e /S12e /Gad d 45 family^25-118 ^E:3.6 e -28 0 ,0 0 1 -1,0 9 6 0 1,6 23 0 ,8 4 0 ,26 7 1 -0 ,0 47 0 ,0 6 6 -0 ,56 RS12_HORVU 40 S rib o so mal p ro te in S12 RPS12 Ho rd e um vulg are  (Barle y) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR9 24147_TR39 39 _c0 _g 2_i2_le n=239 5 MAOX_VITVI
Q:318 -

20 9 0 ,H:1-59 1
8 5.11%ID E:0 NADP-d e p e nd e nt malic e nzyme

PF0 0 39 0 .16 ^malic^Malic e nzyme , N-te rminal d o main^117-29 6 ^E:8 .3e -79 `PF0 39 49 .12^Malic_M^Malic e nzyme , NAD b ind ing

d o main^30 7-56 0 ^E:2.3e -9 9
0 ,79 8 0 ,1 0 ,0 0 1 0 ,9 8 6 0 ,0 42 1,8 39 0 ,158 1,40 7 0 ,9 0 9 0 ,0 58 MAOX_VITVI NADP-d e p e nd e nt malic e nzyme  (NADP-ME) (EC 1.1.1.40 ) Vitis  vinife ra (Grap e ) Cyto p lasm; Me tal-b ind ing ; NADP; Oxid o re d uctase

SRR9 24147_TR76 8 6 _c0 _g 1_i1_le n=26 73 HSP7M_PHAVU
Q:2371-

39 8 ,H:21-6 75
8 7.8 6 %ID E:0 He at sho ck 70  kDa p ro te in, mito cho nd rial PF0 0 0 12.17^HSP70 ^Hsp 70  p ro te in^59 -6 51^E:5.8 e -274`PF0 6 723.10 ^Mre B_Mb l^Mre B/Mb l p ro te in^18 9 -425^E:7.2e -11 0 ,0 3 -0 ,773 0 1,6 41 0 ,34 0 ,56 1 0 ,77 0 ,227 0 ,0 6 6 0 ,6 8 7 HSP7M_PHAVU He at sho ck 70  kDa p ro te in, mito cho nd rial

Phase o lus vulg aris (Kid ne y b e an) (Fre nch

b e an)

ATP-b ind ing ; Mito cho nd rio n; Nucle o tid e -b ind ing ; Stre ss re sp o nse ; Transit

p e p tid e

SRR9 24147_TR9 531_c0 _g 2_i4_le n=1714 UPTG2_SOLTU
Q:30 2-1375,H:4-

36 1
8 9 .11%ID E:0 Alp ha-1,4-g lucan-p ro te in synthase  [UDP-fo rming ] 2 PF0 3214.10 ^RGP^Re ve rsib ly g lyco sylate d  p o lyp e p tid e ^10 -344^E:4.3e -18 0 0 ,9 18 0 ,0 49 0 1,39 6 0 ,218 0 ,40 3 1 0 ,0 2 1 0 ,0 0 2 UPTG2_SOLTU

Alp ha-1,4-g lucan-p ro te in synthase  [UDP-fo rming ] 2 (EC 2.4.1.-) (Re ve rsib ly g lyco sylate d

p o lyp e p tid e  2) (RGP2) (UDP-g luco se :p ro te in transg luco sylase  2) (UPTG 2)
UPTG2 So lanum tub e ro sum (Po tato )

Ce ll junctio n; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Ce llulo se

b io synthe sis; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; G lyco p ro te in;

G lyco syltransfe rase ; Go lg i ap p aratus; Re fe re nce  p ro te o me ; Se cre te d ;

Transfe rase

SRR9 24147_TR10 322_c0 _g 2_i1_le n=278 4 C9 4A1_VICSA
Q:256 8 -

116 5,H:45-512
6 6 .6 7%ID E:0 Cyto chro me  P450  9 4A1 PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^8 6 -49 1^E:6 .1e -6 5 1 1,8 6 0 6 ,579 0 ,50 2 2,323 0 ,50 2 2,714 1 0 ,577 C9 4A1_VICSA Cyto chro me  P450  9 4A1 (EC 1.14.-.-) (P450 -d e p e nd e nt fatty acid  o me g a-hyd ro xylase ) CYP9 4A1 VAGH111 Vicia sativa (Sp ring  ve tch) (Tare )

End o p lasmic re ticulum; He me ; Iro n; Me mb rane ; Me tal-b ind ing ;

Mo no o xyg e nase ; Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix

SRR9 24147_TR10 38 7_c0 _g 1_i1_le n=18 8 8 ELO3L_ARATH
Q:1373-522,H:5-

28 8
6 3.9 9 %ID E:1e -119 Elo ng atio n o f fatty acid s p ro te in 3-like PF0 1151.15^ELO^GNS1/SUR4 family^31-278 ^E:4.6 e -32 0 ,133 1,0 9 1 0 2,46 1 0 ,0 9 4 1,372 0 ,18 7 1,221 0 ,6 9 2 1,0 0 5 ELO3L_ARATH

Elo ng atio n o f fatty acid s p ro te in 3-like  (Pro te in ELO3-like ) (EC 2.3.1.-) (Pro te in HIGH EXPRESSION

OF OSMOTICALLY RESPONSIVE GENES 3) (Ve ry lo ng -chain fatty acid  co nd e nsing  e nzyme  HOS3)

(VLCFA co nd e nsing  e nzyme  HOS3)

HOS3 At4g 36 8 30  AP22.8 1 C7A10 .530 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Fatty acid  b io synthe sis; Fatty acid  me tab o lism; Lip id

b io synthe sis; Lip id  me tab o lism; Me mb rane ; Re fe re nce  p ro te o me ; Stre ss

re sp o nse ; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR9 24147_TR15342_c0 _g 1_i3_le n=9 9 2 CYB5_BRAOB
Q:6 13-215,H:2-

134
6 0 .9 %ID E:2e -42 Cyto chro me  b 5 PF0 0 173.25^Cyt-b 5^Cyto chro me  b 5-like  He me /Ste ro id  b ind ing  d o main^10 -8 1^E:7.1e -27 0 ,0 17 1,347 0 3,58 6 0 ,0 16 1,8 0 8 0 ,0 38 1,6 8 1 0 ,321 0 ,39 5 CYB5_BRAOB Cyto chro me  b 5 CYB5

Brassica o le race a var. b o trytis

(Cauliflo we r)

Dire ct p ro te in se q ue ncing ; Ele ctro n transp o rt; End o p lasmic re ticulum; He me ;

Iro n; Me mb rane ; Me tal-b ind ing ; Micro so me ; Transme mb rane ; Transme mb rane

he lix; Transp o rt

SRR9 24147_TR19 9 8 3_c3_g 5_i1_le n=28 71 NA NA NA NA NA
PF0 3222.10 ^Trp _Tyr_p e rm^Tryp to p han/tyro sine  p e rme ase  family^28 -26 4^E:2.3e -0 5`PF0 149 0 .15^Aa_trans^Transme mb rane

amino  acid  transp o rte r p ro te in^31-427^E:2.5e -50
0 ,572 0 ,26 4 0 1,8 34 0 ,57 0 ,36 0 ,8 8 2 0 ,138 0 ,29 4 0 ,554 . . . . . .

SRR9 24147_TR20 336 _c0 _g 1_i1_le n=2313 MTHR2_ARATH
Q:2139 -

358 ,H:1-59 4
8 1.48 %ID E:0 Me thyle ne te trahyd ro fo late  re d uctase  2 PF0 2219 .14^MTHFR^Me thyle ne te trahyd ro fo late  re d uctase ^6 -30 1^E:3.1e -125 0 ,0 33 0 ,9 41 0 1,6 9 5 1 -0 ,0 31 0 ,8 9 7 0 ,10 4 0 ,29 9 1,228 MTHR2_ARATH Me thyle ne te trahyd ro fo late  re d uctase  2 (AtMTHFR2) (EC 1.5.1.20 ) MTHFR2 At2g 4416 0  F6 E13.29 Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: One -carb o n me tab o lism; te trahyd ro fo late  inte rco nve rsio n.

Co mp le te  p ro te o me ; FAD; Flavo p ro te in; NAD; Oxid o re d uctase ; Re fe re nce

p ro te o me

SRR9 24147_TR20 576 _c0 _g 2_i1_le n=338 5 SD18 _ARATH
Q:212-

270 7,H:23-8 50
58 .11%ID E:0 Re ce p to r-l ike  se rine /thre o nine -p ro te in kinase  SD1-8

PF0 1453.21^B_le ctin^D-manno se  b ind ing  le ctin^70 -177^E:2.6 e -37`PF0 0 9 54.17^S_lo cus_g lyco p ^S-lo cus g lyco p ro te in

d o main^20 8 -316 ^E:1.9 e -38 `PF0 8 276 .8 ^PAN_2^PAN-like  d o main^338 -40 3^E:6 .7e -22`PF1239 8 .5^DUF36 6 0 ^Re ce p to r

se rine /thre o nine  kinase ^48 7-518 ^E:1.6 e -0 5`PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^529 -729 ^E:2.1e -

45`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^531-79 7^E:5.1e -51`PF118 8 3.5^DUF340 3^Do main o f unkno wn functio n

(DUF340 3)^8 0 1-8 47^E:1.5e -20

0 ,39 5 0 ,59 2 0 2,26 4 0 ,112 1,129 0 ,38 1 0 ,6 23 0 ,6 43 0 ,54 SD18 _ARATH
Re ce p to r-l ike  se rine /thre o nine -p ro te in kinase  SD1-8  (EC 2.7.11.1) (Arab id o p sis thaliana re ce p to r

kinase  3) (S-d o main-1 (SD1) re ce p to r kinase  8 ) (SD1-8 )
SD18  ARK3 At4g 2138 0  T6 K22.110 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; EGF-like

d o main; G lyco p ro te in; Kinase ; Le ctin; Me mb rane ; Nucle o tid e -b ind ing ;

Re ce p to r; Re fe re nce  p ro te o me ; Se rine /thre o nine -p ro te in kinase ; Sig nal;

Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR9 24147_TR2128 8 _c0 _g 2_i1_le n=1253 GSTF_HYOMU
Q:79 5-

29 8 ,H:48 -212
6 8 .6 7%ID E:2e -79 Glutathio ne  S-transfe rase

PF0 0 0 43.22^GST_C^Glutathio ne  S-transfe rase , C-te rminal d o main^9 -10 3^E:2.9 e -16 `PF13410 .3^GST_C_2^Glutathio ne  S-

transfe rase , C-te rminal d o main^31-9 7^E:4.5e -0 9 `PF1449 7.3^GST_C_3^Glutathio ne  S-transfe rase , C-te rminal d o main^37-

10 4^E:9 .6 e -0 6

0 ,0 27 1,249 0 3,733 0 ,56 4 0 ,415 0 ,6 9 4 0 ,40 6 1 1,9 32 GSTF_HYOMU Glutathio ne  S-transfe rase  (EC 2.5.1.18 ) (25 kDa auxin-b ind ing  p ro te in) (GST class-p hi) Hyo scyamus muticus (Eg yp tian he nb ane ) Auxin s ig naling  p athway; Dire ct p ro te in se q ue ncing ; Transfe rase

SRR9 24147_TR2128 8 _c0 _g 2_i3_le n=1328 GSTF_HYOMU
Q:8 70 -

29 8 ,H:48 -212
59 .6 9 %ID E:1e -73 Glutathio ne  S-transfe rase

PF0 0 0 43.22^GST_C^Glutathio ne  S-transfe rase , C-te rminal d o main^48 -141^E:7e -16 `PF13410 .3^GST_C_2^Glutathio ne  S-

transfe rase , C-te rminal d o main^6 9 -135^E:9 .3e -0 9 `PF1449 7.3^GST_C_3^Glutathio ne  S-transfe rase , C-te rminal d o main^75-

142^E:2.1e -0 5

0 ,732 0 ,9 34 0 7,1 0 ,0 6 6 5,212 0 ,0 34 5,6 8 7 1 -3,0 6 1 GSTF_HYOMU Glutathio ne  S-transfe rase  (EC 2.5.1.18 ) (25 kDa auxin-b ind ing  p ro te in) (GST class-p hi) Hyo scyamus muticus (Eg yp tian he nb ane ) Auxin s ig naling  p athway; Dire ct p ro te in se q ue ncing ; Transfe rase

SRR9 24147_TR218 51_c0 _g 1_i1_le n=8 74 GOLS2_SOLLC
Q:70 8 -1,H:1-

235
8 4.75%ID E:2e -148 Galactino l synthase  2 PF0 150 1.17^Glyco _transf_8 ^Glyco syl transfe rase  family 8 ^28 -236 ^E:6 .4e -31 0 ,0 27 1,30 1 0 3,19 0 ,0 0 1 1,50 3 0 ,0 0 7 1,29 5 0 ,0 35 1,6 9 GOLS2_SOLLC Galactino l synthase  2 (Go lS-2) (SlGo lS2) (EC 2.4.1.123) GOLS2

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Carb o hyd rate  me tab o lism; Co mp le te  p ro te o me ; Cyto p lasm; Galacto se

me tab o lism; G lyco syltransfe rase ; Mang ane se ; Me tal-b ind ing ; Re fe re nce

p ro te o me ; Transfe rase

SRR9 24147_TR2249 0 _c0 _g 3_i1_le n=28 8 0 TLC1_SOLTU
Q:228 3-

40 9 ,H:1-6 31
8 3.6 8 %ID E:0 Plastid ic ATP/ADP-transp o rte r PF0 3219 .11^TLC^TLC ATP/ADP transp o rte r^10 0 -56 9 ^E:5.5e -19 6 0 ,36 1 0 ,255 0 1,9 0 4 0 ,19 5 1,30 2 0 ,28 2 1,144 1 -0 ,271 TLC1_SOLTU Plastid ic ATP/ADP-transp o rte r So lanum tub e ro sum (Po tato )

ATP-b ind ing ; Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Nucle o tid e -

b ind ing ; Plastid ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR9 24147_TR26 0 41_c0 _g 1_i1_le n=10 0 4 NA NA NA NA NA PF0 0 8 47.17^AP2^AP2 d o main^72-121^E:2.2e -14 1 3,59 0 9 ,0 52 0 ,0 0 5 6 ,18 1 0 ,129 5,14 1 0 . . . . . .

SRR9 24147_TR27129 _c0 _g 1_i1_le n=9 56 NA NA NA NA NA PF0 78 16 .8 ^DUF16 45^Pro te in o f unkno wn functio n (DUF16 45)^138 -244^E:3.1e -12 0 ,239 1,29 4 0 5,0 9 3 0 ,0 0 2 3,16 6 0 ,118 2,14 1 -0 ,0 25 . . . . . .

SRR9 24147_TR27325_c0 _g 1_i1_le n=1436 IX15L_ARATH
Q:242-

1150 ,H:1-30 3
51.76 %ID E:3e -9 6 Pro te in IRX15-LIKE PF0 46 6 9 .10 ^Po lysacc_synt_4^Po lysaccharid e  b io synthe sis^10 4-29 5^E:1.2e -6 7 0 ,8 8 2 0 ,149 0 2,0 9 9 0 ,59 3 0 ,73 0 ,228 1,176 0 ,545 -0 ,511 IX15L_ARATH Pro te in IRX15-LIKE IRX15-L At5g 6 7210  K21H1.17 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Go lg i ap p aratus; Me mb rane ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix

SRR9 24147_TR279 9 2_c1_g 2_i13_le n=20 26 RD23D_ARATH
Q:1751-729 ,H:1-

340
6 1.9 6 %ID E:2e -119 Ub iq uitin re ce p to r RAD23d

PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^1-73^E:1.5e -0 5`PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^3-76 ^E:2e -

19 `PF138 8 1.3^Rad 6 0 -SLD_2^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^3-77^E:0 .0 0 12`PF0 0 6 27.28 ^UBA^UBA/TS-N d o main^146 -

18 1^E:1.8 e -12`PF0 9 28 0 .8 ^XPC-b ind ing ^XPC-b ind ing  d o main^252-30 7^E:1.7e -23

0 ,312 0 ,59 3 0 2,174 0 ,40 2 0 ,8 8 0 ,56 0 ,8 15 1 0 RD23D_ARATH
Ub iq uitin re ce p to r RAD23d  (AtRAD23d ) (Putative  DNA re p air p ro te in RAD23-4) (RAD23-like  p ro te in

4) (AtRAD23-4)

RAD23D RAD23 RAD23-4 At5g 38 470

MXI10 .20
Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; DNA d amag e ; DNA

re p air; Nucle us; Re fe re nce  p ro te o me ; Re p e at

SRR9 24147_TR28 0 8 3_c0 _g 1_i1_le n=18 34 NA NA NA NA NA PF0 6 8 13.10 ^No d ulin-like ^No d ulin-like ^1-155^E:2.8 e -47 1 -0 ,0 0 2 0 3,79 1 1 0 ,315 1 0 ,471 0 ,6 9 4 -0 ,38 9 . . . . . .

SRR9 24147_TR29 39 8 _c0 _g 1_i1_le n=2346 YTHD2_MOUSE
Q:136 2-

19 22,H:38 2-56 5
48 .17%ID E:8 e -53 YTH d o main-co ntaining  family p ro te in 2 {ECO:0 0 0 0 30 5} PF0 4146 .12^YTH^YT521-B-like  d o main^346 -48 7^E:2.4e -35 0 ,517 -1,20 2 0 7,36 1 1 0 1 0 0 ,0 4 -0 ,9 0 1 YTHD2_MOUSE YTH d o main-co ntaining  family p ro te in 2 Ythd f2 Mus musculus (Mo use )

Ace tylatio n; Co mp le te  p ro te o me ; Cyto p lasm; Pho sp ho p ro te in; RNA-b ind ing ;

Re fe re nce  p ro te o me

SRR9 24147_TR29 753_c0 _g 1_i1_le n=18 29 SERB2_ARATH
Q:158 2-

356 ,H:18 -421
79 .8 1%ID E:0 Pho sp ho se rine  amino transfe rase  2, chlo ro p lastic PF0 0 26 6 .16 ^Amino tran_5^Amino transfe rase  class-V^6 5-412^E:1.1e -56 0 ,272 0 ,49 6 0 2,259 0 ,319 1,0 12 0 ,59 3 0 ,6 6 8 0 ,18 2 -0 ,50 8 SERB2_ARATH Pho sp ho se rine  amino transfe rase  2, chlo ro p lastic (AtPSAT2) (EC 2.6 .1.52) PSAT2 At2g 176 30  T19 E12.3 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-se rine  b io synthe sis; L-se rine  fro m 3-p ho sp ho -

D-g lyce rate : ste p  2/3.

Ace tylatio n; Amino -acid  b io synthe sis; Amino transfe rase ; Chlo ro p last; Co mp le te

p ro te o me ; Plastid ; Pyrid o xal p ho sp hate ; Re fe re nce  p ro te o me ; Se rine

b io synthe sis; Transfe rase ; Transit p e p tid e

SRR9 24147_TR30 8 8 5_c0 _g 1_i2_le n=340 0 SKI11_ARATH
Q:149 6 -

28 36 ,H:1-46 7
6 4.74%ID E:0 F-b o x/ke lch-re p e at p ro te in SKIP11

PF0 1344.22^Ke lch_1^Ke lch mo tif^228 -274^E:7.2e -10 `PF13418 .3^Ke lch_4^Galacto se  o xid ase , ce ntral d o main^228 -273^E:1.2e -

0 6 `PF0 1344.22^Ke lch_1^Ke lch mo tif^276 -323^E:1.1e -11`PF139 6 4.3^Ke lch_6 ^Ke lch mo tif^276 -322^E:5.8 e -0 6
0 ,6 6 3 0 ,50 8 0 2,56 4 0 ,19 5 0 ,9 11 0 ,19 5 0 ,9 27 1 0 SKI11_ARATH F-b o x/ke lch-re p e at p ro te in SKIP11 (SKP1-inte racting  p artne r 11) SKIP11 At2g 0 28 70  T17M13.4 Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

Co mp le te  p ro te o me ; Ke lch re p e at; Nucle us; Re fe re nce  p ro te o me ; Re p e at; Ub l

co njug atio n p athway

SRR9 24147_TR3136 8 _c0 _g 1_i1_le n=39 0 0 PLDA1_TOBAC
Q:3737-

1311,H:1-8 0 8
8 5.17%ID E:0 Pho sp ho lip ase  D alp ha 1

PF0 0 16 8 .27^C2^C2 d o main^10 -126 ^E:2.3e -13`PF0 0 6 14.19 ^PLDc^Pho sp ho lip ase  D Active  s ite  mo tif^327-36 5^E:1.4e -

10 `PF130 9 1.3^PLDc_2^PLD-like  d o main^50 6 -6 9 0 ^E:3.4e -0 7`PF0 0 6 14.19 ^PLDc^Pho sp ho lip ase  D Active  s ite  mo tif^6 56 -

6 8 2^E:1.6 e -0 7`PF12357.5^PLD_C^Pho sp ho lip ase  D C te rminal^727-79 9 ^E:5.2e -28

0 ,8 76 0 ,0 56 0 1,139 0 ,9 31 0 ,0 52 0 ,717 -0 ,172 1 -0 ,0 2 PLDA1_TOBAC
Pho sp ho lip ase  D alp ha 1 (PLD alp ha 1) (EC 3.1.4.4) (Cho line  p ho sp hatase  1) (Pho sp hatid ylcho line -

hyd ro lyzing  p ho sp ho lip ase  D 1)
PLD1 Nico tiana tab acum (Co mmo n to b acco ) Calcium; Hyd ro lase ; Lip id  d e g rad atio n; Lip id  me tab o lism; Re p e at

SRR9 24147_TR316 25_c0 _g 1_i1_le n=5143 EDR1_ARATH
Q:138 5-

48 3,H:6 49 -9 30
37.5%ID E:8 e -48 Se rine /thre o nine -p ro te in kinase  EDR1

PF0 0 56 4.21^PB1^PB1 d o main^213-29 6 ^E:4.1e -19 `PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^10 0 1-126 1^E:6 .1e -

49 `PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^10 0 2-126 3^E:7.6 e -6 4
0 ,152 0 ,8 9 4 0 7,6 0 2 0 ,6 8 3 -0 ,255 1 0 ,0 6 3 0 ,0 17 2,18 6 EDR1_ARATH

Se rine /thre o nine -p ro te in kinase  EDR1 (EC 2.7.11.1) (MAPKK kinase  EDR1) (Pro te in ENHANCED

DISEASE RESISTANCE 1) (AtEDR1) (Se rine /thre o nine /tyro sine -p ro te in kinase  10 )
EDR1 STY10  At1g 0 8 720  F22O13.20 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Ab scis ic acid  s ig naling  p athway; Co mp le te  p ro te o me ;

End o p lasmic re ticulum; End o so me ; Ethyle ne  sig naling  p athway; Go lg i

ap p aratus; Kinase ; Nucle o tid e -b ind ing ; Nucle us; Pho sp ho p ro te in; Plant

d e fe nse ; Re fe re nce  p ro te o me ; Se rine /thre o nine -p ro te in kinase ; Transfe rase

SRR9 24147_TR338 37_c0 _g 1_i2_le n=26 6 6 AB1F_ARATH
Q:2353-

6 8 6 ,H:40 -59 5
8 5.6 1%ID E:0 ABC transp o rte r F family me mb e r 1

PF0 0 0 0 5.24^ABC_tran^ABC transp o rte r^10 0 -254^E:2.3e -22`PF128 48 .4^ABC_tran_Xtn^ABC transp o rte r^29 3-36 5^E:2.9 e -

23`PF0 0 0 0 5.24^ABC_tran^ABC transp o rte r^40 9 -540 ^E:1.5e -22`PF1330 4.3^AAA_21^AAA d o main, p utative  Ab iEii to xin, Typ e  IV

TA syste m^474-570 ^E:3.2e -0 6

0 ,6 48 -0 ,229 0 1,6 33 0 ,0 8 2 0 ,8 59 0 ,756 0 ,246 1 0 ,511 AB1F_ARATH
ABC transp o rte r F family me mb e r 1 (ABC transp o rte r ABCF.1) (AtABCF1) (GCN20 -typ e  ATP-b ind ing

casse tte  p ro te in GCN1)
ABCF1 GCN1 At5g 6 0 79 0  MAE1.10 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ;

Re p e at; Transp o rt; Ub l co njug atio n

SRR9 24147_TR356 28 _c2_g 1_i1_le n=16 0 9 MOMT_CATRO
Q:1222-179 ,H:1-

348
8 0 .17%ID E:0 Myrice tin O-me thyltransfe rase

PF0 8 10 0 .8 ^Dime risatio n^Dime risatio n d o main^27-74^E:4.9 e -20 `PF0 0 8 9 1.15^Me thyltransf_2^O-me thyltransfe rase ^116 -

334^E:3.2e -56
0 ,6 11 0 ,353 0 3,238 0 ,56 0 ,6 8 6 1 0 ,20 9 1 -0 ,223 MOMT_CATRO Myrice tin O-me thyltransfe rase  (EC 2.1.1.26 7) (CrOMT2) (Flavo no id  O-me thyltransfe rase )

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

Ace tylatio n; Dire ct p ro te in se q ue ncing ; Me thyltransfe rase ; S-ad e no syl-L-

me thio nine ; Transfe rase

SRR9 24147_TR3776 2_c0 _g 2_i1_le n=1712 PUMP5_ARATH
Q:734-

1324,H:115-311
8 1.22%ID E:7e -120 Mito cho nd rial unco up ling  p ro te in 5

PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r p ro te in^2-9 5^E:2.3e -19 `PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r

p ro te in^10 3-19 3^E:1.7e -19
0 ,732 0 ,79 8 0 ,0 0 1 2,474 0 ,0 44 -0 ,8 6 4 0 ,18 2 -0 ,58 5 0 ,6 37 0 ,211 PUMP5_ARATH Mito cho nd rial unco up ling  p ro te in 5 (AtPUMP5) (Mito cho nd rial d icarb o xylate  carrie r 1)

PUMP5 DIC1 UCP5 At2g 2250 0

F14M13.10
Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Mito cho nd rio n; Mito cho nd rio n inne r

me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Stre ss re sp o nse ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR9 24147_TR38 371_c0 _g 3_i1_le n=6 6 8 U9 1A1_ARATH
Q:6 6 6 -

223,H:313-46 6
51.9 2%ID E:2e -48 UDP-g lyco syltransfe rase  9 1A1 PF0 0 20 1.15^UDPGT^UDP-g luco ro no syl and  UDP-g luco syl transfe rase ^19 -131^E:9 .8 e -14 0 ,0 0 9 6 ,0 52 0 ,0 0 1 3,28 9 0 ,0 43 3,256 0 ,132 2,9 55 0 ,29 9 -1,39 3 U9 1A1_ARATH UDP-g lyco syltransfe rase  9 1A1 (EC 2.4.1.-) UGT9 1A1 At2g 2259 0  T9 I22.3 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; G lyco syltransfe rase ; Re fe re nce  p ro te o me ; Transfe rase

SRR9 24147_TR38 8 26 _c0 _g 1_i1_le n=1249 SDF2_ARATH
Q:9 48 -313,H:1-

215
77.21%ID E:1e -119 Stro mal ce ll-d e rive d  facto r 2-like  p ro te in PF0 28 15.16 ^MIR^MIR d o main^6 6 -19 8 ^E:1.9 e -14 1 -0 ,0 28 0 5,744 1 -1,0 22 1 -1,113 1 0 ,23 SDF2_ARATH Stro mal ce ll-d e rive d  facto r 2-like  p ro te in (AtSDF2) (SDF2-like  p ro te in) SDF2 At2g 25110  F13D4.70 Arab id o p sis thaliana (Mo use -e ar cre ss)

3D-structure ; Co mp le te  p ro te o me ; End o p lasmic re ticulum; G lyco p ro te in; Plant

d e fe nse ; Re fe re nce  p ro te o me ; Re p e at; Sig nal

SRR9 24147_TR38 9 9 3_c0 _g 2_i1_le n=40 9 5 ACA10 _ARATH
Q:36 33-

415,H:10 -10 6 9
72.44%ID E:0 Calcium-transp o rting  ATPase  10 , p lasma me mb rane -typ e

PF12515.5^CaATP_NAI^Ca2+-ATPase  N te rminal auto inhib ito ry d o main^41-8 2^E:7.1e -

16 `PF0 0 6 9 0 .23^Catio n_ATPase _N^Catio n transp o rte r/ATPase , N-te rminus^152-219 ^E:5.7e -12`PF0 0 122.17^E1-E2_ATPase ^E1-

E2 ATPase ^239 -48 5^E:4.4e -44`PF0 0 70 2.23^Hyd ro lase ^halo acid  d e halo g e nase -like  hyd ro lase ^49 1-8 16 ^E:5.3e -

19 `PF13246 .3^Catio n_ATPase ^Catio n transp o rt ATPase  (P-typ e )^554-6 28 ^E:1.4e -14`PF0 0 6 8 9 .18 ^Catio n_ATPase _C^Catio n

transp o rting  ATPase , C-te rminus^8 8 7-10 6 4^E:2e -48

1 -0 ,0 11 0 1,9 36 0 ,6 6 6 0 ,28 0 ,153 0 ,6 8 5 1 -0 ,514 ACA10 _ARATH Calcium-transp o rting  ATPase  10 , p lasma me mb rane -typ e  (EC 3.6 .3.8 ) (Ca(2+)-ATPase  iso fo rm 10 ) ACA10  At4g 29 9 0 0  F27B13.140 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Ace tylatio n; Calc ium; Calc ium transp o rt; Calmo d ulin-b ind ing ;

Co mp le te  p ro te o me ; Hyd ro lase ; Io n transp o rt; Mag ne sium; Me mb rane ; Me tal-

b ind ing ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR9 24148 _TR26 3_c0 _g 3_i1_le n=10 52 PRX2B_ARATH
Q:232-717,H:1-

16 2
8 1.48 %ID E:1e -9 4 Pe ro xire d o xin-2B PF0 8 534.7^Re d o xin^Re d o xin^8 3-236 ^E:2.3e -34`PF0 0 578 .18 ^Ahp C-TSA^Ahp C/TSA family^8 3-19 8 ^E:3.7e -12 0 ,7 -0 ,0 9 2 0 ,0 0 1 0 ,8 0 7 0 ,0 55 0 ,526 0 ,0 8 0 ,48 9 0 ,0 36 -0 ,543 PRX2B_ARATH

Pe ro xire d o xin-2B (EC 1.11.1.15) (Pe ro xire d o xin IIB) (Pe ro xire d o xin TPx1) (Thio re d o xin re d uctase

2B) (Thio re d o xin-d e p e nd e nt p e ro xid ase  1)
PRXIIB TPX1 At1g 6 59 8 0  F12P19 .14 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Antio xid ant; Co mp le te  p ro te o me ; Cyto p lasm; Disulfid e

b o nd ; Oxid o re d uctase ; Pe ro xid ase ; Re d o x-active  ce nte r; Re fe re nce  p ro te o me

PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^1-71^E:9 .9 e -16 `PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^3-74^E:1.5e -

33`PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-like  d o main^14-6 9 ^E:0 .0 0 0 6 8 `PF138 8 1.3^Rad 6 0 -SLD_2^Ub iq uitin-2 l ike  Rad 6 0  SUMO-

like ^14-71^E:0 .16 `PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^77-147^E:9 .9 e -16 `PF0 0 240 .20 ^ub iq uitin^Ub iq uitin

family^79 -150 ^E:1.5e -33`PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-like  d o main^8 8 -145^E:0 .0 0 0 6 1`PF138 8 1.3^Rad 6 0 -SLD_2^Ub iq uitin-
Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Iso p e p tid e  b o nd ;



SRR9 24148 _TR49 11_c1_g 2_i3_le n=140 4 UBQ14_ARATH
Q:20 1-

1115,H:1-30 5
10 0 %ID E:0 Po lyub iq uitin 14

2 like  Rad 6 0  SUMO-like ^8 9 -147^E:0 .15`PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^153-223^E:9 .9 e -

16 `PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^155-226 ^E:1.5e -33`PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-l ike  d o main^16 4-

221^E:0 .0 0 0 6 1`PF138 8 1.3^Rad 6 0 -SLD_2^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^16 5-223^E:0 .15`PF119 76 .5^Rad 6 0 -

SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^229 -29 9 ^E:9 .9 e -16 `PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^231-30 2^E:1.5e -

33`PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-like  d o main^240 -29 7^E:0 .0 0 0 6 1`PF138 8 1.3^Rad 6 0 -SLD_2^Ub iq uitin-2 l ike  Rad 6 0

SUMO-like ^241-29 9 ^E:0 .15

0 ,774 0 ,0 72 0 0 ,9 8 4 0 ,0 0 3 0 ,70 1 0 ,0 8 9 0 ,416 0 ,118 0 ,413 UBQ14_ARATH Po lyub iq uitin 14 [Cle ave d  into : Ub iq uitin] UBQ14 At4g 0 28 9 0  T5J8 .21 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Iso p e p tid e  b o nd ;

Nucle us; Re fe re nce  p ro te o me ; Re p e at; Ub l co njug atio n; Ub l co njug atio n

p athway

SRR9 24148 _TR7529 _c0 _g 1_i4_le n=16 35 MTDH_FRAAN
Q:19 3-

1251,H:4-356
70 .25%ID E:1e -156 Pro b ab le  mannito l d e hyd ro g e nase

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^39 -152^E:1.2e -27`PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing

d e hyd ro g e nase ^19 5-317^E:2e -18
0 ,448 0 ,18 2 0 3,70 7 0 ,8 52 0 ,0 6 4 0 ,122 -0 ,472 0 ,0 12 0 ,6 0 5 MTDH_FRAAN Pro b ab le  mannito l d e hyd ro g e nase  (EC 1.1.1.255) (NAD-d e p e nd e nt mannito l d e hyd ro g e nase ) CAD Frag aria ananassa (Strawb e rry) Me tal-b ind ing ; NAD; Oxid o re d uctase ; Zinc

SRR9 24148 _TR128 0 7_c0 _g 7_i1_le n=9 9 4 NA NA NA NA NA . 0 ,257 0 ,346 0 2,8 51 0 ,0 0 3 1,16 5 0 ,135 0 ,6 2 0 ,552 -0 ,146 . . . . . .

SRR9 24148 _TR13374_c0 _g 2_i3_le n=279 8 TCMO_CATRO
Q:2157-

16 45,H:137-30 7
9 8 .25%ID E:8 e -16 6 Trans-cinnamate  4-mo no o xyg e nase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^34-137^E:5.6 e -24 1 -0 ,144 0 3,9 74 0 ,431 0 ,322 0 ,139 0 ,574 1 0 ,122 TCMO_CATRO

Trans-cinnamate  4-mo no o xyg e nase  (EC 1.14.13.11) (Cinnamic acid  4-hyd ro xylase ) (C4H) (CA4H)

(Cyto chro me  P450  73) (Cyto chro me  P450 C4H)
CYP73A4

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Phe nylp ro p ano id  me tab o lism; trans-4-co umarate  b io synthe sis; trans-4-

co umarate  fro m trans-cinnamate : ste p  1/1.
He me ; Iro n; Me tal-b ind ing ; Mo no o xyg e nase ; NADP; Oxid o re d uctase

SRR9 24148 _TR14715_c0 _g 1_i2_le n=179 1 MOMT_CATRO
Q:130 3-

26 3,H:1-348
73.8 5%ID E:1e -178 Myrice tin O-me thyltransfe rase

PF0 8 10 0 .8 ^Dime risatio n^Dime risatio n d o main^27-74^E:8 .4e -20 `PF0 0 8 9 1.15^Me thyltransf_2^O-me thyltransfe rase ^116 -

333^E:5.1e -56
0 ,431 0 ,40 9 0 2,323 0 ,40 2 1,0 59 0 ,56 0 ,9 9 7 1 -0 ,139 MOMT_CATRO Myrice tin O-me thyltransfe rase  (EC 2.1.1.26 7) (CrOMT2) (Flavo no id  O-me thyltransfe rase )

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

Ace tylatio n; Dire ct p ro te in se q ue ncing ; Me thyltransfe rase ; S-ad e no syl-L-

me thio nine ; Transfe rase

SRR9 24148 _TR150 49 _c0 _g 2_i1_le n=178 9 WTR18 _ARATH
Q:6 9 0 -

16 0 7,H:6 4-36 5
58 .6 %ID E:7e -10 9 WAT1-re late d  p ro te in At3g 28 0 50 PF0 0 8 9 2.17^EamA^EamA-like  transp o rte r family^137-26 0 ^E:5.3e -0 8 0 ,0 27 2,315 0 2,9 41 0 ,0 14 3,38 6 0 ,132 2,734 1 0 ,0 25 WTR18 _ARATH WAT1-re late d  p ro te in At3g 28 0 50 At3g 28 0 50  MMG15.6 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at;

Transme mb rane ; Transme mb rane  he lix

SRR9 24148 _TR150 9 5_c0 _g 1_i2_le n=10 72 NCPR_CATRO
Q:6 6 -

8 6 0 ,H:450 -714
9 9 .6 2%ID E:0

NADPH--cyto chro me  P450  re d uctase

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 3212}

PF0 0 6 6 7.17^FAD_b ind ing _1^FAD b ind ing  d o main^1-6 4^E:4.7e -21`PF0 0 175.18 ^NAD_b ind ing _1^Oxid o re d uctase  NAD-b ind ing

d o main^10 1-211^E:2.2e -17
0 ,111 0 ,8 43 0 1,519 0 ,0 0 1 0 ,9 59 1 0 ,0 22 0 ,0 0 8 -0 ,8 36 NCPR_CATRO NADPH--cyto chro me  P450  re d uctase  (CPR) (P450 R) (EC 1.6 .2.4) CPR

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

End o p lasmic re ticulum; FAD; FMN; Flavo p ro te in; Me mb rane ; NADP;

Oxid o re d uctase

SRR9 24148 _TR15241_c0 _g 1_i1_le n=1429 ARR3_ARATH
Q:10 50 -

514,H:1-175
6 6 .6 7%ID E:9 e -6 7 Two -co mp o ne nt re sp o nse  re g ulato r ARR3 PF0 0 0 72.21^Re sp o nse _re g ^Re sp o nse  re g ulato r re ce ive r d o main^34-154^E:1.6 e -21 0 ,729 0 ,242 0 ,0 0 1 1,6 48 0 ,79 8 -0 ,2 0 ,9 0 4 0 ,121 1 -0 ,20 8 ARR3_ARATH Two -co mp o ne nt re sp o nse  re g ulato r ARR3 ARR3 At1g 59 9 40  F23H11.25 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Cyto kinin s ig naling  p athway; Nucle us; Pho sp ho p ro te in;

Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n; Two -co mp o ne nt

re g ulato ry syste m

SRR9 24148 _TR16 153_c1_g 1_i1_le n=36 22 COB22_ARATH
Q:3333-

56 2,H:1-9 26
8 4.0 2%ID E:0 Co ato me r sub unit b e ta' -2

PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^9 1-127^E:8 e -0 6 `PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^133-

171^E:0 .0 0 0 13`PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^177-215^E:5.6 e -0 6 `PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta

re p e at^220 -256 ^E:6 .6 e -0 9 `PF0 40 53.11^Co ato me r_WDAD^Co ato me r WD asso ciate d  re g io n^319 -76 3^E:7.2e -16 7

1 0 ,0 0 6 0 2,8 8 3 0 -2,6 42 0 -2,9 9 0 ,547 -0 ,414 COB22_ARATH Co ato me r sub unit b e ta' -2 (Be ta' -co at p ro te in 2) (Be ta' -COP 2) At1g 5236 0  F19 K6 .16 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Cyto p lasmic ve sic le ; ER-

Go lg i transp o rt; Go lg i ap p aratus; Me mb rane ; Pro te in transp o rt; Re fe re nce

p ro te o me ; Re p e at; Transp o rt; WD re p e at

SRR9 24148 _TR16 153_c1_g 1_i4_le n=358 7 COB22_ARATH
Q:329 8 -

527,H:1-9 26
8 4.0 2%ID E:0 Co ato me r sub unit b e ta' -2

PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^9 1-127^E:8 e -0 6 `PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^133-

171^E:0 .0 0 0 13`PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^177-215^E:5.6 e -0 6 `PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta

re p e at^220 -256 ^E:6 .6 e -0 9 `PF0 40 53.11^Co ato me r_WDAD^Co ato me r WD asso ciate d  re g io n^319 -76 3^E:7.2e -16 7

0 ,724 -0 ,20 3 0 ,0 0 1 5,56 6 0 -5,8 74 0 -4,50 8 0 ,6 79 -0 ,432 COB22_ARATH Co ato me r sub unit b e ta' -2 (Be ta' -co at p ro te in 2) (Be ta' -COP 2) At1g 5236 0  F19 K6 .16 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Cyto p lasmic ve sic le ; ER-

Go lg i transp o rt; Go lg i ap p aratus; Me mb rane ; Pro te in transp o rt; Re fe re nce

p ro te o me ; Re p e at; Transp o rt; WD re p e at

SRR9 24148 _TR1779 8 _c0 _g 1_i1_le n=20 57 ODPA1_ARATH
Q:20 7-

139 1,H:1-38 9
8 1.27%ID E:0

Pyruvate  d e hyd ro g e nase  E1 co mp o ne nt sub unit alp ha-1,

mito cho nd rial

PF0 0 6 76 .17^E1_d h^De hyd ro g e nase  E1 co mp o ne nt^139 -434^E:4.4e -122`PF0 2775.18 ^TPP_e nzyme _C^Thiamine

p yro p ho sp hate  e nzyme , C-te rminal TPP b ind ing  d o main^225-340 ^E:3.8 e -0 5`PF1329 2.3^DXP_synthase _N^1-d e o xy-D-xylulo se -

5-p ho sp hate  synthase ^237-30 1^E:7.1e -0 5

0 ,79 0 ,15 0 1,9 51 0 ,739 0 ,143 0 ,8 0 2 0 ,117 0 ,317 0 ,534 ODPA1_ARATH Pyruvate  d e hyd ro g e nase  E1 co mp o ne nt sub unit alp ha-1, mito cho nd rial (PDHE1-A) (EC 1.2.4.1) E1 ALPHA At1g 59 9 0 0  F23H11.21 Arab id o p sis thaliana (Mo use -e ar cre ss)
Co mp le te  p ro te o me ; G lyco lysis; Mito cho nd rio n; Oxid o re d uctase ; Pyruvate ;

Re fe re nce  p ro te o me ; Thiamine  p yro p ho sp hate ; Transit p e p tid e

SRR9 24148 _TR19 16 1_c0 _g 1_i2_le n=36 6 5 MACP2_ARATH
Q:6 43-

2346 ,H:15-59 8
6 6 .1%ID E:0 MACPF d o main-co ntaining  p ro te in At4g 2429 0 PF0 18 23.16 ^MACPF^MAC/Pe rfo rin d o main^110 -311^E:2.1e -36 0 ,8 7 0 ,16 3 0 3,9 23 0 ,0 38 1,6 9 8 0 ,0 38 1,6 19 0 ,0 25 3,30 7 MACP2_ARATH MACPF d o main-co ntaining  p ro te in At4g 2429 0 At4g 2429 0  T22A6 .120 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Hyp e rse nsitive  re sp o nse ; Immunity;

Innate  immunity; Plant d e fe nse ; Re fe re nce  p ro te o me

SRR9 24148 _TR20 718 _c0 _g 2_i1_le n=20 35 COBRA_ARATH
Q:178 4-

58 8 ,H:35-435
8 3.29 %ID E:0 Pro te in COBRA PF0 48 33.12^COBRA^COBRA-like  p ro te in^56 -219 ^E:1.1e -73 0 ,0 9 9 0 ,473 0 1,211 0 ,8 47 0 ,0 6 0 ,8 8 1 -0 ,0 6 6 0 ,78 1 -0 ,541 COBRA_ARATH Pro te in COBRA (Ce ll e xp ansio n p ro te in) COB At5g 6 0 9 20  MSL3.40 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; GPI-ancho r; G lyco p ro te in; Lip o p ro te in;

Me mb rane ; Re fe re nce  p ro te o me ; Sig nal

SRR9 24148 _TR21272_c0 _g 1_i2_le n=16 71 UPTG2_SOLTU
Q:138 8 -

348 ,H:2-348
9 3.37%ID E:0 Alp ha-1,4-g lucan-p ro te in synthase  [UDP-fo rming ] 2 PF0 3214.10 ^RGP^Re ve rsib ly g lyco sylate d  p o lyp e p tid e ^13-347^E:4.4e -18 0 0 ,522 0 ,274 0 2,0 0 7 0 ,0 19 1,277 0 ,50 5 0 ,45 1 -0 ,47 UPTG2_SOLTU

Alp ha-1,4-g lucan-p ro te in synthase  [UDP-fo rming ] 2 (EC 2.4.1.-) (Re ve rsib ly g lyco sylate d

p o lyp e p tid e  2) (RGP2) (UDP-g luco se :p ro te in transg luco sylase  2) (UPTG 2)
UPTG2 So lanum tub e ro sum (Po tato )

Ce ll junctio n; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Ce llulo se

b io synthe sis; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; G lyco p ro te in;

G lyco syltransfe rase ; Go lg i ap p aratus; Re fe re nce  p ro te o me ; Se cre te d ;

Transfe rase

SRR9 24148 _TR218 0 6 _c0 _g 1_i1_le n=1148 RNLE_SOLLC
Q:324-

9 8 3,H:11-230
6 3.8 %ID E:8 e -10 1 Extrace llular rib o nucle ase  LE PF0 0 445.15^Rib o nucle ase _T2^Rib o nucle ase  T2 family^28 -20 2^E:1.1e -59 0 ,0 6 6 5,26 7 0 8 ,773 0 ,0 0 9 4 0 ,0 6 6 3,173 1 -0 ,543 RNLE_SOLLC Extrace llular rib o nucle ase  LE (RNase  LE) (EC 3.1.27.1)

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

3D-structure ; Ce ll wall; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ;

Disulfid e  b o nd ; End o nucle ase ; Hyd ro lase ; Nucle ase ; Re fe re nce  p ro te o me ;

Se cre te d ; Sig nal; Stre ss re sp o nse

SRR9 24148 _TR25216 _c0 _g 1_i1_le n=20 0 5 6 GPD3_ARATH
Q:18 29 -

38 4,H:5-48 6
8 9 .42%ID E:0 6 -p ho sp ho g luco nate  d e hyd ro g e nase , d e carb o xylating  3

PF0 3446 .12^NAD_b ind ing _2^NAD b ind ing  d o main o f 6 -p ho sp ho g luco nate  d e hyd ro g e nase ^6 -178 ^E:9 .7e -

47`PF0 0 39 3.16 ^6 PGD^6 -p ho sp ho g luco nate  d e hyd ro g e nase , C-te rminal d o main^18 3-476 ^E:3.1e -126
0 ,771 0 ,0 8 1 0 1,216 0 ,0 52 0 ,56 6 0 ,0 18 0 ,6 79 0 ,511 0 ,26 4 6 GPD3_ARATH 6 -p ho sp ho g luco nate  d e hyd ro g e nase , d e carb o xylating  3 (EC 1.1.1.44) At3g 0 236 0  F11A12.5 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Carb o hyd rate  d e g rad atio n; p e nto se  p ho sp hate  p athway; D-rib ulo se  5-

p ho sp hate  fro m D-g luco se  6 -p ho sp hate  (o xid ative  stag e ): ste p  3/3.

Co mp le te  p ro te o me ; Cyto p lasm; G luco nate  util izatio n; NADP; Oxid o re d uctase ;

Pe nto se  shunt; Re fe re nce  p ro te o me

SRR9 24148 _TR25216 _c0 _g 1_i2_le n=20 0 9 6 GPD3_ARATH
Q:18 29 -

38 4,H:5-48 6
8 9 .42%ID E:0 6 -p ho sp ho g luco nate  d e hyd ro g e nase , d e carb o xylating  3

PF0 3446 .12^NAD_b ind ing _2^NAD b ind ing  d o main o f 6 -p ho sp ho g luco nate  d e hyd ro g e nase ^6 -178 ^E:9 .7e -

47`PF0 0 39 3.16 ^6 PGD^6 -p ho sp ho g luco nate  d e hyd ro g e nase , C-te rminal d o main^18 3-476 ^E:3.1e -126
0 ,76 0 ,59 9 0 5,79 2 0 ,129 3,9 12 0 ,0 34 4,336 0 ,132 -2,56 9 6 GPD3_ARATH 6 -p ho sp ho g luco nate  d e hyd ro g e nase , d e carb o xylating  3 (EC 1.1.1.44) At3g 0 236 0  F11A12.5 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Carb o hyd rate  d e g rad atio n; p e nto se  p ho sp hate  p athway; D-rib ulo se  5-

p ho sp hate  fro m D-g luco se  6 -p ho sp hate  (o xid ative  stag e ): ste p  3/3.

Co mp le te  p ro te o me ; Cyto p lasm; G luco nate  util izatio n; NADP; Oxid o re d uctase ;

Pe nto se  shunt; Re fe re nce  p ro te o me

SRR9 24148 _TR26 351_c1_g 1_i1_le n=2411 HSP7C_PETHY
Q:16 5-

2111,H:1-6 51
9 2.2%ID E:0 He at sho ck co g nate  70  kDa p ro te in PF0 0 0 12.17^HSP70 ^Hsp 70  p ro te in^9 -6 18 ^E:7.6 e -270 `PF0 6 723.10 ^Mre B_Mb l^Mre B/Mb l p ro te in^142-38 0 ^E:4.4e -14 0 ,0 6 5 1,441 0 4,376 0 ,0 0 6 1,0 45 0 ,0 0 3 1,116 0 ,0 0 1 1,9 74 HSP7C_PETHY He at sho ck co g nate  70  kDa p ro te in HSP70 Pe tunia hyb rid a (Pe tunia) ATP-b ind ing ; Nucle o tid e -b ind ing ; Stre ss re sp o nse

SRR9 24148 _TR27417_c0 _g 3_i1_le n=119 4 YKT6 1_ARATH
Q:8 28 -229 ,H:1-

19 9
8 6 .5%ID E:3e -126 VAMP-like  p ro te in YKT6 1

PF13774.3^Lo ng in^Re g ulate d -SNARE-like  d o main^49 -112^E:1.3e -10 `PF0 0 9 57.18 ^Synap to b re vin^Synap to b re vin^138 -

19 5^E:2.5e -15
0 ,211 0 ,78 7 0 1,9 8 6 0 ,26 8 0 ,419 0 ,337 0 ,36 9 0 ,6 79 0 ,38 3 YKT6 1_ARATH VAMP-like  p ro te in YKT6 1 (AtYKT6 1) (Ge ranylg e ranylate d  p ro te in 1) (AtGP1)

YKT6 1 At5g 58 0 6 0  K21L19 .5

K21L19 _40
Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Ce ll me mb rane ; Co ile d  co il; Co mp le te  p ro te o me ;

Lip o p ro te in; Me mb rane ; Me thylatio n; Palmitate ; Pre nylatio n; Pro te in transp o rt;

Re fe re nce  p ro te o me ; Transp o rt

SRR9 24148 _TR27519 _c0 _g 3_i2_le n=10 47 PXG4_ARATH
Q:28 8 -

8 18 ,H:19 -18 9
6 8 .36 %ID E:6 e -8 3 Pro b ab le  p e ro xyg e nase  4 PF0 50 42.10 ^Cale o sin^Cale o sin re late d  p ro te in^23-19 5^E:1.5e -6 6 0 ,8 32 0 ,327 0 3,16 4 0 ,40 2 1,177 0 ,40 2 1,0 9 1 0 ,317 0 ,519 PXG4_ARATH Pro b ab le  p e ro xyg e nase  4 (AtPXG4) (EC 1.11.2.3) (Cale o sin-4) PXG4 CLO4 At1g 70 6 70  F5A18 .15 Arab id o p sis thaliana (Mo use -e ar cre ss)

Calcium; Co mp le te  p ro te o me ; Iro n; Lip id  d ro p le t; Me tal-b ind ing ;

Oxid o re d uctase ; Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR9 24148 _TR28 419 _c0 _g 3_i1_le n=156 9 PIP11_ORYSJ
Q:353-120 7,H:2-

28 9
8 5.42%ID E:1e -178 Aq uap o rin PIP1-1 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^45-274^E:8 .8 e -8 4 0 ,8 8 9 0 ,116 0 9 ,6 6 4 0 ,18 0 ,8 0 1 0 ,0 32 1,16 6 0 ,254 -3,8 0 4 PIP11_ORYSJ

Aq uap o rin PIP1-1 (OsPIP1;1) (Plasma me mb rane  intrinsic p ro te in 1-1) (Plasma me mb rane  intrinsic

p ro te in 1a) (PIP1a) (Wate r channe l p ro te in RWC1) (RWC-1)

PIP1-1 PIP1A RWC1 Os0 2g 0 6 6 6 20 0

LOC_Os0 2g 446 30  OJ148 6 _E0 7.10

OsJ_0 0 759 4 P0 46 1B0 8 .25

Oryza sativa sub sp . jap o nica (Rice )
Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ;

Re p e at; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR9 24148 _TR30 0 0 0 _c0 _g 1_i1_le n=1212 PGR5_ARATH
Q:30 3-6 77,H:1-

133
6 9 .17%ID E:4e -53

Pro te in PROTON GRADIENT REGULATION 5,

chlo ro p lastic
. 0 ,26 8 0 ,39 0 1,16 4 0 ,9 15 0 ,0 27 0 ,57 0 ,129 0 ,6 22 0 ,124 PGR5_ARATH Pro te in PROTON GRADIENT REGULATION 5, chlo ro p lastic PGR5 At2g 0 56 20  T20 G20 .3 Arab id o p sis thaliana (Mo use -e ar cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Ele ctro n transp o rt;

Me mb rane ; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transp o rt

SRR9 24148 _TR30 10 6 _c0 _g 1_i1_le n=18 9 3 NA NA NA NA NA
PF0 5542.8 ^DUF76 0 ^Pro te in o f unkno wn functio n (DUF76 0 )^148 -273^E:9 .7e -23`PF0 5542.8 ^DUF76 0 ^Pro te in o f unkno wn functio n

(DUF76 0 )^337-418 ^E:0 .0 0 0 52
0 ,337 0 ,28 6 0 1,39 7 0 ,1 0 ,449 0 ,0 75 0 ,48 4 0 ,418 0 ,249 . . . . . .

SRR9 24148 _TR30 6 11_c0 _g 1_i1_le n=18 9 8 NA NA NA NA NA . 0 ,0 25 1,172 0 2,0 42 0 ,0 28 1,56 7 0 ,212 1,0 8 4 0 ,377 0 ,59 9 . . . . . .

SRR9 24148 _TR319 6 5_c0 _g 1_i1_le n=2718 EDR2L_ARATH
Q:39 0 -

2510 ,H:6 -712
29 .48 %ID E:4e -9 9 Pro te in ENHANCED DISEASE RESISTANCE 2-like

PF0 18 52.16 ^START^START d o main^251-416 ^E:4e -0 9 `PF0 70 59 .9 ^DUF1336 ^Pro te in o f unkno wn functio n (DUF1336 )^538 -

743^E:8 e -6 9
0 ,438 0 ,36 3 0 2,46 3 0 ,0 21 0 ,9 73 0 ,0 26 0 ,9 29 0 ,419 0 ,43 EDR2L_ARATH Pro te in ENHANCED DISEASE RESISTANCE 2-like EDR2L At5g 4556 0  MFC19 .23 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; End o p lasmic re ticulum; End o so me ;

Me mb rane ; Plant d e fe nse ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix

SRR9 24148 _TR35150 _c0 _g 1_i4_le n=1434 QKIL5_ARATH
Q:257-

1120 ,H:11-29 6
6 0 %ID E:8 e -9 5 KH d o main-co ntaining  p ro te in At1g 0 9 6 6 0 /At1g 0 9 6 70 PF16 544.2^STAR_d ime r^Ho mo d ime risatio n re g io n o f STAR d o main p ro te in^34-6 8 ^E:2.9 e -0 9 0 ,0 38 0 ,9 56 0 ,0 0 1 2,0 9 5 0 ,6 6 3 0 ,46 2 0 ,0 49 1,248 0 ,129 -5,10 6 QKIL5_ARATH KH d o main-co ntaining  p ro te in At1g 0 9 6 6 0 /At1g 0 9 6 70  (Quaking -like  p ro te in 5) At1g 0 9 6 6 0  F21M12.5 F21M12.6 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Nucle us; Pho sp ho p ro te in; RNA-

b ind ing ; Re fe re nce  p ro te o me

SRR9 24148 _TR3550 5_c0 _g 1_i1_le n=30 45 NA NA NA NA NA . 0 ,0 13 0 ,78 4 0 1,26 1 0 ,136 0 ,511 0 ,0 46 0 ,6 78 1 1,755 . . . . . .

SRR9 24148 _TR35571_c0 _g 1_i1_le n=20 9 5 UGDH1_SOYBN
Q:28 6 -

1725,H:1-48 0
9 2.29 %ID E:0 UDP-g luco se  6 -d e hyd ro g e nase  1

PF0 3721.11^UDPG_MGDP_d h_N^UDP-g luco se /GDP-manno se  d e hyd ro g e nase  family, NAD b ind ing  d o main^3-18 4^E:5.3e -

6 6 `PF0 0 9 8 4.16 ^UDPG_MGDP_d h^UDP-g luco se /GDP-manno se  d e hyd ro g e nase  family, ce ntral d o main^210 -30 4^E:6 .8 e -

32`PF0 3720 .12^UDPG_MGDP_d h_C^UDP-g luco se /GDP-manno se  d e hyd ro g e nase  family, UDP b ind ing  d o main^328 -

451^E:1.4e -37

0 ,26 5 0 ,314 0 1,70 4 0 ,26 7 -0 ,30 7 0 ,322 -0 ,277 0 ,0 0 4 -0 ,8 48 UGDH1_SOYBN
UDP-g luco se  6 -d e hyd ro g e nase  1 (UDP-Glc d e hyd ro g e nase  1) (UDP-GlcDH 1) (UDPGDH 1) (EC

1.1.1.22) (Gm-UGD1)
UGD1 Glycine  max (So yb e an) (G lycine  hisp id a)

PATHWAY: Nucle o tid e -sug ar b io synthe sis; UDP-alp ha-D-g lucuro nate  b io synthe sis;

UDP-alp ha-D-g lucuro nate  fro m UDP-alp ha-D-g luco se : ste p  1/1.

Co mp le te  p ro te o me ; NAD; Oxid o re d uctase ; Pho sp ho p ro te in; Re fe re nce

p ro te o me

SRR9 24148 _TR3776 9 _c0 _g 1_i6 _le n=256 2 AGT23_ARATH
Q:228 -

1733,H:20 -48 1
6 9 .72%ID E:0

Alanine --g lyo xylate  amino transfe rase  2 ho mo lo g  3,

mito cho nd rial
PF0 0 20 2.18 ^Amino tran_3^Amino transfe rase  class-III^3-321^E:2.5e -75 0 ,18 9 1,8 26 0 5,6 52 0 ,254 2,9 18 1 1,8 43 0 ,228 1,0 24 AGT23_ARATH

Alanine --g lyo xylate  amino transfe rase  2 ho mo lo g  3, mito cho nd rial (EC 2.6 .1.44) (Be ta-alanine -

p yruvate  amino transfe rase  3)
At3g 0 8 8 6 0  T16 O11.21 Arab id o p sis thaliana (Mo use -e ar cre ss)

Amino transfe rase ; Co mp le te  p ro te o me ; Mito cho nd rio n; Pho to re sp iratio n;

Pyrid o xal p ho sp hate ; Re fe re nce  p ro te o me ; Transfe rase ; Transit p e p tid e

SRR9 24148 _TR3778 8 _c0 _g 1_i3_le n=1429 NDK4_ARATH
Q:110 8 -

40 4,H:1-235
76 .37%ID E:2e -123

Nucle o sid e  d ip ho sp hate  kinase  IV,

chlo ro p lastic/mito cho nd rial
PF0 0 334.16 ^NDK^Nucle o sid e  d ip ho sp hate  kinase ^8 8 -221^E:3.1e -52 0 ,36 4 0 ,272 0 1,475 0 ,144 0 ,41 0 ,213 0 ,347 0 ,449 0 ,225 NDK4_ARATH

Nucle o sid e  d ip ho sp hate  kinase  IV, chlo ro p lastic/mito cho nd rial (NDK IV) (NDP kinase  IV) (NDPK IV)

(EC 2.7.4.6 ) (Nucle o sid e  d ip ho sp hate  kinase  4)
NDK4 At4g 239 0 0  T32A16 .70 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ;

Kinase ; Mag ne sium; Me tal-b ind ing ; Mito cho nd rio n; Nucle o tid e  me tab o lism;

Nucle o tid e -b ind ing ; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transfe rase ;

Transit p e p tid e

SRR9 24148 _TR38 58 5_c0 _g 1_i2_le n=2773 NA NA NA NA NA . 0 ,346 0 ,425 0 1,50 3 0 ,429 0 ,246 0 ,6 27 0 ,16 1 0 ,6 9 2 1,17 . . . . . .

SRR9 24148 _TR39 344_c1_g 1_i1_le n=19 78 CALM_LILLO
Q:20 9 -6 55,H:1-

149
10 0 %ID E:2e -9 6 Calmo d ulin

PF0 0 0 36 .29 ^EF-hand _1^EF hand ^12-40 ^E:2.4e -0 9 `PF1349 9 .3^EF-hand _7^EF-hand  d o main p air^12-73^E:1.9 e -15`PF1340 5.3^EF-

hand _6 ^EF-hand  d o main^12-41^E:1e -0 9 `PF1320 2.3^EF-hand _5^EF hand ^14-37^E:6 .2e -0 5`PF138 33.3^EF-hand _8 ^EF-hand

d o main p air^25-75^E:4.2e -14`PF0 0 0 36 .29 ^EF-hand _1^EF hand ^48 -75^E:1.7e -0 8 `PF1320 2.3^EF-hand _5^EF hand ^49 -

73^E:0 .0 0 0 14`PF1349 9 .3^EF-hand _7^EF-hand  d o main p air^8 3-146 ^E:4.6 e -18 `PF0 0 0 36 .29 ^EF-hand _1^EF hand ^8 5-112^E:2e -

0 9 `PF1340 5.3^EF-hand _6 ^EF-hand  d o main^8 5-114^E:1.9 e -0 8 `PF1276 3.4^EF-hand _4^Cyto ske le tal-re g ulato ry co mp le x EF

hand ^8 5-146 ^E:4.6 e -0 5`PF1320 2.3^EF-hand _5^EF hand ^8 6 -110 ^E:1.4e -0 6 `PF138 33.3^EF-hand _8 ^EF-hand  d o main p air^9 8 -

146 ^E:9 .8 e -15`PF0 0 0 36 .29 ^EF-hand _1^EF hand ^121-148 ^E:3.3e -10 `PF1320 2.3^EF-hand _5^EF hand ^124-146 ^E:5.3e -0 5

0 ,315 -0 ,28 6 0 0 ,9 8 3 0 ,542 0 ,16 4 0 ,221 0 ,315 0 ,541 -0 ,146 CALM_LILLO Calmo d ulin (CaM) Lilium lo ng iflo rum (Trump e t l i ly) Ace tylatio n; Calc ium; Me tal-b ind ing ; Me thylatio n; Re p e at

MsDamaged24h

T ranscript  (CDF9 7 ) Uniprot  homolog
BLAST X

Posit ion

BLAST X

%Ide nt it y

BLAST X

e value
Uniprot  de scr Pf am PValue _Ms6 h logFC_Ms6 h PValue _Ms8h logFC_Ms8h PValue _MsDamage d24 h logFC_MsDamage d24 h PValue _MsInt act 24 h logFC_MsInt act 24 h PValue _Ms1wk logFC_Ms1wk Ent ry.name Prot e in name s Ge ne  name s Organism Pat hway Ke ywords

SRR11446 33_TR4555_c1_g 1_i1_le n=9 6 8 LOR6 _ARATH
Q:8 41-26 3,H:4-

19 1
54.6 4%ID E:4e -6 5 Pro te in LURP-o ne -re late d  6 PF0 4525.9 ^LOR^LURP-o ne -re late d ^15-19 6 ^E:4.2e -44 1 0 ,254 1 -1,0 9 3 0 6 ,715 0 ,129 5,118 1 0 LOR6 _ARATH Pro te in LURP-o ne -re late d  6 At2g 0 59 10  T6 P5.11

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR11446 33_TR5319 _c0 _g 1_i2_le n=149 5 PER12_ARATH
Q:246 -

118 7,H:26 -339
6 3.38 %ID E:3e -147 Pe ro xid ase  12 PF0 0 141.20 ^p e ro xid ase ^Pe ro xid ase ^6 2-30 3^E:9 .4e -70 0 ,0 6 4 0 ,425 0 ,0 0 2 0 ,725 0 2,16 2 0 ,0 0 1 1,29 6 1 -0 ,9 9 1 PER12_ARATH Pe ro xid ase  12 (Atp e ro x P12) (EC 1.11.1.7) (ATP4a) (PRXR6 )

PER12 P12 At1g 716 9 5 F14O23.6

F26 A9 .5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Calcium; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; He me ; Hyd ro g e n p e ro xid e ; Iro n;

Me tal-b ind ing ; Oxid o re d uctase ; Pe ro xid ase ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal; Vacuo le

SRR11446 33_TR18 8 43_c0 _g 1_i1_le n=76 9 RL36 1_ARATH
Q:20 3-48 4,H:8 -

10 1
8 8 .3%ID E:4e -50 6 0 S rib o so mal p ro te in L36 -1 . 0 ,0 24 -0 ,58 3 0 ,39 3 0 ,218 0 1,48 6 0 ,0 0 6 0 ,9 9 5 0 ,39 9 -0 ,275 RL36 1_ARATH 6 0 S rib o so mal p ro te in L36 -1 RPL36 A At2g 376 0 0  F13M22.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR11446 33_TR239 23_c0 _g 1_i2_le n=9 9 1 QCR7_SOLTU
Q:224-59 2,H:1-

123
8 2.9 3%ID E:3e -55 Cyto chro me  b -c1 co mp le x sub unit 7 PF0 2271.13^UCR_14kD^Ub iq uino l-cyto chro me  C re d uctase  co mp le x 14kD sub unit^17-110 ^E:2.1e -26 0 ,472 0 ,6 4 0 ,0 42 1,6 9 9 0 1,475 0 ,0 21 0 ,9 27 1 1,8 79 QCR7_SOLTU

Cyto chro me  b -c1 co mp le x sub unit 7 (CR14) (Co mp le x III sub unit 7) (Co mp le x III sub unit VII)

(Ub iq uino l-cyto chro me  c re d uctase  co mp le x 14 kDa p ro te in)
So lanum tub e ro sum (Po tato )

Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Ele ctro n transp o rt; Me mb rane ; Mito cho nd rio n;

Mito cho nd rio n inne r me mb rane ; Re fe re nce  p ro te o me ; Re sp irato ry chain; Transp o rt

SRR11446 33_TR2418 3_c0 _g 1_i1_le n=119 4 E134_MAIZE
Q:9 8 3-

48 6 ,H:58 -219
37.9 5%ID E:2e -30 End o -1,3 PF0 1738 .15^DLH^Die ne lacto ne  hyd ro lase  family^19 -227^E:1.3e -28 0 ,9 46 0 ,0 45 0 ,319 0 ,377 0 ,0 0 1 1,221 0 ,0 0 1 1,17 1 -0 ,6 14 E134_MAIZE End o -1,3;1,4-b e ta-D-g lucanase  (EC 3.2.1.-) Ze a mays (Maize )

Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; G lyco p ro te in; Hyd ro lase ; Re fe re nce

p ro te o me ; Se cre te d ; Sig nal

SRR11446 33_TR2750 8 _c1_g 2_i1_le n=18 8 1 CASL2_CANSA
Q:373-

16 0 8 ,H:127-540
51.44%ID E:1e -132 Cannab id io lic acid  synthase -like  2

PF0 156 5.20 ^FAD_b ind ing _4^FAD b ind ing  d o main^16 -10 4^E:1.6 e -16 `PF0 8 0 31.9 ^BBE^Be rb e rine  and  b e rb e rine

like ^36 5-423^E:2.2e -21
0 ,78 1 0 ,58 6 0 ,0 6 6 1,721 0 3,745 0 ,29 9 1,772 1 0 ,36 2 CASL2_CANSA Cannab id io lic acid  synthase -like  2 CBDAS3

Cannab is sativa (He mp )

(Marijuana)
Disulfid e  b o nd ; FAD; Flavo p ro te in; G lyco p ro te in; Se cre te d ; Sig nal

SRR11446 34_TR30 33_c0 _g 2_i1_le n=9 75 FB237_ARATH
Q:9 6 3-

48 4,H:223-38 0
9 0 .6 2%ID E:2e -9 5 F-b o x p ro te in At4g 18 38 0 . 1 0 ,147 0 ,70 7 0 ,26 7 0 7,133 0 ,0 0 1 6 ,46 2 0 ,6 43 -0 ,415 FB237_ARATH F-b o x p ro te in At4g 18 38 0 At4g 18 38 0  F28 J12.40

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR11446 34_TR338 5_c0 _g 1_i1_le n=8 75 NA NA NA NA NA PF0 4554.10 ^Exte nsin_2^Exte nsin-like  re g io n^126 -174^E:0 .0 0 0 16 0 ,50 2 2,6 8 7 1 2,8 0 7 0 3,6 46 0 ,0 0 1 3,30 7 1 0 . . . . . .

SRR11446 34_TR10 120 _c0 _g 1_i2_le n=9 50 NA NA NA NA NA PF0 0 58 2.23^Usp ^Unive rsal stre ss p ro te in family^29 -174^E:2.1e -26 1 0 0 ,50 2 3,78 8 0 7,0 9 5 0 ,0 17 5,8 79 0 ,412 -0 ,50 6 . . . . . .

SRR11446 34_TR23319 _c0 _g 1_i1_le n=20 6 2 APA1_ARATH
Q:26 8 -

18 0 6 ,H:1-50 6
75.49 %ID E:0 Asp artic p ro te inase  A1

PF0 0 0 26 .20 ^Asp ^Eukaryo tic asp artyl p ro te ase ^131-554^E:4e -136 `PF14543.3^TAXi_N^Xylanase  inhib ito r N-

te rminal^132-29 0 ^E:3.1e -13`PF0 348 9 .14^Sap B_2^Sap o sin-like  typ e  B, re g io n 2^36 5-39 8 ^E:8 .4e -

13`PF0 518 4.12^Sap B_1^Sap o sin-like  typ e  B, re g io n 1^428 -46 4^E:1.2e -14

0 ,0 54 0 ,58 4 0 ,50 1 0 ,218 0 1,10 7 0 ,0 22 0 ,6 9 6 0 ,0 6 2 0 ,6 0 8 APA1_ARATH Asp artic p ro te inase  A1 (EC 3.4.23.-) APA1 PRA1 At1g 119 10  F12F1.24
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Asp artyl p ro te ase ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ; Pro te ase ;

Re fe re nce  p ro te o me ; Re p e at; Sig nal; Vacuo le ; Zymo g e n

SRR11446 34_TR2716 8 _c0 _g 1_i1_le n=119 6 TPRL3_ERYCB
Q:327-

10 73,H:10 -258
8 0 .32%ID E:1e -138 Tro p ino ne  re d uctase -like  3

PF0 0 10 6 .22^ad h_sho rt^sho rt chain d e hyd ro g e nase ^15-20 3^E:5.1e -42`PF0 8 6 59 .7^KR^KR d o main^18 -18 2^E:7.5e -

0 9 `PF1356 1.3^ad h_sho rt_C2^Eno yl-(Acyl carrie r p ro te in) re d uctase ^24-253^E:6 .1e -59
0 ,8 34 0 ,0 9 8 0 ,0 0 1 1,0 42 0 1,40 9 0 ,0 0 2 1,16 5 0 ,423 -0 ,373 TPRL3_ERYCB Tro p ino ne  re d uctase -like  3 (EC 1.1.1.-) Erythro xylum co ca (Co ca p lant) Oxid o re d uctase

SRR11446 34_TR38 172_c0 _g 2_i1_le n=130 7 PUP3_ARATH
Q:111-

10 52,H:15-331
44.48 %ID E:5e -6 2 Purine  p e rme ase  3

PF16 9 13.2^PUNUT^Purine  nucle o b ase  transme mb rane  transp o rt^14-333^E:4.8 e -9 1`PF0 0 8 9 2.17^EamA^EamA-like

transp o rte r family^6 9 -156 ^E:2.4e -0 7
0 ,0 22 0 ,78 7 0 ,0 43 0 ,6 8 7 0 1,39 3 0 ,0 39 0 ,6 8 8 1 0 ,9 71 PUP3_ARATH Purine  p e rme ase  3 (AtPUP3) PUP3 At1g 28 220  F3H9 .12

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR122236 _TR13132_c1_g 1_i1_le n=18 18 COMT1_CATRO
Q:1222-

19 7,H:19 -36 0
10 0 %ID E:0 Caffe ic acid  3-O-me thyltransfe rase

PF0 8 10 0 .8 ^Dime risatio n^Dime risatio n d o main^40 -9 1^E:1e -22`PF0 0 8 9 1.15^Me thyltransf_2^O-me thyltransfe rase ^135-

351^E:8 .2e -9 0
1 0 0 ,0 0 2 6 ,36 5 0 7,38 2 0 ,0 0 1 6 ,479 1 0 COMT1_CATRO

Caffe ic acid  3-O-me thyltransfe rase  (CAOMT) (COMT) (EC 2.1.1.6 8 ) (S-ad e no sysl-L-

me thio nine :caffe ic acid  3-O-me thyltransfe rase )
COMT1

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Aro matic co mp o und  me tab o lism; p he nylp ro p ano id  b io synthe sis. Lig nin b io synthe sis; Me thyltransfe rase ; S-ad e no syl-L-me thio nine ; Transfe rase

SRR122236 _TR2348 5_c0 _g 2_i1_le n=118 4 PIP23_ARATH
Q:10 9 6 -

254,H:1-28 1
8 2.21%ID E:2e -16 8 Aq uap o rin PIP2-3 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^58 -29 3^E:2.3e -8 4 0 ,0 6 6 5,224 0 ,155 1,10 2 0 2,0 25 0 ,0 0 1 1,6 9 7 1 0 PIP23_ARATH

Aq uap o rin PIP2-3 (Plasma me mb rane  intrinsic p ro te in 2-3) (AtPIP2;3) (Plasma me mb rane  intrinsic

p ro te in 2c) (PIP2c) (RD28 -PIP) (TMP2C) (Wate r stre ss-ind uce d  to no p last intrinsic p ro te in) (WSI-

TIP) [Cle ave d  into : Aq uap o rin PIP2-3, N-te rminally p ro ce sse d ]

PIP2-3 PIP2C RD28  At2g 3718 0  T2N18 .6
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Pho sp ho p ro te in; Re fe re nce

p ro te o me ; Re p e at; Stre ss re sp o nse ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR122236 _TR256 6 6 _c0 _g 2_i1_le n=1473 PTR8 _ARATH
Q:146 9 -

20 7,H:174-58 5
55.11%ID E:1e -16 2 Pro te in NRT1/ PTR FAMILY 2.9 PF0 0 8 54.18 ^PTR2^POT family^5-354^E:2.3e -6 6 0 ,50 2 2,8 71 0 ,0 0 1 6 ,50 7 0 5,0 55 0 ,0 25 3,0 46 1 1,42 PTR8 _ARATH Pro te in NRT1/ PTR FAMILY 2.9  (AtNPF2.9 ) (Nitrate  transp o rte r 1.9 ) NPF2.9  NRT1.9  At1g 18 8 8 0  F6 A14.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR122237_TR2245_c0 _g 1_i2_le n=6 6 6 OEP16 _PEA
Q:572-135,H:1-

146
76 .71%ID E:8 e -6 1 Oute r e nve lo p e  p o re  p ro te in 16 , chlo ro p lastic PF0 246 6 .16 ^Tim17^Tim17/Tim22/Tim23/Pmp 24 family^59 -133^E:8 .7e -11 0 ,253 0 ,328 0 ,0 9 3 -0 ,476 0 ,0 0 1 0 ,9 54 0 ,0 18 0 ,6 9 7 0 ,139 -0 ,412 OEP16 _PEA

Oute r e nve lo p e  p o re  p ro te in 16 , chlo ro p lastic (Chlo ro p lastic o ute r e nve lo p e  p o re  p ro te in o f 16

kDa)
OEP16 Pisum sativum (Gard e n p e a)

Chlo ro p last; Io n transp o rt; Me mb rane ; Plastid ; Plastid  o ute r me mb rane ; Po rin; Transme mb rane ;

Transme mb rane  b e ta strand ; Transme mb rane  he lix; Transp o rt

SRR122237_TR2718 6 _c0 _g 2_i1_le n=10 6 6 NA NA NA NA NA . 1 0 ,0 4 0 ,26 5 -0 ,38 8 0 1,8 53 0 ,1 0 ,9 47 0 ,0 0 3 -0 ,9 53 . . . . . .

SRR122238 _TR1242_c0 _g 1_i2_le n=8 45 NA NA NA NA NA PF120 23.5^DUF3511^Do main o f unkno wn functio n (DUF3511)^6 6 -10 9 ^E:3.7e -23 0 ,79 3 0 ,18 5 0 ,76 3 0 ,24 0 1,751 0 ,0 19 1,19 7 0 ,729 0 ,34 . . . . . .

SRR122238 _TR320 8 _c0 _g 1_i2_le n=8 8 4 NA NA NA NA NA PF0 56 78 .11^VQ^VQ mo tif^78 -10 4^E:2.1e -12 0 ,524 0 ,6 44 0 ,226 0 ,735 0 6 ,78 5 0 ,0 17 5,8 71 1 0 ,577 . . . . . .

SRR122238 _TR50 46 _c0 _g 1_i2_le n=10 73 UEV1C_ARATH
Q:20 9 -

6 10 ,H:12-145
9 2.54%ID E:6 e -8 4 Ub iq uitin-co njug ating  e nzyme  E2 variant 1C PF0 0 179 .23^UQ_co n^Ub iq uitin-co njug ating  e nzyme ^43-136 ^E:2.6 e -14 0 ,9 3 0 ,0 29 0 ,30 1 0 ,26 3 0 1,126 0 ,0 14 0 ,8 1 0 ,9 17 -0 ,0 38 UEV1C_ARATH

Ub iq uitin-co njug ating  e nzyme  E2 variant 1C (Ub c e nzyme  variant 1C) (Pro te in MMS ZWEI

HOMOLOG 3)
UEV1C MMZ3 At2g 36 0 6 0  F11F19 .3

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR122238 _TR5736 _c0 _g 1_i1_le n=56 9 SBP3_ARATH
Q:521-225,H:1-

9 9
73.74%ID E:1e -47 Pro b ab le  ste ro id -b ind ing  p ro te in 3 PF0 0 173.25^Cyt-b 5^Cyto chro me  b 5-like  He me /Ste ro id  b ind ing  d o main^20 -10 1^E:6 .2e -15 0 ,528 0 ,28 8 0 ,474 -0 ,29 8 0 1,6 16 0 ,0 0 3 1,16 7 0 -2,714 SBP3_ARATH

Pro b ab le  ste ro id -b ind ing  p ro te in 3 (AtMP3) (Me mb rane -asso ciate d  p ro g e ste ro ne -b ind ing

p ro te in 2) (AtMAPR2)
MP3 MAPR2 At2g 249 40  F27C12.14

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Ace tylatio n; Co mp le te  p ro te o me ; Lip id -b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Ste ro id -b ind ing

SRR122238 _TR6 557_c0 _g 1_i2_le n=1217 FK20 1_ARATH
Q:10 27-59 3,H:1-

145
8 0 .6 9 %ID E:6 e -79 Pe p tid yl-p ro lyl c is-trans iso me rase  FKBP20 -1 PF0 0 254.25^FKBP_C^FKBP-typ e  p e p tid yl-p ro lyl c is-trans iso me rase ^9 7-18 1^E:3e -26 1 -0 ,0 15 0 ,9 31 0 ,0 56 0 ,0 0 1 1,311 0 ,0 0 4 1,128 1 -0 ,0 55 FK20 1_ARATH

Pe p tid yl-p ro lyl c is-trans iso me rase  FKBP20 -1 (PPIase  FKBP20 -1) (EC 5.2.1.8 ) (FK50 6 -b ind ing

p ro te in 20 -1) (AtFKBP20 -1) (Immuno p hilin FKBP20 -1) (Ro tamase )

FKBP20 -1 FKBP20  At3g 55520

T22E16 .18 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Ace tylatio n; Co mp le te  p ro te o me ; Iso me rase ; Re fe re nce  p ro te o me ; Ro tamase

SRR122238 _TR8 779 _c1_g 1_i1_le n=6 9 7 NA NA NA NA NA . 1 0 1 2,147 0 ,0 0 1 5,59 5 1 1,8 18 1 0 . . . . . .

SRR122238 _TR16 8 9 8 _c0 _g 1_i8 _le n=517 NA NA NA NA NA . 0 ,0 15 0 ,6 53 0 ,46 1 -0 ,215 0 0 ,9 14 0 ,48 7 -0 ,20 8 0 -0 ,9 8 5 . . . . . .

SRR122238 _TR1746 8 _c0 _g 1_i2_le n=723 UBQ11_ARATH
Q:1-435,H:8 5-

229
9 8 .6 2%ID E:6 e -9 6 Po lyub iq uitin 11

PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^2-6 6 ^E:2.1e -29 `PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^2-

6 3^E:2.8 e -12`PF138 8 1.3^Rad 6 0 -SLD_2^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^4-

6 3^E:0 .0 39 `PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-l ike  d o main^7-6 1^E:0 .0 0 0 2`PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike

Rad 6 0  SUMO-like ^6 9 -139 ^E:2.1e -16 `PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^71-142^E:3.1e -34`PF138 8 1.3^Rad 6 0 -

SLD_2^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^78 -139 ^E:0 .0 36 `PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-like  d o main^8 0 -

137^E:0 .0 0 0 14

0 ,474 0 ,153 0 ,36 9 0 ,19 0 0 ,9 9 0 ,0 22 0 ,48 9 0 ,0 9 7 -0 ,354 UBQ11_ARATH Po lyub iq uitin 11 [Cle ave d  into : Ub iq uitin] UBQ11 At4g 0 50 50  C17L7.6  T32N4.13
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Iso p e p tid e  b o nd ; Nucle us; Re fe re nce

p ro te o me ; Re p e at; Ub l co njug atio n; Ub l co njug atio n p athway

SRR122238 _TR18 0 52_c0 _g 1_i2_le n=6 55 NLTP_VIGUN
Q:49 5-253,H:20 -

9 9
57.32%ID E:4e -23 Pro b ab le  no n-sp e cific  l ip id -transfe r p ro te in AKCS9 . 0 ,0 0 5 0 ,6 8 5 0 -1,142 0 ,0 0 1 0 ,8 3 0 ,0 0 1 -0 ,9 0 2 0 ,0 0 3 0 ,719 NLTP_VIGUN Pro b ab le  no n-sp e cific  l ip id -transfe r p ro te in AKCS9  (LTP) Vig na ung uiculata (Co wp e a) Disulfid e  b o nd ; Lip id -b ind ing ; Sig nal; Transp o rt

SRR122238 _TR18 135_c1_g 1_i4_le n=532 NA NA NA NA NA . 0 ,40 3 -0 ,347 0 ,0 0 4 -0 ,9 0 3 0 7,49 6 0 ,0 0 1 6 ,429 0 -8 ,324 . . . . . .

SRR122238 _TR19 349 _c0 _g 1_i1_le n=6 9 8 RS212_ARATH
Q:218 -46 0 ,H:1-

8 1
8 8 .8 9 %ID E:2e -47 40 S rib o so mal p ro te in S21-2 . 0 ,0 9 4 -0 ,49 7 0 ,3 0 ,28 3 0 1,45 0 ,0 0 7 1,0 6 0 ,334 -0 ,278 RS212_ARATH 40 S rib o so mal p ro te in S21-2 RPS21C At5g 2770 0  T1G16 .30

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Ace tylatio n; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122238 _TR20 450 _c1_g 1_i1_le n=1321 PIP1_SOLLC
Q:116 5-317,H:1-

28 3
8 7.28 %ID E:0 Pro b ab le  aq uap o rin PIP-typ e  p TOM75 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^45-274^E:8 .9 e -8 5 0 ,35 0 ,36 8 0 ,0 15 0 ,9 5 0 1,476 0 ,0 0 7 0 ,8 4 0 ,0 43 -2,743 PIP1_SOLLC Pro b ab le  aq uap o rin PIP-typ e  p TOM75 (Rip e ning -asso ciate d  me mb rane  p ro te in) (RAMP)

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Stre ss

re sp o nse ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR122238 _TR220 58 _c0 _g 1_i4_le n=6 8 5 NDUB2_ARATH
Q:6 0 5-

46 5,H:11-57
8 2.9 8 %ID E:6 e -22

NADH d e hyd ro g e nase  [ub iq uino ne ] 1 b e ta

sub co mp le x sub unit 2
. 0 ,325 0 ,28 6 1 -0 ,0 22 0 1,0 0 7 0 ,0 6 1 0 ,56 6 0 ,8 6 0 ,19 NDUB2_ARATH NADH d e hyd ro g e nase  [ub iq uino ne ] 1 b e ta sub co mp le x sub unit 2 At1g 76 20 0  T23E18 .30

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Ele ctro n transp o rt; Me mb rane ; Mito cho nd rio n; Mito cho nd rio n inne r

me mb rane ; Re fe re nce  p ro te o me ; Re sp irato ry chain; Transp o rt

SRR122238 _TR22754_c3_g 1_i4_le n=79 3 KIRO_ACTDE
Q:37-48 6 ,H:1-

150
6 5.33%ID E:6 e -6 3 Kiro la {ECO:0 0 0 0 30 3|Pub Me d :2130 9 79 0 } PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^14-16 1^E:5.3e -45 0 ,519 0 ,154 0 ,6 0 7 -0 ,137 0 1,36 9 0 ,0 26 0 ,58 3 0 ,16 3 0 ,332 KIRO_ACTDE Kiro la (alle rg e n Act d  11) Actinid ia d e lic io sa (Kiwi) 3D-structure ; Ace tylatio n; Alle rg e n; Dire ct p ro te in se q ue ncing ; Po lymo rp hism

SRR122238 _TR228 0 1_c0 _g 1_i2_le n=9 14 ML423_ARATH
Q:718 -278 ,H:8 -

152
37.41%ID E:3e -27 MLP-like  p ro te in 423 PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^3-153^E:3.8 e -31 0 ,13 0 ,6 52 0 ,0 39 1,0 3 0 3,20 8 0 ,0 42 1,9 36 1 -0 ,0 4 ML423_ARATH MLP-like  p ro te in 423

MLP423 At1g 240 20  T23E23.17

T23E23_22

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR122238 _TR228 0 1_c0 _g 1_i3_le n=773 ML423_ARATH
Q:6 10 -170 ,H:8 -

152
37.41%ID E:2e -27 MLP-like  p ro te in 423 PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^3-153^E:3.8 e -31 0 ,9 25 -0 ,0 55 0 ,153 0 ,776 0 1,9 8 7 0 ,70 7 0 ,426 0 ,0 0 4 1,17 ML423_ARATH MLP-like  p ro te in 423

MLP423 At1g 240 20  T23E23.17

T23E23_22

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR122238 _TR23534_c0 _g 1_i4_le n=9 51 ASPRX_ORYSJ
Q:1-6 9 0 ,H:28 0 -

49 6
59 .13%ID E:6 e -9 4 Asp artic p ro te inase

PF0 0 0 26 .20 ^Asp ^Eukaryo tic asp artyl p ro te ase ^1-229 ^E:2e -30 `PF0 348 9 .14^Sap B_2^Sap o sin-like  typ e  B, re g io n 2^41-

73^E:4.2e -13`PF0 518 4.12^Sap B_1^Sap o sin-like  typ e  B, re g io n 1^10 3-139 ^E:7.7e -13
0 ,0 24 0 ,79 9 0 ,0 11 -0 ,728 0 2,241 0 ,129 0 ,8 9 8 0 ,46 4 0 ,20 8 ASPRX_ORYSJ Asp artic p ro te inase  (EC 3.4.23.-)

RAP Os0 5g 0 13740 0  LOC_Os0 5g 0 46 30

OJ1127_B0 8 .13

Oryza sativa sub sp . jap o nica

(Rice )

Asp artyl p ro te ase ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ; Pro te ase ;

Re fe re nce  p ro te o me ; Sig nal; Vacuo le ; Zymo g e n

SRR122238 _TR270 31_c0 _g 2_i2_le n=78 6 YLS8 _ARATH
Q:155-58 0 ,H:1-

142
9 7.18 %ID E:9 e -10 1 Thio re d o xin-like  p ro te in YLS8 PF0 29 6 6 .13^DIM1^Mito sis p ro te in DIM1^41-173^E:8 .4e -6 7`PF0 0 0 8 5.17^Thio re d o xin^Thio re d o xin^54-138 ^E:6 e -0 6 0 ,528 -0 ,19 1 0 ,156 0 ,411 0 1,143 0 ,0 0 6 0 ,8 6 1 0 ,56 6 -0 ,16 7 YLS8 _ARATH Thio re d o xin-like  p ro te in YLS8  (Pro te in YELLOW-LEAF-SPECIFIC GENE 8 ) YLS8  At5g 0 8 29 0  F8 L15.20

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR122238 _TR348 9 4_c0 _g 1_i1_le n=50 5 NA NA NA NA NA . 0 ,50 2 4,211 1 1,0 8 9 0 9 ,0 0 1 0 ,129 5,0 44 0 ,50 2 2,0 54 . . . . . .

SRR122238 _TR40 8 0 0 _c0 _g 1_i4_le n=8 6 7 NA NA NA NA NA . 0 ,0 44 0 ,9 78 1 0 ,0 75 0 2,11 0 ,0 39 1,0 36 0 ,29 8 0 ,59 3 . . . . . .

SRR122238 _TR43175_c3_g 3_i1_le n=146 8 MTDH_PETCR
Q:1226 -

249 ,H:10 -335
6 5.9 5%ID E:4e -128 Mannito l d e hyd ro g e nase

PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing  d e hyd ro g e nase ^6 9 -19 2^E:2.8 e -19 `PF136 0 2.3^ADH_zinc_N_2^Zinc-b ind ing

d e hyd ro g e nase ^10 2-221^E:1.1e -0 7
0 ,49 6 0 ,272 0 ,0 1 0 ,78 8 0 1,59 0 ,0 2 1,125 0 ,732 -0 ,79 2 MTDH_PETCR Mannito l d e hyd ro g e nase  (EC 1.1.1.255) (NAD-d e p e nd e nt mannito l d e hyd ro g e nase ) (Frag me nt) ELI3

Pe tro se linum crisp um (Parsle y)

(Pe tro se linum ho rte nse )
Me tal-b ind ing ; NAD; Oxid o re d uctase ; Zinc

SRR122238 _TR43543_c0 _g 1_i6 _le n=8 6 1 PABN2_ARATH
Q:129 -

59 9 ,H:6 4-219
8 6 .6 2%ID E:2e -8 2

Po lyad e nylate -b ind ing  p ro te in 2

{ECO:0 0 0 0 30 3|Pub Me d :18 479 511}

PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^50 -118 ^E:1.5e -

17`PF138 9 3.3^RRM_5^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^6 3-121^E:0 .0 19
0 ,377 -0 ,576 0 ,243 -0 ,56 6 0 2,6 9 2 0 ,0 6 5 1,321 0 ,46 8 -0 ,219 PABN2_ARATH

Po lyad e nylate -b ind ing  p ro te in 2 (AtPab N2) (AtPab N3) (Po ly(A)-b ind ing  p ro te in 2) (Nucle ar

p o ly(A)-b ind ing  p ro te in 2) (Po ly(A)-b ind ing  p ro te in II) (PABII)
PABN2 At5g 6 526 0  MQN23.20

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co ile d  co il; Co mp le te  p ro te o me ; Cyto p lasm; Nucle us; RNA-b ind ing ; Re fe re nce  p ro te o me

SRR122238 _TR516 55_c0 _g 1_i1_le n=9 0 2 NA NA NA NA NA
PF1436 8 .3^LTP_2^Pro b ab le  lip id  transfe r^40 -135^E:2e -18 `PF0 0 234.19 ^Tryp _alp ha_amyl^Pro te ase  inhib ito r/se e d

sto rag e /LTP family^59 -135^E:0 .0 0 0 18
1 2,411 1 2,9 22 0 6 ,443 0 ,254 3,52 1 1,76 9 . . . . . .

SRR122238 _TR526 20 _c0 _g 3_i1_le n=9 26 HSP21_SOLPE
Q:19 0 -6 6 0 ,H:1-

155
8 4.8 1%ID E:4e -6 9 17.3 kDa class II he at sho ck p ro te in PF0 0 0 11.18 ^HSP20 ^Hsp 20 /alp ha crystall in family^51-154^E:1.8 e -30 1 1,259 0 ,0 44 2,135 0 1,7 0 ,0 8 6 0 ,9 6 3 1 -1,9 8 9 HSP21_SOLPE 17.3 kDa class II he at sho ck p ro te in (Hsp 17.3) (Hsp 20 .2)

So lanum p e ruvianum (Pe ruvian

to mato ) (Lyco p e rsico n

p e ruvianum)

Cyto p lasm; Stre ss re sp o nse

SRR122238 _TR58 412_c1_g 1_i2_le n=9 6 2 NA NA NA NA NA PF0 5340 .9 ^DUF740 ^Pro te in o f unkno wn functio n (DUF740 )^8 -9 6 ^E:1.4e -0 6 1 0 ,477 0 ,0 0 5 4,34 0 ,0 0 1 4,527 0 ,254 2,432 1 1,6 32 . . . . . .

SRR122238 _TR58 48 0 _c0 _g 1_i1_le n=10 72 TIP13_ARATH
Q:121-8 76 ,H:1-

252
78 .9 7%ID E:2e -122 Aq uap o rin TIP1-3 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^14-234^E:4.2e -74 0 ,46 1 1,233 0 ,0 0 1 4,223 0 3,59 6 0 ,239 1,26 4 0 ,56 0 ,9 35 TIP13_ARATH

Aq uap o rin TIP1-3 (Gamma-to no p last intrinsic p ro te in 3) (Gamma-TIP3) (To no p last intrinsic

p ro te in 1-3) (AtTIP1;3) [Cle ave d  into : Aq uap o rin TIP1-3, N-te rminally p ro ce sse d ]
TIP1-3 At4g 0 1470  F11O4.1

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Stre ss re sp o nse ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt; Vacuo le

SRR122238 _TR6 2477_c0 _g 2_i1_le n=9 25 MYB4_ORYSJ
Q:76 -39 9 ,H:1-

10 8
6 9 .44%ID E:2e -49 Myb -re late d  p ro te in Myb 4

PF0 0 249 .28 ^Myb _DNA-b ind ing ^Myb -like  DNA-b ind ing  d o main^14-6 1^E:4.9 e -14`PF139 21.3^Myb _DNA-b ind _6 ^Myb -like

DNA-b ind ing  d o main^17-76 ^E:2.5e -12`PF0 0 249 .28 ^Myb _DNA-b ind ing ^Myb -like  DNA-b ind ing  d o main^6 7-110 ^E:4.1e -

16 `PF139 21.3^Myb _DNA-b ind _6 ^Myb -like  DNA-b ind ing  d o main^71-120 ^E:2.5e -0 9

1 0 ,9 7 0 ,0 6 6 5,48 0 ,0 0 1 6 ,6 53 0 ,0 0 9 6 ,10 4 1 -1,0 44 MYB4_ORYSJ Myb -re late d  p ro te in Myb 4 (OsMyb 4) (Transcrip tio n facto r RLTR1)
MYB4 LTR1 Os0 4g 0 51710 0

LOC_Os0 4g 436 8 0  OSJNBa0 0 73E0 2.6

Oryza sativa sub sp . jap o nica

(Rice )

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Re p e at; Stre ss re sp o nse ;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR122238 _TR6 30 9 1_c0 _g 1_i1_le n=6 49 VAS_ARATH
Q:570 -235,H:7-

117
41.9 6 %ID E:4e -26 Lip id  transfe r-l ike  p ro te in VAS

PF1436 8 .3^LTP_2^Pro b ab le  lip id  transfe r^32-127^E:1.8 e -15`PF0 0 234.19 ^Tryp _alp ha_amyl^Pro te ase  inhib ito r/se e d

sto rag e /LTP family^49 -124^E:9 .4e -0 7
1 2,79 4 1 0 0 5,517 1 2,40 5 1 0 VAS_ARATH Lip id  transfe r-l ike  p ro te in VAS VAS At5g 139 0 0  MAC12.14

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Lip id -b ind ing ; Re fe re nce  p ro te o me ; Sig nal; Transp o rt

SRR122238 _TR6 79 49 _c0 _g 1_i1_le n=70 3 NA NA NA NA NA PF0 6 522.8 ^B12D^NADH-ub iq uino ne  re d uctase  co mp le x 1 MLRQ sub unit^6 3-130 ^E:1.6 e -24 0 ,427 0 ,18 6 0 ,2 0 ,30 4 0 ,0 0 1 0 ,76 7 0 ,0 0 3 0 ,6 8 1 0 ,576 0 ,155 . . . . . .

SRR122238 _TR6 9 0 76 _c0 _g 1_i5_le n=8 33 NA NA NA NA NA
PF1436 8 .3^LTP_2^Pro b ab le  lip id  transfe r^23-10 4^E:9 e -17`PF0 0 234.19 ^Tryp _alp ha_amyl^Pro te ase  inhib ito r/se e d

sto rag e /LTP family^27-10 4^E:4.3e -10
1 0 0 ,0 17 5,8 29 0 9 ,30 9 0 ,0 17 5,745 0 ,8 6 5 -0 ,153 . . . . . .

SRR122238 _TR74472_c0 _g 1_i8 _le n=9 8 4 NA NA NA NA NA PF0 30 6 1.19 ^4HBT^Thio e ste rase  sup e rfamily^8 7-157^E:1.3e -10 0 ,79 8 0 ,36 4 0 ,0 76 1,521 0 3,8 0 ,0 76 2,419 1 -0 ,444 . . . . . .

SRR122238 _TR746 22_c0 _g 1_i12_le n=18 53 WSD1_ARATH
Q:16 42-29 3,H:7-

46 8
30 .11%ID E:7e -57 O-acyltransfe rase  WSD1

PF0 30 0 7.13^WES_acyltransf^Wax e ste r synthase -like  Acyl-Co A acyltransfe rase  d o main^10 5-16 2^E:2.8 e -

0 5`PF0 6 9 74.10 ^DUF129 8 ^Pro te in o f unkno wn functio n (DUF129 8 )^30 5-450 ^E:4e -40
0 ,6 9 2 1,0 49 0 ,0 6 6 1,9 57 0 2,278 0 ,0 0 3 1,9 9 8 1 0 ,6 46 WSD1_ARATH

O-acyltransfe rase  WSD1 (Diacylg lyce ro l O-acyltransfe rase ) (DGAT) (EC 2.3.1.20 ) (Lo ng -chain-

alco ho l O-fatty-acyltransfe rase ) (EC 2.3.1.75) (Wax synthase ) (WS)
WSD1 At5g 3730 0  MNJ8 .9

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: G lyce ro lip id  me tab o lism; triacylg lyce ro l b io synthe sis.

Acyltransfe rase ; Co mp le te  p ro te o me ; End o p lasmic re ticulum; Me mb rane ; Re fe re nce

p ro te o me ; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR770 8 8 _c0 _g 1_i1_le n=727 H2B_GOSHI
Q:225-533,H:45-

147
9 6 .12%ID E:9 e -59 Histo ne  H2B

PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^9 -124^E:7.3e -23`PF0 0 8 0 8 .20 ^CBFD_NFYB_HMF^Histo ne -like

transcrip tio n facto r (CBF/NF-Y) and  archae al histo ne ^6 6 -122^E:4.4e -0 5
0 ,0 0 2 -0 ,732 0 ,347 -0 ,236 0 0 ,9 8 8 0 ,0 0 6 0 ,75 0 ,0 34 -0 ,459 H2B_GOSHI Histo ne  H2B HIS2B

Go ssyp ium hirsutum (Up land

co tto n) (Go ssyp ium me xicanum)

Ace tylatio n; Chro mo so me ; DNA-b ind ing ; Iso p e p tid e  b o nd ; Nucle o so me  co re ; Nucle us; Ub l

co njug atio n

SRR122238 _TR77575_c2_g 1_i1_le n=6 27 NA NA NA NA NA . 0 ,0 39 0 ,78 1 0 ,0 0 8 1,441 0 2,8 0 1 0 ,0 0 6 1,9 38 0 ,255 0 ,6 8 6 . . . . . .

SRR122238 _TR78 79 2_c0 _g 1_i1_le n=8 9 0 SCE1_ARATH
Q:8 0 2-323,H:1-

16 0
8 4.38 %ID E:1e -8 3 SUMO-co njug ating  e nzyme  SCE1 PF0 0 179 .23^UQ_co n^Ub iq uitin-co njug ating  e nzyme ^9 -151^E:4.9 e -44 0 ,76 9 -0 ,118 0 ,0 0 7 0 ,8 36 0 1,175 0 ,0 0 2 1,0 39 0 ,6 9 2 0 ,9 24 SCE1_ARATH

SUMO-co njug ating  e nzyme  SCE1 (EC 6 .3.2.-) (Pro te in EMBRYO DEFECTIVE 16 37) (Pro te in hus5

ho mo lo g ) (SUMO-co njug ating  e nzyme  1) (AtSCE1)

SCE1 AHUS5 EMB16 37 At3g 578 70

T10 K17.8 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Pro te in mo d ificatio n; p ro te in sumo ylatio n.

ATP-b ind ing ; Ace tylatio n; Co mp le te  p ro te o me ; Lig ase ; Nucle o tid e -b ind ing ; Re fe re nce

p ro te o me ; Ub l co njug atio n p athway

SRR122238 _TR8 5122_c0 _g 1_i1_le n=8 8 2 MTND1_VITVI
Q:9 0 -6 50 ,H:1-

18 8
8 1.38 %ID E:1e -110

1,2-d ihyd ro xy-3-ke to -5-me thylthio p e nte ne

d io xyg e nase  1 {ECO:0 0 0 0 255|HAMAP-

Rule :MF_0 3154}

PF0 30 79 .11^ARD^ARD/ARD'  family^34-18 7^E:1.4e -58 `PF0 2311.16 ^AraC_b ind ing ^AraC-like  lig and  b ind ing  d o main^114-

18 6 ^E:3.2e -0 7`PF0 78 8 3.8 ^Cup in_2^Cup in d o main^117-175^E:1.8 e -10
0 ,16 0 ,6 12 0 ,316 0 ,333 0 0 ,8 76 0 ,0 0 1 0 ,79 2 0 ,0 8 4 0 ,6 MTND1_VITVI

1,2-d ihyd ro xy-3-ke to -5-me thylthio p e nte ne  d io xyg e nase  1 (EC 1.13.11.54) (Acire d ucto ne

d io xyg e nase  (Fe (2+)-re q uiring ) 1) (ARD 1) (Fe -ARD 1)
VIT_0 5s0 0 20 g 0 40 70 Vitis vinife ra (Grap e )

PATHWAY: Amino -acid  b io synthe sis; L-me thio nine  b io synthe sis via salvag e  p athway; L-

me thio nine  fro m S-me thyl-5-thio -alp ha-D-rib o se  1-p ho sp hate : ste p  5/6 .

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 3154}.

Amino -acid  b io synthe sis; Co mp le te  p ro te o me ; Cyto p lasm; Dio xyg e nase ; Iro n; Me tal-b ind ing ;

Me thio nine  b io synthe sis; Nucle us; Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR122238 _TR8 5742_c0 _g 1_i1_le n=6 8 1 NA NA NA NA NA . 1 -0 ,576 1 1,0 36 0 4,0 59 0 ,46 1 1,0 0 1 0 ,517 -0 ,9 33 . . . . . .

SRR122238 _TR8 76 27_c2_g 1_i1_le n=778 TCTP_ELAGV
Q:6 9 9 -19 6 ,H:1-

16 8
8 4.52%ID E:2e -9 0 Translatio nally-co ntro lle d  tumo r p ro te in ho mo lo g PF0 0 8 38 .14^TCTP^Translatio nally co ntro lle d  tumo ur p ro te in^27-19 0 ^E:2.5e -57 0 ,76 3 -0 ,0 6 6 0 ,257 0 ,247 0 ,0 0 1 0 ,711 0 ,0 0 3 0 ,6 32 0 ,729 0 ,113 TCTP_ELAGV Translatio nally-co ntro lle d  tumo r p ro te in ho mo lo g  (TCTP) TCTP

Elae is g uine e nsis var. te ne ra (O il

p alm)
Calcium; Cyto p lasm

SRR122238 _TR8 8 70 8 _c0 _g 1_i1_le n=8 9 9 ALL13_OLEEU
Q:8 47-176 ,H:1-

226
78 .76 %ID E:2e -129 Thaumatin-like  p ro te in PF0 0 314.14^Thaumatin^Thaumatin family^48 -241^E:1e -59 0 ,6 29 1,12 0 ,38 1 2,0 4 0 5,0 0 3 0 ,0 43 3,28 4 1 1,0 31 ALL13_OLEEU Thaumatin-like  p ro te in (alle rg e n Ole  e  13) Ole a e uro p ae a (Co mmo n o live )

Alle rg e n; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; Patho g e ne sis-re late d  p ro te in; Plant

d e fe nse ; Se cre te d ; Sig nal

SRR12718 57_TR5342_c0 _g 1_i2_le n=6 22 IDHC_SOYBN
Q:6 20 -9 ,H:238 -

412
8 0 .8 8 %ID E:1e -111 Iso citrate  d e hyd ro g e nase  [NADP] PF0 0 18 0 .17^Iso _d h^Iso citrate /iso p ro p ylmalate  d e hyd ro g e nase ^5-145^E:1e -39 0 ,0 21 1,0 78 0 ,8 1 -0 ,0 9 8 0 ,0 0 1 6 ,59 2 0 ,50 2 3,8 33 0 ,6 11 0 ,418 IDHC_SOYBN

Iso citrate  d e hyd ro g e nase  [NADP] (IDH) (EC 1.1.1.42) (IDP) (NADP(+)-sp e cific  ICDH)

(Oxalo succinate  d e carb o xylase )
IDH1

Glycine  max (So yb e an) (G lycine

hisp id a)

Co mp le te  p ro te o me ; Cyto p lasm; G lyo xylate  b yp ass; Mag ne sium; Mang ane se ; Me tal-b ind ing ;

NADP; Oxid o re d uctase ; Re fe re nce  p ro te o me ; Tricarb o xylic acid  cycle

SRR12718 57_TR150 6 5_c0 _g 1_i1_le n=16 6 2 DV4H_CATRO
Q:16 44-445,H:2-

40 1
10 0 %ID E:0 De ace to xyvind o line  4-hyd ro xylase

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^6 6 -172^E:1.8 e -18 `PF0 3171.17^2OG-

Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^224-314^E:9 .5e -23
0 ,26 0 ,252 0 ,0 6 5 0 ,429 0 1,151 0 ,0 0 2 0 ,717 0 ,48 9 0 ,18 2 DV4H_CATRO De ace to xyvind o line  4-hyd ro xylase  (EC 1.14.11.20 ) D4H

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Alkalo id  b io synthe sis; vind o line  b io synthe sis; vind o line  fro m tab e rso nine :

ste p  5/6 .

Cyto p lasm; Dio xyg e nase ; Dire ct p ro te in se q ue ncing ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ;

Vitamin C

SRR12718 57_TR16 49 2_c0 _g 2_i1_le n=545 NA NA NA NA NA PF0 6 6 9 7.9 ^DUF119 1^Pro te in o f unkno wn functio n (DUF119 1)^18 -9 1^E:6 .2e -18 1 0 ,126 0 ,0 0 8 -1,30 4 0 ,0 0 1 6 ,59 2 1 0 0 ,28 8 -0 ,40 4 . . . . . .

SRR12718 57_TR20 330 _c0 _g 3_i1_le n=59 5 NA NA NA NA NA . 0 ,133 1,318 0 ,20 3 -0 ,6 0 7,58 6 1 0 1 0 . . . . . .

SRR12718 57_TR25421_c0 _g 2_i7_le n=579 CCC11_ARATH
Q:46 8 -127,H:1-

114
76 .32%ID E:2e -57 Cyclin-C1-1 PF0 0 134.20 ^Cyclin_N^Cyclin, N-te rminal d o main^44-112^E:2.8 e -13 0 ,177 0 ,723 0 ,0 14 1,723 0 6 ,6 8 5 0 ,0 0 5 6 ,20 9 0 ,26 7 0 ,6 79 CCC11_ARATH Cyclin-C1-1 (CycC1;1) CYCC1-1 At5g 48 6 40  K15N18 .11

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Ce ll cycle ; Ce ll d ivis io n; Co mp le te  p ro te o me ; Cyclin; Re fe re nce  p ro te o me

SRR12718 57_TR26 9 0 0 _c0 _g 1_i1_le n=1743 C7D55_HYOMU
Q:1513-

116 ,H:46 -50 0
48 .18 %ID E:1e -152 Pre mnasp iro d ie ne  o xyg e nase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^31-477^E:5.7e -10 4 0 ,0 45 0 ,6 54 0 ,0 0 9 0 ,8 4 0 1,338 0 ,0 0 8 0 ,9 8 6 0 ,0 0 2 0 ,9 24 C7D55_HYOMU Pre mnasp iro d ie ne  o xyg e nase  (HPO) (EC 1.14.13.121) (Cyto chro me  P450  71D55) CYP71D55

Hyo scyamus muticus (Eg yp tian

he nb ane )

He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP; Oxid o re d uctase ;

Transme mb rane ; Transme mb rane  he lix

SRR12718 57_TR30 444_c1_g 1_i27_le n=18 48 VESTR_MEDSA
Q:1479 -517,H:5-

324
51.71%ID E:8 e -118 Ve stito ne  re d uctase

PF0 1370 .18 ^Ep ime rase ^NAD d e p e nd e nt e p ime rase /d e hyd ratase  family^10 -251^E:7e -19 `PF0 536 8 .10 ^NmrA^NmrA-like

family^10 -134^E:5.1e -0 5`PF0 10 73.16 ^3Be ta_HSD^3-b e ta hyd ro xyste ro id  d e hyd ro g e nase /iso me rase  family^12-

20 0 ^E:2.3e -15`PF0 79 9 3.9 ^NAD_b ind ing _4^Male  ste ril ity p ro te in^14-213^E:3.3e -

10 `PF1346 0 .3^NAD_b ind ing _10 ^NAD(P)H-b ind ing ^14-135^E:9 .3e -0 8

1 -0 ,48 2 1 0 ,32 0 3,9 34 0 ,0 76 2,59 0 ,6 9 2 0 ,575 VESTR_MEDSA Ve stito ne  re d uctase  (EC 1.1.1.348 ) Me d icag o  sativa (Alfalfa)
3D-structure ; Dire ct p ro te in se q ue ncing ; Flavo no id  b io synthe sis; NADP; Oxid o re d uctase ; Plant

d e fe nse

SRR12718 57_TR38 373_c0 _g 1_i1_le n=2130 PCS1L_ARATH
Q:739 -

179 1,H:8 2-442
37.4%ID E:4e -6 8 Asp artic p ro te inase  PCS1

PF14543.3^TAXi_N^Xylanase  inhib ito r N-te rminal^18 4-343^E:1.5e -35`PF0 0 0 26 .20 ^Asp ^Eukaryo tic asp artyl

p ro te ase ^18 6 -236 ^E:5.2e -0 5`PF14541.3^TAXi_C^Xylanase  inhib ito r C-te rminal^38 1-538 ^E:6 .2e -37
0 ,18 8 0 ,736 0 ,0 0 2 1,529 0 1,36 7 0 ,0 0 3 0 ,8 8 1 0 ,0 0 7 -1,0 17 PCS1L_ARATH

Asp artic p ro te inase  PCS1 (EC 3.4.23.-) (Asp artic p ro te ase  38 ) (AtASP38 ) (Pro te in EMBRYO

DEFECTIVE 24) (Pro te in PROMOTION OF CELL SURVIVAL 1)
PCS1 EMB24 At5g 0 219 0  T7H20 .240

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Asp artyl p ro te ase ; Co mp le te  p ro te o me ; End o p lasmic re ticulum; G lyco p ro te in; Hyd ro lase ;

Pro te ase ; Re fe re nce  p ro te o me ; Sig nal; Zymo g e n

SRR12718 57_TR430 38 _c0 _g 2_i2_le n=1432 HMGB1_ARATH
Q:126 -50 0 ,H:1-

123
73.6 %ID E:5e -24 Hig h mo b ility g ro up  B p ro te in 1

PF0 9 0 11.7^HMG_b o x_2^HMG-b o x d o main^9 3-16 5^E:8 .1e -15`PF0 0 50 5.16 ^HMG_b o x^HMG (hig h mo b ility g ro up )

b o x^9 6 -16 5^E:1.9 e -22
0 ,6 8 1 0 ,16 3 0 ,211 0 ,471 0 1,8 54 0 ,0 0 9 1,36 0 ,211 0 ,446 HMGB1_ARATH

Hig h mo b ility g ro up  B p ro te in 1 (Hig h mo b ility g ro up  p ro te in A) (AtHMGalp ha) (HMG alp ha)

(Nucle o so me /chro matin asse mb ly facto r g ro up  D 0 1) (Nucle o so me /chro matin asse mb ly facto r

g ro up  D 1)

HMGB1 HMGA HMGALPHA NFD0 1

NFD1 ORF13 At3g 518 8 0  ATEM1.13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Pho sp ho p ro te in; Re fe re nce

p ro te o me

SRR12718 58 _TR28 79 _c0 _g 3_i3_le n=6 0 3 ACR12_ARATH
Q:550 -

20 0 ,H:18 5-30 1
79 .49 %ID E:1e -6 2

ACT d o main-co ntaining  p ro te in ACR12

{ECO:0 0 0 0 30 5}
. 0 ,46 4 0 ,417 0 ,36 -0 ,431 0 1,8 58 0 ,0 21 1,224 1 1,545 ACR12_ARATH ACT d o main-co ntaining  p ro te in ACR12 (Pro te in ACT DOMAIN REPEATS 12) ACR12 At5g 0 4740  MUK11.6  T1E3.10 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Re p e at;

Transit p e p tid e

SRR12718 58 _TR3134_c0 _g 1_i1_le n=576 PTR53_ARATH
Q:2-574,H:33-

223
6 4.4%ID E:2e -8 4 Pro te in NRT1/ PTR FAMILY 2.11 PF0 0 8 54.18 ^PTR2^POT family^8 4-18 8 ^E:2.4e -13 1 0 ,8 6 2 0 ,254 2,476 0 4,378 0 ,0 43 2,9 29 1 1,528 PTR53_ARATH

Pro te in NRT1/ PTR FAMILY 2.11 (AtNPF2.11) (Nitrate  transp o rte r 1.10 ) (Pro te in GLUCOSINOLATE

TRANSPORTER-2)

NPF2.11 GTR2 NRT1.10  At5g 6 26 8 0

MRG21.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR12718 58 _TR9 422_c0 _g 1_i2_le n=8 52 IDD6 _ARATH
Q:36 8 -

141,H:121-19 6
73.6 8 %ID E:1e -49

Pro te in ind e te rminate -d o main 6 , chlo ro p lastic

{ECO:0 0 0 0 30 3|Pub Me d :16 78 4536 }
. 1 -0 ,275 0 ,50 2 4,145 0 5,24 0 ,0 34 3,79 9 1 1,29 8 IDD6 _ARATH Pro te in ind e te rminate -d o main 6 , chlo ro p lastic IDD6  At1g 1458 0  T5E21.8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; DNA-b ind ing ; Me tal-b ind ing ; Pho sp ho p ro te in; Plastid ;

Re fe re nce  p ro te o me ; Re p e at; Transcrip tio n; Transcrip tio n re g ulatio n; Transit p e p tid e ; Zinc;

Zinc-fing e r

SRR12718 58 _TR126 76 _c1_g 1_i5_le n=70 2 NA NA NA NA NA . 1 0 1 1,9 6 8 0 ,0 0 1 6 ,56 7 1 1,6 24 1 -2,6 0 4 . . . . . .

SRR12718 58 _TR16 79 8 _c0 _g 2_i1_le n=70 6 TTM3_ARATH
Q:6 26 -

30 0 ,H:9 9 -210
6 3.39 %ID E:3e -35 Trip ho sp hate  tune l me tallo e nzyme  3 PF0 19 28 .18 ^CYTH^CYTH d o main^21-116 ^E:1.5e -12 0 ,471 -0 ,544 1 -0 ,0 49 0 6 ,727 1 0 0 ,58 1 -0 ,48 1 TTM3_ARATH

Trip ho sp hate  tune l me tallo e nzyme  3 (Ad e no sine trip ho sp hatase ) (ATPase ) (EC 3.6 .1.3)

(Trip ho sp hatase ) (PPPase ) (EC 3.6 .1.25)
TTM3 At2g 118 9 0  F23M2.5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Hyd ro lase ; Nucle o tid e -

b ind ing ; Nucle us; Re fe re nce  p ro te o me

SRR12718 58 _TR21130 _c1_g 1_i4_le n=146 3 PIP22_ORYSJ
Q:136 5-6 13,H:1-

252
79 .0 5%ID E:4e -125 Pro b ab le  aq uap o rin PIP2-2 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^34-251^E:7e -72 1 3,242 0 ,0 0 1 6 ,415 0 4,8 28 0 ,0 0 1 4,0 15 1 -0 ,447 PIP22_ORYSJ Pro b ab le  aq uap o rin PIP2-2 (OsPIP2;2) (Plasma me mb rane  intrinsic p ro te in 2-2)

PIP2-2 Os0 2g 0 6 29 20 0

LOC_Os0 2g 418 6 0  B146 9 H0 2.22-1

Oryza sativa sub sp . jap o nica

(Rice )

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 58 _TR27329 _c3_g 4_i3_le n=118 8 NA NA NA NA NA PF0 59 22.13^Inhib ito r_I9 ^Pe p tid ase  inhib ito r I9 ^41-117^E:3.7e -16 0 ,9 46 0 ,0 5 0 ,331 0 ,35 0 1,479 0 ,0 0 4 1,0 6 3 0 ,58 3 -0 ,213 . . . . . .

SRR12718 58 _TR336 38 _c0 _g 1_i1_le n=56 0 NA NA NA NA NA . 1 0 ,437 0 ,0 43 3,18 2 0 3,133 0 ,118 1,559 1 0 ,10 2 . . . . . .



SRR12718 58 _TR349 6 0 _c0 _g 2_i1_le n=10 74 XTH28 _ARATH
Q:139 -

8 6 7,H:6 6 -30 8
6 9 .55%ID E:1e -129

Pro b ab le  xylo g lucan

e nd o transg luco sylase /hyd ro lase  p ro te in 28

PF0 0 722.18 ^Glyco _hyd ro _16 ^Glyco syl hyd ro lase s family 16 ^2-120 ^E:1.1e -39 `PF0 6 9 55.9 ^XET_C^Xylo g lucan e nd o -

transg lyco sylase  (XET) C-te rminus^16 0 -19 5^E:1.4e -13
1 0 ,248 1 0 ,0 31 0 1,6 12 0 ,0 13 1,176 0 ,0 24 -0 ,9 74 XTH28 _ARATH

Pro b ab le  xylo g lucan e nd o transg luco sylase /hyd ro lase  p ro te in 28  (At-XTH28 ) (XTH-28 ) (EC

2.4.1.20 7)

XTH28  EXGT-A2 XTR2 At1g 14720

F10 B6 .12 F10 B6 .29

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ap o p last; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; Disulfid e  b o nd ;

Glyco p ro te in; G lyco sid ase ; Hyd ro lase ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal; Transfe rase

SRR12718 58 _TR358 8 1_c1_g 1_i1_le n=70 7 NA NA NA NA NA . 1 2,8 39 1 1,414 0 9 ,0 0 8 0 ,0 0 1 6 ,475 0 ,50 2 -3,533 . . . . . .

SRR12718 58 _TR38 8 6 6 _c0 _g 1_i1_le n=1447 GILT_HUMAN
Q:9 27-379 ,H:6 2-

243
37.23%ID E:4e -29

Gamma-inte rfe ro n-ind ucib le  lyso so mal thio l

re d uctase
PF0 3227.13^GILT^Gamma inte rfe ro n ind ucib le  lyso so mal thio l re d uctase  (GILT)^41-143^E:4e -29 0 ,50 7 0 ,237 0 ,50 7 -0 ,248 0 1,232 0 ,0 28 0 ,78 9 1 0 ,219 GILT_HUMAN

Gamma-inte rfe ro n-ind ucib le  lyso so mal thio l re d uctase  (EC 1.8 .-.-) (Gamma-inte rfe ro n-ind ucib le

p ro te in IP-30 ) (Le g umaturain)
IFI30  GILT IP30 Ho mo  sap ie ns (Human)

Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; G lyco p ro te in; Immunity;

Lyso so me ; Oxid o re d uctase ; Re d o x-active  ce nte r; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR12718 58 _TR40 126 _c0 _g 3_i4_le n=1150 ACCO5_ARATH
Q:240 -

746 ,H:10 9 -28 5
43.5%ID E:8 e -42 1-amino cyclo p ro p ane -1-carb o xylate  o xid ase  5 PF0 3171.17^2OG-Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^6 -10 4^E:8 .5e -30 0 ,0 34 3,58 2 0 ,0 17 3,9 74 0 3,6 9 7 0 ,0 0 3 3,239 0 ,0 34 -3,347 ACCO5_ARATH 1-amino cyclo p ro p ane -1-carb o xylate  o xid ase  5 (ACC o xid ase  5) (AtACO5) (EC 1.14.17.4) At1g 77330  F2P24.4

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Alke ne  b io synthe sis; e thyle ne  b io synthe sis via S-ad e no syl-L-me thio nine ;

e thyle ne  fro m S-ad e no syl-L-me thio nine : ste p  2/2.

Co ile d  co il; Co mp le te  p ro te o me ; Ethyle ne  b io synthe sis; Iro n; Me tal-b ind ing ; Oxid o re d uctase ;

Plant d e fe nse ; Re fe re nce  p ro te o me ; Vitamin C

SRR12718 58 _TR479 0 1_c0 _g 1_i1_le n=79 0 NA NA NA NA NA PF0 439 8 .9 ^DUF538 ^Pro te in o f unkno wn functio n, DUF538 ^29 -140 ^E:2.9 e -29 1 0 ,521 0 ,0 34 5,6 49 0 7,351 0 ,254 4,732 1 -0 ,78 7 . . . . . .

SRR12718 58 _TR6 10 15_c1_g 3_i3_le n=510 4 AB36 G_ARATH
Q:6 34-

50 19 ,H:34-146 9
73.53%ID E:0 ABC transp o rte r G family me mb e r 36

PF14510 .3^ABC_trans_N^ABC-transp o rte r e xtrace llular N-te rminal^9 5-155^E:9 .2e -12`PF0 0 0 0 5.24^ABC_tran^ABC

transp o rte r^18 0 -36 2^E:9 .5e -14`PF0 10 6 1.21^ABC2_me mb rane ^ABC-2 typ e  transp o rte r^516 -727^E:2.6 e -

45`PF0 8 370 .8 ^PDR_asso c^Plant PDR ABC transp o rte r asso ciate d ^733-79 6 ^E:1.1e -25`PF0 0 0 0 5.24^ABC_tran^ABC

transp o rte r^9 13-10 6 5^E:1.6 e -20 `PF0 10 6 1.21^ABC2_me mb rane ^ABC-2 typ e  transp o rte r^1211-1424^E:1.8 e -57

0 ,50 2 2,716 0 ,50 2 3,9 1 0 3,753 0 ,0 27 2,6 9 4 1 -0 ,75 AB36 G_ARATH
ABC transp o rte r G family me mb e r 36  (ABC transp o rte r ABCG.36 ) (AtABCG36 ) (Ple io tro p ic d rug

re sistance  p ro te in 8 ) (Pro te in PENETRATION 3)

ABCG36  PDR8  PEN3 At1g 59 8 70

F23H11.19

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Ace tylatio n; Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Nucle o tid e -b ind ing ;

Pho sp ho p ro te in; Plant d e fe nse ; Re fe re nce  p ro te o me ; Re p e at; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR12718 59 _TR28 9 2_c1_g 1_i4_le n=130 8 ULT1_ARATH
Q:315-

9 8 9 ,H:14-237
75.11%ID E:2e -121 Pro te in ULTRAPETALA 1 PF0 1342.18 ^SAND^SAND d o main^6 5-10 2^E:3.3e -0 5 0 ,6 9 2 -1,131 0 ,10 3 1,56 0 3,46 5 0 ,132 2,155 1 0 ULT1_ARATH Pro te in ULTRAPETALA 1 ULT1 At4g 28 19 0  F26 K10 .70

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; DNA-b ind ing ; De ve lo p me ntal p ro te in;

Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR12718 59 _TR4140 _c0 _g 2_i1_le n=10 50 NA NA NA NA NA . 0 ,6 29 1,16 0 ,0 14 2,8 42 0 3,379 0 ,0 73 2,0 0 5 1 0 ,19 8 . . . . . .

SRR12718 59 _TR49 46 _c0 _g 3_i5_le n=6 38 CB2D_SOLLC
Q:6 0 8 -276 ,H:6 -

116
9 3.6 9 %ID E:4e -70 Chlo ro p hyll a-b  b ind ing  p ro te in 1D . 0 ,458 0 ,155 0 -2,6 6 7 0 1,0 36 0 ,0 0 4 0 ,6 13 0 -3,8 44 CB2D_SOLLC Chlo ro p hyll a-b  b ind ing  p ro te in 1D (LHCII typ e  I CAB-1D) (LHCP) (Frag me nt) CAB1D

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Mag ne sium; Me mb rane ; Me tal-

b ind ing ; Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Re fe re nce

p ro te o me ; Thylako id ; Transme mb rane ; Transme mb rane  he lix

SRR12718 59 _TR6 8 8 1_c0 _g 2_i2_le n=3130 FPP3_ARATH
Q:446 -2428 ,H:1-

6 15
43.79 %ID E:4e -9 2 Filame nt-like  p lant p ro te in 3

PF0 59 11.8 ^FPP^Filame nt-like  p lant p ro te in, lo ng  co ile d -co il^8 3-18 9 ^E:1.2e -36 `PF0 59 11.8 ^FPP^Filame nt-like  p lant

p ro te in, lo ng  co ile d -co il^19 6 -26 7^E:8 e -20 `PF0 59 11.8 ^FPP^Filame nt-like  p lant p ro te in, lo ng  co ile d -co il^319 -

371^E:3.3e -13`PF0 59 11.8 ^FPP^Filame nt-like  p lant p ro te in, lo ng  co ile d -co il^48 0 -6 55^E:1.9 e -23

1 -0 ,0 15 0 ,0 9 6 0 ,6 74 0 2,6 9 4 0 ,132 1,49 5 0 ,70 8 0 ,176 FPP3_ARATH Filame nt-like  p lant p ro te in 3 (AtFPP3) FPP3 At3g 0 5270  T12H1.24
Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co ile d  co il; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR12718 59 _TR12778 _c0 _g 1_i1_le n=2171 PTR3_ARATH
Q:20 43-

328 ,H:9 -579
6 6 .43%ID E:0 Pro te in NRT1/ PTR FAMILY 5.2 PF0 0 8 54.18 ^PTR2^POT family^10 1-530 ^E:1.8 e -9 9 0 ,26 3 0 ,359 0 ,356 0 ,34 0 1,35 0 ,0 12 0 ,9 17 0 ,0 37 0 ,9 14 PTR3_ARATH Pro te in NRT1/ PTR FAMILY 5.2 (AtNPF5.2) (Pe p tid e  transp o rte r PTR3-A) (AtPTR3) NPF5.2 PTR3-A At5g 46 0 50  MCL19 .10

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR12718 59 _TR139 8 1_c0 _g 2_i1_le n=6 0 8 HSP12_MEDSA
Q:1-441,H:12-

158
8 5.71%ID E:1e -6 7 18 .2 kDa class I he at sho ck p ro te in PF0 49 6 9 .13^CS^CS d o main^41-132^E:0 .0 0 8 9 `PF0 0 0 11.18 ^HSP20 ^Hsp 20 /alp ha crystall in family^43-146 ^E:7.5e -33 0 ,0 8 6 -0 ,8 55 0 ,0 17 -1,0 25 0 2,18 1 0 ,0 34 1,10 3 0 ,9 0 1 -0 ,0 49 HSP12_MEDSA 18 .2 kDa class I he at sho ck p ro te in HSP18 .2 Me d icag o  sativa (Alfalfa) Cyto p lasm; Stre ss re sp o nse

SRR12718 59 _TR15741_c0 _g 3_i1_le n=8 6 1 NA NA NA NA NA . 1 0 ,0 19 1 3,345 0 ,0 0 1 5,6 1 0 ,0 6 6 4,26 3 1 -0 ,8 74 . . . . . .

SRR12718 59 _TR16 572_c0 _g 1_i3_le n=219 3 GSTFA_ARATH
Q:316 -9 36 ,H:1-

20 7
6 2.8 %ID E:1e -8 8 Glutathio ne  S-transfe rase  F10

PF0 279 8 .17^GST_N^Glutathio ne  S-transfe rase , N-te rminal d o main^2-75^E:3.7e -16 `PF13417.3^GST_N_3^Glutathio ne  S-

transfe rase , N-te rminal d o main^13-78 ^E:1.5e -14`PF1340 9 .3^GST_N_2^Glutathio ne  S-transfe rase , N-te rminal

d o main^14-75^E:8 .7e -12`PF0 0 0 43.22^GST_C^Glutathio ne  S-transfe rase , C-te rminal d o main^127-20 2^E:1e -

16 `PF1449 7.3^GST_C_3^Glutathio ne  S-transfe rase , C-te rminal d o main^134-20 3^E:6 .5e -0 7

0 ,18 9 -0 ,521 0 ,522 -0 ,29 8 0 ,0 0 1 2,0 21 0 ,0 0 6 1,70 3 0 ,56 8 0 ,27 GSTFA_ARATH
Glutathio ne  S-transfe rase  F10  (AtGSTF10 ) (EC 2.5.1.18 ) (AtGSTF4) (GST class-p hi me mb e r 10 )

(Pro te in EARLY RESPONSE TO DEHYDRATION 13)

GSTF10  ERD13 GSTF4 At2g 30 8 70

F7F1.8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; De to xificatio n; Dire ct p ro te in se q ue ncing ; Re fe re nce

p ro te o me ; Stre ss re sp o nse ; Transfe rase

SRR12718 59 _TR2119 1_c0 _g 1_i1_le n=10 9 3 NA NA NA NA NA . 1 1,6 9 4 0 ,50 2 4,346 0 8 ,377 0 ,0 17 5,8 8 5 1 -3,571 . . . . . .

SRR12718 59 _TR2138 3_c0 _g 2_i1_le n=6 8 3 CSPL2_RICCO
Q:9 7-549 ,H:12-

16 3
59 .8 7%ID E:3e -41 CASP-like  p ro te in 1C2 PF0 4535.9 ^DUF58 8 ^Do main o f unkno wn functio n (DUF58 8 )^7-141^E:1.8 e -37 0 ,50 2 3,225 0 ,0 0 9 5,325 0 ,0 0 1 4,425 0 ,6 29 2,29 4 0 ,50 2 -2,716 CSPL2_RICCO CASP-like  p ro te in 1C2 (RcCASPL1C2) RCOM_0 9 36 38 0 Ricinus co mmunis (Casto r b e an)

Ce ll me mb rane ; Co mp le te  p ro te o me ; G lyco p ro te in; Me mb rane ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix

SRR12718 59 _TR22448 _c0 _g 1_i1_le n=717 H2B_GOSHI
Q:232-540 ,H:45-

147
9 6 .12%ID E:1e -58 Histo ne  H2B

PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^9 -124^E:9 .9 e -23`PF0 0 8 0 8 .20 ^CBFD_NFYB_HMF^Histo ne -like

transcrip tio n facto r (CBF/NF-Y) and  archae al histo ne ^6 6 -122^E:4.4e -0 5
0 -0 ,9 53 0 ,20 5 -0 ,355 0 1,0 25 0 ,0 0 3 0 ,8 8 3 1 -2,277 H2B_GOSHI Histo ne  H2B HIS2B

Go ssyp ium hirsutum (Up land

co tto n) (Go ssyp ium me xicanum)

Ace tylatio n; Chro mo so me ; DNA-b ind ing ; Iso p e p tid e  b o nd ; Nucle o so me  co re ; Nucle us; Ub l

co njug atio n

SRR12718 59 _TR25424_c0 _g 4_i1_le n=1358 NA NA NA NA NA
PF0 9 0 32.8 ^Siah-Inte ract_N^Siah inte racting  p ro te in, N te rminal^3-6 3^E:5.7e -0 8 `PF0 49 6 9 .13^CS^CS d o main^73-

149 ^E:1.9 e -15
0 ,226 -0 ,511 0 ,38 9 -0 ,41 0 1,27 0 ,0 23 0 ,8 0 9 1 0 ,0 15 . . . . . .

SRR12718 59 _TR26 9 70 _c0 _g 2_i1_le n=19 51 NA NA NA NA NA . 0 ,129 3,6 23 0 ,0 0 5 4,18 2 0 3,49 6 0 ,0 25 2,733 0 ,732 0 ,8 9 1 . . . . . .

SRR12718 59 _TR4349 8 _c0 _g 1_i4_le n=2228 INT2_ARATH
Q:19 4-19 51,H:1-

579
6 7.6 3%ID E:0 Pro b ab le  ino sito l transp o rte r 2

PF0 0 0 8 3.21^Sug ar_tr^Sug ar (and  o the r) transp o rte r^30 -379 ^E:1.9 e -9 4`PF0 76 9 0 .13^MFS_1^Majo r Facil itato r

Sup e rfamily^35-36 8 ^E:2e -33`PF0 6 6 0 9 .10 ^TRI12^Fung al tricho the ce ne  e fflux p ump  (TRI12)^74-228 ^E:4.2e -

0 7`PF0 0 0 8 3.21^Sug ar_tr^Sug ar (and  o the r) transp o rte r^46 1-56 3^E:4.4e -28

0 ,0 73 1,8 9 8 0 ,132 2,9 6 4 0 7,0 51 0 ,0 34 5,6 6 1 0 ,127 INT2_ARATH Pro b ab le  ino sito l transp o rte r 2 INT2 At1g 30 220  F12P21.2
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Symp o rt;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 59 _TR4526 8 _c0 _g 1_i1_le n=6 8 5 NA NA NA NA NA . 0 ,254 4,534 0 ,129 5,148 0 7,344 0 ,129 4,8 6 5 1 0 . . . . . .

SRR12718 59 _TR4736 5_c0 _g 3_i1_le n=20 8 4 APA1_ARATH
Q:176 5-

332,H:27-50 6
6 7.36 %ID E:0 Asp artic p ro te inase  A1

PF0 0 0 26 .20 ^Asp ^Eukaryo tic asp artyl p ro te ase ^121-544^E:6 .3e -134`PF14543.3^TAXi_N^Xylanase  inhib ito r N-

te rminal^122-279 ^E:2.8 e -14`PF0 348 9 .14^Sap B_2^Sap o sin-like  typ e  B, re g io n 2^354-38 7^E:1.5e -

12`PF0 518 4.12^Sap B_1^Sap o sin-like  typ e  B, re g io n 1^418 -454^E:1e -10

0 ,9 34 0 ,0 3 0 ,9 35 -0 ,0 26 0 ,0 0 1 1,1 0 ,0 14 0 ,8 29 0 ,0 8 0 ,547 APA1_ARATH Asp artic p ro te inase  A1 (EC 3.4.23.-) APA1 PRA1 At1g 119 10  F12F1.24
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Asp artyl p ro te ase ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ; Pro te ase ;

Re fe re nce  p ro te o me ; Re p e at; Sig nal; Vacuo le ; Zymo g e n

SRR3420 17_TR9 8 7_c0 _g 9 _i1_le n=10 0 9 AB9 B_ARATH
Q:2-6 9 7,H:9 9 4-

1225
8 1.9 %ID E:7e -124 ABC transp o rte r B family me mb e r 9 PF0 0 0 0 5.24^ABC_tran^ABC transp o rte r^19 -16 8 ^E:2.5e -35 0 ,78 1 0 ,50 4 0 ,316 0 ,6 33 0 6 ,79 7 0 ,0 34 5,534 0 ,175 -0 ,9 6 6 AB9 B_ARATH

ABC transp o rte r B family me mb e r 9  (ABC transp o rte r ABCB.9 ) (AtABCB9 ) (Multid rug  re sistance

p ro te in 9 ) (P-g lyco p ro te in 9 )

ABCB9  MDR9  PGP9  At4g 18 0 50

F15J5.20

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Me mb rane ; Nucle o tid e -b ind ing ; Re fe re nce

p ro te o me ; Re p e at; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 17_TR1512_c0 _g 3_i1_le n=9 6 0 CH10 C_ARATH
Q:6 -6 74,H:31-

253
77.58 %ID E:7e -119 20  kDa chap e ro nin, chlo ro p lastic

PF0 0 16 6 .18 ^Cp n10 ^Chap e ro nin 10  Kd  sub unit^33-122^E:5.6 e -28 `PF0 0 16 6 .18 ^Cp n10 ^Chap e ro nin 10  Kd  sub unit^131-

222^E:3.9 e -28
0 -3,334 0 -2,451 0 4,28 4 0 ,0 0 4 3,434 0 -0 ,8 9 7 CH10 C_ARATH

20  kDa chap e ro nin, chlo ro p lastic (Chap e ro nin 10 ) (Ch-CPN10 ) (Cp n10 ) (Chap e ro nin 20 ) (Pro te in

Cp n21)

CPN21 CHCPN10  CPN20  At5g 20 720

T1M15.120

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Pho sp ho p ro te in; Plastid ; Re fe re nce  p ro te o me ;

Re p e at; Transit p e p tid e

SRR3420 17_TR2746 _c0 _g 1_i2_le n=30 59 SUBL_ARATH
Q:258 5-

378 ,H:31-757
58 .6 3%ID E:0 .

PF0 59 22.13^Inhib ito r_I9 ^Pe p tid ase  inhib ito r I9 ^29 -10 7^E:1.4e -17`PF0 0 0 8 2.19 ^Pe p tid ase _S8 ^Sub tilase  family^137-

58 8 ^E:1.3e -49 `PF0 2225.19 ^PA^PA d o main^40 3-46 3^E:2.4e -0 9
0 -1,437 0 ,357 0 ,6 49 0 1,743 0 ,739 0 ,338 1 0 ,0 22 SBT17_ARATH

Sub til is in-like  p ro te ase  SBT1.7 (EC 3.4.21.-) (Cucumisin-like  se rine  p ro te ase ) (Sub tilase

sub family 1 me mb e r 7) (AtSBT1.7) (Sub til is in-like  se rine  p ro te ase  1) (At-SLP1)

SBT1.7 ARA12 ASP48  SLP1 At5g 6 736 0

K8 K14.8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Calcium; Ce ll wall; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; G lyco p ro te in; Hyd ro lase ;

Pro te ase ; Re fe re nce  p ro te o me ; Se cre te d ; Se rine  p ro te ase ; Sig nal; Zymo g e n

SRR3420 17_TR319 9 _c0 _g 5_i1_le n=1156 NA NA NA NA NA . 0 ,36 5 0 ,56 8 0 -1,6 31 0 ,0 0 1 6 ,552 1 0 0 -1,9 19 . . . . . .

SRR3420 17_TR426 6 _c1_g 9 _i1_le n=1532 PDI_DATGL
Q:22-

10 8 6 ,H:136 -49 2
6 8 .0 7%ID E:1e -159 Pro te in d isulfid e -iso me rase

PF138 48 .3^Thio re d o xin_6 ^Thio re d o xin-like  d o main^44-226 ^E:6 .6 e -20 `PF0 0 0 8 5.17^Thio re d o xin^Thio re d o xin^249 -

352^E:4e -26
0 ,0 1 -2,20 1 0 ,0 0 5 -0 ,9 37 0 2,8 0 9 0 ,28 2 1,20 9 0 ,0 0 4 -0 ,8 8 9 PDI_DATGL Pro te in d isulfid e -iso me rase  (PDI) (EC 5.3.4.1) PDI Datisca g lo me rata (Durang o  ro o t)

Disulfid e  b o nd ; End o p lasmic re ticulum; G lyco p ro te in; Iso me rase ; Re d o x-active  ce nte r; Re p e at;

Sig nal

SRR3420 17_TR430 9 _c0 _g 2_i1_le n=8 0 9 NA NA NA NA NA PF0 7172.8 ^GRP^Glycine  rich p ro te in family^1-10 0 ^E:4.6 e -10 0 ,10 2 -0 ,422 0 ,15 -0 ,38 7 0 2,9 73 0 ,0 42 1,8 42 0 ,0 0 9 -0 ,6 9 8 . . . . . .

SRR3420 17_TR7232_c0 _g 1_i1_le n=525 CID9 _ARATH
Q:525-

355,H:26 7-323
75.44%ID E:2e -21 Po lyad e nylate -b ind ing  p ro te in-inte racting  p ro te in 9 . 0 ,0 17 5,772 0 ,10 5 -1,0 13 0 7,451 1 0 1 0 CID9 _ARATH

Po lyad e nylate -b ind ing  p ro te in-inte racting  p ro te in 9  (PABP-inte racting  p ro te in 9 ) (Po ly(A)-b ind ing

p ro te in-inte racting  p ro te in 9 ) (PAM2-co ntaining  p ro te in CID9 ) (Pro te in CTC-INTERACTING

DOMAIN 9 )

CID9  At3g 14450  MOA2.5
Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Nucle us; RNA-b ind ing ; Re fe re nce  p ro te o me ; Re p e at

SRR3420 17_TR8 315_c2_g 6 _i1_le n=9 6 7 DCAM_CATRO
Q:1-429 ,H:20 8 -

350
78 .32%ID E:5e -75 S-ad e no sylme thio nine  d e carb o xylase  p ro e nzyme

PF0 1536 .13^SAM_d e carb o x^Ad e no sylme thio nine  d e carb o xylase ^1-125^E:3.7e -33`PF0 8 315.9 ^cwf18 ^cwf18  p re -mRNA

sp lic ing  facto r^143-237^E:2.4e -26
0 ,235 -0 ,8 9 1 0 ,0 31 -1,6 38 0 ,0 0 1 6 ,58 0 ,0 17 5,8 51 0 ,443 -0 ,441 DCAM_CATRO

S-ad e no sylme thio nine  d e carb o xylase  p ro e nzyme  (Ad o Me tDC) (SAMDC) (EC 4.1.1.50 ) [Cle ave d

into : S-ad e no sylme thio nine  d e carb o xylase  alp ha chain; S-ad e no sylme thio nine  d e carb o xylase

b e ta chain]

SAMDC
Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Amine  and  p o lyamine  b io synthe sis; S-ad e no sylme thio ninamine

b io synthe sis; S-ad e no sylme thio ninamine  fro m S-ad e no syl-L-me thio nine : ste p  1/1.

Auto catalytic c le avag e ; De carb o xylase ; Lyase ; Po lyamine  b io synthe sis; Pyruvate ; S-ad e no syl-L-

me thio nine ; Schiff b ase ; Sp e rmid ine  b io synthe sis; Zymo g e n

SRR3420 17_TR10 528 _c0 _g 1_i3_le n=2256 KTNA1_ARATH
Q:321-

18 56 ,H:8 -523
8 5.11%ID E:0

Katanin p 6 0  ATPase -co ntaining  sub unit A1

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 30 23}

PF0 549 6 .9 ^RuvB_N^Ho llid ay junctio n DNA he licase  ruvB N-te rminus^26 8 -337^E:8 .2e -0 5`PF0 0 0 0 4.26 ^AAA^ATPase

family asso ciate d  with vario us ce llular activitie s (AAA)^26 9 -40 6 ^E:1e -37`PF0 9 336 .7^Vp s4_C^Vp s4 C te rminal

o lig o me risatio n d o main^470 -515^E:4e -11

0 ,6 29 -1,177 0 ,0 6 8 -1,0 55 0 ,0 0 1 3,35 0 ,0 0 1 3,26 2 0 ,6 29 1,8 9 3 KTNA1_ARATH

Katanin p 6 0  ATPase -co ntaining  sub unit A1 (Katanin p 6 0  sub unit A1) (EC 3.6 .4.3) (CAD ATPase )

(Katanin-1) (Atp 6 0 ) (Pro te in BOTERO 1) (Pro te in ECTOPIC ROOT HAIR 3) (Pro te in FAT ROOT)

(Pro te in FRAGILE FIBER 2) (AtAAA1) (p 6 0  katanin)

AAA1 BOT1 ERH3 FRA2 FTR KSS KTN1

LUE1 At1g 8 0 350  F5I6 .10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Cyto p lasm; Cyto ske le to n; Hyd ro lase ; Micro tub ule ;

Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me

SRR3420 17_TR11113_c0 _g 7_i6 _le n=1759 TC120 _ARATH
Q:159 7-

6 32,H:76 3-10 8 5
71.52%ID E:8 e -152 Translo case  o f chlo ro p last 120 , chlo ro p lastic PF118 8 6 .5^TOC159 _MAD^Translo case  o f chlo ro p last 159 /132, me mb rane  ancho r d o main^43-30 5^E:8 .5e -116 0 ,78 1 0 ,41 0 ,0 75 -0 ,751 0 7,18 7 0 ,0 0 9 5,9 34 0 ,719 -0 ,31 TC120 _ARATH

Translo case  o f chlo ro p last 120 , chlo ro p lastic (AtTo c120 ) (EC 3.6 .5.-) (120  kDa chlo ro p last o ute r

e nve lo p e  p ro te in)
TOC120  At3g 16 6 20  MGL6 .15

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Chlo ro p last; Co ile d  co il; Co mp le te  p ro te o me ; Cyto p lasm; GTP-b ind ing ; Hyd ro lase ;

Mag ne sium; Me mb rane ; Me tal-b ind ing ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Plastid ; Plastid

o ute r me mb rane ; Pro te in transp o rt; Re ce p to r; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR3420 17_TR126 8 1_c0 _g 1_i1_le n=538 NA NA NA NA NA . 0 ,548 -0 ,249 0 ,38 4 -0 ,30 7 0 1,752 0 ,0 0 6 1,27 0 ,0 41 -0 ,56 3 . . . . . .

SRR3420 17_TR1470 5_c0 _g 2_i3_le n=179 2 Y518 8 _ARATH
Q:9 6 9 -

151,H:577-8 51
55.23%ID E:5e -9 8

Pro b ab le  LRR re ce p to r-l ike  se rine /thre o nine -

p ro te in kinase  At1g 518 8 0

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^1-20 0 ^E:6 .6 e -33`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^2-

144^E:7.2e -28
1 -0 ,0 8 0 ,0 25 1,20 6 0 ,0 0 1 1,9 9 6 0 ,0 0 9 1,6 17 1 -0 ,28 4 Y518 8 _ARATH Pro b ab le  LRR re ce p to r-l ike  se rine /thre o nine -p ro te in kinase  At1g 518 8 0  (EC 2.7.11.1) At1g 518 8 0  T14L22.9

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Kinase ; Le ucine -rich re p e at; Me mb rane ;

Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re ce p to r; Re fe re nce  p ro te o me ; Re p e at;

Se rine /thre o nine -p ro te in kinase ; Sig nal; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR3420 17_TR16 38 8 _c0 _g 1_i1_le n=8 6 3 PSAG_ARATH
Q:20 7-6 29 ,H:27-

16 0
72.34%ID E:8 e -6 7

Pho to syste m I re actio n ce nte r sub unit V,

chlo ro p lastic
PF0 1241.15^PSI_PSAK^Pho to syste m I p saG / p saK^53-144^E:2.5e -26 0 ,38 8 -0 ,239 0 ,4 0 ,30 5 0 1,46 8 0 ,0 19 0 ,9 42 0 ,433 0 ,21 PSAG_ARATH Pho to syste m I re actio n ce nte r sub unit V, chlo ro p lastic (PSI-G)

PSAG At1g 556 70  F20 N2.21 F20 N2.33

F20 N2_3

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Pho to synthe sis; Pho to syste m I; Plastid ;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR3420 17_TR176 0 0 _c3_g 1_i1_le n=728 P5CS2_ARATH
Q:6 73-

314,H:59 6 -715
8 7.5%ID E:4e -6 5 De lta-1-p yrro line -5-carb o xylate  synthase  B . 0 ,0 0 5 6 ,16 0 ,77 -0 ,16 2 0 8 ,246 0 ,50 2 4,373 1 0 P5CS2_ARATH

De lta-1-p yrro line -5-carb o xylate  synthase  B (P5CS B) [Includ e s: G lutamate  5-kinase  (GK) (EC

2.7.2.11) (Gamma-g lutamyl kinase ); Gamma-g lutamyl p ho sp hate  re d uctase  (GPR) (EC 1.2.1.41)

(G lutamate -5-se miald e hyd e  d e hyd ro g e nase ) (G lutamyl-g amma-se miald e hyd e  d e hyd ro g e nase )]

P5CSB P5CS2 At3g 556 10  F1I16 _20
Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-p ro line  b io synthe sis; L-g lutamate  5-

se miald e hyd e  fro m L-g lutamate : ste p  1/2.; PATHWAY: Amino -acid  b io synthe sis; L-

p ro line  b io synthe sis; L-g lutamate  5-se miald e hyd e  fro m L-g lutamate : ste p  2/2.

ATP-b ind ing ; Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Co mp le te  p ro te o me ; Kinase ;

Multifunctio nal e nzyme ; NADP; Nucle o tid e -b ind ing ; Oxid o re d uctase ; Pro line  b io synthe sis;

Re fe re nce  p ro te o me ; Transfe rase

SRR3420 17_TR19 0 58 _c0 _g 5_i2_le n=9 73 NA NA NA NA NA
PF14279 .3^HNH_5^HNH e nd o nucle ase ^147-19 8 ^E:2.3e -17`PF0 18 44.20 ^HNH^HNH e nd o nucle ase ^147-18 9 ^E:7e -

13`PF1339 5.3^HNH_4^HNH e nd o nucle ase ^153-19 0 ^E:3.1e -0 7
0 ,0 59 0 ,6 18 0 ,30 6 0 ,339 0 ,0 0 1 1,9 32 0 ,0 0 1 1,8 26 0 ,355 -0 ,39 9 . . . . . .

SRR3420 17_TR238 6 8 _c0 _g 1_i1_le n=9 0 3 NA NA NA NA NA . 0 ,0 51 1,0 9 0 ,8 48 0 ,20 1 0 2,531 0 ,147 1,10 7 1 0 ,28 9 . . . . . .

SRR3420 17_TR278 9 8 _c3_g 4_i1_le n=50 5 ACO2M_ARATH
Q:46 -

258 ,H:9 20 -9 9 0
8 5.9 2%ID E:3e -36 Aco nitate  hyd ratase  2, mito cho nd rial . 0 ,271 -0 ,333 1 0 ,0 0 2 0 1,36 6 0 ,0 8 0 ,70 3 0 ,0 0 5 -0 ,8 57 ACO2M_ARATH Aco nitate  hyd ratase  2, mito cho nd rial (Aco nitase  2) (EC 4.2.1.3) (Citrate  hyd ro -lyase  2) ACO2 At2g 0 5710  T3P4.5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Carb o hyd rate  me tab o lism; tricarb o xylic acid  cycle ; iso citrate  fro m

o xalo ace tate : ste p  2/2.

4Fe -4S; Co mp le te  p ro te o me ; G lyo xylate  b yp ass; Iro n; Iro n-sulfur; Lyase ; Me tal-b ind ing ;

Mito cho nd rio n; Re fe re nce  p ro te o me ; Transit p e p tid e ; Tricarb o xylic acid  cycle

SRR3420 17_TR30 39 3_c0 _g 3_i1_le n=1333 FLS_PETCR
Q:1230 -

559 ,H:44-271
36 .8 %ID E:9 e -40 Flavo no l synthase /flavano ne  3-hyd ro xylase

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^35-139 ^E:9 .7e -23`PF0 3171.17^2OG-

Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^18 8 -255^E:1.3e -13
0 ,0 1 1,9 6 1 0 ,0 0 9 4,59 4 0 3,0 49 0 ,0 0 1 2,57 0 ,0 2 1,353 FLS_PETCR Flavo no l synthase /flavano ne  3-hyd ro xylase  (EC 1.14.11.23) (EC 1.14.11.9 ) FLS

Pe tro se linum crisp um (Parsle y)

(Pe tro se linum ho rte nse )
PATHWAY: Se co nd ary me tab o lite  b io synthe sis; flavo no id  b io synthe sis. Dio xyg e nase ; Flavo no id  b io synthe sis; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Vitamin C

SRR3420 17_TR319 11_c1_g 3_i4_le n=1511 FKB6 2_ARATH
Q:337-

10 71,H:30 7-550
8 2.45%ID E:2e -123 Pe p tid yl-p ro lyl c is-trans iso me rase  FKBP6 2

PF0 0 254.25^FKBP_C^FKBP-typ e  p e p tid yl-p ro lyl c is-trans iso me rase ^30 -9 6 ^E:2.2e -

15`PF14559 .3^TPR_19 ^Te tratrico p e p tid e  re p e at^176 -236 ^E:3.5e -0 6 `PF0 0 515.25^TPR_1^Te tratrico p e p tid e

re p e at^19 9 -232^E:1.6 e -0 8 `PF0 7719 .14^TPR_2^Te tratrico p e p tid e  re p e at^20 0 -232^E:1.7e -

0 6 `PF1318 1.3^TPR_8 ^Te tratrico p e p tid e  re p e at^20 0 -232^E:1.1e -0 6

0 ,8 4 -0 ,357 0 ,79 3 -0 ,211 0 2,35 0 ,0 4 1,50 9 0 ,728 -0 ,122 FKB6 2_ARATH

Pe p tid yl-p ro lyl c is-trans iso me rase  FKBP6 2 (PPIase  FKBP6 2) (EC 5.2.1.8 ) (70  kDa p e p tid yl-p ro lyl

iso me rase ) (FK50 6 -b ind ing  p ro te in 6 2) (AtFKBP6 2) (Immuno p hilin FKBP6 2) (Pe p tid ylp ro lyl

iso me rase  ROF1) (Pro te in ROTAMASE FKBP 1) (Ro tamase )

FKBP6 2 ROF1 At3g 25230  MJL12.19
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Alte rnative  sp lic ing ; Calmo d ulin-b ind ing ; Chap e ro ne ; Co mp le te  p ro te o me ;

Cyto p lasm; Iso me rase ; Nucle us; Re fe re nce  p ro te o me ; Re p e at; Ro tamase ; TPR re p e at

SRR3420 19 _TR50 8 _c0 _g 1_i2_le n=10 6 2 NA NA NA NA NA PF0 0 58 2.23^Usp ^Unive rsal stre ss p ro te in family^8 -153^E:4.6 e -33 0 ,8 11 0 ,29 3 0 ,0 0 6 2,228 0 4,237 0 ,0 0 3 3,8 9 9 0 ,6 29 -0 ,9 49 . . . . . .

SRR3420 19 _TR146 52_c1_g 1_i3_le n=19 9 9 WTR41_ARATH
Q:1747-

578 ,H:13-356
41.77%ID E:1e -8 0 WAT1-re late d  p ro te in At5g 40 230 PF0 0 8 9 2.17^EamA^EamA-like  transp o rte r family^17-156 ^E:1.1e -13 0 ,0 0 3 1,38 5 0 ,0 12 1,0 3 0 2,6 9 4 0 ,0 14 1,72 1 0 ,9 71 WTR41_ARATH WAT1-re late d  p ro te in At5g 40 230 At5g 40 230  MSN9 .130

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Transme mb rane ;

Transme mb rane  he lix

SRR3420 19 _TR179 0 1_c0 _g 1_i1_le n=9 0 3 NA NA NA NA NA . 0 ,8 36 -0 ,127 0 ,58 6 0 ,238 0 1,54 0 ,0 27 1,0 54 1 0 . . . . . .

SRR3420 19 _TR18 0 9 9 _c0 _g 1_i1_le n=8 42 NA NA NA NA NA . 0 ,0 6 3 0 ,6 9 4 0 ,0 0 1 1,525 0 ,0 0 1 1,416 0 ,38 -0 ,46 8 0 ,0 0 5 1,0 34 . . . . . .

SRR3420 19 _TR18 30 5_c3_g 2_i2_le n=246 5 BGH3B_BACO1
Q:30 5-

20 6 5,H:35-6 58
31.32%ID E:5e -8 3 Be ta-g luco sid ase  Bo GH3B

PF0 0 9 33.18 ^Glyco _hyd ro _3^Glyco syl hyd ro lase  family 3 N te rminal d o main^51-379 ^E:3.7e -

71`PF0 19 15.19 ^Glyco _hyd ro _3_C^Glyco syl hyd ro lase  family 3 C-te rminal d o main^416 -6 25^E:1.7e -33
0 ,6 52 -0 ,13 0 ,6 6 3 0 ,149 0 2,29 4 0 ,0 43 1,242 0 ,0 9 8 -0 ,48 7 BGH3B_BACO1 Be ta-g luco sid ase  Bo GH3B (EC 3.2.1.21) (G lyco syl hyd ro lase  family p ro te in 3B) (Bo GH3B) BACOVA_0 26 59

Bacte ro id e s o vatus (strain ATCC

8 48 3 / DSM 18 9 6  / JCM 58 24 /

NCTC 11153)

PATHWAY: G lucan me tab o lism; xylo g lucan d e g rad atio n.

{ECO:0 0 0 0 26 9 |Pub Me d :2446 3512}.

Carb o hyd rate  me tab o lism; Co mp le te  p ro te o me ; G lyco sid ase ; Hyd ro lase ; Pe rip lasm;

Po lysaccharid e  d e g rad atio n; Sig nal

SRR3420 19 _TR18 59 6 _c0 _g 1_i2_le n=78 7 14KD_DAUCA
Q:313-56 1,H:54-

136
71.0 8 %ID E:5e -32 14 kDa p ro line -rich p ro te in DC2.15 . 0 ,0 9 3 -0 ,39 3 0 ,0 15 -0 ,546 0 ,0 0 1 1,232 0 ,0 0 3 1,112 1 0 ,0 34 14KD_DAUCA 14 kDa p ro line -rich p ro te in DC2.15 Daucus caro ta (Wild  carro t) Me mb rane ; Sig nal; Transme mb rane ; Transme mb rane  he lix

SRR3420 19 _TR18 8 24_c6 _g 1_i4_le n=727 NLTP2_TOBAC
Q:131-48 1,H:1-

114
55.9 3%ID E:4e -26 No n-sp e cific  l ip id -transfe r p ro te in 2

PF1436 8 .3^LTP_2^Pro b ab le  lip id  transfe r^15-10 5^E:1.6 e -0 6 `PF0 0 234.19 ^Tryp _alp ha_amyl^Pro te ase  inhib ito r/se e d

sto rag e /LTP family^30 -113^E:9 .6 e -0 8
0 ,0 54 0 ,48 5 0 ,6 0 6 0 ,139 0 0 ,9 16 0 ,0 78 0 ,415 0 ,157 0 ,30 3 NLTP2_TOBAC No n-sp e cific  l ip id -transfe r p ro te in 2 (LTP 2)

Nico tiana tab acum (Co mmo n

to b acco )
Disulfid e  b o nd ; Lip id -b ind ing ; Sig nal; Transp o rt

SRR3420 19 _TR25523_c1_g 1_i3_le n=20 15 TCP13_ARATH
Q:374-6 40 ,H:6 1-

147
8 2.0 2%ID E:2e -39 Transcrip tio n facto r TCP13 PF0 36 34.10 ^TCP^TCP family transcrip tio n facto r^6 0 -18 0 ^E:1.8 e -30 0 ,10 7 0 ,574 0 ,0 0 8 0 ,8 9 4 0 1,40 8 0 ,0 26 0 ,8 8 9 0 ,49 6 -0 ,255 TCP13_ARATH Transcrip tio n facto r TCP13 (Plastid  transcrip tio n facto r 1) (TFPD)

TCP13 PTF1 At3g 0 2150  F14P3.20

F1C9 .6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; DNA-b ind ing ; De ve lo p me ntal p ro te in;

Nucle us; Plastid ; Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR3420 19 _TR2750 0 _c1_g 2_i3_le n=1179 EF1A_TOBAC
Q:1113-

517,H:238 -436
9 7.9 9 %ID E:3e -135 Elo ng atio n facto r 1-alp ha

PF0 3144.22^GTP_EFTU_D2^Elo ng atio n facto r Tu d o main 2^7-50 ^E:2.2e -0 7`PF0 3143.14^GTP_EFTU_D3^Elo ng atio n

facto r Tu C-te rminal d o main^59 -16 6 ^E:5.5e -39
0 ,0 0 3 -0 ,8 9 3 0 -1,413 0 0 ,9 6 7 0 ,576 0 ,17 0 -2,412 EF1A_TOBAC Elo ng atio n facto r 1-alp ha (EF-1-alp ha) (Vitro ne ctin-like  ad he sio n p ro te in 1) (PVN1)

Nico tiana tab acum (Co mmo n

to b acco )

Cyto p lasm; Elo ng atio n facto r; GTP-b ind ing ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Pro te in

b io synthe sis

SRR3420 19 _TR29 28 3_c0 _g 1_i1_le n=324 NA NA NA NA NA . 0 ,8 31 -0 ,0 9 7 0 ,9 39 -0 ,0 28 0 2,22 1 0 ,0 9 9 0 ,0 6 6 -0 ,6 6 3 . . . . . .

SRR3420 19 _TR30 8 15_c0 _g 1_i1_le n=1278 NA NA NA NA NA . 0 ,0 73 1,9 6 8 1 0 ,9 9 9 0 3,6 13 0 ,0 25 2,747 0 ,6 9 2 1,0 34 . . . . . .

SRR3420 19 _TR39 20 8 _c0 _g 1_i3_le n=1250 C72A1_CATRO
Q:9 1-76 8 ,H:253-

470
53.9 8 %ID E:3e -8 1 Se co lo g anin synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^6 -20 6 ^E:1.2e -38 0 ,0 26 0 ,9 32 0 ,0 0 1 1,338 0 1,6 5 0 ,26 8 0 ,56 0 ,79 3 -0 ,19 1 C72A1_CATRO Se co lo g anin synthase  (SLS) (EC 1.3.3.9 ) (CYPLXXII) (Cyto chro me  P450  72A1) CYP72A1 CYP72 P450 CR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; se co lo g anin b io synthe sis.

Alkalo id  me tab o lism; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP;

Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix; Vacuo le

SRR3420 22_TR253_c0 _g 4_i4_le n=2723 PLT5_ARATH
Q:1152-

26 57,H:21-525
6 8 .18 %ID E:0 Po lyo l transp o rte r 5

PF0 0 0 8 3.21^Sug ar_tr^Sug ar (and  o the r) transp o rte r^118 -576 ^E:3.8 e -10 9 `PF0 76 9 0 .13^MFS_1^Majo r Facil itato r

Sup e rfamily^124-519 ^E:3.5e -28
0 ,278 0 ,76 9 0 ,0 0 1 2,179 0 1,319 0 ,0 0 2 1,144 0 ,147 -0 ,9 71 PLT5_ARATH

Po lyo l transp o rte r 5 (Pro te in POLYOL TRANSPORTER 5) (AtPLT5) (Sug ar-p ro to n symp o rte r

PLT5)
PLT5 At3g 18 8 30  MVE11.10  MVE11.22

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Sug ar transp o rt;

Symp o rt; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 22_TR735_c0 _g 4_i4_le n=120 2 TET3_ARATH
Q:228 -9 47,H:46 -

28 5
6 9 .17%ID E:9 e -10 9 Te trasp anin-3 PF0 0 335.17^Te trasp annin^Te trasp anin family^1-20 2^E:4.9 e -19 0 ,2 0 ,6 72 0 ,20 6 0 ,748 0 2,39 0 ,0 16 1,532 1 -0 ,0 23 TET3_ARATH Te trasp anin-3 TET3 At3g 456 0 0  F9 K21.18

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; G lyco p ro te in; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix

SRR3420 22_TR4752_c0 _g 1_i2_le n=6 8 8 SGT1B_ARATH
Q:6 42-

20 5,H:213-358
73.29 %ID E:2e -6 1

Pro te in SGT1 ho mo lo g  B

{ECO:0 0 0 0 250 |UniPro tKB:Q0 8 446 }
PF0 49 6 9 .13^CS^CS d o main^15-39 ^E:0 .0 32`PF0 50 0 2.12^SGS^SGS d o main^79 -159 ^E:8 .1e -38 0 ,79 3 0 ,19 7 0 ,315 -0 ,358 0 1,70 7 0 ,48 9 0 ,415 0 ,254 -4,76 8 SGT1B_ARATH

Pro te in SGT1 ho mo lo g  B (AtSGT1b ) (Pro te in ENHANCED DOWNY MILDEW 1) (Pro te in

ENHANCER OF TIR1-1 AUXIN RESISTANCE 3) (Sup p re sso r o f G2 alle le  o f SKP1 ho mo lo g  B)

SGT1B EDM1 ETA3 RPR1 At4g 1126 0

F8 L21.50

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; Immunity; Innate  immunity; Nucle us; Plant d e fe nse ; Re fe re nce

p ro te o me ; Re p e at; TPR re p e at; Ub l co njug atio n p athway

SRR3420 22_TR6 416 _c1_g 3_i1_le n=9 54 DIR1_ARATH
Q:78 8 -36 0 ,H:37-

18 2
55.41%ID E:4e -49 Dirig e nt p ro te in 1 PF0 30 18 .11^Dirig e nt^Dirig e nt-l ike  p ro te in^49 -18 7^E:4.7e -49 0 ,9 0 5 -0 ,0 48 0 ,0 0 1 -1,40 5 0 1,377 0 ,50 7 -0 ,377 0 ,127 0 ,48 5 DIR1_ARATH Dirig e nt p ro te in 1 (AtDIR1) DIR1 At5g 42510  MDH9 .21

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Ap o p last; Co mp le te  p ro te o me ; G lyco p ro te in; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 22_TR6 6 35_c2_g 3_i2_le n=1531 COPE1_ARATH
Q:332-1153,H:1-

274
8 2.12%ID E:4e -171 Co ato me r sub unit e p silo n-1 PF0 4733.11^Co ato me r_E^Co ato me r e p silo n sub unit^7-29 1^E:5.3e -136 0 ,129 -5,13 0 ,0 0 1 -3,78 7 0 ,0 0 1 6 ,6 34 1 0 1 0 COPE1_ARATH Co ato me r sub unit e p silo n-1 (Ep silo n-co at p ro te in 1) (Ep silo n-COP 1) At1g 30 6 30  T5I8 .8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; Cyto p lasmic ve sic le ; ER-Go lg i transp o rt; Go lg i ap p aratus;

Me mb rane ; Pro te in transp o rt; Re fe re nce  p ro te o me ; Transp o rt

SRR3420 22_TR6 8 70 _c0 _g 16 _i2_le n=2343 NPC1_ARATH
Q:16 51-

16 7,H:32-524
8 1.21%ID E:0 No n-sp e cific  p ho sp ho lip ase  C1 PF0 418 5.11^Pho sp ho e ste rase ^Pho sp ho e ste rase  family^42-40 2^E:4.9 e -10 6 0 ,244 0 ,441 0 ,36 3 0 ,352 0 1,753 0 ,0 0 4 1,0 56 0 ,0 32 0 ,8 13 NPC1_ARATH No n-sp e cific  p ho sp ho lip ase  C1 (EC 3.1.-.-) NPC1 At1g 0 7230  F10 K1.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Hyd ro lase ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 22_TR8 332_c0 _g 1_i1_le n=751 Y48 44_ARATH
Q:120 -49 4,H:17-

142
6 8 .25%ID E:4e -53 Uncharacte rize d  p ro te in At4g 28 440 . 0 ,749 -0 ,149 0 ,79 -0 ,131 0 2,48 6 0 ,0 15 1,8 9 9 0 ,356 -0 ,372 Y48 44_ARATH Uncharacte rize d  p ro te in At4g 28 440 At4g 28 440  F20 O9 .120

Arab id o p sis thaliana (Mo use -e ar

cre ss)
3D-structure ; Ace tylatio n; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 22_TR8 8 8 0 _c0 _g 1_i2_le n=70 9 NA NA NA NA NA
PF0 0 50 5.16 ^HMG_b o x^HMG (hig h mo b ility g ro up ) b o x^2-54^E:1.9 e -13`PF0 9 0 11.7^HMG_b o x_2^HMG-b o x d o main^3-

54^E:3.4e -0 7
0 ,258 0 ,8 6 7 0 ,0 34 -0 ,8 56 0 7,0 44 1 0 0 ,528 -0 ,217 . . . . . .

SRR3420 22_TR9 79 7_c6 _g 3_i2_le n=139 1 14337_SOLLC
Q:110 6 -

36 9 ,H:8 -252
9 1.0 6 %ID E:2e -16 0 14-3-3 p ro te in 7 PF0 0 244.17^14-3-3^14-3-3 p ro te in^11-233^E:8 .5e -10 7 0 ,8 36 -0 ,0 6 0 ,6 59 0 ,128 0 0 ,9 6 6 0 ,0 0 3 0 ,8 25 1 -0 ,323 14337_SOLLC 14-3-3 p ro te in 7 TFT7

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 22_TR119 33_c0 _g 2_i1_le n=521 RPBAL_ARATH
Q:120 -326 ,H:1-

6 9
9 1.3%ID E:1e -40

DNA-d ire cte d  RNA p o lyme rase  sub unit 10 -like

p ro te in {ECO:0 0 0 0 30 3|Pub Me d :19 110 459 }
. 0 -1,46 5 1 0 ,0 2 0 1,34 0 ,0 0 3 1,0 32 0 ,559 -0 ,174 RPBAL_ARATH

DNA-d ire cte d  RNA p o lyme rase  sub unit 10 -like  p ro te in (ABC10 ) (DNA-d ire cte d  RNA p o lyme rase

III sub unit L) (DNA-d ire cte d  RNA p o lyme rase s I, II, and  III sub unit RPABC5) (RNA p o lyme rase s I,

II, and  III sub unit ABC5) (RPB10  ho mo lo g )

NRPB10 L At1g 6 170 0  T13M11.6
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-d ire cte d  RNA p o lyme rase ; Me tal-b ind ing ; Nucle us; Re fe re nce

p ro te o me ; Transcrip tio n; Zinc

SRR3420 22_TR12779 _c1_g 5_i1_le n=1741 GYAR_THEPD
Q:1124-

318 ,H:58 -316
31.54%ID E:9 e -33

Glyo xylate  re d uctase  {ECO:0 0 0 0 255|HAMAP-

Rule :MF_0 0 776 }

PF0 0 38 9 .27^2-Hacid _d h^D-iso me r sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , catalytic d o main^31-338 ^E:1.5e -

14`PF0 28 26 .16 ^2-Hacid _d h_C^D-iso me r sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , NAD b ind ing  d o main^125-311^E:4e -

45

0 ,38 -0 ,49 2 0 ,0 0 1 -1,5 0 ,0 0 1 2,0 1 0 ,0 0 1 1,9 8 8 0 ,57 -0 ,349 GYAR_THEPD Glyo xylate  re d uctase  (EC 1.1.1.26 ) g yaR Tp e n_0 8 23
The rmo filum p e nd e ns (strain Hrk

5)
Co mp le te  p ro te o me ; Cyto p lasm; NAD; Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR3420 22_TR139 8 7_c1_g 1_i1_le n=5352 AB9 C_ARATH
Q:4725-

58 3,H:70 -150 6
6 2.79 %ID E:0 ABC transp o rte r C family me mb e r 9

PF0 0 6 6 4.20 ^ABC_me mb rane ^ABC transp o rte r transme mb rane  re g io n^324-59 0 ^E:3.8 e -30 `PF0 0 0 0 5.24^ABC_tran^ABC

transp o rte r^6 56 -79 0 ^E:4.5e -19 `PF0 0 6 6 4.20 ^ABC_me mb rane ^ABC transp o rte r transme mb rane  re g io n^9 6 0 -

10 41^E:1.6 e -0 8 `PF0 0 0 0 5.24^ABC_tran^ABC transp o rte r^1217-136 5^E:1e -29

0 ,729 0 ,30 6 1 0 ,16 5 0 2,174 0 ,0 0 3 1,8 0 8 1 -0 ,15 AB9 C_ARATH

ABC transp o rte r C family me mb e r 9  (ABC transp o rte r ABCC.9 ) (AtABCC9 ) (EC 3.6 .3.44) (ATP-

e ne rg ize d  g lutathio ne  S-co njug ate  p ump  9 ) (G lutathio ne  S-co njug ate -transp o rting  ATPase  9 )

(Multid rug  re sistance -asso ciate d  p ro te in 9 )

ABCC9  MRP9  At3g 6 0 16 0  T2O9 .140
Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Hyd ro lase ; Me mb rane ; Nucle o tid e -b ind ing ; Re fe re nce

p ro te o me ; Re p e at; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 22_TR1549 1_c0 _g 1_i3_le n=8 13 NA NA NA NA NA . 0 ,0 15 1,8 42 0 ,0 0 3 2,8 47 0 4,20 5 0 ,0 0 8 3,6 0 3 0 ,6 9 2 1,0 8 9 . . . . . .

SRR3420 22_TR19 39 9 _c0 _g 1_i2_le n=1771 PCP_MOUSE
Q:126 6 -

36 7,H:18 1-49 0
37.34%ID E:1e -6 2 Lyso so mal Pro -X carb o xyp e p tid ase PF0 5577.9 ^Pe p tid ase _S28 ^Se rine  carb o xyp e p tid ase  S28 ^34-16 9 ^E:6 .7e -19 0 ,0 76 0 ,70 9 0 ,6 4 0 ,154 0 1,8 0 1 0 ,0 22 0 ,8 41 0 ,278 -0 ,78 6 PCP_MOUSE

Lyso so mal Pro -X carb o xyp e p tid ase  (EC 3.4.16 .2) (Pro line  carb o xyp e p tid ase )

(Pro lylcarb o xyp e p tid ase ) (PRCP)
Prcp Mus musculus (Mo use )

Alte rnative  sp lic ing ; Carb o xyp e p tid ase ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in;

Hyd ro lase ; Lyso so me ; Pro te ase ; Re fe re nce  p ro te o me ; Sig nal; Zymo g e n

SRR3420 22_TR19 9 23_c4_g 11_i3_le n=1420 IDHC_SOLTU
Q:8 9 -

129 1,H:10 -411
9 0 .8 %ID E:0 Iso citrate  d e hyd ro g e nase  [NADP] PF0 0 18 0 .17^Iso _d h^Iso citrate /iso p ro p ylmalate  d e hyd ro g e nase ^6 -39 2^E:8 .8 e -9 0 0 ,443 -0 ,231 0 ,0 36 0 ,59 1 0 3,0 1 0 ,0 1 2,179 0 ,39 0 ,215 IDHC_SOLTU

Iso citrate  d e hyd ro g e nase  [NADP] (IDH) (EC 1.1.1.42) (IDP) (NADP(+)-sp e cific  ICDH)

(Oxalo succinate  d e carb o xylase )
ICDH-1 So lanum tub e ro sum (Po tato )

Co mp le te  p ro te o me ; Cyto p lasm; G lyo xylate  b yp ass; Mag ne sium; Mang ane se ; Me tal-b ind ing ;

NADP; Oxid o re d uctase ; Re fe re nce  p ro te o me ; Tricarb o xylic acid  cycle

SRR3420 22_TR20 50 7_c0 _g 2_i1_le n=558 SODC2_ORYSJ
Q:8 3-50 8 ,H:1-

152
8 0 .26 %ID E:2e -8 2 Sup e ro xid e  d ismutase  [Cu-Zn] 2 PF0 0 0 8 0 .17^So d _Cu^Co p p e r/z inc sup e ro xid e  d ismutase  (SODC)^14-138 ^E:4.2e -41 0 ,6 35 0 ,36 0 ,8 7 0 ,16 9 0 1,8 23 0 ,0 0 2 1,40 3 0 ,6 43 0 ,43 SODC2_ORYSJ Sup e ro xid e  d ismutase  [Cu-Zn] 2 (EC 1.15.1.1)

SODCC2 SODCC.2 Os0 7g 0 6 6 520 0

LOC_Os0 7g 46 9 9 0  OJ1343_D0 4.132

P0 450 A0 4.10 3

Oryza sativa sub sp . jap o nica

(Rice )

Antio xid ant; Co mp le te  p ro te o me ; Co p p e r; Cyto p lasm; Dire ct p ro te in se q ue ncing ; Disulfid e

b o nd ; Me tal-b ind ing ; Oxid o re d uctase ; Re fe re nce  p ro te o me ; Zinc

SRR3420 22_TR20 58 4_c2_g 3_i1_le n=229 6 CALR3_ARATH
Q:146 3-

8 76 ,H:29 -224
8 2.14%ID E:1e -155 Calre ticulin-3 PF0 0 26 2.15^Calre ticulin^Calre ticulin family^30 -222^E:4.9 e -38 0 ,8 24 -0 ,0 9 0 ,55 0 ,18 0 ,0 0 1 1,33 0 ,0 36 0 ,8 74 0 ,10 1 -0 ,6 4 CALR3_ARATH Calre ticulin-3 (Pro te in PRIORITY IN SWEET LIFE 1) CRT3 At1g 0 8 450  T27G7.13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Calc ium; Chap e ro ne ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; End o p lasmic

re ticulum; G lyco p ro te in; Le ctin; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Re p e at; Sig nal; Zinc

SRR3420 22_TR20 9 59 _c3_g 3_i7_le n=130 0 SDC1_ARATH
Q:1222-

18 2,H:10 9 -453
6 3.11%ID E:1e -16 4 Se rine  d e carb o xylase PF0 0 28 2.16 ^Pyrid o xal_d e C^Pyrid o xal-d e p e nd e nt d e carb o xylase  co nse rve d  d o main^57-29 1^E:1.6 e -23 1 0 ,0 24 1 -0 ,18 0 7,139 1 0 0 ,452 0 ,6 11 SDC1_ARATH

Se rine  d e carb o xylase  (AtSDC) (EC 4.1.1.-) (Pro te in EMBRYO DEFECTIVE 10 75) (Se rine

d e carb o xylase  1) (AtSDC1)
SDC EMB10 75 SDC1 At1g 43710  F2J6 .7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; De carb o xylase ; Lyase ; Pyrid o xal p ho sp hate ; Re fe re nce

p ro te o me

SRR3420 22_TR21139 _c0 _g 3_i2_le n=236 1 SLK2_ARATH
Q:119 -

9 19 ,H:28 5-551
79 .0 3%ID E:8 e -150 Pro b ab le  transcrip tio nal re g ulato r SLK2 PF0 18 0 3.13^LIM_b ind ^LIM-d o main b ind ing  p ro te in^50 -30 6 ^E:1.2e -58 0 ,0 74 0 ,9 9 0 ,19 6 0 ,79 2 0 1,737 0 ,0 14 1,10 1 0 ,377 0 ,6 42 SLK2_ARATH Pro b ab le  transcrip tio nal re g ulato r SLK2 (AtSLK2) (Pro te in SEUSS-like  2) SLK2 At5g 6 20 9 0  MTG10 .12

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; De ve lo p me ntal p ro te in; Diffe re ntiatio n; Flo we ring ; Nucle us; Re fe re nce

p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR3420 22_TR21139 _c0 _g 3_i3_le n=210 3 SLK2_ARATH
Q:731-

10 27,H:49 8 -59 3
6 3.6 4%ID E:1e -32 Pro b ab le  transcrip tio nal re g ulato r SLK2 . 0 ,59 3 0 ,78 4 0 ,28 6 0 ,8 49 0 1,9 21 0 ,0 31 1,3 0 ,352 -0 ,8 58 SLK2_ARATH Pro b ab le  transcrip tio nal re g ulato r SLK2 (AtSLK2) (Pro te in SEUSS-like  2) SLK2 At5g 6 20 9 0  MTG10 .12

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; De ve lo p me ntal p ro te in; Diffe re ntiatio n; Flo we ring ; Nucle us; Re fe re nce

p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR3420 22_TR249 9 3_c0 _g 1_i1_le n=1259 APX2_ARATH
Q:18 4-9 27,H:4-

251
8 5.8 9 %ID E:6 e -144 L-asco rb ate  p e ro xid ase  2, cyto so lic PF0 0 141.20 ^p e ro xid ase ^Pe ro xid ase ^25-226 ^E:1.3e -45 0 ,0 75 0 ,8 32 0 ,0 58 1,0 0 8 0 2,0 6 8 0 ,0 0 1 1,0 1 1 -0 ,18 2 APX2_ARATH

L-asco rb ate  p e ro xid ase  2, cyto so lic (EC 1.11.1.11) (L-asco rb ate  p e ro xid ase  1b ) (APX1b )

(AtAPx0 2)
APX2 APX1B At3g 0 9 6 40  F11F8 _23

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Calcium; Co mp le te  p ro te o me ; Cyto p lasm; He me ; Hyd ro g e n p e ro xid e ; Iro n; Me tal-b ind ing ;

Oxid o re d uctase ; Pe ro xid ase ; Po tassium; Re fe re nce  p ro te o me

SRR3420 22_TR256 52_c0 _g 1_i1_le n=6 0 7 NA NA NA NA NA . 0 ,9 15 0 ,0 39 0 ,8 8 2 0 ,0 41 0 1,38 2 0 ,0 11 0 ,9 6 4 0 ,373 0 ,326 . . . . . .

SRR3420 22_TR26 335_c1_g 2_i1_le n=178 5 KIRO_ACTDE
Q:1732-

128 3,H:1-150
6 4.6 7%ID E:7e -59 Kiro la {ECO:0 0 0 0 30 3|Pub Me d :2130 9 79 0 } PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^19 -16 6 ^E:1.1e -44 0 ,16 7 0 ,39 7 0 ,78 6 0 ,0 9 7 0 1,18 3 0 ,18 9 0 ,459 0 ,0 43 0 ,6 9 2 KIRO_ACTDE Kiro la (alle rg e n Act d  11) Actinid ia d e lic io sa (Kiwi) 3D-structure ; Ace tylatio n; Alle rg e n; Dire ct p ro te in se q ue ncing ; Po lymo rp hism

SRR3420 22_TR26 8 8 1_c0 _g 1_i1_le n=8 51 XTH28 _ARATH
Q:711-

20 2,H:139 -30 8
6 4.12%ID E:5e -79

Pro b ab le  xylo g lucan

e nd o transg luco sylase /hyd ro lase  p ro te in 28

PF0 0 722.18 ^Glyco _hyd ro _16 ^Glyco syl hyd ro lase s family 16 ^3-34^E:1.1e -0 5`PF0 6 9 55.9 ^XET_C^Xylo g lucan e nd o -

transg lyco sylase  (XET) C-te rminus^73-10 9 ^E:7e -14
0 ,19 5 1,18 3 0 ,59 7 0 ,421 0 1,8 33 0 ,0 2 1,338 1 -1,175 XTH28 _ARATH

Pro b ab le  xylo g lucan e nd o transg luco sylase /hyd ro lase  p ro te in 28  (At-XTH28 ) (XTH-28 ) (EC

2.4.1.20 7)

XTH28  EXGT-A2 XTR2 At1g 14720

F10 B6 .12 F10 B6 .29

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ap o p last; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; Disulfid e  b o nd ;

Glyco p ro te in; G lyco sid ase ; Hyd ro lase ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal; Transfe rase

SRR3420 22_TR28 339 _c0 _g 1_i1_le n=8 38 PHF5B_ARATH
Q:18 4-477,H:1-

9 8
9 8 .9 8 %ID E:1e -6 2 PHD fing e r-like  d o main-co ntaining  p ro te in 5B PF0 36 6 0 .11^PHF5^PHF5-like  p ro te in^1-10 4^E:2.2e -50 0 ,9 41 0 ,0 48 0 ,0 8 1 0 ,6 6 6 0 1,40 9 0 ,0 0 2 1,24 0 ,331 0 ,358 PHF5B_ARATH PHD fing e r-like  d o main-co ntaining  p ro te in 5B At1g 0 7170  F10 K1.12

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 22_TR28 8 0 8 _c0 _g 2_i1_le n=746 IPRT1_CATRO
Q:41-520 ,H:1-

157
70 %ID E:2e -6 8

Pro b ab le  intrace llular p atho g e ne sis-re late d  p ro te in

T1
PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^5-157^E:1.4e -18 1 2,0 49 1 2,9 8 0 6 ,6 6 1 1 1,79 1 1 0 IPRT1_CATRO Pro b ab le  intrace llular p atho g e ne sis-re late d  p ro te in T1 PCKR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
Dire ct p ro te in se q ue ncing ; G lyco p ro te in; Patho g e ne sis-re late d  p ro te in; Plant d e fe nse

SRR3420 22_TR329 6 1_c0 _g 1_i1_le n=130 9 NA NA NA NA NA . 1 0 ,0 55 0 ,79 3 0 ,19 6 0 ,0 0 1 1,50 6 0 ,0 0 7 1,234 1 0 ,0 29 . . . . . .

SRR3420 22_TR336 10 _c0 _g 1_i2_le n=1726 C7D55_HYOMU
Q:158 6 -

16 5,H:26 -49 7
53.6 7%ID E:2e -158 Pre mnasp iro d ie ne  o xyg e nase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^54-50 5^E:7.2e -10 0 0 ,0 0 9 1,142 0 ,316 0 ,6 77 0 1,6 8 7 0 ,0 11 1,10 2 1 0 ,38 8 C7D55_HYOMU Pre mnasp iro d ie ne  o xyg e nase  (HPO) (EC 1.14.13.121) (Cyto chro me  P450  71D55) CYP71D55

Hyo scyamus muticus (Eg yp tian

he nb ane )

He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP; Oxid o re d uctase ;

Transme mb rane ; Transme mb rane  he lix

SRR3420 23_TR10 0 2_c0 _g 1_i2_le n=10 6 9 NA NA NA NA NA . 0 ,19 6 -0 ,76 7 0 ,29 8 -0 ,6 14 0 ,0 0 1 6 ,6 56 0 ,0 0 9 6 ,0 12 0 ,1 -0 ,75 . . . . . .

SRR3420 23_TR570 1_c4_g 3_i3_le n=2131 NA NA NA NA NA PF0 38 79 .11^Cg r1^Cg r1 family^73-177^E:6 .9 e -0 7 0 ,6 0 4 0 ,118 0 -0 ,8 6 5 0 ,0 0 1 1,26 2 0 ,0 44 0 ,8 32 0 ,548 -0 ,29 7 . . . . . .

SRR3420 23_TR120 49 _c0 _g 1_i1_le n=18 6 3 GLNA1_VITVI
Q:456 -

1478 ,H:16 -356
9 3.26 %ID E:0 Glutamine  synthe tase  cyto so lic iso zyme  1

PF0 39 51.16 ^Gln-synt_N^Glutamine  synthe tase , b e ta-Grasp  d o main^22-9 7^E:1.2e -12`PF0 0 120 .21^Gln-

synt_C^Glutamine  synthe tase , catalytic d o main^16 7-347^E:3.6 e -15
0 ,0 17 0 ,8 7 0 ,0 4 0 ,8 6 7 0 ,0 0 1 0 ,9 9 7 0 ,10 6 0 ,51 0 ,16 3 0 ,418 GLNA1_VITVI Glutamine  synthe tase  cyto so lic iso zyme  1 (EC 6 .3.1.2) (G lutamate --ammo nia lig ase ) GS1-1 GS1;1 Vitis vinife ra (Grap e ) ATP-b ind ing ; Cyto p lasm; Lig ase ; Nucle o tid e -b ind ing

SRR3420 23_TR1219 8 _c1_g 3_i7_le n=9 6 8 AMYB_SOYBN
Q:48 -

9 11,H:20 4-49 5
6 8 .49 %ID E:3e -143 Be ta-amylase PF0 1373.14^Glyco _hyd ro _14^Glyco syl hyd ro lase  family 14^1-132^E:8 .7e -23 0 ,0 0 9 0 ,578 0 ,6 9 8 0 ,0 9 3 0 1,38 0 ,46 3 0 ,18 9 1 0 ,718 AMYB_SOYBN Be ta-amylase  (EC 3.2.1.2) (1,4-alp ha-D-g lucan malto hyd ro lase ) BMY1

Glycine  max (So yb e an) (G lycine

hisp id a)

3D-structure ; Ace tylatio n; Carb o hyd rate  me tab o lism; Co mp le te  p ro te o me ; Dire ct p ro te in

se q ue ncing ; G lyco sid ase ; Hyd ro lase ; Po lysaccharid e  d e g rad atio n; Re fe re nce  p ro te o me

SRR3420 23_TR1228 7_c4_g 5_i2_le n=736 NLTP_HELAN
Q:736 -338 ,H:10 -

116
44.36 %ID E:3e -22 No n-sp e cific  l ip id -transfe r p ro te in PF0 0 234.19 ^Tryp _alp ha_amyl^Pro te ase  inhib ito r/se e d  sto rag e /LTP family^21-129 ^E:1.1e -0 8 0 ,0 6 4 0 ,49 0 ,0 22 0 ,6 23 0 2,0 75 0 ,0 32 0 ,749 0 ,8 56 0 ,111 NLTP_HELAN No n-sp e cific  l ip id -transfe r p ro te in (LTP) (NsLTP) (SDI-9 )

He lianthus annuus (Co mmo n

sunflo we r)
Disulfid e  b o nd ; Lip id -b ind ing ; Sig nal; Transp o rt

SRR3420 23_TR179 0 4_c3_g 4_i1_le n=10 9 3 CSPLF_POPTR
Q:79 6 -326 ,H:34-

18 7
41.4%ID E:3e -31 CASP-like  p ro te in 1F3 PF0 4535.9 ^DUF58 8 ^Do main o f unkno wn functio n (DUF58 8 )^16 -16 1^E:1.8 e -22 1 0 1 0 0 7,8 6 8 1 0 1 0 CSPLF_POPTR CASP-like  p ro te in 1F3 (PtCASPL1F3) POPTRDRAFT_75278 6

Po p ulus tricho carp a (We ste rn

b alsam p o p lar) (Po p ulus

b alsamife ra sub sp . tricho carp a)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix

SRR3420 23_TR20 0 15_c0 _g 3_i1_le n=559 NA NA NA NA NA . 0 ,0 0 5 1,226 0 ,39 2 0 ,335 0 1,20 4 0 ,0 6 3 0 ,6 8 9 1 -1,9 48 . . . . . .

SRR3420 23_TR248 0 5_c2_g 5_i3_le n=238 4 GLGB_SOLTU
Q:19 19 -

336 ,H:247-76 8
8 5.23%ID E:0 1,4-alp ha-g lucan-b ranching  e nzyme

PF0 0 128 .21^Alp ha-amylase ^Alp ha amylase , catalytic d o main^9 3-19 1^E:8 .6 e -11`PF0 28 0 6 .15^Alp ha-amylase _C^Alp ha

amylase , C-te rminal all-b e ta d o main^46 3-56 4^E:1.5e -24
0 ,371 0 ,36 9 0 ,6 79 0 ,231 0 1,78 0 ,0 34 1,10 6 0 ,40 2 0 ,78 GLGB_SOLTU 1,4-alp ha-g lucan-b ranching  e nzyme  (EC 2.4.1.18 ) (Q-e nzyme ) (Starch-b ranching  e nzyme ) SBE1 SBE So lanum tub e ro sum (Po tato ) PATHWAY: G lycan b io synthe sis; starch b io synthe sis.

Amylo p last; Chlo ro p last; Co mp le te  p ro te o me ; G lyco syltransfe rase ; Plastid ; Re fe re nce

p ro te o me ; Starch b io synthe sis; Transfe rase

SRR3420 23_TR26 19 1_c0 _g 1_i2_le n=128 3 PPCE_MOUSE
Q:128 2-

578 ,H:48 2-70 9
6 2.9 8 %ID E:2e -10 2 Pro lyl e nd o p e p tid ase PF0 0 326 .18 ^Pe p tid ase _S9 ^Pro lyl o lig o p e p tid ase  family^2-231^E:2.6 e -6 7 0 ,173 0 ,6 74 0 ,0 55 0 ,738 0 ,0 0 1 1,38 9 0 ,0 0 1 1,353 0 ,258 0 ,9 23 PPCE_MOUSE Pro lyl e nd o p e p tid ase  (PE) (EC 3.4.21.26 ) (Po st-p ro line  c le aving  e nzyme ) Pre p  Pe p Mus musculus (Mo use )

Ace tylatio n; Co mp le te  p ro te o me ; Cyto p lasm; Hyd ro lase ; Pro te ase ; Re fe re nce  p ro te o me ;

Se rine  p ro te ase

SRR3420 23_TR26 6 0 8 _c0 _g 1_i1_le n=78 3 PRB1_TOBAC
Q:54-524,H:4-

159
6 2.6 6 %ID E:9 e -6 1 Basic fo rm o f p atho g e ne sis-re late d  p ro te in 1 PF0 0 18 8 .23^CAP^Cyste ine -rich se cre to ry p ro te in family^44-16 2^E:5.1e -22 1 3,255 1 1,46 7 0 6 ,232 0 ,129 4,139 1 1,445 PRB1_TOBAC Basic fo rm o f p atho g e ne sis-re late d  p ro te in 1 (PRP 1)

Nico tiana tab acum (Co mmo n

to b acco )

Disulfid e  b o nd ; Patho g e ne sis-re late d  p ro te in; Plant d e fe nse ; Pyrro lid o ne  carb o xylic acid ;

Sig nal

SRR3420 23_TR28 516 _c2_g 2_i5_le n=759 KIRO_ACTDE
Q:272-70 9 ,H:3-

148
46 .58 %ID E:1e -33 Kiro la {ECO:0 0 0 0 30 3|Pub Me d :2130 9 79 0 } PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^5-141^E:5e -32 0 ,19 -0 ,356 0 ,0 0 9 1,0 4 0 1,50 5 0 ,0 79 0 ,58 3 1 0 ,474 KIRO_ACTDE Kiro la (alle rg e n Act d  11) Actinid ia d e lic io sa (Kiwi) 3D-structure ; Ace tylatio n; Alle rg e n; Dire ct p ro te in se q ue ncing ; Po lymo rp hism

SRR3420 23_TR29 130 _c0 _g 1_i1_le n=9 25 NA NA NA NA NA PF0 0 6 43.21^zf-B_b o x^B-b o x zinc fing e r^35-74^E:6 .1e -0 6 1 0 ,39 2 0 ,50 2 2,8 78 0 1,524 0 ,516 0 ,236 1 -0 ,319 . . . . . .

SRR6 46 572_TR116 6 6 _c0 _g 1_i1_le n=724 EGC_CITJA
Q:9 7-477,H:1-

129
50 .77%ID E:1e -33 EG45-like  d o main co ntaining  p ro te in PF0 3330 .15^DPBB_1^Lytic transg lyco lase ^50 -126 ^E:2.5e -15 1 3,10 8 1 1,79 5 0 6 ,9 56 1 3,7 1 0 ,8 76 EGC_CITJA

EG45-like  d o main co ntaining  p ro te in (Blig ht-asso ciate d  p ro te in p 12) (Plant natriure tic p e p tid e )

(PNP)
CjBAp 12 Citrus jamb hiri (Ro ug h le mo n) Dire ct p ro te in se q ue ncing ; Se cre te d ; Sig nal

SRR6 46 59 6 _TR30 41_c0 _g 1_i8 _le n=737 PSB6 _ARATH
Q:16 3-

46 8 ,H:137-233
74.51%ID E:2e -45 Pro te aso me  sub unit b e ta typ e -6 . 0 ,9 13 -0 ,0 48 0 ,76 2 -0 ,10 4 0 1,258 0 ,0 18 0 ,8 35 0 ,552 -0 ,156 PSB6 _ARATH

Pro te aso me  sub unit b e ta typ e -6  (EC 3.4.25.1) (20 S p ro te aso me  b e ta sub unit A-1) (Pro te aso me

co mp o ne nt D) (Pro te aso me  sub unit b e ta typ e -1)
PBA1 PRCD At4g 3130 0  F8 F16 .120

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Hyd ro lase ; Nucle us; Pro te ase ;

Pro te aso me ; Re fe re nce  p ro te o me ; Thre o nine  p ro te ase ; Zymo g e n

SRR6 46 59 6 _TR70 23_c0 _g 1_i1_le n=576 NA NA NA NA NA . 0 ,0 0 3 2,10 9 0 ,0 0 3 2,6 1 0 2,8 8 9 0 ,0 16 2,138 0 ,0 8 3 0 ,78 2 . . . . . .

SRR6 46 59 6 _TR126 6 0 _c0 _g 1_i3_le n=750 PIN4_BOVIN
Q:49 8 -18 7,H:33-

131
49 .0 9 %ID E:2e -23

Pe p tid yl-p ro lyl c is-trans iso me rase  NIMA-inte racting

4

PF136 16 .3^Ro tamase _3^PPIC-typ e  PPIASE d o main^46 -138 ^E:4.4e -19 `PF0 0 6 39 .18 ^Ro tamase ^PPIC-typ e  PPIASE

d o main^50 -139 ^E:6 .4e -18
0 ,78 0 ,0 9 1 0 ,57 0 ,174 0 ,0 0 1 1,0 17 0 ,0 0 8 0 ,8 23 0 ,0 0 8 0 ,9 0 7 PIN4_BOVIN

Pe p tid yl-p ro lyl c is-trans iso me rase  NIMA-inte racting  4 (EC 5.2.1.8 ) (Parvulin-14) (Par14) (Pe p tid yl-

p ro lyl c is-trans iso me rase  Pin4) (PPIase  Pin4) (Ro tamase  Pin4)
PIN4 Bo s taurus (Bo vine )

Co mp le te  p ro te o me ; Cyto p lasm; Cyto ske le to n; DNA-b ind ing ; Iso me rase ; Nucle us;

Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Ro tamase

SRR6 46 59 6 _TR1378 1_c0 _g 1_i1_le n=1344 Y8 359 _ORYSI
Q:1246 -9 47,H:1-

10 0
6 8 %ID E:4e -33 Uncharacte rize d  p ro te in OsI_0 279 40 PF0 49 6 9 .13^CS^CS d o main^6 -8 1^E:4.6 e -0 9 0 ,0 78 -0 ,428 0 ,0 53 0 ,479 0 1,0 38 0 ,0 16 0 ,6 9 1 0 ,0 72 Y8 359 _ORYSI Uncharacte rize d  p ro te in OsI_0 279 40 OsI_0 279 40  OsI_28 9 51 Oryza sativa sub sp . ind ica (Rice ) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR6 46 59 6 _TR140 59 _c0 _g 1_i1_le n=38 5 NA NA NA NA NA . 0 ,339 -0 ,29 8 0 ,323 -0 ,29 3 0 ,0 0 1 1,0 9 2 0 ,0 0 2 0 ,9 8 6 0 ,0 54 -0 ,6 27 . . . . . .

SRR6 46 59 6 _TR16 8 9 6 _c1_g 3_i1_le n=1134 PIP1_SOLLC
Q:42-8 8 1,H:1-

28 0
8 5.36 %ID E:7e -176 Pro b ab le  aq uap o rin PIP-typ e  p TOM75 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^58 -28 6 ^E:4.6 e -8 3 1 -0 ,0 59 0 ,754 -0 ,19 2 0 1,38 6 0 ,0 22 0 ,8 51 0 ,133 -0 ,355 PIP1_SOLLC Pro b ab le  aq uap o rin PIP-typ e  p TOM75 (Rip e ning -asso ciate d  me mb rane  p ro te in) (RAMP)

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Stre ss

re sp o nse ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 46 59 6 _TR19 537_c0 _g 1_i5_le n=2111 IDHC_SOLTU
Q:18 42-6 13,H:1-

411
9 1.48 %ID E:0 Iso citrate  d e hyd ro g e nase  [NADP] PF0 0 18 0 .17^Iso _d h^Iso citrate /iso p ro p ylmalate  d e hyd ro g e nase ^7-40 2^E:4.7e -9 2 0 ,49 3 0 ,173 0 ,0 0 5 0 ,6 9 6 0 2,19 8 0 ,0 29 1,29 4 0 ,9 32 0 ,0 36 IDHC_SOLTU

Iso citrate  d e hyd ro g e nase  [NADP] (IDH) (EC 1.1.1.42) (IDP) (NADP(+)-sp e cific  ICDH)

(Oxalo succinate  d e carb o xylase )
ICDH-1 So lanum tub e ro sum (Po tato )

Co mp le te  p ro te o me ; Cyto p lasm; G lyo xylate  b yp ass; Mag ne sium; Mang ane se ; Me tal-b ind ing ;

NADP; Oxid o re d uctase ; Re fe re nce  p ro te o me ; Tricarb o xylic acid  cycle

SRR6 46 59 6 _TR326 0 8 _c0 _g 2_i1_le n=1141 CATB_PONAB
Q:10 53-

157,H:28 -334
46 .56 %ID E:4e -75 Cathe p sin B

PF0 8 127.10 ^Pro p e p tid e _C1^Pe p tid ase  family C1 p ro p e p tid e ^4-43^E:2.7e -0 9 `PF0 0 112.20 ^Pe p tid ase _C1^Pap ain

family cyste ine  p ro te ase ^6 3-29 7^E:1.9 e -6 4
0 ,34 0 ,473 0 ,0 38 -0 ,6 9 7 0 ,0 0 1 6 ,6 21 0 ,254 4,759 1 2,6 41 CATB_PONAB Cathe p sin B (EC 3.4.22.1) [Cle ave d  into : Cathe p sin B lig ht chain; Cathe p sin B he avy chain] CTSB

Po ng o  ab e lii (Sumatran

o rang utan) (Po ng o  p yg mae us

ab e lii)

Ace tylatio n; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ; Lyso so me ;

Pro te ase ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal; Thio l p ro te ase ; Zymo g e n

SRR6 46 6 0 4_TR1237_c0 _g 1_i1_le n=776 NA NA NA NA NA . 1 1,78 1 0 ,129 4,419 0 4,8 35 1 1,144 1 -1,759 . . . . . .

SRR6 46 6 0 4_TR5547_c0 _g 2_i6 _le n=16 9 7 S35F2_HUMAN
Q:422-

1318 ,H:38 -345
34.0 9 %ID E:2e -43 So lute  carrie r family 35 me mb e r F2

PF0 6 0 27.9 ^SLC35F^So lute  carrie r family 35^15-30 1^E:1.3e -9 0 `PF0 0 8 9 2.17^EamA^EamA-like  transp o rte r family^48 -

149 ^E:1.3e -0 6 `PF0 8 449 .8 ^UAA^UAA transp o rte r family^54-30 2^E:5.1e -10 `PF0 8 6 27.7^CRT-like ^CRT-like , chlo ro q uine -

re sistance  transp o rte r-l ike ^72-215^E:1.6 e -0 9 `PF0 0 8 9 2.17^EamA^EamA-like  transp o rte r family^16 5-30 0 ^E:4e -0 8

1 0 ,512 0 ,0 0 2 6 ,277 0 ,0 0 1 6 ,558 0 ,0 0 2 6 ,28 3 0 ,257 0 ,8 73 S35F2_HUMAN So lute  carrie r family 35 me mb e r F2 SLC35F2 Ho mo  sap ie ns (Human)
Ace tylatio n; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Me mb rane ; Pho sp ho p ro te in; Re fe re nce

p ro te o me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 46 6 0 4_TR8 0 57_c0 _g 1_i35_le n=50 58 LOX21_SOLTU
Q:115-20 9 4,H:1-

6 50
6 3.6 1%ID E:0 Lino le ate  13S-lip o xyg e nase  2-1, chlo ro p lastic PF0 1477.20 ^PLAT^PLAT/LH2 d o main^144-212^E:4e -0 7`PF0 0 30 5.16 ^Lip o xyg e nase ^Lip o xyg e nase ^225-6 59 ^E:1.7e -19 4 0 ,0 17 5,9 25 0 ,0 0 2 2,9 21 0 3,477 0 ,0 0 3 2,9 9 6 1 0 ,6 5 LOX21_SOLTU Lino le ate  13S-lip o xyg e nase  2-1, chlo ro p lastic (EC 1.13.11.12) (Lip o xyg e nase  2-1) LOX2.1 LOX-H1 So lanum tub e ro sum (Po tato )

PATHWAY: Lip id  me tab o lism; o xylip in b io synthe sis. {ECO:0 0 0 0 255|PROSITE-

Pro Rule :PRU0 0 726 }.

Chlo ro p last; Co mp le te  p ro te o me ; Dio xyg e nase ; Fatty acid  b io synthe sis; Fatty acid  me tab o lism;

Iro n; Lip id  b io synthe sis; Lip id  me tab o lism; Me tal-b ind ing ; Oxid o re d uctase ; Oxylip in

b io synthe sis; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

SRR6 46 6 0 4_TR16 19 5_c0 _g 1_i1_le n=6 24 PTR53_ARATH
Q:77-6 22,H:27-

20 8
6 2.6 4%ID E:2e -75 Pro te in NRT1/ PTR FAMILY 2.11 PF0 0 8 54.18 ^PTR2^POT family^8 9 -18 1^E:1.7e -10 1 2,70 5 0 ,0 34 5,6 6 8 0 ,0 0 1 4,30 9 0 ,0 14 3,6 71 1 0 PTR53_ARATH

Pro te in NRT1/ PTR FAMILY 2.11 (AtNPF2.11) (Nitrate  transp o rte r 1.10 ) (Pro te in GLUCOSINOLATE

TRANSPORTER-2)

NPF2.11 GTR2 NRT1.10  At5g 6 26 8 0

MRG21.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR6 46 6 0 4_TR16 50 8 _c0 _g 1_i1_le n=176 1 AVP_VIGRR
Q:245-

1336 ,H:40 3-76 6
9 8 .0 8 %ID E:0

Pyro p ho sp hate -e ne rg ize d  vacuo lar me mb rane

p ro to n p ump
PF0 30 30 .13^H_PPase ^Ino rg anic H+ p yro p ho sp hatase ^1-273^E:5e -130 0 ,578 -0 ,16 6 0 ,20 3 -0 ,322 0 2,119 0 ,376 0 ,421 0 -1,70 1 AVP_VIGRR

Pyro p ho sp hate -e ne rg ize d  vacuo lar me mb rane  p ro to n p ump  (EC 3.6 .1.1) (Pyro p ho sp hate -

e ne rg ize d  ino rg anic p yro p ho sp hatase ) (H(+)-PPase ) (Vacuo lar H(+)-p yro p ho sp hatase )

Vig na rad iata var. rad iata (Mung

b e an) (Phase o lus aure us)

3D-structure ; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; Hyd ro g e n io n transp o rt; Hyd ro lase ; Io n

transp o rt; Mag ne sium; Me mb rane ; Me tal-b ind ing ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt; Vacuo le

SRR6 46 6 0 4_TR29 352_c0 _g 1_i7_le n=20 9 5 ACCO3_PETHY
Q:19 19 -

159 6 ,H:4-111
8 1.48 %ID E:5e -56 1-amino cyclo p ro p ane -1-carb o xylate  o xid ase  3 PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^6 0 -149 ^E:1.1e -12 0 ,0 6 6 -5,28 3 1 0 0 6 ,9 6 5 1 0 0 ,129 -4,9 34 ACCO3_PETHY

1-amino cyclo p ro p ane -1-carb o xylate  o xid ase  3 (ACC o xid ase  3) (EC 1.14.17.4) (Ethyle ne -fo rming

e nzyme ) (EFE)
ACO3 Pe tunia hyb rid a (Pe tunia)

PATHWAY: Alke ne  b io synthe sis; e thyle ne  b io synthe sis via S-ad e no syl-L-me thio nine ;

e thyle ne  fro m S-ad e no syl-L-me thio nine : ste p  2/2.
Ethyle ne  b io synthe sis; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Vitamin C

SRR6 46 6 0 4_TR30 8 11_c0 _g 1_i1_le n=6 6 9 NA NA NA NA NA . 1 0 ,20 7 0 ,132 2,323 0 5,419 0 ,0 0 5 4,32 1 -0 ,0 37 . . . . . .

SRR6 46 6 0 4_TR38 18 5_c0 _g 1_i2_le n=1744 NAC72_ARATH
Q:40 0 -

9 6 3,H:6 2-241
6 8 .59 %ID E:6 e -9 6 NAC d o main-co ntaining  p ro te in 72 . 1 0 ,30 4 0 ,0 0 9 5,9 78 0 6 ,8 54 0 ,0 0 5 6 ,138 0 ,254 -4,8 46 NAC72_ARATH NAC d o main-co ntaining  p ro te in 72 (ANAC0 72) (Pro te in RESPONSIVE TO DESICCATION 26 ) NAC0 72 RD26  At4g 27410  F27G19 .10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR6 48 70 5_TR58 19 _c1_g 1_i1_le n=40 9 NA NA NA NA NA . 0 ,0 0 1 -6 ,6 57 0 ,28 3 0 ,6 3 0 ,0 0 1 2,9 6 9 0 ,0 6 6 2,0 9 0 ,6 9 2 -1,0 0 4 . . . . . .

SRR6 48 70 5_TR1556 4_c0 _g 1_i2_le n=20 40 APA1_ARATH
Q:176 7-271,H:5-

50 5
6 4.6 1%ID E:0 Asp artic p ro te inase  A1

PF0 0 0 26 .20 ^Asp ^Eukaryo tic asp artyl p ro te ase ^78 -50 1^E:9 e -128 `PF14543.3^TAXi_N^Xylanase  inhib ito r N-te rminal^79 -

237^E:1.1e -13`PF0 348 9 .14^Sap B_2^Sap o sin-like  typ e  B, re g io n 2^313-345^E:1.2e -12`PF0 518 4.12^Sap B_1^Sap o sin-like

typ e  B, re g io n 1^375-411^E:2.3e -12

0 ,5 0 ,18 5 0 ,0 0 2 0 ,9 44 0 1,256 0 ,0 3 0 ,743 0 ,0 14 1,252 APA1_ARATH Asp artic p ro te inase  A1 (EC 3.4.23.-) APA1 PRA1 At1g 119 10  F12F1.24
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Asp artyl p ro te ase ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ; Pro te ase ;

Re fe re nce  p ro te o me ; Re p e at; Sig nal; Vacuo le ; Zymo g e n

SRR6 48 70 5_TR15715_c0 _g 1_i2_le n=16 9 3 WTR7_ARATH
Q:1532-56 4,H:4-

317
43.45%ID E:2e -75 WAT1-re late d  p ro te in At1g 436 50 PF0 0 8 9 2.17^EamA^EamA-like  transp o rte r family^19 5-333^E:1.2e -17 1 1,8 12 1 1,6 0 4,20 8 0 ,0 25 3,26 2 1 0 ,6 37 WTR7_ARATH WAT1-re late d  p ro te in At1g 436 50 At1g 436 50  F2J6 .1

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at;

Transme mb rane ; Transme mb rane  he lix



SRR6 48 70 5_TR18 48 8 _c0 _g 3_i1_le n=19 8 2 NA NA NA NA NA PF0 46 40 .11^PLATZ^PLATZ transcrip tio n facto r^48 -119 ^E:5.7e -30 0 ,6 9 2 1,272 0 ,0 0 8 2,8 39 0 2,6 46 0 ,0 0 2 2,474 1 3,0 44 . . . . . .

SRR6 48 70 5_TR19 29 9 _c0 _g 3_i2_le n=59 0 IF5A2_NICPL
Q:242-

415,H:10 2-159
8 9 .6 6 %ID E:1e -30 Eukaryo tic translatio n initiatio n facto r 5A-2 . 0 ,424 -0 ,20 9 0 ,70 7 0 ,0 9 3 0 1,232 0 ,0 54 0 ,6 29 0 ,0 8 8 -0 ,45 IF5A2_NICPL Eukaryo tic translatio n initiatio n facto r 5A-2 (e IF-5A-2) (e IF-4D) EIF-5A2

Nico tiana p lumb ag inifo lia

(Le ad wo rt-le ave d  to b acco ) (Te x-

Me x to b acco )

Hyp usine ; Initiatio n facto r; Pro te in b io synthe sis

SRR6 48 70 5_TR2429 8 _c0 _g 2_i1_le n=19 8 0 ORYA_ORYSJ
Q:1735-

449 ,H:32-448
46 .0 6 %ID E:1e -114 Oryzain alp ha chain

PF0 0 112.20 ^Pe p tid ase _C1^Pap ain family cyste ine  p ro te ase ^6 2-277^E:2.2e -78 `PF0 0 39 6 .15^Granulin^Granulin^319 -

36 5^E:1.7e -10
0 ,0 27 0 ,8 0 3 0 ,6 31 -0 ,20 4 0 1,76 4 0 ,0 53 0 ,9 0 4 0 ,319 0 ,9 18 ORYA_ORYSJ Oryzain alp ha chain (EC 3.4.22.-)

Os0 4g 0 6 50 0 0 0  LOC_Os0 4g 556 50

H0 212B0 2.7 OSJNBb 0 0 59 K0 2.8

Oryza sativa sub sp . jap o nica

(Rice )

Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ;

Pro te ase ; Re fe re nce  p ro te o me ; Sig nal; Thio l p ro te ase ; Zymo g e n

SRR6 48 70 5_TR270 0 3_c0 _g 1_i1_le n=18 17 NA NA NA NA NA PF0 56 78 .11^VQ^VQ mo tif^157-18 4^E:5.2e -11 0 ,29 9 1,6 6 1 0 ,0 0 3 3,9 52 0 2,8 9 0 ,0 17 2,16 1 -0 ,0 13 . . . . . .

SRR6 48 70 5_TR3450 6 _c0 _g 2_i2_le n=1540 RBG3_ARATH
Q:1350 -

9 9 1,H:1-120
6 8 .33%ID E:6 e -50 Glycine -rich RNA-b ind ing  p ro te in 3, mito cho nd rial

PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^42-112^E:2.2e -

23`PF138 9 3.3^RRM_5^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^58 -116 ^E:0 .0 31
0 ,0 13 -0 ,6 29 0 ,20 5 0 ,30 6 0 1,478 0 ,0 56 0 ,8 51 0 ,312 -0 ,327 RBG3_ARATH

Glycine -rich RNA-b ind ing  p ro te in 3, mito cho nd rial (AtGR-RBP3) (AtRBG3) (Mito cho nd rial RNA-

b ind ing  p ro te in 2a) (At-mRBP2a)

RBG3 GR-RBP3 MRBP2A At5g 6 10 30

MAF19 _30

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Mito cho nd rio n; RNA-b ind ing ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR6 48 70 5_TR35323_c0 _g 2_i1_le n=514 NA NA NA NA NA . 1 -3,6 6 0 -1,375 0 6 ,8 6 9 0 ,0 0 1 6 ,413 0 -2,50 1 . . . . . .

SRR6 48 70 5_TR38 8 8 9 _c0 _g 3_i1_le n=1558 P2C21_ARATH
Q:211-120 0 ,H:1-

332
73.8 %ID E:0 Pro b ab le  p ro te in p ho sp hatase  2C 21

PF0 0 48 1.18 ^PP2C^Pro te in p ho sp hatase  2C^23-10 2^E:1.2e -12`PF0 0 48 1.18 ^PP2C^Pro te in p ho sp hatase  2C^139 -

312^E:2.7e -6 1
0 ,9 17 0 ,10 2 0 ,9 18 -0 ,0 78 0 1,758 0 ,0 0 8 1,26 3 0 ,9 0 8 -0 ,0 9 9 P2C21_ARATH Pro b ab le  p ro te in p ho sp hatase  2C 21 (AtPP2C21) (EC 3.1.3.16 ) (AtPPC4;2) PPC4-2 At2g 250 70  F13D4.1 F27C12

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Hyd ro lase ; Mag ne sium; Mang ane se ; Me tal-b ind ing ; Pro te in p ho sp hatase ;

Re fe re nce  p ro te o me

SRR6 48 70 5_TR446 21_c0 _g 1_i1_le n=9 15 CCB12_ORYSJ
Q:747-40 6 ,H:1-

114
45.22%ID E:2e -22 Cyclin-B1-2 PF0 5348 .8 ^UMP1^Pro te aso me  maturatio n facto r UMP1^72-18 5^E:1.2e -29 1 -0 ,0 56 0 ,6 0 8 0 ,27 0 2,0 47 0 ,0 0 2 1,78 6 1 0 ,38 3 CCB12_ORYSJ Cyclin-B1-2 (G2/mito tic-sp e cific  cyclin-B1-2) (CycB1;2)

CYCB1-2 Os0 2g 0 8 0 130 0

LOC_Os0 2g 55720

Oryza sativa sub sp . jap o nica

(Rice )
Ce ll cycle ; Ce ll d ivis io n; Co mp le te  p ro te o me ; Cyclin; Re fe re nce  p ro te o me

SRR6 48 70 5_TR4510 5_c0 _g 1_i3_le n=16 16 FB330 _ARATH
Q:26 0 -

1270 ,H:19 -353
6 9 .14%ID E:3e -157 F-b o x p ro te in At3g 58 530

PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^118 -136 ^E:0 .0 0 78 `PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^170 -

18 8 ^E:1.6 `PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^270 -29 4^E:0 .0 0 8 7
0 ,6 2 -0 ,459 0 ,18 9 1,59 5 0 ,0 0 1 6 ,6 11 0 ,0 0 5 6 ,152 0 ,8 11 0 ,36 5 FB330 _ARATH F-b o x p ro te in At3g 58 530 At3g 58 530  F14P22.120

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR6 48 70 7_TR1542_c0 _g 1_i1_le n=8 0 4 PIR7A_ORYSJ
Q:38 -6 6 7,H:52-

26 2
35.9 8 %ID E:2e -41 Pro b ab le  e ste rase  PIR7A . 0 ,8 9 7 0 ,152 0 ,0 42 -0 ,9 36 0 2,157 0 ,0 0 1 1,9 33 0 ,518 -0 ,337 PIR7A_ORYSJ Pro b ab le  e ste rase  PIR7A (EC 3.1.-.-)

PIR7A Os0 1g 0 9 349 0 0

LOC_Os0 1g 70 8 6 0  P0 423A12.27

P0 49 2G0 9 .8

Oryza sativa sub sp . jap o nica

(Rice )
Co mp le te  p ro te o me ; Hyd ro lase ; Re fe re nce  p ro te o me ; Se rine  e ste rase

SRR6 48 70 7_TR10 326 _c0 _g 2_i2_le n=220 5 ORYA_ORYSJ
Q:177-

146 3,H:32-448
46 .0 6 %ID E:4e -114 Oryzain alp ha chain

PF0 8 246 .9 ^Inhib ito r_I29 ^Cathe p sin p ro p e p tid e  inhib ito r d o main (I29 )^49 -10 8 ^E:6 .5e -

12`PF0 0 112.20 ^Pe p tid ase _C1^Pap ain family cyste ine  p ro te ase ^142-357^E:3.4e -

78 `PF0 0 39 6 .15^Granulin^Granulin^39 9 -445^E:2.1e -10

0 ,39 6 0 ,242 0 ,278 0 ,357 0 1,232 0 ,0 26 0 ,7 0 ,0 0 7 0 ,70 7 ORYA_ORYSJ Oryzain alp ha chain (EC 3.4.22.-)
Os0 4g 0 6 50 0 0 0  LOC_Os0 4g 556 50

H0 212B0 2.7 OSJNBb 0 0 59 K0 2.8

Oryza sativa sub sp . jap o nica

(Rice )

Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ;

Pro te ase ; Re fe re nce  p ro te o me ; Sig nal; Thio l p ro te ase ; Zymo g e n

SRR6 48 70 7_TR1150 5_c0 _g 2_i1_le n=18 9 2 SCP19 _ARATH
Q:177-1577,H:3-

46 5
52.6 7%ID E:2e -16 9 Se rine  carb o xyp e p tid ase -like  19 PF0 0 450 .19 ^Pe p tid ase _S10 ^Se rine  carb o xyp e p tid ase ^35-46 8 ^E:6 .9 e -121 1 -0 ,0 1 1 0 0 2,747 0 ,0 0 6 2,175 1 0 SCP19 _ARATH

Se rine  carb o xyp e p tid ase -like  19  (Pro te in SINAPOYLGLUCOSE ACCUMULATOR 2)

(Sinap o ylg luco se --cho line  O-sinap o yltransfe rase ) (SCT) (EC 2.3.1.9 1) [Cle ave d  into : Se rine

carb o xyp e p tid ase -like  19  chain A; Se rine  carb o xyp e p tid ase -like  19  chain B]

SCPL19  SCT SNG2 At5g 0 9 6 40

F17I14.170

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Acyltransfe rase ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Re fe re nce

p ro te o me ; Se cre te d ; Sig nal; Transfe rase

SRR6 48 70 7_TR1428 3_c1_g 2_i5_le n=779 CGS1_ARATH
Q:9 7-345,H:48 1-

56 3
8 4.34%ID E:2e -40

Cystathio nine  g amma-synthase  1, chlo ro p lastic

{ECO:0 0 0 0 30 5}
. 0 ,6 9 1 0 ,20 8 0 -1,30 7 0 6 ,6 9 7 1 0 0 -3,0 12 CGS1_ARATH

Cystathio nine  g amma-synthase  1, chlo ro p lastic (AtCGS1) (EC 2.5.1.48 ) (METHIONINE

OVERACCUMULATION 1) (O-succinylho mo se rine  (thio l)-lyase )
CGS1 CYS1 MTO1 At3g 0 1120  T4P13.19

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-me thio nine  b io synthe sis via d e  no vo  p athway; L-

cystathio nine  fro m O-succinyl-L-ho mo se rine : ste p  1/1. {ECO:0 0 0 0 30 5}.

Amino -acid  b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ;

Me thio nine  b io synthe sis; Plastid ; Po lymo rp hism; Pyrid o xal p ho sp hate ; Re fe re nce  p ro te o me ;

Transfe rase ; Transit p e p tid e

SRR6 48 70 7_TR16 19 4_c0 _g 1_i1_le n=9 8 4 ISAM1_ARATH
Q:8 0 4-412,H:1-

134
73.8 8 %ID E:5e -6 5

Iro n-sulfur asse mb ly p ro te in IscA-like  1,

mito cho nd rial
PF0 1521.17^Fe -S_b io syn^Iro n-sulp hur c luste r b io synthe sis^8 0 -179 ^E:2.3e -19 0 ,8 42 -0 ,146 0 ,0 42 0 ,9 0 6 0 ,0 0 1 1,313 0 ,0 0 2 1,244 0 ,8 8 2 -0 ,144 ISAM1_ARATH Iro n-sulfur asse mb ly p ro te in IscA-like  1, mito cho nd rial At2g 16 710  T24I21.12

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Iro n; Iro n-sulfur; Me tal-b ind ing ; Mito cho nd rio n;

Re fe re nce  p ro te o me ; Transit p e p tid e

SRR6 48 70 7_TR1759 0 _c0 _g 2_i9 _le n=16 14 GSTZ_EUPES
Q:30 1-9 27,H:11-

219
6 5.55%ID E:8 e -9 5 Glutathio ne  S-transfe rase  ze ta c lass

PF0 279 8 .17^GST_N^Glutathio ne  S-transfe rase , N-te rminal d o main^13-8 6 ^E:2.9 e -17`PF13417.3^GST_N_3^Glutathio ne

S-transfe rase , N-te rminal d o main^16 -9 2^E:2.1e -18 `PF1340 9 .3^GST_N_2^Glutathio ne  S-transfe rase , N-te rminal

d o main^22-8 7^E:2.9 e -17`PF1449 7.3^GST_C_3^Glutathio ne  S-transfe rase , C-te rminal d o main^139 -20 8 ^E:0 .0 0 0 1

0 ,547 0 ,318 0 ,242 0 ,549 0 1,70 3 0 ,0 0 8 1,333 0 ,9 37 -0 ,0 52 GSTZ_EUPES Glutathio ne  S-transfe rase  ze ta c lass (EC 2.5.1.18 ) Eup ho rb ia e sula (Le afy sp urg e ) Cyto p lasm; Transfe rase

SRR6 48 70 7_TR19 558 _c0 _g 2_i9 _le n=20 9 5 C72A1_CATRO
Q:1156 -

317,H:245-524
9 7.8 6 %ID E:0 Se co lo g anin synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^9 3-235^E:1.4e -16 0 ,0 39 0 ,9 9 9 0 ,0 13 1,59 0 1,9 72 0 ,0 0 5 1,37 0 ,0 75 0 ,8 57 C72A1_CATRO Se co lo g anin synthase  (SLS) (EC 1.3.3.9 ) (CYPLXXII) (Cyto chro me  P450  72A1) CYP72A1 CYP72 P450 CR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; se co lo g anin b io synthe sis.

Alkalo id  me tab o lism; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP;

Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix; Vacuo le

SRR6 48 70 7_TR228 8 7_c0 _g 3_i1_le n=1374 DHAR2_ARATH
Q:10 12-38 3,H:3-

213
72.9 9 %ID E:2e -10 7 Glutathio ne  S-transfe rase  DHAR2

PF13417.3^GST_N_3^Glutathio ne  S-transfe rase , N-te rminal d o main^21-8 9 ^E:5.3e -19 `PF0 279 8 .17^GST_N^Glutathio ne

S-transfe rase , N-te rminal d o main^21-79 ^E:1.5e -0 6 `PF1340 9 .3^GST_N_2^Glutathio ne  S-transfe rase , N-te rminal

d o main^22-8 4^E:1e -14`PF13410 .3^GST_C_2^Glutathio ne  S-transfe rase , C-te rminal d o main^121-18 4^E:6 .2e -0 8

0 ,11 0 ,48 3 0 ,0 31 0 ,6 6 8 0 1,152 0 ,0 0 3 0 ,8 8 4 0 ,70 8 0 ,125 DHAR2_ARATH

Glutathio ne  S-transfe rase  DHAR2 (EC 2.5.1.18 ) (Chlo rid e  intrace llular channe l ho mo lo g  2) (CLIC

ho mo lo g  2) (G lutathio ne -d e p e nd e nt d e hyd ro asco rb ate  re d uctase  2) (AtDHAR2) (CytDHAR)

(GSH-d e p e nd e nt d e hyd ro asco rb ate  re d uctase  2)

DHAR2 DHAR At1g 75270  F22H5.1
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; De to xificatio n; G lutathio nylatio n; Re fe re nce  p ro te o me ; Stre ss

re sp o nse ; Transfe rase

SRR6 48 70 7_TR28 0 23_c0 _g 8 _i1_le n=8 44 NA NA NA NA NA . 0 ,538 -0 ,18 9 0 ,0 53 0 ,524 0 1,0 8 5 0 ,0 0 3 0 ,9 19 0 ,8 7 -0 ,0 59 . . . . . .

SRR6 48 70 7_TR28 0 49 _c0 _g 2_i1_le n=20 6 5 DAT_CATRO
Q:9 6 -76 1,H:11-

237
46 .72%ID E:1e -6 9 De ace tylvind o line  O-ace tyltransfe rase PF0 2458 .12^Transfe rase ^Transfe rase  family^6 -19 2^E:2.7e -32 0 ,0 57 0 ,6 3 0 ,0 27 0 ,8 17 0 1,49 1 0 ,0 26 0 ,9 8 3 0 ,0 11 0 ,8 28 DAT_CATRO

De ace tylvind o line  O-ace tyltransfe rase  (EC 2.3.1.10 7) (Ace tyl-co e nzyme  A:d e ace tylvind o line  4-O-

ace tyltransfe rase )
DAT

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Alkalo id  b io synthe sis; vind o line  b io synthe sis; vind o line  fro m tab e rso nine :

ste p  6 /6 .
Acyltransfe rase ; Co ile d  co il; Dire ct p ro te in se q ue ncing ; Transfe rase

SRR6 48 70 7_TR32373_c0 _g 1_i1_le n=8 31 H2B_GOSHI
Q:50 7-19 9 ,H:45-

147
9 6 .12%ID E:3e -58 Histo ne  H2B

PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^9 -124^E:7.3e -23`PF0 0 8 0 8 .20 ^CBFD_NFYB_HMF^Histo ne -like

transcrip tio n facto r (CBF/NF-Y) and  archae al histo ne ^6 6 -122^E:4.4e -0 5
0 -1,0 6 0 ,0 32 -0 ,574 0 1,19 7 0 ,0 18 0 ,751 0 ,317 -0 ,514 H2B_GOSHI Histo ne  H2B HIS2B

Go ssyp ium hirsutum (Up land

co tto n) (Go ssyp ium me xicanum)

Ace tylatio n; Chro mo so me ; DNA-b ind ing ; Iso p e p tid e  b o nd ; Nucle o so me  co re ; Nucle us; Ub l

co njug atio n

SRR6 48 70 7_TR33512_c0 _g 2_i1_le n=1573 RD19 A_ARATH
Q:1420 -

39 2,H:27-36 4
75.51%ID E:0 Cyste ine  p ro te inase  RD19 a

PF0 8 246 .9 ^Inhib ito r_I29 ^Cathe p sin p ro p e p tid e  inhib ito r d o main (I29 )^51-10 7^E:1.8 e -

10 `PF0 0 112.20 ^Pe p tid ase _C1^Pap ain family cyste ine  p ro te ase ^138 -36 1^E:5.6 e -75
0 ,152 0 ,42 0 ,539 0 ,219 0 1,0 9 1 0 ,0 9 9 0 ,553 0 ,173 0 ,6 59 RD19 A_ARATH Cyste ine  p ro te inase  RD19 a (RD19 ) (EC 3.4.22.-) RD19 A At4g 39 0 9 0  F19 H22.19 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ; Pro te ase ; Re fe re nce  p ro te o me ;

Sig nal; Thio l p ro te ase ; Zymo g e n

SRR6 48 70 7_TR35315_c0 _g 1_i1_le n=20 24 BADH2_ARATH
Q:175-16 8 3,H:1-

50 3
78 .33%ID E:0 Be taine  ald e hyd e  d e hyd ro g e nase  2, mito cho nd rial PF0 0 171.19 ^Ald e d h^Ald e hyd e  d e hyd ro g e nase  family^16 -48 5^E:1.9 e -172 0 ,555 0 ,29 9 0 ,0 0 3 1,59 0 2,27 0 ,0 9 4 1,26 0 ,0 49 1,355 BADH2_ARATH

Be taine  ald e hyd e  d e hyd ro g e nase  2, mito cho nd rial (BADH) (EC 1.2.1.8 ) (Ald e hyd e

d e hyd ro g e nase  family 10  me mb e r A9 )
ALDH10 A9  At3g 48 170  T24C20 .50

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Mito cho nd rio n; NAD; Oxid o re d uctase ; Re fe re nce  p ro te o me ; Transit

p e p tid e

SRR6 48 70 7_TR38 345_c0 _g 1_i1_le n=76 8 NA NA NA NA NA . 0 ,212 0 ,9 79 0 ,0 31 1,326 0 1,8 77 0 ,0 0 2 1,719 1 0 ,0 9 5 . . . . . .

SRR9 24147_TR1376 0 _c0 _g 1_i1_le n=9 53 MTND1_VITVI
Q:8 36 -276 ,H:1-

18 8
8 1.38 %ID E:1e -110

1,2-d ihyd ro xy-3-ke to -5-me thylthio p e nte ne

d io xyg e nase  1 {ECO:0 0 0 0 255|HAMAP-

Rule :MF_0 3154}

PF0 30 79 .11^ARD^ARD/ARD'  family^44-19 7^E:1.6 e -58 `PF0 2311.16 ^AraC_b ind ing ^AraC-like  lig and  b ind ing  d o main^124-

19 6 ^E:3.5e -0 7`PF0 78 8 3.8 ^Cup in_2^Cup in d o main^127-18 5^E:1.9 e -10
0 ,20 6 0 ,70 6 0 ,78 4 -0 ,148 0 1,0 17 0 ,0 26 0 ,6 28 1 -0 ,29 6 MTND1_VITVI

1,2-d ihyd ro xy-3-ke to -5-me thylthio p e nte ne  d io xyg e nase  1 (EC 1.13.11.54) (Acire d ucto ne

d io xyg e nase  (Fe (2+)-re q uiring ) 1) (ARD 1) (Fe -ARD 1)
VIT_0 5s0 0 20 g 0 40 70 Vitis vinife ra (Grap e )

PATHWAY: Amino -acid  b io synthe sis; L-me thio nine  b io synthe sis via salvag e  p athway; L-

me thio nine  fro m S-me thyl-5-thio -alp ha-D-rib o se  1-p ho sp hate : ste p  5/6 .

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 3154}.

Amino -acid  b io synthe sis; Co mp le te  p ro te o me ; Cyto p lasm; Dio xyg e nase ; Iro n; Me tal-b ind ing ;

Me thio nine  b io synthe sis; Nucle us; Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR9 24147_TR176 44_c1_g 1_i3_le n=8 24 SAP8 _ORYSJ
Q:751-257,H:1-

171
6 1.4%ID E:1e -6 7

Zinc fing e r A20  and  AN1 d o main-co ntaining  stre ss-

asso ciate d  p ro te in 8
PF0 1754.13^zf-A20 ^A20 -like  z inc fing e r^16 -38 ^E:5.4e -13`PF0 1428 .13^zf-AN1^AN1-like  Zinc fing e r^10 6 -142^E:1.4e -0 8 0 ,0 17 -5,8 4 0 ,0 22 1,149 0 7,245 0 ,0 0 5 6 ,26 4 1 2,29 5 SAP8 _ORYSJ

Zinc fing e r A20  and  AN1 d o main-co ntaining  stre ss-asso ciate d  p ro te in 8  (OsSAP8 ) (Stre ss-

asso ciate d  p ro te in 3)

SAP8  SAP3 Os0 6 g 0 6 128 0 0

LOC_Os0 6 g 410 10  OsJ_0 21110

P0 417G12.11 P0 429 G0 6 .28

Oryza sativa sub sp . jap o nica

(Rice )
Co mp le te  p ro te o me ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Stre ss re sp o nse ; Zinc; Zinc-fing e r

SRR9 24147_TR270 43_c0 _g 1_i1_le n=771 NA NA NA NA NA . 1 0 0 ,0 13 -1,70 1 0 7,76 7 0 ,0 0 1 6 ,427 1 1,9 25 . . . . . .

SRR9 24147_TR27246 _c0 _g 1_i1_le n=10 43 RRAA3_ARATH
Q:752-255,H:1-

16 6
76 .51%ID E:2e -8 9

Putative  4-hyd ro xy-4-me thyl-2-o xo g lutarate  ald o lase

3
PF0 3737.12^Me thyltransf_6 ^De me thylme naq uino ne  me thyltransfe rase ^6 -159 ^E:2.1e -43 1 0 ,0 0 8 0 ,532 -0 ,19 1 0 1,19 5 0 ,0 0 4 0 ,9 38 0 ,429 -0 ,232 RRAA3_ARATH

Putative  4-hyd ro xy-4-me thyl-2-o xo g lutarate  ald o lase  3 (HMG ald o lase  3) (EC 4.1.3.17)

(Oxalo ace tate  d e carb o xylase ) (OAA d e carb o xylase ) (EC 4.1.1.3) (Re g ulato r o f rib o nucle ase

activity ho mo lo g  3) (RraA-like  p ro te in 3)

At5g 56 26 0  K24C1.7
Arab id o p sis thaliana (Mo use -e ar

cre ss)
Ace tylatio n; Co mp le te  p ro te o me ; Lyase ; Me tal-b ind ing ; Re fe re nce  p ro te o me

SRR9 24147_TR30 18 5_c0 _g 1_i1_le n=1522 TET3_ARATH
Q:1147-29 3,H:1-

28 5
72.6 3%ID E:7e -141 Te trasp anin-3 PF0 0 335.17^Te trasp annin^Te trasp anin family^5-255^E:5.8 e -32 0 ,0 73 0 ,70 2 0 ,0 0 2 1,30 2 0 1,574 0 ,0 19 0 ,9 33 0 ,438 0 ,343 TET3_ARATH Te trasp anin-3 TET3 At3g 456 0 0  F9 K21.18

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; G lyco p ro te in; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix

SRR9 24147_TR36 39 5_c0 _g 2_i1_le n=1343 NUDT2_ARATH
Q:10 52-

28 5,H:19 -272
57.42%ID E:2e -10 4 Nud ix hyd ro lase  2 PF0 0 29 3.25^NUDIX^NUDIX d o main^10 9 -228 ^E:3.2e -23 0 ,78 3 0 ,242 0 ,319 0 ,8 25 0 7,78 2 0 ,0 0 1 6 ,48 1 0 ,77 -0 ,18 8 NUDT2_ARATH

Nud ix hyd ro lase  2 (AtNUDT2) (EC 3.6 .1.-) (ADP-rib o se  p yro p ho sp hatase ) (EC 3.6 .1.13) (NADH

p yro p ho sp hatase ) (EC 3.6 .1.22)
NUDT2 NUDX2 At5g 476 50  MNJ7.24

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Hyd ro lase ; Mag ne sium; Mang ane se ; Me tal-b ind ing ; NAD; Re fe re nce

p ro te o me

SRR9 24147_TR37526 _c0 _g 2_i1_le n=210 3 CYSP_PEA
Q:19 24-

76 1,H:24-36 2
6 7.1%ID E:0 Cyste ine  p ro te inase  15A

PF0 8 246 .9 ^Inhib ito r_I29 ^Cathe p sin p ro p e p tid e  inhib ito r d o main (I29 )^8 4-140 ^E:2.5e -

0 9 `PF0 0 112.20 ^Pe p tid ase _C1^Pap ain family cyste ine  p ro te ase ^171-312^E:6 .7e -46
0 ,217 0 ,321 0 ,0 0 9 0 ,6 8 2 0 1,8 43 0 ,0 11 1,316 1 0 ,18 1 CYSP_PEA Cyste ine  p ro te inase  15A (EC 3.4.22.-) (Turg o r-re sp o nsive  p ro te in 15A) Pisum sativum (Gard e n p e a)

Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ; Pro te ase ; Sig nal; Stre ss re sp o nse ; Thio l p ro te ase ;

Zymo g e n

SRR9 24148 _TR49 0 _c0 _g 2_i1_le n=6 56 NA NA NA NA NA . 0 ,0 11 0 ,59 6 0 ,8 35 0 ,0 51 0 ,0 0 1 0 ,8 0 1 0 ,0 0 1 0 ,756 0 ,57 0 ,345 . . . . . .

SRR9 24148 _TR9 72_c0 _g 1_i1_le n=717 NA NA NA NA NA . 0 ,312 -0 ,334 0 ,6 12 0 ,144 0 1,136 0 ,0 41 0 ,6 0 2 0 ,143 -0 ,375 . . . . . .

SRR9 24148 _TR9 339 _c0 _g 1_i5_le n=129 8 RAN3_ARATH
Q:1115-453,H:1-

221
9 8 .6 4%ID E:3e -143 GTP-b ind ing  nucle ar p ro te in Ran-3

PF0 0 0 25.18 ^Arf^ADP-rib o sylatio n facto r family^13-139 ^E:3.1e -11`PF0 0 0 71.19 ^Ras^Ras family^15-171^E:4.5e -

50 `PF0 8 477.10 ^Ro c^Ras o f Co mp le x, Ro c, d o main o f DAPkinase ^15-128 ^E:1.7e -29 `PF0 0 9 10 .19 ^RNA_he licase ^RNA

he licase ^17-139 ^E:3.4e -0 5

0 ,251 -0 ,28 9 0 ,0 0 1 0 ,8 0 1,0 0 2 0 ,0 0 6 0 ,723 0 ,9 37 -0 ,0 34 RAN3_ARATH GTP-b ind ing  nucle ar p ro te in Ran-3 (Ras-re late d  nucle ar p ro te in 3) RAN3 At5g 5519 0  MCO15.14
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; GTP-b ind ing ; Nucle o tid e -b ind ing ; Nucle us; Pro te in transp o rt; Re fe re nce

p ro te o me ; Transp o rt

SRR9 24148 _TR14151_c0 _g 1_i2_le n=9 57 HSP12_MEDSA
Q:736 -26 3,H:1-

158
8 6 .71%ID E:4e -75 18 .2 kDa class I he at sho ck p ro te in PF0 49 6 9 .13^CS^CS d o main^52-143^E:0 .0 11`PF0 0 0 11.18 ^HSP20 ^Hsp 20 /alp ha crystall in family^54-157^E:9 .3e -33 1 0 ,29 7 0 ,118 1,8 0 2 0 ,0 0 1 2,9 39 0 ,0 6 6 1,9 8 2 1 0 ,36 6 HSP12_MEDSA 18 .2 kDa class I he at sho ck p ro te in HSP18 .2 Me d icag o  sativa (Alfalfa) Cyto p lasm; Stre ss re sp o nse

SRR9 24148 _TR1420 5_c0 _g 2_i3_le n=10 70 SMD2_DROME
Q:8 51-58 2,H:23-

112
8 7.78 %ID E:3e -41 Pro b ab le  small nucle ar rib o nucle o p ro te in Sm D2 PF0 1423.19 ^LSM^LSM d o main^8 4-159 ^E:4.1e -19 0 ,0 25 -0 ,6 12 0 ,775 -0 ,0 8 9 0 1,726 0 ,0 0 6 1,318 0 ,0 22 -0 ,6 14 SMD2_DROME Pro b ab le  small nucle ar rib o nucle o p ro te in Sm D2 (Sm-D2) (snRNP co re  p ro te in D2) SmD2 snRNP2 CG1249

Dro so p hila me lano g aste r (Fruit

fly)

Co mp le te  p ro te o me ; Nucle us; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; mRNA p ro ce ssing ;

mRNA sp lic ing

SRR9 24148 _TR15158 _c0 _g 1_i2_le n=530 NA NA NA NA NA PF0 1323.17^DSBA^DSBA-like  thio re d o xin d o main^16 -6 9 ^E:4.5e -12 1 -0 ,0 0 3 0 ,0 34 3,252 0 6 ,9 15 0 ,0 17 5,731 1 -2,251 . . . . . .

SRR9 24148 _TR16 0 6 2_c2_g 1_i5_le n=6 6 0 NA NA NA NA NA . 0 ,50 2 -4,26 5 1 0 0 3,9 0 7 1 -3,20 8 0 ,0 34 5,6 33 . . . . . .

SRR9 24148 _TR28 419 _c0 _g 3_i2_le n=1336 PIP1_SOLLC
Q:20 3-

10 48 ,H:1-28 2
8 6 .52%ID E:3e -179 Pro b ab le  aq uap o rin PIP-typ e  p TOM75 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^45-274^E:3.2e -8 4 0 ,9 0 7 -0 ,0 45 0 -1,30 5 0 1,49 0 ,0 0 1 0 ,8 18 0 ,444 0 ,317 PIP1_SOLLC Pro b ab le  aq uap o rin PIP-typ e  p TOM75 (Rip e ning -asso ciate d  me mb rane  p ro te in) (RAMP)

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Stre ss

re sp o nse ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR9 24148 _TR28 419 _c0 _g 3_i3_le n=1425 PIP1_SOLLC
Q:20 3-10 51,H:1-

28 3
8 6 .9 3%ID E:7e -18 0 Pro b ab le  aq uap o rin PIP-typ e  p TOM75 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^45-274^E:3.7e -8 4 0 ,272 -0 ,48 4 0 ,274 0 ,479 0 1,373 0 ,0 54 0 ,70 6 0 ,79 2 -0 ,0 6 4 PIP1_SOLLC Pro b ab le  aq uap o rin PIP-typ e  p TOM75 (Rip e ning -asso ciate d  me mb rane  p ro te in) (RAMP)

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Stre ss

re sp o nse ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR9 24148 _TR29 0 13_c0 _g 1_i1_le n=8 55 MIRA_SYNDU
Q:221-754,H:34-

217
54.8 4%ID E:1e -56 Miraculin PF0 0 19 7.15^Kunitz_le g ume ^Tryp sin and  p ro te ase  inhib ito r^31-20 5^E:4.7e -6 1 1 -0 ,0 4 0 ,226 0 ,778 0 4,26 5 0 ,0 73 1,735 0 ,377 -0 ,6 28 MIRA_SYNDU Miraculin (MIR)

Synse p alum d ulc ificum (Miracle

fruit) (Richad e lla d ulc ifica)
Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; G lyco p ro te in; Sig nal; Taste -mo d ifying  p ro te in

SRR9 24148 _TR31476 _c1_g 4_i1_le n=1224 RL211_ARATH
Q:270 -76 1,H:1-

16 4
8 4.76 %ID E:9 e -9 8 6 0 S rib o so mal p ro te in L21-1 PF0 1157.15^Rib o so mal_L21e ^Rib o so mal p ro te in L21e ^5-9 8 ^E:4.7e -44 0 ,0 17 -0 ,6 43 0 ,6 0 9 -0 ,145 0 ,0 0 1 1,0 74 0 ,0 8 3 0 ,59 1 0 ,248 -0 ,26 8 RL211_ARATH 6 0 S rib o so mal p ro te in L21-1

RPL21A At1g 0 9 59 0  F14J9 .25; RPL21C

At1g 0 9 6 9 0  F21M12.8

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR9 24148 _TR34514_c0 _g 2_i1_le n=19 27 C7A29 _PANGI
Q:1571-39 ,H:10 -

515
6 0 .55%ID E:0 Cyto chro me  P450  CYP72A219 PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^10 0 -515^E:3.2e -8 9 1 1,8 6 4 0 ,254 4,6 57 0 6 ,759 0 ,0 6 6 5,319 1 0 ,9 42 C7A29 _PANGI Cyto chro me  P450  CYP72A219  (EC 1.14.-.-) (Cyto chro me  P450  CYP72A129 ) Panax g inse ng  (Ko re an g inse ng )

He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; Oxid o re d uctase ; Transme mb rane ;

Transme mb rane  he lix

SRR9 24148 _TR3546 8 _c0 _g 2_i1_le n=1310 CFIS1_ARATH
Q:279 -9 0 5,H:13-

221
6 5.55%ID E:2e -8 2

Pre -mRNA cle avag e  facto r Im 25 kDa sub unit 1

{ECO:0 0 0 0 30 3|Pub Me d :18 479 511}
PF138 6 9 .3^NUDIX_2^Nucle o tid e  hyd ro lase ^33-219 ^E:1.2e -75 1 0 ,8 58 0 ,0 73 1,9 9 5 0 1,314 0 ,0 6 9 0 ,73 0 ,258 0 ,9 9 4 CFIS1_ARATH

Pre -mRNA cle avag e  facto r Im 25 kDa sub unit 1 (Cle avag e  and  p o lyad e nylatio n sp e cific ity facto r

25 kDa sub unit) (AtCFI-25) (CFIm-25) (CPSF 25 kDa sub unit) (Cle avag e  and  p o lyad e nylatio n

sp e cific ity facto r sub unit 25)

CFIS1 CFIM25 At4g 29 8 20  F27B13.6 0
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me tal-b ind ing ; Nucle us; RNA-b ind ing ; Re fe re nce  p ro te o me ; mRNA

p ro ce ssing

SRR9 24148 _TR3559 9 _c0 _g 2_i1_le n=16 0 4 FTSZ1_ARATH
Q:1353-

29 5,H:36 -39 7
8 7.29 %ID E:5e -171 Ce ll d ivis io n p ro te in FtsZ ho mo lo g  1, chlo ro p lastic

PF0 0 0 9 1.22^Tub ulin^Tub ulin/FtsZ family, GTPase  d o main^6 4-224^E:2.4e -42`PF12327.5^FtsZ_C^FtsZ family, C-te rminal

d o main^273-36 6 ^E:6 .8 e -30
0 -7,253 0 -6 ,6 8 0 6 ,8 34 1 0 0 ,37 0 ,432 FTSZ1_ARATH

Ce ll d ivis io n p ro te in FtsZ ho mo lo g  1, chlo ro p lastic (AtFtsZ1) (AtFtsZ1-1) (Chlo ro p last FtsZ)

(Cp FtsZ) (Pro te in ACCUMULATION AND REPLICATION OF CHLOROPLASTS 10 ) (Pro te in

PLASTID MOVEMENT IMPAIRED4)

FTSZ1 ARC10  FTSZ1-1 PMI4 At5g 5528 0

MCO15.23

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Ce ll cycle ; Chlo ro p last; Co mp le te  p ro te o me ; GTP-b ind ing ; Me mb rane ; Nucle o tid e -

b ind ing ; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

MsDamaged24h_MsIntact24h

T ranscript  (CDF9 7 )
Uniprot

homolog

BLAST X

Posit ion

BLAST X

%Ide nt it y

BLAST X

e value
Uniprot  de scr Pf am PValue _Ms6 h logFC_Ms6 h PValue _Ms8h logFC_Ms8h PValue _MsDamage d24 h logFC_MsDamage d24 h PValue _MsInt act 24 h logFC_MsInt act 24 h PValue _Ms1wk logFC_Ms1wk Ent ry.name Prot e in name s Ge ne  name s Organism Pat hway Ke ywords

SRR11446 33_TR40 6 7_c0 _g 3_i1_le n=28 40 BGAL_SOLLC
Q:28 -

248 7,H:16 -8 35
8 4.27%ID E:0 Be ta-g alacto sid ase

PF0 130 1.16 ^Glyco _hyd ro _35^Glyco syl hyd ro lase s family 35^24-329 ^E:6 e -118 `PF0 2449 .12^Glyco _hyd ro _42^Be ta-

g alacto sid ase ^45-19 3^E:6 e -10 `PF0 2140 .15^Gal_Le ctin^Galacto se  b ind ing  le ctin d o main^752-8 28 ^E:1.3e -20
0 ,277 0 ,517 0 ,214 0 ,76 9 0 1,6 9 8 0 ,0 0 1 1,541 0 ,16 -1,171 BGAL_SOLLC

Be ta-g alacto sid ase  (EC 3.2.1.23) (Acid  b e ta-g alacto sid ase ) (Lactase ) (Exo -(1-->4)-

b e ta-D-g alactanase )

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; G lyco sid ase ; Hyd ro lase ; Re fe re nce

p ro te o me ; Sig nal

SRR11446 33_TR7251_c0 _g 1_i1_le n=126 9 CBSX3_ARATH
Q:221-9 9 4,H:1-

20 6
6 4.48 %ID E:4e -10 9

CBS d o main-co ntaining  p ro te in CBSX3,

mito cho nd rial
PF0 0 571.25^CBS^CBS d o main^34-6 7^E:0 .0 0 0 6 3`PF0 0 571.25^CBS^CBS d o main^79 -134^E:1.9 e -14 0 ,9 1 0 ,0 41 0 ,0 0 1 -1,0 0 9 0 1,34 0 1,347 1 0 ,8 6 CBSX3_ARATH CBS d o main-co ntaining  p ro te in CBSX3, mito cho nd rial CBSX3 At5g 10 8 6 0  T30 N20 .130

Arab id o p sis thaliana (Mo use -e ar

cre ss)

CBS d o main; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Mito cho nd rio n;

Re fe re nce  p ro te o me ; Re p e at; Transit p e p tid e

SRR11446 33_TR9 8 0 3_c1_g 4_i3_le n=1550 MED6 _ARATH
Q:526 -

120 3,H:32-29 8
59 .7%ID E:8 e -8 8

Me d iato r o f RNA p o lyme rase  II transcrip tio n

sub unit 6
PF0 49 34.11^Me d 6 ^MED6  me d iato r sub  co mp le x co mp o ne nt^36 -16 1^E:5.2e -42 0 ,326 0 ,559 0 ,37 -0 ,316 0 2,735 0 2,8 36 0 ,8 54 0 ,147 MED6 _ARATH Me d iato r o f RNA p o lyme rase  II transcrip tio n sub unit 6 MED6  MED6 _1 At3g 21350  MHC9

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Nucle us; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR11446 33_TR20 26 8 _c0 _g 1_i2_le n=9 8 1 RFS6 _ARATH
Q:178 -9 42,H:1-

26 3
73%ID E:1e -133

Pro b ab le  g alactino l--sucro se

g alacto syltransfe rase  6
PF0 56 9 1.9 ^Raffino se _syn^Raffino se  synthase  o r se e d  imb ib itio n p ro te in Sip 1^7-26 4^E:2.6 e -10 7 0 ,0 0 2 2,40 4 0 ,0 0 2 3,18 7 0 1,6 0 2 0 1,723 0 ,16 0 ,48 1 RFS6 _ARATH

Pro b ab le  g alactino l--sucro se  g alacto syltransfe rase  6  (EC 2.4.1.8 2) (Pro te in DARK

INDUCIBLE 10 ) (Raffino se  synthase  6 )
RFS6  DIN10  RS6  At5g 20 250  F5O24.140

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Carb o hyd rate  me tab o lism; Co mp le te  p ro te o me ;

Glyco syltransfe rase ; Re fe re nce  p ro te o me ; Transfe rase

SRR11446 33_TR29 8 59 _c0 _g 1_i1_le n=1115 MTND3_ARATH
Q:113-70 9 ,H:1-

19 9
8 5.43%ID E:8 e -126

1,2-d ihyd ro xy-3-ke to -5-me thylthio p e nte ne

d io xyg e nase  3 {ECO:0 0 0 0 255|HAMAP-

Rule :MF_0 3154}

PF0 30 79 .11^ARD^ARD/ARD'  family^14-16 8 ^E:1.5e -6 5`PF0 2311.16 ^AraC_b ind ing ^AraC-like  lig and  b ind ing  d o main^9 4-

152^E:0 .0 0 0 15`PF0 78 8 3.8 ^Cup in_2^Cup in d o main^9 7-152^E:1.2e -0 7
0 ,18 3 0 ,36 0 ,0 18 0 ,6 17 0 1,20 5 0 1,175 1 -1,473 MTND3_ARATH

1,2-d ihyd ro xy-3-ke to -5-me thylthio p e nte ne  d io xyg e nase  3 (EC 1.13.11.54)

(Acire d ucto ne  d io xyg e nase  (Fe (2+)-re q uiring ) 3) (ARD 3) (Fe -ARD 3)
ARD3 At4g 14710  d l339 5c FCAALL.141

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-me thio nine  b io synthe sis via salvag e  p athway; L-

me thio nine  fro m S-me thyl-5-thio -alp ha-D-rib o se  1-p ho sp hate : ste p  5/6 .

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 3154}.

Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Co mp le te  p ro te o me ; Cyto p lasm;

Dio xyg e nase ; Iro n; Me tal-b ind ing ; Me thio nine  b io synthe sis; Nucle us; Oxid o re d uctase ;

Re fe re nce  p ro te o me

SRR11446 33_TR30 18 6 _c0 _g 1_i1_le n=10 16 CYPH_CATRO
Q:10 5-6 20 ,H:1-

172
9 9 .42%ID E:8 e -111 Pe p tid yl-p ro lyl c is-trans iso me rase PF0 0 16 0 .18 ^Pro _iso me rase ^Cyclo p hilin typ e  p e p tid yl-p ro lyl c is-trans iso me rase /CLD^8 -16 9 ^E:4.2e -50 0 ,8 3 0 ,0 46 0 ,0 0 4 0 ,6 13 0 1,70 4 0 1,39 3 1 -0 ,0 53 CYPH_CATRO

Pe p tid yl-p ro lyl c is-trans iso me rase  (PPIase ) (EC 5.2.1.8 ) (Cyclo p hilin) (Cyclo sp o rin

A-b ind ing  p ro te in) (Ro tamase )
PCKR1

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
3D-structure ; Cyclo sp o rin; Cyto p lasm; Iso me rase ; Ro tamase

SRR11446 33_TR33254_c0 _g 1_i1_le n=528 NA NA NA NA NA . 0 ,517 0 ,751 0 ,52 0 ,422 0 2,9 35 0 2,28 7 1 -0 ,6 49 . . . . . .

SRR11446 34_TR36 10 _c0 _g 1_i1_le n=1176 E134_MAIZE
Q:9 37-371,H:28 -

219
47.18 %ID E:5e -42 End o -1,3 PF0 1738 .15^DLH^Die ne lacto ne  hyd ro lase  family^32-236 ^E:3e -29 0 ,58 1 0 ,379 0 ,0 8 2 0 ,9 35 0 2,6 0 4 0 1,9 0 2 1 0 E134_MAIZE End o -1,3;1,4-b e ta-D-g lucanase  (EC 3.2.1.-) Ze a mays (Maize )

Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; G lyco p ro te in; Hyd ro lase ; Re fe re nce

p ro te o me ; Se cre te d ; Sig nal

SRR11446 34_TR8 8 15_c0 _g 1_i1_le n=724 PIP1_SOLLC
Q:348 -

719 ,H:110 -233
8 7.9 %ID E:4e -71 Pro b ab le  aq uap o rin PIP-typ e  p TOM75 . 0 ,744 0 ,0 8 4 0 ,514 0 ,16 7 0 1,518 0 0 ,8 59 0 ,79 6 0 ,0 73 PIP1_SOLLC

Pro b ab le  aq uap o rin PIP-typ e  p TOM75 (Rip e ning -asso ciate d  me mb rane  p ro te in)

(RAMP)

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at;

Stre ss re sp o nse ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR11446 34_TR9 9 72_c0 _g 1_i1_le n=513 Y36 6 9 _ARATH
Q:46 -38 4,H:74-

18 6
6 4.6 %ID E:2e -50 Putative  acyl-co e nzyme  A o xid ase  At3g 0 6 6 9 0 . 0 ,0 48 0 ,8 3 0 ,6 33 -0 ,18 0 2,20 9 0 2,312 0 ,0 1 -1,376 Y36 6 9 _ARATH Putative  acyl-co e nzyme  A o xid ase  At3g 0 6 6 9 0  (Acyl-Co A o xid ase ) (EC 1.3.3.6 ) At3g 0 6 6 9 0  F3E22.17 T8 E24.15

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Fatty acid  me tab o lism; Lip id  me tab o lism; Oxid o re d uctase ;

Re fe re nce  p ro te o me

SRR11446 34_TR15347_c0 _g 1_i1_le n=770 GPX2_ARATH
Q:1-444,H:20 -

16 7
77.7%ID E:7e -8 1 Pro b ab le  g lutathio ne  p e ro xid ase  2 PF0 0 255.16 ^GSHPx^Glutathio ne  p e ro xid ase ^2-9 8 ^E:5.4e -40 `PF0 0 578 .18 ^Ahp C-TSA^Ahp C/TSA family^2-125^E:1.3e -0 6 0 ,0 6 4 0 ,6 14 0 ,411 0 ,319 0 2,36 7 0 ,0 0 1 1,8 59 0 ,555 -0 ,277 GPX2_ARATH Pro b ab le  g lutathio ne  p e ro xid ase  2 (EC 1.11.1.9 ) GPX2 At2g 31570  T9 H9 .9

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; Nucle us; Oxid o re d uctase ; Pe ro xid ase ; Re fe re nce

p ro te o me ; Stre ss re sp o nse

SRR11446 34_TR16 8 0 8 _c0 _g 3_i1_le n=6 30 NA NA NA NA NA . 0 ,472 -0 ,74 0 ,0 9 4 1,36 3 0 6 ,9 23 0 7,173 1 0 . . . . . .

SRR11446 34_TR2748 2_c0 _g 1_i1_le n=730 SFR2_ORYSJ
Q:6 0 5-6 ,H:18 4-

38 4
77.11%ID E:4e -112 Be ta-g luco sid ase -like  SFR2, chlo ro p lastic PF0 0 232.15^Glyco _hyd ro _1^Glyco syl hyd ro lase  family 1^2-16 9 ^E:7.7e -31 1 -0 ,0 51 0 ,59 3 0 ,773 0 2,333 0 2,252 0 ,38 1 2,40 2 SFR2_ORYSJ

Be ta-g luco sid ase -like  SFR2, chlo ro p lastic (Be ta-g luco sid ase  36 ) (Os11b g lu36 )

(Pro te in SENSITIVE TO FREEZING 2) (OsSFR2)

SFR2 BGLU36  Os11g 0 6 8 350 0

LOC_Os11g 45710  OsJ_3479 3
Oryza sativa sub sp . jap o nica (Rice )

Chlo ro p last; Co mp le te  p ro te o me ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ; Me mb rane ;

Plastid ; Plastid  o ute r me mb rane ; Re fe re nce  p ro te o me

SRR11446 34_TR338 6 6 _c0 _g 2_i1_le n=176 7 DNJH_CUCSA
Q:146 9 -

216 ,H:1-413
9 0 .9 1%ID E:0 DnaJ p ro te in ho mo lo g

PF0 0 226 .28 ^DnaJ^DnaJ d o main^13-71^E:5.7e -23`PF0 1556 .15^DnaJ_C^DnaJ C te rminal d o main^123-343^E:7.6 e -

39 `PF0 0 6 8 4.16 ^DnaJ_CXXCXGXG^DnaJ ce ntral d o main^148 -214^E:2.6 e -15
0 ,0 6 5 0 ,425 0 ,0 38 0 ,538 0 0 ,9 12 0 1,0 8 8 1 0 ,48 5 DNJH_CUCSA DnaJ p ro te in ho mo lo g  (DNAJ-1) DNAJ1 Cucumis sativus (Cucumb e r)

Ce ll me mb rane ; Chap e ro ne ; Lip o p ro te in; Me mb rane ; Me tal-b ind ing ; Me thylatio n;

Pre nylatio n; Re p e at; Stre ss re sp o nse ; Zinc; Zinc-fing e r

SRR11446 34_TR34115_c0 _g 1_i1_le n=1773 DES_CAPAN
Q:156 2-147,H:6 -

476
52.74%ID E:7e -179 9 -d ivinyl e the r synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^324-435^E:2.7e -19 0 ,0 0 1 1,21 0 ,34 0 ,50 4 0 2,143 0 2,242 0 ,0 29 1,234 DES_CAPAN

9 -d ivinyl e the r synthase  (StDES) (EC 4.2.1.121) (Co lne le ate  synthase ) (Cyto chro me

P450  74D4)
DES CYP74D4 Cap sicum annuum (Be ll p e p p e r) He me ; Iro n; Lyase ; Me tal-b ind ing

SRR11446 34_TR378 9 9 _c0 _g 1_i1_le n=138 8 H12_ARATH
Q:342-554,H:6 2-

132
8 0 .28 %ID E:2e -21 Histo ne  H1.2 PF0 0 538 .16 ^Linke r_histo ne ^linke r histo ne  H1 and  H5 family^6 1-127^E:1.7e -18 0 ,55 -0 ,148 0 ,20 8 -0 ,314 0 1,0 49 0 1,152 0 ,426 -0 ,19 6 H12_ARATH Histo ne  H1.2 At2g 30 6 20  T0 6 B20 .3

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Alte rnative  sp lic ing ; Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ;

Iso p e p tid e  b o nd ; Nucle us; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Ub l co njug atio n

SRR11446 34_TR38 6 51_c0 _g 1_i1_le n=1540 NA NA NA NA NA . 0 ,274 0 ,39 6 0 ,0 0 3 1,0 78 0 1,241 0 1,0 8 6 1 -0 ,323 . . . . . .

SRR11446 34_TR40 50 2_c0 _g 1_i1_le n=26 8 2 RH7_SPIOL
Q:116 9 -

2236 ,H:28 5-6 40
70 .22%ID E:2e -16 4 DEAD-b o x ATP-d e p e nd e nt RNA he licase  7

PF0 0 271.28 ^He licase _C^He licase  co nse rve d  C-te rminal d o main^53-151^E:7.5e -27`PF0 8 152.9 ^GUCT^GUCT (NUC152)

d o main^240 -335^E:3e -29
0 ,48 4 -0 ,359 1 0 ,0 5 0 ,0 0 1 2,23 0 2,545 0 ,0 0 9 -0 ,9 79 RH7_SPIOL DEAD-b o x ATP-d e p e nd e nt RNA he licase  7 (EC 3.6 .4.13) RH7 PRH75 Sp inacia o le race a (Sp inach) ATP-b ind ing ; He licase ; Hyd ro lase ; Nucle o tid e -b ind ing ; Nucle us; RNA-b ind ing

SRR122238 _TR1559 _c1_g 1_i2_le n=9 22 IF5A3_SOLTU
Q:8 4-554,H:1-

157
9 2.9 9 %ID E:1e -10 2 Eukaryo tic translatio n initiatio n facto r 5A-3 PF0 128 7.17^e IF-5a^Eukaryo tic e lo ng atio n facto r 5A hyp usine , DNA-b ind ing  OB fo ld ^8 5-154^E:1.3e -27 0 ,0 41 0 ,56 5 0 ,0 0 6 0 ,747 0 1,8 76 0 1,9 41 0 ,8 35 0 ,0 6 IF5A3_SOLTU Eukaryo tic translatio n initiatio n facto r 5A-3 (e IF-5A-3) (e IF-4D) EIF5A3 So lanum tub e ro sum (Po tato )

Co mp le te  p ro te o me ; Hyp usine ; Initiatio n facto r; Pro te in b io synthe sis; Re fe re nce

p ro te o me

SRR122238 _TR18 9 0 _c0 _g 1_i2_le n=16 0 8 DV4H_CATRO
Q:71-1270 ,H:2-

40 1
10 0 %ID E:0 De ace to xyvind o line  4-hyd ro xylase

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^6 6 -172^E:1.8 e -18 `PF0 3171.17^2OG-Fe II_Oxy^2OG-

Fe (II) o xyg e nase  sup e rfamily^224-314^E:9 .5e -23
0 ,376 0 ,19 7 0 ,10 2 0 ,378 0 1,19 7 0 0 ,8 21 0 ,0 0 3 0 ,6 52 DV4H_CATRO De ace to xyvind o line  4-hyd ro xylase  (EC 1.14.11.20 ) D4H

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Alkalo id  b io synthe sis; vind o line  b io synthe sis; vind o line  fro m tab e rso nine : ste p

5/6 .

Cyto p lasm; Dio xyg e nase ; Dire ct p ro te in se q ue ncing ; Iro n; Me tal-b ind ing ;

Oxid o re d uctase ; Vitamin C

SRR122238 _TR3746 _c0 _g 1_i3_le n=18 0 0 PT50 4_ARATH
Q:1513-

10 79 ,H:6 -150
8 4.8 3%ID E:9 e -8 0

Pro b ab le  sug ar p ho sp hate /p ho sp hate  translo cato r

At5g 0 416 0
PF0 3151.13^TPT^Trio se -p ho sp hate  Transp o rte r family^20 -16 0 ^E:2e -22 1 0 ,19 7 0 ,38 1 2,48 7 0 ,0 0 1 4,18 0 5,439 1 -0 ,414 PT50 4_ARATH Pro b ab le  sug ar p ho sp hate /p ho sp hate  translo cato r At5g 0 416 0 At5g 0 416 0  F21E1.8 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Pyruvate ; Re fe re nce  p ro te o me ; Sug ar transp o rt;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR122238 _TR478 3_c0 _g 1_i4_le n=129 6 RTNLH_ARATH
Q:311-10 27,H:1-

247
56 .9 7%ID E:2e -9 0 Re ticulo n-like  p ro te in B8 PF0 2453.14^Re ticulo n^Re ticulo n^157-311^E:2.6 e -50 0 ,572 0 ,19 1 0 ,0 0 5 0 ,9 18 0 1,0 24 0 1,0 48 1 0 ,0 13 RTNLH_ARATH Re ticulo n-like  p ro te in B8  (AtRTNLB8 ) RTNLB8  At3g 10 26 0  F14P13.14

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; End o p lasmic re ticulum; Me mb rane ;

Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR5220 _c0 _g 1_i7_le n=16 31 NA NA NA NA NA

PF0 518 4.12^Sap B_1^Sap o sin-like  typ e  B, re g io n 1^6 1-9 6 ^E:1.9 e -11`PF0 348 9 .14^Sap B_2^Sap o sin-like  typ e  B, re g io n 2^10 1-

133^E:4.8 e -0 5`PF0 518 4.12^Sap B_1^Sap o sin-like  typ e  B, re g io n 1^148 -18 1^E:1.1e -0 8 `PF0 348 9 .14^Sap B_2^Sap o sin-like  typ e  B,

re g io n 2^18 8 -220 ^E:3.1e -0 8

0 ,13 0 ,558 0 ,139 0 ,49 6 0 1,43 0 1,221 0 ,8 7 0 ,0 6 1 . . . . . .

SRR122238 _TR5755_c0 _g 1_i3_le n=16 77 OXR1_XENTR
Q:8 36 -

327,H:70 2-8 6 9
38 .6 %ID E:3e -24 Oxid atio n re sistance  p ro te in 1 PF0 7534.13^TLD^TLD^20 8 -345^E:8 .8 e -31 0 ,8 33 0 ,13 1 0 ,0 6 5 0 ,0 0 1 2,226 0 2,9 31 0 ,19 5 -0 ,9 57 OXR1_XENTR Oxid atio n re sistance  p ro te in 1 o xr1

Xe no p us tro p icalis (We ste rn c lawe d

fro g ) (Silurana tro p icalis)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Mito cho nd rio n; Re fe re nce  p ro te o me ; Stre ss

re sp o nse

SRR122238 _TR18 19 2_c0 _g 1_i3_le n=6 0 1 NA NA NA NA NA . 0 ,50 4 -0 ,153 0 ,8 71 -0 ,0 4 0 0 ,9 24 0 0 ,9 14 0 ,9 17 -0 ,0 72 . . . . . .

SRR122238 _TR20 38 5_c0 _g 1_i1_le n=753 NA NA NA NA NA . 0 ,8 28 0 ,0 6 0 ,0 21 0 ,553 0 1,50 5 0 1,19 2 0 ,174 -0 ,338 . . . . . .

SRR122238 _TR20 757_c0 _g 1_i4_le n=9 8 3 NA NA NA NA NA PF1146 0 .5^DUF30 0 7^Pro te in o f unkno wn functio n (DUF30 0 7)^10 2-19 7^E:3.9 e -34 0 ,9 1 -0 ,0 31 0 ,0 27 -0 ,528 0 1,48 4 0 1,747 0 ,56 0 ,144 . . . . . .

SRR122238 _TR20 79 7_c0 _g 1_i1_le n=16 9 0 XTH28 _ARATH
Q:355-

120 9 ,H:24-30 8
6 9 .12%ID E:2e -150

Pro b ab le  xylo g lucan

e nd o transg luco sylase /hyd ro lase  p ro te in 28

PF0 0 722.18 ^Glyco _hyd ro _16 ^Glyco syl hyd ro lase s family 16 ^33-214^E:1.9 e -55`PF0 6 9 55.9 ^XET_C^Xylo g lucan e nd o -

transg lyco sylase  (XET) C-te rminus^254-28 9 ^E:2.3e -13
0 ,16 5 0 ,716 0 ,0 22 1,141 0 1,154 0 1,18 3 0 ,8 8 2 0 ,174 XTH28 _ARATH

Pro b ab le  xylo g lucan e nd o transg luco sylase /hyd ro lase  p ro te in 28  (At-XTH28 ) (XTH-

28 ) (EC 2.4.1.20 7)

XTH28  EXGT-A2 XTR2 At1g 14720  F10 B6 .12

F10 B6 .29

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ap o p last; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; Disulfid e

b o nd ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal;

Transfe rase

SRR122238 _TR2218 9 _c0 _g 1_i1_le n=9 9 4 HS157_ARATH
Q:248 -6 8 2,H:3-

137
6 0 .27%ID E:2e -45 15.7 kDa he at sho ck p ro te in, p e ro xiso mal PF0 0 0 11.18 ^HSP20 ^Hsp 20 /alp ha crystall in family^30 -141^E:4.8 e -22`PF0 49 6 9 .13^CS^CS d o main^30 -126 ^E:0 .0 0 36 0 ,454 -0 ,372 0 ,154 -0 ,8 27 0 2,444 0 ,0 0 1 1,8 32 0 ,6 9 8 0 ,235 HS157_ARATH 15.7 kDa he at sho ck p ro te in, p e ro xiso mal (AtHsp 15.7) HSP15.7 At5g 376 70  K12B20 .120

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Pe ro xiso me ; Re fe re nce  p ro te o me ; Stre ss re sp o nse

SRR122238 _TR23422_c0 _g 1_i1_le n=2433 CCX1_ARATH
Q:229 -

1728 ,H:51-56 9
51.24%ID E:2e -141 Catio n/calc ium e xchang e r 1

PF0 16 9 9 .21^Na_Ca_e x^So d ium/calc ium e xchang e r p ro te in^10 6 -249 ^E:3.7e -26 `PF0 16 9 9 .21^Na_Ca_e x^So d ium/calc ium

e xchang e r p ro te in^38 7-541^E:3e -25
1 0 ,0 6 4 0 ,6 43 0 ,456 0 3,9 52 0 3,56 7 0 ,472 -0 ,6 6 4 CCX1_ARATH Catio n/calc ium e xchang e r 1 (AtCCX1) (Pro te in CATION EXCHANGER 7) CCX1 CAX7 At5g 178 6 0  MPI7.2 MVA3_210

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Antip o rt; Co mp le te  p ro te o me ; Io n transp o rt; Me mb rane ; Po tassium; Po tassium

transp o rt; Re fe re nce  p ro te o me ; So d ium; So d ium transp o rt; Transme mb rane ;

Transme mb rane  he lix; Transp o rt; Vacuo le

SRR122238 _TR259 33_c0 _g 1_i3_le n=56 10 MNS3_ARATH
Q:310 -

216 6 ,H:1-6 24
6 8 .6 8 %ID E:0

Manno syl-o lig o saccharid e  1,2-alp ha-manno sid ase

MNS3

PF0 0 520 .28 ^Io n_trans^Io n transp o rt p ro te in^6 0 -30 7^E:7.7e -37`PF0 78 8 5.13^Io n_trans_2^Io n channe l^20 8 -30 0 ^E:2e -

11`PF0 0 0 27.26 ^cNMP_b ind ing ^Cyclic nucle o tid e -b ind ing  d o main^39 8 -48 2^E:8 .7e -15`PF118 34.5^KHA^KHA, d ime risatio n d o main

o f p o tassium io n channe l^6 9 8 -739 ^E:3.5e -0 7

0 ,0 9 0 ,9 8 3 0 ,0 31 1,416 0 1,59 3 0 2,142 0 ,226 2,23 MNS3_ARATH Manno syl-o lig o saccharid e  1,2-alp ha-manno sid ase  MNS3 (EC 3.2.1.113) MNS3 At1g 30 0 0 0  T1P2.10
Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Pro te in mo d ificatio n; p ro te in g lyco sylatio n.

Calc ium; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Go lg i ap p aratus;

Hyd ro lase ; Mag ne sium; Mang ane se ; Me mb rane ; Re fe re nce  p ro te o me ; Sig nal-ancho r;

Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR26 28 4_c0 _g 1_i2_le n=10 75 ATG8 F_ARATH
Q:730 -38 0 ,H:1-

117
9 2.31%ID E:9 e -6 0 Auto p hag y-re late d  p ro te in 8 f

PF0 29 9 1.13^Atg 8 ^Auto p hag y p ro te in Atg 8  ub iq uitin l ike ^14-117^E:5.1e -51`PF0 4110 .10 ^APG12^Ub iq uitin-like  auto p hag y p ro te in

Ap g 12^40 -117^E:3.6 e -0 7
0 ,56 8 0 ,18 8 0 ,8 4 -0 ,0 77 0 1,6 74 0 1,79 1 1 -0 ,0 26 ATG8 F_ARATH

Auto p hag y-re late d  p ro te in 8 f (Auto p hag y-re late d  ub iq uitin-like  mo d ifie r ATG8 f)

(AtAPG8 f) (Pro te in auto p hag y 8 f)

ATG8 F APG8 F At4g 16 520  d l428 5c

FCAALL.38 3

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Auto p hag y; Co mp le te  p ro te o me ; Cyto p lasm; Cyto p lasmic ve sic le ; Cyto ske le to n;

Lip o p ro te in; Me mb rane ; Micro tub ule ; Pro te in transp o rt; Re fe re nce  p ro te o me ;

Transp o rt; Ub l co njug atio n p athway; Vacuo le

SRR122238 _TR27743_c0 _g 1_i1_le n=10 29 HS21C_SOLLC
Q:6 29 -

123,H:8 7-235
43.79 %ID E:2e -38 Small he at sho ck p ro te in, chlo ro p lastic PF0 0 0 11.18 ^HSP20 ^Hsp 20 /alp ha crystall in family^144-247^E:2.9 e -22 1 0 ,74 1 0 ,479 0 4,6 49 0 4,6 4 0 ,356 1,0 59 HS21C_SOLLC Small he at sho ck p ro te in, chlo ro p lastic HSP21 TOM111

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Stre ss re sp o nse ;

Transit p e p tid e

SRR122238 _TR29 8 42_c1_g 6 _i2_le n=76 1 KIRO_ACTDE
Q:79 -522,H:1-

148
47.3%ID E:2e -35 Kiro la {ECO:0 0 0 0 30 3|Pub Me d :2130 9 79 0 } PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^30 -173^E:7.6 e -33 0 ,11 0 ,337 0 ,552 -0 ,129 0 1,347 0 0 ,9 51 0 ,0 16 0 ,50 3 KIRO_ACTDE Kiro la (alle rg e n Act d  11) Actinid ia d e lic io sa (Kiwi) 3D-structure ; Ace tylatio n; Alle rg e n; Dire ct p ro te in se q ue ncing ; Po lymo rp hism

SRR122238 _TR3118 2_c0 _g 1_i1_le n=737 CH10 _ARATH
Q:516 -226 ,H:1-

9 7
78 .35%ID E:7e -49 10  kDa chap e ro nin . 0 -1,134 0 ,9 6 4 -0 ,0 27 0 2,6 43 0 1,8 49 0 ,6 9 2 -0 ,8 0 6 CH10 _ARATH 10  kDa chap e ro nin (Chap e ro nin 10 ) (CPN10 ) (Pro te in g ro ES) CPN10  At1g 149 8 0  T15D22.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Chap e ro ne ; Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me

SRR122238 _TR318 35_c0 _g 1_i2_le n=524 PLPD1_ARATH
Q:2-26 5,H:478 -

56 5
8 5.23%ID E:1e -42 Dihyd ro lip o yl d e hyd ro g e nase  1, chlo ro p lastic . 0 ,8 6 0 ,231 0 ,0 48 -0 ,70 2 0 1,726 0 2,342 0 ,0 14 -0 ,8 13 PLPD1_ARATH

Dihyd ro lip o yl d e hyd ro g e nase  1, chlo ro p lastic (p tLPD1) (EC 1.8 .1.4)

(Dihyd ro lip o amid e  d e hyd ro g e nase  1) (Pro te in LIPOAMIDE DEHYDROGENASE 1)

(Pyruvate  d e hyd ro g e nase  co mp le x E3 sub unit 1) (E3-1) (PDC-E3 1)

LPD1 At3g 16 9 50  K14A17.6
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ; FAD;

Flavo p ro te in; NAD; Oxid o re d uctase ; Plastid ; Re d o x-active  ce nte r; Re fe re nce

p ro te o me ; Transit p e p tid e

SRR122238 _TR320 8 0 _c0 _g 1_i3_le n=1351 CXE6 _ARATH
Q:140 -

10 8 7,H:23-329
54.23%ID E:1e -116 Pro b ab le  carb o xyle ste rase  6

PF0 0 135.25^COe ste rase ^Carb o xyle ste rase  family^77-138 ^E:1.5e -0 8 `PF10 340 .6 ^DUF2424^Pro te in o f unkno wn functio n

(DUF2424)^77-235^E:9 .8 e -0 7`PF12740 .4^Chlo ro p hyllase 2^Chlo ro p hyllase  e nzyme ^8 6 -231^E:1.5e -

0 7`PF0 78 59 .10 ^Ab hyd ro lase _3^alp ha/b e ta hyd ro lase  fo ld ^9 7-323^E:2.6 e -58

1 1,0 3 0 ,0 6 6 4,38 3 0 7,245 0 8 ,549 1 -1,14 CXE6 _ARATH Pro b ab le  carb o xyle ste rase  6  (AtCXE6 ) (EC 3.1.1.1) CXE6  At1g 6 8 6 20  F24J5.14
Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Hyd ro lase ; Re fe re nce  p ro te o me ; Se rine  e ste rase

SRR122238 _TR36 414_c0 _g 1_i1_le n=146 7 PTR8 _ARATH
Q:3-

1229 ,H:16 3-56 8
55.9 6 %ID E:4e -155 Pro te in NRT1/ PTR FAMILY 2.9 PF0 0 8 54.18 ^PTR2^POT family^1-36 9 ^E:9 .6 e -6 9 1 0 ,6 16 0 ,0 0 8 3,9 9 5 0 4,775 0 3,579 1 0 ,9 77 PTR8 _ARATH Pro te in NRT1/ PTR FAMILY 2.9  (AtNPF2.9 ) (Nitrate  transp o rte r 1.9 ) NPF2.9  NRT1.9  At1g 18 8 8 0  F6 A14.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR122238 _TR36 9 74_c1_g 1_i1_le n=10 14 NA NA NA NA NA . 0 ,0 44 1,0 42 0 ,0 77 0 ,8 26 0 3,0 9 9 0 3,221 1 0 ,21 . . . . . .

SRR122238 _TR36 9 74_c1_g 1_i2_le n=116 2 NA NA NA NA NA . 0 ,0 17 5,8 39 0 ,79 8 0 ,338 0 7,0 9 6 0 ,0 0 1 6 ,59 6 1 -2,43 . . . . . .

SRR122238 _TR3729 1_c0 _g 1_i1_le n=6 28 PH1_ARATH
Q:59 0 -16 5,H:1-

142
77.46 %ID E:1e -76 Ple ckstrin ho mo lo g y d o main-co ntaining  p ro te in 1 PF0 0 16 9 .26 ^PH^PH d o main^40 -137^E:3.3e -22 0 ,58 0 ,29 1 0 ,28 8 0 ,49 6 0 1,9 47 0 1,528 1 -0 ,0 8 7 PH1_ARATH Ple ckstrin ho mo lo g y d o main-co ntaining  p ro te in 1 (AtPH1) PH1 At2g 29 70 0  T27A16 .20

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Cyto p lasm; Lip id -b ind ing ; Re fe re nce  p ro te o me

SRR122238 _TR37377_c0 _g 2_i1_le n=1477 Y49 6 7_ARATH
Q:130 1-231,H:4-

359
59 .6 6 %ID E:3e -157 Uncharacte rize d  o xid o re d uctase  At4g 0 9 6 70 PF0 140 8 .19 ^GFO_IDH_Mo cA^Oxid o re d uctase  family, NAD-b ind ing  Ro ssmann fo ld ^6 -125^E:1.1e -18 0 ,8 9 3 -0 ,0 56 0 ,727 0 ,12 0 2,137 0 2,30 9 0 ,30 8 0 ,50 4 Y49 6 7_ARATH Uncharacte rize d  o xid o re d uctase  At4g 0 9 6 70  (EC 1.-.-.-) At4g 0 9 6 70  F17A8 .20

Arab id o p sis thaliana (Mo use -e ar

cre ss)
3D-structure ; Ace tylatio n; Co mp le te  p ro te o me ; Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR122238 _TR40 444_c0 _g 1_i5_le n=1134 ACFR1_ARATH
Q:28 8 -

78 5,H:6 5-238
6 4.9 4%ID E:1e -6 5 Transme mb rane  asco rb ate  fe rrire d uctase  1 PF0 318 8 .13^Cyto chro m_B56 1^Eukaryo tic cyto chro me  b 56 1^2-115^E:1.1e -37 0 ,56 0 ,6 46 0 ,132 -1,39 5 0 2,0 74 0 2,119 0 ,278 -0 ,8 0 3 ACFR1_ARATH

Transme mb rane  asco rb ate  fe rrire d uctase  1 (EC 1.16 .5.1) (Cyto chro me  b 56 1)

(Artb 56 1-1) (AtCytb 56 1) (Pro te in b 56 1A.tha5) (To no p last Cyt-b 56 1) (TCytb )

CYB56 1A ACYB-2 CYB56 1B1 CYBASC1

At4g 25570  M7J2.6 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Ele ctro n transp o rt; He me ; Iro n; Me mb rane ; Me tal-b ind ing ;

Oxid o re d uctase ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt; Vacuo le

SRR122238 _TR44116 _c0 _g 1_i1_le n=6 53 MIFH_BRUMA
Q:58 2-238 ,H:1-

114
46 .0 9 %ID E:3e -25 Macro p hag e  mig ratio n inhib ito ry facto r ho mo lo g PF0 118 7.15^MIF^Macro p hag e  mig ratio n inhib ito ry facto r (MIF)^25-138 ^E:3.1e -25 0 ,8 4 -0 ,0 74 0 -1,331 0 1,311 0 1,48 4 0 ,517 -0 ,78 3 MIFH_BRUMA

Macro p hag e  mig ratio n inhib ito ry facto r ho mo lo g  (Bm-MIF-1) (BmMIF) (MIF) (EC

5.3.2.1) (L-d o p achro me  iso me rase ) (L-d o p achro me  tauto me rase ) (EC 5.3.3.12)

(Phe nylp yruvate  tauto me rase )

Bm1_28 435 BMBAC0 1P19 .1 Brug ia malayi (Filarial ne mato d e  wo rm) 3D-structure ; Co mp le te  p ro te o me ; Cyto kine ; Iso me rase ; Se cre te d

SRR122238 _TR45476 _c0 _g 1_i4_le n=16 33 NA NA NA NA NA PF0 720 7.8 ^Lir1^Lig ht re g ulate d  p ro te in Lir1^27-16 2^E:1.6 e -41 0 ,117 0 ,352 0 -1,119 0 3,28 6 0 2,535 0 ,70 2 0 ,114 . . . . . .

SRR122238 _TR459 75_c1_g 1_i1_le n=3425 LOX31_SOLTU
Q:6 19 -

310 8 ,H:114-9 14
8 0 .6 3%ID E:0 Lino le ate  13S-lip o xyg e nase  3-1, chlo ro p lastic PF0 0 30 5.16 ^Lip o xyg e nase ^Lip o xyg e nase ^1-30 3^E:3.3e -145 1 2,426 0 ,6 9 2 1,419 0 8 ,23 0 7,6 41 1 -3,6 13 LOX31_SOLTU Lino le ate  13S-lip o xyg e nase  3-1, chlo ro p lastic (EC 1.13.11.12) LOX3.1 LOX-H3 So lanum tub e ro sum (Po tato )

PATHWAY: Lip id  me tab o lism; o xylip in b io synthe sis. {ECO:0 0 0 0 255|PROSITE-

Pro Rule :PRU0 0 726 }.

Chlo ro p last; Co mp le te  p ro te o me ; Dio xyg e nase ; Fatty acid  b io synthe sis; Fatty acid

me tab o lism; Iro n; Lip id  b io synthe sis; Lip id  me tab o lism; Me tal-b ind ing ;

Oxid o re d uctase ; Oxylip in b io synthe sis; Plastid ; Re fe re nce  p ro te o me ; Thylako id ;

Transit p e p tid e

SRR122238 _TR46 6 8 4_c3_g 1_i1_le n=138 8 NA NA NA NA NA PF0 4434.14^SWIM^SWIM zinc fing e r^2-26 ^E:0 .0 0 0 73 1 0 ,0 9 8 0 ,517 -0 ,73 0 2,9 6 3 0 3,6 6 7 1 -0 ,176 . . . . . .

SRR122238 _TR47542_c0 _g 1_i2_le n=6 79 UBL5_ARATH
Q:533-315,H:1-

73
9 8 .6 3%ID E:3e -43 Ub iq uitin-like  p ro te in 5 . 0 ,0 8 -0 ,476 0 ,46 1 -0 ,19 6 0 1,259 0 0 ,9 8 7 0 ,79 8 -0 ,38 5 UBL5_ARATH Ub iq uitin-like  p ro te in 5 UBL5 At5g 4230 0  K5J14.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me ; Ub l co njug atio n p athway

SRR122238 _TR50 0 41_c1_g 2_i7_le n=4327 XLG1_ARATH
Q:36 19 -

9 8 6 ,H:11-8 71
48 %ID E:0 Extra-larg e  g uanine  nucle o tid e -b ind ing  p ro te in 1 PF0 0 50 3.17^G-alp ha^G-p ro te in alp ha sub unit^50 9 -8 9 9 ^E:2.2e -6 0 0 ,56 0 ,9 73 0 ,118 1,76 5 0 3,438 0 3,78 9 1 0 ,216 XLG1_ARATH

Extra-larg e  g uanine  nucle o tid e -b ind ing  p ro te in 1 (Extra-larg e  GTP-b ind ing  p ro te in

1) (Extra-larg e  G-p ro te in 1)
XLG1 XLG At2g 2346 0  F26 B6 .11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Calcium; Co mp le te  p ro te o me ; GTP-b ind ing ; Me tal-b ind ing ; Nucle o tid e -b ind ing ;

Nucle us; Re fe re nce  p ro te o me ; To nB b o x; Transd uce r; Zinc; Zinc-fing e r

SRR122238 _TR5420 5_c1_g 1_i3_le n=8 52 NA NA NA NA NA PF0 0 50 5.16 ^HMG_b o x^HMG (hig h mo b ility g ro up ) b o x^2-54^E:1.9 e -13`PF0 9 0 11.7^HMG_b o x_2^HMG-b o x d o main^3-54^E:3.4e -0 7 0 ,0 49 0 ,556 0 ,6 6 5 -0 ,13 0 1,78 1 0 1,551 0 ,0 8 5 0 ,6 21 . . . . . .

SRR122238 _TR570 53_c2_g 2_i2_le n=721 MLP31_ARATH
Q:6 47-

19 5,H:18 -171
37.6 6 %ID E:2e -29 MLP-like  p ro te in 31 PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^6 -150 ^E:5.4e -41 0 ,545 0 ,56 6 0 ,0 0 4 1,0 56 0 ,0 0 1 1,218 0 1,30 1 1 -0 ,0 9 2 MLP31_ARATH MLP-like  p ro te in 31 MLP31 At1g 70 8 40  F15H11.9

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR122238 _TR59 8 58 _c0 _g 1_i1_le n=126 3 PER4_VITVI
Q:8 9 -

10 24,H:12-321
72.76 %ID E:1e -16 1 Pe ro xid ase  4 {ECO:0 0 0 0 250 |UniPro tKB:Q42578 } PF0 0 141.20 ^p e ro xid ase ^Pe ro xid ase ^41-28 3^E:1.2e -8 0 0 ,59 3 0 ,734 0 ,6 29 2,11 0 4,28 3 0 2,6 17 1 0 ,521 PER4_VITVI Pe ro xid ase  4 (EC 1.11.1.7) GSVIVT0 0 0 239 6 70 0 1 LOC10 0 2570 0 5 Vitis vinife ra (Grap e )

Calcium; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; G lyco p ro te in; He me ; Hyd ro g e n

p e ro xid e ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Pe ro xid ase ; Pyrro lid o ne  carb o xylic

acid ; Se cre te d ; Sig nal

SRR122238 _TR6 29 0 3_c0 _g 2_i5_le n=6 72 NA NA NA NA NA PF0 7172.8 ^GRP^Glycine  rich p ro te in family^1-8 6 ^E:9 .9 e -11 0 ,6 8 -0 ,139 0 ,251 -0 ,38 0 4,9 9 9 0 3,9 28 0 ,0 59 -1,20 8 . . . . . .

SRR122238 _TR6 8 717_c0 _g 1_i1_le n=6 23 MPC4_ARATH
Q:9 8 -421,H:1-

10 8
8 1.48 %ID E:4e -6 0 Mito cho nd rial p yruvate  carrie r 4 {ECO:0 0 0 0 30 5} PF0 36 50 .10 ^MPC^Uncharacte rise d  p ro te in family (UPF0 0 41)^6 -10 4^E:4.4e -41 0 ,6 15 0 ,16 5 0 ,228 0 ,358 0 1,313 0 ,0 0 1 1,141 0 ,38 4 -0 ,257 MPC4_ARATH Mito cho nd rial p yruvate  carrie r 4 MPC4 At4g 22310  T10 I14_140

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Mito cho nd rio n; Mito cho nd rio n inne r me mb rane ;

Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR122238 _TR6 8 9 6 5_c0 _g 1_i2_le n=8 0 8 H33_VITVI
Q:8 0 -48 7,H:1-

136
10 0 %ID E:1e -9 1 Histo ne  H3.3 . 0 ,8 7 -0 ,16 5 0 ,6 79 -0 ,30 8 0 3,729 0 4,0 57 0 ,9 21 0 ,0 8 8 H33_VITVI Histo ne  H3.3 Vitis vinife ra (Grap e )

Ace tylatio n; Chro mo so me ; DNA-b ind ing ; Me thylatio n; Nucle o so me  co re ; Nucle us;

Pho sp ho p ro te in

SRR122238 _TR71775_c0 _g 1_i1_le n=8 56 ERF9 9 _ARATH
Q:325-

6 0 6 ,H:74-16 9
6 6 .6 7%ID E:2e -29 Ethyle ne -re sp o nsive  transcrip tio n facto r 13 PF0 0 8 47.17^AP2^AP2 d o main^9 9 -149 ^E:1.7e -14 0 ,50 2 2,50 4 0 ,0 17 5,773 0 6 ,19 9 0 6 ,0 0 5 0 ,0 6 6 -3,41 ERF9 9 _ARATH

Ethyle ne -re sp o nsive  transcrip tio n facto r 13 (AtERF13) (Ethyle ne -re sp o nsive

e le me nt-b ind ing  facto r 13) (EREBP-13)

ERF13 ERF-13 ERF0 9 9  At2g 448 40

T13E15.15

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Activato r; Co mp le te  p ro te o me ; DNA-b ind ing ; Ethyle ne  sig naling  p athway; Nucle us;

Plant d e fe nse ; Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR122238 _TR7430 8 _c0 _g 1_i1_le n=1721 ATL6 0 _ARATH
Q:752-

130 9 ,H:9 5-30 0
44.76 %ID E:2e -41 RING-H2 fing e r p ro te in ATL6 0

PF136 39 .3^zf-RING_2^Ring  fing e r d o main^116 -159 ^E:1.2e -14`PF17123.2^zf-RING_11^RING-like  z inc fing e r^116 -145^E:3.9 e -

11`PF139 23.3^zf-C3HC4_2^Zinc fing e r, C3HC4 typ e  (RING fing e r)^116 -158 ^E:8 .9 e -0 9 `PF0 0 0 9 7.22^zf-C3HC4^Zinc fing e r, C3HC4

typ e  (RING fing e r)^117-158 ^E:5.4e -0 6 `PF13445.3^zf-RING_UBOX^RING-typ e  zinc-fing e r^117-156 ^E:0 .0 0 0 13`PF126 78 .4^zf-

rb x1^RING-H2 zinc fing e r d o main^125-159 ^E:8 e -0 8 `PF128 6 1.4^zf-ANAPC11^Anap hase -p ro mo ting  co mp le x sub unit 11 RING-H2

fing e r^125-16 2^E:6 e -0 5

0 ,6 29 0 ,9 9 5 0 ,6 9 2 1,213 0 4,8 9 5 0 5,28 0 ,6 29 0 ,758 ATL6 0 _ARATH RING-H2 fing e r p ro te in ATL6 0 ATL6 0  At1g 538 20  T18 A20 .16
Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

Co mp le te  p ro te o me ; Me mb rane ; Me tal-b ind ing ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Ub l co njug atio n p athway; Zinc; Zinc-fing e r

SRR122238 _TR758 52_c1_g 2_i1_le n=10 9 9 NA NA NA NA NA PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^3-16 6 ^E:1.2e -14 0 ,29 8 0 ,29 1 0 ,0 0 1 0 0 ,9 76 0 0 ,8 9 0 ,8 8 2 -0 ,18 3 . . . . . .

SRR122238 _TR8 130 0 _c0 _g 1_i1_le n=9 9 6 ATL8 0 _ARATH
Q:773-249 ,H:23-

19 7
58 .15%ID E:6 e -44 RING-H2 fing e r p ro te in ATL8 0

PF136 39 .3^zf-RING_2^Ring  fing e r d o main^111-154^E:7.3e -15`PF17123.2^zf-RING_11^RING-like  z inc fing e r^111-140 ^E:1.5e -

11`PF139 23.3^zf-C3HC4_2^Zinc fing e r, C3HC4 typ e  (RING fing e r)^112-153^E:2.2e -10 `PF0 0 0 9 7.22^zf-C3HC4^Zinc fing e r, C3HC4

typ e  (RING fing e r)^112-153^E:2.1e -0 7`PF13445.3^zf-RING_UBOX^RING-typ e  zinc-fing e r^112-151^E:0 .0 0 0 13`PF126 78 .4^zf-

rb x1^RING-H2 zinc fing e r d o main^116 -154^E:2.2e -0 8 `PF128 6 1.4^zf-ANAPC11^Anap hase -p ro mo ting  co mp le x sub unit 11 RING-H2

fing e r^120 -16 0 ^E:4.8 e -0 7

0 ,50 5 0 ,28 6 0 ,19 0 ,442 0 1,557 0 1,8 42 0 ,712 0 ,23 ATL8 0 _ARATH RING-H2 fing e r p ro te in ATL8 0 ATL8 0  At1g 20 8 23 F2D10 .34
Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

Co mp le te  p ro te o me ; Me mb rane ; Me tal-b ind ing ; Plant d e fe nse ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Ub l co njug atio n p athway; Zinc; Zinc-fing e r

SRR12718 57_TR246 0 _c0 _g 1_i1_le n=10 56 NA NA NA NA NA . 0 ,38 1 1,332 0 ,6 9 2 1,148 0 3,6 72 0 3,8 28 0 ,6 29 1,0 8 9 . . . . . .

SRR12718 57_TR3142_c0 _g 1_i12_le n=2328 PIP1_SOLLC
Q:20 38 -

140 9 ,H:1-210
8 7.6 2%ID E:1e -126 Pro b ab le  aq uap o rin PIP-typ e  p TOM75 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^45-218 ^E:2.9 e -57 0 ,557 0 ,158 0 ,0 0 7 0 ,6 8 8 0 1,46 8 0 ,0 0 1 0 ,8 1 0 ,0 6 6 3,50 1 PIP1_SOLLC

Pro b ab le  aq uap o rin PIP-typ e  p TOM75 (Rip e ning -asso ciate d  me mb rane  p ro te in)

(RAMP)

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at;

Stre ss re sp o nse ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 57_TR116 6 5_c0 _g 2_i1_le n=6 0 4 NA NA NA NA NA . 0 ,5 -0 ,732 0 ,46 6 0 ,233 0 2,19 2 0 2,112 0 ,0 1 -0 ,6 6 3 . . . . . .

SRR12718 57_TR17375_c0 _g 2_i1_le n=218 1 RCA1_LARTR
Q:241-

16 50 ,H:1-475
8 0 .0 8 %ID E:0

Rib ulo se  b isp ho sp hate  carb o xylase /o xyg e nase

activase  1, chlo ro p lastic
PF0 0 0 0 4.26 ^AAA^ATPase  family asso ciate d  with vario us ce llular activitie s (AAA)^16 0 -30 1^E:3.2e -15 1 -0 ,0 0 3 0 ,0 25 -2,6 56 0 1,334 0 1,275 0 ,6 9 4 0 ,348 RCA1_LARTR

Rib ulo se  b isp ho sp hate  carb o xylase /o xyg e nase  activase  1, chlo ro p lastic (RA 1)

(RuBisCO activase  1) (RuBisCO activase  alp ha fo rm)
RCA1

Larre a trid e ntata (Cre o so te  b ush)

(Zyg o p hyllum trid e ntatum)
3D-structure ; ATP-b ind ing ; Chlo ro p last; Nucle o tid e -b ind ing ; Plastid ; Transit p e p tid e



SRR12718 57_TR20 249 _c0 _g 1_i1_le n=8 12 NA NA NA NA NA . 0 ,8 9 5 -0 ,10 1 0 ,0 0 8 -1,238 0 1,38 6 0 1,28 8 1 0 ,8 58 . . . . . .

SRR12718 57_TR26 30 0 _c2_g 2_i2_le n=6 8 8 NA NA NA NA NA PF148 78 .3^DLD^De ath-like  d o main o f SPT6 ^3-6 7^E:7.2e -13`PF146 33.3^SH2_2^SH2 d o main^16 1-20 8 ^E:1.4e -0 7 1 0 ,0 0 7 0 ,10 9 1,0 38 0 6 ,6 78 0 6 ,8 6 0 ,517 0 ,8 79 . . . . . .

SRR12718 57_TR31278 _c0 _g 1_i3_le n=126 2 RAG3F_ARATH
Q:270 -8 8 7,H:1-

20 6
9 2.72%ID E:4e -139 Ras-re late d  p ro te in RABG3f

PF0 0 0 25.18 ^Arf^ADP-rib o sylatio n facto r family^9 -175^E:3.5e -14`PF0 0 0 71.19 ^Ras^Ras family^10 -176 ^E:4.8 e -

56 `PF0 8 477.10 ^Ro c^Ras o f Co mp le x, Ro c, d o main o f DAPkinase ^10 -128 ^E:4.7e -33`PF0 19 26 .20 ^MMR_HSR1^50 S rib o so me -

b ind ing  GTPase ^10 -10 9 ^E:2.1e -0 7`PF0 46 70 .9 ^Gtr1_Rag A^Gtr1/Rag A G p ro te in co nse rve d  re g io n^10 -130 ^E:4.9 e -0 6

0 ,325 0 ,26 6 0 ,28 4 0 ,314 0 1,251 0 1,22 0 ,8 74 0 ,0 56 RAG3F_ARATH
Ras-re late d  p ro te in RABG3f (AtRABG3f) (Ras-re late d  p ro te in Rab 71) (AtRab 71)

(Ras-re late d  p ro te in Rab 7B) (AtRab 7B)

RABG3F RAB71 RAB7B At3g 18 8 20

MVE11.21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; GTP-b ind ing ; Lip o p ro te in; Me mb rane ;

Me thylatio n; Nucle o tid e -b ind ing ; Pre nylatio n; Pro te in transp o rt; Re fe re nce  p ro te o me ;

Transp o rt

SRR12718 57_TR339 31_c0 _g 1_i11_le n=2240 NA NA NA NA NA PF0 0 8 9 2.17^EamA^EamA-like  transp o rte r family^55-10 9 ^E:3.8 e -0 9 0 ,0 59 1,6 18 0 ,18 7 0 ,9 9 6 0 2,8 2 0 2,55 0 ,59 3 0 ,731 . . . . . .

SRR12718 57_TR339 31_c0 _g 1_i13_le n=19 8 9 NA NA NA NA NA
PF0 0 8 9 2.17^EamA^EamA-like  transp o rte r family^4-120 ^E:3.5e -0 8 `PF0 0 8 9 2.17^EamA^EamA-like  transp o rte r family^130 -279 ^E:1.1e -

13
0 ,0 6 5 1,28 1 0 ,0 27 1,354 0 3,0 8 6 0 3,219 0 ,8 8 2 -0 ,18 8 . . . . . .

SRR12718 57_TR339 9 4_c0 _g 1_i1_le n=1179 OP24B_ARATH
Q:10 0 2-

36 7,H:3-213
6 7.9 2%ID E:1e -10 0 Oute r e nve lo p e  p o re  p ro te in 24B, chlo ro p lastic . 0 ,18 0 ,79 2 0 ,0 0 1 1,417 0 3,0 6 7 0 3,39 4 1 0 ,318 OP24B_ARATH

Oute r e nve lo p e  p o re  p ro te in 24B, chlo ro p lastic (Chlo ro p lastic o ute r e nve lo p e

p o re  p ro te in o f 24 kDa B)
OEP24B At5g 429 6 0  MBD2.16

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Io n transp o rt; Me mb rane ; Plastid ; Plastid  o ute r

me mb rane ; Po rin; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  b e ta

strand ; Transp o rt

SRR12718 57_TR4136 3_c0 _g 1_i1_le n=750 NA NA NA NA NA . 0 ,6 29 1,30 4 0 ,739 0 ,30 6 0 2,8 75 0 3,10 1 0 ,0 0 4 2,371 . . . . . .

SRR12718 57_TR4139 8 _c0 _g 1_i1_le n=9 42 NA NA NA NA NA PF0 6 521.8 ^PAR1^PAR1 p ro te in^35-18 5^E:1.7e -73 0 ,0 44 2,472 0 ,226 2,577 0 8 ,523 0 6 ,9 49 1 -0 ,30 3 . . . . . .

SRR12718 58 _TR3359 _c0 _g 1_i1_le n=775 ELOF1_ORYSJ
Q:6 48 -38 5,H:1-

8 9
9 2.13%ID E:1e -41 Transcrip tio n e lo ng atio n facto r 1 ho mo lo g . 0 ,0 0 9 0 ,9 28 0 ,0 35 0 ,59 8 0 2,46 2 0 2,9 79 0 ,8 0 8 -0 ,0 74 ELOF1_ORYSJ Transcrip tio n e lo ng atio n facto r 1 ho mo lo g

Os0 7g 0 6 3110 0  LOC_Os0 7g 43730

OsJ_25233 P0 519 E12.3
Oryza sativa sub sp . jap o nica (Rice )

Co mp le te  p ro te o me ; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n;

Transcrip tio n re g ulatio n; Zinc; Zinc-fing e r

SRR12718 58 _TR6 554_c0 _g 1_i2_le n=126 3 NA NA NA NA NA
PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase  fo ld ^53-156 ^E:1.6 e -15`PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase

family^54-170 ^E:2.2e -0 9
1 2,9 44 0 ,0 17 5,141 0 8 ,0 22 0 8 ,427 1 0 . . . . . .

SRR12718 58 _TR1158 2_c0 _g 2_i1_le n=129 2 NA NA NA NA NA PF140 0 9 .3^DUF4228 ^Do main o f unkno wn functio n (DUF4228 )^71-240 ^E:3e -26 1 2,231 0 ,0 34 4,8 72 0 4,79 4 0 5,56 8 0 ,8 22 -0 ,273 . . . . . .

SRR12718 58 _TR19 9 55_c1_g 2_i2_le n=176 5 ENL2_ARATH
Q:422-730 ,H:30 -

132
59 .22%ID E:2e -35 Early no d ulin-like  p ro te in 2 PF0 229 8 .14^Cu_b ind _like ^Plasto cyanin-like  d o main^44-127^E:1.8 e -21 0 ,28 8 0 ,50 1 0 ,0 21 0 ,9 8 3 0 1,9 6 1 0 1,9 8 4 0 ,9 0 8 -0 ,0 8 3 ENL2_ARATH Early no d ulin-like  p ro te in 2 (Phyto cyanin-like  p ro te in) At4g 27520  T29 A15.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; GPI-ancho r; G lyco p ro te in; Lip o p ro te in;

Me mb rane ; Re fe re nce  p ro te o me ; Sig nal

SRR12718 58 _TR26 20 2_c0 _g 1_i1_le n=377 NA NA NA NA NA . 0 ,35 0 ,58 2 0 ,6 11 -0 ,457 0 3,216 0 2,6 22 0 ,0 11 -1,253 . . . . . .

SRR12718 58 _TR28 353_c0 _g 3_i2_le n=130 8 NA NA NA NA NA
PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^34-148 ^E:7.2e -34`PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase

fo ld ^39 -144^E:5.5e -0 9 `PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^39 -144^E:1.9 e -0 7
0 ,50 2 2,8 27 0 ,0 34 4,777 0 ,0 0 1 5,9 57 0 6 ,218 1 1,135 . . . . . .

SRR12718 58 _TR28 6 0 9 _c0 _g 4_i1_le n=3258 IDN2_ARATH
Q:459 -

18 8 6 ,H:21-50 1
51.56 %ID E:9 e -148

Pro te in INVOLVED IN DE NOVO 2

{ECO:0 0 0 0 30 3|Pub Me d :19 9 1559 1}
PF0 3470 .11^zf-XS^XS zinc fing e r d o main^48 -9 1^E:6 .4e -19 `PF0 346 8 .11^XS^XS d o main^120 -231^E:3e -39 1 0 ,0 79 0 ,10 3 1,771 0 3,59 8 0 3,70 8 1 0 ,0 46 IDN2_ARATH Pro te in INVOLVED IN DE NOVO 2 (Pro te in RNA-DIRECTED DNA METHYLATION 12) IDN2 RDM12 At3g 48 6 70  T8 P19 .18 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Co ile d  co il; Co mp le te  p ro te o me ; RNA-b ind ing ; RNA-me d iate d  g e ne

sile ncing ; Re fe re nce  p ro te o me

SRR12718 58 _TR28 9 8 7_c0 _g 1_i4_le n=1753 NA NA NA NA NA PF0 4117.9 ^Mp v17_PMP22^Mp v17 / PMP22 family^250 -311^E:1.7e -17 1 0 ,444 0 ,0 43 3,445 0 5,539 0 6 ,16 5 1 0 ,246 . . . . . .

SRR12718 58 _TR31243_c0 _g 1_i6 _le n=2333 DOX1_ARATH
Q:8 8 -1275,H:1-

36 8
6 8 .51%ID E:0 Alp ha-d io xyg e nase  1 PF0 30 9 8 .12^An_p e ro xid ase ^Animal hae m p e ro xid ase ^2-221^E:1.8 e -41 1 -0 ,0 8 6 0 ,0 0 1 5,21 0 8 ,50 4 0 9 ,9 13 0 ,0 0 8 3,9 9 DOX1_ARATH

Alp ha-d io xyg e nase  1 (Alp ha DOX1) (EC 1.14.9 9 .-) (Fatty acid  d io xyg e nase

Alp haDOX1) (Patho g e n-ind uce d  o xyg e nase ) (Plant alp ha d io xyg e nase  1)

DOX1 DIOX1 PADOX-1 PIOX At3g 0 1420

T13O15.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Co mp le te  p ro te o me ; Dio xyg e nase ; Fatty acid  b io synthe sis; Fatty acid

me tab o lism; G lyco p ro te in; Hyp e rse nsitive  re sp o nse ; Iro n; Lip id  b io synthe sis; Lip id

me tab o lism; Me tal-b ind ing ; Oxid o re d uctase ; Oxylip in b io synthe sis; Pe ro xid ase ; Plant

d e fe nse ; Re fe re nce  p ro te o me ; Sig nal

SRR12718 58 _TR37116 _c0 _g 1_i3_le n=216 0 NA NA NA NA NA
PF0 0 10 6 .22^ad h_sho rt^sho rt chain d e hyd ro g e nase ^17-19 7^E:1.4e -37`PF0 8 6 59 .7^KR^KR d o main^18 -19 5^E:5.7e -

0 7`PF1356 1.3^ad h_sho rt_C2^Eno yl-(Acyl carrie r p ro te in) re d uctase ^23-19 7^E:7.3e -24
1 0 ,558 0 ,0 34 3,772 0 6 ,9 9 7 0 7,20 2 1 -0 ,9 77 . . . . . .

SRR12718 58 _TR37746 _c0 _g 3_i1_le n=78 3 KIRO_ACTDE
Q:174-6 0 8 ,H:1-

145
48 .9 7%ID E:2e -35 Kiro la {ECO:0 0 0 0 30 3|Pub Me d :2130 9 79 0 } PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^4-147^E:1.5e -32 0 ,0 15 0 ,6 47 0 ,8 16 -0 ,0 6 9 0 1,39 3 0 1,20 3 0 ,16 2 0 ,457 KIRO_ACTDE Kiro la (alle rg e n Act d  11) Actinid ia d e lic io sa (Kiwi) 3D-structure ; Ace tylatio n; Alle rg e n; Dire ct p ro te in se q ue ncing ; Po lymo rp hism

SRR12718 58 _TR42752_c1_g 1_i1_le n=18 9 9 CYSP_PEA
Q:127-

1179 ,H:15-36 2
74.15%ID E:0 Cyste ine  p ro te inase  15A

PF0 8 246 .9 ^Inhib ito r_I29 ^Cathe p sin p ro p e p tid e  inhib ito r d o main (I29 )^76 -132^E:3.3e -0 9 `PF0 0 112.20 ^Pe p tid ase _C1^Pap ain

family cyste ine  p ro te ase ^16 3-38 6 ^E:3.7e -74
0 ,0 0 2 0 ,70 9 0 ,0 45 0 ,442 0 1,9 15 0 1,335 0 ,115 0 ,346 CYSP_PEA Cyste ine  p ro te inase  15A (EC 3.4.22.-) (Turg o r-re sp o nsive  p ro te in 15A) Pisum sativum (Gard e n p e a)

Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ; Pro te ase ; Sig nal; Stre ss re sp o nse ; Thio l

p ro te ase ; Zymo g e n

SRR12718 58 _TR43413_c0 _g 1_i1_le n=118 2 NA NA NA NA NA PF0 0 8 47.17^AP2^AP2 d o main^139 -18 8 ^E:1.3e -14 1 0 ,454 0 ,254 4,48 1 0 3,9 8 1 0 4,145 0 ,129 -2,8 8 7 . . . . . .

SRR12718 58 _TR46 311_c2_g 2_i1_le n=219 0 C8 1E8 _MEDTR
Q:245-

16 9 9 ,H:6 -49 3
57.14%ID E:0

Cyto chro me  P450  8 1E8

{ECO:0 0 0 0 30 3|Pub Me d :146 170 78 }
PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^34-477^E:2.3e -9 0 0 ,534 0 ,40 3 0 ,0 0 1 1,8 8 0 2,40 7 0 2,8 45 0 ,6 29 1,18 4 C8 1E8 _MEDTR Cyto chro me  P450  8 1E8  (EC 1.14.13.-) CYP8 1E8

Me d icag o  truncatula (Barre l me d ic)

(Me d icag o  trib ulo id e s)

He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP; Oxid o re d uctase ;

Transme mb rane ; Transme mb rane  he lix

SRR12718 58 _TR46 46 8 _c0 _g 1_i1_le n=344 NA NA NA NA NA . 0 ,431 -0 ,443 1 0 ,0 12 0 1,8 0 4 0 ,0 0 1 1,43 1 0 ,118 . . . . . .

SRR12718 58 _TR5359 6 _c0 _g 1_i2_le n=1448 PEX13_ARATH
Q:6 6 4-

10 26 ,H:179 -30 4
6 7.46 %ID E:2e -49 Pe ro xiso mal me mb rane  p ro te in 13 . 1 0 ,0 31 0 ,0 0 5 1,0 8 0 1,56 2 0 1,714 0 ,511 -0 ,222 PEX13_ARATH

Pe ro xiso mal me mb rane  p ro te in 13 (Pe ro xin-13) (AtPEX13) (Pe ro xiso me  b io g e ne sis

p ro te in 13) (Pe x13p ) (Pro te in ABERRANT PEROXISOME MORPHOLOGY 2)
PEX13 APM2 At3g 0 756 0  F21O3.27

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Me mb rane ; Pe ro xiso me ; Pe ro xiso me

b io g e ne sis; Pro te in transp o rt; Re fe re nce  p ro te o me ; Translo catio n; Transp o rt

SRR12718 58 _TR5410 4_c0 _g 4_i1_le n=1244 EXLB1_ARATH
Q:156 -8 9 0 ,H:1-

247
54.6 6 %ID E:9 e -9 2 Exp ansin-like  B1 PF0 3330 .15^DPBB_1^Lytic transg lyco lase ^114-18 8 ^E:4.8 e -12`PF0 1357.18 ^Po lle n_alle rg _1^Po lle n alle rg e n^20 2-28 3^E:2.3e -14 0 ,0 0 8 2,8 9 7 0 ,0 38 1,8 9 0 3,18 6 0 3,255 0 ,0 0 5 1,138 EXLB1_ARATH Exp ansin-like  B1 (At-EXPR1) (AtEXLB1) (AtEXPR1) (Ath-Exp Be ta-3.1) EXLB1 EXPR1 At4g 170 30  d l4545c

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; G lyco p ro te in; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR12718 58 _TR54335_c0 _g 1_i1_le n=28 40 SERC_ARATH
Q:26 53-

219 2,H:1-155
6 1.29 %ID E:1e -51 Pho sp ho se rine  p ho sp hatase , chlo ro p lastic . 0 ,0 59 1,18 9 0 ,0 0 3 1,9 17 0 2,133 0 2,249 0 ,38 1 -2,0 0 9 SERC_ARATH

Pho sp ho se rine  p ho sp hatase , chlo ro p lastic (PSP) (PSPase ) (EC 3.1.3.3) (O-

p ho sp ho se rine  p ho sp ho hyd ro lase )
PSP PSP1 At1g 18 6 40  F26 I16 .2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-se rine  b io synthe sis; L-se rine  fro m 3-p ho sp ho -D-

g lyce rate : ste p  3/3.

Amino -acid  b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; Hyd ro lase ; Mag ne sium;

Me tal-b ind ing ; Pho sp ho p ro te in; Plastid ; Re fe re nce  p ro te o me ; Se rine  b io synthe sis;

Transit p e p tid e

SRR12718 58 _TR56 6 71_c1_g 1_i1_le n=149 0 GATLA_ARATH
Q:212-

116 8 ,H:37-352
6 7.0 8 %ID E:4e -146 Pro b ab le  g alacturo no syltransfe rase -like  10 PF0 150 1.17^Glyco _transf_8 ^Glyco syl transfe rase  family 8 ^70 -330 ^E:6 .3e -52 1 0 ,447 0 ,0 0 5 5,0 56 0 4,519 0 5,36 3 0 ,0 44 2,373 GATLA_ARATH

Pro b ab le  g alacturo no syltransfe rase -like  10  (EC 2.4.1.-) (Galactino l synthase  8 )

(AtGo lS8 ) (Go lS-8 )
GATL10  GOLS8  At3g 28 340  MZF16 .17

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: G lycan me tab o lism; p e ctin b io synthe sis.

Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; G lyco p ro te in;

G lyco syltransfe rase ; Go lg i ap p aratus; Me mb rane ; Re fe re nce  p ro te o me ; Sig nal-

ancho r; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR12718 58 _TR6 8 16 7_c0 _g 1_i1_le n=8 0 6 NA NA NA NA NA . 0 ,0 0 4 1,9 56 0 ,0 1 2,56 7 0 3,8 76 0 3,6 28 1 0 ,515 . . . . . .

SRR12718 58 _TR6 8 715_c1_g 1_i2_le n=210 3 CKX5_ARATH
Q:1778 -

219 ,H:10 -521
71.8 1%ID E:0 Cyto kinin d e hyd ro g e nase  5

PF0 156 5.20 ^FAD_b ind ing _4^FAD b ind ing  d o main^6 0 -20 8 ^E:1.5e -15`PF0 9 26 5.7^Cyto kin-b ind ^Cyto kinin d e hyd ro g e nase  1, FAD

and  cyto kinin b ind ing ^240 -523^E:3e -121
1 -0 ,111 0 ,0 6 6 3,8 42 0 2,6 6 8 0 3,445 1 0 ,20 5 CKX5_ARATH

Cyto kinin d e hyd ro g e nase  5 (EC 1.5.9 9 .12) (Cyto kinin o xid ase  5) (AtCKX5) (AtCKX6 )

(CKO5)
CKX5 CKX6  At1g 75450  F1B16 .2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; FAD; Flavo p ro te in; G lyco p ro te in;

Oxid o re d uctase ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR12718 58 _TR6 9 36 2_c0 _g 4_i1_le n=712 BGL14_ORYSJ
Q:119 -

538 ,H:376 -513
52.14%ID E:3e -40 Pro b ab le  inactive  b e ta-g luco sid ase  14 PF0 0 232.15^Glyco _hyd ro _1^Glyco syl hyd ro lase  family 1^6 -125^E:1.4e -40 1 0 0 ,48 9 -0 ,53 0 2,48 3 0 ,0 0 1 2,0 6 2 0 ,239 -1,458 BGL14_ORYSJ Pro b ab le  inactive  b e ta-g luco sid ase  14 (Os4b g lu14)

BGLU14 Os0 4g 0 51310 0  LOC_Os0 4g 4336 0

OSJNBa0 0 0 4N0 5.21
Oryza sativa sub sp . jap o nica (Rice )

Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ; Re fe re nce  p ro te o me ;

Sig nal

SRR12718 59 _TR446 _c3_g 11_i15_le n=2775 RBOHC_SOLTU
Q:41-

219 4,H:249 -9 37
78 .6 4%ID E:0 Re sp irato ry b urst o xid ase  ho mo lo g  p ro te in C

PF0 179 4.16 ^Fe rric_re d uct^Fe rric re d uctase  like  transme mb rane  co mp o ne nt^111-26 7^E:2.3e -23`PF0 8 0 22.9 ^FAD_b ind ing _8 ^FAD-

b ind ing  d o main^310 -426 ^E:1.2e -35`PF0 8 0 30 .9 ^NAD_b ind ing _6 ^Fe rric re d uctase  NAD b ind ing  d o main^433-6 25^E:1.7e -50
0 ,517 1,26 2 0 ,0 0 3 1,9 6 8 0 5,6 76 0 7,234 0 ,458 -0 ,40 2 RBOHC_SOLTU

Re sp irato ry b urst o xid ase  ho mo lo g  p ro te in C (EC 1.11.1.-) (EC 1.6 .3.-) (NADPH

o xid ase  RBOHC) (StRBOHC)
RBOHC So lanum tub e ro sum (Po tato )

Calcium; Co ile d  co il; Co mp le te  p ro te o me ; FAD; Flavo p ro te in; Me mb rane ; Me tal-

b ind ing ; NADP; Oxid o re d uctase ; Pe ro xid ase ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ;

Re p e at; Transme mb rane ; Transme mb rane  he lix

SRR12718 59 _TR248 3_c1_g 1_i9 _le n=130 1 RAE1C_ARATH
Q:19 3-

79 8 ,H:15-216
9 3.0 7%ID E:7e -117 Ras-re late d  p ro te in RABE1c

PF0 0 0 25.18 ^Arf^ADP-rib o sylatio n facto r family^16 -16 3^E:2.1e -15`PF0 0 0 71.19 ^Ras^Ras family^17-178 ^E:1.6 e -

6 6 `PF0 8 477.10 ^Ro c^Ras o f Co mp le x, Ro c, d o main o f DAPkinase ^17-132^E:4.6 e -35`PF0 46 70 .9 ^Gtr1_Rag A^Gtr1/Rag A G p ro te in

co nse rve d  re g io n^17-132^E:4.5e -0 5`PF0 19 26 .20 ^MMR_HSR1^50 S rib o so me -b ind ing  GTPase ^18 -128 ^E:4.7e -0 5

0 ,8 11 0 ,335 0 ,16 -0 ,58 9 0 8 ,30 7 0 7,8 59 0 -3,9 9 6 RAE1C_ARATH
Ras-re late d  p ro te in RABE1c (AtRABE1c) (Ras-re late d  p ro te in Ara-3) (Ras-re late d

p ro te in Rab 8 A) (AtRab 8 A)

RABE1C ARA-3 RAB8 A At3g 46 0 6 0

F12M12.30

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; GTP-b ind ing ; Go lg i ap p aratus; Lip o p ro te in;

Me mb rane ; Nucle o tid e -b ind ing ; Pre nylatio n; Pro te in transp o rt; Re fe re nce  p ro te o me ;

Transp o rt

SRR12718 59 _TR479 9 _c0 _g 2_i1_le n=9 47 RAC5_ORYSJ
Q:9 47-

48 3,H:50 -174
77.42%ID E:2e -76 Rac-like  GTP-b ind ing  p ro te in 5 . 0 ,6 6 1 -0 ,247 0 ,0 44 -0 ,774 0 8 ,351 0 7,771 1 0 RAC5_ORYSJ Rac-like  GTP-b ind ing  p ro te in 5 (GTPase  p ro te in RacD) (OsRac5)

RAC5 RACD Os0 2g 0 8 340 0 0

LOC_Os0 2g 58 730  OJ128 2_E10 .23-1

OJ128 2_E10 .23-2 P0 26 4G11.2-1

P0 26 4G11.2-2

Oryza sativa sub sp . jap o nica (Rice )
Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; GTP-b ind ing ; Lip o p ro te in;

Me mb rane ; Me thylatio n; Nucle o tid e -b ind ing ; Pre nylatio n; Re fe re nce  p ro te o me

SRR12718 59 _TR15473_c0 _g 2_i7_le n=3276 BAM3_ARATH
Q:310 7-

140 4,H:1-548
6 5.6 7%ID E:0 Be ta-amylase  3, chlo ro p lastic PF0 1373.14^Glyco _hyd ro _14^Glyco syl hyd ro lase  family 14^10 9 -526 ^E:9 e -16 7 0 ,19 6 0 ,8 55 0 ,277 0 ,554 0 1,6 5 0 1,529 0 ,739 -0 ,254 BAM3_ARATH

Be ta-amylase  3, chlo ro p lastic (EC 3.2.1.2) (1,4-alp ha-D-g lucan malto hyd ro lase )

(Be ta-amylase  8 ) (Chlo ro p last b e ta-amylase ) (CT-BMY)

BAM3 BMY8  CTBMY At4g 170 9 0  d l4575c

FCAALL.5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Carb o hyd rate  me tab o lism; Chlo ro p last; Co mp le te  p ro te o me ; G lyco sid ase ; Hyd ro lase ;

Plastid ; Po lysaccharid e  d e g rad atio n; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR12718 59 _TR156 52_c1_g 2_i2_le n=2722 TM1L2_MOUSE
Q:6 50 -

1429 ,H:17-30 3
29 .17%ID E:1e -26 TOM1-like  p ro te in 2 PF0 0 79 0 .16 ^VHS^VHS d o main^22-132^E:4e -34`PF0 3127.11^GAT^GAT d o main^216 -28 8 ^E:4.4e -16 0 ,38 8 0 ,36 2 0 ,0 23 0 ,9 0 7 0 1,46 6 0 ,0 0 1 1,43 0 ,8 0 3 -0 ,2 TM1L2_MOUSE TOM1-like  p ro te in 2 (Targ e t o f Myb -like  p ro te in 2) To m1l2 Mus musculus (Mo use )

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Pho sp ho p ro te in; Pro te in transp o rt;

Re fe re nce  p ro te o me ; Transp o rt

SRR12718 59 _TR2439 5_c0 _g 1_i7_le n=10 72 UBC4_SOLLC
Q:123-56 6 ,H:1-

148
9 7.9 7%ID E:1e -10 1 Ub iq uitin-co njug ating  e nzyme  E2-17 kDa PF0 0 179 .23^UQ_co n^Ub iq uitin-co njug ating  e nzyme ^5-141^E:3.2e -54 0 ,36 2 0 ,30 2 0 ,715 0 ,124 0 1,0 16 0 1,0 18 0 ,416 0 ,20 1 UBC4_SOLLC

Ub iq uitin-co njug ating  e nzyme  E2-17 kDa (EC 2.3.2.23) (E2 ub iq uitin-co njug ating

e nzyme ) (Ub iq uitin carrie r p ro te in) (Ub iq uitin-p ro te in l ig ase )

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n. {ECO:0 0 0 0 255|PROSITE-

Pro Rule :PRU0 0 38 8 }.

ATP-b ind ing ; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ;

Transfe rase ; Ub l co njug atio n p athway

SRR12718 59 _TR24419 _c0 _g 2_i1_le n=18 45 TF2B_DICDI
Q:470 -

10 42,H:122-312
32.9 8 %ID E:7e -28 Transcrip tio n initiatio n facto r IIB

PF0 0 38 2.16 ^TFIIB^Transcrip tio n facto r TFIIB re p e at^149 -217^E:1.8 e -0 6 `PF0 0 38 2.16 ^TFIIB^Transcrip tio n facto r TFIIB re p e at^243-

313^E:3.6 e -12
1 -0 ,0 9 2 0 ,257 0 ,8 17 0 2,38 4 0 2,79 5 0 ,6 43 0 ,44 TF2B_DICDI Transcrip tio n initiatio n facto r IIB (Ge ne ral transcrip tio n facto r TFIIB) g tf2b  tfi ib  DDB_G0 29 0 9 29 Dictyo ste lium d isco id e um (Slime  mo ld )

Co mp le te  p ro te o me ; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Re p e at;

Transcrip tio n; Transcrip tio n re g ulatio n; Zinc; Zinc-fing e r

SRR12718 59 _TR276 8 3_c0 _g 2_i1_le n=1352 TET8 _ARATH
Q:316 -

10 50 ,H:20 -26 7
6 8 .55%ID E:4e -9 2 Te trasp anin-8 PF0 0 335.17^Te trasp annin^Te trasp anin family^6 -253^E:2.7e -38 0 ,0 14 0 ,742 0 ,0 16 0 ,6 3 0 ,0 0 1 1,6 6 7 0 1,73 0 ,38 4 0 ,26 3 TET8 _ARATH Te trasp anin-8 TET8  At2g 238 10  F27L4.1

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; G lyco p ro te in; Me mb rane ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix

SRR12718 59 _TR28 455_c0 _g 3_i1_le n=775 EF1A_TOBAC
Q:774-

6 16 ,H:38 3-435
9 6 .23%ID E:9 e -26 Elo ng atio n facto r 1-alp ha . 0 ,15 -0 ,414 0 ,6 33 -0 ,114 0 2,6 0 7 0 2,1 1 -0 ,253 EF1A_TOBAC Elo ng atio n facto r 1-alp ha (EF-1-alp ha) (Vitro ne ctin-like  ad he sio n p ro te in 1) (PVN1) Nico tiana tab acum (Co mmo n to b acco )

Cyto p lasm; Elo ng atio n facto r; GTP-b ind ing ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in;

Pro te in b io synthe sis

SRR12718 59 _TR30 6 0 4_c0 _g 1_i3_le n=722 NA NA NA NA NA . 1 0 ,76 0 ,254 3,56 5 0 5,278 0 4,78 4 1 -0 ,29 5 . . . . . .

SRR12718 59 _TR30 9 21_c0 _g 1_i1_le n=156 8 RIC1_ARATH
Q:447-6 20 ,H:1-

58
8 1.0 3%ID E:4e -26 CRIB d o main-co ntaining  p ro te in RIC1 PF0 0 78 6 .25^PBD^P21-Rho -b ind ing  d o main^28 -59 ^E:1.9 e -0 8 0 ,0 1 2,343 0 ,239 1,373 0 3,6 46 0 3,9 45 1 -0 ,0 6 2 RIC1_ARATH

CRIB d o main-co ntaining  p ro te in RIC1 (ROP-inte ractive  CRIB mo tif-co ntaining

p ro te in 1) (Targ e t o f ROP p ro te in RIC1)
RIC1 At2g 3346 0  F4P9 .23

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; Cyto ske le to n; De ve lo p me ntal p ro te in; Gro wth

re g ulatio n; Re fe re nce  p ro te o me

SRR12718 59 _TR358 58 _c0 _g 1_i6 _le n=537 SODC2_MAIZE
Q:57-437,H:25-

151
9 0 .55%ID E:3e -77 Sup e ro xid e  d ismutase  [Cu-Zn] 2 PF0 0 0 8 0 .17^So d _Cu^Co p p e r/z inc sup e ro xid e  d ismutase  (SODC)^19 -141^E:3.6 e -44 0 ,6 73 0 ,225 0 ,528 0 ,259 0 1,2 0 1,346 0 ,0 37 -1,32 SODC2_MAIZE Sup e ro xid e  d ismutase  [Cu-Zn] 2 (EC 1.15.1.1) SODCC.1 SOD2 Ze a mays (Maize )

Antio xid ant; Co mp le te  p ro te o me ; Co p p e r; Cyto p lasm; Disulfid e  b o nd ; Me tal-b ind ing ;

Oxid o re d uctase ; Re fe re nce  p ro te o me ; Zinc

SRR12718 59 _TR379 55_c0 _g 1_i1_le n=429 2 Y218 2_ARATH
Q:8 32-

29 70 ,H:57-78 4
35.6 8 %ID E:6 e -112 .

PF0 8 26 3.9 ^LRRNT_2^Le ucine  rich re p e at N-te rminal d o main^47-71^E:0 .0 0 0 2`PF138 55.3^LRR_8 ^Le ucine  rich re p e at^10 1-

16 2^E:1.9 e -0 7`PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^10 2-119 ^E:1.7`PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^175-

18 8 ^E:1.1`PF138 55.3^LRR_8 ^Le ucine  rich re p e at^413-471^E:4.7e -10 `PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^46 0 -

48 2^E:0 .0 18 `PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^529 -544^E:1.2`PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^530 -

550 ^E:0 .29 `PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^6 8 7-8 51^E:1.4e -11`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^70 1-

8 51^E:1.7e -0 9

1 0 ,325 0 ,0 0 8 3,0 33 0 3,39 2 0 4,28 4 1 -0 ,59 1 PXC3_ARATH
Le ucine -rich re p e at re ce p to r-l ike  tyro sine -p ro te in kinase  PXC3 (EC 2.7.10 .1)

(Pro te in PXY/TDR-CORRELATED 3)
PXC3 At2g 418 20  T11A7.8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; G lyco p ro te in; Kinase ; Le ucine -rich

re p e at; Me mb rane ; Nucle o tid e -b ind ing ; Re ce p to r; Re fe re nce  p ro te o me ; Re p e at;

Sig nal; Transfe rase ; Transme mb rane ; Transme mb rane  he lix; Tyro sine -p ro te in kinase

SRR12718 59 _TR438 8 2_c2_g 5_i3_le n=2275 PTR53_ARATH
Q:1158 -

256 ,H:313-6 15
54.1%ID E:0 Pro te in NRT1/ PTR FAMILY 2.11 PF0 0 8 54.18 ^PTR2^POT family^5-247^E:8 .2e -47 0 ,6 9 2 1,26 4 0 ,0 26 1,9 12 0 4,9 71 0 4,6 49 1 0 ,8 16 PTR53_ARATH

Pro te in NRT1/ PTR FAMILY 2.11 (AtNPF2.11) (Nitrate  transp o rte r 1.10 ) (Pro te in

GLUCOSINOLATE TRANSPORTER-2)

NPF2.11 GTR2 NRT1.10  At5g 6 26 8 0

MRG21.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 59 _TR449 0 9 _c1_g 1_i2_le n=9 9 4 ARC5A_ARATH
Q:119 -511,H:2-

132
8 6 .26 %ID E:3e -75 Actin-re late d  p ro te in 2/3 co mp le x sub unit 5A PF0 46 9 9 .11^P16 -Arc^ARP2/3 co mp le x 16  kDa sub unit (p 16 -Arc)^13-129 ^E:2.4e -21 0 ,559 0 ,36 3 0 ,316 0 ,6 4 0 2,18 6 0 2,44 0 ,52 0 ,46 2 ARC5A_ARATH

Actin-re late d  p ro te in 2/3 co mp le x sub unit 5A (Actin-re late d  p ro te in C5A) (Arp 2/3

co mp le x 16  kDa sub unit) (p 16 -ARC) (Pro te in CROOKED)
ARPC5A CRK At4g 0 1710  T15B16 .22

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Actin-b ind ing ; Ce ll p ro je ctio n; Co mp le te  p ro te o me ; Cyto p lasm;

Cyto ske le to n; Re fe re nce  p ro te o me

SRR12718 59 _TR449 71_c0 _g 2_i6 _le n=8 0 9 NOP10 _ARATH
Q:525-334,H:1-

6 4
8 4.38 %ID E:2e -30

H/ACA rib o nucle o p ro te in co mp le x sub unit 3-like

p ro te in
. 0 ,40 2 0 ,8 14 0 ,28 3 0 ,6 45 0 7,444 0 7,357 1 -0 ,8 18 NOP10 _ARATH H/ACA rib o nucle o p ro te in co mp le x sub unit 3-like  p ro te in (Nucle o lar p ro te in 10 ) At2g 20 49 0  T13C7.8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Nucle us; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so me  b io g e ne sis; rRNA p ro ce ssing

SRR12718 59 _TR46 177_c0 _g 2_i22_le n=29 78 ACL5_ARATH
Q:118 5-

256 ,H:29 -338
76 .13%ID E:2e -171 The rmo sp e rmine  synthase  ACAULIS5 PF0 156 4.14^Sp e rmine _synth^Sp e rmine /sp e rmid ine  synthase ^41-274^E:7.9 e -55 1 0 ,0 32 0 ,38 1 -0 ,6 78 0 2,559 0 ,0 0 1 2,438 0 ,34 0 ,551 ACL5_ARATH The rmo sp e rmine  synthase  ACAULIS5 (EC 2.5.1.79 ) ACL5 TKV At5g 19 530  T20 D1.50

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Po lyamine  b io synthe sis; Re fe re nce

p ro te o me ; Transfe rase

SRR3420 17_TR6 20 _c1_g 7_i7_le n=29 56 NA NA NA NA NA PF0 78 8 7.8 ^Calmo d ulin_b ind ^Calmo d ulin b ind ing  p ro te in-like ^9 1-38 0 ^E:7.9 e -117 1 0 ,10 5 0 ,0 6 8 0 ,9 8 5 0 1,39 8 0 1,49 4 0 ,6 9 2 1,46 . . . . . .

SRR3420 17_TR20 79 _c0 _g 4_i3_le n=19 6 7 PP273_ARATH
Q:10 78 -

434,H:39 4-6 10
53%ID E:5e -49

Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in

At3g 49 240
PF0 4117.9 ^Mp v17_PMP22^Mp v17 / PMP22 family^355-413^E:2.8 e -15 0 ,29 8 -0 ,78 8 0 ,0 48 0 ,9 56 0 2,8 79 0 3,526 0 ,524 -0 ,59 4 PP273_ARATH

Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in At3g 49 240  (Pro te in EMBRYO

DEFECTIVE 179 6 )
EMB179 6  At3g 49 240  F2K15.10 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Re p e at

SRR3420 17_TR58 46 _c0 _g 1_i2_le n=6 9 0 NRPBC_ARATH
Q:6 0 2-450 ,H:1-

51
9 0 .2%ID E:3e -26

DNA-d ire cte d  RNA p o lyme rase s II, IV and  V

sub unit 12
. 1 -0 ,173 0 ,0 74 0 ,9 25 0 7,40 9 0 6 ,759 0 ,46 1 -1,0 46 NRPBC_ARATH

DNA-d ire cte d  RNA p o lyme rase s II, IV and  V sub unit 12 (DNA-d ire cte d  RNA

Po lyme rase  II sub unit K)

NRPB12 NRPD12 NRPE12 At5g 410 10

MEE6 .8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-d ire cte d  RNA p o lyme rase ; Me tal-b ind ing ; Nucle us;

Re fe re nce  p ro te o me ; Transcrip tio n; Zinc

SRR3420 17_TR78 0 9 _c1_g 1_i3_le n=18 6 7 CXE1_ACTER
Q:18 48 -

9 70 ,H:44-333
47.12%ID E:5e -9 2 Carb o xyle ste rase  1

PF10 340 .6 ^DUF2424^Pro te in o f unkno wn functio n (DUF2424)^45-155^E:5.1e -0 5`PF0 78 59 .10 ^Ab hyd ro lase _3^alp ha/b e ta hyd ro lase

fo ld ^52-271^E:1.2e -45
0 ,0 6 0 ,8 27 0 ,252 0 ,538 0 2,0 6 6 0 1,8 9 1 0 ,0 56 CXE1_ACTER Carb o xyle ste rase  1 (Ae CXE1) (EC 3.1.1.1) CXE1

Actinid ia e riantha (Ve lve t vine )

(Actinid ia fulvico ma var. lanata)
3D-structure ; Hyd ro lase ; Se rine  e ste rase

SRR3420 17_TR9 8 22_c1_g 1_i1_le n=8 45 UEV1C_ARATH
Q:6 24-18 7,H:1-

145
8 9 .73%ID E:2e -8 8 Ub iq uitin-co njug ating  e nzyme  E2 variant 1C PF0 0 179 .23^UQ_co n^Ub iq uitin-co njug ating  e nzyme ^43-136 ^E:8 .3e -15 0 ,40 7 0 ,375 0 ,8 8 1 0 ,0 53 0 2,757 0 3,479 0 -4,15 UEV1C_ARATH

Ub iq uitin-co njug ating  e nzyme  E2 variant 1C (Ub c e nzyme  variant 1C) (Pro te in MMS

ZWEI HOMOLOG 3)
UEV1C MMZ3 At2g 36 0 6 0  F11F19 .3

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 17_TR10 372_c0 _g 8 _i1_le n=19 23 TT12_ARATH
Q:18 26 -

38 1,H:1-49 4
39 .52%ID E:5e -10 8 . PF0 1554.15^MatE^MatE^49 -20 9 ^E:1e -29 `PF0 1554.15^MatE^MatE^272-432^E:6 e -26 0 ,0 0 9 0 ,79 6 0 ,0 37 0 ,723 0 1,56 7 0 1,776 0 ,9 49 0 ,0 5 DTX41_ARATH

Pro te in DETOXIFICATION 41 (AtDTX41) (Multid rug  and  to xic co mp o und  e xtrusio n

p ro te in 41) (MATE p ro te in 41) (Pro te in TANNIN-DEFICIENT SEED 3) (Pro te in

TRANSPARENT TESTA 12)

DTX41 TDS3 TT12 At3g 59 0 30  F17J16 _8 0
Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Se co nd ary me tab o lite  b io synthe sis; flavo no id  b io synthe sis.

Antip o rt; Co mp le te  p ro te o me ; Flavo no id  b io synthe sis; Me mb rane ; Re fe re nce

p ro te o me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt; Vacuo le

SRR3420 17_TR16 28 4_c0 _g 2_i1_le n=40 9 NA NA NA NA NA . 0 ,0 32 0 ,511 0 ,6 0 9 -0 ,132 0 1,8 0 5 0 1,0 8 6 0 ,0 0 1 0 ,78 9 . . . . . .

SRR3420 17_TR16 78 3_c0 _g 1_i1_le n=6 0 7 C8 1E8 _MEDTR
Q:76 -

6 0 6 ,H:18 4-36 6
42.19 %ID E:5e -39

Cyto chro me  P450  8 1E8

{ECO:0 0 0 0 30 3|Pub Me d :146 170 78 }
PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^24-175^E:9 e -26 1 0 0 ,0 0 1 6 ,424 0 7,6 9 1 0 8 ,76 6 0 ,0 0 9 -6 ,1 C8 1E8 _MEDTR Cyto chro me  P450  8 1E8  (EC 1.14.13.-) CYP8 1E8

Me d icag o  truncatula (Barre l me d ic)

(Me d icag o  trib ulo id e s)

He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP; Oxid o re d uctase ;

Transme mb rane ; Transme mb rane  he lix

SRR3420 17_TR16 9 8 1_c0 _g 5_i1_le n=58 2 CHMP1_DICDI
Q:222-58 1,H:3-

122
54.17%ID E:2e -30 Charg e d  multive sicular b o d y p ro te in 1 PF0 3357.18 ^Snf7^Snf7^11-125^E:2.5e -0 8 0 ,6 48 -0 ,22 0 ,138 0 ,9 11 0 7,6 6 2 0 6 ,8 34 0 ,125 0 ,516 CHMP1_DICDI

Charg e d  multive sicular b o d y p ro te in 1 (De ve lo p me ntal g e ne  1118  p ro te in)

(Vacuo lar p ro te in-so rting -asso ciate d  p ro te in 46 )
chmp 1 DG1118  vp s46  DDB_G0 26 739 4 Dictyo ste lium d isco id e um (Slime  mo ld )

Co ile d  co il; Co mp le te  p ro te o me ; End o so me ; Me mb rane ; Pro te in transp o rt;

Re fe re nce  p ro te o me ; Transp o rt

SRR3420 17_TR176 0 0 _c2_g 1_i1_le n=1330 NA NA NA NA NA . 0 ,6 9 1 -0 ,215 1 -0 ,0 0 1 0 2,18 0 2,16 9 1 0 ,0 31 . . . . . .

SRR3420 17_TR19 411_c0 _g 1_i1_le n=535 NA NA NA NA NA PF0 2519 .11^Auxin_ind ucib le ^Auxin re sp o nsive  p ro te in^25-9 2^E:2.8 e -15 1 0 ,46 5 0 ,0 6 6 3,329 0 6 ,8 16 0 7,413 0 ,6 29 -1,9 6 9 . . . . . .

SRR3420 17_TR230 73_c0 _g 2_i2_le n=2424 SPEA_BACHD
Q:1548 -

577,H:16 2-48 3
38 .0 7%ID E:7e -49 Arg inine  d e carb o xylase

PF0 1276 .17^OKR_DC_1^Orn/Lys/Arg  d e carb o xylase , majo r d o main^11-157^E:1.3e -26 `PF0 3711.12^OKR_DC_1_C^Orn/Lys/Arg

d e carb o xylase , C-te rminal d o main^257-318 ^E:2.9 e -10
0 ,517 -0 ,777 0 ,228 1,0 8 6 0 3,8 42 0 4,9 0 2 1 -0 ,314 SPEA_BACHD Arg inine  d e carb o xylase  (EC 4.1.1.19 ) sp e A BH26 40

Bacillus halo d urans (strain ATCC BAA-

125 / DSM 18 19 7 / FERM 7344 / JCM

9 153 / C-125)

PATHWAY: Amine  and  p o lyamine  b io synthe sis; ag matine  b io synthe sis; ag matine  fro m L-

arg inine : ste p  1/1.

Co mp le te  p ro te o me ; Cyto p lasm; De carb o xylase ; Lyase ; Po lyamine  b io synthe sis;

Putre scine  b io synthe sis; Pyrid o xal p ho sp hate ; Sp e rmid ine  b io synthe sis

SRR3420 17_TR23753_c0 _g 1_i1_le n=750 ATG8 C_ORYSJ
Q:6 14-26 4,H:1-

117
9 6 .58 %ID E:7e -6 6 Auto p hag y-re late d  p ro te in 8 C

PF0 29 9 1.13^Atg 8 ^Auto p hag y p ro te in Atg 8  ub iq uitin l ike ^14-117^E:7.7e -52`PF0 4110 .10 ^APG12^Ub iq uitin-like  auto p hag y p ro te in

Ap g 12^40 -117^E:5.4e -0 6
0 ,43 0 ,213 0 ,213 0 ,355 0 1,514 0 1,19 3 0 ,0 9 1 0 ,577 ATG8 C_ORYSJ Auto p hag y-re late d  p ro te in 8 C (Auto p hag y-re late d  ub iq uitin-like  mo d ifie r ATG8 C)

ATG8 C APG8 C Os0 8 g 0 19 16 0 0

LOC_Os0 8 g 0 9 240  OSJNBa0 0 56 O0 6 .5
Oryza sativa sub sp . jap o nica (Rice )

Auto p hag y; Co mp le te  p ro te o me ; Cyto p lasm; Cyto p lasmic ve sic le ; Cyto ske le to n;

Lip o p ro te in; Me mb rane ; Micro tub ule ; Pro te in transp o rt; Re fe re nce  p ro te o me ;

Transp o rt; Ub l co njug atio n p athway; Vacuo le

SRR3420 17_TR30 411_c0 _g 3_i1_le n=9 6 8 Y2416 _ARATH
Q:738 -40 3,H:1-

111
78 .57%ID E:2e -55 Uncharacte rize d  p ro te in At2g 3416 0 . 0 ,19 3 -0 ,78 2 0 ,16 5 -0 ,749 0 ,0 0 1 6 ,577 0 ,0 0 1 6 ,6 28 1 -1,8 8 3 Y2416 _ARATH Uncharacte rize d  p ro te in At2g 3416 0 At2g 3416 0  T14G11.28

Arab id o p sis thaliana (Mo use -e ar

cre ss)
3D-structure ; Ace tylatio n; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 17_TR328 0 9 _c1_g 2_i1_le n=549 NA NA NA NA NA . 1 0 0 ,0 6 6 -5,334 0 8 ,0 52 0 7,29 9 1 0 . . . . . .

SRR3420 19 _TR26 32_c0 _g 3_i1_le n=58 4 NA NA NA NA NA . 0 ,718 -0 ,19 6 0 ,19 3 0 ,711 0 1,9 4 0 1,79 9 0 ,6 56 -0 ,318 . . . . . .

SRR3420 19 _TR38 0 2_c1_g 2_i1_le n=120 5 CHID_SOLLC
Q:170 -8 9 2,H:5-

245
75.9 3%ID E:5e -128 Basic e nd o chitinase PF0 0 18 2.16 ^Glyco _hyd ro _19 ^Chitinase  class I^25-256 ^E:3.6 e -132 0 ,0 34 3,76 2 0 ,132 2,59 0 6 ,0 23 0 3,8 7 0 ,10 3 1,773 CHID_SOLLC Basic e nd o chitinase  (EC 3.2.1.14) (Frag me nt) CHI14

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Carb o hyd rate  me tab o lism; Chitin d e g rad atio n; Co mp le te  p ro te o me ; Disulfid e  b o nd ;

Glyco sid ase ; Hyd ro lase ; Plant d e fe nse ; Po lysaccharid e  d e g rad atio n; Re fe re nce

p ro te o me ; Se cre te d

SRR3420 19 _TR39 21_c0 _g 1_i2_le n=70 6 NA NA NA NA NA . 0 ,132 3,20 2 0 ,0 0 4 2,26 5 0 5,8 3 0 6 ,0 2 1 -0 ,9 0 5 . . . . . .

SRR3420 19 _TR429 1_c0 _g 2_i2_le n=1728 HAT4_ARATH
Q:9 8 8 -

1254,H:145-240
6 9 .79 %ID E:2e -31 Ho me o b o x-le ucine  zip p e r p ro te in HAT4 . 0 ,78 1 -0 ,518 0 ,0 21 1,542 0 3,9 9 2 0 3,8 8 1 1 -1,0 18 HAT4_ARATH

Ho me o b o x-le ucine  zip p e r p ro te in HAT4 (HD-ZIP p ro te in ATHB-2) (Ho me o d o main

transcrip tio n facto r ATHB-2) (Ho me o d o main-le ucine  zip p e r p ro te in HAT4) (HD-ZIP

p ro te in 4)

HAT4 ATHB-2 At4g 16 78 0  d l4415w

FCAALL.10 1

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; De ve lo p me ntal p ro te in; Ho me o b o x; Nucle us;

Phyto chro me  sig naling  p athway; Re fe re nce  p ro te o me ; Re p re sso r; Transcrip tio n;

Transcrip tio n re g ulatio n

SRR3420 19 _TR8 720 _c0 _g 6 _i1_le n=9 59 NA NA NA NA NA PF0 2221.12^E1_De rP2_De rF2^ML d o main^27-146 ^E:5.9 e -21 0 ,8 6 8 0 ,0 78 1 -0 ,0 0 2 0 1,30 5 0 1,278 0 ,8 16 0 ,0 74 . . . . . .

SRR3420 19 _TR10 770 _c0 _g 1_i3_le n=1427 APT5_ARATH
Q:210 -76 1,H:1-

18 4
79 .35%ID E:7e -9 7 Ad e nine  p ho sp ho rib o syltransfe rase  5 PF0 0 156 .24^Prib o syltran^Pho sp ho rib o syl transfe rase  d o main^38 -16 3^E:4.4e -18 1 -0 ,0 72 0 ,278 0 ,757 0 2,40 7 0 2,6 8 7 0 ,29 8 -0 ,6 24 APT5_ARATH Ad e nine  p ho sp ho rib o syltransfe rase  5 (AtAPT5) (EC 2.4.2.7) APT5 At5g 1116 0  F2I11.50

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Purine  me tab o lism; AMP b io synthe sis via salvag e  p athway; AMP fro m ad e nine :

ste p  1/1.

Co mp le te  p ro te o me ; Cyto p lasm; G lyco syltransfe rase ; Purine  salvag e ; Re fe re nce

p ro te o me ; Transfe rase

SRR3420 19 _TR10 8 9 0 _c5_g 1_i1_le n=1226 NA NA NA NA NA . 0 ,712 -0 ,246 0 ,729 0 ,20 5 0 2,26 1 0 3,226 0 ,29 9 -1,40 2 . . . . . .

SRR3420 19 _TR14536 _c0 _g 1_i1_le n=56 2 NA NA NA NA NA PF0 0 28 0 .15^p o tato _inhib it^Po tato  inhib ito r I family^55-117^E:1.2e -22 0 ,0 0 9 4,712 0 ,254 4,6 9 7 0 11,523 0 7,6 27 1 2,40 7 . . . . . .

SRR3420 19 _TR150 8 8 _c0 _g 2_i2_le n=10 51 PEX13_ARATH
Q:78 7-

422,H:178 -30 4
6 6 .9 3%ID E:3e -49 Pe ro xiso mal me mb rane  p ro te in 13 . 0 ,6 2 0 ,227 0 ,356 0 ,36 6 0 1,6 8 9 0 1,9 36 0 ,78 1 -0 ,448 PEX13_ARATH

Pe ro xiso mal me mb rane  p ro te in 13 (Pe ro xin-13) (AtPEX13) (Pe ro xiso me  b io g e ne sis

p ro te in 13) (Pe x13p ) (Pro te in ABERRANT PEROXISOME MORPHOLOGY 2)
PEX13 APM2 At3g 0 756 0  F21O3.27

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Me mb rane ; Pe ro xiso me ; Pe ro xiso me

b io g e ne sis; Pro te in transp o rt; Re fe re nce  p ro te o me ; Translo catio n; Transp o rt

SRR3420 19 _TR18 6 9 0 _c4_g 2_i1_le n=2431 NA NA NA NA NA . 0 ,447 -0 ,372 0 ,0 75 -0 ,749 0 1,8 0 3 0 2,30 1 0 ,8 7 -0 ,0 9 . . . . . .

SRR3420 19 _TR18 70 5_c0 _g 2_i5_le n=20 8 6 FIP2_ARATH
Q:436 -

212,H:224-29 8
8 4%ID E:2e -30 FH p ro te in inte racting  p ro te in FIP2 . 0 ,0 52 1,56 3 0 ,0 0 2 2,8 0 1 0 3,329 0 2,756 0 ,50 2 -2,6 41 FIP2_ARATH

FH p ro te in inte racting  p ro te in FIP2 (BTB/POZ d o main-co ntaining  p ro te in

At5g 550 0 0 )
FIP2 At5g 550 0 0  MBG8 .27

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Re p e at; Ub l

co njug atio n p athway

SRR3420 19 _TR19 6 16 _c0 _g 5_i1_le n=758 NA NA NA NA NA . 0 ,6 9 2 0 ,9 9 6 0 ,158 1,534 0 2,8 3 0 2,6 6 3 0 ,732 0 ,46 . . . . . .

SRR3420 19 _TR20 229 _c0 _g 1_i1_le n=58 4 NA NA NA NA NA . 0 ,231 -0 ,6 0 8 0 ,0 0 8 3,275 0 6 ,9 26 0 7,26 5 0 ,277 -0 ,56 5 . . . . . .

SRR3420 19 _TR238 14_c0 _g 2_i2_le n=6 0 5 KIRO_ACTDE
Q:49 -49 8 ,H:1-

150
6 5.33%ID E:8 e -6 4 Kiro la {ECO:0 0 0 0 30 3|Pub Me d :2130 9 79 0 } PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^2-149 ^E:7.3e -45 1 0 ,0 0 5 0 ,6 9 9 -0 ,156 0 1,31 0 ,0 0 1 1,0 12 0 ,0 0 2 0 ,737 KIRO_ACTDE Kiro la (alle rg e n Act d  11) Actinid ia d e lic io sa (Kiwi) 3D-structure ; Ace tylatio n; Alle rg e n; Dire ct p ro te in se q ue ncing ; Po lymo rp hism

SRR3420 19 _TR2516 7_c3_g 2_i1_le n=6 28 KIRO_ACTDE
Q:6 -320 ,H:44-

148
50 .48 %ID E:8 e -23 Kiro la {ECO:0 0 0 0 30 3|Pub Me d :2130 9 79 0 } PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^2-10 5^E:2.1e -24 0 ,0 1 0 ,58 6 0 ,49 5 -0 ,172 0 1,49 8 0 0 ,9 8 5 0 ,358 0 ,22 KIRO_ACTDE Kiro la (alle rg e n Act d  11) Actinid ia d e lic io sa (Kiwi) 3D-structure ; Ace tylatio n; Alle rg e n; Dire ct p ro te in se q ue ncing ; Po lymo rp hism

SRR3420 19 _TR310 9 9 _c1_g 2_i2_le n=2133 JAR1_ARATH
Q:19 6 6 -

146 ,H:13-575
47.45%ID E:0 Jasmo nic acid -amid o  synthe tase  JAR1 PF0 3321.10 ^GH3^GH3 auxin-re sp o nsive  p ro mo te r^32-6 15^E:3.4e -18 0 0 ,8 6 8 0 ,0 74 0 ,0 55 -0 ,8 0 5 0 1,133 0 1,139 0 ,0 0 1 -1,19 7 JAR1_ARATH

Jasmo nic acid -amid o  synthe tase  JAR1 (EC 6 .3.2.-) (Jasmo nate -amino  acid

synthe tase  JAR1) (Pro te in FAR-RED INSENSITIVE 219 ) (Pro te in JASMONATE

RESISTANT 1)

JAR1 FIN219  At2g 46 370  F11C10 .6
Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Alte rnative  sp lic ing ; Co ile d  co il; Co mp le te  p ro te o me ; Cyto p lasm;

Immunity; Innate  immunity; Jasmo nic acid  s ig naling  p athway; Lig ase ; Plant d e fe nse ;

Re fe re nce  p ro te o me

SRR3420 19 _TR316 6 0 _c0 _g 1_i2_le n=9 6 4 NA NA NA NA NA . 1 1,341 0 ,0 34 5,70 5 0 7,36 8 0 8 ,8 0 5 1 0 ,77 . . . . . .

SRR3420 19 _TR328 8 9 _c2_g 2_i6 _le n=18 6 3 NA NA NA NA NA PF0 0 717.20 ^Pe p tid ase _S24^Pe p tid ase  S24-like ^111-16 8 ^E:2.5e -0 7 1 0 ,6 43 0 ,0 8 6 -0 ,9 6 9 0 7,318 0 7,173 1 -0 ,6 79 . . . . . .

SRR3420 19 _TR35359 _c0 _g 3_i3_le n=8 53 NA NA NA NA NA PF0 1221.15^Dyne in_lig ht^Dyne in lig ht chain typ e  1^5-8 9 ^E:5.5e -30 1 -0 ,0 13 1 -0 ,0 76 0 1,549 0 1,19 6 0 ,8 0 7 -0 ,16 8 . . . . . .

SRR3420 19 _TR36 50 8 _c0 _g 3_i1_le n=9 75 DNAJ8 _ARATH
Q:516 -76 7,H:55-

137
6 4.71%ID E:6 e -29 Chap e ro ne  p ro te in d naJ 8 , chlo ro p lastic PF0 0 226 .28 ^DnaJ^DnaJ d o main^43-9 6 ^E:2.1e -15 1 -0 ,8 0 6 0 -5,8 3 0 2,313 0 1,3 1 1,373 DNAJ8 _ARATH Chap e ro ne  p ro te in d naJ 8 , chlo ro p lastic (AtDjC8 ) (AtJ8 ) ATJ8  C8  J8  At1g 8 0 9 20  F23A5.28

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Transit

p e p tid e

SRR3420 19 _TR37176 _c0 _g 2_i1_le n=1337 NA NA NA NA NA PF0 316 8 .10 ^LEA_2^Late  e mb ryo g e ne sis ab und ant p ro te in^16 5-250 ^E:1.7e -0 9 1 -0 ,8 7 0 ,28 6 -0 ,8 6 0 4,78 0 4,36 5 1 -0 ,29 6 . . . . . .

SRR3420 19 _TR39 145_c0 _g 1_i1_le n=3556 NAA15_PONAB
Q:336 4-

10 0 1,H:3-78 5
43.3%ID E:0 N-alp ha-ace tyltransfe rase  15, NatA auxil iary sub unit

PF0 7719 .14^TPR_2^Te tratrico p e p tid e  re p e at^79 -110 ^E:4.2e -0 6 `PF1318 1.3^TPR_8 ^Te tratrico p e p tid e  re p e at^8 0 -110 ^E:8 .4e -

0 5`PF13414.3^TPR_11^TPR re p e at^8 4-123^E:2.2e -0 7`PF13176 .3^TPR_7^Te tratrico p e p tid e  re p e at^8 4-

110 ^E:0 .0 0 23`PF1256 9 .5^NARP1^NMDA re ce p to r-re g ulate d  p ro te in 1^18 7-6 9 6 ^E:3.9 e -20 2

1 -0 ,0 8 5 0 ,142 -0 ,74 0 4,40 5 0 4,38 3 1 0 ,217 NAA15_PONAB
N-alp ha-ace tyltransfe rase  15, NatA auxil iary sub unit (NMDA re ce p to r-re g ulate d

p ro te in 1)
NAA15 NARG1

Po ng o  ab e lii (Sumatran o rang utan)

(Po ng o  p yg mae us ab e lii)

Ace tylatio n; Co mp le te  p ro te o me ; Cyto p lasm; Nucle us; Pho sp ho p ro te in; Re fe re nce

p ro te o me ; Re p e at; TPR re p e at

SRR3420 22_TR48 2_c2_g 4_i1_le n=1348 PDCB3_ARATH
Q:48 7-

6 8 7,H:20 -8 6
71.6 4%ID E:5e -30 PLASMODESMATA CALLOSE-BINDING PROTEIN 3 PF0 79 8 3.10 ^X8 ^X8  d o main^21-9 2^E:1.8 e -19 0 ,58 6 -0 ,154 0 ,9 0 1 0 ,0 51 0 1,2 0 1,49 1 0 ,23 -0 ,35 PDCB3_ARATH PLASMODESMATA CALLOSE-BINDING PROTEIN 3 (AtPDCB3) PDCB3 At1g 18 6 50  F25I16 .1

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll junctio n; Ce ll me mb rane ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; GPI-ancho r;

G lyco p ro te in; Lip o p ro te in; Me mb rane ; Re fe re nce  p ro te o me ; Sig nal

SRR3420 22_TR49 2_c0 _g 2_i1_le n=8 0 2 NA NA NA NA NA . 0 ,56 0 ,6 77 0 ,0 1 2,10 6 0 2,29 3 0 2,311 1 -0 ,0 27 . . . . . .

SRR3420 22_TR58 5_c0 _g 7_i3_le n=228 2 THIK2_ARATH
Q:20 4-

159 5,H:1-46 2
8 4.0 5%ID E:0 3-ke to acyl-Co A thio lase  2, p e ro xiso mal

PF0 0 10 8 .20 ^Thio lase _N^Thio lase , N-te rminal d o main^54-30 9 ^E:3.2e -79 `PF0 28 0 3.15^Thio lase _C^Thio lase , C-te rminal

d o main^318 -440 ^E:2.2e -48
0 ,6 74 0 ,124 0 ,10 6 0 ,44 0 1,438 0 1,28 1 1 -0 ,0 9 4 THIK2_ARATH

3-ke to acyl-Co A thio lase  2, p e ro xiso mal (EC 2.3.1.16 ) (Ace tyl-Co A acyltransfe rase  2)

(Be ta-ke to thio lase  2) (Pe ro xiso mal 3-o xo acyl-Co A thio lase  2) (Pe ro xiso me

d e fe ctive  p ro te in 1)

PED1 KAT2 At2g 33150  F25I18 .11
Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Lip id  me tab o lism; fatty acid  me tab o lism.

3D-structure ; Acyltransfe rase ; Co mp le te  p ro te o me ; Fatty acid  b io synthe sis; Fatty acid

me tab o lism; G lyo xyso me ; Lip id  b io synthe sis; Lip id  me tab o lism; Oxylip in b io synthe sis;

Pe ro xiso me ; Re fe re nce  p ro te o me ; Transfe rase ; Transit p e p tid e

SRR3420 22_TR139 8 _c2_g 4_i7_le n=2375 SERC_ARATH
Q:18 4-9 51,H:1-

257
6 8 .0 9 %ID E:4e -114 Pho sp ho se rine  p ho sp hatase , chlo ro p lastic

PF0 0 70 2.23^Hyd ro lase ^halo acid  d e halo g e nase -like  hyd ro lase ^8 3-253^E:7.3e -16 `PF12710 .4^HAD^halo acid  d e halo g e nase -like

hyd ro lase ^8 6 -253^E:3.1e -12
1 0 ,478 0 ,226 2,49 3 0 2,6 9 9 0 2,8 9 3 0 ,46 1 1,15 SERC_ARATH

Pho sp ho se rine  p ho sp hatase , chlo ro p lastic (PSP) (PSPase ) (EC 3.1.3.3) (O-

p ho sp ho se rine  p ho sp ho hyd ro lase )
PSP PSP1 At1g 18 6 40  F26 I16 .2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-se rine  b io synthe sis; L-se rine  fro m 3-p ho sp ho -D-

g lyce rate : ste p  3/3.

Amino -acid  b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; Hyd ro lase ; Mag ne sium;

Me tal-b ind ing ; Pho sp ho p ro te in; Plastid ; Re fe re nce  p ro te o me ; Se rine  b io synthe sis;

Transit p e p tid e

SRR3420 22_TR2139 _c0 _g 1_i1_le n=8 6 5 NA NA NA NA NA . 1 0 ,0 0 7 0 ,377 0 ,221 0 1,478 0 1,357 1 0 ,19 9 . . . . . .

SRR3420 22_TR36 21_c2_g 8 _i14_le n=49 6 3 COB22_ARATH
Q:28 4-

30 55,H:1-9 26
8 3.9 1%ID E:0 Co ato me r sub unit b e ta' -2

PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^9 1-127^E:8 e -0 6 `PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^133-

171^E:0 .0 0 0 13`PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^177-215^E:5.6 e -0 6 `PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta

re p e at^220 -256 ^E:6 .6 e -0 9 `PF0 40 53.11^Co ato me r_WDAD^Co ato me r WD asso ciate d  re g io n^319 -76 3^E:7.2e -16 7

1 0 ,30 4 0 ,8 47 -0 ,0 8 9 0 5,9 57 0 5,9 7 1 -1,127 COB22_ARATH Co ato me r sub unit b e ta' -2 (Be ta' -co at p ro te in 2) (Be ta' -COP 2) At1g 5236 0  F19 K6 .16
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Cyto p lasmic ve sic le ; ER-Go lg i

transp o rt; Go lg i ap p aratus; Me mb rane ; Pro te in transp o rt; Re fe re nce  p ro te o me ;

Re p e at; Transp o rt; WD re p e at

SRR3420 22_TR59 20 _c1_g 1_i4_le n=39 54 ISPH_ARATH
Q:144-1529 ,H:1-

46 6
78 .16 %ID E:0

4-hyd ro xy-3-me thylb ut-2-e nyl d ip ho sp hate

re d uctase , chlo ro p lastic
PF0 240 1.15^LYTB^LytB p ro te in^10 9 -449 ^E:2.6 e -8 2 0 ,0 0 4 0 ,8 22 0 ,0 12 0 ,73 0 1,0 0 5 0 0 ,9 23 0 ,8 43 0 ,0 56 ISPH_ARATH

4-hyd ro xy-3-me thylb ut-2-e nyl d ip ho sp hate  re d uctase , chlo ro p lastic (EC 1.17.1.2)

(Pro te in CHLOROPLAST BIOGENESIS 6 )
ISPH CLB6  HDR At4g 34350  F10 M10 .120

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Iso p re no id  b io synthe sis; d ime thylallyl d ip ho sp hate  b io synthe sis; d ime thylallyl

d ip ho sp hate  fro m (2E)-4-hyd ro xy-3-me thylb ute nyl d ip ho sp hate : ste p  1/1.; PATHWAY:

Iso p re no id  b io synthe sis; iso p e nte nyl d ip ho sp hate  b io synthe sis via DXP p athway;

iso p e nte nyl d ip ho sp hate  fro m 1-d e o xy-D-xylulo se  5-p ho sp hate : ste p  6 /6 .

3Fe -4S; Chlo ro p last; Co mp le te  p ro te o me ; Iro n; Iro n-sulfur; Iso p re ne  b io synthe sis;

Me tal-b ind ing ; NADP; Oxid o re d uctase ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 22_TR9 0 18 _c2_g 2_i7_le n=2553 NA NA NA NA NA PF14735.3^HAUS4^HAUS aug min-like  co mp le x sub unit 4^18 1-416 ^E:2e -79 0 ,6 9 4 -0 ,418 0 ,0 0 7 1,9 9 8 0 2,49 2 0 3,30 9 1 -0 ,154 . . . . . .

SRR3420 22_TR9 58 4_c0 _g 1_i1_le n=19 8 6 IP5PB_ARATH
Q:10 9 1-

9 9 ,H:10 -333
54.8 2%ID E:3e -129

Typ e  IV ino sito l p o lyp ho sp hate  5-p ho sp hatase  11

{ECO:0 0 0 0 30 3|Pub Me d :1518 120 5}
PF0 3372.20 ^Exo _e nd o _p ho s^End o nucle ase /Exo nucle ase /p ho sp hatase  family^56 -321^E:9 .4e -28 1 0 ,135 0 ,0 0 6 2,6 6 5 0 2,526 0 2,9 45 1 -0 ,36 7 IP5PB_ARATH

Typ e  IV ino sito l p o lyp ho sp hate  5-p ho sp hatase  11 (At5PTase 11) (EC 3.1.3.36 ) (EC

3.1.3.8 6 )
IP5P11 At1g 47510  F16 N3.22

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; Hyd ro lase ; Me mb rane ;

Re fe re nce  p ro te o me

SRR3420 22_TR9 58 7_c2_g 5_i2_le n=149 5 QORH_ARATH
Q:119 5-

20 9 ,H:1-329
79 .33%ID E:0

Putative  q uino ne -o xid o re d uctase  ho mo lo g ,

chlo ro p lastic

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^34-9 5^E:1.2e -0 8 `PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing

d e hyd ro g e nase ^16 7-272^E:8 .2e -12`PF136 0 2.3^ADH_zinc_N_2^Zinc-b ind ing  d e hyd ro g e nase ^19 8 -327^E:4e -24
0 ,8 54 -0 ,246 0 ,316 0 ,59 5 0 2,30 2 0 1,8 9 0 ,29 8 0 ,6 19 QORH_ARATH Putative  q uino ne -o xid o re d uctase  ho mo lo g , chlo ro p lastic (EC 1.-.-.-) At4g 130 10  F25G13_10 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; NAD; Oxid o re d uctase ; Plastid ; Plastid

inne r me mb rane ; Re fe re nce  p ro te o me

SRR3420 22_TR11743_c1_g 10 _i1_le n=544 NA NA NA NA NA . 0 ,433 -0 ,28 1 0 ,0 0 9 -0 ,775 0 8 ,6 27 0 8 ,142 1 3,6 73 . . . . . .

SRR3420 22_TR1339 9 _c3_g 6 _i1_le n=6 38 C71B1_THLAR
Q:536 -

171,H:373-49 4
45.0 8 %ID E:3e -35 Cyto chro me  P450  71B1 PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^21-125^E:2.5e -28 0 ,28 6 0 ,29 7 0 ,0 6 2 0 ,46 9 0 10 ,147 0 7,8 6 7 1 0 C71B1_THLAR Cyto chro me  P450  71B1 (EC 1.14.-.-) (CYPLXXIB1) CYP71B1 Thlasp i arve nse  (Fie ld  p e nny-cre ss) He me ; Iro n; Me tal-b ind ing ; Mo no o xyg e nase ; Oxid o re d uctase

SRR3420 22_TR15235_c0 _g 1_i2_le n=158 7 NA NA NA NA NA . 1 -0 ,557 0 ,142 -0 ,8 56 0 7,6 21 0 7,49 9 0 ,0 34 5,59 2 . . . . . .

SRR3420 22_TR1719 3_c0 _g 3_i3_le n=6 0 7 RL29 1_ARATH Q:9 5-277,H:1-6 1 8 1.9 7%ID E:8 e -27 6 0 S rib o so mal p ro te in L29 -1 . 0 -0 ,77 0 ,6 56 0 ,115 0 1,244 0 0 ,8 5 0 ,0 19 -0 ,6 0 4 RL29 1_ARATH 6 0 S rib o so mal p ro te in L29 -1 RPL29 A At3g 0 6 70 0  F3E22.16  T8 E24.8
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in;

Rib o so mal p ro te in

SRR3420 22_TR18 0 75_c0 _g 1_i1_le n=8 59 IAA17_ARATH
Q:123-6 9 8 ,H:3-

218
51.6 1%ID E:4e -6 1 Auxin-re sp o nsive  p ro te in IAA17 PF0 230 9 .13^AUX_IAA^AUX/IAA family^31-20 2^E:8 .1e -59 1 -1,29 6 0 ,145 0 ,528 0 8 ,341 0 8 ,359 1 0 ,9 9 9 IAA17_ARATH

Auxin-re sp o nsive  p ro te in IAA17 (Auxin re sp o nse  3) (Ind o le ace tic acid -ind uce d

p ro te in 17)
IAA17 AXR3 At1g 0 4250  F19 P19 .31

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Auxin s ig naling  p athway; Co mp le te  p ro te o me ; Nucle us; Pho sp ho p ro te in;

Re fe re nce  p ro te o me ; Re p re sso r; Transcrip tio n; Transcrip tio n re g ulatio n

SRR3420 22_TR20 9 59 _c3_g 3_i1_le n=118 8 SDC1_ARATH
Q:9 9 8 -333,H:77-

29 7
6 2.6 1%ID E:2e -9 5 Se rine  d e carb o xylase PF0 0 28 2.16 ^Pyrid o xal_d e C^Pyrid o xal-d e p e nd e nt d e carb o xylase  co nse rve d  d o main^47-19 4^E:7.4e -13 0 ,0 74 0 ,9 28 0 ,0 2 1,36 2 0 3,49 3 0 3,0 7 0 ,25 0 ,78 8 SDC1_ARATH

Se rine  d e carb o xylase  (AtSDC) (EC 4.1.1.-) (Pro te in EMBRYO DEFECTIVE 10 75)

(Se rine  d e carb o xylase  1) (AtSDC1)
SDC EMB10 75 SDC1 At1g 43710  F2J6 .7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; De carb o xylase ; Lyase ; Pyrid o xal p ho sp hate ;

Re fe re nce  p ro te o me

SRR3420 22_TR20 9 59 _c3_g 3_i2_le n=9 8 0 SDC1_ARATH
Q:9 0 2-

336 ,H:10 9 -29 6
6 8 .78 %ID E:2e -8 9 Se rine  d e carb o xylase PF0 0 28 2.16 ^Pyrid o xal_d e C^Pyrid o xal-d e p e nd e nt d e carb o xylase  co nse rve d  d o main^37-18 3^E:6 .9 e -13 0 ,0 0 2 1,347 0 ,0 2 1,12 0 1,8 46 0 2,132 0 ,2 0 ,6 4 SDC1_ARATH

Se rine  d e carb o xylase  (AtSDC) (EC 4.1.1.-) (Pro te in EMBRYO DEFECTIVE 10 75)

(Se rine  d e carb o xylase  1) (AtSDC1)
SDC EMB10 75 SDC1 At1g 43710  F2J6 .7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; De carb o xylase ; Lyase ; Pyrid o xal p ho sp hate ;

Re fe re nce  p ro te o me

SRR3420 22_TR21116 _c0 _g 4_i1_le n=59 8 DNAJ8 _ARATH
Q:59 6 -

330 ,H:75-16 2
6 8 .8 9 %ID E:1e -25 Chap e ro ne  p ro te in d naJ 8 , chlo ro p lastic . 1 -0 ,37 0 -8 ,236 0 2,338 0 ,0 0 1 1,127 1 -1,279 DNAJ8 _ARATH Chap e ro ne  p ro te in d naJ 8 , chlo ro p lastic (AtDjC8 ) (AtJ8 ) ATJ8  C8  J8  At1g 8 0 9 20  F23A5.28

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Transit

p e p tid e

SRR3420 22_TR21224_c2_g 5_i4_le n=2745 DGAT2_ARATH
Q:16 6 9 -

8 6 0 ,H:46 -314
71.8 5%ID E:7e -138 Diacylg lyce ro l O-acyltransfe rase  2 PF0 39 8 2.10 ^DAGAT^Diacylg lyce ro l acyltransfe rase ^4-254^E:2.1e -79 0 ,318 0 ,475 0 ,8 8 1 -0 ,0 78 0 1,513 0 1,733 0 ,231 -0 ,59 8 DGAT2_ARATH Diacylg lyce ro l O-acyltransfe rase  2 (EC 2.3.1.20 ) DGAT2 At3g 51520  F26 O13.16 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: G lyce ro lip id  me tab o lism; triacylg lyce ro l b io synthe sis.

Acyltransfe rase ; Co mp le te  p ro te o me ; End o p lasmic re ticulum; G lyce ro l me tab o lism;

Glyco p ro te in; Lip id  b io synthe sis; Lip id  me tab o lism; Me mb rane ; Re fe re nce  p ro te o me ;

Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR3420 22_TR276 8 4_c0 _g 1_i1_le n=8 48 Y2416 _ARATH
Q:130 -516 ,H:1-

130
73.0 8 %ID E:3e -56 Uncharacte rize d  p ro te in At2g 3416 0 PF0 19 18 .18 ^Alb a^Alb a^20 -8 2^E:3.7e -12 0 ,459 -0 ,20 3 0 ,416 -0 ,20 6 0 1,39 7 0 1,315 1 0 ,416 Y2416 _ARATH Uncharacte rize d  p ro te in At2g 3416 0 At2g 3416 0  T14G11.28

Arab id o p sis thaliana (Mo use -e ar

cre ss)
3D-structure ; Ace tylatio n; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 22_TR278 6 3_c4_g 2_i6 _le n=48 8 6 GLR35_ARATH

Q:3431-

18 0 0 ,H:10 2-

6 49

6 8 .43%ID E:0 Glutamate  re ce p to r 3.5

PF0 10 9 4.25^ANF_re ce p to r^Re ce p to r family l ig and  b ind ing  re g io n^2-255^E:9 .4e -49 `PF10 6 13.6 ^Lig _chan-Glu_b d ^Lig ate d  io n

channe l L-g lutamate - and  g lycine -b ind ing  site ^321-419 ^E:4.9 e -11`PF0 0 49 7.17^SBP_b ac_3^Bacte rial e xtrace llular so lute -b ind ing

p ro te ins, family 3^329 -423^E:2.4e -0 9

0 ,6 9 2 0 ,9 9 4 0 ,517 1,16 4 0 3,6 43 0 3,513 1 -1,425 GLR35_ARATH
Glutamate  re ce p to r 3.5 (Io no tro p ic g lutamate  re ce p to r GLR6 ) (Lig and -g ate d  io n

channe l 3.5)
GLR3.5 GLR6  At2g 3239 0  T32F6 .9

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Io n channe l; Io n transp o rt;

Lig and -g ate d  io n channe l; Me mb rane ; Re ce p to r; Re fe re nce  p ro te o me ; Sig nal;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 22_TR30 30 2_c1_g 3_i1_le n=218 9 ODO1_PETHY
Q:126 7-

8 8 1,H:1-129
9 0 .7%ID E:1e -76 Pro te in ODORANT1

PF0 0 249 .28 ^Myb _DNA-b ind ing ^Myb -like  DNA-b ind ing  d o main^14-6 1^E:2.9 e -14`PF139 21.3^Myb _DNA-b ind _6 ^Myb -like  DNA-

b ind ing  d o main^17-76 ^E:6 .7e -0 8 `PF0 0 249 .28 ^Myb _DNA-b ind ing ^Myb -like  DNA-b ind ing  d o main^71-111^E:4.7e -

14`PF139 21.3^Myb _DNA-b ind _6 ^Myb -like  DNA-b ind ing  d o main^73-118 ^E:5.6 e -0 7

1 1,321 0 ,0 0 3 3,777 0 3,9 8 0 4,333 1 0 ,9 75 ODO1_PETHY Pro te in ODORANT1 (MYB-like  p ro te in ODO1) ODO1 Pe tunia hyb rid a (Pe tunia) Activato r; DNA-b ind ing ; Nucle us; Re p e at; Transcrip tio n; Transcrip tio n re g ulatio n

SRR3420 22_TR30 79 9 _c2_g 2_i7_le n=16 6 3 AB25B_ARATH
Q:572-

345,H:6 43-718
8 6 .8 4%ID E:9 e -35

ABC transp o rte r B family me mb e r 25,

mito cho nd rial
PF0 6 232.8 ^ATS3^Emb ryo -sp e cific  p ro te in 3, (ATS3)^30 -132^E:1.5e -0 8 `PF0 1477.20 ^PLAT^PLAT/LH2 d o main^36 -153^E:2e -13 0 ,76 0 ,78 6 0 ,0 0 3 1,9 13 0 7,453 0 6 ,8 8 2 1 0 ,29 8 AB25B_ARATH

ABC transp o rte r B family me mb e r 25, mito cho nd rial (ABC transp o rte r ABCB.25)

(AtABCB25) (ABC transp o rte r o f the  mito cho nd rio n 3) (AtATM3) (Iro n-sulfur c luste rs

transp o rte r ATM3) (Pro te in STARIK 1)

ABCB25 ATM3 STA1 At5g 58 270  MCK7.14
Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Co facto r b io synthe sis; mo lyb d o p te rin b io synthe sis.

ATP-b ind ing ; Co mp le te  p ro te o me ; Io n transp o rt; Iro n; Iro n transp o rt; Me mb rane ;

Mito cho nd rio n; Mito cho nd rio n inne r me mb rane ; Nucle o tid e -b ind ing ; Re fe re nce

p ro te o me ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 22_TR31131_c0 _g 4_i2_le n=532 NA NA NA NA NA . 0 ,0 23 1,10 9 0 ,8 6 5 0 ,18 6 0 1,77 0 1,719 1 0 ,0 16 . . . . . .

SRR3420 22_TR3249 9 _c1_g 1_i4_le n=16 44 ACCH1_ARATH
Q:311-

136 3,H:20 -36 5
48 .0 1%ID E:3e -112

1-amino cyclo p ro p ane -1-carb o xylate  o xid ase

ho mo lo g  1

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^113-214^E:1.7e -18 `PF0 3171.17^2OG-Fe II_Oxy^2OG-

Fe (II) o xyg e nase  sup e rfamily^273-36 5^E:6 .4e -22
0 ,0 44 0 ,514 0 ,226 0 ,30 1 0 2,6 55 0 2,9 9 7 0 ,10 4 0 ,8 3 ACCH1_ARATH 1-amino cyclo p ro p ane -1-carb o xylate  o xid ase  ho mo lo g  1 At1g 0 6 6 20  F12K11.24 F12K11.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR3420 22_TR326 35_c2_g 1_i8 _le n=140 4 AGL19 _ARATH
Q:310 -9 30 ,H:1-

20 7
56 .0 2%ID E:3e -6 8 Ag amo us-like  MADS-b o x p ro te in AGL19

PF0 0 319 .15^SRF-TF^SRF-typ e  transcrip tio n facto r (DNA-b ind ing  and  d ime risatio n d o main)^10 -57^E:8 .9 e -27`PF0 148 6 .14^K-b o x^K-

b o x re g io n^9 0 -174^E:6 .2e -26
0 ,237 0 ,50 4 0 ,0 77 0 ,6 9 1 0 1,457 0 1,8 33 1 -0 ,0 8 8 AGL19 _ARATH Ag amo us-like  MADS-b o x p ro te in AGL19 AGL19  At4g 229 50  F7H19 .130

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; De ve lo p me ntal p ro te in; Flo we ring ; Nucle us;

Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR3420 23_TR118 8 _c3_g 15_i1_le n=745 TRXM4_ARATH
Q:40 1-42,H:70 -

19 1
59 .8 4%ID E:7e -47 Thio re d o xin M4, chlo ro p lastic PF0 0 0 8 5.17^Thio re d o xin^Thio re d o xin^8 2-18 1^E:2.2e -28 0 ,0 0 3 0 ,9 6 6 0 ,25 -0 ,421 0 2,8 75 0 3,253 1 0 TRXM4_ARATH Thio re d o xin M4, chlo ro p lastic (AtTrxm4) At3g 1536 0  MJK13.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Ele ctro n transp o rt; Plastid ; Re d o x-

active  ce nte r; Re fe re nce  p ro te o me ; Transit p e p tid e ; Transp o rt

SRR3420 23_TR28 29 _c0 _g 4_i2_le n=1353 PSA2A_ARATH
Q:275-9 79 ,H:1-

235
9 4.47%ID E:4e -159 Pro te aso me  sub unit alp ha typ e -2-A

PF10 58 4.6 ^Pro te aso me _A_N^Pro te aso me  sub unit A N-te rminal s ig nature ^6 -28 ^E:1.1e -0 8 `PF0 0 227.23^Pro te aso me ^Pro te aso me

sub unit^31-213^E:1.7e -6 2
0 ,9 6 3 -0 ,0 23 0 ,0 34 0 ,6 76 0 ,0 0 1 1,244 0 ,0 0 1 1,229 0 ,9 27 -0 ,0 35 PSA2A_ARATH

Pro te aso me  sub unit alp ha typ e -2-A (EC 3.4.25.1) (20 S p ro te aso me  alp ha sub unit B-

1) (Pro te aso me  co mp o ne nt 3)
PAB1 PRC3 At1g 16 470  F3O9 .27

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Hyd ro lase ; Nucle us; Pro te ase ;

Pro te aso me ; Re fe re nce  p ro te o me ; Thre o nine  p ro te ase

SRR3420 23_TR3321_c1_g 2_i1_le n=10 0 8 CYP22_ARATH
Q:29 7-8 33,H:21-

19 9
8 6 .59 %ID E:1e -111 Pe p tid yl-p ro lyl c is-trans iso me rase  CYP22 PF0 0 16 0 .18 ^Pro _iso me rase ^Cyclo p hilin typ e  p e p tid yl-p ro lyl c is-trans iso me rase /CLD^30 -19 1^E:9 .2e -48 0 ,558 -0 ,233 0 ,8 9 7 -0 ,141 0 7,78 6 0 7,546 0 ,728 0 ,15 CYP22_ARATH

Pe p tid yl-p ro lyl c is-trans iso me rase  CYP22 (PPIase  CYP22) (EC 5.2.1.8 ) (Cyclo p hilin

o f 22 kDa) (Cyclo p hilin-22)
CYP22 CYP22-1 At2g 38 730  T6 A23.7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chap e ro ne ; Co mp le te  p ro te o me ; Cyclo sp o rin; Iso me rase ; Re fe re nce  p ro te o me ;

Ro tamase

SRR3420 23_TR338 9 _c0 _g 1_i3_le n=76 2 NA NA NA NA NA . 0 ,6 9 2 1,38 1 1 0 ,9 37 0 10 ,6 0 4 0 6 ,0 0 2 0 ,50 2 -1,8 28 . . . . . .

SRR3420 23_TR39 6 5_c0 _g 1_i2_le n=28 0 2 SUF4_ARATH
Q:1574-46 2,H:1-

36 7
6 2.6 6 %ID E:5e -128 Pro te in SUPPRESSOR OF FRI 4 . 0 ,6 75 0 ,317 0 ,0 9 4 1,152 0 1,6 8 5 0 1,8 79 1 -0 ,6 8 4 SUF4_ARATH Pro te in SUPPRESSOR OF FRI 4 SUF4 At1g 30 9 70  F17F8 .14

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; DNA-b ind ing ; De ve lo p me ntal p ro te in;

Diffe re ntiatio n; Flo we ring ; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Zinc; Zinc-



36 7 cre ss)
fing e r

SRR3420 23_TR39 70 _c2_g 2_i1_le n=20 37 C8 1F1_ARATH
Q:316 -

16 56 ,H:38 -49 5
44.16 %ID E:9 e -132 Cyto chro me  P450  8 1F1 {ECO:0 0 0 0 30 5} PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^37-48 1^E:2.5e -9 2 0 ,9 3 -0 ,0 8 9 0 ,0 19 0 ,8 3 0 2,0 9 3 0 3,433 0 ,0 0 8 1,156 C8 1F1_ARATH Cyto chro me  P450  8 1F1 (EC 1.14.-.-) CYP8 1F1 CYP9 1A2 At4g 37430  F6 G17.8 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ;

Oxid o re d uctase ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR3420 23_TR440 0 _c0 _g 3_i2_le n=218 0 LACS7_ARATH
Q:218 0 -

39 0 ,H:10 1-6 9 7
79 .0 6 %ID E:0 Lo ng  chain acyl-Co A synthe tase  7, p e ro xiso mal PF0 0 50 1.25^AMP-b ind ing ^AMP-b ind ing  e nzyme ^14-455^E:8 .4e -10 9 0 ,6 8 4 0 ,212 0 ,0 5 0 ,711 0 2,0 0 3 0 ,0 0 1 1,9 17 0 ,59 4 -0 ,258 LACS7_ARATH Lo ng  chain acyl-Co A synthe tase  7, p e ro xiso mal (EC 6 .2.1.3) LACS7 At5g 276 0 0  F15A18 .6 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Lip id  me tab o lism; fatty acid  me tab o lism.

ATP-b ind ing ; Co mp le te  p ro te o me ; Fatty acid  me tab o lism; Lig ase ; Lip id  me tab o lism;

Mag ne sium; Nucle o tid e -b ind ing ; Pe ro xiso me ; Re fe re nce  p ro te o me

SRR3420 23_TR6 6 9 9 _c0 _g 1_i2_le n=1346 RP45C_ARATH
Q:3-179 ,H:30 1-

359
77.9 7%ID E:1e -23 Po lyad e nylate -b ind ing  p ro te in RBP45C

PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^1-44^E:1.1e -0 8 `PF138 9 3.3^RRM_5^RNA

re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^1-47^E:0 .0 0 57
0 ,257 0 ,8 49 0 ,748 0 ,19 3 0 1,524 0 ,0 0 1 1,471 0 ,214 -0 ,79 RP45C_ARATH

Po lyad e nylate -b ind ing  p ro te in RBP45C (Po ly(A)-b ind ing  p ro te in RBP45C) (RNA-

b ind ing  p ro te in 45C) (AtRBP45C)
RBP45C At4g 270 0 0  F10 M23.340

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Nucle us; RNA-b ind ing ; Re fe re nce  p ro te o me ; Re p e at; mRNA

p ro ce ssing

SRR3420 23_TR6 8 57_c1_g 4_i4_le n=9 19 HSP13_SOYBN
Q:741-274,H:1-

153
8 0 .77%ID E:1e -8 5 17.5 kDa class I he at sho ck p ro te in PF0 49 6 9 .13^CS^CS d o main^50 -141^E:0 .0 22`PF0 0 0 11.18 ^HSP20 ^Hsp 20 /alp ha crystall in family^52-155^E:1.4e -32 0 ,545 0 ,46 2 0 ,121 0 ,78 0 2,6 6 1 0 2,176 0 ,44 0 ,6 48 HSP13_SOYBN 17.5 kDa class I he at sho ck p ro te in (HSP 17.5-M) HSP17.5-M

Glycine  max (So yb e an) (G lycine

hisp id a)
Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me ; Stre ss re sp o nse

SRR3420 23_TR759 9 _c1_g 2_i3_le n=16 6 1 Y5133_ARATH
Q:1-1158 ,H:6 9 -

456
6 2.47%ID E:7e -170 BTB/POZ d o main-co ntaining  p ro te in At5g 41330 . 0 ,6 11 0 ,347 0 ,124 0 ,9 36 0 2,353 0 2,19 0 ,6 35 0 ,325 Y5133_ARATH BTB/POZ d o main-co ntaining  p ro te in At5g 41330 At5g 41330  MYC6 .4

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Re p e at; Ub l co njug atio n p athway; WD

re p e at

SRR3420 23_TR8 36 1_c1_g 2_i1_le n=29 8 8 NA NA NA NA NA PF0 9 40 5.7^Btz^CASC3/Bare ntsz e IF4AIII b ind ing ^142-249 ^E:2e -20 1 0 ,10 2 0 ,177 -0 ,73 0 5,9 9 5 0 5,9 36 1 -0 ,55 . . . . . .

SRR3420 23_TR8 6 6 7_c0 _g 1_i1_le n=1115 EDR2L_ARATH
Q:8 8 0 -

176 ,H:48 9 -711
44.6 8 %ID E:1e -50 Pro te in ENHANCED DISEASE RESISTANCE 2-like PF0 70 59 .9 ^DUF1336 ^Pro te in o f unkno wn functio n (DUF1336 )^9 3-30 8 ^E:1.2e -6 8 0 ,58 1 0 ,36 4 0 ,0 0 2 1,70 4 0 2,0 77 0 2,18 1 0 ,0 0 9 EDR2L_ARATH Pro te in ENHANCED DISEASE RESISTANCE 2-like EDR2L At5g 4556 0  MFC19 .23

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; End o p lasmic re ticulum; End o so me ; Me mb rane ;

Plant d e fe nse ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR3420 23_TR10 547_c3_g 1_i1_le n=1517 PTR27_ARATH
Q:1517-

429 ,H:19 6 -555
78 .79 %ID E:7e -16 8 Pro te in NRT1/ PTR FAMILY 6 .2 PF0 0 8 54.18 ^PTR2^POT family^2-328 ^E:3.2e -75 0 ,732 0 ,79 5 0 ,0 17 1,256 0 1,58 7 0 1,142 0 ,748 -0 ,29 9 PTR27_ARATH Pro te in NRT1/ PTR FAMILY 6 .2 (AtNPF6 .2) (Nitrate  transp o rte r 1.4) NPF6 .2 NRT1.4 NTP2 At2g 26 6 9 0  F18 A8 .6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Nitrate  assimilatio n; Re fe re nce  p ro te o me ; Symp o rt;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 23_TR10 6 0 7_c1_g 1_i1_le n=6 19 RS273_ARATH
Q:50 2-251,H:1-

8 4
9 5.24%ID E:2e -52 40 S rib o so mal p ro te in S27-3 . 1 0 ,0 48 0 ,0 0 7 -2,2 0 2,471 0 3,552 0 ,50 2 -3,79 8 RS273_ARATH 40 S rib o so mal p ro te in S27-3 RPS27D ARS27B At5g 479 30  K16 F13.1

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in;

Rib o so mal p ro te in; Zinc; Zinc-fing e r

SRR3420 23_TR120 8 0 _c0 _g 1_i1_le n=10 12 AB7I_ARATH
Q:6 2-

8 8 3,H:20 1-475
6 1.0 9 %ID E:3e -121 Pro te in ABCI7, chlo ro p lastic PF0 1458 .14^UPF0 0 51^Uncharacte rize d  p ro te in family (UPF0 0 51)^4-229 ^E:3.4e -6 0 0 ,0 78 0 ,545 0 ,6 0 1 0 ,16 0 1,272 0 ,0 0 1 1,0 0 5 0 ,9 78 0 ,0 15 AB7I_ARATH

Pro te in ABCI7, chlo ro p lastic (ABC transp o rte r I family me mb e r 7) (ABC transp o rte r

ABCI.7) (AtABCI7) (No n-intrinsic ABC p ro te in 6 ) (Plastid  SufD-like  p ro te in)
ABCI7 NAP6  At1g 3250 0  F5D14.28

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 23_TR19 50 8 _c3_g 10 _i1_le n=9 31 NA NA NA NA NA . 0 ,0 34 5,518 1 -0 ,0 6 5 0 7,36 3 0 ,0 0 1 6 ,58 2 0 ,38 1 2,0 11 . . . . . .

SRR3420 23_TR20 6 11_c2_g 3_i1_le n=552 CHID_SOLLC
Q:157-552,H:4-

135
73.48 %ID E:3e -59 Basic e nd o chitinase PF0 0 18 2.16 ^Glyco _hyd ro _19 ^Chitinase  class I^25-152^E:1.3e -6 6 1 0 1 0 0 7,9 73 0 6 ,9 53 0 ,10 3 1,58 8 CHID_SOLLC Basic e nd o chitinase  (EC 3.2.1.14) (Frag me nt) CHI14

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Carb o hyd rate  me tab o lism; Chitin d e g rad atio n; Co mp le te  p ro te o me ; Disulfid e  b o nd ;

Glyco sid ase ; Hyd ro lase ; Plant d e fe nse ; Po lysaccharid e  d e g rad atio n; Re fe re nce

p ro te o me ; Se cre te d

SRR3420 23_TR24545_c0 _g 1_i2_le n=9 0 6 ISAM1_ARATH
Q:20 3-58 9 ,H:1-

132
75%ID E:4e -6 5

Iro n-sulfur asse mb ly p ro te in IscA-like  1,

mito cho nd rial
PF0 1521.17^Fe -S_b io syn^Iro n-sulp hur c luste r b io synthe sis^20 -119 ^E:8 .5e -20 0 ,513 0 ,20 7 0 ,359 0 ,323 0 1,232 0 1,179 0 ,424 0 ,316 ISAM1_ARATH Iro n-sulfur asse mb ly p ro te in IscA-like  1, mito cho nd rial At2g 16 710  T24I21.12

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Iro n; Iro n-sulfur; Me tal-b ind ing ;

Mito cho nd rio n; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 23_TR26 0 43_c3_g 3_i3_le n=18 9 0 SKIP5_ARATH
Q:332-56 5,H:53-

130
78 .21%ID E:4e -34 F-b o x p ro te in SKIP5 . 1 -1,58 0 ,175 -0 ,9 6 0 8 ,6 19 0 9 ,318 1 0 ,26 SKIP5_ARATH F-b o x p ro te in SKIP5 (SKP1-inte racting  p artne r 5) SKIP5 At3g 5448 0  T14E10 .50

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Ub l co njug atio n

p athway

SRR3420 23_TR26 20 3_c0 _g 2_i2_le n=240 8 PTR18 _ARATH
Q:518 -

2236 ,H:12-59 0
74.18 %ID E:0 Pro te in NRT1/ PTR FAMILY 3.1 PF0 0 8 54.18 ^PTR2^POT family^8 8 -512^E:1.1e -10 1 0 ,0 6 4 0 ,9 8 4 0 ,0 34 0 ,9 9 8 0 1,9 6 7 0 1,6 24 0 ,28 1 -0 ,56 4 PTR18 _ARATH Pro te in NRT1/ PTR FAMILY 3.1 (AtNPF3.1) NPF3.1 NITR At1g 6 8 570  F24J5.19

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Nitrate  assimilatio n; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 23_TR276 0 7_c1_g 7_i1_le n=256 3 ACOX3_ARATH
Q:431-

2338 ,H:41-6 75
75.47%ID E:0 Acyl-co e nzyme  A o xid ase  3, p e ro xiso mal

PF0 2770 .16 ^Acyl-Co A_d h_M^Acyl-Co A d e hyd ro g e nase , mid d le  d o main^19 2-30 0 ^E:8 .7e -14`PF0 0 441.21^Acyl-Co A_d h_1^Acyl-Co A

d e hyd ro g e nase , C-te rminal d o main^334-48 9 ^E:1.3e -0 8 `PF0 1756 .16 ^ACOX^Acyl-Co A o xid ase ^539 -6 6 6 ^E:1.3e -17
0 ,415 0 ,38 0 ,0 21 1,0 53 0 1,8 8 4 0 1,9 59 0 ,6 26 0 ,29 7 ACOX3_ARATH

Acyl-co e nzyme  A o xid ase  3, p e ro xiso mal (AOX 3) (Acyl-Co A o xid ase  3) (EC 1.3.3.6 )

(Me d ium-chain acyl-Co A o xid ase ) (AtCX3)

ACX3 At1g 0 6 29 0  At1g 0 6 30 0  F9 P14.15

F9 P14_11 T2D23.1

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Lip id  me tab o lism; p e ro xiso mal fatty acid  b e ta-o xid atio n.

Co mp le te  p ro te o me ; FAD; Fatty acid  me tab o lism; Flavo p ro te in; Lip id  me tab o lism;

Oxid o re d uctase ; Pe ro xiso me ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR6 46 572_TR2358 _c0 _g 1_i5_le n=1447 NA NA NA NA NA PF0 6 20 0 .11^tify^tify d o main^8 8 -119 ^E:1.2e -16 `PF0 9 425.7^CCT_2^Dive rg e nt CCT mo tif^226 -239 ^E:1.2e -0 5 0 ,0 52 1,48 8 0 ,0 34 5,6 9 7 0 3,16 6 0 3,6 8 0 ,335 0 ,6 6 1 . . . . . .

SRR6 46 572_TR6 46 9 _c0 _g 2_i13_le n=10 24 SAC8 _ARATH
Q:158 -454,H:76 -

174
49 .49 %ID E:4e -21 Pho sp ho ino sitid e  p ho sp hatase  SAC8 . 0 ,221 0 ,418 0 ,0 0 5 0 ,9 21 0 1,0 6 0 1,0 58 1 -0 ,0 25 SAC8 _ARATH

Pho sp ho ino sitid e  p ho sp hatase  SAC8  (AtSAC8 ) (EC 3.1.3.-) (Pro te in SUPPRESSOR

OF ACTIN 1A) (AtSAC1a) (Pro te in SUPPRESSOR OF ACTIN 8 ) (Putative

transme mb rane  p ro te in G5p ) (AtG5) (SAC d o main p ro te in 8 ) (SAC1-like  p ro te in

AtSAC1a)

SAC8  G5 SAC1A At3g 518 30  ATEM1.8
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; End o p lasmic re ticulum; Hyd ro lase ;

Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR6 46 572_TR110 19 _c0 _g 2_i1_le n=79 2 NA NA NA NA NA . 0 ,6 79 0 ,178 0 ,0 0 8 0 ,9 75 0 2,30 7 0 2,539 0 ,48 7 0 ,26 2 . . . . . .

SRR6 46 572_TR1349 7_c0 _g 1_i1_le n=1218 IN21B_ORYSJ
Q:78 5-153,H:29 -

241
6 8 .0 8 %ID E:9 e -9 9 Pro te in IN2-1 ho mo lo g  B

PF13417.3^GST_N_3^Glutathio ne  S-transfe rase , N-te rminal d o main^111-18 8 ^E:1.6 e -20 `PF1340 9 .3^GST_N_2^Glutathio ne  S-

transfe rase , N-te rminal d o main^116 -18 2^E:3.6 e -13`PF16 8 6 5.2^GST_C_5^Glutathio ne  S-transfe rase , C-te rminal d o main^19 9 -

28 5^E:3.7e -0 6 `PF0 0 0 43.22^GST_C^Glutathio ne  S-transfe rase , C-te rminal d o main^224-29 2^E:8 .4e -

0 5`PF13410 .3^GST_C_2^Glutathio ne  S-transfe rase , C-te rminal d o main^226 -28 8 ^E:2e -10

0 ,49 4 0 ,28 7 0 ,0 21 0 ,8 37 0 1,7 0 1,421 0 ,6 0 8 -0 ,216 IN21B_ORYSJ Pro te in IN2-1 ho mo lo g  B (G lutathio ne  S-transfe rase  GSTZ5) GSTZ5 Os0 3g 0 28 310 0  LOC_Os0 3g 17470 Oryza sativa sub sp . jap o nica (Rice ) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR6 46 572_TR20 127_c0 _g 1_i2_le n=532 TCP10 _ARATH
Q:16 5-

38 6 ,H:14-8 7
9 1.8 9 %ID E:1e -41 Transcrip tio n facto r TCP10 PF0 36 34.10 ^TCP^TCP family transcrip tio n facto r^6 8 -172^E:3.7e -34 0 ,0 17 5,757 0 ,0 1 2,28 1 0 7,6 23 0 7,8 24 0 ,40 2 -1,10 6 TCP10 _ARATH Transcrip tio n facto r TCP10 TCP10  At2g 310 70  T16 B12.12

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; De ve lo p me ntal p ro te in; Nucle us; Re fe re nce

p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR6 46 572_TR240 0 1_c1_g 1_i2_le n=320 5 SLK2_ARATH
Q:20 12-

10 77,H:28 5-59 3
74.0 4%ID E:4e -16 4 Pro b ab le  transcrip tio nal re g ulato r SLK2 PF0 18 0 3.13^LIM_b ind ^LIM-d o main b ind ing  p ro te in^29 1-551^E:9 .6 e -59 0 ,19 6 0 ,8 14 0 ,0 27 2,129 0 1,9 12 0 2,10 9 1 0 ,6 9 9 SLK2_ARATH Pro b ab le  transcrip tio nal re g ulato r SLK2 (AtSLK2) (Pro te in SEUSS-like  2) SLK2 At5g 6 20 9 0  MTG10 .12

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; De ve lo p me ntal p ro te in; Diffe re ntiatio n; Flo we ring ; Nucle us;

Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR6 46 572_TR30 59 7_c0 _g 1_i1_le n=1332 NA NA NA NA NA PF0 0 16 8 .27^C2^C2 d o main^1-6 4^E:1e -13`PF0 8 372.7^PRT_C^Plant p ho sp ho rib o syltransfe rase  C-te rminal^20 9 -36 4^E:6 e -8 1 0 ,356 1,134 0 ,0 28 1,525 0 2,451 0 3,0 8 7 0 ,28 2 1,129 . . . . . .

SRR6 46 59 6 _TR1244_c0 _g 1_i6 _le n=39 9 7 SYK_ARATH
Q:29 2-

18 9 9 ,H:8 0 -6 15
8 1.34%ID E:0 .

PF0 1336 .22^tRNA_anti-co d o n^OB-fo ld  nucle ic acid  b ind ing  d o main^8 8 -16 6 ^E:2.9 e -13`PF0 0 152.17^tRNA-synt_2^tRNA

synthe tase s class II (D, K and  N)^20 6 -555^E:2.8 e -8 2
0 ,78 1 0 ,50 8 0 ,212 0 ,9 6 6 0 3,153 0 2,9 42 1 0 ,0 4 SYKC_ARATH

Lysine --tRNA lig ase , cyto p lasmic (EC 6 .1.1.6 ) (Lysyl-tRNA synthe tase ) (LysRS)

(Lysyl-tRNA synthe tase  1) (AtKRS-1)
At3g 11710  T19 F11.11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Ace tylatio n; Amino acyl-tRNA synthe tase ; Calc ium; Co ile d  co il; Co mp le te

p ro te o me ; Cyto p lasm; DNA-b ind ing ; Lig ase ; Me tal-b ind ing ; Nucle o tid e -b ind ing ;

Pro te in b io synthe sis; Re fe re nce  p ro te o me

SRR6 46 59 6 _TR1359 _c0 _g 1_i8 _le n=38 9 1 GLR36 _ARATH
Q:29 73-

26 5,H:17-9 0 1
6 0 .6 9 %ID E:0 Glutamate  re ce p to r 3.6

PF13458 .3^Pe rip la_BP_6 ^Pe rip lasmic b ind ing  p ro te in^43-40 9 ^E:2.3e -18 `PF0 10 9 4.25^ANF_re ce p to r^Re ce p to r family l ig and

b ind ing  re g io n^56 -414^E:1.7e -8 2`PF10 6 13.6 ^Lig _chan-Glu_b d ^Lig ate d  io n channe l L-g lutamate - and  g lycine -b ind ing  site ^49 0 -

576 ^E:4.7e -0 9 `PF0 0 49 7.17^SBP_b ac_3^Bacte rial e xtrace llular so lute -b ind ing  p ro te ins, family 3^531-8 14^E:6 .6 e -

20 `PF0 0 0 6 0 .23^Lig _chan^Lig and -g ate d  io n channe l^59 5-8 47^E:9 .7e -35

0 ,0 71 0 ,9 45 0 ,0 0 4 1,716 0 2,46 8 0 2,8 32 1 0 ,279 GLR36 _ARATH Glutamate  re ce p to r 3.6  (Lig and -g ate d  io n channe l 3.6 ) GLR3.6  At3g 5148 0  F26 O13.120
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; G lyco p ro te in; Io n channe l; Io n transp o rt; Lig and -g ate d  io n

channe l; Me mb rane ; Re ce p to r; Re fe re nce  p ro te o me ; Sig nal; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR6 46 59 6 _TR26 8 4_c0 _g 1_i15_le n=20 6 8 NA NA NA NA NA PF0 6 20 0 .11^tify^tify d o main^8 8 -111^E:5.6 e -12 0 ,0 0 8 3,38 5 0 ,0 0 8 2,8 2 0 ,0 0 1 2,445 0 2,741 1 -0 ,46 1 . . . . . .

SRR6 46 59 6 _TR110 9 7_c0 _g 1_i1_le n=10 54 IF5A3_SOLTU
Q:8 0 9 -339 ,H:1-

157
9 2.9 9 %ID E:7e -10 2 Eukaryo tic translatio n initiatio n facto r 5A-3 PF0 128 7.17^e IF-5a^Eukaryo tic e lo ng atio n facto r 5A hyp usine , DNA-b ind ing  OB fo ld ^8 5-154^E:1.3e -27 0 ,8 9 5 0 ,173 0 ,0 77 0 ,78 1 0 2,511 0 2,2 0 ,52 0 ,48 9 IF5A3_SOLTU Eukaryo tic translatio n initiatio n facto r 5A-3 (e IF-5A-3) (e IF-4D) EIF5A3 So lanum tub e ro sum (Po tato )

Co mp le te  p ro te o me ; Hyp usine ; Initiatio n facto r; Pro te in b io synthe sis; Re fe re nce

p ro te o me

SRR6 46 59 6 _TR118 37_c0 _g 1_i1_le n=10 40 NA NA NA NA NA . 0 ,0 59 1,6 41 0 ,0 0 8 4,157 0 7,0 8 2 0 7,59 1 1 1,116 . . . . . .

SRR6 46 59 6 _TR18 518 _c0 _g 1_i1_le n=18 73 DR10 0 _ARATH
Q:1717-

78 2,H:26 -345
36 .22%ID E:5e -52 DNA-d amag e -re p air/to le ratio n p ro te in DRT10 0

PF0 8 26 3.9 ^LRRNT_2^Le ucine  rich re p e at N-te rminal d o main^56 -9 5^E:2e -10 `PF138 55.3^LRR_8 ^Le ucine  rich re p e at^20 3-

26 2^E:8 .2e -11`PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^227-246 ^E:0 .32`PF138 55.3^LRR_8 ^Le ucine  rich re p e at^277-335^E:4.8 e -

0 9 `PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^29 9 -313^E:1.8 `PF0 8 26 3.9 ^LRRNT_2^Le ucine  rich re p e at N-te rminal d o main^355-

36 9 ^E:9 6 0

0 ,727 0 ,114 0 ,0 54 0 ,6 4 0 1,779 0 1,48 2 0 ,214 -0 ,38 6 DR10 0 _ARATH DNA-d amag e -re p air/to le ratio n p ro te in DRT10 0
DRT10 0  At3g 126 10  MMF12.5 T2E22.8

T2E22_10 7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA d amag e ; DNA re p air; Le ucine -rich re p e at; Re fe re nce

p ro te o me ; Re p e at; Sig nal

SRR6 46 59 6 _TR19 575_c0 _g 1_i1_le n=9 13 HS22C_PETHY
Q:8 5-744,H:1-

227
6 2.77%ID E:1e -8 7 Small he at sho ck p ro te in, chlo ro p lastic PF0 0 0 11.18 ^HSP20 ^Hsp 20 /alp ha crystall in family^153-251^E:1.2e -28 0 ,6 29 1,0 9 4 1 0 ,34 0 4,9 8 4 0 ,0 0 1 2,9 15 1 -0 ,333 HS22C_PETHY Small he at sho ck p ro te in, chlo ro p lastic HSP22 Pe tunia hyb rid a (Pe tunia) Chlo ro p last; Plastid ; Stre ss re sp o nse ; Transit p e p tid e

SRR6 46 59 6 _TR20 0 16 _c1_g 1_i1_le n=7314 SDP1_ARATH
Q:10 30 -

3477,H:1-78 4
72.31%ID E:0 Triacylg lyce ro l l ip ase  SDP1

PF118 15.5^DUF3336 ^Do main o f unkno wn functio n (DUF3336 )^9 9 -229 ^E:6 .9 e -29 `PF0 1734.19 ^Patatin^Patatin-like

p ho sp ho lip ase ^236 -430 ^E:3.4e -18
1 0 ,70 6 0 ,6 29 1,74 0 4,9 19 0 5,137 1 0 ,331 SDP1_ARATH Triacylg lyce ro l l ip ase  SDP1 (EC 3.1.1.3) (Pro te in SUGAR-DEPENDENT 1) SDP1 At5g 0 40 40  F8 F6 .10  F8 F6 .250

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; G lyce ro l me tab o lism; G lyco p ro te in; Hyd ro lase ; Lip id

d e g rad atio n; Lip id  d ro p le t; Lip id  me tab o lism; Me mb rane ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix

SRR6 46 59 6 _TR21231_c0 _g 1_i1_le n=545 NA NA NA NA NA . 0 ,9 49 0 ,0 42 0 ,0 57 0 ,571 0 2,2 0 1,754 0 ,0 6 1 -0 ,729 . . . . . .

SRR6 46 59 6 _TR22122_c0 _g 1_i3_le n=19 45 DCAM_CATRO
Q:1437-36 7,H:1-

357
10 0 %ID E:0 S-ad e no sylme thio nine  d e carb o xylase  p ro e nzyme PF0 1536 .13^SAM_d e carb o x^Ad e no sylme thio nine  d e carb o xylase ^9 -332^E:9 .8 e -110 0 ,352 0 ,46 8 0 ,0 14 1,126 0 1,371 0 1,46 2 1 -0 ,26 4 DCAM_CATRO

S-ad e no sylme thio nine  d e carb o xylase  p ro e nzyme  (Ad o Me tDC) (SAMDC) (EC

4.1.1.50 ) [Cle ave d  into : S-ad e no sylme thio nine  d e carb o xylase  alp ha chain; S-

ad e no sylme thio nine  d e carb o xylase  b e ta chain]

SAMDC
Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Amine  and  p o lyamine  b io synthe sis; S-ad e no sylme thio ninamine  b io synthe sis; S-

ad e no sylme thio ninamine  fro m S-ad e no syl-L-me thio nine : ste p  1/1.

Auto catalytic c le avag e ; De carb o xylase ; Lyase ; Po lyamine  b io synthe sis; Pyruvate ; S-

ad e no syl-L-me thio nine ; Schiff b ase ; Sp e rmid ine  b io synthe sis; Zymo g e n

SRR6 46 59 6 _TR2438 1_c0 _g 1_i1_le n=1227 MSRB3_ORYSJ
Q:6 44-

10 33,H:9 8 -227
8 6 .9 2%ID E:3e -77

Pe p tid e  me thio nine  sulfo xid e  re d uctase  B3,

chlo ro p lastic
PF0 16 41.15^Se lR^Se lR d o main^74-19 2^E:1.7e -47 1 0 0 ,0 34 5,532 0 7,49 7 0 8 ,71 1 -3,49 7 MSRB3_ORYSJ

Pe p tid e  me thio nine  sulfo xid e  re d uctase  B3, chlo ro p lastic (OsMSRB3) (EC 1.8 .4.12)

(Pe p tid e -me thio nine  (R)-S-o xid e  re d uctase )

MSRB3 Os0 5g 0 40 420 0  LOC_Os0 5g 33510

OSJNBb 0 0 0 6 J12.16
Oryza sativa sub sp . jap o nica (Rice )

Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Ele ctro n transp o rt; Me tal-b ind ing ;

Oxid o re d uctase ; Plastid ; Re d o x-active  ce nte r; Re fe re nce  p ro te o me ; Transit p e p tid e ;

Transp o rt; Zinc

SRR6 46 59 6 _TR256 73_c0 _g 1_i1_le n=6 6 5 NA NA NA NA NA . 0 ,0 0 6 1,747 0 ,28 2 1,0 57 0 4,239 0 4,333 0 ,319 1,10 7 . . . . . .

SRR6 46 59 6 _TR256 76 _c0 _g 1_i1_le n=6 8 9 PRS1_SOLTU
Q:124-56 7,H:1-

155
35.9 %ID E:9 e -22 Patho g e ne sis-re late d  p ro te in STH-21 PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^4-142^E:1.1e -12 0 ,6 29 2,416 0 ,0 6 8 1,0 6 1 0 3,50 8 0 2,519 0 ,0 8 3 -0 ,744 PRS1_SOLTU Patho g e ne sis-re late d  p ro te in STH-21 STH-21 So lanum tub e ro sum (Po tato )

Co mp le te  p ro te o me ; Patho g e ne sis-re late d  p ro te in; Plant d e fe nse ; Re fe re nce

p ro te o me

SRR6 46 6 0 4_TR110 7_c0 _g 1_i1_le n=4751 PR5_ARATH
Q:10 58 -

36 6 ,H:7-239
55.27%ID E:2e -6 3 Patho g e ne sis-re late d  p ro te in 5 PF0 176 4.22^Lip ase _3^Lip ase  (c lass 3)^412-548 ^E:4.6 e -26 1 -1,6 7 0 ,0 34 4,734 0 6 ,245 0 6 ,9 78 1 1,6 14 PR5_ARATH Patho g e ne sis-re late d  p ro te in 5 (PR-5) At1g 750 40  F9 E10 .11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ap o p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ;

Patho g e ne sis-re late d  p ro te in; Plant d e fe nse ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR6 46 6 0 4_TR130 3_c1_g 1_i2_le n=18 34 TT12_ARATH
Q:16 9 9 -

19 7,H:5-50 1
48 .21%ID E:3e -136 . PF0 1554.15^MatE^MatE^6 4-224^E:2e -33`PF0 1554.15^MatE^MatE^28 6 -447^E:8 .6 e -30 1 3,26 1 0 ,0 0 9 4,322 0 4,29 9 0 3,58 6 1 0 ,451 DTX41_ARATH

Pro te in DETOXIFICATION 41 (AtDTX41) (Multid rug  and  to xic co mp o und  e xtrusio n

p ro te in 41) (MATE p ro te in 41) (Pro te in TANNIN-DEFICIENT SEED 3) (Pro te in

TRANSPARENT TESTA 12)

DTX41 TDS3 TT12 At3g 59 0 30  F17J16 _8 0
Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Se co nd ary me tab o lite  b io synthe sis; flavo no id  b io synthe sis.

Antip o rt; Co mp le te  p ro te o me ; Flavo no id  b io synthe sis; Me mb rane ; Re fe re nce

p ro te o me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt; Vacuo le

SRR6 46 6 0 4_TR16 8 5_c0 _g 1_i1_le n=2325 NA NA NA NA NA . 1 -0 ,29 5 0 ,0 34 4,0 9 8 0 5,734 0 6 ,9 8 9 1 3,377 . . . . . .

SRR6 46 6 0 4_TR19 73_c0 _g 2_i2_le n=20 46 VPE_CITSI
Q:19 10 -

444,H:1-49 4
73.9 5%ID E:0 Vacuo lar-p ro ce ssing  e nzyme PF0 16 50 .15^Pe p tid ase _C13^Pe p tid ase  C13 family^54-324^E:7.1e -116 0 ,0 37 0 ,56 7 0 ,36 6 -0 ,28 2 0 1,234 0 1,0 72 1 2,8 9 6 VPE_CITSI Vacuo lar-p ro ce ssing  e nzyme  (VPE) (EC 3.4.22.-)

Citrus s ine nsis (Swe e t o rang e ) (Citrus

aurantium var. s ine nsis)
G lyco p ro te in; Hyd ro lase ; Pro te ase ; Sig nal; Thio l p ro te ase

SRR6 46 6 0 4_TR3235_c0 _g 1_i1_le n=1234 RFS6 _ARATH
Q:1178 -

30 0 ,H:26 1-549
8 3.28 %ID E:3e -177

Pro b ab le  g alactino l--sucro se

g alacto syltransfe rase  6
PF0 56 9 1.9 ^Raffino se _syn^Raffino se  synthase  o r se e d  imb ib itio n p ro te in Sip 1^8 -311^E:8 .4e -148 1 0 ,139 0 ,0 44 2,0 55 0 1,9 8 7 0 2,0 24 0 ,8 11 0 ,273 RFS6 _ARATH

Pro b ab le  g alactino l--sucro se  g alacto syltransfe rase  6  (EC 2.4.1.8 2) (Pro te in DARK

INDUCIBLE 10 ) (Raffino se  synthase  6 )
RFS6  DIN10  RS6  At5g 20 250  F5O24.140

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Carb o hyd rate  me tab o lism; Co mp le te  p ro te o me ;

Glyco syltransfe rase ; Re fe re nce  p ro te o me ; Transfe rase

SRR6 46 6 0 4_TR7114_c0 _g 1_i1_le n=9 0 0 NA NA NA NA NA PF136 39 .3^zf-RING_2^Ring  fing e r d o main^119 -16 2^E:6 .7e -12`PF17123.2^zf-RING_11^RING-like  z inc fing e r^119 -148 ^E:1.3e -0 7 1 0 ,351 0 ,0 0 5 5,0 28 0 9 ,0 9 9 0 10 ,0 6 1 0 . . . . . .

SRR6 46 6 0 4_TR7319 _c0 _g 1_i6 _le n=36 6 4 NA NA NA NA NA
PF0 0 10 6 .22^ad h_sho rt^sho rt chain d e hyd ro g e nase ^6 -10 0 ^E:4.2e -0 7`PF1356 1.3^ad h_sho rt_C2^Eno yl-(Acyl carrie r p ro te in)

re d uctase ^17-9 9 ^E:3.5e -0 7
1 0 ,9 15 0 ,0 0 2 5,571 0 6 ,9 79 0 7,11 1 -0 ,30 2 . . . . . .

SRR6 46 6 0 4_TR8 0 57_c0 _g 1_i34_le n=5115 LOXC1_ORYSJ
Q:46 9 -

18 21,H:119 -58 3
53.76 %ID E:0 Lip o xyg e nase  7, chlo ro p lastic PF0 1477.20 ^PLAT^PLAT/LH2 d o main^144-212^E:3.3e -0 7`PF0 0 30 5.16 ^Lip o xyg e nase ^Lip o xyg e nase ^225-56 9 ^E:1.3e -138 0 ,732 0 ,79 8 0 ,0 0 1 3,36 1 0 7,0 8 4 0 6 ,8 8 6 1 -0 ,48 9 LOXC1_ORYSJ Lip o xyg e nase  7, chlo ro p lastic (EC 1.13.11.12)

CM-LOX1 LOX2.1 Os0 8 g 0 50 8 8 0 0

LOC_Os0 8 g 39 8 40  B116 8 A0 8 .24
Oryza sativa sub sp . jap o nica (Rice )

PATHWAY: Lip id  me tab o lism; o xylip in b io synthe sis. {ECO:0 0 0 0 255|PROSITE-

Pro Rule :PRU0 0 726 }.

Chlo ro p last; Co mp le te  p ro te o me ; Dio xyg e nase ; Fatty acid  b io synthe sis; Fatty acid

me tab o lism; Iro n; Lip id  b io synthe sis; Lip id  me tab o lism; Me tal-b ind ing ;

Oxid o re d uctase ; Oxylip in b io synthe sis; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR6 46 6 0 4_TR1116 1_c0 _g 1_i1_le n=248 9 PLT5_ARATH
Q:219 -

170 9 ,H:26 -525
6 9 .8 6 %ID E:0 Po lyo l transp o rte r 5

PF0 0 0 8 3.21^Sug ar_tr^Sug ar (and  o the r) transp o rte r^36 -49 3^E:3.3e -10 9 `PF0 76 9 0 .13^MFS_1^Majo r Facil itato r Sup e rfamily^41-

431^E:1.8 e -28
0 ,118 1,70 6 0 ,0 0 1 4,77 0 2,0 77 0 2,0 14 1 -0 ,6 9 PLT5_ARATH

Po lyo l transp o rte r 5 (Pro te in POLYOL TRANSPORTER 5) (AtPLT5) (Sug ar-p ro to n

symp o rte r PLT5)
PLT5 At3g 18 8 30  MVE11.10  MVE11.22

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Sug ar

transp o rt; Symp o rt; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 46 6 0 4_TR12279 _c0 _g 2_i1_le n=6 55 NA NA NA NA NA . 0 ,232 -0 ,316 0 ,0 0 1 -0 ,9 26 0 1,237 0 ,0 0 1 1,0 6 7 0 ,8 6 -0 ,19 1 . . . . . .

SRR6 46 6 0 4_TR128 15_c1_g 1_i3_le n=440 4 POLX_TOBAC

Q:16 48 -

120 8 ,H:8 8 4-

10 33

42.38 %ID E:6 e -42
Re tro virus-re late d  Po l p o lyp ro te in fro m

transp o so n TNT 1-9 4
. 0 ,0 0 6 2,539 0 ,0 0 1 4,9 46 0 3,6 6 8 0 4,0 9 9 1 0 ,8 37 POLX_TOBAC

Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-9 4 [Includ e s: Pro te ase

(EC 3.4.23.-); Re ve rse  transcrip tase  (EC 2.7.7.49 ); End o nucle ase ]
Nico tiana tab acum (Co mmo n to b acco )

Asp artyl p ro te ase ; End o nucle ase ; Hyd ro lase ; Me tal-b ind ing ; Nucle ase ;

Nucle o tid yltransfe rase ; Pro te ase ; RNA-d ire cte d  DNA p o lyme rase ; Transfe rase ;

Transp o sab le  e le me nt; Zinc; Zinc-fing e r

SRR6 46 6 0 4_TR1379 8 _c0 _g 2_i1_le n=8 11 SUI1_ORYSJ
Q:56 0 -222,H:1-

115
9 2.17%ID E:4e -70 Pro te in translatio n facto r SUI1 ho mo lo g PF0 1253.19 ^SUI1^Translatio n initiatio n facto r SUI1^28 -10 2^E:5.4e -26 0 ,0 4 0 ,46 7 0 ,0 2 0 ,537 0 1,442 0 1,329 0 -1,39 2 SUI1_ORYSJ

Pro te in translatio n facto r SUI1 ho mo lo g  (Pro te in GOS2) (Pro te in e IF1) (Translatio n

initiatio n facto r 1)
GOS2 Os0 7g 0 529 8 0 0  LOC_Os0 7g 3458 9 Oryza sativa sub sp . jap o nica (Rice )

Co mp le te  p ro te o me ; Initiatio n facto r; Pro te in b io synthe sis; Re fe re nce  p ro te o me ;

Translatio n re g ulatio n

SRR6 46 6 0 4_TR1758 9 _c0 _g 1_i1_le n=19 51 WRKY7_ARATH
Q:1553-

46 8 ,H:1-345
48 .57%ID E:1e -9 0 Pro b ab le  WRKY transcrip tio n facto r 7

PF10 533.6 ^Plant_zn_clust^Plant z inc c luste r d o main^237-28 6 ^E:1.2e -17`PF0 310 6 .12^WRKY^WRKY DNA -b ind ing  d o main^29 0 -

346 ^E:3.4e -27
1 0 ,0 35 0 ,70 7 0 ,36 0 1,8 9 7 0 2,749 0 ,254 2,35 WRKY7_ARATH Pro b ab le  WRKY transcrip tio n facto r 7 (WRKY DNA-b ind ing  p ro te in 7) WRKY7 At4g 24240  T22A6 .70

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n;

Transcrip tio n re g ulatio n

SRR6 46 6 0 4_TR1759 6 _c1_g 1_i2_le n=16 58 PRSP1_SPIOL
Q:59 0 -

1312,H:56 -30 2
70 .9 7%ID E:9 e -110 Rib o so me -b ind ing  facto r PSRP1, chlo ro p lastic

PF0 248 2.16 ^Rib o so mal_S30 AE^Sig ma 54 mo d ulatio n p ro te in / S30 EA rib o so mal p ro te in^8 5-18 1^E:2.2e -

21`PF16 321.2^Rib o so m_S30 AE_C^Sig ma 54 mo d ulatio n/S30 EA rib o so mal p ro te in C te rminus^223-277^E:4.4e -25
0 ,30 6 -0 ,50 6 0 ,6 -0 ,338 0 1,28 4 0 1,20 8 0 ,0 41 -0 ,9 0 2 PRSP1_SPIOL

Rib o so me -b ind ing  facto r PSRP1, chlo ro p lastic (30 S rib o so mal p ro te in 1) (CS-S5)

(CS5) (Plastid -sp e cific  30 S rib o so mal p ro te in 1) (PSRP-1) (Rib o so mal p ro te in 1)

(S22)

PSRP1 RPS22 RPS30 Sp inacia o le race a (Sp inach)
Chlo ro p last; Dire ct p ro te in se q ue ncing ; Plastid ; RNA-b ind ing ; Transit p e p tid e ; rRNA-

b ind ing

SRR6 46 6 0 4_TR20 0 0 6 _c1_g 1_i4_le n=1523 ACCH1_ARATH
Q:1235-

18 3,H:20 -36 5
47.44%ID E:2e -111

1-amino cyclo p ro p ane -1-carb o xylate  o xid ase

ho mo lo g  1

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^113-214^E:1.7e -18 `PF0 3171.17^2OG-Fe II_Oxy^2OG-

Fe (II) o xyg e nase  sup e rfamily^273-36 5^E:1.8 e -22
0 ,221 0 ,6 0 6 0 ,0 0 9 1,0 6 6 0 2,8 78 0 2,777 1 0 ,6 9 1 ACCH1_ARATH 1-amino cyclo p ro p ane -1-carb o xylate  o xid ase  ho mo lo g  1 At1g 0 6 6 20  F12K11.24 F12K11.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR6 46 6 0 4_TR2146 9 _c0 _g 1_i2_le n=1215 SFR2_ORYSJ
Q:9 2-

9 34,H:342-6 33
71.58 %ID E:5e -149 Be ta-g luco sid ase -like  SFR2, chlo ro p lastic PF0 0 232.15^Glyco _hyd ro _1^Glyco syl hyd ro lase  family 1^78 -226 ^E:1.1e -23 0 ,50 7 0 ,36 0 ,8 7 0 ,174 0 2,16 4 0 1,76 2 1 -1,6 14 SFR2_ORYSJ

Be ta-g luco sid ase -like  SFR2, chlo ro p lastic (Be ta-g luco sid ase  36 ) (Os11b g lu36 )

(Pro te in SENSITIVE TO FREEZING 2) (OsSFR2)

SFR2 BGLU36  Os11g 0 6 8 350 0

LOC_Os11g 45710  OsJ_3479 3
Oryza sativa sub sp . jap o nica (Rice )

Chlo ro p last; Co mp le te  p ro te o me ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ; Me mb rane ;

Plastid ; Plastid  o ute r me mb rane ; Re fe re nce  p ro te o me

SRR6 46 6 0 4_TR2236 9 _c0 _g 2_i47_le n=2247 FAD3E_TOBAC
Q:9 53-

249 ,H:146 -374
6 9 .0 7%ID E:4e -10 4

Ome g a-3 fatty acid  d e saturase , e nd o p lasmic

re ticulum
PF0 0 48 7.21^FA_d e saturase ^Fatty acid  d e saturase ^25-149 ^E:2.1e -17 1 1,719 0 ,0 0 1 5,19 0 4,8 9 1 0 5,358 1 0 ,48 1 FAD3E_TOBAC Ome g a-3 fatty acid  d e saturase , e nd o p lasmic re ticulum (EC 1.14.19 .-) FAD3 Nico tiana tab acum (Co mmo n to b acco ) PATHWAY: Lip id  me tab o lism; p o lyunsaturate d  fatty acid  b io synthe sis.

End o p lasmic re ticulum; Fatty acid  b io synthe sis; Fatty acid  me tab o lism; Lip id

b io synthe sis; Lip id  me tab o lism; Me mb rane ; Oxid o re d uctase ; Transme mb rane ;

Transme mb rane  he lix

SRR6 46 6 0 4_TR26 8 8 9 _c0 _g 1_i1_le n=140 2 ERF9 2_ARATH
Q:10 54-

470 ,H:36 -213
55.0 5%ID E:6 e -45 Ethyle ne -re sp o nsive  transcrip tio n facto r 1B PF0 0 8 47.17^AP2^AP2 d o main^110 -159 ^E:4.8 e -14 1 0 ,0 8 3 0 ,0 25 2,757 0 6 ,9 36 0 7,357 1 0 ,48 3 ERF9 2_ARATH

Ethyle ne -re sp o nsive  transcrip tio n facto r 1B (AtERF1B) (Ethyle ne -re sp o nsive

e le me nt-b ind ing  facto r 1B) (EREBP-1B)
ERF1B ERF0 9 2 ERF1 At3g 23240  K14B15.15

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Activato r; Co mp le te  p ro te o me ; DNA-b ind ing ; Ethyle ne  sig naling  p athway; Nucle us;

Plant d e fe nse ; Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR6 46 6 0 4_TR28 128 _c0 _g 1_i3_le n=9 47 DOX1_ARATH
Q:512-

29 1,H:56 5-6 38
79 .73%ID E:2e -33 Alp ha-d io xyg e nase  1 . 1 1,554 0 ,0 14 3,443 0 8 ,0 42 0 8 ,553 1 -1,225 DOX1_ARATH

Alp ha-d io xyg e nase  1 (Alp ha DOX1) (EC 1.14.9 9 .-) (Fatty acid  d io xyg e nase

Alp haDOX1) (Patho g e n-ind uce d  o xyg e nase ) (Plant alp ha d io xyg e nase  1)

DOX1 DIOX1 PADOX-1 PIOX At3g 0 1420

T13O15.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Co mp le te  p ro te o me ; Dio xyg e nase ; Fatty acid  b io synthe sis; Fatty acid

me tab o lism; G lyco p ro te in; Hyp e rse nsitive  re sp o nse ; Iro n; Lip id  b io synthe sis; Lip id

me tab o lism; Me tal-b ind ing ; Oxid o re d uctase ; Oxylip in b io synthe sis; Pe ro xid ase ; Plant

d e fe nse ; Re fe re nce  p ro te o me ; Sig nal

SRR6 46 6 0 4_TR28 50 6 _c0 _g 1_i7_le n=238 8 LACE1_HUMAN
Q:10 10 -

20 26 ,H:118 -472
41.6 2%ID E:4e -75 Lactatio n e le vate d  p ro te in 1 PF0 39 6 9 .13^AFG1_ATPase ^AFG1-like  ATPase ^1-26 0 ^E:2.2e -78 0 ,352 0 ,475 0 ,0 6 9 1,149 0 1,8 53 0 1,78 9 1 0 ,0 0 8 LACE1_HUMAN Lactatio n e le vate d  p ro te in 1 (Pro te in AFG1 ho mo lo g ) LACE1 AFG1 Ho mo  sap ie ns (Human) ATP-b ind ing ; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me

SRR6 46 6 0 4_TR28 750 _c0 _g 1_i1_le n=2523 LRKS4_ARATH
Q:28 0 -

216 9 ,H:19 -6 57
6 2.21%ID E:0

L-typ e  le ctin-d o main co ntaining  re ce p to r kinase

S.4

PF0 0 139 .16 ^Le ctin_le g B^Le g ume  le ctin d o main^29 -28 1^E:2.7e -78 `PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^350 -6 16 ^E:9 e -

47`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^352-6 18 ^E:1.2e -44
0 ,258 0 ,9 39 0 ,118 2,338 0 2,56 8 0 2,8 52 0 ,517 1,0 54 LRKS4_ARATH L-typ e  le ctin-d o main co ntaining  re ce p to r kinase  S.4 (Le cRK-S.4) (EC 2.7.11.1) LECRKS4 At3g 55550  T22E16 .210

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; G lyco p ro te in; Kinase ; Le ctin;

Me mb rane ; Nucle o tid e -b ind ing ; Re ce p to r; Re fe re nce  p ro te o me ; Se rine /thre o nine -

p ro te in kinase ; Sig nal; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR6 46 6 0 4_TR30 20 4_c0 _g 1_i2_le n=9 18 NA NA NA NA NA
PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^19 -79 ^E:1.5e -0 6 `PF138 9 3.3^RRM_5^RNA

re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^37-8 3^E:0 .3
1 0 0 ,0 76 2,8 75 0 3,6 24 0 3,46 1 1 -1,0 15 . . . . . .

SRR6 46 6 0 4_TR30 20 4_c0 _g 1_i5_le n=26 9 8 NA NA NA NA NA
PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^19 -8 4^E:3e -0 8 `PF138 9 3.3^RRM_5^RNA

re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^37-8 3^E:0 .0 73
1 0 ,0 18 0 ,0 43 2,9 21 0 2,70 4 0 2,8 37 1 -0 ,338 . . . . . .

SRR6 46 6 0 4_TR30 321_c0 _g 1_i1_le n=230 9 Y30 28 _ARATH
Q:2232-

8 8 3,H:4-440
32.6 2%ID E:9 e -6 8 Uncharacte rize d  ace tyltransfe rase  At3g 50 28 0 PF0 2458 .12^Transfe rase ^Transfe rase  family^27-474^E:2.5e -121 1 -0 ,30 5 1 1,6 9 3 0 4,359 0 4,445 1 0 ,36 5 Y30 28 _ARATH Uncharacte rize d  ace tyltransfe rase  At3g 50 28 0  (EC 2.3.1.-) At3g 50 28 0  F11C1.120

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Acyltransfe rase ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Transfe rase

SRR6 46 6 0 4_TR33327_c0 _g 1_i2_le n=218 2 CIPKC_ARATH
Q:18 46 -

50 0 ,H:5-459
8 1.76 %ID E:0 CBL-inte racting  se rine /thre o nine -p ro te in kinase  12

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^46 -30 0 ^E:8 e -77`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^47-29 6 ^E:2.2e -

40 `PF14531.3^Kinase -like ^Kinase -like ^140 -28 8 ^E:1.6 e -0 9 `PF0 38 22.11^NAF^NAF d o main^352-40 8 ^E:5.9 e -24
1 -0 ,48 0 ,254 3,8 9 5 0 6 ,9 6 3 0 6 ,9 8 5 1 -0 ,311 CIPKC_ARATH

CBL-inte racting  se rine /thre o nine -p ro te in kinase  12 (EC 2.7.11.1) (SNF1-re late d

kinase  3.9 ) (SOS2-like  p ro te in kinase  PKS8 )

CIPK12 PKS8  SnRK3.9  At4g 18 70 0

F28 A21.110

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Kinase ; Mang ane se ; Nucle o tid e -b ind ing ;

Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Se rine /thre o nine -p ro te in kinase ; Transfe rase

SRR6 46 6 0 4_TR350 22_c0 _g 1_i1_le n=38 8 2 SSL6 _ARATH
Q:247-

130 8 ,H:10 -36 1
54.6 5%ID E:7e -132

Pro te in STRICTOSIDINE SYNTHASE-LIKE 6

{ECO:0 0 0 0 30 3|Pub Me d :10 77770 1}

PF0 1554.15^MatE^MatE^122-28 9 ^E:3.3e -11`PF146 6 7.3^Po lysacc_synt_C^Po lysaccharid e  b io synthe sis C-te rminal d o main^247-

338 ^E:3.3e -0 7
0 ,0 73 1,9 17 0 ,0 43 2,574 0 4,0 27 0 3,772 0 ,6 9 2 -0 ,6 8 8 SSL6 _ARATH Pro te in STRICTOSIDINE SYNTHASE-LIKE 6  (AtSSL6 ) SSL6  At3g 51440  F26 O13.8 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; G lyco p ro te in; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Sig nal;

Vacuo le

SRR6 46 6 0 4_TR36 36 8 _c0 _g 2_i1_le n=20 9 4 C76 BA_SWEMU
Q:150 2-

147,H:46 -49 5
51.32%ID E:2e -152 Ge ranio l 8 -hyd ro xylase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^38 -49 3^E:4.7e -10 7 0 ,0 42 1,9 12 0 ,132 1,48 6 0 0 ,9 0 1 0 1,271 0 ,0 19 1,49 2 C76 BA_SWEMU

Ge ranio l 8 -hyd ro xylase  (EC 1.14.13.152) (Cyto chro me  P450  76 B10 ) (Ge ranio l 10 -

hyd ro xylase ) (SmG10 H)
CYP76 B10  G10 H Swe rtia musso tii (Fe lwo rt)

End o p lasmic re ticulum; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ;

NADP; Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix

SRR6 46 6 0 4_TR3718 2_c0 _g 2_i1_le n=2338 NSL1_ARATH
Q:218 0 -357,H:5-

6 11
6 4.22%ID E:0 MACPF d o main-co ntaining  p ro te in NSL1 PF0 18 23.16 ^MACPF^MAC/Pe rfo rin d o main^10 8 -324^E:2.4e -33 0 ,78 1 0 ,519 0 ,0 0 3 2,78 5 0 ,0 0 1 2,0 9 9 0 2,46 2 1 0 ,775 NSL1_ARATH

MACPF d o main-co ntaining  p ro te in NSL1 (Pro te in NECROTIC SPOTTED LESIONS 1)

(Pro te in NSL1)
NSL1 At1g 28 38 0  F3M18 .18

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Hyp e rse nsitive  re sp o nse ; Immunity; Innate  immunity; Plant

d e fe nse ; Re fe re nce  p ro te o me

SRR6 46 6 0 4_TR38 6 44_c1_g 1_i5_le n=48 11 AFS1_MALDO
Q:129 8 -

6 8 1,H:274-478
57.77%ID E:8 e -8 1 (E,E)-alp ha-farne se ne  synthase . 1 0 0 ,0 17 5,8 9 4 0 5,6 51 0 6 ,28 7 1 0 AFS1_MALDO

(E,E)-alp ha-farne se ne  synthase  (Md ASF1) (EC 4.2.3.46 ) (Pre nyltransfe rase ) (EC

2.5.1.-)
AFS1 AFAR Malus d o me stica (Ap p le ) (Pyrus malus) Cyto p lasm; Lyase ; Mag ne sium; Mang ane se ; Me tal-b ind ing ; Po tassium; Transfe rase

SRR6 48 70 5_TR118 8 _c0 _g 2_i1_le n=19 19 CBDAS_CANSA
Q:18 3-

10 37,H:25-311
48 .44%ID E:2e -120 Cannab id io lic acid  synthase PF0 156 5.20 ^FAD_b ind ing _4^FAD b ind ing  d o main^79 -215^E:1.3e -30 0 ,8 54 0 ,18 9 0 ,111 1,31 0 3,58 4 0 3,8 37 1 -1,331 CBDAS_CANSA Cannab id io lic acid  synthase  (EC 1.21.3.8 ) (CBDA synthase .) CBDAS Cannab is sativa (He mp ) (Marijuana)

Ap o p last; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; FAD; Flavo p ro te in; G lyco p ro te in;

Oxid o re d uctase ; Se cre te d ; Sig nal

SRR6 48 70 5_TR159 9 _c0 _g 1_i1_le n=2132 COL12_ARATH
Q:16 9 6 -

419 ,H:1-357
42.8 6 %ID E:1e -9 5 Zinc fing e r p ro te in CONSTANS-LIKE 12 PF0 6 20 3.11^CCT^CCT mo tif^376 -418 ^E:4.3e -16 1 0 ,6 24 0 ,254 3,479 0 2,153 0 2,30 4 1 -0 ,8 0 3 COL12_ARATH Zinc fing e r p ro te in CONSTANS-LIKE 12 COL12 At3g 218 8 0  MEK6 .3 MEK6 _2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Re p e at; Zinc;

Zinc-fing e r

SRR6 48 70 5_TR6 174_c0 _g 2_i5_le n=136 3 EF1D2_ARATH
Q:9 9 3-30 7,H:2-

231
8 1.74%ID E:8 e -8 2 Elo ng atio n facto r 1-d e lta 2 PF0 0 736 .16 ^EF1_GNE^EF-1 g uanine  nucle o tid e  e xchang e  d o main^144-231^E:1.1e -33 0 ,0 14 -0 ,79 3 1 0 ,0 22 0 2,41 0 2,335 1 -0 ,0 8 4 EF1D2_ARATH

Elo ng atio n facto r 1-d e lta 2 (EF-1-d e lta 2) (Elo ng atio n facto r 1B-b e ta 2) (e EF-1B b e ta

2)
At2g 18 110  F8 D23.11 T27K22.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Co mp le te  p ro te o me ; Elo ng atio n facto r; Pro te in b io synthe sis; Re fe re nce

p ro te o me

SRR6 48 70 5_TR6 36 0 _c0 _g 2_i1_le n=6 27 NA NA NA NA NA PF0 79 39 .8 ^DUF16 8 5^Pro te in o f unkno wn functio n (DUF16 8 5)^110 -16 3^E:5.6 e -27 0 ,19 6 0 ,78 5 0 ,19 5 1,272 0 7,78 6 0 6 ,70 9 0 ,0 29 0 ,9 25 . . . . . .

SRR6 48 70 5_TR8 9 53_c0 _g 2_i1_le n=20 9 9 H33_VITVI
Q:18 26 -

1419 ,H:1-136
10 0 %ID E:1e -8 6 Histo ne  H3.3 PF0 229 7.14^COX6 B^Cyto chro me  o xid ase  c sub unit VIb ^123-18 2^E:1.1e -16 0 ,226 -0 ,455 0 ,0 43 0 ,70 1 0 1,3 0 1,351 0 ,6 8 4 -0 ,18 3 H33_VITVI Histo ne  H3.3 Vitis vinife ra (Grap e )

Ace tylatio n; Chro mo so me ; DNA-b ind ing ; Me thylatio n; Nucle o so me  co re ; Nucle us;

Pho sp ho p ro te in

SRR6 48 70 5_TR13253_c0 _g 1_i1_le n=18 8 1 ALFC3_ARATH
Q:159 3-

40 9 ,H:1-39 1
8 3.54%ID E:0

Pro b ab le  fructo se -b isp ho sp hate  ald o lase  3,

chlo ro p lastic
PF0 0 274.16 ^Glyco lytic^Fructo se -b isp ho sp hate  ald o lase  class-I^51-39 5^E:1.1e -158 0 ,8 8 4 -0 ,0 48 0 ,0 0 4 0 ,8 57 0 1,30 7 0 1,533 0 ,78 5 -0 ,0 9 7 ALFC3_ARATH Pro b ab le  fructo se -b isp ho sp hate  ald o lase  3, chlo ro p lastic (EC 4.1.2.13) FBA3 At2g 0 1140  F10 A8 .2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Carb o hyd rate  d e g rad atio n; g lyco lysis; D-g lyce rald e hyd e  3-p ho sp hate  and

g lyce ro ne  p ho sp hate  fro m D-g luco se : ste p  4/4.

Chlo ro p last; Co mp le te  p ro te o me ; G lyco lysis; Lyase ; Me thylatio n; Pho sp ho p ro te in;

Plastid ; Re fe re nce  p ro te o me ; Schiff b ase ; Transit p e p tid e

SRR6 48 70 5_TR13457_c0 _g 3_i2_le n=2131 BGL46 _ARATH
Q:29 9 -

1711,H:24-49 8
57.9 8 %ID E:0 Be ta-g luco sid ase  46 PF0 0 232.15^Glyco _hyd ro _1^Glyco syl hyd ro lase  family 1^1-39 6 ^E:2.1e -113 0 ,8 44 0 ,14 0 ,19 3 0 ,6 0 5 0 1,458 0 ,0 0 1 1,373 0 ,30 6 0 ,549 BGL46 _ARATH Be ta-g luco sid ase  46  (AtBGLU46 ) (EC 3.2.1.21) BGLU46  At1g 6 18 20  F8 K4.3

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; G lyco sid ase ;

Hyd ro lase ; Re fe re nce  p ro te o me ; Sig nal

SRR6 48 70 5_TR1476 3_c0 _g 1_i1_le n=2353 PTR5_ARATH
Q:20 21-

30 9 ,H:2-56 7
6 5.9 7%ID E:0 Pro te in NRT1/ PTR FAMILY 8 .2 PF0 76 9 0 .13^MFS_1^Majo r Facil itato r Sup e rfamily^44-512^E:5.9 e -13`PF0 0 8 54.18 ^PTR2^POT family^10 1-531^E:8 .4e -127 0 ,19 5 1,36 5 0 ,0 0 6 2,541 0 4,348 0 4,213 0 ,517 -1,13 PTR5_ARATH Pro te in NRT1/ PTR FAMILY 8 .2 (AtNPF8 .2) (Pe p tid e  transp o rte r PTR5) NPF8 .2 PTR5 At5g 0 118 0  F7J8 .16 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Pe p tid e  transp o rt; Pho sp ho p ro te in;

Pro te in transp o rt; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR6 48 70 5_TR16 30 2_c0 _g 1_i2_le n=1327 PIP27_MAIZE
Q:1243-

38 0 ,H:1-28 7
8 1.6 6 %ID E:5e -150 Aq uap o rin PIP2-7 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^34-26 9 ^E:3.2e -8 3 1 3,49 1 0 ,0 34 5,49 4 0 7,175 0 7,0 54 1 0 ,8 8 3 PIP27_MAIZE Aq uap o rin PIP2-7 (Plasma me mb rane  intrinsic p ro te in 2-7) (ZmPIP2-7) (ZmPIP2;7) PIP2-7 Ze a mays (Maize )

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 48 70 5_TR18 311_c1_g 1_i2_le n=19 78 PREA_ECOLI
Q:6 34-16 47,H:5-

329
42.0 1%ID E:8 e -77

NAD-d e p e nd e nt d ihyd ro p yrimid ine

d e hyd ro g e nase  sub unit Pre A
PF0 118 0 .18 ^DHO_d h^Dihyd ro o ro tate  d e hyd ro g e nase ^54-36 5^E:6 .8 e -33 0 ,312 0 ,324 0 ,0 56 0 ,6 71 0 ,0 0 1 1,18 7 0 ,0 0 1 1,17 0 ,76 7 0 ,121 PREA_ECOLI

NAD-d e p e nd e nt d ihyd ro p yrimid ine  d e hyd ro g e nase  sub unit Pre A (DPD) (EC 1.3.1.1)

(Dihyd ro thymine  d e hyd ro g e nase ) (Dihyd ro uracil d e hyd ro g e nase )
p re A ye iA b 2147 JW2134 Esche richia co li (strain K12)

4Fe -4S; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Iro n; Iro n-sulfur; Me tal-

b ind ing ; NAD; Oxid o re d uctase ; Re fe re nce  p ro te o me ; Re p e at

SRR6 48 70 5_TR18 8 8 9 _c0 _g 2_i1_le n=116 9 NA NA NA NA NA . 1 -0 ,56 2 0 ,226 3,128 0 5,6 8 5 0 6 ,459 1 0 ,0 72 . . . . . .

SRR6 48 70 5_TR19 70 3_c0 _g 1_i2_le n=16 36 NA NA NA NA NA . 1 0 ,30 9 0 ,0 0 6 1,8 18 0 1,8 6 8 0 2,132 1 0 ,0 0 6 . . . . . .

SRR6 48 70 5_TR21740 _c0 _g 1_i1_le n=129 1 DAG_ANTMA
Q:8 46 -

532,H:8 0 -18 4
54.29 %ID E:4e -36 DAG p ro te in, chlo ro p lastic . 0 ,117 -0 ,36 0 ,59 -0 ,124 0 1,259 0 1,211 1 -0 ,0 0 5 DAG_ANTMA DAG p ro te in, chlo ro p lastic DAG

Antirrhinum majus (Gard e n

snap d rag o n)
Chlo ro p last; Plastid ; Transit p e p tid e

SRR6 48 70 5_TR229 10 _c0 _g 1_i1_le n=8 9 0 RLA31_ARATH
Q:715-50 6 ,H:1-

6 9
70 %ID E:8 e -24 6 0 S acid ic rib o so mal p ro te in P3-1 . 0 ,151 -0 ,514 0 ,719 0 ,122 0 1,8 54 0 ,0 0 1 1,538 0 ,40 7 -0 ,714 RLA31_ARATH 6 0 S acid ic rib o so mal p ro te in P3-1 RPP3A At4g 258 9 0  F14M19 .170

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in;

Rib o so mal p ro te in

SRR6 48 70 5_TR24450 _c0 _g 1_i1_le n=338 0 NAGS2_ARATH
Q:29 47-

1337,H:6 8 -6 10
70 .38 %ID E:0

Pro b ab le  amino -acid  ace tyltransfe rase  NAGS2,

chlo ro p lastic

PF0 0 6 9 6 .25^AA_kinase ^Amino  acid  kinase  family^10 7-30 2^E:5e -0 8 `PF136 73.4^Ace tyltransf_10 ^Ace tyltransfe rase  (GNAT)

d o main^48 5-56 3^E:2.8 e -0 5`PF1350 8 .4^Ace tyltransf_7^Ace tyltransfe rase  (GNAT) d o main^48 6 -56 3^E:2.4e -

0 8 `PF0 0 58 3.22^Ace tyltransf_1^Ace tyltransfe rase  (GNAT) family^49 0 -56 1^E:1.6 e -10

1 0 ,0 0 7 0 ,5 0 ,6 0 9 0 2,0 0 3 0 ,0 0 1 1,79 6 0 ,0 9 5 -0 ,8 59 NAGS2_ARATH
Pro b ab le  amino -acid  ace tyltransfe rase  NAGS2, chlo ro p lastic (EC 2.3.1.1) (N-

ace tylg lutamate  synthase  2)
NAGS2 At4g 376 70  F19 F18 .16 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-arg inine  b io synthe sis; N(2)-ace tyl-L-o rnithine  fro m L-

g lutamate : ste p  1/4.

Acyltransfe rase ; Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Arg inine  b io synthe sis;

Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Transfe rase ; Transit

p e p tid e

SRR6 48 70 5_TR30 48 7_c0 _g 2_i2_le n=1724 CYSP3_SOLLC
Q:1450 -

512,H:44-356
8 0 .8 3%ID E:0 Cyste ine  p ro te inase  3 PF0 0 112.20 ^Pe p tid ase _C1^Pap ain family cyste ine  p ro te ase ^53-26 8 ^E:5.7e -79 0 -3,322 1 0 ,0 6 9 0 4,575 0 4,311 0 ,8 9 4 -0 ,0 8 2 CYSP3_SOLLC Cyste ine  p ro te inase  3 (EC 3.4.22.-) CYP-3

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ; Pro te ase ; Re fe re nce

p ro te o me ; Sig nal; Thio l p ro te ase ; Vacuo le ; Zymo g e n

SRR6 48 70 5_TR3448 6 _c0 _g 4_i1_le n=29 29 Y2242_ARATH
Q:20 38 -

554,H:328 -8 48
36 .52%ID E:6 e -8 4

Pro b ab le  LRR re ce p to r-l ike  se rine /thre o nine -

p ro te in kinase  At2g 24230

PF138 55.3^LRR_8 ^Le ucine  rich re p e at^55-113^E:4.5e -0 8 `PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^40 2-574^E:3e -

14`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^40 3-572^E:2.7e -22
0 ,48 9 0 ,52 0 ,0 6 0 ,8 4 0 3,247 0 3,56 4 0 ,79 8 0 ,17 Y2242_ARATH

Pro b ab le  LRR re ce p to r-l ike  se rine /thre o nine -p ro te in kinase  At2g 24230  (EC

2.7.11.1)
At2g 24230  F27D4.14

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Kinase ; Le ucine -rich re p e at;

Me mb rane ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re ce p to r; Re fe re nce  p ro te o me ;

Re p e at; Se rine /thre o nine -p ro te in kinase ; Sig nal; Transfe rase ; Transme mb rane ;

Transme mb rane  he lix

SRR6 48 70 5_TR36 9 8 1_c0 _g 1_i1_le n=723 NA NA NA NA NA . 0 ,357 0 ,275 0 ,376 -0 ,26 1 0 1,8 43 0 1,36 7 0 ,171 0 ,32 . . . . . .

SRR6 48 70 5_TR41754_c0 _g 1_i1_le n=539 NA NA NA NA NA . 0 ,6 8 7 -0 ,10 7 0 ,0 12 0 ,6 0 2 0 0 ,9 0 9 0 1,0 44 0 -1,0 56 . . . . . .

SRR6 48 70 5_TR429 19 _c0 _g 1_i2_le n=10 73 HS21C_SOLLC
Q:550 -44,H:8 7-

235
43.79 %ID E:3e -38 Small he at sho ck p ro te in, chlo ro p lastic PF0 0 0 11.18 ^HSP20 ^Hsp 20 /alp ha crystall in family^144-247^E:2.9 e -22 0 ,278 -0 ,79 5 1 -0 ,0 34 0 3,28 5 0 3,341 0 ,129 -4,9 71 HS21C_SOLLC Small he at sho ck p ro te in, chlo ro p lastic HSP21 TOM111

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Stre ss re sp o nse ;

Transit p e p tid e

SRR6 48 70 5_TR4350 0 _c1_g 2_i4_le n=40 9 9 EXEC1_ARATH
Q:38 5-

2235,H:6 4-6 8 3
52.8 6 %ID E:7e -18 0

Pro te in EXECUTER 1, chlo ro p lastic

{ECO:0 0 0 0 30 5}
PF120 14.5^DUF350 6 ^Do main o f unkno wn functio n (DUF350 6 )^538 -6 6 6 ^E:8 .6 e -25 1 0 ,0 8 1 0 ,0 42 1,8 0 8 0 6 ,8 9 4 0 7,256 0 ,0 0 5 6 ,256 EXEC1_ARATH Pro te in EXECUTER 1, chlo ro p lastic (AtEX1) EX1 At4g 336 30  T16 L1.120

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Stre ss re sp o nse ;

Transit p e p tid e

SRR6 48 70 5_TR4370 8 _c0 _g 3_i5_le n=6 15 PERR_RAUSE
Q:553-2,H:10 -

19 3
8 3.7%ID E:2e -111 Pe rakine  re d uctase PF0 0 248 .18 ^Ald o _ke t_re d ^Ald o /ke to  re d uctase  family^7-172^E:3.1e -46 0 ,70 1 0 ,122 0 ,0 0 8 0 ,8 7 0 1,18 5 0 1,236 0 ,0 77 0 ,9 8 4 PERR_RAUSE Pe rakine  re d uctase  (EC 1.1.1.317) PR

Rauvo lfia se rp e ntina (Se rp e ntine

wo o d ) (Op hio xylo n se rp e ntinum)
3D-structure ; Alkalo id  me tab o lism; NADP; Oxid o re d uctase

SRR6 48 70 7_TR256 2_c0 _g 1_i4_le n=130 4 UBC28 _ARATH
Q:8 25-38 2,H:1-

148
9 7.3%ID E:2e -10 0 Ub iq uitin-co njug ating  e nzyme  E2 28 PF0 0 179 .23^UQ_co n^Ub iq uitin-co njug ating  e nzyme ^5-141^E:5.6 e -54 0 ,544 0 ,157 0 ,23 0 ,331 0 ,0 0 1 0 ,8 9 0 ,0 0 1 0 ,8 8 4 0 ,41 0 ,338 UBC28 _ARATH

Ub iq uitin-co njug ating  e nzyme  E2 28  (EC 2.3.2.23) (E2 ub iq uitin-co njug ating  e nzyme

28 ) (Ub iq uitin carrie r p ro te in 28 )
UBC28  UBC9 A At1g 6 4230  F22C12.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n. {ECO:0 0 0 0 255|PROSITE-

Pro Rule :PRU0 0 38 8 }.

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ;

Re fe re nce  p ro te o me ; Transfe rase ; Ub l co njug atio n p athway

SRR6 48 70 7_TR6 0 45_c0 _g 1_i3_le n=70 0 UBC5_ARATH
Q:6 45-223,H:47-

18 5
74.47%ID E:2e -6 5 Ub iq uitin-co njug ating  e nzyme  E2 5 . 1 0 ,0 49 0 ,39 5 -0 ,555 0 6 ,6 6 6 0 6 ,6 8 6 0 ,8 22 -0 ,38 8 UBC5_ARATH

Ub iq uitin-co njug ating  e nzyme  E2 5 (EC 2.3.2.23) (E2 ub iq uitin-co njug ating  e nzyme

5) (Ub iq uitin carrie r p ro te in 5) (Ub iq uitin-co njug ating  e nzyme  E2-21 kDa 2)

(Ub iq uitin-p ro te in l ig ase  5)

UBC5 At1g 6 38 0 0  F24D7.1 T12P18 .18
Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n. {ECO:0 0 0 0 255|PROSITE-

Pro Rule :PRU0 0 38 8 }.

ATP-b ind ing ; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ;

Transfe rase ; Ub l co njug atio n p athway

SRR6 48 70 7_TR78 74_c0 _g 2_i1_le n=724 NA NA NA NA NA . 1 -0 ,221 0 ,0 0 9 5,0 52 0 ,0 0 1 5,36 7 0 5,8 9 1 1 0 ,713 . . . . . .

SRR6 48 70 7_TR11426 _c0 _g 1_i2_le n=10 12 NA NA NA NA NA PF0 56 20 .8 ^DUF78 8 ^Pro te in o f unkno wn functio n (DUF78 8 )^1-16 3^E:3.6 e -53 0 ,73 0 ,132 0 ,0 0 6 0 ,8 8 5 0 1,6 29 0 1,6 6 5 0 ,46 9 -0 ,29 9 . . . . . .

SRR6 48 70 7_TR1330 4_c0 _g 2_i1_le n=10 8 7 RS17_SOLLC
Q:18 9 -58 1,H:1-

131
8 6 .26 %ID E:9 e -73 40 S rib o so mal p ro te in S17 PF0 0 8 33.15^Rib o so mal_S17e ^Rib o so mal S17^1-116 ^E:2e -57 0 -1,19 6 0 ,9 43 -0 ,0 23 0 1,20 4 0 ,0 0 1 1,0 0 4 0 ,0 41 -0 ,48 2 RS17_SOLLC 40 S rib o so mal p ro te in S17 RPS17 GI1

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 7_TR136 20 _c0 _g 2_i1_le n=1150 YDR2_SCHPO
Q:8 0 4-28 0 ,H:4-

16 8
40 .6 8 %ID E:2e -25

Uncharacte rize d  e nd o p lasmic re ticulum

me mb rane  p ro te in C16 E8 .0 2
PF0 6 127.8 ^DUF9 6 2^Pro te in o f unkno wn functio n (DUF9 6 2)^5-16 2^E:7.2e -32 0 ,533 0 ,248 1 0 ,0 2 0 1,6 45 0 ,0 0 1 1,338 0 ,0 52 1,6 33 YDR2_SCHPO Uncharacte rize d  e nd o p lasmic re ticulum me mb rane  p ro te in C16 E8 .0 2 SPAC16 E8 .0 2

Schizo saccharo myce s p o mb e  (strain

9 72 / ATCC 248 43) (Fissio n ye ast)

Co mp le te  p ro te o me ; End o p lasmic re ticulum; Me mb rane ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 7_TR19 79 9 _c0 _g 1_i1_le n=2332 FKB6 2_ARATH
Q:210 6 -

46 0 ,H:1-550
79 .71%ID E:0 Pe p tid yl-p ro lyl c is-trans iso me rase  FKBP6 2

PF0 0 254.25^FKBP_C^FKBP-typ e  p e p tid yl-p ro lyl c is-trans iso me rase ^51-140 ^E:2.4e -34`PF0 0 254.25^FKBP_C^FKBP-typ e  p e p tid yl-

p ro lyl c is-trans iso me rase ^16 6 -257^E:8 .5e -19 `PF0 0 254.25^FKBP_C^FKBP-typ e  p e p tid yl-p ro lyl c is-trans iso me rase ^28 2-

379 ^E:3.3e -20 `PF14559 .3^TPR_19 ^Te tratrico p e p tid e  re p e at^459 -519 ^E:7.8 e -0 6 `PF0 0 515.25^TPR_1^Te tratrico p e p tid e

re p e at^48 2-515^E:3.9 e -0 8 `PF0 7719 .14^TPR_2^Te tratrico p e p tid e  re p e at^48 3-515^E:4.2e -0 6 `PF1318 1.3^TPR_8 ^Te tratrico p e p tid e

re p e at^48 3-515^E:2.8 e -0 6

0 ,18 1 -0 ,425 0 ,0 0 2 1,0 36 0 1,16 8 0 ,0 0 1 0 ,9 6 6 0 ,0 41 0 ,728 FKB6 2_ARATH

Pe p tid yl-p ro lyl c is-trans iso me rase  FKBP6 2 (PPIase  FKBP6 2) (EC 5.2.1.8 ) (70  kDa

p e p tid yl-p ro lyl iso me rase ) (FK50 6 -b ind ing  p ro te in 6 2) (AtFKBP6 2) (Immuno p hilin

FKBP6 2) (Pe p tid ylp ro lyl iso me rase  ROF1) (Pro te in ROTAMASE FKBP 1)

(Ro tamase )

FKBP6 2 ROF1 At3g 25230  MJL12.19
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Alte rnative  sp lic ing ; Calmo d ulin-b ind ing ; Chap e ro ne ; Co mp le te

p ro te o me ; Cyto p lasm; Iso me rase ; Nucle us; Re fe re nce  p ro te o me ; Re p e at; Ro tamase ;

TPR re p e at

SRR6 48 70 7_TR210 79 _c0 _g 1_i3_le n=10 39 CRPM2_ARATH
Q:171-776 ,H:1-

20 3
6 5.52%ID E:2e -8 7 Co ld -re g ulate d  413 p lasma me mb rane  p ro te in 2 PF0 556 2.8 ^WCOR413^Co ld  acclimatio n p ro te in WCOR413^9 -18 9 ^E:8 .3e -8 5 0 ,0 19 1,0 77 0 ,0 0 1 1,377 0 2,142 0 1,9 0 5 1 0 ,0 6 6 CRPM2_ARATH Co ld -re g ulate d  413 p lasma me mb rane  p ro te in 2 (AtCOR413-PM2) COR413PM2 At3g 50 8 30  F18 B3.110

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 7_TR28 9 6 4_c0 _g 2_i1_le n=8 28 GCSH2_ARATH
Q:115-56 7,H:1-

152
71.71%ID E:2e -73

Glycine  cle avag e  syste m H p ro te in 2,

mito cho nd rial

PF0 159 7.16 ^GCV_H^Glycine  cle avag e  H-p ro te in^6 9 -18 8 ^E:6 .1e -49 `PF0 0 36 4.19 ^Bio tin_lip o yl^Bio tin-re q uiring  e nzyme ^10 7-

146 ^E:9 .1e -0 6
0 ,8 8 6 -0 ,143 0 ,0 2 1,16 9 0 3,0 5 0 3,44 0 ,233 -0 ,453 GCSH2_ARATH Glycine  cle avag e  syste m H p ro te in 2, mito cho nd rial GDH2 At2g 35120  T4C15.21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Lip o yl; Mito cho nd rio n; Pho sp ho p ro te in; Re fe re nce  p ro te o me ;

Transit p e p tid e

SRR6 48 70 7_TR29 19 1_c0 _g 2_i1_le n=76 7 FKB12_ARATH
Q:10 4-439 ,H:1-

112
8 4.8 2%ID E:3e -6 4 Pe p tid yl-p ro lyl c is-trans iso me rase  FKBP12 PF0 0 254.25^FKBP_C^FKBP-typ e  p e p tid yl-p ro lyl c is-trans iso me rase ^48 -143^E:1.2e -26 0 ,712 -0 ,0 8 6 0 ,217 -0 ,28 4 0 1,40 3 0 1,26 7 0 ,9 27 -0 ,0 21 FKB12_ARATH

Pe p tid yl-p ro lyl c is-trans iso me rase  FKBP12 (PPIase  FKBP12) (EC 5.2.1.8 ) (12 kDa

FK50 6 -b ind ing  p ro te in) (12 kDa FKBP) (FK50 6 -b ind ing  p ro te in 12) (AtFKBP12)

(FKBP-12) (Immuno p hilin FKBP12) (Ro tamase )

FKBP12 FKP12 At5g 6 4350  MSJ1.19
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; Disulfid e  b o nd ; Iso me rase ; Re fe re nce  p ro te o me ;

Ro tamase

SRR6 48 70 7_TR30 8 21_c0 _g 2_i1_le n=19 0 6 CBDAS_CANSA
Q:179 6 -

26 4,H:25-537
47.31%ID E:1e -148 Cannab id io lic acid  synthase

PF0 156 5.20 ^FAD_b ind ing _4^FAD b ind ing  d o main^2-111^E:2.6 e -21`PF0 8 0 31.9 ^BBE^Be rb e rine  and  b e rb e rine  like ^371-

428 ^E:2.4e -22
1 -0 ,0 29 0 ,0 25 1,39 1 0 4,39 6 0 4,8 17 1 0 CBDAS_CANSA Cannab id io lic acid  synthase  (EC 1.21.3.8 ) (CBDA synthase .) CBDAS Cannab is sativa (He mp ) (Marijuana)

Ap o p last; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; FAD; Flavo p ro te in; G lyco p ro te in;

Oxid o re d uctase ; Se cre te d ; Sig nal

SRR9 24147_TR59 5_c0 _g 1_i2_le n=6 70 TRL33_ORYSJ
Q:59 4-220 ,H:4-

129
6 3.49 %ID E:2e -53 Thio re d o xin-like  3-3 PF0 0 0 8 5.17^Thio re d o xin^Thio re d o xin^6 2-142^E:1e -13 0 ,454 0 ,30 8 0 ,721 0 ,16 5 0 3,10 1 0 2,78 2 0 ,0 21 1,222 TRL33_ORYSJ Thio re d o xin-like  3-3 (Thio re d o xin-like  1)

Os0 4g 0 56 0 20 0  LOC_Os0 4g 4726 0

OsJ_1576 5 OSJNBa0 0 8 4K11.5
Oryza sativa sub sp . jap o nica (Rice )

Co mp le te  p ro te o me ; Disulfid e  b o nd ; Ele ctro n transp o rt; Re d o x-active  ce nte r;

Re fe re nce  p ro te o me ; Transp o rt

SRR9 24147_TR340 5_c0 _g 1_i2_le n=149 3 PERR_RAUSE
Q:218 -1225,H:1-

336
8 3.9 3%ID E:0 Pe rakine  re d uctase PF0 0 248 .18 ^Ald o _ke t_re d ^Ald o /ke to  re d uctase  family^20 -311^E:3.3e -77 1 0 ,0 37 0 ,78 4 0 ,125 0 1,6 6 8 0 1,50 4 0 ,8 76 0 ,0 8 7 PERR_RAUSE Pe rakine  re d uctase  (EC 1.1.1.317) PR

Rauvo lfia se rp e ntina (Se rp e ntine

wo o d ) (Op hio xylo n se rp e ntinum)
3D-structure ; Alkalo id  me tab o lism; NADP; Oxid o re d uctase

SRR9 24147_TR10 126 _c0 _g 2_i1_le n=10 0 6 UBC5_ARATH
Q:20 9 -6 55,H:1-

149
9 1.9 5%ID E:1e -9 6 Ub iq uitin-co njug ating  e nzyme  E2 5 PF0 0 179 .23^UQ_co n^Ub iq uitin-co njug ating  e nzyme ^10 -142^E:1.3e -38 0 ,77 0 ,156 0 ,0 0 9 1,16 5 0 1,6 8 7 0 ,0 0 1 1,59 7 0 ,37 -0 ,30 9 UBC5_ARATH

Ub iq uitin-co njug ating  e nzyme  E2 5 (EC 2.3.2.23) (E2 ub iq uitin-co njug ating  e nzyme

5) (Ub iq uitin carrie r p ro te in 5) (Ub iq uitin-co njug ating  e nzyme  E2-21 kDa 2)

(Ub iq uitin-p ro te in l ig ase  5)

UBC5 At1g 6 38 0 0  F24D7.1 T12P18 .18
Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n. {ECO:0 0 0 0 255|PROSITE-

Pro Rule :PRU0 0 38 8 }.

ATP-b ind ing ; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ;

Transfe rase ; Ub l co njug atio n p athway

SRR9 24147_TR1530 6 _c0 _g 1_i2_le n=150 9 NA NA NA NA NA PF0 0 58 2.23^Usp ^Unive rsal stre ss p ro te in family^5-157^E:2.5e -31 0 ,43 0 ,6 6 1 0 ,0 1 2,121 0 2,8 6 2 0 2,547 0 ,8 78 0 ,124 . . . . . .

SRR9 24147_TR1539 4_c0 _g 1_i1_le n=20 8 1 LACE1_HUMAN
Q:158 8 -

38 6 ,H:74-475
39 .52%ID E:2e -78 Lactatio n e le vate d  p ro te in 1 PF0 39 6 9 .13^AFG1_ATPase ^AFG1-like  ATPase ^8 8 -432^E:6 .9 e -9 4 0 ,454 0 ,38 8 0 ,151 0 ,6 8 5 0 2,0 6 0 1,6 8 5 0 ,5 0 ,6 58 LACE1_HUMAN Lactatio n e le vate d  p ro te in 1 (Pro te in AFG1 ho mo lo g ) LACE1 AFG1 Ho mo  sap ie ns (Human) ATP-b ind ing ; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me

SRR9 24147_TR20 58 6 _c0 _g 1_i3_le n=136 2 NA NA NA NA NA
PF0 76 8 5.11^GATase _3^Co b B/Co b Q-like  g lutamine  amid o transfe rase  d o main^51-127^E:0 .0 0 0 17`PF0 0 117.25^GATase ^Glutamine

amid o transfe rase  class-I^55-154^E:4.1e -0 7
0 ,0 9 4 1,16 8 0 ,0 35 1,411 0 2,9 77 0 3,10 5 0 ,545 -0 ,56 9 . . . . . .

SRR9 24147_TR20 58 6 _c0 _g 1_i4_le n=2119 NA NA NA NA NA PF0 0 117.25^GATase ^Glutamine  amid o transfe rase  class-I^3-9 3^E:8 .8 e -0 7 0 ,0 59 1,8 59 0 ,59 3 0 ,58 1 0 3,9 13 0 ,0 0 1 3,6 19 0 ,319 -1 . . . . . .

SRR9 24147_TR30 0 6 2_c0 _g 1_i1_le n=1556 GILT_HUMAN
Q:444-

9 9 2,H:6 2-243
37.23%ID E:6 e -29

Gamma-inte rfe ro n-ind ucib le  lyso so mal thio l

re d uctase
PF0 3227.13^GILT^Gamma inte rfe ro n ind ucib le  lyso so mal thio l re d uctase  (GILT)^41-143^E:4e -29 0 ,6 44 0 ,16 2 0 ,746 0 ,128 0 1,529 0 1,226 0 ,50 6 -0 ,18 2 GILT_HUMAN

Gamma-inte rfe ro n-ind ucib le  lyso so mal thio l re d uctase  (EC 1.8 .-.-) (Gamma-

inte rfe ro n-ind ucib le  p ro te in IP-30 ) (Le g umaturain)
IFI30  GILT IP30 Ho mo  sap ie ns (Human)

Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; G lyco p ro te in;

Immunity; Lyso so me ; Oxid o re d uctase ; Re d o x-active  ce nte r; Re fe re nce  p ro te o me ;

Se cre te d ; Sig nal

SRR9 24147_TR3450 5_c0 _g 5_i1_le n=140 5 PSA7_SOLLC
Q:229 -8 8 5,H:1-

219
9 4.9 8 %ID E:2e -149 Pro te aso me  sub unit alp ha typ e -7

PF10 58 4.6 ^Pro te aso me _A_N^Pro te aso me  sub unit A N-te rminal s ig nature ^4-26 ^E:7.7e -14`PF0 0 227.23^Pro te aso me ^Pro te aso me

sub unit^27-210 ^E:5.7e -59
0 ,59 4 -0 ,153 0 ,46 7 0 ,221 0 ,0 0 1 1,10 5 0 ,0 0 1 1,117 0 ,59 6 0 ,156 PSA7_SOLLC

Pro te aso me  sub unit alp ha typ e -7 (EC 3.4.25.1) (20 S p ro te aso me  alp ha sub unit D)

(20 S p ro te aso me  sub unit alp ha-4)
PAD1 PSR5

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Co mp le te  p ro te o me ; Cyto p lasm; Hyd ro lase ; Nucle us; Pro te ase ; Pro te aso me ;

Re fe re nce  p ro te o me ; Thre o nine  p ro te ase

SRR9 24147_TR36 0 8 6 _c0 _g 1_i1_le n=159 3 HAT4_ARATH
Q:538 -

1119 ,H:55-242
74.49 %ID E:2e -6 6 Ho me o b o x-le ucine  zip p e r p ro te in HAT4

PF0 46 18 .9 ^HD-ZIP_N^HD-ZIP p ro te in N te rminus^4-141^E:4.9 e -20 `PF0 0 0 46 .26 ^Ho me o b o x^Ho me o b o x d o main^16 4-218 ^E:3.6 e -

16 `PF0 218 3.15^HALZ^Ho me o b o x asso ciate d  le ucine  zip p e r^220 -254^E:5.1e -11
0 ,732 -0 ,6 43 0 ,0 26 2,30 6 0 3,8 2 0 3,9 0 2 0 ,76 -0 ,56 5 HAT4_ARATH

Ho me o b o x-le ucine  zip p e r p ro te in HAT4 (HD-ZIP p ro te in ATHB-2) (Ho me o d o main

transcrip tio n facto r ATHB-2) (Ho me o d o main-le ucine  zip p e r p ro te in HAT4) (HD-ZIP

p ro te in 4)

HAT4 ATHB-2 At4g 16 78 0  d l4415w

FCAALL.10 1

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; De ve lo p me ntal p ro te in; Ho me o b o x; Nucle us;

Phyto chro me  sig naling  p athway; Re fe re nce  p ro te o me ; Re p re sso r; Transcrip tio n;

Transcrip tio n re g ulatio n



SRR9 24148 _TR578 2_c0 _g 1_i1_le n=10 26 NA NA NA NA NA PF0 246 6 .16 ^Tim17^Tim17/Tim22/Tim23/Pmp 24 family^35-127^E:1e -0 9 0 -6 ,8 1 0 ,277 -0 ,50 3 0 2,0 0 2 0 1,8 5 1 -0 ,0 55 . . . . . .

SRR9 24148 _TR6 159 _c1_g 1_i1_le n=2250 CBP22_HORVU
Q:16 0 5-

46 6 ,H:54-436
6 9 .9 7%ID E:0 Se rine  carb o xyp e p tid ase  II-2 PF0 0 450 .19 ^Pe p tid ase _S10 ^Se rine  carb o xyp e p tid ase ^1-242^E:1.6 e -57 0 ,78 3 0 ,20 2 0 ,0 16 1,29 9 0 2,8 79 0 2,9 44 1 0 ,6 8 1 CBP22_HORVU

Se rine  carb o xyp e p tid ase  II-2 (EC 3.4.16 .6 ) (CP-MII.2) [Cle ave d  into : Se rine

carb o xyp e p tid ase  II-2 chain A; Se rine  carb o xyp e p tid ase  II-2 chain B] (Frag me nt)
CXP;2-2 Ho rd e um vulg are  (Barle y)

Carb o xyp e p tid ase ; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; G lyco p ro te in;

Hyd ro lase ; Pro te ase ; Zymo g e n

SRR9 24148 _TR6 556 _c0 _g 3_i1_le n=1355 NA NA NA NA NA PF0 46 40 .11^PLATZ^PLATZ transcrip tio n facto r^113-18 8 ^E:9 .1e -27 1 1,544 0 ,0 34 4,0 74 0 4,8 6 5 0 5,728 1 -0 ,144 . . . . . .

SRR9 24148 _TR129 37_c0 _g 1_i1_le n=19 9 2 MASY_RICCO
Q:19 10 -

249 ,H:13-56 7
8 8 .6 5%ID E:0 Malate  synthase , g lyo xyso mal PF0 1274.19 ^Malate _synthase ^Malate  synthase ^41-571^E:1.1e -220 0 ,76 -0 ,437 0 ,40 2 1,113 0 2,78 4 0 3,572 0 ,732 -0 ,739 MASY_RICCO Malate  synthase , g lyo xyso mal (EC 2.3.3.9 ) Ricinus co mmunis (Casto r b e an) PATHWAY: Carb o hyd rate  me tab o lism; g lyo xylate  cycle ; (S)-malate  fro m iso citrate : ste p  2/2. G lyo xylate  b yp ass; G lyo xyso me ; Pe ro xiso me ; Transfe rase ; Tricarb o xylic acid  cycle

SRR9 24148 _TR17236 _c0 _g 2_i3_le n=140 7 APX1_ARATH
Q:29 4-

10 43,H:1-250
8 5.6 %ID E:4e -145 L-asco rb ate  p e ro xid ase  1, cyto so lic PF0 0 141.20 ^p e ro xid ase ^Pe ro xid ase ^22-227^E:4.7e -49 0 ,9 8 6 0 ,0 0 7 0 ,0 0 5 0 ,6 38 0 1,123 0 1,0 15 0 -1,554 APX1_ARATH L-asco rb ate  p e ro xid ase  1, cyto so lic (AP) (AtAPx0 1) (EC 1.11.1.11) APX1 At1g 0 78 9 0  F24B9 .2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Calc ium; Co mp le te  p ro te o me ; Cyto p lasm; Dire ct p ro te in

se q ue ncing ; He me ; Hyd ro g e n p e ro xid e ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ;

Pe ro xid ase ; Pho sp ho p ro te in; Po tassium; Re fe re nce  p ro te o me

SRR9 24148 _TR20 36 4_c1_g 4_i6 _le n=46 16 GATLA_ARATH
Q:8 6 6 -

1717,H:37-317
6 5.14%ID E:1e -111 Pro b ab le  g alacturo no syltransfe rase -like  10 PF0 150 1.17^Glyco _transf_8 ^Glyco syl transfe rase  family 8 ^70 -30 1^E:5.8 e -46 1 0 ,434 0 ,0 0 4 2,6 71 0 2,9 6 7 0 3,48 8 1 -0 ,19 1 GATLA_ARATH

Pro b ab le  g alacturo no syltransfe rase -like  10  (EC 2.4.1.-) (Galactino l synthase  8 )

(AtGo lS8 ) (Go lS-8 )
GATL10  GOLS8  At3g 28 340  MZF16 .17

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: G lycan me tab o lism; p e ctin b io synthe sis.

Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; G lyco p ro te in;

G lyco syltransfe rase ; Go lg i ap p aratus; Me mb rane ; Re fe re nce  p ro te o me ; Sig nal-

ancho r; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR9 24148 _TR20 79 1_c0 _g 2_i1_le n=8 78 NA NA NA NA NA . 0 ,9 41 -0 ,0 3 0 ,30 2 0 ,358 0 1,6 6 4 0 1,56 2 1 0 ,0 8 2 . . . . . .

SRR9 24148 _TR28 513_c0 _g 1_i1_le n=78 0 NA NA NA NA NA . 1 0 ,0 0 6 0 ,537 0 ,157 0 1,0 6 6 0 ,0 0 1 0 ,9 0 1 0 ,38 3 -0 ,252 . . . . . .

SRR9 24148 _TR30 0 9 4_c0 _g 4_i1_le n=110 8 NA NA NA NA NA . 0 ,228 1,0 15 0 ,0 43 3,0 51 0 3,439 0 3,452 1 0 ,322 . . . . . .

SRR9 24148 _TR329 19 _c1_g 1_i1_le n=19 21 WRK11_ARATH
Q:10 51-

130 8 ,H:224-30 9
8 3.72%ID E:2e -43 Pro b ab le  WRKY transcrip tio n facto r 11 . 0 ,729 0 ,276 0 ,8 22 0 ,39 6 0 2,0 48 0 2,6 9 6 0 ,8 9 5 0 ,0 8 2 WRK11_ARATH Pro b ab le  WRKY transcrip tio n facto r 11 (WRKY DNA-b ind ing  p ro te in 11) WRKY11 At4g 31550  F3L17.120

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce

p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR9 24148 _TR359 78 _c0 _g 1_i2_le n=9 6 8 NA NA NA NA NA . 1 3,26 7 0 ,6 29 1,6 26 0 3,425 0 ,0 0 1 3,327 1 -0 ,0 22 . . . . . .

MsIntact24h

T ranscript  (CDF9 7 ) Uniprot  homolog
BLAST X

Posit ion

BLAST X

%Ide nt it y

BLAST X

e value
Uniprot  de scr Pf am PValue _Ms6 h logFC_Ms6 h PValue _Ms8h logFC_Ms8h PValue _MsDamage d24 h logFC_MsDamage d24 h PValue _MsInt act 24 h logFC_MsInt act 24 h PValue _Ms1wk logFC_Ms1wk Ent ry.name Prot e in name s Ge ne  name s Organism Pat hway Ke ywords

SRR11446 33_TR1121_c0 _g 1_i1_le n=18 78 PP1_ORYSJ
Q:36 1-

126 3,H:15-316
8 9 .74%ID E:0 Se rine /thre o nine -p ro te in p ho sp hatase  PP1

PF16 8 9 1.2^STPPase _N^Se rine -thre o nine  p ro te in p ho sp hatase  N-te rminal

d o main^6 -52^E:1.4e -22`PF0 0 149 .25^Me tallo p ho s^Calcine urin-like

p ho sp ho e ste rase ^54-245^E:2e -40

0 ,8 7 0 ,0 8 0 ,0 41 0 ,6 9 2 0 ,0 0 4 1,28 7 0 1,577 0 ,9 31 -0 ,0 7 PP1_ORYSJ Se rine /thre o nine -p ro te in p ho sp hatase  PP1 (EC 3.1.3.16 )
Os0 3g 0 26 8 0 0 0  LOC_Os0 3g 16 110

OJ136 4E0 2.17 OJA136 4E0 2.7

Oryza sativa sub sp . jap o nica

(Rice )

Co mp le te  p ro te o me ; Hyd ro lase ; Mang ane se ; Me tal-b ind ing ; Pro te in p ho sp hatase ; Re fe re nce

p ro te o me

SRR11446 33_TR319 5_c0 _g 1_i1_le n=36 8 0 XPO2_ARATH
Q:232-30 8 7,H:1-

9 50
70 .29 %ID E:0 Exp o rtin-2

PF0 38 10 .16 ^IBN_N^Imp o rtin-b e ta N-te rminal d o main^29 -10 8 ^E:2.3e -

13`PF0 8 50 6 .7^Cse 1^Cse 1^16 7-536 ^E:3.8 e -139 `PF0 3378 .12^CAS_CSE1^CAS/CSE

p ro te in, C-te rminus^537-9 6 4^E:1.2e -152

0 ,312 -0 ,572 0 ,0 17 1,373 0 ,0 8 1,232 0 ,0 0 1 1,9 9 1 0 ,421 XPO2_ARATH Exp o rtin-2 (Exp 2) (Ce llular ap o p to sis susce p tib il ity p ro te in ho mo lo g ) (Imp o rtin-alp ha re -e xp o rte r) CAS At2g 46 520  F11C10  F13A10 .5
Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Cyto p lasm; Nucle us; Pro te in transp o rt; Re fe re nce  p ro te o me ; Transp o rt

SRR11446 33_TR11716 _c0 _g 2_i1_le n=1771 PAP3_BRACM
Q:1372-

50 6 ,H:8 5-359
6 3.79 %ID E:2e -115 Plastid  l ip id -asso ciate d  p ro te in 3, chlo ro p lastic PF0 4755.9 ^PAP_fib ril l in^PAP_fib ril l in^153-36 8 ^E:1.5e -6 7 0 ,8 9 7 0 ,0 41 0 ,177 0 ,40 5 0 ,0 0 4 0 ,9 8 8 0 1,234 0 ,317 0 ,374 PAP3_BRACM Plastid  l ip id -asso ciate d  p ro te in 3, chlo ro p lastic PAP3

Brassica camp e stris (Fie ld

mustard )
Chlo ro p last; Plastid ; Transit p e p tid e

SRR11446 33_TR14448 _c0 _g 1_i2_le n=8 6 0 GSTFB_ARATH
Q:10 3-750 ,H:1-

211
53.24%ID E:1e -77 Glutathio ne  S-transfe rase  F11

PF0 279 8 .17^GST_N^Glutathio ne  S-transfe rase , N-te rminal d o main^2-75^E:1.6 e -

17`PF1340 9 .3^GST_N_2^Glutathio ne  S-transfe rase , N-te rminal d o main^13-75^E:1.3e -

0 7`PF13417.3^GST_N_3^Glutathio ne  S-transfe rase , N-te rminal d o main^15-8 0 ^E:8 .1e -

11`PF0 0 0 43.22^GST_C^Glutathio ne  S-transfe rase , C-te rminal d o main^115-

20 8 ^E:7.5e -12`PF13410 .3^GST_C_2^Glutathio ne  S-transfe rase , C-te rminal

d o main^133-18 9 ^E:1.1e -0 6

1 0 0 ,254 4,716 0 ,0 6 6 5,39 2 0 6 ,78 3 1 -1,579 GSTFB_ARATH
Glutathio ne  S-transfe rase  F11 (AtGSTF11) (EC 2.5.1.18 ) (AtGSTF6 ) (GST class-p hi) (GST class-p hi

me mb e r 11)
GSTF11 GSTF6  At3g 0 319 0  T17B22.12

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Cyto p lasm; De to xificatio n; Re fe re nce  p ro te o me ; Transfe rase

SRR11446 33_TR1519 7_c0 _g 2_i1_le n=240 4 ASPG1_ARATH
Q:1342-

18 8 ,H:10 6 -50 0
37.9 3%ID E:5e -70 Pro te in ASPARTIC PROTEASE IN GUARD CELL 1

PF0 0 0 26 .20 ^Asp ^Eukaryo tic asp artyl p ro te ase ^177-513^E:4.2e -

23`PF14543.3^TAXi_N^Xylanase  inhib ito r N-te rminal^178 -347^E:1.1e -

53`PF14541.3^TAXi_C^Xylanase  inhib ito r C-te rminal^36 7-513^E:2.5e -34

1 -0 ,0 0 5 0 ,0 43 -0 ,6 4 0 ,0 0 2 1,142 0 1,36 3 0 ,5 -0 ,6 42 ASPG1_ARATH Pro te in ASPARTIC PROTEASE IN GUARD CELL 1 (AtASPG1) (EC 3.4.23.-) ASPG1 At3g 18 49 0  MYF24.22
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Asp artyl p ro te ase ; Co mp le te  p ro te o me ; DNA-b ind ing ; Disulfid e  b o nd ; End o p lasmic re ticulum;

Hyd ro lase ; Pro te ase ; Re fe re nce  p ro te o me ; Sig nal

SRR11446 33_TR19 9 56 _c0 _g 2_i1_le n=220 8 TAL_SHEAM
Q:19 23-

9 49 ,H:5-312
35.47%ID E:1e -46

Transald o lase  {ECO:0 0 0 0 255|HAMAP-

Rule :MF_0 0 49 2}
PF0 0 9 23.16 ^Transald o lase ^Transald o lase ^79 -38 6 ^E:4.2e -49 0 ,741 0 ,119 0 ,38 1 0 ,3 0 ,0 12 1,10 3 0 1,457 0 ,50 2 2,6 38 TAL_SHEAM Transald o lase  (EC 2.2.1.2) tal Sama_0 9 13

She wane lla amazo ne nsis (strain

ATCC BAA-10 9 8  / SB2B)

PATHWAY: Carb o hyd rate  d e g rad atio n; p e nto se  p ho sp hate  p athway; D-g lyce rald e hyd e  3-p ho sp hate  and  b e ta-D-

fructo se  6 -p ho sp hate  fro m D-rib o se  5-p ho sp hate  and  D-xylulo se  5-p ho sp hate  (no n-o xid ative  stag e ): ste p  2/3.

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 0 49 2}.

Co mp le te  p ro te o me ; Cyto p lasm; Pe nto se  shunt; Re fe re nce  p ro te o me ; Schiff b ase ; Transfe rase

SRR11446 33_TR22423_c0 _g 1_i1_le n=2171 GSHB_SOLLC
Q:30 2-

18 25,H:42-546
74.21%ID E:0 Glutathio ne  synthe tase , chlo ro p lastic

PF0 39 17.14^GSH_synth_ATP^Eukaryo tic g lutathio ne  synthase , ATP b ind ing

d o main^10 3-56 4^E:4.1e -139 `PF0 319 9 .12^GSH_synthase ^Eukaryo tic g lutathio ne

synthase ^29 8 -39 7^E:9 .5e -35

0 ,6 8 3 0 ,29 2 0 ,233 0 ,739 0 ,0 2 0 ,8 58 0 1,337 0 ,8 49 0 ,0 77 GSHB_SOLLC Glutathio ne  synthe tase , chlo ro p lastic (GSH synthe tase ) (GSH-S) (G lutathio ne  synthase ) (EC 6 .3.2.3) GSH2
So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)
PATHWAY: Sulfur me tab o lism; g lutathio ne  b io synthe sis; g lutathio ne  fro m L-cyste ine  and  L-g lutamate : ste p  2/2.

ATP-b ind ing ; Chlo ro p last; Co mp le te  p ro te o me ; G lutathio ne  b io synthe sis; Lig ase ; Mag ne sium;

Me tal-b ind ing ; Nucle o tid e -b ind ing ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR11446 33_TR25443_c0 _g 1_i1_le n=2147 SCL15_ARATH
Q:16 8 0 -

235,H:25-48 6
46 .75%ID E:4e -124 Scare cro w-like  p ro te in 15 PF0 3514.11^GRAS^GRAS d o main family^210 -571^E:1.5e -8 9 1 0 ,443 0 ,0 8 8 1,537 0 ,0 1 1,49 7 0 2,0 25 1 0 ,251 SCL15_ARATH Scare cro w-like  p ro te in 15 (AtSCL15) (GRAS family p ro te in 25) (AtGRAS-25) SCL15 At4g 36 710  C7A10 .6 50

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR11446 34_TR2142_c0 _g 1_i1_le n=19 43 BCS1B_DICDI
Q:59 7-

146 0 ,H:18 1-457
33.45%ID E:9 e -31 Pro b ab le  mito cho nd rial chap e ro ne  BCS1-B

PF0 0 0 0 4.26 ^AAA^ATPase  family asso ciate d  with vario us ce llular activitie s (AAA)^35-

19 0 ^E:1.8 e -14`PF0 549 6 .9 ^RuvB_N^Ho llid ay junctio n DNA he licase  ruvB N-

te rminus^35-9 1^E:0 .0 0 0 14

0 ,0 49 1,413 0 ,0 14 1,8 23 0 ,0 0 4 1,40 1 0 1,79 3 1 0 ,411 BCS1B_DICDI Pro b ab le  mito cho nd rial chap e ro ne  BCS1-B (BCS1-like  p ro te in 2) b csl1b  DDB_G0 29 19 10
Dictyo ste lium d isco id e um (Slime

mo ld )

ATP-b ind ing ; Chap e ro ne ; Co mp le te  p ro te o me ; Me mb rane ; Mito cho nd rio n; Mito cho nd rio n inne r

me mb rane ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR11446 34_TR17530 _c0 _g 1_i4_le n=130 2 GSHB_SOLLC
Q:118 7-

123,H:19 2-546
77.46 %ID E:0 Glutathio ne  synthe tase , chlo ro p lastic

PF0 39 17.14^GSH_synth_ATP^Eukaryo tic g lutathio ne  synthase , ATP b ind ing

d o main^3-357^E:8 .2e -10 5`PF0 319 9 .12^GSH_synthase ^Eukaryo tic g lutathio ne

synthase ^9 1-19 0 ^E:4.3e -35

0 ,8 48 0 ,18 2 0 ,8 54 -0 ,28 2 0 ,0 0 1 1,39 5 0 1,49 9 1 -0 ,55 GSHB_SOLLC Glutathio ne  synthe tase , chlo ro p lastic (GSH synthe tase ) (GSH-S) (G lutathio ne  synthase ) (EC 6 .3.2.3) GSH2
So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)
PATHWAY: Sulfur me tab o lism; g lutathio ne  b io synthe sis; g lutathio ne  fro m L-cyste ine  and  L-g lutamate : ste p  2/2.

ATP-b ind ing ; Chlo ro p last; Co mp le te  p ro te o me ; G lutathio ne  b io synthe sis; Lig ase ; Mag ne sium;

Me tal-b ind ing ; Nucle o tid e -b ind ing ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR11446 34_TR18 58 2_c0 _g 1_i1_le n=9 30 NA NA NA NA NA PF0 0 8 47.17^AP2^AP2 d o main^73-123^E:8 .9 e -13 0 ,132 1,349 0 ,0 0 3 2,40 9 0 ,0 14 3,479 0 4,40 4 1 -0 ,6 0 4 . . . . . .

SRR11446 34_TR218 50 _c0 _g 2_i1_le n=176 5 DGK5_ARATH
Q:16 8 2-726 ,H:1-

320
74.9 2%ID E:0 Diacylg lyce ro l kinase  5

PF0 0 78 1.21^DAGK_cat^Diacylg lyce ro l kinase  catalytic d o main^6 5-19 2^E:7.6 e -

26 `PF0 0 6 0 9 .16 ^DAGK_acc^Diacylg lyce ro l kinase  acce sso ry d o main^258 -

30 8 ^E:7.1e -14

0 ,8 0 7 0 ,18 8 0 ,115 0 ,754 0 ,0 17 1,19 6 0 1,9 22 1 0 ,0 0 4 DGK5_ARATH Diacylg lyce ro l kinase  5 (AtDGK5) (DAG kinase  5) (EC 2.7.1.10 7) (Dig lyce rid e  kinase  5) (DGK 5) DGK5 At2g 20 9 0 0  F5H14.13
Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Kinase ; Nucle o tid e -b ind ing ; Plant d e fe nse ;

Re fe re nce  p ro te o me ; Stre ss re sp o nse ; Transfe rase

SRR11446 34_TR3730 3_c0 _g 2_i4_le n=49 25 LOX31_SOLTU
Q:2459 -

49 24,H:1-8 26
79 .21%ID E:0 Lino le ate  13S-lip o xyg e nase  3-1, chlo ro p lastic

PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^6 8 -18 4^E:1e -

0 8 `PF0 1477.20 ^PLAT^PLAT/LH2 d o main^59 2-6 76 ^E:1.4e -

12`PF0 0 30 5.16 ^Lip o xyg e nase ^Lip o xyg e nase ^6 8 9 -128 5^E:9 .5e -273

0 ,112 1,27 0 ,0 0 1 2,40 1 0 ,0 0 1 6 ,457 0 7,338 1 0 LOX31_SOLTU Lino le ate  13S-lip o xyg e nase  3-1, chlo ro p lastic (EC 1.13.11.12) LOX3.1 LOX-H3 So lanum tub e ro sum (Po tato ) PATHWAY: Lip id  me tab o lism; o xylip in b io synthe sis. {ECO:0 0 0 0 255|PROSITE-Pro Rule :PRU0 0 726 }.

Chlo ro p last; Co mp le te  p ro te o me ; Dio xyg e nase ; Fatty acid  b io synthe sis; Fatty acid  me tab o lism;

Iro n; Lip id  b io synthe sis; Lip id  me tab o lism; Me tal-b ind ing ; Oxid o re d uctase ; Oxylip in b io synthe sis;

Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

SRR122236 _TR4154_c0 _g 1_i1_le n=146 4 MTDH_FRAAN
Q:121-118 2,H:4-

357
70 .34%ID E:2e -159 Pro b ab le  mannito l d e hyd ro g e nase

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^39 -152^E:1.2e -

27`PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing  d e hyd ro g e nase ^19 5-317^E:2e -18
0 ,0 0 9 6 ,0 6 2 0 ,349 0 ,39 5 0 ,0 6 6 5,245 0 7,238 0 -9 ,752 MTDH_FRAAN Pro b ab le  mannito l d e hyd ro g e nase  (EC 1.1.1.255) (NAD-d e p e nd e nt mannito l d e hyd ro g e nase ) CAD Frag aria ananassa (Strawb e rry) Me tal-b ind ing ; NAD; Oxid o re d uctase ; Zinc

SRR122236 _TR5311_c0 _g 1_i1_le n=6 9 9 GRXC9 _ARATH
Q:6 0 7-221,H:11-

137
54.2%ID E:8 e -40 Glutare d o xin-C9 PF0 0 46 2.21^Glutare d o xin^Glutare d o xin^47-115^E:2.5e -0 9 0 ,38 1 2,20 7 0 ,0 0 3 3,114 0 ,0 0 4 2,19 9 0 3,715 1 -3,216 GRXC9 _ARATH Glutare d o xin-C9  (AtGrxC9 ) (Pro te in ROXY 19 )

GRXC9  GRX48 0  ROXY19  At1g 28 48 0

F3M18 .8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; Disulfid e  b o nd ; Ele ctro n transp o rt; Nucle us; Re d o x-active  ce nte r;

Re fe re nce  p ro te o me ; Transp o rt

SRR122237_TR10 36 7_c0 _g 1_i1_le n=9 58 NA NA NA NA NA PF0 2519 .11^Auxin_ind ucib le ^Auxin re sp o nsive  p ro te in^17-115^E:1.1e -15 0 ,50 2 -1,6 43 0 ,254 3,9 42 0 ,0 17 5,76 1 0 6 ,79 7 0 ,0 59 -1,79 9 . . . . . .

SRR122238 _TR10 35_c0 _g 1_i6 _le n=2350 SLK2_ARATH
Q:39 1-

1254,H:30 9 -59 3
73.6 1%ID E:7e -150 Pro b ab le  transcrip tio nal re g ulato r SLK2 PF0 18 0 3.13^LIM_b ind ^LIM-d o main b ind ing  p ro te in^9 -20 4^E:7.6 e -46 0 ,16 3 0 ,719 0 ,40 7 0 ,435 0 ,0 0 3 1,371 0 1,58 5 1 0 ,0 73 SLK2_ARATH Pro b ab le  transcrip tio nal re g ulato r SLK2 (AtSLK2) (Pro te in SEUSS-like  2) SLK2 At5g 6 20 9 0  MTG10 .12

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; De ve lo p me ntal p ro te in; Diffe re ntiatio n; Flo we ring ; Nucle us; Re fe re nce

p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR122238 _TR230 5_c0 _g 1_i3_le n=1328 NA NA NA NA NA PF140 0 9 .3^DUF4228 ^Do main o f unkno wn functio n (DUF4228 )^1-171^E:5e -35 0 ,46 1 0 ,9 32 0 ,0 0 3 3,56 0 ,0 23 1,6 34 0 2,48 7 1 0 ,111 . . . . . .

SRR122238 _TR8 0 25_c0 _g 1_i1_le n=9 77 NA NA NA NA NA PF0 4520 .10 ^Se ne sce nce _re g ^Se ne sce nce  re g ulato r^8 1-20 4^E:9 .9 e -37 0 ,6 2 0 ,53 0 ,0 1 1,8 8 2 0 ,0 0 6 2,547 0 3,33 0 ,8 11 0 ,233 . . . . . .

SRR122238 _TR1136 4_c1_g 2_i2_le n=178 3 BGL45_ARATH
Q:778 -

1527,H:259 -510
53.36 %ID E:2e -153 Be ta-g luco sid ase  45 PF0 0 232.15^Glyco _hyd ro _1^Glyco syl hyd ro lase  family 1^6 -228 ^E:2e -78 0 ,9 17 0 ,0 52 0 ,0 0 8 1,338 0 ,0 0 6 2,38 5 0 ,0 0 1 2,78 5 0 ,26 2 0 ,46 4 BGL45_ARATH Be ta-g luco sid ase  45 (AtBGLU45) (EC 3.2.1.21)

BGLU45 At1g 6 18 10  F8 K4.2

T13M11.19

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ;

Re fe re nce  p ro te o me ; Sig nal

SRR122238 _TR1140 2_c0 _g 1_i1_le n=9 12 MES10 _ARATH
Q:8 9 0 -

129 ,H:22-275
50 .79 %ID E:1e -9 1 Me thyle ste rase  10

PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^5-137^E:1.5e -

0 9 `PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase  fo ld ^7-116 ^E:6 .7e -

14`PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^9 -248 ^E:8 .4e -13

1 2,0 8 9 0 ,129 2,9 15 0 ,0 34 4,277 0 5,425 1 -2,16 7 MES10 _ARATH Me thyle ste rase  10  (AtMES10 ) (EC 3.1.1.-) MES10  At3g 50 440  T20 E23_40
Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Hyd ro lase ; Re fe re nce  p ro te o me

SRR122238 _TR1178 3_c0 _g 1_i1_le n=1725 MIOX_ORYSJ
Q:531-

136 1,H:32-30 8
71.8 4%ID E:4e -144 Pro b ab le  ino sito l o xyg e nase PF0 5153.12^MIOX^Myo -ino sito l o xyg e nase ^10 1-350 ^E:2.1e -124 0 ,0 17 1,20 5 0 ,132 1,39 4 0 ,0 1 2,0 8 6 0 3,36 0 ,6 9 2 0 ,9 56 MIOX_ORYSJ Pro b ab le  ino sito l o xyg e nase  (EC 1.13.9 9 .1) (Myo -ino sito l o xyg e nase ) (MI o xyg e nase )

Os0 6 g 0 56 10 0 0  LOC_Os0 6 g 36 56 0

P0 456 F0 9 .5 P0 528 E12.30

Oryza sativa sub sp . jap o nica

(Rice )

PATHWAY: Po lyo l me tab o lism; myo -ino sito l d e g rad atio n into  D-g lucuro nate ; D-g lucuro nate  fro m myo -ino sito l:

ste p  1/1.

Asco rb ate  b io synthe sis; Co mp le te  p ro te o me ; Cyto p lasm; Iro n; Me tal-b ind ing ; Oxid o re d uctase ;

Re fe re nce  p ro te o me

SRR122238 _TR15254_c0 _g 3_i4_le n=9 0 8 APX3_ARATH
Q:8 75-

351,H:111-28 7
78 .53%ID E:5e -74 L-asco rb ate  p e ro xid ase  3, p e ro xiso mal PF0 0 141.20 ^p e ro xid ase ^Pe ro xid ase ^28 -125^E:3.8 e -20 0 ,50 6 -0 ,19 9 0 ,0 46 -0 ,549 0 ,0 0 7 0 ,723 0 ,0 0 1 0 ,8 8 4 0 ,0 0 9 -5,9 6 APX3_ARATH L-asco rb ate  p e ro xid ase  3, p e ro xiso mal (AtAPx0 3) (EC 1.11.1.11)

APX3 APX APXIII At4g 350 0 0

M4E13.6 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Calc ium; Co mp le te  p ro te o me ; G lyo xyso me ; He me ; Hyd ro g e n p e ro xid e ; Iro n;

Me mb rane ; Me tal-b ind ing ; Oxid o re d uctase ; Pe ro xid ase ; Pe ro xiso me ; Po tassium; Re fe re nce

p ro te o me ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR16 8 6 4_c0 _g 1_i2_le n=256 0 KSG1_ARATH
Q:272-149 2,H:2-

40 5
8 1.42%ID E:0 Shag g y-re late d  p ro te in kinase  alp ha

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^73-357^E:3e -

6 4`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^76 -279 ^E:1.7e -24
0 ,8 6 5 0 ,211 0 ,0 21 1,59 0 ,0 0 3 2,0 41 0 2,344 0 ,739 -0 ,20 7 KSG1_ARATH Shag g y-re late d  p ro te in kinase  alp ha (EC 2.7.11.1) (ASK-alp ha) ASK1 At5g 26 751 F2P16 .21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Ace tylatio n; Co mp le te  p ro te o me ; Kinase ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in;

Re fe re nce  p ro te o me ; Se rine /thre o nine -p ro te in kinase ; Transfe rase

SRR122238 _TR20 547_c0 _g 1_i2_le n=120 9 NA NA NA NA NA . 1 -0 ,379 0 ,129 4,9 6 2 0 ,0 34 3,8 8 3 0 5,48 8 1 -0 ,9 1 . . . . . .

SRR122238 _TR22324_c0 _g 1_i1_le n=1347 FB237_ARATH
Q:130 0 -

245,H:6 -38 0
36 .9 %ID E:8 e -6 4 F-b o x p ro te in At4g 18 38 0

PF0 0 6 46 .30 ^F-b o x^F-b o x d o main^11-49 ^E:0 .0 0 9 9 `PF129 37.4^F-b o x-like ^F-b o x-

like ^12-46 ^E:5.4e -0 8
0 ,50 2 2,312 0 ,132 3,233 0 ,0 34 4,753 0 5,79 8 1 -1,114 FB237_ARATH F-b o x p ro te in At4g 18 38 0 At4g 18 38 0  F28 J12.40

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR122238 _TR22745_c0 _g 1_i4_le n=2323 MLO6 _ARATH
Q:2152-344,H:1-

58 3
6 0 .59 %ID E:0 MLO-like  p ro te in 6 PF0 30 9 4.12^Mlo ^Mlo  family^8 -50 0 ^E:5.7e -250 0 ,44 0 ,748 0 ,6 6 3 0 ,39 7 0 ,0 37 1,29 5 0 2,20 6 0 ,29 9 -1,75 MLO6 _ARATH MLO-like  p ro te in 6  (AtMlo 6 ) MLO6  At1g 6 156 0  T25B24.9

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Calmo d ulin-b ind ing ; Co mp le te  p ro te o me ; Me mb rane ; Patho g e ne sis-re late d

p ro te in; Plant d e fe nse ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR23432_c0 _g 2_i1_le n=8 78 NA NA NA NA NA . 0 ,50 6 -0 ,179 0 ,218 -0 ,34 0 ,0 0 9 0 ,79 4 0 1,16 0 ,76 4 -0 ,10 3 . . . . . .

SRR122238 _TR38 8 21_c0 _g 1_i2_le n=1232 DNJ72_ARATH
Q:18 4-39 6 ,H:2-

72
6 3.38 %ID E:2e -23 Chap e ro ne  p ro te in d naJ 72 PF0 0 226 .28 ^DnaJ^DnaJ d o main^6 3-130 ^E:2e -24 0 ,40 9 0 ,431 0 ,376 0 ,473 0 ,0 0 2 1,29 7 0 1,51 1 0 ,132 DNJ72_ARATH Chap e ro ne  p ro te in d naJ 72 (AtDjC72) (AtJ72) ATJ72 C72 LCR51 At2g 410 0 0  T3K9 .23

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chap e ro ne ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR4450 1_c0 _g 3_i2_le n=218 8 PME3_PHAVU
Q:20 8 9 -

335,H:1-578
57.55%ID E:0 Pe ctine ste rase  3

PF0 40 43.12^PMEI^Plant inve rtase /p e ctin me thyle ste rase  inhib ito r^74-229 ^E:1.6 e -

25`PF0 10 9 5.16 ^Pe ctine ste rase ^Pe ctine ste rase ^28 1-574^E:1.9 e -134
0 ,444 0 ,319 0 ,0 8 6 0 ,8 6 0 ,0 32 0 ,752 0 1,343 0 ,779 -0 ,121 PME3_PHAVU Pe ctine ste rase  3 (PE 3) (EC 3.1.1.11) (Pe ctin me thyle ste rase  3) MPE3

Phase o lus vulg aris (Kid ne y b e an)

(Fre nch b e an)
PATHWAY: G lycan me tab o lism; p e ctin d e g rad atio n; 2-d e hyd ro -3-d e o xy-D-g luco nate  fro m p e ctin: ste p  1/5.

Asp artyl e ste rase ; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Disulfid e  b o nd ; G lyco p ro te in;

Hyd ro lase ; Se cre te d ; Sig nal

SRR122238 _TR459 75_c1_g 1_i4_le n=3521 LOX31_SOLTU
Q:6 19 -

320 4,H:114-9 14
77.6 4%ID E:0 Lino le ate  13S-lip o xyg e nase  3-1, chlo ro p lastic PF0 0 30 5.16 ^Lip o xyg e nase ^Lip o xyg e nase ^1-26 2^E:9 .2e -10 0 1 2,176 0 ,254 4,59 3 0 ,0 0 9 3,9 45 0 4,6 9 9 1 0 ,6 0 8 LOX31_SOLTU Lino le ate  13S-lip o xyg e nase  3-1, chlo ro p lastic (EC 1.13.11.12) LOX3.1 LOX-H3 So lanum tub e ro sum (Po tato ) PATHWAY: Lip id  me tab o lism; o xylip in b io synthe sis. {ECO:0 0 0 0 255|PROSITE-Pro Rule :PRU0 0 726 }.

Chlo ro p last; Co mp le te  p ro te o me ; Dio xyg e nase ; Fatty acid  b io synthe sis; Fatty acid  me tab o lism;

Iro n; Lip id  b io synthe sis; Lip id  me tab o lism; Me tal-b ind ing ; Oxid o re d uctase ; Oxylip in b io synthe sis;

Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

SRR122238 _TR49 38 6 _c0 _g 2_i3_le n=150 8 FPPS1_LUPAL
Q:1310 -28 5,H:1-

342
79 .53%ID E:0 Farne syl p yro p ho sp hate  synthase  1 PF0 0 348 .14^p o lyp re nyl_synt^Po lyp re nyl synthe tase ^33-29 6 ^E:2e -9 4 1 0 ,0 0 7 0 ,0 34 0 ,8 7 0 ,0 0 3 1,0 55 0 1,548 0 ,555 -0 ,271 FPPS1_LUPAL

Farne syl p yro p ho sp hate  synthase  1 (FPP synthase  1) (FPS 1) (EC 2.5.1.10 ) ((2E,6 E)-farne syl

d ip ho sp hate  synthase  1) (Dime thylallyltranstransfe rase  1) (EC 2.5.1.1) (Farne syl d ip ho sp hate

synthase  1) (Ge ranyltranstransfe rase  1)

FPS1
Lup inus alb us (White  lup in)

(Lup inus te rmis)

PATHWAY: Iso p re no id  b io synthe sis; farne syl d ip ho sp hate  b io synthe sis; farne syl d ip ho sp hate  fro m g e ranyl

d ip ho sp hate  and  iso p e nte nyl d ip ho sp hate : ste p  1/1.; PATHWAY: Iso p re no id  b io synthe sis; g e ranyl d ip ho sp hate

b io synthe sis; g e ranyl d ip ho sp hate  fro m d ime thylallyl d ip ho sp hate  and  iso p e nte nyl d ip ho sp hate : ste p  1/1.

Cho le ste ro l b io synthe sis; Cho le ste ro l me tab o lism; Cyto p lasm; Iso p re ne  b io synthe sis; Lip id

b io synthe sis; Lip id  me tab o lism; Mag ne sium; Me tal-b ind ing ; Ste ro id  b io synthe sis; Ste ro id

me tab o lism; Ste ro l b io synthe sis; Ste ro l me tab o lism; Transfe rase

SRR122238 _TR520 70 _c1_g 5_i2_le n=138 4 EXPA1_ARATH
Q:155-8 9 8 ,H:1-

250
8 4.4%ID E:1e -114 Exp ansin-A1

PF0 3330 .15^DPBB_1^Lytic transg lyco lase ^6 0 -145^E:3.7e -

22`PF0 1357.18 ^Po lle n_alle rg _1^Po lle n alle rg e n^156 -233^E:1.2e -30
0 ,3 0 ,329 0 ,0 24 0 ,6 0 1 0 ,175 0 ,548 0 1,76 1 0 ,545 -0 ,45 EXPA1_ARATH Exp ansin-A1 (AtEXPA1) (Alp ha-e xp ansin-1) (At-EXP1) (AtEx1) (Ath-Exp Alp ha-1.2) EXPA1 EXP1 At1g 6 9 530  F10 D13_18

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; Disulfid e

b o nd ; Me mb rane ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR122238 _TR6 0 6 56 _c1_g 1_i1_le n=1153 ERD2_PETHY
Q:774-130 ,H:1-

215
9 2.0 9 %ID E:5e -133 ER lume n p ro te in-re taining  re ce p to r

PF0 0 8 10 .15^ER_lume n_re ce p t^ER lume n p ro te in re taining  re ce p to r^28 -171^E:2.2e -

51
0 ,8 16 -0 ,11 0 ,0 0 1 1,36 7 0 ,0 45 0 ,8 6 1 0 1,40 4 1 -0 ,56 3 ERD2_PETHY ER lume n p ro te in-re taining  re ce p to r (HDEL re ce p to r) (PGP16 9 -12) ERD2 Pe tunia hyb rid a (Pe tunia)

ER-Go lg i transp o rt; End o p lasmic re ticulum; Me mb rane ; Pro te in transp o rt; Re ce p to r;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR122238 _TR6 29 34_c0 _g 1_i2_le n=6 52 RPD6 A_ARATH
Q:49 5-

259 ,H:6 1-139
9 4.9 4%ID E:1e -46

DNA-d ire cte d  RNA p o lyme rase s II, IV and  V sub unit

6 A
PF0 119 2.19 ^RNA_p o l_Rp b 6 ^RNA p o lyme rase  Rp b 6 ^53-10 4^E:6 .3e -17 0 -2,234 0 ,0 14 -1,0 12 1 0 0 6 ,9 19 1 -1,8 17 RPD6 A_ARATH DNA-d ire cte d  RNA p o lyme rase s II, IV and  V sub unit 6 A (RNA p o lyme rase  Rp b 6 )

NRPB6 A NRPD6 A NRPE6 A

At5g 519 40  MSG15.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-d ire cte d  RNA p o lyme rase ; Nucle us; Re fe re nce  p ro te o me ;

Transcrip tio n

SRR122238 _TR6 9 0 49 _c2_g 1_i3_le n=10 46 SUI11_ARATH
Q:270 -6 0 8 ,H:1-

113
9 0 .27%ID E:2e -6 8 Pro te in translatio n facto r SUI1 ho mo lo g  1 PF0 1253.19 ^SUI1^Translatio n initiatio n facto r SUI1^28 -10 2^E:4.3e -26 0 ,6 72 -0 ,132 0 ,9 14 -0 ,0 56 0 ,0 0 5 0 ,9 8 5 0 ,0 0 1 1,148 1 0 ,0 0 9 SUI11_ARATH Pro te in translatio n facto r SUI1 ho mo lo g  1 At4g 27130  F20 D21.11 T24A18 .8 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Co mp le te  p ro te o me ; Pro te in b io synthe sis; Re fe re nce  p ro te o me ; Translatio n

re g ulatio n

SRR122238 _TR770 58 _c1_g 1_i6 _le n=6 12 F16 P1_SPIOL
Q:36 8 -8 4,H:51-

147
6 5.9 8 %ID E:9 e -32 Fructo se -1,6 -b isp ho sp hatase , chlo ro p lastic

PF0 0 316 .17^FBPase ^Fructo se -1-6 -b isp ho sp hatase , N-te rminal d o main^117-

176 ^E:2.7e -12
0 ,0 0 1 -6 ,56 1 0 0 ,0 34 5,6 5 0 6 ,729 1 1,19 1 F16 P1_SPIOL

Fructo se -1,6 -b isp ho sp hatase , chlo ro p lastic (FBPase ) (EC 3.1.3.11) (D-fructo se -1,6 -b isp ho sp hate  1-

p ho sp ho hyd ro lase )
Sp inacia o le race a (Sp inach) PATHWAY: Carb o hyd rate  b io synthe sis; Calvin cycle .

3D-structure ; Calvin cycle ; Carb o hyd rate  me tab o lism; Chlo ro p last; Dire ct p ro te in se q ue ncing ;

Disulfid e  b o nd ; Hyd ro lase ; Mag ne sium; Me tal-b ind ing ; Plastid ; Transit p e p tid e

SRR122238 _TR8 0 9 13_c0 _g 1_i1_le n=10 36 VA711_ARATH
Q:6 3-6 20 ,H:34-

219
8 4.9 5%ID E:4e -10 3

Ve sic le -asso ciate d  me mb rane  p ro te in 711

{ECO:0 0 0 0 30 3|Pub Me d :111158 74}

PF13774.3^Lo ng in^Re g ulate d -SNARE-like  d o main^21-9 5^E:6 .6 e -

23`PF0 0 9 57.18 ^Synap to b re vin^Synap to b re vin^111-19 8 ^E:4.5e -31
0 ,471 -0 ,451 0 ,0 34 -1,127 0 ,0 0 1 6 ,426 0 7,0 6 6 0 ,151 -0 ,6 8 3 VA711_ARATH Ve sicle -asso ciate d  me mb rane  p ro te in 711 (AtVAMP711) (v-SNARE synap to b re vin 7C) (AtVAMP7C)

VAMP711 VAMP7C At4g 32150

F10 N7.40

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Co ile d  co il; Co mp le te  p ro te o me ; Me mb rane ; Pro te in transp o rt; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt; Vacuo le

SRR122238 _TR8 9 6 16 _c0 _g 1_i2_le n=2252 NA NA NA NA NA . 0 ,40 7 0 ,728 0 ,0 14 1,6 47 0 ,0 1 2,22 0 2,759 1 0 ,10 5 . . . . . .

SRR12718 57_TR59 3_c3_g 1_i1_le n=19 8 8 NA NA NA NA NA PF0 4434.14^SWIM^SWIM zinc fing e r^144-174^E:3.5e -0 6 1 0 ,0 12 0 ,6 9 2 0 ,6 14 0 ,0 0 1 2,475 0 3,56 8 0 ,40 2 1,211 . . . . . .

SRR12718 57_TR110 22_c0 _g 1_i1_le n=2516 NA NA NA NA NA PF0 0 8 8 1.21^Nitro re d uctase ^Nitro re d uctase  family^173-29 5^E:1.1e -0 6 1 0 ,0 29 0 ,0 1 1,6 6 3 0 ,0 0 6 2,572 0 3,0 9 5 1 0 ,19 9 . . . . . .

SRR12718 57_TR13742_c0 _g 1_i2_le n=2734 NA NA NA NA NA PF0 7534.13^TLD^TLD^20 7-28 8 ^E:4e -12 0 ,79 8 0 ,328 1 0 ,0 8 5 0 ,0 76 2,332 0 ,0 0 1 3,31 0 ,8 78 -0 ,213 . . . . . .

SRR12718 57_TR156 57_c0 _g 1_i1_le n=2414 NCED1_PHAVU
Q:220 6 -

356 ,H:6 -6 15
71.15%ID E:0

9 -cis-e p o xycaro te no id  d io xyg e nase  NCED1,

chlo ro p lastic

PF0 30 55.12^RPE6 5^Re tinal p ig me nt e p ithe lial me mb rane  p ro te in^150 -6 16 ^E:8 .6 e -

10 2
0 ,50 2 2,18 3 0 ,0 0 4 3,422 0 ,0 0 4 2,36 2 0 ,0 0 1 2,6 39 0 ,38 1 1,422 NCED1_PHAVU 9 -cis-e p o xycaro te no id  d io xyg e nase  NCED1, chlo ro p lastic (EC 1.13.11.51) (PvNCED1) NCED1

Phase o lus vulg aris (Kid ne y b e an)

(Fre nch b e an)

Ab scis ic acid  b io synthe sis; Chlo ro p last; Co ile d  co il; Dio xyg e nase ; Iro n; Me mb rane ; Me tal-b ind ing ;

Oxid o re d uctase ; Plastid ; Stre ss re sp o nse ; Thylako id ; Transit p e p tid e

SRR12718 57_TR226 9 1_c0 _g 2_i1_le n=279 6 NA NA NA NA NA

PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^129 -

155^E:0 .15`PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^239 -

26 7^E:0 .0 0 2`PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^273-

30 8 ^E:0 .0 2`PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^36 7-

39 8 ^E:0 .0 27`PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^40 8 -457^E:0 .0 0 0 22

1 1,19 8 0 ,0 0 8 3,778 0 ,0 9 4 1,0 72 0 1,9 78 0 ,0 27 2,6 78 . . . . . .

SRR12718 57_TR23244_c0 _g 1_i1_le n=29 6 6 Y149 1_ARATH
Q:230 9 -

138 0 ,H:72-36 8
33.23%ID E:2e -43 Uncharacte rize d  p ro te in At1g 0 49 10 PF10 250 .6 ^O-FucT^GDP-fuco se  p ro te in O-fuco syltransfe rase ^9 4-38 2^E:3.1e -45 1 0 ,0 77 0 ,5 0 ,747 0 ,0 16 1,8 8 5 0 2,6 0 1 1 0 ,10 6 Y149 1_ARATH Uncharacte rize d  p ro te in At1g 0 49 10 At1g 0 49 10  F13M7.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Go lg i ap p aratus; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix

SRR12718 57_TR29 0 18 _c0 _g 3_i5_le n=216 4 NA NA NA NA NA . 0 ,517 0 ,70 6 0 ,517 -0 ,8 6 7 1 -0 ,30 4 0 3,9 0 6 1 -0 ,0 6 1 . . . . . .

SRR12718 57_TR32733_c0 _g 1_i6 _le n=20 8 4 PT50 4_ARATH
Q:10 22-

179 2,H:6 -26 2
8 1.71%ID E:2e -147

Pro b ab le  sug ar p ho sp hate /p ho sp hate  translo cato r

At5g 0 416 0
PF0 3151.13^TPT^Trio se -p ho sp hate  Transp o rte r family^20 -270 ^E:8 .5e -36 1 1,541 0 ,6 29 1,79 0 ,0 6 6 3,211 0 4,543 1 -1,24 PT50 4_ARATH Pro b ab le  sug ar p ho sp hate /p ho sp hate  translo cato r At5g 0 416 0 At5g 0 416 0  F21E1.8 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Pyruvate ; Re fe re nce  p ro te o me ; Sug ar transp o rt;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 57_TR37545_c0 _g 1_i1_le n=136 7 7SB1_SOYBN
Q:114-

1343,H:26 -424
35.48 %ID E:6 e -56 Basic 7S g lo b ulin

PF14543.3^TAXi_N^Xylanase  inhib ito r N-te rminal^6 1-236 ^E:1.6 e -

36 `PF14541.3^TAXi_C^Xylanase  inhib ito r C-te rminal^277-432^E:4.9 e -46
1 0 ,228 0 ,6 29 1,351 0 ,0 6 6 4,144 0 ,0 0 1 5,378 0 ,50 2 2,0 4 7SB1_SOYBN

Basic 7S g lo b ulin (SBg 7S) (Bg ) [Cle ave d  into : Basic 7S g lo b ulin hig h kDa sub unit; Basic 7S g lo b ulin

lo w kDa sub unit]
BG G7S

Glycine  max (So yb e an) (G lycine

hisp id a)

3D-structure ; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; Re fe re nce

p ro te o me ; Se e d  sto rag e  p ro te in; Sig nal; Sto rag e  p ro te in

SRR12718 57_TR38 570 _c0 _g 1_i17_le n=2110 BON1_ARATH
Q:142-18 78 ,H:1-

576
70 .6 9 %ID E:0 Pro te in BONZAI 1

PF0 0 16 8 .27^C2^C2 d o main^53-157^E:1.6 e -12`PF0 0 16 8 .27^C2^C2 d o main^19 9 -

29 1^E:1.7e -10 `PF0 70 0 2.13^Co p ine ^Co p ine ^36 3-576 ^E:2.2e -8 0
0 ,9 0 8 -0 ,0 72 0 ,49 3 0 ,354 0 ,0 22 1,36 2 0 ,0 0 1 1,9 0 2 1 -0 ,0 33 BON1_ARATH Pro te in BONZAI 1 (COPINE 1) BON1 CPN1 At5g 6 19 0 0  K22G18 .2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Lip o p ro te in; Me mb rane ; Myristate ; Plant d e fe nse ;

Re fe re nce  p ro te o me ; Re p e at

SRR12718 58 _TR9 9 53_c0 _g 1_i2_le n=1742 BH112_ARATH
Q:1254-

16 58 ,H:258 -38 9
70 .0 7%ID E:4e -49 Transcrip tio n facto r b HLH112 . 1 0 ,417 0 ,40 2 0 ,9 59 0 ,0 14 1,8 17 0 2,9 71 0 ,43 0 ,6 1 BH112_ARATH

Transcrip tio n facto r b HLH112 (Basic he lix-lo o p -he lix p ro te in 112) (Atb HLH112) (b HLH 112)

(Transcrip tio n facto r EN 6 4) (b HLH transcrip tio n facto r b HLH112)
BHLH112 EN6 4 At1g 6 16 6 0  T13M11.1

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR12718 58 _TR10 36 0 _c0 _g 1_i1_le n=1736 ERF8 0 _ARATH
Q:148 1-

1272,H:29 -9 8
8 8 .57%ID E:1e -22 Ethyle ne -re sp o nsive  transcrip tio n facto r 9 PF0 0 8 47.17^AP2^AP2 d o main^23-72^E:5.5e -14 1 0 ,0 26 0 ,0 26 2,0 49 0 ,0 0 7 1,232 0 1,78 8 0 ,257 -0 ,8 58 ERF8 0 _ARATH

Ethyle ne -re sp o nsive  transcrip tio n facto r 9  (AtERF9 ) (Ethyle ne -re sp o nsive  e le me nt-b ind ing  facto r 9 )

(EREBP-9 )

ERF9  ERF-9  ERF0 8 0  At5g 44210

MLN1.14

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Ethyle ne  sig naling  p athway; Nucle us; Plant d e fe nse ; Re fe re nce

p ro te o me ; Re p re sso r; Transcrip tio n; Transcrip tio n re g ulatio n

SRR12718 58 _TR11121_c0 _g 1_i1_le n=9 32 NA NA NA NA NA . 0 ,739 -0 ,29 2 0 ,233 0 ,8 0 6 0 ,0 35 1,6 9 2 0 ,0 0 1 2,33 1 -1,9 3 . . . . . .

SRR12718 58 _TR1520 8 _c0 _g 1_i29 _le n=738 5 AB10 C_ARATH
Q:1142-

349 9 ,H:2-76 6
59 .17%ID E:0 ABC transp o rte r C family me mb e r 10

PF0 0 6 6 4.20 ^ABC_me mb rane ^ABC transp o rte r transme mb rane  re g io n^310 -

56 9 ^E:2.4e -23`PF0 0 0 0 5.24^ABC_tran^ABC transp o rte r^6 44-778 ^E:6 .7e -25
1 0 ,125 0 ,40 2 1,0 72 0 ,0 29 1,137 0 1,9 46 0 ,0 79 1,0 25 AB10 C_ARATH

ABC transp o rte r C family me mb e r 10  (ABC transp o rte r ABCC.10 ) (AtABCC10 ) (EC 3.6 .3.44) (ATP-

e ne rg ize d  g lutathio ne  S-co njug ate  p ump  14) (G lutathio ne  S-co njug ate -transp o rting  ATPase  14)

(Multid rug  re sistance -asso ciate d  p ro te in 14)

ABCC10  MRP10  MRP14 At3g 59 140

F17J16 .19 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Hyd ro lase ; Me mb rane ; Nucle o tid e -b ind ing ; Re fe re nce

p ro te o me ; Re p e at; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 58 _TR210 9 1_c0 _g 1_i1_le n=3472 MPK7_ARATH
Q:20 27-

2710 ,H:141-36 8
76 .32%ID E:1e -117 Mito g e n-activate d  p ro te in kinase  7 PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^1-130 ^E:7.7e -22 0 ,732 0 ,40 3 0 ,0 0 2 2,6 6 3 0 ,0 25 2,737 0 3,758 0 ,50 2 -3,456 MPK7_ARATH Mito g e n-activate d  p ro te in kinase  7 (AtMPK7) (MAP kinase  7) (EC 2.7.11.24) MPK7 At2g 18 170  F8 D23

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Kinase ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Plant d e fe nse ;

Re fe re nce  p ro te o me ; Se rine /thre o nine -p ro te in kinase ; Transfe rase

SRR12718 58 _TR21511_c0 _g 1_i1_le n=16 10 NA NA NA NA NA . 1 -0 ,117 0 ,0 0 4 2,0 8 3 0 ,0 0 7 1,40 5 0 ,0 0 1 1,6 8 6 1 0 ,16 2 . . . . . .

SRR12718 58 _TR216 58 _c2_g 1_i3_le n=714 NA NA NA NA NA . 0 ,50 2 2,26 1 0 ,0 1 2,9 46 0 ,0 15 0 ,719 0 1,718 1 0 ,9 23 . . . . . .

SRR12718 58 _TR258 0 2_c0 _g 2_i1_le n=8 48 NA NA NA NA NA . 1 0 ,19 8 0 ,38 1 2,39 4 0 ,0 1 2,736 0 3,33 1 0 ,315 . . . . . .

SRR12718 58 _TR258 8 1_c0 _g 4_i7_le n=30 0 3 NA NA NA NA NA . 0 ,59 3 0 ,50 9 0 ,112 1,136 0 ,0 59 1,8 25 0 ,0 0 1 2,6 13 0 ,8 6 0 ,249 . . . . . .

SRR12718 58 _TR27375_c1_g 1_i1_le n=246 2 Y539 2_ARATH
Q:1342-

311,H:448 -78 7
43.27%ID E:5e -9 0 Pro b ab le  re ce p to r-l ike  p ro te in kinase  At5g 39 0 20

PF139 47.3^GUB_WAK_b ind ^Wall-asso ciate d  re ce p to r kinase  g alacturo nan-

b ind ing ^32-9 7^E:6 .8 e -0 8 `PF1438 0 .3^WAK_asso c^Wall-asso ciate d  re ce p to r kinase

C-te rminal^152-244^E:2.5e -0 6 `PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^339 -

6 0 7^E:6 .1e -46 `PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^340 -6 0 5^E:2.9 e -46

1 -0 ,0 25 1 0 ,0 74 0 ,0 71 0 ,9 6 2 0 2,0 42 1 -0 ,38 3 Y539 2_ARATH Pro b ab le  re ce p to r-l ike  p ro te in kinase  At5g 39 0 20  (EC 2.7.11.-) At5g 39 0 20  MXF12.30
Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Kinase ; Me mb rane ; Nucle o tid e -b ind ing ;

Re fe re nce  p ro te o me ; Se rine /thre o nine -p ro te in kinase ; Sig nal; Transfe rase ; Transme mb rane ;

Transme mb rane  he lix

SRR12718 58 _TR33514_c0 _g 1_i3_le n=16 75 BEBT_TOBAC
Q:1135-

248 ,H:150 -445
79 .0 5%ID E:1e -170 Be nzyl alco ho l O-b e nzo yltransfe rase PF0 2458 .12^Transfe rase ^Transfe rase  family^1-270 ^E:5.8 e -41 1 0 ,141 0 ,29 9 1,515 0 ,132 1,479 0 2,58 3 0 ,528 0 ,329 BEBT_TOBAC

Be nzyl alco ho l O-b e nzo yltransfe rase  (EC 2.3.1.19 6 ) (Be nzo yl co e nzyme  A:b e nzyl alco ho l b e nzo yl

transfe rase )
HSR20 1

Nico tiana tab acum (Co mmo n

to b acco )
Acyltransfe rase ; Transfe rase

SRR12718 58 _TR44750 _c0 _g 1_i6 _le n=28 25 NA NA NA NA NA . 0 ,38 1 1,8 8 7 0 ,38 1 2,511 0 ,0 26 1,9 35 0 2,8 74 0 ,79 8 -0 ,533 . . . . . .

SRR12718 58 _TR448 0 7_c0 _g 2_i6 _le n=10 42 NA NA NA NA NA . 0 ,732 0 ,9 23 0 ,0 0 5 4,49 1 0 ,0 43 2,8 6 0 4,0 3 0 ,56 0 ,773 . . . . . .

SRR12718 58 _TR5279 6 _c0 _g 1_i2_le n=9 9 6 NA NA NA NA NA PF10 6 0 1.6 ^zf-LITAF-like ^LITAF-like  z inc rib b o n d o main^6 5-129 ^E:7.9 e -12 0 ,6 18 0 ,29 8 0 ,0 0 1 1,555 0 ,0 0 3 1,33 0 ,0 0 1 1,449 0 ,8 8 2 0 ,159 . . . . . .

SRR12718 58 _TR5310 1_c0 _g 2_i4_le n=19 45 NA NA NA NA NA . 1 0 ,213 1 0 ,70 6 0 ,0 17 4,117 0 5,247 1 0 ,0 22 . . . . . .

SRR12718 58 _TR6 0 28 1_c0 _g 2_i1_le n=58 3 NA NA NA NA NA . 0 ,458 -0 ,38 2 1 0 1 0 0 7,232 1 0 . . . . . .

SRR12718 58 _TR6 49 9 5_c1_g 2_i2_le n=178 3 E1314_ARATH
Q:546 -

1544,H:28 -36 1
70 .36 %ID E:3e -171 Glucan e nd o -1,3-b e ta-g luco sid ase  14 PF0 0 332.15^Glyco _hyd ro _17^Glyco syl hyd ro lase s family 17^28 -344^E:3.1e -9 4 0 ,239 1,513 0 ,0 0 1 2,18 7 0 ,0 15 1,8 34 0 2,454 0 ,356 -1,138 E1314_ARATH

Glucan e nd o -1,3-b e ta-g luco sid ase  14 (EC 3.2.1.39 ) ((1->3)-b e ta-g lucan e nd o hyd ro lase  14) ((1->3)-

b e ta-g lucanase  14) (Be ta-1,3-e nd o g lucanase  14) (Be ta-1,3-g lucanase  14)
At2g 2750 0  F10 A12.18

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Ce ll me mb rane ; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te

p ro te o me ; Cyto p lasm; GPI-ancho r; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ; Lip o p ro te in;

Me mb rane ; Plant d e fe nse ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR12718 58 _TR6 59 16 _c0 _g 1_i3_le n=1129 NATAL_ARATH
Q:215-8 71,H:21-

236
6 8 .49 %ID E:6 e -10 1 Pro b ab le  ace tyltransfe rase  NATA1-like

PF0 0 58 3.22^Ace tyltransf_1^Ace tyltransfe rase  (GNAT) family^135-215^E:1.3e -

14`PF1350 8 .4^Ace tyltransf_7^Ace tyltransfe rase  (GNAT) d o main^139 -214^E:1.9 e -

0 7`PF136 73.4^Ace tyltransf_10 ^Ace tyltransfe rase  (GNAT) d o main^142-214^E:1.2e -

0 8 `PF0 8 445.7^FR47^FR47-like  p ro te in^153-217^E:8 .7e -0 6

1 -0 ,0 31 0 ,0 29 0 ,8 9 8 0 ,0 13 1,426 0 ,0 0 1 1,758 0 ,2 -0 ,6 77 NATAL_ARATH Pro b ab le  ace tyltransfe rase  NATA1-like  (EC 2.3.1.-) At2g 39 0 20  T7F6 .19
Arab id o p sis thaliana (Mo use -e ar

cre ss)
Acyltransfe rase ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Transfe rase

SRR12718 58 _TR6 9 422_c1_g 1_i1_le n=49 4 NA NA NA NA NA . 1 0 ,9 73 0 ,0 17 3,78 5 0 ,0 0 3 1,76 5 0 1,9 55 1 -0 ,9 36 . . . . . .

SRR12718 58 _TR6 9 458 _c0 _g 1_i2_le n=139 8 RIN4_ARATH
Q:157-9 45,H:3-

20 8
36 .8 4%ID E:5e -35 RPM1-inte racting  p ro te in 4

PF0 56 27.8 ^AvrRp t-c le avag e ^Cle avag e  site  fo r p atho g e nic typ e  III e ffe cto r

avirule nce  facto r Avr^19 9 -235^E:2.6 e -22
0 ,0 6 6 -4,49 5 1 -0 ,6 0 9 0 ,0 0 4 3,8 73 0 4,73 1 -0 ,0 72 RIN4_ARATH RPM1-inte racting  p ro te in 4 RIN4 At3g 250 70  MJL12_1

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Hyp e rse nsitive  re sp o nse ; Immunity;

Innate  immunity; Lip o p ro te in; Me mb rane ; Palmitate ; Pho sp ho p ro te in; Plant d e fe nse ; Re fe re nce

p ro te o me

SRR12718 59 _TR3351_c0 _g 1_i1_le n=9 6 0 NA NA NA NA NA PF0 6 10 8 .9 ^DUF9 52^Pro te in o f unkno wn functio n (DUF9 52)^19 -112^E:1.9 e -24 0 ,718 0 ,223 0 ,712 0 ,18 9 0 ,0 0 4 1,8 18 0 2,179 1 -0 ,429 . . . . . .

SRR12718 59 _TR6 28 7_c0 _g 1_i1_le n=220 8 ERDL6 _ARATH
Q:19 28 -

9 8 1,H:1-315
8 2.28 %ID E:2e -16 2 Sug ar transp o rte r ERD6 -like  6

PF0 0 0 8 3.21^Sug ar_tr^Sug ar (and  o the r) transp o rte r^52-316 ^E:5.9 e -

58 `PF0 76 9 0 .13^MFS_1^Majo r Facil itato r Sup e rfamily^6 1-29 2^E:1.4e -19
1 0 ,0 9 4 0 ,0 0 1 2,6 0 1 0 ,147 1,0 26 0 2,178 0 ,6 29 -0 ,73 ERDL6 _ARATH Sug ar transp o rte r ERD6 -like  6 At1g 75220  F22H5.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Sug ar transp o rt;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 59 _TR6 28 7_c0 _g 1_i4_le n=2520 ERDL6 _ARATH
Q:1730 -

9 8 1,H:6 7-315
8 2.4%ID E:4e -128 Sug ar transp o rte r ERD6 -like  6

PF0 76 9 0 .13^MFS_1^Majo r Facil itato r Sup e rfamily^7-242^E:1.7e -

20 `PF0 0 0 8 3.21^Sug ar_tr^Sug ar (and  o the r) transp o rte r^33-26 6 ^E:5.1e -57
1 -0 ,18 0 ,78 1 0 ,48 9 0 ,0 0 1 6 ,453 0 ,0 0 1 6 ,6 0 7 1 2,374 ERDL6 _ARATH Sug ar transp o rte r ERD6 -like  6 At1g 75220  F22H5.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Sug ar transp o rt;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 59 _TR70 0 0 _c2_g 1_i6 _le n=120 6 NA NA NA NA NA PF10 457.6 ^MENTAL^Cho le ste ro l-cap turing  d o main^114-20 1^E:2.1e -0 5 0 ,211 0 ,8 0 7 0 ,0 0 9 1,20 2 0 ,0 0 4 1,70 9 0 2,6 9 6 0 ,138 -0 ,8 72 . . . . . .

SRR12718 59 _TR736 8 _c0 _g 2_i1_le n=10 75 NA NA NA NA NA . 0 ,8 42 0 ,139 0 ,0 6 9 -0 ,71 0 ,0 0 1 1,538 0 1,6 9 3 1 0 ,0 8 . . . . . .

SRR12718 59 _TR15713_c0 _g 1_i22_le n=4218 FB9 2_ARATH
Q:358 9 -

1544,H:8 5-758
6 1.1%ID E:0 F-b o x p ro te in At1g 78 28 0

PF136 21.3^Cup in_8 ^Cup in-like  d o main^11-19 5^E:4.1e -16 `PF0 2373.19 ^JmjC^JmjC

d o main, hyd ro xylase ^8 0 -19 3^E:8 .7e -15
1 1,0 44 0 ,0 14 3,132 0 ,0 76 3,118 0 4,545 1 -2,49 5 FB9 2_ARATH F-b o x p ro te in At1g 78 28 0 At1g 78 28 0  F3F9 .18

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR12718 59 _TR15770 _c0 _g 1_i7_le n=220 6 PNC1_SOYBN
Q:1151-

19 42,H:48 -310
76 .14%ID E:2e -110 Pe ro xiso mal ad e nine  nucle o tid e  carrie r 1 PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r p ro te in^6 9 -16 2^E:6 .6 e -17 0 ,6 29 1,30 8 0 ,0 25 2,6 6 5 0 ,0 0 4 3,78 9 0 4,432 1 0 ,271 PNC1_SOYBN Pe ro xiso mal ad e nine  nucle o tid e  carrie r 1 (GmPNC1) PNC1 Glyma0 2g 118 0 0

Glycine  max (So yb e an) (G lycine

hisp id a)

Antip o rt; Co mp le te  p ro te o me ; Me mb rane ; Pe ro xiso me ; Re fe re nce  p ro te o me ; Re p e at;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 59 _TR176 8 8 _c0 _g 2_i12_le n=179 5 MPK3_ARATH
Q:259 -136 5,H:1-

370
8 3.78 %ID E:0 Mito g e n-activate d  p ro te in kinase  3

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^45-326 ^E:2.1e -

73`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^46 -237^E:4.2e -

33`PF0 6 29 3.11^Kd o ^Lip o p o lysaccharid e  kinase  (Kd o /WaaP) family^79 -19 4^E:4.8 e -

0 6

0 ,28 2 1,18 0 ,0 0 7 2,0 29 0 ,175 0 ,8 75 0 2,117 1 0 ,0 0 9 MPK3_ARATH Mito g e n-activate d  p ro te in kinase  3 (AtMPK3) (MAP kinase  3) (EC 2.7.11.24) MPK3 At3g 456 40  F9 K21.220  T6 D9 .4
Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Cyto p lasm; Hyp e rse nsitive  re sp o nse ; Kinase ; Nucle o tid e -

b ind ing ; Nucle us; Pho sp ho p ro te in; Plant d e fe nse ; Re fe re nce  p ro te o me ; Se rine /thre o nine -p ro te in

kinase ; Stre ss re sp o nse ; Transfe rase

SRR12718 59 _TR20 6 0 8 _c1_g 2_i1_le n=1739 Y8 9 48 _DICDI
Q:9 34-

16 9 8 ,H:15-26 1
32.32%ID E:3e -30 Putative  me thyltransfe rase  DDB_G0 26 8 9 48

PF136 49 .3^Me thyltransf_25^Me thyltransfe rase  d o main^37-128 ^E:9 .1e -

10 `PF138 47.3^Me thyltransf_31^Me thyltransfe rase  d o main^37-138 ^E:4.5e -

0 8 `PF0 8 241.9 ^Me thyltransf_11^Me thyltransfe rase  d o main^39 -132^E:1.3e -

10 `PF0 8 242.9 ^Me thyltransf_12^Me thyltransfe rase  d o main^39 -132^E:2.2e -0 8

1 0 ,23 0 ,132 2,48 1 0 ,0 76 2,734 0 3,9 42 0 ,8 48 -0 ,158 Y8 9 48 _DICDI Putative  me thyltransfe rase  DDB_G0 26 8 9 48  (EC 2.1.1.-) DDB_G0 26 8 9 48
Dictyo ste lium d isco id e um (Slime

mo ld )

Co mp le te  p ro te o me ; Me thyltransfe rase ; Re fe re nce  p ro te o me ; S-ad e no syl-L-me thio nine ;

Transfe rase

SRR12718 59 _TR220 9 6 _c0 _g 1_i1_le n=8 0 2 NA NA NA NA NA . 0 ,546 -0 ,18 2 0 ,0 14 0 ,70 5 0 ,0 36 0 ,56 4 0 1,442 0 ,0 9 7 -0 ,56 2 . . . . . .

SRR12718 59 _TR276 52_c0 _g 1_i1_le n=517 NA NA NA NA NA . 0 ,44 -0 ,9 14 0 ,732 0 ,58 4 0 ,0 0 5 6 ,146 0 7,215 0 ,0 0 1 -6 ,6 25 . . . . . .

SRR12718 59 _TR29 110 _c0 _g 1_i1_le n=19 21 ZOG_PHALU
Q:16 9 6 -

314,H:13-459
55.53%ID E:2e -16 8 Ze atin O-g luco syltransfe rase

PF0 0 20 1.15^UDPGT^UDP-g luco ro no syl and  UDP-g luco syl transfe rase ^231-

39 1^E:5.9 e -22
1 2,17 0 ,129 5,177 0 ,0 0 5 6 ,173 0 7,542 1 0 ZOG_PHALU Ze atin O-g luco syltransfe rase  (EC 2.4.1.20 3) (Trans-ze atin O-b e ta-D-g luco syltransfe rase ) ZOG1

Phase o lus lunatus (Lima b e an)

(Phase o lus lime nsis)
G lyco syltransfe rase ; Transfe rase

SRR12718 59 _TR29 8 31_c0 _g 1_i1_le n=56 4 NA NA NA NA NA . 0 ,0 6 2 0 ,79 3 0 ,77 -0 ,153 0 ,0 14 1,0 9 7 0 ,0 0 1 1,415 0 ,438 -0 ,351 . . . . . .

SRR12718 59 _TR3278 5_c0 _g 1_i6 _le n=2776 SCP29 _ARATH
Q:40 3-

1458 ,H:30 -38 1
6 8 .18 %ID E:4e -176 Se rine  carb o xyp e p tid ase -like  29 PF0 0 450 .19 ^Pe p tid ase _S10 ^Se rine  carb o xyp e p tid ase ^45-38 4^E:1.3e -116 0 ,6 2 0 ,6 9 3 0 ,0 0 2 2,477 0 ,0 0 3 3,56 3 0 3,8 73 0 ,6 9 2 -0 ,59 4 SCP29 _ARATH Se rine  carb o xyp e p tid ase -like  29  (EC 3.4.16 .-)

SCPL29  At4g 30 8 10  F6 I18 .28 0

T10 C21.3

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Carb o xyp e p tid ase ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ; Pro te ase ;

Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR12718 59 _TR33139 _c0 _g 2_i4_le n=148 9 NA NA NA NA NA

PF0 0 226 .28 ^DnaJ^DnaJ d o main^6 6 -128 ^E:8 .8 e -18 `PF13459 .3^Fe r4_15^4Fe -4S

sing le  c luste r d o main^151-20 7^E:3e -10 `PF13370 .3^Fe r4_13^4Fe -4S sing le  c luste r

d o main o f Fe rre d o xin I^153-20 7^E:2e -14`PF128 0 0 .4^Fe r4_4^4Fe -4S b ind ing

d o main^157-170 ^E:0 .0 0 48

1 -1,0 9 6 1 0 0 ,0 14 0 ,8 6 6 0 1,241 0 ,0 0 9 0 ,6 9 1 . . . . . .

SRR12718 59 _TR336 48 _c0 _g 5_i31_le n=1176 IPCS2_ARATH
Q:58 6 -79 5,H:1-

70
78 .57%ID E:3e -31

Pho sp hatid ylino sito l:ce ramid e

ino sito lp ho sp ho transfe rase  2
. 0 ,756 0 ,256 0 ,0 59 1,8 0 6 0 ,29 8 0 ,6 54 0 ,0 0 1 1,742 0 ,132 1,317 IPCS2_ARATH

Pho sp hatid ylino sito l:ce ramid e  ino sito lp ho sp ho transfe rase  2 (EC 2.7.8 .-) (Ino sito l-

p ho sp ho rylce ramid e  synthase  2) (AtIPCS2) (IPC synthase  2) (Pro te in ENHANCING RPW8 -MEDIATED

HR-LIKE CELL DEATH 1) (Sp hing o lip id  synthase  2)

IPCS2 ERH1 At2g 379 40  T8 P21.15
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Go lg i ap p aratus; Lip id  b io synthe sis; Lip id  me tab o lism; Me mb rane ; Plant

d e fe nse ; Re fe re nce  p ro te o me ; Sp hing o lip id  me tab o lism; Transfe rase ; Transme mb rane ;

Transme mb rane  he lix

SRR12718 59 _TR3738 1_c0 _g 1_i2_le n=246 0 NRAM2_ARATH
Q:46 5-

16 8 5,H:45-454
79 .0 2%ID E:0 Me tal transp o rte r Nramp 2

PF0 156 6 .15^Nramp ^Natural re sistance -asso ciate d  macro p hag e  p ro te in^9 2-

453^E:7.8 e -117
1 0 ,50 6 1 0 ,6 25 0 ,0 14 0 ,729 0 ,0 0 1 0 ,9 71 1 -0 ,8 6 1 NRAM2_ARATH Me tal transp o rte r Nramp 2 (AtNramp 2) NRAMP2 At1g 47240  F8 G22.4

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Io n transp o rt; Iro n; Iro n transp o rt; Me mb rane ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 59 _TR38 441_c0 _g 1_i1_le n=1240 TSN_CHICK
Q:9 0 8 -

30 9 ,H:19 -222
41.8 3%ID E:7e -41 Translin PF0 19 9 7.13^Translin^Translin family^9 9 -29 1^E:7.8 e -46 1 0 0 ,0 34 5,6 9 9 1 0 0 8 ,0 8 4 1 0 TSN_CHICK Translin (EC 3.1.-.-) (Co mp o ne nt 3 o f p ro mo te r o f RISC) (C3PO) TSN Gallus g allus (Chicke n)

Co mp le te  p ro te o me ; DNA-b ind ing ; End o nucle ase ; Hyd ro lase ; Nucle ase ; Nucle us; RNA-b ind ing ;

Re fe re nce  p ro te o me

SRR12718 59 _TR439 78 _c0 _g 3_i26 _le n=50 8 3 NA NA NA NA NA PF0 7712.9 ^SURNo d 19 ^Stre ss up -re g ulate d  No d  19 ^34-333^E:2.6 e -142 1 0 ,6 6 1 0 ,0 1 2,57 0 ,0 1 2,276 0 ,0 0 1 2,738 1 -0 ,10 5 . . . . . .

SRR12718 59 _TR44349 _c0 _g 3_i1_le n=1114 NA NA NA NA NA . 1 0 ,153 0 ,132 1,247 0 ,0 17 3,8 6 2 0 ,0 0 1 4,6 0 7 1 1,46 9 . . . . . .

SRR12718 59 _TR448 0 9 _c0 _g 2_i1_le n=1519 NA NA NA NA NA PF0 0 36 4.19 ^Bio tin_lip o yl^Bio tin-re q uiring  e nzyme ^20 4-276 ^E:1.4e -0 7 0 ,137 -0 ,448 0 ,6 24 -0 ,16 3 0 ,13 0 ,525 0 ,0 0 1 1,0 9 0 ,6 8 2 -0 ,124 . . . . . .

SRR12718 59 _TR450 75_c0 _g 1_i1_le n=1421 G2OX2_PEA
Q:150 -1154,H:1-

340
54.73%ID E:2e -123 Gib b e re ll in 2-b e ta-d io xyg e nase  2

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^17-

8 8 ^E:1e -16 `PF0 3171.17^2OG-Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^174-

275^E:2.2e -25

1 1,0 6 3 0 ,0 17 4,58 2 0 ,0 0 1 2,122 0 3,30 3 1 -1,9 16 G2OX2_PEA
Gib b e re ll in 2-b e ta-d io xyg e nase  2 (EC 1.14.11.13) (GA 2-o xid ase  2) (G ib b e re ll in 2-b e ta-hyd ro xylase  2)

(G ib b e re ll in 2-o xid ase  2)
GA2OX2 Pisum sativum (Gard e n p e a) PATHWAY: Plant ho rmo ne  b io synthe sis; g ib b e re ll in b io synthe sis. Dio xyg e nase ; Iro n; Me tal-b ind ing ; Oxid o re d uctase

SRR3420 17_TR1470 5_c0 _g 2_i2_le n=1218 Y518 8 _ARATH
Q:10 56 -

151,H:551-8 51
57.1%ID E:2e -119

Pro b ab le  LRR re ce p to r-l ike  se rine /thre o nine -p ro te in

kinase  At1g 518 8 0

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^1-20 0 ^E:6 .6 e -

33`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^2-144^E:7.2e -28
0 ,524 -0 ,713 1 -0 ,1 1 3,321 0 7,0 8 8 1 -1,40 3 Y518 8 _ARATH Pro b ab le  LRR re ce p to r-l ike  se rine /thre o nine -p ro te in kinase  At1g 518 8 0  (EC 2.7.11.1) At1g 518 8 0  T14L22.9

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Kinase ; Le ucine -rich re p e at; Me mb rane ;

Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re ce p to r; Re fe re nce  p ro te o me ; Re p e at; Se rine /thre o nine -

p ro te in kinase ; Sig nal; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR3420 17_TR15423_c0 _g 2_i1_le n=6 59 ZN36 3_MOUSE
Q:56 4-

30 1,H:16 1-247
51.14%ID E:6 e -24

RING fing e r and  CHY zinc fing e r d o main-co ntaining

p ro te in 1
. 1 -0 ,331 0 ,0 17 5,8 79 0 ,0 6 6 5,48 4 0 6 ,9 23 1 0 ZN36 3_MOUSE

RING fing e r and  CHY zinc fing e r d o main-co ntaining  p ro te in 1 (EC 6 .3.2.-) (And ro g e n re ce p to r N-

te rminal-inte racting  p ro te in) (CH-rich-inte racting  match with PLAG1) (E3 ub iq uitin-p ro te in l ig ase  Pirh2)

(Zinc fing e r p ro te in 36 3)

Rchy1 Arnip  Chimp  Zfp 36 3 Znf36 3 Mus musculus (Mo use ) PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.
3D-structure ; Co mp le te  p ro te o me ; Cyto p lasm; Lig ase ; Me tal-b ind ing ; Nucle us; Re fe re nce

p ro te o me ; Ub l co njug atio n; Ub l co njug atio n p athway; Zinc; Zinc-fing e r

SRR3420 17_TR20 330 _c2_g 1_i2_le n=10 59 GLB3_ARATH
Q:214-714,H:1-

173
76 .8 8 %ID E:8 e -9 3 Two -o n-two  he mo g lo b in-3 PF0 1152.18 ^Bac_g lo b in^Bacte rial-l ike  g lo b in^26 -142^E:1.3e -43 0 ,535 0 ,28 3 0 ,441 0 ,30 9 0 ,279 0 ,374 0 ,0 0 1 1,0 59 0 ,0 8 1 -0 ,70 6 GLB3_ARATH Two -o n-two  he mo g lo b in-3 (AtGLB3) (2-o n-2 he mo g lo b in-3) GLB3 At4g 326 9 0  F4D11.110

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Co mp le te  p ro te o me ; He me ; Iro n; Me tal-b ind ing ; Oxyg e n transp o rt; Re fe re nce

p ro te o me ; Transp o rt

SRR3420 17_TR2129 7_c0 _g 1_i1_le n=1119 UMP1_ARATH
Q:250 -6 39 ,H:72-

20 1
6 4.12%ID E:2e -49 . . 1 -2,211 0 ,0 17 4,118 1 -3,46 3 0 3,522 1 0 ,0 0 5 MORF8 _ARATH

Multip le  o rg ane llar RNA e d iting  facto r 8 , chlo ro p lastic/mito cho nd rial (RNA e d iting -inte racting  p ro te in

1)
MORF8  RIP1 At3g 150 0 0  K15M2.14

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Mito cho nd rio n; Plastid ; RNA e d iting ;

Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 17_TR23423_c0 _g 6 _i2_le n=230 1 P2C25_ARATH
Q:1538 -36 3,H:1-

39 6
56 .76 %ID E:2e -128 Pro b ab le  p ro te in p ho sp hatase  2C 25 PF0 0 48 1.18 ^PP2C^Pro te in p ho sp hatase  2C^137-38 1^E:2.4e -58 1 0 ,18 0 ,0 14 2,9 9 1 0 ,18 7 1,0 6 8 0 2,726 1 -0 ,19 4 P2C25_ARATH Pro b ab le  p ro te in p ho sp hatase  2C 25 (AtPP2C25) (EC 3.1.3.16 ) (Pro te in p ho sp hatase  AP2C1) At2g 30 0 20  F23F1.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; Hyd ro lase ; Mag ne sium; Mang ane se ; Me tal-b ind ing ; Nucle us;

Pro te in p ho sp hatase ; Re fe re nce  p ro te o me

SRR3420 17_TR2428 8 _c0 _g 1_i1_le n=158 7 FABG_CUPLA
Q:136 9 -

39 5,H:1-320
77.58 %ID E:1e -148

3-o xo acyl-[acyl-carrie r-p ro te in] re d uctase ,

chlo ro p lastic

PF0 0 10 6 .22^ad h_sho rt^sho rt chain d e hyd ro g e nase ^8 3-275^E:1.4e -

6 5`PF0 8 6 59 .7^KR^KR d o main^8 4-237^E:2.7e -20 `PF1356 1.3^ad h_sho rt_C2^Eno yl- 0 ,316 -0 ,26 6 0 ,717 -0 ,11 0 ,0 0 6 0 ,76 9 0 1,59 8 0 ,8 9 5 0 ,0 38 FABG_CUPLA
3-o xo acyl-[acyl-carrie r-p ro te in] re d uctase , chlo ro p lastic (EC 1.1.1.10 0 ) (3-ke to acyl-acyl carrie r p ro te in

re d uctase )
CLKR27 Cup he a lance o lata (Cig ar flo we r) PATHWAY: Lip id  me tab o lism; fatty acid  b io synthe sis.

Chlo ro p last; Fatty acid  b io synthe sis; Fatty acid  me tab o lism; Lip id  b io synthe sis; Lip id  me tab o lism;

NADP; Oxid o re d uctase ; Plastid ; Transit p e p tid e



39 5,H:1-320 chlo ro p lastic
(Acyl carrie r p ro te in) re d uctase ^8 8 -322^E:4.3e -6 7

re d uctase ) NADP; Oxid o re d uctase ; Plastid ; Transit p e p tid e

SRR3420 17_TR318 46 _c0 _g 2_i1_le n=776 NA NA NA NA NA . 0 ,59 3 0 ,6 15 0 ,0 31 1,28 0 ,0 0 7 2,21 0 2,6 4 1 0 ,39 2 . . . . . .

SRR3420 19 _TR4570 _c1_g 1_i1_le n=1375 CAP13_ARATH
Q:121-1230 ,H:1-

332
42.47%ID E:3e -9 4 Putative  c lathrin asse mb ly p ro te in At1g 25240 PF0 76 51.13^ANTH^ANTH d o main^33-29 3^E:2.4e -49 1 0 ,574 0 ,239 1,352 0 ,0 17 2,376 0 3,117 1 -0 ,0 21 CAP13_ARATH Putative  c lathrin asse mb ly p ro te in At1g 25240 At1g 25240  F4F7.37

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co ate d  p it; Co mp le te  p ro te o me ; Cyto p lasmic ve sic le ; End o cyto sis; Go lg i ap p aratus; Me mb rane ;

Re fe re nce  p ro te o me

SRR3420 19 _TR46 8 2_c0 _g 1_i2_le n=278 1 MFPA_CUCSA
Q:16 6 -

229 8 ,H:4-714
8 0 .59 %ID E:0

Glyo xyso mal fatty acid  b e ta-o xid atio n multifunctio nal

p ro te in MFP-a

PF0 0 378 .17^ECH_1^Eno yl-Co A hyd ratase /iso me rase ^6 8 -26 3^E:8 .3e -

40 `PF16 113.2^ECH_2^Eno yl-Co A hyd ratase /iso me rase ^8 0 -246 ^E:4e -

24`PF0 2737.15^3HCDH_N^3-hyd ro xyacyl-Co A d e hyd ro g e nase , NAD b ind ing

d o main^36 6 -544^E:1.9 e -6 0 `PF0 0 725.19 ^3HCDH^3-hyd ro xyacyl-Co A

d e hyd ro g e nase , C-te rminal d o main^547-6 40 ^E:1.1e -20

1 -0 ,423 0 ,118 2,113 0 ,0 0 9 3,8 54 0 4,531 1 0 ,451 MFPA_CUCSA

Glyo xyso mal fatty acid  b e ta-o xid atio n multifunctio nal p ro te in MFP-a [Includ e s: Eno yl-Co A hyd ratase /3-

2-trans-e no yl-Co A iso me rase /3-hyd ro xyb utyryl-Co A e p ime rase  (EC 4.2.1.17) (EC 5.1.2.3) (EC 5.3.3.8 );

3-hyd ro xyacyl-Co A d e hyd ro g e nase  (EC 1.1.1.35)]

Cucumis sativus (Cucumb e r) PATHWAY: Lip id  me tab o lism; fatty acid  b e ta-o xid atio n.
Fatty acid  me tab o lism; G lyo xyso me ; Iso me rase ; Lip id  me tab o lism; Lyase ; Multifunctio nal e nzyme ;

NAD; Oxid o re d uctase ; Pe ro xiso me

SRR3420 19 _TR10 250 _c0 _g 1_i4_le n=28 75 NA NA NA NA NA . 0 ,5 0 ,6 9 1 0 ,29 9 1,413 0 ,0 0 4 3,328 0 3,9 8 2 0 ,46 1 -1,111 . . . . . .

SRR3420 19 _TR10 559 _c0 _g 4_i2_le n=2559 TT12_ARATH
Q:9 58 -

2340 ,H:45-50 5
39 .8 3%ID E:6 e -9 3 . PF0 1554.15^MatE^MatE^51-211^E:6 .5e -29 `PF0 1554.15^MatE^MatE^274-433^E:6 .7e -28 0 ,79 8 0 ,28 7 1 0 ,0 6 3 0 ,0 0 2 1,56 1 0 2,129 1 -0 ,0 78 DTX41_ARATH

Pro te in DETOXIFICATION 41 (AtDTX41) (Multid rug  and  to xic co mp o und  e xtrusio n p ro te in 41) (MATE

p ro te in 41) (Pro te in TANNIN-DEFICIENT SEED 3) (Pro te in TRANSPARENT TESTA 12)

DTX41 TDS3 TT12 At3g 59 0 30

F17J16 _8 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Se co nd ary me tab o lite  b io synthe sis; flavo no id  b io synthe sis.

Antip o rt; Co mp le te  p ro te o me ; Flavo no id  b io synthe sis; Me mb rane ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt; Vacuo le

SRR3420 19 _TR10 8 9 0 _c5_g 1_i2_le n=148 0 PDCB3_ARATH
Q:10 27-

8 27,H:20 -8 6
71.6 4%ID E:4e -30 PLASMODESMATA CALLOSE-BINDING PROTEIN 3 PF0 79 8 3.10 ^X8 ^X8  d o main^21-9 2^E:1.8 e -19 0 ,122 -0 ,411 0 ,541 0 ,2 0 ,0 0 1 1,113 0 ,0 0 1 1,17 0 ,732 -0 ,549 PDCB3_ARATH PLASMODESMATA CALLOSE-BINDING PROTEIN 3 (AtPDCB3) PDCB3 At1g 18 6 50  F25I16 .1

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll junctio n; Ce ll me mb rane ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; GPI-ancho r; G lyco p ro te in;

Lip o p ro te in; Me mb rane ; Re fe re nce  p ro te o me ; Sig nal

SRR3420 19 _TR18 451_c0 _g 1_i2_le n=1723 F10 AL_ARATH
Q:1470 -736 ,H:1-

243
6 5.8 5%ID E:6 e -8 7 FAM10  family p ro te in At4g 226 70

PF1318 1.3^TPR_8 ^Te tratrico p e p tid e  re p e at^134-

157^E:0 .0 6 4`PF0 0 515.25^TPR_1^Te tratrico p e p tid e  re p e at^16 1-19 1^E:1.2e -

0 6 `PF1318 1.3^TPR_8 ^Te tratrico p e p tid e  re p e at^16 1-

19 1^E:0 .0 0 12`PF13432.3^TPR_16 ^Te tratrico p e p tid e  re p e at^16 4-215^E:0 .0 0 48

0 ,223 -0 ,40 1 0 ,558 -0 ,233 0 ,0 0 2 1,0 22 0 ,0 0 1 1,125 1 -0 ,70 5 F10 AL_ARATH FAM10  family p ro te in At4g 226 70 At4g 226 70  T12H17.6 0
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co ile d  co il; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Pho sp ho p ro te in; Re fe re nce

p ro te o me ; Re p e at; TPR re p e at

SRR3420 19 _TR18 8 77_c0 _g 1_i4_le n=258 7 AZG1_ARATH
Q:2519 -

8 37,H:10 -56 7
77.9 %ID E:0 Ad e nine /g uanine  p e rme ase  AZG1 PF0 0 8 6 0 .17^Xan_ur_p e rme ase ^Pe rme ase  family^141-545^E:2.9 e -24 1 0 ,0 6 7 0 ,6 43 0 ,6 1 0 ,0 21 1,576 0 ,0 0 1 2,119 1 -0 ,174 AZG1_ARATH

Ad e nine /g uanine  p e rme ase  AZG1 (Azg A-ho mo lo g  p ro te in) (Pro te in AZAGUANINE RESISTANT 1)

(AtAzg 1)
AZG1 At3g 10 9 6 0  F9 F8 .22

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR3420 19 _TR318 28 _c0 _g 1_i2_le n=1317 SDR1_PICAB
Q:9 26 -16 2,H:17-

271
6 0 .55%ID E:6 e -10 2 Sho rt-chain typ e  d e hyd ro g e nase /re d uctase

PF0 0 10 6 .22^ad h_sho rt^sho rt chain d e hyd ro g e nase ^19 -213^E:7.6 e -

42`PF0 8 6 59 .7^KR^KR d o main^21-19 1^E:7.3e -11`PF1356 1.3^ad h_sho rt_C2^Eno yl-

(Acyl carrie r p ro te in) re d uctase ^24-26 6 ^E:1.1e -58

0 ,528 0 ,327 0 ,0 0 5 1,116 0 ,0 0 2 1,56 3 0 1,8 74 1 0 ,38 1 SDR1_PICAB Sho rt-chain typ e  d e hyd ro g e nase /re d uctase  (EC 1.-.-.-)
Pice a ab ie s (No rway sp ruce )

(Pice a e xce lsa)
Oxid o re d uctase

SRR3420 19 _TR35444_c0 _g 2_i1_le n=1748 NA NA NA NA NA . 0 ,50 5 -0 ,49 1 0 ,6 79 -0 ,46 1 0 ,0 49 1,34 0 ,0 0 1 1,9 6 7 0 ,319 0 ,9 . . . . . .

SRR3420 19 _TR38 237_c0 _g 1_i1_le n=515 NA NA NA NA NA . 1 0 ,6 71 0 ,0 17 4,0 2 0 ,0 17 4,423 0 5,78 7 0 ,6 29 1,9 9 . . . . . .

SRR3420 19 _TR39 237_c0 _g 2_i1_le n=2418 NA NA NA NA NA
PF0 0 16 8 .27^C2^C2 d o main^16 -6 8 ^E:5.7e -0 6 `PF0 0 16 8 .27^C2^C2 d o main^140 -

246 ^E:2.7e -17`PF0 0 16 8 .27^C2^C2 d o main^30 2-373^E:5.1e -16
1 0 ,345 0 ,0 0 8 2,9 6 2 0 ,0 0 2 2,0 17 0 2,9 6 1 1 1,9 8 8 . . . . . .

SRR3420 22_TR6 6 7_c1_g 1_i1_le n=26 15 NA NA NA NA NA . 0 ,317 -0 ,49 8 1 0 ,0 37 0 ,0 29 1,21 0 1,8 22 0 ,77 0 ,26 . . . . . .

SRR3420 22_TR9 8 5_c10 _g 1_i1_le n=1176 MYC2_ARATH
Q:256 -

8 49 ,H:6 4-253
37.37%ID E:3e -40 Transcrip tio n facto r MYC2

PF14215.3^b HLH-MYC_N^b HLH-MYC and  R2R3-MYB transcrip tio n facto rs N-

te rminal^16 -20 8 ^E:2.9 e -52
0 ,0 37 0 ,9 27 0 ,0 1 1,734 0 ,0 0 2 1,0 14 0 1,40 2 1 0 ,6 6 8 MYC2_ARATH

Transcrip tio n facto r MYC2 (AtMYC2) (Basic he lix-lo o p -he lix p ro te in 6 ) (Atb HLH6 ) (b HLH 6 ) (Pro te in

JASMONATE INSENSITIVE 1) (R-ho mo lo g o us Arab id o p sis p ro te in 1) (RAP-1) (Transcrip tio n facto r EN

38 ) (Z-b o x b ind ing  facto r 1 p ro te in) (b HLH transcrip tio n facto r b HLH0 0 6 ) (rd 22BP1)

MYC2 BHLH6  EN38  JAI1 JIN1 RAP1

RD22BP1 ZBF1 At1g 326 40  F6 N18 .4

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ab scis ic acid  s ig naling  p athway; Activato r; Co mp le te  p ro te o me ; DNA-b ind ing ; Jasmo nic acid

sig naling  p athway; Nucle us; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n

re g ulatio n

SRR3420 22_TR329 5_c2_g 3_i1_le n=3147 BGAL_SOLLC
Q:2717-219 ,H:3-

8 35
8 3.43%ID E:0 Be ta-g alacto sid ase

PF0 130 1.16 ^Glyco _hyd ro _35^Glyco syl hyd ro lase s family 35^36 -341^E:6 .2e -

118 `PF0 2449 .12^Glyco _hyd ro _42^Be ta-g alacto sid ase ^57-20 5^E:6 .2e -

10 `PF0 2140 .15^Gal_Le ctin^Galacto se  b ind ing  le ctin d o main^76 4-8 40 ^E:1.4e -20

0 ,52 0 ,428 0 ,239 1,554 0 ,0 0 5 1,527 0 ,0 0 1 1,79 7 0 ,6 29 0 ,9 8 1 BGAL_SOLLC
Be ta-g alacto sid ase  (EC 3.2.1.23) (Acid  b e ta-g alacto sid ase ) (Lactase ) (Exo -(1-->4)-b e ta-D-

g alactanase )

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; G lyco sid ase ; Hyd ro lase ; Re fe re nce  p ro te o me ;

Sig nal

SRR3420 22_TR10 6 78 _c0 _g 1_i1_le n=120 6 NA NA NA NA NA . 0 ,50 2 4,179 1 0 0 ,0 0 9 6 ,0 28 0 6 ,79 5 1 -0 ,142 . . . . . .

SRR3420 22_TR1170 1_c0 _g 1_i1_le n=156 0 NA NA NA NA NA PF0 248 5.18 ^Branch^Co re -2/I-Branching  e nzyme ^127-321^E:3.1e -71 0 ,46 1 1,50 1 1 -0 ,39 4 0 ,0 0 5 5,352 0 5,9 4 1 0 ,0 44 . . . . . .

SRR3420 22_TR12749 _c1_g 9 _i1_le n=278 2 SPEA_BACSU
Q:221-

1231,H:148 -474
34.41%ID E:2e -43 Arg inine  d e carb o xylase

PF0 58 8 9 .10 ^Se p Se cS^O-p ho sp ho se ryl-tRNA(Se c) se le nium transfe rase ,

Se p Se cS^8 -77^E:0 .0 0 0 21`PF0 1276 .17^OKR_DC_1^Orn/Lys/Arg  d e carb o xylase ,

majo r d o main^11-218 ^E:2.3e -27`PF0 3711.12^OKR_DC_1_C^Orn/Lys/Arg

d e carb o xylase , C-te rminal d o main^259 -321^E:6 .7e -0 9

1 1,0 51 0 ,129 5,144 0 ,0 17 5,755 0 7,0 79 1 2,41 SPEA_BACSU Arg inine  d e carb o xylase  (EC 4.1.1.19 ) sp e A cad  BSU146 30 Bacillus sub til is  (strain 16 8 ) PATHWAY: Amine  and  p o lyamine  b io synthe sis; ag matine  b io synthe sis; ag matine  fro m L-arg inine : ste p  1/1.
Co mp le te  p ro te o me ; Cyto p lasm; De carb o xylase ; Lyase ; Po lyamine  b io synthe sis; Putre scine

b io synthe sis; Pyrid o xal p ho sp hate ; Re fe re nce  p ro te o me ; Sp e rmid ine  b io synthe sis

SRR3420 22_TR130 42_c0 _g 2_i1_le n=18 16 PP145_ARATH
Q:77-178 3,H:31-

6 0 3
59 .9 3%ID E:0

Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in

At2g 0 29 8 0 , chlo ro p lastic {ECO:0 0 0 0 30 5}

PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^18 8 -

228 ^E:0 .0 11`PF130 41.3^PPR_2^PPR re p e at family^18 9 -236 ^E:1.2e -

10 `PF0 1535.17^PPR^PPR re p e at^19 2-220 ^E:6 .7e -0 7`PF0 1535.17^PPR^PPR

re p e at^26 5-28 7^E:0 .0 0 0 52`PF0 1535.17^PPR^PPR re p e at^29 4-321^E:3.1e -

0 5`PF0 1535.17^PPR^PPR re p e at^437-

46 0 ^E:0 .0 14`PF14432.3^DYW_d e aminase ^DYW family o f nucle ic acid

d e aminase s^46 4-58 4^E:4.8 e -28

1 -0 ,0 4 1 0 ,449 0 ,0 0 5 3,9 41 0 6 ,0 25 1 0 ,28 5 PP145_ARATH
Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in At2g 0 29 8 0 , chlo ro p lastic (Pro te in ORGANELLE

TRANSCRIPT PROCESSING 8 5)

PCMP-H26  OTP8 5 At2g 0 29 8 0

T17M13.15

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Re p e at; Transit p e p tid e ; mRNA

p ro ce ssing

SRR3420 22_TR15143_c0 _g 1_i2_le n=1152 VPS25_ARATH
Q:344-8 56 ,H:7-

179
75.14%ID E:6 e -9 2 Vacuo lar p ro te in so rting -asso ciate d  p ro te in 25 . 0 ,8 6 4 0 ,0 9 6 0 ,0 8 8 0 ,59 7 0 ,0 14 1,18 4 0 ,0 0 1 1,511 0 ,8 6 6 0 ,0 6 5 VPS25_ARATH Vacuo lar p ro te in so rting -asso ciate d  p ro te in 25 (AtVPS25) (ESCRT-II co mp le x sub unit VPS25) VPS25 At4g 19 0 0 3 F13C5

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; End o so me ; Pro te in transp o rt; Re fe re nce  p ro te o me ; Transp o rt

SRR3420 22_TR18 8 73_c0 _g 3_i2_le n=10 9 2 NA NA NA NA NA . 0 ,0 75 0 ,8 28 0 ,0 6 9 0 ,49 1 0 ,0 16 0 ,716 0 1,356 0 ,8 42 0 ,137 . . . . . .

SRR3420 22_TR21147_c3_g 1_i6 _le n=18 77 IPCS2_ARATH
Q:59 6 -1525,H:1-

30 5
77.74%ID E:3e -176

Pho sp hatid ylino sito l:ce ramid e

ino sito lp ho sp ho transfe rase  2
PF1436 0 .3^PAP2_C^PAP2 sup e rfamily C-te rminal^172-240 ^E:1.3e -22 1 0 ,0 16 0 ,133 1,155 0 ,152 0 ,8 16 0 ,0 0 1 1,70 5 0 ,70 7 0 ,443 IPCS2_ARATH

Pho sp hatid ylino sito l:ce ramid e  ino sito lp ho sp ho transfe rase  2 (EC 2.7.8 .-) (Ino sito l-

p ho sp ho rylce ramid e  synthase  2) (AtIPCS2) (IPC synthase  2) (Pro te in ENHANCING RPW8 -MEDIATED

HR-LIKE CELL DEATH 1) (Sp hing o lip id  synthase  2)

IPCS2 ERH1 At2g 379 40  T8 P21.15
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Go lg i ap p aratus; Lip id  b io synthe sis; Lip id  me tab o lism; Me mb rane ; Plant

d e fe nse ; Re fe re nce  p ro te o me ; Sp hing o lip id  me tab o lism; Transfe rase ; Transme mb rane ;

Transme mb rane  he lix

SRR3420 22_TR239 48 _c0 _g 1_i1_le n=1758 ITPK1_MAIZE
Q:140 4-

48 1,H:18 -324
58 .58 %ID E:3e -130 Ino sito l-te trakisp ho sp hate  1-kinase  1 PF0 5770 .8 ^Ins134_P3_kin^Ino sito l 1, 3, 4-trisp ho sp hate  5/6 -kinase ^4-311^E:2.8 e -125 0 ,0 0 5 1,47 0 ,0 43 1,28 3 0 ,0 0 3 2,241 0 2,58 9 0 ,8 22 -0 ,219 ITPK1_MAIZE

Ino sito l-te trakisp ho sp hate  1-kinase  1 (EC 2.7.1.134) (Ino sito l 1,3,4-trisp ho sp hate  5/6 -kinase  1)

(Ino sito l-trip ho sp hate  5/6 -kinase  1) (Ins(1,3,4)P(3) 5/6 -kinase  1) (EC 2.7.1.159 ) (Lo w p hytic acid  p ro te in

2) (ZmIp k)

ITPK1 LPA2 Ze a mays (Maize )
ATP-b ind ing ; Co mp le te  p ro te o me ; Kinase ; Mag ne sium; Me tal-b ind ing ; Nucle o tid e -b ind ing ;

Re fe re nce  p ro te o me ; Transfe rase

SRR3420 22_TR26 348 _c3_g 6 _i3_le n=138 1 MECR_ARATH
Q:26 -

118 9 ,H:11-375
70 .1%ID E:0 Pro b ab le  trans-2-e no yl-Co A re d uctase , mito cho nd rial

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^74-135^E:1.8 e -

0 7`PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing  d e hyd ro g e nase ^19 9 -334^E:6 .9 e -17
0 ,77 0 ,129 0 ,0 44 1,19 0 ,0 0 1 1,451 0 ,0 0 1 1,50 5 0 ,6 6 6 -0 ,30 4 MECR_ARATH Pro b ab le  trans-2-e no yl-Co A re d uctase , mito cho nd rial (EC 1.3.1.38 ) At3g 45770  T6 D9 .10 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Fatty acid  b io synthe sis; Fatty acid  me tab o lism; Lip id

b io synthe sis; Lip id  me tab o lism; Mito cho nd rio n; NADP; Oxid o re d uctase ; Re fe re nce  p ro te o me ;

Transit p e p tid e

SRR3420 22_TR26 6 0 9 _c1_g 19 _i2_le n=40 14 NA NA NA NA NA PF0 7724.11^AAA_2^AAA d o main (Cd c48  sub family)^744-8 8 0 ^E:9 .1e -0 7 0 ,8 7 0 ,159 0 ,0 25 1,435 0 ,0 0 9 1,6 4 0 2,0 8 5 0 ,147 0 ,9 9 9 . . . . . .

SRR3420 22_TR27537_c0 _g 3_i1_le n=1748 NA NA NA NA NA . 0 ,731 0 ,115 0 ,0 8 5 0 ,46 4 0 ,0 0 4 0 ,8 8 1 0 1,0 9 5 0 ,41 0 ,26 4 . . . . . .

SRR3420 22_TR28 115_c4_g 2_i2_le n=3376 ACCA_ARATH
Q:424-

249 9 ,H:14-717
6 2.75%ID E:0

Ace tyl-co e nzyme  A carb o xylase  carb o xyl transfe rase

sub unit alp ha, chlo ro p lastic

PF0 3255.11^ACCA^Ace tyl co -e nzyme  A carb o xylase  carb o xyltransfe rase  alp ha

sub unit^9 9 -241^E:6 e -54`PF0 10 39 .19 ^Carb o xyl_trans^Carb o xyl transfe rase

d o main^178 -339 ^E:6 .8 e -0 9

0 ,24 -0 ,334 0 ,19 0 ,41 0 ,28 1 0 ,337 0 1,10 1 0 ,6 19 0 ,16 ACCA_ARATH
Ace tyl-co e nzyme  A carb o xylase  carb o xyl transfe rase  sub unit alp ha, chlo ro p lastic (ACCase  sub unit

alp ha) (Ace tyl-Co A carb o xylase  carb o xyltransfe rase  sub unit alp ha) (EC 6 .4.1.2)
CAC3 At2g 38 0 40  T8 P21.5

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Lip id  me tab o lism; malo nyl-Co A b io synthe sis; malo nyl-Co A fro m ace tyl-Co A: ste p  1/1.

ATP-b ind ing ; Chlo ro p last; Co ile d  co il; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Fatty acid

b io synthe sis; Fatty acid  me tab o lism; Lig ase ; Lip id  b io synthe sis; Lip id  me tab o lism; Me mb rane ;

Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Plastid ; Plastid  inne r me mb rane ; Re fe re nce  p ro te o me ;

Transit p e p tid e

SRR3420 22_TR30 0 15_c0 _g 1_i2_le n=725 NA NA NA NA NA . 0 ,9 45 -0 ,0 43 0 ,0 7 -0 ,6 42 0 ,0 57 0 ,771 0 1,31 0 ,471 -0 ,56 1 . . . . . .

SRR3420 22_TR330 11_c0 _g 1_i1_le n=59 1 NA NA NA NA NA . 1 0 ,32 0 ,254 3,427 0 ,158 1,76 7 0 2,9 9 5 0 ,50 2 3,19 . . . . . .

SRR3420 23_TR518 5_c1_g 1_i1_le n=1438 CLPP4_ARATH
Q:116 7-

48 7,H:6 7-29 2
8 1.9 4%ID E:1e -125

ATP-d e p e nd e nt Clp  p ro te ase  p ro te o lytic sub unit 4,

chlo ro p lastic {ECO:0 0 0 0 30 3|Pub Me d :1129 9 370 }
PF0 0 574.20 ^CLP_p ro te ase ^Clp  p ro te ase ^10 2-276 ^E:3.8 e -70 0 ,2 -0 ,40 3 0 ,40 6 -0 ,316 0 ,0 0 4 1,19 3 0 1,417 1 -0 ,318 CLPP4_ARATH

ATP-d e p e nd e nt Clp  p ro te ase  p ro te o lytic sub unit 4, chlo ro p lastic (EC 3.4.21.9 2) (End o p e p tid ase

Clp P4) (nClp P4) (nClp P3)

CLPP4 NCLPP3 NCLPP4 At5g 4539 0

MFC19 .5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Ace tylatio n; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Hyd ro lase ;

Plastid ; Pro te ase ; Re fe re nce  p ro te o me ; Se rine  p ro te ase ; Transit p e p tid e ; Ub l co njug atio n

SRR3420 23_TR11224_c0 _g 2_i1_le n=1170 PNAE_RAUSE
Q:223-774,H:5-

18 9
45.41%ID E:4e -52 Po lyne urid ine -ald e hyd e  e ste rase

PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase  fo ld ^45-16 7^E:2.9 e -

14`PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^45-158 ^E:4.7e -

12`PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^46 -150 ^E:1.4e -11

0 ,78 8 0 ,221 1 0 ,0 48 0 ,0 0 3 1,76 8 0 ,0 0 1 1,9 0 7 0 ,19 5 0 ,8 56 PNAE_RAUSE Po lyne urid ine -ald e hyd e  e ste rase  (EC 3.1.1.78 ) (Po lyne urid ine  ald e hyd e  e ste rase ) PNAE
Rauvo lfia se rp e ntina (Se rp e ntine

wo o d ) (Op hio xylo n se rp e ntinum)
PATHWAY: Alkalo id  b io synthe sis; ajmaline  b io synthe sis. 3D-structure ; Alkalo id  me tab o lism; Dire ct p ro te in se q ue ncing ; Hyd ro lase ; Se rine  e ste rase

SRR3420 23_TR118 8 1_c0 _g 2_i1_le n=719 RD19 A_ARATH
Q:18 6 -716 ,H:25-

19 8
73.45%ID E:1e -8 8 Cyste ine  p ro te inase  RD19 a

PF0 8 246 .9 ^Inhib ito r_I29 ^Cathe p sin p ro p e p tid e  inhib ito r d o main (I29 )^57-

113^E:1.1e -0 9 `PF0 0 112.20 ^Pe p tid ase _C1^Pap ain family cyste ine  p ro te ase ^144-

20 2^E:5.2e -24

0 ,11 -0 ,46 9 1 2,449 0 ,50 2 3,8 44 0 7,0 75 0 ,50 2 2,48 RD19 A_ARATH Cyste ine  p ro te inase  RD19 a (RD19 ) (EC 3.4.22.-) RD19 A At4g 39 0 9 0  F19 H22.19 0
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ; Pro te ase ; Re fe re nce  p ro te o me ;

Sig nal; Thio l p ro te ase ; Zymo g e n

SRR3420 23_TR156 8 2_c2_g 8 _i8 _le n=3256 NA NA NA NA NA . 0 ,50 2 3,9 49 0 ,50 2 4,237 0 ,0 6 6 4,0 27 0 ,0 0 1 5,221 1 1,9 28 . . . . . .

SRR3420 23_TR20 558 _c0 _g 1_i3_le n=29 9 3 ADO3_ARATH
Q:747-

248 6 ,H:46 -6 18
8 3.48 %ID E:0 Ad ag io  p ro te in 3

PF0 0 9 8 9 .22^PAS^PAS fo ld ^6 1-16 6 ^E:6 .3e -0 6 `PF13426 .4^PAS_9 ^PAS d o main^6 6 -

16 7^E:1.3e -14`PF0 0 6 46 .30 ^F-b o x^F-b o x d o main^216 -257^E:5.4e -

0 5`PF13418 .3^Ke lch_4^Galacto se  o xid ase , ce ntral d o main^310 -36 0 ^E:3.8 e -

11`PF13415.3^Ke lch_3^Galacto se  o xid ase , ce ntral d o main^319 -36 8 ^E:4.7e -

0 7`PF13418 .3^Ke lch_4^Galacto se  o xid ase , ce ntral d o main^36 1-411^E:8 .2e -

0 9 `PF13415.3^Ke lch_3^Galacto se  o xid ase , ce ntral d o main^375-421^E:1e -

11`PF13418 .3^Ke lch_4^Galacto se  o xid ase , ce ntral d o main^413-46 1^E:1.8 e -

0 7`PF13415.3^Ke lch_3^Galacto se  o xid ase , ce ntral d o main^424-475^E:1e -

0 9 `PF0 76 46 .12^Ke lch_2^Ke lch mo tif^534-58 1^E:1.2e -0 5

0 ,6 9 9 -0 ,157 0 ,336 -0 ,329 0 ,50 2 3,119 0 5,9 37 0 ,411 0 ,30 1 ADO3_ARATH Ad ag io  p ro te in 3 (F-b o x o nly p ro te in 2a) (FBX2a) (Flavin-b ind ing  ke lch re p e at F-b o x p ro te in 1) ADO3 FKF1 At1g 6 8 0 50  T23K23.10
Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

Bio lo g ical rhythms; Chro mo p ho re ; Co mp le te  p ro te o me ; Cyto p lasm; FMN; Flavo p ro te in; Flo we ring ;

Ke lch re p e at; Nucle us; Pho to re ce p to r p ro te in; Re ce p to r; Re fe re nce  p ro te o me ; Re p e at; Se nso ry

transd uctio n; Ub l co njug atio n p athway

SRR3420 23_TR23730 _c2_g 6 _i1_le n=1528 ASIL2_ARATH
Q:1528 -

9 26 ,H:1-20 6
56 .76 %ID E:2e -52 Trihe lix transcrip tio n facto r ASIL2 {ECO:0 0 0 0 30 5} PF138 37.3^Myb _DNA-b ind _4^Myb /SANT-like  DNA-b ind ing  d o main^6 7-158 ^E:7.2e -26 0 ,729 0 ,272 0 ,278 0 ,75 0 ,0 1 1,30 2 0 ,0 0 1 1,6 16 0 ,0 6 6 3,8 21 ASIL2_ARATH Trihe lix transcrip tio n facto r ASIL2 (6 B-inte racting  p ro te in 1-like  2) (Trihe lix DNA-b ind ing  p ro te in ASIL2) ASIL2 At3g 1418 0  MAG2.16

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co ile d  co il; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Re p re sso r;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR3420 23_TR31226 _c2_g 9 _i9 _le n=78 14 AB10 C_ARATH
Q:56 0 8 -

118 7,H:2-1451
6 5.72%ID E:0 ABC transp o rte r C family me mb e r 10

PF0 0 6 6 4.20 ^ABC_me mb rane ^ABC transp o rte r transme mb rane  re g io n^310 -

56 9 ^E:7.2e -23`PF0 0 0 0 5.24^ABC_tran^ABC transp o rte r^6 44-778 ^E:1.6 e -

24`PF0 0 6 6 4.20 ^ABC_me mb rane ^ABC transp o rte r transme mb rane  re g io n^9 18 -

1178 ^E:1.3e -25`PF0 0 0 0 5.24^ABC_tran^ABC transp o rte r^1252-139 9 ^E:9 .6 e -30

0 ,76 3 0 ,245 0 ,0 6 8 1,0 19 0 ,0 1 0 ,8 6 7 0 1,29 1 0 ,0 37 AB10 C_ARATH

ABC transp o rte r C family me mb e r 10  (ABC transp o rte r ABCC.10 ) (AtABCC10 ) (EC 3.6 .3.44) (ATP-

e ne rg ize d  g lutathio ne  S-co njug ate  p ump  14) (G lutathio ne  S-co njug ate -transp o rting  ATPase  14)

(Multid rug  re sistance -asso ciate d  p ro te in 14)

ABCC10  MRP10  MRP14 At3g 59 140

F17J16 .19 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Hyd ro lase ; Me mb rane ; Nucle o tid e -b ind ing ; Re fe re nce

p ro te o me ; Re p e at; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 46 572_TR1318 7_c0 _g 1_i1_le n=1315 M3K2_ARATH
Q:1172-

333,H:6 8 -347
39 .0 6 %ID E:2e -54 Mito g e n-activate d  p ro te in kinase  kinase  kinase  2

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^6 -26 6 ^E:1.4e -

55`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^8 -26 1^E:1.7e -35
0 ,6 29 1,9 16 0 ,0 25 3,6 8 5 0 ,0 1 2,10 2 0 3,226 1 0 ,28 M3K2_ARATH

Mito g e n-activate d  p ro te in kinase  kinase  kinase  2 (EC 2.7.11.25) (Arab id o p sis NPK1-re late d  p ro te in

kinase  2)
ANP2 At1g 549 6 0  F14C21.49  T24C10 .7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co ile d  co il; Co mp le te  p ro te o me ; Cyto p lasm; Cyto ske le to n; Kinase ; Micro tub ule ;

Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ; Se rine /thre o nine -p ro te in kinase ; Transfe rase

SRR6 46 572_TR20 9 0 8 _c0 _g 2_i1_le n=18 8 8 GME1_ORYSI
Q:16 32-50 5,H:1-

378
9 2.59 %ID E:0 GDP-manno se  3,5-e p ime rase  1

PF0 1370 .18 ^Ep ime rase ^NAD d e p e nd e nt e p ime rase /d e hyd ratase  family^30 -

26 9 ^E:6 .2e -46 `PF16 36 3.2^GDP_Man_De hyd ^GDP-manno se  4,6  d e hyd ratase ^32-

329 ^E:9 .7e -28 `PF0 10 73.16 ^3Be ta_HSD^3-b e ta hyd ro xyste ro id

d e hyd ro g e nase /iso me rase  family^32-18 5^E:1.6 e -0 9

0 ,212 -0 ,39 6 0 ,9 42 -0 ,0 42 0 ,0 0 1 1,427 0 1,59 5 0 ,8 0 7 -0 ,149 GME1_ORYSI GDP-manno se  3,5-e p ime rase  1 (GDP-Man 3,5-e p ime rase  1) (EC 5.1.3.18 ) (OsGME-1) OsI_0 32456 Oryza sativa sub sp . ind ica (Rice )
PATHWAY: Co facto r b io synthe sis; L-asco rb ate  b io synthe sis via GDP-alp ha-D-manno se  p athway; L-asco rb ate

fro m GDP-alp ha-D-manno se : ste p  1/5. {ECO:0 0 0 0 26 9 |Pub Me d :9 6 20 79 9 }.
Asco rb ate  b io synthe sis; Co mp le te  p ro te o me ; Iso me rase ; NAD; Re fe re nce  p ro te o me

SRR6 46 572_TR21312_c0 _g 1_i1_le n=8 29 NA NA NA NA NA . 0 ,6 48 0 ,19 6 0 ,18 2 0 ,535 0 ,0 0 2 1,20 9 0 ,0 0 1 1,317 0 ,38 8 -0 ,351 . . . . . .

SRR6 46 572_TR32716 _c0 _g 1_i2_le n=2150 ACCC1_POPTR
Q:134-170 8 ,H:9 -

528
8 9 .9 %ID E:0 Bio tin carb o xylase  1, chlo ro p lastic

PF0 0 28 9 .19 ^Bio tin_carb _N^Bio tin carb o xylase , N-te rminal d o main^71-178 ^E:1.3e -

40 `PF0 278 6 .14^CPSase _L_D2^Carb amo yl-p ho sp hate  synthase  L chain, ATP b ind ing

d o main^18 3-39 0 ^E:6 e -8 3`PF0 2222.19 ^ATP-g rasp ^ATP-g rasp  d o main^20 5-

36 0 ^E:6 e -10 `PF0 7478 .10 ^Dala_Dala_lig _C^D-ala D-ala l ig ase  C-te rminus^20 9 -

359 ^E:9 .5e -0 8 `PF0 278 5.16 ^Bio tin_carb _C^Bio tin carb o xylase  C-te rminal

d o main^40 4-50 9 ^E:4.2e -39

0 ,134 -0 ,40 6 0 ,0 31 -0 ,6 28 0 ,157 0 ,445 0 1,39 8 0 ,9 35 -0 ,0 29 ACCC1_POPTR
Bio tin carb o xylase  1, chlo ro p lastic (EC 6 .3.4.14) (Ace tyl-Co A carb o xylase  sub unit A 1) (ACC) (EC

6 .4.1.2)
POPTRDRAFT_8 318 70

Po p ulus tricho carp a (We ste rn

b alsam p o p lar) (Po p ulus

b alsamife ra sub sp . tricho carp a)

PATHWAY: Lip id  me tab o lism; malo nyl-Co A b io synthe sis; malo nyl-Co A fro m ace tyl-Co A: ste p  1/1.

ATP-b ind ing ; Bio tin; Chlo ro p last; Co mp le te  p ro te o me ; Fatty acid  b io synthe sis; Fatty acid

me tab o lism; Lig ase ; Lip id  b io synthe sis; Lip id  me tab o lism; Mag ne sium; Mang ane se ; Me tal-b ind ing ;

Nucle o tid e -b ind ing ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR6 46 59 6 _TR1350 _c2_g 1_i1_le n=2436 HTSF1_HUMAN
Q:550 -

1524,H:48 -355
34.43%ID E:3e -39 HIV Tat-sp e cific  facto r 1

PF14237.3^DUF4339 ^Do main o f unkno wn functio n (DUF4339 )^29 -73^E:1.8 e -

13`PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP

d o main)^249 -321^E:4.2e -0 9 `PF138 9 3.3^RRM_5^RNA re co g nitio n mo tif. (a.k.a. RRM,

RBD, o r RNP d o main)^29 4-336 ^E:0 .56 `PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif.

(a.k.a. RRM, RBD, o r RNP d o main)^40 2-457^E:7.6 e -10 `PF138 9 3.3^RRM_5^RNA

re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^413-457^E:0 .55

1 0 ,48 4 1 1,20 5 0 ,0 34 4,8 55 0 5,9 6 6 0 ,6 9 2 -1,257 HTSF1_HUMAN HIV Tat-sp e cific  facto r 1 (Tat-SF1) HTATSF1 Ho mo  sap ie ns (Human)

3D-structure ; Ace tylatio n; Activato r; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Nucle us;

Pho sp ho p ro te in; Po lymo rp hism; RNA-b ind ing ; Re fe re nce  p ro te o me ; Re p e at; Transcrip tio n;

Transcrip tio n re g ulatio n

SRR6 46 59 6 _TR556 8 _c0 _g 1_i1_le n=9 13 PTI5_SOLLC
Q:176 -6 22,H:1-

143
6 3.46 %ID E:2e -42

Patho g e ne sis-re late d  g e ne s transcrip tio nal activato r

PTI5
PF0 0 8 47.17^AP2^AP2 d o main^6 6 -116 ^E:1.2e -14 1 1,573 0 ,50 2 3,511 0 ,0 0 9 6 ,0 32 0 6 ,75 1 0 ,59 5 PTI5_SOLLC Patho g e ne sis-re late d  g e ne s transcrip tio nal activato r PTI5 (PTO-inte racting  p ro te in 5) PTI5

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Activato r; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Plant d e fe nse ; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR6 46 59 6 _TR7456 _c0 _g 1_i2_le n=19 0 9 NAC2_ARATH
Q:543-

128 3,H:54-28 9
59 .22%ID E:2e -76 NAC d o main-co ntaining  p ro te in 2 PF0 236 5.12^NAM^No  ap ical me riste m (NAM) p ro te in^9 -77^E:2e -14 0 ,6 29 0 ,9 37 0 ,0 25 3,0 6 6 0 ,0 25 3,6 47 0 4,6 8 5 0 ,6 9 2 -0 ,6 8 2 NAC2_ARATH NAC d o main-co ntaining  p ro te in 2 (ANAC0 0 2) NAC0 0 2 ATAF1 At1g 0 1720  T1N6 .12

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n

re g ulatio n

SRR6 46 59 6 _TR15471_c0 _g 1_i1_le n=5321 MNS3_ARATH
Q:233-

20 8 9 ,H:1-6 24
6 8 .8 4%ID E:0

Manno syl-o lig o saccharid e  1,2-alp ha-manno sid ase

MNS3

PF0 0 520 .28 ^Io n_trans^Io n transp o rt p ro te in^6 0 -30 7^E:9 .1e -

37`PF0 78 8 5.13^Io n_trans_2^Io n channe l^20 8 -30 0 ^E:2.1e -

11`PF0 0 0 27.26 ^cNMP_b ind ing ^Cyclic nucle o tid e -b ind ing  d o main^39 8 -48 2^E:9 .3e -

15`PF118 34.5^KHA^KHA, d ime risatio n d o main o f p o tassium io n channe l^6 9 8 -

76 7^E:4.2e -22

0 ,16 1,20 2 0 ,212 0 ,9 24 0 ,0 0 3 1,79 6 0 2,173 0 ,0 14 -2,735 MNS3_ARATH Manno syl-o lig o saccharid e  1,2-alp ha-manno sid ase  MNS3 (EC 3.2.1.113) MNS3 At1g 30 0 0 0  T1P2.10
Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Pro te in mo d ificatio n; p ro te in g lyco sylatio n.

Calc ium; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Go lg i ap p aratus; Hyd ro lase ;

Mag ne sium; Mang ane se ; Me mb rane ; Re fe re nce  p ro te o me ; Sig nal-ancho r; Transme mb rane ;

Transme mb rane  he lix

SRR6 46 59 6 _TR16 28 9 _c0 _g 1_i1_le n=3534 PP377_ARATH
Q:3133-

710 ,H:25-8 22
55.8 7%ID E:0

Putative  p e ntatrico p e p tid e  re p e at-co ntaining  p ro te in

At5g 13230 , mito cho nd rial

PF0 1535.17^PPR^PPR re p e at^9 8 -125^E:0 .0 0 34`PF0 1535.17^PPR^PPR re p e at^127-

156 ^E:0 .0 0 21`PF0 1535.17^PPR^PPR re p e at^20 0 -223^E:0 .37`PF130 41.3^PPR_2^PPR

re p e at family^225-271^E:1.5e -0 7`PF0 1535.17^PPR^PPR re p e at^228 -

257^E:0 .0 0 0 16 `PF130 41.3^PPR_2^PPR re p e at family^327-375^E:2e -

0 7`PF0 1535.17^PPR^PPR re p e at^331-356 ^E:0 .0 14`PF0 1535.17^PPR^PPR

re p e at^40 2-427^E:0 .0 0 12`PF130 41.3^PPR_2^PPR re p e at family^428 -475^E:1.3e -

11`PF0 1535.17^PPR^PPR re p e at^430 -459 ^E:1.3e -0 5`PF0 1535.17^PPR^PPR

re p e at^50 3-529 ^E:0 .0 0 0 9 8 `PF130 41.3^PPR_2^PPR re p e at family^528 -576 ^E:1.9 e -

10 `PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^528 -577^E:8 .1e -

0 5`PF0 1535.17^PPR^PPR re p e at^531-558 ^E:4.1e -0 7`PF0 1535.17^PPR^PPR

re p e at^6 0 3-6 27^E:0 .0 0 23`PF14432.3^DYW_d e aminase ^DYW family o f nucle ic acid

d e aminase s^70 2-8 26 ^E:7.8 e -35

1 0 ,0 0 7 0 ,132 2,6 15 0 ,0 17 4,8 34 0 5,714 1 -0 ,59 5 PP377_ARATH Putative  p e ntatrico p e p tid e  re p e at-co ntaining  p ro te in At5g 13230 , mito cho nd rial PCMP-H8 9  At5g 13230  T31B5_50
Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Mito cho nd rio n; Re fe re nce  p ro te o me ; Re p e at; Transit p e p tid e

SRR6 46 59 6 _TR30 9 6 4_c0 _g 2_i5_le n=249 1 NA NA NA NA NA

PF0 16 9 9 .21^Na_Ca_e x^So d ium/calc ium e xchang e r p ro te in^76 -244^E:4.6 e -

0 7`PF1349 9 .3^EF-hand _7^EF-hand  d o main p air^29 3-357^E:5.3e -10 `PF1320 2.3^EF-

hand _5^EF hand ^29 5-318 ^E:4.9 e -0 5`PF0 16 9 9 .21^Na_Ca_e x^So d ium/calc ium

e xchang e r p ro te in^418 -556 ^E:4.2e -0 5

0 ,8 14 0 ,116 0 ,8 9 2 -0 ,0 52 0 ,0 38 0 ,9 7 0 2,128 0 ,472 -0 ,738 . . . . . .

SRR6 46 59 6 _TR3370 8 _c1_g 1_i5_le n=50 1 NA NA NA NA NA . 0 ,0 13 0 ,6 56 0 ,0 21 0 ,513 0 ,0 0 5 0 ,6 36 0 1,0 8 3 0 ,0 22 0 ,56 9 . . . . . .

SRR6 46 6 0 4_TR339 9 _c0 _g 1_i1_le n=1474 BUP1_DICDI
Q:20 9 -

136 0 ,H:5-39 0
6 2.6 9 %ID E:2e -16 7 Be ta-ure id o p ro p io nase PF0 0 79 5.19 ^CN_hyd ro lase ^Carb o n-nitro g e n hyd ro lase ^146 -417^E:1.8 e -52 0 ,0 6 6 5,226 0 ,0 0 3 2,8 8 1 0 ,0 0 2 2,48 9 0 2,8 9 0 ,56 0 ,727 BUP1_DICDI

Be ta-ure id o p ro p io nase  (EC 3.5.1.6 ) (Be ta-alanine  synthase ) (N-carb amo yl-b e ta-alanine

amid o hyd ro lase )
p yd 3 b up 1 up b 1 DDB_G0 274123

Dictyo ste lium d isco id e um (Slime

mo ld )
PATHWAY: Amino -acid  b io synthe sis; b e ta-alanine  b io synthe sis. Ace tylatio n; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Hyd ro lase ; Re fe re nce  p ro te o me

SRR6 46 6 0 4_TR39 72_c0 _g 1_i1_le n=1748 ZOG_PHALU
Q:9 0 -1472,H:13-

459
55.53%ID E:3e -16 9 Ze atin O-g luco syltransfe rase

PF0 0 20 1.15^UDPGT^UDP-g luco ro no syl and  UDP-g luco syl transfe rase ^231-

39 1^E:5.9 e -22
1 0 ,541 0 ,254 4,356 0 ,0 0 9 5,20 1 0 6 ,9 74 1 -1,478 ZOG_PHALU Ze atin O-g luco syltransfe rase  (EC 2.4.1.20 3) (Trans-ze atin O-b e ta-D-g luco syltransfe rase ) ZOG1

Phase o lus lunatus (Lima b e an)

(Phase o lus lime nsis)
G lyco syltransfe rase ; Transfe rase

SRR6 46 6 0 4_TR9 559 _c0 _g 1_i3_le n=2157 AAP3_ARATH
Q:1733-30 6 ,H:3-

476
79 .6 2%ID E:0 Amino  acid  p e rme ase  3

PF0 149 0 .15^Aa_trans^Transme mb rane  amino  acid  transp o rte r p ro te in^40 -

473^E:7.7e -118
0 ,0 13 1,454 0 ,0 76 2,46 0 ,0 0 7 1,379 0 1,756 1 -0 ,0 0 6 AAP3_ARATH Amino  acid  p e rme ase  3 (Amino  acid  transp o rte r AAP3) AAP3 At1g 7738 0  F2P24.9

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Amino -acid  transp o rt; Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Nucle us; Re fe re nce

p ro te o me ; Symp o rt; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 46 6 0 4_TR10 28 0 _c1_g 4_i2_le n=2417 C8 1E8 _MEDTR
Q:1123-

2415,H:43-475
45.52%ID E:4e -126

Cyto chro me  P450  8 1E8

{ECO:0 0 0 0 30 3|Pub Me d :146 170 78 }
PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^25-277^E:2.3e -6 6 0 ,6 29 1,0 6 5 0 ,132 2,0 38 0 ,0 0 2 4,25 0 4,78 1 1,29 1 C8 1E8 _MEDTR Cyto chro me  P450  8 1E8  (EC 1.14.13.-) CYP8 1E8

Me d icag o  truncatula (Barre l

me d ic) (Me d icag o  trib ulo id e s)

He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP; Oxid o re d uctase ; Transme mb rane ;

Transme mb rane  he lix

SRR6 46 6 0 4_TR128 51_c0 _g 1_i1_le n=226 0 MASY_RICCO
Q:18 37-

176 ,H:13-56 7
8 8 .47%ID E:0 Malate  synthase , g lyo xyso mal PF0 1274.19 ^Malate _synthase ^Malate  synthase ^26 -556 ^E:8 .6 e -221 1 -0 ,572 1 -0 ,574 0 ,226 1,8 0 2 0 ,0 0 1 3,26 8 1 0 ,8 3 MASY_RICCO Malate  synthase , g lyo xyso mal (EC 2.3.3.9 ) Ricinus co mmunis (Casto r b e an) PATHWAY: Carb o hyd rate  me tab o lism; g lyo xylate  cycle ; (S)-malate  fro m iso citrate : ste p  2/2. G lyo xylate  b yp ass; G lyo xyso me ; Pe ro xiso me ; Transfe rase ; Tricarb o xylic acid  cycle

SRR6 46 6 0 4_TR14310 _c0 _g 3_i3_le n=2558 COP1_ARATH
Q:39 3-

228 8 ,H:46 -6 74
77.0 6 %ID E:0 E3 ub iq uitin-p ro te in l ig ase  COP1

PF139 20 .3^zf-C3HC4_3^Zinc fing e r, C3HC4 typ e  (RING fing e r)^54-9 6 ^E:9 .8 e -

0 7`PF139 23.3^zf-C3HC4_2^Zinc fing e r, C3HC4 typ e  (RING fing e r)^57-9 4^E:5.1e -

10 `PF0 0 0 9 7.22^zf-C3HC4^Zinc fing e r, C3HC4 typ e  (RING fing e r)^57-9 4^E:8 .4e -

0 8 `PF13445.3^zf-RING_UBOX^RING-typ e  zinc-fing e r^57-9 2^E:3.5e -

0 5`PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^46 2-

49 9 ^E:0 .0 0 22`PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^549 -58 4^E:0 .0 0 0 14

0 ,36 5 0 ,518 0 ,8 4 -0 ,326 0 ,0 25 1,9 8 7 0 ,0 0 1 2,533 0 ,26 7 0 ,73 COP1_ARATH E3 ub iq uitin-p ro te in l ig ase  COP1 (EC 6 .3.2.-) (Co nstitutive  p ho to mo rp ho g e ne sis p ro te in 1) COP1 At2g 329 50  T21L14.11
Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

Co ile d  co il; Co mp le te  p ro te o me ; Cyto p lasm; Lig ase ; Me tal-b ind ing ; Nucle us; Phyto chro me

sig naling  p athway; Re fe re nce  p ro te o me ; Re p e at; Ub l co njug atio n; Ub l co njug atio n p athway; WD

re p e at; Zinc; Zinc-fing e r

SRR6 46 6 0 4_TR178 8 2_c0 _g 1_i1_le n=1257 NA NA NA NA NA . 1 0 1 0 ,413 0 ,0 0 8 3,6 5 0 4,2 1 0 . . . . . .

SRR6 46 6 0 4_TR28 128 _c0 _g 1_i5_le n=2344 DOX1_ARATH
Q:230 6 -

28 8 ,H:1-6 39
6 9 .58 %ID E:0 Alp ha-d io xyg e nase  1 PF0 30 9 8 .12^An_p e ro xid ase ^Animal hae m p e ro xid ase ^10 6 -49 8 ^E:4.1e -6 5 1 0 ,10 8 0 ,254 3,723 0 ,0 0 5 6 ,18 8 0 6 ,8 6 5 1 0 ,112 DOX1_ARATH

Alp ha-d io xyg e nase  1 (Alp ha DOX1) (EC 1.14.9 9 .-) (Fatty acid  d io xyg e nase  Alp haDOX1) (Patho g e n-

ind uce d  o xyg e nase ) (Plant alp ha d io xyg e nase  1)

DOX1 DIOX1 PADOX-1 PIOX

At3g 0 1420  T13O15.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Co mp le te  p ro te o me ; Dio xyg e nase ; Fatty acid  b io synthe sis; Fatty acid  me tab o lism;

Glyco p ro te in; Hyp e rse nsitive  re sp o nse ; Iro n; Lip id  b io synthe sis; Lip id  me tab o lism; Me tal-b ind ing ;

Oxid o re d uctase ; Oxylip in b io synthe sis; Pe ro xid ase ; Plant d e fe nse ; Re fe re nce  p ro te o me ; Sig nal

SRR6 46 6 0 4_TR358 52_c0 _g 1_i2_le n=2419 WRK33_ARATH
Q:1357-

431,H:179 -46 7
6 0 .0 6 %ID E:1e -9 3 Pro b ab le  WRKY transcrip tio n facto r 33

PF0 310 6 .12^WRKY^WRKY DNA -b ind ing  d o main^71-126 ^E:7e -

25`PF0 310 6 .12^WRKY^WRKY DNA -b ind ing  d o main^250 -30 7^E:7.5e -26
0 ,38 1 1,6 58 0 ,0 0 8 3,777 0 ,0 27 2,342 0 3,228 1 -0 ,20 7 WRK33_ARATH Pro b ab le  WRKY transcrip tio n facto r 33 (WRKY DNA-b ind ing  p ro te in 33) WRKY33 At2g 38 470  T19 C21.4

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Pho sp ho p ro te in; Plant d e fe nse ; Re fe re nce

p ro te o me ; Re p e at; Stre ss re sp o nse ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR6 46 6 0 4_TR36 8 6 9 _c0 _g 1_i1_le n=159 1 NA NA NA NA NA . 1 -0 ,214 1 1,48 8 0 ,0 16 1,8 34 0 2,471 1 -0 ,371 . . . . . .

SRR6 48 70 5_TR720 3_c0 _g 1_i1_le n=19 0 7 PLA14_ARATH
Q:20 1-1730 ,H:7-

50 2
6 0 .6 6 %ID E:0 Pho sp ho lip ase  A1-Ib e ta2, chlo ro p lastic PF0 176 4.22^Lip ase _3^Lip ase  (c lass 3)^316 -46 3^E:3.2e -36 1 0 ,6 26 0 ,0 0 4 3,40 8 0 ,0 0 8 3,38 8 0 3,9 9 1 1 -0 ,351 PLA14_ARATH Pho sp ho lip ase  A1-Ib e ta2, chlo ro p lastic (EC 3.1.1.-) At4g 16 8 20  d l4435w FCAALL.42

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Hyd ro lase ; Iso p e p tid e  b o nd ; Lip id  d e g rad atio n; Lip id

me tab o lism; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e ; Ub l co njug atio n

SRR6 48 70 5_TR12223_c0 _g 1_i1_le n=1374 LSF2_ARATH
Q:118 4-

38 7,H:19 -28 2
6 9 .74%ID E:8 e -131 Pho sp ho g lucan p ho sp hatase  LSF2, chlo ro p lastic

PF0 0 78 2.17^DSPc^Dual sp e cific ity p ho sp hatase , catalytic d o main^116 -235^E:2.3e -

15
0 ,18 3 0 ,6 51 0 ,38 7 0 ,476 0 ,0 0 7 1,148 0 1,422 0 ,356 -1,18 5 LSF2_ARATH

Pho sp ho g lucan p ho sp hatase  LSF2, chlo ro p lastic (EC 3.1.3.-) (Pho sp ho g lucan p ho sp hatase  like  se x

Fo ur2) (Pro te in LIKE SEX4 2)
LSF2 At3g 10 9 40  F9 F8 .24

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Carb o hyd rate  me tab o lism; Chlo ro p last; Co mp le te  p ro te o me ; Hyd ro lase ; Plastid ;

Re fe re nce  p ro te o me ; Transit p e p tid e

SRR6 48 70 5_TR170 0 5_c0 _g 1_i3_le n=4112 Y2317_ARATH
Q:576 -38 72,H:2-

1112
6 5.77%ID E:0

Pro b ab le  le ucine -rich re p e at re ce p to r-l ike  p ro te in

kinase  At2g 33170

PF0 8 26 3.9 ^LRRNT_2^Le ucine  rich re p e at N-te rminal d o main^34-71^E:7e -

10 `PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^510 -

532^E:0 .9 4`PF138 55.3^LRR_8 ^Le ucine  rich re p e at^558 -6 16 ^E:1.1e -

0 8 `PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^8 13-10 8 0 ^E:1.2e -

49 `PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^8 18 -10 8 1^E:1.6 e -

43`PF0 8 26 3.9 ^LRRNT_2^Le ucine  rich re p e at N-te rminal d o main^10 17-

10 25^E:110 0 0

0 ,78 1 0 ,6 11 0 ,29 9 1,30 9 0 ,0 0 4 2,6 8 0 3,30 3 1 0 ,0 6 6 Y2317_ARATH Pro b ab le  le ucine -rich re p e at re ce p to r-l ike  p ro te in kinase  At2g 33170  (EC 2.7.11.1) At2g 33170  F25I18 .9
Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Kinase ; Le ucine -rich re p e at; Me mb rane ;

Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re ce p to r; Re fe re nce  p ro te o me ; Re p e at; Se rine /thre o nine -

p ro te in kinase ; Sig nal; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 5_TR19 46 4_c0 _g 2_i1_le n=9 6 2 ATG8 I_ARATH
Q:259 -

549 ,H:19 -115
78 .35%ID E:7e -51 Auto p hag y-re late d  p ro te in 8 i

PF0 29 9 1.13^Atg 8 ^Auto p hag y p ro te in Atg 8  ub iq uitin l ike ^17-120 ^E:4.1e -

43`PF0 4110 .10 ^APG12^Ub iq uitin-like  auto p hag y p ro te in Ap g 12^44-120 ^E:2.3e -0 6
0 ,4 0 ,28 5 0 ,349 0 ,42 0 ,0 0 1 1,30 6 0 ,0 0 1 1,321 0 ,10 8 0 ,59 8 ATG8 I_ARATH

Auto p hag y-re late d  p ro te in 8 i (Auto p hag y-re late d  ub iq uitin-l ike  mo d ifie r ATG8 i) (AtAPG8 i) (Pro te in

auto p hag y 8 i)
ATG8 I APG8 I At3g 1558 0  MQD17.3

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Auto p hag y; Co mp le te  p ro te o me ; Cyto p lasm; Cyto p lasmic ve sic le ; Cyto ske le to n; Lip o p ro te in;

Me mb rane ; Micro tub ule ; Pro te in transp o rt; Re fe re nce  p ro te o me ; Transp o rt; Ub l co njug atio n

p athway; Vacuo le

SRR6 48 70 5_TR20 59 4_c0 _g 2_i5_le n=40 55 ASPL2_ARATH
Q:346 4-

2127,H:21-453
48 .43%ID E:2e -139 Asp artic p ro te inase -like  p ro te in 2

PF14543.3^TAXi_N^Xylanase  inhib ito r N-te rminal^8 3-26 7^E:1.1e -

40 `PF0 0 0 26 .20 ^Asp ^Eukaryo tic asp artyl p ro te ase ^8 3-439 ^E:1.6 e -

29 `PF14541.3^TAXi_C^Xylanase  inhib ito r C-te rminal^28 6 -438 ^E:8 .4e -24

0 ,78 1 0 ,354 0 ,0 0 3 2,325 0 ,0 44 1,119 0 1,771 1 -0 ,10 1 ASPL2_ARATH Asp artic p ro te inase -like  p ro te in 2 (EC 3.4.23.-) At1g 6 5240  T23K8 .15
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Asp artyl p ro te ase ; Ce ll me mb rane ; Co mp le te  p ro te o me ; GPI-ancho r; G lyco p ro te in; Hyd ro lase ;

Lip o p ro te in; Me mb rane ; Pro te ase ; Re fe re nce  p ro te o me ; Sig nal

SRR6 48 70 5_TR20 8 32_c0 _g 1_i1_le n=10 6 3 MGDP1_HUMAN
Q:19 9 -6 27,H:4-

159
41.14%ID E:1e -31 Mag ne sium-d e p e nd e nt p ho sp hatase  1

PF126 8 9 .4^Acid _PPase ^Acid  Pho sp hatase ^20 -16 2^E:8 .1e -

37`PF13419 .3^HAD_2^Halo acid  d e halo g e nase -like  hyd ro lase ^42-144^E:4.8 e -0 9
1 -0 ,0 47 0 ,8 12 0 ,179 0 ,0 0 2 1,517 0 1,9 22 1 -0 ,0 18 MGDP1_HUMAN Mag ne sium-d e p e nd e nt p ho sp hatase  1 (MDP-1) (EC 3.1.3.-) (EC 3.1.3.48 ) MDP1 Ho mo  sap ie ns (Human)

3D-structure ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Hyd ro lase ; Mag ne sium; Me tal-b ind ing ;

Pro te in p ho sp hatase ; Re fe re nce  p ro te o me

SRR6 48 70 5_TR24450 _c0 _g 1_i3_le n=340 3 NAGS2_ARATH
Q:2338 -

1337,H:272-6 10
75.51%ID E:0

Pro b ab le  amino -acid  ace tyltransfe rase  NAGS2,

chlo ro p lastic

PF136 73.4^Ace tyltransf_10 ^Ace tyltransfe rase  (GNAT) d o main^223-30 2^E:1.1e -

0 5`PF1350 8 .4^Ace tyltransf_7^Ace tyltransfe rase  (GNAT) d o main^224-30 1^E:9 .9 e -

0 9 `PF0 0 58 3.22^Ace tyltransf_1^Ace tyltransfe rase  (GNAT) family^228 -29 9 ^E:6 .6 e -11

1 0 1 0 0 ,0 6 6 5,379 0 6 ,8 9 4 1 0 NAGS2_ARATH
Pro b ab le  amino -acid  ace tyltransfe rase  NAGS2, chlo ro p lastic (EC 2.3.1.1) (N-ace tylg lutamate  synthase

2)
NAGS2 At4g 376 70  F19 F18 .16 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Amino -acid  b io synthe sis; L-arg inine  b io synthe sis; N(2)-ace tyl-L-o rnithine  fro m L-g lutamate : ste p  1/4.

Acyltransfe rase ; Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Arg inine  b io synthe sis; Chlo ro p last;

Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Transfe rase ; Transit p e p tid e

SRR6 48 70 5_TR30 70 1_c0 _g 1_i5_le n=2113 TM53B_XENLA
Q:1144-

19 38 ,H:29 -26 9
28 .8 4%ID E:1e -23 Transme mb rane  p ro te in 53-B

PF0 570 5.11^DUF8 29 ^Eukaryo tic p ro te in o f unkno wn functio n (DUF8 29 )^16 8 -

429 ^E:1.1e -6 7
0 ,8 11 -0 ,356 0 ,5 0 ,6 38 0 ,0 6 8 1,0 12 0 2,3 1 0 ,111 TM53B_XENLA Transme mb rane  p ro te in 53-B tme m53-b

Xe no p us lae vis (African clawe d

fro g )
Me mb rane ; Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 5_TR348 74_c3_g 1_i1_le n=6 12 NA NA NA NA NA PF0 30 6 1.19 ^4HBT^Thio e ste rase  sup e rfamily^57-129 ^E:2.5e -12 0 ,0 6 6 5,36 4 0 ,28 2 1,217 0 ,0 0 8 3,0 6 3 0 3,579 0 ,254 4,6 6 4 . . . . . .

SRR6 48 70 5_TR348 9 1_c0 _g 1_i1_le n=9 32 NA NA NA NA NA PF0 439 8 .9 ^DUF538 ^Pro te in o f unkno wn functio n, DUF538 ^41-148 ^E:2.1e -28 1 0 ,0 7 1 -0 ,10 1 0 ,0 0 8 3,779 0 4,6 48 1 0 ,0 35 . . . . . .

SRR6 48 70 5_TR3519 6 _c0 _g 2_i1_le n=29 6 4 AVP_VIGRR
Q:257-256 3,H:1-

76 6
9 1.16 %ID E:0

Pyro p ho sp hate -e ne rg ize d  vacuo lar me mb rane

p ro to n p ump
PF0 30 30 .13^H_PPase ^Ino rg anic H+ p yro p ho sp hatase ^21-754^E:5.9 e -26 1 0 ,0 34 0 ,76 4 0 ,0 12 -0 ,9 41 0 ,171 0 ,352 0 1 0 ,0 34 0 ,76 9 AVP_VIGRR

Pyro p ho sp hate -e ne rg ize d  vacuo lar me mb rane  p ro to n p ump  (EC 3.6 .1.1) (Pyro p ho sp hate -e ne rg ize d

ino rg anic p yro p ho sp hatase ) (H(+)-PPase ) (Vacuo lar H(+)-p yro p ho sp hatase )

Vig na rad iata var. rad iata (Mung

b e an) (Phase o lus aure us)

3D-structure ; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; Hyd ro g e n io n transp o rt; Hyd ro lase ; Io n

transp o rt; Mag ne sium; Me mb rane ; Me tal-b ind ing ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt; Vacuo le

SRR6 48 70 5_TR39 9 74_c0 _g 1_i2_le n=346 6 NA NA NA NA NA PF0 19 18 .18 ^Alb a^Alb a^19 -8 3^E:1.9 e -21 1 0 ,28 0 ,524 0 ,6 6 6 0 ,0 76 2,356 0 3,70 6 0 ,48 9 0 ,43 . . . . . .

SRR6 48 70 7_TR11715_c0 _g 1_i1_le n=28 34 NA NA NA NA NA . 1 2,16 0 ,0 0 5 4,58 6 0 ,0 59 1,78 2 0 2,6 53 0 ,38 1 2,544 . . . . . .

SRR6 48 70 7_TR1346 6 _c0 _g 1_i3_le n=39 6 2 Y518 1_ARATH
Q:1171-

3720 ,H:8 -8 56
45.6 8 %ID E:0

Pro b ab le  LRR re ce p to r-l ike  se rine /thre o nine -p ro te in

kinase  At1g 518 10

PF128 19 .4^Male ctin_like ^Carb o hyd rate -b ind ing  p ro te in o f the  ER^33-36 2^E:1.9 e -

9 6 `PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^444-

46 2^E:0 .6 3`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^58 4-78 1^E:1.6 e -

43`PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^58 5-8 49 ^E:1.6 e -47

0 ,9 0 2 0 ,0 6 9 0 ,0 31 1,28 7 0 ,0 0 4 2,38 3 0 3,0 13 0 ,8 32 0 ,20 4 Y518 1_ARATH Pro b ab le  LRR re ce p to r-l ike  se rine /thre o nine -p ro te in kinase  At1g 518 10  (EC 2.7.11.1) At1g 518 10  F19 C24.1 T14L22.2
Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Kinase ; Le ucine -rich re p e at;

Me mb rane ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re ce p to r; Re fe re nce  p ro te o me ; Re p e at;

Se rine /thre o nine -p ro te in kinase ; Sig nal; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 7_TR14270 _c0 _g 1_i1_le n=10 53 ARC5A_ARATH
Q:8 56 -46 4,H:2-

132
8 6 .26 %ID E:5e -75 Actin-re late d  p ro te in 2/3 co mp le x sub unit 5A PF0 46 9 9 .11^P16 -Arc^ARP2/3 co mp le x 16  kDa sub unit (p 16 -Arc)^13-129 ^E:2.4e -21 0 ,0 0 2 6 ,28 3 0 ,545 0 ,525 1 0 0 7,16 7 1 0 ,6 4 ARC5A_ARATH

Actin-re late d  p ro te in 2/3 co mp le x sub unit 5A (Actin-re late d  p ro te in C5A) (Arp 2/3 co mp le x 16  kDa

sub unit) (p 16 -ARC) (Pro te in CROOKED)
ARPC5A CRK At4g 0 1710  T15B16 .22

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Actin-b ind ing ; Ce ll p ro je ctio n; Co mp le te  p ro te o me ; Cyto p lasm; Cyto ske le to n;

Re fe re nce  p ro te o me

SRR6 48 70 7_TR1456 8 _c3_g 4_i6 _le n=2373 MTNA_TOBAC
Q:258 -136 7,H:1-

36 9
78 .11%ID E:7e -178

Me thylthio rib o se -1-p ho sp hate  iso me rase

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 3119 }
PF0 10 0 8 .14^IF-2B^Initiatio n facto r 2 sub unit family^53-354^E:1.3e -76 0 ,49 3 -0 ,322 0 ,0 6 4 0 ,9 56 0 ,0 0 4 2,0 9 8 0 3,19 6 1 -0 ,0 51 MTNA_TOBAC

Me thylthio rib o se -1-p ho sp hate  iso me rase  (M1Pi) (MTR-1-P iso me rase ) (EC 5.3.1.23) (S-me thyl-5-

thio rib o se -1-p ho sp hate  iso me rase ) (Translatio n initiatio n facto r e IF-2B sub unit alp ha/b e ta/d e lta-like

p ro te in)

CIG2
Nico tiana tab acum (Co mmo n

to b acco )

PATHWAY: Amino -acid  b io synthe sis; L-me thio nine  b io synthe sis via salvag e  p athway; L-me thio nine  fro m S-

me thyl-5-thio -alp ha-D-rib o se  1-p ho sp hate : ste p  1/6 . {ECO:0 0 0 0 255|HAMAP-Rule :MF_0 3119 }.
Amino -acid  b io synthe sis; Cyto p lasm; Iso me rase ; Me thio nine  b io synthe sis; Nucle us

SRR6 48 70 7_TR19 20 3_c0 _g 1_i3_le n=10 48 SABP2_TOBAC
Q:10 1-8 6 8 ,H:6 -

26 0
6 7.58 %ID E:2e -123 Salicylic acid -b ind ing  p ro te in 2

PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^5-10 7^E:1.4e -

0 8 `PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase  fo ld ^7-128 ^E:3.7e -

13`PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^8 -249 ^E:2.5e -19

0 ,18 9 1,554 0 ,278 0 ,75 0 ,0 18 1,0 9 8 0 1,9 71 0 ,19 5 1,20 6 SABP2_TOBAC Salicylic acid -b ind ing  p ro te in 2 (NtSABP2) (EC 3.1.1.-) (Me thyl salicylate  e ste rase ) SABP2
Nico tiana tab acum (Co mmo n

to b acco )
3D-structure ; Hyd ro lase ; Immunity; Innate  immunity; Plant d e fe nse

SRR6 48 70 7_TR21246 _c1_g 1_i1_le n=1736 GGPPS_HEVBR
Q:148 8 -

8 44,H:9 0 -30 8
34.25%ID E:7e -21

Ge ranylg e ranyl p yro p ho sp hate  synthase ,

chlo ro p lastic
PF0 0 348 .14^p o lyp re nyl_synt^Po lyp re nyl synthe tase ^10 1-28 0 ^E:2.3e -0 9 0 ,0 5 0 ,8 0 1 0 ,0 0 3 1,46 1 0 ,0 11 0 ,8 9 4 0 1,232 0 ,46 1 -1,48 5 GGPPS_HEVBR

Ge ranylg e ranyl p yro p ho sp hate  synthase , chlo ro p lastic (GGPP synthase ) (GGPS) (EC 2.5.1.-)

((2E,6 E)-farne syl d ip ho sp hate  synthase ) (Dime thylallyltranstransfe rase ) (EC 2.5.1.1) (Farne syl

d ip ho sp hate  synthase ) (Farne syltranstransfe rase ) (EC 2.5.1.29 ) (Ge ranyltranstransfe rase ) (EC

2.5.1.10 )

GGPS GG GGPPS1
He ve a b rasil ie nsis (Para rub b e r

tre e ) (Sip ho nia b rasil ie nsis)

PATHWAY: Iso p re no id  b io synthe sis; farne syl d ip ho sp hate  b io synthe sis; farne syl d ip ho sp hate  fro m g e ranyl

d ip ho sp hate  and  iso p e nte nyl d ip ho sp hate : ste p  1/1.; PATHWAY: Iso p re no id  b io synthe sis; g e ranyl d ip ho sp hate

b io synthe sis; g e ranyl d ip ho sp hate  fro m d ime thylallyl d ip ho sp hate  and  iso p e nte nyl d ip ho sp hate : ste p  1/1.;

PATHWAY: Iso p re no id  b io synthe sis; g e ranylg e ranyl d ip ho sp hate  b io synthe sis; g e ranylg e ranyl d ip ho sp hate

fro m farne syl d ip ho sp hate  and  iso p e nte nyl d ip ho sp hate : ste p  1/1.

Caro te no id  b io synthe sis; Chlo ro p last; Iso p re ne  b io synthe sis; Mag ne sium; Me tal-b ind ing ; Plastid ;

Transfe rase ; Transit p e p tid e

SRR6 48 70 7_TR24142_c0 _g 2_i6 _le n=2127 ASB1_ARATH
Q:8 0 6 -

576 ,H:19 7-273
79 .22%ID E:1e -35 Anthranilate  synthase  b e ta sub unit 1, chlo ro p lastic . 0 ,0 6 6 1,9 0 4 0 ,0 0 2 3,10 3 0 ,0 14 3,56 6 0 ,0 0 1 4,0 51 1 -0 ,419 ASB1_ARATH

Anthranilate  synthase  b e ta sub unit 1, chlo ro p lastic (EC 4.1.3.27) (Anthranilate  synthase  co mp o ne nt 2-

1) (Anthranilate  synthase , g lutamine  amid o transfe rase  co mp o ne nt 2-1) (Pro te in TRYPTOPHAN

BIOSYNTHESIS 4) (Pro te in WEAK ETHYLENE INSENSITIVE 7)

ASB1 TRP4 WEI7 At1g 25220  F4F7.39
Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Amino -acid  b io synthe sis; L-tryp to p han b io synthe sis; L-tryp to p han fro m cho rismate : ste p  1/5.

Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last;

Co mp le te  p ro te o me ; G lutamine  amid o transfe rase ; Lyase ; Plastid ; Re fe re nce  p ro te o me ; Transit

p e p tid e ; Tryp to p han b io synthe sis

SRR6 48 70 7_TR24143_c1_g 1_i2_le n=29 8 5 Y29 13_ARATH
Q:28 0 4-

46 8 ,H:12-79 4
59 .22%ID E:0

G-typ e  le ctin S-re ce p to r-l ike  se rine /thre o nine -p ro te in

kinase  At2g 19 130

PF0 1453.21^B_le ctin^D-manno se  b ind ing  le ctin^121-229 ^E:2.4e -

29 `PF0 0 9 54.17^S_lo cus_g lyco p ^S-lo cus g lyco p ro te in d o main^26 0 -36 8 ^E:6 .3e -

35`PF0 8 276 .8 ^PAN_2^PAN-like  d o main^39 7-455^E:1.9 e -16 `PF1429 5.3^PAN_4^PAN

d o main^418 -446 ^E:0 .0 0 3`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^544-

8 11^E:2e -42`PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^545-8 0 9 ^E:3.5e -49

0 ,0 9 3 1,0 9 6 0 ,257 0 ,9 0 8 0 ,0 26 2,18 6 0 ,0 0 1 2,8 25 1 -0 ,171 Y29 13_ARATH G-typ e  le ctin S-re ce p to r-l ike  se rine /thre o nine -p ro te in kinase  At2g 19 130  (EC 2.7.11.1) At2g 19 130  T20 K24.15
Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; EGF-like  d o main;

G lyco p ro te in; Kinase ; Le ctin; Me mb rane ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re ce p to r;

Re fe re nce  p ro te o me ; Se rine /thre o nine -p ro te in kinase ; Sig nal; Transfe rase ; Transme mb rane ;

Transme mb rane  he lix

SRR6 48 70 7_TR279 41_c0 _g 2_i1_le n=118 3 AB19 I_ARATH
Q:10 29 -

30 4,H:51-29 0
79 .34%ID E:6 e -123 ABC transp o rte r I family me mb e r 19 . 0 ,0 6 6 5,278 0 ,0 14 1,6 8 8 0 ,0 17 5,79 9 0 7,0 71 1 0 AB19 I_ARATH

ABC transp o rte r I family me mb e r 19  (ABC transp o rte r ABCI.19 ) (AtABCI19 ) (GCN-re late d  p ro te in 2)

(No n-intrinsic ABC p ro te in 4)
ABCI19  NAP4 At1g 0 39 0 5 F21M11.17

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Cyto p lasm; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ;

Transp o rt

SRR6 48 70 7_TR28 476 _c1_g 2_i1_le n=726 NA NA NA NA NA . 0 ,29 9 1,49 9 0 ,0 17 2,26 1 0 ,0 0 1 1,9 54 0 3,29 8 0 ,133 1,155 . . . . . .

SRR6 48 70 7_TR3756 2_c0 _g 1_i1_le n=126 6 PABN2_ARATH
Q:10 44-

421,H:13-219
8 4.13%ID E:1e -8 5

Po lyad e nylate -b ind ing  p ro te in 2

{ECO:0 0 0 0 30 3|Pub Me d :18 479 511}

PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^9 5-

16 3^E:2.5e -17`PF138 9 3.3^RRM_5^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP

d o main)^10 8 -16 6 ^E:0 .0 3

0 ,9 57 0 ,0 41 0 -3,29 9 0 ,6 0 8 0 ,21 0 1,175 0 ,129 4,8 73 PABN2_ARATH
Po lyad e nylate -b ind ing  p ro te in 2 (AtPab N2) (AtPab N3) (Po ly(A)-b ind ing  p ro te in 2) (Nucle ar p o ly(A)-

b ind ing  p ro te in 2) (Po ly(A)-b ind ing  p ro te in II) (PABII)
PABN2 At5g 6 526 0  MQN23.20

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co ile d  co il; Co mp le te  p ro te o me ; Cyto p lasm; Nucle us; RNA-b ind ing ; Re fe re nce  p ro te o me

SRR9 24147_TR1558 _c0 _g 1_i1_le n=248 7 Y526 2_ARATH
Q:16 38 -172,H:5-

49 7
6 3.6 9 %ID E:5e -179 Ankyrin re p e at-co ntaining  p ro te in At5g 0 26 20

PF1279 6 .4^Ank_2^Ankyrin re p e ats (3 co p ie s)^19 -8 8 ^E:5.2e -

0 7`PF1279 6 .4^Ank_2^Ankyrin re p e ats (3 co p ie s)^9 8 -157^E:2.4e -

12`PF136 37.3^Ank_4^Ankyrin re p e ats (many co p ie s)^10 4-155^E:2.3e -

0 9 `PF136 37.3^Ank_4^Ankyrin re p e ats (many co p ie s)^135-18 9 ^E:6 .5e -

12`PF1279 6 .4^Ank_2^Ankyrin re p e ats (3 co p ie s)^16 6 -226 ^E:1.3e -

13`PF0 0 0 23.27^Ank^Ankyrin re p e at^16 8 -19 0 ^E:2.3e -0 5`PF136 0 6 .3^Ank_3^Ankyrin

re p e at^16 8 -19 0 ^E:0 .0 0 0 55`PF0 0 0 23.27^Ank^Ankyrin re p e at^20 3-

235^E:0 .0 0 6 6 `PF136 37.3^Ank_4^Ankyrin re p e ats (many co p ie s)^20 5-257^E:8 .4e -

0 9 `PF138 57.3^Ank_5^Ankyrin re p e ats (many co p ie s)^225-278 ^E:6 .1e -

0 9 `PF1279 6 .4^Ank_2^Ankyrin re p e ats (3 co p ie s)^233-29 5^E:7.8 e -

0 8 `PF0 0 0 23.27^Ank^Ankyrin re p e at^237-26 1^E:0 .0 0 0 16 `PF136 0 6 .3^Ank_3^Ankyrin

re p e at^237-26 0 ^E:0 .0 0 5`PF139 6 2.3^PGG^Do main o f unkno wn functio n^350 -

1 0 ,20 4 0 ,46 1 1,58 6 0 ,0 0 3 2,8 6 7 0 3,9 9 1 1 0 ,56 4 Y526 2_ARATH Ankyrin re p e at-co ntaining  p ro te in At5g 0 26 20 At5g 0 26 20  T22P11.210
Arab id o p sis thaliana (Mo use -e ar

cre ss)

ANK re p e at; Co mp le te  p ro te o me ; Me mb rane ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Re p e at;

Transme mb rane ; Transme mb rane  he lix



46 5^E:6 .2e -27

SRR9 24147_TR348 9 3_c0 _g 1_i1_le n=9 34 Y5278 _ARATH
Q:545-26 7,H:76 -

16 8
53.76 %ID E:1e -31 Uncharacte rize d  p ro te in PAM6 8 -like PF119 47.5^DUF346 4^Pro te in o f unkno wn functio n (DUF346 4)^6 6 -18 7^E:5.1e -39 0 ,252 -0 ,272 0 ,0 0 1 -0 ,79 5 0 ,0 0 3 0 ,9 22 0 1,276 0 ,572 -0 ,14 Y5278 _ARATH Uncharacte rize d  p ro te in PAM6 8 -like At5g 5278 0  F6 N7.27

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR9 24148 _TR58 9 _c0 _g 1_i1_le n=226 6 KELP_ARATH
Q:120 -

59 6 ,H:13-16 5
40 .8 5%ID E:2e -27 RNA p o lyme rase  II transcrip tio nal co activato r KELP

PF14223.3^Re tro tran_g ag _2^g ag -p o lyp e p tid e  o f LTR co p ia-typ e ^175-310 ^E:5.6 e -

16 `PF0 0 0 9 8 .20 ^zf-CCHC^Zinc knuckle ^341-356 ^E:0 .0 0 0 23
1 -0 ,39 3 0 ,239 1,3 0 ,29 9 1,58 7 0 3,232 1 0 ,36 4 KELP_ARATH RNA p o lyme rase  II transcrip tio nal co activato r KELP KELP At4g 10 9 20  F25I24.130  F8 M12.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Activato r; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n;

Transcrip tio n re g ulatio n

SRR9 24148 _TR8 0 16 _c0 _g 1_i1_le n=2514 SBIR1_ARATH
Q:420 -

2258 ,H:35-6 39
6 0 .6 2%ID E:0

Le ucine -rich re p e at re ce p to r-l ike

se rine /thre o nine /tyro sine -p ro te in kinase  SOBIR1

PF138 55.3^LRR_8 ^Le ucine  rich re p e at^177-236 ^E:1.4e -

0 6 `PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^20 1-

223^E:1.8 `PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^272-

28 9 ^E:1.9 `PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^425-70 3^E:3.5e -

44`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^425-6 54^E:3.2e -35

0 ,444 0 ,473 0 ,0 16 1,46 0 ,0 17 2,344 0 2,9 76 1 0 ,10 8 SBIR1_ARATH
Le ucine -rich re p e at re ce p to r-l ike  se rine /thre o nine /tyro sine -p ro te in kinase  SOBIR1 (EC 2.7.10 .1) (EC

2.7.11.1) (Pro te in EVERSHED) (Pro te in SUPPRESSOR OF BIR1-1)
SOBIR1 EVR At2g 318 8 0  F20 M17.8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; G lyco p ro te in; Kinase ; Le ucine -rich re p e at;

Me mb rane ; Nucle o tid e -b ind ing ; Plant d e fe nse ; Re ce p to r; Re fe re nce  p ro te o me ; Re p e at;

Se rine /thre o nine -p ro te in kinase ; Sig nal; Transfe rase ; Transme mb rane ; Transme mb rane  he lix;

Tyro sine -p ro te in kinase

SRR9 24148 _TR218 0 3_c1_g 1_i1_le n=726 DV4H_CATRO
Q:10 4-517,H:24-

159
70 .21%ID E:3e -58 De ace to xyvind o line  4-hyd ro xylase

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^6 8 -

124^E:2e -12
0 ,0 0 3 1,25 0 ,0 0 1 1,6 9 0 ,0 11 1,13 0 1,6 8 9 0 ,38 9 0 ,371 DV4H_CATRO De ace to xyvind o line  4-hyd ro xylase  (EC 1.14.11.20 ) D4H

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; vind o line  b io synthe sis; vind o line  fro m tab e rso nine : ste p  5/6 .

Cyto p lasm; Dio xyg e nase ; Dire ct p ro te in se q ue ncing ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Vitamin

C

SRR9 24148 _TR31225_c1_g 2_i1_le n=8 29 NA NA NA NA NA . 1 0 ,19 9 0 ,29 9 1,327 1 0 ,6 9 0 4,49 7 0 -3,28 6 . . . . . .

SRR9 24148 _TR329 21_c0 _g 1_i2_le n=148 1 RCE1_ARATH
Q:36 2-9 10 ,H:1-

18 4
8 3.7%ID E:2e -110 NEDD8 -co njug ating  e nzyme  Ub c12 PF0 0 179 .23^UQ_co n^Ub iq uitin-co njug ating  e nzyme ^33-16 7^E:4.2e -38 0 ,8 8 7 -0 ,0 6 2 0 ,136 0 ,528 0 ,0 0 2 1,277 0 ,0 0 1 1,357 0 ,8 8 3 -0 ,0 7 RCE1_ARATH

NEDD8 -co njug ating  e nzyme  Ub c12 (EC 6 .3.2.-) (RUB1 carrie r p ro te in 1) (RUB1-co njug ating  e nzyme

1) (RUB1-p ro te in l ig ase  1)
RCE1 At4g 36 8 0 0  C7A10 .56 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Pro te in mo d ificatio n; p ro te in ne d d ylatio n.

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Lig ase ; Nucle o tid e -b ind ing ; Re fe re nce

p ro te o me ; Ub l co njug atio n p athway

SRR9 24148 _TR37722_c0 _g 1_i1_le n=9 57 NA NA NA NA NA . 0 ,559 0 ,418 0 ,8 39 0 ,0 9 8 0 ,0 0 1 1,58 8 0 2,459 0 ,178 -0 ,6 28 . . . . . .

SRR9 24148 _TR3779 5_c0 _g 1_i1_le n=9 52 PCR2_ARATH
Q:6 39 -20 8 ,H:6 -

152
6 3.27%ID E:2e -59 Pro te in PLANT CADMIUM RESISTANCE 2 PF0 4749 .14^PLAC8 ^PLAC8  family^55-153^E:9 .7e -29 0 ,29 8 0 ,737 0 ,326 0 ,55 0 ,0 1 1,16 0 1,757 1 -0 ,20 1 PCR2_ARATH Pro te in PLANT CADMIUM RESISTANCE 2 (AtPCR2) PCR2 At1g 148 70  F10 B6 .27

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix

Supplemental Table S2

De scrip tio n o f transcrip ts d o wn-re g ulate d  up o n challe ng e  with M. se xta fo und  in the  inte rse ctio ns b e twe e n lis ts o f e ach e xp e rime nt.

Co re

Ms1wk

Ms6 h

Ms8 h

MsDamag e d 24h

MsDamag e d 24h_MsIntact24h

MsIntact24h

Core

T ranscript  (CDF9 7 )
Uniprot

homolog

BLAST X

Posit ion

BLAST X

%Ide nt it y

BLAST X

e value
Uniprot  de scr Pf am PValue _Ms6 h logFC_Ms6 h PValue _Ms8h logFC_Ms8h PValue _MsDamage d24 h logFC_MsDamage d24 h PValue _MsInt act 24 h logFC_MsInt act 24 h PValue _Ms1wk logFC_Ms1wk Ent ry.name Prot e in name s Ge ne  name s Organism Pat hway Ke ywords

SRR11446 34_TR39 8 22_c0 _g 2_i1_le n=510 RUXG_ARATH
Q:10 7-346 ,H:1-

8 0
9 0 %ID E:3e -45 Pro b ab le  small nucle ar rib o nucle o p ro te in G . 0 -1,0 0 1 0 ,78 1 -0 ,0 9 2 0 ,349 0 ,36 5 0 ,79 3 -0 ,10 7 0 -1,0 15 RUXG_ARATH Pro b ab le  small nucle ar rib o nucle o p ro te in G (snRNP-G) (Sm p ro te in G) (Sm-G) (SmG) At2g 239 30  T29 E15.13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Nucle us; RNA-b ind ing ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Sp lice o so me ; mRNA p ro ce ssing ; mRNA sp lic ing

SRR122238 _TR6 238 4_c3_g 1_i4_le n=752 RL321_ARATH
Q:6 0 5-213,H:3-

133
8 6 .26 %ID E:1e -70 6 0 S rib o so mal p ro te in L32-1 PF0 16 55.15^Rib o so mal_L32e ^Rib o so mal p ro te in L32^16 -122^E:2.1e -50 0 -1,235 0 ,39 1 -0 ,22 0 ,6 39 0 ,151 0 ,256 -0 ,40 2 0 -1,0 25 RL321_ARATH 6 0 S rib o so mal p ro te in L32-1 RPL32A At4g 18 10 0  F15J5.70

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122238 _TR75230 _c0 _g 1_i1_le n=8 55 RL12_PRUAR
Q:76 7-270 ,H:1-

16 6
9 2.17%ID E:5e -10 4 6 0 S rib o so mal p ro te in L12

PF0 39 46 .11^Rib o so mal_L11_N^Rib o so mal p ro te in L11, N-te rminal d o main^15-70 ^E:6 .1e -

23`PF0 0 29 8 .16 ^Rib o so mal_L11^Rib o so mal p ro te in L11, RNA b ind ing  d o main^75-144^E:1.5e -19
0 -0 ,9 32 0 ,6 8 7 -0 ,10 3 0 ,4 0 ,24 0 ,9 0 4 0 ,0 46 0 -1,243 RL12_PRUAR 6 0 S rib o so mal p ro te in L12 RPL12

Prunus arme niaca (Ap rico t)

(Arme niaca vulg aris)
RNA-b ind ing ; Rib o nucle o p ro te in; Rib o so mal p ro te in; rRNA-b ind ing

SRR122238 _TR8 39 17_c0 _g 1_i1_le n=6 21 RL37A_ORYSJ
Q:49 8 -223,H:1-

9 2
9 6 .74%ID E:3e -57 6 0 S rib o so mal p ro te in L37a PF0 178 0 .16 ^Rib o so mal_L37ae ^Rib o so mal L37ae  p ro te in family^45-129 ^E:2.9 e -39 0 -1,0 58 0 ,38 6 0 ,223 1 -0 ,0 0 3 0 ,6 33 -0 ,16 7 0 -1,357 RL37A_ORYSJ 6 0 S rib o so mal p ro te in L37a

Os0 1g 0 6 79 70 0  LOC_Os0 1g 48 770

B1144G0 4.40 -1; Os0 5g 0 5570 0 0

LOC_Os0 5g 48 320  OJ1214_E0 3.13 OsJ_0 18 715

Oryza sativa sub sp . jap o nica (Rice )
3D-structure ; Co mp le te  p ro te o me ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in;

Rib o so mal p ro te in; Zinc; Zinc-fing e r

SRR3420 19 _TR270 32_c0 _g 1_i1_le n=1711 NA NA NA NA NA PF0 0 6 27.28 ^UBA^UBA/TS-N d o main^18 0 -216 ^E:2.7e -0 8 `PF0 9 40 9 .7^PUB^PUB d o main^38 7-457^E:2.2e -25 0 -6 ,6 48 1 -0 ,0 19 1 -1,533 1 -1,9 78 0 -5,59 7 . . . . . .

SRR3420 22_TR21159 _c0 _g 3_i1_le n=2114 EP1G_DAUCA
Q:38 6 -150 1,H:5-

373
48 .58 %ID E:3e -9 8 Ep id e rmis-sp e cific  se cre te d  g lyco p ro te in EP1

PF0 1453.21^B_le ctin^D-manno se  b ind ing  le ctin^112-20 8 ^E:6 .1e -26 `PF0 8 276 .8 ^PAN_2^PAN-like  d o main^424-453^E:3.4e -

0 5`PF1429 5.3^PAN_4^PAN d o main^427-445^E:0 .38
0 -1,159 0 ,0 1 -0 ,8 75 0 ,50 7 0 ,256 0 ,0 0 3 0 ,9 52 0 -1,18 EP1G_DAUCA Ep id e rmis-sp e cific  se cre te d  g lyco p ro te in EP1 (52/54 kDa me d ium p ro te in) EP1 Daucus caro ta (Wild  carro t) Dire ct p ro te in se q ue ncing ; G lyco p ro te in; Le ctin; Se cre te d ; Sig nal

SRR3420 23_TR8 9 21_c1_g 1_i2_le n=778 R27A3_ARATH
Q:131-56 8 ,H:1-

146
8 9 .0 4%ID E:3e -8 9 6 0 S rib o so mal p ro te in L27a-3 PF0 0 8 28 .16 ^Rib o so mal_L27A^Rib o so mal p ro te ins 50 S-L15, 50 S-L18 e , 6 0 S-L27A^71-18 6 ^E:6 .6 e -23 0 -1,0 9 7 0 ,117 -0 ,36 8 0 ,6 57 0 ,122 0 ,528 -0 ,18 0 -1,271 R27A3_ARATH 6 0 S rib o so mal p ro te in L27a-3 RPL27AC At1g 70 6 0 0  F24J13.17 F5A18 .22

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 7_TR10 0 26 _c0 _g 2_i1_le n=2229 PMGI_MESCR
Q:210 -18 8 0 ,H:1-

557
8 9 .0 5%ID E:0

2,3-b isp ho sp ho g lyce rate -ind e p e nd e nt

p ho sp ho g lyce rate  mutase

PF0 16 76 .15^Me tallo e nzyme ^Me tallo e nzyme  sup e rfamily^22-545^E:4.7e -10 1`PF0 6 415.10 ^iPGM_N^BPG-ind e p e nd e nt

PGAM N-te rminus (iPGM_N)^10 2-322^E:6 .4e -59
0 ,0 0 1 -2,26 4 0 2,743 0 ,0 0 6 1,9 21 0 ,0 0 1 2,244 0 -2,8 6 9 PMGI_MESCR

2,3-b isp ho sp ho g lyce rate -ind e p e nd e nt p ho sp ho g lyce rate  mutase  (BPG-ind e p e nd e nt PGAM)

(Pho sp ho g lyce ro mutase ) (EC 5.4.2.12) (PGAM-I)
PGM1

Me se mb ryanthe mum crystall inum

(Co mmo n ice  p lant) (Cryo p hytum

crystall inum)

PATHWAY: Carb o hyd rate  d e g rad atio n; g lyco lysis; p yruvate  fro m D-

g lyce rald e hyd e  3-p ho sp hate : ste p  3/5.
Cyto p lasm; G lyco lysis; Iso me rase ; Mang ane se ; Me tal-b ind ing ; Stre ss re sp o nse

SRR6 48 70 7_TR246 57_c0 _g 1_i1_le n=10 73 R10 A3_ARATH
Q:171-8 21,H:1-

217
9 1.71%ID E:3e -129 6 0 S rib o so mal p ro te in L10 a-3 PF0 0 6 8 7.18 ^Rib o so mal_L1^Rib o so mal p ro te in L1p /L10 e  family^21-211^E:1.1e -44 0 -1,0 9 1 0 ,6 0 8 -0 ,127 0 ,46 3 0 ,211 0 ,259 -0 ,33 0 -11,8 16 R10 A3_ARATH 6 0 S rib o so mal p ro te in L10 a-3 RPL10 AC At5g 22440  MWD9 .24

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR9 24147_TR19 6 9 _c1_g 1_i6 _le n=9 0 4 RL31_NICGU
Q:178 -537,H:1-

120
9 1.6 7%ID E:1e -55 6 0 S rib o so mal p ro te in L31 . 0 ,0 0 1 -0 ,8 22 0 ,28 7 -0 ,257 0 ,36 7 0 ,252 0 ,79 6 -0 ,0 8 5 0 -0 ,9 42 RL31_NICGU 6 0 S rib o so mal p ro te in L31 RPL31 Nico tiana g lutino sa (To b acco ) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR11446 34_TR3773_c0 _g 2_i6 _le n=2346 THIC_ARATH
Q:136 -

1770 ,H:9 9 -6 43
9 1.0 1%ID E:0 Pho sp ho me thylp yrimid ine  synthase , chlo ro p lastic PF0 19 6 4.15^ThiC_Rad _SAM^Rad ical SAM ThiC family^79 -49 9 ^E:4.5e -19 8 0 ,6 8 0 ,14 0 -1,56 4 1 0 1 1,6 74 0 -1,232 THIC_ARATH

Pho sp ho me thylp yrimid ine  synthase , chlo ro p lastic (EC 4.1.9 9 .17) (Hyd ro xyme thylp yrimid ine

p ho sp hate  synthase ) (HMP-P synthase ) (HMP-p ho sp hate  synthase ) (HMPP synthase ) (Pro te in

PYRIMIDINE REQUIRING) (Thiamine  b io synthe sis p ro te in ThiC) (Pro te in THIAMINE C)

THIC PY At2g 29 6 30  T27A16 .27
Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Co facto r b io synthe sis; thiamine  d ip ho sp hate  b io synthe sis.

3D-structure ; 4Fe -4S; Chlo ro p last; Co mp le te  p ro te o me ; Iro n; Iro n-sulfur; Lyase ; Me tal-

b ind ing ; Plastid ; Re fe re nce  p ro te o me ; S-ad e no syl-L-me thio nine ; Thiamine  b io synthe sis;

Transit p e p tid e ; Zinc

SRR122238 _TR7314_c0 _g 1_i4_le n=1143 XTH9 _ARATH
Q:122-9 9 4,H:10 -

28 9
72.16 %ID E:3e -158

Xylo g lucan e nd o transg luco sylase /hyd ro lase

p ro te in 9

PF0 0 722.18 ^Glyco _hyd ro _16 ^Glyco syl hyd ro lase s family 16 ^6 3-239 ^E:3.2e -57`PF0 6 9 55.9 ^XET_C^Xylo g lucan e nd o -

transg lyco sylase  (XET) C-te rminus^28 1-326 ^E:1.8 e -17
0 ,0 0 2 -0 ,8 22 0 -3,8 48 0 ,6 11 0 ,417 1 0 ,148 0 -0 ,8 48 XTH9 _ARATH Xylo g lucan e nd o transg luco sylase /hyd ro lase  p ro te in 9  (At-XTH9 ) (XTH-9 ) (EC 2.4.1.20 7) XTH9  EXGT-A6  XTR16  At4g 0 3210  F4C21.14

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Ap o p last; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te

p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ; Re fe re nce  p ro te o me ;

Se cre te d ; Sig nal; Transfe rase

SRR122238 _TR146 30 _c0 _g 2_i2_le n=1271 GLYM2_FLAPR
Q:1233-

28 9 ,H:20 9 -517
8 6 .9 8 %ID E:0 Se rine  hyd ro xyme thyltransfe rase  2, mito cho nd rial PF0 0 46 4.16 ^SHMT^Se rine  hyd ro xyme thyltransfe rase ^2-240 ^E:2.9 e -122 1 -0 ,0 0 6 0 -0 ,8 6 1 0 ,0 34 -0 ,476 0 ,0 0 5 -0 ,6 33 0 -1,6 14 GLYM2_FLAPR

Se rine  hyd ro xyme thyltransfe rase  2, mito cho nd rial (SHMT2) (EC 2.1.2.1) (G lycine

hyd ro xyme thyltransfe rase  2) (Se rine  me thylase  2)
Flave ria p ring le i PATHWAY: One -carb o n me tab o lism; te trahyd ro fo late  inte rco nve rsio n. Mito cho nd rio n; One -carb o n me tab o lism; Pyrid o xal p ho sp hate ; Transfe rase ; Transit p e p tid e

SRR122238 _TR41140 _c0 _g 1_i1_le n=1134 RK3_TOBAC
Q:9 71-216 ,H:8 -

259
8 2.42%ID E:2e -123 50 S rib o so mal p ro te in L3, chlo ro p lastic PF0 0 29 7.19 ^Rib o so mal_L3^Rib o so mal p ro te in L3^18 5-272^E:2.2e -17 0 ,0 9 5 -0 ,738 0 ,0 0 1 -1,6 14 0 ,6 8 3 0 ,28 5 1 0 ,118 0 -1,172 RK3_TOBAC 50 S rib o so mal p ro te in L3, chlo ro p lastic (Frag me nt) RPL3

Nico tiana tab acum (Co mmo n

to b acco )

Chlo ro p last; Plastid ; RNA-b ind ing ; Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e ;

rRNA-b ind ing

SRR122238 _TR45252_c0 _g 1_i1_le n=1771 RR1_SPIOL
Q:16 48 -38 0 ,H:1-

40 8
8 1.8 4%ID E:0 30 S rib o so mal p ro te in S1, chlo ro p lastic

PF0 0 575.20 ^S1^S1 RNA b ind ing  d o main^10 9 -18 1^E:1.3e -0 5`PF0 0 575.20 ^S1^S1 RNA b ind ing  d o main^19 7-26 1^E:1.8 e -

0 8 `PF0 0 575.20 ^S1^S1 RNA b ind ing  d o main^274-344^E:3.9 e -22
0 ,30 7 -0 ,243 0 -0 ,9 0 7 0 ,0 13 -0 ,6 0 3 0 ,0 8 3 -0 ,417 0 ,0 0 1 -0 ,8 42 RR1_SPIOL 30 S rib o so mal p ro te in S1, chlo ro p lastic (CS1) RPS1 Sp inacia o le race a (Sp inach)

Chlo ro p last; Dire ct p ro te in se q ue ncing ; Plastid ; RNA-b ind ing ; Re p e at; Rib o nucle o p ro te in;

Rib o so mal p ro te in; Transit p e p tid e

SRR122238 _TR4579 0 _c0 _g 1_i7_le n=1429 COL5_ARATH
Q:1243-

545,H:149 -355
40 .59 %ID E:7e -33 Zinc fing e r p ro te in CONSTANS-LIKE 5 PF0 6 20 3.11^CCT^CCT mo tif^18 2-224^E:4.2e -18 1 0 0 -7,224 1 0 1 0 0 -8 ,413 COL5_ARATH Zinc fing e r p ro te in CONSTANS-LIKE 5 COL5 At5g 576 6 0  MRI1.1

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Re p e at; Zinc; Zinc-

fing e r

SRR122238 _TR50 273_c0 _g 1_i13_le n=18 0 3 HACD2_BOVIN
Q:1474-

10 73,H:6 9 -20 1
39 .55%ID E:2e -21

Ve ry-lo ng -chain (3R)-3-hyd ro xyacyl-Co A

d e hyd ratase  2 {ECO:0 0 0 0 30 5}
PF0 438 7.11^PTPLA^Pro te in tyro sine  p ho sp hatase -like  p ro te in, PTPLA^1-135^E:3.7e -33 0 ,132 -2,18 3 0 -6 ,151 1 -0 ,76 8 1 1,252 0 -3,19 9 HACD2_BOVIN

Ve ry-lo ng -chain (3R)-3-hyd ro xyacyl-Co A d e hyd ratase  2 (EC 4.2.1.134) (3-hyd ro xyacyl-Co A

d e hyd ratase  2) (HACD2) (Pro te in-tyro sine  p ho sp hatase -like  me mb e r B)
HACD2 PTPLB Bo s taurus (Bo vine )

PATHWAY: Lip id  me tab o lism; fatty acid  b io synthe sis.

{ECO:0 0 0 0 250 |UniPro tKB:Q6 Y1H2}.

Ace tylatio n; Co mp le te  p ro te o me ; End o p lasmic re ticulum; Fatty acid  b io synthe sis; Fatty acid

me tab o lism; G lyco p ro te in; Lip id  b io synthe sis; Lip id  me tab o lism; Lyase ; Me mb rane ;

Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR6 49 58 _c0 _g 1_i3_le n=8 53 CPNB1_ARATH
Q:731-38 7,H:48 6 -

6 0 0
8 6 .9 6 %ID E:1e -59 Chap e ro nin 6 0  sub unit b e ta 1, chlo ro p lastic PF0 0 118 .21^Cp n6 0 _TCP1^TCP-1/cp n6 0  chap e ro nin family^8 -9 7^E:1.2e -23 0 ,0 0 6 -0 ,6 8 5 0 -1,173 0 ,11 0 ,537 0 ,0 46 0 ,6 46 0 -0 ,8 49 CPNB1_ARATH

Chap e ro nin 6 0  sub unit b e ta 1, chlo ro p lastic (CPN-6 0  b e ta 1) (6 0  kDa chap e ro nin sub unit b e ta

1) (RuBisCO larg e  sub unit-b ind ing  p ro te in sub unit b e ta, chlo ro p lastic)

CPN6 0 B1 Cp n6 0 -B(3) LEN1 At1g 5549 0

T5A14.11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ;

Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR122238 _TR8 336 7_c0 _g 1_i1_le n=716 NSA2_HUMAN
Q:6 6 1-

311,H:144-26 0
8 2.9 1%ID E:2e -6 4 Rib o so me  b io g e ne sis p ro te in NSA2 ho mo lo g . 0 ,46 1 1,518 0 -2,445 1 0 1 0 0 -5,232 NSA2_HUMAN

Rib o so me  b io g e ne sis p ro te in NSA2 ho mo lo g  (Hairy ce ll le uke mia p ro te in 1) (TGF-b e ta-

ind ucib le  nucle ar p ro te in 1)
NSA2 TINP1 HUSSY-29 Ho mo  sap ie ns (Human)

Co mp le te  p ro te o me ; Nucle us; Pho sp ho p ro te in; Po lymo rp hism; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so me  b io g e ne sis; rRNA p ro ce ssing

SRR12718 57_TR18 30 3_c0 _g 1_i1_le n=1310 RUB1_BRANA
Q:1131-

36 1,H:29 2-546
8 6 .38 %ID E:2e -135

RuBisCO larg e  sub unit-b ind ing  p ro te in sub unit

alp ha, chlo ro p lastic
PF0 0 118 .21^Cp n6 0 _TCP1^TCP-1/cp n6 0  chap e ro nin family^25-242^E:1.8 e -42 0 ,133 -1,16 1 0 -3,9 12 1 -1,0 38 1 -1,0 8 3 0 -3,8 6 3 RUB1_BRANA

RuBisCO larg e  sub unit-b ind ing  p ro te in sub unit alp ha, chlo ro p lastic (6 0  kDa chap e ro nin

sub unit alp ha) (CPN-6 0  alp ha) (Frag me nt)
Brassica nap us (Rap e )

ATP-b ind ing ; Chap e ro ne ; Chlo ro p last; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Plastid ; Transit

p e p tid e

SRR12718 58 _TR414_c0 _g 1_i1_le n=158 1 DHEB_NICPL
Q:136 9 -

356 ,H:74-411
8 9 .9 4%ID E:0 Glutamate  d e hyd ro g e nase  B

PF0 28 12.15^ELFV_d e hyd ro g _N^Glu/Le u/Phe /Val d e hyd ro g e nase , d ime risatio n d o main^6 -9 1^E:7.1e -

31`PF0 0 20 8 .18 ^ELFV_d e hyd ro g ^Glutamate /Le ucine /Phe nylalanine /Valine  d e hyd ro g e nase ^10 8 -340 ^E:6 .3e -73
0 ,147 0 ,9 0 6 0 -1,543 0 ,78 1 0 ,47 1 0 ,28 7 0 ,0 0 1 -1,8 9 3 DHEB_NICPL Glutamate  d e hyd ro g e nase  B (GDH B) (EC 1.4.1.3) GDHB

Nico tiana p lumb ag inifo lia

(Le ad wo rt-le ave d  to b acco ) (Te x-

Me x to b acco )

NAD; Oxid o re d uctase

SRR12718 58 _TR55352_c0 _g 1_i2_le n=1138 PI5K9 _ARATH
Q:9 4-8 6 7,H:554-

8 12
75.57%ID E:9 e -129 Pho sp hatid ylino sito l 4-p ho sp hate  5-kinase  9 PF0 150 4.15^PIP5K^Pho sp hatid ylino sito l-4-p ho sp hate  5-Kinase ^1-247^E:1.4e -50 0 ,0 17 -5,8 6 9 0 ,0 0 1 -1,8 8 4 1 -0 ,40 4 0 ,129 -4,9 19 0 -2,721 PI5K9 _ARATH

Pho sp hatid ylino sito l 4-p ho sp hate  5-kinase  9  (AtPIP5K9 ) (EC 2.7.1.6 8 ) (1-p ho sp hatid ylino sito l

4-p ho sp hate  kinase  9 ) (Dip ho sp ho ino sitid e  kinase  9 ) (Ptd Ins(4)P-5-kinase  9 )
PIP5K9  At3g 0 9 9 20  F8 A24.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Kinase ; Me mb rane ; Nucle o tid e -b ind ing ; Nucle us;

Re fe re nce  p ro te o me ; Re p e at; Transfe rase

SRR12718 58 _TR6 0 176 _c0 _g 1_i1_le n=10 53 VATA_ARATH
Q:39 0 -

59 3,H:556 -6 23
8 9 .71%ID E:5e -31 V-typ e  p ro to n ATPase  catalytic sub unit A . 1 0 ,417 0 -3,54 1 -0 ,9 53 1 -0 ,76 9 0 -2,9 6 4 VATA_ARATH

V-typ e  p ro to n ATPase  catalytic sub unit A (V-ATPase  sub unit A) (EC 3.6 .3.14) (V-ATPase  6 9  kDa

sub unit) (Vacuo lar H(+)-ATPase  sub unit A) (Vacuo lar p ro to n p ump  sub unit alp ha)
VHA-A At1g 78 9 0 0  F9 K20 .5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Hyd ro g e n io n transp o rt; Hyd ro lase ; Io n transp o rt;

Me mb rane ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ; Transp o rt; Vacuo le

SRR12718 59 _TR49 46 _c0 _g 3_i5_le n=6 38 CB2D_SOLLC
Q:6 0 8 -276 ,H:6 -

116
9 3.6 9 %ID E:4e -70 Chlo ro p hyll a-b  b ind ing  p ro te in 1D . 0 ,458 0 ,155 0 -2,6 6 7 0 1,0 36 0 ,0 0 4 0 ,6 13 0 -3,8 44 CB2D_SOLLC Chlo ro p hyll a-b  b ind ing  p ro te in 1D (LHCII typ e  I CAB-1D) (LHCP) (Frag me nt) CAB1D

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Mag ne sium; Me mb rane ;

Me tal-b ind ing ; Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ;

Re fe re nce  p ro te o me ; Thylako id ; Transme mb rane ; Transme mb rane  he lix

SRR12718 59 _TR59 0 2_c0 _g 2_i1_le n=6 6 8 CLPP6 _ARATH
Q:143-

334,H:20 8 -271
8 7.5%ID E:8 e -33

ATP-d e p e nd e nt Clp  p ro te ase  p ro te o lytic sub unit 6 ,

chlo ro p lastic {ECO:0 0 0 0 30 3|Pub Me d :1129 9 370 }
. 0 ,0 6 8 1,0 6 7 0 -1,9 4 0 ,177 0 ,747 1 0 ,0 52 0 -1,577 CLPP6 _ARATH

ATP-d e p e nd e nt Clp  p ro te ase  p ro te o lytic sub unit 6 , chlo ro p lastic (EC 3.4.21.9 2)

(End o p e p tid ase  Clp P6 ) (nClp P6 ) (nClp P1)
CLPP6  NCLPP1 NCLPP6  At1g 11750  F25C20 .10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in

se q ue ncing ; Hyd ro lase ; Plastid ; Pro te ase ; Re fe re nce  p ro te o me ; Se rine  p ro te ase ; Transit

p e p tid e

SRR12718 59 _TR21277_c0 _g 2_i5_le n=8 70 EDL16 _ARATH
Q:157-534,H:38 6 -

479
58 .73%ID E:4e -35 Sug ar transp o rte r ERD6 -like  16 PF0 0 0 8 3.21^Sug ar_tr^Sug ar (and  o the r) transp o rte r^38 -115^E:2.5e -13 0 ,0 43 -1,279 0 -2,46 0 ,0 0 1 -3,175 0 ,0 0 1 -3,6 8 4 0 -1,6 42 EDL16 _ARATH Sug ar transp o rte r ERD6 -like  16 At5g 18 8 40  F17K4.9 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Sug ar transp o rt; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR12718 59 _TR28 8 8 7_c0 _g 1_i4_le n=16 49 GDI2_ARATH
Q:26 3-

10 54,H:173-436
8 7.12%ID E:2e -16 7

Guano sine  nucle o tid e  d ip ho sp hate  d isso ciatio n

inhib ito r 2
PF0 0 9 9 6 .15^GDI^GDP d isso ciatio n inhib ito r^1-226 ^E:1.9 e -113 1 0 ,8 9 3 0 -3,533 1 0 ,0 8 8 1 -0 ,57 0 -2,56 GDI2_ARATH Guano sine  nucle o tid e  d ip ho sp hate  d isso ciatio n inhib ito r 2 (AtGDI2) GDI2 At3g 59 9 20  F24G16 .19 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; GTPase  activatio n; Re fe re nce  p ro te o me

SRR3420 17_TR756 _c1_g 3_i3_le n=8 11 PSBP_SPIOL
Q:76 -56 7,H:10 4-

26 7
8 3.54%ID E:1e -9 6 Oxyg e n-e vo lving  e nhance r p ro te in 2, chlo ro p lastic PF0 178 9 .13^Psb P^Psb P^26 -18 8 ^E:1.6 e -38 1 -0 ,31 0 -7,9 0 3 0 ,6 29 1,248 0 ,0 43 2,6 19 0 -2,6 58 PSBP_SPIOL

Oxyg e n-e vo lving  e nhance r p ro te in 2, chlo ro p lastic (OEE2) (23 kDa sub unit o f o xyg e n e vo lving

syste m o f p ho to syste m II) (23 kDa thylako id  me mb rane  p ro te in) (OEC 23 kDa sub unit)
PSBP Sp inacia o le race a (Sp inach)

3D-structure ; Chlo ro p last; Dire ct p ro te in se q ue ncing ; Me mb rane ; Pho to synthe sis;

Pho to syste m II; Plastid ; Thylako id ; Transit p e p tid e

SRR3420 17_TR319 9 _c0 _g 5_i1_le n=1156 NA NA NA NA NA . 0 ,36 5 0 ,56 8 0 -1,6 31 0 ,0 0 1 6 ,552 1 0 0 -1,9 19 . . . . . .

SRR3420 17_TR240 38 _c0 _g 1_i3_le n=18 77 XTH9 _ARATH
Q:6 39 -211,H:157-

28 9
71.33%ID E:9 e -8 7

Xylo g lucan e nd o transg luco sylase /hyd ro lase

p ro te in 9
. 0 ,0 0 1 -1,16 2 0 -3,18 9 0 ,29 9 -1,78 6 0 ,0 34 -3,573 0 -1,0 6 9 XTH9 _ARATH Xylo g lucan e nd o transg luco sylase /hyd ro lase  p ro te in 9  (At-XTH9 ) (XTH-9 ) (EC 2.4.1.20 7) XTH9  EXGT-A6  XTR16  At4g 0 3210  F4C21.14

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Ap o p last; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te

p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ; Re fe re nce  p ro te o me ;

Se cre te d ; Sig nal; Transfe rase

SRR3420 17_TR26 18 5_c0 _g 2_i3_le n=8 33 CBSX5_ARATH
Q:9 0 -6 59 ,H:19 3-

38 9
52.79 %ID E:2e -42 CBS d o main-co ntaining  p ro te in CBSX5 . 0 ,129 -5,153 0 -8 ,119 1 0 1 0 0 -1,6 32 CBSX5_ARATH CBS d o main-co ntaining  p ro te in CBSX5 CBSX5 At4g 2746 0  F27G19 .6 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)
CBS d o main; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Re p e at

SRR3420 17_TR30 78 7_c0 _g 2_i2_le n=1214 EP1G_DAUCA
Q:333-

6 29 ,H:26 3-373
48 .6 5%ID E:2e -25 Ep id e rmis-sp e cific  se cre te d  g lyco p ro te in EP1 PF0 8 276 .8 ^PAN_2^PAN-like  d o main^59 -8 8 ^E:2.2e -0 6 `PF0 0 0 24.23^PAN_1^PAN d o main^6 0 -8 8 ^E:0 .0 0 0 14 1 -1,0 51 0 -5,341 1 -1,28 2 1 1,49 2 0 -3,325 EP1G_DAUCA Ep id e rmis-sp e cific  se cre te d  g lyco p ro te in EP1 (52/54 kDa me d ium p ro te in) EP1 Daucus caro ta (Wild  carro t) Dire ct p ro te in se q ue ncing ; G lyco p ro te in; Le ctin; Se cre te d ; Sig nal

SRR3420 19 _TR19 9 6 8 _c3_g 12_i11_le n=8 18 VICHY_VICSN
Q:148 -

525,H:38 4-50 9
6 1.11%ID E:9 e -46

Vicianin hyd ro lase

{ECO:0 0 0 0 312|EMBL:ABD0 39 37.1}
PF0 0 232.15^Glyco _hyd ro _1^Glyco syl hyd ro lase  family 1^3-128 ^E:3e -38 0 ,76 0 ,747 0 -3,14 1 -3,16 5 1 -3,16 5 0 -1,6 48 VICHY_VICSN Vicianin hyd ro lase  (VH) (EC 3.2.1.119 ) (Frag me nt)

Vic ia sativa sub sp . nig ra (Co mmo n

ve tch) (Vic ia ang ustifo lia)
Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ; Sig nal

SRR3420 19 _TR2526 7_c2_g 1_i2_le n=6 6 3 PGKH_WHEAT
Q:6 10 -

371,H:39 0 -46 9
9 6 .25%ID E:3e -33 Pho sp ho g lyce rate  kinase , chlo ro p lastic PF0 0 16 2.16 ^PGK^Pho sp ho g lyce rate  kinase ^18 -8 9 ^E:5.7e -29 1 0 ,16 4 0 -1,9 13 0 ,8 9 2 -0 ,152 0 ,6 75 -0 ,30 5 0 -4,9 0 4 PGKH_WHEAT Pho sp ho g lyce rate  kinase , chlo ro p lastic (EC 2.7.2.3) Triticum ae stivum (Whe at) PATHWAY: Carb o hyd rate  b io synthe sis; Calvin cycle .

ATP-b ind ing ; Calvin cycle ; Chlo ro p last; Co mp le te  p ro te o me ; Kinase ; Nucle o tid e -b ind ing ;

Plastid ; Re fe re nce  p ro te o me ; Transfe rase ; Transit p e p tid e

SRR3420 19 _TR2750 0 _c1_g 2_i3_le n=1179 EF1A_TOBAC
Q:1113-

517,H:238 -436
9 7.9 9 %ID E:3e -135 Elo ng atio n facto r 1-alp ha

PF0 3144.22^GTP_EFTU_D2^Elo ng atio n facto r Tu d o main 2^7-50 ^E:2.2e -0 7`PF0 3143.14^GTP_EFTU_D3^Elo ng atio n facto r

Tu C-te rminal d o main^59 -16 6 ^E:5.5e -39
0 ,0 0 3 -0 ,8 9 3 0 -1,413 0 0 ,9 6 7 0 ,576 0 ,17 0 -2,412 EF1A_TOBAC Elo ng atio n facto r 1-alp ha (EF-1-alp ha) (Vitro ne ctin-like  ad he sio n p ro te in 1) (PVN1)

Nico tiana tab acum (Co mmo n

to b acco )

Cyto p lasm; Elo ng atio n facto r; GTP-b ind ing ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Pro te in

b io synthe sis

SRR3420 19 _TR35318 _c0 _g 1_i1_le n=9 28 NA NA NA NA NA PF0 2325.14^YGGT^YGGT family^131-20 0 ^E:2.5e -15 0 ,79 1 -0 ,0 8 7 0 -1,18 3 0 ,18 -0 ,472 0 ,31 -0 ,37 0 -6 ,178 . . . . . .

SRR3420 19 _TR38 16 2_c5_g 11_i3_le n=8 17 TIP11_ARATH
Q:76 5-373,H:121-

251
8 2.44%ID E:8 e -6 2 Aq uap o rin TIP1-1 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^1-8 4^E:5.9 e -31 0 ,79 8 0 ,49 0 -3,0 51 0 ,20 6 0 ,752 0 ,458 0 ,49 3 0 -4,155 TIP11_ARATH

Aq uap o rin TIP1-1 (Aq uap o rin TIP) (Gamma-to no p last intrinsic p ro te in) (Gamma-TIP)

(To no p last intrinsic p ro te in 1-1) (AtTIP1;1) (To no p last intrinsic p ro te in, ro o t-sp e cific  RB7)

[Cle ave d  into : Aq uap o rin TIP1-1, N-te rminally p ro ce sse d ]

TIP1-1 AQP.1 At2g 36 8 30  T1J8 .1
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at;

Transme mb rane ; Transme mb rane  he lix; Transp o rt; Vacuo le

SRR3420 22_TR248 49 _c2_g 7_i1_le n=3139 GLGB1_PEA
Q:2542-

10 37,H:342-8 46
8 5.74%ID E:0

1,4-alp ha-g lucan-b ranching  e nzyme  1,

chlo ro p lastic/amylo p lastic

PF0 0 128 .21^Alp ha-amylase ^Alp ha amylase , catalytic d o main^15-8 6 ^E:9 .1e -13`PF0 28 0 6 .15^Alp ha-amylase _C^Alp ha

amylase , C-te rminal all-b e ta d o main^40 4-49 8 ^E:1.9 e -25
0 ,534 -0 ,40 2 0 -2,129 0 ,59 3 -0 ,6 71 0 ,239 -1,135 0 -4,28 GLGB1_PEA

1,4-alp ha-g lucan-b ranching  e nzyme  1, chlo ro p lastic/amylo p lastic (EC 2.4.1.18 ) (Starch

b ranching  e nzyme  I)
SBEI Pisum sativum (Gard e n p e a) PATHWAY: G lycan b io synthe sis; starch b io synthe sis. Amylo p last; Chlo ro p last; Dire ct p ro te in se q ue ncing ; Plastid ; Transfe rase ; Transit p e p tid e

SRR3420 22_TR248 8 9 _c4_g 1_i1_le n=56 5 NA NA NA NA NA . 0 ,8 12 -0 ,18 7 0 -5,712 0 ,131 -0 ,49 6 0 ,0 11 -0 ,8 6 1 0 -3,9 16 . . . . . .

SRR3420 22_TR27316 _c4_g 3_i1_le n=1414 SYNC1_ARATH
Q:532-

1218 ,H:342-572
74.46 %ID E:2e -119

Asp arag ine --tRNA lig ase , cyto p lasmic 1

{ECO:0 0 0 0 30 5}
PF0 0 152.17^tRNA-synt_2^tRNA synthe tase s class II (D, K and  N)^1-19 9 ^E:2e -41 0 ,6 29 1,28 5 0 -2,6 8 1 1 -0 ,719 1 0 ,28 2 0 -2,46 9 SYNC1_ARATH

Asp arag ine --tRNA lig ase , cyto p lasmic 1 (EC 6 .1.1.22) (Asp arag inyl-tRNA synthe tase  1) (AsnRS

1) (Pro te in EMBRYO DEFECTIVE 2755)
SYNC1 EMB2755 At5g 56 6 8 0  MIK19 .13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Ace tylatio n; Amino acyl-tRNA synthe tase ; Co mp le te  p ro te o me ; Cyto p lasm; DNA-

b ind ing ; Lig ase ; Nucle o tid e -b ind ing ; Pro te in b io synthe sis; Re fe re nce  p ro te o me

SRR3420 22_TR28 8 53_c0 _g 3_i2_le n=1326 UBC2_WHEAT
Q:532-9 8 7,H:1-

152
9 6 .0 5%ID E:2e -10 3 Ub iq uitin-co njug ating  e nzyme  E2 2 PF0 0 179 .23^UQ_co n^Ub iq uitin-co njug ating  e nzyme ^8 -144^E:1.9 e -52 0 ,0 3 0 ,73 0 ,0 0 1 -1,217 0 ,0 74 0 ,535 0 ,0 6 7 0 ,546 0 -2,9 16 UBC2_WHEAT

Ub iq uitin-co njug ating  e nzyme  E2 2 (EC 2.3.2.23) (E2 ub iq uitin-co njug ating  e nzyme  2)

(Ub iq uitin carrie r p ro te in 2) (Ub iq uitin-co njug ating  e nzyme  E2-16  kDa) (Ub iq uitin-p ro te in

lig ase  2)

UBC2 UBC1 Triticum ae stivum (Whe at)
PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n. {ECO:0 0 0 0 255|PROSITE-

Pro Rule :PRU0 0 38 8 }.

ATP-b ind ing ; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ; Transfe rase ;

Ub l co njug atio n p athway

SRR3420 23_TR10 339 _c0 _g 2_i1_le n=16 6 9 FLS2_ARATH
Q:238 -

1338 ,H:25-46 7
31.0 7%ID E:1e -34

LRR re ce p to r-l ike  se rine /thre o nine -p ro te in kinase

FLS2

PF0 8 26 3.9 ^LRRNT_2^Le ucine  rich re p e at N-te rminal d o main^33-6 6 ^E:3.6 e -0 5`PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich

Re p e at^114-134^E:0 .0 46 `PF138 55.3^LRR_8 ^Le ucine  rich re p e at^16 1-219 ^E:9 .2e -0 9 `PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich

Re p e at^16 2-18 3^E:0 .0 7`PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^18 4-19 9 ^E:1.7`PF138 55.3^LRR_8 ^Le ucine  rich

re p e at^230 -28 9 ^E:5.8 e -0 9 `PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^254-26 7^E:1.7`PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich

Re p e at^255-273^E:0 .27

0 ,147 -0 ,458 0 -1,8 9 5 0 ,352 -0 ,9 51 0 ,5 -0 ,70 1 0 -1,8 55 FLS2_ARATH
LRR re ce p to r-l ike  se rine /thre o nine -p ro te in kinase  FLS2 (EC 2.7.11.1) (Pro te in FLAGELLIN-

SENSING 2) (Pro te in FLAGELLIN-SENSITIVE 2)
FLS2 At5g 46 330  MPL12.13 MPL12.8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; ATP-b ind ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; End o so me ;

Glyco p ro te in; Kinase ; Le ucine -rich re p e at; Me mb rane ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in;

Plant d e fe nse ; Re ce p to r; Re fe re nce  p ro te o me ; Re p e at; Se rine /thre o nine -p ro te in kinase ;

Sig nal; Transfe rase ; Transme mb rane ; Transme mb rane  he lix; Ub l co njug atio n; Ub l

co njug atio n p athway

SRR3420 23_TR15713_c0 _g 2_i5_le n=19 71 XTH33_ARATH
Q:10 10 -

18 52,H:26 -30 9
6 1.19 %ID E:5e -128

Pro b ab le  xylo g lucan

e nd o transg luco sylase /hyd ro lase  p ro te in 33

PF0 0 722.18 ^Glyco _hyd ro _16 ^Glyco syl hyd ro lase s family 16 ^4-170 ^E:6 .1e -51`PF0 6 9 55.9 ^XET_C^Xylo g lucan e nd o -

transg lyco sylase  (XET) C-te rminus^212-249 ^E:1.6 e -12
0 ,79 3 0 ,141 0 -1,8 9 7 0 ,146 -0 ,50 9 0 ,0 0 8 -0 ,9 58 0 -3,0 5 XTH33_ARATH

Pro b ab le  xylo g lucan e nd o transg luco sylase /hyd ro lase  p ro te in 33 (At-XTH33) (XTH-33) (EC

2.4.1.20 7)
XTH33 At1g 10 550  T10 O24.17

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ap o p last; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; Disulfid e  b o nd ;

Glyco p ro te in; G lyco sid ase ; Hyd ro lase ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal; Transfe rase

SRR3420 23_TR20 256 _c0 _g 2_i1_le n=50 6 EFGC_ARATH
Q:40 -50 4,H:511-

6 6 5
9 4.8 4%ID E:2e -9 7

Elo ng atio n facto r G, chlo ro p lastic

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 30 6 3}

PF1449 2.3^EFG_II^Elo ng atio n Facto r G, d o main II^1-24^E:8 .9 e -0 8 `PF0 376 4.15^EFG_IV^Elo ng atio n facto r G, d o main

IV^26 -125^E:9 .1e -40
0 ,0 0 7 -0 ,71 0 -1,6 51 0 ,0 0 6 -0 ,6 16 0 ,46 1 -0 ,16 5 0 -5,8 0 3 EFGC_ARATH

Elo ng atio n facto r G, chlo ro p lastic (cEF-G) (Elo ng atio n facto r EF-G/SCO1) (Pro te in SNOWY

COTYLEDON 1, chlo ro p lastic) (AtSCO1)
CPEFG SCO1 At1g 6 2750  F23N19 .11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Pro te in b io synthe sis; p o lyp e p tid e  chain e lo ng atio n.

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 30 6 3}.

Chlo ro p last; Co mp le te  p ro te o me ; Elo ng atio n facto r; GTP-b ind ing ; Nucle o tid e -b ind ing ;

Plastid ; Pro te in b io synthe sis; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 23_TR29 6 8 6 _c4_g 4_i4_le n=29 52 EDA2_ARATH
Q:26 9 -

16 21,H:37-48 9
6 6 %ID E:0 Pro b ab le  se rine  p ro te ase  EDA2 PF0 5577.9 ^Pe p tid ase _S28 ^Se rine  carb o xyp e p tid ase  S28 ^58 -445^E:6 .3e -77 0 ,36 7 -0 ,254 0 -1,179 0 ,0 2 -0 ,49 4 0 ,158 -0 ,29 9 0 -7,56 9 EDA2_ARATH

Pro b ab le  se rine  p ro te ase  EDA2 (EC 3.4.-.-) (Pro te in EMBRYO SAC DEVELOPMENT ARREST

2)
EDA2 At2g 18 0 8 0  T27K22.5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; G lyco p ro te in; Hyd ro lase ; Pro te ase ; Re fe re nce  p ro te o me ; Se cre te d ;

Se rine  p ro te ase ; Sig nal

SRR6 46 572_TR16 443_c0 _g 1_i1_le n=10 14 PSAL_ARATH
Q:213-8 0 3,H:23-

219
8 2.74%ID E:3e -9 3

Pho to syste m I re actio n ce nte r sub unit XI,

chlo ro p lastic
PF0 26 0 5.12^PsaL^Pho to syste m I re actio n ce ntre  sub unit XI^6 0 -212^E:1.1e -59 0 ,6 0 1 0 ,111 0 -0 ,9 19 0 ,0 36 -0 ,437 0 ,10 6 -0 ,336 0 -6 ,19 6 PSAL_ARATH Pho to syste m I re actio n ce nte r sub unit XI, chlo ro p lastic (PSI-L) (PSI sub unit V) PSAL At4g 128 0 0  T20 K18 .150

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Pho to synthe sis; Pho to syste m I;

Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane

he lix

SRR6 46 6 0 4_TR40 9 1_c0 _g 1_i1_le n=170 4 AT74_ARATH
Q:26 4-1271,H:9 -

275
43.15%ID E:1e -8 0

Pho sp ho g lyce rate  mutase -like  p ro te in AT74

{ECO:0 0 0 0 30 5}
PF0 0 30 0 .19 ^His_Pho s_1^Histid ine  p ho sp hatase  sup e rfamily (b ranch 1)^73-173^E:2.9 e -13 0 ,745 -0 ,153 0 -2,0 9 7 0 ,534 0 ,43 1 0 ,10 6 0 -1,9 8 1 AT74_ARATH Pho sp ho g lyce rate  mutase -like  p ro te in AT74 (At-74) At3g 0 5170  T12H1.14

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR6 46 6 0 4_TR18 0 8 2_c0 _g 1_i10 _le n=320 1 RSH1L_ARATH
Q:276 6 -30 1,H:1-

8 8 2
6 4.8 3%ID E:0 Putative  GTP d ip ho sp ho kinase  RSH1, chlo ro p lastic

PF13328 .3^HD_4^HD d o main^9 1-248 ^E:1.3e -42`PF0 19 6 6 .19 ^HD^HD d o main^111-217^E:1.3e -

12`PF0 46 0 7.14^Re lA_Sp o T^Re g io n fo und  in Re lA / Sp o T p ro te ins^316 -433^E:1.4e -22`PF0 28 24.18 ^TGS^TGS

d o main^50 4-56 3^E:3.4e -19

0 ,18 9 -1,521 0 -2,48 2 0 ,0 34 5,6 78 1 0 0 -6 ,8 39 RSH1L_ARATH
Putative  GTP d ip ho sp ho kinase  RSH1, chlo ro p lastic (EC 2.7.6 .5) (Re lA/Sp o T ho mo lo g  1)

(AtRSH1) (p p Gp p  synthe tase  RSH1)
RSH1

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Chlo ro p last; GTP-b ind ing ; Kinase ; Nucle o tid e -b ind ing ; Plastid ; Stre ss

re sp o nse ; Transfe rase ; Transit p e p tid e

SRR6 46 6 0 4_TR2159 1_c0 _g 1_i1_le n=1410 NA NA NA NA NA PF0 316 8 .10 ^LEA_2^Late  e mb ryo g e ne sis ab und ant p ro te in^9 7-19 7^E:2.1e -0 5 0 ,76 -0 ,10 6 0 -2,6 26 1 0 ,0 17 1 -0 ,0 29 0 -1,9 72 . . . . . .

SRR6 48 70 5_TR8 6 7_c0 _g 1_i1_le n=9 14 NA NA NA NA NA . 0 ,326 0 ,48 8 0 -1,6 8 5 0 ,474 -0 ,35 0 ,211 -0 ,6 36 0 -1,50 9 . . . . . .

SRR6 48 70 5_TR50 23_c0 _g 1_i1_le n=743 NDK4_ARATH
Q:6 34-

40 7,H:16 0 -235
9 6 .0 5%ID E:4e -45

Nucle o sid e  d ip ho sp hate  kinase  IV,

chlo ro p lastic/mito cho nd rial
. 0 ,335 0 ,723 0 -1,59 8 0 ,0 1 2,353 0 ,0 27 2,156 0 -3,6 73 NDK4_ARATH

Nucle o sid e  d ip ho sp hate  kinase  IV, chlo ro p lastic/mito cho nd rial (NDK IV) (NDP kinase  IV)

(NDPK IV) (EC 2.7.4.6 ) (Nucle o sid e  d ip ho sp hate  kinase  4)
NDK4 At4g 239 0 0  T32A16 .70

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Kinase ;

Mag ne sium; Me tal-b ind ing ; Mito cho nd rio n; Nucle o tid e  me tab o lism; Nucle o tid e -b ind ing ;

Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transfe rase ; Transit p e p tid e

SRR6 48 70 5_TR8 275_c0 _g 2_i1_le n=6 77 PMTQ_ARATH
Q:142-36 9 ,H:754-

8 29
6 7.11%ID E:5e -28 Pro b ab le  me thyltransfe rase  PMT26 . 1 -0 ,29 8 0 -1,722 0 ,0 44 2,18 6 0 ,50 2 -4,19 4 0 -5,534 PMTQ_ARATH Pro b ab le  me thyltransfe rase  PMT26  (EC 2.1.1.-) At5g 6 40 30  MBM17.13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; G lyco p ro te in; Go lg i ap p aratus; Me mb rane ; Me thyltransfe rase ;

Re fe re nce  p ro te o me ; Sig nal-ancho r; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 5_TR18 576 _c0 _g 1_i1_le n=417 NA NA NA NA NA . 0 ,8 18 -0 ,0 6 2 0 -1,6 57 0 ,0 5 0 ,721 0 ,522 0 ,252 0 -0 ,8 8 2 . . . . . .

SRR6 48 70 5_TR22426 _c0 _g 1_i1_le n=16 22 PANK2_ARATH
Q:28 2-

120 2,H:59 2-8 9 8
8 8 .27%ID E:6 e -173 Panto the nate  kinase  2 PF0 19 37.16 ^DUF8 9 ^Pro te in o f unkno wn functio n DUF8 9 ^16 -29 2^E:3.6 e -43 1 0 0 -6 ,9 53 1 0 1 0 0 -6 ,8 8 9 PANK2_ARATH Panto the nate  kinase  2 (AtPANK2) (EC 2.7.1.33) (Panto the nic acid  kinase  2) PANK2 At4g 3218 0  F10 M6 .18 0  F10 N7.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Co facto r b io synthe sis; co e nzyme  A b io synthe sis; Co A fro m (R)-

p anto the nate : ste p  1/5.

ATP-b ind ing ; Alte rnative  sp lic ing ; Co e nzyme  A b io synthe sis; Co mp le te  p ro te o me ; Kinase ;

Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ; Transfe rase

SRR6 48 70 5_TR350 8 2_c0 _g 1_i2_le n=8 23 NA NA NA NA NA . 1 0 ,0 8 9 0 -3,121 0 ,254 -2,36 7 1 -0 ,6 54 0 ,0 0 1 -0 ,9 76 . . . . . .

SRR6 48 70 5_TR35323_c0 _g 2_i1_le n=514 NA NA NA NA NA . 1 -3,6 6 0 -1,375 0 6 ,8 6 9 0 ,0 0 1 6 ,413 0 -2,50 1 . . . . . .

SRR6 48 70 5_TR36 8 41_c1_g 1_i3_le n=2314 GPDL4_ARATH
Q:573-

1772,H:319 -716
51.8 6 %ID E:7e -126

Glyce ro p ho sp ho d ie ste r p ho sp ho d ie ste rase

GDPDL4 {ECO:0 0 0 0 30 5}
PF0 30 0 9 .14^GDPD^Glyce ro p ho sp ho ryl d ie ste r p ho sp ho d ie ste rase  family^18 -30 7^E:2.5e -22 1 0 ,732 0 -5,175 1 -0 ,8 6 3 0 ,50 2 -4,14 0 -4,9 8 8 GPDL4_ARATH

Glyce ro p ho sp ho d ie ste r p ho sp ho d ie ste rase  GDPDL4 (EC 3.1.4.46 ) (G lyce ro p ho sp ho d ie ste r

p ho sp ho d ie ste rase -like  4) (ATGDPDL4) (G lyce ro p ho sp ho d ie ste rase -like  1) (Pro te in SHV3-

LIKE 1)

GDPDL4 GPDL1 SVL1 At5g 5548 0  MTE17.19
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; GPI-ancho r;

G lyce ro l me tab o lism; G lyco p ro te in; Hyd ro lase ; Lip o p ro te in; Me mb rane ; Re fe re nce

p ro te o me ; Re p e at; Sig nal

SRR6 48 70 7_TR1428 3_c1_g 2_i5_le n=779 CGS1_ARATH
Q:9 7-345,H:48 1-

56 3
8 4.34%ID E:2e -40

Cystathio nine  g amma-synthase  1, chlo ro p lastic

{ECO:0 0 0 0 30 5}
. 0 ,6 9 1 0 ,20 8 0 -1,30 7 0 6 ,6 9 7 1 0 0 -3,0 12 CGS1_ARATH

Cystathio nine  g amma-synthase  1, chlo ro p lastic (AtCGS1) (EC 2.5.1.48 ) (METHIONINE

OVERACCUMULATION 1) (O-succinylho mo se rine  (thio l)-lyase )
CGS1 CYS1 MTO1 At3g 0 1120  T4P13.19

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-me thio nine  b io synthe sis via d e  no vo

p athway; L-cystathio nine  fro m O-succinyl-L-ho mo se rine : ste p  1/1. {ECO:0 0 0 0 30 5}.

Amino -acid  b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ;

Me thio nine  b io synthe sis; Plastid ; Po lymo rp hism; Pyrid o xal p ho sp hate ; Re fe re nce  p ro te o me ;

Transfe rase ; Transit p e p tid e

SRR6 48 70 7_TR32126 _c1_g 2_i1_le n=118 7 CSK2B_ARATH
Q:252-6 53,H:153-

28 6
8 5.0 7%ID E:2e -8 0 Case in kinase  II sub unit b e ta PF0 1214.15^CK_II_b e ta^Case in kinase  II re g ulato ry sub unit^3-129 ^E:4.7e -57 0 ,0 17 5,758 0 -3,233 0 ,0 6 6 1,725 0 ,239 1,352 0 -3,556 CSK2B_ARATH Case in kinase  II sub unit b e ta (CK II b e ta) CKB1 At5g 470 8 0  K14A3.3

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR9 24147_TR2258 6 _c8 _g 1_i2_le n=118 5 NA NA NA NA NA . 0 ,6 43 -0 ,48 7 0 ,0 0 1 -1,6 44 0 ,545 0 ,56 1 0 ,545 0 ,48 1 0 -3,0 19 . . . . . .

SRR9 24148 _TR8 19 0 _c0 _g 1_i3_le n=138 8 GLNA_VIGAC
Q:10 0 -

10 53,H:39 -356
9 1.8 2%ID E:0 Glutamine  synthe tase  no d ule  iso zyme PF0 0 120 .21^Gln-synt_C^Glutamine  synthe tase , catalytic d o main^34-257^E:9 .9 e -17 0 ,0 17 -5,729 0 -2,0 58 0 ,79 8 0 ,332 0 ,0 34 -5,6 34 0 -6 ,8 6 6 GLNA_VIGAC Glutamine  synthe tase  no d ule  iso zyme  (GS) (EC 6 .3.1.2) (G lutamate --ammo nia lig ase )

Vig na aco nitifo lia (Mo th b e an)

(Phase o lus aco nitifo lius)
ATP-b ind ing ; Cyto p lasm; Lig ase ; Nitro g e n fixatio n; Nucle o tid e -b ind ing

SRR9 24148 _TR150 0 2_c0 _g 1_i1_le n=6 53 NA NA NA NA NA PF14547.3^Hyd ro p ho b _se e d ^Hyd ro p ho b ic se e d  p ro te in^56 -139 ^E:1.2e -27 0 ,0 17 -5,76 3 0 -8 ,19 7 1 1,328 1 -2,8 0 9 0 -1,6 6 7 . . . . . .

SRR11446 34_TR22741_c0 _g 1_i1_le n=6 20 TBA1_ANEPH
Q:1-39 6 ,H:30 1-

432
9 9 .24%ID E:5e -9 2 Tub ulin alp ha-1 chain PF0 39 53.14^Tub ulin_C^Tub ulin C-te rminal d o main^1-9 1^E:6 .9 e -35 0 -0 ,8 15 0 -1,48 1 0 ,59 1 0 ,177 1 0 ,0 0 5 0 -1,10 5 TBA1_ANEPH Tub ulin alp ha-1 chain TUBA1

Ane mia p hyll itid is (Fe rn) (Osmund a

p hyllitid is)
Ace tylatio n; Cyto p lasm; Cyto ske le to n; GTP-b ind ing ; Micro tub ule ; Nucle o tid e -b ind ing

SRR11446 34_TR248 0 1_c1_g 1_i1_le n=50 6 LUT1_ARATH
Q:50 5-

29 9 ,H:471-539
8 2.6 1%ID E:3e -33 Caro te ne  e p silo n-mo no o xyg e nase , chlo ro p lastic . 0 -7,9 34 0 -9 ,8 37 1 0 1 0 0 -1,70 7 LUT1_ARATH

Caro te ne  e p silo n-mo no o xyg e nase , chlo ro p lastic (EC 1.14.9 9 .45) (Cyto chro me  P450  9 7C1)

(Pro te in LUTEIN DEFICIENT 1)
CYP9 7C1 LUT1 At3g 53130  T4D2.6 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Caro te no id  b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; He me ; Iro n; Me mb rane ; Me tal-

b ind ing ; Mo no o xyg e nase ; Oxid o re d uctase ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR122238 _TR12177_c3_g 1_i2_le n=6 0 8 H32_WHEAT Q:2-40 0 ,H:4-136 9 9 .25%ID E:3e -75 Histo ne  H3.2 PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^1-129 ^E:3.5e -53 0 -1,579 0 -3,274 0 ,78 1 -0 ,345 0 ,78 1 -0 ,349 0 -0 ,9 39 H32_WHEAT Histo ne  H3.2 Triticum ae stivum (Whe at)
Ace tylatio n; Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Dire ct p ro te in se q ue ncing ;

Me thylatio n; Nucle o so me  co re ; Nucle us; Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR12718 57_TR9 6 36 _c0 _g 2_i1_le n=8 0 0 CP20 B_ARATH
Q:18 8 -

475,H:16 1-256
79 .17%ID E:1e -49 . . 0 ,0 0 1 -0 ,772 0 -1,757 0 ,0 8 6 -0 ,8 7 0 ,0 44 -0 ,9 6 3 0 -2,47 PNSL5_ARATH

Pho to synthe tic NDH sub unit o f lume nal lo catio n 5, chlo ro p lastic (Cyclo p hilin o f 20  kDa 2)

(Pe p tid yl-p ro lyl c is-trans iso me rase  CYP20 -2) (PPIase  CYP20 -2) (EC 5.2.1.8 ) (Ro tamase

CYP20 -2) (Thylako id  lume n PPIase  o f 20  kDa) (TLP20 )

PNSL5 CYP20 -2 At5g 13120  T19 L5_8 0
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Cyclo sp o rin; Dire ct

p ro te in se q ue ncing ; Disulfid e  b o nd ; Iso me rase ; Me mb rane ; Plastid ; Re fe re nce  p ro te o me ;

Ro tamase ; Thylako id ; Transit p e p tid e ; Transp o rt

SRR12718 58 _TR776 0 _c0 _g 2_i1_le n=56 3 H4_SOYBN
Q:438 -19 3,H:22-

10 3
10 0 %ID E:1e -49 Histo ne  H4

PF15511.3^CENP-T_C^Ce ntro me re  kine to cho re  co mp o ne nt CENP-T histo ne  fo ld ^35-9 6 ^E:1.4e -

0 8 `PF0 29 6 9 .14^TAF^TATA b o x b ind ing  p ro te in asso ciate d  facto r (TAF)^35-9 2^E:0 .0 0 0 16
0 -1,30 1 0 -1,6 57 0 ,20 1 0 ,413 0 ,78 2 0 ,0 9 5 0 -0 ,8 6 2 H4_SOYBN Histo ne  H4

Glycine  max (So yb e an) (G lycine

hisp id a)

Ace tylatio n; Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Me thylatio n; Nucle o so me

co re ; Nucle us; Re fe re nce  p ro te o me

SRR3420 17_TR1512_c0 _g 3_i1_le n=9 6 0 CH10 C_ARATH Q:6 -6 74,H:31-253 77.58 %ID E:7e -119 20  kDa chap e ro nin, chlo ro p lastic
PF0 0 16 6 .18 ^Cp n10 ^Chap e ro nin 10  Kd  sub unit^33-122^E:5.6 e -28 `PF0 0 16 6 .18 ^Cp n10 ^Chap e ro nin 10  Kd  sub unit^131-

222^E:3.9 e -28
0 -3,334 0 -2,451 0 4,28 4 0 ,0 0 4 3,434 0 -0 ,8 9 7 CH10 C_ARATH

20  kDa chap e ro nin, chlo ro p lastic (Chap e ro nin 10 ) (Ch-CPN10 ) (Cp n10 ) (Chap e ro nin 20 )

(Pro te in Cp n21)
CPN21 CHCPN10  CPN20  At5g 20 720  T1M15.120

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Pho sp ho p ro te in; Plastid ; Re fe re nce

p ro te o me ; Re p e at; Transit p e p tid e

SRR3420 17_TR76 79 _c0 _g 1_i1_le n=156 4 ASPG2_ARATH
Q:36 5-

138 4,H:128 -470
32.6 6 %ID E:1e -32 Pro te in ASPARTIC PROTEASE IN GUARD CELL 2

PF14543.3^TAXi_N^Xylanase  inhib ito r N-te rminal^125-28 6 ^E:2e -33`PF0 0 0 26 .20 ^Asp ^Eukaryo tic asp artyl p ro te ase ^125-

458 ^E:6 .7e -19 `PF14541.3^TAXi_C^Xylanase  inhib ito r C-te rminal^30 9 -455^E:4.6 e -33
0 -0 ,9 11 0 -1,38 0 ,52 -0 ,38 9 0 ,52 -0 ,46 0 ,0 0 1 -0 ,9 22 ASPG2_ARATH Pro te in ASPARTIC PROTEASE IN GUARD CELL 2 (AtASPG2) (EC 3.4.23.-) ASPG2 At3g 20 0 15 MZE19 .7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Asp artyl p ro te ase ; Co mp le te  p ro te o me ; DNA-b ind ing ; Disulfid e  b o nd ; Hyd ro lase ; Pro te ase ;

Re fe re nce  p ro te o me ; Sig nal

SRR3420 17_TR249 42_c1_g 1_i1_le n=518 H4_SOYBN
Q:351-10 6 ,H:22-

10 3
10 0 %ID E:7e -50 Histo ne  H4

PF15511.3^CENP-T_C^Ce ntro me re  kine to cho re  co mp o ne nt CENP-T histo ne  fo ld ^35-9 6 ^E:1.4e -

0 8 `PF0 29 6 9 .14^TAF^TATA b o x b ind ing  p ro te in asso ciate d  facto r (TAF)^35-9 2^E:0 .0 0 0 16
0 ,0 0 1 -0 ,8 44 0 -1,48 4 0 ,539 0 ,239 1 -0 ,0 15 0 -0 ,9 6 1 H4_SOYBN Histo ne  H4

Glycine  max (So yb e an) (G lycine

hisp id a)

Ace tylatio n; Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Me thylatio n; Nucle o so me

co re ; Nucle us; Re fe re nce  p ro te o me

SRR3420 23_TR328 6 _c0 _g 2_i1_le n=712 LSM5_ARATH
Q:6 0 2-345,H:1-

8 5
9 3.0 2%ID E:5e -49 Sm-like  p ro te in LSM5 {ECO:0 0 0 0 30 5} PF0 1423.19 ^LSM^LSM d o main^49 -117^E:3.9 e -20 0 -7,0 6 6 0 -1,357 0 ,8 39 0 ,136 0 ,439 0 ,33 0 -8 ,48 8 LSM5_ARATH

Sm-like  p ro te in LSM5 (AtLSM5) (Pro te in SUPERSENSITIVE TO ABA AND DROUGHT 1)

(AtSAD1) (U6  snRNA-asso ciate d  Sm-like  p ro te in LSM5)
LSM5 SAD1 At5g 48 8 70  K24G6 .21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Co mp le te  p ro te o me ; Cyto p lasm; Nucle us; RNA-b ind ing ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Sp lice o so me ; Stre ss re sp o nse ; mRNA p ro ce ssing ; mRNA sp lic ing

SRR6 46 59 6 _TR9 49 8 _c0 _g 1_i1_le n=6 70 H32_WHEAT
Q:130 -537,H:1-

136
9 9 .26 %ID E:1e -77 Histo ne  H3.2 PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^1-132^E:8 .3e -55 0 -1,6 9 7 0 -5,152 0 ,524 -0 ,6 0 3 0 ,38 1 -0 ,8 12 0 -1,0 6 H32_WHEAT Histo ne  H3.2 Triticum ae stivum (Whe at)

Ace tylatio n; Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Dire ct p ro te in se q ue ncing ;

Me thylatio n; Nucle o so me  co re ; Nucle us; Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR6 48 70 7_TR2416 5_c0 _g 1_i1_le n=8 57 H4_SOYBN
Q:151-39 6 ,H:22-

10 3
10 0 %ID E:2e -48 Histo ne  H4 . 0 -1,237 0 -1,212 0 ,0 9 9 0 ,6 23 0 ,474 0 ,29 3 0 -1,8 59 H4_SOYBN Histo ne  H4

Glycine  max (So yb e an) (G lycine

hisp id a)

Ace tylatio n; Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Me thylatio n; Nucle o so me

co re ; Nucle us; Re fe re nce  p ro te o me

SRR9 24147_TR27514_c1_g 1_i2_le n=734 H4_SOYBN
Q:246 -479 ,H:22-

9 9
10 0 %ID E:6 e -47 Histo ne  H4

PF15511.3^CENP-T_C^Ce ntro me re  kine to cho re  co mp o ne nt CENP-T histo ne  fo ld ^35-9 6 ^E:1.4e -

0 8 `PF0 29 6 9 .14^TAF^TATA b o x b ind ing  p ro te in asso ciate d  facto r (TAF)^35-9 2^E:0 .0 0 0 16
0 -1,26 4 0 -2,6 0 4 1 -0 ,40 2 1 -0 ,10 4 0 -1,131 H4_SOYBN Histo ne  H4

Glycine  max (So yb e an) (G lycine

hisp id a)

Ace tylatio n; Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Me thylatio n; Nucle o so me

co re ; Nucle us; Re fe re nce  p ro te o me

SRR9 24148 _TR210 9 8 _c0 _g 1_i2_le n=116 5 RSI1_SOLLC
Q:249 -536 ,H:1-

9 6
8 1.25%ID E:2e -44 Pro te in RSI-1 . 0 -1,239 0 -3,58 9 1 0 ,0 43 0 ,8 4 -0 ,243 0 -1,51 RSI1_SOLLC Pro te in RSI-1 (TR132) RSI-1

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)
Co mp le te  p ro te o me ; Disulfid e  b o nd ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR9 24148 _TR23429 _c0 _g 1_i1_le n=10 29 NA NA NA NA NA . 0 -1,6 0 4 0 -4,517 1 0 ,0 36 0 ,732 -0 ,8 73 0 -1,10 5 . . . . . .

SRR3420 23_TR118 28 _c0 _g 1_i2_le n=558 NA NA NA NA NA . 0 -7,28 1 1 -1,0 6 6 0 ,28 6 -0 ,8 35 0 -6 ,739 0 ,29 9 1,78 8 . . . . . .

SRR11446 34_TR34776 _c0 _g 2_i3_le n=2152 POLX_TOBAC

Q:2144-

1356 ,H:10 6 5-

1325

53.23%ID E:1e -75
Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n

TNT 1-9 4
. 0 ,113 0 ,447 0 -2,413 0 ,0 51 -0 ,6 46 0 -1,58 1 0 ,6 0 3 0 ,238 POLX_TOBAC

Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-9 4 [Includ e s: Pro te ase  (EC 3.4.23.-);

Re ve rse  transcrip tase  (EC 2.7.7.49 ); End o nucle ase ]

Nico tiana tab acum (Co mmo n

to b acco )

Asp artyl p ro te ase ; End o nucle ase ; Hyd ro lase ; Me tal-b ind ing ; Nucle ase ;

Nucle o tid yltransfe rase ; Pro te ase ; RNA-d ire cte d  DNA p o lyme rase ; Transfe rase ;

Transp o sab le  e le me nt; Zinc; Zinc-fing e r

SRR122238 _TR9 50 6 _c0 _g 1_i1_le n=6 41 PSAK_ARATH
Q:556 -155,H:1-

130
8 0 .6 %ID E:2e -51

Pho to syste m I re actio n ce nte r sub unit p saK,

chlo ro p lastic
PF0 1241.15^PSI_PSAK^Pho to syste m I p saG / p saK^57-132^E:2.4e -24 0 ,9 17 0 ,0 23 0 ,0 0 1 -0 ,729 0 ,0 0 2 -0 ,6 52 0 -0 ,75 0 ,722 0 ,0 8 PSAK_ARATH Pho to syste m I re actio n ce nte r sub unit p saK, chlo ro p lastic (PSI-K) (Pho to syste m I sub unit X) PSAK At1g 30 38 0  T4K22.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Pho to synthe sis; Pho to syste m I; Plastid ;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR34725_c0 _g 1_i1_le n=10 8 5 SABP2_TOBAC
Q:9 8 1-223,H:5-

259
56 .0 8 %ID E:6 e -9 7 Salicylic acid -b ind ing  p ro te in 2

PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase  fo ld ^36 -142^E:5.9 e -10 `PF12146 .5^Hyd ro lase _4^Se rine

amino p e p tid ase , S33^36 -270 ^E:2.4e -0 9 `PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^38 -276 ^E:3.8 e -15
0 ,252 0 ,25 0 -0 ,9 8 7 0 ,0 0 3 -0 ,6 8 9 0 -2,38 7 0 ,8 26 -0 ,0 51 SABP2_TOBAC Salicylic acid -b ind ing  p ro te in 2 (NtSABP2) (EC 3.1.1.-) (Me thyl salicylate  e ste rase ) SABP2

Nico tiana tab acum (Co mmo n

to b acco )
3D-structure ; Hyd ro lase ; Immunity; Innate  immunity; Plant d e fe nse

SRR122238 _TR73778 _c0 _g 1_i1_le n=1257 NA NA NA NA NA . 0 ,539 0 ,176 0 ,0 0 1 -0 ,9 9 3 0 ,0 0 2 -0 ,8 77 0 ,0 0 1 -0 ,9 33 0 ,0 0 1 1,12 . . . . . .

SRR122238 _TR8 56 6 4_c0 _g 1_i2_le n=6 11 NA NA NA NA NA . 1 0 0 -8 ,0 8 1 -0 ,0 25 0 -9 ,0 42 1 -1,134 . . . . . .

SRR12718 57_TR370 22_c0 _g 2_i2_le n=1129 NA NA NA NA NA . 0 ,235 -1 0 -2,6 71 0 ,0 0 3 -2,30 1 0 ,0 0 1 -2,456 1 -0 ,129 . . . . . .

SRR12718 57_TR43256 _c0 _g 2_i3_le n=8 57 PSAL_SPIOL
Q:6 8 2-19 1,H:53-

216
8 8 .41%ID E:6 e -79

Pho to syste m I re actio n ce nte r sub unit XI,

chlo ro p lastic
. 0 ,454 0 ,348 0 -1,8 22 0 ,0 0 3 -1,222 0 -2,1 1 -0 ,0 45 PSAL_SPIOL Pho to syste m I re actio n ce nte r sub unit XI, chlo ro p lastic (PSI-L) (PSI sub unit V) PSAL Sp inacia o le race a (Sp inach)

3D-structure ; Chlo ro p last; Dire ct p ro te in se q ue ncing ; Me mb rane ; Pho to synthe sis;

Pho to syste m I; Plastid ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR12718 58 _TR44225_c0 _g 2_i1_le n=6 59 NLTP_VIGUN
Q:50 7-26 5,H:20 -

9 9
57.32%ID E:4e -23 Pro b ab le  no n-sp e cific  l ip id -transfe r p ro te in AKCS9 . 0 ,15 -0 ,528 0 -1,224 0 ,0 23 0 ,8 22 0 -8 ,349 0 2,59 8 NLTP_VIGUN Pro b ab le  no n-sp e cific  l ip id -transfe r p ro te in AKCS9  (LTP) Vig na ung uiculata (Co wp e a) Disulfid e  b o nd ; Lip id -b ind ing ; Sig nal; Transp o rt

SRR3420 17_TR26 374_c1_g 2_i2_le n=9 9 7 NA NA NA NA NA . 0 ,0 0 5 -1,6 56 0 -4,9 8 2 0 ,0 0 4 -1,8 46 0 -3,50 2 0 ,229 -0 ,525 . . . . . .

SRR3420 22_TR1510 2_c0 _g 1_i1_le n=10 9 5 NA NA NA NA NA . 0 ,0 0 7 -0 ,8 37 0 ,0 0 1 -1,529 0 ,0 0 3 -1,29 1 0 -1,6 9 7 0 ,0 6 1 -0 ,6 48 . . . . . .

SRR3420 23_TR1771_c4_g 6 _i1_le n=8 9 4 NA NA NA NA NA . 0 ,9 31 -0 ,0 71 0 -2,312 0 ,0 0 1 -1,576 0 -1,8 48 1 -0 ,6 49 . . . . . .

SRR3420 23_TR9 9 71_c4_g 6 _i8 _le n=156 9 EXOL5_ARATH
Q:148 7-558 ,H:54-

36 3
76 .0 4%ID E:2e -157 Pro te in EXORDIUM-like  5 PF0 46 74.9 ^Phi_1^Pho sp hate -ind uce d  p ro te in 1 co nse rve d  re g io n^51-332^E:8 .4e -10 5 0 ,0 73 -0 ,6 34 0 -1,748 0 ,0 1 -1,274 0 ,0 0 1 -1,8 17 1 0 ,253 EXOL5_ARATH Pro te in EXORDIUM-like  5 EXL5 At2g 17230  T23A1.9

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Ap o p last; Co mp le te  p ro te o me ; G lyco p ro te in; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR6 46 6 0 4_TR119 0 1_c0 _g 1_i4_le n=2137 PSY_CAPAN
Q:48 1-1758 ,H:1-

419
79 .34%ID E:0

Bifunctio nal 15-cis-p hyto e ne  synthase ,

chro mo p lastic {ECO:0 0 0 0 30 3|Pub Me d :16 578 8 35}
PF0 0 49 4.16 ^SQS_PSY^Sq uale ne /p hyto e ne  synthase ^150 -40 5^E:5.1e -75 0 ,6 56 -0 ,156 0 -1,6 3 0 ,15 -0 ,38 5 0 -1,0 28 0 ,18 9 1,58 PSY_CAPAN

Bifunctio nal 15-cis-p hyto e ne  synthase , chro mo p lastic (EC 2.5.1.32) (Ge ranylg e ranyl

p yro p ho sp hate  g e ranylg e ranyltransfe rase ) (Phyto e ne  synthase )
PSY1 Cap sicum annuum (Be ll p e p p e r)

PATHWAY: Caro te no id  b io synthe sis; p hyto e ne  b io synthe sis; all-trans-p hyto e ne

fro m g e ranylg e ranyl d ip ho sp hate : ste p  1/1. {ECO:0 0 0 0 30 5}.

Caro te no id  b io synthe sis; Chro mo p last; Iso p re ne  b io synthe sis; Multifunctio nal e nzyme ;

Plastid ; Transfe rase ; Transit p e p tid e

SRR6 46 6 0 4_TR150 6 8 _c0 _g 1_i2_le n=8 9 9 NA NA NA NA NA PF0 30 8 0 .12^DUF239 ^Do main o f unkno wn functio n (DUF239 )^16 -20 1^E:1.1e -73 1 0 ,0 0 9 0 -2,0 37 0 ,0 0 2 -1,30 3 0 -2,9 47 0 ,56 3 0 ,227 . . . . . .

SRR6 46 6 0 4_TR179 49 _c0 _g 1_i2_le n=1275 CB4B_ARATH
Q:9 79 -

6 26 ,H:16 7-28 4
9 3.22%ID E:2e -6 9

Chlo ro p hyll a-b  b ind ing  p ro te in CP29 .2,

chlo ro p lastic
. 0 ,77 0 ,149 0 -2,8 31 0 ,0 0 8 -1,0 35 0 -1,8 76 0 ,0 0 3 -0 ,6 52 CB4B_ARATH Chlo ro p hyll a-b  b ind ing  p ro te in CP29 .2, chlo ro p lastic (LHCB4.2) (LHCII p ro te in 4.2) LHCB4.2 At3g 0 8 9 40  T16 O11.12

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Alte rnative  sp lic ing ; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te

p ro te o me ; Dire ct p ro te in se q ue ncing ; Mag ne sium; Me mb rane ; Me tal-b ind ing ;

Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Re fe re nce

p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 5_TR11177_c0 _g 2_i1_le n=20 9 9 NEP1_NEPGR
Q:1250 -

225,H:9 3-434
33.6 2%ID E:6 e -39 Asp artic p ro te inase  ne p e nthe sin-1

PF14543.3^TAXi_N^Xylanase  inhib ito r N-te rminal^9 9 -26 2^E:6 .6 e -34`PF0 0 0 26 .20 ^Asp ^Eukaryo tic asp artyl p ro te ase ^9 9 -

434^E:3e -11`PF14541.3^TAXi_C^Xylanase  inhib ito r C-te rminal^28 5-434^E:1.8 e -32
0 ,6 47 -0 ,138 0 -3,536 0 ,0 0 2 -1,6 14 0 -2,0 6 5 0 ,8 75 0 ,0 41 NEP1_NEPGR Asp artic p ro te inase  ne p e nthe sin-1 (EC 3.4.23.12) (Ne p e nthe sin-I) ne p 1

Ne p e nthe s g racil is  (Sle nd e r

p itche r p lant)

Asp artyl p ro te ase ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ; Po lymo rp hism; Pro te ase ;

Se cre te d ; Sig nal; Zymo g e n

SRR6 48 70 7_TR18 9 46 _c0 _g 1_i1_le n=9 78 NA NA NA NA NA
PF0 0 0 26 .20 ^Asp ^Eukaryo tic asp artyl p ro te ase ^14-176 ^E:1.4e -13`PF14541.3^TAXi_C^Xylanase  inhib ito r C-te rminal^17-

176 ^E:3.2e -40
0 ,50 2 -0 ,255 0 -2,275 0 ,0 0 2 -1,776 0 ,0 0 1 -1,9 13 0 ,6 56 0 ,19 7 . . . . . .



SRR6 48 70 7_TR2246 1_c0 _g 1_i2_le n=16 74 DXS2_ORYSJ
Q:10 2-

139 4,H:28 3-713
8 2.6 %ID E:0

Pro b ab le  1-d e o xy-D-xylulo se -5-p ho sp hate  synthase

2, chlo ro p lastic

PF1329 2.3^DXP_synthase _N^1-d e o xy-D-xylulo se -5-p ho sp hate  synthase ^6 -51^E:6 .9 e -

11`PF0 2779 .21^Transke t_p yr^Transke to lase , p yrimid ine  b ind ing  d o main^8 8 -249 ^E:2.8 e -

43`PF0 278 0 .17^Transke to lase _C^Transke to lase , C-te rminal d o main^26 7-39 0 ^E:2.2e -31

0 ,10 7 0 ,576 0 ,0 0 1 -1,757 0 ,326 -0 ,556 0 -3,0 52 0 ,257 -0 ,30 8 DXS2_ORYSJ
Pro b ab le  1-d e o xy-D-xylulo se -5-p ho sp hate  synthase  2, chlo ro p lastic (1-d e o xyxylulo se -5-

p ho sp hate  synthase ) (DXP synthase ) (DXPS) (EC 2.2.1.7)

Os0 7g 0 19 0 0 0 0  LOC_Os0 7g 0 9 19 0  OsJ_2339 4

OSJNBb 0 0 0 2L0 9 .31 OSJNBb 0 0 0 3E0 8 .7
Oryza sativa sub sp . jap o nica (Rice )

PATHWAY: Me tab o lic inte rme d iate  b io synthe sis; 1-d e o xy-D-xylulo se  5-p ho sp hate

b io synthe sis; 1-d e o xy-D-xylulo se  5-p ho sp hate  fro m D-g lyce rald e hyd e  3-

p ho sp hate  and  p yruvate : ste p  1/1.

Chlo ro p last; Co mp le te  p ro te o me ; Iso p re ne  b io synthe sis; Mag ne sium; Me tal-b ind ing ;

Plastid ; Re fe re nce  p ro te o me ; Thiamine  b io synthe sis; Thiamine  p yro p ho sp hate ; Transfe rase ;

Transit p e p tid e

SRR9 24147_TR219 47_c2_g 1_i1_le n=126 4 MTDH_APIGR
Q:126 2-243,H:17-

359
57.73%ID E:4e -130 Mannito l d e hyd ro g e nase

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^22-131^E:3e -23`PF0 28 26 .16 ^2-Hacid _d h_C^D-iso me r

sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , NAD b ind ing  d o main^16 2-212^E:2.8 e -0 6 `PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing

d e hyd ro g e nase ^175-29 8 ^E:5e -14

0 ,48 -0 ,153 0 -1,6 6 6 0 ,0 0 6 -0 ,6 17 0 -0 ,9 12 0 ,0 21 -0 ,9 22 MTDH_APIGR Mannito l d e hyd ro g e nase  (EC 1.1.1.255) (NAD-d e p e nd e nt mannito l d e hyd ro g e nase ) MTD Ap ium g rave o le ns (Ce le ry) Cyto p lasm; Me tal-b ind ing ; NAD; Oxid o re d uctase ; Zinc

SRR3420 17_TR10 0 6 8 _c0 _g 1_i1_le n=8 77 R10 A1_ARATH
Q:235-8 76 ,H:1-

214
9 0 .19 %ID E:5e -126 6 0 S rib o so mal p ro te in L10 a-1 PF0 0 6 8 7.18 ^Rib o so mal_L1^Rib o so mal p ro te in L1p /L10 e  family^23-210 ^E:5.6 e -44 0 -8 ,353 1 3,30 1 0 -6 ,8 45 0 ,8 54 -0 ,25 0 ,50 2 -4,155 R10 A1_ARATH 6 0 S rib o so mal p ro te in L10 a-1 RPL10 AA At1g 0 8 36 0  T27G7.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 17_TR1130 3_c0 _g 1_i1_le n=1129 NA NA NA NA NA . 0 ,0 0 1 -0 ,8 9 6 0 ,6 8 1 -0 ,16 5 0 ,0 0 1 -0 ,9 8 3 0 ,0 26 -0 ,6 31 0 ,0 0 1 1,29 4 . . . . . .

SRR3420 23_TR129 6 9 _c4_g 2_i2_le n=50 6 G3PA_TOBAC
Q:20 0 -50 5,H:9 -

10 9
8 6 .27%ID E:3e -45

Glyce rald e hyd e -3-p ho sp hate  d e hyd ro g e nase  A,

chlo ro p lastic
PF0 0 0 44.21^Gp _d h_N^Glyce rald e hyd e  3-p ho sp hate  d e hyd ro g e nase , NAD b ind ing  d o main^6 9 -119 ^E:1.9 e -13 0 -1,22 0 ,0 8 0 ,6 27 0 -1,45 0 ,0 26 -0 ,50 5 0 ,0 0 9 0 ,557 G3PA_TOBAC

Glyce rald e hyd e -3-p ho sp hate  d e hyd ro g e nase  A, chlo ro p lastic (EC 1.2.1.13) (NADP-d e p e nd e nt

g lyce rald e hyd e p ho sp hate  d e hyd ro g e nase  sub unit A) (Frag me nt)
GAPA

Nico tiana tab acum (Co mmo n

to b acco )
PATHWAY: Carb o hyd rate  b io synthe sis; Calvin cycle . Calvin cycle ; Chlo ro p last; NADP; Oxid o re d uctase ; Plastid ; Transit p e p tid e

SRR6 46 572_TR8 0 74_c0 _g 1_i1_le n=8 20 NA NA NA NA NA . 0 -2,0 78 0 ,70 4 0 ,16 1 0 ,0 0 1 -1,145 0 ,328 -0 ,29 9 0 ,6 42 0 ,222 . . . . . .

SRR122236 _TR9 9 6 1_c0 _g 2_i2_le n=8 16 CB23_TOBAC
Q:319 -

6 27,H:16 3-26 5
9 9 .0 3%ID E:5e -6 4 Chlo ro p hyll a-b  b ind ing  p ro te in 36 , chlo ro p lastic . 0 ,0 53 -0 ,49 0 -1,30 1 0 -1,127 0 ,0 1 -0 ,6 73 0 ,0 0 1 0 ,6 8 1 CB23_TOBAC Chlo ro p hyll a-b  b ind ing  p ro te in 36 , chlo ro p lastic (LHCII typ e  I CAB-36 ) (LHCP) CAB36

Nico tiana tab acum (Co mmo n

to b acco )

Ace tylatio n; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Mag ne sium; Me mb rane ; Me tal-b ind ing ;

Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Thylako id ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR546 8 0 _c0 _g 1_i2_le n=120 3 BAS1_ORYSJ
Q:8 15-228 ,H:6 6 -

26 1
9 5.41%ID E:1e -133 2-Cys p e ro xire d o xin BAS1, chlo ro p lastic

PF0 0 578 .18 ^Ahp C-TSA^Ahp C/TSA family^78 -211^E:5e -41`PF0 8 534.7^Re d o xin^Re d o xin^78 -213^E:7.1e -15`PF10 417.6 ^1-

cysPrx_C^C-te rminal d o main o f 1-Cys p e ro xire d o xin^232-26 7^E:5e -11
0 ,0 21 -0 ,50 3 0 -0 ,75 0 -0 ,76 2 0 ,0 14 -0 ,535 0 ,0 6 2 -0 ,458 BAS1_ORYSJ 2-Cys p e ro xire d o xin BAS1, chlo ro p lastic (EC 1.11.1.15) (Thio l-sp e cific  antio xid ant p ro te in)

BAS1 Os0 2g 0 53770 0  LOC_Os0 2g 33450

OSJNBa0 0 14M17.2 P0 50 8 B0 5.23
Oryza sativa sub sp . jap o nica (Rice )

Antio xid ant; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ;

Hyd ro g e n p e ro xid e ; Oxid o re d uctase ; Pe ro xid ase ; Plastid ; Re d o x-active  ce nte r; Re fe re nce

p ro te o me ; Transit p e p tid e

SRR122238 _TR558 52_c0 _g 1_i2_le n=9 30 RBS_MALSP
Q:8 51-312,H:1-

18 3
8 1.42%ID E:2e -10 7

Rib ulo se  b isp ho sp hate  carb o xylase  small chain,

chlo ro p lastic

PF12338 .5^Rb cS^Rib ulo se -1,5-b isp ho sp hate  carb o xylase  small sub unit^2-42^E:6 .5e -

21`PF0 0 10 1.17^RuBisCO_small^Rib ulo se  b isp ho sp hate  carb o xylase , small chain^6 9 -177^E:1.2e -39
0 ,0 9 7 -0 ,427 0 -1,0 73 0 -0 ,8 21 0 ,0 0 7 -0 ,6 12 0 ,551 -0 ,154 RBS_MALSP

Rib ulo se  b isp ho sp hate  carb o xylase  small chain, chlo ro p lastic (RuBisCO small sub unit) (EC

4.1.1.39 )
RBCS Malus sp . (Crab  ap p le )

Calvin cycle ; Carb o n d io xid e  fixatio n; Chlo ro p last; Lyase ; Mo no o xyg e nase ; Oxid o re d uctase ;

Pho to re sp iratio n; Pho to synthe sis; Plastid ; Transit p e p tid e

SRR122238 _TR76 49 3_c0 _g 1_i2_le n=8 16 PSAN_ARATH
Q:16 3-6 6 6 ,H:1-

16 8
6 9 .19 %ID E:9 e -6 1

Pho to syste m I re actio n ce nte r sub unit N,

chlo ro p lastic
PF0 5479 .8 ^PsaN^Pho to syste m I re actio n ce ntre  sub unit N (PSAN o r PSI-N)^9 7-225^E:6 .7e -6 8 0 ,79 6 -0 ,0 55 0 -0 ,9 9 9 0 -0 ,725 0 ,0 0 5 -0 ,58 7 0 ,9 8 1 0 ,0 0 6 PSAN_ARATH Pho to syste m I re actio n ce nte r sub unit N, chlo ro p lastic (PSI-N) PSAN At5g 6 40 40  MHJ24.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in

se q ue ncing ; Me mb rane ; Pho to synthe sis; Pho to syste m I; Plastid ; Re fe re nce  p ro te o me ;

Thylako id ; Transit p e p tid e

SRR12718 57_TR6 34_c0 _g 1_i3_le n=276 1 CP41B_ARATH
Q:1417-2550 ,H:1-

378
8 5.19 %ID E:0

Chlo ro p last ste m-lo o p  b ind ing  p ro te in o f 41 kDa b ,

chlo ro p lastic

PF0 4321.14^RmlD_sub _b ind ^RmlD sub strate  b ind ing  d o main^55-29 9 ^E:9 e -0 5`PF0 1370 .18 ^Ep ime rase ^NAD d e p e nd e nt

e p ime rase /d e hyd ratase  family^56 -273^E:1.2e -13`PF1346 0 .3^NAD_b ind ing _10 ^NAD(P)H-b ind ing ^6 0 -212^E:9 .6 e -0 9
0 ,252 -0 ,29 9 0 -0 ,9 3 0 -0 ,8 28 0 ,0 1 -0 ,6 1 0 ,324 -0 ,239 CP41B_ARATH

Chlo ro p last ste m-lo o p  b ind ing  p ro te in o f 41 kDa b , chlo ro p lastic (CSP41-b ) (He te ro g lycan-

inte racting  p ro te in 1.3) (Pro te in CHLOROPLAST RNA BINDING) (Pro te in Gb 5f)
CSP41B CRB HIP1.3 At1g 0 9 340  T31J12.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Carb o hyd rate  me tab o lism; Chlo ro p last; Co mp le te  p ro te o me ; Cyto p lasm; Pho sp ho p ro te in;

Plastid ; Po lysaccharid e  d e g rad atio n; RNA-b ind ing ; Re fe re nce  p ro te o me ; Transit p e p tid e ;

rRNA p ro ce ssing ; rRNA-b ind ing

SRR12718 57_TR8 8 9 7_c0 _g 1_i2_le n=9 0 5 LOG1_ARATH
Q:20 7-6 0 2,H:8 0 -

211
9 0 .15%ID E:3e -8 0

Cyto kinin rib o sid e  5' -mo no p ho sp hate

p ho sp ho rib o hyd ro lase  LOG1
PF0 36 41.11^Lysine _d e carb o x^Po ssib le  lysine  d e carb o xylase ^1-9 0 ^E:5.6 e -35 0 ,13 -0 ,6 42 0 -3,578 0 ,0 0 1 -1,722 0 ,0 0 3 -1,416 0 ,6 2 -0 ,259 LOG1_ARATH

Cyto kinin rib o sid e  5' -mo no p ho sp hate  p ho sp ho rib o hyd ro lase  LOG1 (EC 3.2.2.n1) (Pro te in

LONELY GUY 1)
LOG1 At2g 28 30 5 T1B3.18  T3B23.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Cyto kinin b io synthe sis; Cyto p lasm; Hyd ro lase ; Nucle us; Re fe re nce

p ro te o me

SRR12718 57_TR18 439 _c1_g 1_i3_le n=150 5 NA NA NA NA NA PF14215.3^b HLH-MYC_N^b HLH-MYC and  R2R3-MYB transcrip tio n facto rs N-te rminal^13-19 8 ^E:5.2e -27 0 ,24 -0 ,40 8 0 -3,18 5 0 ,0 0 1 -1,6 8 7 0 ,0 13 -1,224 1 -0 ,0 43 . . . . . .

SRR12718 57_TR20 316 _c0 _g 1_i2_le n=19 8 8 PSBO_TOBAC
Q:9 49 -18 8 ,H:79 -

332
9 1.34%ID E:6 e -16 4 Oxyg e n-e vo lving  e nhance r p ro te in 1, chlo ro p lastic PF0 1716 .15^MSP^Mang ane se -stab il is ing  p ro te in / p ho to syste m II p o lyp e p tid e ^1-16 8 ^E:1.3e -76 0 ,9 23 -0 ,0 21 0 -1,16 5 0 -0 ,78 7 0 ,0 0 2 -0 ,6 42 0 ,6 72 0 ,0 9 1 PSBO_TOBAC

Oxyg e n-e vo lving  e nhance r p ro te in 1, chlo ro p lastic (OEE1) (33 kDa sub unit o f o xyg e n e vo lving

syste m o f p ho to syste m II) (33 kDa thylako id  me mb rane  p ro te in) (OEC 33 kDa sub unit)
PSBO

Nico tiana tab acum (Co mmo n

to b acco )

Chlo ro p last; Mang ane se ; Me mb rane ; Pho to synthe sis; Pho to syste m II; Plastid ; Thylako id ;

Transit p e p tid e

SRR12718 57_TR256 44_c0 _g 1_i1_le n=18 6 5 CHLI_SOYBN
Q:210 -1475,H:1-

421
8 5.8 2%ID E:0 Mag ne sium-che latase  sub unit ChlI, chlo ro p lastic

PF0 10 78 .18 ^Mg _che latase ^Mag ne sium che latase , sub unit ChlI^19 8 -26 8 ^E:2.9 e -0 7`PF0 0 49 3.20 ^MCM^MCM2/3/5

family^20 1-38 8 ^E:4.4e -0 6
0 ,0 23 -0 ,529 0 -1,0 46 0 -0 ,9 36 0 ,0 0 4 -0 ,6 6 4 0 ,8 2 0 ,0 55 CHLI_SOYBN

Mag ne sium-che latase  sub unit ChlI, chlo ro p lastic (Mg -che latase  sub unit I-1) (EC 6 .6 .1.1) (Mg -

p ro to p o rp hyrin IX che latase  sub unit ChlI)
CHLI

Glycine  max (So yb e an) (G lycine

hisp id a)
PATHWAY: Po rp hyrin-co ntaining  co mp o und  me tab o lism; chlo ro p hyll b io synthe sis.

ATP-b ind ing ; Chlo ro p hyll b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ;

Lig ase ; Nucle o tid e -b ind ing ; Pho to synthe sis; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR12718 57_TR30 20 0 _c1_g 3_i3_le n=1157 CAHC_SPIOL
Q:10 74-

547,H:144-319
8 9 .2%ID E:5e -110 Carb o nic anhyd rase , chlo ro p lastic PF0 0 48 4.16 ^Pro _CA^Carb o nic anhyd rase ^1-158 ^E:5.6 e -40 1 0 ,0 0 5 0 -3,577 0 -1,9 9 6 0 ,0 9 5 -0 ,741 0 ,118 -1,8 42 CAHC_SPIOL Carb o nic anhyd rase , chlo ro p lastic (EC 4.2.1.1) (Carb o nate  d e hyd ratase ) Sp inacia o le race a (Sp inach) Chlo ro p last; Dire ct p ro te in se q ue ncing ; Lyase ; Plastid ; Transit p e p tid e ; Zinc

SRR12718 58 _TR28 8 6 1_c0 _g 1_i1_le n=10 8 9 APT3_ARATH
Q:8 9 6 -372,H:7-

18 1
8 2.8 6 %ID E:1e -9 9 Ad e nine  p ho sp ho rib o syltransfe rase  3 PF0 0 156 .24^Prib o syltran^Pho sp ho rib o syl transfe rase  d o main^44-16 7^E:6 e -20 0 ,746 -0 ,11 0 -2,138 0 -2,322 0 ,0 0 2 -1,38 0 ,444 0 ,239 APT3_ARATH Ad e nine  p ho sp ho rib o syltransfe rase  3 (EC 2.4.2.7) APT3 At4g 22570  F7K2.150

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Purine  me tab o lism; AMP b io synthe sis via salvag e  p athway; AMP fro m

ad e nine : ste p  1/1.

Co mp le te  p ro te o me ; Cyto p lasm; G lyco syltransfe rase ; Purine  salvag e ; Re fe re nce  p ro te o me ;

Transfe rase

SRR3420 17_TR8 8 59 _c1_g 4_i3_le n=179 7 MTDH_APIGR
Q:1174-20 3,H:33-

359
57.49 %ID E:2e -118 Mannito l d e hyd ro g e nase

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^5-9 2^E:2.8 e -17`PF0 28 26 .16 ^2-Hacid _d h_C^D-iso me r

sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , NAD b ind ing  d o main^123-173^E:2.3e -0 6 `PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing

d e hyd ro g e nase ^136 -259 ^E:3.8 e -14

0 ,29 4 0 ,523 0 -2,758 0 ,0 0 1 -1,79 3 0 ,0 0 4 -1,40 3 0 ,147 -0 ,9 38 MTDH_APIGR Mannito l d e hyd ro g e nase  (EC 1.1.1.255) (NAD-d e p e nd e nt mannito l d e hyd ro g e nase ) MTD Ap ium g rave o le ns (Ce le ry) Cyto p lasm; Me tal-b ind ing ; NAD; Oxid o re d uctase ; Zinc

SRR3420 17_TR8 8 6 9 _c0 _g 2_i1_le n=9 78 NDADA_ARATH
Q:779 -351,H:1-

143
8 7.41%ID E:1e -8 6

NADH d e hyd ro g e nase  [ub iq uino ne ] 1 alp ha

sub co mp le x sub unit 13-A
PF0 6 212.9 ^GRIM-19 ^GRIM-19  p ro te in^20 -138 ^E:2.2e -42 0 ,43 0 ,6 8 8 0 -2,20 8 0 -2,772 0 ,0 19 -1,271 1 0 NDADA_ARATH

NADH d e hyd ro g e nase  [ub iq uino ne ] 1 alp ha sub co mp le x sub unit 13-A (Pro te in MATERNAL

EFFECT EMBRYO ARREST 4)
MEE4 At1g 0 46 30  T1G11.12

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Ele ctro n transp o rt; Me mb rane ; Mito cho nd rio n; Mito cho nd rio n inne r

me mb rane ; Re fe re nce  p ro te o me ; Re sp irato ry chain; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR3420 17_TR10 76 2_c4_g 2_i5_le n=3443 LACS2_ARATH
Q:9 1-2145,H:3-

6 6 1
6 4.9 7%ID E:0 Lo ng  chain acyl-Co A synthe tase  2 PF0 0 50 1.25^AMP-b ind ing ^AMP-b ind ing  e nzyme ^52-521^E:3.3e -9 9 0 ,451 -0 ,31 0 ,0 0 1 -1,9 54 0 -1,742 0 ,0 0 7 -1,141 0 ,0 9 5 0 ,729 LACS2_ARATH

Lo ng  chain acyl-Co A synthe tase  2 (EC 6 .2.1.3) (Pro te in Bo trytis re sistant 1) (Pro te in LATERAL

ROOT DEVELOPMENT 2)
LACS2 BRE1 LRD2 SMA4 At1g 49 430  F13F21.14

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Lip id  me tab o lism; fatty acid  me tab o lism.

ATP-b ind ing ; Co mp le te  p ro te o me ; End o p lasmic re ticulum; Fatty acid  me tab o lism; Lig ase ;

Lip id  me tab o lism; Mag ne sium; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me

SRR3420 17_TR27230 _c0 _g 2_i1_le n=8 46 NA NA NA NA NA . 0 ,8 16 -0 ,10 9 0 -3,51 0 ,0 0 1 -2,0 9 4 0 ,0 21 -1,242 0 ,258 -0 ,49 9 . . . . . .

SRR3420 17_TR320 28 _c2_g 3_i3_le n=20 23 HEM3_PEA
Q:6 51-

16 49 ,H:40 -36 9
8 3.53%ID E:0 Po rp ho b ilino g e n d e aminase , chlo ro p lastic

PF0 1379 .17^Po rp ho b il_d e am^Po rp ho b ilino g e n d e aminase , d ip yro me thane  co facto r b ind ing  d o main^73-28 4^E:1.5e -

72`PF0 39 0 0 .12^Po rp ho b il_d e amC^Po rp ho b ilino g e n d e aminase , C-te rminal d o main^29 8 -370 ^E:3.6 e -13
0 ,0 0 5 -0 ,725 0 -1,18 9 0 ,0 0 1 -1,151 0 ,0 24 -0 ,733 0 ,6 6 6 -0 ,113 HEM3_PEA

Po rp ho b ilino g e n d e aminase , chlo ro p lastic (PBG) (EC 2.5.1.6 1) (Hyd ro xyme thylb ilane

synthase ) (HMBS) (Pre -uro p o rp hyrino g e n synthase )
HEMC Pisum sativum (Gard e n p e a)

PATHWAY: Po rp hyrin-co ntaining  co mp o und  me tab o lism; p ro to p o rp hyrin-IX

b io synthe sis; co p ro p o rp hyrino g e n-III fro m 5-amino le vulinate : ste p  2/4.; PATHWAY:

Po rp hyrin-co ntaining  co mp o und  me tab o lism; chlo ro p hyll b io synthe sis.

Chlo ro p hyll b io synthe sis; Chlo ro p last; Dire ct p ro te in se q ue ncing ; Plastid ; Po rp hyrin

b io synthe sis; Transfe rase ; Transit p e p tid e

SRR3420 19 _TR1750 7_c0 _g 10 _i1_le n=148 8 NA NA NA NA NA . 0 ,39 5 -0 ,30 6 0 -2,39 5 0 -1,8 8 9 0 ,0 0 2 -1,71 0 ,0 0 4 -1,214 . . . . . .

SRR3420 19 _TR19 76 0 _c0 _g 1_i1_le n=178 1 DCVR_CUCSA
Q:211-1455,H:1-

419
75.18 %ID E:0

Divinyl chlo ro p hyll id e  a 8 -vinyl-re d uctase ,

chlo ro p lastic

PF0 536 8 .10 ^NmrA^NmrA-like  family^8 4-323^E:4.3e -13`PF0 1370 .18 ^Ep ime rase ^NAD d e p e nd e nt e p ime rase /d e hyd ratase

family^8 4-20 5^E:1e -0 8 `PF0 10 73.16 ^3Be ta_HSD^3-b e ta hyd ro xyste ro id  d e hyd ro g e nase /iso me rase  family^8 5-20 7^E:8 e -

0 6 `PF1346 0 .3^NAD_b ind ing _10 ^NAD(P)H-b ind ing ^8 8 -29 0 ^E:4.6 e -19

0 ,158 -0 ,458 0 -1,20 3 0 -1,0 8 2 0 ,0 0 3 -0 ,8 1 0 ,337 0 ,28 DCVR_CUCSA Divinyl chlo ro p hyll id e  a 8 -vinyl-re d uctase , chlo ro p lastic (EC 1.3.1.75) DVR Cucumis sativus (Cucumb e r) PATHWAY: Po rp hyrin-co ntaining  co mp o und  me tab o lism; chlo ro p hyll b io synthe sis. Chlo ro p hyll b io synthe sis; Chlo ro p last; NADP; Oxid o re d uctase ; Plastid ; Transit p e p tid e

SRR3420 19 _TR216 21_c2_g 1_i1_le n=18 8 4 Y4744_ARATH
Q:1447-40 1,H:43-

38 7
42.13%ID E:4e -8 6 Uncharacte rize d  p ro te in At4g 0 6 744 PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^279 -29 3^E:1.2 0 ,0 6 8 -0 ,436 0 -2,0 41 0 -1,178 0 ,0 0 3 -0 ,9 27 0 ,0 12 -0 ,6 21 Y4744_ARATH Uncharacte rize d  p ro te in At4g 0 6 744 At4g 0 6 744 F15N16

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Le ucine -rich re p e at; Re fe re nce  p ro te o me ; Re p e at; Se cre te d ; Sig nal

SRR3420 19 _TR30 36 3_c1_g 4_i2_le n=329 4 HEM6 _TOBAC
Q:1378 -16 4,H:1-

39 7
76 .8 5%ID E:0

Oxyg e n-d e p e nd e nt co p ro p o rp hyrino g e n-III

o xid ase , chlo ro p lastic
. 0 ,0 33 -0 ,6 41 0 -1,16 4 0 -1,10 2 0 ,0 0 3 -0 ,8 8 9 0 ,377 -0 ,29 HEM6 _TOBAC

Oxyg e n-d e p e nd e nt co p ro p o rp hyrino g e n-III o xid ase , chlo ro p lastic (Co p ro g e n o xid ase )

(Co p ro p o rp hyrino g e nase ) (EC 1.3.3.3)
CPX

Nico tiana tab acum (Co mmo n

to b acco )

PATHWAY: Po rp hyrin-co ntaining  co mp o und  me tab o lism; p ro to p o rp hyrin-IX

b io synthe sis; p ro to p o rp hyrino g e n-IX fro m co p ro p o rp hyrino g e n-III (O2 ro ute ):

ste p  1/1.

Chlo ro p hyll b io synthe sis; Chlo ro p last; He me  b io synthe sis; Oxid o re d uctase ; Plastid ;

Po rp hyrin b io synthe sis; Transit p e p tid e

SRR3420 19 _TR38 174_c0 _g 1_i6 _le n=9 0 4 RR13_ARATH
Q:16 3-6 15,H:4-

154
74.17%ID E:1e -71 30 S rib o so mal p ro te in S13, chlo ro p lastic PF0 0 416 .19 ^Rib o so mal_S13^Rib o so mal p ro te in S13/S18 ^45-149 ^E:2.8 e -32 0 ,36 6 -0 ,21 0 -1,0 0 6 0 -0 ,8 24 0 ,0 0 3 -0 ,70 4 0 ,0 32 -0 ,472 RR13_ARATH 30 S rib o so mal p ro te in S13, chlo ro p lastic (CS13) RPS13 At5g 14320  F18 O22_110

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; RNA-b ind ing ; Re fe re nce

p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e ; rRNA-b ind ing

SRR3420 22_TR256 76 _c0 _g 3_i1_le n=218 7 PLY18 _ARATH
Q:1579 -434,H:27-

40 8
8 6 .13%ID E:0 Pro b ab le  p e ctate  lyase  18

PF0 0 544.16 ^Pe c_lyase _C^Pe ctate  lyase ^233-413^E:5.6 e -20 `PF13229 .3^Be ta_he lix^Rig ht hand e d  b e ta he lix re g io n^249 -

36 7^E:2.2e -0 5
0 ,8 6 2 0 ,0 6 7 0 -1,8 39 0 -1,0 18 0 ,0 32 -0 ,58 6 0 ,226 2,28 5 PLY18 _ARATH Pro b ab le  p e ctate  lyase  18  (EC 4.2.2.2) (Pe ctate  lyase  A10 ) At4g 2478 0  F22K18 .20

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: G lycan me tab o lism; p e ctin d e g rad atio n; 2-d e hyd ro -3-d e o xy-D-

g luco nate  fro m p e ctin: ste p  2/5.

Calc ium; Co mp le te  p ro te o me ; G lyco p ro te in; Lyase ; Me tal-b ind ing ; Re fe re nce  p ro te o me ;

Sig nal

SRR3420 22_TR28 271_c1_g 1_i1_le n=6 0 54 CLU_ARATH
Q:249 2-

378 1,H:78 8 -1258
38 .8 7%ID E:3e -8 9 Cluste re d  mito cho nd ria p ro te in

PF150 44.3^CLU_N^Mito cho nd rial functio n, CLU-N-te rm^49 -120 ^E:6 .3e -0 8 `PF128 0 7.4^e IF3_p 135^Translatio n initiatio n

facto r e IF3 sub unit 135^726 -8 6 7^E:5.6 e -25`PF13424.3^TPR_12^Te tratrico p e p tid e  re p e at^9 0 7-9 6 8 ^E:2.2e -

0 8 `PF13424.3^TPR_12^Te tratrico p e p tid e  re p e at^9 37-10 0 7^E:5.5e -13`PF13374.3^TPR_10 ^Te tratrico p e p tid e  re p e at^9 37-

9 78 ^E:9 .3e -0 9 `PF1318 1.3^TPR_8 ^Te tratrico p e p tid e  re p e at^9 38 -9 6 9 ^E:0 .11`PF13424.3^TPR_12^Te tratrico p e p tid e

re p e at^10 21-10 9 5^E:1e -10 `PF13374.3^TPR_10 ^Te tratrico p e p tid e  re p e at^10 21-10 6 0 ^E:1e -0 6

1 -0 ,128 0 -8 ,8 31 0 -0 ,9 0 6 0 ,0 0 6 -0 ,6 8 7 1 0 CLU_ARATH Cluste re d  mito cho nd ria p ro te in (Frie nd ly mito cho nd ria p ro te in) FMT CLU At3g 52140  F4F15.250
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me ; Re p e at; TPR

re p e at

SRR3420 23_TR3519 _c2_g 1_i1_le n=10 6 4 PLAS_SOLLC
Q:219 -6 9 5,H:11-

170
76 .54%ID E:3e -6 7 Plasto cyanin, chlo ro p lastic PF0 0 127.17^Co p p e r-b ind ^Co p p e r b ind ing  p ro te ins, p lasto cyanin/azurin family^73-170 ^E:4.2e -36 0 ,249 -0 ,244 0 -1,228 0 -0 ,78 8 0 ,0 0 7 -0 ,56 3 0 0 ,9 51 PLAS_SOLLC Plasto cyanin, chlo ro p lastic PETE

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Chlo ro p last; Co mp le te  p ro te o me ; Co p p e r; Ele ctro n transp o rt; Me mb rane ; Me tal-b ind ing ;

Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transp o rt

SRR3420 23_TR8 76 1_c0 _g 3_i1_le n=10 0 4 NA NA NA NA NA . 0 ,0 74 -0 ,9 42 0 -1,78 5 0 -3,29 7 0 ,0 0 4 -2,0 38 1 -0 ,0 6 4 . . . . . .

SRR3420 23_TR18 28 3_c3_g 6 _i1_le n=8 6 0 NA NA NA NA NA . 0 ,8 0 7 0 ,16 7 0 -1,723 0 ,0 0 1 -1,478 0 ,0 25 -0 ,8 9 3 0 ,8 48 0 ,333 . . . . . .

SRR6 46 59 6 _TR18 30 0 _c0 _g 1_i1_le n=16 35 FENR1_TOBAC
Q:344-

1348 ,H:29 -36 2
8 9 .8 5%ID E:0

Fe rre d o xin--NADP re d uctase , le af-typ e  iso zyme ,

chlo ro p lastic

PF0 0 9 70 .21^FAD_b ind ing _6 ^Oxid o re d uctase  FAD-b ind ing  d o main^118 -

20 4^E:0 .0 0 0 16 `PF0 0 175.18 ^NAD_b ind ing _1^Oxid o re d uctase  NAD-b ind ing  d o main^218 -333^E:8 e -30
0 ,6 18 -0 ,114 0 -0 ,8 35 0 -0 ,777 0 ,0 0 6 -0 ,58 4 0 ,0 19 -0 ,50 2 FENR1_TOBAC Fe rre d o xin--NADP re d uctase , le af-typ e  iso zyme , chlo ro p lastic (FNR) (EC 1.18 .1.2) PETH

Nico tiana tab acum (Co mmo n

to b acco )
PATHWAY: Ene rg y me tab o lism; p ho to synthe sis.

Chlo ro p last; Ele ctro n transp o rt; FAD; Flavo p ro te in; Me mb rane ; NADP; Oxid o re d uctase ;

Pho to synthe sis; Plastid ; Thylako id ; Transit p e p tid e ; Transp o rt

SRR6 46 6 0 4_TR229 0 _c0 _g 1_i1_le n=16 57 CP41A_ARATH
Q:1329 -

346 ,H:78 -40 5
8 2.9 3%ID E:0

Chlo ro p last ste m-lo o p  b ind ing  p ro te in o f 41 kDa a,

chlo ro p lastic

PF0 1370 .18 ^Ep ime rase ^NAD d e p e nd e nt e p ime rase /d e hyd ratase  family^8 8 -29 8 ^E:5.9 e -

0 8 `PF1346 0 .3^NAD_b ind ing _10 ^NAD(P)H-b ind ing ^8 8 -236 ^E:2.4e -0 6
0 ,0 0 8 -1,343 0 -2,6 8 2 0 -1,471 0 ,0 0 5 -1,0 38 1 0 ,0 6 6 CP41A_ARATH Chlo ro p last ste m-lo o p  b ind ing  p ro te in o f 41 kDa a, chlo ro p lastic (CSP41-a) CSP41A At3g 6 3140  T20 O10 .240

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Pho sp ho p ro te in; Plastid ; RNA-b ind ing ; Re fe re nce

p ro te o me ; Transit p e p tid e ; rRNA p ro ce ssing ; rRNA-b ind ing

SRR6 46 6 0 4_TR5735_c0 _g 1_i1_le n=2479 PSAO_ARATH
Q:258 -59 6 ,H:28 -

140
8 7.6 1%ID E:4e -6 1 Pho to syste m I sub unit O . 0 ,8 32 -0 ,332 0 -2,8 1 0 -2,475 0 ,0 0 1 -2,0 35 0 ,58 1 0 ,39 5 PSAO_ARATH Pho to syste m I sub unit O (PSI-O) PSAO At1g 0 8 38 0  T27G7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Me mb rane ; Pho to synthe sis;

Pho to syste m I; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix

SRR6 46 6 0 4_TR58 39 _c0 _g 1_i12_le n=370 6 PHOT2_ARATH
Q:29 29 -

335,H:6 4-9 15
74.8 9 %ID E:0 Pho to tro p in-2

PF13426 .4^PAS_9 ^PAS d o main^176 -272^E:4.1e -19 `PF0 0 9 8 9 .22^PAS^PAS fo ld ^18 2-26 7^E:1.5e -0 8 `PF0 8 447.9 ^PAS_3^PAS

fo ld ^18 3-26 6 ^E:8 e -0 8 `PF13426 .4^PAS_9 ^PAS d o main^446 -538 ^E:2e -19 `PF0 0 9 8 9 .22^PAS^PAS fo ld ^449 -538 ^E:2.2e -

0 6 `PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^6 26 -9 10 ^E:4e -6 0 `PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^6 28 -

774^E:2.8 e -16 `PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^8 15-8 9 4^E:7.5e -0 6

0 ,341 -0 ,419 0 -2,46 4 0 -1,0 9 0 ,0 0 2 -0 ,8 18 0 ,24 0 ,39 8 PHOT2_ARATH
Pho to tro p in-2 (EC 2.7.11.1) (De fe ctive  in chlo ro p last avo id ance  p ro te in 1) (No n-p ho to tro p ic

hyp o co tyl 1-like  p ro te in 1) (AtKin7) (NPH1-like  p ro te in 1)
PHOT2 CAV1 KIN7 NPL1 At5g 58 140  K21L19 .6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; ATP-b ind ing ; Alte rnative  sp lic ing ; Ce ll me mb rane ; Chro mo p ho re ; Co mp le te

p ro te o me ; FMN; Flavo p ro te in; Kinase ; Me mb rane ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in;

Pho to re ce p to r p ro te in; Re ce p to r; Re fe re nce  p ro te o me ; Re p e at; Se nso ry transd uctio n;

Se rine /thre o nine -p ro te in kinase ; Transfe rase

SRR6 46 6 0 4_TR16 0 56 _c0 _g 4_i3_le n=1773 PX24B_DICDI
Q:8 55-1439 ,H:1-

18 2
31.28 %ID E:2e -24 PXMP2/4 family p ro te in 2 PF0 4117.9 ^Mp v17_PMP22^Mp v17 / PMP22 family^129 -18 9 ^E:1.2e -15 0 ,33 -0 ,36 6 0 -2,718 0 ,0 0 1 -1,9 8 7 0 ,0 0 8 -1,451 0 ,23 0 ,46 4 PX24B_DICDI PXMP2/4 family p ro te in 2 DDB_G0 278 529

Dictyo ste lium d isco id e um (Slime

mo ld )

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane

he lix

SRR6 46 6 0 4_TR179 49 _c0 _g 1_i1_le n=176 8 CB4A_ARATH
Q:1441-

6 26 ,H:14-28 7
8 6 .5%ID E:1e -16 1

Chlo ro p hyll a-b  b ind ing  p ro te in CP29 .1,

chlo ro p lastic
PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^6 0 -256 ^E:1.5e -49 0 ,9 53 0 ,0 14 0 -1,479 0 -0 ,8 16 0 ,0 0 2 -0 ,6 52 0 ,274 0 ,253 CB4A_ARATH Chlo ro p hyll a-b  b ind ing  p ro te in CP29 .1, chlo ro p lastic (LHCB4.1) (LHCII p ro te in 4.1) LHCB4.1 At5g 0 1530  F7A7_50

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Mag ne sium; Me mb rane ;

Me tal-b ind ing ; Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 7_TR19 129 _c1_g 1_i1_le n=10 22 RBS_MALSP
Q:79 5-256 ,H:1-

18 3
8 1.42%ID E:5e -10 7

Rib ulo se  b isp ho sp hate  carb o xylase  small chain,

chlo ro p lastic

PF12338 .5^Rb cS^Rib ulo se -1,5-b isp ho sp hate  carb o xylase  small sub unit^2-42^E:6 .5e -

21`PF0 0 10 1.17^RuBisCO_small^Rib ulo se  b isp ho sp hate  carb o xylase , small chain^6 9 -177^E:1.2e -39
0 ,513 -0 ,135 0 -0 ,724 0 -0 ,8 7 0 ,0 0 2 -0 ,6 54 0 ,213 -0 ,257 RBS_MALSP

Rib ulo se  b isp ho sp hate  carb o xylase  small chain, chlo ro p lastic (RuBisCO small sub unit) (EC

4.1.1.39 )
RBCS Malus sp . (Crab  ap p le )

Calvin cycle ; Carb o n d io xid e  fixatio n; Chlo ro p last; Lyase ; Mo no o xyg e nase ; Oxid o re d uctase ;

Pho to re sp iratio n; Pho to synthe sis; Plastid ; Transit p e p tid e

SRR9 24147_TR37530 _c0 _g 2_i2_le n=2375 AFC2_ARATH
Q:118 6 -

542,H:212-425
8 0 .0 9 %ID E:3e -116 Se rine /thre o nine -p ro te in kinase  AFC2

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^1-211^E:3e -29 `PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^2-

123^E:5.3e -0 8
0 ,155 -1,15 0 -6 ,8 76 0 -7,317 0 ,0 14 -1,8 0 1 1 0 AFC2_ARATH Se rine /thre o nine -p ro te in kinase  AFC2 (EC 2.7.12.1) AFC2 At4g 24740  F22K18 .6 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Kinase ; Nucle o tid e -b ind ing ;

Re fe re nce  p ro te o me ; Se rine /thre o nine -p ro te in kinase ; Transfe rase

SRR9 24148 _TR2328 2_c0 _g 1_i1_le n=1579 PRXQ_GENTR
Q:126 4-6 20 ,H:1-

217
77.42%ID E:1e -112 Pe ro xire d o xin Q, chlo ro p lastic PF0 8 534.7^Re d o xin^Re d o xin^74-20 6 ^E:3.4e -26 `PF0 0 578 .18 ^Ahp C-TSA^Ahp C/TSA family^75-19 3^E:4.5e -41 0 ,58 3 -0 ,174 0 -1,177 0 -0 ,9 72 0 ,0 0 6 -0 ,748 0 ,6 35 0 ,38 7 PRXQ_GENTR Pe ro xire d o xin Q, chlo ro p lastic (EC 1.11.1.15) (Thio re d o xin re d uctase ) AFP1

Ge ntiana triflo ra (Cluste re d

g e ntian)

Antio xid ant; Chlo ro p last; Disulfid e  b o nd ; Oxid o re d uctase ; Pe ro xid ase ; Plastid ; Re d o x-active

ce nte r; Thylako id ; Transit p e p tid e

SRR3420 22_TR6 16 1_c1_g 4_i7_le n=19 0 3 PGKH_TOBAC
Q:1723-30 8 ,H:1-

472
9 1.31%ID E:0 Pho sp ho g lyce rate  kinase , chlo ro p lastic PF0 0 16 2.16 ^PGK^Pho sp ho g lyce rate  kinase ^146 -524^E:3.9 e -16 1 0 ,421 -0 ,18 2 0 ,10 7 -0 ,35 0 -1,0 44 0 ,0 0 1 -0 ,6 9 2 0 -3,32 PGKH_TOBAC Pho sp ho g lyce rate  kinase , chlo ro p lastic (EC 2.7.2.3)

Nico tiana tab acum (Co mmo n

to b acco )
PATHWAY: Carb o hyd rate  b io synthe sis; Calvin cycle .

ATP-b ind ing ; Calvin cycle ; Chlo ro p last; Kinase ; Nucle o tid e -b ind ing ; Plastid ; Transfe rase ;

Transit p e p tid e

SRR3420 22_TR28 0 30 _c0 _g 3_i1_le n=126 5 CB23_TOBAC
Q:16 1-9 55,H:1-

26 5
9 2.45%ID E:4e -18 0 Chlo ro p hyll a-b  b ind ing  p ro te in 36 , chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^6 6 -231^E:5.2e -50 0 ,249 0 ,374 0 ,0 27 -0 ,6 19 0 -1,777 0 ,0 2 -0 ,6 38 0 -3,315 CB23_TOBAC Chlo ro p hyll a-b  b ind ing  p ro te in 36 , chlo ro p lastic (LHCII typ e  I CAB-36 ) (LHCP) CAB36

Nico tiana tab acum (Co mmo n

to b acco )

Ace tylatio n; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Mag ne sium; Me mb rane ; Me tal-b ind ing ;

Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Thylako id ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR32454_c2_g 1_i1_le n=738 GASA4_ARATH
Q:154-411,H:20 -

10 6
70 .45%ID E:3e -34 Gib b e re ll in-re g ulate d  p ro te in 4 PF0 270 4.11^GASA^Gib b e re ll in re g ulate d  p ro te in^47-10 6 ^E:3.7e -22 0 ,0 0 1 -0 ,8 72 0 -3,0 35 0 -1,456 0 ,0 0 3 -1,0 54 0 ,0 16 -0 ,6 72 GASA4_ARATH Gib b e re ll in-re g ulate d  p ro te in 4 (GAST1 p ro te in ho mo lo g  4) GASA4 At5g 15230  F8 M21.120

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G ib b e re ll in s ig naling  p athway;

Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 19 _TR36 750 _c2_g 2_i1_le n=2441 DCUP_TOBAC
Q:2128 -

10 28 ,H:23-39 1
8 6 .18 %ID E:0 Uro p o rp hyrino g e n d e carb o xylase , chlo ro p lastic PF0 120 8 .14^URO-D^Uro p o rp hyrino g e n d e carb o xylase  (URO-D)^50 -38 7^E:4.6 e -116 0 ,0 0 1 -0 ,9 23 0 -1,438 0 -1,442 0 ,0 0 3 -0 ,8 74 1 -0 ,549 DCUP_TOBAC Uro p o rp hyrino g e n d e carb o xylase , chlo ro p lastic (UPD) (URO-D) (EC 4.1.1.37) DCUP

Nico tiana tab acum (Co mmo n

to b acco )

PATHWAY: Po rp hyrin-co ntaining  co mp o und  me tab o lism; p ro to p o rp hyrin-IX

b io synthe sis; co p ro p o rp hyrino g e n-III fro m 5-amino le vulinate : ste p  4/4.

3D-structure ; Chlo ro p hyll b io synthe sis; Chlo ro p last; De carb o xylase ; Lyase ; Plastid ; Po rp hyrin

b io synthe sis; Transit p e p tid e

SRR3420 19 _TR36 8 56 _c2_g 3_i7_le n=410 1 EFTS_SYNR3
Q:2157-28 0 1,H:2-

217
6 1.57%ID E:2e -8 7

Elo ng atio n facto r Ts {ECO:0 0 0 0 255|HAMAP-

Rule :MF_0 0 0 50 }

PF0 0 575.20 ^S1^S1 RNA b ind ing  d o main^149 -218 ^E:1.1e -15`PF0 0 575.20 ^S1^S1 RNA b ind ing  d o main^26 3-327^E:6 .9 e -

0 9 `PF0 0 8 8 9 .16 ^EF_TS^Elo ng atio n facto r TS^6 72-8 14^E:5.9 e -30 `PF0 0 8 8 9 .16 ^EF_TS^Elo ng atio n facto r TS^9 12-

10 54^E:3.9 e -30

0 ,0 0 1 -0 ,9 6 6 0 -1,348 0 -1,19 8 0 ,16 2 -0 ,46 0 ,6 24 0 ,151 EFTS_SYNR3 Elo ng atio n facto r Ts (EF-Ts) tsf SynRCC30 7_1273
Syne cho co ccus sp . (strain

RCC30 7)

Co mp le te  p ro te o me ; Cyto p lasm; Elo ng atio n facto r; Pro te in b io synthe sis; Re fe re nce

p ro te o me

SRR6 48 70 5_TR21225_c0 _g 1_i2_le n=1540 NA NA NA NA NA

PF1318 1.3^TPR_8 ^Te tratrico p e p tid e  re p e at^231-26 2^E:0 .11`PF13432.3^TPR_16 ^Te tratrico p e p tid e  re p e at^236 -

29 0 ^E:3.2e -0 7`PF0 7719 .14^TPR_2^Te tratrico p e p tid e  re p e at^26 6 -29 8 ^E:3.6 e -0 7`PF1318 1.3^TPR_8 ^Te tratrico p e p tid e

re p e at^26 6 -29 8 ^E:6 e -0 6 `PF0 0 515.25^TPR_1^Te tratrico p e p tid e  re p e at^26 7-29 8 ^E:8 .3e -

0 8 `PF13176 .3^TPR_7^Te tratrico p e p tid e  re p e at^26 7-29 7^E:0 .0 0 8 1`PF0 1535.17^PPR^PPR re p e at^26 7-29 0 ^E:0 .8 4

1 -0 ,6 13 0 -2,19 0 ,0 11 -1,46 0 -7,70 6 0 -4,0 6 . . . . . .

SRR122238 _TR49 28 0 _c0 _g 1_i1_le n=10 38 CYB5_TOBAC
Q:76 2-358 ,H:1-

135
8 4.44%ID E:4e -8 0 Cyto chro me  b 5 PF0 0 173.25^Cyt-b 5^Cyto chro me  b 5-like  He me /Ste ro id  b ind ing  d o main^9 -8 0 ^E:5e -26 0 -10 ,138 0 ,55 0 ,18 9 0 -8 ,0 6 9 0 -8 ,0 6 9 0 ,56 -0 ,6 6 6 CYB5_TOBAC Cyto chro me  b 5

Nico tiana tab acum (Co mmo n

to b acco )

Ele ctro n transp o rt; End o p lasmic re ticulum; He me ; Iro n; Me mb rane ; Me tal-b ind ing ;

Micro so me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 57_TR28 344_c0 _g 4_i1_le n=8 47 ATPG_TOBAC
Q:173-8 47,H:1-

223
8 0 .8 9 %ID E:4e -9 8 ATP synthase  g amma chain, chlo ro p lastic PF0 0 231.16 ^ATP-synt^ATP synthase ^59 -225^E:8 .2e -42 0 -2,59 7 1 0 0 -5,6 0 7 0 -2,452 0 ,254 4,6 28 ATPG_TOBAC ATP synthase  g amma chain, chlo ro p lastic (F-ATPase  g amma sub unit) ATPC

Nico tiana tab acum (Co mmo n

to b acco )

ATP synthe sis; CF(1); Chlo ro p last; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; Hyd ro g e n io n

transp o rt; Io n transp o rt; Me mb rane ; Plastid ; Thylako id ; Transit p e p tid e ; Transp o rt

SRR12718 59 _TR26 429 _c0 _g 3_i1_le n=10 23 CRD1_ARATH
Q:427-8 9 7,H:1-

158
72.9 6 %ID E:1e -6 2

Mag ne sium-p ro to p o rp hyrin IX mo no me thyl e ste r

[o xid ative ] cyclase , chlo ro p lastic
. 0 -1,8 43 0 ,0 0 9 6 ,0 9 7 0 -5,26 7 0 -1,9 9 6 0 3,48 1 CRD1_ARATH

Mag ne sium-p ro to p o rp hyrin IX mo no me thyl e ste r [o xid ative ] cyclase , chlo ro p lastic (Mg -

p ro to p o rp hyrin IX mo no me thyl e ste r o xid ative  cyclase ) (EC 1.14.13.8 1) (Co p p e r re sp o nse

d e fe ct 1 p ro te in) (Dicarb o xylate  d iiro n p ro te in) (AtZIP) (MPE-cyclase )

CRD1 ACSF AT10 3 CHL27 ZIP At3g 56 9 40

F24I3.20

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Po rp hyrin-co ntaining  co mp o und  me tab o lism; chlo ro p hyll b io synthe sis.

Alte rnative  sp lic ing ; Chlo ro p hyll b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; Iro n;

Me mb rane ; Me tal-b ind ing ; NADP; Oxid o re d uctase ; Pho to synthe sis; Plastid ; Plastid  inne r

me mb rane ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

SRR12718 59 _TR279 72_c6 _g 5_i3_le n=1278 FER_MASLA
Q:456 -734,H:3-

9 8
50 %ID E:2e -21 Fe rre d o xin PF0 0 111.24^Fe r2^2Fe -2S iro n-sulfur c luste r b ind ing  d o main^58 -130 ^E:6 .2e -13 0 -3,8 0 8 0 ,16 -1,30 3 0 -6 ,0 9 5 0 -4,9 59 0 ,337 0 ,445 FER_MASLA Fe rre d o xin p e tF

Mastig o clad us lamino sus

(Fische re lla sp .)

2Fe -2S; 3D-structure ; Dire ct p ro te in se q ue ncing ; Ele ctro n transp o rt; Iro n; Iro n-sulfur; Me tal-

b ind ing ; Transp o rt

SRR3420 17_TR9 9 1_c3_g 2_i2_le n=56 1 CYB5_TOBAC
Q:220 -56 1,H:1-

114
8 5.0 9 %ID E:6 e -6 9 Cyto chro me  b 5 PF0 0 173.25^Cyt-b 5^Cyto chro me  b 5-like  He me /Ste ro id  b ind ing  d o main^8 2-153^E:1.1e -25 0 -10 ,9 78 0 ,18 7 0 ,39 2 0 -8 ,6 8 7 0 -8 ,6 8 7 0 ,6 14 0 ,127 CYB5_TOBAC Cyto chro me  b 5

Nico tiana tab acum (Co mmo n

to b acco )

Ele ctro n transp o rt; End o p lasmic re ticulum; He me ; Iro n; Me mb rane ; Me tal-b ind ing ;

Micro so me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 23_TR6 8 39 _c0 _g 1_i1_le n=8 13 CYB5_TOBAC
Q:222-6 26 ,H:1-

135
8 4.44%ID E:2e -8 1 Cyto chro me  b 5 PF0 0 173.25^Cyt-b 5^Cyto chro me  b 5-like  He me /Ste ro id  b ind ing  d o main^9 -8 0 ^E:5e -26 0 -5,8 8 4 0 ,472 0 ,34 0 -7,431 0 -4,8 12 1 -0 ,0 14 CYB5_TOBAC Cyto chro me  b 5

Nico tiana tab acum (Co mmo n

to b acco )

Ele ctro n transp o rt; End o p lasmic re ticulum; He me ; Iro n; Me mb rane ; Me tal-b ind ing ;

Micro so me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 23_TR19 8 6 7_c0 _g 3_i3_le n=6 32 NA NA NA NA NA PF0 6 59 6 .8 ^Psb X^Pho to syste m II re actio n ce ntre  X p ro te in (Psb X)^8 9 -126 ^E:1.4e -16 0 -1,557 0 ,36 1 -0 ,228 0 -1,50 3 0 -1,348 1 2,8 38 . . . . . .

SRR11446 33_TR24528 _c0 _g 2_i1_le n=76 6 NA NA NA NA NA PF0 4570 .11^zf-FLZ^zinc-fing e r o f the  FCS-typ e , C2-C2^73-123^E:3.4e -26 0 ,0 6 4 -0 ,435 0 -1,175 0 -0 ,9 35 0 -1,10 5 0 ,8 9 2 0 ,13 . . . . . .

SRR11446 33_TR359 76 _c0 _g 2_i1_le n=130 2 NA NA NA NA NA . 0 ,151 -0 ,58 6 0 -1,6 59 0 ,0 0 1 -1,729 0 -2,53 1 1,6 9 6 . . . . . .

SRR11446 34_TR22153_c0 _g 2_i1_le n=10 13 PSAD_CUCSA
Q:20 0 -9 34,H:1-

20 7
6 7.35%ID E:7e -10 0

Pho to syste m I re actio n ce nte r sub unit II,

chlo ro p lastic
PF0 2531.13^PsaD^PsaD^113-243^E:3.7e -6 8 0 ,58 6 -0 ,113 0 -0 ,8 59 0 -0 ,8 8 5 0 ,0 0 1 -0 ,6 9 2 0 ,6 11 -0 ,39 PSAD_CUCSA

Pho to syste m I re actio n ce nte r sub unit II, chlo ro p lastic (PS I sub unit 5) (Pho to syste m I 20  kDa

sub unit) (PSI-D)
p saD Cucumis sativus (Cucumb e r)

Chlo ro p last; Dire ct p ro te in se q ue ncing ; Me mb rane ; Pho to synthe sis; Pho to syste m I; Plastid ;

Thylako id ; Transit p e p tid e

SRR122236 _TR6 354_c0 _g 1_i1_le n=6 30 PSAH1_ARATH
Q:576 -20 8 ,H:1-

123
8 1.3%ID E:2e -51

Pho to syste m I re actio n ce nte r sub unit VI-1,

chlo ro p lastic
PF0 3244.11^PSI_PsaH^Pho to syste m I re actio n ce ntre  sub unit VI^25-16 3^E:3e -71 0 ,9 56 0 ,0 12 0 -1,252 0 -0 ,731 0 ,0 0 1 -0 ,70 8 0 ,447 -0 ,227 PSAH1_ARATH Pho to syste m I re actio n ce nte r sub unit VI-1, chlo ro p lastic (PSI-H1) PSAH1 At3g 16 140  MSL1.18

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Pho to synthe sis; Pho to syste m I; Plastid ;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR122236 _TR6 9 24_c0 _g 1_i1_le n=8 17 NA NA NA NA NA . 0 ,143 -0 ,324 0 -1,9 71 0 -1,472 0 -1,272 0 ,429 -0 ,221 . . . . . .

SRR122236 _TR21773_c0 _g 1_i1_le n=6 6 4 RK34_SPIOL
Q:59 7-127,H:1-

150
53.7%ID E:2e -33 50 S rib o so mal p ro te in L34, chlo ro p lastic PF0 0 46 8 .14^Rib o so mal_L34^Rib o so mal p ro te in L34^111-146 ^E:4.6 e -13 0 ,0 26 -0 ,50 6 0 -1,59 2 0 -0 ,9 6 9 0 -0 ,9 5 0 ,0 16 -0 ,534 RK34_SPIOL 50 S rib o so mal p ro te in L34, chlo ro p lastic (CL34) RPL34 Sp inacia o le race a (Sp inach)

3D-structure ; Chlo ro p last; Dire ct p ro te in se q ue ncing ; Plastid ; RNA-b ind ing ;

Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e ; rRNA-b ind ing

SRR122236 _TR248 17_c0 _g 2_i1_le n=10 6 8 TLPH_ARATH
Q:8 9 4-220 ,H:17-

241
77.33%ID E:1e -125 Thaumatin-like  p ro te in PF0 0 314.14^Thaumatin^Thaumatin family^6 9 -28 1^E:1.1e -8 2 0 ,0 6 5 -0 ,511 0 -5,0 6 3 0 -2,46 0 -3,28 1 1 -0 ,28 3 TLPH_ARATH Thaumatin-like  p ro te in At1g 18 250  T10 O22.21

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Re fe re nce  p ro te o me ; Sig nal

SRR122237_TR14226 _c0 _g 1_i1_le n=6 56 NA NA NA NA NA PF0 8 0 41.8 ^Pe tM^Pe tM family o f cyto chro me  b 6 f co mp le x sub unit 7^123-150 ^E:4.3e -11 0 ,474 0 ,16 3 0 -1,539 0 -1 0 -1,146 0 ,10 8 -0 ,353 . . . . . .

SRR122238 _TR259 3_c0 _g 1_i2_le n=9 22 NA NA NA NA NA PF0 9 713.7^A_thal_3526 ^Plant p ro te in 158 9  o f unkno wn functio n (A_thal_3526 )^51-10 1^E:2.5e -24 1 -0 ,0 21 0 -1,6 45 0 -1,79 3 0 -1,43 0 ,8 52 0 ,0 6 8 . . . . . .

SRR122238 _TR31553_c0 _g 4_i1_le n=6 28 ARG7_VIGRR Q:339 -52,H:1-9 0 57.14%ID E:4e -30 Ind o le -3-ace tic acid -ind uce d  p ro te in ARG7 . 0 ,0 0 2 -1,31 0 -3,9 37 0 ,0 0 1 -1,8 0 4 0 -1,9 37 1 0 ,0 6 1 ARG7_VIGRR Ind o le -3-ace tic acid -ind uce d  p ro te in ARG7 ARG7
Vig na rad iata var. rad iata (Mung

b e an) (Phase o lus aure us)

SRR122238 _TR37137_c0 _g 3_i1_le n=9 9 5 CB13_SOLLC
Q:112-8 0 1,H:44-

273
9 0 .8 7%ID E:1e -152 Chlo ro p hyll a-b  b ind ing  p ro te in 8 , chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^58 -236 ^E:1.4e -49 0 ,554 -0 ,125 0 -1,58 9 0 -0 ,9 23 0 -0 ,8 57 0 ,8 46 0 ,0 41 CB13_SOLLC Chlo ro p hyll a-b  b ind ing  p ro te in 8 , chlo ro p lastic (LHCI typ e  III CAB-8 ) CAB8

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Ace tylatio n; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Mag ne sium;

Me mb rane ; Me tal-b ind ing ; Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II;

Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane

he lix

SRR122238 _TR39 8 0 4_c0 _g 1_i2_le n=8 40 NA NA NA NA NA PF0 5512.8 ^AWPM-19 ^AWPM-19 -like  family^15-155^E:8 .9 e -6 3 0 ,6 8 0 ,178 0 -1,711 0 -1,9 0 4 0 -2,244 1 0 ,0 41 . . . . . .

SRR122238 _TR40 315_c0 _g 4_i2_le n=110 5 CB24_PEA
Q:10 18 -272,H:1-

249
8 6 .75%ID E:2e -157 Chlo ro p hyll a-b  b ind ing  p ro te in P4, chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^6 3-222^E:7.4e -48 0 ,232 -0 ,25 0 -1,5 0 -1,0 27 0 -0 ,76 4 0 ,0 21 0 ,48 1 CB24_PEA Chlo ro p hyll a-b  b ind ing  p ro te in P4, chlo ro p lastic (LHCI typ e  III CAB-P4) lhcA-P4 Pisum sativum (Gard e n p e a)

3D-structure ; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Dire ct p ro te in se q ue ncing ;

Mag ne sium; Me mb rane ; Me tal-b ind ing ; Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I;

Pho to syste m II; Plastid ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR420 31_c0 _g 1_i2_le n=136 6 APG2_ARATH
Q:1244-26 4,H:27-

353
72.78 %ID E:4e -16 5 GDSL e ste rase /lip ase  APG PF0 0 6 57.19 ^Lip ase _GDSL^GDSL-like  Lip ase /Acylhyd ro lase ^45-357^E:3.3e -17 0 ,112 -0 ,39 4 0 -0 ,9 0 -1,23 0 ,0 0 1 -0 ,8 3 0 ,0 72 0 ,448 APG2_ARATH GDSL e ste rase /lip ase  APG (EC 3.1.1.-) (Extrace llular l ip ase  APG) APG At3g 16 370  MYA6 .18  T2O4.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; G lyco p ro te in; Hyd ro lase ; Lip id  d e g rad atio n; Lip id  me tab o lism;

Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR122238 _TR530 6 8 _c1_g 1_i1_le n=8 22 PSAO_ARATH
Q:28 2-6 20 ,H:28 -

140
8 7.6 1%ID E:1e -6 5 Pho to syste m I sub unit O . 0 ,58 4 0 ,115 0 -1,26 5 0 -1,0 14 0 -0 ,9 0 1 0 ,30 3 0 ,214 PSAO_ARATH Pho to syste m I sub unit O (PSI-O) PSAO At1g 0 8 38 0  T27G7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Me mb rane ; Pho to synthe sis;

Pho to syste m I; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix

SRR122238 _TR56 70 3_c0 _g 1_i1_le n=1420 GAT22_ARATH
Q:257-9 6 1,H:117-

352
39 .8 5%ID E:1e -31 Putative  GATA transcrip tio n facto r 22 PF0 0 320 .24^GATA^GATA zinc fing e r^174-20 7^E:1.1e -16 0 ,0 77 -0 ,6 8 5 0 -1,78 5 0 -2,131 0 -2,737 0 ,321 0 ,352 GAT22_ARATH Putative  GATA transcrip tio n facto r 22 GATA22 At4g 26 150  F20 B18 .26 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n; Zinc; Zinc-fing e r

SRR122238 _TR5739 6 _c0 _g 1_i1_le n=553 ARG7_VIGRR
Q:353-16 2,H:23-

8 7
6 1.54%ID E:5e -21 Ind o le -3-ace tic acid -ind uce d  p ro te in ARG7 PF0 2519 .11^Auxin_ind ucib le ^Auxin re sp o nsive  p ro te in^53-132^E:1.3e -28 0 ,15 -0 ,39 3 0 -2,749 0 -3,0 8 7 0 -3,225 0 ,131 0 ,452 ARG7_VIGRR Ind o le -3-ace tic acid -ind uce d  p ro te in ARG7 ARG7

Vig na rad iata var. rad iata (Mung

b e an) (Phase o lus aure us)

SRR122238 _TR6 40 38 _c0 _g 1_i3_le n=258 3 NA NA NA NA NA
PF12452.5^DUF36 8 5^Pro te in o f unkno wn functio n (DUF36 8 5)^313-40 2^E:1.5e -0 7`PF12452.5^DUF36 8 5^Pro te in o f unkno wn

functio n (DUF36 8 5)^422-50 0 ^E:4.1e -13
0 ,571 -0 ,221 0 -1,474 0 ,0 0 1 -1,159 0 -1,247 0 ,6 35 -0 ,318 . . . . . .

SRR122238 _TR6 759 1_c0 _g 1_i1_le n=116 5 PSAF_FLATR
Q:8 6 2-40 1,H:79 -

232
9 5.45%ID E:2e -9 3

Pho to syste m I re actio n ce nte r sub unit III,

chlo ro p lastic
PF0 250 7.12^PSI_PsaF^Pho to syste m I re actio n ce ntre  sub unit III^57-221^E:4.3e -8 2 0 ,538 -0 ,128 0 -0 ,8 74 0 -1,0 24 0 -0 ,8 38 0 ,15 -0 ,30 8 PSAF_FLATR

Pho to syste m I re actio n ce nte r sub unit III, chlo ro p lastic (Lig ht-harve sting  co mp le x I 17 kDa

p ro te in) (PSI-F)
PSAF

Flave ria trine rvia (Cluste re d

ye llo wto p s) (Oe d e ra trine rvia)
Chlo ro p last; Pho to synthe sis; Pho to syste m I; Plastid ; Thylako id ; Transit p e p tid e

SRR122238 _TR6 759 1_c0 _g 1_i2_le n=170 8 PSAF_FLATR
Q:140 5-

9 44,H:79 -232
9 5.45%ID E:5e -9 1

Pho to syste m I re actio n ce nte r sub unit III,

chlo ro p lastic
PF0 250 7.12^PSI_PsaF^Pho to syste m I re actio n ce ntre  sub unit III^57-221^E:4.3e -8 2 0 ,48 1 0 ,255 0 -1,8 49 0 ,0 0 1 -1,0 9 6 0 -1,211 0 ,541 -0 ,25 PSAF_FLATR

Pho to syste m I re actio n ce nte r sub unit III, chlo ro p lastic (Lig ht-harve sting  co mp le x I 17 kDa

p ro te in) (PSI-F)
PSAF

Flave ria trine rvia (Cluste re d

ye llo wto p s) (Oe d e ra trine rvia)
Chlo ro p last; Pho to synthe sis; Pho to syste m I; Plastid ; Thylako id ; Transit p e p tid e

SRR122238 _TR70 9 0 5_c0 _g 1_i1_le n=1419 GDL79 _ARATH
Q:18 8 -

119 8 ,H:26 -36 2
78 .9 3%ID E:0 GDSL e ste rase /lip ase  At5g 33370 PF0 0 6 57.19 ^Lip ase _GDSL^GDSL-like  Lip ase /Acylhyd ro lase ^6 8 -379 ^E:8 .8 e -14 0 ,0 51 -0 ,451 0 ,0 0 1 -1,13 0 -1,76 1 0 -1,752 0 ,6 46 0 ,10 9 GDL79 _ARATH GDSL e ste rase /lip ase  At5g 33370  (EC 3.1.1.-) (Extrace llular l ip ase  At5g 33370 ) At5g 33370  F19 N2.9 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Hyd ro lase ; Lip id  d e g rad atio n; Lip id

me tab o lism; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR122238 _TR71771_c0 _g 1_i4_le n=1738 HPR1_ARATH
Q:149 4-337,H:1-

38 6
9 0 .9 3%ID E:0 Glyce rate  d e hyd ro g e nase  HPR, p e ro xiso mal

PF0 0 38 9 .27^2-Hacid _d h^D-iso me r sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , catalytic d o main^35-346 ^E:2.7e -

17`PF0 28 26 .16 ^2-Hacid _d h_C^D-iso me r sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , NAD b ind ing  d o main^130 -322^E:5e -47
0 ,259 -0 ,324 0 ,0 0 1 -0 ,9 14 0 -1,127 0 -1,138 0 ,8 11 0 ,252 HPR1_ARATH

Glyce rate  d e hyd ro g e nase  HPR, p e ro xiso mal (GDH) (EC 1.1.1.29 ) (NADH-d e p e nd e nt

hyd ro xyp yruvate  re d uctase  1) (AtHPR1) (HPR 1)
HPR At1g 6 8 0 10  T23K23.14

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Pho to synthe sis; p ho to re sp iratio n; 3-p ho sp ho -D-g lyce rate  fro m

g lycine : ste p  3/4.

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; G lyco late  p athway;

NAD; Oxid o re d uctase ; Pe ro xiso me ; Pho to re sp iratio n; Pyruvate ; Re fe re nce  p ro te o me

SRR122238 _TR8 20 37_c0 _g 1_i2_le n=749 NA NA NA NA NA . 0 ,518 -0 ,152 0 -2,28 5 0 -1,276 0 -1,0 8 6 0 ,0 26 -0 ,475 . . . . . .

SRR122238 _TR8 2446 _c0 _g 1_i2_le n=18 9 3 WSD1_ARATH
Q:1577-414,H:6 0 -

446
25.12%ID E:8 e -28 O-acyltransfe rase  WSD1

PF0 30 0 7.13^WES_acyltransf^Wax e ste r synthase -like  Acyl-Co A acyltransfe rase  d o main^10 4-26 7^E:3.1e -

12`PF0 6 9 74.10 ^DUF129 8 ^Pro te in o f unkno wn functio n (DUF129 8 )^320 -46 6 ^E:4.5e -34
0 ,0 0 7 -0 ,78 2 0 -1,8 45 0 ,0 0 1 -2,0 42 0 ,0 0 1 -2,123 0 ,8 0 1 0 ,0 75 WSD1_ARATH

O-acyltransfe rase  WSD1 (Diacylg lyce ro l O-acyltransfe rase ) (DGAT) (EC 2.3.1.20 ) (Lo ng -chain-

alco ho l O-fatty-acyltransfe rase ) (EC 2.3.1.75) (Wax synthase ) (WS)
WSD1 At5g 3730 0  MNJ8 .9

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: G lyce ro lip id  me tab o lism; triacylg lyce ro l b io synthe sis.

Acyltransfe rase ; Co mp le te  p ro te o me ; End o p lasmic re ticulum; Me mb rane ; Re fe re nce

p ro te o me ; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR8 8 0 44_c0 _g 1_i7_le n=2117 CYP38 _ARATH
Q:336 -

159 8 ,H:23-437
76 .9 2%ID E:0

Pe p tid yl-p ro lyl c is-trans iso me rase  CYP38 ,

chlo ro p lastic
. 0 ,0 9 3 -0 ,6 22 0 -1,6 3 0 -2,0 79 0 -1,6 7 0 ,522 -0 ,256 CYP38 _ARATH

Pe p tid yl-p ro lyl c is-trans iso me rase  CYP38 , chlo ro p lastic (PPIase  CYP38 ) (EC 5.2.1.8 )

(Ro tamase  CYP38 ) (Thylako id  lume n PPIase )
CYP38  At3g 0 148 0  F4P13.3

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in

se q ue ncing ; Iso me rase ; Plastid ; Re fe re nce  p ro te o me ; Ro tamase ; Thylako id ; Transit p e p tid e

SRR122238 _TR8 8 0 8 8 _c1_g 1_i1_le n=720 NA NA NA NA NA . 0 ,0 15 -0 ,58 1 0 -1,79 9 0 -1,338 0 -0 ,8 8 8 0 ,0 0 2 -0 ,6 9 3 . . . . . .

SRR12718 57_TR8 0 6 8 _c0 _g 2_i2_le n=1540 BH0 9 6 _ARATH
Q:118 2-

39 7,H:8 0 -319
49 .6 2%ID E:4e -6 2 Transcrip tio n facto r b HLH9 6 PF0 0 0 10 .23^HLH^He lix-lo o p -he lix DNA-b ind ing  d o main^16 3-214^E:2.9 e -11 0 ,319 -0 ,274 0 -1,78 8 0 -1,41 0 -1,28 2 0 ,321 -0 ,29 8 BH0 9 6 _ARATH

Transcrip tio n facto r b HLH9 6  (Basic he lix-lo o p -he lix p ro te in 9 6 ) (Atb HLH9 6 ) (b HLH 9 6 )

(Transcrip tio n facto r EN 15) (b HLH transcrip tio n facto r b HLH0 9 6 )
BHLH9 6  EN15 At1g 72210  T9 N14.4

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n;

Transcrip tio n re g ulatio n

SRR12718 57_TR10 347_c3_g 1_i3_le n=4570 NA NA NA NA NA . 0 ,515 -0 ,239 0 -1,58 1 0 -2,6 57 0 -2,6 79 0 ,443 -0 ,18 2 . . . . . .

SRR12718 57_TR15428 _c0 _g 1_i4_le n=1346 CUT1B_ARATH
Q:40 0 -8 16 ,H:35-

174
6 5.52%ID E:8 e -51 Pro te in CURVATURE THYLAKOID 1B, chlo ro p lastic PF14159 .3^CAAD^CAAD d o mains o f cyano b acte rial amino acyl-tRNA synthe tase ^9 5-177^E:5.5e -30 0 ,713 0 ,0 8 1 0 ,0 0 1 -0 ,747 0 -0 ,9 45 0 -0 ,8 48 0 ,56 5 -0 ,13 CUT1B_ARATH

Pro te in CURVATURE THYLAKOID 1B, chlo ro p lastic (Pho to syste m I p ro te in P) (Thylako id

me mb rane  p ho sp ho p ro te in 14 kDa)

CURT1B PSAP PSI-P TMP14 At2g 46 8 20

F19 D11.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Me mb rane ;

Pho sp ho p ro te in; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix

SRR12718 57_TR1559 7_c0 _g 2_i1_le n=6 8 70 CLU_ARATH
Q:4342-

30 44,H:78 7-1258
38 .9 %ID E:2e -9 4 Cluste re d  mito cho nd ria p ro te in

PF150 44.3^CLU_N^Mito cho nd rial functio n, CLU-N-te rm^48 -117^E:1.5e -0 8 `PF128 0 7.4^e IF3_p 135^Translatio n initiatio n

facto r e IF3 sub unit 135^734-8 77^E:2.5e -23`PF13424.3^TPR_12^Te tratrico p e p tid e  re p e at^9 47-10 17^E:2.8 e -

13`PF13374.3^TPR_10 ^Te tratrico p e p tid e  re p e at^9 47-9 8 8 ^E:2.5e -0 8 `PF1318 1.3^TPR_8 ^Te tratrico p e p tid e  re p e at^9 49 -

9 79 ^E:0 .19 `PF13424.3^TPR_12^Te tratrico p e p tid e  re p e at^10 31-110 5^E:1.6 e -11`PF13374.3^TPR_10 ^Te tratrico p e p tid e

re p e at^10 31-10 70 ^E:1.9 e -0 6

0 ,0 44 -0 ,717 0 -2,0 19 0 -1,752 0 -1,326 0 ,18 8 0 ,50 1 CLU_ARATH Cluste re d  mito cho nd ria p ro te in (Frie nd ly mito cho nd ria p ro te in) FMT CLU At3g 52140  F4F15.250
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me ; Re p e at; TPR

re p e at

SRR12718 57_TR19 276 _c2_g 1_i1_le n=16 6 5 ALF1_PEA
Q:139 1-315,H:1-

357
8 5.52%ID E:0

Fructo se -b isp ho sp hate  ald o lase , cyto p lasmic

iso zyme  1
PF0 0 274.16 ^Glyco lytic^Fructo se -b isp ho sp hate  ald o lase  class-I^11-359 ^E:1.1e -173 0 ,0 6 -0 ,6 0 4 0 -2,70 4 0 -3,0 37 0 -3,8 79 0 ,0 6 1 0 ,515 ALF1_PEA Fructo se -b isp ho sp hate  ald o lase , cyto p lasmic iso zyme  1 (EC 4.1.2.13) Pisum sativum (Gard e n p e a)

PATHWAY: Carb o hyd rate  d e g rad atio n; g lyco lysis; D-g lyce rald e hyd e  3-p ho sp hate

and  g lyce ro ne  p ho sp hate  fro m D-g luco se : ste p  4/4.
Cyto p lasm; G lyco lysis; Lyase ; Schiff b ase

SRR12718 57_TR32438 _c0 _g 1_i2_le n=179 4 DAAA_ARATH
Q:6 79 -1578 ,H:73-

373
59 .47%ID E:1e -122

D-amino -acid  transaminase , chlo ro p lastic

{ECO:0 0 0 0 30 3|Pub Me d :18 318 8 36 }
PF0 10 6 3.16 ^Amino tran_4^Amino -transfe rase  class IV^30 -254^E:1.2e -40 0 ,155 -1,121 0 -3,178 0 -1,9 8 6 0 ,0 0 1 -1,8 19 0 ,50 3 0 ,20 8 DAAA_ARATH

D-amino -acid  transaminase , chlo ro p lastic (EC 2.6 .1.21) (EC 4.1.3.38 ) (Amino d e o xycho rismate

lyase ) (AtADCL) (Branche d -chain-amino -acid  amino transfe rase -like  p ro te in 3)
DAAT BCAL3 At5g 578 50  MTI20 .10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Co facto r b io synthe sis; te trahyd ro fo late  b io synthe sis; 4-

amino b e nzo ate  fro m cho rismate : ste p  2/2.

Amino transfe rase ; Chlo ro p last; Co mp le te  p ro te o me ; Lyase ; Plastid ; Pyrid o xal p ho sp hate ;

Re fe re nce  p ro te o me ; Transfe rase ; Transit p e p tid e

SRR12718 57_TR3778 9 _c0 _g 1_i3_le n=26 38 CA4_ARATH
Q:9 52-40 4,H:76 -

250
45.9 %ID E:4e -44

Chlo ro p hyll a-b  b ind ing  p ro te in 4, chlo ro p lastic

{ECO:0 0 0 0 30 3|Pub Me d :10 36 6 8 8 1}
PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^6 6 -234^E:5.1e -48 0 ,275 -0 ,30 4 0 -1,549 0 -1,511 0 -1,356 0 ,331 0 ,342 CA4_ARATH Chlo ro p hyll a-b  b ind ing  p ro te in 4, chlo ro p lastic (LHCI typ e  III CAB-4) LHCA4 CAB4 At3g 47470  F1P2.20

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Mag ne sium; Me mb rane ;

Me tal-b ind ing ; Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR12718 57_TR42253_c0 _g 1_i1_le n=1539 SLD1_BOROF
Q:1348 -6 8 0 ,H:1-

223
6 3.23%ID E:2e -10 0 De lta(8 )-fatty-acid  d e saturase

PF0 0 173.25^Cyt-b 5^Cyto chro me  b 5-like  He me /Ste ro id  b ind ing  d o main^9 -77^E:6 .5e -24`PF0 0 48 7.21^FA_d e saturase ^Fatty

acid  d e saturase ^137-223^E:4.8 e -11
0 ,0 25 -0 ,721 0 -2,136 0 -1,6 44 0 -1,422 0 ,332 0 ,27 SLD1_BOROF De lta(8 )-fatty-acid  d e saturase  (EC 1.14.19 .4) (De lta(8 )-sp hing o lip id  d e saturase ) sld 1

Bo rag o  o ffic inalis (Bo urrache )

(Bo rag e )

Ele ctro n transp o rt; He me ; Iro n; Lip id  me tab o lism; Me mb rane ; Me tal-b ind ing ;

Oxid o re d uctase ; Sp hing o lip id  me tab o lism; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR12718 58 _TR18 9 41_c0 _g 1_i8 _le n=19 70 NA NA NA NA NA PF0 9 713.7^A_thal_3526 ^Plant p ro te in 158 9  o f unkno wn functio n (A_thal_3526 )^25-42^E:2e -0 6 0 ,56 4 -0 ,532 0 -2,9 8 6 0 -3,0 9 7 0 -3,6 6 3 0 ,8 8 2 0 ,154 . . . . . .

SRR12718 59 _TR49 46 _c0 _g 3_i6 _le n=10 8 5 CB22_TOBAC
Q:9 72-178 ,H:1-

26 5
9 3.9 6 %ID E:0 Chlo ro p hyll a-b  b ind ing  p ro te in 21, chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^6 5-231^E:1.6 e -50 0 ,58 6 -0 ,112 0 -1,19 7 0 -1,30 7 0 -1,14 0 ,0 0 6 0 ,576 CB22_TOBAC Chlo ro p hyll a-b  b ind ing  p ro te in 21, chlo ro p lastic (LHCII typ e  I CAB-21) (LHCP) CAB21

Nico tiana tab acum (Co mmo n

to b acco )

Ace tylatio n; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Mag ne sium; Me mb rane ; Me tal-b ind ing ;

Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Thylako id ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR12718 59 _TR9 59 0 _c0 _g 1_i4_le n=10 71 BH0 6 3_ARATH
Q:18 9 -

76 1,H:149 -331
52.74%ID E:2e -53 Transcrip tio n facto r b HLH6 3 . 0 ,122 -0 ,70 1 0 -3,38 8 0 -3,36 8 0 -2,9 43 0 ,8 0 3 -0 ,18 1 BH0 6 3_ARATH

Transcrip tio n facto r b HLH6 3 (Basic he lix-lo o p -he lix p ro te in 6 3) (Atb HLH6 3) (b HLH 6 3)

(Pro te in CRYPTOCHROME INTERACTING BASIC-HELIX-LOOP-HELIX 1) (Transcrip tio n facto r

EN 8 4) (b HLH transcrip tio n facto r b HLH0 6 3)

BHLH6 3 CIB1 EN8 4 At4g 34530  T4L20 .110
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n;

Transcrip tio n re g ulatio n

SRR12718 59 _TR10 6 40 _c0 _g 1_i3_le n=240 8 NA NA NA NA NA PF0 536 8 .10 ^NmrA^NmrA-like  family^9 7-210 ^E:5.9 e -0 6 `PF1346 0 .3^NAD_b ind ing _10 ^NAD(P)H-b ind ing ^10 1-28 4^E:1.8 e -13 0 ,28 2 -0 ,378 0 -1,24 0 -1,16 0 -1,29 6 0 ,8 8 1 0 ,0 9 9 . . . . . .

SRR12718 59 _TR10 6 40 _c0 _g 1_i4_le n=26 0 5 NA NA NA NA NA PF0 536 8 .10 ^NmrA^NmrA-like  family^9 7-210 ^E:5.9 e -0 6 `PF1346 0 .3^NAD_b ind ing _10 ^NAD(P)H-b ind ing ^10 1-28 4^E:1.8 e -13 0 ,537 -0 ,336 0 -1,753 0 -1,477 0 ,0 0 1 -1,36 3 0 ,9 0 2 0 ,137 . . . . . .

SRR12718 59 _TR26 429 _c0 _g 1_i4_le n=28 0 8 CRD1_GOSHI
Q:427-16 50 ,H:1-

40 5
8 5.6 8 %ID E:0

Mag ne sium-p ro to p o rp hyrin IX mo no me thyl e ste r

[o xid ative ] cyclase , chlo ro p lastic
PF0 29 15.14^Rub re rythrin^Rub re rythrin^133-26 6 ^E:2.5e -41 0 ,16 2 -0 ,30 6 0 -1,335 0 -0 ,9 9 5 0 -0 ,76 3 0 ,136 0 ,326 CRD1_GOSHI

Mag ne sium-p ro to p o rp hyrin IX mo no me thyl e ste r [o xid ative ] cyclase , chlo ro p lastic (Mg -

p ro to p o rp hyrin IX mo no me thyl e ste r o xid ative  cyclase ) (EC 1.14.13.8 1)
CRD1 ZIP

Go ssyp ium hirsutum (Up land

co tto n) (Go ssyp ium me xicanum)
PATHWAY: Po rp hyrin-co ntaining  co mp o und  me tab o lism; chlo ro p hyll b io synthe sis.

Chlo ro p hyll b io synthe sis; Chlo ro p last; Iro n; Me tal-b ind ing ; NADP; Oxid o re d uctase ;

Pho to synthe sis; Plastid ; Transit p e p tid e

SRR3420 17_TR278 3_c0 _g 1_i1_le n=9 45 NA NA NA NA NA . 0 ,0 0 6 -0 ,8 2 0 -1,778 0 -1,70 1 0 -1,773 0 ,6 42 -0 ,156 . . . . . .

SRR3420 17_TR726 9 _c3_g 1_i2_le n=1531 CAHC_TOBAC
Q:131-9 6 4,H:43-

321
8 2.8 %ID E:3e -154 Carb o nic anhyd rase , chlo ro p lastic PF0 0 48 4.16 ^Pro _CA^Carb o nic anhyd rase ^148 -30 5^E:2.4e -39 0 ,312 -0 ,28 5 0 -1,38 0 -1,36 8 0 -1,378 0 ,0 0 2 -0 ,6 6 1 CAHC_TOBAC Carb o nic anhyd rase , chlo ro p lastic (EC 4.2.1.1) (Carb o nate  d e hyd ratase )

Nico tiana tab acum (Co mmo n

to b acco )
Chlo ro p last; Lyase ; Plastid ; Transit p e p tid e ; Zinc

SRR3420 17_TR726 9 _c3_g 1_i3_le n=1220 BCA1_ARATH
Q:119 -9 9 4,H:53-

347
78 .6 4%ID E:3e -158

Be ta carb o nic anhyd rase  1, chlo ro p lastic

{ECO:0 0 0 0 30 3|Pub Me d :1740 7539 }
PF0 0 48 4.16 ^Pro _CA^Carb o nic anhyd rase ^147-30 4^E:2.6 e -39 0 ,112 -0 ,46 4 0 -0 ,9 17 0 -1,48 0 -1,38 6 0 ,558 0 ,126 BCA1_ARATH

Be ta carb o nic anhyd rase  1, chlo ro p lastic (Atb CA1) (Atb e taCA1) (EC 4.2.1.1) (Be ta carb o nate

d e hyd ratase  1) (Pro te in SALICYLIC ACID-BINDING PROTEIN 3) (AtSABP3)
BCA1 CA1 SABP3 At3g 0 150 0  F4P13.5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Alte rnative  sp lic ing ; Ce ll me mb rane ; Chlo ro p last; Co mp le te  p ro te o me ; Lyase ;

Me mb rane ; Pho sp ho p ro te in; Plastid ; Re fe re nce  p ro te o me ; S-nitro sylatio n; Transit p e p tid e ;

Zinc

SRR3420 17_TR9 0 20 _c2_g 1_i1_le n=9 0 5 RBS_MALSP
Q:779 -240 ,H:1-

18 3
8 1.42%ID E:1e -10 7

Rib ulo se  b isp ho sp hate  carb o xylase  small chain,

chlo ro p lastic

PF12338 .5^Rb cS^Rib ulo se -1,5-b isp ho sp hate  carb o xylase  small sub unit^2-42^E:6 .5e -

21`PF0 0 10 1.17^RuBisCO_small^Rib ulo se  b isp ho sp hate  carb o xylase , small chain^6 9 -177^E:1.2e -39
0 ,236 -0 ,244 0 -1,0 42 0 -0 ,9 3 0 -0 ,8 27 0 ,135 -0 ,30 7 RBS_MALSP

Rib ulo se  b isp ho sp hate  carb o xylase  small chain, chlo ro p lastic (RuBisCO small sub unit) (EC

4.1.1.39 )
RBCS Malus sp . (Crab  ap p le )

Calvin cycle ; Carb o n d io xid e  fixatio n; Chlo ro p last; Lyase ; Mo no o xyg e nase ; Oxid o re d uctase ;

Pho to re sp iratio n; Pho to synthe sis; Plastid ; Transit p e p tid e

SRR3420 17_TR9 143_c0 _g 2_i1_le n=757 SNAK1_SOLTU
Q:536 -324,H:18 -

8 8
71.8 3%ID E:2e -28 Snakin-1 . 0 ,28 1 -0 ,56 5 0 ,0 0 1 -6 ,575 0 ,0 0 1 -2,549 0 -3,577 0 ,44 -0 ,776 SNAK1_SOLTU Snakin-1 SN1 So lanum tub e ro sum (Po tato )

Antimicro b ial; Ce ll wall; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ;

Plant d e fe nse ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 17_TR9 6 76 _c1_g 1_i2_le n=1230 GDL79 _ARATH
Q:1230 -247,H:35-

36 2
79 .57%ID E:0 GDSL e ste rase /lip ase  At5g 33370 PF0 0 6 57.19 ^Lip ase _GDSL^GDSL-like  Lip ase /Acylhyd ro lase ^1-30 8 ^E:4.9 e -12 0 ,0 0 2 -0 ,78 2 0 -1,70 7 0 -1,528 0 -1,549 1 -0 ,0 8 9 GDL79 _ARATH GDSL e ste rase /lip ase  At5g 33370  (EC 3.1.1.-) (Extrace llular l ip ase  At5g 33370 ) At5g 33370  F19 N2.9 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Hyd ro lase ; Lip id  d e g rad atio n; Lip id

me tab o lism; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 17_TR18 20 0 _c0 _g 3_i1_le n=1211 CB22_TOBAC
Q:10 79 -28 5,H:1-

26 5
9 3.9 6 %ID E:0 Chlo ro p hyll a-b  b ind ing  p ro te in 21, chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^6 5-231^E:1.6 e -50 0 ,9 71 0 ,0 0 8 0 -0 ,79 4 0 -1,31 0 -1,0 22 0 ,121 0 ,359 CB22_TOBAC Chlo ro p hyll a-b  b ind ing  p ro te in 21, chlo ro p lastic (LHCII typ e  I CAB-21) (LHCP) CAB21

Nico tiana tab acum (Co mmo n

to b acco )

Ace tylatio n; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Mag ne sium; Me mb rane ; Me tal-b ind ing ;

Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Thylako id ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR3420 17_TR18 70 7_c0 _g 1_i1_le n=159 6 CB23_TOBAC
Q:1136 -342,H:1-

26 5
9 2.45%ID E:2e -178 Chlo ro p hyll a-b  b ind ing  p ro te in 36 , chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^6 6 -231^E:5.2e -50 0 ,546 -0 ,126 0 -0 ,8 17 0 -1,20 7 0 -0 ,9 8 1 0 0 ,8 CB23_TOBAC Chlo ro p hyll a-b  b ind ing  p ro te in 36 , chlo ro p lastic (LHCII typ e  I CAB-36 ) (LHCP) CAB36

Nico tiana tab acum (Co mmo n

to b acco )

Ace tylatio n; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Mag ne sium; Me mb rane ; Me tal-b ind ing ;

Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Thylako id ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR3420 17_TR258 43_c0 _g 1_i1_le n=542 GAST1_SOLLC
Q:28 5-49 4,H:43-

112
8 4.29 %ID E:4e -37 Pro te in GAST1 PF0 270 4.11^GASA^Gib b e re ll in re g ulate d  p ro te in^6 2-121^E:1.9 e -22 0 ,0 22 -0 ,6 78 0 -2,6 6 6 0 -1,551 0 -1,351 0 ,0 0 2 1,112 GAST1_SOLLC Pro te in GAST1 GAST1

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)
Co mp le te  p ro te o me ; Disulfid e  b o nd ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 17_TR28 272_c0 _g 1_i1_le n=736 GASA6 _ARATH
Q:59 4-346 ,H:21-

10 1
75.9 %ID E:4e -37 Gib b e re ll in-re g ulate d  p ro te in 6 . 0 ,9 8 -0 ,0 0 9 0 -6 ,9 79 0 -4,513 0 -5,58 9 0 ,0 0 8 0 ,77 GASA6 _ARATH Gib b e re ll in-re g ulate d  p ro te in 6  (GAST1 p ro te in ho mo lo g  6 ) GASA6  At1g 746 70  F1M20 .35

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Disulfid e  b o nd ; G ib b e re ll in s ig naling  p athway; Re fe re nce  p ro te o me ;

Se cre te d ; Sig nal

SRR3420 17_TR28 59 2_c0 _g 1_i2_le n=76 8 NA NA NA NA NA . 0 ,8 56 0 ,0 9 8 0 -1,6 32 0 -1,18 5 0 -1,579 0 ,159 0 ,56 . . . . . .

SRR3420 17_TR33135_c1_g 5_i1_le n=9 0 2 PST2_PETHY
Q:520 -20 0 ,H:1-

10 5
54.6 3%ID E:1e -25

Pho to syste m II 5 kDa p ro te in, chlo ro p lastic

{ECO:0 0 0 0 30 3|Pub Me d :2270 0 9 8 1}
. 0 ,59 5 -0 ,113 0 -1,0 8 5 0 -0 ,8 6 0 -0 ,736 0 ,535 0 ,131 PST2_PETHY Pho to syste m II 5 kDa p ro te in, chlo ro p lastic Pe tunia hyb rid a (Pe tunia)

Chlo ro p last; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; Me mb rane ; Pho to synthe sis;

Pho to syste m II; Plastid ; Thylako id ; Transit p e p tid e

SRR3420 17_TR33135_c1_g 5_i2_le n=521 NA NA NA NA NA . 0 ,6 6 6 -0 ,0 9 4 0 -1,6 9 8 0 -0 ,8 7 0 -0 ,8 0 2 0 ,318 -0 ,212 . . . . . .



SRR3420 19 _TR126 2_c0 _g 1_i1_le n=411 NA NA NA NA NA . 1 0 ,0 56 0 -3,19 6 0 -2,375 0 -1,9 35 0 ,0 9 4 1,10 7 . . . . . .

SRR3420 19 _TR19 43_c7_g 2_i6 _le n=16 0 1 CAHC_TOBAC
Q:149 6 -510 ,H:1-

321
77.27%ID E:2e -157 Carb o nic anhyd rase , chlo ro p lastic PF0 0 48 4.16 ^Pro _CA^Carb o nic anhyd rase ^156 -313^E:2.5e -39 0 ,28 5 -0 ,239 0 -0 ,9 57 0 -1,49 6 0 -1,577 0 ,0 18 -0 ,79 6 CAHC_TOBAC Carb o nic anhyd rase , chlo ro p lastic (EC 4.2.1.1) (Carb o nate  d e hyd ratase )

Nico tiana tab acum (Co mmo n

to b acco )
Chlo ro p last; Lyase ; Plastid ; Transit p e p tid e ; Zinc

SRR3420 19 _TR1730 0 _c1_g 4_i2_le n=6 6 8 PSAO_ARATH
Q:38 8 -137,H:28 -

111
8 4.52%ID E:3e -43 Pho to syste m I sub unit O . 0 ,8 0 5 0 ,0 6 5 0 -1,0 54 0 -1,0 73 0 -0 ,9 52 0 ,10 1 0 ,46 1 PSAO_ARATH Pho to syste m I sub unit O (PSI-O) PSAO At1g 0 8 38 0  T27G7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Me mb rane ; Pho to synthe sis;

Pho to syste m I; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix

SRR3420 19 _TR18 410 _c0 _g 8 _i1_le n=573 CB4A_SOLLC Q:346 -2,H:1-111 8 2.6 1%ID E:2e -49
Chlo ro p hyll a-b  b ind ing  p ro te in CP24 10 A,

chlo ro p lastic
PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^72-115^E:2.4e -19 0 ,0 8 2 -0 ,428 0 -1,127 0 -1,532 0 -1,29 0 ,0 16 0 ,6 72 CB4A_SOLLC Chlo ro p hyll a-b  b ind ing  p ro te in CP24 10 A, chlo ro p lastic (CAB-10 A) (LHCP) CAP10 A

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Me mb rane ; Pho to synthe sis;

Pho to syste m II; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix

SRR3420 19 _TR20 49 3_c2_g 1_i1_le n=2112 NA NA NA NA NA . 0 ,352 0 ,313 0 -1,26 1 0 ,0 0 1 -1,0 22 0 -1,30 2 1 1,0 59 . . . . . .

SRR3420 19 _TR21154_c4_g 3_i1_le n=9 43 PB27A_ARATH
Q:6 38 -246 ,H:41-

174
70 .37%ID E:3e -58

Pho to syste m II re p air p ro te in PSB27-H1,

chlo ro p lastic
PF13326 .3^PSII_Pb s27^Pho to syste m II Pb s27^42-171^E:5.7e -31 0 ,0 39 -0 ,50 5 0 -1,573 0 -0 ,9 58 0 ,0 0 1 -0 ,76 1 0 ,79 8 -0 ,47 PB27A_ARATH

Pho to syste m II re p air p ro te in PSB27-H1, chlo ro p lastic (Psb 27-H1) (Thylako id  lume nal p ro te in

PSB27-H1)

PSB27-1 At1g 0 36 0 0  F21B7.14 F21B7.21 F21B7.22

F21B7_140

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Me mb rane ; Pho sp ho p ro te in;

Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

SRR3420 19 _TR226 48 _c0 _g 2_i2_le n=1741 DAAA_ARATH
Q:116 4-26 5,H:73-

373
59 .47%ID E:9 e -123

D-amino -acid  transaminase , chlo ro p lastic

{ECO:0 0 0 0 30 3|Pub Me d :18 318 8 36 }
PF0 10 6 3.16 ^Amino tran_4^Amino -transfe rase  class IV^77-30 1^E:1.9 e -40 0 ,0 0 2 -1,271 0 -2,0 57 0 -2,34 0 -1,9 79 1 0 ,0 9 7 DAAA_ARATH

D-amino -acid  transaminase , chlo ro p lastic (EC 2.6 .1.21) (EC 4.1.3.38 ) (Amino d e o xycho rismate

lyase ) (AtADCL) (Branche d -chain-amino -acid  amino transfe rase -like  p ro te in 3)
DAAT BCAL3 At5g 578 50  MTI20 .10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Co facto r b io synthe sis; te trahyd ro fo late  b io synthe sis; 4-

amino b e nzo ate  fro m cho rismate : ste p  2/2.

Amino transfe rase ; Chlo ro p last; Co mp le te  p ro te o me ; Lyase ; Plastid ; Pyrid o xal p ho sp hate ;

Re fe re nce  p ro te o me ; Transfe rase ; Transit p e p tid e

SRR3420 19 _TR239 16 _c4_g 1_i2_le n=1152 CB22_TOBAC
Q:9 0 -8 8 4,H:1-

26 5
9 3.9 6 %ID E:0 Chlo ro p hyll a-b  b ind ing  p ro te in 21, chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^6 5-231^E:1.6 e -50 0 ,531 -0 ,139 0 -2,0 22 0 -0 ,8 0 4 0 -0 ,9 37 0 ,447 0 ,157 CB22_TOBAC Chlo ro p hyll a-b  b ind ing  p ro te in 21, chlo ro p lastic (LHCII typ e  I CAB-21) (LHCP) CAB21

Nico tiana tab acum (Co mmo n

to b acco )

Ace tylatio n; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Mag ne sium; Me mb rane ; Me tal-b ind ing ;

Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Thylako id ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR3420 19 _TR239 16 _c4_g 1_i3_le n=1251 CB22_TOBAC
Q:9 0 -8 8 4,H:1-

26 5
9 3.9 6 %ID E:0 Chlo ro p hyll a-b  b ind ing  p ro te in 21, chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^6 5-231^E:1.6 e -50 0 ,211 -0 ,257 0 -0 ,9 0 2 0 -0 ,9 6 7 0 -0 ,771 0 ,38 4 0 ,178 CB22_TOBAC Chlo ro p hyll a-b  b ind ing  p ro te in 21, chlo ro p lastic (LHCII typ e  I CAB-21) (LHCP) CAB21

Nico tiana tab acum (Co mmo n

to b acco )

Ace tylatio n; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Mag ne sium; Me mb rane ; Me tal-b ind ing ;

Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Thylako id ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR3420 19 _TR27542_c2_g 1_i1_le n=1526 CB5_ARATH
Q:46 0 -10 38 ,H:5-

19 4
78 .8 7%ID E:1e -10 6

Chlo ro p hyll a-b  b ind ing  p ro te in CP26 ,

chlo ro p lastic
PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^9 4-20 2^E:2.4e -24 1 0 ,0 0 4 0 -2,127 0 -1,339 0 -1,79 6 0 ,337 0 ,357 CB5_ARATH

Chlo ro p hyll a-b  b ind ing  p ro te in CP26 , chlo ro p lastic (LHCB5) (LHCIIc) (Lig ht-harve sting

co mp le x II p ro te in 5)
LHCB5 At4g 10 340  F24G24.140

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Mag ne sium; Me mb rane ;

Me tal-b ind ing ; Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR3420 19 _TR27542_c2_g 1_i5_le n=1425 CB5_ARATH
Q:46 0 -129 6 ,H:5-

28 0
8 2.8 6 %ID E:7e -138

Chlo ro p hyll a-b  b ind ing  p ro te in CP26 ,

chlo ro p lastic
PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^9 4-255^E:5.4e -46 0 ,9 8 3 0 ,0 0 5 0 -1,0 8 9 0 -0 ,9 29 0 -0 ,8 45 0 ,556 -0 ,123 CB5_ARATH

Chlo ro p hyll a-b  b ind ing  p ro te in CP26 , chlo ro p lastic (LHCB5) (LHCIIc) (Lig ht-harve sting

co mp le x II p ro te in 5)
LHCB5 At4g 10 340  F24G24.140

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Mag ne sium; Me mb rane ;

Me tal-b ind ing ; Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR3420 19 _TR2778 2_c0 _g 3_i1_le n=19 30 CHLP_TOBAC
Q:20 4-158 0 ,H:1-

46 0
8 7.8 3%ID E:0

Ge ranylg e ranyl d ip ho sp hate  re d uctase ,

chlo ro p lastic
PF0 1134.19 ^GIDA^Gluco se  inhib ite d  d ivis io n p ro te in A^121-155^E:0 .0 0 0 11 0 ,0 9 -0 ,411 0 -1,771 0 -1,29 9 0 -0 ,9 37 0 ,0 25 0 ,49 5 CHLP_TOBAC

Ge ranylg e ranyl d ip ho sp hate  re d uctase , chlo ro p lastic (EC 1.3.1.8 3) (Ge ranylg e ranyl

re d uctase )
CHLP

Nico tiana tab acum (Co mmo n

to b acco )

PATHWAY: Po rp hyrin-co ntaining  co mp o und  me tab o lism; chlo ro p hyll

b io synthe sis.; PATHWAY: Co facto r b io synthe sis; to co p he ro l b io synthe sis.

Chlo ro p hyll b io synthe sis; Chlo ro p last; NADP; Oxid o re d uctase ; Pho to synthe sis; Plastid ;

Transit p e p tid e

SRR3420 19 _TR278 0 8 _c0 _g 1_i3_le n=1457 CRR6 0 _ARATH
Q:1218 -

526 ,H:35-259
6 2.77%ID E:8 e -8 0 Cyste ine -rich re p e at se cre to ry p ro te in 6 0

PF0 16 57.14^Stre ss-antifung ^Salt stre ss re sp o nse /antifung al^31-125^E:5e -20 `PF0 16 57.14^Stre ss-antifung ^Salt stre ss

re sp o nse /antifung al^174-231^E:9 .5e -0 9
0 ,0 59 -0 ,6 23 0 -2,20 1 0 -1,6 74 0 -1,754 0 ,8 43 -0 ,10 2 CRR6 0 _ARATH Cyste ine -rich re p e at se cre to ry p ro te in 6 0  (Plasmo d e smata-lo cate d  p ro te in 7) (PDLP7) CRRSP6 0  At5g 376 6 0  K12B20 .12

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Ce ll junctio n; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Ho st-virus

inte ractio n; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Sig nal; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR3420 19 _TR30 724_c0 _g 2_i2_le n=16 0 7 PSAK_ARATH
Q:9 70 -1275,H:29 -

130
8 7.25%ID E:3e -41

Pho to syste m I re actio n ce nte r sub unit p saK,

chlo ro p lastic
. 0 ,9 22 0 ,0 71 0 -1,6 75 0 -1,454 0 -1,45 0 ,147 0 ,453 PSAK_ARATH Pho to syste m I re actio n ce nte r sub unit p saK, chlo ro p lastic (PSI-K) (Pho to syste m I sub unit X) PSAK At1g 30 38 0  T4K22.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Pho to synthe sis; Pho to syste m I; Plastid ;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR3420 19 _TR31144_c1_g 1_i2_le n=775 FER_CAPAN
Q:119 -556 ,H:1-

144
73.29 %ID E:7e -6 0 Fe rre d o xin, chlo ro p lastic PF0 0 111.24^Fe r2^2Fe -2S iro n-sulfur c luste r b ind ing  d o main^9 9 -170 ^E:1.4e -19 0 ,0 51 -0 ,40 9 0 -1,0 8 4 0 -1,125 0 -1,0 55 0 ,233 -0 ,251 FER_CAPAN Fe rre d o xin, chlo ro p lastic (PFLP) AP1 Cap sicum annuum (Be ll p e p p e r)

2Fe -2S; Chlo ro p last; Ele ctro n transp o rt; Iro n; Iro n-sulfur; Me tal-b ind ing ; Pho sp ho p ro te in;

Plastid ; Transit p e p tid e ; Transp o rt

SRR3420 19 _TR37176 _c0 _g 1_i3_le n=1330 NA NA NA NA NA PF14547.3^Hyd ro p ho b _se e d ^Hyd ro p ho b ic se e d  p ro te in^16 7-250 ^E:4.6 e -27 0 ,0 19 -0 ,555 0 -2,6 72 0 -1,6 24 0 -1,2 0 ,9 2 -0 ,0 35 . . . . . .

SRR3420 19 _TR37354_c0 _g 1_i9 _le n=8 6 7 NA NA NA NA NA . 0 ,729 0 ,20 8 0 -2,9 6 2 0 -2,9 14 0 -2,6 79 0 ,6 55 -0 ,237 . . . . . .

SRR3420 22_TR28 29 _c2_g 1_i1_le n=2246 G3PB_PEA
Q:450 -

18 74,H:10 -451
8 1.47%ID E:0

Glyce rald e hyd e -3-p ho sp hate  d e hyd ro g e nase  B,

chlo ro p lastic

PF0 0 0 44.21^Gp _d h_N^Glyce rald e hyd e  3-p ho sp hate  d e hyd ro g e nase , NAD b ind ing  d o main^2-10 5^E:3.3e -

33`PF0 28 0 0 .17^Gp _d h_C^Glyce rald e hyd e  3-p ho sp hate  d e hyd ro g e nase , C-te rminal d o main^110 -26 7^E:1.1e -

6 5`PF0 26 72.12^CP12^CP12 d o main^29 6 -317^E:2.3e -0 5

0 ,543 -0 ,20 1 0 -1,0 39 0 -1,25 0 ,0 0 1 -0 ,734 0 ,28 5 0 ,26 3 G3PB_PEA
Glyce rald e hyd e -3-p ho sp hate  d e hyd ro g e nase  B, chlo ro p lastic (EC 1.2.1.13) (NADP-d e p e nd e nt

g lyce rald e hyd e p ho sp hate  d e hyd ro g e nase  sub unit B)
GAPB GPB1 Pisum sativum (Gard e n p e a) PATHWAY: Carb o hyd rate  b io synthe sis; Calvin cycle . Calvin cycle ; Chlo ro p last; NADP; Oxid o re d uctase ; Plastid ; Transit p e p tid e

SRR3420 22_TR4115_c1_g 2_i2_le n=20 17 POR_DAUCA
Q:173-136 6 ,H:1-

39 8
79 .45%ID E:0 Pro to chlo ro p hyll id e  re d uctase , chlo ro p lastic

PF0 8 6 59 .7^KR^KR d o main^8 6 -18 9 ^E:9 .7e -0 7`PF0 0 10 6 .22^ad h_sho rt^sho rt chain d e hyd ro g e nase ^8 8 -230 ^E:3.4e -

19 `PF1356 1.3^ad h_sho rt_C2^Eno yl-(Acyl carrie r p ro te in) re d uctase ^9 2-229 ^E:6 .9 e -11
0 ,0 19 -0 ,544 0 -1,6 45 0 -1,254 0 -0 ,8 41 1 -0 ,8 19 POR_DAUCA

Pro to chlo ro p hyll id e  re d uctase , chlo ro p lastic (PCR) (EC 1.3.1.33) (NADPH-p ro to chlo ro p hyll id e

o xid o re d uctase ) (POR)
POR1 Daucus caro ta (Wild  carro t) PATHWAY: Po rp hyrin-co ntaining  co mp o und  me tab o lism; chlo ro p hyll b io synthe sis.

Chlo ro p hyll b io synthe sis; Chlo ro p last; NADP; Oxid o re d uctase ; Pho to synthe sis; Plastid ;

Transit p e p tid e

SRR3420 22_TR420 9 _c2_g 2_i2_le n=18 8 7 PLY1_ARATH
Q:10 52-

18 8 5,H:6 2-339
9 1.73%ID E:0 Pro b ab le  p e ctate  lyase  1

PF0 0 544.16 ^Pe c_lyase _C^Pe ctate  lyase ^8 -177^E:7e -22`PF13229 .3^Be ta_he lix^Rig ht hand e d  b e ta he lix re g io n^27-

146 ^E:3.7e -0 7
0 ,8 8 6 -0 ,0 6 2 0 -2,0 8 7 0 -2,443 0 -1,9 8 3 1 -0 ,9 9 6 PLY1_ARATH Pro b ab le  p e ctate  lyase  1 (EC 4.2.2.2) (Pe ctate  lyase  A1) At1g 0 46 8 0  T1G11.7 T1G11_6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: G lycan me tab o lism; p e ctin d e g rad atio n; 2-d e hyd ro -3-d e o xy-D-

g luco nate  fro m p e ctin: ste p  2/5.

Calc ium; Co mp le te  p ro te o me ; G lyco p ro te in; Lyase ; Me tal-b ind ing ; Re fe re nce  p ro te o me ;

Sig nal

SRR3420 22_TR7524_c6 _g 4_i8 _le n=1411 CB12_PETHY
Q:26 7-10 37,H:1-

26 8
6 0 .45%ID E:2e -10 5 Chlo ro p hyll a-b  b ind ing  p ro te in, chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^6 3-229 ^E:4.1e -50 0 ,0 5 -0 ,48 5 0 -1,423 0 -1,431 0 -1,28 1 0 ,28 2 -0 ,259 CB12_PETHY Chlo ro p hyll a-b  b ind ing  p ro te in, chlo ro p lastic (LHCI typ e  II CAB) Pe tunia hyb rid a (Pe tunia)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Mag ne sium; Me mb rane ; Me tal-b ind ing ;

Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Thylako id ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR3420 22_TR7773_c0 _g 1_i2_le n=8 70 NA NA NA NA NA . 0 ,175 -0 ,9 8 7 0 ,0 0 1 -2,473 0 -2,8 32 0 -2,8 74 1 -0 ,0 29 . . . . . .

SRR3420 22_TR13446 _c0 _g 2_i1_le n=8 0 9 NA NA NA NA NA . 0 ,8 75 0 ,0 6 4 0 -5,8 0 7 0 ,0 0 1 -2,6 44 0 -3,435 0 ,25 -0 ,39 3 . . . . . .

SRR3420 22_TR16 6 46 _c3_g 3_i4_le n=149 0 YAB1_ARATH
Q:9 70 -353,H:21-

229
6 5.12%ID E:2e -8 1 Axial re g ulato r YABBY 1 PF0 46 9 0 .10 ^YABBY^YABBY p ro te in^32-19 5^E:7.7e -72 0 ,0 24 -0 ,721 0 -2,327 0 -1,8 8 3 0 -1,6 76 0 ,0 38 -0 ,6 79 YAB1_ARATH

Axial re g ulato r YABBY 1 (Fl-54) (Pro te in ABNORMAL FLORAL ORGANS) (Pro te in

FILAMENTOUS FLOWER) (Pro te in anthe rle ss)
YAB1 AFO AT FIL At2g 4519 0  F4L23.30

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; De ve lo p me ntal p ro te in; Me tal-b ind ing ; Nucle us;

Re fe re nce  p ro te o me ; Zinc; Zinc-fing e r

SRR3420 22_TR18 0 9 4_c3_g 1_i1_le n=6 17 NA NA NA NA NA . 0 ,0 8 8 -0 ,59 5 0 -3,132 0 -1,447 0 -1,6 15 0 ,9 0 7 -0 ,0 4 . . . . . .

SRR3420 22_TR18 117_c1_g 3_i1_le n=1173 PDF1_ARATH
Q:6 9 8 -

10 21,H:19 1-30 2
6 8 .75%ID E:2e -21 Pro to d e rmal facto r 1 . 0 ,0 8 6 -0 ,512 0 -4,8 9 5 0 -2,8 0 9 0 -3,9 3 0 ,79 9 0 ,0 8 3 PDF1_ARATH Pro to d e rmal facto r 1 PDF1 At2g 428 40  F7D19 .16

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Sig nal

SRR3420 22_TR18 6 36 _c4_g 4_i3_le n=20 40 NA NA NA NA NA . 0 ,0 8 9 -0 ,558 0 -1,545 0 -1,8 57 0 -1,9 13 1 0 ,251 . . . . . .

SRR3420 22_TR20 0 8 9 _c0 _g 1_i1_le n=126 3 NA NA NA NA NA . 0 ,9 32 -0 ,0 37 0 -2,30 2 0 -2,0 51 0 -1,36 9 1 0 ,219 . . . . . .

SRR3420 22_TR20 20 9 _c3_g 5_i2_le n=29 78 PP213_ARATH
Q:116 8 -

2742,H:76 -59 9
6 3.0 5%ID E:0

Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in

At3g 0 476 0 , chlo ro p lastic

PF0 1535.17^PPR^PPR re p e at^71-9 4^E:0 .25`PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^8 7-

144^E:0 .0 0 0 4`PF128 54.4^PPR_1^PPR re p e at^131-16 1^E:3.8 e -0 9 `PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at

d o main^131-18 0 ^E:3.5e -0 8 `PF130 41.3^PPR_2^PPR re p e at family^132-18 1^E:4.2e -18 `PF0 1535.17^PPR^PPR re p e at^136 -

16 5^E:1.6 e -0 6 `PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^157-213^E:7.1e -12`PF128 54.4^PPR_1^PPR

re p e at^16 3-19 4^E:2.4e -10 `PF130 41.3^PPR_2^PPR re p e at family^16 7-213^E:4.3e -15`PF0 1535.17^PPR^PPR re p e at^170 -

20 0 ^E:4.3e -0 6 `PF128 54.4^PPR_1^PPR re p e at^19 9 -230 ^E:2.3e -0 6 `PF0 1535.17^PPR^PPR re p e at^20 5-

235^E:0 .0 0 0 6 1`PF130 41.3^PPR_2^PPR re p e at family^218 -251^E:1.2e -10 `PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at

d o main^225-28 2^E:4.9 e -10 `PF128 54.4^PPR_1^PPR re p e at^233-26 1^E:2e -12`PF0 1535.17^PPR^PPR re p e at^240 -

26 9 ^E:3.8 e -0 6 `PF130 41.3^PPR_2^PPR re p e at family^241-28 4^E:3.2e -12`PF130 41.3^PPR_2^PPR re p e at family^272-

321^E:1e -13`PF0 1535.17^PPR^PPR re p e at^275-30 2^E:0 .0 0 9 2`PF17177.1^PPR_lo ng ^Pe ntaco trip e p tid e -re p e at re g io n o f

PROPR^29 1-416 ^E:2.9 e -12`PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^29 5-354^E:9 .5e -

0 8 `PF128 54.4^PPR_1^PPR re p e at^30 4-335^E:1.8 e -11`PF0 1535.17^PPR^PPR re p e at^310 -340 ^E:1.9 e -

0 7`PF130 41.3^PPR_2^PPR re p e at family^316 -356 ^E:1.7e -0 9 `PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^332-

39 1^E:4.2e -0 8 `PF128 54.4^PPR_1^PPR re p e at^338 -370 ^E:1.5e -0 9 `PF0 1535.17^PPR^PPR re p e at^346 -

375^E:0 .0 0 0 41`PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^370 -424^E:1.3e -10 `PF128 54.4^PPR_1^PPR

re p e at^374-40 4^E:1.3e -10 `PF130 41.3^PPR_2^PPR re p e at family^377-424^E:3.8 e -15`PF0 1535.17^PPR^PPR re p e at^38 1-

410 ^E:1.4e -0 6 `PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^40 1-458 ^E:8 .1e -0 8 `PF130 41.3^PPR_2^PPR re p e at

family^412-46 1^E:4.7e -11`PF0 1535.17^PPR^PPR re p e at^415-444^E:0 .0 8 8 `PF17177.1^PPR_lo ng ^Pe ntaco trip e p tid e -re p e at

re g io n o f PROPR^437-526 ^E:6 e -10 `PF128 54.4^PPR_1^PPR re p e at^443-476 ^E:2.1e -14`PF130 41.3^PPR_2^PPR re p e at

family^447-49 6 ^E:1.5e -15`PF0 1535.17^PPR^PPR re p e at^450 -48 0 ^E:2.1e -10 `PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at

d o main^471-528 ^E:3e -0 9 `PF128 54.4^PPR_1^PPR re p e at^479 -511^E:1.5e -0 8 `PF130 41.3^PPR_2^PPR re p e at family^48 3-

528 ^E:1.2e -13`PF0 1535.17^PPR^PPR re p e at^48 5-515^E:3.7e -0 7

0 ,125 -0 ,513 0 ,0 0 1 -1,30 2 0 ,0 0 1 -1,0 31 0 ,0 0 1 -1,0 16 0 ,0 8 9 0 ,574 PP213_ARATH Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in At3g 0 476 0 , chlo ro p lastic At3g 0 476 0  F7O18 .25
Arab id o p sis thaliana (Mo use -e ar

cre ss)
Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Re p e at; Transit p e p tid e

SRR3420 22_TR28 9 8 6 _c0 _g 2_i1_le n=745 NA NA NA NA NA
PF1436 8 .3^LTP_2^Pro b ab le  l ip id  transfe r^9 -9 9 ^E:2.5e -11`PF0 0 234.19 ^Tryp _alp ha_amyl^Pro te ase  inhib ito r/se e d

sto rag e /LTP family^27-10 1^E:2.3e -0 7
0 ,0 0 3 1,147 0 -5,39 6 0 ,0 0 1 -1,0 8 5 0 -1,9 9 9 0 ,8 32 -0 ,254 . . . . . .

SRR3420 22_TR32151_c0 _g 5_i4_le n=749 NA NA NA NA NA . 0 ,0 16 -0 ,546 0 -2,76 7 0 -2,51 0 -3,0 6 5 1 -0 ,9 27 . . . . . .

SRR3420 23_TR16 1_c2_g 2_i7_le n=20 55 RUS5_ARATH
Q:16 12-

36 2,H:8 0 -50 4
6 4.32%ID E:4e -136

Pro te in ro o t UVB se nsitive  5

{ECO:0 0 0 0 30 3|Pub Me d :19 51579 0 }
PF0 48 8 4.11^DUF6 47^Vitamin B6  p ho to -p ro te ctio n and  ho mo e o stasis^44-28 2^E:7.3e -6 7 0 ,237 -0 ,471 0 -1,41 0 -1,718 0 -1,8 55 0 ,8 32 -0 ,258 RUS5_ARATH Pro te in ro o t UVB se nsitive  5 RUS5 At5g 0 1510  F7A7.30

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 23_TR28 46 _c0 _g 5_i2_le n=1227 ABP20 _PRUPE
Q:258 -78 2,H:28 -

20 2
6 9 .8 9 %ID E:3e -72 Auxin-b ind ing  p ro te in ABP20 PF0 0 19 0 .19 ^Cup in_1^Cup in^54-19 9 ^E:4.1e -32 0 1,428 0 -3,732 0 -2,6 48 0 -1,6 9 0 ,6 15 0 ,10 5 ABP20 _PRUPE Auxin-b ind ing  p ro te in ABP20 ABP20

Prunus p e rsica (Pe ach) (Amyg d alus

p e rsica)

Ap o p last; Auxin s ig naling  p athway; Ce ll wall; Disulfid e  b o nd ; G lyco p ro te in; Mang ane se ;

Me tal-b ind ing ; Re ce p to r; Se cre te d ; Sig nal

SRR3420 23_TR7356 _c3_g 3_i3_le n=1225 CB11_SOLLC
Q:9 0 7-20 0 ,H:1-

236
8 6 .0 2%ID E:5e -135 Chlo ro p hyll a-b  b ind ing  p ro te in 6 A, chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^56 -210 ^E:3.5e -46 0 ,142 -0 ,323 0 -1,327 0 -1,12 0 -0 ,9 15 0 ,8 2 0 ,0 54 CB11_SOLLC

Chlo ro p hyll a-b  b ind ing  p ro te in 6 A, chlo ro p lastic (LHCI typ e  I CAB-6 A) (Lig ht-harve sting

co mp le x I 26  kDa p ro te in)
CAB6 A

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Mag ne sium; Me mb rane ;

Me tal-b ind ing ; Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR3420 23_TR8 133_c1_g 4_i1_le n=1447 PUMP3_ARATH
Q:18 3-521,H:15-

129
54.7%ID E:2e -27 Mito cho nd rial unco up ling  p ro te in 3 . 0 ,11 -0 ,533 0 -1,48 5 0 -1,6 8 6 0 -2,145 0 ,20 4 -0 ,423 PUMP3_ARATH Mito cho nd rial unco up ling  p ro te in 3 (AtPUMP3) PUMP3 UCP3 At1g 14140  F7A19 .22

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Mito cho nd rio n; Mito cho nd rio n inne r me mb rane ; Re fe re nce

p ro te o me ; Re p e at; Stre ss re sp o nse ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 23_TR8 775_c0 _g 2_i4_le n=6 34 ARG7_VIGRR
Q:159 -446 ,H:1-

9 0
56 .25%ID E:4e -30 Ind o le -3-ace tic acid -ind uce d  p ro te in ARG7 . 0 ,0 9 9 -0 ,8 49 0 -3,356 0 -2,431 0 -2,0 1 0 ,0 0 3 -1,0 32 ARG7_VIGRR Ind o le -3-ace tic acid -ind uce d  p ro te in ARG7 ARG7

Vig na rad iata var. rad iata (Mung

b e an) (Phase o lus aure us)

SRR3420 23_TR9 121_c7_g 10 _i2_le n=1422 HIDM_GLYEC
Q:20 2-

1140 ,H:16 -327
45.34%ID E:1e -8 7 2-hyd ro xyiso flavano ne  d e hyd ratase

PF0 0 135.25^COe ste rase ^Carb o xyle ste rase  family^6 3-119 ^E:3.8 e -0 6 `PF0 78 59 .10 ^Ab hyd ro lase _3^alp ha/b e ta hyd ro lase

fo ld ^77-29 1^E:3.1e -33
0 ,0 0 8 -0 ,577 0 -2,6 6 3 0 -2,0 58 0 -1,79 3 0 ,126 0 ,339 HIDM_GLYEC 2-hyd ro xyiso flavano ne  d e hyd ratase  (EC 3.1.1.1) (EC 4.2.1.10 5) (Carb o xyle ste rase  HIDM) HIDM Glycyrrhiza e chinata (Lico rice ) PATHWAY: Se co nd ary me tab o lite  b io synthe sis; flavo no id  b io synthe sis. Flavo no id  b io synthe sis; Hyd ro lase ; Lyase

SRR3420 23_TR10 9 9 0 _c0 _g 5_i2_le n=9 8 1 CB12_SOLLC
Q:9 79 -230 ,H:21-

270
8 9 .2%ID E:5e -16 6 Chlo ro p hyll a-b  b ind ing  p ro te in 7, chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^54-220 ^E:7.8 e -52 0 ,6 73 -0 ,0 8 9 0 -1,6 48 0 -0 ,9 51 0 -0 ,8 59 0 ,58 1 0 ,371 CB12_SOLLC Chlo ro p hyll a-b  b ind ing  p ro te in 7, chlo ro p lastic (LHCI typ e  II CAB-7) CAB7

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Mag ne sium; Me mb rane ;

Me tal-b ind ing ; Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR3420 23_TR12272_c0 _g 1_i1_le n=10 32 NA NA NA NA NA . 0 ,0 1 -1,13 0 -3,36 7 0 -2,44 0 -2,46 6 0 ,19 3 -0 ,6 52 . . . . . .

SRR3420 23_TR128 9 8 _c7_g 3_i9 _le n=1759 PAP12_ARATH
Q:1428 -

39 4,H:6 2-40 7
6 8 .5%ID E:2e -173

Pro b ab le  p lastid -lip id -asso ciate d  p ro te in 12,

chlo ro p lastic
PF0 4755.9 ^PAP_fib ril l in^PAP_fib ril l in^8 5-259 ^E:9 .3e -43 0 ,6 9 9 0 ,141 0 -1,273 0 -1,30 3 0 -1,0 9 7 0 ,443 0 ,28 7 PAP12_ARATH Pro b ab le  p lastid -lip id -asso ciate d  p ro te in 12, chlo ro p lastic (Fib ril l in-10 )

PAP12 FBN10  FIB10  At1g 51110 /At1g 51115

F23H24.16 /F23H24.17

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

SRR3420 23_TR15719 _c0 _g 2_i1_le n=16 9 6 CUT1A_ARATH
Q:6 47-30 3,H:50 -

16 4
73.0 4%ID E:6 e -51 Pro te in CURVATURE THYLAKOID 1A, chlo ro p lastic PF14159 .3^CAAD^CAAD d o mains o f cyano b acte rial amino acyl-tRNA synthe tase ^36 -119 ^E:1.6 e -32 0 ,374 -0 ,19 2 0 -0 ,8 4 0 -1,0 0 2 0 -0 ,9 28 0 ,6 0 ,135 CUT1A_ARATH Pro te in CURVATURE THYLAKOID 1A, chlo ro p lastic CURT1A At4g 0 1150  A_IG0 0 2N0 1.18  F2N1.18

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Alte rnative  sp lic ing ; Chlo ro p last; Co ile d  co il; Co mp le te  p ro te o me ; Me mb rane ;

Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane

he lix

SRR3420 23_TR16 454_c2_g 4_i2_le n=1411 GEDH1_OCIBA
Q:778 -140 4,H:33-

244
57.55%ID E:2e -72 Ge ranio l d e hyd ro g e nase  1

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^5-9 2^E:9 .8 e -18 `PF0 28 26 .16 ^2-Hacid _d h_C^D-iso me r

sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , NAD b ind ing  d o main^123-172^E:1e -0 6
0 ,521 -0 ,148 0 -1,0 6 5 0 -1,19 8 0 -1,328 0 ,0 8 9 0 ,36 3 GEDH1_OCIBA Ge ranio l d e hyd ro g e nase  1 (Ob aGEDH1) (EC 1.1.1.18 3) GEDH1 Ocimum b asil icum (Swe e t b asil) Me tal-b ind ing ; NADP; Oxid o re d uctase ; Zinc

SRR3420 23_TR18 0 0 7_c0 _g 1_i1_le n=16 26 SR43C_ARATH
Q:116 9 -

29 1,H:8 3-36 9
6 7.0 1%ID E:4e -134

Sig nal re co g nitio n p artic le  43 kDa p ro te in,

chlo ro p lastic

PF1279 6 .4^Ank_2^Ankyrin re p e ats (3 co p ie s)^130 -218 ^E:6 .8 e -10 `PF136 37.3^Ank_4^Ankyrin re p e ats (many co p ie s)^16 5-

19 6 ^E:6 .5e -0 7`PF138 57.3^Ank_5^Ankyrin re p e ats (many co p ie s)^173-228 ^E:8 .6 e -12`PF136 0 6 .3^Ank_3^Ankyrin re p e at^18 8 -

214^E:0 .0 0 49 `PF0 0 0 23.27^Ank^Ankyrin re p e at^18 8 -213^E:0 .0 0 5`PF0 0 38 5.21^Chro mo ^Chro mo  (CHRro matin Org anisatio n

MOd ifie r) d o main^316 -36 0 ^E:2.2e -0 9

0 ,0 8 4 -0 ,46 8 0 -1,323 0 -1,155 0 -1,177 0 ,48 2 0 ,19 7 SR43C_ARATH Sig nal re co g nitio n p artic le  43 kDa p ro te in, chlo ro p lastic (Chro mo  p ro te in SRP43) (Cp SRP43) CAO CPSRP43 At2g 47450  T30 B22.25
Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; ANK re p e at; Chlo ro p last; Co ile d  co il; Co mp le te  p ro te o me ; Me tal-b ind ing ;

Plastid ; Re fe re nce  p ro te o me ; Re p e at; Rib o nucle o p ro te in; Sig nal re co g nitio n p artic le ;

Transit p e p tid e

SRR3420 23_TR18 0 9 1_c1_g 1_i1_le n=76 3 NA NA NA NA NA . 0 ,0 0 4 -0 ,6 57 0 -2,20 5 0 -2,6 9 8 0 -2,35 1 -0 ,472 . . . . . .

SRR3420 23_TR19 8 6 5_c1_g 1_i3_le n=178 8 NA NA NA NA NA . 0 ,729 -0 ,20 9 0 -2,276 0 -2,29 0 -3,21 1 -0 ,211 . . . . . .

SRR3420 23_TR19 8 6 5_c1_g 1_i7_le n=148 2 NA NA NA NA NA
PF0 0 40 3.23^HMA^He avy-me tal-asso ciate d  d o main^36 -9 2^E:5.1e -10 `PF0 0 40 3.23^HMA^He avy-me tal-asso ciate d

d o main^142-19 4^E:1.6 e -12
0 ,0 0 9 -0 ,6 54 0 -2,328 0 -1,0 41 0 -1,157 1 0 . . . . . .

SRR3420 23_TR20 116 _c0 _g 1_i1_le n=534 NA NA NA NA NA . 0 ,534 0 ,18 6 0 -1,758 0 -2,0 49 0 -2,412 0 ,0 0 1 1,176 . . . . . .

SRR3420 23_TR20 176 _c2_g 5_i1_le n=76 1 CB4A_ARATH Q:6 48 -1,H:57-272 9 2.13%ID E:4e -145
Chlo ro p hyll a-b  b ind ing  p ro te in CP29 .1,

chlo ro p lastic
PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^45-241^E:9 .9 e -50 0 ,8 6 3 -0 ,0 37 0 -1,15 0 -1,0 36 0 -0 ,9 32 0 ,79 4 0 ,0 56 CB4A_ARATH Chlo ro p hyll a-b  b ind ing  p ro te in CP29 .1, chlo ro p lastic (LHCB4.1) (LHCII p ro te in 4.1) LHCB4.1 At5g 0 1530  F7A7_50

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Mag ne sium; Me mb rane ;

Me tal-b ind ing ; Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR3420 23_TR24219 _c2_g 1_i3_le n=527 GDL79 _ARATH
Q:3-26 6 ,H:275-

36 2
79 .55%ID E:6 e -48 GDSL e ste rase /lip ase  At5g 33370 . 0 ,0 47 -0 ,43 0 -2,0 9 8 0 -1,424 0 -1,775 1 -0 ,0 31 GDL79 _ARATH GDSL e ste rase /lip ase  At5g 33370  (EC 3.1.1.-) (Extrace llular l ip ase  At5g 33370 ) At5g 33370  F19 N2.9 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Hyd ro lase ; Lip id  d e g rad atio n; Lip id

me tab o lism; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 23_TR270 72_c0 _g 1_i1_le n=2757 3MG1_ECOLI
Q:1717-118 7,H:3-

179
42.46 %ID E:7e -41 DNA-3-me thylad e nine  g lyco sylase  1 PF0 3352.10 ^Ad e nine _g lyco ^Me thylad e nine  g lyco sylase ^219 -39 0 ^E:2.7e -6 2 0 ,0 77 -0 ,46 8 0 -2,9 77 0 -1,76 4 0 -1,6 17 1 0 ,10 3 3MG1_ECOLI

DNA-3-me thylad e nine  g lyco sylase  1 (EC 3.2.2.20 ) (3-me thylad e nine -DNA g lyco sylase  I,

co nstitutive ) (TAG I) (DNA-3-me thylad e nine  g lyco sid ase  I) (DNA-3-me thylad e nine  g lyco sylase

I)

tag  b 3549  JW3518 Esche richia co li (strain K12)
3D-structure ; Co mp le te  p ro te o me ; DNA d amag e ; DNA re p air; Dire ct p ro te in se q ue ncing ;

Hyd ro lase ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Zinc

SRR3420 23_TR28 132_c0 _g 1_i2_le n=6 46 NA NA NA NA NA . 0 ,18 -0 ,8 0 5 0 -1,70 2 0 -2,78 7 0 -2,6 46 1 -2,774 . . . . . .

SRR3420 23_TR28 9 31_c0 _g 1_i1_le n=6 9 6 NA NA NA NA NA . 0 ,9 6 9 -0 ,0 21 0 -1,135 0 ,0 0 1 -1,0 4 0 -1,26 5 0 ,26 8 0 ,313 . . . . . .

SRR6 46 572_TR22428 _c0 _g 1_i1_le n=136 5 FER_CAPAN
Q:352-78 9 ,H:1-

144
73.29 %ID E:1e -57 Fe rre d o xin, chlo ro p lastic PF0 0 111.24^Fe r2^2Fe -2S iro n-sulfur c luste r b ind ing  d o main^6 0 -131^E:7.8 e -20 0 ,0 26 -2,118 0 -4,129 0 -5,0 8 4 0 -3,752 1 -1,0 8 FER_CAPAN Fe rre d o xin, chlo ro p lastic (PFLP) AP1 Cap sicum annuum (Be ll p e p p e r)

2Fe -2S; Chlo ro p last; Ele ctro n transp o rt; Iro n; Iro n-sulfur; Me tal-b ind ing ; Pho sp ho p ro te in;

Plastid ; Transit p e p tid e ; Transp o rt

SRR6 46 59 6 _TR76 73_c0 _g 1_i2_le n=46 22 CHLH_ARATH
Q:40 0 5-

442,H:19 3-138 1
8 9 .57%ID E:0 Mag ne sium-che latase  sub unit ChlH, chlo ro p lastic PF0 2514.13^Co b N-Mg _che l^Co b N/Mag ne sium Che latase ^31-1148 ^E:0 0 ,16 5 -0 ,373 0 -1,6 2 0 -1,178 0 -0 ,9 0 2 0 ,0 47 0 ,46 5 CHLH_ARATH

Mag ne sium-che latase  sub unit ChlH, chlo ro p lastic (Mg -che latase  sub unit H) (EC 6 .6 .1.1) (ABA-

b ind ing  p ro te in) (Mg -p ro to p o rp hyrin IX che latase  sub unit ChlH) (Pro te in CONDITIONAL

CHLORINA) (Pro te in GENOMES UNCOUPLED 5) (Pro te in RAPID TRANSPIRATION IN

DETACHED LEAVES 1)

CHLH ABAR CCH GUN5 RTL1 At5g 136 30

MSH12.9

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Po rp hyrin-co ntaining  co mp o und  me tab o lism; chlo ro p hyll b io synthe sis.

ATP-b ind ing ; Ace tylatio n; Alte rnative  sp lic ing ; Chlo ro p hyll b io synthe sis; Chlo ro p last;

Co mp le te  p ro te o me ; Lig ase ; Me mb rane ; Nucle o tid e -b ind ing ; Pho to synthe sis; Plastid ;

Re fe re nce  p ro te o me ; Transit p e p tid e

SRR6 46 59 6 _TR9 9 6 2_c1_g 1_i1_le n=6 79 PDF1_ARATH
Q:49 9 -

176 ,H:19 1-30 2
70 .54%ID E:2e -24 Pro to d e rmal facto r 1 . 0 ,0 0 7 -0 ,6 6 8 0 -8 ,8 8 1 0 -2,43 0 -4,12 0 ,6 73 -0 ,11 PDF1_ARATH Pro to d e rmal facto r 1 PDF1 At2g 428 40  F7D19 .16

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Sig nal

SRR6 46 59 6 _TR216 25_c0 _g 2_i1_le n=8 33 PSAO_ARATH
Q:30 4-6 54,H:24-

140
8 6 .32%ID E:5e -6 7 Pho to syste m I sub unit O . 0 ,0 14 0 ,59 0 -1,359 0 -0 ,8 8 6 0 -0 ,9 33 0 ,9 31 0 ,0 27 PSAO_ARATH Pho to syste m I sub unit O (PSI-O) PSAO At1g 0 8 38 0  T27G7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Me mb rane ; Pho to synthe sis;

Pho to syste m I; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix

SRR6 46 59 6 _TR23255_c2_g 1_i1_le n=6 8 3 PQL1_ARATH
Q:10 4-48 4,H:6 3-

18 9
6 5.35%ID E:8 e -57 . PF0 5757.8 ^Psb Q^Oxyg e n e vo lving  e nhance r p ro te in 3 (Psb Q)^38 -158 ^E:2.4e -27 0 ,2 -0 ,6 6 7 0 -1,9 72 0 -2,58 0 -2,127 0 ,0 0 5 -0 ,58 PNSL2_ARATH Pho to synthe tic NDH sub unit o f lume nal lo catio n 2, chlo ro p lastic (Psb Q-like  p ro te in 1) PNSL2 PQL1 PQL2 At1g 14150  F7A19 .23

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co ile d  co il; Co mp le te  p ro te o me ; Dire ct p ro te in

se q ue ncing ; Me mb rane ; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transp o rt

SRR6 46 59 6 _TR31173_c0 _g 1_i2_le n=6 8 2 NA NA NA NA NA . 0 ,0 44 0 ,453 0 ,0 0 1 -0 ,728 0 -1,0 8 8 0 -0 ,8 37 0 ,275 -0 ,244 . . . . . .

SRR6 46 6 0 4_TR8 46 5_c0 _g 2_i3_le n=1255 CB11_SOLLC
Q:36 8 -10 75,H:1-

236
8 6 .0 2%ID E:7e -135 Chlo ro p hyll a-b  b ind ing  p ro te in 6 A, chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^56 -210 ^E:3.5e -46 0 ,6 8 4 -0 ,0 8 6 0 -1,49 5 0 -0 ,9 29 0 -0 ,8 52 0 ,0 8 1 0 ,36 8 CB11_SOLLC

Chlo ro p hyll a-b  b ind ing  p ro te in 6 A, chlo ro p lastic (LHCI typ e  I CAB-6 A) (Lig ht-harve sting

co mp le x I 26  kDa p ro te in)
CAB6 A

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Mag ne sium; Me mb rane ;

Me tal-b ind ing ; Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR6 46 6 0 4_TR16 238 _c0 _g 1_i2_le n=10 70 CB4A_SOLLC
Q:78 2-237,H:75-

256
9 2.31%ID E:4e -10 9

Chlo ro p hyll a-b  b ind ing  p ro te in CP24 10 A,

chlo ro p lastic
PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^1-137^E:3.3e -22 0 ,58 7 -0 ,279 0 -2,517 0 -1,70 5 0 -2,122 0 ,58 0 ,27 CB4A_SOLLC Chlo ro p hyll a-b  b ind ing  p ro te in CP24 10 A, chlo ro p lastic (CAB-10 A) (LHCP) CAP10 A

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Me mb rane ; Pho to synthe sis;

Pho to syste m II; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix

SRR6 46 6 0 4_TR19 153_c0 _g 2_i1_le n=116 8 CAPP1_ARATH
Q:3-9 26 ,H:6 6 3-

9 6 7
8 6 .36 %ID E:0 Pho sp ho e no lp yruvate  carb o xylase  1 PF0 0 311.14^PEPcase ^Pho sp ho e no lp yruvate  carb o xylase ^2-30 8 ^E:3.7e -10 9 0 ,6 71 0 ,171 0 -1,48 2 0 -1,435 0 -1,159 0 ,0 9 6 -0 ,54 CAPP1_ARATH

Pho sp ho e no lp yruvate  carb o xylase  1 (AtPPC1) (PEPC 1) (PEPCase  1) (EC 4.1.1.31) (10 7-kDa

PEPC p o lyp e p tid e )
PPC1 p 10 7 At1g 53310  F12M16 .21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Allo ste ric e nzyme ; Carb o n d io xid e  fixatio n; Co mp le te  p ro te o me ; Cyto p lasm; Lyase ;

Mag ne sium; Mang ane se ; Pho sp ho p ro te in; Pho to synthe sis; Re fe re nce  p ro te o me ; Ub l

co njug atio n

SRR6 46 6 0 4_TR28 714_c0 _g 1_i2_le n=9 45 CB23_TOBAC
Q:45-734,H:38 -

26 5
9 2.17%ID E:1e -151 Chlo ro p hyll a-b  b ind ing  p ro te in 36 , chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^1-126 ^E:4e -30 0 ,0 9 9 -0 ,347 0 -1,9 0 -1,0 76 0 -0 ,8 55 0 1,744 CB23_TOBAC Chlo ro p hyll a-b  b ind ing  p ro te in 36 , chlo ro p lastic (LHCII typ e  I CAB-36 ) (LHCP) CAB36

Nico tiana tab acum (Co mmo n

to b acco )

Ace tylatio n; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Mag ne sium; Me mb rane ; Me tal-b ind ing ;

Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Thylako id ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR6 46 6 0 4_TR336 58 _c0 _g 1_i1_le n=1118 TL16 _ARATH
Q:6 18 -26 5,H:9 9 -

216
70 .34%ID E:8 e -47 Thylako id  lume nal 16 .5 kDa p ro te in, chlo ro p lastic . 0 ,0 15 -0 ,6 6 1 0 -1,9 6 5 0 -1,17 0 -0 ,8 55 0 ,8 6 6 -0 ,0 8 6 TL16 _ARATH Thylako id  lume nal 16 .5 kDa p ro te in, chlo ro p lastic At4g 0 2530  T10 P11.17

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Plastid ; Re fe re nce  p ro te o me ;

Thylako id ; Transit p e p tid e

SRR6 46 6 0 4_TR36 319 _c0 _g 1_i1_le n=16 0 5 CAS_ARATH
Q:26 5-

136 5,H:15-38 6
70 .16 %ID E:5e -157 Calcium se nsing  re ce p to r, chlo ro p lastic . 0 ,30 4 -0 ,273 0 -1,239 0 -1,0 38 0 -0 ,8 6 8 0 ,59 3 0 ,125 CAS_ARATH Calcium se nsing  re ce p to r, chlo ro p lastic (Sulfurtransfe rase  3) (AtStr3) CAS STR3 At5g 230 6 0  MYJ24.5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Pho sp ho p ro te in; Plastid ; Re ce p to r;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 5_TR1714_c1_g 1_i4_le n=16 24 ILR3_ARATH
Q:1433-

10 0 5,H:9 0 -234
6 0 %ID E:4e -48 Transcrip tio n facto r ILR3 . 0 ,8 6 -0 ,127 0 -1,743 0 -1,177 0 -1,18 8 1 -0 ,779 ILR3_ARATH

Transcrip tio n facto r ILR3 (Basic he lix-lo o p -he lix p ro te in 10 5) (Atb HLH10 5) (b HLH 10 5) (Pro te in

IAA-LEUCINE RESISTANT 3) (Transcrip tio n facto r EN 133) (b HLH transcrip tio n facto r

b HLH10 5)

ILR3 BHLH10 5 EN133 At5g 546 8 0  K5F14.2
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n;

Transcrip tio n re g ulatio n

SRR6 48 70 5_TR136 76 _c0 _g 1_i1_le n=10 34 PSBQ2_ARATH
Q:8 51-159 ,H:1-

230
70 .26 %ID E:3e -6 9

Oxyg e n-e vo lving  e nhance r p ro te in 3-2,

chlo ro p lastic
PF0 5757.8 ^Psb Q^Oxyg e n e vo lving  e nhance r p ro te in 3 (Psb Q)^39 -231^E:7.5e -79 0 ,6 9 2 -0 ,0 8 5 0 -0 ,9 75 0 -0 ,9 39 0 -0 ,745 0 ,337 0 ,326 PSBQ2_ARATH

Oxyg e n-e vo lving  e nhance r p ro te in 3-2, chlo ro p lastic (OEE3) (16  kDa sub unit o f o xyg e n

e vo lving  syste m o f p ho to syste m II) (OEC 16  kDa sub unit)
PSBQ2 PSBQB At4g 0 518 0  C17L7.10 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Me mb rane ; Pho sp ho p ro te in;

Pho to synthe sis; Pho to syste m II; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

SRR6 48 70 5_TR16 311_c0 _g 1_i1_le n=9 9 1 NA NA NA NA NA . 0 ,158 -0 ,319 0 -2,6 0 5 0 -1,457 0 -1,37 0 ,739 -0 ,0 79 . . . . . .

SRR6 48 70 5_TR16 543_c0 _g 1_i1_le n=1355 GUN4C_ARATH
Q:79 6 -239 ,H:8 2-

26 5
6 3.49 %ID E:4e -71 Te trap yrro le -b ind ing  p ro te in, chlo ro p lastic PF0 5419 .9 ^GUN4^GUN4-like ^79 -227^E:1.4e -50 0 ,151 -0 ,36 2 0 -1,20 6 0 -1,155 0 -1,0 0 3 0 ,56 9 -0 ,147 GUN4C_ARATH Te trap yrro le -b ind ing  p ro te in, chlo ro p lastic (Ge no me s unco up le d  4) GUN4 At3g 59 40 0  F25L23_26 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p hyll b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Plastid ; Re fe re nce

p ro te o me ; Transit p e p tid e

SRR6 48 70 5_TR26 8 8 1_c0 _g 2_i1_le n=10 51 FLA6 _ARATH
Q:16 4-6 25,H:37-

19 0
6 3.6 4%ID E:6 e -52 Fascic lin-like  arab ino g alactan p ro te in 6 PF0 246 9 .19 ^Fascic lin^Fascic lin d o main^50 -18 6 ^E:3.1e -20 0 ,0 0 2 -1,0 0 6 0 -2,46 0 -2,26 4 0 -1,248 0 ,0 0 2 -0 ,9 44 FLA6 _ARATH Fascic lin-l ike  arab ino g alactan p ro te in 6 FLA6  At2g 20 520  T13C7.11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; GPI-ancho r; G lyco p ro te in; Lip o p ro te in; Me mb rane ;

Pro te o g lycan; Re fe re nce  p ro te o me ; Sig nal

SRR6 48 70 5_TR39 0 29 _c0 _g 1_i1_le n=2241 GCST_SOLTU
Q:56 6 -178 3,H:1-

40 6
9 1.38 %ID E:0 Amino me thyltransfe rase , mito cho nd rial

PF0 1571.18 ^GCV_T^Amino me thyltransfe rase  fo late -b ind ing  d o main^40 -29 5^E:1.3e -8 7`PF0 8 6 6 9 .8 ^GCV_T_C^Glycine

cle avag e  T-p ro te in C-te rminal b arre l d o main^30 4-39 6 ^E:5.2e -22
0 ,317 -0 ,24 0 -1,0 17 0 -0 ,9 9 8 0 ,0 0 1 -0 ,76 3 0 ,746 -0 ,0 76 GCST_SOLTU

Amino me thyltransfe rase , mito cho nd rial (EC 2.1.2.10 ) (G lycine  cle avag e  syste m T p ro te in)

(GCVT)
GDCST So lanum tub e ro sum (Po tato )

Amino transfe rase ; Co mp le te  p ro te o me ; Mito cho nd rio n; Re fe re nce  p ro te o me ; Transfe rase ;

Transit p e p tid e

SRR6 48 70 5_TR4349 6 _c0 _g 1_i1_le n=10 9 8 CB4A_SOLLC
Q:226 -10 0 5,H:1-

256
8 7.31%ID E:1e -143

Chlo ro p hyll a-b  b ind ing  p ro te in CP24 10 A,

chlo ro p lastic
PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^72-248 ^E:1.6 e -46 0 ,19 1 -0 ,273 0 -1,9 7 0 -1,417 0 -1,252 0 ,0 17 0 ,49 3 CB4A_SOLLC Chlo ro p hyll a-b  b ind ing  p ro te in CP24 10 A, chlo ro p lastic (CAB-10 A) (LHCP) CAP10 A

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Me mb rane ; Pho to synthe sis;

Pho to syste m II; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix

SRR6 48 70 7_TR3137_c0 _g 1_i1_le n=1128 CB23_SOLLC
Q:8 79 -136 ,H:18 -

26 5
9 3.9 5%ID E:4e -171 Chlo ro p hyll a-b  b ind ing  p ro te in 13, chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^130 -29 7^E:5.3e -50 0 ,26 2 -0 ,242 0 -0 ,8 58 0 -1 0 -0 ,777 1 2,59 CB23_SOLLC Chlo ro p hyll a-b  b ind ing  p ro te in 13, chlo ro p lastic (LHCII typ e  III CAB-13) CAB13 LHBC1

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ;

Mag ne sium; Me mb rane ; Me tal-b ind ing ; Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I;

Pho to syste m II; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix

SRR6 48 70 7_TR139 74_c0 _g 3_i1_le n=1132 PR1_MEDTR
Q:744-340 ,H:39 -

173
6 8 .8 9 %ID E:7e -6 4 Patho g e ne sis-re late d  p ro te in PR-1 PF0 0 18 8 .23^CAP^Cyste ine -rich se cre to ry p ro te in family^46 -16 2^E:1.9 e -19 0 ,19 3 -0 ,6 9 4 0 -3,50 9 0 -1,426 0 ,0 0 1 -1,26 8 0 ,46 3 -0 ,26 9 PR1_MEDTR Patho g e ne sis-re late d  p ro te in PR-1 PR-1

Me d icag o  truncatula (Barre l me d ic)

(Me d icag o  trib ulo id e s)
Disulfid e  b o nd ; Patho g e ne sis-re late d  p ro te in; Plant d e fe nse ; Sig nal

SRR6 48 70 7_TR228 33_c0 _g 1_i1_le n=6 15 NA NA NA NA NA . 0 ,39 8 -0 ,416 0 -2,6 0 5 0 -3,0 21 0 -3,0 38 0 ,0 21 -0 ,9 45 . . . . . .

SRR9 24147_TR30 328 _c1_g 1_i1_le n=10 44 PSBQ2_ARATH
Q:9 7-78 9 ,H:1-

230
70 .26 %ID E:2e -6 9

Oxyg e n-e vo lving  e nhance r p ro te in 3-2,

chlo ro p lastic
PF0 5757.8 ^Psb Q^Oxyg e n e vo lving  e nhance r p ro te in 3 (Psb Q)^71-26 3^E:1.2e -78 0 ,316 -0 ,214 0 -0 ,78 1 0 -0 ,9 45 0 -0 ,779 0 ,117 0 ,328 PSBQ2_ARATH

Oxyg e n-e vo lving  e nhance r p ro te in 3-2, chlo ro p lastic (OEE3) (16  kDa sub unit o f o xyg e n

e vo lving  syste m o f p ho to syste m II) (OEC 16  kDa sub unit)
PSBQ2 PSBQB At4g 0 518 0  C17L7.10 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Me mb rane ; Pho sp ho p ro te in;

Pho to synthe sis; Pho to syste m II; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

SRR9 24148 _TR14170 _c0 _g 1_i1_le n=1238 CB23_TOBAC
Q:218 -10 12,H:1-

26 5
9 2.45%ID E:3e -18 0 Chlo ro p hyll a-b  b ind ing  p ro te in 36 , chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^6 6 -231^E:5.2e -50 0 ,418 0 ,177 0 -0 ,8 4 0 -1,10 4 0 -1,0 2 0 ,179 -0 ,276 CB23_TOBAC Chlo ro p hyll a-b  b ind ing  p ro te in 36 , chlo ro p lastic (LHCII typ e  I CAB-36 ) (LHCP) CAB36

Nico tiana tab acum (Co mmo n

to b acco )

Ace tylatio n; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Mag ne sium; Me mb rane ; Me tal-b ind ing ;

Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Thylako id ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR9 24148 _TR39 337_c0 _g 1_i1_le n=150 3 ATPD_TOBAC
Q:10 9 1-339 ,H:1-

247
73.71%ID E:7e -126 ATP synthase  d e lta chain, chlo ro p lastic PF0 0 213.15^OSCP^ATP synthase  d e lta (OSCP) sub unit^71-243^E:2.3e -43 0 ,418 -0 ,19 0 -0 ,8 8 1 0 -0 ,9 8 5 0 -0 ,778 1 -0 ,10 1 ATPD_TOBAC ATP synthase  d e lta chain, chlo ro p lastic (F-ATPase  d e lta chain) ATPD

Nico tiana tab acum (Co mmo n

to b acco )

ATP synthe sis; CF(1); Chlo ro p last; Hyd ro g e n io n transp o rt; Io n transp o rt; Me mb rane ; Plastid ;

Thylako id ; Transit p e p tid e ; Transp o rt

SRR122238 _TR31153_c0 _g 1_i1_le n=6 18 SNAK1_SOLTU
Q:141-353,H:18 -

8 8
71.8 3%ID E:6 e -29 Snakin-1 . 0 -1,10 1 0 -8 ,8 22 0 -2,718 0 -3,0 9 2 0 ,0 33 -0 ,544 SNAK1_SOLTU Snakin-1 SN1 So lanum tub e ro sum (Po tato )

Antimicro b ial; Ce ll wall; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ;

Plant d e fe nse ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 17_TR1129 0 _c1_g 1_i1_le n=9 17 ABP20 _PRUPE
Q:739 -215,H:28 -

20 2
6 9 .8 9 %ID E:3e -74 Auxin-b ind ing  p ro te in ABP20 PF0 0 19 0 .19 ^Cup in_1^Cup in^9 0 -235^E:6 .5e -32 0 -2,411 0 -2,8 46 0 -3,0 8 0 -2,0 58 0 ,8 12 -0 ,0 6 8 ABP20 _PRUPE Auxin-b ind ing  p ro te in ABP20 ABP20

Prunus p e rsica (Pe ach) (Amyg d alus

p e rsica)

Ap o p last; Auxin s ig naling  p athway; Ce ll wall; Disulfid e  b o nd ; G lyco p ro te in; Mang ane se ;

Me tal-b ind ing ; Re ce p to r; Se cre te d ; Sig nal

SRR3420 17_TR28 9 44_c1_g 1_i3_le n=9 46 ACP1_CASGL
Q:6 59 -246 ,H:1-

135
55.71%ID E:8 e -29 Acyl carrie r p ro te in 1, chlo ro p lastic PF0 0 550 .22^PP-b ind ing ^Pho sp ho p ante the ine  attachme nt s ite ^6 3-130 ^E:7.4e -13 0 -1,148 0 -3,21 0 -1,9 3 0 -1,42 0 ,214 -0 ,449 ACP1_CASGL Acyl carrie r p ro te in 1, chlo ro p lastic (ACP 1) ACP1 Casuarina g lauca (Swamp  o ak) PATHWAY: Lip id  me tab o lism; fatty acid  b io synthe sis.

Chlo ro p last; Fatty acid  b io synthe sis; Fatty acid  me tab o lism; Lip id  b io synthe sis; Lip id

me tab o lism; Pho sp ho p ante the ine ; Pho sp ho p ro te in; Plastid ; Transit p e p tid e

SRR3420 22_TR25175_c0 _g 1_i1_le n=724 NA NA NA NA NA . 0 -0 ,9 25 0 -4,59 6 0 -2,6 4 0 -2,33 0 ,143 -0 ,316 . . . . . .

SRR3420 23_TR7730 _c4_g 1_i9 _le n=238 0 AB19 A_PRUPE
Q:8 53-28 4,H:19 -

20 8
73.16 %ID E:2e -8 9 Auxin-b ind ing  p ro te in ABP19 a PF0 0 19 0 .19 ^Cup in_1^Cup in^59 -19 7^E:2.5e -33`PF0 78 8 3.8 ^Cup in_2^Cup in d o main^9 2-16 3^E:1.6 e -0 8 0 ,0 0 1 -0 ,8 78 0 -2,9 8 6 0 -1,6 8 4 0 -1,10 7 0 ,377 -0 ,6 8 AB19 A_PRUPE Auxin-b ind ing  p ro te in ABP19 a ABP19 A

Prunus p e rsica (Pe ach) (Amyg d alus

p e rsica)

Ap o p last; Auxin s ig naling  p athway; Ce ll wall; Disulfid e  b o nd ; G lyco p ro te in; Mang ane se ;

Me tal-b ind ing ; Re ce p to r; Se cre te d ; Sig nal

SRR122238 _TR26 719 _c0 _g 1_i1_le n=18 57 AB19 A_PRUPE
Q:9 8 3-

1552,H:19 -20 8
73.16 %ID E:4e -9 1 Auxin-b ind ing  p ro te in ABP19 a PF0 0 19 0 .19 ^Cup in_1^Cup in^10 1-239 ^E:4.2e -33`PF0 78 8 3.8 ^Cup in_2^Cup in d o main^134-20 5^E:2.3e -0 8 0 ,0 0 4 -0 ,76 0 -3,6 39 0 -1,59 3 0 -1,119 0 ,0 0 1 -0 ,733 AB19 A_PRUPE Auxin-b ind ing  p ro te in ABP19 a ABP19 A

Prunus p e rsica (Pe ach) (Amyg d alus

p e rsica)

Ap o p last; Auxin s ig naling  p athway; Ce ll wall; Disulfid e  b o nd ; G lyco p ro te in; Mang ane se ;

Me tal-b ind ing ; Re ce p to r; Se cre te d ; Sig nal

SRR3420 17_TR9 58 4_c0 _g 1_i1_le n=110 2 TIP21_ARATH
Q:176 -9 13,H:1-

247
8 2.19 %ID E:4e -9 2 Aq uap o rin TIP2-1 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^16 -232^E:1.7e -73 0 ,16 8 -0 ,424 0 -1,8 6 1 0 -1,9 3 0 -2,173 0 -10 ,20 5 TIP21_ARATH

Aq uap o rin TIP2-1 (De lta-to no p last intrinsic p ro te in) (De lta-TIP) (To no p last intrinsic p ro te in 2-1)

(AtTIP2;1) [Cle ave d  into : Aq uap o rin TIP2-1, N-te rminally p ro ce sse d ]
TIP2-1 At3g 16 240  MYA6 .10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at;

Transme mb rane ; Transme mb rane  he lix; Transp o rt; Vacuo le

SRR3420 17_TR22430 _c1_g 1_i15_le n=9 6 5 RL29 1_ARATH
Q:139 -321,H:1-

6 1
8 1.9 7%ID E:6 e -26 6 0 S rib o so mal p ro te in L29 -1 . 1 -0 ,235 0 -3,6 2 0 -5,244 0 -6 ,24 0 -1,59 9 RL29 1_ARATH 6 0 S rib o so mal p ro te in L29 -1 RPL29 A At3g 0 6 70 0  F3E22.16  T8 E24.8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal

p ro te in

SRR3420 19 _TR740 1_c0 _g 1_i1_le n=76 8 CB23_TOBAC
Q:6 43-17,H:1-

20 9
8 9 .9 5%ID E:8 e -137 Chlo ro p hyll a-b  b ind ing  p ro te in 36 , chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^6 6 -20 8 ^E:1e -34 0 ,0 77 -0 ,36 8 0 -0 ,79 2 0 -1,742 0 -1,131 0 -5,70 2 CB23_TOBAC Chlo ro p hyll a-b  b ind ing  p ro te in 36 , chlo ro p lastic (LHCII typ e  I CAB-36 ) (LHCP) CAB36

Nico tiana tab acum (Co mmo n

to b acco )

Ace tylatio n; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Mag ne sium; Me mb rane ; Me tal-b ind ing ;

Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Thylako id ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR3420 19 _TR37176 _c0 _g 1_i1_le n=18 44 NA NA NA NA NA PF14547.3^Hyd ro p ho b _se e d ^Hyd ro p ho b ic se e d  p ro te in^16 7-250 ^E:4.6 e -27 0 ,176 -0 ,479 0 -4,16 7 0 -2,11 0 -2,6 9 6 0 -1,18 7 . . . . . .

SRR3420 19 _TR37176 _c0 _g 1_i2_le n=129 5 NA NA NA NA NA PF14547.3^Hyd ro p ho b _se e d ^Hyd ro p ho b ic se e d  p ro te in^16 7-250 ^E:4.6 e -27 0 ,0 1 -0 ,549 0 -3,6 26 0 -1,19 6 0 -1,139 0 -1,36 3 . . . . . .

SRR122236 _TR10 225_c1_g 1_i1_le n=772 H32_WHEAT
Q:6 6 0 -253,H:1-

136
9 9 .26 %ID E:6 e -77 Histo ne  H3.2 PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^38 -16 9 ^E:2e -54 0 -1,557 0 -3,26 2 1 -0 ,0 31 0 ,124 -1,0 26 0 ,19 6 -0 ,79 1 H32_WHEAT Histo ne  H3.2 Triticum ae stivum (Whe at)

Ace tylatio n; Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Dire ct p ro te in se q ue ncing ;

Me thylatio n; Nucle o so me  co re ; Nucle us; Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR122238 _TR710 6 _c0 _g 1_i14_le n=8 8 6 SERK1_ARATH
Q:119 -70 9 ,H:6 -

20 4
6 2.31%ID E:5e -6 1 So matic e mb ryo g e ne sis re ce p to r kinase  1

PF0 8 26 3.9 ^LRRNT_2^Le ucine  rich re p e at N-te rminal d o main^21-6 0 ^E:1.3e -11`PF138 55.3^LRR_8 ^Le ucine  rich re p e at^8 8 -

147^E:4.2e -0 7`PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^112-134^E:0 .23`PF138 55.3^LRR_8 ^Le ucine  rich re p e at^113-

171^E:8 .3e -0 7`PF1279 9 .4^LRR_4^Le ucine  Rich re p e ats (2 co p ie s)^136 -171^E:9 .7e -0 7`PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich

Re p e at^136 -157^E:1`PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^159 -172^E:1.8 `PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich

Re p e at^16 0 -176 ^E:0 .0 6 6

0 -1,111 0 -3,9 9 3 0 ,0 19 -1,0 43 0 ,454 -0 ,327 0 ,0 51 -0 ,555 SERK1_ARATH
So matic e mb ryo g e ne sis re ce p to r kinase  1 (AtSERK1) (EC 2.7.10 .1) (EC 2.7.11.1) (So matic

e mb ryo g e ne sis re ce p to r-l ike  kinase  1)
SERK1 At1g 718 30  F14O23.21 F14O23_24

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; ATP-b ind ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; End o p lasmic re ticulum;

Glyco p ro te in; Kinase ; Le ucine -rich re p e at; Me mb rane ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in;

Re ce p to r; Re fe re nce  p ro te o me ; Re p e at; Se rine /thre o nine -p ro te in kinase ; Sig nal;

Transfe rase ; Transme mb rane ; Transme mb rane  he lix; Tyro sine -p ro te in kinase

SRR122238 _TR1526 1_c0 _g 2_i1_le n=576 NA NA NA NA NA . 0 -1,26 2 0 -8 ,6 6 9 0 ,0 17 -2,26 3 0 ,0 0 1 -3,516 0 ,233 -0 ,738 . . . . . .

SRR122238 _TR229 8 1_c1_g 1_i3_le n=9 0 1 RS242_ARATH
Q:79 8 -433,H:1-

122
9 0 .9 8 %ID E:1e -74 40 S rib o so mal p ro te in S24-2 PF0 128 2.16 ^Rib o so mal_S24e ^Rib o so mal p ro te in S24e ^25-10 3^E:2.6 e -38 0 -2,417 0 -1,529 0 ,6 75 -0 ,28 9 0 ,57 -0 ,30 5 0 ,50 2 4,3 RS242_ARATH 40 S rib o so mal p ro te in S24-2 RPS24B At5g 28 0 6 0  F15F15.130

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122238 _TR38 252_c0 _g 1_i2_le n=8 9 8 H2AV1_ORYSJ
Q:6 27-30 1,H:30 -

138
9 7.25%ID E:5e -6 8 Pro b ab le  histo ne  H2A variant 1

PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^16 -10 6 ^E:5.3e -21`PF16 211.2^Histo ne _H2A_C^C-te rminus o f histo ne

H2A^10 7-136 ^E:7.2e -11
0 -1,11 0 -3,6 17 1 -0 ,252 0 ,78 1 -0 ,53 0 ,0 0 5 -0 ,726 H2AV1_ORYSJ Pro b ab le  histo ne  H2A variant 1

Os0 3g 0 16 220 0  LOC_Os0 3g 0 6 6 70

OJ16 0 7A12.10
Oryza sativa sub sp . jap o nica (Rice )

Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle o so me  co re ; Nucle us; Re fe re nce

p ro te o me

SRR122238 _TR6 1213_c1_g 1_i1_le n=8 8 7 H2A1_SOLLC
Q:40 3-6 6 0 ,H:56 -

146
75.8 2%ID E:5e -35 Histo ne  H2A.1 . 0 -1,6 16 0 -3,0 0 9 0 ,6 2 -0 ,53 0 ,28 2 -0 ,9 9 7 0 ,0 53 -0 ,50 3 H2A1_SOLLC Histo ne  H2A.1 (Le H2A-1)

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Ace tylatio n; Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle o so me  co re ; Nucle us;

Re fe re nce  p ro te o me

SRR122238 _TR6 519 8 _c0 _g 1_i1_le n=59 0 RLA1_MAIZE
Q:510 -18 4,H:1-

10 9
74.31%ID E:2e -23 6 0 S acid ic rib o so mal p ro te in P1 PF0 0 428 .16 ^Rib o so mal_6 0 s^6 0 s Acid ic rib o so mal p ro te in^47-134^E:5e -27 0 -0 ,9 47 0 -0 ,9 49 0 ,0 22 0 ,70 7 0 ,49 3 0 ,231 1 -0 ,134 RLA1_MAIZE 6 0 S acid ic rib o so mal p ro te in P1 (L12) RPP1A Ze a mays (Maize )

Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122238 _TR6 8 8 39 _c0 _g 1_i3_le n=10 9 4 H2AX_CICAR
Q:9 8 2-56 0 ,H:1-

139
8 4.51%ID E:1e -6 2 Histo ne  H2AX

PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^55-133^E:2.7e -13`PF0 0 8 0 8 .20 ^CBFD_NFYB_HMF^Histo ne -like

transcrip tio n facto r (CBF/NF-Y) and  archae al histo ne ^6 9 -132^E:0 .0 0 0 12`PF16 211.2^Histo ne _H2A_C^C-te rminus o f histo ne

H2A^136 -16 9 ^E:3.1e -19

0 -1,50 8 0 -3,49 5 1 0 ,279 0 ,56 -0 ,6 4 0 ,0 0 1 -0 ,9 38 H2AX_CICAR Histo ne  H2AX HIS2A
Cice r arie tinum (Chickp e a)

(Garb anzo )
Chro mo so me ; DNA-b ind ing ; Nucle o so me  co re ; Nucle us; Pho sp ho p ro te in

SRR122238 _TR6 8 8 39 _c0 _g 1_i4_le n=116 9 H2AX_CICAR
Q:10 57-56 0 ,H:1-

139
72.46 %ID E:4e -6 9 Histo ne  H2AX . 0 -1,451 0 -2,553 0 ,76 -0 ,29 0 ,517 -0 ,9 55 0 ,0 0 8 -0 ,743 H2AX_CICAR Histo ne  H2AX HIS2A

Cice r arie tinum (Chickp e a)

(Garb anzo )
Chro mo so me ; DNA-b ind ing ; Nucle o so me  co re ; Nucle us; Pho sp ho p ro te in

SRR122238 _TR726 45_c1_g 4_i5_le n=9 74 H2A1_MEDTR
Q:379 -70 2,H:26 -

132
9 3.52%ID E:1e -48 Pro b ab le  histo ne  H2A.1

PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^20 -9 7^E:6 .8 e -13`PF16 211.2^Histo ne _H2A_C^C-te rminus o f histo ne

H2A^10 0 -132^E:2.7e -18
0 -0 ,9 8 9 0 -1,49 2 0 ,458 0 ,29 2 0 ,9 36 -0 ,0 49 0 ,0 17 -0 ,574 H2A1_MEDTR Pro b ab le  histo ne  H2A.1 MtrDRAFT_AC149 210 g 1v1

Me d icag o  truncatula (Barre l me d ic)

(Me d icag o  trib ulo id e s)
Chro mo so me ; DNA-b ind ing ; Nucle o so me  co re ; Nucle us

SRR122238 _TR73275_c0 _g 1_i2_le n=10 9 8 GDL79 _ARATH
Q:10 9 4-

29 4,H:9 8 -36 4
6 5.9 2%ID E:1e -125 GDSL e ste rase /lip ase  At5g 33370 PF0 0 6 57.19 ^Lip ase _GDSL^GDSL-like  Lip ase /Acylhyd ro lase ^57-244^E:5.3e -12 0 -1,411 0 -2,9 6 2 0 ,0 0 1 -1,737 0 ,0 0 2 -1,549 0 ,5 -0 ,554 GDL79 _ARATH GDSL e ste rase /lip ase  At5g 33370  (EC 3.1.1.-) (Extrace llular l ip ase  At5g 33370 ) At5g 33370  F19 N2.9 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Hyd ro lase ; Lip id  d e g rad atio n; Lip id

me tab o lism; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR12718 58 _TR26 724_c0 _g 1_i1_le n=6 43 H4_SOYBN
Q:471-238 ,H:22-

9 9
10 0 %ID E:2e -46 Histo ne  H4

PF15511.3^CENP-T_C^Ce ntro me re  kine to cho re  co mp o ne nt CENP-T histo ne  fo ld ^35-9 6 ^E:1.4e -

0 8 `PF0 29 6 9 .14^TAF^TATA b o x b ind ing  p ro te in asso ciate d  facto r (TAF)^35-9 2^E:0 .0 0 0 16
0 -1,351 0 -2,0 35 0 ,8 8 6 0 ,14 0 ,233 -0 ,75 0 ,30 6 -0 ,49 8 H4_SOYBN Histo ne  H4

Glycine  max (So yb e an) (G lycine

hisp id a)

Ace tylatio n; Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Me thylatio n; Nucle o so me

co re ; Nucle us; Re fe re nce  p ro te o me



SRR12718 58 _TR48 478 _c0 _g 1_i1_le n=6 50 H32_WHEAT
Q:528 -121,H:1-

136
9 9 .26 %ID E:3e -77 Histo ne  H3.2 PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^1-132^E:8 .3e -55 0 -1,6 8 4 0 -4,424 0 ,377 -0 ,6 9 2 0 ,0 45 -1,48 2 1 -0 ,46 H32_WHEAT Histo ne  H3.2 Triticum ae stivum (Whe at)

Ace tylatio n; Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Dire ct p ro te in se q ue ncing ;

Me thylatio n; Nucle o so me  co re ; Nucle us; Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR12718 59 _TR26 446 _c2_g 4_i4_le n=9 45 H2A1_MEDTR
Q:717-39 4,H:26 -

132
9 3.52%ID E:1e -47 Pro b ab le  histo ne  H2A.1

PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^20 -9 7^E:6 .9 e -13`PF16 211.2^Histo ne _H2A_C^C-te rminus o f histo ne

H2A^10 0 -132^E:2.7e -18
0 -1,0 19 0 -1,50 5 0 ,50 5 0 ,438 0 ,8 6 0 ,2 0 ,0 25 0 ,8 12 H2A1_MEDTR Pro b ab le  histo ne  H2A.1 MtrDRAFT_AC149 210 g 1v1

Me d icag o  truncatula (Barre l me d ic)

(Me d icag o  trib ulo id e s)
Chro mo so me ; DNA-b ind ing ; Nucle o so me  co re ; Nucle us

SRR12718 59 _TR26 579 _c1_g 1_i5_le n=1242 XTH9 _ARATH
Q:10 1-544,H:10 -

156
72.9 7%ID E:1e -118

Xylo g lucan e nd o transg luco sylase /hyd ro lase

p ro te in 9
PF0 0 722.18 ^Glyco _hyd ro _16 ^Glyco syl hyd ro lase s family 16 ^56 -18 0 ^E:8 .7e -39 0 -1,227 0 -3,151 1 0 ,0 57 0 ,58 1 -0 ,49 3 0 ,0 38 -1,756 XTH9 _ARATH Xylo g lucan e nd o transg luco sylase /hyd ro lase  p ro te in 9  (At-XTH9 ) (XTH-9 ) (EC 2.4.1.20 7) XTH9  EXGT-A6  XTR16  At4g 0 3210  F4C21.14

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Ap o p last; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te

p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ; Re fe re nce  p ro te o me ;

Se cre te d ; Sig nal; Transfe rase

SRR12718 59 _TR3359 6 _c0 _g 1_i2_le n=56 0 H4_SOYBN
Q:247-48 0 ,H:22-

9 9
10 0 %ID E:2e -47 Histo ne  H4

PF15511.3^CENP-T_C^Ce ntro me re  kine to cho re  co mp o ne nt CENP-T histo ne  fo ld ^35-9 6 ^E:1.4e -

0 8 `PF0 29 6 9 .14^TAF^TATA b o x b ind ing  p ro te in asso ciate d  facto r (TAF)^35-9 2^E:0 .0 0 0 16
0 -1,58 0 -1,8 0 9 0 ,312 0 ,556 0 ,8 74 0 ,10 8 0 ,0 76 -0 ,39 6 H4_SOYBN Histo ne  H4

Glycine  max (So yb e an) (G lycine

hisp id a)

Ace tylatio n; Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Me thylatio n; Nucle o so me

co re ; Nucle us; Re fe re nce  p ro te o me

SRR3420 17_TR40 6 2_c1_g 6 _i2_le n=9 13 NA NA NA NA NA PF120 49 .5^DUF3531^Pro te in o f unkno wn functio n (DUF3531)^8 7-227^E:4.7e -55 0 -3,56 6 0 -3,9 33 1 -0 ,0 73 1 -2,39 6 0 ,418 0 ,317 . . . . . .

SRR3420 17_TR9 8 10 _c0 _g 2_i1_le n=8 8 1 RUBB_PEA
Q:8 8 1-6 0 ,H:318 -

59 1
9 3.0 7%ID E:1e -159

RuBisCO larg e  sub unit-b ind ing  p ro te in sub unit

b e ta, chlo ro p lastic
PF0 0 118 .21^Cp n6 0 _TCP1^TCP-1/cp n6 0  chap e ro nin family^16 -258 ^E:2.9 e -49 0 ,0 0 1 -0 ,9 58 0 -1,143 0 ,0 9 9 0 ,553 0 ,19 2 0 ,447 1 0 ,0 71 RUBB_PEA

RuBisCO larg e  sub unit-b ind ing  p ro te in sub unit b e ta, chlo ro p lastic (6 0  kDa chap e ro nin sub unit

b e ta) (CPN-6 0  b e ta)
Pisum sativum (Gard e n p e a)

ATP-b ind ing ; Chap e ro ne ; Chlo ro p last; Dire ct p ro te in se q ue ncing ; Nucle o tid e -b ind ing ;

Plastid ; Transit p e p tid e

SRR3420 17_TR16 448 _c0 _g 1_i6 _le n=79 3 H2B1_MEDTR
Q:50 5-230 ,H:57-

148
9 8 .9 1%ID E:2e -57 Pro b ab le  histo ne  H2B.1

PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^2-128 ^E:1.3e -22`PF0 0 8 0 8 .20 ^CBFD_NFYB_HMF^Histo ne -like

transcrip tio n facto r (CBF/NF-Y) and  archae al histo ne ^70 -126 ^E:0 .0 0 0 28
0 -1,228 0 -2,359 1 0 ,0 8 0 ,34 0 ,47 0 ,52 0 ,45 H2B1_MEDTR Pro b ab le  histo ne  H2B.1

Me d icag o  truncatula (Barre l me d ic)

(Me d icag o  trib ulo id e s)

Ace tylatio n; Chro mo so me ; DNA-b ind ing ; Iso p e p tid e  b o nd ; Nucle o so me  co re ; Nucle us; Ub l

co njug atio n

SRR3420 17_TR16 9 8 2_c0 _g 1_i1_le n=533 H32_LILLO
Q:38 9 -216 ,H:1-

58
10 0 %ID E:5e -31 Histo ne  H3.2 PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^49 -10 9 ^E:1.4e -10 0 -1,8 6 5 0 -3,354 0 ,732 0 ,6 6 6 1 0 ,46 2 0 ,6 71 -0 ,133 H32_LILLO Histo ne  H3.2 YAH3 Lilium lo ng iflo rum (Trump e t l i ly)

Ace tylatio n; Chro mo so me ; DNA-b ind ing ; Dire ct p ro te in se q ue ncing ; Me thylatio n;

Nucle o so me  co re ; Nucle us; Pho sp ho p ro te in

SRR3420 17_TR20 76 6 _c0 _g 1_i3_le n=6 79 NIFU1_ARATH
Q:50 9 -18 ,H:6 6 -

230
77.58 %ID E:4e -6 5 NifU-like  p ro te in 1, chlo ro p lastic PF0 110 6 .14^NifU^NifU-like  d o main^2-59 ^E:7.4e -23`PF0 110 6 .14^NifU^NifU-like  d o main^8 1-137^E:3.2e -0 5 0 -6 ,9 6 0 -2,8 23 0 ,152 -0 ,8 0 3 0 ,0 37 0 ,9 58 0 ,50 2 -3,9 27 NIFU1_ARATH NifU-like  p ro te in 1, chlo ro p lastic (AtCNfu1) (AtCnfU-IVb ) NIFU1 CNFU1 NFU1 At4g 0 19 40  T7B11.20

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Plastid ; Re fe re nce  p ro te o me ; Transit

p e p tid e

SRR3420 17_TR22430 _c1_g 1_i21_le n=6 74 RL29 1_ARATH
Q:20 2-38 4,H:1-

6 1
8 1.9 7%ID E:1e -26 6 0 S rib o so mal p ro te in L29 -1 . 0 -1,6 75 0 -2,10 4 0 ,59 2 -0 ,20 5 0 ,226 -0 ,46 6 0 ,12 -0 ,441 RL29 1_ARATH 6 0 S rib o so mal p ro te in L29 -1 RPL29 A At3g 0 6 70 0  F3E22.16  T8 E24.8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal

p ro te in

SRR3420 17_TR240 38 _c0 _g 1_i2_le n=1157 XTH9 _ARATH
Q:9 36 -211,H:58 -

28 9
76 .45%ID E:7e -138

Xylo g lucan e nd o transg luco sylase /hyd ro lase

p ro te in 9

PF0 0 722.18 ^Glyco _hyd ro _16 ^Glyco syl hyd ro lase s family 16 ^3-116 ^E:5.4e -39 `PF0 6 9 55.9 ^XET_C^Xylo g lucan e nd o -

transg lyco sylase  (XET) C-te rminus^158 -20 3^E:8 .7e -18
0 -0 ,9 29 0 -3,345 0 ,133 0 ,6 17 0 ,754 0 ,19 4 0 ,452 -0 ,56 XTH9 _ARATH Xylo g lucan e nd o transg luco sylase /hyd ro lase  p ro te in 9  (At-XTH9 ) (XTH-9 ) (EC 2.4.1.20 7) XTH9  EXGT-A6  XTR16  At4g 0 3210  F4C21.14

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Ap o p last; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te

p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ; Re fe re nce  p ro te o me ;

Se cre te d ; Sig nal; Transfe rase

SRR3420 19 _TR18 511_c2_g 5_i3_le n=10 0 3 H32_WHEAT
Q:8 26 -419 ,H:1-

136
9 9 .26 %ID E:1e -75 Histo ne  H3.2 PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^1-132^E:8 .3e -55 0 -1,49 3 0 -3,56 2 1 -0 ,46 5 0 ,29 9 -1,39 1 0 ,0 0 6 -0 ,8 0 7 H32_WHEAT Histo ne  H3.2 Triticum ae stivum (Whe at)

Ace tylatio n; Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Dire ct p ro te in se q ue ncing ;

Me thylatio n; Nucle o so me  co re ; Nucle us; Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR3420 19 _TR249 57_c0 _g 2_i1_le n=8 9 7 NA NA NA NA NA . 0 -1,8 8 9 0 -4,213 1 0 ,439 1 0 ,413 1 0 . . . . . .

SRR3420 19 _TR28 229 _c0 _g 1_i1_le n=1357 SODF3_ARATH
Q:9 9 7-341,H:45-

26 3
77.6 3%ID E:2e -128 Sup e ro xid e  d ismutase  [Fe ] 3, chlo ro p lastic

PF0 0 0 8 1.19 ^So d _Fe _N^Iro n/mang ane se  sup e ro xid e  d ismutase s, alp ha-hairp in d o main^55-140 ^E:2.9 e -

21`PF0 2777.15^So d _Fe _C^Iro n/mang ane se  sup e ro xid e  d ismutase s, C-te rminal d o main^150 -250 ^E:1.2e -35
0 ,0 0 1 -0 ,9 31 0 -1,8 16 0 ,5 -0 ,79 2 0 ,8 32 -0 ,36 0 ,28 1 -0 ,29 9 SODF3_ARATH

Sup e ro xid e  d ismutase  [Fe ] 3, chlo ro p lastic (EC 1.15.1.1) (Pro te in FE SUPEROXIDE

DISMUTASE 3)
FSD3 At5g 23310  MKD15.17

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Plastid ; Re fe re nce

p ro te o me ; Thylako id ; Transit p e p tid e

SRR3420 19 _TR28 38 6 _c1_g 1_i1_le n=1347 EP1G_DAUCA
Q:118 1-29 4,H:8 -

30 9
48 .71%ID E:7e -8 4 Ep id e rmis-sp e cific  se cre te d  g lyco p ro te in EP1 PF0 1453.21^B_le ctin^D-manno se  b ind ing  le ctin^8 6 -179 ^E:1.8 e -26 0 -0 ,9 18 0 -1,6 6 9 1 0 ,0 6 5 1 0 ,135 0 ,126 -0 ,35 EP1G_DAUCA Ep id e rmis-sp e cific  se cre te d  g lyco p ro te in EP1 (52/54 kDa me d ium p ro te in) EP1 Daucus caro ta (Wild  carro t) Dire ct p ro te in se q ue ncing ; G lyco p ro te in; Le ctin; Se cre te d ; Sig nal

SRR3420 19 _TR3379 8 _c0 _g 1_i2_le n=8 46 PSAEA_NICSY
Q:6 0 4-242,H:21-

141
6 9 .9 2%ID E:4e -36

Pho to syste m I re actio n ce nte r sub unit IV A,

chlo ro p lastic
PF0 2427.14^PSI_PsaE^Pho to syste m I re actio n ce ntre  sub unit IV / PsaE^141-20 0 ^E:4.7e -30 0 -1,59 6 0 -1,18 7 0 ,0 0 9 -0 ,58 3 0 ,0 2 -0 ,519 0 ,8 9 1 0 ,0 58 PSAEA_NICSY

Pho to syste m I re actio n ce nte r sub unit IV A, chlo ro p lastic (PSI-E A) [Cle ave d  into : Pho to syste m

I re actio n ce nte r sub unit IV A iso fo rm 2]
PSAEA

Nico tiana sylve stris (Wo o d

to b acco ) (So uth Ame rican to b acco )

Chlo ro p last; Dire ct p ro te in se q ue ncing ; Me mb rane ; Pho to synthe sis; Pho to syste m I; Plastid ;

Thylako id ; Transit p e p tid e

SRR3420 22_TR4553_c9 _g 3_i4_le n=8 12 H2B1_MEDTR
Q:525-250 ,H:57-

148
9 8 .9 1%ID E:6 e -58 Pro b ab le  histo ne  H2B.1 PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^37-16 3^E:2.5e -22 0 -1,132 0 -1,9 9 6 0 ,429 0 ,46 6 0 ,6 23 0 ,35 0 ,0 0 5 -1,0 5 H2B1_MEDTR Pro b ab le  histo ne  H2B.1

Me d icag o  truncatula (Barre l me d ic)

(Me d icag o  trib ulo id e s)

Ace tylatio n; Chro mo so me ; DNA-b ind ing ; Iso p e p tid e  b o nd ; Nucle o so me  co re ; Nucle us; Ub l

co njug atio n

SRR3420 22_TR6 9 32_c1_g 2_i3_le n=18 9 9 GSA_TOBAC
Q:16 71-

26 8 ,H:18 -478
8 3.55%ID E:0

Glutamate -1-se miald e hyd e  2,1-amino mutase ,

chlo ro p lastic
PF0 0 20 2.18 ^Amino tran_3^Amino transfe rase  class-III^8 4-46 6 ^E:1.5e -6 9 0 -0 ,9 17 0 -1,0 74 0 ,0 29 -0 ,6 5 0 ,48 5 -0 ,211 1 3,36 7 GSA_TOBAC

Glutamate -1-se miald e hyd e  2,1-amino mutase , chlo ro p lastic (GSA) (EC 5.4.3.8 ) (G lutamate -1-

se miald e hyd e  amino transfe rase ) (GSA-AT)
GSA

Nico tiana tab acum (Co mmo n

to b acco )

PATHWAY: Po rp hyrin-co ntaining  co mp o und  me tab o lism; p ro to p o rp hyrin-IX

b io synthe sis; 5-amino le vulinate  fro m L-g lutamyl-tRNA(Glu): ste p  2/2.; PATHWAY:

Po rp hyrin-co ntaining  co mp o und  me tab o lism; chlo ro p hyll b io synthe sis.

Chlo ro p hyll b io synthe sis; Chlo ro p last; Iso me rase ; Plastid ; Po rp hyrin b io synthe sis; Pyrid o xal

p ho sp hate ; Transit p e p tid e

SRR3420 22_TR15174_c6 _g 3_i1_le n=6 43 CP20 B_ARATH Q:48 6 -37,H:1-153 55.48 %ID E:3e -33 . PF0 0 16 0 .18 ^Pro _iso me rase ^Cyclo p hilin typ e  p e p tid yl-p ro lyl c is-trans iso me rase /CLD^146 -20 3^E:1.1e -14 0 -0 ,8 6 8 0 -0 ,9 74 0 ,0 2 -1,0 9 9 0 ,14 -0 ,6 8 1 -0 ,28 7 PNSL5_ARATH

Pho to synthe tic NDH sub unit o f lume nal lo catio n 5, chlo ro p lastic (Cyclo p hilin o f 20  kDa 2)

(Pe p tid yl-p ro lyl c is-trans iso me rase  CYP20 -2) (PPIase  CYP20 -2) (EC 5.2.1.8 ) (Ro tamase

CYP20 -2) (Thylako id  lume n PPIase  o f 20  kDa) (TLP20 )

PNSL5 CYP20 -2 At5g 13120  T19 L5_8 0
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Cyclo sp o rin; Dire ct

p ro te in se q ue ncing ; Disulfid e  b o nd ; Iso me rase ; Me mb rane ; Plastid ; Re fe re nce  p ro te o me ;

Ro tamase ; Thylako id ; Transit p e p tid e ; Transp o rt

SRR3420 22_TR18 76 2_c3_g 4_i2_le n=19 8 4 CCNAL_DAUCA
Q:441-1436 ,H:11-

331
6 1.26 %ID E:5e -136 G2/mito tic-sp e cific  cyclin C13-1

PF0 0 134.20 ^Cyclin_N^Cyclin, N-te rminal d o main^10 7-235^E:3e -43`PF0 29 8 4.16 ^Cyclin_C^Cyclin, C-te rminal d o main^238 -

36 0 ^E:8 .9 e -32
0 -1,56 9 0 -4,58 9 1 -0 ,30 7 1 -1,123 1 0 ,6 1 CCNAL_DAUCA G2/mito tic-sp e cific  cyclin C13-1 (A-like  cyclin) (Frag me nt) Daucus caro ta (Wild  carro t) Ce ll cycle ; Ce ll d ivis io n; Cyclin; Mito sis

SRR3420 22_TR32140 _c0 _g 1_i1_le n=8 22 CCD32_ARATH
Q:10 7-727,H:16 8 -

36 7
46 .76 %ID E:2e -57 Cyclin-D3-2 PF0 29 8 4.16 ^Cyclin_C^Cyclin, C-te rminal d o main^16 -125^E:1.1e -23 0 -1,8 5 0 -5,18 4 1 0 0 ,254 4,6 9 1 0 ,0 7 -0 ,728 CCD32_ARATH Cyclin-D3-2 (G1/S-sp e cific  cyclin-D3-2) (CycD3;2) CYCD3-2 At5g 6 726 0  K3G17.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Ce ll cycle ; Ce ll d ivis io n; Co mp le te  p ro te o me ; Cyclin; Re fe re nce  p ro te o me

SRR3420 23_TR8 541_c0 _g 3_i1_le n=6 6 4 RL111_ARATH
Q:16 0 -6 6 3,H:1-

16 8
9 5.8 3%ID E:7e -10 7 6 0 S rib o so mal p ro te in L11-1

PF0 0 28 1.16 ^Rib o so mal_L5^Rib o so mal p ro te in L5^6 2-115^E:1.4e -20 `PF0 0 6 73.18 ^Rib o so mal_L5_C^rib o so mal L5P family

C-te rminus^119 -217^E:1.4e -20
0 -1,48 5 0 -1,737 0 ,317 -0 ,48 7 0 ,6 34 -0 ,274 0 ,0 51 -0 ,8 39 RL111_ARATH 6 0 S rib o so mal p ro te in L11-1 (L16 A) RPL11A RPL16 A At2g 42740  F7D19 .26

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; RNA-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in;

Rib o so mal p ro te in; rRNA-b ind ing

SRR3420 23_TR11135_c0 _g 1_i4_le n=6 0 7 H2B1_MEDTR
Q:30 1-576 ,H:57-

148
9 8 .9 1%ID E:2e -58 Pro b ab le  histo ne  H2B.1

PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^2-128 ^E:1.3e -22`PF0 0 8 0 8 .20 ^CBFD_NFYB_HMF^Histo ne -like

transcrip tio n facto r (CBF/NF-Y) and  archae al histo ne ^70 -126 ^E:0 .0 0 0 28
0 -1,341 0 -0 ,9 9 1 -0 ,0 27 0 ,0 37 -0 ,6 76 0 ,0 14 -0 ,542 H2B1_MEDTR Pro b ab le  histo ne  H2B.1

Me d icag o  truncatula (Barre l me d ic)

(Me d icag o  trib ulo id e s)

Ace tylatio n; Chro mo so me ; DNA-b ind ing ; Iso p e p tid e  b o nd ; Nucle o so me  co re ; Nucle us; Ub l

co njug atio n

SRR3420 23_TR12524_c0 _g 5_i1_le n=2310 CCD31_ARATH
Q:18 45-

10 9 3,H:53-30 0
55.43%ID E:3e -8 0 Cyclin-D3-1

PF0 0 134.20 ^Cyclin_N^Cyclin, N-te rminal d o main^76 -20 3^E:2.5e -26 `PF0 29 8 4.16 ^Cyclin_C^Cyclin, C-te rminal d o main^20 5-

331^E:2.3e -19
0 -1,372 0 -3,8 74 0 ,132 -1,451 0 ,0 0 8 -2,8 9 7 0 ,28 5 -0 ,345 CCD31_ARATH Cyclin-D3-1 (Cyclin-d e lta-3) (Cyclin-d 3) (G1/S-sp e cific  cyclin-D3-1) (CycD3;1) CYCD3-1 CYCD3 At4g 3416 0  F28 A23.8 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Ce ll cycle ; Ce ll d ivis io n; Co mp le te  p ro te o me ; Cyclin; Mito sis; Re fe re nce  p ro te o me

SRR6 46 572_TR178 37_c0 _g 1_i1_le n=3147 POR_DAUCA
Q:29 71-179 6 ,H:1-

39 8
8 4.6 7%ID E:0 Pro to chlo ro p hyll id e  re d uctase , chlo ro p lastic

PF0 8 6 59 .7^KR^KR d o main^8 0 -173^E:8 e -0 9 `PF0 0 10 6 .22^ad h_sho rt^sho rt chain d e hyd ro g e nase ^8 2-224^E:6 .5e -

21`PF1356 1.3^ad h_sho rt_C2^Eno yl-(Acyl carrie r p ro te in) re d uctase ^8 6 -223^E:1.5e -12
0 -0 ,8 12 0 -2,56 8 0 ,0 37 -1,18 9 0 ,241 -0 ,6 9 7 0 ,0 16 0 ,58 5 POR_DAUCA

Pro to chlo ro p hyll id e  re d uctase , chlo ro p lastic (PCR) (EC 1.3.1.33) (NADPH-p ro to chlo ro p hyll id e

o xid o re d uctase ) (POR)
POR1 Daucus caro ta (Wild  carro t) PATHWAY: Po rp hyrin-co ntaining  co mp o und  me tab o lism; chlo ro p hyll b io synthe sis.

Chlo ro p hyll b io synthe sis; Chlo ro p last; NADP; Oxid o re d uctase ; Pho to synthe sis; Plastid ;

Transit p e p tid e

SRR6 48 70 5_TR25739 _c0 _g 2_i1_le n=8 13 H32_WHEAT
Q:20 6 -6 13,H:1-

136
9 9 .26 %ID E:2e -76 Histo ne  H3.2 PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^1-132^E:8 .3e -55 0 ,0 0 1 -1,252 0 -3,548 1 -0 ,328 1 -0 ,518 0 ,0 0 8 -0 ,712 H32_WHEAT Histo ne  H3.2 Triticum ae stivum (Whe at)

Ace tylatio n; Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Dire ct p ro te in se q ue ncing ;

Me thylatio n; Nucle o so me  co re ; Nucle us; Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR6 48 70 5_TR346 9 7_c0 _g 1_i1_le n=126 8 NA NA NA NA NA
PF0 0 538 .16 ^Linke r_histo ne ^linke r histo ne  H1 and  H5 family^27-8 7^E:5.8 e -0 9 `PF0 2178 .16 ^AT_ho o k^AT ho o k mo tif^122-

130 ^E:25`PF0 2178 .16 ^AT_ho o k^AT ho o k mo tif^151-16 2^E:0 .18 `PF0 2178 .16 ^AT_ho o k^AT ho o k mo tif^18 8 -19 9 ^E:0 .55
0 -1,424 0 -3,574 0 ,0 73 -2,0 34 0 ,0 25 -2,74 0 ,0 33 -0 ,753 . . . . . .

SRR6 48 70 5_TR37418 _c0 _g 2_i3_le n=138 2 KITH_ORYSJ
Q:9 35-579 ,H:6 7-

18 6
74.17%ID E:3e -76 Thymid ine  kinase PF0 0 26 5.15^TK^Thymid ine  kinase ^22-145^E:2e -31 0 ,0 0 1 -1,211 0 -3,473 0 ,732 0 ,574 1 0 ,0 12 0 ,0 21 -0 ,9 37 KITH_ORYSJ Thymid ine  kinase  (EC 2.7.1.21)

TK Os0 3g 0 11310 0  LOC_Os0 3g 0 220 0

OSJNBa0 0 9 0 O10 .3
Oryza sativa sub sp . jap o nica (Rice )

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; DNA synthe sis; Kinase ; Me tal-

b ind ing ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ; Transfe rase ; Zinc

SRR6 48 70 7_TR18 549 _c0 _g 2_i1_le n=6 49 H32_WHEAT
Q:6 22-215,H:1-

136
9 9 .26 %ID E:1e -77 Histo ne  H3.2 PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^10 -141^E:1.1e -54 0 -1,447 0 -4,24 0 ,56 4 0 ,29 0 ,79 8 -0 ,226 0 ,0 0 4 -0 ,6 71 H32_WHEAT Histo ne  H3.2 Triticum ae stivum (Whe at)

Ace tylatio n; Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Dire ct p ro te in se q ue ncing ;

Me thylatio n; Nucle o so me  co re ; Nucle us; Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR6 48 70 7_TR26 172_c0 _g 1_i1_le n=745 H2B1_MEDTR
Q:30 3-578 ,H:57-

148
9 8 .9 1%ID E:4e -58 Pro b ab le  histo ne  H2B.1 PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^46 -16 8 ^E:2.6 e -22 0 -1,239 0 -1,8 53 0 ,173 0 ,46 1 0 ,316 0 ,355 0 ,0 0 5 -0 ,6 45 H2B1_MEDTR Pro b ab le  histo ne  H2B.1

Me d icag o  truncatula (Barre l me d ic)

(Me d icag o  trib ulo id e s)

Ace tylatio n; Chro mo so me ; DNA-b ind ing ; Iso p e p tid e  b o nd ; Nucle o so me  co re ; Nucle us; Ub l

co njug atio n

SRR9 24147_TR4550 _c0 _g 2_i2_le n=8 45 H32_WHEAT
Q:722-315,H:1-

136
9 9 .26 %ID E:4e -77 Histo ne  H3.2 PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^42-173^E:2.1e -54 0 -1,38 3 0 -8 ,521 1 -0 ,216 0 ,0 6 6 -5,38 9 0 ,0 1 -1,135 H32_WHEAT Histo ne  H3.2 Triticum ae stivum (Whe at)

Ace tylatio n; Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Dire ct p ro te in se q ue ncing ;

Me thylatio n; Nucle o so me  co re ; Nucle us; Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR9 24147_TR78 9 5_c0 _g 1_i1_le n=8 8 0 NA NA NA NA NA PF120 49 .5^DUF3531^Pro te in o f unkno wn functio n (DUF3531)^40 -18 0 ^E:2.4e -55 0 -3,12 0 -5,242 1 1,538 1 0 0 ,0 0 4 -3,0 21 . . . . . .

SRR9 24147_TR27771_c0 _g 2_i2_le n=8 10 H2A4_ORYSJ
Q:18 4-50 7,H:30 -

137
9 2.59 %ID E:1e -48 Pro b ab le  histo ne  H2A.4

PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^20 -9 7^E:6 .9 e -13`PF16 211.2^Histo ne _H2A_C^C-te rminus o f histo ne

H2A^10 0 -132^E:1.6 e -18
0 -1,214 0 -1,78 4 0 ,29 9 0 ,44 1 -0 ,0 0 6 0 ,0 0 6 -0 ,6 9 2 H2A4_ORYSJ Pro b ab le  histo ne  H2A.4

Os0 5g 0 46 140 0  LOC_Os0 5g 38 6 40

OJ128 1_H0 5.14 OJ1525_A0 2.1 OsJ_0 18 0 6 1
Oryza sativa sub sp . jap o nica (Rice )

Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle o so me  co re ; Nucle us; Re fe re nce

p ro te o me

SRR9 24148 _TR4114_c0 _g 3_i1_le n=10 6 5 H2A1_SOLLC
Q:723-358 ,H:22-

146
8 6 .4%ID E:3e -50 Histo ne  H2A.1

PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^17-9 4^E:9 .2e -13`PF16 211.2^Histo ne _H2A_C^C-te rminus o f histo ne

H2A^9 7-129 ^E:2e -18
0 -1,332 0 -2,8 11 0 ,8 11 -0 ,312 0 ,44 -0 ,8 11 0 ,337 -0 ,28 2 H2A1_SOLLC Histo ne  H2A.1 (Le H2A-1)

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Ace tylatio n; Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle o so me  co re ; Nucle us;

Re fe re nce  p ro te o me

SRR9 24148 _TR26 9 74_c1_g 1_i1_le n=8 14 H4_SOYBN
Q:6 27-38 2,H:22-

10 3
10 0 %ID E:6 e -49 Histo ne  H4

PF15511.3^CENP-T_C^Ce ntro me re  kine to cho re  co mp o ne nt CENP-T histo ne  fo ld ^35-9 6 ^E:1.4e -

0 8 `PF0 29 6 9 .14^TAF^TATA b o x b ind ing  p ro te in asso ciate d  facto r (TAF)^35-9 2^E:0 .0 0 0 16
0 -1,40 1 0 -2,46 3 1 0 ,0 0 1 0 ,30 6 -0 ,442 0 ,0 0 4 -0 ,78 2 H4_SOYBN Histo ne  H4

Glycine  max (So yb e an) (G lycine

hisp id a)

Ace tylatio n; Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Me thylatio n; Nucle o so me

co re ; Nucle us; Re fe re nce  p ro te o me

SRR9 24148 _TR3559 9 _c0 _g 2_i1_le n=16 0 4 FTSZ1_ARATH
Q:1353-

29 5,H:36 -39 7
8 7.29 %ID E:5e -171 Ce ll d ivis io n p ro te in FtsZ ho mo lo g  1, chlo ro p lastic

PF0 0 0 9 1.22^Tub ulin^Tub ulin/FtsZ family, GTPase  d o main^6 4-224^E:2.4e -42`PF12327.5^FtsZ_C^FtsZ family, C-te rminal

d o main^273-36 6 ^E:6 .8 e -30
0 -7,253 0 -6 ,6 8 0 6 ,8 34 1 0 0 ,37 0 ,432 FTSZ1_ARATH

Ce ll d ivis io n p ro te in FtsZ ho mo lo g  1, chlo ro p lastic (AtFtsZ1) (AtFtsZ1-1) (Chlo ro p last FtsZ)

(Cp FtsZ) (Pro te in ACCUMULATION AND REPLICATION OF CHLOROPLASTS 10 ) (Pro te in

PLASTID MOVEMENT IMPAIRED4)

FTSZ1 ARC10  FTSZ1-1 PMI4 At5g 5528 0

MCO15.23

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Ce ll cycle ; Chlo ro p last; Co mp le te  p ro te o me ; GTP-b ind ing ; Me mb rane ;

Nucle o tid e -b ind ing ; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

Ms1wk

T ranscript  (CDF9 7 )
Uniprot

homolog

BLAST X

Posit ion

BLAST X

%Ide nt it y

BLAST X

e value
Uniprot  de scr Pf am PValue _Ms6 h logFC_Ms6 h PValue _Ms8h logFC_Ms8h PValue _MsDamage d24 h logFC_MsDamage d24 h PValue _MsInt act 24 h logFC_MsInt act 24 h PValue _Ms1wk logFC_Ms1wk Ent ry.name Prot e in name s Ge ne  name s Organism Pat hway Ke ywords

SRR11446 33_TR5470 _c0 _g 1_i1_le n=228 8 YHKF_SCHPO
Q:78 4-

129 3,H:159 -325
38 .0 1%ID E:3e -32 Uncharacte rize d  RNA-b ind ing  p ro te in C6 6 0 .15

PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^6 -6 6 ^E:4e -13`PF0 0 0 76 .19 ^RRM_1^RNA

re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^9 4-151^E:4.4e -11`PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a.

RRM, RBD, o r RNP d o main)^244-29 7^E:3.6 e -13

1 -0 ,48 7 0 ,76 0 ,59 1 -0 ,259 0 ,0 17 -5,78 2 0 -3,19 YHKF_SCHPO Uncharacte rize d  RNA-b ind ing  p ro te in C6 6 0 .15 SPBC6 6 0 .15
Schizo saccharo myce s p o mb e  (strain

9 72 / ATCC 248 43) (Fissio n ye ast)
Co mp le te  p ro te o me ; Nucle us; RNA-b ind ing ; Re fe re nce  p ro te o me ; Re p e at

SRR11446 33_TR56 8 7_c0 _g 2_i2_le n=226 6 RD21A_ARATH
Q:19 9 2-

76 3,H:23-434
6 8 .6 7%ID E:0 Cyste ine  p ro te inase  RD21a

PF0 8 246 .9 ^Inhib ito r_I29 ^Cathe p sin p ro p e p tid e  inhib ito r d o main (I29 )^116 -173^E:1.2e -

16 `PF0 0 112.20 ^Pe p tid ase _C1^Pap ain family cyste ine  p ro te ase ^20 4-419 ^E:2e -8 4`PF0 0 39 6 .15^Granulin^Granulin^453-

49 9 ^E:9 .2e -11

0 ,123 0 ,79 2 0 ,20 4 0 ,58 6 0 ,6 29 2,121 1 1,322 0 -7,253 RD21A_ARATH Cyste ine  p ro te inase  RD21a (RD21) (EC 3.4.22.-) RD21A At1g 47128  F2G19 .31 Arab id o p sis thaliana (Mo use -e ar cre ss)
Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ; Pro te ase ; Re fe re nce  p ro te o me ;

Sig nal; Thio l p ro te ase ; Zymo g e n

SRR11446 33_TR1356 6 _c0 _g 2_i3_le n=6 8 0 Y4757_DICDI
Q:6 0 9 -

16 6 ,H:6 0 8 -76 6
37.11%ID E:4e -23 OTU d o main-co ntaining  p ro te in DDB_G0 28 4757 PF0 2338 .16 ^OTU^OTU-like  cyste ine  p ro te ase ^53-142^E:7.9 e -11 1 0 ,6 27 1 -0 ,16 1 0 1 0 0 ,0 0 1 -5,554 Y4757_DICDI OTU d o main-co ntaining  p ro te in DDB_G0 28 4757 (EC 3.1.2.-) DDB_G0 28 4757 Dictyo ste lium d isco id e um (Slime  mo ld ) Co mp le te  p ro te o me ; Hyd ro lase ; Pro te ase ; Re fe re nce  p ro te o me ; Thio l p ro te ase

SRR11446 33_TR19 39 6 _c0 _g 2_i1_le n=120 0 HS154_ARATH
Q:8 54-447,H:1-

134
51.45%ID E:3e -37 15.4 kDa class V he at sho ck p ro te in PF0 0 0 11.18 ^HSP20 ^Hsp 20 /alp ha crystall in family^33-112^E:1.6 e -15 0 ,8 0 3 -0 ,0 8 5 0 ,9 0 9 -0 ,0 48 0 ,79 8 0 ,512 0 ,18 7 1,221 0 ,0 0 1 -1,438 HS154_ARATH 15.4 kDa class V he at sho ck p ro te in (15.4 kDa he at sho ck p ro te in) (AtHsp 15.4) HSP15.4 At4g 218 70  T8 O5.8 0 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me ; Stre ss re sp o nse

SRR11446 33_TR23247_c0 _g 3_i1_le n=6 10 NA NA NA NA NA . 0 ,454 0 ,326 0 ,555 0 ,315 0 ,6 26 0 ,28 6 1 0 ,0 18 0 -1,426 . . . . . .

SRR11446 33_TR278 25_c0 _g 4_i7_le n=58 14 POLX_TOBAC
Q:226 0 -

578 7,H:1-116 1
40 .27%ID E:0

Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT

1-9 4

PF14223.3^Re tro tran_g ag _2^g ag -p o lyp e p tid e  o f LTR co p ia-typ e ^59 -18 7^E:1.8 e -33`PF0 0 0 9 8 .20 ^zf-CCHC^Zinc

knuckle ^227-242^E:0 .0 0 0 6 9 `PF139 76 .3^g ag _p re -inte g rs^GAG-p re -inte g rase  d o main^39 7-46 4^E:2.9 e -

14`PF0 0 6 6 5.23^rve ^Inte g rase  co re  d o main^48 0 -59 4^E:6 .3e -26 `PF0 7727.11^RVT_2^Re ve rse  transcrip tase  (RNA-

d e p e nd e nt DNA p o lyme rase )^8 54-110 1^E:1.2e -9 1

0 ,50 2 3,9 8 1 1 -2,771 1 1,6 41 1 0 0 -6 ,243 POLX_TOBAC
Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-9 4 [Includ e s: Pro te ase  (EC 3.4.23.-);

Re ve rse  transcrip tase  (EC 2.7.7.49 ); End o nucle ase ]
Nico tiana tab acum (Co mmo n to b acco )

Asp artyl p ro te ase ; End o nucle ase ; Hyd ro lase ; Me tal-b ind ing ; Nucle ase ; Nucle o tid yltransfe rase ;

Pro te ase ; RNA-d ire cte d  DNA p o lyme rase ; Transfe rase ; Transp o sab le  e le me nt; Zinc; Zinc-fing e r

SRR11446 33_TR279 11_c0 _g 1_i1_le n=8 51 NDK1_TOBAC
Q:19 6 -6 39 ,H:1-

148
9 5.9 5%ID E:3e -8 9 Nucle o sid e  d ip ho sp hate  kinase  1 . 1 0 1 0 1 0 1 0 0 -0 ,8 71 NDK1_TOBAC

Nucle o sid e  d ip ho sp hate  kinase  1 (EC 2.7.4.6 ) (Nucle o sid e  d ip ho sp hate  kinase  I) (NDK I) (NDP

kinase  I) (NDPK I)
Nico tiana tab acum (Co mmo n to b acco )

ATP-b ind ing ; Kinase ; Mag ne sium; Me tal-b ind ing ; Nucle o tid e  me tab o lism; Nucle o tid e -b ind ing ;

Pho sp ho p ro te in; Transfe rase

SRR11446 34_TR118 17_c0 _g 1_i2_le n=8 6 4 PSB3B_ARATH
Q:172-735,H:17-

20 4
9 3.0 9 %ID E:2e -127 Pro te aso me  sub unit b e ta typ e -3-B PF0 0 227.23^Pro te aso me ^Pro te aso me  sub unit^3-10 8 ^E:8 .1e -22 1 -0 ,0 23 1 -0 ,354 0 ,46 1 1,315 1 -0 ,0 13 0 -3,9 71 PSB3B_ARATH Pro te aso me  sub unit b e ta typ e -3-B (EC 3.4.25.1) (20 S p ro te aso me  b e ta sub unit C-2) PBC2 At1g 77440  T5M16 .3 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; Hyd ro lase ; Nucle us; Pro te ase ; Pro te aso me ; Re fe re nce

p ro te o me ; Thre o nine  p ro te ase

SRR11446 34_TR216 19 _c0 _g 1_i1_le n=18 9 7 NA NA NA NA NA . 0 ,429 0 ,476 0 1,9 8 1 0 ,0 9 -0 ,58 1 0 ,371 -0 ,31 0 -1,0 71 . . . . . .

SRR11446 34_TR229 15_c0 _g 1_i1_le n=571 CVIF1_ARATH
Q:16 3-50 1,H:26 -

138
41.59 %ID E:2e -22 Ce ll wall / vacuo lar inhib ito r o f fructo sid ase  1 PF0 40 43.12^PMEI^Plant inve rtase /p e ctin me thyle ste rase  inhib ito r^54-18 7^E:1e -13 0 1,217 0 1,9 9 1 0 1,233 0 ,9 32 -0 ,0 46 0 -7,8 CVIF1_ARATH Ce ll wall / vacuo lar inhib ito r o f fructo sid ase  1 (AtC/VIF1) C/VIF1 CIF1 VIF1 At1g 479 6 0  T2J15.13 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Re fe re nce  p ro te o me ;

Sig nal; Vacuo le

SRR11446 34_TR236 9 3_c0 _g 1_i1_le n=9 8 0 NA NA NA NA NA

PF0 0 415.15^RCC1^Re g ulato r o f chro mo so me  co nd e nsatio n (RCC1) re p e at^2-42^E:3.1e -

0 5`PF13540 .3^RCC1_2^Re g ulato r o f chro mo so me  co nd e nsatio n (RCC1) re p e at^29 -58 ^E:3.5e -

0 9 `PF0 0 415.15^RCC1^Re g ulato r o f chro mo so me  co nd e nsatio n (RCC1) re p e at^45-10 3^E:1.8 e -

10 `PF13540 .3^RCC1_2^Re g ulato r o f chro mo so me  co nd e nsatio n (RCC1) re p e at^9 1-120 ^E:4.1e -0 8

1 -0 ,145 0 ,133 -1,124 0 ,118 2,0 8 7 0 ,50 2 -3,8 75 0 ,0 0 1 -6 ,58 6 . . . . . .

SRR11446 34_TR38 6 8 7_c0 _g 1_i2_le n=6 45 SP1L1_ARATH
Q:113-433,H:1-

110
6 7.57%ID E:1e -29 Pro te in SPIRAL1-like  1 . 0 ,0 8 -0 ,6 13 0 ,552 -0 ,242 0 ,59 4 0 ,27 0 ,8 26 0 ,16 2 0 -1,0 59 SP1L1_ARATH Pro te in SPIRAL1-like  1 SP1L1 At1g 26 355 T1K7.26 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Micro tub ule ; Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR11446 34_TR38 8 13_c0 _g 1_i1_le n=549 NA NA NA NA NA . 1 0 1 0 1 0 1 0 0 -6 ,78 1 . . . . . .

SRR122236 _TR4154_c0 _g 1_i1_le n=146 4 MTDH_FRAAN
Q:121-118 2,H:4-

357
70 .34%ID E:2e -159 Pro b ab le  mannito l d e hyd ro g e nase

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^39 -152^E:1.2e -27`PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing

d e hyd ro g e nase ^19 5-317^E:2e -18
0 ,0 0 9 6 ,0 6 2 0 ,349 0 ,39 5 0 ,0 6 6 5,245 0 7,238 0 -9 ,752 MTDH_FRAAN Pro b ab le  mannito l d e hyd ro g e nase  (EC 1.1.1.255) (NAD-d e p e nd e nt mannito l d e hyd ro g e nase ) CAD Frag aria ananassa (Strawb e rry) Me tal-b ind ing ; NAD; Oxid o re d uctase ; Zinc

SRR122236 _TR10 70 9 _c1_g 1_i2_le n=10 23 ARF2_ORYSJ
Q:9 15-373,H:1-

18 1
9 9 .45%ID E:3e -129 ADP-rib o sylatio n facto r 2

PF0 0 0 25.18 ^Arf^ADP-rib o sylatio n facto r family^5-177^E:3e -8 0 `PF0 9 439 .7^SRPRB^Sig nal re co g nitio n p artic le  re ce p to r

b e ta sub unit^16 -143^E:8 .5e -14`PF0 8 477.10 ^Ro c^Ras o f Co mp le x, Ro c, d o main o f DAPkinase ^19 -129 ^E:1.1e -

13`PF0 46 70 .9 ^Gtr1_Rag A^Gtr1/Rag A G p ro te in co nse rve d  re g io n^19 -142^E:2.5e -10 `PF0 19 26 .20 ^MMR_HSR1^50 S

rib o so me -b ind ing  GTPase ^19 -122^E:4.7e -0 5`PF0 0 0 71.19 ^Ras^Ras family^20 -172^E:1e -12

0 ,78 1 -0 ,45 1 0 ,318 0 ,18 9 1,557 0 ,29 9 1,336 0 -2,712 ARF2_ORYSJ ADP-rib o sylatio n facto r 2
ARF Os0 5g 0 48 9 6 0 0

LOC_Os0 5g 410 6 0  OJ1119 _H0 2.17
Oryza sativa sub sp . jap o nica (Rice )

Co mp le te  p ro te o me ; ER-Go lg i transp o rt; GTP-b ind ing ; Go lg i ap p aratus; Lip o p ro te in; Myristate ;

Nucle o tid e -b ind ing ; Pro te in transp o rt; Re fe re nce  p ro te o me ; Transp o rt

SRR122236 _TR276 51_c0 _g 1_i5_le n=36 50 CD27B_ARATH
Q:14-

1435,H:173-6 34
6 7.9 3%ID E:0 Ce ll d ivis io n cycle  p ro te in 27 ho mo lo g  B

PF0 0 515.25^TPR_1^Te tratrico p e p tid e  re p e at^36 3-39 5^E:4.7e -0 9 `PF0 7719 .14^TPR_2^Te tratrico p e p tid e  re p e at^36 3-

39 4^E:6 e -0 6 `PF1318 1.3^TPR_8 ^Te tratrico p e p tid e  re p e at^36 3-39 3^E:0 .0 0 0 6 3`PF13432.3^TPR_16 ^Te tratrico p e p tid e

re p e at^40 3-445^E:0 .0 0 0 35

0 ,8 54 -0 ,0 9 5 0 ,226 -0 ,50 7 0 ,438 -0 ,373 0 ,6 6 7 -0 ,254 0 -1,9 2 CD27B_ARATH Ce ll d ivis io n cycle  p ro te in 27 ho mo lo g  B (CDC27 ho mo lo g  B) (Pro te in HOBBIT) CDC27B HBT At2g 20 0 0 0  T2G17.20 Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.
Ce ll cycle ; Ce ll d ivis io n; Co mp le te  p ro te o me ; Mito sis; Nucle us; Re fe re nce  p ro te o me ; Re p e at;

TPR re p e at; Ub l co njug atio n p athway

SRR122237_TR320 3_c0 _g 2_i1_le n=16 40 CCD8 A_ORYSJ
Q:551-

114,H:40 5-550
8 0 .14%ID E:2e -77

Caro te no id  c le avag e  d io xyg e nase  8  ho mo lo g  A,

chlo ro p lastic
PF0 30 55.12^RPE6 5^Re tinal p ig me nt e p ithe lial me mb rane  p ro te in^2-115^E:1.9 e -31 1 3,0 11 1 -0 ,6 41 1 0 ,58 5 1 2,545 0 -6 ,9 8 CCD8 A_ORYSJ

Caro te no id  c le avag e  d io xyg e nase  8  ho mo lo g  A, chlo ro p lastic (OsCCD8 a) (EC 1.13.11.-) (Pro te in

D10 -like )

CCD8 A D10 L Os0 1g 0 56 6 50 0

LOC_Os0 1g 38 58 0  OsJ_0 226 0

P0 0 0 2B0 5.5 P0 6 9 7C12.32

Oryza sativa sub sp . jap o nica (Rice )
Chlo ro p last; Co mp le te  p ro te o me ; Dio xyg e nase ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Plastid ;

Re fe re nce  p ro te o me ; Transit p e p tid e

SRR122237_TR1326 9 _c1_g 1_i1_le n=8 51 PSAG_ARATH
Q:77-49 9 ,H:27-

16 0
72.34%ID E:1e -6 6 Pho to syste m I re actio n ce nte r sub unit V, chlo ro p lastic PF0 1241.15^PSI_PSAK^Pho to syste m I p saG / p saK^53-144^E:2.5e -26 0 ,0 6 6 -5,347 0 ,28 2 -1,0 41 0 ,6 29 0 ,79 6 0 ,0 25 2,574 0 -6 ,29 2 PSAG_ARATH Pho to syste m I re actio n ce nte r sub unit V, chlo ro p lastic (PSI-G)

PSAG At1g 556 70  F20 N2.21 F20 N2.33

F20 N2_3
Arab id o p sis thaliana (Mo use -e ar cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Pho to synthe sis; Pho to syste m I; Plastid ; Re fe re nce

p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR122237_TR1336 4_c0 _g 1_i1_le n=2449 EXLA2_ARATH
Q:158 4-

18 26 ,H:18 4-26 4
70 .37%ID E:9 e -46 Exp ansin-like  A2 PF0 3330 .15^DPBB_1^Lytic transg lyco lase ^58 -132^E:6 .4e -12 1 0 ,347 1 0 ,8 39 0 ,6 29 -2,0 0 9 0 ,6 29 -1,43 0 -1,9 0 3 EXLA2_ARATH Exp ansin-like  A2 (At-EXPL2) (AtEXLA2) (AtEXPL2) (Ath-Exp Be ta-2.2) EXLA2 EXPL2 At4g 38 40 0  F22I13.170 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; G lyco p ro te in; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR122238 _TR6 0 _c0 _g 1_i1_le n=10 8 6 NA NA NA NA NA . 0 ,70 6 0 ,151 0 1,9 17 0 ,9 2 -0 ,0 39 0 ,115 -0 ,48 8 0 -1,0 9 . . . . . .

SRR122238 _TR346 5_c0 _g 1_i1_le n=9 6 4 ML423_ARATH
Q:143-58 0 ,H:7-

150
55.48 %ID E:9 e -43 MLP-like  p ro te in 423

PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^1-152^E:8 .9 e -40 `PF10 6 0 4.6 ^Po lyke tid e _cyc2^Po lyke tid e

cyclase  / d e hyd rase  and  lip id  transp o rt^5-139 ^E:1.3e -0 6
1 0 ,0 9 7 0 ,129 -3,58 7 0 ,0 6 6 -1,9 6 7 0 ,228 -0 ,9 58 0 -4,19 6 ML423_ARATH MLP-like  p ro te in 423

MLP423 At1g 240 20  T23E23.17

T23E23_22
Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR122238 _TR38 0 3_c0 _g 1_i1_le n=9 48 WUN1_SOLTU
Q:28 1-6 0 7,H:1-

10 5
6 7.8 9 %ID E:2e -43 Wo und -ind uce d  p ro te in 1 PF0 710 7.8 ^WI12^Wo und -ind uce d  p ro te in WI12^9 4-20 2^E:2.8 e -44 0 ,0 6 2 0 ,6 0 3 0 2,0 72 0 1,436 0 ,0 0 4 1,0 18 0 -1,48 7 WUN1_SOLTU Wo und -ind uce d  p ro te in 1 WUN1 So lanum tub e ro sum (Po tato ) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR122238 _TR40 6 3_c0 _g 1_i3_le n=10 9 7 PSD10 _DICDI
Q:9 58 -28 4,H:11-

231
35.11%ID E:1e -30 26 S p ro te aso me  no n-ATPase  re g ulato ry sub unit 10

PF1279 6 .4^Ank_2^Ankyrin re p e ats (3 co p ie s)^17-114^E:2.8 e -14`PF136 37.3^Ank_4^Ankyrin re p e ats (many co p ie s)^48 -

10 4^E:1.1e -0 8 `PF138 57.3^Ank_5^Ankyrin re p e ats (many co p ie s)^78 -124^E:7.7e -10 `PF136 0 6 .3^Ank_3^Ankyrin re p e at^8 3-

111^E:1.3e -0 5`PF0 0 0 23.27^Ank^Ankyrin re p e at^8 4-115^E:5.3e -0 7`PF136 37.3^Ank_4^Ankyrin re p e ats (many co p ie s)^8 6 -

128 ^E:7.8 e -11`PF138 57.3^Ank_5^Ankyrin re p e ats (many co p ie s)^10 3-157^E:1.2e -10 `PF1279 6 .4^Ank_2^Ankyrin re p e ats (3

co p ie s)^116 -178 ^E:4e -14`PF0 0 0 23.27^Ank^Ankyrin re p e at^117-148 ^E:1.4e -0 6 `PF136 0 6 .3^Ank_3^Ankyrin re p e at^117-

144^E:0 .0 0 0 16 `PF136 37.3^Ank_4^Ankyrin re p e ats (many co p ie s)^118 -170 ^E:2.2e -13`PF1279 6 .4^Ank_2^Ankyrin re p e ats (3

co p ie s)^150 -213^E:3.7e -12`PF0 0 0 23.27^Ank^Ankyrin re p e at^150 -18 0 ^E:4.7e -0 6 `PF136 0 6 .3^Ank_3^Ankyrin re p e at^150 -

177^E:1.3e -0 5`PF136 37.3^Ank_4^Ankyrin re p e ats (many co p ie s)^16 1-20 3^E:7.5e -0 6 `PF138 57.3^Ank_5^Ankyrin re p e ats

(many co p ie s)^16 9 -220 ^E:1.8 e -0 8 `PF0 0 0 23.27^Ank^Ankyrin re p e at^18 3-214^E:0 .0 0 0 1`PF136 0 6 .3^Ank_3^Ankyrin

re p e at^18 3-211^E:0 .0 0 0 47

1 3,6 74 1 -3,0 14 1 2,6 0 6 1 3,19 2 0 -4,8 6 3 PSD10 _DICDI 26 S p ro te aso me  no n-ATPase  re g ulato ry sub unit 10  (26 S p ro te aso me  re g ulato ry sub unit p 28 ) p smD10  DDB_G0 28 9 18 9 Dictyo ste lium d isco id e um (Slime  mo ld ) ANK re p e at; Chap e ro ne ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Re p e at

SRR122238 _TR540 3_c0 _g 1_i1_le n=10 75 NA NA NA NA NA . 0 ,6 56 0 ,352 0 ,19 5 -0 ,9 0 1 1 -0 ,6 79 1 -0 ,70 7 0 -1,76 8 . . . . . .

SRR122238 _TR5736 _c0 _g 1_i1_le n=56 9 SBP3_ARATH
Q:521-225,H:1-

9 9
73.74%ID E:1e -47 Pro b ab le  ste ro id -b ind ing  p ro te in 3 PF0 0 173.25^Cyt-b 5^Cyto chro me  b 5-like  He me /Ste ro id  b ind ing  d o main^20 -10 1^E:6 .2e -15 0 ,528 0 ,28 8 0 ,474 -0 ,29 8 0 1,6 16 0 ,0 0 3 1,16 7 0 -2,714 SBP3_ARATH

Pro b ab le  ste ro id -b ind ing  p ro te in 3 (AtMP3) (Me mb rane -asso ciate d  p ro g e ste ro ne -b ind ing  p ro te in

2) (AtMAPR2)
MP3 MAPR2 At2g 249 40  F27C12.14 Arab id o p sis thaliana (Mo use -e ar cre ss)

3D-structure ; Ace tylatio n; Co mp le te  p ro te o me ; Lip id -b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Ste ro id -b ind ing

SRR122238 _TR140 39 _c1_g 1_i5_le n=516 PSB7A_ARATH
Q:50 -316 ,H:18 5-

273
78 .6 5%ID E:4e -44 Pro te aso me  sub unit b e ta typ e -7-A . 1 0 1 0 1 0 1 0 0 -1,16 1 PSB7A_ARATH

Pro te aso me  sub unit b e ta typ e -7-A (EC 3.4.25.1) (20 S p ro te aso me  b e ta sub unit B-1) (Pro te aso me

co mp o ne nt FA) (Pro te aso me  co mp o ne nt FB) (Pro te aso me  sub unit b e ta typ e -2)

PBB1 PRCFA PRCFB At3g 27430

K1G2.15
Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Hyd ro lase ; Nucle us; Pro te ase ;

Pro te aso me ; Re fe re nce  p ro te o me ; Thre o nine  p ro te ase ; Zymo g e n

SRR122238 _TR16 558 _c0 _g 3_i1_le n=1747 NA NA NA NA NA PF0 6 219 .9 ^DUF10 0 5^Pro te in o f unkno wn functio n (DUF10 0 5)^15-247^E:5.4e -10 4 1 -0 ,0 6 6 1 -1,119 1 -1,9 32 1 0 ,16 9 0 -3,771 . . . . . .

SRR122238 _TR16 558 _c0 _g 4_i1_le n=20 18 NA NA NA NA NA PF0 6 219 .9 ^DUF10 0 5^Pro te in o f unkno wn functio n (DUF10 0 5)^1-443^E:7.4e -170 0 ,18 -0 ,8 17 0 ,43 -0 ,59 5 0 ,0 38 -1,752 0 ,312 -0 ,8 14 0 -3,0 6 2 . . . . . .

SRR122238 _TR16 8 9 8 _c0 _g 1_i1_le n=553 NA NA NA NA NA . 0 8 ,59 7 0 ,6 8 8 0 ,124 0 1,353 0 ,10 8 0 ,50 8 0 -3,8 47 . . . . . .

SRR122238 _TR16 8 9 8 _c0 _g 1_i8 _le n=517 NA NA NA NA NA . 0 ,0 15 0 ,6 53 0 ,46 1 -0 ,215 0 0 ,9 14 0 ,48 7 -0 ,20 8 0 -0 ,9 8 5 . . . . . .

SRR122238 _TR1746 5_c0 _g 1_i1_le n=1458 CHAC2_RAT
Q:1253-6 36 ,H:2-

175
35.58 %ID E:5e -27

Putative  g lutathio ne -sp e cific  g amma-

g lutamylcyclo transfe rase  2

{ECO:0 0 0 0 250 |UniPro tKB:Q9 BUX1}

PF0 4752.9 ^ChaC^ChaC-like  p ro te in^3-124^E:1.8 e -21 1 1,326 1 -1,78 5 1 -2,714 1 -1,59 2 0 -1,9 42 CHAC2_RAT
Putative  g lutathio ne -sp e cific  g amma-g lutamylcyclo transfe rase  2 (Gamma-GCG 2) (EC 2.3.2.-)

(Catio n transp o rt re g ulato r-l ike  p ro te in 2)
Chac2 Rattus no rve g icus (Rat) Acyltransfe rase ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Transfe rase

SRR122238 _TR18 135_c1_g 1_i4_le n=532 NA NA NA NA NA . 0 ,40 3 -0 ,347 0 ,0 0 4 -0 ,9 0 3 0 7,49 6 0 ,0 0 1 6 ,429 0 -8 ,324 . . . . . .

SRR122238 _TR19 9 71_c0 _g 2_i3_le n=1352 RAP23_ARATH
Q:153-9 32,H:1-

245
42.25%ID E:2e -30 Ethyle ne -re sp o nsive  transcrip tio n facto r RAP2-3 PF0 0 8 47.17^AP2^AP2 d o main^9 1-140 ^E:1.4e -14 0 ,0 9 5 -0 ,59 0 ,0 0 6 -1,232 0 ,76 0 ,6 9 5 0 ,28 2 1,256 0 -1,38 5 RAP23_ARATH

Ethyle ne -re sp o nsive  transcrip tio n facto r RAP2-3 (Cad mium-ind uce d  p ro te in AS30 ) (Ethyle ne

re sp o nse  facto r 72) (ERF72) (Ethyle ne -re sp o nsive  e le me nt b ind ing  p ro te in) (AtEBP) (Pro te in

RELATED TO APETALA2 3) (Re late d  to  AP2 3)

RAP2-3 EBP ERF0 72 At3g 16 770

MGL6 .1 MGL6 .24
Arab id o p sis thaliana (Mo use -e ar cre ss)

Cad mium; Ce ll me mb rane ; Co mp le te  p ro te o me ; Cyto p lasm; DNA-b ind ing ; Me mb rane ; Nucle us;

Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR122238 _TR25223_c0 _g 2_i2_le n=9 16 RR10 _MESCR
Q:59 8 -176 ,H:59 -

19 7
8 2.27%ID E:3e -78 30 S rib o so mal p ro te in S10 , chlo ro p lastic PF0 0 338 .19 ^Rib o so mal_S10 ^Rib o so mal p ro te in S10 p /S20 e ^10 0 -19 4^E:3e -33 0 ,79 8 -0 ,44 0 ,18 9 -1,70 3 1 0 ,38 1 1 0 ,359 0 -0 ,9 78 RR10 _MESCR 30 S rib o so mal p ro te in S10 , chlo ro p lastic RPS10

Me se mb ryanthe mum crystall inum

(Co mmo n ice  p lant) (Cryo p hytum

crystall inum)

Chlo ro p last; Plastid ; Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e

SRR122238 _TR32215_c0 _g 1_i1_le n=118 3 DREB3_ARATH
Q:370 -8 8 8 ,H:47-

221
6 1.36 %ID E:3e -46 De hyd ratio n-re sp o nsive  e le me nt-b ind ing  p ro te in 3 PF0 0 8 47.17^AP2^AP2 d o main^6 0 -110 ^E:9 .6 e -13 0 ,57 0 ,372 0 ,257 -0 ,8 8 8 1 0 ,0 27 1 -0 ,28 9 0 -4,18 4 DREB3_ARATH De hyd ratio n-re sp o nsive  e le me nt-b ind ing  p ro te in 3 (Pro te in TINY 2)

DREB3 ERF0 41 TINY2 At5g 1159 0

F15N18 .18 0
Arab id o p sis thaliana (Mo use -e ar cre ss)

Activato r; Co mp le te  p ro te o me ; DNA-b ind ing ; Ethyle ne  sig naling  p athway; Nucle us; Re fe re nce

p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR122238 _TR3526 9 _c1_g 6 _i18 _le n=710 NA NA NA NA NA . 1 -0 ,21 1 0 ,20 7 1 -1,459 0 ,50 2 -4,18 2 0 ,0 0 1 -4,46 4 . . . . . .

SRR122238 _TR3538 6 _c0 _g 1_i4_le n=18 0 2 2AAB_ARATH
Q:138 -

150 8 ,H:131-58 7
9 4.31%ID E:0

Se rine /thre o nine -p ro te in p ho sp hatase  2A 6 5 kDa

re g ulato ry sub unit A b e ta iso fo rm

PF12755.4^Vac14_Fab 1_b d ^Vacuo lar 14 Fab 1-b ind ing  re g io n^77-142^E:0 .0 0 0 15`PF0 29 8 5.19 ^HEAT^HEAT re p e at^8 4-

112^E:0 .0 0 0 13`PF136 46 .3^HEAT_2^HEAT re p e ats^20 3-30 3^E:1.3e -11`PF0 29 8 5.19 ^HEAT^HEAT re p e at^28 2-30 7^E:0 .0 0 18
0 ,6 29 1,0 9 9 0 ,0 0 6 -1,426 0 ,517 1,125 1 0 ,513 0 -2,8 48 2AAB_ARATH

Se rine /thre o nine -p ro te in p ho sp hatase  2A 6 5 kDa re g ulato ry sub unit A b e ta iso fo rm (AtA b e ta)

(PP2A, sub unit A, b e ta iso fo rm)
PP2AA2 DF1 At3g 258 0 0  K13N2.14 Arab id o p sis thaliana (Mo use -e ar cre ss) Ace tylatio n; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Re p e at

SRR122238 _TR38 537_c0 _g 1_i1_le n=1142 CML18 _ORYSJ
Q:143-535,H:5-

147
53.15%ID E:9 e -44 Pro b ab le  calc ium-b ind ing  p ro te in CML18

PF10 59 1.6 ^SPARC_Ca_b d g ^Se cre te d  p ro te in acid ic and  rich in cyste ine  Ca b ind ing  re g io n^32-

10 6 ^E:0 .0 0 0 23`PF138 33.3^EF-hand _8 ^EF-hand  d o main p air^46 -6 8 ^E:0 .0 0 0 45`PF0 0 0 36 .29 ^EF-hand _1^EF hand ^51-

75^E:3.1e -0 7`PF1349 9 .3^EF-hand _7^EF-hand  d o main p air^52-10 9 ^E:7.3e -16 `PF1340 5.3^EF-hand _6 ^EF-hand  d o main^52-

77^E:5.6 e -0 6 `PF1320 2.3^EF-hand _5^EF hand ^52-71^E:1.1e -0 7`PF138 33.3^EF-hand _8 ^EF-hand  d o main p air^6 9 -10 7^E:5.8 e -

0 7`PF0 0 0 36 .29 ^EF-hand _1^EF hand ^8 4-10 8 ^E:1.7e -0 7`PF1320 2.3^EF-hand _5^EF hand ^9 1-10 8 ^E:3e -0 6 `PF138 33.3^EF-

hand _8 ^EF-hand  d o main p air^9 8 -147^E:1e -0 7`PF1349 9 .3^EF-hand _7^EF-hand  d o main p air^120 -18 2^E:1.1e -

14`PF0 0 0 36 .29 ^EF-hand _1^EF hand ^121-149 ^E:3.2e -0 8 `PF1340 5.3^EF-hand _6 ^EF-hand  d o main^121-150 ^E:5.8 e -

0 9 `PF1320 2.3^EF-hand _5^EF hand ^122-145^E:6 .7e -0 6 `PF138 33.3^EF-hand _8 ^EF-hand  d o main p air^135-18 2^E:1.3e -

0 8 `PF0 0 0 36 .29 ^EF-hand _1^EF hand ^157-18 3^E:5.1e -0 8 `PF1320 2.3^EF-hand _5^EF hand ^16 3-18 2^E:0 .0 0 54

0 ,0 27 1,30 3 0 ,0 0 8 1,417 0 ,39 9 0 ,278 0 ,312 0 ,314 0 -1,251 CML18 _ORYSJ Pro b ab le  calc ium-b ind ing  p ro te in CML18  (Calmo d ulin-like  p ro te in 18 )
CML18  Os0 5g 0 2230 0 0

LOC_Os0 5g 1358 0  OJ1532_D0 6 .3
Oryza sativa sub sp . jap o nica (Rice ) Calcium; Co mp le te  p ro te o me ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Re p e at

SRR122238 _TR38 6 21_c0 _g 1_i1_le n=128 2 EXO_ARATH
Q:19 2-

110 6 ,H:16 -314
6 6 .6 7%ID E:2e -115 Pro te in EXORDIUM PF0 46 74.9 ^Phi_1^Pho sp hate -ind uce d  p ro te in 1 co nse rve d  re g io n^41-323^E:1.7e -121 0 ,6 9 2 -0 ,77 1 -0 ,9 77 0 ,10 3 -1,8 1 0 ,10 3 -1,6 53 0 -2,0 3 EXO_ARATH Pro te in EXORDIUM EXO At4g 0 8 9 50  T3H13.3 Arab id o p sis thaliana (Mo use -e ar cre ss) Ap o p last; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR122238 _TR42512_c0 _g 1_i9 _le n=1150 LGUL_CICAR
Q:9 53-39 6 ,H:1-

18 6
8 0 .6 5%ID E:7e -111 Lacto ylg lutathio ne  lyase PF0 0 9 0 3.22^Glyo xalase ^Glyo xalase /Ble o mycin re sistance  p ro te in/Dio xyg e nase  sup e rfamily^78 -220 ^E:1.2e -22 0 ,50 6 -0 ,176 0 ,412 -0 ,215 0 ,0 32 -0 ,573 0 ,18 3 -0 ,349 0 -1,48 5 LGUL_CICAR

Lacto ylg lutathio ne  lyase  (EC 4.4.1.5) (Ald o ke to mutase ) (G lyo xalase  I) (G lx I) (Ke to ne -ald e hyd e

mutase ) (Me thylg lyo xalase ) (S-D-lacto ylg lutathio ne  me thylg lyo xal lyase )
Cice r arie tinum (Chickp e a) (Garb anzo )

PATHWAY: Se co nd ary me tab o lite  me tab o lism; me thylg lyo xal

d e g rad atio n; (R)-lactate  fro m me thylg lyo xal: ste p  1/2.
Lyase ; Me tal-b ind ing ; Zinc

SRR122238 _TR450 32_c0 _g 2_i4_le n=1279 ERDL7_ARATH
Q:10 2-

10 73,H:139 -46 2
79 .0 1%ID E:0 Sug ar transp o rte r ERD6 -like  7

PF0 76 9 0 .13^MFS_1^Majo r Facil itato r Sup e rfamily^5-247^E:9 .5e -11`PF0 0 0 8 3.21^Sug ar_tr^Sug ar (and  o the r) transp o rte r^16 -

29 8 ^E:2.1e -6 6
0 ,6 29 -1,733 0 ,6 29 -1,6 28 0 ,56 0 ,8 56 0 ,76 0 ,6 0 6 0 -2,76 1 ERDL7_ARATH Sug ar transp o rte r ERD6 -like  7 At2g 48 0 20  T9 J23.17 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Sug ar transp o rt; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR122238 _TR48 178 _c0 _g 1_i5_le n=79 1 FRL3_ARATH
Q:52-6 33,H:353-

550
56 .8 7%ID E:3e -59 FRIGIDA-like  p ro te in 3 . 1 0 1 0 1 0 1 0 0 -8 ,9 0 9 FRL3_ARATH FRIGIDA-like  p ro te in 3 FRL3 At5g 48 38 5 MJE7.2 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co ile d  co il; Co mp le te  p ro te o me ; De ve lo p me ntal p ro te in; Diffe re ntiatio n; Flo we ring ; Re fe re nce

p ro te o me

SRR122238 _TR50 18 9 _c0 _g 1_i2_le n=8 0 8 NA NA NA NA NA PF140 0 9 .3^DUF4228 ^Do main o f unkno wn functio n (DUF4228 )^1-16 5^E:1.8 e -30 1 -0 ,49 1 -0 ,732 0 ,6 29 -1,9 51 0 ,6 29 -2,18 3 0 -2,49 7 . . . . . .

SRR122238 _TR50 272_c2_g 1_i1_le n=18 47 WRKY7_ARATH
Q:1735-6 44,H:1-

345
48 .32%ID E:3e -9 0 Pro b ab le  WRKY transcrip tio n facto r 7

PF10 533.6 ^Plant_zn_clust^Plant z inc c luste r d o main^239 -28 8 ^E:1.2e -17`PF0 310 6 .12^WRKY^WRKY DNA -b ind ing

d o main^29 2-348 ^E:3.4e -27
1 0 ,26 5 1 0 ,725 1 0 ,6 73 1 0 ,8 8 6 0 ,0 0 1 -6 ,6 4 WRKY7_ARATH Pro b ab le  WRKY transcrip tio n facto r 7 (WRKY DNA-b ind ing  p ro te in 7) WRKY7 At4g 24240  T22A6 .70 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n

re g ulatio n

SRR122238 _TR540 54_c0 _g 1_i1_le n=56 1 NA NA NA NA NA . 1 0 ,70 3 1 -1,0 0 6 1 -2,6 6 7 1 0 ,6 1 0 -9 ,325 . . . . . .

SRR122238 _TR58 319 _c0 _g 1_i1_le n=1317 ATCA1_ARATH
Q:36 0 -

10 70 ,H:29 -26 5
46 .8 4%ID E:5e -8 2 Alp ha carb o nic anhyd rase  1, chlo ro p lastic PF0 0 19 4.18 ^Carb _anhyd rase ^Eukaryo tic-typ e  carb o nic anhyd rase ^35-26 7^E:4.7e -45 1 -0 ,144 0 ,28 6 -0 ,8 59 0 ,0 0 9 -0 ,74 0 ,0 0 5 -0 ,8 0 6 0 -5,311 ATCA1_ARATH

Alp ha carb o nic anhyd rase  1, chlo ro p lastic (AtaCA1) (Atalp haCA1) (EC 4.2.1.1) (Alp ha carb o nate

d e hyd ratase  1)
ACA1 CAH1 At3g 52720  F3C22.120 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ; End o p lasmic re ticulum;

Glyco p ro te in; Lyase ; Me tal-b ind ing ; Plastid ; Re fe re nce  p ro te o me ; Sig nal; Zinc

SRR122238 _TR58 532_c0 _g 1_i1_le n=9 8 8 RL24_PRUAV
Q:119 -421,H:1-

10 1
9 7.0 3%ID E:7e -56 6 0 S rib o so mal p ro te in L24 PF0 1246 .17^Rib o so mal_L24e ^Rib o so mal p ro te in L24e ^3-6 7^E:6 e -30 0 ,0 0 1 -0 ,774 0 ,143 -0 ,352 0 ,0 9 1 0 ,454 0 ,38 8 0 ,244 0 -9 ,434 RL24_PRUAV 6 0 S rib o so mal p ro te in L24 RPL24 Prunus avium (Che rry) (Ce rasus avium) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122238 _TR58 532_c0 _g 1_i6 _le n=10 42 RL24_PRUAV
Q:119 -421,H:1-

10 1
9 7.0 3%ID E:1e -55 6 0 S rib o so mal p ro te in L24 PF0 1246 .17^Rib o so mal_L24e ^Rib o so mal p ro te in L24e ^3-6 7^E:6 e -30 1 -1,373 1 -0 ,9 21 1 0 1 0 0 -5,16 6 RL24_PRUAV 6 0 S rib o so mal p ro te in L24 RPL24 Prunus avium (Che rry) (Ce rasus avium) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122238 _TR6 238 4_c2_g 1_i1_le n=8 8 8 NA NA NA NA NA PF1149 3.5^TSP9 ^Thylako id  so lub le  p ho sp ho p ro te in TSP9 ^27-10 5^E:3.5e -30 0 ,8 74 -0 ,0 52 0 ,0 1 -0 ,6 77 0 ,19 -0 ,28 7 0 ,29 8 -0 ,228 0 -1,12 . . . . . .

SRR122238 _TR6 2412_c0 _g 1_i1_le n=6 6 5 RUXG_ARATH
Q:555-316 ,H:1-

8 0
9 0 %ID E:1e -44 Pro b ab le  small nucle ar rib o nucle o p ro te in G . 0 ,436 -0 ,234 0 ,52 -0 ,18 7 0 ,0 0 2 1,248 0 ,0 0 5 1,137 0 -3,6 73 RUXG_ARATH Pro b ab le  small nucle ar rib o nucle o p ro te in G (snRNP-G) (Sm p ro te in G) (Sm-G) (SmG) At2g 239 30  T29 E15.13 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Nucle us; RNA-b ind ing ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Sp lice o so me ; mRNA p ro ce ssing ; mRNA sp lic ing

SRR122238 _TR6 356 7_c0 _g 1_i1_le n=8 16 PSAG_ARATH
Q:558 -136 ,H:27-

16 0
72.34%ID E:8 e -6 7 Pho to syste m I re actio n ce nte r sub unit V, chlo ro p lastic PF0 1241.15^PSI_PSAK^Pho to syste m I p saG / p saK^53-144^E:2.5e -26 1 -0 ,0 4 0 ,76 -0 ,50 1 1 -0 ,19 1 1 -0 ,50 9 0 -3,6 0 3 PSAG_ARATH Pho to syste m I re actio n ce nte r sub unit V, chlo ro p lastic (PSI-G)

PSAG At1g 556 70  F20 N2.21 F20 N2.33

F20 N2_3
Arab id o p sis thaliana (Mo use -e ar cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Pho to synthe sis; Pho to syste m I; Plastid ; Re fe re nce

p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR6 4719 _c0 _g 2_i1_le n=8 21 TIG_ARATH
Q:78 3-

26 8 ,H:378 -547
6 1.0 5%ID E:3e -57 Trig g e r facto r-l ike  p ro te in TIG, Chlo ro p lastic . 1 -0 ,258 0 ,38 1 -2,233 1 1,56 8 1 0 0 -1,6 6 7 TIG_ARATH

Trig g e r facto r-l ike  p ro te in TIG, Chlo ro p lastic (EC 5.2.1.8 ) (Immuno p hilin TIG) (Pe p tid yl-p ro lyl c is-

trans iso me rase  TIG) (PPIase  TIG) (Ro tamase )
TIG At5g 55220  MCO15_17 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Iso me rase ; Plastid ; Re fe re nce

p ro te o me ; Ro tamase ; Transit p e p tid e

SRR122238 _TR6 8 26 2_c0 _g 1_i1_le n=29 9 6 CBF5_ARATH
Q:2712-

1342,H:16 -46 0
8 2.71%ID E:0 H/ACA rib o nucle o p ro te in co mp le x sub unit 4

PF0 8 0 6 8 .9 ^DKCLD^DKCLD (NUC0 11) d o main^50 -10 7^E:5.5e -31`PF0 150 9 .15^TruB_N^TruB family p se ud o urid ylate

synthase  (N te rminal d o main)^111-227^E:2.1e -19 `PF16 19 8 .2^TruB_C_2^tRNA p se ud o urid ylate  synthase  B C-te rminal

d o main^228 -29 4^E:2.7e -22`PF0 1472.17^PUA^PUA d o main^29 8 -370 ^E:1.8 e -21

1 0 1 -0 ,8 9 2 1 0 1 0 0 -1,6 8 7 CBF5_ARATH
H/ACA rib o nucle o p ro te in co mp le x sub unit 4 (EC 5.4.9 9 .-) (CBF5 ho mo lo g ) (Dyske rin) (No p p -140 -

asso ciate d  p ro te in o f 57 kDa ho mo lo g ) (AtNAP57) (Nucle o lar p ro te in NAP57 ho mo lo g )
CBF5 NAP57 At3g 57150  F24I3.230 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Iso me rase ; Nucle us; Pho sp ho p ro te in; RNA-b ind ing ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so me  b io g e ne sis; rRNA p ro ce ssing

SRR122238 _TR720 15_c0 _g 1_i8 _le n=59 4 CAHC_TOBAC
Q:19 6 -

59 4,H:59 -19 2
6 7.9 1%ID E:4e -59 Carb o nic anhyd rase , chlo ro p lastic PF0 0 48 4.16 ^Pro _CA^Carb o nic anhyd rase ^10 5-143^E:3.4e -12 1 0 1 0 0 ,0 75 -0 ,8 76 0 ,0 38 -0 ,9 9 2 0 -2,76 3 CAHC_TOBAC Carb o nic anhyd rase , chlo ro p lastic (EC 4.2.1.1) (Carb o nate  d e hyd ratase ) Nico tiana tab acum (Co mmo n to b acco ) Chlo ro p last; Lyase ; Plastid ; Transit p e p tid e ; Zinc

SRR122238 _TR726 45_c1_g 4_i2_le n=9 8 7 H2A4_ORYSJ
Q:379 -70 2,H:30 -

137
9 2.59 %ID E:7e -49 Pro b ab le  histo ne  H2A.4

PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^20 -9 7^E:6 .8 e -13`PF16 211.2^Histo ne _H2A_C^C-te rminus o f histo ne

H2A^10 0 -132^E:1.6 e -18
0 ,56 4 -0 ,524 0 ,16 -1,26 5 0 ,0 0 2 6 ,40 6 1 0 0 -1,371 H2A4_ORYSJ Pro b ab le  histo ne  H2A.4

Os0 5g 0 46 140 0  LOC_Os0 5g 38 6 40

OJ128 1_H0 5.14 OJ1525_A0 2.1

OsJ_0 18 0 6 1

Oryza sativa sub sp . jap o nica (Rice )
Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle o so me  co re ; Nucle us; Re fe re nce

p ro te o me

SRR122238 _TR750 12_c0 _g 1_i1_le n=8 27 NA NA NA NA NA . 0 ,40 7 -0 ,376 1 0 0 ,0 19 1,0 9 3 0 ,0 6 0 ,9 19 0 -8 ,26 3 . . . . . .

SRR122238 _TR8 4275_c0 _g 1_i1_le n=70 0 NA NA NA NA NA
PF1436 8 .3^LTP_2^Pro b ab le  lip id  transfe r^18 -10 2^E:2e -11`PF0 0 234.19 ^Tryp _alp ha_amyl^Pro te ase  inhib ito r/se e d

sto rag e /LTP family^30 -10 2^E:1.3e -0 5
1 0 1 -3,38 8 1 0 1 2,9 31 0 -1,9 24 . . . . . .

SRR122238 _TR8 59 57_c0 _g 1_i2_le n=6 18 NA NA NA NA NA . 0 ,0 1 0 ,8 13 0 2,28 8 0 1,40 3 0 ,50 2 0 ,323 0 -0 ,9 14 . . . . . .

SRR122238 _TR8 6 8 6 1_c0 _g 2_i1_le n=2227 NA NA NA NA NA PF0 0 8 47.17^AP2^AP2 d o main^147-19 7^E:4.1e -11 1 -0 ,0 22 0 ,0 42 -2,10 6 0 ,132 -3,257 0 ,132 -2,0 0 4 0 -2,226 . . . . . .

SRR122238 _TR8 758 4_c0 _g 1_i5_le n=9 27 FER3_ARATH
Q:149 -6 0 4,H:1-

155
56 .77%ID E:5e -57 Fe rre d o xin-3, chlo ro p lastic PF0 0 111.24^Fe r2^2Fe -2S iro n-sulfur c luste r b ind ing  d o main^6 5-138 ^E:2.6 e -21 0 ,10 8 0 ,728 0 2,29 0 ,0 0 4 1,159 0 1,8 29 0 -8 ,72 FER3_ARATH Fe rre d o xin-3, chlo ro p lastic (AtFd 3) FD3 At2g 27510  F10 A12.19 Arab id o p sis thaliana (Mo use -e ar cre ss)

2Fe -2S; Ace tylatio n; Chlo ro p last; Co mp le te  p ro te o me ; Ele ctro n transp o rt; Iro n; Iro n-sulfur; Me tal-

b ind ing ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e ; Transp o rt

SRR122238 _TR8 79 79 _c0 _g 1_i1_le n=1736 PP153_ARATH
Q:345-

148 4,H:20 6 -579
52.37%ID E:8 e -140 Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in At2g 156 9 0

PF0 1535.17^PPR^PPR re p e at^16 6 -18 7^E:0 .0 48 `PF0 1535.17^PPR^PPR re p e at^19 2-220 ^E:0 .0 0 0 32`PF0 1535.17^PPR^PPR

re p e at^227-253^E:1.3`PF14432.3^DYW_d e aminase ^DYW family o f nucle ic acid  d e aminase s^348 -46 2^E:5.3e -34
0 ,255 -0 ,457 0 ,0 77 -0 ,6 9 9 0 ,6 9 2 -0 ,9 27 0 ,76 0 ,6 0 4 0 -7,8 59 PP153_ARATH Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in At2g 156 9 0 PCMP-H6 6  At2g 156 9 0  F9 O13.24 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Re p e at

SRR122238 _TR8 9 26 0 _c0 _g 1_i1_le n=1774 AOP1C_ARATH
Q:124-

10 29 ,H:13-311
36 .57%ID E:7e -59 Pro b ab le  2-o xo g lutarate -d e p e nd e nt d io xyg e nase  AOP1

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^27-8 7^E:7.8 e -0 9 `PF0 3171.17^2OG-

Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^16 6 -26 1^E:1.1e -16
1 0 ,433 1 -1,77 1 -1,20 8 1 -3,144 0 ,0 0 1 -2,8 7 AOP1C_ARATH Pro b ab le  2-o xo g lutarate -d e p e nd e nt d io xyg e nase  AOP1 (EC 1.14.11.-) AOP1 AOP1.1 At4g 0 30 70  T4I9 .5 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Dio xyg e nase ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR122238 _TR8 9 8 39 _c0 _g 1_i2_le n=1239 PURU1_ARATH
Q:449 -

116 5,H:8 5-323
76 .9 9 %ID E:6 e -137 Fo rmylte trahyd ro fo late  d e fo rmylase  1, mito cho nd rial PF0 0 551.16 ^Fo rmyl_trans_N^Fo rmyl transfe rase ^29 -20 6 ^E:7.4e -35 1 -0 ,6 8 8 0 ,6 9 2 -1,3 0 ,132 -1,542 0 ,0 6 6 -1,8 9 6 0 ,0 0 1 -1,6 25 PURU1_ARATH Fo rmylte trahyd ro fo late  d e fo rmylase  1, mito cho nd rial (EC 3.5.1.10 ) PURU1 At5g 47435 MNJ7.1 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Hyd ro lase ; Mito cho nd rio n; One -carb o n me tab o lism; Pho to re sp iratio n;

Re fe re nce  p ro te o me ; Transit p e p tid e

SRR122238 _TR8 9 8 59 _c0 _g 1_i1_le n=120 3 NA NA NA NA NA . 0 ,19 6 -0 ,578 0 ,114 -0 ,79 1 0 ,524 -0 ,6 13 0 ,6 79 -0 ,40 8 0 -1,171 . . . . . .

SRR12718 57_TR1778 _c0 _g 1_i1_le n=130 1 RS9 2_ARATH
Q:10 46 -510 ,H:1-

179
8 9 .9 4%ID E:2e -113 40 S rib o so mal p ro te in S9 -2

PF0 0 16 3.16 ^Rib o so mal_S4^Rib o so mal p ro te in S4/S9  N-te rminal d o main^8 -6 4^E:2.6 e -0 9 `PF0 1479 .22^S4^S4 d o main^10 9 -

152^E:2.7e -11
0 ,0 12 -0 ,6 47 0 ,40 2 -0 ,217 0 ,0 32 0 ,6 24 0 ,247 0 ,353 0 -1,251 RS9 2_ARATH 40 S rib o so mal p ro te in S9 -2

RPS9 C At5g 39 8 50  MYH19 .1

MYH19 .10
Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; RNA-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in;

rRNA-b ind ing

SRR12718 57_TR5151_c0 _g 1_i1_le n=6 9 6 EP1G_DAUCA
Q:547-74,H:26 -

18 3
6 7.0 9 %ID E:1e -71 Ep id e rmis-sp e cific  se cre te d  g lyco p ro te in EP1 PF0 1453.21^B_le ctin^D-manno se  b ind ing  le ctin^8 7-172^E:1.1e -26 0 ,0 0 7 -0 ,9 9 8 0 9 ,10 6 0 4,411 0 2,312 0 -1,524 EP1G_DAUCA Ep id e rmis-sp e cific  se cre te d  g lyco p ro te in EP1 (52/54 kDa me d ium p ro te in) EP1 Daucus caro ta (Wild  carro t) Dire ct p ro te in se q ue ncing ; G lyco p ro te in; Le ctin; Se cre te d ; Sig nal

SRR12718 57_TR5749 _c0 _g 1_i5_le n=2140 ERG24_ARATH
Q:6 6 8 -

30 3,H:248 -36 9
8 4.43%ID E:3e -52 De lta(14)-ste ro l re d uctase PF0 1222.14^ERG4_ERG24^Erg o ste ro l b io synthe sis ERG4/ERG24 family^11-148 ^E:3.9 e -22 1 -0 ,0 79 0 ,6 9 4 -0 ,40 2 1 0 ,25 1 -0 ,239 0 ,0 0 1 -4,455 ERG24_ARATH

De lta(14)-ste ro l re d uctase  (EC 1.3.1.70 ) (C-14 ste ro l re d uctase ) (Pro te in FACKEL) (Ste ro l C14-

re d uctase )
FK At3g 529 40  F8 J2_111 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Ste ro id  b io synthe sis; zymo ste ro l b io synthe sis; zymo ste ro l

fro m lano ste ro l: ste p  2/6 .

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Lip id  b io synthe sis; Lip id  me tab o lism; Me mb rane ;

NADP; Oxid o re d uctase ; Re fe re nce  p ro te o me ; Ste ro id  b io synthe sis; Ste ro id  me tab o lism; Ste ro l

b io synthe sis; Ste ro l me tab o lism; Transme mb rane ; Transme mb rane  he lix

SRR12718 57_TR10 8 79 _c1_g 2_i1_le n=1178 XTH2_SOYBN
Q:10 0 9 -

230 ,H:30 -28 2
6 7.31%ID E:1e -123

Xylo g lucan e nd o transg luco sylase /hyd ro lase  2

{ECO:0 0 0 0 250 |UniPro tKB:Q38 8 57}

PF0 0 722.18 ^Glyco _hyd ro _16 ^Glyco syl hyd ro lase s family 16 ^24-20 4^E:1.8 e -6 2`PF0 6 9 55.9 ^XET_C^Xylo g lucan e nd o -

transg lyco sylase  (XET) C-te rminus^237-279 ^E:1.1e -16
0 ,6 29 -1,246 1 0 ,19 6 0 ,0 1 -2,139 0 ,0 0 1 -2,725 0 -2,414 XTH2_SOYBN

Xylo g lucan e nd o transg luco sylase /hyd ro lase  2 (EC 2.4.1.20 7) (Brassino ste ro id -re g ulate d  p ro te in

BRU1)

Glycine  max (So yb e an) (G lycine

hisp id a)

Ap o p last; Ce ll wall; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ;

Re fe re nce  p ro te o me ; Se cre te d ; Sig nal; Transfe rase



SRR12718 57_TR126 6 9 _c0 _g 2_i1_le n=50 3 NA NA NA NA NA . 1 0 1 0 1 0 1 0 0 -5,232 . . . . . .

SRR12718 57_TR159 38 _c3_g 1_i1_le n=1535 NA NA NA NA NA . 1 -0 ,6 35 1 -0 ,46 7 1 0 1 0 0 -7,0 9 1 . . . . . .

SRR12718 57_TR18 439 _c1_g 1_i2_le n=16 0 0 NA NA NA NA NA PF14215.3^b HLH-MYC_N^b HLH-MYC and  R2R3-MYB transcrip tio n facto rs N-te rminal^6 5-19 6 ^E:5.2e -20 1 0 1 0 1 0 1 0 0 -7,442 . . . . . .

SRR12718 57_TR18 439 _c1_g 1_i6 _le n=158 9 NA NA NA NA NA PF14215.3^b HLH-MYC_N^b HLH-MYC and  R2R3-MYB transcrip tio n facto rs N-te rminal^13-136 ^E:2.7e -14 1 -0 ,18 9 0 ,0 17 -5,8 8 0 ,129 -4,9 76 0 ,129 -3,8 0 4 0 -7,0 7 . . . . . .

SRR12718 57_TR21426 _c0 _g 2_i2_le n=2739 DADIS_PANGI
Q:72-2456 ,H:1-

76 3
71.21%ID E:0 Dammare ne d io l II synthase

PF13249 .3^SQHo p _cyclase _N^Sq uale ne -ho p e ne  cyclase  N-te rminal d o main^10 3-36 1^E:3.8 e -

39 `PF0 0 432.18 ^Pre nyltrans^Pre nyltransfe rase  and  sq uale ne  o xid ase  re p e at^149 -19 1^E:3.4e -

0 9 `PF13243.3^SQHo p _cyclase _C^Sq uale ne -ho p e ne  cyclase  C-te rminal d o main^415-722^E:9 .3e -

38 `PF0 0 432.18 ^Pre nyltrans^Pre nyltransfe rase  and  sq uale ne  o xid ase  re p e at^59 2-6 32^E:7.6 e -

0 9 `PF0 0 432.18 ^Pre nyltrans^Pre nyltransfe rase  and  sq uale ne  o xid ase  re p e at^6 41-6 9 1^E:1.7e -0 7

0 ,6 2 -0 ,50 1 1 -0 ,46 4 0 ,79 8 -0 ,42 0 ,239 -1,429 0 -2,351 DADIS_PANGI Dammare ne d io l II synthase  (EC 4.2.1.125) PNA DDS Panax g inse ng  (Ko re an g inse ng ) Iso me rase ; Lyase ; Me mb rane ; Re p e at; Transme mb rane ; Transme mb rane  he lix

SRR12718 57_TR2150 2_c0 _g 3_i5_le n=10 74 VATL_KALDA
Q:8 37-343,H:1-

16 5
9 8 .18 %ID E:3e -6 9 V-typ e  p ro to n ATPase  16  kDa p ro te o lip id  sub unit

PF0 0 137.18 ^ATP-synt_C^ATP synthase  sub unit C^17-76 ^E:6 .3e -14`PF0 0 137.18 ^ATP-synt_C^ATP synthase  sub unit C^9 7-

155^E:6 .7e -21
1 -0 ,125 1 0 ,557 1 0 ,56 7 1 0 ,732 0 -6 ,9 8 4 VATL_KALDA

V-typ e  p ro to n ATPase  16  kDa p ro te o lip id  sub unit (V-ATPase  16  kDa p ro te o lip id  sub unit) (V-typ e

H(+)-ATPase  16  kDa sub unit) (Vacuo lar p ro to n p ump  16  kDa p ro te o lip id  sub unit)

Kalancho e  d aig re mo ntiana (De vil 's

b ackb o ne ) (Bryo p hyllum

d aig re mo ntianum)

Hyd ro g e n io n transp o rt; Io n transp o rt; Me mb rane ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt; Vacuo le

SRR12718 57_TR22544_c0 _g 3_i1_le n=725 NA NA NA NA NA . 0 ,719 0 ,138 0 ,10 8 -0 ,542 0 ,352 -0 ,745 1 -0 ,0 0 5 0 -4,11 . . . . . .

SRR12718 57_TR27540 _c2_g 2_i1_le n=6 49 NA NA NA NA NA . 0 ,732 -0 ,741 0 ,254 -3,6 35 1 1,419 1 0 ,76 7 0 -3,10 9 . . . . . .

SRR12718 57_TR350 8 1_c0 _g 2_i1_le n=2246 GSH1_SOLLC
Q:248 -19 8 4,H:1-

523
74.31%ID E:0 Glutamate --cyste ine  lig ase , chlo ro p lastic PF0 410 7.10 ^GCS2^Glutamate -cyste ine  lig ase  family 2(GCS2)^147-39 1^E:7.3e -8 1 0 ,79 3 -0 ,20 1 0 ,70 7 0 ,371 0 ,39 5 0 ,58 7 0 ,25 0 ,78 2 0 -8 ,0 2 GSH1_SOLLC

Glutamate --cyste ine  lig ase , chlo ro p lastic (EC 6 .3.2.2) (Gamma-ECS) (GCS) (Gamma-

g lutamylcyste ine  synthe tase )
GSH1

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

PATHWAY: Sulfur me tab o lism; g lutathio ne  b io synthe sis; g lutathio ne

fro m L-cyste ine  and  L-g lutamate : ste p  1/2.

ATP-b ind ing ; Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lutathio ne  b io synthe sis; Lig ase ;

Nucle o tid e -b ind ing ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR12718 57_TR38 0 6 2_c0 _g 3_i1_le n=523 NA NA NA NA NA . 0 ,121 -0 ,8 45 0 ,0 29 -1,0 9 7 1 0 ,347 1 0 ,0 6 9 0 -1,39 2 . . . . . .

SRR12718 57_TR43231_c0 _g 3_i4_le n=36 39 RVE6 _ARATH
Q:3555-

26 0 5,H:1-314
58 .0 1%ID E:7e -8 4 Pro te in REVEILLE 6 . 0 ,729 -0 ,16 2 0 ,9 0 6 0 ,119 1 0 ,0 2 0 ,78 3 -0 ,176 0 -2,546 RVE6 _ARATH Pro te in REVEILLE 6 RVE6  At5g 526 6 0  F6 N7.15 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR12718 58 _TR19 11_c0 _g 2_i2_le n=6 0 9 NA NA NA NA NA PF136 50 .3^Asp _p ro te ase _2^Asp artyl p ro te ase ^9 7-19 2^E:5.4e -0 6 0 ,79 8 0 ,544 1 -0 ,58 4 1 1,0 0 1 1 0 ,0 9 0 ,0 0 1 -3,8 22 . . . . . .

SRR12718 58 _TR28 0 2_c0 _g 1_i1_le n=1319 POL3_DROME
Q:1312-

6 44,H:370 -59 0
39 .56 %ID E:3e -37 Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n 17.6 . 0 ,38 0 ,49 1 -0 ,776 0 ,6 29 1,0 0 4 0 ,6 29 1,16 8 0 ,0 0 1 -4,458 POL3_DROME

Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n 17.6  [Includ e s: Pro te ase  (EC 3.4.23.-);

Re ve rse  transcrip tase  (EC 2.7.7.49 ); End o nucle ase ]
p o l Dro so p hila me lano g aste r (Fruit fly)

Asp artyl p ro te ase ; End o nucle ase ; Hyd ro lase ; Nucle ase ; Nucle o tid yltransfe rase ; Pro te ase ; RNA-

d ire cte d  DNA p o lyme rase ; Transfe rase ; Transp o sab le  e le me nt

SRR12718 58 _TR4441_c0 _g 1_i1_le n=6 26 NA NA NA NA NA . 0 ,0 13 -1,544 0 ,0 0 9 -5,9 6 3 1 0 ,8 45 1 1,0 0 9 0 ,0 0 1 -1,18 . . . . . .

SRR12718 58 _TR25211_c0 _g 2_i1_le n=6 75 NA NA NA NA NA . 0 1,29 2 0 6 ,744 0 8 ,539 0 ,129 4,20 7 0 -2,0 21 . . . . . .

SRR12718 58 _TR30 56 2_c1_g 1_i7_le n=3536 GCL1_ARATH
Q:2318 -

3229 ,H:16 4-433
6 4.14%ID E:4e -124 LanC-like  p ro te in GCL1 PF0 5147.10 ^LANC_like ^Lanthio nine  synthe tase  C-like  p ro te in^71-156 ^E:1.6 e -14 1 0 ,4 1 0 ,58 6 1 0 1 0 0 -7,8 55 GCL1_ARATH LanC-like  p ro te in GCL1 (G p ro te in-co up le d  re ce p to r 2-like  p ro te in 1) (Pro te in GCR2-like  1) GCL1 At5g 6 528 0  MQN23.23 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR12718 58 _TR32754_c0 _g 2_i1_le n=8 40 NA NA NA NA NA . 0 ,6 2 0 ,732 0 3,277 0 3,16 6 0 ,0 0 1 2,8 19 0 -2,6 9 8 . . . . . .

SRR12718 58 _TR4156 2_c0 _g 2_i1_le n=20 8 2 ASPG1_ARATH
Q:59 4-

178 7,H:177-50 0
28 .0 7%ID E:2e -26 Pro te in ASPARTIC PROTEASE IN GUARD CELL 1

PF14543.3^TAXi_N^Xylanase  inhib ito r N-te rminal^8 1-26 3^E:4.1e -28 `PF0 0 0 26 .20 ^Asp ^Eukaryo tic asp artyl p ro te ase ^8 8 -

48 8 ^E:2.5e -0 7`PF14541.3^TAXi_C^Xylanase  inhib ito r C-te rminal^30 7-48 7^E:5.7e -29
1 0 ,78 9 1 2,29 4 1 0 ,4 1 0 ,6 1 0 -2,9 23 ASPG1_ARATH Pro te in ASPARTIC PROTEASE IN GUARD CELL 1 (AtASPG1) (EC 3.4.23.-) ASPG1 At3g 18 49 0  MYF24.22 Arab id o p sis thaliana (Mo use -e ar cre ss)

Asp artyl p ro te ase ; Co mp le te  p ro te o me ; DNA-b ind ing ; Disulfid e  b o nd ; End o p lasmic re ticulum;

Hyd ro lase ; Pro te ase ; Re fe re nce  p ro te o me ; Sig nal

SRR12718 58 _TR46 39 3_c0 _g 2_i1_le n=720 NA NA NA NA NA . 0 ,221 -0 ,59 4 0 ,6 44 -0 ,18 2 0 ,154 0 ,76 7 0 ,8 7 0 ,16 0 ,0 0 1 -1,321 . . . . . .

SRR12718 58 _TR558 41_c0 _g 2_i5_le n=1175 SC31B_ARATH
Q:171-

773,H:9 0 3-110 4
6 5.8 5%ID E:2e -6 0

Pro te in transp o rt p ro te in SEC31 ho mo lo g  B

{ECO:0 0 0 0 30 5}
PF0 730 4.8 ^SRA1^Ste ro id  re ce p to r RNA activato r (SRA1)^49 -18 7^E:9 .8 e -0 6 0 ,719 -0 ,327 0 ,0 14 -0 ,8 9 2 0 ,0 52 1,478 0 ,111 1,20 4 0 -1,49 3 SC31B_ARATH Pro te in transp o rt p ro te in SEC31 ho mo lo g  B (SEC31-like  p ro te in B) SEC31B At3g 6 346 0  MAA21.9 0 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; ER-Go lg i transp o rt; End o p lasmic re ticulum; Go lg i

ap p aratus; Pho sp ho p ro te in; Pro te in transp o rt; Re fe re nce  p ro te o me ; Re p e at; Transp o rt; WD

re p e at

SRR12718 58 _TR576 55_c0 _g 1_i1_le n=118 8 PPSP1_ARATH
Q:9 59 -

30 6 ,H:16 -236
56 .56 %ID E:3e -9 4 Ino rg anic p yro p ho sp hatase  1

PF0 6 8 8 8 .9 ^Put_Pho sp hatase ^Putative  Pho sp hatase ^7-235^E:8 e -9 0 `PF12710 .4^HAD^halo acid  d e halo g e nase -like

hyd ro lase ^7-18 3^E:4.5e -0 9
0 ,8 9 5 0 ,134 0 ,10 5 0 ,9 8 8 0 ,0 0 6 1,429 0 ,0 25 1,215 0 -7,217 PPSP1_ARATH

Ino rg anic p yro p ho sp hatase  1 (AtPPsPase 1) (PPi p ho sp hatase  1) (Pyro p ho sp hate -sp e cific

p ho sp hatase  1) (EC 3.6 .1.1) (Pro te in PHOSPHATE STARVATION-INDUCED GENE 2) (AtPS2)
PS2 At1g 730 10  F3N23.21 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Hyd ro lase ; Mag ne sium; Me tal-b ind ing ; Re fe re nce  p ro te o me

SRR12718 58 _TR58 517_c0 _g 1_i1_le n=528 NA NA NA NA NA . 1 0 1 0 1 1,335 1 0 0 -2,0 8 7 . . . . . .

SRR12718 58 _TR6 8 514_c0 _g 1_i1_le n=713 NA NA NA NA NA . 0 ,774 0 ,126 0 2,337 0 ,0 3 0 ,70 9 0 ,0 1 0 ,8 21 0 -1,26 8 . . . . . .

SRR12718 59 _TR156 _c0 _g 1_i2_le n=78 8 RUXG_ARATH
Q:249 -48 8 ,H:1-

8 0
9 0 %ID E:5e -44 Pro b ab le  small nucle ar rib o nucle o p ro te in G . 0 ,58 1 -0 ,456 0 ,412 -0 ,52 0 ,18 9 1,8 41 1 0 ,771 0 -8 ,6 3 RUXG_ARATH Pro b ab le  small nucle ar rib o nucle o p ro te in G (snRNP-G) (Sm p ro te in G) (Sm-G) (SmG) At2g 239 30  T29 E15.13 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Nucle us; RNA-b ind ing ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Sp lice o so me ; mRNA p ro ce ssing ; mRNA sp lic ing

SRR12718 59 _TR10 28 _c0 _g 1_i2_le n=10 19 NA NA NA NA NA . 1 0 1 0 ,716 1 0 1 0 0 -6 ,70 7 . . . . . .

SRR12718 59 _TR248 3_c1_g 1_i9 _le n=130 1 RAE1C_ARATH
Q:19 3-79 8 ,H:15-

216
9 3.0 7%ID E:7e -117 Ras-re late d  p ro te in RABE1c

PF0 0 0 25.18 ^Arf^ADP-rib o sylatio n facto r family^16 -16 3^E:2.1e -15`PF0 0 0 71.19 ^Ras^Ras family^17-178 ^E:1.6 e -

6 6 `PF0 8 477.10 ^Ro c^Ras o f Co mp le x, Ro c, d o main o f DAPkinase ^17-132^E:4.6 e -35`PF0 46 70 .9 ^Gtr1_Rag A^Gtr1/Rag A G

p ro te in co nse rve d  re g io n^17-132^E:4.5e -0 5`PF0 19 26 .20 ^MMR_HSR1^50 S rib o so me -b ind ing  GTPase ^18 -128 ^E:4.7e -0 5

0 ,8 11 0 ,335 0 ,16 -0 ,58 9 0 8 ,30 7 0 7,8 59 0 -3,9 9 6 RAE1C_ARATH
Ras-re late d  p ro te in RABE1c (AtRABE1c) (Ras-re late d  p ro te in Ara-3) (Ras-re late d  p ro te in Rab 8 A)

(AtRab 8 A)

RABE1C ARA-3 RAB8 A At3g 46 0 6 0

F12M12.30
Arab id o p sis thaliana (Mo use -e ar cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; GTP-b ind ing ; Go lg i ap p aratus; Lip o p ro te in; Me mb rane ;

Nucle o tid e -b ind ing ; Pre nylatio n; Pro te in transp o rt; Re fe re nce  p ro te o me ; Transp o rt

SRR12718 59 _TR6 453_c0 _g 2_i1_le n=76 8 PDCB3_ARATH
Q:535-76 2,H:15-

9 0
6 9 .74%ID E:1e -34 PLASMODESMATA CALLOSE-BINDING PROTEIN 3 . 0 ,28 2 -0 ,9 6 9 0 ,6 23 0 ,434 0 ,226 2,0 6 2 0 ,6 29 1,0 41 0 -2,26 6 PDCB3_ARATH PLASMODESMATA CALLOSE-BINDING PROTEIN 3 (AtPDCB3) PDCB3 At1g 18 6 50  F25I16 .1 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ce ll junctio n; Ce ll me mb rane ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; GPI-ancho r; G lyco p ro te in;

Lip o p ro te in; Me mb rane ; Re fe re nce  p ro te o me ; Sig nal

SRR12718 59 _TR9 8 40 _c0 _g 1_i2_le n=2451 ENO_SOLLC
Q:16 0 5-277,H:1-

444
9 3.24%ID E:0 Eno lase

PF0 39 52.13^Eno lase _N^Eno lase , N-te rminal d o main^4-139 ^E:2.7e -56 `PF0 0 113.19 ^Eno lase _C^Eno lase , C-te rminal TIM

b arre l d o main^148 -439 ^E:3.7e -16 1`PF13378 .3^MR_MLE_C^Eno lase  C-te rminal d o main-like ^275-40 3^E:9 .1e -

0 9 `PF0 7476 .8 ^MAAL_C^Me thylasp artate  ammo nia-lyase  C-te rminus^29 7-40 0 ^E:1.3e -0 5

0 ,16 1 -0 ,344 0 ,531 -0 ,16 7 0 ,14 0 ,414 0 ,218 0 ,352 0 -2,1 ENO_SOLLC Eno lase  (EC 4.2.1.11) (2-p ho sp ho -D-g lyce rate  hyd ro -lyase ) (2-p ho sp ho g lyce rate  d e hyd ratase ) PGH1
So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

PATHWAY: Carb o hyd rate  d e g rad atio n; g lyco lysis; p yruvate  fro m D-

g lyce rald e hyd e  3-p ho sp hate : ste p  4/5.

Co mp le te  p ro te o me ; Cyto p lasm; G lyco lysis; Lyase ; Mag ne sium; Me tal-b ind ing ; Re fe re nce

p ro te o me

SRR12718 59 _TR10 0 78 _c0 _g 1_i3_le n=150 3 DPM1_HUMAN
Q:6 9 7-

1215,H:8 8 -26 0
6 9 .9 4%ID E:9 e -79 Do licho l-p ho sp hate  manno syltransfe rase  sub unit 1

PF0 0 535.23^Glyco s_transf_2^Glyco syl transfe rase  family 2^17-124^E:1.7e -

19 `PF136 41.3^Glyco _tranf_2_3^Glyco syltransfe rase  like  family 2^23-155^E:1.4e -0 6 `PF1350 6 .3^Glyco _transf_21^Glyco syl

transfe rase  family 21^29 -124^E:3.7e -0 7

1 0 1 -0 ,356 1 0 1 0 0 -7,0 9 4 DPM1_HUMAN

Do licho l-p ho sp hate  manno syltransfe rase  sub unit 1 (EC 2.4.1.8 3) (Do licho l-p ho sp hate  manno se

synthase  sub unit 1) (DPM synthase  sub unit 1) (Do lichyl-p ho sp hate  b e ta-D-manno syltransfe rase

sub unit 1) (Manno se -P-d o licho l synthase  sub unit 1) (MPD synthase  sub unit 1)

DPM1 Ho mo  sap ie ns (Human) PATHWAY: Pro te in mo d ificatio n; p ro te in g lyco sylatio n.

Ace tylatio n; Co mp le te  p ro te o me ; Co ng e nital d iso rd e r o f g lyco sylatio n; Co ng e nital muscular

d ystro p hy; Dise ase  mutatio n; Dystro g lycano p athy; End o p lasmic re ticulum; G lyco syltransfe rase ;

Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Transfe rase

SRR12718 59 _TR12356 _c0 _g 2_i1_le n=58 4 MIRA_SYNDU
Q:44-379 ,H:10 3-

216
59 .13%ID E:6 e -37 Miraculin PF0 0 19 7.15^Kunitz_le g ume ^Tryp sin and  p ro te ase  inhib ito r^2-10 8 ^E:1.3e -26 0 ,0 0 3 0 ,755 0 1,59 0 2,0 8 5 0 1,8 19 0 -1,733 MIRA_SYNDU Miraculin (MIR)

Synse p alum d ulc ificum (Miracle  fruit)

(Richad e lla d ulc ifica)
Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; G lyco p ro te in; Sig nal; Taste -mo d ifying  p ro te in

SRR12718 59 _TR178 34_c0 _g 1_i1_le n=512 NA NA NA NA NA . 0 1,376 0 8 ,28 8 0 ,0 6 6 5,219 1 2,21 0 -2,11 . . . . . .

SRR12718 59 _TR20 0 8 9 _c0 _g 1_i3_le n=18 0 0 SPDE_COFAR
Q:10 6 4-

6 57,H:116 -251
9 4.12%ID E:3e -8 4 Sp e rmid ine  synthase PF0 156 4.14^Sp e rmine _synth^Sp e rmine /sp e rmid ine  synthase ^1-120 ^E:6 .6 e -39 1 -0 ,49 8 0 ,6 9 2 0 ,9 21 1 -0 ,16 9 1 -0 ,6 5 0 -4,8 39 SPDE_COFAR Sp e rmid ine  synthase  (SPDSY) (EC 2.5.1.16 ) (Putre scine  amino p ro p yltransfe rase ) Co ffe a arab ica (Arab ian co ffe e )

PATHWAY: Amine  and  p o lyamine  b io synthe sis; sp e rmid ine

b io synthe sis; sp e rmid ine  fro m p utre scine : ste p  1/1.
Po lyamine  b io synthe sis; Sp e rmid ine  b io synthe sis; Transfe rase

SRR12718 59 _TR20 141_c0 _g 3_i2_le n=1412 SKP1A_ARATH
Q:1224-76 0 ,H:2-

16 0
77.9 9 %ID E:5e -6 9 SKP1-like  p ro te in 1A

PF0 39 31.12^Skp 1_POZ^Skp 1 family, te trame risatio n d o main^5-6 4^E:1.5e -30 `PF0 146 6 .16 ^Skp 1^Skp 1 family, d ime risatio n

d o main^10 8 -155^E:2e -30
0 ,9 33 0 ,0 25 0 ,8 73 0 ,0 6 1 0 ,0 0 4 0 ,8 6 9 0 ,0 28 0 ,6 78 0 -2,40 9 SKP1A_ARATH SKP1-like  p ro te in 1A (SKP1-like  1) (UFO-b ind ing  p ro te in 1)

SKP1A ASK1 SKP1 UIP1 At1g 759 50

T4O12.17
Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

3D-structure ; Auxin s ig naling  p athway; Chro mo so me  p artitio n; Co mp le te  p ro te o me ; Cyto p lasm;

Cyto ske le to n; De ve lo p me ntal p ro te in; Ethyle ne  sig naling  p athway; Ho st-virus inte ractio n; Nucle us;

Re fe re nce  p ro te o me ; Ub l co njug atio n p athway

SRR12718 59 _TR23354_c0 _g 2_i1_le n=156 2 NA NA NA NA NA PF0 0 257.16 ^De hyd rin^De hyd rin^10 -178 ^E:2e -43 0 2,19 7 0 4,6 75 0 5,10 9 0 2,9 46 0 -2,756 . . . . . .

SRR12718 59 _TR24255_c0 _g 1_i2_le n=16 52 G3PC_TOBAC
Q:1442-46 8 ,H:1-

325
9 3.54%ID E:0 Glyce rald e hyd e -3-p ho sp hate  d e hyd ro g e nase , cyto so lic

PF0 0 0 44.21^Gp _d h_N^Glyce rald e hyd e  3-p ho sp hate  d e hyd ro g e nase , NAD b ind ing  d o main^6 -156 ^E:1.1e -

55`PF0 28 0 0 .17^Gp _d h_C^Glyce rald e hyd e  3-p ho sp hate  d e hyd ro g e nase , C-te rminal d o main^16 1-318 ^E:2.5e -72
0 ,152 -0 ,31 0 ,44 0 ,171 0 ,8 26 0 ,0 48 0 ,54 0 ,131 0 -7,135 G3PC_TOBAC Glyce rald e hyd e -3-p ho sp hate  d e hyd ro g e nase , cyto so lic (EC 1.2.1.12) (Frag me nt) GAPC Nico tiana tab acum (Co mmo n to b acco )

PATHWAY: Carb o hyd rate  d e g rad atio n; g lyco lysis; p yruvate  fro m D-

g lyce rald e hyd e  3-p ho sp hate : ste p  1/5.
Cyto p lasm; G lyco lysis; NAD; Oxid o re d uctase

SRR12718 59 _TR2739 6 _c0 _g 1_i2_le n=10 56 Y575_SYNY3
Q:538 -

9 8 1,H:40 -18 3
44%ID E:6 e -29 Thylako id  me mb rane  p ro te in s lr0 575 PF110 16 .5^DUF28 54^Pro te in o f unkno wn functio n (DUF28 54)^114-26 4^E:5.9 e -50 1 1,6 9 1 1 0 1 1,39 7 1 -0 ,243 0 -8 ,0 37 Y575_SYNY3 Thylako id  me mb rane  p ro te in s lr0 575 slr0 575

Syne cho cystis sp . (strain PCC 6 8 0 3 /

Kazusa)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Thylako id ; Transme mb rane ;

Transme mb rane  he lix

SRR12718 59 _TR276 52_c0 _g 1_i1_le n=517 NA NA NA NA NA . 0 ,44 -0 ,9 14 0 ,732 0 ,58 4 0 ,0 0 5 6 ,146 0 7,215 0 ,0 0 1 -6 ,6 25 . . . . . .

SRR12718 59 _TR29 534_c0 _g 1_i11_le n=2746 FLA1_ARATH
Q:178 -

110 7,H:22-331
6 7.52%ID E:2e -139 Fascic lin-like  arab ino g alactan p ro te in 1 PF0 246 9 .19 ^Fascic lin^Fascic lin d o main^73-143^E:0 .0 0 0 2`PF0 246 9 .19 ^Fascic lin^Fascic lin d o main^235-36 3^E:1.9 e -13 0 ,9 17 -0 ,0 6 8 0 ,6 23 -0 ,318 0 ,0 14 -1,0 6 7 0 ,0 1 -1,173 0 ,0 0 1 -3,0 44 FLA1_ARATH Fascic lin-l ike  arab ino g alactan p ro te in 1 FLA1 At5g 55730  MDF20 .17 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; GPI-ancho r; G lyco p ro te in; Lip o p ro te in; Me mb rane ;

Pro te o g lycan; Re fe re nce  p ro te o me ; Re p e at; Sig nal

SRR12718 59 _TR3349 4_c0 _g 1_i2_le n=749 URM12_ARATH
Q:6 16 -36 2,H:15-

9 9
8 1.18 %ID E:1e -42

Ub iq uitin-re late d  mo d ifie r 1 ho mo lo g  2

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 30 48 }
PF0 9 138 .8 ^Urm1^Urm1 (Ub iq uitin re late d  mo d ifie r)^33-129 ^E:5.3e -36 0 ,718 -0 ,24 0 ,8 33 -0 ,113 0 ,43 0 ,70 6 0 ,545 0 ,6 0 2 0 -6 ,475 URM12_ARATH Ub iq uitin-re late d  mo d ifie r 1 ho mo lo g  2 URM1-2 At3g 6 1113 T20 K12 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: tRNA mo d ificatio n; 5-me tho xycarb o nylme thyl-2-thio urid ine -

tRNA b io synthe sis. {ECO:0 0 0 0 255|HAMAP-Rule :MF_0 30 48 }.

Co mp le te  p ro te o me ; Cyto p lasm; Iso p e p tid e  b o nd ; Re fe re nce  p ro te o me ; Ub l co njug atio n

p athway; tRNA p ro ce ssing

SRR12718 59 _TR35239 _c0 _g 1_i1_le n=9 17 SYP_PLAF7
Q:9 6 -755,H:516 -

746
44.16 %ID E:7e -52 Pro line --tRNA lig ase

PF0 3129 .17^HGTP_antico d o n^Antico d o n b ind ing  d o main^21-117^E:4.8 e -22`PF0 9 18 0 .8 ^Pro RS-C_1^Pro lyl-tRNA

synthe tase , C-te rminal^144-217^E:2.8 e -26
1 1,26 3 1 0 1 0 ,6 37 1 0 0 ,0 0 1 -1,6 SYP_PLAF7 Pro line --tRNA lig ase  (EC 6 .1.1.15) (Pro lyl-tRNA synthe tase ) (Pro RS) p ro RS PFL0 6 70 c Plasmo d ium falc ip arum (iso late  3D7)

3D-structure ; ATP-b ind ing ; Amino acyl-tRNA synthe tase ; Co mp le te  p ro te o me ; Cyto p lasm; Lig ase ;

Nucle o tid e -b ind ing ; Pro te in b io synthe sis; Re fe re nce  p ro te o me

SRR12718 59 _TR36 8 8 3_c0 _g 1_i9 _le n=9 11 DEF1A_SOLLC
Q:8 27-231,H:6 8 -

275
79 .33%ID E:7e -112 Pe p tid e  d e fo rmylase  1A, chlo ro p lastic PF0 1327.18 ^Pe p _d e fo rmylase ^Po lyp e p tid e  d e fo rmylase ^34-18 9 ^E:1.3e -46 0 ,29 9 -1,48 4 1 -0 ,133 0 ,517 0 ,9 46 1 -0 ,249 0 ,0 0 1 -6 ,6 33 DEF1A_SOLLC Pe p tid e  d e fo rmylase  1A, chlo ro p lastic (PDF 1A) (EC 3.5.1.8 8 ) (Po lyp e p tid e  d e fo rmylase ) PDF1A

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Chlo ro p last; Co mp le te  p ro te o me ; Hyd ro lase ; Me tal-b ind ing ; Plastid ; Pro te in b io synthe sis;

Re fe re nce  p ro te o me ; Transit p e p tid e ; Zinc

SRR12718 59 _TR3776 5_c1_g 2_i1_le n=20 34 ARF2_ORYSJ
Q:18 6 5-

1323,H:1-18 1
9 9 .45%ID E:2e -124 ADP-rib o sylatio n facto r 2

PF0 0 0 25.18 ^Arf^ADP-rib o sylatio n facto r family^5-177^E:3e -8 0 `PF0 9 439 .7^SRPRB^Sig nal re co g nitio n p artic le  re ce p to r

b e ta sub unit^16 -143^E:8 .5e -14`PF0 8 477.10 ^Ro c^Ras o f Co mp le x, Ro c, d o main o f DAPkinase ^19 -129 ^E:1.1e -

13`PF0 46 70 .9 ^Gtr1_Rag A^Gtr1/Rag A G p ro te in co nse rve d  re g io n^19 -142^E:2.5e -10 `PF0 19 26 .20 ^MMR_HSR1^50 S

rib o so me -b ind ing  GTPase ^19 -122^E:4.7e -0 5`PF0 0 0 71.19 ^Ras^Ras family^20 -172^E:1e -12

1 -0 ,40 4 1 0 ,6 53 1 0 ,0 59 1 -0 ,0 9 5 0 -3,9 34 ARF2_ORYSJ ADP-rib o sylatio n facto r 2
ARF Os0 5g 0 48 9 6 0 0

LOC_Os0 5g 410 6 0  OJ1119 _H0 2.17
Oryza sativa sub sp . jap o nica (Rice )

Co mp le te  p ro te o me ; ER-Go lg i transp o rt; GTP-b ind ing ; Go lg i ap p aratus; Lip o p ro te in; Myristate ;

Nucle o tid e -b ind ing ; Pro te in transp o rt; Re fe re nce  p ro te o me ; Transp o rt

SRR12718 59 _TR41148 _c1_g 1_i1_le n=6 9 7 NA NA NA NA NA . 0 ,721 -0 ,178 0 ,0 0 2 -1,20 3 0 ,249 -0 ,521 0 ,0 58 -0 ,8 38 0 ,0 0 1 -1,221 . . . . . .

SRR12718 59 _TR429 56 _c0 _g 3_i8 _le n=1513 XTH2_SOYBN
Q:310 -

10 8 9 ,H:30 -28 2
6 7.31%ID E:2e -122

Xylo g lucan e nd o transg luco sylase /hyd ro lase  2

{ECO:0 0 0 0 250 |UniPro tKB:Q38 8 57}

PF0 0 722.18 ^Glyco _hyd ro _16 ^Glyco syl hyd ro lase s family 16 ^29 -20 9 ^E:4.7e -6 3`PF0 6 9 55.9 ^XET_C^Xylo g lucan e nd o -

transg lyco sylase  (XET) C-te rminus^242-28 4^E:1.2e -16
1 -1,0 22 1 0 ,135 0 ,226 -2,0 0 7 0 ,226 -1,8 34 0 -2,0 25 XTH2_SOYBN

Xylo g lucan e nd o transg luco sylase /hyd ro lase  2 (EC 2.4.1.20 7) (Brassino ste ro id -re g ulate d  p ro te in

BRU1)

Glycine  max (So yb e an) (G lycine

hisp id a)

Ap o p last; Ce ll wall; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ;

Re fe re nce  p ro te o me ; Se cre te d ; Sig nal; Transfe rase

SRR12718 59 _TR43217_c0 _g 2_i4_le n=159 8 NA NA NA NA NA . 0 ,8 47 -0 ,114 0 ,35 0 ,557 0 ,76 3 0 ,24 1 0 ,134 0 -5,573 . . . . . .

SRR12718 59 _TR446 22_c0 _g 3_i1_le n=59 6 NA NA NA NA NA . 0 ,524 -0 ,524 0 ,333 0 ,574 0 ,748 0 ,223 0 ,8 6 -0 ,276 0 -7,40 3 . . . . . .

SRR12718 59 _TR47131_c1_g 2_i3_le n=16 0 6 NA NA NA NA NA . 1 -0 ,0 0 7 0 ,25 -0 ,6 76 0 ,29 9 1,457 0 ,6 9 2 0 ,8 76 0 -1,9 44 . . . . . .

SRR3420 17_TR46 51_c0 _g 2_i3_le n=1236 CUL1_ARATH
Q:2-9 8 5,H:411-

738
78 .0 5%ID E:2e -173 Cullin-1

PF0 0 8 8 8 .19 ^Cullin^Cullin family^2-231^E:6 .8 e -77`PF10 557.6 ^Cullin_Ne d d 8 ^Cullin p ro te in ne d d ylatio n d o main^258 -

320 ^E:3.1e -26
1 -0 ,0 15 0 ,0 25 -1,717 0 ,226 1,775 0 ,132 2,0 36 0 -1,9 9 5 CUL1_ARATH Cullin-1 CUL1 At4g 0 2570  T10 P11.26 Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

Auxin s ig naling  p athway; Ce ll cycle ; Co mp le te  p ro te o me ; Cyto p lasm; Cyto ske le to n;

De ve lo p me ntal p ro te in; Ethyle ne  sig naling  p athway; Iso p e p tid e  b o nd ; Nucle us; Re fe re nce

p ro te o me ; Ub l co njug atio n; Ub l co njug atio n p athway

SRR3420 17_TR70 34_c0 _g 1_i6 _le n=8 53 NA NA NA NA NA . 1 0 1 0 1 0 1 0 0 -2,316 . . . . . .

SRR3420 17_TR7330 _c1_g 4_i2_le n=8 9 6 BT3L4_DANRE
Q:79 9 -434,H:1-

123
58 .54%ID E:3e -41 Transcrip tio n facto r BTF3 ho mo lo g  4 PF0 18 49 .15^NAC^NAC d o main^36 -9 1^E:5.1e -19 0 ,6 29 1,9 12 1 0 ,431 0 ,50 2 2,8 0 2 1 0 ,9 48 0 -6 ,43 BT3L4_DANRE Transcrip tio n facto r BTF3 ho mo lo g  4 (Basic transcrip tio n facto r 3-like  4) b tf3l4

Danio  re rio  (Ze b rafish) (Brachyd anio

re rio )
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 17_TR78 0 9 _c1_g 2_i1_le n=29 9 5 TCPD_ARATH
Q:170 4-

2741,H:18 4-528
9 2.2%ID E:0

T-co mp le x p ro te in 1 sub unit d e lta

{ECO:0 0 0 0 30 3|Pub Me d :1159 9 56 0 }
PF0 0 118 .21^Cp n6 0 _TCP1^TCP-1/cp n6 0  chap e ro nin family^10 -36 1^E:3.3e -9 7 0 ,24 -0 ,50 8 0 ,0 0 5 -1,6 33 0 ,211 -0 ,714 0 ,0 43 -1,244 0 -1,0 9 9 TCPD_ARATH T-co mp le x p ro te in 1 sub unit d e lta (TCP-1-d e lta) (CCT-d e lta) (Chap e ro nin CCT4) CCT4 At3g 18 19 0  MRC8 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Chap e ro ne ; Co mp le te  p ro te o me ; Cyto p lasm; Nucle o tid e -b ind ing ; Re fe re nce

p ro te o me

SRR3420 17_TR8 70 1_c1_g 2_i2_le n=18 6 7 HMG13_ARATH
Q:38 3-

1537,H:58 -442
56 .8 5%ID E:4e -9 4 Hig h mo b ility g ro up  B p ro te in 13

PF0 9 0 11.7^HMG_b o x_2^HMG-b o x d o main^19 6 -257^E:1.1e -0 9 `PF0 0 50 5.16 ^HMG_b o x^HMG (hig h mo b ility g ro up )

b o x^19 8 -259 ^E:4e -17`PF0 9 0 11.7^HMG_b o x_2^HMG-b o x d o main^312-379 ^E:1e -13`PF0 0 50 5.16 ^HMG_b o x^HMG (hig h

mo b ility g ro up ) b o x^314-38 0 ^E:1.4e -18 `PF0 9 0 11.7^HMG_b o x_2^HMG-b o x d o main^439 -510 ^E:1.8 e -

11`PF0 0 50 5.16 ^HMG_b o x^HMG (hig h mo b ility g ro up ) b o x^442-510 ^E:1.3e -17`PF0 8 0 73.9 ^CHDNT^CHDNT (NUC0 34)

d o main^451-48 5^E:0 .0 0 0 27

0 ,0 58 -0 ,8 75 0 ,0 16 -2,70 4 0 ,6 9 2 -0 ,738 0 ,6 9 2 -0 ,6 27 0 -0 ,9 9 8 HMG13_ARATH Hig h mo b ility g ro up  B p ro te in 13 (Nucle o so me /chro matin asse mb ly facto r g ro up  D 13)
HMGB13 NFD13 At4g 110 8 0  F2P3.3

T22B4.6 0
Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Re p e at

SRR3420 17_TR9 8 22_c1_g 1_i1_le n=8 45 UEV1C_ARATH
Q:6 24-18 7,H:1-

145
8 9 .73%ID E:2e -8 8 Ub iq uitin-co njug ating  e nzyme  E2 variant 1C PF0 0 179 .23^UQ_co n^Ub iq uitin-co njug ating  e nzyme ^43-136 ^E:8 .3e -15 0 ,40 7 0 ,375 0 ,8 8 1 0 ,0 53 0 2,757 0 3,479 0 -4,15 UEV1C_ARATH

Ub iq uitin-co njug ating  e nzyme  E2 variant 1C (Ub c e nzyme  variant 1C) (Pro te in MMS ZWEI

HOMOLOG 3)
UEV1C MMZ3 At2g 36 0 6 0  F11F19 .3 Arab id o p sis thaliana (Mo use -e ar cre ss) Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 17_TR126 75_c1_g 2_i3_le n=8 8 6 GH33_ARATH
Q:28 8 -1,H:446 -

541
79 .17%ID E:8 e -43 Ind o le -3-ace tic acid -amid o  synthe tase  GH3.3 . 1 0 1 -1,432 1 0 1 0 0 -2,419 GH33_ARATH

Ind o le -3-ace tic acid -amid o  synthe tase  GH3.3 (EC 6 .3.2.-) (Auxin-re sp o nsive  GH3-like  p ro te in 3)

(AtGH3-3)
GH3.3 At2g 23170  T20 D16 .20 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Lig ase ; Re fe re nce  p ro te o me

SRR3420 17_TR13518 _c0 _g 1_i1_le n=574 NUD25_ARATH
Q:51-36 2,H:71-

175
72.6 4%ID E:3e -49 Nud ix hyd ro lase  25 . 0 ,16 1,24 0 ,0 0 2 6 ,311 0 ,0 6 6 5,29 8 0 ,0 0 2 6 ,29 9 0 ,0 0 1 -6 ,547 NUD25_ARATH Nud ix hyd ro lase  25 (AtNUDT25) (EC 3.6 .1.17) (Bis(5' -nucle o syl)-te trap ho sp hatase  (asymme trical)) NUDT25 NUDX25 At1g 30 110  T2H7.9 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Hyd ro lase ; Mang ane se ; Me tal-b ind ing ; Re fe re nce  p ro te o me

SRR3420 17_TR1726 4_c1_g 2_i1_le n=76 2 14KD_DAUCA
Q:277-528 ,H:54-

137
70 .24%ID E:2e -22 14 kDa p ro line -rich p ro te in DC2.15 . 1 -1,6 59 1 -1,9 42 0 ,129 5,0 45 0 ,50 2 3,9 37 0 -0 ,9 6 1 14KD_DAUCA 14 kDa p ro line -rich p ro te in DC2.15 Daucus caro ta (Wild  carro t) Me mb rane ; Sig nal; Transme mb rane ; Transme mb rane  he lix

SRR3420 17_TR178 50 _c1_g 1_i1_le n=1349 FLA8 _ARATH
Q:1349 -

6 27,H:9 4-334
75.9 3%ID E:5e -115 Fascic lin-like  arab ino g alactan p ro te in 8 PF0 246 9 .19 ^Fascic lin^Fascic lin d o main^10 5-235^E:5.2e -20 1 -0 ,346 0 ,6 9 2 -0 ,9 0 7 1 -0 ,478 1 0 ,158 0 -8 ,78 8 FLA8 _ARATH Fascic lin-l ike  arab ino g alactan p ro te in 8  (AtAGP8 ) FLA8  At2g 45470  F4L23.2 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; GPI-ancho r; G lyco p ro te in; Lip o p ro te in; Me mb rane ;

Pro te o g lycan; Re fe re nce  p ro te o me ; Re p e at; Sig nal

SRR3420 17_TR228 32_c0 _g 1_i1_le n=6 9 4 RS212_ARATH
Q:544-30 2,H:1-

8 1
8 1.48 %ID E:4e -44 40 S rib o so mal p ro te in S21-2 . 0 ,729 0 ,0 9 1 0 ,0 42 -0 ,50 6 0 ,11 0 ,39 6 1 -0 ,0 0 5 0 -1,545 RS212_ARATH 40 S rib o so mal p ro te in S21-2 RPS21C At5g 2770 0  T1G16 .30 Arab id o p sis thaliana (Mo use -e ar cre ss) Ace tylatio n; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 17_TR230 0 3_c0 _g 5_i3_le n=1212 DLDH1_ARATH
Q:554-

110 5,H:324-50 7
8 8 .0 4%ID E:2e -10 9 Dihyd ro lip o yl d e hyd ro g e nase  1, mito cho nd rial PF11543.5^UN_NPL4^Nucle ar p o re  lo calisatio n p ro te in NPL4^1-8 4^E:2.5e -0 7 0 ,5 0 ,744 0 ,8 8 6 -0 ,214 0 ,8 4 0 ,253 1 0 ,0 58 0 -3,0 74 DLDH1_ARATH

Dihyd ro lip o yl d e hyd ro g e nase  1, mito cho nd rial (AtmLPD1) (mtLPD1) (EC 1.8 .1.4)

(Dihyd ro lip o amid e  d e hyd ro g e nase  1) (G lycine  cle avag e  syste m L p ro te in 1) (Pyruvate

d e hyd ro g e nase  co mp le x E3 sub unit 1) (E3-1) (PDC-E3 1)

LPD1 At1g 48 0 30  F21D18 .28  T2J15.6 Arab id o p sis thaliana (Mo use -e ar cre ss)
Co mp le te  p ro te o me ; Disulfid e  b o nd ; FAD; Flavo p ro te in; Mito cho nd rio n; NAD; Oxid o re d uctase ;

Re d o x-active  ce nte r; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 17_TR2339 8 _c0 _g 3_i1_le n=3171 ZDHC1_ARATH
Q:2350 -578 ,H:1-

59 4
6 1.8 6 %ID E:3e -172 Pro b ab le  p ro te in S-acyltransfe rase  22 PF0 1529 .17^zf-DHHC^DHHC p almito yltransfe rase ^18 0 -312^E:1.3e -29 0 ,719 -0 ,30 7 0 ,0 6 6 -1,6 9 4 0 ,517 -1,0 52 0 ,517 -0 ,9 8 9 0 ,0 0 1 -2,16 2 ZDHC1_ARATH

Pro b ab le  p ro te in S-acyltransfe rase  22 (EC 2.3.1.225) (Pro b ab le  p almito yltransfe rase  At1g 6 9 420 )

(Zinc fing e r DHHC d o main-co ntaining  p ro te in At1g 6 9 420 )
PAT22 At1g 6 9 420  F10 D13.9  F23O10 .1 Arab id o p sis thaliana (Mo use -e ar cre ss)

Acyltransfe rase ; Ce ll me mb rane ; Co mp le te  p ro te o me ; Cyto p lasmic ve sic le ; Me mb rane ; Me tal-

b ind ing ; Re fe re nce  p ro te o me ; Transfe rase ; Transme mb rane ; Transme mb rane  he lix; Zinc; Zinc-

fing e r

SRR3420 17_TR2348 5_c1_g 3_i9 _le n=1475 7OMT_PAPSO
Q:225-126 2,H:2-

354
38 .72%ID E:2e -6 6

(R,S)-re ticuline  7-O-me thyltransfe rase

{ECO:0 0 0 0 30 3|Pub Me d :146 75446 }

PF0 8 10 0 .8 ^Dime risatio n^Dime risatio n d o main^32-76 ^E:1.8 e -0 8 `PF0 0 8 9 1.15^Me thyltransf_2^O-me thyltransfe rase ^114-

336 ^E:1.4e -57
0 ,26 2 0 ,28 2 0 ,10 9 -0 ,46 9 0 ,28 3 -0 ,6 0 6 0 ,0 43 -1,252 0 -1,0 39 7OMT_PAPSO (R,S)-re ticuline  7-O-me thyltransfe rase  (7OMT) (EC 2.1.1.29 1) 7OMT PSOMT1 Pap ave r so mnife rum (Op ium p o p p y)

Alkalo id  me tab o lism; Dire ct p ro te in se q ue ncing ; Me thyltransfe rase ; S-ad e no syl-L-me thio nine ;

Transfe rase

SRR3420 17_TR278 36 _c0 _g 4_i5_le n=6 0 1 NA NA NA NA NA . 0 ,0 16 -1,49 8 0 ,6 11 0 ,36 3 0 ,748 0 ,223 0 ,534 0 ,423 0 -6 ,70 8 . . . . . .

SRR3420 17_TR29 6 15_c1_g 4_i1_le n=1526 TBL44_ARATH
Q:20 3-9 13,H:15-

26 2
54.44%ID E:2e -9 0 Pro te in PMR5

PF14416 .3^PMR5N^PMR5 N te rminal Do main^56 -10 8 ^E:1e -22`PF138 39 .3^PC-Este rase ^GDSL/SGNH-like  Acyl-Este rase

family fo und  in Pmr5 and  Cas1p ^10 9 -224^E:1.6 e -40
1 -0 ,213 0 ,38 1 -2,223 1 -0 ,18 5 1 -0 ,16 6 0 -1,6 35 TBL44_ARATH Pro te in PMR5 (Po wd e ry mild e w re sistance  p ro te in 5) (Pro te in tricho me  b ire fring e nce -like  44) PMR5 TBL44 At5g 58 6 0 0  MZN1.6 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Me mb rane ; Plant d e fe nse ; Re fe re nce  p ro te o me ;

Sig nal-ancho r; Transme mb rane ; Transme mb rane  he lix

SRR3420 17_TR33136 _c0 _g 3_i4_le n=36 34 FTSHC_ARATH

Q:110 7-

30 8 9 ,H:348 -

10 0 8

8 6 .8 4%ID E:0
ATP-d e p e nd e nt z inc me tallo p ro te ase  FTSH 12,

chlo ro p lastic

PF0 0 0 0 4.26 ^AAA^ATPase  family asso ciate d  with vario us ce llular activitie s (AAA)^140 -276 ^E:6 .2e -

32`PF0 7724.11^AAA_2^AAA d o main (Cd c48  sub family)^140 -255^E:0 .0 0 0 26 `PF0 1434.15^Pe p tid ase _M41^Pe p tid ase  family

M41^36 5-570 ^E:2.4e -23

0 ,6 2 -0 ,4 0 ,352 -0 ,9 12 1 -0 ,59 1 -0 ,545 0 -3,428 FTSHC_ARATH ATP-d e p e nd e nt z inc me tallo p ro te ase  FTSH 12, chlo ro p lastic (AtFTSH12) (EC 3.4.24.-) FTSH12 At1g 79 56 0  T8 K14.2 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Chlo ro p last; Co mp le te  p ro te o me ; Hyd ro lase ; Me mb rane ; Me tal-b ind ing ;

Me tallo p ro te ase ; Nucle o tid e -b ind ing ; Plastid ; Pro te ase ; Re fe re nce  p ro te o me ; Thylako id ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix; Zinc

SRR3420 17_TR33224_c4_g 1_i1_le n=28 13 NA NA NA NA NA PF0 0 575.20 ^S1^S1 RNA b ind ing  d o main^551-6 21^E:3.7e -11 1 0 ,139 1 -0 ,339 1 -0 ,233 1 -0 ,28 0 -9 ,6 53 . . . . . .

SRR3420 19 _TR56 34_c1_g 2_i3_le n=8 46 NA NA NA NA NA . 1 1,773 1 1,738 0 ,50 2 3,8 8 1 0 ,50 2 3,755 0 -1,0 0 5 . . . . . .

SRR3420 19 _TR736 1_c1_g 1_i1_le n=76 7 SP1L1_ARATH
Q:131-451,H:1-

110
6 7.57%ID E:1e -28 Pro te in SPIRAL1-like  1 . 0 ,159 -0 ,418 0 ,321 -0 ,335 0 ,433 -0 ,26 2 0 ,8 38 -0 ,0 74 0 -1,28 5 SP1L1_ARATH Pro te in SPIRAL1-like  1 SP1L1 At1g 26 355 T1K7.26 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Micro tub ule ; Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR3420 19 _TR12159 _c0 _g 1_i3_le n=1145 NOG2_MOUSE
Q:30 5-

59 5,H:38 2-48 0
52.53%ID E:2e -25 Nucle o lar GTP-b ind ing  p ro te in 2 . 0 ,6 9 2 1,10 2 0 ,0 38 -1,211 0 ,76 -0 ,58 2 0 ,29 9 -1,517 0 -2,0 3 NOG2_MOUSE Nucle o lar GTP-b ind ing  p ro te in 2 Gnl2 Mus musculus (Mo use )

Ace tylatio n; Co mp le te  p ro te o me ; GTP-b ind ing ; Nucle o tid e -b ind ing ; Nucle us; Pho sp ho p ro te in;

Re fe re nce  p ro te o me ; Rib o so me  b io g e ne sis

SRR3420 19 _TR12347_c1_g 12_i3_le n=2335 GLYM_SOLTU
Q:19 78 -317,H:1-

518
8 4.8 6 %ID E:0 Se rine  hyd ro xyme thyltransfe rase , mito cho nd rial PF0 0 46 4.16 ^SHMT^Se rine  hyd ro xyme thyltransfe rase ^58 -437^E:8 .3e -20 2 1 1,237 1 -0 ,713 1 -0 ,46 8 1 0 ,523 0 -8 ,0 6 8 GLYM_SOLTU

Se rine  hyd ro xyme thyltransfe rase , mito cho nd rial (SHMT) (EC 2.1.2.1) (G lycine

hyd ro xyme thyltransfe rase ) (Se rine  me thylase )
So lanum tub e ro sum (Po tato ) PATHWAY: One -carb o n me tab o lism; te trahyd ro fo late  inte rco nve rsio n.

Co mp le te  p ro te o me ; Mito cho nd rio n; One -carb o n me tab o lism; Pyrid o xal p ho sp hate ; Re fe re nce

p ro te o me ; Transfe rase ; Transit p e p tid e

SRR3420 19 _TR1478 3_c0 _g 1_i1_le n=1550 RK18 _ARATH
Q:135-58 7,H:11-

170
73.75%ID E:4e -73 50 S rib o so mal p ro te in L18 , chlo ro p lastic

PF0 29 0 0 .15^Lig B^Catalytic Lig B sub unit o f aro matic ring -o p e ning  d io xyg e nase ^38 -143^E:6 .4e -

0 5`PF0 0 8 6 1.19 ^Rib o so mal_L18 p ^Rib o so mal L18  o f archae a, b acte ria, mito ch. and  chlo ro p last^51-170 ^E:3.1e -47
0 ,10 7 -0 ,79 5 0 ,0 6 8 -0 ,9 0 2 1 -0 ,135 0 ,8 48 0 ,236 0 -1,0 38 RK18 _ARATH 50 S rib o so mal p ro te in L18 , chlo ro p lastic (CL18 ) RPL18  At1g 48 350  F11A17.10 Arab id o p sis thaliana (Mo use -e ar cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; RNA-b ind ing ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e ; rRNA-b ind ing

SRR3420 19 _TR16 331_c0 _g 1_i1_le n=18 40 NA NA NA NA NA PF0 26 20 .14^DUF177^Uncharacte rize d  ACR, COG139 9 ^175-318 ^E:3.7e -27 0 ,20 1 -0 ,359 0 ,0 3 -0 ,726 0 ,36 7 0 ,325 0 ,36 7 0 ,327 0 -5,36 8 . . . . . .

SRR3420 19 _TR16 6 0 0 _c1_g 2_i1_le n=6 34 MLO1_ARATH
Q:6 20 -

378 ,H:39 3-473
6 5.43%ID E:2e -27 MLO-like  p ro te in 1 PF0 30 9 4.12^Mlo ^Mlo  family^11-10 1^E:6 .9 e -27 1 0 0 ,0 76 -2,775 1 0 ,446 1 -1,735 0 -7,14 MLO1_ARATH MLO-like  p ro te in 1 (AtMlo 1) (MLO p ro te in ho mo lo g  1) (AtMlo -H1) MLO1 MLO-H1 At4g 0 26 0 0  T10 P11.12 Arab id o p sis thaliana (Mo use -e ar cre ss)

Calmo d ulin-b ind ing ; Co mp le te  p ro te o me ; Me mb rane ; Patho g e ne sis-re late d  p ro te in; Plant

d e fe nse ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR3420 19 _TR216 76 _c0 _g 2_i2_le n=1344 NA NA NA NA NA
PF0 49 49 .10 ^Transcrip _act^Transcrip tio nal activato r^23-149 ^E:7e -6 3`PF0 8 6 41.9 ^Mis14^Kine to cho re  p ro te in Mis14 like ^23-

137^E:9 .2e -0 5
0 ,444 -0 ,275 0 ,0 1 -0 ,9 8 9 1 -0 ,0 21 0 ,748 -0 ,30 3 0 -4,9 8 8 . . . . . .

SRR3420 19 _TR259 37_c0 _g 2_i1_le n=8 6 7 DAPB2_ARATH
Q:16 5-

539 ,H:225-349
8 4%ID E:4e -72

4-hyd ro xy-te trahyd ro d ip ico linate  re d uctase  2,

chlo ro p lastic
PF0 5173.11^Dap B_C^Dihyd ro d ip ico linate  re d uctase , C-te rminus^1-115^E:4.5e -16 0 ,44 0 ,6 8 4 0 ,235 -0 ,9 9 3 1 0 ,116 1 -0 ,479 0 ,0 0 1 -3,748 DAPB2_ARATH 4-hyd ro xy-te trahyd ro d ip ico linate  re d uctase  2, chlo ro p lastic (HTPA re d uctase  2) (EC 1.17.1.8 ) DAPB2 At3g 59 8 9 0  F24G16 .16 0 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-lysine  b io synthe sis via DAP

p athway; (S)-te trahyd ro d ip ico linate  fro m L-asp artate : ste p  4/4.

Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; Diamino p ime late

b io synthe sis; Lysine  b io synthe sis; NAD; NADP; Oxid o re d uctase ; Plastid ; Re fe re nce  p ro te o me ;

Transit p e p tid e

SRR3420 19 _TR278 9 8 _c0 _g 2_i4_le n=26 58 GLIP5_ARATH
Q:227-

1123,H:47-343
6 2.33%ID E:2e -124 GDSL e ste rase /lip ase  5 PF0 0 6 57.19 ^Lip ase _GDSL^GDSL-like  Lip ase /Acylhyd ro lase ^78 -320 ^E:1.7e -0 8 0 ,78 3 -0 ,223 0 ,34 -0 ,48 0 ,278 -0 ,8 16 0 ,278 -0 ,734 0 -6 ,0 24 GLIP5_ARATH GDSL e ste rase /lip ase  5 (EC 3.1.1.-) (Extrace llular l ip ase  5) GLIP5 At1g 539 20  T18 A20 .15 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; G lyco p ro te in; Hyd ro lase ; Lip id  d e g rad atio n; Lip id  me tab o lism; Re fe re nce

p ro te o me ; Se cre te d ; Sig nal

SRR3420 19 _TR28 6 54_c1_g 3_i1_le n=9 9 1 R10 A1_ARATH
Q:8 41-257,H:22-

216
9 3.33%ID E:9 e -115 6 0 S rib o so mal p ro te in L10 a-1 PF0 0 6 8 7.18 ^Rib o so mal_L1^Rib o so mal p ro te in L1p /L10 e  family^2-149 ^E:2.5e -34 0 ,0 12 -0 ,9 35 0 ,0 11 -0 ,79 0 ,74 0 ,16 6 0 ,9 1 0 ,0 76 0 -7,0 76 R10 A1_ARATH 6 0 S rib o so mal p ro te in L10 a-1 RPL10 AA At1g 0 8 36 0  T27G7.6 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 19 _TR30 36 3_c2_g 2_i1_le n=230 8 NA NA NA NA NA . 0 ,56 2 -0 ,179 0 ,6 9 0 ,139 0 ,732 0 ,171 1 -0 ,0 22 0 -5,28 1 . . . . . .

SRR3420 19 _TR310 9 9 _c1_g 2_i2_le n=2133 JAR1_ARATH
Q:19 6 6 -

146 ,H:13-575
47.45%ID E:0 Jasmo nic acid -amid o  synthe tase  JAR1 PF0 3321.10 ^GH3^GH3 auxin-re sp o nsive  p ro mo te r^32-6 15^E:3.4e -18 0 0 ,8 6 8 0 ,0 74 0 ,0 55 -0 ,8 0 5 0 1,133 0 1,139 0 ,0 0 1 -1,19 7 JAR1_ARATH

Jasmo nic acid -amid o  synthe tase  JAR1 (EC 6 .3.2.-) (Jasmo nate -amino  acid  synthe tase  JAR1)

(Pro te in FAR-RED INSENSITIVE 219 ) (Pro te in JASMONATE RESISTANT 1)
JAR1 FIN219  At2g 46 370  F11C10 .6 Arab id o p sis thaliana (Mo use -e ar cre ss)

3D-structure ; Alte rnative  sp lic ing ; Co ile d  co il; Co mp le te  p ro te o me ; Cyto p lasm; Immunity; Innate

immunity; Jasmo nic acid  s ig naling  p athway; Lig ase ; Plant d e fe nse ; Re fe re nce  p ro te o me

SRR3420 19 _TR3440 7_c0 _g 1_i1_le n=8 0 8 NA NA NA NA NA . 1 0 ,0 6 2 0 ,0 25 -2,9 51 0 ,6 29 -1,346 0 ,6 29 -1,6 9 8 0 -5,6 6 . . . . . .

SRR3420 19 _TR36 227_c0 _g 1_i1_le n=76 8 VTI12_ARATH
Q:714-274,H:53-

19 9
70 .75%ID E:2e -6 6 Ve sic le  transp o rt v-SNARE 12

PF0 50 0 8 .12^V-SNARE^Ve sic le  transp o rt v-SNARE p ro te in N-te rminus^19 -57^E:6 .3e -11`PF12352.5^V-SNARE_C^Snare

re g io n ancho re d  in the  ve sic le  me mb rane  C-te rminus^9 5-159 ^E:2.9 e -24
0 ,0 0 1 6 ,6 37 0 ,78 3 0 ,20 1 0 6 ,9 48 1 0 0 -7,49 9 VTI12_ARATH

Ve sicle  transp o rt v-SNARE 12 (AtVTI12) (Ve sic le  so lub le  NSF attachme nt p ro te in re ce p to r VTI1b )

(AtVTI1b ) (Ve sic le  transp o rt v-SNARE p ro te in VTI1b )
VTI12 VTI1B At1g 26 6 70  T24P13.5 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Co ile d  co il; Co mp le te  p ro te o me ; Go lg i ap p aratus; Me mb rane ; Pro te in transp o rt;

Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 22_TR6 8 58 _c0 _g 1_i1_le n=6 8 4 PGKY_TOBAC
Q:2-36 4,H:28 1-

40 1
9 0 .9 1%ID E:2e -6 8 Pho sp ho g lyce rate  kinase , cyto so lic PF0 0 16 2.16 ^PGK^Pho sp ho g lyce rate  kinase ^4-110 ^E:3.2e -45 0 ,29 9 -0 ,454 0 ,0 0 1 -1,0 6 0 ,0 0 6 1,0 34 0 ,6 14 0 ,238 0 -1,757 PGKY_TOBAC Pho sp ho g lyce rate  kinase , cyto so lic (EC 2.7.2.3) Nico tiana tab acum (Co mmo n to b acco )

PATHWAY: Carb o hyd rate  d e g rad atio n; g lyco lysis; p yruvate  fro m D-

g lyce rald e hyd e  3-p ho sp hate : ste p  2/5.
ATP-b ind ing ; Cyto p lasm; G lyco lysis; Kinase ; Nucle o tid e -b ind ing ; Transfe rase

SRR3420 22_TR128 9 0 _c0 _g 1_i1_le n=16 77 KCS1_ARATH
Q:19 0 -

146 1,H:10 3-526
48 .71%ID E:2e -148

3-ke to acyl-Co A synthase  1

{ECO:0 0 0 0 30 3|Pub Me d :10 0 74711}

PF0 8 39 2.9 ^FAE1_CUT1_Rp p A^FAE1/Typ e  III p o lyke tid e  synthase -like  p ro te in^27-310 ^E:4.3e -

10 5`PF0 8 541.7^ACP_syn_III_C^3-Oxo acyl-[acyl-carrie r-p ro te in (ACP)] synthase  III C te rminal^327-40 9 ^E:6 .9 e -

12`PF0 279 7.12^Chal_sti_synt_C^Chalco ne  and  sti lb e ne  synthase s, C-te rminal d o main^333-410 ^E:4.9 e -0 7

0 ,0 59 -1,0 8 8 0 ,0 17 -5,8 26 1 0 ,6 74 1 -2,59 7 0 ,0 0 1 -2,10 8 KCS1_ARATH
3-ke to acyl-Co A synthase  1 (KCS-1) (EC 2.3.1.19 9 ) (Ve ry lo ng -chain fatty acid  co nd e nsing  e nzyme

1) (VLCFA co nd e nsing  e nzyme  1)
KCS1 EL1 At1g 0 1120  T25K16 .11 Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: Lip id  me tab o lism; fatty acid  b io synthe sis.

Acyltransfe rase ; Co mp le te  p ro te o me ; End o p lasmic re ticulum; Me mb rane ; NAD; NADP;

Re fe re nce  p ro te o me ; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR3420 22_TR158 9 1_c0 _g 1_i3_le n=8 9 0 NA NA NA NA NA . 0 ,6 23 0 ,333 0 ,0 0 4 1,214 0 ,0 0 3 1,8 19 0 ,0 35 1,40 3 0 -7,0 29 . . . . . .

SRR3420 22_TR24136 _c2_g 2_i8 _le n=16 8 8 BT3L4_DANRE
Q:78 3-

1112,H:13-123
59 .46 %ID E:4e -36 Transcrip tio n facto r BTF3 ho mo lo g  4 PF0 18 49 .15^NAC^NAC d o main^16 -71^E:3.8 e -19 0 ,76 -0 ,775 1 -0 ,252 0 ,6 9 2 0 ,6 45 0 ,6 9 2 0 ,8 11 0 ,0 0 1 -1,78 6 BT3L4_DANRE Transcrip tio n facto r BTF3 ho mo lo g  4 (Basic transcrip tio n facto r 3-like  4) b tf3l4

Danio  re rio  (Ze b rafish) (Brachyd anio

re rio )
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 22_TR29 29 0 _c1_g 3_i1_le n=1346 NA NA NA NA NA PF0 376 3.10 ^Re mo rin_C^Re mo rin, C-te rminal re g io n^255-343^E:1.3e -22 0 ,50 2 2,518 1 1,0 32 1 0 ,10 1 1 -0 ,219 0 ,0 0 1 -6 ,6 14 . . . . . .

SRR3420 22_TR30 0 32_c0 _g 1_i11_le n=19 11 KRR1_SCHPO
Q:139 8 -436 ,H:3-

322
6 1.49 %ID E:4e -10 5 KRR1 small sub unit p ro ce sso me  co mp o ne nt ho mo lo g . 0 ,6 41 0 ,226 0 ,16 3 0 ,742 0 ,18 0 ,742 0 ,6 23 0 ,354 0 -6 ,8 6 4 KRR1_SCHPO

KRR1 small sub unit p ro ce sso me  co mp o ne nt ho mo lo g  (KRR-R mo tif-co ntaining  p ro te in 1)

(Rib o so mal RNA asse mb ly p ro te in mis3)
mis3 krr1 SPBC25B2.0 5

Schizo saccharo myce s p o mb e  (strain

9 72 / ATCC 248 43) (Fissio n ye ast)

Co mp le te  p ro te o me ; Nucle us; RNA-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in;

Rib o so me  b io g e ne sis; rRNA p ro ce ssing

SRR3420 22_TR33327_c0 _g 2_i1_le n=1122 GTE8 _ARATH
Q:317-

517,H:6 29 -6 9 5
73.13%ID E:2e -21 Transcrip tio n facto r GTE8 . 1 -0 ,21 0 ,231 -0 ,6 53 0 ,0 76 2,49 8 1 -0 ,224 0 ,0 0 1 -1,9 11 GTE8 _ARATH

Transcrip tio n facto r GTE8  (Bro mo d o main-co ntaining  p ro te in GTE8 ) (Pro te in GLOBAL

TRANSCRIPTION FACTOR GROUP E8 )
GTE8  At3g 2726 0  K17E12.8 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Bro mo d o main; Co ile d  co il; Co mp le te  p ro te o me ; Nucle us; Pho sp ho p ro te in;

Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR3420 22_TR349 78 _c2_g 2_i2_le n=1234 RALF_TOBAC
Q:9 11-

6 6 9 ,H:25-115
6 8 .13%ID E:9 e -31 Rap id  alkalinizatio n facto r PF0 549 8 .8 ^RALF^Rap id  ALkalinizatio n Facto r (RALF)^126 -18 7^E:4.6 e -30 0 ,8 6 8 0 ,0 6 9 0 ,6 0 8 -0 ,226 0 ,548 0 ,271 0 ,29 1 0 ,435 0 ,0 0 1 -1,254 RALF_TOBAC Rap id  alkalinizatio n facto r (NtRALF) RALF Nico tiana tab acum (Co mmo n to b acco ) Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; Ho rmo ne ; Se cre te d ; Sig nal

SRR3420 23_TR5742_c0 _g 1_i4_le n=16 77 IMP1L_MOUSE
Q:9 75-

139 4,H:18 -154
42.55%ID E:1e -31 Mito cho nd rial inne r me mb rane  p ro te ase  sub unit 1 PF0 0 717.20 ^Pe p tid ase _S24^Pe p tid ase  S24-like ^45-113^E:1.6 e -0 8 0 ,79 8 -0 ,26 0 ,0 0 9 -4,6 37 1 0 1 0 0 -7,0 0 7 IMP1L_MOUSE Mito cho nd rial inne r me mb rane  p ro te ase  sub unit 1 (EC 3.4.21.-) (IMP1-like  p ro te in) Immp 1l Mus musculus (Mo use )

Co mp le te  p ro te o me ; Hyd ro lase ; Me mb rane ; Mito cho nd rio n; Mito cho nd rio n inne r me mb rane ;

Pro te ase ; Re fe re nce  p ro te o me

SRR3420 23_TR9 759 _c0 _g 2_i4_le n=19 0 8 NA NA NA NA NA PF0 0 0 13.26 ^KH_1^KH d o main^16 7-226 ^E:2.6 e -10 0 ,9 0 6 -0 ,0 6 6 0 ,0 71 0 ,8 33 0 ,278 0 ,72 0 ,56 4 0 ,49 9 0 -5,571 . . . . . .

SRR3420 23_TR159 20 _c0 _g 1_i1_le n=8 18 IMP3_MOUSE
Q:8 5-6 21,H:2-

18 1
57.78 %ID E:1e -72 U3 small nucle o lar rib o nucle o p ro te in p ro te in IMP3

PF0 0 16 3.16 ^Rib o so mal_S4^Rib o so mal p ro te in S4/S9  N-te rminal d o main^3-6 2^E:3.1e -10 `PF0 1479 .22^S4^S4 d o main^10 7-

153^E:3e -10
0 ,226 2,335 0 6 ,9 78 0 ,0 6 6 3,352 0 ,129 3,0 79 0 -7,6 71 IMP3_MOUSE U3 small nucle o lar rib o nucle o p ro te in p ro te in IMP3 (U3 sno RNP p ro te in IMP3) Imp 3 Mus musculus (Mo use )

Co mp le te  p ro te o me ; Nucle us; RNA-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in;

Rib o so me  b io g e ne sis; rRNA p ro ce ssing ; rRNA-b ind ing

SRR3420 23_TR18 138 _c2_g 8 _i1_le n=734 DRP2A_ARATH
Q:51-332,H:79 0 -

8 8 2
76 .8 4%ID E:2e -24 Dynamin-2A . 0 ,40 7 0 ,515 0 ,9 3 0 ,0 79 0 ,132 0 ,8 35 0 ,8 74 0 ,225 0 -7,40 8 DRP2A_ARATH Dynamin-2A (EC 3.6 .5.5) (Dynamin-like  p ro te in 6 ) (Dynamin-re late d  p ro te in 2A) DRP2A ADL6  At1g 10 29 0  F14N23.17 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Co ile d  co il; Co mp le te  p ro te o me ; Cyto p lasm; Cyto p lasmic ve sic le ; Cyto ske le to n;

GTP-b ind ing ; Go lg i ap p aratus; Hyd ro lase ; Lip id -b ind ing ; Me mb rane ; Micro tub ule ; Mo to r p ro te in;

Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me

SRR3420 23_TR19 6 9 2_c2_g 11_i1_le n=533 METE_CATRO
Q:50 -223,H:70 8 -

76 5
10 0 %ID E:6 e -30

5-me thylte trahyd ro p te ro yltrig lutamate --ho mo cyste ine

me thyltransfe rase
. 0 ,0 14 0 ,6 79 0 ,438 -0 ,176 0 ,28 4 0 ,323 0 ,70 1 -0 ,132 0 -0 ,8 9 5 METE_CATRO

5-me thylte trahyd ro p te ro yltrig lutamate --ho mo cyste ine  me thyltransfe rase  (EC 2.1.1.14) (Co b alamin-

ind e p e nd e nt me thio nine  synthase  iso zyme ) (Vitamin-B12-ind e p e nd e nt me thio nine  synthase

iso zyme )

METE
Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Amino -acid  b io synthe sis; L-me thio nine  b io synthe sis via d e

no vo  p athway; L-me thio nine  fro m L-ho mo cyste ine  (Me tE ro ute ): ste p

1/1.

Amino -acid  b io synthe sis; Cyto p lasm; Me tal-b ind ing ; Me thio nine  b io synthe sis; Me thyltransfe rase ;

Transfe rase ; Zinc

SRR3420 23_TR20 0 0 1_c7_g 2_i1_le n=6 71 NA NA NA NA NA . 1 -0 ,10 5 0 ,0 73 -1,8 46 0 ,534 0 ,38 5 1 -0 ,0 56 0 -4,6 53 . . . . . .

SRR3420 23_TR26 0 79 _c1_g 2_i7_le n=1243 CW15A_XENLA
Q:28 8 -9 77,H:1-

228
47.28 %ID E:2e -30 Pro te in CWC15 ho mo lo g  A PF0 48 8 9 .9 ^Cwf_Cwc_15^Cwf15/Cwc15 ce ll cycle  co ntro l p ro te in^1-230 ^E:2.8 e -77 0 ,739 -0 ,26 8 0 ,756 0 ,251 0 ,0 9 4 1,27 0 ,133 1,25 0 -7,49 1 CW15A_XENLA Pro te in CWC15 ho mo lo g  A cwc15-a Xe no p us lae vis (African clawe d  fro g ) Co ile d  co il; mRNA p ro ce ssing ; mRNA sp lic ing

SRR3420 23_TR26 0 79 _c1_g 2_i9 _le n=139 4 NA NA NA NA NA . 1 -0 ,10 5 0 ,0 0 9 -1,425 0 ,6 29 1,0 9 7 1 0 ,716 0 -2,776 . . . . . .

SRR3420 23_TR26 242_c1_g 6 _i5_le n=18 0 2 HBPL1_ARATH
Q:6 48 -

1514,H:21-30 9
6 2.6 3%ID E:9 e -10 6 He me -b ind ing -like  p ro te in At3g 10 130 , chlo ro p lastic

PF0 48 32.9 ^SOUL^SOUL he me -b ind ing  p ro te in^10 7-176 ^E:2.3e -16 `PF0 48 32.9 ^SOUL^SOUL he me -b ind ing  p ro te in^175-

29 5^E:2e -32
0 ,129 3,0 12 1 0 1 0 1 0 0 -2,8 21 HBPL1_ARATH He me -b ind ing -like  p ro te in At3g 10 130 , chlo ro p lastic At3g 10 130  T22K18 .4 Arab id o p sis thaliana (Mo use -e ar cre ss) Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 23_TR28 0 6 6 _c5_g 2_i10 _le n=512 NA NA NA NA NA . 1 0 0 ,0 6 6 -0 ,9 8 4 1 0 0 ,0 17 5,753 0 -7,318 . . . . . .

SRR3420 23_TR28 517_c2_g 4_i15_le n=1730 NA NA NA NA NA
PF13417.3^GST_N_3^Glutathio ne  S-transfe rase , N-te rminal d o main^141-216 ^E:2.1e -13`PF13417.3^GST_N_3^Glutathio ne  S-

transfe rase , N-te rminal d o main^26 3-332^E:8 .3e -11
0 ,419 -0 ,422 0 ,111 0 ,6 3 0 ,0 31 -0 ,78 9 0 ,26 8 -0 ,40 8 0 -8 ,155 . . . . . .

SRR3420 23_TR30 20 1_c0 _g 1_i3_le n=1271 NA NA NA NA NA PF10 6 74.6 ^Ycf54^Pro te in o f unkno wn functio n (DUF248 8 )^154-243^E:3.6 e -34 1 0 ,458 0 ,50 2 -2,523 1 0 ,75 1 1,59 3 0 -1,544 . . . . . .

SRR3420 23_TR31470 _c0 _g 1_i2_le n=6 8 5 CCD8 A_ORYSJ
Q:55-49 2,H:40 5-

550
8 0 .14%ID E:8 e -8 1

Caro te no id  c le avag e  d io xyg e nase  8  ho mo lo g  A,

chlo ro p lastic
PF0 30 55.12^RPE6 5^Re tinal p ig me nt e p ithe lial me mb rane  p ro te in^19 -16 2^E:4e -33 1 0 1 0 1 0 1 0 0 -8 ,9 31 CCD8 A_ORYSJ

Caro te no id  c le avag e  d io xyg e nase  8  ho mo lo g  A, chlo ro p lastic (OsCCD8 a) (EC 1.13.11.-) (Pro te in

D10 -like )

CCD8 A D10 L Os0 1g 0 56 6 50 0

LOC_Os0 1g 38 58 0  OsJ_0 226 0

P0 0 0 2B0 5.5 P0 6 9 7C12.32

Oryza sativa sub sp . jap o nica (Rice )
Chlo ro p last; Co mp le te  p ro te o me ; Dio xyg e nase ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Plastid ;

Re fe re nce  p ro te o me ; Transit p e p tid e

SRR6 46 572_TR6 712_c0 _g 2_i4_le n=2132 NOP5B_ARATH
Q:18 9 6 -

56 5,H:2-445
8 1.31%ID E:0 Pro b ab le  nucle o lar p ro te in 5-2

PF0 8 156 .10 ^NOP5NT^NOP5NT (NUC127) d o main^2-6 5^E:8 .8 e -21`PF0 179 8 .15^No p ^sno RNA b ind ing  d o main,

fib ril larin^16 6 -39 4^E:2.3e -8 5
0 ,0 0 1 -6 ,419 0 ,524 0 ,72 0 ,50 2 3,9 6 8 0 ,129 4,9 31 0 ,0 0 1 -6 ,59 9 NOP5B_ARATH Pro b ab le  nucle o lar p ro te in 5-2 (MAR-b ind ing  NOP56 /58  ho mo lo g  2) (Nucle o lar p ro te in 58 -2) NOP5-2 NOP58 -2 At3g 0 50 6 0  T12H1.2 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Nucle us; Re fe re nce  p ro te o me ; Rib o so me  b io g e ne sis

SRR6 46 572_TR1530 7_c0 _g 4_i1_le n=8 32 NA NA NA NA NA PF0 7172.8 ^GRP^Glycine  rich p ro te in family^1-10 0 ^E:4.6 e -10 0 1,133 0 ,535 0 ,19 0 4,9 72 0 3,743 0 -1,6 45 . . . . . .

SRR6 46 572_TR18 39 7_c0 _g 2_i1_le n=519 ARF_MAIZE
Q:170 -50 2,H:1-

111
9 9 .1%ID E:4e -75 ADP-rib o sylatio n facto r

PF0 0 0 25.18 ^Arf^ADP-rib o sylatio n facto r family^5-112^E:5.4e -52`PF0 9 439 .7^SRPRB^Sig nal re co g nitio n p artic le  re ce p to r

b e ta sub unit^16 -10 6 ^E:9 .6 e -11`PF0 8 477.10 ^Ro c^Ras o f Co mp le x, Ro c, d o main o f DAPkinase ^19 -10 0 ^E:2.2e -

12`PF0 46 70 .9 ^Gtr1_Rag A^Gtr1/Rag A G p ro te in co nse rve d  re g io n^19 -110 ^E:6 .5e -0 9 `PF0 19 26 .20 ^MMR_HSR1^50 S

rib o so me -b ind ing  GTPase ^19 -10 6 ^E:0 .0 0 0 11`PF0 0 0 71.19 ^Ras^Ras family^20 -9 9 ^E:1.9 e -0 9

0 ,9 27 0 ,0 27 0 1,21 0 ,8 0 6 -0 ,0 6 3 0 ,6 9 5 -0 ,0 9 4 0 -10 ,19 7 ARF_MAIZE ADP-rib o sylatio n facto r ARF1 Ze a mays (Maize )
Co mp le te  p ro te o me ; ER-Go lg i transp o rt; GTP-b ind ing ; Go lg i ap p aratus; Lip o p ro te in; Myristate ;

Nucle o tid e -b ind ing ; Pro te in transp o rt; Re fe re nce  p ro te o me ; Transp o rt

SRR6 46 572_TR26 26 5_c0 _g 1_i1_le n=8 8 4 RAA5B_ARATH
Q:8 8 2-38 5,H:52-

217
73.49 %ID E:2e -8 4 Ras-re late d  p ro te in RABA5b

PF0 0 0 71.19 ^Ras^Ras family^2-123^E:1e -42`PF0 0 0 25.18 ^Arf^ADP-rib o sylatio n facto r family^4-120 ^E:1.7e -

0 8 `PF0 8 477.10 ^Ro c^Ras o f Co mp le x, Ro c, d o main o f DAPkinase ^6 -78 ^E:3.2e -18
0 ,39 4 -0 ,474 0 ,0 49 -1,39 6 0 ,8 74 -0 ,235 0 ,50 5 -0 ,457 0 -2,76 8 RAA5B_ARATH Ras-re late d  p ro te in RABA5b  (AtRABA5b ) RABA5B At3g 0 7410  F21O3.12 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; GTP-b ind ing ; Lip o p ro te in; Me mb rane ; Nucle o tid e -b ind ing ;

Pre nylatio n; Pro te in transp o rt; Re fe re nce  p ro te o me ; Transp o rt

SRR6 46 572_TR30 153_c0 _g 1_i4_le n=2448 NA NA NA NA NA PF13417.3^GST_N_3^Glutathio ne  S-transfe rase , N-te rminal d o main^141-19 2^E:2.2e -0 5 0 ,8 22 0 ,28 0 ,444 -0 ,444 0 ,0 21 -1,26 0 ,0 21 -1,312 0 ,0 0 1 -4,9 6 9 . . . . . .

SRR6 46 572_TR30 153_c0 _g 1_i6 _le n=16 56 NA NA NA NA NA
PF13417.3^GST_N_3^Glutathio ne  S-transfe rase , N-te rminal d o main^141-216 ^E:2.1e -13`PF13417.3^GST_N_3^Glutathio ne  S-

transfe rase , N-te rminal d o main^26 3-332^E:8 .3e -11
0 ,6 8 0 ,18 7 0 ,117 0 ,524 0 ,0 22 -0 ,718 0 ,354 -0 ,28 9 0 -1,9 45 . . . . . .

SRR6 46 572_TR31178 _c1_g 1_i2_le n=729 RL30 _LUPLU
Q:6 46 -311,H:1-

112
9 0 .18 %ID E:6 e -6 8 6 0 S rib o so mal p ro te in L30 PF0 1248 .23^Rib o so mal_L7Ae ^Rib o so mal p ro te in L7Ae /L30 e /S12e /Gad d 45 family^13-10 5^E:2.4e -24 0 ,29 8 -0 ,6 14 0 ,578 -0 ,221 0 ,211 0 ,6 26 0 ,36 4 0 ,50 8 0 -3,70 9 RL30 _LUPLU 6 0 S rib o so mal p ro te in L30 RPL30 Lup inus lute us (Euro p e an ye llo w lup in) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 46 572_TR31741_c0 _g 1_i1_le n=38 19 RU17_ARATH
Q:255-76 4,H:1-

170
79 .41%ID E:3e -70 U1 small nucle ar rib o nucle o p ro te in 70  kDa . 1 -0 ,221 1 0 ,0 0 4 1 0 ,6 9 1 1 1,137 0 -5,8 6 8 RU17_ARATH U1 small nucle ar rib o nucle o p ro te in 70  kDa (U1 snRNP 70  kDa) (U1-70 K) (snRNP70 ) RNU1 At3g 50 6 70  T3A5.50 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Nucle us; Pho sp ho p ro te in; RNA-b ind ing ; Re fe re nce

p ro te o me ; Rib o nucle o p ro te in; Sp lice o so me ; mRNA p ro ce ssing ; mRNA sp lic ing

SRR6 46 572_TR3510 6 _c2_g 1_i1_le n=19 9 0 PSBK_DAUCA
Q:174-356 ,H:1-

6 1
9 5.0 8 %ID E:9 e -29

Pho to syste m II re actio n ce nte r p ro te in K

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 0 441}
. 0 ,0 0 3 1,11 0 ,126 -0 ,49 6 0 ,20 6 0 ,48 1 0 ,159 0 ,53 0 -1,18 2 PSBK_DAUCA Pho to syste m II re actio n ce nte r p ro te in K (PSII-K) p sb K Daucus caro ta (Wild  carro t)

Chlo ro p last; Me mb rane ; Pho to synthe sis; Pho to syste m II; Plastid ; Re actio n ce nte r; Thylako id ;

Transme mb rane ; Transme mb rane  he lix

SRR6 46 572_TR36 8 6 1_c0 _g 1_i4_le n=1213 NUCL2_ORYSJ
Q:224-

59 2,H:50 7-6 30
51.2%ID E:6 e -31 Nucle o lin 2 . 0 ,545 -0 ,527 0 ,0 0 9 -0 ,8 75 1 1,19 7 1 0 ,258 0 -1,6 6 1 NUCL2_ORYSJ Nucle o lin 2 (Pro te in NUCLEOLIN LIKE 2)

Os0 4g 0 6 20 70 0  LOC_Os0 4g 529 6 0

OSJNBa0 0 58 K23.21
Oryza sativa sub sp . jap o nica (Rice ) Co mp le te  p ro te o me ; Nucle us; RNA-b ind ing ; Re fe re nce  p ro te o me ; Re p e at; rRNA p ro ce ssing

SRR6 46 572_TR38 538 _c1_g 1_i15_le n=1279 NA NA NA NA NA . 1 0 1 0 1 0 1 0 ,39 7 0 -6 ,9 79 . . . . . .

SRR6 46 59 6 _TR9 28 0 _c1_g 1_i2_le n=521 NA NA NA NA NA . 0 1,171 0 7,18 8 0 3,8 38 1 0 ,6 0 5 0 -1,6 0 2 . . . . . .

SRR6 46 59 6 _TR14411_c0 _g 1_i1_le n=170 4 ANM11_ARATH
Q:213-

1343,H:18 -39 0
74.34%ID E:0 Pro te in arg inine  N-me thyltransfe rase  1.1

PF0 518 5.13^PRMT5^PRMT5 arg inine -N-me thyltransfe rase ^8 4-355^E:4.3e -0 7`PF0 6 325.10 ^PrmA^Rib o so mal p ro te in L11

me thyltransfe rase  (PrmA)^10 7-18 1^E:1.6 e -0 9 `PF0 5175.11^MTS^Me thyltransfe rase  small d o main^10 8 -18 0 ^E:9 .2e -

0 5`PF136 49 .3^Me thyltransf_25^Me thyltransfe rase  d o main^111-18 5^E:1.5e -

0 8 `PF0 8 241.9 ^Me thyltransf_11^Me thyltransfe rase  d o main^112-19 7^E:2.8 e -0 7

0 ,0 25 -0 ,8 6 8 0 ,133 0 ,6 32 0 ,212 1,0 25 0 ,38 1 0 ,8 0 5 0 -7,48 6 ANM11_ARATH
Pro te in arg inine  N-me thyltransfe rase  1.1 (AtPRMT11) (EC 2.1.1.-) (EC 2.1.1.125) (Arg inine

me thyltransfe rase  p am1) (Histo ne -arg inine  N-me thyltransfe rase  PRMT11)

PRMT11 PAM1 PRMT1.1 PRMT1B

At4g 29 510  T16 L4.20
Arab id o p sis thaliana (Mo use -e ar cre ss)

Chro matin re g ulato r; Co mp le te  p ro te o me ; Cyto p lasm; Me thyltransfe rase ; Nucle us; Re fe re nce

p ro te o me ; S-ad e no syl-L-me thio nine ; Transcrip tio n; Transcrip tio n re g ulatio n; Transfe rase

SRR6 46 6 0 4_TR50 6 _c1_g 3_i4_le n=9 16 HMGL_IPONI
Q:73-46 5,H:1-

126
71.76 %ID E:4e -45 HMG1/2-like  p ro te in

PF0 9 0 11.7^HMG_b o x_2^HMG-b o x d o main^6 1-133^E:3e -15`PF0 0 50 5.16 ^HMG_b o x^HMG (hig h mo b ility g ro up ) b o x^6 4-

133^E:1.7e -22
0 ,6 6 3 0 ,513 0 ,729 -0 ,30 4 1 -0 ,49 8 1 -0 ,50 6 0 -1,28 5 HMGL_IPONI HMG1/2-like  p ro te in

Ip o mo e a nil (Jap ane se  mo rning  g lo ry)

(Pharb itis  nil)
DNA-b ind ing ; Nucle us

SRR6 46 6 0 4_TR228 9 _c0 _g 1_i1_le n=1449 NA NA NA NA NA PF0 2536 .11^mTERF^mTERF^14-121^E:6 .5e -15`PF0 2536 .11^mTERF^mTERF^110 -322^E:1.7e -46 0 ,118 1,9 71 0 ,0 34 5,6 8 0 ,254 4,6 48 1 0 0 -7,75 . . . . . .

SRR6 46 6 0 4_TR5547_c0 _g 2_i8 _le n=16 12 S35F2_HUMAN
Q:427-

1233,H:6 9 -345
35.38 %ID E:2e -42 So lute  carrie r family 35 me mb e r F2

PF0 6 0 27.9 ^SLC35F^So lute  carrie r family 35^1-123^E:3.4e -43`PF0 0 8 9 2.17^EamA^EamA-like  transp o rte r family^21-122^E:9 e -

0 7
0 ,545 0 ,432 0 ,719 -0 ,338 0 ,732 -0 ,70 7 0 ,46 1 -1,344 0 -2,412 S35F2_HUMAN So lute  carrie r family 35 me mb e r F2 SLC35F2 Ho mo  sap ie ns (Human)

Ace tylatio n; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Me mb rane ; Pho sp ho p ro te in; Re fe re nce

p ro te o me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 46 6 0 4_TR748 5_c0 _g 1_i1_le n=39 73 PS12A_ARATH
Q:20 6 6 -

3370 ,H:4-438
8 0 .46 %ID E:0

26 S p ro te aso me  no n-ATPase  re g ulato ry sub unit 12

ho mo lo g  A

PF1458 0 .3^LRR_9 ^Le ucine -rich re p e at^58 -16 5^E:3.8 e -14`PF1279 9 .4^LRR_4^Le ucine  Rich re p e ats (2 co p ie s)^70 -

114^E:9 .8 e -0 8 `PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^9 5-10 9 ^E:0 .79
0 ,6 8 9 -0 ,223 0 ,0 38 1,154 0 ,272 0 ,49 2 0 ,0 79 0 ,744 0 -3,228 PS12A_ARATH

26 S p ro te aso me  no n-ATPase  re g ulato ry sub unit 12 ho mo lo g  A (26 S p ro te aso me  re g ulato ry

sub unit RPN5a) (AtRPN5a) (26 S p ro te aso me  re g ulato ry sub unit p 55 ho mo lo g  A) (Pro te in EMBRYO

DEFECTIVE 210 7) (Pro te in MARIPOSA)

RPN5A EMB210 7 MSA At5g 0 9 9 0 0

MYH9 .11
Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co ile d  co il; Co mp le te  p ro te o me ; Cyto p lasm; Nucle us; Pro te aso me ;

Re fe re nce  p ro te o me



SRR6 46 6 0 4_TR8 0 6 7_c0 _g 2_i1_le n=10 41 PER12_ARATH
Q:170 -

730 ,H:153-339
6 6 .8 4%ID E:8 e -8 6 Pe ro xid ase  12 PF0 0 141.20 ^p e ro xid ase ^Pe ro xid ase ^5-151^E:4.5e -38 1 0 1 3,225 1 0 1 0 0 ,0 0 1 -3,19 1 PER12_ARATH Pe ro xid ase  12 (Atp e ro x P12) (EC 1.11.1.7) (ATP4a) (PRXR6 )

PER12 P12 At1g 716 9 5 F14O23.6

F26 A9 .5
Arab id o p sis thaliana (Mo use -e ar cre ss)

Calcium; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; He me ; Hyd ro g e n p e ro xid e ; Iro n;

Me tal-b ind ing ; Oxid o re d uctase ; Pe ro xid ase ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal; Vacuo le

SRR6 46 6 0 4_TR1379 8 _c0 _g 2_i1_le n=8 11 SUI1_ORYSJ
Q:56 0 -222,H:1-

115
9 2.17%ID E:4e -70 Pro te in translatio n facto r SUI1 ho mo lo g PF0 1253.19 ^SUI1^Translatio n initiatio n facto r SUI1^28 -10 2^E:5.4e -26 0 ,0 4 0 ,46 7 0 ,0 2 0 ,537 0 1,442 0 1,329 0 -1,39 2 SUI1_ORYSJ

Pro te in translatio n facto r SUI1 ho mo lo g  (Pro te in GOS2) (Pro te in e IF1) (Translatio n initiatio n facto r

1)

GOS2 Os0 7g 0 529 8 0 0

LOC_Os0 7g 3458 9
Oryza sativa sub sp . jap o nica (Rice )

Co mp le te  p ro te o me ; Initiatio n facto r; Pro te in b io synthe sis; Re fe re nce  p ro te o me ; Translatio n

re g ulatio n

SRR6 46 6 0 4_TR16 50 8 _c0 _g 1_i1_le n=176 1 AVP_VIGRR
Q:245-

1336 ,H:40 3-76 6
9 8 .0 8 %ID E:0

Pyro p ho sp hate -e ne rg ize d  vacuo lar me mb rane  p ro to n

p ump
PF0 30 30 .13^H_PPase ^Ino rg anic H+ p yro p ho sp hatase ^1-273^E:5e -130 0 ,578 -0 ,16 6 0 ,20 3 -0 ,322 0 2,119 0 ,376 0 ,421 0 -1,70 1 AVP_VIGRR

Pyro p ho sp hate -e ne rg ize d  vacuo lar me mb rane  p ro to n p ump  (EC 3.6 .1.1) (Pyro p ho sp hate -

e ne rg ize d  ino rg anic p yro p ho sp hatase ) (H(+)-PPase ) (Vacuo lar H(+)-p yro p ho sp hatase )

Vig na rad iata var. rad iata (Mung  b e an)

(Phase o lus aure us)

3D-structure ; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; Hyd ro g e n io n transp o rt; Hyd ro lase ; Io n

transp o rt; Mag ne sium; Me mb rane ; Me tal-b ind ing ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt; Vacuo le

SRR6 46 6 0 4_TR2279 9 _c0 _g 1_i2_le n=10 24 SOC1_ARATH
Q:8 19 -30 4,H:1-

172
76 .16 %ID E:1e -6 8 MADS-b o x p ro te in SOC1

PF0 0 319 .15^SRF-TF^SRF-typ e  transcrip tio n facto r (DNA-b ind ing  and  d ime risatio n d o main)^10 -57^E:5.1e -27`PF0 148 6 .14^K-

b o x^K-b o x re g io n^8 4-171^E:3.4e -28
0 ,319 -0 ,9 9 4 0 ,258 0 ,8 6 3 0 ,8 7 -0 ,22 0 ,559 0 ,30 9 0 -5,9 0 2 SOC1_ARATH

MADS-b o x p ro te in SOC1 (Ag amo us-like  MADS-b o x p ro te in AGL20 ) (Pro te in SUPPRESSOR OF

CONSTANS OVEREXPRESSION 1)
SOC1 AGL20  At2g 456 6 0  F17K2.19 Arab id o p sis thaliana (Mo use -e ar cre ss)

Activato r; Co mp le te  p ro te o me ; Cyto p lasm; DNA-b ind ing ; De ve lo p me ntal p ro te in; Diffe re ntiatio n;

Flo we ring ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR6 46 6 0 4_TR2419 4_c0 _g 1_i1_le n=1753 FBK9 _ARATH
Q:1434-

38 8 ,H:15-378
40 .55%ID E:6 e -6 5 F-b o x/ke lch-re p e at p ro te in At1g 2339 0 PF139 6 4.3^Ke lch_6 ^Ke lch mo tif^138 -18 2^E:2.9 e -0 6 1 0 1 0 1 0 1 0 0 -3,8 8 1 FBK9 _ARATH F-b o x/ke lch-re p e at p ro te in At1g 2339 0 At1g 2339 0  F26 F24.26  F28 C11.3 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Ke lch re p e at; Re fe re nce  p ro te o me ; Re p e at

SRR6 46 6 0 4_TR28 211_c0 _g 1_i1_le n=8 0 0 WAT1_ARATH
Q:50 -39 1,H:273-

38 9
77.12%ID E:8 e -48 Pro te in WALLS ARE THIN 1 . 0 ,46 1 0 ,29 8 0 ,0 0 1 -1,542 0 ,0 2 1,451 1 -0 ,0 4 0 -4,10 4 WAT1_ARATH Pro te in WALLS ARE THIN 1 WAT1 At1g 7550 0  F10 A5.28  F1B16 .19 Arab id o p sis thaliana (Mo use -e ar cre ss)

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Auxin b io synthe sis; Auxin s ig naling

p athway; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; Me mb rane ; Pho sp ho p ro te in;

Plant d e fe nse ; Re fe re nce  p ro te o me ; Re p e at; Transme mb rane ; Transme mb rane  he lix;

Tryp to p han b io synthe sis; Vacuo le

SRR6 46 6 0 4_TR29 20 8 _c0 _g 1_i2_le n=130 7 XTH2_SOYBN
Q:759 -

130 7,H:9 7-28 2
79 .0 3%ID E:7e -10 5

Xylo g lucan e nd o transg luco sylase /hyd ro lase  2

{ECO:0 0 0 0 250 |UniPro tKB:Q38 8 57}

PF0 3171.17^2OG-Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^40 -135^E:8 .7e -28 `PF0 0 722.18 ^Glyco _hyd ro _16 ^Glyco syl

hyd ro lase s family 16 ^212-332^E:4.3e -44`PF0 6 9 55.9 ^XET_C^Xylo g lucan e nd o -transg lyco sylase  (XET) C-te rminus^354-

39 7^E:1.8 e -19

1 0 ,8 55 1 1,6 8 4 1 0 ,238 1 -0 ,38 3 0 -2,6 0 2 XTH2_SOYBN
Xylo g lucan e nd o transg luco sylase /hyd ro lase  2 (EC 2.4.1.20 7) (Brassino ste ro id -re g ulate d  p ro te in

BRU1)

Glycine  max (So yb e an) (G lycine

hisp id a)

Ap o p last; Ce ll wall; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ;

Re fe re nce  p ro te o me ; Se cre te d ; Sig nal; Transfe rase

SRR6 46 6 0 4_TR36 156 _c2_g 1_i1_le n=6 8 9 NA NA NA NA NA . 1 -0 ,0 39 0 ,39 5 0 ,521 0 ,0 8 6 0 ,9 46 0 ,0 0 7 1,337 0 -7,378 . . . . . .

SRR6 46 6 0 4_TR38 0 8 1_c0 _g 3_i4_le n=1533 ALFC2_ARATH
Q:141-

129 5,H:12-39 7
8 6 .27%ID E:0

Pro b ab le  fructo se -b isp ho sp hate  ald o lase  2,

chlo ro p lastic
PF0 0 274.16 ^Glyco lytic^Fructo se -b isp ho sp hate  ald o lase  class-I^79 -423^E:6 .2e -157 0 ,0 43 1,33 0 ,10 7 0 ,8 1 0 ,127 -0 ,327 0 ,0 49 -0 ,421 0 -1,30 3 ALFC2_ARATH Pro b ab le  fructo se -b isp ho sp hate  ald o lase  2, chlo ro p lastic (EC 4.1.2.13) FBA2 At4g 38 9 70  F19 H22.70 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Carb o hyd rate  d e g rad atio n; g lyco lysis; D-g lyce rald e hyd e  3-

p ho sp hate  and  g lyce ro ne  p ho sp hate  fro m D-g luco se : ste p  4/4.

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; G lyco lysis; Lyase ; Me thylatio n;

Pho sp ho p ro te in; Plastid ; Re fe re nce  p ro te o me ; Schiff b ase ; Transit p e p tid e

SRR6 48 70 5_TR6 8 3_c0 _g 8 _i2_le n=138 2 PLAS_SOLLC
Q:724-248 ,H:11-

170
77.16 %ID E:4e -6 7 Plasto cyanin, chlo ro p lastic PF0 0 127.17^Co p p e r-b ind ^Co p p e r b ind ing  p ro te ins, p lasto cyanin/azurin family^10 8 -20 5^E:3.4e -36 1 0 ,136 0 ,6 9 2 0 ,9 21 0 ,18 9 -1,50 1 0 ,356 -1,28 2 0 -1,18 9 PLAS_SOLLC Plasto cyanin, chlo ro p lastic PETE

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Chlo ro p last; Co mp le te  p ro te o me ; Co p p e r; Ele ctro n transp o rt; Me mb rane ; Me tal-b ind ing ; Plastid ;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transp o rt

SRR6 48 70 5_TR9 8 0 _c1_g 1_i5_le n=1345 VATL_VIGRR
Q:10 9 7-

6 0 6 ,H:1-16 4
9 7.56 %ID E:3e -6 7 V-typ e  p ro to n ATPase  16  kDa p ro te o lip id  sub unit

PF0 0 137.18 ^ATP-synt_C^ATP synthase  sub unit C^16 -75^E:6 .2e -14`PF0 0 137.18 ^ATP-synt_C^ATP synthase  sub unit C^9 6 -

154^E:6 .6 e -21
1 0 ,0 0 9 0 ,48 1 0 ,246 0 ,0 33 0 ,70 7 0 ,113 0 ,547 0 -7,136 VATL_VIGRR

V-typ e  p ro to n ATPase  16  kDa p ro te o lip id  sub unit (V-ATPase  16  kDa p ro te o lip id  sub unit)

(Vacuo lar p ro to n p ump  16  kDa p ro te o lip id  sub unit)

Vig na rad iata var. rad iata (Mung  b e an)

(Phase o lus aure us)

Hyd ro g e n io n transp o rt; Io n transp o rt; Me mb rane ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt; Vacuo le

SRR6 48 70 5_TR6 9 9 1_c0 _g 2_i1_le n=139 1 RRP3_SPIOL
Q:338 -6 52,H:77-

178
8 0 .9 5%ID E:3e -53 30 S rib o so mal p ro te in 3, chlo ro p lastic PF0 48 39 .10 ^PSRP-3_Ycf6 5^Plastid  and  cyano b acte rial rib o so mal p ro te in (PSRP-3 / Ycf6 5)^16 5-211^E:9 e -26 0 ,28 8 -0 ,544 1 -0 ,0 8 1 0 ,8 6 -0 ,15 1 -0 ,0 0 2 0 -1,431 RRP3_SPIOL 30 S rib o so mal p ro te in 3, chlo ro p lastic (Plastid -sp e cific  30 S rib o so mal p ro te in 3) (PSRP-3) PSRP3 Sp inacia o le race a (Sp inach)

Chlo ro p last; Dire ct p ro te in se q ue ncing ; Plastid ; RNA-b ind ing ; Rib o nucle o p ro te in; Rib o so mal

p ro te in; Transit p e p tid e ; rRNA-b ind ing

SRR6 48 70 5_TR8 49 7_c0 _g 2_i2_le n=18 39 FDFT_NICBE
Q:325-1554,H:1-

410
8 1.71%ID E:0 Sq uale ne  synthase PF0 0 49 4.16 ^SQS_PSY^Sq uale ne /p hyto e ne  synthase ^45-315^E:4.1e -45 1 -0 ,173 1 -0 ,337 1 0 ,0 45 0 ,8 6 -0 ,172 0 ,0 0 1 -1,0 0 3 FDFT_NICBE

Sq uale ne  synthase  (SQS) (SS) (EC 2.5.1.21) (FPP:FPP farne syltransfe rase ) (Farne syl-d ip ho sp hate

farne syltransfe rase )
Nico tiana b e nthamiana

PATHWAY: Te rp e ne  me tab o lism; lano ste ro l b io synthe sis; lano ste ro l

fro m farne syl d ip ho sp hate : ste p  1/3.

End o p lasmic re ticulum; Iso p re ne  b io synthe sis; Mag ne sium; Me mb rane ; Multifunctio nal e nzyme ;

NADP; Oxid o re d uctase ; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 5_TR9 78 2_c0 _g 2_i1_le n=772 RPC2_HUMAN

Q:16 0 -

435,H:10 44-

1129

6 7.39 %ID E:4e -37 DNA-d ire cte d  RNA p o lyme rase  III sub unit RPC2 . 1 0 ,419 0 ,316 -0 ,711 1 -3,473 0 ,6 29 1,278 0 -7,417 RPC2_HUMAN

DNA-d ire cte d  RNA p o lyme rase  III sub unit RPC2 (RNA p o lyme rase  III sub unit C2) (EC 2.7.7.6 )

(C128 ) (DNA-d ire cte d  RNA p o lyme rase  III 127.6  kDa p o lyp e p tid e ) (DNA-d ire cte d  RNA

p o lyme rase  III sub unit B)

POLR3B Ho mo  sap ie ns (Human)

Alte rnative  sp lic ing ; Antiviral d e fe nse ; Co mp le te  p ro te o me ; DNA-d ire cte d  RNA p o lyme rase ;

Dise ase  mutatio n; Immunity; Innate  immunity; Le uko d ystro p hy; Me tal-b ind ing ;

Nucle o tid yltransfe rase ; Nucle us; Po lymo rp hism; Re fe re nce  p ro te o me ; Transcrip tio n;

Transfe rase ; Zinc; Zinc-fing e r

SRR6 48 70 5_TR126 20 _c0 _g 5_i2_le n=10 11 NA NA NA NA NA . 1 0 ,0 0 6 1 0 ,331 1 1,48 1 0 ,0 77 0 -7,8 75 . . . . . .

SRR6 48 70 5_TR129 19 _c1_g 3_i4_le n=120 4 PLP3A_ARATH
Q:19 2-734,H:1-

18 1
79 .56 %ID E:7e -9 0 Thio re d o xin d o main-co ntaining  p ro te in PLP3A PF0 0 0 8 5.17^Thio re d o xin^Thio re d o xin^8 9 -173^E:8 .7e -0 6 0 ,9 12 -0 ,0 51 1 -0 ,0 18 0 ,58 1 0 ,349 0 ,8 8 6 0 ,16 0 -3,778 PLP3A_ARATH Thio re d o xin d o main-co ntaining  p ro te in PLP3A (Pho sd ucin-like  p ro te in 3A) PLP3A At3g 50 9 6 0  F18 B3.240 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Cyto p lasm; Micro tub ule ; Nucle us; Re fe re nce  p ro te o me

SRR6 48 70 5_TR13159 _c0 _g 4_i7_le n=158 5 UBC2_WHEAT
Q:8 9 4-

120 2,H:50 -152
9 5.15%ID E:5e -6 4 Ub iq uitin-co njug ating  e nzyme  E2 2 PF0 0 179 .23^UQ_co n^Ub iq uitin-co njug ating  e nzyme ^25-119 ^E:8 .2e -39 0 ,76 3 0 ,213 0 ,34 -0 ,50 9 0 ,748 -0 ,26 6 0 ,748 -0 ,229 0 ,0 0 1 -2,30 7 UBC2_WHEAT

Ub iq uitin-co njug ating  e nzyme  E2 2 (EC 2.3.2.23) (E2 ub iq uitin-co njug ating  e nzyme  2) (Ub iq uitin

carrie r p ro te in 2) (Ub iq uitin-co njug ating  e nzyme  E2-16  kDa) (Ub iq uitin-p ro te in l ig ase  2)
UBC2 UBC1 Triticum ae stivum (Whe at)

PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

{ECO:0 0 0 0 255|PROSITE-Pro Rule :PRU0 0 38 8 }.

ATP-b ind ing ; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ; Transfe rase ; Ub l

co njug atio n p athway

SRR6 48 70 5_TR146 0 8 _c0 _g 2_i3_le n=20 0 7 NA NA NA NA NA
PF0 2151.16 ^UVR^UvrB/uvrC mo tif^157-18 8 ^E:5.7e -0 8 `PF0 8 755.8 ^YccV-like ^He mime thylate d  DNA-b ind ing  p ro te in YccV

like ^20 6 -30 2^E:6 .2e -26
1 -0 ,16 5 1 -1,0 6 7 1 -0 ,0 48 1 0 ,10 7 0 ,0 0 1 -2,716 . . . . . .

SRR6 48 70 5_TR146 18 _c0 _g 1_i1_le n=30 12 4CLL7_ARATH
Q:36 0 -

20 0 0 ,H:1-544
6 8 .74%ID E:0 4-co umarate --Co A lig ase -like  7

PF0 0 50 1.25^AMP-b ind ing ^AMP-b ind ing  e nzyme ^36 -449 ^E:1.1e -10 1`PF1319 3.3^AMP-b ind ing _C^AMP-b ind ing  e nzyme  C-

te rminal d o main^458 -533^E:1.2e -14
0 ,40 2 0 ,8 6 5 0 ,6 6 3 -0 ,36 5 0 ,524 0 ,6 39 0 ,312 0 ,8 35 0 -1,6 38 4CLL7_ARATH 4-co umarate --Co A lig ase -like  7 (EC 6 .2.1.-) (4-co umarate --Co A lig ase  iso fo rm 6 ) (At4CL6 ) 4CLL7 At4g 0 516 0  C17L7.8 0 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Fatty acid  b io synthe sis; Fatty acid  me tab o lism; Lig ase ; Lip id

b io synthe sis; Lip id  me tab o lism; Nucle o tid e -b ind ing ; Oxylip in b io synthe sis; Pe ro xiso me ;

Re fe re nce  p ro te o me

SRR6 48 70 5_TR146 8 0 _c0 _g 3_i1_le n=3141 RPM1_ARATH
Q:18 2-28 57,H:1-

8 8 9
33.0 4%ID E:1e -119 Dise ase  re sistance  p ro te in RPM1 PF0 0 9 31.19 ^NB-ARC^NB-ARC d o main^177-46 6 ^E:1.1e -70 1 0 ,123 1 -1,257 1 -0 ,8 5 1 -1,8 32 0 -2,773 RPM1_ARATH Dise ase  re sistance  p ro te in RPM1 (Re sistance  to  Pse ud o mo nas syring ae  p ro te in 3) RPM1 RPS3 At3g 0 70 40  F17A9 .20 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Hyp e rse nsitive  re sp o nse ; Le ucine -rich re p e at; Me mb rane ;

Nucle o tid e -b ind ing ; Plant d e fe nse ; Re fe re nce  p ro te o me ; Re p e at

SRR6 48 70 5_TR158 6 9 _c1_g 6 _i1_le n=10 6 8 0 TI214_COFAR

Q:4729 -

730 5,H:9 9 5-

18 73

71.28 %ID E:0 Pro te in TIC 214 {ECO:0 0 0 0 250 |UniPro tKB:P56 78 5}
PF0 5758 .9 ^Ycf1^Ycf1^21-255^E:3.9 e -16 0 `PF0 5758 .9 ^Ycf1^Ycf1^252-50 9 ^E:7.7e -8 2`PF0 5758 .9 ^Ycf1^Ycf1^50 8 -8 57^E:6 .9 e -

173
0 ,34 -0 ,572 0 ,142 -0 ,8 58 0 ,8 74 -0 ,18 7 1 0 ,0 25 0 -1,0 11 TI214_COFAR Pro te in TIC 214 (Translo co n at the  inne r e nve lo p e  me mb rane  o f chlo ro p lasts 214) (AtTIC214) TIC214 ycf1 Co ffe a arab ica (Arab ian co ffe e )

Chlo ro p last; Me mb rane ; Plastid ; Plastid  inne r me mb rane ; Pro te in transp o rt; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR6 48 70 5_TR16 26 2_c1_g 1_i1_le n=20 22 NA NA NA NA NA . 0 ,77 -0 ,16 8 1 -0 ,0 6 1 1 0 ,1 1 -0 ,0 34 0 -5,38 6 . . . . . .

SRR6 48 70 5_TR16 8 24_c0 _g 1_i6 _le n=8 0 36 PSAA_COFAR
Q:39 26 -

6 175,H:1-750
9 9 .47%ID E:0

Pho to syste m I P70 0  chlo ro p hyll a ap o p ro te in A1

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 0 458 }
PF0 0 223.16 ^PsaA_PsaB^Pho to syste m I p saA/p saB p ro te in^32-744^E:0 0 ,8 58 -0 ,10 4 0 ,6 55 -0 ,223 0 ,77 -0 ,211 1 0 ,0 0 2 0 -0 ,9 9 7 PSAA_COFAR Pho to syste m I P70 0  chlo ro p hyll a ap o p ro te in A1 (EC 1.9 7.1.12) (PSI-A) (PsaA) p saA Co ffe a arab ica (Arab ian co ffe e )

4Fe -4S; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Ele ctro n transp o rt; Iro n; Iro n-sulfur; Mag ne sium;

Me mb rane ; Me tal-b ind ing ; Oxid o re d uctase ; Pho to synthe sis; Pho to syste m I; Plastid ; Thylako id ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 48 70 5_TR1738 9 _c0 _g 1_i3_le n=1276 XTH2_SOYBN
Q:716 -16 5,H:9 7-

28 3
78 .6 1%ID E:4e -10 4

Xylo g lucan e nd o transg luco sylase /hyd ro lase  2

{ECO:0 0 0 0 250 |UniPro tKB:Q38 8 57}
. 1 -0 ,26 5 0 ,129 -5,20 5 0 ,0 0 9 -5,30 6 0 ,118 -1,9 7 0 -3,137 XTH2_SOYBN

Xylo g lucan e nd o transg luco sylase /hyd ro lase  2 (EC 2.4.1.20 7) (Brassino ste ro id -re g ulate d  p ro te in

BRU1)

Glycine  max (So yb e an) (G lycine

hisp id a)

Ap o p last; Ce ll wall; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ;

Re fe re nce  p ro te o me ; Se cre te d ; Sig nal; Transfe rase

SRR6 48 70 5_TR18 9 52_c0 _g 1_i1_le n=118 6 NA NA NA NA NA . 0 ,46 1 0 ,8 9 1 1 0 ,29 7 1 0 ,0 71 0 ,732 -0 ,773 0 -2,456 . . . . . .

SRR6 48 70 5_TR21549 _c0 _g 1_i5_le n=9 75 SMD3_XENLA
Q:754-473,H:2-

9 5
6 0 .6 4%ID E:2e -38 Small nucle ar rib o nucle o p ro te in Sm D3 PF0 1423.19 ^LSM^LSM d o main^11-74^E:1.1e -16 0 ,8 22 -0 ,20 1 0 ,258 -0 ,8 8 4 0 ,6 9 2 1,0 44 0 ,6 9 2 0 ,8 9 6 0 -2,6 9 5 SMD3_XENLA Small nucle ar rib o nucle o p ro te in Sm D3 (Sm-D3) (snRNP co re  p ro te in D3) snrp d 3 Xe no p us lae vis (African clawe d  fro g )

Cyto p lasm; Me thylatio n; Nucle us; RNA-b ind ing ; Re p e at; Rib o nucle o p ro te in; mRNA p ro ce ssing ;

mRNA sp lic ing

SRR6 48 70 5_TR219 42_c2_g 4_i3_le n=58 2 NA NA NA NA NA . 1 -0 ,316 1 0 ,455 1 -0 ,38 6 0 ,6 29 -0 ,9 14 0 -2,8 39 . . . . . .

SRR6 48 70 5_TR230 32_c0 _g 1_i4_le n=226 9 RH56 _ARATH
Q:347-

1513,H:39 -427
9 5.6 3%ID E:0 DEAD-b o x ATP-d e p e nd e nt RNA he licase  56

PF0 0 270 .26 ^DEAD^DEAD/DEAH b o x he licase ^6 5-230 ^E:9 .2e -38 `PF0 48 51.12^Re sIII^Typ e  III re strictio n e nzyme , re s

sub unit^8 1-227^E:2.1e -0 6 `PF0 0 271.28 ^He licase _C^He licase  co nse rve d  C-te rminal d o main^271-377^E:2.2e -27
0 ,0 6 -0 ,76 5 0 ,9 15 0 ,0 8 0 ,39 5 0 ,6 49 0 ,39 5 0 ,59 7 0 -7,0 6 3 RH56 _ARATH DEAD-b o x ATP-d e p e nd e nt RNA he licase  56  (EC 3.6 .4.13) (UAP56  ho mo lo g  B) RH56  UAP56 B At5g 1120 0  F2I11.9 0 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; He licase ; Hyd ro lase ; Nucle o tid e -b ind ing ;

Nucle us; RNA-b ind ing ; Re fe re nce  p ro te o me ; Transp o rt; mRNA p ro ce ssing ; mRNA sp lic ing ;

mRNA transp o rt

SRR6 48 70 5_TR2330 8 _c0 _g 3_i7_le n=18 26 SPDE_COFAR
Q:359 -1411,H:1-

316
79 .8 9 %ID E:0 Sp e rmid ine  synthase PF0 156 4.14^Sp e rmine _synth^Sp e rmine /sp e rmid ine  synthase ^6 0 -30 5^E:5.7e -9 8 0 ,70 7 -0 ,39 0 ,38 1 0 ,744 0 ,0 59 -1,0 57 0 ,0 0 2 -1,9 8 5 0 -1,9 6 8 SPDE_COFAR Sp e rmid ine  synthase  (SPDSY) (EC 2.5.1.16 ) (Putre scine  amino p ro p yltransfe rase ) Co ffe a arab ica (Arab ian co ffe e )

PATHWAY: Amine  and  p o lyamine  b io synthe sis; sp e rmid ine

b io synthe sis; sp e rmid ine  fro m p utre scine : ste p  1/1.
Po lyamine  b io synthe sis; Sp e rmid ine  b io synthe sis; Transfe rase

SRR6 48 70 5_TR23318 _c0 _g 1_i4_le n=130 2 PSB3A_ARATH
Q:10 27-416 ,H:1-

20 4
9 2.16 %ID E:2e -137 Pro te aso me  sub unit b e ta typ e -3-A PF0 0 227.23^Pro te aso me ^Pro te aso me  sub unit^7-18 9 ^E:1.2e -42 0 ,79 8 0 ,474 1 -0 ,0 6 4 0 ,0 76 2,0 8 7 0 ,132 1,9 6 8 0 -4,732 PSB3A_ARATH

Pro te aso me  sub unit b e ta typ e -3-A (EC 3.4.25.1) (20 S p ro te aso me  b e ta sub unit C-1) (Pro te aso me

co mp o ne nt T)
PBC1 PRCT At1g 21720  F8 K7.15 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Hyd ro lase ; Nucle us; Pro te ase ;

Pro te aso me ; Re fe re nce  p ro te o me ; Thre o nine  p ro te ase

SRR6 48 70 5_TR2379 5_c0 _g 1_i3_le n=8 8 8 YTHD1_MOUSE
Q:6 6 -38 6 ,H:437-

543
55.14%ID E:1e -31 YTH d o main-co ntaining  family p ro te in 1 {ECO:0 0 0 0 30 5} PF0 4146 .12^YTH^YT521-B-like  d o main^17-73^E:2e -12 0 ,412 0 ,59 9 0 ,733 0 ,121 0 ,0 0 2 1,8 42 0 ,19 5 0 ,9 26 0 -1,578 YTHD1_MOUSE

YTH d o main-co ntaining  family p ro te in 1 (De rmato myo sitis  asso ciate d  with cance r p utative

auto antig e n 1 ho mo lo g ) (DACA-1 ho mo lo g )
Ythd f1 Mus musculus (Mo use )

Ace tylatio n; Co mp le te  p ro te o me ; Cyto p lasm; Pho sp ho p ro te in; RNA-b ind ing ; Re fe re nce

p ro te o me

SRR6 48 70 5_TR240 10 _c1_g 1_i1_le n=2247 Y1154_ARATH
Q:310 -178 2,H:7-

46 4
6 4.71%ID E:0 Pro b ab le  se rine /thre o nine -p ro te in kinase  At1g 0 1540

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^18 6 -453^E:7.5e -48 `PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^18 8 -

455^E:1.1e -45
1 0 ,0 29 1 0 ,0 58 1 1,0 0 4 1 0 0 -2,20 9 Y1154_ARATH Pro b ab le  se rine /thre o nine -p ro te in kinase  At1g 0 1540  (EC 2.7.11.1) At1g 0 1540  F22L4.8 Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Kinase ; Me mb rane ; Nucle o tid e -b ind ing ;

Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Se rine /thre o nine -p ro te in kinase ; Transfe rase ;

Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 5_TR24275_c0 _g 1_i1_le n=6 8 2 SNAK2_SOLTU
Q:343-155,H:42-

10 4
71.43%ID E:6 e -23 Snakin-2 PF0 270 4.11^GASA^Gib b e re ll in re g ulate d  p ro te in^45-10 4^E:3.1e -19 0 ,50 2 3,8 42 1 2,8 6 5 0 ,254 4,59 2 0 ,50 2 3,9 27 0 -4,0 36 SNAK2_SOLTU Snakin-2 SN2 So lanum tub e ro sum (Po tato )

Antimicro b ial; Ce ll wall; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; Plant

d e fe nse ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR6 48 70 5_TR26 775_c0 _g 1_i1_le n=2734 PAL1_TOBAC
Q:246 0 -337,H:4-

715
8 8 .48 %ID E:0 Phe nylalanine  ammo nia-lyase PF0 0 221.16 ^Lyase _aro matic^Aro matic amino  acid  lyase ^6 2-540 ^E:3.3e -154 0 ,25 0 ,42 0 2,554 0 ,0 26 0 ,49 1 0 ,0 0 3 0 ,6 44 0 -1,8 71 PAL1_TOBAC Phe nylalanine  ammo nia-lyase  (EC 4.3.1.24) TPA1 PALB Nico tiana tab acum (Co mmo n to b acco )

PATHWAY: Phe nylp ro p ano id  me tab o lism; trans-cinnamate

b io synthe sis; trans-cinnamate  fro m L-p he nylalanine : ste p  1/1.
Cyto p lasm; Lyase ; Phe nylp ro p ano id  me tab o lism

SRR6 48 70 5_TR28 375_c0 _g 1_i2_le n=778 ARR9 _ARATH
Q:56 4-10 9 ,H:1-

158
76 .1%ID E:1e -79 Two -co mp o ne nt re sp o nse  re g ulato r ARR9 PF0 0 0 72.21^Re sp o nse _re g ^Re sp o nse  re g ulato r re ce ive r d o main^12-133^E:3.6 e -21 1 0 1 0 1 0 1 0 0 -7,79 2 ARR9 _ARATH Two -co mp o ne nt re sp o nse  re g ulato r ARR9  (Re sp o nse  re acto r 4) ARR9  ATRR4 At3g 570 40  F24I3.120 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Cyto kinin s ig naling  p athway; Nucle us; Pho sp ho p ro te in; Re fe re nce

p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n; Two -co mp o ne nt re g ulato ry syste m

SRR6 48 70 5_TR29 523_c0 _g 2_i1_le n=1570 GOLS1_AJURE
Q:20 0 -1216 ,H:1-

333
8 3.78 %ID E:0 Galactino l synthase  1 PF0 150 1.17^Glyco _transf_8 ^Glyco syl transfe rase  family 8 ^32-274^E:3.6 e -43 0 ,0 0 2 1,226 0 1,54 0 ,0 6 1 0 ,46 7 0 ,0 78 0 ,44 0 ,0 0 1 -0 ,76 3 GOLS1_AJURE Galactino l synthase  1 (ArGo lS1) (Go lS-1) (EC 2.4.1.123) GOLS1 Ajug a re p tans (Bug le )

Carb o hyd rate  me tab o lism; Cyto p lasm; Galacto se  me tab o lism; G lyco syltransfe rase ; Mang ane se ;

Me tal-b ind ing ; Transfe rase

SRR6 48 70 5_TR30 731_c0 _g 3_i1_le n=6 6 9 NA NA NA NA NA . 0 ,129 -4,8 8 2 0 ,0 0 5 -4,728 1 2,6 44 1 1,78 0 -6 ,9 35 . . . . . .

SRR6 48 70 5_TR32123_c0 _g 2_i1_le n=2142 AROG_SOLTU
Q:30 4-

178 2,H:30 -510
8 4.79 %ID E:0

Pho sp ho -2-d e hyd ro -3-d e o xyhe p to nate  ald o lase  2,

chlo ro p lastic
PF0 1474.13^DAHP_synth_2^Class-II DAHP synthe tase  family^2-38 4^E:1.3e -18 0 0 ,356 1,0 0 4 0 ,0 0 1 3,36 8 1 0 ,454 0 ,6 9 2 0 ,8 24 0 -1,8 24 AROG_SOLTU

Pho sp ho -2-d e hyd ro -3-d e o xyhe p to nate  ald o lase  2, chlo ro p lastic (EC 2.5.1.54) (3-d e o xy-D-arab ino -

he p tulo so nate  7-p ho sp hate  synthase  2) (DAHP synthase  2) (Pho sp ho -2-ke to -3-d e o xyhe p to nate

ald o lase  2)

SHKB ARO2 So lanum tub e ro sum (Po tato )

PATHWAY: Me tab o lic inte rme d iate  b io synthe sis; cho rismate

b io synthe sis; cho rismate  fro m D-e rythro se  4-p ho sp hate  and

p ho sp ho e no lp yruvate : ste p  1/7.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ;

Plastid ; Re fe re nce  p ro te o me ; Transfe rase ; Transit p e p tid e

SRR6 48 70 5_TR34528 _c0 _g 5_i1_le n=10 9 6 NA NA NA NA NA
PF1436 8 .3^LTP_2^Pro b ab le  lip id  transfe r^14-10 1^E:2.3e -11`PF0 0 234.19 ^Tryp _alp ha_amyl^Pro te ase  inhib ito r/se e d

sto rag e /LTP family^28 -10 3^E:4.7e -0 9
0 ,50 2 -1,555 1 -1,432 1 0 1 0 0 -3,9 14 . . . . . .

SRR6 48 70 5_TR36 19 5_c0 _g 1_i1_le n=56 9 NA NA NA NA NA . 0 ,134 -0 ,49 3 0 ,0 51 -0 ,8 6 8 0 ,6 9 8 -0 ,251 0 ,34 -0 ,50 1 0 -1,6 8 . . . . . .

SRR6 48 70 5_TR3740 5_c0 _g 1_i1_le n=10 33 Y556 6 _ARATH
Q:56 0 -20 4,H:1-

117
6 3.0 3%ID E:2e -36 Uncharacte rize d  p ro te in At5g 6 56 6 0 . 1 0 1 0 1 0 1 0 0 -7,46 8 Y556 6 _ARATH Uncharacte rize d  p ro te in At5g 6 56 6 0 At5g 6 56 6 0  K21L13.18 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 5_TR41240 _c0 _g 2_i3_le n=120 5 VPS29 _ARATH
Q:8 40 -277,H:1-

18 8
8 6 .7%ID E:2e -116 Vacuo lar p ro te in so rting -asso ciate d  p ro te in 29 PF128 50 .4^Me tallo p ho s_2^Calcine urin-like  p ho sp ho e ste rase  sup e rfamily d o main^4-157^E:2.1e -19 0 ,6 26 0 ,141 0 ,539 0 ,20 9 0 ,0 0 2 0 ,9 9 1 0 ,0 0 3 0 ,9 56 0 -1,6 78 VPS29 _ARATH Vacuo lar p ro te in so rting -asso ciate d  p ro te in 29  (Pro te in MAIGO 1) (Ve sic le  p ro te in so rting  29 ) VPS29  MAG1 At3g 478 10  T23J7.140 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; End o so me ; Go lg i ap p aratus; Me mb rane ; Pro te in transp o rt;

Re fe re nce  p ro te o me ; Transp o rt

SRR6 48 70 5_TR41754_c0 _g 1_i1_le n=539 NA NA NA NA NA . 0 ,6 8 7 -0 ,10 7 0 ,0 12 0 ,6 0 2 0 0 ,9 0 9 0 1,0 44 0 -1,0 56 . . . . . .

SRR6 48 70 5_TR4248 1_c0 _g 3_i1_le n=19 78 ILV5_ARATH
Q:10 25-

170 8 ,H:358 -58 5
9 1.23%ID E:5e -146 Ke to l-acid  re d ucto iso me rase , chlo ro p lastic

PF0 1450 .16 ^IlvC^Ace to hyd ro xy acid  iso me ro re d uctase , catalytic d o main^2-8 5^E:1.8 e -0 8 `PF0 1450 .16 ^IlvC^Ace to hyd ro xy

acid  iso me ro re d uctase , catalytic d o main^9 8 -174^E:1.7e -0 8
0 ,78 1 0 ,49 3 0 ,312 -0 ,74 1 -0 ,36 2 1 -0 ,49 6 0 -2,127 ILV5_ARATH

Ke to l-acid  re d ucto iso me rase , chlo ro p lastic (EC 1.1.1.8 6 ) (Ace to hyd ro xy-acid  re d ucto iso me rase )

(Alp ha-ke to -b e ta-hyd ro xylacyl re d ucto iso me rase )
At3g 58 6 10  F14P22.20 0 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-iso le ucine  b io synthe sis; L-

iso le ucine  fro m 2-o xo b utano ate : ste p  2/4.; PATHWAY: Amino -acid

b io synthe sis; L-valine  b io synthe sis; L-valine  fro m p yruvate : ste p  2/4.

Amino -acid  b io synthe sis; Branche d -chain amino  acid  b io synthe sis; Chlo ro p last; Co mp le te

p ro te o me ; Mag ne sium; Me tal-b ind ing ; NADP; Oxid o re d uctase ; Plastid ; Re fe re nce  p ro te o me ;

Transit p e p tid e

SRR6 48 70 5_TR4256 2_c0 _g 1_i4_le n=30 6 1 XYL2_MEDSV
Q:225-

2456 ,H:31-774
72.31%ID E:0

Be ta-xylo sid ase /alp ha-L-arab ino furano sid ase  2

{ECO:0 0 0 0 30 3|Pub Me d :176 15411,

ECO:0 0 0 0 312|EMBL:ABQ45228 .1}

PF0 0 9 33.18 ^Glyco _hyd ro _3^Glyco syl hyd ro lase  family 3 N te rminal d o main^125-36 6 ^E:1.1e -

39 `PF0 19 15.19 ^Glyco _hyd ro _3_C^Glyco syl hyd ro lase  family 3 C-te rminal d o main^413-6 42^E:4e -50 `PF14310 .3^Fn3-

like ^Fib ro ne ctin typ e  III-l ike  d o main^70 2-76 9 ^E:8 .6 e -0 9

0 ,0 9 3 -0 ,78 8 0 ,0 0 6 -3,13 1 0 ,6 73 1 0 ,28 3 0 -2,126 XYL2_MEDSV

Be ta-xylo sid ase /alp ha-L-arab ino furano sid ase  2 (Xylan 1,4-b e ta-xylo sid ase /Alp ha-L-

arab ino furano sid ase  2) (MsXyl2) [Includ e s: Be ta-xylo sid ase  (EC 3.2.1.37) (1,4-b e ta-D-xylan

xylo hyd ro lase ) (Xylan 1,4-b e ta-xylo sid ase ); Alp ha-L-arab ino furano sid ase  (Arab ino sid ase ) (EC

3.2.1.55)]

Xyl2
Me d icag o  sativa sub sp . varia (Alfalfa)

(Me d icag o  varia)

Carb o hyd rate  me tab o lism; Extrace llular matrix; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ;

Multifunctio nal e nzyme ; Po lysaccharid e  d e g rad atio n; Se cre te d ; Sig nal; Xylan d e g rad atio n

SRR6 48 70 5_TR4318 4_c0 _g 2_i4_le n=8 8 0 H2B1_MEDTR
Q:28 9 -56 4,H:57-

148
9 8 .9 1%ID E:3e -57 Pro b ab le  histo ne  H2B.1 PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^41-16 4^E:2.5e -22 0 ,0 0 6 -1,138 0 ,0 6 9 -1,0 74 0 ,472 -0 ,76 1 0 ,19 5 -1,129 0 -0 ,9 43 H2B1_MEDTR Pro b ab le  histo ne  H2B.1

Me d icag o  truncatula (Barre l me d ic)

(Me d icag o  trib ulo id e s)

Ace tylatio n; Chro mo so me ; DNA-b ind ing ; Iso p e p tid e  b o nd ; Nucle o so me  co re ; Nucle us; Ub l

co njug atio n

SRR6 48 70 5_TR45115_c0 _g 2_i1_le n=518 NA NA NA NA NA . 1 -2,541 1 -1,6 31 1 0 1 0 0 -3,77 . . . . . .

SRR6 48 70 5_TR45324_c0 _g 1_i1_le n=9 0 0 NA NA NA NA NA . 1 -0 ,0 6 1 1 -2,523 0 ,254 -2,474 0 ,254 -2,572 0 ,0 0 1 -2,6 45 . . . . . .

SRR6 48 70 7_TR16 35_c0 _g 1_i2_le n=138 5 TLC1_SOLTU
Q:145-

9 8 7,H:348 -6 31
8 5.56 %ID E:3e -158 Plastid ic ATP/ADP-transp o rte r PF0 3219 .11^TLC^TLC ATP/ADP transp o rte r^6 -232^E:7e -9 5 1 -0 ,276 0 ,0 76 -2,148 1 0 1 0 0 -1,9 9 3 TLC1_SOLTU Plastid ic ATP/ADP-transp o rte r So lanum tub e ro sum (Po tato )

ATP-b ind ing ; Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Nucle o tid e -b ind ing ; Plastid ;

Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 48 70 7_TR4151_c0 _g 1_i1_le n=1458 MYB6 _ARATH
Q:126 2-

1456 ,H:3-6 9
77.6 1%ID E:1e -27 Transcrip tio n re p re sso r MYB6 PF14547.3^Hyd ro p ho b _se e d ^Hyd ro p ho b ic se e d  p ro te in^214-29 7^E:5.2e -24 0 ,132 -2,19 8 1 -1,0 9 1 0 ,40 7 1 -1,121 0 -2,0 21 MYB6 _ARATH Transcrip tio n re p re sso r MYB6  (Myb -re late d  p ro te in 6 ) (AtMYB6 ) MYB6  At4g 0 9 46 0  T15G18 .120 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Re p e at; Re p re sso r;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR6 48 70 7_TR4176 _c0 _g 2_i2_le n=230 0 AROG_SOLTU
Q:19 56 -

478 ,H:30 -510
8 4.79 %ID E:0

Pho sp ho -2-d e hyd ro -3-d e o xyhe p to nate  ald o lase  2,

chlo ro p lastic
PF0 1474.13^DAHP_synth_2^Class-II DAHP synthe tase  family^2-38 4^E:1.3e -18 0 1 1,0 48 1 1,579 1 0 ,8 5 1 0 ,39 4 0 -6 ,9 34 AROG_SOLTU

Pho sp ho -2-d e hyd ro -3-d e o xyhe p to nate  ald o lase  2, chlo ro p lastic (EC 2.5.1.54) (3-d e o xy-D-arab ino -

he p tulo so nate  7-p ho sp hate  synthase  2) (DAHP synthase  2) (Pho sp ho -2-ke to -3-d e o xyhe p to nate

ald o lase  2)

SHKB ARO2 So lanum tub e ro sum (Po tato )

PATHWAY: Me tab o lic inte rme d iate  b io synthe sis; cho rismate

b io synthe sis; cho rismate  fro m D-e rythro se  4-p ho sp hate  and

p ho sp ho e no lp yruvate : ste p  1/7.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ;

Plastid ; Re fe re nce  p ro te o me ; Transfe rase ; Transit p e p tid e

SRR6 48 70 7_TR49 25_c0 _g 1_i2_le n=20 58 P2C30 _ARATH
Q:9 49 -

16 38 ,H:156 -38 9
6 7.0 9 %ID E:1e -9 9 Pro b ab le  p ro te in p ho sp hatase  2C 30 PF0 0 48 1.18 ^PP2C^Pro te in p ho sp hatase  2C^6 -220 ^E:9 .5e -56 0 6 ,0 29 0 8 ,8 45 0 ,0 0 2 5,327 0 5,8 22 0 -2,226 P2C30 _ARATH Pro b ab le  p ro te in p ho sp hatase  2C 30  (AtPP2C30 ) (EC 3.1.3.16 ) (AthPP2C5) PP2C5 At2g 40 18 0  T7M7.17 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Hyd ro lase ; Mag ne sium; Mang ane se ; Me tal-b ind ing ; Pro te in p ho sp hatase ;

Re fe re nce  p ro te o me

SRR6 48 70 7_TR8 141_c1_g 2_i3_le n=258 2 SFGH_ARATH
Q:10 8 -9 56 ,H:1-

28 4
8 1.34%ID E:3e -16 7 S-fo rmylg lutathio ne  hyd ro lase

PF0 0 756 .17^Este rase ^Putative  e ste rase ^25-275^E:2.7e -6 0 `PF0 0 326 .18 ^Pe p tid ase _S9 ^Pro lyl o lig o p e p tid ase  family^110 -

26 4^E:1.8 e -0 8
1 -0 ,6 54 1 -0 ,30 2 1 0 ,452 1 0 ,8 9 9 0 -3,0 9 1 SFGH_ARATH S-fo rmylg lutathio ne  hyd ro lase  (AtSFGH) (EC 3.1.2.12) (Este rase  D) SFGH At2g 41530  T32G6 .5 Arab id o p sis thaliana (Mo use -e ar cre ss) Ace tylatio n; Co mp le te  p ro te o me ; Hyd ro lase ; Re fe re nce  p ro te o me ; Se rine  e ste rase

SRR6 48 70 7_TR9 441_c0 _g 1_i1_le n=2131 MYB44_ARATH
Q:19 0 6 -

9 6 8 ,H:2-272
50 %ID E:5e -6 7 Transcrip tio n facto r MYB44

PF0 0 249 .28 ^Myb _DNA-b ind ing ^Myb -like  DNA-b ind ing  d o main^14-59 ^E:9 .5e -20 `PF139 21.3^Myb _DNA-b ind _6 ^Myb -like

DNA-b ind ing  d o main^17-75^E:9 .9 e -18 `PF0 0 249 .28 ^Myb _DNA-b ind ing ^Myb -like  DNA-b ind ing  d o main^6 8 -110 ^E:9 .6 e -

15`PF139 21.3^Myb _DNA-b ind _6 ^Myb -like  DNA-b ind ing  d o main^6 9 -117^E:3e -0 9

0 ,79 8 -0 ,135 0 ,59 7 0 ,39 6 0 ,36 4 -0 ,48 9 0 ,0 29 -1,16 2 0 -5,433 MYB44_ARATH
Transcrip tio n facto r MYB44 (Myb -re late d  p ro te in 44) (AtMYB44) (Myb -re late d  p ro te in R1)

(AtMYBR1)
MYB44 MYBR1 At5g 6 730 0  K8 K14.2 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ab scis ic acid  s ig naling  p athway; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce

p ro te o me ; Re p e at; Transcrip tio n; Transcrip tio n re g ulatio n

SRR6 48 70 7_TR10 6 70 _c0 _g 1_i2_le n=149 0 EXO_ARATH
Q:6 8 7-

1238 ,H:133-314
77.17%ID E:4e -10 9 Pro te in EXORDIUM PF0 46 74.9 ^Phi_1^Pho sp hate -ind uce d  p ro te in 1 co nse rve d  re g io n^2-172^E:5.3e -8 4 1 0 1 -0 ,29 1 0 1 0 0 -1,9 23 EXO_ARATH Pro te in EXORDIUM EXO At4g 0 8 9 50  T3H13.3 Arab id o p sis thaliana (Mo use -e ar cre ss) Ap o p last; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR6 48 70 7_TR11147_c1_g 2_i2_le n=158 0 NA NA NA NA NA . 1 0 ,0 17 0 ,0 1 -1,436 0 ,10 9 -1,0 9 3 0 ,0 0 4 -2,218 0 -1,717 . . . . . .

SRR6 48 70 7_TR12110 _c0 _g 1_i1_le n=10 8 6 UFM1_ARATH
Q:8 15-56 4,H:2-

8 5
9 6 .43%ID E:1e -49 Ub iq uitin-fo ld  mo d ifie r 1 . 0 ,50 2 2,0 9 7 1 0 ,537 0 ,254 4,6 9 5 1 2,118 0 -4,13 UFM1_ARATH Ub iq uitin-fo ld  mo d ifie r 1 At1g 77710  T32E8 .4 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Iso p e p tid e  b o nd ; Re fe re nce  p ro te o me ; Ub l co njug atio n p athway

SRR6 48 70 7_TR15745_c1_g 1_i1_le n=2478 WDR26 _XENTR
Q:70 0 -

2178 ,H:70 -59 5
36 .23%ID E:1e -10 9 WD re p e at-co ntaining  p ro te in 26

PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^26 4-29 8 ^E:3.5e -0 5`PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^30 9 -

344^E:0 .0 16 `PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^348 -38 6 ^E:0 .0 8 3`PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta

re p e at^476 -513^E:0 .0 29 `PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^518 -556 ^E:4.3e -0 8

1 0 1 -1,6 33 1 0 1 2,9 0 2 0 -7,0 58 WDR26 _XENTR WD re p e at-co ntaining  p ro te in 26 wd r26  TGas0 59 a0 7.1
Xe no p us tro p icalis (We ste rn c lawe d

fro g ) (Silurana tro p icalis)
Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me ; Re p e at; WD re p e at

SRR6 48 70 7_TR159 42_c1_g 1_i1_le n=6 12 NA NA NA NA NA . 0 ,0 0 6 -0 ,9 53 0 ,16 2 0 ,40 8 0 ,0 28 1,528 0 ,6 43 0 ,471 0 ,0 0 1 -1,0 6 6 . . . . . .

SRR6 48 70 7_TR170 71_c0 _g 1_i1_le n=6 48 NA NA NA NA NA . 1 -3,126 0 ,0 38 -1,8 24 0 ,38 1 -2,0 8 1 0 ,38 1 -1,46 5 0 -2,0 8 9 . . . . . .

SRR6 48 70 7_TR2329 2_c0 _g 1_i1_le n=116 7 CBSX1_ARATH
Q:374-9 6 7,H:39 -

236
75.76 %ID E:2e -9 9 CBS d o main-co ntaining  p ro te in CBSX1, chlo ro p lastic PF0 0 571.25^CBS^CBS d o main^79 -133^E:9 .7e -14`PF0 0 571.25^CBS^CBS d o main^173-226 ^E:1.9 e -16 0 ,6 11 -0 ,40 9 0 ,8 48 0 ,20 5 0 ,6 2 0 ,429 0 ,6 2 0 ,431 0 -8 ,234 CBSX1_ARATH

CBS d o main-co ntaining  p ro te in CBSX1, chlo ro p lastic (CBS d o main-co ntaining  p ro te in 2)

(AtCDCP2) (Pro te in LOSS OF THE TIMING OF ET AND JA BIOSYNTHESIS 2) (AtLEJ2)

CBSX1 CDCP2 At4g 36 9 10  AP22.6 1

C7A10 .450
Arab id o p sis thaliana (Mo use -e ar cre ss)

3D-structure ; Ace tylatio n; CBS d o main; Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce

p ro te o me ; Re p e at; Transit p e p tid e

SRR6 48 70 7_TR249 73_c1_g 7_i1_le n=338 9 NDHI_TOBAC
Q:26 14-

3111,H:1-16 6
9 2.17%ID E:2e -10 3

NAD(P)H-q uino ne  o xid o re d uctase  sub unit I, chlo ro p lastic

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 1351}
PF0 0 146 .18 ^NADHd h^NADH d e hyd ro g e nase ^33-18 4^E:2.9 e -50 0 ,312 0 ,6 9 8 0 ,2 0 ,6 42 1 0 ,0 6 0 ,447 0 ,36 5 0 -1,40 2 NDHI_TOBAC

NAD(P)H-q uino ne  o xid o re d uctase  sub unit I, chlo ro p lastic (EC 1.6 .5.-) (NAD(P)H d e hyd ro g e nase

sub unit I) (NDH sub unit I) (NADH-p lasto q uino ne  o xid o re d uctase  sub unit I)
nd hI frxB Nico tiana tab acum (Co mmo n to b acco )

4Fe -4S; Chlo ro p last; Dire ct p ro te in se q ue ncing ; Iro n; Iro n-sulfur; Me mb rane ; Me tal-b ind ing ; NAD;

NADP; Oxid o re d uctase ; Plastid ; Plasto q uino ne ; Quino ne ; Re p e at; Thylako id

SRR6 48 70 7_TR25740 _c0 _g 1_i3_le n=8 46 NA NA NA NA NA . 0 ,0 0 2 -1,26 1 0 7,548 1 -0 ,8 49 1 -1,551 0 ,0 0 1 -1,0 79 . . . . . .

SRR6 48 70 7_TR26 428 _c1_g 2_i5_le n=19 0 3 GCL1_ARATH
Q:16 78 -39 5,H:1-

433
6 3.8 6 %ID E:0 LanC-like  p ro te in GCL1 PF0 5147.10 ^LANC_like ^Lanthio nine  synthe tase  C-like  p ro te in^71-427^E:1.2e -8 5 0 ,0 76 2,8 8 9 0 6 ,6 8 3 1 3,354 0 ,50 2 4,0 0 6 0 ,0 0 1 -4,472 GCL1_ARATH LanC-like  p ro te in GCL1 (G p ro te in-co up le d  re ce p to r 2-like  p ro te in 1) (Pro te in GCR2-like  1) GCL1 At5g 6 528 0  MQN23.23 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR6 48 70 7_TR32211_c0 _g 1_i6 _le n=753 NA NA NA NA NA . 0 ,732 -0 ,6 77 0 ,123 -0 ,79 8 0 ,0 0 8 2,8 73 0 ,226 1,6 41 0 -2,0 8 . . . . . .

SRR6 48 70 7_TR3778 9 _c0 _g 1_i1_le n=10 0 6 HMGL_IPONI
Q:40 -432,H:1-

126
71.76 %ID E:8 e -45 HMG1/2-like  p ro te in

PF0 9 0 11.7^HMG_b o x_2^HMG-b o x d o main^37-10 9 ^E:2.6 e -15`PF0 0 50 5.16 ^HMG_b o x^HMG (hig h mo b ility g ro up ) b o x^40 -

10 9 ^E:1.5e -22
1 1,446 1 -0 ,251 1 -1,473 1 -0 ,0 8 8 0 -1,50 2 HMGL_IPONI HMG1/2-like  p ro te in

Ip o mo e a nil (Jap ane se  mo rning  g lo ry)

(Pharb itis  nil)
DNA-b ind ing ; Nucle us

SRR6 48 70 7_TR38 0 56 _c0 _g 1_i2_le n=1315 PYL4_ARATH
Q:36 5-8 47,H:42-

20 2
78 .4%ID E:1e -74 Ab scis ic acid  re ce p to r PYL4

PF10 6 0 4.6 ^Po lyke tid e _cyc2^Po lyke tid e  cyclase  / d e hyd rase  and  lip id  transp o rt^132-272^E:2.4e -

19 `PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^157-240 ^E:1.6 e -0 5
1 -0 ,119 1 0 ,0 8 3 0 ,44 -0 ,70 8 1 0 ,19 4 0 -2,79 4 PYL4_ARATH

Ab scis ic acid  re ce p to r PYL4 (ABI1-b ind ing  p ro te in 2) (PYR1-like  p ro te in 4) (Re g ulato ry

co mp o ne nts o f ABA re ce p to r 10 )

PYL4 ABIP2 RCAR10  At2g 38 310

T19 C21.20
Arab id o p sis thaliana (Mo use -e ar cre ss)

Ab scis ic acid  s ig naling  p athway; Ce ll me mb rane ; Co mp le te  p ro te o me ; Cyto p lasm; Disulfid e

b o nd ; Me mb rane ; Nucle us; Pro te in p ho sp hatase  inhib ito r; Re ce p to r; Re fe re nce  p ro te o me

SRR9 24147_TR5744_c0 _g 1_i2_le n=1118 NA NA NA NA NA . 1 -0 ,245 1 -0 ,473 1 0 ,249 1 -0 ,437 0 -2,50 9 . . . . . .

SRR9 24147_TR6 26 8 _c0 _g 1_i1_le n=1747 FLA2_ARATH
Q:29 9 -

1222,H:25-332
6 5.9 1%ID E:1e -147 Fascic lin-like  arab ino g alactan p ro te in 2 PF0 246 9 .19 ^Fascic lin^Fascic lin d o main^36 -114^E:7.3e -0 6 `PF0 246 9 .19 ^Fascic lin^Fascic lin d o main^19 7-326 ^E:1e -12 0 ,59 3 0 ,6 49 0 ,0 73 2,40 9 0 ,56 0 ,6 32 0 ,19 5 1,0 8 5 0 -1,354 FLA2_ARATH Fascic lin-l ike  arab ino g alactan p ro te in 2 FLA2 At4g 12730  T20 K18 .8 0 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; GPI-ancho r; G lyco p ro te in; Lip o p ro te in; Me mb rane ;

Pro te o g lycan; Re fe re nce  p ro te o me ; Re p e at; Sig nal

SRR9 24147_TR758 0 _c0 _g 3_i1_le n=6 35 NA NA NA NA NA . 1 0 0 ,111 -0 ,8 28 0 ,0 17 5,8 34 1 0 0 -5,47 . . . . . .

SRR9 24147_TR10 0 8 7_c0 _g 1_i8 _le n=239 0 ICT1_SALSA
Q:2110 -

1577,H:13-18 0
35.9 1%ID E:3e -23 Pe p tid yl-tRNA hyd ro lase  ICT1, mito cho nd rial PF0 0 472.17^RF-1^RF-1 d o main^10 0 -240 ^E:1.5e -19 1 -0 ,143 0 ,8 6 -0 ,20 7 0 ,231 -0 ,6 44 0 ,443 -0 ,39 9 0 -7,0 18 ICT1_SALSA

Pe p tid yl-tRNA hyd ro lase  ICT1, mito cho nd rial (EC 3.1.1.29 ) (Immature  co lo n carcino ma transcrip t 1

p ro te in ho mo lo g )
ict1 Salmo  salar (Atlantic salmo n) Hyd ro lase ; Mito cho nd rio n; Pro te in b io synthe sis; Transit p e p tid e

SRR9 24147_TR1436 0 _c0 _g 1_i5_le n=128 7 NA NA NA NA NA PF0 36 52.12^RuvX^Ho llid ay junctio n re so lvase ^23-158 ^E:1.9 e -23 1 -0 ,19 1 1 1,8 46 1 0 1 0 0 -6 ,9 6 7 . . . . . .

SRR9 24147_TR16 6 25_c0 _g 2_i1_le n=1517 PYL4_ARATH
Q:40 3-8 73,H:38 -

19 6
8 0 .5%ID E:1e -75 Ab scis ic acid  re ce p to r PYL4

PF10 6 0 4.6 ^Po lyke tid e _cyc2^Po lyke tid e  cyclase  / d e hyd rase  and  lip id  transp o rt^78 -213^E:9 .8 e -

20 `PF0 336 4.17^Po lyke tid e _cyc^Po lyke tid e  cyclase  / d e hyd rase  and  lip id  transp o rt^8 0 -18 4^E:1.6 e -

0 5`PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^9 7-178 ^E:2.8 e -0 5

0 ,79 3 -0 ,18 2 1 0 ,0 19 0 ,0 2 -1,10 6 0 ,14 -0 ,6 8 0 -4,412 PYL4_ARATH
Ab scis ic acid  re ce p to r PYL4 (ABI1-b ind ing  p ro te in 2) (PYR1-like  p ro te in 4) (Re g ulato ry

co mp o ne nts o f ABA re ce p to r 10 )

PYL4 ABIP2 RCAR10  At2g 38 310

T19 C21.20
Arab id o p sis thaliana (Mo use -e ar cre ss)

Ab scis ic acid  s ig naling  p athway; Ce ll me mb rane ; Co mp le te  p ro te o me ; Cyto p lasm; Disulfid e

b o nd ; Me mb rane ; Nucle us; Pro te in p ho sp hatase  inhib ito r; Re ce p to r; Re fe re nce  p ro te o me

SRR9 24147_TR19 9 9 5_c0 _g 1_i1_le n=10 35 GPX1_HELAN
Q:8 20 -341,H:7-

16 6
77.5%ID E:2e -77 Glutathio ne  p e ro xid ase  1

PF0 0 255.16 ^GSHPx^Glutathio ne  p e ro xid ase ^6 -114^E:5.8 e -44`PF0 0 578 .18 ^Ahp C-TSA^Ahp C/TSA family^6 -6 7^E:6 .6 e -

0 9 `PF0 8 534.7^Re d o xin^Re d o xin^8 -6 5^E:6 .3e -0 7
0 ,543 0 ,249 0 ,231 0 ,6 49 0 ,0 0 1 1,511 0 ,0 0 2 1,477 0 -3,16 4 GPX1_HELAN Glutathio ne  p e ro xid ase  1 (EC 1.11.1.9 ) GPXHA-1 He lianthus annuus (Co mmo n sunflo we r) Oxid o re d uctase ; Pe ro xid ase

SRR9 24147_TR24325_c0 _g 1_i1_le n=4429 PMT6 _ARATH
Q:237-

20 12,H:10 -59 1
6 7.6 8 %ID E:0 Pro b ab le  me thyltransfe rase  PMT6 PF0 78 8 7.8 ^Calmo d ulin_b ind ^Calmo d ulin b ind ing  p ro te in-like ^8 4-375^E:2.7e -131 1 1,452 1 0 ,37 1 0 1 0 0 ,0 0 1 -6 ,56 9 PMT6 _ARATH Pro b ab le  me thyltransfe rase  PMT6  (EC 2.1.1.-) At3g 10 20 0  F14P13.20 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; End o p lasmic re ticulum; G lyco p ro te in; Me mb rane ; Me thyltransfe rase ;

Re fe re nce  p ro te o me ; Sig nal-ancho r; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR9 24147_TR26 38 7_c0 _g 4_i1_le n=218 8 RL9 _PEA
Q:179 -751,H:3-

19 3
8 6 .9 1%ID E:9 e -111 6 0 S rib o so mal p ro te in L9

PF0 0 347.20 ^Rib o so mal_L6 ^Rib o so mal p ro te in L6 ^12-8 9 ^E:6 e -11`PF0 0 347.20 ^Rib o so mal_L6 ^Rib o so mal p ro te in L6 ^10 2-

18 0 ^E:6 .5e -12
1 0 ,56 4 1 -0 ,31 1 0 ,76 9 1 0 ,0 51 0 -4,9 6 2 RL9 _PEA 6 0 S rib o so mal p ro te in L9  (G ib b e re ll in-re g ulate d  p ro te in GA) RPL9 Pisum sativum (Gard e n p e a) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR9 24147_TR279 9 6 _c0 _g 1_i2_le n=3254 RFS2_ARATH
Q:26 6 9 -345,H:1-

773
77.9 6 %ID E:0 Pro b ab le  g alactino l--sucro se  g alacto syltransfe rase  2 PF0 56 9 1.9 ^Raffino se _syn^Raffino se  synthase  o r se e d  imb ib itio n p ro te in Sip 1^7-759 ^E:0 1 0 ,40 5 1 0 ,545 1 0 ,443 1 0 ,139 0 -6 ,46 4 RFS2_ARATH

Pro b ab le  g alactino l--sucro se  g alacto syltransfe rase  2 (EC 2.4.1.8 2) (Pro te in SEED IMBIBITION 2)

(Raffino se  synthase  2)
RFS2 RS2 SIP2 At3g 57520  T8 H10 .120 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Carb o hyd rate  me tab o lism; Co mp le te  p ro te o me ; G lyco syltransfe rase ;

Re fe re nce  p ro te o me ; Transfe rase

SRR9 24147_TR30 0 56 _c0 _g 1_i1_le n=1548 CYT12_ORYSJ
Q:116 5-

551,H:39 -244
6 5.22%ID E:5e -8 3 Cyste ine  p ro te inase  inhib ito r 12

PF0 0 0 31.18 ^Cystatin^Cystatin d o main^48 -127^E:5.9 e -15`PF16 8 45.2^SQAPI^Asp artic acid  p ro te inase  inhib ito r^51-

127^E:4.9 e -21
1 -0 ,224 1 -0 ,418 1 0 ,47 1 0 0 -5,9 53 CYT12_ORYSJ Cyste ine  p ro te inase  inhib ito r 12 (Oryzacystatin XII) (OC-XII) (Oryzacystatin-12)

Os0 1g 0 270 10 0  LOC_Os0 1g 16 430

P0 6 6 7A10 .20
Oryza sativa sub sp . jap o nica (Rice )

Co mp le te  p ro te o me ; Plant d e fe nse ; Pro te ase  inhib ito r; Re fe re nce  p ro te o me ; Re p e at; Se cre te d ;

Sig nal; Thio l p ro te ase  inhib ito r

SRR9 24147_TR36 6 12_c2_g 3_i3_le n=3422 PSAA_OLIPU
Q:26 24-

3421,H:1-26 6
9 9 .6 2%ID E:1e -16 5

Pho to syste m I P70 0  chlo ro p hyll a ap o p ro te in A1

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 0 458 }
PF0 0 223.16 ^PsaA_PsaB^Pho to syste m I p saA/p saB p ro te in^32-26 6 ^E:1.3e -114 0 ,76 3 -0 ,18 5 0 ,0 8 2 -0 ,8 9 5 1 -0 ,0 0 6 1 0 ,0 44 0 -1,6 14 PSAA_OLIPU Pho to syste m I P70 0  chlo ro p hyll a ap o p ro te in A1 (EC 1.9 7.1.12) (PSI-A) (PsaA) p saA

Olimarab id o p sis p umila (Dwarf ro cke t)

(Arab id o p sis g riffithiana)

4Fe -4S; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Ele ctro n transp o rt; Iro n; Iro n-sulfur; Mag ne sium;

Me mb rane ; Me tal-b ind ing ; Oxid o re d uctase ; Pho to synthe sis; Pho to syste m I; Plastid ; Thylako id ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR9 24147_TR376 9 9 _c0 _g 1_i1_le n=20 15 ALF_SPIOL
Q:158 -1228 ,H:1-

357
8 5.15%ID E:0 Fructo se -b isp ho sp hate  ald o lase , cyto p lasmic iso zyme PF0 0 274.16 ^Glyco lytic^Fructo se -b isp ho sp hate  ald o lase  class-I^11-357^E:1.4e -177 0 ,16 2 -0 ,347 0 ,0 0 5 0 ,7 0 ,719 -0 ,0 9 4 0 ,16 8 -0 ,343 0 -1,0 57 ALF_SPIOL Fructo se -b isp ho sp hate  ald o lase , cyto p lasmic iso zyme  (EC 4.1.2.13) Sp inacia o le race a (Sp inach)

PATHWAY: Carb o hyd rate  d e g rad atio n; g lyco lysis; D-g lyce rald e hyd e  3-

p ho sp hate  and  g lyce ro ne  p ho sp hate  fro m D-g luco se : ste p  4/4.
Cyto p lasm; G lyco lysis; Lyase ; Schiff b ase

SRR9 24147_TR38 118 _c0 _g 1_i5_le n=19 43 IPCS1_ARATH
Q:514-1440 ,H:1-

30 4
76 .0 5%ID E:3e -16 0

Pho sp hatid ylino sito l:ce ramid e

ino sito lp ho sp ho transfe rase  1
PF1436 0 .3^PAP2_C^PAP2 sup e rfamily C-te rminal^172-240 ^E:1.3e -22 0 ,28 2 -1,142 0 ,50 2 -4,30 6 1 0 ,232 1 0 ,0 6 4 0 -7,171 IPCS1_ARATH

Pho sp hatid ylino sito l:ce ramid e  ino sito lp ho sp ho transfe rase  1 (EC 2.7.8 .-) (Ino sito l-

p ho sp ho rylce ramid e  synthase  1) (AtIPCS1) (IPC synthase  1) (Pro te in ERH1-like 2) (Sp hing o lip id

synthase  1)

IPCS1 ERHL2 At3g 540 20  F5K20 .320 Arab id o p sis thaliana (Mo use -e ar cre ss)
Co mp le te  p ro te o me ; Lip id  b io synthe sis; Lip id  me tab o lism; Me mb rane ; Re fe re nce  p ro te o me ;

Sp hing o lip id  me tab o lism; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR9 24148 _TR49 0 _c1_g 1_i1_le n=16 9 6 NA NA NA NA NA
PF0 9 59 8 .7^Stm1_N^Stm1^1-76 ^E:8 e -23`PF0 4774.12^HABP4_PAI-RBP1^Hyaluro nan / mRNA b ind ing  family^155-241^E:2.1e -

10
0 ,46 1 -1,0 12 1 -0 ,354 1 -2,20 2 1 -2,20 2 0 -3,227 . . . . . .

SRR9 24148 _TR49 0 _c1_g 1_i3_le n=176 2 NA NA NA NA NA
PF0 9 59 8 .7^Stm1_N^Stm1^1-76 ^E:8 .9 e -23`PF0 4774.12^HABP4_PAI-RBP1^Hyaluro nan / mRNA b ind ing  family^155-

26 3^E:3.3e -30
1 0 1 0 1 0 1 0 0 -1,8 4 . . . . . .

SRR9 24148 _TR778 6 _c1_g 1_i1_le n=1714 BAG3_ARATH
Q:9 0 4-

242,H:6 6 -278
46 .8 5%ID E:3e -58 BAG family mo le cular chap e ro ne  re g ulato r 3 PF0 2179 .13^BAG^BAG d o main^8 -8 3^E:2.2e -14 1 0 ,48 1 -0 ,8 79 1 -1,157 1 -0 ,9 42 0 -3,234 BAG3_ARATH BAG family mo le cular chap e ro ne  re g ulato r 3 (Bcl-2-asso ciate d  athano g e ne  3) BAG3 At5g 0 7220  T28 J14_16 0 Arab id o p sis thaliana (Mo use -e ar cre ss) 3D-structure ; Chap e ro ne ; Co mp le te  p ro te o me ; Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR9 24148 _TR14728 _c0 _g 1_i1_le n=1118 NA NA NA NA NA . 0 ,8 8 5 -0 ,0 6 1 0 ,0 0 3 -1,255 0 ,0 55 -0 ,73 0 ,0 0 5 -1,10 8 0 ,0 0 1 -0 ,8 6 9 . . . . . .

SRR9 24148 _TR17236 _c0 _g 2_i3_le n=140 7 APX1_ARATH
Q:29 4-10 43,H:1-

250
8 5.6 %ID E:4e -145 L-asco rb ate  p e ro xid ase  1, cyto so lic PF0 0 141.20 ^p e ro xid ase ^Pe ro xid ase ^22-227^E:4.7e -49 0 ,9 8 6 0 ,0 0 7 0 ,0 0 5 0 ,6 38 0 1,123 0 1,0 15 0 -1,554 APX1_ARATH L-asco rb ate  p e ro xid ase  1, cyto so lic (AP) (AtAPx0 1) (EC 1.11.1.11) APX1 At1g 0 78 9 0  F24B9 .2 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Calc ium; Co mp le te  p ro te o me ; Cyto p lasm; Dire ct p ro te in se q ue ncing ; He me ;

Hyd ro g e n p e ro xid e ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Pe ro xid ase ; Pho sp ho p ro te in;

Po tassium; Re fe re nce  p ro te o me

SRR9 24148 _TR179 12_c0 _g 3_i1_le n=20 17 TBB7_GOSHI
Q:513-179 0 ,H:1-

426
9 4.8 4%ID E:0 Tub ulin b e ta-7 chain

PF0 0 0 9 1.22^Tub ulin^Tub ulin/FtsZ family, GTPase  d o main^3-211^E:4e -6 9 `PF0 39 53.14^Tub ulin_C^Tub ulin C-te rminal

d o main^26 1-38 1^E:5.8 e -41
1 0 ,139 1 0 ,78 1 0 ,73 1 1,18 5 0 -1,411 TBB7_GOSHI Tub ulin b e ta-7 chain (Be ta-7-tub ulin)

Go ssyp ium hirsutum (Up land  co tto n)

(Go ssyp ium me xicanum)
Cyto p lasm; Cyto ske le to n; GTP-b ind ing ; Micro tub ule ; Nucle o tid e -b ind ing

SRR9 24148 _TR18 8 9 0 _c0 _g 1_i1_le n=528 PSBZ_COFAR
Q:49 6 -311,H:1-

6 2
9 8 .39 %ID E:9 e -24

Pho to syste m II re actio n ce nte r p ro te in Z

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 0 6 44}
. 0 ,8 49 -0 ,119 0 ,111 -0 ,39 3 0 ,271 -0 ,26 6 0 ,48 5 -0 ,16 7 0 -11,9 0 4 PSBZ_COFAR Pho to syste m II re actio n ce nte r p ro te in Z (PSII-Z) p sb Z Co ffe a arab ica (Arab ian co ffe e )

Chlo ro p last; Me mb rane ; Pho to synthe sis; Pho to syste m II; Plastid ; Re actio n ce nte r; Thylako id ;

Transme mb rane ; Transme mb rane  he lix

SRR9 24148 _TR2530 0 _c1_g 2_i2_le n=9 9 6 UXS6 _ARATH
Q:125-

6 6 1,H:16 5-343
8 5.47%ID E:2e -10 7 UDP-g lucuro nic acid  d e carb o xylase  6

PF16 36 3.2^GDP_Man_De hyd ^GDP-manno se  4,6  d e hyd ratase ^7-16 4^E:2.4e -22`PF0 1370 .18 ^Ep ime rase ^NAD d e p e nd e nt

e p ime rase /d e hyd ratase  family^7-10 3^E:1.9 e -18
0 ,228 -1,20 3 0 ,0 2 -1,17 0 ,0 17 5,79 9 1 0 0 -3,0 16 UXS6 _ARATH

UDP-g lucuro nic acid  d e carb o xylase  6  (EC 4.1.1.35) (UDP-XYL synthase  6 ) (UDP-g lucuro nate

d e carb o xylase  6 ) (UGD) (UXS-6 )
UXS6  At2g 28 76 0  F8 N16 .5 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Nucle o tid e -sug ar b io synthe sis; UDP-alp ha-D-xylo se

b io synthe sis; UDP-alp ha-D-xylo se  fro m UDP-alp ha-D-g lucuro nate : ste p

1/1.

Ace tylatio n; Co mp le te  p ro te o me ; Cyto p lasm; De carb o xylase ; Lyase ; NAD; Re fe re nce  p ro te o me

SRR9 24148 _TR31225_c1_g 2_i1_le n=8 29 NA NA NA NA NA . 1 0 ,19 9 0 ,29 9 1,327 1 0 ,6 9 0 4,49 7 0 -3,28 6 . . . . . .

SRR9 24148 _TR349 58 _c0 _g 1_i7_le n=3353 PUMP2_ARATH
Q:2725-

2441,H:146 -240
8 0 %ID E:9 e -8 0 Mito cho nd rial unco up ling  p ro te in 2 PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r p ro te in^7-10 5^E:3e -20 0 ,0 0 1 -6 ,47 0 ,0 73 1,8 28 0 ,0 6 6 5,29 3 1 0 0 ,0 0 1 -6 ,6 47 PUMP2_ARATH Mito cho nd rial unco up ling  p ro te in 2 (AtPUMP2) PUMP2 UCP2 At5g 58 9 70  K19 M22.16 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Me mb rane ; Mito cho nd rio n; Mito cho nd rio n inne r

me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Stre ss re sp o nse ; Transme mb rane ; Transme mb rane

he lix; Transp o rt

SRR9 24148 _TR35554_c2_g 4_i1_le n=179 0 RR12B_POPTR
Q:158 5-

178 8 ,H:33-10 0
9 1.18 %ID E:2e -31 30 S rib o so mal p ro te in S12-B, chlo ro p lastic . 0 ,732 0 ,6 6 3 0 ,76 -0 ,6 71 1 -0 ,19 3 1 0 ,0 35 0 -1,8 72 RR12B_POPTR 30 S rib o so mal p ro te in S12-B, chlo ro p lastic rp s12-B Po p tr_cp 0 71

Po p ulus tricho carp a (We ste rn b alsam

p o p lar) (Po p ulus b alsamife ra sub sp .

tricho carp a)

Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; RNA-b ind ing ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so mal p ro te in; rRNA-b ind ing

SRR9 24148 _TR39 477_c1_g 2_i3_le n=9 8 41 TI214_COFAR

Q:246 9 -

6 48 2,H:46 7-

18 73

6 8 .6 8 %ID E:0 Pro te in TIC 214 {ECO:0 0 0 0 250 |UniPro tKB:P56 78 5} PF0 5758 .9 ^Ycf1^Ycf1^6 4-413^E:1.3e -172 0 ,46 1 -1,19 1 0 ,6 29 -1,0 4 1 -0 ,58 2 1 -0 ,232 0 -1,222 TI214_COFAR Pro te in TIC 214 (Translo co n at the  inne r e nve lo p e  me mb rane  o f chlo ro p lasts 214) (AtTIC214) TIC214 ycf1 Co ffe a arab ica (Arab ian co ffe e )
Chlo ro p last; Me mb rane ; Plastid ; Plastid  inne r me mb rane ; Pro te in transp o rt; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR9 24148 _TR40 0 6 7_c0 _g 5_i2_le n=270 6 NA NA NA NA NA PF0 478 2.9 ^DUF6 32^Pro te in o f unkno wn functio n (DUF6 32)^1-28 1^E:3.3e -9 1 1 0 1 0 1 0 1 0 0 ,0 0 1 -2,0 9 4 . . . . . .

SRR9 24148 _TR41331_c0 _g 1_i1_le n=9 20 NA NA NA NA NA . 0 ,0 2 -0 ,779 0 ,153 -0 ,6 5 0 ,79 6 -0 ,10 7 1 -0 ,0 3 0 -2,16 3 . . . . . .

Ms6h

T ranscript  (CDF9 7 )
Uniprot

homolog
BLAST X Posit ion

BLAST X

%Ide nt it y

BLAST X

e value
Uniprot  de scr Pf am PValue _Ms6 h logFC_Ms6 h PValue _Ms8h logFC_Ms8h PValue _MsDamage d24 h logFC_MsDamage d24 h PValue _MsInt act 24 h logFC_MsInt act 24 h PValue _Ms1wk logFC_Ms1wk Ent ry.name Prot e in name s Ge ne  name s Organism Pat hway Ke ywords

SRR11446 33_TR278 2_c0 _g 1_i1_le n=1427 RL3_ORYSJ
Q:136 2-19 6 ,H:1-

38 9
8 7.9 2%ID E:0 6 0 S rib o so mal p ro te in L3

PF0 0 29 7.19 ^Rib o so mal_L3^Rib o so mal p ro te in L3^1-

370 ^E:1.7e -19 4
0 -1,322 0 ,245 -0 ,333 0 ,0 1 1,0 0 3 0 ,153 0 ,59 8 1 0 RL3_ORYSJ 6 0 S rib o so mal p ro te in L3 RPL3 Os12g 0 16 79 0 0  LOC_Os12g 0 70 10 Oryza sativa sub sp . jap o nica (Rice ) Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR11446 33_TR379 7_c0 _g 1_i4_le n=1173 RS3A_CATRO
Q:9 49 -251,H:28 -

26 1
9 8 .29 %ID E:1e -156

40 S rib o so mal p ro te in S3a {ECO:0 0 0 0 255|HAMAP-

Rule :MF_0 3122}

PF0 10 15.15^Rib o so mal_S3Ae ^Rib o so mal S3Ae  family^15-

221^E:9 .3e -10 0
0 ,0 0 1 -1,0 16 0 ,412 -0 ,246 0 ,376 0 ,356 0 ,736 0 ,16 3 1 -0 ,0 16 RS3A_CATRO 40 S rib o so mal p ro te in S3a (CYC0 7 p ro te in) RPS3A CYC0 7

Catharanthus ro se us (Mad ag ascar p e riwinkle )

(Vinca ro se a)
Cyto p lasm; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR11446 33_TR8 0 15_c1_g 2_i1_le n=1171 GDL6 7_ARATH
Q:10 8 -1136 ,H:25-

36 7
6 9 .19 %ID E:3e -171 GDSL e ste rase /lip ase  At4g 28 78 0

PF0 0 6 57.19 ^Lip ase _GDSL^GDSL-like

Lip ase /Acylhyd ro lase ^44-352^E:1.1e -14
0 -1,741 0 ,16 -1,273 0 ,0 0 2 -1,36 6 0 ,0 0 2 -1,324 0 ,18 9 0 ,38 GDL6 7_ARATH GDSL e ste rase /lip ase  At4g 28 78 0  (EC 3.1.1.-) (Extrace llular l ip ase  At4g 28 78 0 ) At4g 28 78 0  F16 A16 .110 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; G lyco p ro te in; Hyd ro lase ; Lip id  d e g rad atio n; Lip id  me tab o lism; Re fe re nce  p ro te o me ; Se cre te d ;

Sig nal

SRR11446 33_TR8 510 _c0 _g 2_i1_le n=9 8 4 RL15_PETHY Q:140 -751,H:1-20 4 9 4.6 1%ID E:2e -117 6 0 S rib o so mal p ro te in L15
PF0 0 8 27.14^Rib o so mal_L15e ^Rib o so mal L15^2-19 0 ^E:1.1e -

9 4
0 -0 ,9 57 0 ,0 57 -0 ,443 0 ,0 36 0 ,6 0 2 0 ,516 0 ,213 1 1,8 0 1 RL15_PETHY 6 0 S rib o so mal p ro te in L15 RPL15 Pe tunia hyb rid a (Pe tunia) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR11446 33_TR8 540 _c0 _g 1_i2_le n=1377 RIR2_TOBAC
Q:325-1311,H:1-

329
9 0 .27%ID E:0 Rib o nucle o sid e -d ip ho sp hate  re d uctase  small chain

PF0 0 26 8 .18 ^Rib o nuc_re d _sm^Rib o nucle o tid e  re d uctase ,

small chain^16 -28 2^E:6 .5e -120
0 -1,354 0 ,0 17 -1,375 1 -0 ,0 6 9 0 ,545 -0 ,48 1 0 ,111 -0 ,558 RIR2_TOBAC

Rib o nucle o sid e -d ip ho sp hate  re d uctase  small chain (EC 1.17.4.1) (Rib o nucle o sid e -d ip ho sp hate  re d uctase  R2

sub unit) (Rib o nucle o tid e  re d uctase  small sub unit)
Nico tiana tab acum (Co mmo n to b acco )

PATHWAY: Ge ne tic info rmatio n p ro ce ssing ; DNA

re p licatio n.
Cyto p lasm; DNA re p licatio n; Iro n; Me tal-b ind ing ; Oxid o re d uctase

SRR11446 33_TR10 421_c0 _g 1_i1_le n=8 37 RL18 2_ARATH Q:155-715,H:1-18 7 8 6 .1%ID E:2e -114 6 0 S rib o so mal p ro te in L18 -2

PF17135.1^Rib o so mal_L18 ^Rib o so mal p ro te in 6 0 S L18  and

50 S L18 e ^2-18 7^E:8 .7e -

9 6 `PF0 0 8 28 .16 ^Rib o so mal_L27A^Rib o so mal p ro te ins 50 S-

L15, 50 S-L18 e , 6 0 S-L27A^46 -120 ^E:0 .0 0 0 1

0 -1,0 74 1 0 ,0 0 9 1 -0 ,0 29 0 ,779 -0 ,121 0 ,30 1 -0 ,30 7 RL18 2_ARATH 6 0 S rib o so mal p ro te in L18 -2 RPL18 B At3g 0 559 0  F18 C1.14 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR11446 33_TR12716 _c0 _g 1_i1_le n=10 8 5 RL8 _SOLLC Q:10 0 -8 13,H:1-238 9 5.8 %ID E:2e -16 7 6 0 S rib o so mal p ro te in L8

PF0 0 18 1.20 ^Rib o so mal_L2^Rib o so mal Pro te ins L2, RNA

b ind ing  d o main^13-9 0 ^E:2.8 e -

18 `PF0 39 47.15^Rib o so mal_L2_C^Rib o so mal Pro te ins L2, C-

te rminal d o main^9 8 -230 ^E:1.8 e -46

0 -0 ,9 8 7 0 ,454 -0 ,19 6 0 ,6 0 7 0 ,159 0 ,40 4 -0 ,257 0 ,0 6 8 -0 ,46 RL8 _SOLLC 6 0 S rib o so mal p ro te in L8  (L2) (Rib o so mal p ro te in TL2) RPL8  RPL2
So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)
Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR11446 33_TR2270 5_c0 _g 1_i1_le n=128 1 CB22_TOBAC Q:18 1-9 75,H:1-26 5 9 3.9 6 %ID E:0 Chlo ro p hyll a-b  b ind ing  p ro te in 21, chlo ro p lastic
PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing

p ro te in^6 5-231^E:1.6 e -50
0 -0 ,9 75 0 ,0 48 0 ,6 54 0 ,0 0 4 -0 ,78 1 0 ,172 -0 ,36 4 0 1,6 54 CB22_TOBAC Chlo ro p hyll a-b  b ind ing  p ro te in 21, chlo ro p lastic (LHCII typ e  I CAB-21) (LHCP) CAB21 Nico tiana tab acum (Co mmo n to b acco )

Ace tylatio n; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Mag ne sium; Me mb rane ; Me tal-b ind ing ; Pho sp ho p ro te in;

Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane

he lix

SRR11446 33_TR228 9 7_c0 _g 1_i1_le n=79 2 RLA3_MAIZE Q:20 5-56 7,H:1-120 6 2.8 1%ID E:3e -24 6 0 S acid ic rib o so mal p ro te in P3
PF0 0 428 .16 ^Rib o so mal_6 0 s^6 0 s Acid ic rib o so mal

p ro te in^6 7-120 ^E:4.2e -12
0 -0 ,9 44 0 ,8 48 0 ,0 48 0 ,0 1 0 ,779 0 ,18 6 0 ,422 0 ,10 9 -0 ,377 RLA3_MAIZE 6 0 S acid ic rib o so mal p ro te in P3 (P1/P2-like ) (P3A) RPP3A Ze a mays (Maize )

Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal

p ro te in

SRR11446 33_TR230 12_c0 _g 2_i1_le n=6 33 RS25_SOLLC
Q:26 9 -48 1,H:38 -

10 8
8 5.9 2%ID E:2e -34 40 S rib o so mal p ro te in S25

PF0 329 7.12^Rib o so mal_S25^S25 rib o so mal p ro te in^6 -

10 4^E:6 .8 e -40
0 ,0 0 1 -1,115 0 ,777 -0 ,10 6 0 ,8 33 0 ,10 9 0 ,8 23 -0 ,174 0 ,151 -0 ,477 RS25_SOLLC 40 S rib o so mal p ro te in S25 RPS25

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR11446 33_TR270 33_c0 _g 1_i2_le n=8 0 1 RL26 2_ARATH Q:6 76 -359 ,H:1-10 6 8 5.8 5%ID E:4e -52 6 0 S rib o so mal p ro te in L26 -2

PF16 9 0 6 .2^Rib o so mal_L26 ^Rib o so mal p ro te ins L26

e ukaryo tic, L24P archae al^8 -121^E:8 .3e -

39 `PF0 0 46 7.26 ^KOW^KOW mo tif^51-8 2^E:7.8 e -10

0 -1,319 1 0 ,0 0 9 0 ,78 3 0 ,16 5 0 ,8 8 9 0 ,0 8 4 0 ,154 0 ,78 3 RL26 2_ARATH 6 0 S rib o so mal p ro te in L26 -2 RPL26 B At5g 6 7510  K9 I9 .7 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in



SRR11446 34_TR6 46 9 _c2_g 1_i2_le n=6 53 NA NA NA NA NA . 0 -7,49 6 0 ,377 -0 ,58 6 0 ,0 0 9 5,9 32 0 ,0 17 5,8 0 3 0 ,0 59 -1,0 22 . . . . . .

SRR11446 34_TR8 715_c0 _g 2_i1_le n=545 EF1A_TOBAC Q:2-427,H:29 5-436 9 7.8 9 %ID E:1e -9 4 Elo ng atio n facto r 1-alp ha
PF0 3143.14^GTP_EFTU_D3^Elo ng atio n facto r Tu C-te rminal

d o main^28 -135^E:3.2e -39
0 -1,39 1 0 ,49 6 -0 ,26 2 0 ,431 0 ,35 0 ,419 -0 ,40 4 0 ,0 23 -0 ,50 5 EF1A_TOBAC Elo ng atio n facto r 1-alp ha (EF-1-alp ha) (Vitro ne ctin-like  ad he sio n p ro te in 1) (PVN1) Nico tiana tab acum (Co mmo n to b acco ) Cyto p lasm; Elo ng atio n facto r; GTP-b ind ing ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Pro te in b io synthe sis

SRR11446 34_TR2278 1_c0 _g 1_i2_le n=8 46 RL23_ARATH
Q:18 0 -59 9 ,H:1-

140
9 7.14%ID E:4e -9 3 6 0 S rib o so mal p ro te in L23

PF0 0 238 .16 ^Rib o so mal_L14^Rib o so mal p ro te in

L14p /L23e ^22-140 ^E:8 .9 e -36
0 -0 ,9 6 0 ,155 -0 ,323 0 ,229 0 ,30 3 0 ,478 -0 ,19 5 0 ,211 -0 ,273 RL23_ARATH 6 0 S rib o so mal p ro te in L23 (Pro te in EMBRYO DEFECTIVE 2171)

RPL23A At1g 0 448 0  F19 P19 .5; RPL23B At2g 33370  F4P9 .14;

RPL23C EMB2171 At3g 0 440 0  T27C4.4
Arab id o p sis thaliana (Mo use -e ar cre ss) Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR11446 34_TR2539 6 _c0 _g 1_i1_le n=50 4 NRP2_ARATH Q:144-48 5,H:1-10 7 70 .18 %ID E:1e -44 NAP1-re late d  p ro te in 2
PF0 0 9 56 .15^NAP^Nucle o so me  asse mb ly p ro te in (NAP)^33-

77^E:2.3e -0 7
0 -8 ,412 0 6 ,758 1 0 1 2,59 1 0 6 ,9 24 NRP2_ARATH NAP1-re late d  p ro te in 2 (Nucle o so me /chro matin asse mb ly facto r g ro up  A5) (Pro te in SET ho mo lo g  2) NRP2 NFA5 At1g 18 8 0 0  F6 A14.10 Arab id o p sis thaliana (Mo use -e ar cre ss) Alte rnative  sp lic ing ; Chap e ro ne ; Co ile d  co il; Co mp le te  p ro te o me ; Cyto p lasm; Nucle us; Re fe re nce  p ro te o me

SRR11446 34_TR3158 1_c0 _g 1_i1_le n=9 30 RS33_ARATH Q:6 9 -734,H:1-222 8 9 .6 4%ID E:4e -145 40 S rib o so mal p ro te in S3-3

PF0 76 50 .14^KH_2^KH d o main^20 -9 3^E:5.8 e -

12`PF0 0 18 9 .17^Rib o so mal_S3_C^Rib o so mal p ro te in S3, C-

te rminal d o main^10 6 -18 8 ^E:4.4e -25

0 -0 ,8 5 0 ,175 0 ,30 6 0 ,28 5 0 ,257 0 ,713 0 ,0 9 2 1 -1,526 RS33_ARATH 40 S rib o so mal p ro te in S3-3 RPS3C At5g 35530  MOK9 .14 Arab id o p sis thaliana (Mo use -e ar cre ss)
Co mp le te  p ro te o me ; Iso p e p tid e  b o nd ; Pho sp ho p ro te in; RNA-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in;

Rib o so mal p ro te in; Ub l co njug atio n

SRR11446 34_TR326 9 8 _c0 _g 2_i1_le n=70 3 RL34_TOBAC Q:9 8 -38 2,H:1-9 5 9 6 .8 4%ID E:4e -59 6 0 S rib o so mal p ro te in L34
PF0 119 9 .15^Rib o so mal_L34e ^Rib o so mal p ro te in L34e ^1-

9 6 ^E:1e -38
0 -1,416 0 ,59 6 0 ,142 0 ,773 0 ,115 0 ,532 -0 ,218 0 ,20 2 -0 ,29 RL34_TOBAC 6 0 S rib o so mal p ro te in L34 RPL34 Nico tiana tab acum (Co mmo n to b acco ) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122236 _TR3141_c0 _g 1_i1_le n=26 18 NUCL2_ORYSJ
Q:10 8 2-49 2,H:435-

6 30
56 .28 %ID E:3e -6 2 Nucle o lin 2

PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM,

RBD, o r RNP d o main)^30 -10 0 ^E:1e -

19 `PF138 9 3.3^RRM_5^RNA re co g nitio n mo tif. (a.k.a. RRM,

RBD, o r RNP d o main)^6 9 -

10 3^E:0 .17`PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif.

(a.k.a. RRM, RBD, o r RNP d o main)^133-20 3^E:2.7e -0 8

0 -3,8 0 2,321 1 0 1 0 1 0 ,314 NUCL2_ORYSJ Nucle o lin 2 (Pro te in NUCLEOLIN LIKE 2) Os0 4g 0 6 20 70 0  LOC_Os0 4g 529 6 0  OSJNBa0 0 58 K23.21 Oryza sativa sub sp . jap o nica (Rice ) Co mp le te  p ro te o me ; Nucle us; RNA-b ind ing ; Re fe re nce  p ro te o me ; Re p e at; rRNA p ro ce ssing

SRR122237_TR4116 _c0 _g 1_i1_le n=720 RL273_ARATH Q:6 0 7-20 3,H:1-135 8 0 %ID E:2e -6 2 6 0 S rib o so mal p ro te in L27-3
PF0 1777.15^Rib o so mal_L27e ^Rib o so mal L27e  p ro te in

family^52-135^E:6 .9 e -34
0 -0 ,9 42 0 ,343 -0 ,228 0 ,56 5 -0 ,153 0 ,145 -0 ,39 7 0 ,9 32 0 ,0 58 RL273_ARATH 6 0 S rib o so mal p ro te in L27-3 RPL27C At4g 150 0 0  d l3545w FCAALL.9 9 Arab id o p sis thaliana (Mo use -e ar cre ss) Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122237_TR6 9 0 8 _c0 _g 2_i1_le n=554 RL9 _PEA Q:417-1,H:1-139 8 7.77%ID E:2e -8 4 6 0 S rib o so mal p ro te in L9
PF0 0 347.20 ^Rib o so mal_L6 ^Rib o so mal p ro te in L6 ^12-

8 9 ^E:2.5e -12
0 -1,0 33 0 ,0 12 0 ,737 0 ,4 -0 ,26 8 0 ,137 -0 ,451 1 -0 ,0 17 RL9 _PEA 6 0 S rib o so mal p ro te in L9  (G ib b e re ll in-re g ulate d  p ro te in GA) RPL9 Pisum sativum (Gard e n p e a) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122237_TR9 6 71_c0 _g 1_i1_le n=10 18 RL74_ARATH Q:9 46 -20 9 ,H:1-244 8 2.9 3%ID E:9 e -138 6 0 S rib o so mal p ro te in L7-4

PF0 8 0 79 .9 ^Rib o so mal_L30 _N^Rib o so mal L30  N-te rminal

d o main^36 -10 7^E:5.7e -

27`PF0 0 327.17^Rib o so mal_L30 ^Rib o so mal p ro te in

L30 p /L7e ^112-16 2^E:5.8 e -22

0 -1,279 1 -0 ,0 2 0 ,229 0 ,519 0 ,40 7 0 ,376 0 ,542 0 ,212 RL74_ARATH 6 0 S rib o so mal p ro te in L7-4 RPL7D At3g 1358 0  K20 M4.2 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122237_TR278 36 _c0 _g 1_i1_le n=59 4 NA NA NA NA NA . 0 -1,58 9 0 ,38 0 ,222 0 ,451 0 ,30 2 1 -0 ,0 17 0 ,517 -1,0 6 3 . . . . . .

SRR122238 _TR4231_c0 _g 1_i2_le n=70 3 NA NA NA NA NA . 0 -1,18 4 0 ,341 0 ,427 0 ,10 8 -0 ,748 0 ,6 37 0 ,20 8 0 ,6 6 6 0 ,34 . . . . . .

SRR122238 _TR46 31_c2_g 1_i4_le n=535 RL11_MEDSA Q:46 5-1,H:1-155 9 6 .13%ID E:9 e -9 8 6 0 S rib o so mal p ro te in L11

PF0 0 28 1.16 ^Rib o so mal_L5^Rib o so mal p ro te in L5^32-

8 5^E:5.7e -21`PF0 0 6 73.18 ^Rib o so mal_L5_C^rib o so mal L5P

family C-te rminus^8 9 -173^E:4.7e -20

0 -1,29 0 ,6 79 -0 ,10 1 0 ,38 0 ,245 0 ,8 0 2 -0 ,0 74 0 ,8 6 2 -0 ,0 6 2 RL11_MEDSA 6 0 S rib o so mal p ro te in L11 (L5) RPL11 RPL5 Me d icag o  sativa (Alfalfa) Cyto p lasm; RNA-b ind ing ; Rib o nucle o p ro te in; Rib o so mal p ro te in; rRNA-b ind ing

SRR122238 _TR11341_c0 _g 1_i6 _le n=6 19 RL35_EUPES Q:516 -148 ,H:1-123 9 5.12%ID E:1e -73 6 0 S rib o so mal p ro te in L35
PF0 0 8 31.20 ^Rib o so mal_L29 ^Rib o so mal L29  p ro te in^8 -

6 4^E:4.1e -18
0 -0 ,9 56 0 ,8 45 -0 ,0 47 0 ,38 1 0 ,214 0 ,6 51 0 ,113 0 ,56 7 -0 ,134 RL35_EUPES 6 0 S rib o so mal p ro te in L35 RPL35 Eup ho rb ia e sula (Le afy sp urg e ) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122238 _TR12177_c2_g 1_i2_le n=711 H32_WHEAT Q:6 25-218 ,H:1-136 9 8 .53%ID E:1e -76 Histo ne  H3.2
PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^29 -

16 0 ^E:5.2e -54
0 -7,577 0 ,254 -4,8 45 0 ,50 2 -3,752 0 ,50 2 -3,752 1 -2,742 H32_WHEAT Histo ne  H3.2 Triticum ae stivum (Whe at)

Ace tylatio n; Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Dire ct p ro te in se q ue ncing ; Me thylatio n; Nucle o so me  co re ;

Nucle us; Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR122238 _TR128 28 _c0 _g 2_i9 _le n=8 0 6 RL18 2_ARATH Q:726 -16 6 ,H:1-18 7 8 7.17%ID E:7e -116 6 0 S rib o so mal p ro te in L18 -2

PF17135.1^Rib o so mal_L18 ^Rib o so mal p ro te in 6 0 S L18  and

50 S L18 e ^28 -213^E:6 .1e -

9 6 `PF0 0 8 28 .16 ^Rib o so mal_L27A^Rib o so mal p ro te ins 50 S-

L15, 50 S-L18 e , 6 0 S-L27A^73-146 ^E:0 .0 0 0 12

0 -1,0 74 0 ,46 3 -0 ,16 5 0 ,36 0 ,227 0 ,9 57 -0 ,0 17 0 ,6 31 -0 ,125 RL18 2_ARATH 6 0 S rib o so mal p ro te in L18 -2 RPL18 B At3g 0 559 0  F18 C1.14 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122238 _TR1330 2_c0 _g 1_i1_le n=9 72 RL9 _PEA
Q:8 6 5-30 2,H:3-

19 0
8 7.77%ID E:2e -115 6 0 S rib o so mal p ro te in L9

PF0 0 347.20 ^Rib o so mal_L6 ^Rib o so mal p ro te in L6 ^12-

8 9 ^E:5.8 e -12`PF0 0 347.20 ^Rib o so mal_L6 ^Rib o so mal p ro te in

L6 ^10 1-18 0 ^E:3.4e -12

0 -1,225 0 ,0 45 -0 ,529 0 ,376 0 ,29 3 0 ,48 1 0 ,229 0 ,35 -0 ,559 RL9 _PEA 6 0 S rib o so mal p ro te in L9  (G ib b e re ll in-re g ulate d  p ro te in GA) RPL9 Pisum sativum (Gard e n p e a) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122238 _TR139 6 0 _c0 _g 1_i1_le n=6 21 H2B_GOSHI
Q:132-38 6 ,H:6 3-

147
9 6 .47%ID E:6 e -53 Histo ne  H2B . 0 -3,44 0 ,0 0 2 -6 ,312 0 ,254 4,6 14 1 3,444 0 ,152 -0 ,8 8 4 H2B_GOSHI Histo ne  H2B HIS2B

Go ssyp ium hirsutum (Up land  co tto n)

(Go ssyp ium me xicanum)
Ace tylatio n; Chro mo so me ; DNA-b ind ing ; Iso p e p tid e  b o nd ; Nucle o so me  co re ; Nucle us; Ub l co njug atio n

SRR122238 _TR1519 6 _c4_g 2_i2_le n=6 9 0 RL40 _NICSY Q:59 1-20 8 ,H:1-128 9 9 .22%ID E:3e -8 8 Ub iq uitin-6 0 S rib o so mal p ro te in L40

PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^1-

71^E:1.5e -16 `PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^3-

74^E:2.2e -34`PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-l ike

d o main^12-6 9 ^E:0 .0 0 0 11`PF138 8 1.3^Rad 6 0 -

SLD_2^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^12-

72^E:0 .0 17`PF0 10 20 .14^Rib o so mal_L40 e ^Rib o so mal L40 e

family^78 -127^E:1e -31

0 -1,0 15 0 ,275 -0 ,237 0 ,0 6 8 0 ,416 0 ,36 8 0 ,20 9 0 ,8 36 0 ,0 73 RL40 _NICSY Ub iq uitin-6 0 S rib o so mal p ro te in L40  [Cle ave d  into : Ub iq uitin; 6 0 S rib o so mal p ro te in L40  (CEP52)] UBICEP52-7 RPL40
Nico tiana sylve stris (Wo o d  to b acco ) (So uth

Ame rican to b acco )
Cyto p lasm; Iso p e p tid e  b o nd ; Nucle us; Rib o nucle o p ro te in; Rib o so mal p ro te in; Ub l co njug atio n

SRR122238 _TR19 572_c1_g 1_i2_le n=10 9 0 PNAE_RAUSE
Q:18 3-9 35,H:12-

26 2
45.74%ID E:1e -6 3 Po lyne urid ine -ald e hyd e  e ste rase

PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^10 -

119 ^E:6 e -0 7`PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta

hyd ro lase  fo ld ^14-123^E:3.2e -

0 9 `PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase

family^15-255^E:1.4e -14

0 ,0 0 1 -0 ,8 6 5 0 ,0 79 -0 ,46 3 0 ,27 0 ,29 6 0 ,8 9 -0 ,0 39 0 ,78 0 ,0 78 PNAE_RAUSE Po lyne urid ine -ald e hyd e  e ste rase  (EC 3.1.1.78 ) (Po lyne urid ine  ald e hyd e  e ste rase ) PNAE
Rauvo lfia se rp e ntina (Se rp e ntine  wo o d )

(Op hio xylo n se rp e ntinum)

PATHWAY: Alkalo id  b io synthe sis; ajmaline

b io synthe sis.
3D-structure ; Alkalo id  me tab o lism; Dire ct p ro te in se q ue ncing ; Hyd ro lase ; Se rine  e ste rase

SRR122238 _TR23347_c0 _g 1_i1_le n=9 8 8 SR45A_ARATH
Q:76 3-46 1,H:6 8 -

16 8
6 8 .32%ID E:3e -28 Se rine /arg inine -rich sp lic ing  facto r SR45a

PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM,

RBD, o r RNP d o main)^8 5-154^E:9 e -

18 `PF138 9 3.3^RRM_5^RNA re co g nitio n mo tif. (a.k.a. RRM,

RBD, o r RNP d o main)^124-16 1^E:0 .0 26

0 -7,131 1 0 0 ,50 2 4,357 0 ,0 0 9 6 ,0 36 1 -0 ,0 2 SR45A_ARATH Se rine /arg inine -rich sp lic ing  facto r SR45a (At-SR45A) (AtSR45a) (Pro te in TRANSFORMER2-like ) (atTra2) SR45A TRA2 At1g 0 7350  F22G5.31 Arab id o p sis thaliana (Mo use -e ar cre ss)
Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Nucle us; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Sp lice o so me ; mRNA

p ro ce ssing ; mRNA sp lic ing

SRR122238 _TR29 0 21_c0 _g 1_i3_le n=9 25 NACA2_ARATH
Q:6 75-20 2,H:6 0 -

217
78 .48 %ID E:1e -50

Nasce nt p o lyp e p tid e -asso ciate d  co mp le x sub unit alp ha-

like  p ro te in 2
PF0 18 49 .15^NAC^NAC d o main^9 7-152^E:1.9 e -23 0 -0 ,9 1 0 ,0 0 8 -0 ,6 45 0 ,8 6 7 0 ,0 55 0 ,8 9 7 -0 ,0 49 0 ,78 7 -0 ,0 8 5 NACA2_ARATH

Nasce nt p o lyp e p tid e -asso ciate d  co mp le x sub unit alp ha-like  p ro te in 2 (NAC-alp ha-like  p ro te in 2) (Alp ha-NAC-like

p ro te in 2)
At3g 49 470  T9 C5.70 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Pro te in transp o rt; Re fe re nce  p ro te o me ; Transp o rt

SRR122238 _TR29 8 33_c0 _g 1_i1_le n=238 3 RUBA_PEA
Q:2175-478 ,H:25-

58 7
8 7.6 3%ID E:0

RuBisCO larg e  sub unit-b ind ing  p ro te in sub unit alp ha,

chlo ro p lastic

PF0 0 118 .21^Cp n6 0 _TCP1^TCP-1/cp n6 0  chap e ro nin

family^71-574^E:4.8 e -9 4
0 -1,0 18 0 ,176 -0 ,32 0 ,79 1 0 ,0 74 0 ,127 0 ,38 6 0 ,278 0 ,242 RUBA_PEA

RuBisCO larg e  sub unit-b ind ing  p ro te in sub unit alp ha, chlo ro p lastic (6 0  kDa chap e ro nin sub unit alp ha) (CPN-6 0

alp ha)
Pisum sativum (Gard e n p e a) ATP-b ind ing ; Chap e ro ne ; Chlo ro p last; Dire ct p ro te in se q ue ncing ; Nucle o tid e -b ind ing ; Plastid ; Transit p e p tid e

SRR122238 _TR3118 2_c0 _g 1_i1_le n=737 CH10 _ARATH Q:516 -226 ,H:1-9 7 78 .35%ID E:7e -49 10  kDa chap e ro nin . 0 -1,134 0 ,9 6 4 -0 ,0 27 0 2,6 43 0 1,8 49 0 ,6 9 2 -0 ,8 0 6 CH10 _ARATH 10  kDa chap e ro nin (Chap e ro nin 10 ) (CPN10 ) (Pro te in g ro ES) CPN10  At1g 149 8 0  T15D22.2 Arab id o p sis thaliana (Mo use -e ar cre ss) Chap e ro ne ; Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me

SRR122238 _TR349 38 _c0 _g 1_i1_le n=538 RS29 _ARATH Q:8 0 -247,H:1-56 9 1.0 7%ID E:6 e -30 40 S rib o so mal p ro te in S29 . 0 -3,751 0 ,0 0 8 -3,119 0 ,0 0 2 6 ,39 4 0 ,50 2 4,231 0 ,0 79 -0 ,542 RS29 _ARATH 40 S rib o so mal p ro te in S29
RPS29 A At3g 439 8 0  T15B3.120 ; RPS29 B At3g 440 10

T15B3.150 ; RPS29 C At4g 338 6 5 F17I5.3
Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in; Zinc

SRR122238 _TR36 20 6 _c0 _g 1_i3_le n=718 RL211_ARATH Q:59 5-10 4,H:1-16 4 8 1.1%ID E:6 e -9 9 6 0 S rib o so mal p ro te in L21-1
PF0 1157.15^Rib o so mal_L21e ^Rib o so mal p ro te in L21e ^5-

9 8 ^E:1.6 e -44
0 -1,0 74 0 ,49 1 -0 ,172 0 ,474 -0 ,19 6 0 ,155 -0 ,4 0 ,9 38 -0 ,0 3 RL211_ARATH 6 0 S rib o so mal p ro te in L21-1

RPL21A At1g 0 9 59 0  F14J9 .25; RPL21C At1g 0 9 6 9 0

F21M12.8
Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122238 _TR38 359 _c0 _g 1_i3_le n=130 1 NA NA NA NA NA . 0 ,0 0 1 -6 ,6 23 0 ,6 9 4 0 ,357 0 ,352 0 ,9 14 0 ,79 8 0 ,513 1 0 . . . . . .

SRR122238 _TR39 8 6 2_c0 _g 1_i1_le n=6 31 RL35_EUPES Q:10 4-472,H:1-123 9 5.12%ID E:5e -74 6 0 S rib o so mal p ro te in L35
PF0 0 8 31.20 ^Rib o so mal_L29 ^Rib o so mal L29  p ro te in^8 -

6 4^E:7.8 e -18
0 ,0 0 1 -0 ,8 8 6 0 ,0 47 -0 ,553 0 ,6 9 9 0 ,15 0 ,8 38 -0 ,0 9 7 0 ,0 9 3 -0 ,439 RL35_EUPES 6 0 S rib o so mal p ro te in L35 RPL35 Eup ho rb ia e sula (Le afy sp urg e ) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122238 _TR419 20 _c0 _g 1_i1_le n=8 13 RS272_ARATH Q:123-38 0 ,H:1-8 6 9 1.8 6 %ID E:3e -51 40 S rib o so mal p ro te in S27-2 . 0 -1,0 58 0 ,9 0 ,0 39 0 ,0 6 6 0 ,55 0 ,76 0 ,0 9 6 0 ,19 1 -0 ,319 RS272_ARATH 40 S rib o so mal p ro te in S27-2 RPS27B ARS27A At3g 6 1110  T20 K12.10  T27I15_20 0 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in; Zinc; Zinc-fing e r

SRR122238 _TR4346 3_c0 _g 1_i1_le n=6 0 7 RL371_ARATH Q:127-38 4,H:10 -9 5 8 8 .37%ID E:4e -47 6 0 S rib o so mal p ro te in L37-1
PF0 19 0 7.16 ^Rib o so mal_L37e ^Rib o so mal p ro te in L37e ^36 -

8 6 ^E:2.1e -25
0 -1,0 6 8 0 ,0 0 3 -0 ,6 47 0 ,149 0 ,349 1 0 ,0 0 7 0 ,10 5 -0 ,344 RL371_ARATH 6 0 S rib o so mal p ro te in L37-1 RPL37A At1g 15250  F9 L1.46 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Me tal-b ind ing ; RNA-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in; Zinc;

Zinc-fing e r; rRNA-b ind ing

SRR122238 _TR44471_c0 _g 1_i6 _le n=9 28 R13A4_ARATH
Q:8 19 -20 2,H:1-

20 6
8 9 .32%ID E:9 e -135 6 0 S rib o so mal p ro te in L13a-4

PF0 0 572.15^Rib o so mal_L13^Rib o so mal p ro te in L13^13-

118 ^E:1.2e -0 9
0 -0 ,9 47 0 ,435 -0 ,18 3 0 ,519 0 ,16 5 0 ,516 -0 ,176 0 ,79 3 -0 ,16 3 R13A4_ARATH 6 0 S rib o so mal p ro te in L13a-4 RPL13AD At5g 48 76 0  K24G6 .9 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122238 _TR45425_c2_g 1_i9 _le n=8 0 0 RS12_HORVU
Q:58 6 -215,H:20 -

143
8 2.26 %ID E:2e -6 9 40 S rib o so mal p ro te in S12

PF0 1248 .23^Rib o so mal_L7Ae ^Rib o so mal p ro te in

L7Ae /L30 e /S12e /Gad d 45 family^27-120 ^E:4e -27
0 ,0 0 1 -6 ,576 0 ,0 0 9 6 ,0 43 1 0 1 0 1 -0 ,31 RS12_HORVU 40 S rib o so mal p ro te in S12 RPS12 Ho rd e um vulg are  (Barle y) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122238 _TR48 232_c1_g 3_i5_le n=10 55 RS242_ARATH Q:8 10 -445,H:1-122 8 8 .52%ID E:4e -72 40 S rib o so mal p ro te in S24-2
PF0 128 2.16 ^Rib o so mal_S24e ^Rib o so mal p ro te in S24e ^25-

10 3^E:1.5e -36
0 ,0 0 1 -0 ,9 72 0 ,35 -0 ,28 8 0 ,28 3 0 ,441 1 0 ,0 24 0 ,721 -0 ,16 5 RS242_ARATH 40 S rib o so mal p ro te in S24-2 RPS24B At5g 28 0 6 0  F15F15.130 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122238 _TR51732_c0 _g 1_i1_le n=717 RL34_TOBAC Q:6 22-338 ,H:1-9 5 9 6 .8 4%ID E:4e -59 6 0 S rib o so mal p ro te in L34
PF0 119 9 .15^Rib o so mal_L34e ^Rib o so mal p ro te in L34e ^32-

127^E:2.1e -38
0 -1,0 7 0 ,18 8 -0 ,312 0 ,0 54 0 ,50 6 0 ,6 72 0 ,118 0 ,0 18 -0 ,6 24 RL34_TOBAC 6 0 S rib o so mal p ro te in L34 RPL34 Nico tiana tab acum (Co mmo n to b acco ) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122238 _TR5718 5_c0 _g 1_i2_le n=8 6 6 RL18 A_CASSA Q:8 13-28 0 ,H:1-178 9 1.0 1%ID E:5e -118 6 0 S rib o so mal p ro te in L18 a
PF0 1775.14^Rib o so mal_L18 A^Rib o so mal p ro te ins 50 S-

L18 Ae /6 0 S-L20 /6 0 S-L18 A^24-145^E:2.4e -55
0 -0 ,8 9 5 0 ,418 -0 ,21 0 ,144 0 ,452 0 ,8 18 0 ,0 9 4 1 -0 ,115 RL18 A_CASSA 6 0 S rib o so mal p ro te in L18 a RPL18 A Castane a sativa (Swe e t che stnut) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122238 _TR5728 0 _c0 _g 1_i2_le n=10 8 9 RS27A_SOLTU Q:8 5-552,H:1-156 9 6 .79 %ID E:8 e -8 5 Ub iq uitin-40 S rib o so mal p ro te in S27a

PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^29 -

9 9 ^E:3.7e -16 `PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^31-

10 2^E:5.4e -34`PF138 8 1.3^Rad 6 0 -SLD_2^Ub iq uitin-2 l ike

Rad 6 0  SUMO-like ^38 -

118 ^E:0 .0 0 11`PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-like

d o main^39 -

9 7^E:0 .0 0 0 21`PF0 159 9 .16 ^Rib o so mal_S27^Rib o so mal

p ro te in S27a^130 -175^E:3.8 e -26

0 -1,0 6 2 1 -0 ,0 0 7 0 ,325 0 ,38 0 ,79 9 -0 ,0 9 8 0 ,0 9 8 -0 ,39 7 RS27A_SOLTU Ub iq uitin-40 S rib o so mal p ro te in S27a [Cle ave d  into : Ub iq uitin; 40 S rib o so mal p ro te in S27a] UBI3 RPS27A So lanum tub e ro sum (Po tato )
Co mp le te  p ro te o me ; Cyto p lasm; Iso p e p tid e  b o nd ; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in;

Rib o so mal p ro te in; Ub l co njug atio n; Zinc; Zinc-fing e r

SRR122238 _TR6 29 34_c0 _g 1_i2_le n=6 52 RPD6 A_ARATH
Q:49 5-259 ,H:6 1-

139
9 4.9 4%ID E:1e -46 DNA-d ire cte d  RNA p o lyme rase s II, IV and  V sub unit 6 A

PF0 119 2.19 ^RNA_p o l_Rp b 6 ^RNA p o lyme rase  Rp b 6 ^53-

10 4^E:6 .3e -17
0 -2,234 0 ,0 14 -1,0 12 1 0 0 6 ,9 19 1 -1,8 17 RPD6 A_ARATH DNA-d ire cte d  RNA p o lyme rase s II, IV and  V sub unit 6 A (RNA p o lyme rase  Rp b 6 ) NRPB6 A NRPD6 A NRPE6 A At5g 519 40  MSG15.2 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; DNA-d ire cte d  RNA p o lyme rase ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n

SRR122238 _TR6 38 74_c0 _g 1_i6 _le n=712 RS13_SOYBN Q:48 -50 0 ,H:1-151 9 5.36 %ID E:1e -10 0 40 S rib o so mal p ro te in S13

PF0 8 0 6 9 .9 ^Rib o so mal_S13_N^Rib o so mal S13/S15 N-

te rminal d o main^16 -75^E:3.2e -

32`PF0 0 312.19 ^Rib o so mal_S15^Rib o so mal p ro te in S15^8 9 -

16 1^E:6 .6 e -16

0 -1,356 0 ,0 29 -0 ,6 0 1 0 ,9 42 0 ,0 44 0 ,8 21 -0 ,114 0 ,0 0 6 -0 ,742 RS13_SOYBN 40 S rib o so mal p ro te in S13 RPS13 Glycine  max (So yb e an) (G lycine  hisp id a) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122238 _TR6 6 49 7_c1_g 1_i1_le n=10 42 RL172_ARATH Q:9 42-418 ,H:1-175 8 8 %ID E:2e -112 6 0 S rib o so mal p ro te in L17-2
PF0 0 237.16 ^Rib o so mal_L22^Rib o so mal p ro te in

L22p /L17e ^19 -151^E:2.9 e -39
0 -0 ,8 8 9 0 ,38 5 -0 ,2 0 ,6 52 0 ,11 0 ,6 29 -0 ,127 0 ,6 41 -0 ,10 9 RL172_ARATH 6 0 S rib o so mal p ro te in L17-2 RPL17B At1g 6 7430  T1F15.11 Arab id o p sis thaliana (Mo use -e ar cre ss) Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122238 _TR6 7156 _c1_g 1_i3_le n=59 4 RS28 2_ARATH Q:50 2-344,H:1-52 9 0 .57%ID E:6 e -24 40 S rib o so mal p ro te in S28 -2 . 0 -1,141 0 ,227 -0 ,275 0 ,0 27 0 ,56 2 0 ,11 0 ,41 1 -0 ,19 RS28 2_ARATH 40 S rib o so mal p ro te in S28 -2 RPS28 C At5g 6 4140  MHJ24.12 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122238 _TR6 8 6 48 _c0 _g 1_i1_le n=9 33 RL28 1_ARATH Q:16 5-59 0 ,H:1-143 77.6 2%ID E:1e -72 6 0 S rib o so mal p ro te in L28 -1
PF0 1778 .14^Rib o so mal_L28 e ^Rib o so mal L28 e  p ro te in

family^8 -127^E:1.7e -35
0 -0 ,9 0 8 0 ,335 -0 ,231 0 ,0 0 3 0 ,8 9 9 0 ,22 0 ,40 3 0 ,0 8 8 -0 ,40 9 RL28 1_ARATH 6 0 S rib o so mal p ro te in L28 -1 RPL28 A At2g 19 730  F6 F22.24 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122238 _TR716 9 2_c0 _g 1_i3_le n=50 5 NA NA NA NA NA . 0 -3,372 1 -1,247 0 ,0 6 8 -1,0 0 7 0 ,1 -0 ,8 9 1 0 . . . . . .

SRR122238 _TR729 25_c0 _g 1_i3_le n=6 9 1 RS20 2_ARATH Q:137-48 1,H:8 -122 9 3.9 1%ID E:1e -70 40 S rib o so mal p ro te in S20 -2
PF0 0 338 .19 ^Rib o so mal_S10 ^Rib o so mal p ro te in

S10 p /S20 e ^25-119 ^E:3.7e -28
0 -0 ,9 8 9 0 ,9 13 0 ,0 27 0 ,38 0 ,214 0 ,8 0 6 -0 ,0 6 7 0 ,0 46 -0 ,448 RS20 2_ARATH 40 S rib o so mal p ro te in S20 -2 RPS20 B At3g 47370  T21L8 .120 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122238 _TR7336 7_c0 _g 2_i2_le n=732 NA NA NA NA NA

PF0 0 428 .16 ^Rib o so mal_6 0 s^6 0 s Acid ic rib o so mal

p ro te in^18 -112^E:2.8 e -26 `PF128 6 8 .4^DUF38 24^Do main o f

unknwo n functio n (DUF38 24)^72-10 3^E:0 .3

0 -1,6 23 0 ,0 2 -0 ,6 0 8 0 ,78 4 -0 ,10 6 1 0 ,0 26 0 ,0 8 -0 ,39 . . . . . .

SRR122238 _TR739 26 _c0 _g 1_i4_le n=6 54 RL321_ARATH Q:6 5-46 3,H:1-133 8 6 .47%ID E:5e -74 6 0 S rib o so mal p ro te in L32-1
PF0 16 55.15^Rib o so mal_L32e ^Rib o so mal p ro te in L32^37-

143^E:4.3e -50
0 -0 ,9 0 6 0 ,30 5 -0 ,237 0 ,0 6 7 0 ,456 0 ,29 7 0 ,26 6 0 ,20 4 -0 ,278 RL321_ARATH 6 0 S rib o so mal p ro te in L32-1 RPL32A At4g 18 10 0  F15J5.70 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122238 _TR770 44_c0 _g 1_i1_le n=76 1 RL222_ARATH
Q:20 3-50 2,H:17-

116
8 5%ID E:1e -44 6 0 S rib o so mal p ro te in L22-2

PF0 1776 .14^Rib o so mal_L22e ^Rib o so mal L22e  p ro te in

family^6 5-173^E:1.3e -45
0 -0 ,9 36 0 ,0 6 7 -0 ,433 0 ,8 51 0 ,0 49 0 ,8 21 -0 ,0 72 0 ,30 3 -0 ,242 RL222_ARATH 6 0 S rib o so mal p ro te in L22-2 RPL22B At3g 0 556 0  F18 C1.17 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122238 _TR770 58 _c1_g 1_i6 _le n=6 12 F16 P1_SPIOL Q:36 8 -8 4,H:51-147 6 5.9 8 %ID E:9 e -32 Fructo se -1,6 -b isp ho sp hatase , chlo ro p lastic
PF0 0 316 .17^FBPase ^Fructo se -1-6 -b isp ho sp hatase , N-

te rminal d o main^117-176 ^E:2.7e -12
0 ,0 0 1 -6 ,56 1 0 0 ,0 34 5,6 5 0 6 ,729 1 1,19 1 F16 P1_SPIOL

Fructo se -1,6 -b isp ho sp hatase , chlo ro p lastic (FBPase ) (EC 3.1.3.11) (D-fructo se -1,6 -b isp ho sp hate  1-

p ho sp ho hyd ro lase )
Sp inacia o le race a (Sp inach)

PATHWAY: Carb o hyd rate  b io synthe sis; Calvin

cycle .

3D-structure ; Calvin cycle ; Carb o hyd rate  me tab o lism; Chlo ro p last; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; Hyd ro lase ;

Mag ne sium; Me tal-b ind ing ; Plastid ; Transit p e p tid e

SRR122238 _TR79 9 22_c0 _g 1_i2_le n=6 6 2 RS252_ARATH
Q:430 -215,H:37-

10 8
8 3.33%ID E:7e -36 40 S rib o so mal p ro te in S25-2

PF0 329 7.12^Rib o so mal_S25^S25 rib o so mal p ro te in^7-

10 4^E:3e -42
0 -0 ,9 35 0 ,479 -0 ,157 0 ,436 0 ,18 9 0 ,18 1 -0 ,321 0 ,376 -0 ,48 8 RS252_ARATH 40 S rib o so mal p ro te in S25-2 RPS25B At2g 2158 0  F2G1.15 Arab id o p sis thaliana (Mo use -e ar cre ss) Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122238 _TR8 3537_c0 _g 1_i1_le n=10 15 RS11_SOYBN Q:217-6 9 3,H:1-159 9 1.19 %ID E:1e -9 0 40 S rib o so mal p ro te in S11

PF16 20 5.2^Rib o so mal_S17_N^Rib o so mal_S17 N-te rminal^4-

72^E:1.9 e -32`PF0 0 36 6 .17^Rib o so mal_S17^Rib o so mal p ro te in

S17^74-142^E:7.6 e -25

0 -0 ,9 31 0 ,78 1 -0 ,0 71 0 ,351 0 ,254 0 ,557 -0 ,172 0 ,26 4 -0 ,26 7 RS11_SOYBN 40 S rib o so mal p ro te in S11 RPS11 Glycine  max (So yb e an) (G lycine  hisp id a) Co mp le te  p ro te o me ; RNA-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in; rRNA-b ind ing

SRR122238 _TR8 720 9 _c0 _g 2_i3_le n=578 R35A1_ARATH Q:549 -214,H:1-112 9 1.0 7%ID E:4e -70 6 0 S rib o so mal p ro te in L35a-1
PF0 1247.15^Rib o so mal_L35Ae ^Rib o so mal p ro te in L35Ae ^21-

115^E:2.2e -46
0 -1,13 0 ,449 -0 ,18 7 0 ,8 8 0 ,0 55 0 ,154 -0 ,447 0 ,6 34 -0 ,237 R35A1_ARATH 6 0 S rib o so mal p ro te in L35a-1 RPL35AA At1g 0 70 70  F10 K1.22 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR122238 _TR8 720 9 _c0 _g 2_i4_le n=748 R35A3_ARATH Q:70 0 -36 5,H:1-112 9 1.9 6 %ID E:5e -6 9 6 0 S rib o so mal p ro te in L35a-3
PF0 1247.15^Rib o so mal_L35Ae ^Rib o so mal p ro te in L35Ae ^28 -

122^E:2.6 e -46
0 -0 ,9 9 2 0 ,112 -0 ,39 4 0 ,0 23 0 ,6 6 2 0 ,425 0 ,248 0 ,0 6 6 -1,9 7 R35A3_ARATH 6 0 S rib o so mal p ro te in L35a-3 RPL35AC At1g 74270  F1O17.6 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR12718 57_TR6 9 30 _c0 _g 3_i3_le n=1519 NA NA NA NA NA
PF0 0 428 .16 ^Rib o so mal_6 0 s^6 0 s Acid ic rib o so mal

p ro te in^22-113^E:7.1e -25
0 ,0 0 1 -0 ,8 6 6 0 ,36 3 -0 ,224 0 ,416 0 ,221 0 ,71 -0 ,10 2 1 0 ,0 8 7 . . . . . .

SRR12718 57_TR8 539 _c0 _g 1_i4_le n=535 H4_SOYBN
Q:125-370 ,H:22-

10 3
10 0 %ID E:8 e -50 Histo ne  H4

PF15511.3^CENP-T_C^Ce ntro me re  kine to cho re  co mp o ne nt

CENP-T histo ne  fo ld ^35-9 6 ^E:1.4e -

0 8 `PF0 29 6 9 .14^TAF^TATA b o x b ind ing  p ro te in asso ciate d

facto r (TAF)^35-9 2^E:0 .0 0 0 16

0 -2,39 2 0 ,158 -1,8 0 2 1 0 ,157 0 ,6 29 -1,29 4 0 ,0 0 4 -0 ,8 53 H4_SOYBN Histo ne  H4 Glycine  max (So yb e an) (G lycine  hisp id a)
Ace tylatio n; Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Me thylatio n; Nucle o so me  co re ; Nucle us; Re fe re nce

p ro te o me

SRR12718 57_TR8 8 25_c0 _g 1_i1_le n=10 77 NA NA NA NA NA . 0 ,0 0 1 -2,136 1 0 ,6 35 0 ,0 76 -2,8 9 1 0 ,0 76 -2,331 0 ,357 0 ,6 35 . . . . . .

SRR12718 57_TR19 9 9 8 _c0 _g 2_i1_le n=18 40 C8 2G1_ARATH
Q:224-1732,H:15-

512
48 .73%ID E:4e -154 Cyto chro me  P450  8 2G1 PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^42-50 1^E:2.8 e -8 7 0 -4,6 53 0 ,35 0 ,458 0 ,231 0 ,579 0 ,214 -0 ,9 13 0 1,514 C8 2G1_ARATH Cyto chro me  P450  8 2G1 (EC 1.14.-.-) CYP8 2G1 At3g 2518 0  MJL12.5 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Se co nd ary me tab o lite  b io synthe sis;

te rp e no id  b io synthe sis.

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; Oxid o re d uctase ; Plant

d e fe nse ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR12718 57_TR236 9 0 _c0 _g 1_i1_le n=10 6 4 R13A2_ARATH Q:126 -743,H:1-20 6 8 9 .8 1%ID E:1e -133 6 0 S rib o so mal p ro te in L13a-2
PF0 0 572.15^Rib o so mal_L13^Rib o so mal p ro te in L13^13-

120 ^E:2.1e -0 9
0 -1,16 0 ,8 -0 ,0 8 8 0 ,6 42 0 ,20 5 0 ,6 0 8 -0 ,228 0 ,6 5 -0 ,13 R13A2_ARATH 6 0 S rib o so mal p ro te in L13a-2 RPL13AB At3g 248 30  K7P8 .12 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR12718 57_TR2520 3_c1_g 3_i1_le n=6 38 NA NA NA NA NA . 0 -1,79 9 0 ,257 0 ,759 0 ,40 2 1,141 0 ,40 2 1,0 9 8 0 ,48 4 0 ,40 9 . . . . . .

SRR12718 58 _TR279 0 _c0 _g 1_i3_le n=16 51 RL5_CUCSA Q:121-753,H:1-211 8 8 .15%ID E:7e -122 6 0 S rib o so mal p ro te in L5
PF17144.1^Rib o so mal_L5e ^Rib o so mal larg e  sub unit p ro te ins

6 0 S L5, and  50 S L18 ^14-175^E:1.9 e -8 3
0 ,0 0 1 -1,145 0 ,236 -0 ,40 4 0 ,277 0 ,516 0 ,528 0 ,328 1 -0 ,0 45 RL5_CUCSA 6 0 S rib o so mal p ro te in L5 RPL5 Cucumis sativus (Cucumb e r) RNA-b ind ing ; Rib o nucle o p ro te in; Rib o so mal p ro te in; rRNA-b ind ing

SRR12718 58 _TR7418 _c0 _g 1_i1_le n=2273 CBF5_ARATH
Q:20 14-6 44,H:16 -

46 0
8 2.71%ID E:0 H/ACA rib o nucle o p ro te in co mp le x sub unit 4

PF0 8 0 6 8 .9 ^DKCLD^DKCLD (NUC0 11) d o main^50 -

10 7^E:5.6 e -31`PF0 150 9 .15^TruB_N^TruB family

p se ud o urid ylate  synthase  (N te rminal d o main)^111-

227^E:2.1e -19 `PF16 19 8 .2^TruB_C_2^tRNA p se ud o urid ylate

synthase  B C-te rminal d o main^228 -29 4^E:2.8 e -

22`PF0 1472.17^PUA^PUA d o main^29 8 -370 ^E:1.8 e -21

0 ,0 0 1 -1,10 9 0 ,235 0 ,40 6 0 ,235 0 ,8 37 1 -0 ,26 3 0 3,46 1 CBF5_ARATH
H/ACA rib o nucle o p ro te in co mp le x sub unit 4 (EC 5.4.9 9 .-) (CBF5 ho mo lo g ) (Dyske rin) (No p p -140 -asso ciate d

p ro te in o f 57 kDa ho mo lo g ) (AtNAP57) (Nucle o lar p ro te in NAP57 ho mo lo g )
CBF5 NAP57 At3g 57150  F24I3.230 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Iso me rase ; Nucle us; Pho sp ho p ro te in; RNA-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in;

Rib o so me  b io g e ne sis; rRNA p ro ce ssing

SRR12718 58 _TR7453_c0 _g 4_i2_le n=1139 RL172_ARATH Q:178 -70 2,H:1-175 8 8 .57%ID E:4e -10 2 6 0 S rib o so mal p ro te in L17-2
PF0 0 237.16 ^Rib o so mal_L22^Rib o so mal p ro te in

L22p /L17e ^19 -151^E:2.4e -38
0 ,0 0 1 -0 ,9 9 2 0 ,144 -0 ,40 1 0 ,70 6 0 ,17 0 ,8 0 9 -0 ,121 0 ,36 9 -0 ,29 RL172_ARATH 6 0 S rib o so mal p ro te in L17-2 RPL17B At1g 6 7430  T1F15.11 Arab id o p sis thaliana (Mo use -e ar cre ss) Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR12718 58 _TR10 0 14_c0 _g 2_i1_le n=1119 RL15_PETHY
Q:10 0 0 -38 9 ,H:1-

20 4
9 4.6 1%ID E:1e -116 6 0 S rib o so mal p ro te in L15

PF0 0 8 27.14^Rib o so mal_L15e ^Rib o so mal L15^2-19 0 ^E:1.1e -

9 4
0 -1,0 9 2 0 ,433 -0 ,20 4 1 0 ,0 12 0 ,58 4 -0 ,17 0 ,226 -0 ,511 RL15_PETHY 6 0 S rib o so mal p ro te in L15 RPL15 Pe tunia hyb rid a (Pe tunia) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR12718 58 _TR32130 _c0 _g 1_i1_le n=748 CB12_SOLLC
Q:32-6 9 4,H:46 -

26 6
9 1.4%ID E:1e -148 Chlo ro p hyll a-b  b ind ing  p ro te in 7, chlo ro p lastic

PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing

p ro te in^39 -20 5^E:6 .8 e -52
0 -6 ,6 79 0 7,321 0 ,0 0 1 -6 ,538 0 ,352 -1,0 41 1 0 ,0 48 CB12_SOLLC Chlo ro p hyll a-b  b ind ing  p ro te in 7, chlo ro p lastic (LHCI typ e  II CAB-7) CAB7

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Mag ne sium; Me mb rane ; Me tal-b ind ing ; Pho sp ho p ro te in;

Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ;

Transme mb rane ; Transme mb rane  he lix

SRR12718 58 _TR6 16 31_c0 _g 1_i1_le n=541 RL39 3_ORYSJ Q:38 4-232,H:1-51 9 6 .0 8 %ID E:1e -26 6 0 S rib o so mal p ro te in L39 -3 . 0 ,0 0 1 -0 ,79 2 0 ,272 -0 ,255 0 ,8 19 0 ,0 6 7 0 ,76 5 -0 ,0 8 7 0 ,729 -0 ,36 2 RL39 3_ORYSJ 6 0 S rib o so mal p ro te in L39 -3
RPL39 C Os0 6 g 0 18 156 6  LOC_Os0 6 g 0 8 320  OsJ_20 351

OSJNBa0 0 35I0 3.41 OSJNBb 0 0 19 L0 7.23
Oryza sativa sub sp . jap o nica (Rice ) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR12718 58 _TR6 248 8 _c1_g 1_i1_le n=773 RS23_FRAAN Q:6 22-19 7,H:1-142 9 8 .59 %ID E:2e -9 5 40 S rib o so mal p ro te in S23
PF0 0 16 4.22^Rib o so m_S12_S23^Rib o so mal p ro te in

S12/S23^9 -141^E:6 e -6 0
0 -0 ,8 9 3 0 ,344 -0 ,217 0 ,172 0 ,342 0 ,70 3 0 ,10 3 1 0 ,134 RS23_FRAAN 40 S rib o so mal p ro te in S23 (S12) RPS23 Frag aria ananassa (Strawb e rry) Hyd ro xylatio n; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR12718 58 _TR6 29 48 _c0 _g 1_i1_le n=8 9 3 CYB5_TOBAC
Q:29 6 -547,H:52-

135
8 5.71%ID E:3e -45 Cyto chro me  b 5 . 0 -3,8 9 1 0 ,8 4 -0 ,26 4 1 -0 ,734 0 ,6 29 -2,1 0 ,232 -0 ,379 CYB5_TOBAC Cyto chro me  b 5 Nico tiana tab acum (Co mmo n to b acco )

Ele ctro n transp o rt; End o p lasmic re ticulum; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Micro so me ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR12718 59 _TR50 6 8 _c0 _g 1_i1_le n=1158 RS29 _ARATH Q:10 6 -273,H:1-56 8 9 .29 %ID E:8 e -28 40 S rib o so mal p ro te in S29 . 0 ,0 0 1 -0 ,79 4 0 ,0 8 8 -0 ,39 7 0 ,16 5 0 ,355 0 ,512 0 ,177 0 ,0 8 9 -0 ,39 6 RS29 _ARATH 40 S rib o so mal p ro te in S29
RPS29 A At3g 439 8 0  T15B3.120 ; RPS29 B At3g 440 10

T15B3.150 ; RPS29 C At4g 338 6 5 F17I5.3
Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in; Zinc

SRR12718 59 _TR22448 _c0 _g 1_i1_le n=717 H2B_GOSHI
Q:232-540 ,H:45-

147
9 6 .12%ID E:1e -58 Histo ne  H2B

PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^9 -

124^E:9 .9 e -23`PF0 0 8 0 8 .20 ^CBFD_NFYB_HMF^Histo ne -like

transcrip tio n facto r (CBF/NF-Y) and  archae al histo ne ^6 6 -

122^E:4.4e -0 5

0 -0 ,9 53 0 ,20 5 -0 ,355 0 1,0 25 0 ,0 0 3 0 ,8 8 3 1 -2,277 H2B_GOSHI Histo ne  H2B HIS2B
Go ssyp ium hirsutum (Up land  co tto n)

(Go ssyp ium me xicanum)
Ace tylatio n; Chro mo so me ; DNA-b ind ing ; Iso p e p tid e  b o nd ; Nucle o so me  co re ; Nucle us; Ub l co njug atio n

SRR12718 59 _TR30 332_c0 _g 4_i7_le n=56 3 RT12_HELAN Q:40 0 -44,H:1-119 9 8 .32%ID E:1e -79 Rib o so mal p ro te in S12, mito cho nd rial
PF0 0 16 4.22^Rib o so m_S12_S23^Rib o so mal p ro te in

S12/S23^5-121^E:2.9 e -40
0 -3,723 1 -0 ,425 1 0 ,8 1 0 ,435 1 0 ,375 RT12_HELAN Rib o so mal p ro te in S12, mito cho nd rial RPS12 He lianthus annuus (Co mmo n sunflo we r) Mito cho nd rio n; RNA e d iting ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR12718 59 _TR416 6 9 _c0 _g 2_i1_le n=3519 SIR1_TOBAC
Q:16 7-2251,H:1-

6 9 1
8 2.21%ID E:0 Sulfite  re d uctase  1 [fe rre d o xin], chlo ro p lastic

PF0 346 0 .14^NIR_SIR_fe rr^Nitrite /Sulfite  re d uctase

fe rre d o xin-like  half d o main^18 8 -245^E:2e -

15`PF0 10 77.19 ^NIR_SIR^Nitrite  and  sulp hite  re d uctase  4Fe -

4S d o main^28 2-46 0 ^E:2.1e -

50 `PF0 346 0 .14^NIR_SIR_fe rr^Nitrite /Sulfite  re d uctase

fe rre d o xin-like  half d o main^478 -531^E:6 .1e -

13`PF0 10 77.19 ^NIR_SIR^Nitrite  and  sulp hite  re d uctase  4Fe -

4S d o main^556 -6 9 4^E:1.1e -0 9

0 -2,0 6 8 0 ,356 0 ,9 9 0 ,44 0 ,755 1 0 ,30 3 1 0 SIR1_TOBAC Sulfite  re d uctase  1 [fe rre d o xin], chlo ro p lastic (NtSiR1) (EC 1.8 .7.1) SIR1 Nico tiana tab acum (Co mmo n to b acco )
4Fe -4S; Chlo ro p last; DNA-b ind ing ; Dire ct p ro te in se q ue ncing ; He me ; Iro n; Iro n-sulfur; Me tal-b ind ing ; Oxid o re d uctase ;

Plastid ; Thio e the r b o nd ; Transit p e p tid e

SRR12718 59 _TR420 6 6 _c0 _g 1_i18 _le n=541 RL74_ARATH Q:146 -46 3,H:1-10 4 75.47%ID E:1e -44 6 0 S rib o so mal p ro te in L7-4

PF0 8 0 79 .9 ^Rib o so mal_L30 _N^Rib o so mal L30  N-te rminal

d o main^12-8 3^E:2.6 e -

26 `PF0 0 327.17^Rib o so mal_L30 ^Rib o so mal p ro te in

L30 p /L7e ^8 8 -115^E:1.4e -0 9

0 -1,574 0 ,0 44 0 ,8 18 0 ,6 32 -0 ,20 2 0 ,49 5 -0 ,30 7 0 ,533 0 ,172 RL74_ARATH 6 0 S rib o so mal p ro te in L7-4 RPL7D At3g 1358 0  K20 M4.2 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 17_TR1435_c0 _g 3_i1_le n=540 RL142_ARATH Q:40 7-15,H:1-131 8 5.5%ID E:3e -74 6 0 S rib o so mal p ro te in L14-2
PF0 19 29 .14^Rib o so mal_L14e ^Rib o so mal p ro te in L14^45-

117^E:2e -26
0 -1,0 8 2 0 ,478 -0 ,16 2 0 ,422 0 ,21 0 ,9 1 0 ,0 37 0 ,0 8 6 -0 ,38 2 RL142_ARATH 6 0 S rib o so mal p ro te in L14-2 RPL14B At4g 270 9 0  T24A18 .40 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 17_TR2746 _c0 _g 1_i2_le n=30 59 SUBL_ARATH
Q:258 5-378 ,H:31-

757
58 .6 3%ID E:0 .

PF0 59 22.13^Inhib ito r_I9 ^Pe p tid ase  inhib ito r I9 ^29 -

10 7^E:1.4e -17`PF0 0 0 8 2.19 ^Pe p tid ase _S8 ^Sub tilase

family^137-58 8 ^E:1.3e -49 `PF0 2225.19 ^PA^PA d o main^40 3-

46 3^E:2.4e -0 9

0 -1,437 0 ,357 0 ,6 49 0 1,743 0 ,739 0 ,338 1 0 ,0 22 SBT17_ARATH
Sub til is in-like  p ro te ase  SBT1.7 (EC 3.4.21.-) (Cucumisin-like  se rine  p ro te ase ) (Sub tilase  sub family 1 me mb e r 7)

(AtSBT1.7) (Sub til is in-like  se rine  p ro te ase  1) (At-SLP1)
SBT1.7 ARA12 ASP48  SLP1 At5g 6 736 0  K8 K14.8 Arab id o p sis thaliana (Mo use -e ar cre ss)

Calcium; Ce ll wall; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; G lyco p ro te in; Hyd ro lase ; Pro te ase ; Re fe re nce

p ro te o me ; Se cre te d ; Se rine  p ro te ase ; Sig nal; Zymo g e n

SRR3420 17_TR6 0 6 3_c3_g 9 _i1_le n=1379 PCNA_CATRO
Q:119 9 -417,H:1-

26 1
9 9 .23%ID E:0 Pro life rating  ce ll nucle ar antig e n

PF0 0 70 5.15^PCNA_N^Pro life rating  ce ll nucle ar antig e n, N-

te rminal d o main^1-125^E:2.8 e -

58 `PF0 4139 .10 ^Rad 9 ^Rad 9 ^13-216 ^E:1.4e -

0 6 `PF0 2747.12^PCNA_C^Pro life rating  ce ll nucle ar antig e n, C-

te rminal d o main^127-254^E:2.4e -6 1

0 -1,6 6 0 ,112 -1,179 0 ,40 2 0 ,9 76 1 -0 ,254 0 ,175 -1,0 9 2 PCNA_CATRO Pro life rating  ce ll nucle ar antig e n (PCNA) (Cyclin)
Catharanthus ro se us (Mad ag ascar p e riwinkle )

(Vinca ro se a)
DNA re p licatio n; DNA-b ind ing ; Nucle us

SRR3420 17_TR10 9 0 2_c2_g 1_i1_le n=9 35 RL23_ARATH Q:8 54-435,H:1-140 9 7.14%ID E:1e -9 2 6 0 S rib o so mal p ro te in L23
PF0 0 238 .16 ^Rib o so mal_L14^Rib o so mal p ro te in

L14p /L23e ^22-140 ^E:8 .9 e -36
0 -1,10 6 0 ,38 2 -0 ,23 0 ,0 12 0 ,8 11 0 ,6 0 6 0 ,20 5 0 ,59 1 -0 ,36 8 RL23_ARATH 6 0 S rib o so mal p ro te in L23 (Pro te in EMBRYO DEFECTIVE 2171)

RPL23A At1g 0 448 0  F19 P19 .5; RPL23B At2g 33370  F4P9 .14;

RPL23C EMB2171 At3g 0 440 0  T27C4.4
Arab id o p sis thaliana (Mo use -e ar cre ss) Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 17_TR1139 5_c0 _g 1_i2_le n=9 9 6 DUT_SOLLC Q:76 7-26 1,H:4-16 9 8 0 .59 %ID E:5e -9 0 De o xyurid ine  5' -trip ho sp hate  nucle o tid o hyd ro lase PF0 0 6 9 2.16 ^d UTPase ^d UTPase ^46 -174^E:3.4e -45 0 -1,477 0 ,0 26 -2,0 17 1 0 ,521 1 0 ,0 43 0 ,111 -1,373 DUT_SOLLC De o xyurid ine  5' -trip ho sp hate  nucle o tid o hyd ro lase  (d UTPase ) (EC 3.6 .1.23) (P18 ) (d UTP p yro p ho sp hatase )
So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

PATHWAY: Pyrimid ine  me tab o lism; d UMP

b io synthe sis; d UMP fro m d CTP (d UTP ro ute ):

ste p  2/2.

Co mp le te  p ro te o me ; Hyd ro lase ; Mag ne sium; Me tal-b ind ing ; Nucle o tid e  me tab o lism; Re fe re nce  p ro te o me

SRR3420 17_TR1539 0 _c0 _g 1_i1_le n=1147 ERD2_PETHY
Q:38 0 -10 24,H:1-

215
9 2.0 9 %ID E:5e -133 ER lume n p ro te in-re taining  re ce p to r

PF0 0 8 10 .15^ER_lume n_re ce p t^ER lume n p ro te in re taining

re ce p to r^28 -171^E:2.2e -51
0 -3,79 1 0 ,0 0 9 1,232 0 ,50 2 1,8 8 3 0 ,0 34 3,438 0 ,6 9 2 0 ,8 9 8 ERD2_PETHY ER lume n p ro te in-re taining  re ce p to r (HDEL re ce p to r) (PGP16 9 -12) ERD2 Pe tunia hyb rid a (Pe tunia)

ER-Go lg i transp o rt; End o p lasmic re ticulum; Me mb rane ; Pro te in transp o rt; Re ce p to r; Transme mb rane ; Transme mb rane

he lix; Transp o rt

SRR3420 17_TR16 448 _c0 _g 1_i4_le n=79 2 H2B1_MEDTR
Q:46 2-18 7,H:57-

148
9 8 .9 1%ID E:1e -57 Pro b ab le  histo ne  H2B.1

PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^5-

128 ^E:1.2e -22`PF0 0 8 0 8 .20 ^CBFD_NFYB_HMF^Histo ne -like

transcrip tio n facto r (CBF/NF-Y) and  archae al histo ne ^70 -

126 ^E:0 .0 0 0 28

0 -1,6 29 0 ,0 0 9 -0 ,9 52 0 ,8 0 3 0 ,16 4 0 ,48 4 -0 ,415 0 ,6 0 8 -0 ,242 H2B1_MEDTR Pro b ab le  histo ne  H2B.1
Me d icag o  truncatula (Barre l me d ic) (Me d icag o

trib ulo id e s)
Ace tylatio n; Chro mo so me ; DNA-b ind ing ; Iso p e p tid e  b o nd ; Nucle o so me  co re ; Nucle us; Ub l co njug atio n

SRR3420 17_TR17543_c3_g 2_i1_le n=1231 RS4_SOLTU Q:154-9 42,H:1-26 4 9 2.0 5%ID E:3e -16 4 40 S rib o so mal p ro te in S4

PF0 8 0 71.9 ^RS4NT^RS4NT (NUC0 23) d o main^54-9 0 ^E:1.6 e -

19 `PF0 1479 .22^S4^S4 d o main^9 8 -141^E:4.1e -

0 5`PF0 0 9 0 0 .17^Rib o so mal_S4e ^Rib o so mal family S4e ^146 -

220 ^E:1.5e -36 `PF0 0 46 7.26 ^KOW^KOW mo tif^228 -26 1^E:1.6 e -

0 6 `PF16 121.2^40 S_S4_C^40 S rib o so mal p ro te in S4 C-

te rminus^26 3-30 8 ^E:6 .4e -26

0 -0 ,8 73 0 ,371 0 ,214 1 -0 ,0 0 4 0 ,425 -0 ,21 0 ,212 -0 ,29 3 RS4_SOLTU 40 S rib o so mal p ro te in S4 RPS4 So lanum tub e ro sum (Po tato )
Co mp le te  p ro te o me ; Cyto p lasm; RNA-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in; rRNA-

b ind ing

SRR3420 17_TR210 12_c0 _g 2_i1_le n=1770 HDT1_SOLCH
Q:30 8 -120 4,H:1-

258
57.8 6 %ID E:1e -79 Histo ne  d e ace tylase  HDT1

PF139 12.3^zf-C2H2_6 ^C2H2-typ e  zinc fing e r^28 3-30 6 ^E:3.6 e -

0 6 `PF128 74.4^zf-me t^Zinc-fing e r o f C2H2 typ e ^28 4-

30 4^E:0 .0 34`PF139 13.3^zf-C2HC_2^zinc-fing e r o f a C2HC-

typ e ^28 4-30 3^E:0 .21

0 -1,11 0 ,46 5 0 ,18 6 0 ,0 6 2 0 ,6 9 9 1 -0 ,0 39 0 ,44 -0 ,20 5 HDT1_SOLCH Histo ne  d e ace tylase  HDT1 (Histo ne  d e ace tylase  2a) (HD2a) (ScHD2a) HDT1 HD2A So lanum chaco e nse  (Chaco  p o tato )
Chro matin re g ulato r; Hyd ro lase ; Me tal-b ind ing ; Nucle us; Pho sp ho p ro te in; Re p re sso r; Transcrip tio n; Transcrip tio n

re g ulatio n; Zinc; Zinc-fing e r

SRR3420 17_TR229 12_c0 _g 4_i1_le n=8 0 6 MRT4_MOUSE Q:171-8 0 6 ,H:1-211 50 .9 4%ID E:2e -6 6
mRNA turno ve r p ro te in 4 ho mo lo g

{ECO:0 0 0 0 250 |UniPro tKB:P3320 1}

PF0 0 46 6 .17^Rib o so mal_L10 ^Rib o so mal p ro te in L10 ^19 -

119 ^E:1.2e -20
0 ,0 0 1 -1,21 0 ,0 14 0 ,8 9 4 1 -0 ,0 47 0 ,59 1 0 ,334 0 ,535 0 ,223 MRT4_MOUSE mRNA turno ve r p ro te in 4 ho mo lo g  (Rib o so me  asse mb ly facto r Mrto 4) Mrto 4 Mrt4 Mus musculus (Mo use ) Co mp le te  p ro te o me ; Cyto p lasm; Nucle us; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Rib o so me  b io g e ne sis

SRR3420 17_TR246 6 1_c4_g 7_i1_le n=8 6 9 Y18 48 _ARATH Q:6 8 8 -2,H:352-58 1 8 0 .43%ID E:2e -130 Pro b ab le  inactive  re ce p to r kinase  At1g 48 48 0

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^1-149 ^E:4.6 e -

29 `PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^2-

154^E:2.8 e -26

0 -7,25 0 ,0 6 6 5,26 6 1 0 1 0 0 ,6 18 -0 ,26 1 Y18 48 _ARATH Pro b ab le  inactive  re ce p to r kinase  At1g 48 48 0 RKL1 At1g 48 48 0  T1N15.9 Arab id o p sis thaliana (Mo use -e ar cre ss)
ATP-b ind ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; Le ucine -rich re p e at; Me mb rane ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in;

Re ce p to r; Re fe re nce  p ro te o me ; Re p e at; Sig nal; Transme mb rane ; Transme mb rane  he lix

SRR3420 19 _TR36 73_c0 _g 1_i5_le n=3444 OBGC_ARATH
Q:6 50 -

18 6 1,H:20 0 -6 14
76 .39 %ID E:0 GTP-b ind ing  p ro te in OBGC, chlo ro p lastic

PF0 10 18 .19 ^GTP1_OBG^GTP1/OBG^19 0 -349 ^E:8 .6 e -

53`PF0 19 26 .20 ^MMR_HSR1^50 S rib o so me -b ind ing

GTPase ^352-472^E:8 .9 e -22`PF0 2421.15^Fe o B_N^Fe rro us

iro n transp o rt p ro te in B^353-512^E:3e -0 9

0 -2,6 42 0 ,0 8 6 -0 ,9 78 1 0 ,154 1 0 ,10 8 0 ,70 5 0 ,233 OBGC_ARATH
GTP-b ind ing  p ro te in OBGC, chlo ro p lastic (AtOBGC) (GTP-b ind ing  p ro te in OBG-like ) (AtOBGL) (Pro te in

CHLOROPLASTIC SAR1) (CPSAR1) (Pro te in EMBRYO DEFECTIVE 26 9 ) (Pro te in EMBRYO DEFECTIVE 3138 )
OBGL EMB26 9  EMB3138  At5g 18 570  T28 N17.50 Arab id o p sis thaliana (Mo use -e ar cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; GTP-b ind ing ; Mag ne sium; Me mb rane ; Me tal-b ind ing ; Nucle o tid e -b ind ing ; Plastid ;

Plastid  inne r me mb rane ; Re fe re nce  p ro te o me ; Rib o so me  b io g e ne sis; Transit p e p tid e

SRR3420 19 _TR4149 _c0 _g 1_i6 _le n=8 44 RS19 1_ARATH Q:70 6 -278 ,H:1-143 8 6 .71%ID E:2e -8 7 40 S rib o so mal p ro te in S19 -1
PF0 10 9 0 .16 ^Rib o so mal_S19 e ^Rib o so mal p ro te in S19 e ^6 -

140 ^E:7.4e -59
0 -1,0 54 0 ,116 -0 ,36 7 0 ,125 0 ,41 0 ,6 39 -0 ,146 0 ,0 0 5 -0 ,6 72 RS19 1_ARATH 40 S rib o so mal p ro te in S19 -1 RPS19 A At3g 0 20 8 0  F1C9 .13 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 19 _TR716 0 _c2_g 1_i7_le n=2471 RS22_ARATH
Q:10 36 -341,H:48 -

279
8 7.5%ID E:5e -141 40 S rib o so mal p ro te in S2-2

PF0 0 333.17^Rib o so mal_S5^Rib o so mal p ro te in S5, N-te rminal

d o main^8 6 -150 ^E:3.4e -

32`PF0 3719 .12^Rib o so mal_S5_C^Rib o so mal p ro te in S5, C-

te rminal d o main^16 9 -236 ^E:2.5e -25

0 -1,0 6 7 0 ,6 41 0 ,137 0 ,9 48 0 ,0 37 0 ,6 29 -0 ,20 2 1 -0 ,0 25 RS22_ARATH 40 S rib o so mal p ro te in S2-2
RPS2B RF12 At1g 59 359  T4M14_3; At1g 58 9 8 3 T4M14.1;

At1g 58 6 8 4 R18 I.8
Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 19 _TR8 450 _c0 _g 2_i5_le n=9 9 9 NA NA NA NA NA . 0 -1,39 6 0 ,144 -0 ,474 1 0 ,0 32 0 ,6 14 -0 ,218 1 -0 ,6 43 . . . . . .

SRR3420 19 _TR8 520 _c0 _g 2_i1_le n=6 6 1 RL30 _LUPLU Q:6 41-318 ,H:5-112 9 1.6 7%ID E:1e -6 6 6 0 S rib o so mal p ro te in L30
PF0 1248 .23^Rib o so mal_L7Ae ^Rib o so mal p ro te in

L7Ae /L30 e /S12e /Gad d 45 family^15-10 7^E:2.6 e -24
0 ,0 0 1 -0 ,8 58 0 ,573 -0 ,148 0 ,18 8 0 ,429 0 ,6 78 -0 ,157 0 ,10 9 -0 ,42 RL30 _LUPLU 6 0 S rib o so mal p ro te in L30 RPL30 Lup inus lute us (Euro p e an ye llo w lup in) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 19 _TR10 9 0 4_c1_g 3_i1_le n=10 10 H2A1_ARATH Q:8 44-449 ,H:1-132 9 3.9 4%ID E:3e -53 Pro b ab le  histo ne  H2A.1 . 0 ,0 0 1 -0 ,8 0 3 0 ,0 0 6 -0 ,754 0 ,0 21 0 ,6 9 1 0 ,134 0 ,46 5 1 0 ,0 8 8 H2A1_ARATH Pro b ab le  histo ne  H2A.1 (HTA10 ) At1g 510 6 0  F23H24.9 Arab id o p sis thaliana (Mo use -e ar cre ss) Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle o so me  co re ; Nucle us; Re fe re nce  p ro te o me

SRR3420 19 _TR11438 _c0 _g 1_i1_le n=6 77 NA NA NA NA NA . 0 -7,78 4 0 ,526 0 ,227 1 0 1 1,436 1 0 . . . . . .

SRR3420 19 _TR116 55_c1_g 1_i1_le n=1431 VAP22_ARATH
Q:1159 -56 3,H:1-

19 7
49 .25%ID E:2e -53 Ve sic le -asso ciate d  p ro te in 2-2

PF0 0 6 35.23^Mo tile _Sp e rm^MSP (Majo r sp e rm p ro te in)

d o main^15-10 9 ^E:2.4e -29
0 -7,38 1 0 ,8 32 0 ,26 9 1 0 1 0 1 0 VAP22_ARATH

Ve sicle -asso ciate d  p ro te in 2-2 (Plant VAP ho mo lo g  22) (AtPVA22) (VAMP-asso ciate d  p ro te in 2-2) (Ve sic le -

asso ciate d  p ro te in 27-2) [Cle ave d  into : Ve sic le -asso ciate d  p ro te in 2-2, N-te rminally p ro ce sse d ]
PVA22 VAP27-2 At1g 0 8 8 20  F22O13.31 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Co ile d  co il; Co mp le te  p ro te o me ; End o p lasmic re ticulum; Ho st-virus inte ractio n; Me mb rane ; Pho sp ho p ro te in;

Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR3420 19 _TR18 9 12_c0 _g 1_i1_le n=9 52 RS141_MAIZE Q:8 17-40 1,H:1-138 9 4.24%ID E:2e -77 40 S rib o so mal p ro te in S14
PF0 0 411.16 ^Rib o so mal_S11^Rib o so mal p ro te in S11^28 -

146 ^E:9 .7e -48
0 -1,11 0 ,147 -0 ,46 5 0 ,18 3 0 ,6 6 3 0 ,123 0 ,76 2 0 ,58 1 -0 ,51 RS141_MAIZE 40 S rib o so mal p ro te in S14 (Clo ne  MCH1) Ze a mays (Maize ) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in



SRR3420 19 _TR19 0 26 _c1_g 1_i1_le n=1517 RL32_ARATH
Q:139 5-238 ,H:1-

38 6
8 8 .6 %ID E:0 6 0 S rib o so mal p ro te in L3-2

PF0 0 29 7.19 ^Rib o so mal_L3^Rib o so mal p ro te in L3^1-

370 ^E:2.4e -19 4
0 ,0 0 1 -1,17 0 ,755 -0 ,148 0 ,317 -0 ,49 9 0 ,153 -0 ,711 1 0 ,0 19 RL32_ARATH 6 0 S rib o so mal p ro te in L3-2 ARP2 RPL3B At1g 6 158 0  T25B24.7 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 19 _TR2139 2_c3_g 2_i2_le n=1130 RL7A_ORYSJ
Q:10 52-276 ,H:1-

258
8 7.26 %ID E:3e -150 6 0 S rib o so mal p ro te in L7a

PF0 1248 .23^Rib o so mal_L7Ae ^Rib o so mal p ro te in

L7Ae /L30 e /S12e /Gad d 45 family^117-20 7^E:7.1e -25
0 -1 0 ,29 8 -0 ,28 4 0 ,20 3 0 ,442 0 ,8 0 7 0 ,10 4 0 ,26 4 -0 ,333 RL7A_ORYSJ 6 0 S rib o so mal p ro te in L7a

RPL7A Os0 8 g 0 326 40 0  LOC_Os0 8 g 23710

OJ1136 _A10 .10 8  P0 70 3C0 3.43
Oryza sativa sub sp . jap o nica (Rice ) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 19 _TR2139 2_c3_g 2_i4_le n=1327 RL7A_ORYSJ
Q:1217-6 72,H:1-

18 1
8 4.6 2%ID E:2e -112 6 0 S rib o so mal p ro te in L7a

PF0 1248 .23^Rib o so mal_L7Ae ^Rib o so mal p ro te in

L7Ae /L30 e /S12e /Gad d 45 family^117-18 7^E:4.9 e -21
0 -1,8 38 0 ,0 9 9 -0 ,8 0 8 0 ,46 1 1,4 1 -0 ,173 1 -0 ,711 RL7A_ORYSJ 6 0 S rib o so mal p ro te in L7a

RPL7A Os0 8 g 0 326 40 0  LOC_Os0 8 g 23710

OJ1136 _A10 .10 8  P0 70 3C0 3.43
Oryza sativa sub sp . jap o nica (Rice ) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 19 _TR22118 _c4_g 6 _i2_le n=158 2 RS15_ELAOL
Q:56 3-318 ,H:72-

153
8 6 .59 %ID E:8 e -44 40 S rib o so mal p ro te in S15

PF0 0 20 3.18 ^Rib o so mal_S19 ^Rib o so mal p ro te in S19 ^50 -

115^E:2.6 e -30
0 -0 ,9 45 0 ,739 -0 ,0 8 1 0 ,143 0 ,376 0 ,79 3 0 ,0 6 9 1 -0 ,0 58 RS15_ELAOL 40 S rib o so mal p ro te in S15 RPS15

Elae is o le ife ra (Ame rican o il p alm) (Co ro zo

o le ife ra)
Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 19 _TR226 58 _c1_g 1_i1_le n=9 47 NA NA NA NA NA
PF0 4774.12^HABP4_PAI-RBP1^Hyaluro nan / mRNA b ind ing

family^4-46 ^E:1.7e -0 7
0 -0 ,8 9 9 0 ,533 -0 ,151 0 ,76 9 0 ,0 8 4 0 ,353 -0 ,26 2 0 ,415 -0 ,253 . . . . . .

SRR3420 19 _TR2370 6 _c2_g 7_i18 _le n=219 9 RS3A_CATRO
Q:9 72-274,H:28 -

26 1
9 9 .15%ID E:2e -152

40 S rib o so mal p ro te in S3a {ECO:0 0 0 0 255|HAMAP-

Rule :MF_0 3122}

PF0 10 15.15^Rib o so mal_S3Ae ^Rib o so mal S3Ae  family^15-

221^E:2.1e -9 9
0 -1,133 0 ,8 6 3 -0 ,0 53 0 ,758 0 ,10 7 0 ,458 -0 ,253 1 -0 ,0 5 RS3A_CATRO 40 S rib o so mal p ro te in S3a (CYC0 7 p ro te in) RPS3A CYC0 7

Catharanthus ro se us (Mad ag ascar p e riwinkle )

(Vinca ro se a)
Cyto p lasm; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 19 _TR28 9 47_c0 _g 1_i1_le n=79 8 EF1B1_ARATH
Q:6 9 8 -150 ,H:1-

18 4
6 3.9 8 %ID E:5e -48 Elo ng atio n facto r 1-b e ta 1

PF0 0 736 .16 ^EF1_GNE^EF-1 g uanine  nucle o tid e  e xchang e

d o main^172-218 ^E:2.2e -11
0 -1,233 0 ,378 0 ,353 0 ,35 0 ,38 3 0 ,18 8 0 ,49 3 0 ,6 9 4 0 ,354 EF1B1_ARATH

Elo ng atio n facto r 1-b e ta 1 (EF-1-b e ta 1) (Elo ng atio n facto r 1-b e ta'  1) (EF-1-b e ta'  1) (Elo ng atio n facto r 1B-alp ha 1)

(e EF-1B alp ha 1)
At5g 12110  MXC9 .7 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Ce ll me mb rane ; Co mp le te  p ro te o me ; Elo ng atio n facto r; Me mb rane ; Pro te in b io synthe sis; Re fe re nce

p ro te o me

SRR3420 19 _TR34577_c2_g 2_i1_le n=6 34 RL132_BRANA Q:10 8 -6 26 ,H:1-173 8 6 .13%ID E:4e -110 6 0 S rib o so mal p ro te in L13-2
PF0 129 4.15^Rib o so mal_L13e ^Rib o so mal p ro te in L13e ^7-

175^E:7.3e -76
0 -1,20 3 0 ,6 54 0 ,122 0 ,575 0 ,18 7 0 ,736 -0 ,144 1 -0 ,0 0 8 RL132_BRANA 6 0 S rib o so mal p ro te in L13-2 (Co ld -ind uce d  p ro te in C24B) Brassica nap us (Rap e ) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 19 _TR370 0 6 _c3_g 3_i1_le n=754 TBA4_ARATH Q:510 -1,H:1-170 9 8 .8 2%ID E:7e -10 4 Tub ulin alp ha-4 chain
PF0 0 0 9 1.22^Tub ulin^Tub ulin/FtsZ family, GTPase  d o main^3-

16 8 ^E:3.8 e -52
0 -1,0 42 0 4,26 9 0 ,0 44 -0 ,759 0 ,20 6 -0 ,46 5 0 ,0 26 0 ,6 0 2 TBA4_ARATH Tub ulin alp ha-4 chain TUBA4 TUA4 At1g 0 48 20  F13M7.19 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Co mp le te  p ro te o me ; Cyto p lasm; Cyto ske le to n; GTP-b ind ing ; Micro tub ule ; Nucle o tid e -b ind ing ;

Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR3420 22_TR10 275_c3_g 3_i4_le n=310 2 NUCL2_ORYSJ
Q:19 53-

2543,H:435-6 30
56 .28 %ID E:7e -6 2 Nucle o lin 2

PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM,

RBD, o r RNP d o main)^412-48 2^E:3.8 e -

19 `PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM,

RBD, o r RNP d o main)^515-58 5^E:9 .9 e -0 8

0 ,0 0 1 -1,0 74 0 1,6 78 0 ,38 1 2,0 56 1 1,0 35 0 ,6 19 0 ,134 NUCL2_ORYSJ Nucle o lin 2 (Pro te in NUCLEOLIN LIKE 2) Os0 4g 0 6 20 70 0  LOC_Os0 4g 529 6 0  OSJNBa0 0 58 K23.21 Oryza sativa sub sp . jap o nica (Rice ) Co mp le te  p ro te o me ; Nucle us; RNA-b ind ing ; Re fe re nce  p ro te o me ; Re p e at; rRNA p ro ce ssing

SRR3420 22_TR119 33_c0 _g 2_i1_le n=521 RPBAL_ARATH Q:120 -326 ,H:1-6 9 9 1.3%ID E:1e -40
DNA-d ire cte d  RNA p o lyme rase  sub unit 10 -like  p ro te in

{ECO:0 0 0 0 30 3|Pub Me d :19 110 459 }
. 0 -1,46 5 1 0 ,0 2 0 1,34 0 ,0 0 3 1,0 32 0 ,559 -0 ,174 RPBAL_ARATH

DNA-d ire cte d  RNA p o lyme rase  sub unit 10 -like  p ro te in (ABC10 ) (DNA-d ire cte d  RNA p o lyme rase  III sub unit L)

(DNA-d ire cte d  RNA p o lyme rase s I, II, and  III sub unit RPABC5) (RNA p o lyme rase s I, II, and  III sub unit ABC5)

(RPB10  ho mo lo g )

NRPB10 L At1g 6 170 0  T13M11.6 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; DNA-d ire cte d  RNA p o lyme rase ; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n; Zinc

SRR3420 22_TR1540 6 _c3_g 5_i2_le n=16 9 2 RIR2_TOBAC
Q:131-1117,H:1-

329
9 0 .27%ID E:0 Rib o nucle o sid e -d ip ho sp hate  re d uctase  small chain

PF0 0 26 8 .18 ^Rib o nuc_re d _sm^Rib o nucle o tid e  re d uctase ,

small chain^59 -325^E:3e -119
0 ,0 0 1 -1,25 0 ,0 14 -1,479 0 ,40 2 0 ,9 13 0 ,76 0 ,357 0 ,10 7 -0 ,6 8 RIR2_TOBAC

Rib o nucle o sid e -d ip ho sp hate  re d uctase  small chain (EC 1.17.4.1) (Rib o nucle o sid e -d ip ho sp hate  re d uctase  R2

sub unit) (Rib o nucle o tid e  re d uctase  small sub unit)
Nico tiana tab acum (Co mmo n to b acco )

PATHWAY: Ge ne tic info rmatio n p ro ce ssing ; DNA

re p licatio n.
Cyto p lasm; DNA re p licatio n; Iro n; Me tal-b ind ing ; Oxid o re d uctase

SRR3420 22_TR1719 3_c0 _g 3_i3_le n=6 0 7 RL29 1_ARATH Q:9 5-277,H:1-6 1 8 1.9 7%ID E:8 e -27 6 0 S rib o so mal p ro te in L29 -1 . 0 -0 ,77 0 ,6 56 0 ,115 0 1,244 0 0 ,8 5 0 ,0 19 -0 ,6 0 4 RL29 1_ARATH 6 0 S rib o so mal p ro te in L29 -1 RPL29 A At3g 0 6 70 0  F3E22.16  T8 E24.8 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 22_TR19 76 3_c2_g 2_i7_le n=18 0 2 PSBP_SPIOL Q:2-8 0 5,H:5-26 7 74.9 1%ID E:1e -135 Oxyg e n-e vo lving  e nhance r p ro te in 2, chlo ro p lastic PF0 178 9 .13^Psb P^Psb P^78 -26 7^E:6 .2e -41 0 -1,0 56 0 ,215 -0 ,351 0 ,8 23 -0 ,112 0 ,26 2 -0 ,429 0 ,372 -0 ,247 PSBP_SPIOL
Oxyg e n-e vo lving  e nhance r p ro te in 2, chlo ro p lastic (OEE2) (23 kDa sub unit o f o xyg e n e vo lving  syste m o f

p ho to syste m II) (23 kDa thylako id  me mb rane  p ro te in) (OEC 23 kDa sub unit)
PSBP Sp inacia o le race a (Sp inach)

3D-structure ; Chlo ro p last; Dire ct p ro te in se q ue ncing ; Me mb rane ; Pho to synthe sis; Pho to syste m II; Plastid ; Thylako id ;

Transit p e p tid e

SRR3420 22_TR19 776 _c0 _g 2_i2_le n=18 0 6 EAAC_ARATH
Q:159 -1310 ,H:1-

379
71.36 %ID E:5e -173 Pro b ab le  e nve lo p e  ADP,ATP carrie r p ro te in, chlo ro p lastic

PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r p ro te in^9 5-

18 5^E:7.5e -24`PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r

p ro te in^18 9 -276 ^E:6 .4e -

21`PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r p ro te in^28 4-

36 6 ^E:2.7e -20

0 -1,8 14 0 ,0 0 4 -1,724 1 0 ,8 9 8 1 -2,46 0 ,19 1 -0 ,40 2 EAAC_ARATH Pro b ab le  e nve lo p e  ADP,ATP carrie r p ro te in, chlo ro p lastic (Enve lo p e  ADP/ATP translo case ) EAAC At3g 518 70  ATEM1.12 Arab id o p sis thaliana (Mo use -e ar cre ss)
Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Plastid ; Re fe re nce  p ro te o me ; Re p e at; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR3420 22_TR26 0 73_c3_g 1_i13_le n=56 7 NA NA NA NA NA PF0 0 226 .28 ^DnaJ^DnaJ d o main^12-77^E:1e -24 0 -1,521 0 1,79 4 1 -1,477 1 -1,477 1 1,18 7 . . . . . .

SRR3420 23_TR5478 _c1_g 1_i2_le n=248 8 RFA1B_ARATH
Q:2278 -458 ,H:1-

58 8
6 7.54%ID E:0 Re p licatio n p ro te in A 70  kDa DNA-b ind ing  sub unit B

PF0 40 57.9 ^Re p -A_N^Re p licatio n facto r-A p ro te in 1, N-

te rminal d o main^6 -10 3^E:5e -22`PF0 1336 .22^tRNA_anti-

co d o n^OB-fo ld  nucle ic acid  b ind ing  d o main^19 1-277^E:1.2e -

10 `PF16 9 0 0 .2^REPA_OB_2^Re p licatio n p ro te in A OB

d o main^311-40 5^E:1e -22`PF0 8 6 46 .7^Re p _fac-

A_C^Re p licatio n facto r-A C te rminal d o main^46 8 -6 12^E:6 e -45

0 ,0 0 1 -1,433 0 ,0 25 -3,275 1 0 ,323 1 -0 ,6 6 5 0 ,20 3 -0 ,58 RFA1B_ARATH
Re p licatio n p ro te in A 70  kDa DNA-b ind ing  sub unit B (AtRPA70 B) (AtRPA1-5) (Re p licatio n facto r A p ro te in 1B)

(Re p licatio n p ro te in A 1B) (AtRPA1B)
RPA1B RPA70 B At5g 0 8 0 20  F13G24.220 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; DNA d amag e ; DNA re co mb inatio n; DNA re p air; DNA re p licatio n; DNA-b ind ing ; Me tal-b ind ing ;

Nucle us; Re fe re nce  p ro te o me ; Zinc; Zinc-fing e r

SRR3420 23_TR8 0 37_c0 _g 1_i1_le n=557 NHP2_ARATH Q:378 -4,H:1-124 76 %ID E:9 e -56 H/ACA rib o nucle o p ro te in co mp le x sub unit 2-like  p ro te in
PF0 1248 .23^Rib o so mal_L7Ae ^Rib o so mal p ro te in

L7Ae /L30 e /S12e /Gad d 45 family^41-122^E:2.6 e -23
0 -1,0 6 7 0 ,24 0 ,349 0 ,132 0 ,746 1 -0 ,0 9 7 1 0 ,0 11 NHP2_ARATH H/ACA rib o nucle o p ro te in co mp le x sub unit 2-like  p ro te in (Nhp 2-like  p ro te in) At5g 0 8 18 0  T22D6 .120 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Nucle us; RNA-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so me  b io g e ne sis; rRNA

p ro ce ssing

SRR3420 23_TR10 8 6 5_c0 _g 3_i3_le n=1344 FRI2_TOBAC
Q:1228 -470 ,H:1-

250
78 .74%ID E:2e -117 Fe rritin-2, chlo ro p lastic PF0 0 210 .21^Fe rritin^Fe rritin-l ike  d o main^9 8 -241^E:3.8 e -34 0 -0 ,8 53 0 ,216 -0 ,29 7 0 ,359 0 ,28 1 1 0 ,0 22 0 ,0 35 -1,745 FRI2_TOBAC Fe rritin-2, chlo ro p lastic (EC 1.16 .3.1) (NtFe r2) FER2 Nico tiana tab acum (Co mmo n to b acco ) Chlo ro p last; Iro n; Iro n sto rag e ; Me tal-b ind ing ; Oxid o re d uctase ; Plastid ; Transit p e p tid e

SRR3420 23_TR130 25_c0 _g 5_i2_le n=10 6 3 RS18 _ARATH Q:148 -6 0 3,H:1-152 9 2.76 %ID E:7e -8 8 40 S rib o so mal p ro te in S18
PF0 0 416 .19 ^Rib o so mal_S13^Rib o so mal p ro te in S13/S18 ^14-

142^E:3.8 e -57
0 -1,0 0 2 0 ,8 0 4 0 ,0 57 0 ,335 0 ,23 0 ,755 -0 ,0 75 1 0 ,8 29 RS18 _ARATH 40 S rib o so mal p ro te in S18

RPS18 A PFL At1g 2278 0  T22J18 .5; RPS18 B At1g 340 30

F12G12.15 T15K4.9 ; RPS18 C At4g 0 9 8 0 0  F17A8 .150
Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Co mp le te  p ro te o me ; Cyto p lasm; Dire ct p ro te in se q ue ncing ; RNA-b ind ing ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so mal p ro te in; rRNA-b ind ing

SRR3420 23_TR16 6 51_c0 _g 1_i1_le n=1317 CYT5_ARATH
Q:6 34-359 ,H:22-

114
59 .14%ID E:2e -31 Cyste ine  p ro te inase  inhib ito r 5

PF0 0 0 31.18 ^Cystatin^Cystatin d o main^34-119 ^E:4.4e -

15`PF16 8 45.2^SQAPI^Asp artic acid  p ro te inase  inhib ito r^39 -

119 ^E:7.2e -37`PF0 7430 .8 ^PP1^Phlo e m filame nt p ro te in PP1

cystatin-like  d o main^47-115^E:0 .0 0 0 13

0 -1,158 0 ,26 -0 ,355 0 ,0 6 5 0 ,70 9 0 ,555 0 ,271 0 ,19 2 0 ,442 CYT5_ARATH Cyste ine  p ro te inase  inhib ito r 5 (AtCYS-5) CYS5 At5g 47550  MNJ7.14 Arab id o p sis thaliana (Mo use -e ar cre ss)
Co mp le te  p ro te o me ; G lyco p ro te in; Plant d e fe nse ; Pro te ase  inhib ito r; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal; Thio l

p ro te ase  inhib ito r

SRR3420 23_TR1738 0 _c0 _g 1_i1_le n=8 8 6 RS141_MAIZE Q:158 -574,H:1-138 9 4.24%ID E:2e -77 40 S rib o so mal p ro te in S14
PF0 0 411.16 ^Rib o so mal_S11^Rib o so mal p ro te in S11^8 0 -

19 8 ^E:2.4e -47
0 -0 ,9 75 0 ,0 0 9 -0 ,6 0 ,753 -0 ,0 8 6 0 ,141 -0 ,39 3 0 ,0 16 -0 ,551 RS141_MAIZE 40 S rib o so mal p ro te in S14 (Clo ne  MCH1) Ze a mays (Maize ) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 23_TR20 0 79 _c6 _g 2_i2_le n=579 H2A4_ORYSJ
Q:438 -115,H:30 -

137
9 2.59 %ID E:6 e -51 Pro b ab le  histo ne  H2A.4

PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^27-

118 ^E:2e -13`PF16 211.2^Histo ne _H2A_C^C-te rminus o f

histo ne  H2A^121-153^E:1.9 e -18

0 -0 ,8 59 0 ,0 23 -0 ,6 17 0 ,0 0 2 0 ,9 9 9 0 ,0 18 0 ,79 1 0 ,211 -0 ,79 5 H2A4_ORYSJ Pro b ab le  histo ne  H2A.4
Os0 5g 0 46 140 0  LOC_Os0 5g 38 6 40  OJ128 1_H0 5.14

OJ1525_A0 2.1 OsJ_0 18 0 6 1
Oryza sativa sub sp . jap o nica (Rice ) Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle o so me  co re ; Nucle us; Re fe re nce  p ro te o me

SRR3420 23_TR279 37_c0 _g 3_i1_le n=30 6 1 RH3_ARATH
Q:19 2-218 6 ,H:2-

6 49
73.12%ID E:0 DEAD-b o x ATP-d e p e nd e nt RNA he licase  3, chlo ro p lastic

PF0 0 270 .26 ^DEAD^DEAD/DEAH b o x he licase ^146 -

320 ^E:3.4e -47`PF0 48 51.12^Re sIII^Typ e  III re strictio n e nzyme ,

re s sub unit^16 1-313^E:6 .4e -

0 7`PF0 0 271.28 ^He licase _C^He licase  co nse rve d  C-te rminal

d o main^358 -46 5^E:2.9 e -30 `PF0 8 152.9 ^GUCT^GUCT

(NUC152) d o main^552-6 52^E:3.3e -19 `PF0 0 0 9 8 .20 ^zf-

CCHC^Zinc knuckle ^742-757^E:1.2e -0 6 `PF1439 2.3^zf-

CCHC_4^Zinc knuckle ^742-757^E:0 .0 0 6 1

0 -1,8 18 0 ,517 1,0 26 1 0 ,0 8 7 0 ,0 59 1,6 11 0 ,0 25 2,0 24 RH3_ARATH DEAD-b o x ATP-d e p e nd e nt RNA he licase  3, chlo ro p lastic (EC 3.6 .4.13) (Pro te in EMBRYO DEFECTIVE 1138 ) RH3 EMB1138  At5g 26 742 F21E10 .1 T7I7.6 Arab id o p sis thaliana (Mo use -e ar cre ss)
ATP-b ind ing ; Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; He licase ; Hyd ro lase ; Me tal-b ind ing ; Nucle o tid e -

b ind ing ; Pho sp ho p ro te in; Plastid ; RNA-b ind ing ; Re fe re nce  p ro te o me ; Transit p e p tid e ; Zinc; Zinc-fing e r

SRR6 46 572_TR4777_c0 _g 1_i1_le n=10 54 RS9 2_ARATH Q:8 8 0 -347,H:1-178 9 2.13%ID E:2e -117 40 S rib o so mal p ro te in S9 -2

PF0 0 16 3.16 ^Rib o so mal_S4^Rib o so mal p ro te in S4/S9  N-

te rminal d o main^8 -6 4^E:2.2e -10 `PF0 1479 .22^S4^S4

d o main^10 9 -152^E:7.6 e -13

0 -1,19 7 0 ,0 34 -0 ,477 0 ,78 6 -0 ,0 71 0 ,18 8 -0 ,338 0 ,0 0 9 -0 ,6 6 2 RS9 2_ARATH 40 S rib o so mal p ro te in S9 -2 RPS9 C At5g 39 8 50  MYH19 .1 MYH19 .10 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; RNA-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in; rRNA-b ind ing

SRR6 46 572_TR10 126 _c0 _g 2_i10 _le n=179 1 CYSP3_SOLLC
Q:158 5-8 0 9 ,H:44-

30 2
78 .38 %ID E:2e -150 Cyste ine  p ro te inase  3

PF0 0 112.20 ^Pe p tid ase _C1^Pap ain family cyste ine

p ro te ase ^53-211^E:4.5e -51
0 ,0 0 1 -4,39 4 1 0 1 2,6 37 1 3,53 1 0 CYSP3_SOLLC Cyste ine  p ro te inase  3 (EC 3.4.22.-) CYP-3

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ; Pro te ase ; Re fe re nce  p ro te o me ; Sig nal; Thio l p ro te ase ;

Vacuo le ; Zymo g e n

SRR6 46 572_TR15250 _c0 _g 1_i1_le n=740 RL31_NICGU Q:150 -50 9 ,H:1-120 9 1.6 7%ID E:2e -56 6 0 S rib o so mal p ro te in L31
PF0 119 8 .16 ^Rib o so mal_L31e ^Rib o so mal p ro te in L31e ^11-

9 2^E:8 .6 e -44
0 ,0 0 1 -1,0 2 0 ,17 -0 ,443 0 ,0 57 0 ,749 0 ,113 0 ,6 32 0 ,0 38 -0 ,54 RL31_NICGU 6 0 S rib o so mal p ro te in L31 RPL31 Nico tiana g lutino sa (To b acco ) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 46 572_TR24379 _c0 _g 1_i1_le n=116 2 RL24_PRUAV Q:8 0 -38 2,H:1-10 1 9 7.0 3%ID E:3e -55 6 0 S rib o so mal p ro te in L24
PF0 1246 .17^Rib o so mal_L24e ^Rib o so mal p ro te in L24e ^3-

6 7^E:6 e -30
0 -1,521 0 ,416 -0 ,235 0 ,16 5 0 ,50 6 0 ,79 9 0 ,134 0 ,8 0 4 0 ,10 2 RL24_PRUAV 6 0 S rib o so mal p ro te in L24 RPL24 Prunus avium (Che rry) (Ce rasus avium) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 46 59 6 _TR2772_c0 _g 1_i1_le n=1453 RS6 _ASPOF
Q:130 4-50 1,H:1-

243
8 5.0 7%ID E:1e -127 40 S rib o so mal p ro te in S6 . 0 -1,148 0 ,355 0 ,348 0 ,431 0 ,316 0 ,6 8 4 0 ,19 0 ,538 0 ,219 RS6 _ASPOF 40 S rib o so mal p ro te in S6 rp s6 Asp arag us o ffic inalis (Gard e n asp arag us) Pho sp ho p ro te in; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 46 59 6 _TR16 528 _c1_g 2_i1_le n=8 0 3 RS27A_SOLTU Q:6 73-20 6 ,H:1-156 9 6 .79 %ID E:3e -8 6 Ub iq uitin-40 S rib o so mal p ro te in S27a

PF119 76 .5^Rad 6 0 -SLD^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^1-

71^E:2.5e -16 `PF0 0 240 .20 ^ub iq uitin^Ub iq uitin family^3-

74^E:3.7e -34`PF1456 0 .3^Ub iq uitin_2^Ub iq uitin-like

d o main^12-6 9 ^E:0 .0 0 0 17`PF138 8 1.3^Rad 6 0 -

SLD_2^Ub iq uitin-2 l ike  Rad 6 0  SUMO-like ^13-

9 0 ^E:0 .0 0 0 8 5`PF0 159 9 .16 ^Rib o so mal_S27^Rib o so mal

p ro te in S27a^10 2-147^E:2.8 e -26

0 -0 ,9 78 0 ,39 7 -0 ,229 0 ,39 7 0 ,27 0 ,6 8 -0 ,138 0 ,472 -0 ,731 RS27A_SOLTU Ub iq uitin-40 S rib o so mal p ro te in S27a [Cle ave d  into : Ub iq uitin; 40 S rib o so mal p ro te in S27a] UBI3 RPS27A So lanum tub e ro sum (Po tato )
Co mp le te  p ro te o me ; Cyto p lasm; Iso p e p tid e  b o nd ; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in;

Rib o so mal p ro te in; Ub l co njug atio n; Zinc; Zinc-fing e r

SRR6 46 59 6 _TR21334_c0 _g 1_i1_le n=8 50 RS23_FRAAN Q:154-579 ,H:1-142 9 8 .59 %ID E:4e -9 5 40 S rib o so mal p ro te in S23
PF0 0 16 4.22^Rib o so m_S12_S23^Rib o so mal p ro te in

S12/S23^9 -141^E:6 e -6 0
0 -1,16 4 0 ,538 -0 ,172 0 ,536 0 ,23 0 ,8 9 4 -0 ,0 52 0 ,50 2 -4,26 RS23_FRAAN 40 S rib o so mal p ro te in S23 (S12) RPS23 Frag aria ananassa (Strawb e rry) Hyd ro xylatio n; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 46 59 6 _TR219 9 1_c0 _g 1_i1_le n=228 6 CH6 2_CUCMA
Q:218 0 -48 6 ,H:1-

56 5
9 0 .9 7%ID E:0 Chap e ro nin CPN6 0 -2, mito cho nd rial

PF0 0 118 .21^Cp n6 0 _TCP1^TCP-1/cp n6 0  chap e ro nin

family^54-555^E:6 .8 e -8 6
0 ,0 0 1 -1,157 0 ,0 38 0 ,70 3 0 ,153 0 ,76 9 1 0 ,0 9 8 0 ,8 54 -0 ,111 CH6 2_CUCMA Chap e ro nin CPN6 0 -2, mito cho nd rial (HSP6 0 -2) CPN6 0 -2 Cucurb ita maxima (Pump kin) (Winte r sq uash)

ATP-b ind ing ; Chap e ro ne ; Dire ct p ro te in se q ue ncing ; Mito cho nd rio n; Nucle o tid e -b ind ing ; Stre ss re sp o nse ; Transit

p e p tid e

SRR6 46 59 6 _TR29 729 _c0 _g 1_i1_le n=8 8 4 ACP1_CASGL Q:19 7-6 0 7,H:1-136 6 7.8 8 %ID E:2e -49 Acyl carrie r p ro te in 1, chlo ro p lastic
PF0 0 550 .22^PP-b ind ing ^Pho sp ho p ante the ine  attachme nt

site ^6 1-128 ^E:6 .3e -10
0 -1,50 4 0 ,8 13 0 ,0 76 0 ,28 9 0 ,359 0 ,0 9 7 0 ,525 0 ,0 46 0 ,6 22 ACP1_CASGL Acyl carrie r p ro te in 1, chlo ro p lastic (ACP 1) ACP1 Casuarina g lauca (Swamp  o ak)

PATHWAY: Lip id  me tab o lism; fatty acid

b io synthe sis.

Chlo ro p last; Fatty acid  b io synthe sis; Fatty acid  me tab o lism; Lip id  b io synthe sis; Lip id  me tab o lism; Pho sp ho p ante the ine ;

Pho sp ho p ro te in; Plastid ; Transit p e p tid e

SRR6 46 59 6 _TR31372_c0 _g 1_i1_le n=1519 RL3_ORYSJ
Q:1427-26 1,H:1-

38 9
8 8 .17%ID E:0 6 0 S rib o so mal p ro te in L3

PF0 0 29 7.19 ^Rib o so mal_L3^Rib o so mal p ro te in L3^31-

40 0 ^E:8 .4e -19 5
0 -1,279 0 ,0 0 7 1,143 0 ,6 55 -0 ,275 0 ,232 -0 ,6 0 2 0 ,436 0 ,258 RL3_ORYSJ 6 0 S rib o so mal p ro te in L3 RPL3 Os12g 0 16 79 0 0  LOC_Os12g 0 70 10 Oryza sativa sub sp . jap o nica (Rice ) Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 46 6 0 4_TR140 8 2_c0 _g 2_i1_le n=19 0 1 UBP1_NICPL
Q:159 7-437,H:21-

40 6
8 8 .9 2%ID E:0 Olig o urid ylate -b ind ing  p ro te in 1

PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM,

RBD, o r RNP d o main)^50 -116 ^E:1.1e -

13`PF138 9 3.3^RRM_5^RNA re co g nitio n mo tif. (a.k.a. RRM,

RBD, o r RNP d o main)^6 7-

118 ^E:0 .22`PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif.

(a.k.a. RRM, RBD, o r RNP d o main)^135-20 5^E:3.4e -

19 `PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM,

RBD, o r RNP d o main)^256 -322^E:1.1e -12

0 -3,36 3 1 -0 ,46 0 ,0 0 5 4,9 58 0 ,0 34 4,236 1 0 ,18 UBP1_NICPL Olig o urid ylate -b ind ing  p ro te in 1 (Np UBP1) (Po lyurid ylate -b ind ing  p ro te in UBP1) (Po ly(U)-b ind ing  p ro te in UBP1) UBP1
Nico tiana p lumb ag inifo lia (Le ad wo rt-le ave d

to b acco ) (Te x-Me x to b acco )
Nucle us; RNA-b ind ing ; Re p e at; mRNA p ro ce ssing

SRR6 46 6 0 4_TR19 240 _c0 _g 1_i4_le n=2511 BAM9 _ARATH
Q:721-218 7,H:6 7-

521
53.6 7%ID E:7e -16 1 Inactive  b e ta-amylase  9

PF0 1373.14^Glyco _hyd ro _14^Glyco syl hyd ro lase  family

14^13-210 ^E:1.6 e -34
0 -6 ,0 36 0 ,756 0 ,25 1 -0 ,9 41 1 -0 ,6 8 7 1 0 ,326 BAM9 _ARATH Inactive  b e ta-amylase  9  (1,4-alp ha-D-g lucan malto hyd ro lase ) (Inactive  b e ta-amylase  3) BAM9  BMY3 At5g 18 6 70  T1A4.50 Arab id o p sis thaliana (Mo use -e ar cre ss)

Carb o hyd rate  me tab o lism; Co mp le te  p ro te o me ; Cyto p lasm; Pho sp ho p ro te in; Po lysaccharid e  d e g rad atio n; Re fe re nce

p ro te o me

SRR6 46 6 0 4_TR30 453_c0 _g 1_i1_le n=58 9 H32_WHEAT Q:48 8 -8 1,H:1-136 9 9 .26 %ID E:7e -78 Histo ne  H3.2
PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^34-

16 5^E:1.8 e -54
0 -7,36 7 1 -2,28 9 1 0 1 0 1 0 H32_WHEAT Histo ne  H3.2 Triticum ae stivum (Whe at)

Ace tylatio n; Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Dire ct p ro te in se q ue ncing ; Me thylatio n; Nucle o so me  co re ;

Nucle us; Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR6 46 6 0 4_TR3120 2_c0 _g 1_i1_le n=6 79 RL273_ARATH Q:113-517,H:1-135 8 0 %ID E:1e -6 2 6 0 S rib o so mal p ro te in L27-3
PF0 1777.15^Rib o so mal_L27e ^Rib o so mal L27e  p ro te in

family^52-135^E:6 .9 e -34
0 -8 ,111 0 ,452 -0 ,58 8 1 -0 ,0 6 1 0 ,10 3 -1,49 5 0 ,732 -0 ,10 8 RL273_ARATH 6 0 S rib o so mal p ro te in L27-3 RPL27C At4g 150 0 0  d l3545w FCAALL.9 9 Arab id o p sis thaliana (Mo use -e ar cre ss) Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 5_TR1373_c0 _g 2_i1_le n=9 9 9 RS7_AVIMR Q:136 -70 5,H:1-19 0 8 3.16 %ID E:2e -114 40 S rib o so mal p ro te in S7
PF0 1251.15^Rib o so mal_S7e ^Rib o so mal p ro te in S7e ^7-

18 7^E:2e -78
0 -1,19 5 0 ,349 -0 ,238 0 ,8 78 -0 ,0 56 0 ,0 47 -0 ,6 24 0 ,274 -0 ,26 8 RS7_AVIMR 40 S rib o so mal p ro te in S7 RPS7

Avice nnia marina (Gre y mang ro ve ) (Sce ura

marina)
Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 5_TR39 8 1_c0 _g 1_i3_le n=258 9 CH6 2_CUCMA
Q:19 8 -18 9 2,H:1-

56 5
8 9 .38 %ID E:0 Chap e ro nin CPN6 0 -2, mito cho nd rial

PF0 0 118 .21^Cp n6 0 _TCP1^TCP-1/cp n6 0  chap e ro nin

family^54-555^E:4.7e -8 4
0 -1,425 1 0 ,0 18 0 ,0 14 3,56 0 ,38 1 2,233 0 ,6 48 -0 ,19 7 CH6 2_CUCMA Chap e ro nin CPN6 0 -2, mito cho nd rial (HSP6 0 -2) CPN6 0 -2 Cucurb ita maxima (Pump kin) (Winte r sq uash)

ATP-b ind ing ; Chap e ro ne ; Dire ct p ro te in se q ue ncing ; Mito cho nd rio n; Nucle o tid e -b ind ing ; Stre ss re sp o nse ; Transit

p e p tid e

SRR6 48 70 5_TR58 19 _c1_g 1_i1_le n=40 9 NA NA NA NA NA . 0 ,0 0 1 -6 ,6 57 0 ,28 3 0 ,6 3 0 ,0 0 1 2,9 6 9 0 ,0 6 6 2,0 9 0 ,6 9 2 -1,0 0 4 . . . . . .

SRR6 48 70 5_TR76 38 _c1_g 1_i2_le n=110 8 RL111_ARATH Q:224-76 0 ,H:2-18 0 9 5.53%ID E:3e -112 6 0 S rib o so mal p ro te in L11-1

PF0 0 28 1.16 ^Rib o so mal_L5^Rib o so mal p ro te in L5^1-

52^E:2.4e -19 `PF0 0 6 73.18 ^Rib o so mal_L5_C^rib o so mal L5P

family C-te rminus^56 -154^E:5.5e -21

0 ,0 0 1 -1,79 7 1 0 ,0 76 1 0 ,123 0 ,6 43 -0 ,445 0 ,0 6 2 -0 ,46 5 RL111_ARATH 6 0 S rib o so mal p ro te in L11-1 (L16 A) RPL11A RPL16 A At2g 42740  F7D19 .26 Arab id o p sis thaliana (Mo use -e ar cre ss)
Co mp le te  p ro te o me ; Cyto p lasm; RNA-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in; rRNA-

b ind ing

SRR6 48 70 5_TR8 541_c2_g 1_i3_le n=1354 RSSA_DAUCA Q:16 3-9 78 ,H:1-26 9 76 .9 2%ID E:2e -138
40 S rib o so mal p ro te in SA {ECO:0 0 0 0 255|HAMAP-

Rule :MF_0 30 15}

PF0 0 318 .17^Rib o so mal_S2^Rib o so mal p ro te in S2^18 -

112^E:1.4e -12`PF0 0 318 .17^Rib o so mal_S2^Rib o so mal p ro te in

S2^117-18 2^E:1.9 e -12

0 -1,173 0 10 ,8 9 2 1 0 1 0 0 ,353 -0 ,229 RSSA_DAUCA 40 S rib o so mal p ro te in SA (p 40 ) 179 B Daucus caro ta (Wild  carro t) Cyto p lasm; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 5_TR13379 _c0 _g 1_i1_le n=1139 RS212_ARATH Q:6 27-8 6 9 ,H:1-8 1 8 1.48 %ID E:4e -42 40 S rib o so mal p ro te in S21-2 . 0 ,0 0 1 -3,379 1 -0 ,0 46 1 2,8 6 2 1 0 0 ,0 6 6 1,735 RS212_ARATH 40 S rib o so mal p ro te in S21-2 RPS21C At5g 2770 0  T1G16 .30 Arab id o p sis thaliana (Mo use -e ar cre ss) Ace tylatio n; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 5_TR13379 _c0 _g 1_i3_le n=6 9 2 RS212_ARATH Q:18 0 -422,H:1-8 1 8 1.48 %ID E:3e -44 40 S rib o so mal p ro te in S21-2 . 0 -7,16 7 0 ,28 2 -0 ,271 1 0 ,174 1 0 ,232 0 4,454 RS212_ARATH 40 S rib o so mal p ro te in S21-2 RPS21C At5g 2770 0  T1G16 .30 Arab id o p sis thaliana (Mo use -e ar cre ss) Ace tylatio n; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 5_TR1356 9 _c0 _g 2_i2_le n=20 79 EF1A_TOBAC
Q:179 1-48 4,H:1-

436
9 7.9 4%ID E:0 Elo ng atio n facto r 1-alp ha

PF0 0 0 0 9 .24^GTP_EFTU^Elo ng atio n facto r Tu GTP b ind ing

d o main^6 -221^E:1e -

52`PF0 3144.22^GTP_EFTU_D2^Elo ng atio n facto r Tu d o main

2^248 -313^E:7.3e -15`PF0 3143.14^GTP_EFTU_D3^Elo ng atio n

facto r Tu C-te rminal d o main^322-429 ^E:3.9 e -38

0 -0 ,9 48 0 ,28 7 0 ,28 1 0 ,0 0 5 -0 ,724 0 ,0 0 7 -0 ,6 9 7 0 ,9 0 4 -0 ,0 57 EF1A_TOBAC Elo ng atio n facto r 1-alp ha (EF-1-alp ha) (Vitro ne ctin-like  ad he sio n p ro te in 1) (PVN1) Nico tiana tab acum (Co mmo n to b acco ) Cyto p lasm; Elo ng atio n facto r; GTP-b ind ing ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Pro te in b io synthe sis

SRR6 48 70 5_TR136 36 _c0 _g 1_i1_le n=20 30 RL7A_ORYSJ Q:20 5-9 8 1,H:1-258 8 7.6 4%ID E:1e -146 6 0 S rib o so mal p ro te in L7a
PF0 1248 .23^Rib o so mal_L7Ae ^Rib o so mal p ro te in

L7Ae /L30 e /S12e /Gad d 45 family^117-20 6 ^E:9 .9 e -25
0 -1,173 0 ,16 2 -0 ,454 0 ,40 7 0 ,474 0 ,57 0 ,351 0 ,219 -0 ,40 8 RL7A_ORYSJ 6 0 S rib o so mal p ro te in L7a

RPL7A Os0 8 g 0 326 40 0  LOC_Os0 8 g 23710

OJ1136 _A10 .10 8  P0 70 3C0 3.43
Oryza sativa sub sp . jap o nica (Rice ) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 5_TR158 37_c0 _g 1_i1_le n=8 8 5 R15A1_ARATH Q:171-56 0 ,H:1-130 9 7.6 9 %ID E:2e -8 7 40 S rib o so mal p ro te in S15a-1
PF0 0 410 .16 ^Rib o so mal_S8 ^Rib o so mal p ro te in S8 ^7-

130 ^E:5.5e -22
0 -0 ,9 6 2 0 ,236 -0 ,26 4 0 ,0 15 0 ,6 0 1 0 ,224 0 ,30 8 0 ,46 9 -0 ,16 1 R15A1_ARATH 40 S rib o so mal p ro te in S15a-1

RPS15AA At1g 0 7770  F24B9 .12; RPS15AF At5g 59 8 50

MMN10 .16  MMN10 .8
Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 5_TR16 6 9 5_c0 _g 1_i3_le n=578 NA NA NA NA NA . 0 -1,0 3 0 ,0 0 2 -0 ,744 0 ,19 5 0 ,351 0 ,6 8 4 0 ,124 0 ,0 14 -0 ,554 . . . . . .

SRR6 48 70 5_TR19 19 5_c0 _g 2_i1_le n=3341 MCM2_ORYSI
Q:30 6 8 -26 7,H:6 -

9 6 0
79 .33%ID E:0 DNA re p licatio n lice nsing  facto r MCM2

PF126 19 .5^MCM2_N^Mini-chro mo so me  mainte nance  p ro te in

2^6 2-218 ^E:1.7e -22`PF14551.3^MCM_N^MCM N-te rminal

d o main^249 -36 5^E:9 .1e -22`PF0 0 49 3.20 ^MCM^MCM2/3/5

family^516 -8 59 ^E:6 e -142`PF0 7728 .11^AAA_5^AAA d o main

(d yne in-re late d  sub family)^573-6 9 2^E:9 .2e -

0 6 `PF0 10 78 .18 ^Mg _che latase ^Mag ne sium che latase ,

sub unit ChlI^6 27-715^E:1.2e -0 6

0 ,0 0 1 -1,36 9 0 ,132 -1,3 0 ,732 0 ,6 57 1 -0 ,30 5 0 ,419 -0 ,38 9 MCM2_ORYSI DNA re p licatio n lice nsing  facto r MCM2 (EC 3.6 .4.12) (Minichro mo so me  mainte nance  p ro te in 2) OsI_36 121 Oryza sativa sub sp . ind ica (Rice )
ATP-b ind ing ; Ce ll cycle ; Co mp le te  p ro te o me ; DNA re p licatio n; DNA-b ind ing ; He licase ; Hyd ro lase ; Me tal-b ind ing ;

Nucle o tid e -b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Zinc; Zinc-fing e r

SRR6 48 70 5_TR19 9 6 5_c0 _g 1_i3_le n=9 24 IF2B_WHEAT Q:6 9 4-2,H:4-18 8 52.12%ID E:7e -52 Eukaryo tic translatio n initiatio n facto r 2 sub unit b e ta . 0 -7,0 6 9 0 ,254 4,779 1 -0 ,26 1 0 ,356 -1,48 4 0 ,49 5 -0 ,19 9 IF2B_WHEAT Eukaryo tic translatio n initiatio n facto r 2 sub unit b e ta (e IF-2-b e ta) (P38 ) Triticum ae stivum (Whe at)
Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Initiatio n facto r; Me tal-b ind ing ; Pro te in b io synthe sis; Re fe re nce

p ro te o me ; Zinc; Zinc-fing e r

SRR6 48 70 5_TR229 6 0 _c0 _g 1_i1_le n=8 9 4 RS26 3_ARATH Q:127-36 9 ,H:1-8 1 8 7.6 5%ID E:2e -32 40 S rib o so mal p ro te in S26 -3
PF0 128 3.16 ^Rib o so mal_S26 e ^Rib o so mal p ro te in S26 e ^1-

10 4^E:1e -53
0 -0 ,9 8 4 0 ,758 -0 ,0 8 6 0 ,0 5 0 ,6 0 5 0 ,329 0 ,32 0 ,16 3 -0 ,334 RS26 3_ARATH 40 S rib o so mal p ro te in S26 -3 RPS26 C At3g 56 340  F18 O21_30 0 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 5_TR270 9 6 _c1_g 1_i1_le n=6 52 RS19 1_ARATH Q:535-10 7,H:1-143 8 6 .71%ID E:2e -8 8 40 S rib o so mal p ro te in S19 -1
PF0 10 9 0 .16 ^Rib o so mal_S19 e ^Rib o so mal p ro te in S19 e ^6 -

140 ^E:7.4e -59
0 -1,28 6 0 ,0 0 3 0 ,9 9 6 0 ,6 57 0 ,17 0 ,53 -0 ,22 0 1,55 RS19 1_ARATH 40 S rib o so mal p ro te in S19 -1 RPS19 A At3g 0 20 8 0  F1C9 .13 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 5_TR29 46 1_c0 _g 2_i5_le n=56 2 H4_SOYBN
Q:212-457,H:22-

10 3
10 0 %ID E:4e -50 Histo ne  H4

PF15511.3^CENP-T_C^Ce ntro me re  kine to cho re  co mp o ne nt

CENP-T histo ne  fo ld ^35-9 6 ^E:1.4e -

0 8 `PF0 29 6 9 .14^TAF^TATA b o x b ind ing  p ro te in asso ciate d

facto r (TAF)^35-9 2^E:0 .0 0 0 16

0 -2,19 0 ,0 0 1 -3,28 6 1 -0 ,8 12 1 -0 ,6 9 6 0 ,29 5 -0 ,255 H4_SOYBN Histo ne  H4 Glycine  max (So yb e an) (G lycine  hisp id a)
Ace tylatio n; Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Me thylatio n; Nucle o so me  co re ; Nucle us; Re fe re nce

p ro te o me

SRR6 48 70 5_TR30 48 7_c0 _g 2_i2_le n=1724 CYSP3_SOLLC
Q:1450 -512,H:44-

356
8 0 .8 3%ID E:0 Cyste ine  p ro te inase  3

PF0 0 112.20 ^Pe p tid ase _C1^Pap ain family cyste ine

p ro te ase ^53-26 8 ^E:5.7e -79
0 -3,322 1 0 ,0 6 9 0 4,575 0 4,311 0 ,8 9 4 -0 ,0 8 2 CYSP3_SOLLC Cyste ine  p ro te inase  3 (EC 3.4.22.-) CYP-3

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ; Pro te ase ; Re fe re nce  p ro te o me ; Sig nal; Thio l p ro te ase ;

Vacuo le ; Zymo g e n

SRR6 48 70 5_TR30 58 2_c0 _g 1_i1_le n=1250 RL8 _SOLLC Q:16 1-8 74,H:1-238 9 5.8 %ID E:2e -16 5 6 0 S rib o so mal p ro te in L8

PF0 0 18 1.20 ^Rib o so mal_L2^Rib o so mal Pro te ins L2, RNA

b ind ing  d o main^13-9 0 ^E:1e -

17`PF0 39 47.15^Rib o so mal_L2_C^Rib o so mal Pro te ins L2, C-

te rminal d o main^9 8 -230 ^E:1.8 e -46

0 -0 ,9 8 6 0 ,21 0 ,342 0 ,571 0 ,18 6 0 ,6 9 6 -0 ,132 0 ,8 2 -0 ,0 73 RL8 _SOLLC 6 0 S rib o so mal p ro te in L8  (L2) (Rib o so mal p ro te in TL2) RPL8  RPL2
So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)
Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 5_TR3419 6 _c0 _g 1_i1_le n=18 34 NA NA NA NA NA . 0 -5,20 4 0 ,724 0 ,20 1 1 0 1 2,423 1 0 ,516 . . . . . .

SRR6 48 70 5_TR36 30 1_c0 _g 1_i2_le n=9 18 RL23A_TOBAC Q:8 2-546 ,H:1-154 9 2.26 %ID E:3e -6 7 6 0 S rib o so mal p ro te in L23a

PF0 39 39 .10 ^Rib o so mal_L23e N^Rib o so mal p ro te in L23, N-

te rminal d o main^15-6 5^E:2.9 e -

17`PF0 0 276 .17^Rib o so mal_L23^Rib o so mal p ro te in L23^75-

141^E:2.8 e -14

0 ,0 0 1 -0 ,8 6 6 0 ,177 -0 ,36 9 0 ,6 9 1 0 ,14 0 ,6 3 -0 ,147 0 ,30 4 -0 ,26 3 RL23A_TOBAC 6 0 S rib o so mal p ro te in L23a (L25) RPL23A RPL25 Nico tiana tab acum (Co mmo n to b acco ) RNA-b ind ing ; Rib o nucle o p ro te in; Rib o so mal p ro te in; rRNA-b ind ing

SRR6 48 70 5_TR36 350 _c1_g 3_i3_le n=9 0 1 RL321_ARATH Q:756 -358 ,H:1-133 8 6 .47%ID E:2e -72 6 0 S rib o so mal p ro te in L32-1
PF0 16 55.15^Rib o so mal_L32e ^Rib o so mal p ro te in L32^16 -

122^E:2.7e -50
0 -1,123 0 ,38 2 -0 ,23 0 ,0 31 0 ,6 36 0 ,49 7 0 ,211 0 ,8 78 -0 ,146 RL321_ARATH 6 0 S rib o so mal p ro te in L32-1 RPL32A At4g 18 10 0  F15J5.70 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 5_TR38 531_c0 _g 1_i1_le n=1329 CH10 C_ARATH
Q:10 6 0 -29 3,H:1-

253
75.9 7%ID E:2e -129 20  kDa chap e ro nin, chlo ro p lastic

PF0 0 16 6 .18 ^Cp n10 ^Chap e ro nin 10  Kd  sub unit^6 5-

154^E:7.4e -28 `PF0 0 16 6 .18 ^Cp n10 ^Chap e ro nin 10  Kd

sub unit^16 3-254^E:5.3e -28

0 -0 ,9 0 1 0 ,0 1 -0 ,6 16 0 ,10 4 0 ,416 0 ,0 25 0 ,56 8 0 ,9 2 -0 ,0 9 4 CH10 C_ARATH 20  kDa chap e ro nin, chlo ro p lastic (Chap e ro nin 10 ) (Ch-CPN10 ) (Cp n10 ) (Chap e ro nin 20 ) (Pro te in Cp n21) CPN21 CHCPN10  CPN20  At5g 20 720  T1M15.120 Arab id o p sis thaliana (Mo use -e ar cre ss) Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Pho sp ho p ro te in; Plastid ; Re fe re nce  p ro te o me ; Re p e at; Transit p e p tid e

SRR6 48 70 5_TR436 18 _c0 _g 1_i16 _le n=8 76 RS12_HORVU
Q:225-59 6 ,H:20 -

143
8 2.26 %ID E:4e -6 9 40 S rib o so mal p ro te in S12

PF0 1248 .23^Rib o so mal_L7Ae ^Rib o so mal p ro te in

L7Ae /L30 e /S12e /Gad d 45 family^27-120 ^E:4e -27
0 -1,0 36 0 9 ,8 6 2 1 0 1 0 0 ,6 7 -0 ,115 RS12_HORVU 40 S rib o so mal p ro te in S12 RPS12 Ho rd e um vulg are  (Barle y) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 7_TR9 53_c0 _g 1_i1_le n=9 56 RL26 2_ARATH
Q:149 -46 6 ,H:1-

10 6
8 4.9 1%ID E:3e -50 6 0 S rib o so mal p ro te in L26 -2

PF16 9 0 6 .2^Rib o so mal_L26 ^Rib o so mal p ro te ins L26

e ukaryo tic, L24P archae al^8 -121^E:5.1e -

38 `PF0 0 46 7.26 ^KOW^KOW mo tif^51-8 2^E:7.8 e -10

0 -0 ,9 8 2 0 ,0 28 -0 ,514 0 ,8 0 6 0 ,0 77 0 ,522 -0 ,18 3 0 ,0 8 1 -0 ,40 8 RL26 2_ARATH 6 0 S rib o so mal p ro te in L26 -2 RPL26 B At5g 6 7510  K9 I9 .7 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 7_TR9 79 _c0 _g 1_i1_le n=70 2 RL38 _ARATH Q:445-239 ,H:1-6 9 9 5.6 5%ID E:8 e -39 6 0 S rib o so mal p ro te in L38 . 0 -0 ,9 8 5 0 ,46 -0 ,171 0 ,0 15 0 ,6 31 0 ,744 0 ,0 9 8 0 ,0 24 -0 ,548 RL38 _ARATH 6 0 S rib o so mal p ro te in L38
RPL38 A RPL38  At2g 4346 0  T1O24.20 ; RPL38 B At3g 59 540

T16 L24.9 0
Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 7_TR76 6 5_c0 _g 2_i1_le n=9 41 RS23_FRAAN Q:18 9 -6 14,H:1-142 9 8 .59 %ID E:1e -9 4 40 S rib o so mal p ro te in S23
PF0 0 16 4.22^Rib o so m_S12_S23^Rib o so mal p ro te in

S12/S23^9 -141^E:6 e -6 0
0 -1,0 6 7 0 ,8 4 0 ,0 73 0 ,0 6 1 0 ,6 45 0 ,573 0 ,20 8 0 ,154 -0 ,39 RS23_FRAAN 40 S rib o so mal p ro te in S23 (S12) RPS23 Frag aria ananassa (Strawb e rry) Hyd ro xylatio n; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 7_TR8 9 9 8 _c0 _g 1_i1_le n=753 CML11_ARATH
Q:150 -578 ,H:28 -

170
6 8 .53%ID E:6 e -6 6 Calmo d ulin-like  p ro te in 11

PF0 0 0 36 .29 ^EF-hand _1^EF hand ^14-41^E:3.2e -

0 6 `PF1340 5.3^EF-hand _6 ^EF-hand  d o main^14-41^E:2.5e -

0 6 `PF1349 9 .3^EF-hand _7^EF-hand  d o main p air^15-75^E:2e -

13`PF1320 2.3^EF-hand _5^EF hand ^17-

38 ^E:0 .0 0 0 2`PF138 33.3^EF-hand _8 ^EF-hand  d o main p air^27-

76 ^E:3.9 e -11`PF0 0 0 36 .29 ^EF-hand _1^EF hand ^50 -77^E:6 .4e -

0 7`PF1349 9 .3^EF-hand _7^EF-hand  d o main p air^8 6 -

148 ^E:9 .8 e -17`PF138 33.3^EF-hand _8 ^EF-hand  d o main

p air^8 6 -112^E:0 .0 22`PF0 0 0 36 .29 ^EF-hand _1^EF hand ^8 7-

114^E:6 .1e -0 9 `PF1340 5.3^EF-hand _6 ^EF-hand  d o main^8 7-

116 ^E:2.6 e -0 8 `PF1320 2.3^EF-hand _5^EF hand ^8 8 -112^E:1.5e -

0 7`PF138 33.3^EF-hand _8 ^EF-hand  d o main p air^9 9 -

148 ^E:1.2e -11`PF0 0 0 36 .29 ^EF-hand _1^EF hand ^123-

150 ^E:1.4e -0 8 `PF1320 2.3^EF-hand _5^EF hand ^127-

148 ^E:0 .0 0 0 19

0 -5,216 1 0 ,324 0 ,6 29 1,0 8 9 1 -0 ,19 9 0 ,70 6 -0 ,138 CML11_ARATH Calmo d ulin-like  p ro te in 11 CML11 At3g 229 30  F5N5.10 Arab id o p sis thaliana (Mo use -e ar cre ss) Calcium; Co mp le te  p ro te o me ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Re p e at

SRR6 48 70 7_TR10 132_c0 _g 1_i4_le n=130 2 RS5_CICAR Q:19 3-723,H:5-18 1 8 7.57%ID E:3e -10 9 40 S rib o so mal p ro te in S5
PF0 0 177.18 ^Rib o so mal_S7^Rib o so mal p ro te in S7p /S5e ^6 3-

19 0 ^E:7.6 e -29
0 ,0 0 1 -1,0 8 4 0 ,36 2 0 ,329 0 ,78 7 0 ,151 1 -0 ,0 0 9 0 ,56 8 0 ,212 RS5_CICAR 40 S rib o so mal p ro te in S5 (Frag me nt) RPS5 Cice r arie tinum (Chickp e a) (Garb anzo ) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 7_TR119 23_c0 _g 1_i1_le n=179 3 ERGI3_XENTR
Q:16 48 -6 0 8 ,H:7-

374
37.0 3%ID E:2e -6 4

End o p lasmic re ticulum-Go lg i inte rme d iate  co mp artme nt

p ro te in 3

PF138 50 .3^ERGIC_N^End o p lasmic Re ticulum-Go lg i

Inte rme d iate  Co mp artme nt (ERGIC)^7-9 6 ^E:1e -

25`PF0 79 70 .9 ^COPIIco ate d _ERV^End o p lasmic re ticulum

ve sic le  transp o rte r^16 9 -343^E:4.3e -46

0 -6 ,78 0 ,0 9 4 -1,0 59 0 ,356 -1,19 0 ,0 17 -5,8 59 1 0 ERGI3_XENTR End o p lasmic re ticulum-Go lg i inte rme d iate  co mp artme nt p ro te in 3 e rg ic3
Xe no p us tro p icalis (We ste rn c lawe d  fro g )

(Silurana tro p icalis)

Co mp le te  p ro te o me ; ER-Go lg i transp o rt; End o p lasmic re ticulum; Go lg i ap p aratus; Me mb rane ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 48 70 7_TR1246 0 _c0 _g 3_i2_le n=10 32 RS8 _ORYSJ Q:125-757,H:1-212 9 3.8 7%ID E:3e -10 3 40 S rib o so mal p ro te in S8
PF0 120 1.19 ^Rib o so mal_S8 e ^Rib o so mal p ro te in S8 e ^1-

19 7^E:1.1e -58
0 -0 ,9 19 0 ,515 -0 ,149 0 ,18 5 0 ,352 0 ,6 6 8 0 ,124 0 ,22 -0 ,272 RS8 _ORYSJ 40 S rib o so mal p ro te in S8

RPS8  Os0 2g 0 48 9 40 0  LOC_Os0 2g 28 8 10

OSJNBa0 0 48 K16 .2 P0 48 3C0 8 .42
Oryza sativa sub sp . jap o nica (Rice ) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 7_TR1330 4_c0 _g 2_i1_le n=10 8 7 RS17_SOLLC Q:18 9 -58 1,H:1-131 8 6 .26 %ID E:9 e -73 40 S rib o so mal p ro te in S17 PF0 0 8 33.15^Rib o so mal_S17e ^Rib o so mal S17^1-116 ^E:2e -57 0 -1,19 6 0 ,9 43 -0 ,0 23 0 1,20 4 0 ,0 0 1 1,0 0 4 0 ,0 41 -0 ,48 2 RS17_SOLLC 40 S rib o so mal p ro te in S17 RPS17 GI1
So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 7_TR15317_c0 _g 2_i1_le n=319 3 CMT2_ARATH
Q:18 39 -

29 24,H:9 29 -129 4
6 0 .22%ID E:0 DNA (cyto sine -5)-me thyltransfe rase  CMT2

PF0 1426 .15^BAH^BAH d o main^156 -26 1^E:2.7e -

0 8 `PF0 0 38 5.21^Chro mo ^Chro mo  (CHRro matin Org anisatio n

MOd ifie r) d o main^423-477^E:6 .5e -10

0 ,0 0 1 -1,36 7 0 ,0 25 -1,9 8 6 1 -0 ,30 6 1 -0 ,36 1 0 ,26 -0 ,48 9 CMT2_ARATH DNA (cyto sine -5)-me thyltransfe rase  CMT2 (EC 2.1.1.37) (Chro mo me thylase  2) (Pro te in CHROMOMETHYLASE 2) CMT2 At4g 19 0 20  F13C5.19 0 Arab id o p sis thaliana (Mo use -e ar cre ss)
Chro matin re g ulato r; Co mp le te  p ro te o me ; DNA-b ind ing ; Me thyltransfe rase ; Nucle us; Re fe re nce  p ro te o me ; S-ad e no syl-L-

me thio nine ; Transcrip tio n; Transcrip tio n re g ulatio n; Transfe rase

SRR6 48 70 7_TR19 754_c0 _g 1_i1_le n=719 NA NA NA NA NA

PF0 0 428 .16 ^Rib o so mal_6 0 s^6 0 s Acid ic rib o so mal

p ro te in^18 -112^E:2.8 e -26 `PF128 6 8 .4^DUF38 24^Do main o f

unknwo n functio n (DUF38 24)^72-10 3^E:0 .3

0 -0 ,9 14 0 ,178 -0 ,321 0 ,441 0 ,217 0 ,9 37 -0 ,0 28 0 ,537 -0 ,30 5 . . . . . .

SRR6 48 70 7_TR22744_c0 _g 2_i3_le n=1143 RL5_CUCSA
Q:10 14-16 6 ,H:1-

28 3
8 5.51%ID E:2e -158 6 0 S rib o so mal p ro te in L5

PF17144.1^Rib o so mal_L5e ^Rib o so mal larg e  sub unit p ro te ins

6 0 S L5, and  50 S L18 ^14-175^E:3.4e -

8 3`PF1420 4.3^Rib o so mal_L18 _c^Rib o so mal L18  C-te rminal

re g io n^19 2-28 0 ^E:2.5e -36

0 -1,216 0 ,0 39 0 ,575 0 ,78 7 -0 ,0 8 6 1 -0 ,0 11 0 ,8 22 0 ,244 RL5_CUCSA 6 0 S rib o so mal p ro te in L5 RPL5 Cucumis sativus (Cucumb e r) RNA-b ind ing ; Rib o nucle o p ro te in; Rib o so mal p ro te in; rRNA-b ind ing

SRR6 48 70 7_TR240 9 9 _c1_g 2_i1_le n=2134 EF1A_TOBAC
Q:18 6 0 -556 ,H:1-

435
9 7.9 3%ID E:0 Elo ng atio n facto r 1-alp ha

PF0 0 0 0 9 .24^GTP_EFTU^Elo ng atio n facto r Tu GTP b ind ing

d o main^6 -221^E:1e -

52`PF0 3144.22^GTP_EFTU_D2^Elo ng atio n facto r Tu d o main

2^248 -313^E:7.3e -15`PF0 3143.14^GTP_EFTU_D3^Elo ng atio n

facto r Tu C-te rminal d o main^322-429 ^E:3.9 e -38

0 -0 ,8 9 4 0 0 ,9 11 0 ,6 8 9 -0 ,10 3 0 ,316 -0 ,253 1 0 ,0 22 EF1A_TOBAC Elo ng atio n facto r 1-alp ha (EF-1-alp ha) (Vitro ne ctin-like  ad he sio n p ro te in 1) (PVN1) Nico tiana tab acum (Co mmo n to b acco ) Cyto p lasm; Elo ng atio n facto r; GTP-b ind ing ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Pro te in b io synthe sis

SRR6 48 70 7_TR30 18 6 _c0 _g 1_i2_le n=1248 RL24_PRUAV
Q:479 -6 8 2,H:34-

10 1
9 7.0 6 %ID E:7e -30 6 0 S rib o so mal p ro te in L24 . 0 -1,25 0 ,0 0 6 -0 ,74 0 ,48 8 0 ,272 0 ,8 8 5 0 ,0 9 0 ,0 6 9 -0 ,50 2 RL24_PRUAV 6 0 S rib o so mal p ro te in L24 RPL24 Prunus avium (Che rry) (Ce rasus avium) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 7_TR32373_c0 _g 1_i1_le n=8 31 H2B_GOSHI
Q:50 7-19 9 ,H:45-

147
9 6 .12%ID E:3e -58 Histo ne  H2B

PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^9 -

124^E:7.3e -23`PF0 0 8 0 8 .20 ^CBFD_NFYB_HMF^Histo ne -like

transcrip tio n facto r (CBF/NF-Y) and  archae al histo ne ^6 6 -

122^E:4.4e -0 5

0 -1,0 6 0 ,0 32 -0 ,574 0 1,19 7 0 ,0 18 0 ,751 0 ,317 -0 ,514 H2B_GOSHI Histo ne  H2B HIS2B
Go ssyp ium hirsutum (Up land  co tto n)

(Go ssyp ium me xicanum)
Ace tylatio n; Chro mo so me ; DNA-b ind ing ; Iso p e p tid e  b o nd ; Nucle o so me  co re ; Nucle us; Ub l co njug atio n

SRR6 48 70 7_TR36 56 5_c0 _g 2_i1_le n=8 47 RS16 _FRIAG Q:718 -29 6 ,H:5-145 9 1.49 %ID E:1e -8 9 40 S rib o so mal p ro te in S16
PF0 0 38 0 .16 ^Rib o so mal_S9 ^Rib o so mal p ro te in S9 /S16 ^11-

143^E:7e -34
0 -0 ,9 13 0 ,40 1 -0 ,20 2 0 ,6 53 0 ,132 0 ,76 1 -0 ,0 9 3 1 0 ,0 79 RS16 _FRIAG 40 S rib o so mal p ro te in S16 RPS16 Friti l laria ag re stis (Stinkb e lls) Cyto p lasm; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 7_TR39 48 7_c0 _g 1_i1_le n=129 8 RFA2A_ARATH
Q:1146 -352,H:1-

275
41.8 2%ID E:1e -59 Re p licatio n p ro te in A 32 kDa sub unit A

PF0 1336 .22^tRNA_anti-co d o n^OB-fo ld  nucle ic acid  b ind ing

d o main^8 6 -137^E:9 .1e -0 7`PF0 8 78 4.8 ^RPA_C^Re p licatio n

p ro te in A C te rminal^173-26 1^E:1.2e -14

0 -1,53 0 ,0 0 1 -3,16 0 ,732 0 ,58 7 0 ,6 29 -1,225 0 ,0 29 -0 ,8 9 6 RFA2A_ARATH

Re p licatio n p ro te in A 32 kDa sub unit A (AtRPA32A) (RP-A p 32 A) (DNA re p licatio n p ro te in A2 sub unit A) (Pro te in

SUPPRESSOR OF ROS1) (Re p licatio n facto r A p ro te in 2 A) (AtRPA2 A) (RF-A p ro te in 2 A) (Re p lico n p ro te in A2

A)

RPA2A ROR1 RPA32A At2g 2449 0  T28 I24.22 Arab id o p sis thaliana (Mo use -e ar cre ss)
Co mp le te  p ro te o me ; DNA d amag e ; DNA re co mb inatio n; DNA re p air; DNA re p licatio n; DNA-b ind ing ; Nucle us;

Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR9 24147_TR136 0 _c0 _g 2_i2_le n=6 6 3 NA NA NA NA NA . 0 -2,18 4 0 ,40 9 0 ,411 1 0 ,0 3 0 ,6 79 -0 ,38 3 0 ,38 9 -0 ,419 . . . . . .

SRR9 24147_TR2226 _c0 _g 6 _i1_le n=10 54 RL44_GOSHI Q:70 8 -39 4,H:1-10 5 9 9 .0 5%ID E:5e -54 6 0 S rib o so mal p ro te in L44
PF0 0 9 35.16 ^Rib o so mal_L44^Rib o so mal p ro te in L44^19 -

9 4^E:3.3e -36
0 -1,0 71 0 ,228 -0 ,30 9 0 ,228 0 ,36 2 0 ,6 59 -0 ,155 0 ,555 -0 ,157 RL44_GOSHI 6 0 S rib o so mal p ro te in L44 RPL44 RL44

Go ssyp ium hirsutum (Up land  co tto n)

(Go ssyp ium me xicanum)
Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR9 24147_TR2531_c2_g 1_i1_le n=30 11 RIR1_ARATH
Q:356 -279 7,H:1-

8 16
8 4.56 %ID E:0

Rib o nucle o sid e -d ip ho sp hate  re d uctase  larg e  sub unit

{ECO:0 0 0 0 30 3|Pub Me d :10 5420 51}

PF0 3477.13^ATP-co ne ^ATP co ne  d o main^2-9 0 ^E:1e -

16 `PF0 0 317.18 ^Rib o nuc_re d _lg N^Rib o nucle o tid e

re d uctase , all-alp ha d o main^143-213^E:5.1e -

24`PF0 28 6 7.12^Rib o nuc_re d _lg C^Rib o nucle o tid e  re d uctase ,

b arre l d o main^217-758 ^E:5.4e -18 8

0 ,0 0 1 -1,48 7 0 ,0 17 -1,9 8 9 1 0 ,9 9 5 1 0 ,148 0 ,0 43 -0 ,9 75 RIR1_ARATH
Rib o nucle o sid e -d ip ho sp hate  re d uctase  larg e  sub unit (EC 1.17.4.1) (Pro te in DEFECTIVE IN POLLEN DNA

DEGRADATION 2) (Rib o nucle o sid e -d ip ho sp hate  re d uctase  R1 sub unit) (AtRNR1)
RNR1 DPD2 At2g 2179 0  F7D8 .11 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Ge ne tic info rmatio n p ro ce ssing ; DNA

re p licatio n.

ATP-b ind ing ; Allo ste ric e nzyme ; Co mp le te  p ro te o me ; Cyto p lasm; DNA re p licatio n; Disulfid e  b o nd ; Nucle o tid e -b ind ing ;

Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR9 24147_TR3713_c3_g 1_i1_le n=9 9 4 RL18 A_CASSA Q:50 -58 3,H:1-178 9 1.0 1%ID E:1e -117 6 0 S rib o so mal p ro te in L18 a
PF0 1775.14^Rib o so mal_L18 A^Rib o so mal p ro te ins 50 S-

L18 Ae /6 0 S-L20 /6 0 S-L18 A^23-144^E:2.8 e -55
0 -0 ,9 57 1 -0 ,0 0 1 0 ,8 42 0 ,0 6 2 0 ,755 -0 ,10 9 0 ,51 -0 ,157 RL18 A_CASSA 6 0 S rib o so mal p ro te in L18 a RPL18 A Castane a sativa (Swe e t che stnut) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR9 24147_TR459 0 _c0 _g 3_i1_le n=1444 RS5_CICAR Q:19 5-773,H:5-19 7 8 9 .12%ID E:2e -122 40 S rib o so mal p ro te in S5
PF0 0 177.18 ^Rib o so mal_S7^Rib o so mal p ro te in S7p /S5e ^6 3-

20 8 ^E:8 .1e -37
0 -0 ,9 49 0 ,30 3 -0 ,254 0 ,29 2 0 ,30 7 0 ,755 0 ,0 9 8 0 ,0 25 -0 ,56 5 RS5_CICAR 40 S rib o so mal p ro te in S5 (Frag me nt) RPS5 Cice r arie tinum (Chickp e a) (Garb anzo ) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR9 24147_TR8 339 _c0 _g 2_i1_le n=10 29 RL111_ARATH Q:9 14-375,H:1-18 0 9 5.56 %ID E:5e -114 6 0 S rib o so mal p ro te in L11-1

PF0 0 28 1.16 ^Rib o so mal_L5^Rib o so mal p ro te in L5^9 -

6 2^E:6 .1e -21`PF0 0 6 73.18 ^Rib o so mal_L5_C^rib o so mal L5P

family C-te rminus^6 6 -16 4^E:6 .4e -21

0 -1,739 0 ,424 -0 ,30 2 0 ,8 8 2 0 ,149 0 ,8 74 -0 ,16 3 0 ,0 0 3 -1,6 0 5 RL111_ARATH 6 0 S rib o so mal p ro te in L11-1 (L16 A) RPL11A RPL16 A At2g 42740  F7D19 .26 Arab id o p sis thaliana (Mo use -e ar cre ss)
Co mp le te  p ro te o me ; Cyto p lasm; RNA-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in; rRNA-

b ind ing

PF0 0 0 8 0 .17^So d _Cu^Co p p e r/z inc sup e ro xid e  d ismutase Ip o mo e a b atatas (Swe e t p o tato ) (Co nvo lvulus



SRR9 24147_TR16 8 78 _c0 _g 1_i1_le n=1173 SODC_IPOBA Q:9 6 1-50 6 ,H:1-152 8 8 .16 %ID E:2e -8 8 Sup e ro xid e  d ismutase  [Cu-Zn]
PF0 0 0 8 0 .17^So d _Cu^Co p p e r/z inc sup e ro xid e  d ismutase

(SODC)^12-148 ^E:1.2e -47
0 -0 ,8 78 0 ,0 54 0 ,476 0 ,327 0 ,29 9 0 ,59 4 0 ,172 0 ,8 38 0 ,0 8 7 SODC_IPOBA Sup e ro xid e  d ismutase  [Cu-Zn] (EC 1.15.1.1) SODCC SOD-15

Ip o mo e a b atatas (Swe e t p o tato ) (Co nvo lvulus

b atatas)
Antio xid ant; Co p p e r; Cyto p lasm; Disulfid e  b o nd ; Me tal-b ind ing ; Oxid o re d uctase ; Zinc

SRR9 24147_TR19 8 0 8 _c0 _g 3_i1_le n=1141 RS10 3_ARATH Q:9 8 9 -70 2,H:1-9 6 8 7.5%ID E:6 e -54 40 S rib o so mal p ro te in S10 -3 PF0 350 1.12^S10 _p le ctin^Ple ctin/S10  d o main^3-9 4^E:5.7e -44 0 -0 ,9 8 8 0 ,29 8 -0 ,247 0 ,26 9 0 ,29 7 0 ,59 5 -0 ,147 0 ,0 54 -0 ,457 RS10 3_ARATH 40 S rib o so mal p ro te in S10 -3 RPS10 C At5g 526 50  F6 N7.14 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR9 24147_TR28 6 14_c0 _g 1_i1_le n=16 29 RLA0 _SOYBN
Q:1316 -49 5,H:1-

274
8 9 .0 5%ID E:1e -16 0 6 0 S acid ic rib o so mal p ro te in P0

PF0 0 46 6 .17^Rib o so mal_L10 ^Rib o so mal p ro te in L10 ^7-

10 8 ^E:9 .1e -22`PF0 0 428 .16 ^Rib o so mal_6 0 s^6 0 s Acid ic

rib o so mal p ro te in^234-320 ^E:6 .5e -20

0 -0 ,9 9 9 0 ,8 9 7 -0 ,0 33 0 ,38 8 0 ,221 0 ,526 -0 ,16 6 0 ,30 6 -0 ,236 RLA0 _SOYBN 6 0 S acid ic rib o so mal p ro te in P0 Glycine  max (So yb e an) (G lycine  hisp id a) Co mp le te  p ro te o me ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR9 24147_TR30 9 0 7_c0 _g 1_i1_le n=116 9 RL6 _MESCR Q:141-8 33,H:7-234 8 1.8 2%ID E:1e -114 6 0 S rib o so mal p ro te in L6

PF0 38 6 8 .12^Rib o so mal_L6 e _N^Rib o so mal p ro te in L6 , N-

te rminal d o main^4-57^E:8 .8 e -

15`PF0 1159 .16 ^Rib o so mal_L6 e ^Rib o so mal p ro te in L6 e ^127-

234^E:9 e -40

0 -1,117 0 ,313 -0 ,249 0 ,349 0 ,26 4 0 ,70 5 -0 ,132 0 ,0 53 -0 ,46 3 RL6 _MESCR 6 0 S rib o so mal p ro te in L6  (YL16 -like ) RPL6
Me se mb ryanthe mum crystall inum (Co mmo n ice

p lant) (Cryo p hytum crystall inum)
Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR9 24147_TR318 11_c0 _g 1_i1_le n=126 8 RL131_ARATH
Q:10 72-50 0 ,H:1-

19 1
8 5.8 6 %ID E:3e -119 6 0 S rib o so mal p ro te in L13-1

PF0 129 4.15^Rib o so mal_L13e ^Rib o so mal p ro te in L13e ^7-

18 5^E:2.8 e -78
0 -1,20 4 0 ,136 -0 ,355 0 ,172 0 ,36 1 0 ,6 35 0 ,134 0 ,8 9 4 -0 ,0 54 RL131_ARATH 6 0 S rib o so mal p ro te in L13-1 (Pro te in BBC1 ho mo lo g ) RPL13B BBC1 At3g 49 0 10  T2J13.150 Arab id o p sis thaliana (Mo use -e ar cre ss) Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR9 24147_TR34249 _c0 _g 2_i3_le n=118 0 RL321_ARATH Q:125-439 ,H:1-10 5 8 4.76 %ID E:3e -51 6 0 S rib o so mal p ro te in L32-1 . 0 ,0 0 1 -1,253 0 ,6 71 -0 ,19 4 0 ,57 -0 ,39 0 ,471 -0 ,48 2 0 ,243 -0 ,353 RL321_ARATH 6 0 S rib o so mal p ro te in L32-1 RPL32A At4g 18 10 0  F15J5.70 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR9 24147_TR36 429 _c0 _g 2_i1_le n=1551 GBLP_NICPL
Q:1346 -357,H:1-

326
8 7.58 %ID E:0

Guanine  nucle o tid e -b ind ing  p ro te in sub unit b e ta-like

p ro te in

PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^10 -

44^E:0 .0 17`PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta

re p e at^56 -9 2^E:2.1e -0 6 `PF0 0 40 0 .29 ^WD40 ^WD d o main, G-

b e ta re p e at^10 0 -134^E:6 .6 e -0 7`PF0 0 40 0 .29 ^WD40 ^WD

d o main, G-b e ta re p e at^141-18 0 ^E:1.2e -

0 6 `PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^18 7-

222^E:1.3e -0 6 `PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta

re p e at^235-26 2^E:0 .0 0 0 79 `PF0 0 40 0 .29 ^WD40 ^WD d o main,

G-b e ta re p e at^29 9 -325^E:0 .0 0 15

0 -1,121 0 ,717 -0 ,0 9 3 0 ,516 0 ,20 5 0 ,9 15 -0 ,0 38 0 ,245 -0 ,30 3 GBLP_NICPL Guanine  nucle o tid e -b ind ing  p ro te in sub unit b e ta-like  p ro te in
Nico tiana p lumb ag inifo lia (Le ad wo rt-le ave d

to b acco ) (Te x-Me x to b acco )
Re p e at; WD re p e at

SRR9 24148 _TR578 2_c0 _g 1_i1_le n=10 26 NA NA NA NA NA
PF0 246 6 .16 ^Tim17^Tim17/Tim22/Tim23/Pmp 24 family^35-

127^E:1e -0 9
0 -6 ,8 1 0 ,277 -0 ,50 3 0 2,0 0 2 0 1,8 5 1 -0 ,0 55 . . . . . .

SRR9 24148 _TR2120 2_c0 _g 1_i2_le n=8 0 8 RL371_ARATH Q:6 15-358 ,H:10 -9 5 8 8 .37%ID E:3e -46 6 0 S rib o so mal p ro te in L37-1 . 0 ,0 0 1 -0 ,8 71 0 ,0 16 -0 ,6 12 0 ,125 0 ,49 6 1 0 ,0 25 0 ,46 3 -0 ,28 9 RL371_ARATH 6 0 S rib o so mal p ro te in L37-1 RPL37A At1g 15250  F9 L1.46 Arab id o p sis thaliana (Mo use -e ar cre ss)
Co mp le te  p ro te o me ; Me tal-b ind ing ; RNA-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in; Zinc;

Zinc-fing e r; rRNA-b ind ing

SRR9 24148 _TR21543_c0 _g 1_i3_le n=6 45 RS242_ARATH Q:19 3-552,H:1-120 9 0 .8 3%ID E:1e -74 40 S rib o so mal p ro te in S24-2
PF0 128 2.16 ^Rib o so mal_S24e ^Rib o so mal p ro te in S24e ^25-

10 3^E:2.7e -38
0 -1,239 0 ,6 71 0 ,118 0 ,39 3 -0 ,275 0 ,49 3 -0 ,229 0 ,9 44 -0 ,0 21 RS242_ARATH 40 S rib o so mal p ro te in S24-2 RPS24B At5g 28 0 6 0  F15F15.130 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR9 24148 _TR250 13_c0 _g 2_i1_le n=711 RS11_EUPES Q:20 5-6 27,H:1-141 8 5.8 2%ID E:3e -72 40 S rib o so mal p ro te in S11

PF16 20 5.2^Rib o so mal_S17_N^Rib o so mal_S17 N-te rminal^4-

72^E:1.5e -32`PF0 0 36 6 .17^Rib o so mal_S17^Rib o so mal p ro te in

S17^74-130 ^E:1.3e -16

0 -2,6 15 0 ,18 7 1,10 4 1 0 ,277 0 ,226 -2,257 0 ,0 0 4 1,8 6 4 RS11_EUPES 40 S rib o so mal p ro te in S11 RPS11 Eup ho rb ia e sula (Le afy sp urg e ) RNA-b ind ing ; Rib o nucle o p ro te in; Rib o so mal p ro te in; rRNA-b ind ing

SRR9 24148 _TR30 517_c0 _g 2_i1_le n=721 RS30 _ARATH Q:56 0 -375,H:1-6 2 9 6 .77%ID E:2e -24 40 S rib o so mal p ro te in S30 . 0 -0 ,8 6 6 0 ,424 -0 ,18 6 0 ,18 9 0 ,326 0 ,8 9 5 0 ,0 43 0 ,214 -0 ,28 9 RS30 _ARATH 40 S rib o so mal p ro te in S30
RPS30 A At2g 19 750  F6 F22.22; RPS30 B At4g 29 39 0

F17A13.210 ; RPS30 C At5g 56 6 70  MIK19 .12
Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR9 24148 _TR34426 _c0 _g 2_i1_le n=59 7 NA NA NA NA NA . 0 -1,118 0 ,0 26 -0 ,48 7 0 ,0 14 0 ,58 6 0 ,29 0 ,257 0 ,117 -0 ,346 . . . . . .

SRR9 24148 _TR3540 8 _c0 _g 1_i1_le n=1138 SMD1_DROME Q:342-6 14,H:1-9 1 71.43%ID E:3e -38 Pro b ab le  small nucle ar rib o nucle o p ro te in Sm D1 PF0 1423.19 ^LSM^LSM d o main^5-6 9 ^E:1.5e -18 0 ,0 0 1 -6 ,558 0 ,0 34 -5,6 74 1 3,56 1 0 0 ,255 -0 ,6 8 8 SMD1_DROME Pro b ab le  small nucle ar rib o nucle o p ro te in Sm D1 (Sm-D1) (snRNP co re  p ro te in D1) SmD1 snRNP6 9 D CG10 753 Dro so p hila me lano g aste r (Fruit fly)
Co mp le te  p ro te o me ; Me thylatio n; Nucle us; Re fe re nce  p ro te o me ; Re p e at; Rib o nucle o p ro te in; mRNA p ro ce ssing ; mRNA

sp lic ing

SRR9 24148 _TR40 6 8 6 _c0 _g 1_i6 _le n=118 3 RL74_ARATH
Q:10 22-28 5,H:1-

244
8 2.9 3%ID E:4e -125 6 0 S rib o so mal p ro te in L7-4

PF0 8 0 79 .9 ^Rib o so mal_L30 _N^Rib o so mal L30  N-te rminal

d o main^12-8 3^E:1e -

25`PF0 0 327.17^Rib o so mal_L30 ^Rib o so mal p ro te in

L30 p /L7e ^8 8 -138 ^E:5e -22

0 ,0 0 1 -1,214 0 ,541 0 ,259 1 -0 ,0 8 0 ,6 48 0 ,22 1 0 ,9 37 RL74_ARATH 6 0 S rib o so mal p ro te in L7-4 RPL7D At3g 1358 0  K20 M4.2 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

Ms8h

T ranscript  (CDF9 7 ) Uniprot  homolog
BLAST X

Posit ion

BLAST X

%Ide nt it y

BLAST X

e value
Uniprot  de scr Pf am PValue _Ms6 h logFC_Ms6 h PValue _Ms8h logFC_Ms8h PValue _MsDamage d24 h logFC_MsDamage d24 h PValue _MsInt act 24 h logFC_MsInt act 24 h PValue _Ms1wk logFC_Ms1wk Ent ry.name Prot e in name s Ge ne  name s Organism Pat hway Ke ywords

SRR11446 33_TR71_c0 _g 1_i1_le n=8 0 2 NA NA NA NA NA PF0 6 59 6 .8 ^Psb X^Pho to syste m II re actio n ce ntre  X p ro te in (Psb X)^8 9 -126 ^E:1e -16 0 ,8 9 6 -0 ,0 3 0 -0 ,8 75 0 ,138 -0 ,317 0 ,335 -0 ,20 6 1 0 ,1 . . . . . .

SRR11446 33_TR6 19 9 _c0 _g 1_i1_le n=745 RK29 _ARATH
Q:6 21-16 9 ,H:1-

158
6 7.72%ID E:5e -57 50 S rib o so mal p ro te in L29 , chlo ro p lastic . 0 ,19 2 -0 ,334 0 -1,0 25 0 ,9 22 0 ,0 37 0 ,8 8 4 0 ,0 53 1 -0 ,123 RK29 _ARATH 50 S rib o so mal p ro te in L29 , chlo ro p lastic (CL29 ) RPL29  At5g 6 5220  MQN23.16

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Pho sp ho p ro te in; Plastid ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e

SRR11446 33_TR7251_c0 _g 1_i1_le n=126 9 CBSX3_ARATH
Q:221-9 9 4,H:1-

20 6
6 4.48 %ID E:4e -10 9 CBS d o main-co ntaining  p ro te in CBSX3, mito cho nd rial PF0 0 571.25^CBS^CBS d o main^34-6 7^E:0 .0 0 0 6 3`PF0 0 571.25^CBS^CBS d o main^79 -134^E:1.9 e -14 0 ,9 1 0 ,0 41 0 ,0 0 1 -1,0 0 9 0 1,34 0 1,347 1 0 ,8 6 CBSX3_ARATH CBS d o main-co ntaining  p ro te in CBSX3, mito cho nd rial CBSX3 At5g 10 8 6 0  T30 N20 .130

Arab id o p sis thaliana (Mo use -e ar

cre ss)

CBS d o main; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Mito cho nd rio n;

Re fe re nce  p ro te o me ; Re p e at; Transit p e p tid e

SRR11446 33_TR8 0 42_c2_g 2_i2_le n=1124 ACT7_TOBAC
Q:245-9 49 ,H:2-

233
6 5.9 7%ID E:2e -9 8 Actin-10 4 PF0 0 0 22.16 ^Actin^Actin^1-121^E:3.5e -27 1 -0 ,0 14 0 -1,49 5 1 -0 ,0 6 8 0 ,29 4 -0 ,53 1 1,49 8 ACT7_TOBAC Actin-10 4 (Frag me nt)

Nico tiana tab acum (Co mmo n

to b acco )
ATP-b ind ing ; Cyto p lasm; Cyto ske le to n; Nucle o tid e -b ind ing

SRR11446 33_TR20 0 6 2_c0 _g 1_i1_le n=156 5 NA NA NA NA NA . 0 ,6 34 -0 ,244 0 -1,70 9 1 -0 ,0 9 6 0 ,8 32 -0 ,321 0 ,19 6 -0 ,751 . . . . . .

SRR11446 33_TR20 0 6 2_c0 _g 1_i9 _le n=1313 NA NA NA NA NA . 0 ,78 3 -0 ,159 0 -1,8 9 2 0 ,44 -0 ,6 8 7 0 ,8 11 -0 ,313 0 ,748 -0 ,347 . . . . . .

SRR11446 33_TR20 8 22_c0 _g 2_i1_le n=6 43 PP178 _ARATH
Q:6 41-

16 8 ,H:729 -8 8 6
75.9 5%ID E:1e -8 0

Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in At2g 3140 0 ,

chlo ro p lastic
PF0 1713.18 ^Smr^Smr d o main^56 -120 ^E:5.1e -0 5 0 ,6 0 8 0 ,241 0 -1,439 0 ,0 19 1,0 0 4 0 ,8 9 5 0 ,10 1 0 ,50 2 -4,275 PP178 _ARATH Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in At2g 3140 0 , chlo ro p lastic At2g 3140 0  T28 P16 .11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Re p e at; Transit

p e p tid e

SRR11446 33_TR220 53_c0 _g 1_i3_le n=10 59 CYSP3_SOLLC
Q:129 -

6 9 8 ,H:16 7-356
8 7.8 9 %ID E:5e -118 Cyste ine  p ro te inase  3

PF0 0 112.20 ^Pe p tid ase _C1^Pap ain family cyste ine  p ro te ase ^3-125^E:1.8 e -36 `PF0 30 51.12^Pe p tid ase _C1_2^Pe p tid ase  C1-like

family^72-10 9 ^E:0 .0 0 0 23
1 -0 ,125 0 -1,8 32 0 ,0 25 2,9 31 1 0 ,28 1 0 ,0 25 -1,54 CYSP3_SOLLC Cyste ine  p ro te inase  3 (EC 3.4.22.-) CYP-3

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ; Pro te ase ; Re fe re nce

p ro te o me ; Sig nal; Thio l p ro te ase ; Vacuo le ; Zymo g e n

SRR11446 33_TR28 278 _c0 _g 1_i1_le n=6 41 NA NA NA NA NA
PF10 9 50 .5^DUF2775^Pro te in o f unkno wn functio n (DUF2775)^4-6 9 ^E:4.3e -18 `PF10 9 50 .5^DUF2775^Pro te in o f unkno wn functio n

(DUF2775)^75-121^E:5.9 e -14
0 ,0 0 7 0 ,6 31 0 -4,0 27 1 3,29 7 1 2,29 3 0 ,521 0 ,153 . . . . . .

SRR11446 33_TR28 8 28 _c3_g 2_i4_le n=10 51 NA NA NA NA NA . 1 -0 ,0 6 9 0 ,0 0 1 -2,246 0 ,6 9 2 0 ,714 1 0 ,0 73 0 ,9 0 2 -0 ,0 74 . . . . . .

SRR11446 33_TR320 8 2_c0 _g 1_i1_le n=1176 RK28 _TOBAC
Q:9 9 9 -550 ,H:2-

151
6 8 .42%ID E:4e -6 1 50 S rib o so mal p ro te in L28 , chlo ro p lastic PF0 0 8 30 .16 ^Rib o so mal_L28 ^Rib o so mal L28  family^77-135^E:4e -21 0 ,0 76 -0 ,434 0 -0 ,8 6 0 ,9 59 -0 ,0 23 0 ,726 0 ,0 8 9 0 ,221 -0 ,575 RK28 _TOBAC 50 S rib o so mal p ro te in L28 , chlo ro p lastic (CL28 ) RPL28

Nico tiana tab acum (Co mmo n

to b acco )

Chlo ro p last; Dire ct p ro te in se q ue ncing ; Plastid ; Rib o nucle o p ro te in; Rib o so mal

p ro te in; Transit p e p tid e

SRR11446 33_TR34121_c0 _g 1_i1_le n=56 8 TBB1_DAUCA
Q:56 8 -

431,H:245-29 0
9 7.8 3%ID E:2e -23 Tub ulin b e ta-1 chain . 0 ,775 0 ,0 8 6 0 -1,8 26 0 ,326 0 ,551 0 ,326 0 ,54 1 0 ,6 6 4 TBB1_DAUCA Tub ulin b e ta-1 chain (Be ta-1-tub ulin) (Frag me nt) TUBB1 Daucus caro ta (Wild  carro t)

Cyto p lasm; Cyto ske le to n; Dire ct p ro te in se q ue ncing ; GTP-b ind ing ; Micro tub ule ;

Nucle o tid e -b ind ing

SRR11446 33_TR349 6 8 _c0 _g 1_i1_le n=70 1 NA NA NA NA NA . 0 ,30 1 0 ,28 7 0 -0 ,9 35 0 ,19 4 -0 ,36 9 0 ,127 -0 ,425 1 0 . . . . . .

SRR11446 33_TR36 6 79 _c0 _g 1_i1_le n=10 14 PIP27_ARATH
Q:335-10 12,H:1-

223
8 6 .73%ID E:1e -135 Aq uap o rin PIP2-7 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^32-226 ^E:2.2e -6 6 0 ,144 -0 ,412 0 -1,36 0 ,0 6 4 -0 ,56 2 0 ,9 6 4 -0 ,0 27 0 ,40 9 0 ,179 PIP27_ARATH

Aq uap o rin PIP2-7 (Plasma me mb rane  intrinsic p ro te in 2-7) (AtPIP2;7) (Plasma me mb rane  intrinsic

p ro te in 3) (Salt stre ss-ind uce d  majo r intrinsic p ro te in) [Cle ave d  into : Aq uap o rin PIP2-7, N-te rminally

p ro ce sse d ]

PIP2-7 PIP3 SIMIP At4g 3510 0

M4E13.150

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Me thylatio n;

Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Re p e at; Transme mb rane ; Transme mb rane

he lix; Transp o rt

SRR11446 33_TR378 0 1_c0 _g 1_i4_le n=9 0 1 TRL31_ARATH
Q:215-76 3,H:26 -

20 9
54.0 1%ID E:1e -6 4 Thio re d o xin-like  3-1, chlo ro p lastic PF0 0 0 8 5.17^Thio re d o xin^Thio re d o xin^79 -16 8 ^E:5.1e -16 0 ,71 0 ,136 0 -1,0 75 0 ,6 9 2 0 ,6 0 1 1 -0 ,29 2 0 ,78 3 -0 ,20 1 TRL31_ARATH Thio re d o xin-like  3-1, chlo ro p lastic (Thio re d o xin WCRKC-1) WCRKC1 At5g 0 6 6 9 0  MPH15.4

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Ele ctro n

transp o rt; Plastid ; Re d o x-active  ce nte r; Re fe re nce  p ro te o me ; Transit p e p tid e ;

Transp o rt

SRR11446 34_TR19 6 6 _c3_g 2_i8 _le n=6 0 4 NA NA NA NA NA . 1 0 ,449 0 -1,56 2 0 ,79 9 0 ,119 0 ,16 7 -0 ,59 5 1 -1,19 4 . . . . . .

SRR11446 34_TR3133_c0 _g 4_i1_le n=6 6 7 NA NA NA NA NA PF0 30 8 0 .12^DUF239 ^Do main o f unkno wn functio n (DUF239 )^3-9 9 ^E:8 e -29 0 ,777 0 ,137 0 -1,8 14 0 ,559 -0 ,359 0 ,28 3 -0 ,58 9 1 -0 ,0 36 . . . . . .

SRR11446 34_TR6 78 9 _c0 _g 2_i3_le n=6 9 2 NA NA NA NA NA . 0 ,311 0 ,371 0 -1,577 0 ,443 0 ,422 0 ,0 35 -1,352 0 ,226 -0 ,471 . . . . . .

SRR11446 34_TR6 9 21_c0 _g 1_i1_le n=9 54 TGT2_ARATH
Q:6 9 7-

38 9 ,H:38 8 -49 0
8 0 .58 %ID E:2e -48 Trihe lix transcrip tio n facto r GT-2 PF138 37.3^Myb _DNA-b ind _4^Myb /SANT-like  DNA-b ind ing  d o main^9 4-18 1^E:1.4e -23 0 ,325 -0 ,29 3 0 -1,6 15 0 ,0 73 -0 ,6 2 0 ,0 11 -0 ,8 8 3 1 1,177 TGT2_ARATH Trihe lix transcrip tio n facto r GT-2 (Trihe lix DNA-b ind ing  p ro te in GT-2) GT-2 At1g 76 8 9 0  F7O12.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Re p e at;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR11446 34_TR13311_c0 _g 1_i1_le n=6 0 3 KCS6 _ARATH
Q:2-29 5,H:39 6 -

49 3
9 1.8 4%ID E:2e -6 0

3-ke to acyl-Co A synthase  6

{ECO:0 0 0 0 30 3|Pub Me d :18 46 519 8 }

PF0 8 541.7^ACP_syn_III_C^3-Oxo acyl-[acyl-carrie r-p ro te in (ACP)] synthase  III C te rminal^2-72^E:9 .6 e -

12`PF0 279 7.12^Chal_sti_synt_C^Chalco ne  and  sti lb e ne  synthase s, C-te rminal d o main^2-6 6 ^E:3.8 e -0 7
1 -0 ,321 0 -3,10 4 0 ,6 9 4 -0 ,35 0 ,8 6 0 ,226 0 ,0 54 -0 ,6 9 8 KCS6 _ARATH

3-ke to acyl-Co A synthase  6  (KCS-6 ) (EC 2.3.1.19 9 ) (Cuticular p ro te in 1) (Ece rife rum 6 ) (Ve ry lo ng -chain

fatty acid  co nd e nsing  e nzyme  6 ) (VLCFA co nd e nsing  e nzyme  6 )

CUT1 CER6  EL6  KCS6  At1g 6 8 530

T26 J14.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Lip id  me tab o lism; fatty acid  b io synthe sis.

Acyltransfe rase ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; End o p lasmic re ticulum;

Me mb rane ; Re fe re nce  p ro te o me ; Transfe rase ; Transme mb rane ; Transme mb rane

he lix; Ub l co njug atio n

SRR11446 34_TR216 10 _c1_g 4_i1_le n=59 3 NA NA NA NA NA PF0 1439 .15^Me tallo thio _2^Me tallo thio ne in^40 -116 ^E:4.1e -29 1 -0 ,0 0 1 0 -1,20 9 0 ,748 0 ,0 8 2 0 ,0 17 -0 ,59 2 0 0 ,9 8 9 . . . . . .

SRR11446 34_TR23213_c0 _g 2_i1_le n=529 NA NA NA NA NA . 1 0 0 -7,8 48 1 0 1 0 1 2,342 . . . . . .

SRR11446 34_TR258 19 _c0 _g 1_i1_le n=9 79 NA NA NA NA NA PF0 0 30 1.17^Rub re d o xin^Rub re d o xin^73-10 7^E:2e -0 5 0 ,25 -0 ,415 0 -1,8 18 0 ,0 73 -0 ,6 23 0 ,17 -0 ,48 3 0 ,29 9 -1,6 6 3 . . . . . .

SRR11446 34_TR259 6 8 _c0 _g 1_i1_le n=8 73 NA NA NA NA NA . 1 0 0 -2,40 4 0 ,0 8 3 0 ,59 9 0 ,8 0 4 -0 ,122 1 0 . . . . . .

SRR11446 34_TR26 415_c0 _g 1_i1_le n=6 0 6 DCL_SOLLC
Q:8 -36 1,H:9 7-

214
8 8 .9 8 %ID E:3e -71 Pro te in DCL, chlo ro p lastic PF11523.5^DUF3223^Pro te in o f unkno wn functio n (DUF3223)^28 -10 3^E:8 .3e -29 0 ,0 48 -0 ,477 0 -1,119 0 ,79 8 -0 ,0 7 0 ,9 78 -0 ,0 19 0 ,8 9 9 -0 ,0 33 DCL_SOLLC Pro te in DCL, chlo ro p lastic (De fe ctive  chlo ro p lasts and  le ave s p ro te in) DCL

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)
Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR11446 34_TR26 8 9 9 _c0 _g 1_i1_le n=1148 NA NA NA NA NA PF14547.3^Hyd ro p ho b _se e d ^Hyd ro p ho b ic se e d  p ro te in^19 7-28 0 ^E:6 .2e -27 0 ,0 16 -0 ,777 0 -4,8 9 9 1 -0 ,56 7 1 -0 ,8 6 1 0 ,38 8 -0 ,254 . . . . . .

SRR11446 34_TR2729 7_c0 _g 1_i3_le n=2146 NA NA NA NA NA
PF1438 9 .3^Lzip p e r-MIP1^Le ucine -zip p e r o f te rnary co mp le x facto r MIP1^59 -139 ^E:6 .1e -21`PF0 478 4.11^DUF547^Pro te in o f

unkno wn functio n, DUF547^373-50 2^E:9 .3e -33
0 ,0 74 -0 ,9 13 0 -3,50 5 0 ,38 1 -0 ,716 0 ,258 -1,0 32 0 ,70 2 -0 ,159 . . . . . .

SRR11446 34_TR278 37_c0 _g 4_i4_le n=10 9 3 SUT3_STYHA
Q:2-8 23,H:36 3-

6 40
6 5.8 3%ID E:8 e -120 Lo w affinity sulfate  transp o rte r 3 PF0 0 9 16 .17^Sulfate _transp ^Sulfate  p e rme ase  family^1-9 8 ^E:1.7e -32`PF0 1740 .18 ^STAS^STAS d o main^149 -26 5^E:1e -28 0 ,0 21 -0 ,8 9 8 0 -1,79 5 0 ,316 0 ,30 1 0 ,232 0 ,359 1 1,376 SUT3_STYHA Lo w affinity sulfate  transp o rte r 3 ST3

Stylo santhe s hamata (Carib b e an

stylo )
Me mb rane ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR11446 34_TR34776 _c0 _g 2_i4_le n=28 37 GUN8 _ARATH
Q:1756 -

28 35,H:128 -48 7
79 .44%ID E:0 End o g lucanase  8 PF0 0 759 .16 ^Glyco _hyd ro _9 ^Glyco syl hyd ro lase  family 9 ^2-328 ^E:5.7e -78 1 0 0 -7,179 1 0 1 0 1 0 ,351 GUN8 _ARATH End o g lucanase  8  (EC 3.2.1.4) (Ce llulase  1) (AtCEL1) (End o -1,4-b e ta g lucanase  8 ) CEL1 At1g 70 710  F5A18 .11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Carb o hyd rate  me tab o lism; Ce ll wall b io g e ne sis/d e g rad atio n; Ce llulo se

d e g rad atio n; Co mp le te  p ro te o me ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ;

Po lysaccharid e  d e g rad atio n; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR11446 34_TR34776 _c0 _g 2_i5_le n=26 25 NC10 0 _ARATH
Q:8 9 2-74,H:6 5-

336
50 .8 7%ID E:3e -79 NAC d o main-co ntaining  p ro te in 10 0 PF0 236 5.12^NAM^No  ap ical me riste m (NAM) p ro te in^6 -75^E:2.7e -16 0 ,129 3,8 6 4 0 -5,0 22 0 ,50 2 2,9 34 1 1,8 43 1 0 NC10 0 _ARATH NAC d o main-co ntaining  p ro te in 10 0  (ANAC10 0 ) (AtNAC5) NAC10 0  At5g 6 1430  MFB13.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n;

Transcrip tio n re g ulatio n

SRR11446 34_TR38 220 _c1_g 1_i1_le n=10 0 1 UBC27_ARATH
Q:6 1-6 30 ,H:1-

18 8
76 .32%ID E:1e -10 3 Ub iq uitin-co njug ating  e nzyme  E2 27 PF0 0 179 .23^UQ_co n^Ub iq uitin-co njug ating  e nzyme ^26 -16 4^E:1.1e -43`PF0 0 6 27.28 ^UBA^UBA/TS-N d o main^178 -211^E:1.4e -0 8 0 ,78 1 0 ,39 7 0 -1,79 6 0 ,0 0 2 -1,58 0 ,0 54 -0 ,9 25 1 -0 ,243 UBC27_ARATH

Ub iq uitin-co njug ating  e nzyme  E2 27 (EC 2.3.2.23) (E2 ub iq uitin-co njug ating  e nzyme  27) (Ub iq uitin

carrie r p ro te in 27)
UBC27 UBC1 At5g 50 8 70  K3K7.1

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

{ECO:0 0 0 0 255|PROSITE-Pro Rule :PRU0 0 38 8 }.

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ;

Re fe re nce  p ro te o me ; Transfe rase ; Ub l co njug atio n p athway

SRR11446 34_TR40 49 7_c0 _g 2_i1_le n=540 NA NA NA NA NA . 0 6 ,6 74 0 -8 ,6 74 1 0 0 ,129 5,12 0 ,0 0 5 -6 ,18 3 . . . . . .

SRR122236 _TR8 358 _c0 _g 1_i1_le n=6 48 NA NA NA NA NA . 0 ,8 22 -0 ,354 0 ,0 0 1 -2,171 0 ,0 9 -0 ,6 9 3 0 ,0 12 -1,0 45 1 0 ,0 32 . . . . . .

SRR122236 _TR248 6 5_c0 _g 1_i1_le n=1153 TRL31_ARATH
Q:10 9 1-

6 54,H:26 -172
48 %ID E:1e -40 Thio re d o xin-like  3-1, chlo ro p lastic PF0 0 0 8 5.17^Thio re d o xin^Thio re d o xin^9 9 -158 ^E:2.3e -0 9 0 ,748 0 ,242 0 -1,8 6 1 2,8 16 1 2,46 3 1 -0 ,344 TRL31_ARATH Thio re d o xin-like  3-1, chlo ro p lastic (Thio re d o xin WCRKC-1) WCRKC1 At5g 0 6 6 9 0  MPH15.4

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Ele ctro n

transp o rt; Plastid ; Re d o x-active  ce nte r; Re fe re nce  p ro te o me ; Transit p e p tid e ;

Transp o rt

SRR122237_TR15744_c0 _g 2_i1_le n=10 54 NA NA NA NA NA . 1 0 0 -6 ,8 6 7 0 ,129 5,145 1 0 1 0 . . . . . .

SRR122237_TR20 518 _c0 _g 2_i2_le n=126 3 DV4H_CATRO
Q:126 1-

428 ,H:124-40 1
10 0 %ID E:0 De ace to xyvind o line  4-hyd ro xylase

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^1-74^E:1.5e -0 6 `PF0 3171.17^2OG-Fe II_Oxy^2OG-

Fe (II) o xyg e nase  sup e rfamily^126 -216 ^E:5.3e -23
0 ,26 8 0 ,6 0 8 0 ,0 0 1 -1,53 0 ,50 5 0 ,49 9 0 ,8 6 0 ,238 1 0 ,19 7 DV4H_CATRO De ace to xyvind o line  4-hyd ro xylase  (EC 1.14.11.20 ) D4H

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)

PATHWAY: Alkalo id  b io synthe sis; vind o line  b io synthe sis; vind o line  fro m

tab e rso nine : ste p  5/6 .

Cyto p lasm; Dio xyg e nase ; Dire ct p ro te in se q ue ncing ; Iro n; Me tal-b ind ing ;

Oxid o re d uctase ; Vitamin C

SRR122237_TR26 0 8 0 _c0 _g 1_i2_le n=146 7 ALIS3_ARATH
Q:129 6 -

30 4,H:23-346
6 4.6 5%ID E:7e -157 ALA-inte racting  sub unit 3 PF0 338 1.12^CDC50 ^LEM3 (lig and -e ffe ct mo d ulato r 3) family / CDC50  family^6 0 -329 ^E:4.2e -8 3 0 ,6 9 9 -0 ,17 0 -1,8 14 0 ,142 -0 ,58 6 0 ,114 -0 ,6 75 0 ,111 -0 ,8 9 8 ALIS3_ARATH ALA-inte racting  sub unit 3 (AtALIS3)

ALIS3 At1g 54320  F20 D21.14

F20 D21_50

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Co mp le te  p ro te o me ; End o p lasmic re ticulum; G lyco p ro te in; Go lg i

ap p aratus; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR1123_c0 _g 1_i1_le n=10 8 9 FKB13_ARATH
Q:729 -29 2,H:6 7-

20 8
72.79 %ID E:2e -6 2

Pe p tid yl-p ro lyl c is-trans iso me rase  FKBP13, chlo ro p lastic

{ECO:0 0 0 0 30 3|Pub Me d :12424338 }
PF0 0 254.25^FKBP_C^FKBP-typ e  p e p tid yl-p ro lyl c is-trans iso me rase ^114-213^E:2e -29 0 ,6 8 1 -0 ,147 0 -1,255 0 ,777 -0 ,0 9 8 0 ,8 9 1 0 ,0 46 1 0 ,0 11 FKB13_ARATH

Pe p tid yl-p ro lyl c is-trans iso me rase  FKBP13, chlo ro p lastic (PPIase  FKBP13) (EC 5.2.1.8 ) (FK50 6 -

b ind ing  p ro te in 1) (FK50 6 -b ind ing  p ro te in 13) (AtFKBP13) (Immuno p hilin FKBP13) (Ro tamase )

FKBP13 FKBP22-1 FKBPK At5g 456 8 0

MRA19 .7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Disulfid e

b o nd ; Iso me rase ; Plastid ; Re fe re nce  p ro te o me ; Ro tamase ; Thylako id ; Transit

p e p tid e

SRR122238 _TR310 7_c0 _g 1_i2_le n=740 ACBP_RICCO
Q:520 -26 6 ,H:1-

8 5
8 8 .24%ID E:1e -46 Acyl-Co A-b ind ing  p ro te in . 0 ,16 9 -0 ,31 0 -0 ,8 8 4 0 ,447 -0 ,176 0 ,9 53 -0 ,0 16 0 ,571 -0 ,137 ACBP_RICCO Acyl-Co A-b ind ing  p ro te in (ACBP) Ricinus co mmunis (Casto r b e an) Lip id -b ind ing ; Transp o rt

SRR122238 _TR39 9 1_c1_g 1_i2_le n=16 20 NA NA NA NA NA PF10 6 74.6 ^Ycf54^Pro te in o f unkno wn functio n (DUF248 8 )^112-20 1^E:2.6 e -34 0 ,0 0 9 -0 ,8 29 0 ,0 0 1 -1,16 0 ,18 8 -0 ,574 0 ,50 2 -0 ,277 0 ,8 4 -0 ,26 7 . . . . . .

SRR122238 _TR4540 _c0 _g 1_i1_le n=10 9 1 HIS1B_ARATH
Q:10 20 -

250 ,H:157-413
8 0 .16 %ID E:8 e -152 ATP p ho sp ho rib o syltransfe rase  2, chlo ro p lastic

PF0 16 34.15^HisG^ATP p ho sp ho rib o syltransfe rase ^31-16 9 ^E:5.9 e -30 `PF0 8 0 29 .8 ^HisG_C^HisG, C-te rminal d o main^177-

26 2^E:4.6 e -18
0 ,79 3 -0 ,20 7 0 -1,8 71 0 ,748 0 ,3 0 ,235 -0 ,78 6 0 ,0 52 -0 ,6 6 6 HIS1B_ARATH ATP p ho sp ho rib o syltransfe rase  2, chlo ro p lastic (ATP-PRTase  2) (AtATP-PRT2) (EC 2.4.2.17) HISN1B At1g 0 9 79 5 F21M12.39

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-histid ine  b io synthe sis; L-histid ine  fro m

5-p ho sp ho -alp ha-D-rib o se  1-d ip ho sp hate : ste p  1/9 .

Amino -acid  b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; G lyco syltransfe rase ;

Histid ine  b io synthe sis; Plastid ; Re fe re nce  p ro te o me ; Transfe rase ; Transit p e p tid e

SRR122238 _TR49 78 _c0 _g 1_i6 _le n=538 NA NA NA NA NA . 1 2,7 0 ,0 0 1 -6 ,6 16 1 1,8 44 1 0 1 0 . . . . . .

SRR122238 _TR6 0 0 3_c0 _g 1_i1_le n=256 7 ICR3_ARATH
Q:50 3-2332,H:7-

56 4
44.25%ID E:1e -119 Inte racto r o f co nstitutive  active  ROPs 3 . 0 ,0 26 -0 ,9 2 0 -3,58 2 1 -3,7 1 -3,16 6 0 ,30 4 -0 ,332 ICR3_ARATH Inte racto r o f co nstitutive  active  ROPs 3 (ROP-inte ractive  p artne r 5) ICR3 RIP5 At5g 6 0 210  F15L12.15

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co ile d  co il; Co mp le te  p ro te o me ; Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR122238 _TR6 10 1_c2_g 1_i3_le n=178 9 FER_MASLA
Q:49 2-770 ,H:3-

9 8
50 %ID E:1e -20 Fe rre d o xin PF0 0 111.24^Fe r2^2Fe -2S iro n-sulfur c luste r b ind ing  d o main^58 -130 ^E:6 .2e -13 0 ,537 0 ,30 7 0 -1,58 7 0 ,0 0 6 -1,20 6 0 ,0 0 2 -1,36 2 0 ,548 -0 ,213 FER_MASLA Fe rre d o xin p e tF

Mastig o clad us lamino sus

(Fische re lla sp .)

2Fe -2S; 3D-structure ; Dire ct p ro te in se q ue ncing ; Ele ctro n transp o rt; Iro n; Iro n-sulfur;

Me tal-b ind ing ; Transp o rt

SRR122238 _TR70 34_c0 _g 1_i1_le n=529 ADF2_PETHY
Q:2-178 ,H:8 2-

140
9 1.53%ID E:2e -31 Actin-d e p o lyme riz ing  facto r 2 . 0 ,144 0 ,46 5 0 -1,456 0 ,0 0 2 1,0 0 5 0 ,0 6 1 0 ,6 5 0 ,0 0 2 -0 ,9 72 ADF2_PETHY Actin-d e p o lyme riz ing  facto r 2 (ADF-2) ADF2 Pe tunia hyb rid a (Pe tunia) Actin-b ind ing

SRR122238 _TR9 50 6 _c0 _g 2_i1_le n=6 0 4 PSAK_ARATH
Q:556 -155,H:1-

130
8 0 .6 %ID E:8 e -52 Pho to syste m I re actio n ce nte r sub unit p saK, chlo ro p lastic PF0 1241.15^PSI_PSAK^Pho to syste m I p saG / p saK^73-148 ^E:3.3e -24 0 ,40 7 0 ,38 4 0 -3,0 44 1 -0 ,0 0 5 0 ,0 0 9 0 ,6 0 2 0 ,0 24 -0 ,9 73 PSAK_ARATH Pho to syste m I re actio n ce nte r sub unit p saK, chlo ro p lastic (PSI-K) (Pho to syste m I sub unit X) PSAK At1g 30 38 0  T4K22.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Pho to synthe sis; Pho to syste m I;

Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix

SRR122238 _TR118 8 9 _c0 _g 1_i1_le n=9 35 RR20 _ARATH
Q:774-26 2,H:5-

18 6
57.6 9 %ID E:3e -30 30 S rib o so mal p ro te in S20 , chlo ro p lastic PF0 16 49 .15^Rib o so mal_S20 p ^Rib o so mal p ro te in S20 ^73-159 ^E:2e -21 0 ,137 -0 ,344 0 -0 ,8 73 0 ,348 0 ,234 0 ,159 0 ,349 0 ,0 15 -0 ,572 RR20 _ARATH 30 S rib o so mal p ro te in S20 , chlo ro p lastic RPS20  At3g 1519 0  F4B12.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; RNA-b ind ing ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e ; rRNA-b ind ing

SRR122238 _TR1256 6 _c0 _g 1_i4_le n=1541 NA NA NA NA NA PF1220 4.5^DUF359 8 ^Do main o f unkno wn functio n (DUF359 8 )^8 3-40 4^E:6 .1e -18 0 ,29 1 -0 ,331 0 -1,724 0 ,754 -0 ,149 0 ,77 0 ,16 2 1 0 ,754 . . . . . .

SRR122238 _TR126 0 5_c0 _g 1_i3_le n=3130 GCR2_ARATH
Q:29 3-1516 ,H:1-

410
6 7.0 7%ID E:0 LanC-like  p ro te in GCR2

PF0 8 6 59 .7^KR^KR d o main^119 -211^E:8 .8 e -0 9 `PF0 0 10 6 .22^ad h_sho rt^sho rt chain d e hyd ro g e nase ^121-26 3^E:7.3e -

21`PF1356 1.3^ad h_sho rt_C2^Eno yl-(Acyl carrie r p ro te in) re d uctase ^125-26 2^E:1.7e -12
0 ,0 0 1 -0 ,748 0 ,0 0 1 -1,0 22 0 ,18 -0 ,79 6 0 ,0 8 -1,113 0 1,8 0 2 GCR2_ARATH LanC-like  p ro te in GCR2 (G-p ro te in co up le d  re ce p to r 2) GCR2 GPCR At1g 529 20  F14G24.19

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Ab scis ic acid  s ig naling  p athway; Co mp le te  p ro te o me ; Me tal-b ind ing ;

Re fe re nce  p ro te o me ; Zinc

SRR122238 _TR126 0 5_c0 _g 1_i6 _le n=319 5 POR_DAUCA
Q:3125-

18 48 ,H:1-39 8
79 .39 %ID E:0 Pro to chlo ro p hyll id e  re d uctase , chlo ro p lastic

PF0 8 6 59 .7^KR^KR d o main^137-229 ^E:1e -0 8 `PF0 0 10 6 .22^ad h_sho rt^sho rt chain d e hyd ro g e nase ^139 -28 1^E:8 .6 e -

21`PF1356 1.3^ad h_sho rt_C2^Eno yl-(Acyl carrie r p ro te in) re d uctase ^143-28 0 ^E:2e -12
0 ,0 24 -0 ,522 0 -2,773 0 ,357 -0 ,735 1 0 ,0 6 9 0 ,0 58 -0 ,49 3 POR_DAUCA

Pro to chlo ro p hyll id e  re d uctase , chlo ro p lastic (PCR) (EC 1.3.1.33) (NADPH-p ro to chlo ro p hyll id e

o xid o re d uctase ) (POR)
POR1 Daucus caro ta (Wild  carro t)

PATHWAY: Po rp hyrin-co ntaining  co mp o und  me tab o lism; chlo ro p hyll

b io synthe sis.

Chlo ro p hyll b io synthe sis; Chlo ro p last; NADP; Oxid o re d uctase ; Pho to synthe sis;

Plastid ; Transit p e p tid e

SRR122238 _TR129 8 8 _c1_g 1_i1_le n=8 27 NA NA NA NA NA PF0 6 549 .9 ^DUF1118 ^Pro te in o f unkno wn functio n (DUF1118 )^6 7-178 ^E:9 .1e -49 0 ,8 9 7 -0 ,0 34 0 ,0 0 1 -0 ,779 0 ,0 1 -0 ,578 0 ,0 25 -0 ,50 3 0 ,9 6 9 -0 ,0 13 . . . . . .

SRR122238 _TR14521_c0 _g 1_i1_le n=8 9 8 RK17_TOBAC
Q:79 3-19 1,H:2-

20 5
8 3.8 2%ID E:2e -110 50 S rib o so mal p ro te in L17, chlo ro p lastic PF0 119 6 .16 ^Rib o so mal_L17^Rib o so mal p ro te in L17^110 -20 6 ^E:2.9 e -34 0 ,0 6 3 -0 ,427 0 -1,414 0 ,0 0 6 -0 ,6 8 3 0 ,0 8 7 -0 ,426 0 ,757 0 ,0 77 RK17_TOBAC 50 S rib o so mal p ro te in L17, chlo ro p lastic (CL17) RPL17

Nico tiana tab acum (Co mmo n

to b acco )

Chlo ro p last; Plastid ; RNA-b ind ing ; Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit

p e p tid e ; rRNA-b ind ing

SRR122238 _TR15114_c0 _g 1_i2_le n=8 6 5 ADHL5_ARATH
Q:770 -

126 ,H:171-38 5
46 .79 %ID E:6 e -42 Alco ho l d e hyd ro g e nase -like  5

PF0 126 2.18 ^AlaDh_PNT_C^Alanine  d e hyd ro g e nase /PNT, C-te rminal d o main^51-131^E:2.6 e -0 5`PF0 0 10 7.23^ADH_zinc_N^Zinc-

b ind ing  d e hyd ro g e nase ^76 -19 6 ^E:3.1e -22
0 ,58 7 0 ,28 7 0 ,0 0 1 -2,49 6 0 ,6 41 0 ,28 3 0 ,111 -0 ,8 9 5 0 ,175 -0 ,9 9 6 ADHL5_ARATH Alco ho l d e hyd ro g e nase -like  5 (EC 1.1.1.1) At4g 22110  F1N20 .210

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; Me tal-b ind ing ; NAD; Oxid o re d uctase ; Re fe re nce

p ro te o me ; Zinc

SRR122238 _TR156 13_c0 _g 1_i3_le n=9 21 TRXM4_ARATH
Q:6 47-28 8 ,H:70 -

19 1
59 .8 4%ID E:4e -46 Thio re d o xin M4, chlo ro p lastic PF0 0 0 8 5.17^Thio re d o xin^Thio re d o xin^110 -20 9 ^E:3.2e -28 0 ,247 0 ,26 6 0 -1,16 8 0 ,8 26 -0 ,0 49 0 ,243 -0 ,255 0 ,357 -0 ,6 3 TRXM4_ARATH Thio re d o xin M4, chlo ro p lastic (AtTrxm4) At3g 1536 0  MJK13.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Ele ctro n transp o rt; Plastid ;

Re d o x-active  ce nte r; Re fe re nce  p ro te o me ; Transit p e p tid e ; Transp o rt

SRR122238 _TR16 353_c0 _g 1_i3_le n=756 NA NA NA NA NA . 0 ,79 7 -0 ,0 9 1 0 -1,0 0 6 0 ,26 8 -0 ,26 2 0 ,457 -0 ,176 0 ,46 3 -0 ,19 6 . . . . . .

SRR122238 _TR16 8 6 6 _c0 _g 1_i3_le n=16 42 RK31_ARATH
Q:128 -478 ,H:5-

132
6 3.28 %ID E:1e -48 50 S rib o so mal p ro te in L31, chlo ro p lastic PF0 119 7.15^Rib o so mal_L31^Rib o so mal p ro te in L31^38 -10 2^E:5.1e -17 0 ,26 -0 ,30 7 0 -1,153 0 ,20 3 -0 ,39 3 0 ,224 -0 ,38 6 0 ,239 -0 ,30 7 RK31_ARATH 50 S rib o so mal p ro te in L31, chlo ro p lastic (CL31) (Pro te in EMBRYO DEFECTIVE 218 4) RPL31 EMB218 4 At1g 75350  F1B16 .11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; RNA-b ind ing ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e ; rRNA-b ind ing

SRR122238 _TR18 0 52_c0 _g 1_i2_le n=6 55 NLTP_VIGUN
Q:49 5-253,H:20 -

9 9
57.32%ID E:4e -23 Pro b ab le  no n-sp e cific  l ip id -transfe r p ro te in AKCS9 . 0 ,0 0 5 0 ,6 8 5 0 -1,142 0 ,0 0 1 0 ,8 3 0 ,0 0 1 -0 ,9 0 2 0 ,0 0 3 0 ,719 NLTP_VIGUN Pro b ab le  no n-sp e cific  l ip id -transfe r p ro te in AKCS9  (LTP) Vig na ung uiculata (Co wp e a) Disulfid e  b o nd ; Lip id -b ind ing ; Sig nal; Transp o rt

SRR122238 _TR216 15_c1_g 1_i1_le n=1153 CB12_SOLLC
Q:79 -8 8 5,H:1-

26 8
8 9 .9 6 %ID E:2e -177 Chlo ro p hyll a-b  b ind ing  p ro te in 7, chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^10 1-26 7^E:1.3e -51 0 ,79 4 -0 ,0 8 2 0 -1,8 44 0 ,0 0 4 -0 ,753 0 ,0 26 -0 ,575 0 ,18 0 ,28 CB12_SOLLC Chlo ro p hyll a-b  b ind ing  p ro te in 7, chlo ro p lastic (LHCI typ e  II CAB-7) CAB7

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Mag ne sium;

Me mb rane ; Me tal-b ind ing ; Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I;

Pho to syste m II; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ;

Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR22755_c0 _g 1_i2_le n=110 7 VIT1_ARATH
Q:18 6 -8 8 7,H:16 -

249
8 2.48 %ID E:3e -10 7 Vacuo lar iro n transp o rte r 1 PF0 19 8 8 .16 ^VIT1^VIT family^24-234^E:6 .7e -72 0 ,58 1 0 ,40 3 0 ,0 0 1 -1,9 24 0 ,16 6 -0 ,8 0 9 0 ,38 -0 ,56 0 ,231 0 ,527 VIT1_ARATH Vacuo lar iro n transp o rte r 1 (AtVIT1) VIT1 At2g 0 1770  T8 O11.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Io n transp o rt; Iro n; Iro n transp o rt; Me mb rane ; Re fe re nce

p ro te o me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt; Vacuo le

SRR122238 _TR2319 0 _c0 _g 1_i2_le n=1752 Y2232_ARATH
Q:36 9 -

8 21,H:48 0 -6 0 0
38 .31%ID E:3e -43 Pro b ab le  re ce p to r-l ike  p ro te in kinase  At2g 2320 0 PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^2-156 ^E:9 .7e -19 `PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^2-9 8 ^E:3.5e -17 0 ,16 -1,172 0 -3,147 1 -1,5 1 -0 ,378 0 ,0 0 6 -1,427 Y2232_ARATH Pro b ab le  re ce p to r-l ike  p ro te in kinase  At2g 2320 0  (EC 2.7.11.-) At2g 2320 0  T20 D16 .17

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Kinase ; Me mb rane ; Nucle o tid e -

b ind ing ; Re fe re nce  p ro te o me ; Se rine /thre o nine -p ro te in kinase ; Sig nal; Transfe rase ;

Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR238 38 _c0 _g 1_i1_le n=6 58 NA NA NA NA NA . 0 ,56 8 -0 ,212 0 -2,6 24 0 ,454 0 ,322 0 ,0 75 -0 ,8 0 3 0 ,559 0 ,16 3 . . . . . .

SRR122238 _TR24757_c0 _g 1_i1_le n=1343 STR11_ARATH
Q:243-1112,H:1-

29 2
6 4.16 %ID E:2e -123

Rho d ane se -like  d o main-co ntaining  p ro te in 11,

chlo ro p lastic
PF0 0 58 1.17^Rho d ane se ^Rho d ane se -like  d o main^10 2-213^E:1.3e -0 7 0 ,0 0 4 -3,131 0 -3,473 1 0 1 0 1 0 STR11_ARATH Rho d ane se -like  d o main-co ntaining  p ro te in 11, chlo ro p lastic (Sulfurtransfe rase  11) (AtStr11) STR11 At4g 24750  F22K18 .50

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR122238 _TR25448 _c0 _g 2_i1_le n=8 6 7 LOG3_ARATH
Q:142-747,H:13-

214
8 1.6 8 %ID E:1e -120

Cyto kinin rib o sid e  5' -mo no p ho sp hate

p ho sp ho rib o hyd ro lase  LOG3
PF0 36 41.11^Lysine _d e carb o x^Po ssib le  lysine  d e carb o xylase ^6 3-19 2^E:1.2e -43 0 ,8 0 3 -0 ,2 0 -2,0 9 9 0 ,0 53 -0 ,8 9 8 0 ,0 71 -0 ,8 6 4 0 ,0 33 -0 ,9 6 6 LOG3_ARATH

Cyto kinin rib o sid e  5' -mo no p ho sp hate  p ho sp ho rib o hyd ro lase  LOG3 (EC 3.2.2.n1) (Pro te in LONELY

GUY 3)
LOG3 At2g 37210  T2N18 .3

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto kinin b io synthe sis;

Cyto p lasm; Hyd ro lase ; Nucle us; Re fe re nce  p ro te o me

SRR122238 _TR30 157_c0 _g 1_i16 _le n=10 35 PQL2_ARATH
Q:9 42-277,H:1-

220
54.9 1%ID E:1e -78 . PF0 5757.8 ^Psb Q^Oxyg e n e vo lving  e nhance r p ro te in 3 (Psb Q)^42-222^E:4.2e -53 0 ,6 9 0 ,111 0 -1,158 0 ,58 4 0 ,143 0 ,0 9 4 0 ,425 0 ,8 72 0 ,0 5 PNSL3_ARATH Pho to synthe tic NDH sub unit o f lume nal lo catio n 3, chlo ro p lastic (Psb Q-like  p ro te in 2)

PNSL3 PQL1 PQL2 At3g 0 1440

T13O15.8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Me mb rane ; Plastid ;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transp o rt

SRR122238 _TR33734_c0 _g 1_i2_le n=6 9 0 NA NA NA NA NA . 1 0 0 -6 ,8 25 1 0 1 0 0 ,0 25 -1,50 5 . . . . . .

SRR122238 _TR36 8 9 2_c0 _g 2_i1_le n=2179 NOTUM_MOUSE
Q:39 8 -

1141,H:10 6 -36 8
30 .9 7%ID E:2e -23

Palmito le o yl-p ro te in carb o xyle ste rase  NOTUM

{ECO:0 0 0 0 250 |UniPro tKB:Q6 P9 8 8 }
PF0 328 3.10 ^PAE^Pe ctinace tyle ste rase ^54-40 2^E:1e -16 3 0 ,19 5 -0 ,8 57 0 -8 ,359 0 ,0 6 6 -3,514 0 ,0 6 6 -5,38 3 0 ,0 0 7 -1,48 3 NOTUM_MOUSE Palmito le o yl-p ro te in carb o xyle ste rase  NOTUM (EC 3.1.1.-) No tum Mus musculus (Mo use )

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Hyd ro lase ; Pho sp ho p ro te in;

Re fe re nce  p ro te o me ; Se cre te d ; Se rine  e ste rase ; Sig nal; Wnt s ig naling  p athway

SRR122238 _TR376 28 _c0 _g 1_i2_le n=16 0 0 PPL2_ARATH
Q:8 70 -40 0 ,H:8 2-

238
70 .0 6 %ID E:4e -73 . PF0 178 9 .13^Psb P^Psb P^6 4-224^E:9 .7e -46 0 ,36 2 -0 ,29 5 0 -1,538 0 ,30 6 -0 ,419 0 ,9 31 -0 ,0 44 0 ,6 5 -0 ,16 6 PNSL1_ARATH Pho to synthe tic NDH sub unit o f lume nal lo catio n 1, chlo ro p lastic (Psb P-like  p ro te in 2) PNSL1 PPL2 At2g 39 470  F12L6 .13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Plastid ;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transp o rt

SRR122238 _TR38 220 _c0 _g 2_i1_le n=3531 Y38 0 4_ARATH
Q:3234-

29 8 ,H:28 -10 12
6 3.7%ID E:0

Pro b ab ly inactive  le ucine -rich re p e at re ce p to r-l ike  p ro te in

kinase  At3g 28 0 40

PF0 8 26 3.9 ^LRRNT_2^Le ucine  rich re p e at N-te rminal d o main^35-74^E:5.7e -0 9 `PF138 55.3^LRR_8 ^Le ucine  rich re p e at^127-

18 6 ^E:3.1e -0 9 `PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^128 -148 ^E:0 .42`PF1330 6 .3^LRR_5^Le ucine  rich re p e ats (6

co p ie s)^143-20 9 ^E:0 .12`PF138 55.3^LRR_8 ^Le ucine  rich re p e at^19 9 -26 0 ^E:2.1e -0 6 `PF13516 .3^LRR_6 ^Le ucine  Rich

re p e at^224-239 ^E:0 .5`PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^225-241^E:0 .44`PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^271-

28 7^E:1`PF138 55.3^LRR_8 ^Le ucine  rich re p e at^272-332^E:8 .1e -0 8 `PF138 55.3^LRR_8 ^Le ucine  rich re p e at^341-379 ^E:2.3e -

0 7`PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^345-36 7^E:0 .0 6 7`PF138 55.3^LRR_8 ^Le ucine  rich re p e at^39 3-451^E:5.7e -

0 7`PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^441-454^E:1.5`PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^726 -9 9 4^E:2.9 e -

43`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^726 -9 9 6 ^E:5.7e -38

0 ,18 -0 ,39 2 0 -2,511 0 ,0 6 8 -0 ,9 0 2 0 ,0 23 -1,0 9 2 0 ,423 0 ,26 6 Y38 0 4_ARATH Pro b ab ly inactive  le ucine -rich re p e at re ce p to r-l ike  p ro te in kinase  At3g 28 0 40 At3g 28 0 40  MMG15.21
Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Le ucine -rich re p e at; Me mb rane ;

Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re ce p to r; Re fe re nce  p ro te o me ; Re p e at;

Sig nal; Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR38 6 55_c0 _g 1_i21_le n=1532 P2C34_ARATH
Q:140 3-342,H:1-

350
70 .42%ID E:0 Pro b ab le  p ro te in p ho sp hatase  2C 34 PF0 0 48 1.18 ^PP2C^Pro te in p ho sp hatase  2C^76 -330 ^E:2.4e -41 1 3,257 0 -5,359 1 0 1 0 0 ,6 73 0 ,231 P2C34_ARATH Pro b ab le  p ro te in p ho sp hatase  2C 34 (AtPP2C34) (EC 3.1.3.16 ) At3g 0 56 40  F18 C1.9

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Hyd ro lase ; Mag ne sium; Mang ane se ; Me tal-b ind ing ; Pro te in

p ho sp hatase ; Re fe re nce  p ro te o me

SRR122238 _TR40 19 6 _c0 _g 1_i1_le n=118 1 NA NA NA NA NA . 0 ,0 48 -0 ,8 9 8 0 -2,152 0 ,0 35 -1,455 0 ,0 0 4 -2,0 57 0 ,0 32 -0 ,8 6 7 . . . . . .

SRR122238 _TR410 6 7_c0 _g 1_i7_le n=8 28 BLC_CITFR
Q:9 2-547,H:26 -

16 9
38 .71%ID E:5e -22 Oute r me mb rane  lip o p ro te in Blc

PF0 8 212.9 ^Lip o calin_2^Lip o calin-like  d o main^39 -18 7^E:1.2e -52`PF0 0 0 6 1.20 ^Lip o calin^Lip o calin / cyto so lic fatty-acid  b ind ing

p ro te in family^45-18 7^E:2.2e -0 5
0 ,524 0 ,16 2 0 ,0 0 1 -0 ,9 42 0 ,0 0 6 0 ,6 8 1 0 ,0 23 0 ,56 6 0 ,154 0 ,34 BLC_CITFR Oute r me mb rane  lip o p ro te in Blc Citro b acte r fre und ii Ce ll o ute r me mb rane ; Lip id -b ind ing ; Lip o p ro te in; Me mb rane ; Palmitate ; Sig nal

SRR122238 _TR4356 5_c0 _g 1_i1_le n=10 6 7 RK21_SPIOL
Q:441-

79 4,H:118 -235
8 5.59 %ID E:7e -48 50 S rib o so mal p ro te in L21, chlo ro p lastic PF0 0 8 29 .18 ^Rib o so mal_L21p ^Rib o so mal p ro karyo tic L21 p ro te in^9 8 -19 8 ^E:2e -31 0 ,0 43 -0 ,49 4 0 -1,6 26 0 ,0 14 -0 ,6 3 0 ,0 16 -0 ,6 18 0 ,0 16 -0 ,56 3 RK21_SPIOL 50 S rib o so mal p ro te in L21, chlo ro p lastic (CL21) (CS-L7) RPL21 Sp inacia o le race a (Sp inach)

3D-structure ; Chlo ro p last; Dire ct p ro te in se q ue ncing ; Plastid ; RNA-b ind ing ;

Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e ; rRNA-b ind ing

SRR122238 _TR438 50 _c0 _g 1_i1_le n=733 NA NA NA NA NA . 0 ,79 3 0 ,118 0 -1,9 0 4 0 ,0 23 -0 ,8 8 9 0 ,0 0 2 -1,239 0 ,40 2 1,128 . . . . . .

SRR122238 _TR439 78 _c0 _g 4_i1_le n=16 0 1 ATPG_TOBAC
Q:1453-320 ,H:1-

376
8 5.45%ID E:0 ATP synthase  g amma chain, chlo ro p lastic PF0 0 231.16 ^ATP-synt^ATP synthase ^59 -378 ^E:1.4e -8 6 0 ,716 -0 ,0 9 0 -0 ,8 73 0 ,0 13 -0 ,538 0 ,18 9 -0 ,28 6 0 ,8 3 0 ,124 ATPG_TOBAC ATP synthase  g amma chain, chlo ro p lastic (F-ATPase  g amma sub unit) ATPC

Nico tiana tab acum (Co mmo n

to b acco )

ATP synthe sis; CF(1); Chlo ro p last; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ;

Hyd ro g e n io n transp o rt; Io n transp o rt; Me mb rane ; Plastid ; Thylako id ; Transit

p e p tid e ; Transp o rt

SRR122238 _TR44116 _c0 _g 1_i1_le n=6 53 MIFH_BRUMA
Q:58 2-238 ,H:1-

114
46 .0 9 %ID E:3e -25 Macro p hag e  mig ratio n inhib ito ry facto r ho mo lo g PF0 118 7.15^MIF^Macro p hag e  mig ratio n inhib ito ry facto r (MIF)^25-138 ^E:3.1e -25 0 ,8 4 -0 ,0 74 0 -1,331 0 1,311 0 1,48 4 0 ,517 -0 ,78 3 MIFH_BRUMA

Macro p hag e  mig ratio n inhib ito ry facto r ho mo lo g  (Bm-MIF-1) (BmMIF) (MIF) (EC 5.3.2.1) (L-

d o p achro me  iso me rase ) (L-d o p achro me  tauto me rase ) (EC 5.3.3.12) (Phe nylp yruvate  tauto me rase )
Bm1_28 435 BMBAC0 1P19 .1

Brug ia malayi (Filarial ne mato d e

wo rm)
3D-structure ; Co mp le te  p ro te o me ; Cyto kine ; Iso me rase ; Se cre te d

SRR122238 _TR45476 _c0 _g 1_i4_le n=16 33 NA NA NA NA NA PF0 720 7.8 ^Lir1^Lig ht re g ulate d  p ro te in Lir1^27-16 2^E:1.6 e -41 0 ,117 0 ,352 0 -1,119 0 3,28 6 0 2,535 0 ,70 2 0 ,114 . . . . . .

SRR122238 _TR458 25_c0 _g 1_i8 _le n=1131 BBD1_ARATH
Q:10 45-

26 0 ,H:59 -320
77.1%ID E:2e -139 Bifunctio nal nucle ase  1 PF0 2577.11^DNase -RNase ^Bifunctio nal nucle ase ^10 2-216 ^E:3.8 e -22 0 ,18 3 0 ,6 6 8 0 -7,16 6 1 0 1 0 1 -1,474 BBD1_ARATH Bifunctio nal nucle ase  1 (AtBBD1) (EC 3.1.-.-) BBD1 At1g 7538 0  F1B16 .9  F1B16 _15

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Hyd ro lase ; Nucle ase ; Nucle us; Re fe re nce  p ro te o me

SRR122238 _TR459 59 _c0 _g 1_i1_le n=774 NA NA NA NA NA PF0 4520 .10 ^Se ne sce nce _re g ^Se ne sce nce  re g ulato r^6 6 -210 ^E:2.8 e -40 0 ,0 1 -1,8 71 0 ,0 0 1 -6 ,58 0 ,8 11 -0 ,329 0 ,0 73 -2,143 0 ,729 0 ,20 2 . . . . . .

SRR122238 _TR46 313_c0 _g 1_i1_le n=10 31 NA NA NA NA NA PF0 0 30 1.17^Rub re d o xin^Rub re d o xin^10 9 -154^E:4e -17 0 ,58 9 -0 ,159 0 -1,414 0 ,0 6 -0 ,49 7 0 ,46 3 -0 ,19 7 0 ,138 -0 ,49 9 . . . . . .

SRR122238 _TR46 40 3_c0 _g 2_i18 _le n=1456 NA NA NA NA NA PF129 0 6 .4^RINGv^RING-variant d o main^10 2-147^E:1.1e -10 0 ,9 0 2 -0 ,134 0 -1,8 39 1 -0 ,0 44 1 0 ,557 0 ,19 5 -0 ,554 . . . . . .

SRR122238 _TR48 6 35_c0 _g 2_i1_le n=710 RR17_ARATH
Q:115-537,H:10 -

147
6 7.38 %ID E:1e -38 30 S rib o so mal p ro te in S17, chlo ro p lastic PF0 0 36 6 .17^Rib o so mal_S17^Rib o so mal p ro te in S17^8 7-151^E:1e -24 0 ,0 39 -0 ,459 0 -1,28 6 0 ,0 0 7 -0 ,6 27 0 ,19 1 -0 ,3 0 ,0 35 -0 ,46 3 RR17_ARATH 30 S rib o so mal p ro te in S17, chlo ro p lastic (CS17) RPS17 At1g 79 8 50  F19 K16 .19

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; RNA-b ind ing ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e ; rRNA-b ind ing

SRR122238 _TR48 6 9 6 _c0 _g 2_i1_le n=379 8 NA NA NA NA NA . 0 ,16 2 -0 ,441 0 -1,8 6 7 0 ,70 7 0 ,356 0 ,58 1 0 ,49 3 0 ,772 0 ,117 . . . . . .

SRR122238 _TR50 728 _c1_g 1_i1_le n=8 6 6 NA NA NA NA NA PF0 0 111.24^Fe r2^2Fe -2S iro n-sulfur c luste r b ind ing  d o main^143-19 1^E:1.3e -0 9 0 ,22 -0 ,40 1 0 -1,735 0 ,0 0 2 -1,223 0 ,0 13 -0 ,9 3 0 2,39 9 . . . . . .

SRR122238 _TR528 26 _c0 _g 1_i4_le n=747 STEP1_ARATH
Q:6 28 -215,H:1-

141
56 .0 3%ID E:4e -24 Stre ss e nhance d  p ro te in 1, chlo ro p lastic . 0 ,352 -0 ,3 0 -1,132 0 ,232 -0 ,30 7 0 ,58 6 -0 ,143 0 ,79 8 -0 ,27 STEP1_ARATH Stre ss e nhance d  p ro te in 1, chlo ro p lastic SEP1 At4g 3419 0  F28 A23.50

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Pho to synthe sis; Pho to syste m II;

Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix

SRR122238 _TR5330 8 _c1_g 2_i1_le n=9 73 21KD_DAUCA
Q:159 -6 14,H:28 -

18 7
45.6 2%ID E:5e -42 21 kDa p ro te in PF0 40 43.12^PMEI^Plant inve rtase /p e ctin me thyle ste rase  inhib ito r^52-19 9 ^E:5.5e -37 0 ,0 9 9 -0 ,79 4 0 -4,39 2 0 ,254 -2,9 53 0 ,254 -4,51 0 ,70 1 -0 ,134 21KD_DAUCA 21 kDa p ro te in (1.2 p ro te in) Daucus caro ta (Wild  carro t) Sig nal

SRR122238 _TR550 57_c0 _g 1_i2_le n=10 30 PEXLP_TOBAC
Q:420 -

79 7,H:29 1-423
46 .6 7%ID E:1e -21 Pisti l-sp e cific  e xte nsin-like  p ro te in PF0 119 0 .14^Po lle n_Ole _e _I^Po lle n p ro te ins O le  e  I l ike ^140 -229 ^E:7.4e -25 0 ,245 -0 ,36 8 0 -2,711 0 ,5 0 ,6 55 0 ,18 9 -1,543 0 ,127 -0 ,421 PEXLP_TOBAC Pistil-sp e cific  e xte nsin-like  p ro te in (PELP)

Nico tiana tab acum (Co mmo n

to b acco )
Glyco p ro te in; Re p e at; Sig nal

SRR122238 _TR56 145_c0 _g 2_i1_le n=725 ML423_ARATH
Q:8 3-538 ,H:5-

152
38 .16 %ID E:2e -31 MLP-like  p ro te in 423 PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^28 -178 ^E:2.5e -24 0 ,70 4 -0 ,0 9 4 0 -3,213 0 ,0 11 -0 ,9 8 8 0 ,0 0 2 -1,19 9 0 ,0 0 7 0 ,6 12 ML423_ARATH MLP-like  p ro te in 423

MLP423 At1g 240 20  T23E23.17

T23E23_22

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR122238 _TR57433_c0 _g 1_i2_le n=1331 RK10 _TOBAC
Q:120 8 -510 ,H:1-

223
75.54%ID E:3e -115 50 S rib o so mal p ro te in L10 , chlo ro p lastic PF0 0 46 6 .17^Rib o so mal_L10 ^Rib o so mal p ro te in L10 ^6 1-157^E:1.4e -22 0 ,19 3 -0 ,352 0 -1,126 0 ,76 7 -0 ,113 0 ,35 -0 ,30 8 0 ,0 75 -0 ,753 RK10 _TOBAC 50 S rib o so mal p ro te in L10 , chlo ro p lastic (CL10 ) RPL10

Nico tiana tab acum (Co mmo n

to b acco )

Chlo ro p last; Plastid ; RNA-b ind ing ; Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit

p e p tid e ; rRNA-b ind ing

SRR122238 _TR58 346 _c1_g 1_i4_le n=1251 RSC5_DICDI
Q:140 -8 20 ,H:53-

28 6
28 .39 %ID E:5e -27 Rand o m slug  p ro te in 5

PF0 376 5.12^CRAL_TRIO_N^CRAL/TRIO, N-te rminal d o main^39 -6 3^E:7.3e -0 7`PF0 0 6 50 .17^CRAL_TRIO^CRAL/TRIO d o main^9 6 -

237^E:2.5e -35`PF13716 .3^CRAL_TRIO_2^Dive rg e nt CRAL/TRIO d o main^10 1-245^E:1e -0 5
0 ,247 -0 ,32 0 -1,70 8 0 ,0 14 -0 ,8 21 0 ,0 0 1 -1,148 0 ,0 79 0 ,511 RSC5_DICDI Rand o m slug  p ro te in 5 (CRAL-TRIO d o main-co ntaining  p ro te in 5) rsc5 DDB_G0 26 9 18 2

Dictyo ste lium d isco id e um (Slime

mo ld )
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR122238 _TR58 8 26 _c0 _g 1_i1_le n=1250 BASS3_ARATH
Q:118 8 -

439 ,H:16 7-416
8 2.8 %ID E:1e -127

Pro b ab le  so d ium/me tab o lite  co transp o rte r BASS3,

chlo ro p lastic

PF0 1758 .13^SBF^So d ium Bile  acid  symp o rte r family^13-16 7^E:4.8 e -25`PF1359 3.3^SBF_like ^SBF-like  CPA transp o rte r family

(DUF4137)^21-228 ^E:2.4e -0 6
0 ,19 6 0 ,756 0 -1,78 2 0 ,76 0 ,46 3 1 0 ,0 9 1 -0 ,36 9 BASS3_ARATH

Pro b ab le  so d ium/me tab o lite  co transp o rte r BASS3, chlo ro p lastic (Bile  acid  transp o rte r 3) (Bile  acid -

so d ium symp o rte r family p ro te in 3)
BASS3 BAT3 At3g 25410  MWL2.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Plastid ; Re fe re nce  p ro te o me ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR122238 _TR59 0 59 _c1_g 3_i2_le n=1110 RK6 _ARATH
Q:8 45-240 ,H:12-

214
75.8 6 %ID E:1e -10 8 50 S rib o so mal p ro te in L6 , chlo ro p lastic

PF0 0 347.20 ^Rib o so mal_L6 ^Rib o so mal p ro te in L6 ^57-129 ^E:1.4e -12`PF0 0 347.20 ^Rib o so mal_L6 ^Rib o so mal p ro te in L6 ^137-

211^E:5.8 e -20
0 ,0 9 4 -0 ,41 0 -1,24 0 ,0 19 -0 ,6 1 0 ,0 53 -0 ,49 8 0 ,8 0 8 -0 ,0 79 RK6 _ARATH 50 S rib o so mal p ro te in L6 , chlo ro p lastic (Pro te in EMBRYO DEFECTIVE 239 4)

RPL6  EMB239 4 At1g 0 519 0

YUP8 H12.20

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; RNA-b ind ing ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e ; rRNA-b ind ing

SRR122238 _TR59 18 0 _c0 _g 1_i2_le n=8 8 1 ENL3_ARATH
Q:6 8 8 -36 5,H:23-

130
6 1.11%ID E:8 e -43 Early no d ulin-like  p ro te in 3 PF0 229 8 .14^Cu_b ind _like ^Plasto cyanin-like  d o main^42-127^E:3.5e -26 0 ,431 0 ,40 7 0 -7,0 36 0 ,0 17 -5,8 18 0 ,0 76 -2,55 0 ,151 -0 ,71 ENL3_ARATH Early no d ulin-like  p ro te in 3 (Phyto cyanin-like  p ro te in) At5g 250 9 0  T11H3_10 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; GPI-ancho r; G lyco p ro te in; Lip o p ro te in;

Me mb rane ; Re fe re nce  p ro te o me ; Sig nal

SRR122238 _TR59 78 5_c0 _g 1_i3_le n=110 8 PQL1_ARATH
Q:76 9 -38 9 ,H:6 3-

18 9
6 4.57%ID E:3e -54 . PF0 5757.8 ^Psb Q^Oxyg e n e vo lving  e nhance r p ro te in 3 (Psb Q)^115-237^E:1.3e -26 0 ,40 6 -0 ,258 0 -1,423 0 ,11 -0 ,421 0 ,48 1 -0 ,18 9 0 ,50 2 0 ,28 4 PNSL2_ARATH Pho to synthe tic NDH sub unit o f lume nal lo catio n 2, chlo ro p lastic (Psb Q-like  p ro te in 1)

PNSL2 PQL1 PQL2 At1g 14150

F7A19 .23

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co ile d  co il; Co mp le te  p ro te o me ; Dire ct p ro te in

se q ue ncing ; Me mb rane ; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ;

Transp o rt

SRR122238 _TR59 9 30 _c0 _g 1_i11_le n=1329 ECH2_ARATH
Q:1178 -255,H:1-

30 9
6 5.0 5%ID E:8 e -145 Eno yl-Co A hyd ratase  2, p e ro xiso mal PF0 1575.16 ^Mao C_d e hyd ratas^Mao C like  d o main^19 1-29 2^E:3.6 e -23 0 ,0 25 3,324 0 -7,113 1 0 ,272 1 -0 ,151 0 ,158 -1,48 4 ECH2_ARATH Eno yl-Co A hyd ratase  2, p e ro xiso mal (EC 4.2.1.119 ) ECH2 At1g 76 150  T23E18 .38  T23E18 .9

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Lip id  me tab o lism; fatty acid  b e ta-o xid atio n.

Co mp le te  p ro te o me ; Fatty acid  me tab o lism; Lip id  me tab o lism; Lyase ;

Oxid o re d uctase ; Pe ro xiso me ; Re fe re nce  p ro te o me

SRR122238 _TR6 28 53_c0 _g 1_i4_le n=56 2 NA NA NA NA NA . 0 ,10 8 -0 ,418 0 -2,6 9 9 0 ,36 3 0 ,437 0 ,9 1 -0 ,0 6 3 0 ,8 1 0 ,0 9 8 . . . . . .

SRR122238 _TR6 29 34_c0 _g 1_i1_le n=9 20 RPD6 A_ARATH
Q:6 50 -414,H:6 1-

139
9 4.9 4%ID E:1e -45 DNA-d ire cte d  RNA p o lyme rase s II, IV and  V sub unit 6 A . 0 ,6 9 1 0 ,236 0 ,0 0 1 -6 ,58 1 0 ,226 -2,8 36 0 ,0 6 6 -5,276 0 ,8 22 0 ,219 RPD6 A_ARATH DNA-d ire cte d  RNA p o lyme rase s II, IV and  V sub unit 6 A (RNA p o lyme rase  Rp b 6 )

NRPB6 A NRPD6 A NRPE6 A At5g 519 40

MSG15.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-d ire cte d  RNA p o lyme rase ; Nucle us; Re fe re nce

p ro te o me ; Transcrip tio n



SRR122238 _TR6 36 9 2_c1_g 1_i4_le n=118 1 TLPH_ARATH
Q:28 3-9 57,H:17-

241
77.33%ID E:2e -124 Thaumatin-like  p ro te in PF0 0 314.14^Thaumatin^Thaumatin family^35-247^E:7.3e -8 3 0 ,139 -0 ,59 8 0 -4,6 12 0 ,0 44 -1,9 9 2 0 ,319 -0 ,9 59 0 ,275 -0 ,26 9 TLPH_ARATH Thaumatin-like  p ro te in At1g 18 250  T10 O22.21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Re fe re nce  p ro te o me ;

Sig nal

SRR122238 _TR6 46 53_c0 _g 1_i1_le n=6 57 NUD26 _ARATH
Q:71-48 7,H:78 -

216
71.22%ID E:6 e -59 Nud ix hyd ro lase  26 , chlo ro p lastic PF0 0 29 3.25^NUDIX^NUDIX d o main^1-115^E:3.2e -19 0 ,44 0 ,9 33 0 -7,541 1 0 ,344 0 ,0 17 -5,739 0 ,19 3 -0 ,739 NUD26 _ARATH

Nud ix hyd ro lase  26 , chlo ro p lastic (AtNUDT26 ) (EC 3.6 .1.-) (Bis(5' -nucle o syl)-te trap ho sp hatase

(asymme trical))

NUDT26  NUDX26  At3g 10 6 20

F13M14.9  F18 K10 .24

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Hyd ro lase ; Mag ne sium; Mang ane se ; Me tal-

b ind ing ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR122238 _TR6 49 6 3_c0 _g 1_i1_le n=10 6 1 NA NA NA NA NA . 1 -0 ,1 0 ,0 0 1 -2,312 0 ,258 -1,0 8 6 0 ,258 -0 ,9 6 5 0 ,729 0 ,155 . . . . . .

SRR122238 _TR6 7122_c0 _g 1_i2_le n=10 57 NA NA NA NA NA PF0 3745.11^DUF30 9 ^Do main o f unkno wn functio n (DUF30 9 )^8 4-140 ^E:3.1e -20 1 -0 ,0 44 0 -1,346 0 ,0 14 -1,427 0 ,121 -0 ,8 27 0 ,6 9 2 1,454 . . . . . .

SRR122238 _TR70 112_c0 _g 3_i3_le n=1778 PIN1C_ORYSJ
Q:9 9 7-

70 7,H:49 2-58 8
9 1.75%ID E:3e -47 Pro b ab le  auxin e fflux carrie r co mp o ne nt 1c . 0 ,40 7 0 ,6 17 0 -2,6 8 3 0 ,316 -0 ,727 0 ,0 21 -1,6 47 0 ,8 32 -0 ,4 PIN1C_ORYSJ Pro b ab le  auxin e fflux carrie r co mp o ne nt 1c (OsPIN1c)

PIN1C Os0 6 g 0 23230 0

LOC_Os0 6 g 126 10  P0 479 H10 .14
Oryza sativa sub sp . jap o nica (Rice )

Auxin s ig naling  p athway; Co mp le te  p ro te o me ; G lyco p ro te in; Me mb rane ; Re fe re nce

p ro te o me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR122238 _TR71350 _c2_g 1_i5_le n=545 FD6 E1_SOYBN
Q:11-30 4,H:28 8 -

38 7
8 5%ID E:2e -56

Ome g a-6  fatty acid  d e saturase , e nd o p lasmic re ticulum

iso zyme  1
PF0 0 48 7.21^FA_d e saturase ^Fatty acid  d e saturase ^13-6 5^E:6 .8 e -0 9 0 ,211 -0 ,74 0 -2,515 0 ,231 -0 ,58 5 0 ,6 8 4 -0 ,20 2 0 ,0 9 8 -0 ,479 FD6 E1_SOYBN Ome g a-6  fatty acid  d e saturase , e nd o p lasmic re ticulum iso zyme  1 (EC 1.14.19 .-) FAD2-1

Glycine  max (So yb e an) (G lycine

hisp id a)
PATHWAY: Lip id  me tab o lism; p o lyunsaturate d  fatty acid  b io synthe sis.

Co mp le te  p ro te o me ; End o p lasmic re ticulum; Fatty acid  b io synthe sis; Fatty acid

me tab o lism; Lip id  b io synthe sis; Lip id  me tab o lism; Me mb rane ; Oxid o re d uctase ;

Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR716 11_c0 _g 1_i1_le n=1244 NA NA NA NA NA . 0 ,29 8 0 ,6 8 6 0 -7,121 0 ,472 0 ,6 9 4 0 ,472 0 ,744 1 -0 ,0 0 4 . . . . . .

SRR122238 _TR739 48 _c0 _g 1_i10 _le n=240 9 RK13_ARATH
Q:223-8 46 ,H:30 -

241
77.36 %ID E:3e -110 50 S rib o so mal p ro te in L13, chlo ro p lastic PF0 0 572.15^Rib o so mal_L13^Rib o so mal p ro te in L13^10 3-225^E:2e -50 0 ,0 31 -0 ,555 0 -1,45 0 ,334 -0 ,28 1 0 ,40 9 -0 ,249 0 ,518 -0 ,159 RK13_ARATH 50 S rib o so mal p ro te in L13, chlo ro p lastic (CL13) (Pro te in EMBRYO DEFECTIVE 1473) RPL13 EMB1473 At1g 78 6 30  T30 F21.4

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in;

Rib o so mal p ro te in; Transit p e p tid e

SRR122238 _TR740 6 9 _c0 _g 1_i2_le n=8 44 NA NA NA NA NA PF0 549 8 .8 ^RALF^Rap id  ALkalinizatio n Facto r (RALF)^72-131^E:7.4e -0 9 0 ,78 8 -0 ,0 71 0 -1,422 0 ,0 0 9 0 ,6 8 5 0 ,0 43 0 ,543 0 ,43 0 ,59 9 . . . . . .

SRR122238 _TR7510 2_c0 _g 1_i12_le n=6 8 0 NA NA NA NA NA PF0 1230 .20 ^HIT^HIT d o main^16 -8 7^E:1.9 e -17 0 ,454 -0 ,325 0 -1,8 37 0 ,443 -0 ,273 0 ,0 7 -0 ,6 37 0 ,258 -0 ,8 19 . . . . . .

SRR122238 _TR76 0 38 _c1_g 2_i1_le n=757 NA NA NA NA NA . 0 ,124 -0 ,371 0 -1,26 8 0 ,19 5 -0 ,322 0 ,215 -0 ,311 0 ,18 -0 ,31 . . . . . .

SRR122238 _TR78 18 0 _c1_g 1_i5_le n=527 NA NA NA NA NA . 0 ,0 17 -0 ,56 6 0 -1,78 9 0 ,0 0 2 0 ,8 6 4 0 ,0 25 0 ,6 35 0 ,0 0 3 0 ,6 6 5 . . . . . .

SRR122238 _TR78 6 53_c0 _g 1_i8 _le n=10 6 8 ASPG2_ARATH
Q:10 18 -

18 8 ,H:19 3-470
32.39 %ID E:2e -22 Pro te in ASPARTIC PROTEASE IN GUARD CELL 2

PF14543.3^TAXi_N^Xylanase  inhib ito r N-te rminal^9 -10 5^E:5.8 e -18 `PF0 0 0 26 .20 ^Asp ^Eukaryo tic asp artyl p ro te ase ^13-

277^E:2.1e -11`PF14541.3^TAXi_C^Xylanase  inhib ito r C-te rminal^128 -274^E:1.5e -33
0 ,78 1 -0 ,136 0 -1,76 3 0 ,38 1 1,428 1 0 ,6 47 0 ,40 2 -1,0 9 7 ASPG2_ARATH Pro te in ASPARTIC PROTEASE IN GUARD CELL 2 (AtASPG2) (EC 3.4.23.-) ASPG2 At3g 20 0 15 MZE19 .7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Asp artyl p ro te ase ; Co mp le te  p ro te o me ; DNA-b ind ing ; Disulfid e  b o nd ; Hyd ro lase ;

Pro te ase ; Re fe re nce  p ro te o me ; Sig nal

SRR122238 _TR78 6 9 3_c0 _g 1_i2_le n=140 7 CH6 2_CUCMA
Q:10 19 -

372,H:350 -56 5
9 2.13%ID E:2e -131 Chap e ro nin CPN6 0 -2, mito cho nd rial PF0 0 118 .21^Cp n6 0 _TCP1^TCP-1/cp n6 0  chap e ro nin family^2-20 9 ^E:8 .4e -37 1 1,518 0 -2,8 44 1 0 1 0 0 ,0 1 -1,8 5 CH6 2_CUCMA Chap e ro nin CPN6 0 -2, mito cho nd rial (HSP6 0 -2) CPN6 0 -2

Cucurb ita maxima (Pump kin) (Winte r

sq uash)

ATP-b ind ing ; Chap e ro ne ; Dire ct p ro te in se q ue ncing ; Mito cho nd rio n; Nucle o tid e -

b ind ing ; Stre ss re sp o nse ; Transit p e p tid e

SRR122238 _TR79 570 _c0 _g 1_i1_le n=9 6 6 HBL2_SOLLC
Q:216 -6 41,H:1-

142
77.46 %ID E:3e -78 No n-symb io tic he mo g lo b in 2 PF0 0 0 42.19 ^Glo b in^Glo b in^8 -116 ^E:2.2e -19 0 ,175 -0 ,335 0 -1,531 0 ,0 0 6 -0 ,6 54 0 ,0 0 4 -0 ,6 8 9 0 ,10 2 0 ,434 HBL2_SOLLC No n-symb io tic he mo g lo b in 2 (Hb 2) (SOLly GLB2) HB2 GLB2

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)
Co mp le te  p ro te o me ; He me ; Iro n; Me tal-b ind ing ; Re fe re nce  p ro te o me

SRR122238 _TR79 722_c0 _g 1_i2_le n=436 Y1523_ARATH
Q:2-19 6 ,H:49 0 -

548
72.31%ID E:4e -23

C-typ e  le ctin re ce p to r-l ike  tyro sine -p ro te in kinase

At1g 52310
. 0 ,0 0 2 -1,46 6 0 -2,30 4 0 ,6 79 0 ,40 4 0 ,8 11 -0 ,242 0 ,211 -0 ,6 52 Y1523_ARATH C-typ e  le ctin re ce p to r-l ike  tyro sine -p ro te in kinase  At1g 52310  (EC 2.7.10 .1) At1g 52310  F19 K6 .8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in;

Kinase ; Le ctin; Me mb rane ; Nucle o tid e -b ind ing ; Re ce p to r; Re fe re nce  p ro te o me ;

Sig nal; Transfe rase ; Transme mb rane ; Transme mb rane  he lix; Tyro sine -p ro te in kinase

SRR122238 _TR8 2347_c1_g 1_i1_le n=78 7 NA NA NA NA NA . 0 ,56 0 ,19 4 0 -4,0 15 0 ,58 8 -0 ,213 0 ,231 0 ,425 0 ,9 1 0 ,0 42 . . . . . .

SRR122238 _TR8 359 2_c0 _g 2_i8 _le n=9 6 1 NA NA NA NA NA . 0 ,455 0 ,20 6 0 -0 ,9 22 0 ,8 49 0 ,0 47 0 ,343 0 ,221 0 ,22 -0 ,30 1 . . . . . .

SRR122238 _TR8 36 29 _c0 _g 5_i2_le n=731 PSAH1_ARATH
Q:6 10 -242,H:1-

123
8 1.3%ID E:6 e -51 Pho to syste m I re actio n ce nte r sub unit VI-1, chlo ro p lastic PF0 3244.11^PSI_PsaH^Pho to syste m I re actio n ce ntre  sub unit VI^7-145^E:1.9 e -71 0 ,174 -0 ,31 0 ,0 0 1 -0 ,8 15 0 ,0 0 1 -0 ,724 0 ,20 3 -0 ,277 0 ,132 0 ,6 8 8 PSAH1_ARATH Pho to syste m I re actio n ce nte r sub unit VI-1, chlo ro p lastic (PSI-H1) PSAH1 At3g 16 140  MSL1.18

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Pho to synthe sis; Pho to syste m I;

Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix

SRR122238 _TR8 48 0 6 _c0 _g 1_i2_le n=9 0 9 RR9 _SPIOL
Q:10 4-6 70 ,H:9 -

19 7
73.0 6 %ID E:2e -9 0 30 S rib o so mal p ro te in S9 , chlo ro p lastic PF0 0 38 0 .16 ^Rib o so mal_S9 ^Rib o so mal p ro te in S9 /S16 ^10 2-223^E:2e -41 0 ,0 6 6 -0 ,428 0 -1,12 0 ,0 24 -0 ,56 5 0 ,0 8 5 -0 ,425 0 ,0 5 -0 ,439 RR9 _SPIOL 30 S rib o so mal p ro te in S9 , chlo ro p lastic (Frag me nt) PRPS9 Sp inacia o le race a (Sp inach)

3D-structure ; Ace tylatio n; Chlo ro p last; Dire ct p ro te in se q ue ncing ; Plastid ; RNA-

b ind ing ; Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e ; rRNA-b ind ing

SRR122238 _TR8 6 78 8 _c0 _g 1_i2_le n=118 6 RK18 _ARATH
Q:10 6 5-

6 13,H:11-170
73.75%ID E:2e -74 50 S rib o so mal p ro te in L18 , chlo ro p lastic

PF0 29 0 0 .15^Lig B^Catalytic Lig B sub unit o f aro matic ring -o p e ning  d io xyg e nase ^59 -16 4^E:9 e -

0 5`PF0 0 8 6 1.19 ^Rib o so mal_L18 p ^Rib o so mal L18  o f archae a, b acte ria, mito ch. and  chlo ro p last^72-19 1^E:4.4e -47
0 ,0 57 -0 ,46 8 0 -1,46 4 0 ,0 46 -0 ,56 9 0 ,272 -0 ,312 0 ,18 0 ,8 32 RK18 _ARATH 50 S rib o so mal p ro te in L18 , chlo ro p lastic (CL18 ) RPL18  At1g 48 350  F11A17.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; RNA-b ind ing ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e ; rRNA-b ind ing

SRR122238 _TR8 6 8 0 2_c0 _g 1_i7_le n=10 51 STR9 _ARATH
Q:8 40 -26 5,H:39 -

230
76 .56 %ID E:2e -10 5 Rho d ane se -like  d o main-co ntaining  p ro te in 9 , chlo ro p lastic . 0 ,34 -0 ,222 0 ,0 0 1 -0 ,8 1 0 ,0 0 2 -0 ,6 9 9 0 ,0 0 1 -0 ,733 0 ,254 0 ,278 STR9 _ARATH Rho d ane se -like  d o main-co ntaining  p ro te in 9 , chlo ro p lastic (Sulfurtransfe rase  9 ) (AtStr9 ) STR9  At2g 42220  T24P15.13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Plastid ; Re fe re nce  p ro te o me ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR8 746 6 _c1_g 4_i15_le n=5277 PHOT2_ARATH
Q:4710 -

3247,H:6 4-533
70 .28 %ID E:0 Pho to tro p in-2

PF13426 .4^PAS_9 ^PAS d o main^176 -272^E:2.2e -19 `PF0 0 9 8 9 .22^PAS^PAS fo ld ^18 2-26 7^E:7.8 e -0 9 `PF0 8 447.9 ^PAS_3^PAS

fo ld ^18 3-26 6 ^E:4.3e -0 8 `PF13426 .4^PAS_9 ^PAS d o main^446 -538 ^E:1e -19 `PF0 0 9 8 9 .22^PAS^PAS fo ld ^449 -538 ^E:1.2e -

0 6 `PF0 8 447.9 ^PAS_3^PAS fo ld ^450 -535^E:1.1e -0 5

0 ,8 78 -0 ,16 2 0 ,0 0 1 -2,348 0 ,0 0 2 -1,0 71 0 ,0 0 2 -1,0 58 1 0 ,0 0 7 PHOT2_ARATH
Pho to tro p in-2 (EC 2.7.11.1) (De fe ctive  in chlo ro p last avo id ance  p ro te in 1) (No n-p ho to tro p ic hyp o co tyl

1-like  p ro te in 1) (AtKin7) (NPH1-like  p ro te in 1)

PHOT2 CAV1 KIN7 NPL1 At5g 58 140

K21L19 .6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; ATP-b ind ing ; Alte rnative  sp lic ing ; Ce ll me mb rane ; Chro mo p ho re ;

Co mp le te  p ro te o me ; FMN; Flavo p ro te in; Kinase ; Me mb rane ; Nucle o tid e -b ind ing ;

Pho sp ho p ro te in; Pho to re ce p to r p ro te in; Re ce p to r; Re fe re nce  p ro te o me ; Re p e at;

Se nso ry transd uctio n; Se rine /thre o nine -p ro te in kinase ; Transfe rase

SRR122238 _TR8 9 0 76 _c0 _g 1_i4_le n=16 28 IOJAC_ARATH
Q:8 48 -

546 ,H:138 -238
8 0 .2%ID E:5e -51 Pro te in Io jap , chlo ro p lastic . 0 ,129 -0 ,446 0 -1,19 1 0 ,237 0 ,8 11 0 ,459 0 ,8 16 -0 ,18 3 IOJAC_ARATH Pro te in Io jap , chlo ro p lastic IJ At3g 129 30  MGH6 .5

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR122238 _TR9 0 20 9 _c0 _g 3_i1_le n=550 PSBW_ARATH
Q:48 0 -

16 9 ,H:19 -119
6 2.8 6 %ID E:1e -22 Pho to syste m II re actio n ce nte r W p ro te in, chlo ro p lastic PF0 7123.9 ^Psb W^Pho to syste m II re actio n ce ntre  W p ro te in (Psb W)^7-141^E:4e -56 0 ,46 0 ,154 0 -1,116 0 ,0 24 -0 ,46 9 0 ,0 6 6 -0 ,379 0 ,9 31 -0 ,0 33 PSBW_ARATH Pho to syste m II re actio n ce nte r W p ro te in, chlo ro p lastic (PSII 6 .1 kDa p ro te in) PSBW At2g 30 570  T6 B20 .8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Pho to synthe sis; Pho to syste m II;

Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix

SRR12718 57_TR358 9 _c0 _g 2_i10 _le n=29 29 EGY2_ARATH
Q:18 23-

10 20 ,H:20 6 -473
79 .8 5%ID E:7e -123 Pro b ab le  z inc me tallo p ro te ase  EGY2, chlo ro p lastic . 0 ,8 11 -0 ,39 5 0 -2,8 39 1 2,217 1 1,8 16 1 -0 ,0 8 5 EGY2_ARATH

Pro b ab le  z inc me tallo p ro te ase  EGY2, chlo ro p lastic (EC 3.4.24.-) (Pro te in ETHYLENE-DEPENDENT

GRAVITROPISM-DEFICIENT AND YELLOW-GREEN 2)
EGY2 At5g 0 5740  MJJ3.15

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Hyd ro lase ; Me mb rane ;

Me tallo p ro te ase ; Plastid ; Pro te ase ; Re fe re nce  p ro te o me ; Transit p e p tid e ;

Transme mb rane ; Transme mb rane  he lix

SRR12718 57_TR36 22_c0 _g 1_i1_le n=138 5 NA NA NA NA NA . 0 ,0 6 4 -0 ,745 0 -2,529 0 ,226 -1,741 0 ,226 -1,9 9 9 0 ,39 2 0 ,36 3 . . . . . .

SRR12718 57_TR49 9 7_c0 _g 2_i1_le n=8 14 NA NA NA NA NA . 0 ,448 -0 ,28 8 0 -1,48 2 0 ,9 38 0 ,0 44 0 ,758 0 ,134 0 ,38 5 -0 ,28 5 . . . . . .

SRR12718 57_TR58 37_c0 _g 3_i6 _le n=70 9 NA NA NA NA NA PF0 3473.14^MOSC^MOSC d o main^6 0 -16 2^E:6 .6 e -18 0 ,357 -0 ,712 0 -2,221 1 0 ,54 0 ,6 29 1,0 43 1 -0 ,29 9 . . . . . .

SRR12718 57_TR719 2_c0 _g 1_i2_le n=8 59 GTL2_ARATH
Q:6 56 -

6 3,H:29 6 -475
39 .22%ID E:2e -22 Trihe lix transcrip tio n facto r GTL2 . 0 ,0 6 6 0 ,50 1 0 -1,312 0 ,534 0 ,46 6 1 -0 ,0 8 1 0 ,0 8 1 -0 ,457 GTL2_ARATH Trihe lix transcrip tio n facto r GTL2 (GT2-LIKE p ro te in 2) (AtGTL2) (Trihe lix DNA-b ind ing  p ro te in GTL2) At5g 28 30 0  T8 M17.70

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co ile d  co il; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Re p e at; Transcrip tio n; Transcrip tio n re g ulatio n

SRR12718 57_TR7523_c1_g 1_i1_le n=6 33 NA NA NA NA NA . 0 ,50 2 3,8 9 4 0 -7,49 2 1 2,6 9 8 1 0 1 -1,9 51 . . . . . .

SRR12718 57_TR9 20 4_c0 _g 1_i6 _le n=46 13 NA NA NA NA NA . 0 ,111 -0 ,8 3 0 -3,26 4 0 ,0 6 8 -1,30 2 0 ,0 1 -1,9 11 0 ,76 0 ,36 3 . . . . . .

SRR12718 57_TR1126 7_c0 _g 3_i1_le n=19 12 CHLM_ARATH
Q:16 59 -

8 23,H:44-311
75.6 3%ID E:7e -140

Mag ne sium p ro to p o rp hyrin IX me thyltransfe rase ,

chlo ro p lastic

PF1348 9 .3^Me thyltransf_23^Me thyltransfe rase  d o main^18 9 -343^E:3.9 e -0 8 `PF138 47.3^Me thyltransf_31^Me thyltransfe rase

d o main^18 9 -276 ^E:1.2e -0 6 `PF136 49 .3^Me thyltransf_25^Me thyltransfe rase  d o main^19 3-28 9 ^E:1.3e -

11`PF0 8 242.9 ^Me thyltransf_12^Me thyltransfe rase  d o main^19 5-28 8 ^E:1.3e -0 7`PF0 8 241.9 ^Me thyltransf_11^Me thyltransfe rase

d o main^19 5-275^E:5.6 e -0 6 `PF0 710 9 .8 ^Mg -p o r_mtran_C^Mag ne sium-p ro to p o rp hyrin IX me thyltransfe rase  C-te rminus^26 7-

36 2^E:5.7e -35

0 ,0 77 -0 ,525 0 -1,26 6 0 ,0 18 -0 ,8 46 0 ,0 6 4 -0 ,6 54 0 ,26 1 0 ,30 9 CHLM_ARATH Mag ne sium p ro to p o rp hyrin IX me thyltransfe rase , chlo ro p lastic (EC 2.1.1.11) CHLM At4g 250 8 0  F13M23.220
Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Po rp hyrin-co ntaining  co mp o und  me tab o lism; chlo ro p hyll

b io synthe sis.

Alte rnative  sp lic ing ; Chlo ro p hyll b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ;

Me mb rane ; Me thyltransfe rase ; Plastid ; Re fe re nce  p ro te o me ; S-ad e no syl-L-

me thio nine ; Thylako id ; Transfe rase ; Transit p e p tid e

SRR12718 57_TR1429 5_c0 _g 1_i3_le n=20 0 9 RK4_TOBAC
Q:713-

1411,H:25-253
79 .8 3%ID E:3e -124 50 S rib o so mal p ro te in L4, chlo ro p lastic PF0 0 573.19 ^Rib o so mal_L4^Rib o so mal p ro te in L4/L1 family^8 0 -26 0 ^E:4.1e -52 0 ,0 46 -0 ,49 9 0 -1,315 0 ,0 0 8 -0 ,756 0 ,0 52 -0 ,536 0 ,0 46 -0 ,48 8 RK4_TOBAC 50 S rib o so mal p ro te in L4, chlo ro p lastic (CL4) (R-p ro te in L4) RPL4

Nico tiana tab acum (Co mmo n

to b acco )

Chlo ro p last; Plastid ; RNA-b ind ing ; Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit

p e p tid e ; rRNA-b ind ing

SRR12718 57_TR1538 7_c0 _g 3_i1_le n=2124 PHYLO_ARATH
Q:16 12-

30 5,H:1277-1712
50 .57%ID E:1e -138 Pro te in PHYLLO, chlo ro p lastic

PF0 2230 .13^Ab hyd ro lase _2^Pho sp ho lip ase /Carb o xyle ste rase ^123-238 ^E:3.1e -0 7`PF12146 .5^Hyd ro lase _4^Se rine

amino p e p tid ase , S33^130 -379 ^E:1.8 e -12`PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase  fo ld ^131-247^E:2.5e -

18 `PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^133-38 5^E:5.1e -22`PF0 30 9 6 .11^Nd r^Nd r family^150 -39 2^E:2.6 e -

0 8 `PF0 78 59 .10 ^Ab hyd ro lase _3^alp ha/b e ta hyd ro lase  fo ld ^18 2-30 5^E:3.2e -0 5`PF0 8 8 40 .8 ^BAAT_C^BAAT / Acyl-Co A thio e ste r

hyd ro lase  C te rminal^20 0 -376 ^E:4.3e -0 5

0 ,439 -0 ,349 0 -1,8 4 0 ,452 -0 ,519 0 ,719 -0 ,374 0 ,46 1 -0 ,8 8 PHYLO_ARATH

Pro te in PHYLLO, chlo ro p lastic [Includ e s: Inactive  iso cho rismate  synthase  (MENF); 2-succinyl-5-

e no lp yruvyl-6 -hyd ro xy-3-cyclo he xe ne -1-carb o xylate  synthase  (EC 2.2.1.9 ) (MEND); o -succinylb e nzo ate

synthase  (EC 4.2.1.113) (MENC); 2-succinyl-6 -hyd ro xy-2,4-cyclo he xad ie ne -1-carb o xylate  synthase  (EC

4.2.9 9 .20 ) (MENH)]

PHYLLO At1g 6 8 8 9 0 /At1g 6 8 9 0 0

T6 L1.7/T6 L1.8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Lyase ; Mag ne sium;

Mang ane se ; Me mb rane ; Me tal-b ind ing ; Multifunctio nal e nzyme ; Plastid ; Re fe re nce

p ro te o me ; Thiamine  p yro p ho sp hate ; Transfe rase ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix

SRR12718 57_TR170 0 6 _c0 _g 1_i1_le n=6 46 ATL6 6 _ARATH
Q:79 -522,H:9 -

156
50 %ID E:3e -36 RING-H2 fing e r p ro te in ATL6 6

PF128 6 1.4^zf-ANAPC11^Anap hase -p ro mo ting  co mp le x sub unit 11 RING-H2 fing e r^10 0 -149 ^E:5.5e -0 5`PF136 39 .3^zf-

RING_2^Ring  fing e r d o main^10 1-144^E:1.4e -14`PF17123.2^zf-RING_11^RING-like  z inc fing e r^10 1-130 ^E:3.1e -0 9 `PF139 23.3^zf-

C3HC4_2^Zinc fing e r, C3HC4 typ e  (RING fing e r)^10 1-143^E:6 .8 e -0 8 `PF13445.3^zf-RING_UBOX^RING-typ e  zinc-fing e r^10 2-

141^E:2.9 e -0 5`PF0 0 0 9 7.22^zf-C3HC4^Zinc fing e r, C3HC4 typ e  (RING fing e r)^10 2-143^E:3.3e -0 5`PF126 78 .4^zf-rb x1^RING-H2

zinc fing e r d o main^10 9 -144^E:2.9 e -0 8

0 ,59 3 -0 ,6 73 0 -3,6 0 2 1 0 ,9 0 3 1 0 ,8 49 0 ,123 0 ,715 ATL6 6 _ARATH RING-H2 fing e r p ro te in ATL6 6 ATL6 6  At3g 11110  F11B9 .7 F9 F8 .8
Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

Co mp le te  p ro te o me ; Me mb rane ; Me tal-b ind ing ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Ub l co njug atio n p athway; Zinc; Zinc-fing e r

SRR12718 57_TR179 59 _c0 _g 1_i6 _le n=2474 NA NA NA NA NA . 0 ,6 0 9 -0 ,28 6 0 -1,778 0 ,56 4 -0 ,427 0 ,43 -0 ,6 9 9 1 -0 ,0 6 5 . . . . . .

SRR12718 57_TR18 439 _c1_g 1_i7_le n=230 2 NA NA NA NA NA PF14215.3^b HLH-MYC_N^b HLH-MYC and  R2R3-MYB transcrip tio n facto rs N-te rminal^13-136 ^E:2.7e -14 0 ,524 -0 ,56 1 0 ,0 0 1 -3,427 0 ,0 25 -3,8 8 4 0 ,0 0 5 -4,6 0 9 0 ,0 6 6 5,337 . . . . . .

SRR12718 57_TR18 456 _c0 _g 1_i1_le n=1216 RK3_TOBAC
Q:242-9 9 7,H:8 -

259
8 2.42%ID E:2e -122 50 S rib o so mal p ro te in L3, chlo ro p lastic PF0 0 29 7.19 ^Rib o so mal_L3^Rib o so mal p ro te in L3^158 -245^E:1.9 e -17 0 ,20 2 -0 ,29 0 -1,30 2 0 ,0 6 7 -0 ,432 0 ,27 -0 ,258 0 ,9 37 -0 ,0 24 RK3_TOBAC 50 S rib o so mal p ro te in L3, chlo ro p lastic (Frag me nt) RPL3

Nico tiana tab acum (Co mmo n

to b acco )

Chlo ro p last; Plastid ; RNA-b ind ing ; Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit

p e p tid e ; rRNA-b ind ing

SRR12718 57_TR20 29 0 _c2_g 7_i1_le n=18 20 NA NA NA NA NA . 1 -0 ,0 74 0 -1,9 6 9 0 ,111 -0 ,8 7 0 ,0 77 -1,0 14 0 ,446 -0 ,311 . . . . . .

SRR12718 57_TR2110 2_c0 _g 1_i2_le n=16 71 NA NA NA NA NA PF0 1738 .15^DLH^Die ne lacto ne  hyd ro lase  family^5-150 ^E:8 e -22`PF0 8 38 6 .7^Ab hyd ro lase _4^TAP-like  p ro te in^78 -128 ^E:6 .5e -0 8 1 -0 ,0 6 9 0 -2,5 1 2,16 4 1 0 0 ,79 8 0 ,153 . . . . . .

SRR12718 57_TR219 77_c0 _g 1_i2_le n=8 0 8 NA NA NA NA NA . 0 ,732 -0 ,8 3 0 -2,6 39 1 -0 ,725 1 -1,0 56 0 ,258 -1,0 46 . . . . . .

SRR12718 57_TR23215_c0 _g 1_i7_le n=18 50 RR1_SPIOL
Q:50 5-

10 71,H:16 5-335
30 .16 %ID E:2e -22 30 S rib o so mal p ro te in S1, chlo ro p lastic PF0 0 575.20 ^S1^S1 RNA b ind ing  d o main^19 3-26 9 ^E:1.2e -16 1 -0 ,0 9 5 0 ,0 0 1 -1,9 28 0 ,26 2 -0 ,54 0 ,6 73 -0 ,252 0 ,472 -0 ,356 RR1_SPIOL 30 S rib o so mal p ro te in S1, chlo ro p lastic (CS1) RPS1 Sp inacia o le race a (Sp inach)

Chlo ro p last; Dire ct p ro te in se q ue ncing ; Plastid ; RNA-b ind ing ; Re p e at;

Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e

SRR12718 57_TR248 43_c0 _g 1_i2_le n=9 71 SYGM1_ARATH
Q:8 8 4-

177,H:48 9 -724
78 .39 %ID E:5e -117 Glycine --tRNA lig ase , mito cho nd rial 1 {ECO:0 0 0 0 30 5} PF0 3129 .17^HGTP_antico d o n^Antico d o n b ind ing  d o main^10 7-19 4^E:4.4e -21 0 ,9 0 3 0 ,0 47 0 -1,111 0 ,38 1 0 ,6 6 2 1 -0 ,0 6 7 0 ,732 -0 ,6 25 SYGM1_ARATH

Glycine --tRNA lig ase , mito cho nd rial 1 (EC 6 .1.1.14) (Diad e no sine  te trap ho sp hate  synthe tase ) (AP-4-A

synthe tase ) (G lycyl-tRNA synthe tase  1) (G lyRS-1)
At1g 29 8 8 0  F1N18 .8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Ace tylatio n; Alte rnative  initiatio n; Amino acyl-tRNA synthe tase ; Co mp le te

p ro te o me ; Cyto p lasm; Lig ase ; Mito cho nd rio n; Nucle o tid e -b ind ing ; Pro te in

b io synthe sis; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR12718 57_TR2556 7_c0 _g 2_i6 _le n=179 8 SGAT_ARATH
Q:38 3-158 2,H:1-

40 0
8 9 %ID E:0 Se rine --g lyo xylate  amino transfe rase PF0 0 26 6 .16 ^Amino tran_5^Amino transfe rase  class-V^12-325^E:7.5e -33 0 ,342 -0 ,313 0 -1,324 0 ,6 37 -0 ,10 9 0 ,79 7 0 ,0 58 0 ,522 0 ,144 SGAT_ARATH

Se rine --g lyo xylate  amino transfe rase  (EC 2.6 .1.45) (Alanine --g lyo xylate  amino transfe rase ) (AGT) (EC

2.6 .1.44) (Asp arag ine  amino transfe rase ) (EC 2.6 .1.-) (Se rine --p yruvate  amino transfe rase ) (EC 2.6 .1.51)
AGT1 At2g 1336 0  F14O4.7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Amino transfe rase ; Co mp le te  p ro te o me ; Pe ro xiso me ; Pho sp ho p ro te in;

Pho to re sp iratio n; Pyrid o xal p ho sp hate ; Re fe re nce  p ro te o me ; Transfe rase

SRR12718 57_TR26 78 9 _c0 _g 2_i2_le n=16 8 5 XTH32_ARATH
Q:120 -9 0 8 ,H:37-

29 9
8 2.8 9 %ID E:2e -16 3

Pro b ab le  xylo g lucan e nd o transg luco sylase /hyd ro lase

p ro te in 32

PF0 0 722.18 ^Glyco _hyd ro _16 ^Glyco syl hyd ro lase s family 16 ^48 -229 ^E:2e -53`PF0 6 9 55.9 ^XET_C^Xylo g lucan e nd o -

transg lyco sylase  (XET) C-te rminus^26 4-30 0 ^E:5.9 e -11
0 ,76 3 -0 ,20 6 0 -2,29 7 1 0 ,18 7 1 -1,328 0 ,0 0 1 1,6 47 XTH32_ARATH Pro b ab le  xylo g lucan e nd o transg luco sylase /hyd ro lase  p ro te in 32 (At-XTH32) (XTH-32) (EC 2.4.1.20 7) XTH32 At2g 36 8 70  T1J8 .5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Ap o p last; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te

p ro te o me ; Disulfid e  b o nd ; G lyco sid ase ; Hyd ro lase ; Re fe re nce  p ro te o me ;

Se cre te d ; Sig nal; Transfe rase

SRR12718 57_TR28 513_c0 _g 1_i1_le n=9 51 NA NA NA NA NA . 0 ,115 -0 ,76 9 0 -2,8 6 0 ,132 1,29 5 0 ,132 1,28 1 0 ,0 79 -0 ,452 . . . . . .

SRR12718 57_TR318 50 _c0 _g 2_i11_le n=20 6 3 NA NA NA NA NA

PF13540 .3^RCC1_2^Re g ulato r o f chro mo so me  co nd e nsatio n (RCC1) re p e at^36 -6 5^E:4.4e -0 9 `PF0 0 415.15^RCC1^Re g ulato r o f

chro mo so me  co nd e nsatio n (RCC1) re p e at^115-157^E:4.4e -0 6 `PF0 0 415.15^RCC1^Re g ulato r o f chro mo so me  co nd e nsatio n

(RCC1) re p e at^16 3-20 9 ^E:1.9 e -10

0 ,56 4 -0 ,28 8 0 ,0 0 1 -2,0 55 0 ,156 -0 ,58 4 0 ,226 -0 ,472 0 ,38 5 -0 ,342 . . . . . .

SRR12718 57_TR32133_c0 _g 1_i1_le n=9 9 1 FTRV_MAIZE
Q:573-331,H:17-

9 6
58 .0 2%ID E:3e -25 Fe rre d o xin-thio re d o xin re d uctase , variab le  chain PF0 29 41.12^Fe ThRe d _A^Fe rre d o xin thio re d o xin re d uctase  variab le  alp ha chain^142-215^E:9 .9 e -24 0 ,18 6 -0 ,327 0 -1,10 4 0 ,357 -0 ,245 1 0 0 ,211 0 ,6 1 FTRV_MAIZE

Fe rre d o xin-thio re d o xin re d uctase , variab le  chain (FTR-V) (Fe rre d o xin-thio re d o xin re d uctase  sub unit

A) (FTR-A)
Ze a mays (Maize )

Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Oxid o re d uctase ;

Plastid ; Re fe re nce  p ro te o me

SRR12718 57_TR328 30 _c0 _g 8 _i6 _le n=58 0 ROC1_NICPL
Q:31-26 4,H:20 1-

279
8 6 .0 8 %ID E:1e -37 30  kDa rib o nucle o p ro te in, chlo ro p lastic . 0 ,227 -0 ,346 0 ,0 0 1 -1,0 0 7 0 ,377 0 ,571 0 ,0 79 1,0 1 1 0 ,59 2 ROC1_NICPL 30  kDa rib o nucle o p ro te in, chlo ro p lastic (CP-RBP30 )

Nico tiana p lumb ag inifo lia

(Le ad wo rt-le ave d  to b acco ) (Te x-

Me x to b acco )

Chlo ro p last; Plastid ; RNA-b ind ing ; Re p e at; Rib o nucle o p ro te in; Transit p e p tid e ;

mRNA p ro ce ssing

SRR12718 57_TR3318 0 _c0 _g 1_i2_le n=10 8 5 RR10 _MESCR
Q:478 -8 37,H:78 -

19 7
8 7.5%ID E:1e -71 30 S rib o so mal p ro te in S10 , chlo ro p lastic . 0 ,0 46 -0 ,478 0 -1,19 7 0 ,124 -0 ,39 1 0 ,46 7 -0 ,18 8 0 7,48 5 RR10 _MESCR 30 S rib o so mal p ro te in S10 , chlo ro p lastic RPS10

Me se mb ryanthe mum crystall inum

(Co mmo n ice  p lant) (Cryo p hytum

crystall inum)

Chlo ro p last; Plastid ; Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e

SRR12718 57_TR33534_c0 _g 1_i5_le n=358 9 NA NA NA NA NA

PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^132-152^E:0 .15`PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^155-

178 ^E:0 .0 16 `PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^18 2-20 3^E:0 .13`PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^230 -

251^E:0 .0 57`PF138 55.3^LRR_8 ^Le ucine  rich re p e at^231-29 0 ^E:4.4e -0 7

1 0 ,0 2 0 -4,543 0 ,0 28 1,458 0 ,112 1,0 71 0 ,0 76 2,6 29 . . . . . .

SRR12718 57_TR33753_c1_g 1_i5_le n=2124 SYS_HELAN
Q:370 -16 6 5,H:1-

432
8 6 .8 1%ID E:0 Se rine --tRNA lig ase

PF0 240 3.19 ^Se ryl_tRNA_N^Se ryl-tRNA synthe tase  N-te rminal d o main^1-112^E:1.1e -26 `PF0 0 58 7.22^tRNA-synt_2b ^tRNA

synthe tase  class II co re  d o main (G, H, P, S and  T)^221-40 7^E:1.6 e -35
0 ,132 -0 ,6 9 0 -7,212 0 ,0 6 6 -5,38 9 0 ,0 6 6 -5,38 9 1 -0 ,0 22 SYS_HELAN Se rine --tRNA lig ase  (EC 6 .1.1.11) (Se ryl-tRNA synthe tase ) (Se rRS) (Se ryl-tRNA(Se r/Se c) synthe tase )

He lianthus annuus (Co mmo n

sunflo we r)

PATHWAY: Amino acyl-tRNA b io synthe sis; se le no cyste inyl-tRNA(Se c)

b io synthe sis; L-se ryl-tRNA(Se c) fro m L-se rine  and  tRNA(Se c): ste p  1/1.

ATP-b ind ing ; Amino acyl-tRNA synthe tase ; Lig ase ; Nucle o tid e -b ind ing ; Pro te in

b io synthe sis

SRR12718 57_TR34511_c0 _g 1_i9 _le n=2146 ALGC_PSESM
Q:552-

16 70 ,H:53-39 5
28 .8 8 %ID E:8 e -36 Pho sp ho manno mutase /p ho sp ho g luco mutase

PF0 28 78 .13^PGM_PMM_I^Pho sp ho g luco mutase /p ho sp ho manno mutase , alp ha/b e ta/alp ha d o main I^77-228 ^E:4.4e -

28 `PF0 28 79 .13^PGM_PMM_II^Pho sp ho g luco mutase /p ho sp ho manno mutase , alp ha/b e ta/alp ha d o main II^251-359 ^E:6 .8 e -

21`PF0 28 8 0 .13^PGM_PMM_III^Pho sp ho g luco mutase /p ho sp ho manno mutase , alp ha/b e ta/alp ha d o main III^36 3-46 3^E:1.1e -12

0 ,8 56 0 ,10 1 0 -1,213 1 -0 ,0 71 1 -0 ,0 79 0 ,33 -0 ,36 9 ALGC_PSESM Pho sp ho manno mutase /p ho sp ho g luco mutase  (PMM / PGM) (EC 5.4.2.2) (EC 5.4.2.8 ) alg C PSPTO_0 0 8 3
Pse ud o mo nas syring ae  p v. to mato

(strain DC30 0 0 )

PATHWAY: Nucle o tid e -sug ar b io synthe sis; GDP-alp ha-D-manno se

b io synthe sis; alp ha-D-manno se  1-p ho sp hate  fro m D-fructo se  6 -p ho sp hate :

ste p  2/2.; PATHWAY: Bacte rial o ute r me mb rane  b io g e ne sis;

l ip o p o lysaccharid e  b io synthe sis.

Alg inate  b io synthe sis; Co mp le te  p ro te o me ; Iso me rase ; Lip o p o lysaccharid e

b io synthe sis; Mag ne sium; Me tal-b ind ing ; Multifunctio nal e nzyme ; Pho sp ho p ro te in;

Re fe re nce  p ro te o me

SRR12718 57_TR3479 0 _c0 _g 2_i2_le n=1279 NA NA NA NA NA . 0 ,6 6 3 -0 ,511 0 -2,38 7 0 ,0 73 2,228 0 ,118 2,115 1 -0 ,327 . . . . . .

SRR12718 57_TR3519 9 _c3_g 5_i5_le n=248 7 NA NA NA NA NA PF0 316 8 .10 ^LEA_2^Late  e mb ryo g e ne sis ab und ant p ro te in^9 7-19 7^E:2.1e -0 5 0 ,8 32 -0 ,246 0 -3,434 1 0 ,58 1 0 ,8 9 8 0 ,0 21 -1,28 1 . . . . . .

SRR12718 57_TR36 56 8 _c0 _g 1_i2_le n=1176 PIP27_ARATH
Q:10 57-20 9 ,H:1-

28 0
8 7.28 %ID E:2e -176 Aq uap o rin PIP2-7 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^71-30 0 ^E:1.3e -8 2 0 ,0 56 -0 ,40 7 0 -2,111 0 ,0 31 -0 ,46 3 0 ,19 -0 ,28 0 ,379 -0 ,20 9 PIP27_ARATH

Aq uap o rin PIP2-7 (Plasma me mb rane  intrinsic p ro te in 2-7) (AtPIP2;7) (Plasma me mb rane  intrinsic

p ro te in 3) (Salt stre ss-ind uce d  majo r intrinsic p ro te in) [Cle ave d  into : Aq uap o rin PIP2-7, N-te rminally

p ro ce sse d ]

PIP2-7 PIP3 SIMIP At4g 3510 0

M4E13.150

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Me thylatio n;

Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Re p e at; Transme mb rane ; Transme mb rane

he lix; Transp o rt

SRR12718 57_TR37158 _c0 _g 1_i2_le n=1149 GSHRC_PEA
Q:10 8 7-

30 8 ,H:239 -49 8
8 3.46 %ID E:3e -158 Glutathio ne  re d uctase , cyto so lic

PF0 79 9 2.11^Pyr_re d o x_2^Pyrid ine  nucle o tid e -d isulp hid e  o xid o re d uctase ^14-127^E:1.2e -27`PF0 0 0 70 .24^Pyr_re d o x^Pyrid ine

nucle o tid e -d isulp hid e  o xid o re d uctase ^14-53^E:0 .0 0 0 14`PF0 28 52.19 ^Pyr_re d o x_d im^Pyrid ine  nucle o tid e -d isulp hid e

o xid o re d uctase , d ime risatio n d o main^147-256 ^E:1.3e -30

1 1,26 3 0 -7,20 6 1 1,70 5 1 3,30 6 1 0 GSHRC_PEA Glutathio ne  re d uctase , cyto so lic (GR) (GRase ) (EC 1.8 .1.7) (GOR2) Pisum sativum (Gard e n p e a)
Cyto p lasm; Disulfid e  b o nd ; FAD; Flavo p ro te in; NADP; Oxid o re d uctase ; Re d o x-active

ce nte r

SRR12718 57_TR38 411_c0 _g 1_i2_le n=2751 YSL1_ARATH
Q:8 8 8 -

2354,H:18 7-6 73
6 8 .51%ID E:0 Me tal-nico tianamine  transp o rte r YSL1 PF0 316 9 .12^OPT^OPT o lig o p e p tid e  transp o rte r p ro te in^3-474^E:1.6 e -10 6 0 ,8 22 -0 ,39 4 0 -3,14 0 ,0 43 -3,0 51 0 ,0 43 -3,19 1 -0 ,154 YSL1_ARATH Me tal-nico tianamine  transp o rte r YSL1 (Pro te in YELLOW STRIPE LIKE 1) (AtYSL1) YSL1 At4g 24120  T19 F6 .110  T19 F6 .8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Io n transp o rt; Iro n; Iro n transp o rt; Me mb rane ; Re fe re nce

p ro te o me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 57_TR40 128 _c0 _g 1_i1_le n=9 8 6 TL17_ARATH
Q:216 -8 12,H:30 -

236
6 8 .6 %ID E:8 e -10 0

Thylako id  lume nal 17.4 kDa p ro te in, chlo ro p lastic

{ECO:0 0 0 0 30 3|Pub Me d :9 6 54141}

PF0 0 8 0 5.19 ^Pe ntap e p tid e ^Pe ntap e p tid e  re p e ats (8  co p ie s)^122-16 1^E:5.1e -0 5`PF0 0 8 0 5.19 ^Pe ntap e p tid e ^Pe ntap e p tid e

re p e ats (8  co p ie s)^156 -18 6 ^E:1.9 e -0 7`PF1359 9 .3^Pe ntap e p tid e _4^Pe ntap e p tid e  re p e ats (9  co p ie s)^157-216 ^E:3.9 e -

0 8 `PF0 0 8 0 5.19 ^Pe ntap e p tid e ^Pe ntap e p tid e  re p e ats (8  co p ie s)^16 7-20 5^E:5.8 e -0 8

0 ,28 4 -0 ,316 0 -1,13 0 ,36 4 -0 ,329 0 ,9 48 -0 ,0 39 0 ,111 -0 ,451 TL17_ARATH Thylako id  lume nal 17.4 kDa p ro te in, chlo ro p lastic (P17.4) TL17 At5g 5349 0  MNC6 .3
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ;

Plastid ; Re fe re nce  p ro te o me ; Re p e at; Thylako id ; Transit p e p tid e

SRR12718 57_TR40 6 0 7_c0 _g 1_i1_le n=4240 GLGL1_ARATH
Q:3271-

2240 ,H:179 -522
8 4.3%ID E:0

Gluco se -1-p ho sp hate  ad e nylyltransfe rase  larg e  sub unit 1,

chlo ro p lastic

PF0 0 270 .26 ^DEAD^DEAD/DEAH b o x he licase ^9 1-26 0 ^E:6 .8 e -32`PF0 48 51.12^Re sIII^Typ e  III re strictio n e nzyme , re s

sub unit^10 7-223^E:1.5e -0 6 `PF0 0 271.28 ^He licase _C^He licase  co nse rve d  C-te rminal d o main^30 5-425^E:2.1e -16
0 ,56 -0 ,6 38 0 ,0 0 1 -2,9 34 0 ,0 35 -1,6 39 0 ,0 35 -1,716 1 0 ,0 43 GLGL1_ARATH

Gluco se -1-p ho sp hate  ad e nylyltransfe rase  larg e  sub unit 1, chlo ro p lastic (EC 2.7.7.27) (ADP-g luco se

p yro p ho sp ho rylase ) (ADP-g luco se  synthase ) (AGPase  S) (Alp ha-D-g luco se -1-p ho sp hate  ad e nyl

transfe rase )

ADG2 APL1 At5g 19 220  T24G5.120
Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: G lycan b io synthe sis; starch b io synthe sis.

ATP-b ind ing ; Allo ste ric e nzyme ; Chlo ro p last; Co mp le te  p ro te o me ; Nucle o tid e -

b ind ing ; Nucle o tid yltransfe rase ; Pho sp ho p ro te in; Plastid ; Re fe re nce  p ro te o me ;

Starch b io synthe sis; Transfe rase ; Transit p e p tid e

SRR12718 57_TR40 8 79 _c0 _g 1_i1_le n=150 4 ROC5_NICSY
Q:523-

10 77,H:115-29 9
8 0 .54%ID E:5e -10 3 33 kDa rib o nucle o p ro te in, chlo ro p lastic

PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^131-20 1^E:4.1e -20 `PF0 0 0 76 .19 ^RRM_1^RNA

re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^234-30 4^E:5.1e -19 `PF138 9 3.3^RRM_5^RNA re co g nitio n mo tif. (a.k.a. RRM,

RBD, o r RNP d o main)^274-311^E:0 .0 52

0 ,26 6 -0 ,333 0 -1,258 0 ,8 54 0 ,129 0 ,59 2 0 ,243 0 ,435 0 ,221 ROC5_NICSY 33 kDa rib o nucle o p ro te in, chlo ro p lastic
Nico tiana sylve stris (Wo o d

to b acco ) (So uth Ame rican to b acco )

Chlo ro p last; Dire ct p ro te in se q ue ncing ; Plastid ; RNA-b ind ing ; Re p e at;

Rib o nucle o p ro te in; Transit p e p tid e ; mRNA p ro ce ssing

SRR12718 57_TR420 59 _c0 _g 5_i2_le n=9 6 6 NA NA NA NA NA . 1 0 0 -9 ,0 8 8 1 -0 ,18 5 0 ,59 3 -0 ,59 4 1 0 ,8 53 . . . . . .

SRR12718 57_TR44314_c1_g 1_i3_le n=1133 H33_VITVI
Q:8 9 2-512,H:1-

127
10 0 %ID E:1e -8 3 Histo ne  H3.3 PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^1-132^E:3e -55 0 ,78 6 0 ,0 6 9 0 -1,26 3 0 ,0 6 2 0 ,46 6 0 ,555 0 ,152 0 ,50 5 -0 ,48 6 H33_VITVI Histo ne  H3.3 Vitis vinife ra (Grap e )

Ace tylatio n; Chro mo so me ; DNA-b ind ing ; Me thylatio n; Nucle o so me  co re ; Nucle us;

Pho sp ho p ro te in

SRR12718 58 _TR1443_c0 _g 1_i1_le n=219 9 PCP_PONAB
Q:38 2-

1779 ,H:25-48 8
44.4%ID E:7e -138 Lyso so mal Pro -X carb o xyp e p tid ase PF0 5577.9 ^Pe p tid ase _S28 ^Se rine  carb o xyp e p tid ase  S28 ^59 -48 1^E:2.4e -8 6 0 ,50 2 -0 ,26 1 0 -2,76 9 0 ,28 8 0 ,521 0 ,6 18 0 ,29 6 0 ,79 9 0 ,117 PCP_PONAB

Lyso so mal Pro -X carb o xyp e p tid ase  (EC 3.4.16 .2) (Pro line  carb o xyp e p tid ase )

(Pro lylcarb o xyp e p tid ase ) (PRCP)
PRCP

Po ng o  ab e lii (Sumatran o rang utan)

(Po ng o  p yg mae us ab e lii)

Carb o xyp e p tid ase ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ;

Lyso so me ; Pro te ase ; Re fe re nce  p ro te o me ; Sig nal; Zymo g e n

SRR12718 58 _TR7375_c0 _g 2_i2_le n=10 31 TRL31_ARATH
Q:8 49 -30 1,H:26 -

20 9
54.55%ID E:3e -6 4 Thio re d o xin-like  3-1, chlo ro p lastic PF0 0 0 8 5.17^Thio re d o xin^Thio re d o xin^79 -16 8 ^E:5.4e -16 0 ,151 0 ,735 0 -1,414 1 -1,19 1 -0 ,0 0 9 0 ,78 1 -0 ,38 1 TRL31_ARATH Thio re d o xin-like  3-1, chlo ro p lastic (Thio re d o xin WCRKC-1) WCRKC1 At5g 0 6 6 9 0  MPH15.4

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Ele ctro n

transp o rt; Plastid ; Re d o x-active  ce nte r; Re fe re nce  p ro te o me ; Transit p e p tid e ;

Transp o rt

SRR12718 58 _TR10 742_c0 _g 2_i1_le n=10 6 5 Y229 6 _ARATH
Q:8 4-49 7,H:348 -

48 6
76 .9 8 %ID E:3e -58 Pro b ab le  re ce p to r-l ike  p ro te in kinase  At2g 429 6 0 . 0 ,543 -0 ,237 0 -1,50 8 0 ,724 -0 ,177 0 ,0 58 -0 ,9 26 0 ,76 7 -0 ,10 3 Y229 6 _ARATH Pro b ab le  re ce p to r-l ike  p ro te in kinase  At2g 429 6 0  (EC 2.7.11.1) At2g 429 6 0  F7D19 .4

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Kinase ; Me mb rane ; Nucle o tid e -b ind ing ;

Pho sp ho p ro te in; Re ce p to r; Re fe re nce  p ro te o me ; Se rine /thre o nine -p ro te in kinase ;

Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR12718 58 _TR12178 _c0 _g 1_i1_le n=6 53 NA NA NA NA NA . 0 ,9 0 4 -0 ,121 0 -2,20 4 0 ,0 11 1,221 0 ,77 0 ,272 1 -1,0 9 9 . . . . . .

SRR12718 58 _TR13744_c0 _g 1_i13_le n=1547 CHAC2_RAT
Q:1328 -79 2,H:2-

175
40 .8 8 %ID E:3e -31

Putative  g lutathio ne -sp e cific  g amma-

g lutamylcyclo transfe rase  2

{ECO:0 0 0 0 250 |UniPro tKB:Q9 BUX1}

PF0 4752.9 ^ChaC^ChaC-like  p ro te in^3-18 0 ^E:4.5e -46 0 ,30 4 -0 ,416 0 -2,18 5 0 ,545 0 ,424 0 ,0 8 1,0 32 0 ,0 26 -2,28 4 CHAC2_RAT
Putative  g lutathio ne -sp e cific  g amma-g lutamylcyclo transfe rase  2 (Gamma-GCG 2) (EC 2.3.2.-) (Catio n

transp o rt re g ulato r-l ike  p ro te in 2)
Chac2 Rattus no rve g icus (Rat) Acyltransfe rase ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Transfe rase

SRR12718 58 _TR138 57_c0 _g 4_i1_le n=10 42 PIP12_ORYSJ
Q:6 8 -9 13,H:1-

28 5
8 9 .47%ID E:0 Pro b ab le  aq uap o rin PIP1-2 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^6 5-29 4^E:7.6 e -8 5 0 ,325 -0 ,322 0 -1,9 8 9 0 ,58 7 -0 ,229 0 ,0 49 -0 ,9 2 0 ,319 0 ,255 PIP12_ORYSJ Pro b ab le  aq uap o rin PIP1-2 (OsPIP1;2) (Plasma me mb rane  intrinsic p ro te in 1-2)

PIP1-2 Os0 4g 0 559 70 0

LOC_Os0 4g 47220  OsJ_0 1510 0

OSJNBa0 0 8 4K11.2

Oryza sativa sub sp . jap o nica (Rice )
Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 58 _TR159 30 _c0 _g 2_i3_le n=1344 NA NA NA NA NA . 0 ,13 -0 ,554 0 -3,0 9 7 0 ,38 1 -0 ,8 5 0 ,16 -1,257 0 ,38 2 0 ,328 . . . . . .

SRR12718 58 _TR28 6 6 4_c0 _g 1_i6 _le n=9 23 GGH1_ARATH
Q:170 -

748 ,H:153-344
6 7.36 %ID E:7e -8 7 Gamma-g lutamyl hyd ro lase  1 . 1 -1,70 4 0 -5,0 9 5 0 ,38 1 1,6 25 1 -0 ,0 74 0 ,40 2 -1,149 GGH1_ARATH

Gamma-g lutamyl hyd ro lase  1 (AtGGH1) (EC 3.4.19 .9 ) (Co njug ase ) (GH) (Gamma-Glu-X

carb o xyp e p tid ase )
GGH1 At1g 78 6 6 0  T30 F21.1

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Ce ll wall; Co mp le te  p ro te o me ; Hyd ro lase ; Re fe re nce

p ro te o me ; Se cre te d ; Sig nal; Vacuo le

SRR12718 58 _TR28 8 0 8 _c0 _g 1_i3_le n=1351 FATB_ARATH
Q:110 1-

529 ,H:212-40 2
72.77%ID E:3e -9 5 Palmito yl-acyl carrie r p ro te in thio e ste rase , chlo ro p lastic PF0 16 43.14^Acyl-ACP_TE^Acyl-ACP thio e ste rase ^18 -20 6 ^E:7e -55 1 -0 ,0 8 5 0 -2,355 0 ,0 34 3,39 0 ,254 2,19 2 1 0 ,0 5 FATB_ARATH

Palmito yl-acyl carrie r p ro te in thio e ste rase , chlo ro p lastic (EC 3.1.2.-) (16 :0 -acyl-carrie r p ro te in

thio e ste rase ) (16 :0 -ACP thio e ste rase ) (Acyl-[acyl-carrie r-p ro te in] hyd ro lase ) (Acyl-acyl carrie r p ro te in

thio e ste rase  B1) (AtFATB1)

FATB FATB1 At1g 0 8 510  T27G7.19
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Fatty acid  b io synthe sis; Fatty acid  me tab o lism;

Hyd ro lase ; Lip id  b io synthe sis; Lip id  me tab o lism; Plastid ; Re fe re nce  p ro te o me ;

Transit p e p tid e

SRR12718 58 _TR5116 7_c0 _g 2_i3_le n=2239 NA NA NA NA NA . 1 -1,24 0 -6 ,6 24 0 ,50 2 3,271 0 ,50 2 3,176 0 7,26 2 . . . . . .

SRR12718 58 _TR52149 _c0 _g 2_i1_le n=738 PPCS1_ARATH
Q:737-333,H:145-

313
6 0 .36 %ID E:8 e -50 Pho sp ho p anto the nate --cyste ine  lig ase  1 PF0 4127.12^DFP^DNA / p anto the nate  me tab o lism flavo p ro te in^23-9 5^E:8 .9 e -0 8 1 0 0 ,0 0 1 -3,9 8 1 1 1,376 1 0 1 0 PPCS1_ARATH

Pho sp ho p anto the nate --cyste ine  lig ase  1 (EC 6 .3.2.5) (AtCo aB) (Pho sp ho p anto the no ylcyste ine

synthe tase  1) (PPC synthe tase  1)

PPCS1 COAB COAB1 At1g 12350

F5O11.7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Co facto r b io synthe sis; co e nzyme  A b io synthe sis; Co A fro m (R)-

p anto the nate : ste p  2/5.
Co e nzyme  A b io synthe sis; Co mp le te  p ro te o me ; Lig ase ; Re fe re nce  p ro te o me

SRR12718 58 _TR5458 5_c0 _g 1_i1_le n=16 9 6 NA NA NA NA NA . 0 ,78 8 -0 ,18 5 0 -2,4 1 -0 ,545 1 -0 ,528 0 ,29 8 -0 ,59 7 . . . . . .

SRR12718 58 _TR6 0 476 _c0 _g 1_i2_le n=1214 TPT_SOLTU
Q:129 -

9 47,H:142-414
9 0 .11%ID E:3e -16 4 Trio se  p ho sp hate /p ho sp hate  translo cato r, chlo ro p lastic

PF0 3151.13^TPT^Trio se -p ho sp hate  Transp o rte r family^3-26 0 ^E:2.4e -9 6 `PF0 0 8 9 2.17^EamA^EamA-like  transp o rte r family^116 -

26 0 ^E:7.1e -0 7
0 ,8 16 -0 ,0 71 0 -1,8 43 0 ,319 -0 ,224 0 ,0 52 -0 ,437 0 ,0 74 -0 ,416 TPT_SOLTU Trio se  p ho sp hate /p ho sp hate  translo cato r, chlo ro p lastic (cTPT) (E29 ) TPT So lanum tub e ro sum (Po tato )

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Plastid ; Re fe re nce  p ro te o me ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 59 _TR316 _c0 _g 1_i1_le n=6 40 NA NA NA NA NA . 0 ,6 75 -0 ,242 0 -2,418 0 ,59 3 -0 ,532 0 ,79 8 -0 ,32 0 ,0 0 5 -1,271 . . . . . .

SRR12718 59 _TR19 21_c1_g 3_i3_le n=130 0 HIBC6 _ARATH
Q:1223-

29 1,H:10 8 -421
6 9 .52%ID E:2e -152

3-hyd ro xyiso b utyryl-Co A hyd ro lase -like  p ro te in 3,

mito cho nd rial
PF16 113.2^ECH_2^Eno yl-Co A hyd ratase /iso me rase ^3-28 1^E:2e -79 1 -0 ,0 23 0 ,0 0 1 -2,6 28 0 ,6 29 1,6 73 1 1,331 1 -0 ,6 0 9 HIBC6 _ARATH 3-hyd ro xyiso b utyryl-Co A hyd ro lase -like  p ro te in 3, mito cho nd rial (EC 3.1.2.-) At4g 1336 0  T9 E8 .10 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Co mp le te  p ro te o me ; Hyd ro lase ; Mito cho nd rio n; Re fe re nce  p ro te o me ;

Transit p e p tid e

SRR12718 59 _TR3310 _c0 _g 1_i1_le n=38 2 NA NA NA NA NA . 0 ,6 79 -0 ,21 0 -2,6 48 1 -0 ,0 33 1 -0 ,16 4 0 ,122 -0 ,58 2 . . . . . .

SRR12718 59 _TR38 35_c0 _g 2_i1_le n=1173 NA NA NA NA NA . 0 ,0 53 -0 ,532 0 -1,519 1 -0 ,0 18 0 ,515 0 ,222 0 ,8 0 3 -0 ,0 8 1 . . . . . .

SRR12718 59 _TR7542_c0 _g 1_i1_le n=1537 G3PA2_ARATH
Q:36 1-

129 0 ,H:9 0 -39 9
9 2.58 %ID E:2e -170

Glyce rald e hyd e -3-p ho sp hate  d e hyd ro g e nase  GAPA2,

chlo ro p lastic
PF0 28 0 0 .17^Gp _d h_C^Glyce rald e hyd e  3-p ho sp hate  d e hyd ro g e nase , C-te rminal d o main^1-139 ^E:6 .2e -59 0 ,479 -0 ,229 0 -1,76 9 0 ,0 9 2 -0 ,39 7 0 ,0 73 -0 ,422 0 ,128 -0 ,324 G3PA2_ARATH

Glyce rald e hyd e -3-p ho sp hate  d e hyd ro g e nase  GAPA2, chlo ro p lastic (EC 1.2.1.13) (NADP-d e p e nd e nt

g lyce rald e hyd e p ho sp hate  d e hyd ro g e nase  A sub unit 2)
GAPA2 At1g 129 0 0  F13K23.15

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Carb o hyd rate  b io synthe sis; Calvin cycle .

Alte rnative  sp lic ing ; Calvin cycle ; Chlo ro p last; Co mp le te  p ro te o me ; NADP;

Oxid o re d uctase ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR12718 59 _TR8 6 8 3_c1_g 1_i1_le n=1175 H33_VITVI
Q:120 -50 0 ,H:1-

127
10 0 %ID E:2e -8 3 Histo ne  H3.3 PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^1-132^E:3e -55 0 ,272 -0 ,26 6 0 -0 ,9 8 5 0 ,142 0 ,375 0 ,344 0 ,248 0 ,58 1 0 ,12 H33_VITVI Histo ne  H3.3 Vitis vinife ra (Grap e )

Ace tylatio n; Chro mo so me ; DNA-b ind ing ; Me thylatio n; Nucle o so me  co re ; Nucle us;

Pho sp ho p ro te in

SRR12718 59 _TR12424_c0 _g 1_i7_le n=38 79 TBL41_ARATH
Q:18 28 -

228 0 ,H:34-18 5
47.1%ID E:4e -36 Pro te in tricho me  b ire fring e nce -like  41 PF0 0 0 11.18 ^HSP20 ^Hsp 20 /alp ha crystall in family^18 3-28 2^E:1.5e -13 0 ,79 6 0 ,0 8 4 0 -0 ,9 6 1 -0 ,6 9 2 1 -0 ,6 0 8 0 ,26 1 0 ,38 1 TBL41_ARATH Pro te in tricho me  b ire fring e nce -like  41 TBL41 At3g 148 50  T21E2.11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Sig nal-

ancho r; Transme mb rane ; Transme mb rane  he lix

SRR12718 59 _TR14759 _c1_g 1_i2_le n=1723 GDT11_ARATH
Q:6 8 2-

1572,H:73-370
6 9 .57%ID E:1e -10 3 GDT1-like  p ro te in 1, chlo ro p lastic

PF0 116 9 .16 ^UPF0 0 16 ^Uncharacte rize d  p ro te in family UPF0 0 16 ^16 3-246 ^E:3.5e -19 `PF0 116 9 .16 ^UPF0 0 16 ^Uncharacte rize d

p ro te in family UPF0 0 16 ^29 1-36 4^E:1.7e -20
0 ,50 2 -0 ,313 0 -1,70 5 0 ,0 11 -1,17 0 ,0 0 4 -1,325 1 -0 ,0 16 GDT11_ARATH GDT1-like  p ro te in 1, chlo ro p lastic At1g 6 4150  F22C12.9

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Plastid ; Re fe re nce  p ro te o me ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR12718 59 _TR1758 8 _c0 _g 1_i2_le n=240 2 ICR2_ARATH
Q:344-218 8 ,H:1-

58 3
49 .45%ID E:4e -128 Inte racto r o f co nstitutive  active  ROPs 2, chlo ro p lastic . 0 ,16 9 -0 ,6 38 0 ,0 0 1 -2,76 1 0 ,79 8 -0 ,38 2 1 -0 ,18 6 0 ,78 1 0 ,16 2 ICR2_ARATH Inte racto r o f co nstitutive  active  ROPs 2, chlo ro p lastic (ROP-inte ractive  p artne r 2) ICR2 RIP2 At2g 370 8 0  T2N18 .16

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co ile d  co il; Co mp le te  p ro te o me ; Pho sp ho p ro te in; Plastid ; Re fe re nce

p ro te o me ; Transit p e p tid e

SRR12718 59 _TR20 10 4_c0 _g 1_i1_le n=1330 PRS6 A_BRACM
Q:142-

10 47,H:116 -417
9 8 .34%ID E:0 26 S p ro te ase  re g ulato ry sub unit 6 A ho mo lo g

PF0 7728 .11^AAA_5^AAA d o main (d yne in-re late d  sub family)^48 -16 8 ^E:6 .6 e -0 7`PF0 549 6 .9 ^RuvB_N^Ho llid ay junctio n DNA

he licase  ruvB N-te rminus^48 -117^E:2.7e -0 5`PF0 0 0 0 4.26 ^AAA^ATPase  family asso ciate d  with vario us ce llular activitie s (AAA)^49 -

18 1^E:5.1e -43`PF0 7724.11^AAA_2^AAA d o main (Cd c48  sub family)^49 -141^E:9 .3e -0 6

0 ,50 2 3,778 0 ,0 0 1 -1,8 19 0 ,10 3 1,6 51 0 ,254 -4,6 9 8 0 ,6 9 2 -1,0 29 PRS6 A_BRACM 26 S p ro te ase  re g ulato ry sub unit 6 A ho mo lo g  (Tat-b ind ing  p ro te in ho mo lo g  1) (TBP-1) TBP1 TBP
Brassica camp e stris (Fie ld

mustard )
ATP-b ind ing ; Cyto p lasm; Nucle o tid e -b ind ing ; Nucle us; Pho sp ho p ro te in; Pro te aso me

SRR12718 59 _TR21744_c0 _g 1_i1_le n=8 9 7 PSBW_ARATH
Q:323-6 34,H:19 -

119
6 2.8 6 %ID E:6 e -22 Pho to syste m II re actio n ce nte r W p ro te in, chlo ro p lastic PF0 7123.9 ^Psb W^Pho to syste m II re actio n ce ntre  W p ro te in (Psb W)^1-135^E:3.4e -56 0 ,8 7 -0 ,0 36 0 -0 ,9 57 0 ,0 45 -0 ,419 0 ,0 46 -0 ,418 0 ,6 3 0 ,10 1 PSBW_ARATH Pho to syste m II re actio n ce nte r W p ro te in, chlo ro p lastic (PSII 6 .1 kDa p ro te in) PSBW At2g 30 570  T6 B20 .8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Pho to synthe sis; Pho to syste m II;

Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix

SRR12718 59 _TR220 6 1_c0 _g 1_i3_le n=1458 WLIM1_ARATH
Q:1125-59 8 ,H:2-

177
8 6 .36 %ID E:3e -10 8 LIM d o main-co ntaining  p ro te in WLIM1 {ECO:0 0 0 0 30 5} PF0 0 412.19 ^LIM^LIM d o main^11-6 5^E:2.2e -10 `PF0 0 412.19 ^LIM^LIM d o main^111-16 5^E:2.4e -12 0 ,51 -0 ,16 4 0 -1,275 0 ,28 3 0 ,444 0 ,16 4 0 ,541 0 ,8 16 -0 ,0 6 6 WLIM1_ARATH LIM d o main-co ntaining  p ro te in WLIM1 (Wid e ly-e xp re sse d  LIM p ro te in 1) (AtWLIM1) WLIM1 At1g 10 20 0  F14N23.8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Actin-b ind ing ; Co mp le te  p ro te o me ; Cyto p lasm; Cyto ske le to n; LIM

d o main; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Re p e at; Zinc

SRR12718 59 _TR25327_c0 _g 1_i1_le n=6 22 H4_SOYBN
Q:20 0 -445,H:22-

10 3
10 0 %ID E:2e -49 Histo ne  H4 . 0 ,319 0 ,9 6 5 0 -6 ,6 8 9 0 ,6 43 -0 ,429 0 ,472 -0 ,6 72 0 6 ,755 H4_SOYBN Histo ne  H4

Glycine  max (So yb e an) (G lycine

hisp id a)

Ace tylatio n; Chro mo so me ; Co mp le te  p ro te o me ; DNA-b ind ing ; Me thylatio n;

Nucle o so me  co re ; Nucle us; Re fe re nce  p ro te o me

SRR12718 59 _TR26 579 _c1_g 1_i4_le n=116 0 XTH9 _ARATH
Q:10 1-9 6 4,H:10 -

28 4
71.8 8 %ID E:3e -155 Xylo g lucan e nd o transg luco sylase /hyd ro lase  p ro te in 9

PF0 0 722.18 ^Glyco _hyd ro _16 ^Glyco syl hyd ro lase s family 16 ^56 -232^E:3.1e -57`PF0 6 9 55.9 ^XET_C^Xylo g lucan e nd o -

transg lyco sylase  (XET) C-te rminus^276 -321^E:1.8 e -17
0 ,0 0 9 -0 ,6 25 0 -3,411 0 ,9 0 8 0 ,123 0 ,8 0 7 -0 ,146 1 -1,755 XTH9 _ARATH Xylo g lucan e nd o transg luco sylase /hyd ro lase  p ro te in 9  (At-XTH9 ) (XTH-9 ) (EC 2.4.1.20 7)

XTH9  EXGT-A6  XTR16  At4g 0 3210

F4C21.14

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Ap o p last; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te

p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ; Re fe re nce

p ro te o me ; Se cre te d ; Sig nal; Transfe rase

SRR12718 59 _TR29 0 15_c0 _g 1_i1_le n=28 55 SUBL_ARATH
Q:276 -2540 ,H:5-

752
42.56 %ID E:1e -177 .

PF0 59 22.13^Inhib ito r_I9 ^Pe p tid ase  inhib ito r I9 ^24-115^E:7.7e -13`PF0 0 0 8 2.19 ^Pe p tid ase _S8 ^Sub tilase  family^139 -577^E:2.4e -

49
0 ,59 4 -0 ,256 0 -2,20 1 1 0 ,116 0 ,732 -0 ,9 46 0 ,518 -0 ,371 SBT17_ARATH

Sub til is in-like  p ro te ase  SBT1.7 (EC 3.4.21.-) (Cucumisin-like  se rine  p ro te ase ) (Sub tilase  sub family 1

me mb e r 7) (AtSBT1.7) (Sub til is in-like  se rine  p ro te ase  1) (At-SLP1)

SBT1.7 ARA12 ASP48  SLP1 At5g 6 736 0

K8 K14.8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Calcium; Ce ll wall; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; G lyco p ro te in;

Hyd ro lase ; Pro te ase ; Re fe re nce  p ro te o me ; Se cre te d ; Se rine  p ro te ase ; Sig nal;

Zymo g e n

SRR12718 59 _TR34222_c0 _g 4_i1_le n=9 9 0 KCS10 _ARATH
Q:19 5-

740 ,H:345-549
6 4.8 8 %ID E:1e -8 4

3-ke to acyl-Co A synthase  10

{ECO:0 0 0 0 30 3|Pub Me d :18 46 519 8 }
. 0 ,0 49 -0 ,76 3 0 -2,0 8 5 0 ,718 -0 ,24 0 ,6 26 -0 ,29 7 0 ,241 -0 ,39 7 KCS10 _ARATH

3-ke to acyl-Co A synthase  10  (KCS-10 ) (EC 2.3.1.19 9 ) (Pro te in FIDDLEHEAD) (Ve ry lo ng -chain fatty acid

co nd e nsing  e nzyme  10 ) (VLCFA co nd e nsing  e nzyme  10 )
FDH EL4 KCS10  At2g 26 250  T1D16 .11

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Lip id  me tab o lism; fatty acid  b io synthe sis.

Acyltransfe rase ; Co mp le te  p ro te o me ; End o p lasmic re ticulum; Me mb rane ;

Re fe re nce  p ro te o me ; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR12718 59 _TR346 28 _c0 _g 3_i4_le n=10 73 NA NA NA NA NA PF0 556 4.9 ^Auxin_re p re sse d ^Do rmancy/auxin asso ciate d  p ro te in^7-8 5^E:6 .6 e -10 0 ,0 0 7 -0 ,6 1 0 -1,0 73 0 ,121 0 ,379 0 ,0 9 0 ,414 0 ,428 0 ,28 7 . . . . . .

SRR12718 59 _TR36 710 _c0 _g 1_i11_le n=179 9 NA NA NA NA NA . 0 ,49 3 -0 ,229 0 -1,546 0 ,28 7 -0 ,36 2 0 ,70 5 -0 ,136 0 ,0 39 -0 ,6 52 . . . . . .

SRR12718 59 _TR37559 _c0 _g 1_i6 _le n=120 5 HIS8 _ARATH
Q:10 6 0 -

254,H:19 7-46 5
8 6 .25%ID E:4e -16 9 Histid ino l d e hyd ro g e nase , chlo ro p lastic PF0 0 8 15.17^Histid ino l_d h^Histid ino l d e hyd ro g e nase ^1-236 ^E:3.4e -9 7 0 ,34 -0 ,558 0 -1,348 0 ,0 0 3 1,8 45 0 ,235 0 ,9 29 0 ,50 2 -2,146 HIS8 _ARATH Histid ino l d e hyd ro g e nase , chlo ro p lastic (HDH) (EC 1.1.1.23) (Pro te in HISTIDINE BIOSYNTHESIS 8 ) HISN8  HDH At5g 6 38 9 0  MGI19 .9

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-histid ine  b io synthe sis; L-histid ine  fro m

5-p ho sp ho -alp ha-D-rib o se  1-d ip ho sp hate : ste p  9 /9 .

Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ;

Histid ine  b io synthe sis; Me tal-b ind ing ; NAD; Oxid o re d uctase ; Plastid ; Re fe re nce

p ro te o me ; Transit p e p tid e ; Zinc

SRR12718 59 _TR40 225_c1_g 2_i2_le n=110 8 CPNB1_ARATH
Q:10 0 4-

50 7,H:435-6 0 0
9 2.77%ID E:3e -9 0 Chap e ro nin 6 0  sub unit b e ta 1, chlo ro p lastic . 0 ,0 6 4 -0 ,6 56 0 -1,0 0 1 0 ,0 0 5 1,59 4 0 ,0 0 2 1,754 0 ,214 -0 ,748 CPNB1_ARATH

Chap e ro nin 6 0  sub unit b e ta 1, chlo ro p lastic (CPN-6 0  b e ta 1) (6 0  kDa chap e ro nin sub unit b e ta 1)

(RuBisCO larg e  sub unit-b ind ing  p ro te in sub unit b e ta, chlo ro p lastic)

CPN6 0 B1 Cp n6 0 -B(3) LEN1 At1g 5549 0

T5A14.11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in

se q ue ncing ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Plastid ; Re fe re nce  p ro te o me ;

Transit p e p tid e

SRR12718 59 _TR43547_c0 _g 2_i1_le n=16 24 THI42_VITVI
Q:19 7-

1222,H:15-355
8 7.13%ID E:0

Thiamine  thiazo le  synthase  2, chlo ro p lastic

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 3158 }

PF0 19 46 .14^Thi4^Thi4 family^6 9 -30 2^E:1.1e -114`PF0 0 8 9 0 .21^FAD_b ind ing _2^FAD b ind ing  d o main^8 7-123^E:7.7e -

0 7`PF0 126 6 .21^DAO^FAD d e p e nd e nt o xid o re d uctase ^8 7-136 ^E:1e -0 7`PF13450 .3^NAD_b ind ing _8 ^NAD(P)-b ind ing  Ro ssmann-

like  d o main^9 0 -124^E:3.9 e -0 7

0 ,9 27 -0 ,0 22 0 -0 ,8 0 ,228 -1,144 0 ,352 -0 ,8 28 0 ,449 0 ,159 THI42_VITVI Thiamine  thiazo le  synthase  2, chlo ro p lastic (Thiazo le  b io synthe tic e nzyme  2) THI1-2 VIT_10 s0 116 g 0 0 530 Vitis vinife ra (Grap e )
Chlo ro p last; Co mp le te  p ro te o me ; Iro n; Me tal-b ind ing ; NAD; Plastid ; Re fe re nce

p ro te o me ; Thiamine  b io synthe sis; Transit p e p tid e

SRR12718 59 _TR43547_c0 _g 2_i2_le n=1737 THI42_VITVI
Q:19 7-

10 57,H:15-30 0
8 8 .5%ID E:0

Thiamine  thiazo le  synthase  2, chlo ro p lastic

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 3158 }

PF0 19 46 .14^Thi4^Thi4 family^6 9 -29 8 ^E:1.5e -111`PF0 0 8 9 0 .21^FAD_b ind ing _2^FAD b ind ing  d o main^8 7-123^E:6 .8 e -

0 7`PF0 126 6 .21^DAO^FAD d e p e nd e nt o xid o re d uctase ^8 7-136 ^E:9 e -0 8 `PF13450 .3^NAD_b ind ing _8 ^NAD(P)-b ind ing  Ro ssmann-

like  d o main^9 0 -124^E:3.3e -0 7

0 ,528 0 ,254 0 -1,0 75 1 -2,6 41 1 -1,452 0 ,25 -0 ,36 7 THI42_VITVI Thiamine  thiazo le  synthase  2, chlo ro p lastic (Thiazo le  b io synthe tic e nzyme  2) THI1-2 VIT_10 s0 116 g 0 0 530 Vitis vinife ra (Grap e )
Chlo ro p last; Co mp le te  p ro te o me ; Iro n; Me tal-b ind ing ; NAD; Plastid ; Re fe re nce

p ro te o me ; Thiamine  b io synthe sis; Transit p e p tid e

SRR12718 59 _TR4510 4_c0 _g 1_i2_le n=9 32 ALL10 _OLEEU
Q:518 -79 3,H:30 -

123
73.4%ID E:2e -40 Majo r p o lle n alle rg e n Ole  e  10 . 0 ,71 -0 ,136 0 -0 ,9 9 8 0 ,0 21 0 ,70 1 0 ,0 17 0 ,724 0 ,258 -0 ,8 9 7 ALL10 _OLEEU Majo r p o lle n alle rg e n Ole  e  10  (alle rg e n Ole  e  10 ) Ole a e uro p ae a (Co mmo n o live )

Alle rg e n; Cyto p lasmic ve sic le ; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ;

Pho sp ho p ro te in; Sig nal

SRR12718 59 _TR46 0 33_c0 _g 1_i1_le n=28 48 NA NA NA NA NA
PF1438 9 .3^Lzip p e r-MIP1^Le ucine -zip p e r o f te rnary co mp le x facto r MIP1^46 -126 ^E:6 .6 e -20 `PF0 478 4.11^DUF547^Pro te in o f

unkno wn functio n, DUF547^40 1-530 ^E:3.7e -33
0 ,578 -0 ,227 0 -1,8 5 0 ,129 -1,0 0 4 0 ,0 45 -1,415 0 ,352 -0 ,511 . . . . . .

SRR3420 17_TR9 19 _c2_g 1_i1_le n=1316 UGPI7_ARATH
Q:246 -

10 16 ,H:40 -277
45.59 %ID E:6 e -6 5 Uncharacte rize d  GPI-ancho re d  p ro te in At4g 28 10 0 . 0 ,6 48 -0 ,18 9 0 -3,39 4 1 -0 ,18 8 0 ,6 2 -0 ,737 0 ,30 4 -0 ,39 3 UGPI7_ARATH Uncharacte rize d  GPI-ancho re d  p ro te in At4g 28 10 0 At4g 28 10 0  T13J8 .210

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; GPI-ancho r; G lyco p ro te in; Lip o p ro te in;

Me mb rane ; Re fe re nce  p ro te o me ; Sig nal

SRR3420 17_TR9 75_c0 _g 1_i1_le n=18 8 2 STAD_RICCO
Q:1370 -19 5,H:1-

39 6
8 7.12%ID E:0 Ste aro yl-[acyl-carrie r-p ro te in] 9 -d e saturase , chlo ro p lastic PF0 340 5.11^FA_d e saturase _2^Fatty acid  d e saturase ^6 5-38 5^E:5.2e -16 1 0 ,0 9 -0 ,6 74 0 -1,411 0 ,337 -0 ,344 0 ,43 -0 ,30 6 1 -0 ,0 26 STAD_RICCO

Ste aro yl-[acyl-carrie r-p ro te in] 9 -d e saturase , chlo ro p lastic (Ste aro yl-ACP d e saturase ) (EC 1.14.19 .2)

(Acyl-[acyl-carrie r-p ro te in] d e saturase ) (De lta(9 ) ste aro yl-acyl carrie r p ro te in d e saturase )
Ricinus co mmunis (Casto r b e an) PATHWAY: Lip id  me tab o lism; fatty acid  me tab o lism.

3D-structure ; Chlo ro p last; Fatty acid  b io synthe sis; Fatty acid  me tab o lism; Iro n; Lip id

b io synthe sis; Lip id  me tab o lism; Me tal-b ind ing ; Oxid o re d uctase ; Plastid ; Transit

p e p tid e

SRR3420 17_TR1342_c0 _g 1_i1_le n=2150 NA NA NA NA NA . 0 ,79 8 -0 ,223 0 -2,6 11 1 1,18 9 1 1,30 6 0 ,8 47 0 ,10 4 . . . . . .

SRR3420 17_TR150 4_c0 _g 1_i1_le n=19 55 ILVH1_ARATH
Q:1520 -

30 3,H:74-477
77.34%ID E:0 Ace to lactate  synthase  small sub unit 1, chlo ro p lastic

PF0 18 42.22^ACT^ACT d o main^9 1-154^E:2.8 e -11`PF13710 .3^ACT_5^ACT d o main^10 0 -159 ^E:2.2e -

10 `PF10 36 9 .6 ^ALS_ss_C^Small sub unit o f ace to lactate  synthase ^170 -242^E:3e -27`PF0 18 42.22^ACT^ACT d o main^324-38 8 ^E:2e -

0 8 `PF13710 .3^ACT_5^ACT d o main^332-39 4^E:3.9 e -13`PF10 36 9 .6 ^ALS_ss_C^Small sub unit o f ace to lactate  synthase ^40 5-

477^E:2.7e -25

0 ,0 31 -0 ,741 0 ,0 0 1 -1,427 0 ,2 -0 ,6 9 3 0 ,2 -0 ,6 49 0 ,9 22 0 ,0 47 ILVH1_ARATH
Ace to lactate  synthase  small sub unit 1, chlo ro p lastic (Ace to hyd ro xy-acid  synthase  small sub unit)

(AHAS) (ALS) (Pro te in valine -to le rant 1)
VAT1 At5g 16 29 0  MQK4.1

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-iso le ucine  b io synthe sis; L-iso le ucine

fro m 2-o xo b utano ate : ste p  1/4.; PATHWAY: Amino -acid  b io synthe sis; L-valine

b io synthe sis; L-valine  fro m p yruvate : ste p  1/4.

Amino -acid  b io synthe sis; Branche d -chain amino  acid  b io synthe sis; Chlo ro p last;

Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Re p e at; Transit p e p tid e

SRR3420 17_TR1716 _c1_g 6 _i1_le n=1241 NA NA NA NA NA . 0 ,8 6 2 -0 ,0 9 3 0 ,0 0 1 -1,6 26 0 ,70 8 -0 ,19 7 0 ,78 1 -0 ,13 0 ,6 22 0 ,22 . . . . . .

SRR3420 17_TR26 0 6 _c2_g 1_i1_le n=10 23 NA NA NA NA NA PF0 6 549 .9 ^DUF1118 ^Pro te in o f unkno wn functio n (DUF1118 )^76 -19 0 ^E:1.8 e -49 0 ,9 8 3 -0 ,0 1 0 ,0 0 1 -0 ,8 13 0 ,0 0 7 -0 ,6 11 0 ,0 0 9 -0 ,59 5 0 ,79 1 0 ,0 6 5 . . . . . .

SRR3420 17_TR3133_c0 _g 3_i1_le n=9 78 NA NA NA NA NA PF0 0 30 1.17^Rub re d o xin^Rub re d o xin^73-10 7^E:2e -0 5 0 ,22 -0 ,39 0 -2,0 6 5 0 ,0 0 1 -0 ,9 38 0 ,0 34 -0 ,6 0 4 0 ,0 14 -0 ,739 . . . . . .



SRR3420 17_TR46 29 _c0 _g 1_i2_le n=1340 PPD5_ARATH
Q:10 52-

29 1,H:35-29 7
6 8 .9 4%ID E:2e -122 Psb P d o main-co ntaining  p ro te in 5, chlo ro p lastic PF0 178 9 .13^Psb P^Psb P^175-278 ^E:8 .7e -12 0 ,20 4 -0 ,431 0 -1,30 7 0 ,0 8 6 -0 ,9 8 0 ,0 8 6 -1,0 0 6 0 ,446 0 ,335 PPD5_ARATH

Psb P d o main-co ntaining  p ro te in 5, chlo ro p lastic (OEC23-like  p ro te in 6 ) (Psb P-re late d  thylako id

lume nal p ro te in 4) (Thylako id  lume nal 35.8  kDa p ro te in)
PPD5 At5g 11450  F15N18 .40

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Plastid ; Re fe re nce

p ro te o me ; Thylako id ; Transit p e p tid e

SRR3420 17_TR5172_c0 _g 1_i3_le n=10 21 NA NA NA NA NA . 0 ,339 0 ,29 5 0 -1,8 1 0 ,50 9 0 ,313 0 ,318 -0 ,46 8 0 ,0 57 0 ,6 0 2 . . . . . .

SRR3420 17_TR6 6 74_c1_g 1_i1_le n=743 EPFL9 _ARATH
Q:46 8 -238 ,H:25-

10 2
6 4.56 %ID E:8 e -27

EPIDERMAL PATTERNING FACTOR-like  p ro te in 9

{ECO:0 0 0 0 30 3|Pub Me d :19 435754}
PF16 8 51.2^Sto mag e n^Sto mag e n^70 -118 ^E:3.8 e -31 0 ,276 -0 ,326 0 -1,59 4 0 ,29 7 -0 ,323 1 -0 ,0 1 0 ,40 3 -0 ,26 1 EPFL9 _ARATH EPIDERMAL PATTERNING FACTOR-like  p ro te in 9  (EPF-like  p ro te in 9 ) [Cle ave d  into : Sto mag e n]

EPFL9  STOMAGEN At4g 129 70

F25G13.6 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Ap o p last; Co mp le te  p ro te o me ; De ve lo p me ntal p ro te in; Dire ct p ro te in

se q ue ncing ; Disulfid e  b o nd ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 17_TR70 22_c0 _g 3_i3_le n=521 NA NA NA NA NA . 0 ,0 26 1,8 77 0 -7,8 6 1 0 1 2,8 43 0 ,212 -0 ,6 0 1 . . . . . .

SRR3420 17_TR79 8 8 _c6 _g 1_i2_le n=56 2 IF2C_ARATH
Q:19 2-

518 ,H:9 0 7-10 15
71.56 %ID E:2e -41 Translatio n initiatio n facto r IF-2, chlo ro p lastic . 0 ,132 -0 ,8 39 0 -2,213 0 ,0 14 -0 ,9 43 0 ,0 0 3 -1,16 9 0 ,134 -0 ,50 3 IF2C_ARATH Translatio n initiatio n facto r IF-2, chlo ro p lastic At1g 17220  F20 D23.8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; GTP-b ind ing ; Initiatio n facto r; Nucle o tid e -b ind ing ;

Plastid ; Pro te in b io synthe sis; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 17_TR8 359 _c0 _g 3_i1_le n=76 4 NA NA NA NA NA . 0 ,6 2 -0 ,6 54 0 ,0 0 1 -2,6 9 9 0 ,44 -0 ,9 27 0 ,28 2 -1,0 8 0 ,472 -0 ,8 13 . . . . . .

SRR3420 17_TR9 9 48 _c0 _g 9 _i2_le n=547 UCRIB_TOBAC
Q:2-226 ,H:156 -

228
9 2%ID E:4e -42

Cyto chro me  b 6 -f co mp le x iro n-sulfur sub unit 2,

chlo ro p lastic
. 0 ,18 7 0 ,6 0 6 0 ,0 0 1 -1,0 54 0 ,8 49 0 ,0 8 8 0 ,36 8 0 ,29 3 0 ,0 18 -0 ,549 UCRIB_TOBAC

Cyto chro me  b 6 -f co mp le x iro n-sulfur sub unit 2, chlo ro p lastic (EC 1.10 .9 .1)

(Plasto hyd ro q uino ne :p lasto cyanin o xid o re d uctase  iro n-sulfur p ro te in 2) (Rie ske  iro n-sulfur p ro te in 2)

(ISP 2) (RISP 2)

p e tC2
Nico tiana tab acum (Co mmo n

to b acco )

2Fe -2S; Chlo ro p last; Disulfid e  b o nd ; Ele ctro n transp o rt; Iro n; Iro n-sulfur; Me mb rane ;

Me tal-b ind ing ; Oxid o re d uctase ; Plastid ; Thylako id ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR3420 17_TR10 20 7_c0 _g 1_i1_le n=178 3 CCD32_ARATH
Q:757-

16 6 2,H:71-36 7
50 .48 %ID E:2e -9 6 Cyclin-D3-2

PF0 0 134.20 ^Cyclin_N^Cyclin, N-te rminal d o main^9 6 -20 1^E:2.2e -27`PF0 29 8 4.16 ^Cyclin_C^Cyclin, C-te rminal d o main^20 3-

312^E:5.2e -23
0 ,0 0 3 -0 ,9 6 2 0 -3,58 2 0 ,138 -0 ,8 9 0 ,0 35 -1,39 7 0 ,438 -0 ,275 CCD32_ARATH Cyclin-D3-2 (G1/S-sp e cific  cyclin-D3-2) (CycD3;2) CYCD3-2 At5g 6 726 0  K3G17.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Ce ll cycle ; Ce ll d ivis io n; Co mp le te  p ro te o me ; Cyclin; Re fe re nce  p ro te o me

SRR3420 17_TR10 435_c0 _g 3_i2_le n=1330 Y18 16 _ARATH
Q:550 -

10 32,H:57-221
36 .9 7%ID E:4e -31 Uncharacte rize d  p ro te in At1g 0 8 16 0 PF0 316 8 .10 ^LEA_2^Late  e mb ryo g e ne sis ab und ant p ro te in^10 5-20 3^E:5.3e -15 0 ,6 18 -0 ,30 7 0 -2,14 0 ,0 23 -1,70 2 0 ,0 0 4 -2,57 1 -0 ,0 6 4 Y18 16 _ARATH Uncharacte rize d  p ro te in At1g 0 8 16 0 At1g 0 8 16 0  T23G18 .2 T6 D22.24

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix

SRR3420 17_TR10 755_c0 _g 5_i2_le n=8 74 NA NA NA NA NA . 0 ,6 54 0 ,16 2 0 ,0 0 1 -1,141 0 ,18 0 ,76 5 0 ,0 8 6 0 ,9 27 1 -0 ,0 24 . . . . . .

SRR3420 17_TR11246 _c0 _g 2_i1_le n=16 8 8 TBB8 _ARATH
Q:3-119 9 ,H:28 -

426
9 9 .5%ID E:0 Tub ulin b e ta-8  chain

PF0 0 0 9 1.22^Tub ulin^Tub ulin/FtsZ family, GTPase  d o main^2-18 4^E:1.4e -55`PF0 39 53.14^Tub ulin_C^Tub ulin C-te rminal

d o main^234-354^E:6 .4e -41
0 ,26 8 -0 ,417 0 -1,324 0 ,8 49 0 ,117 0 ,6 42 0 ,234 0 ,0 28 -0 ,721 TBB8 _ARATH Tub ulin b e ta-8  chain (Be ta-8 -tub ulin) TUBB8  TUB8  At5g 238 6 0  MRO11.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; Cyto ske le to n; GTP-b ind ing ; Micro tub ule ;

Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me

SRR3420 17_TR1130 3_c0 _g 1_i2_le n=1532 NA NA NA NA NA . 0 ,49 7 -0 ,159 0 -1,558 0 ,157 -0 ,353 0 ,8 53 -0 ,0 5 0 ,0 57 -0 ,6 0 9 . . . . . .

SRR3420 17_TR11456 _c1_g 2_i1_le n=376 NA NA NA NA NA . 0 ,10 8 -0 ,6 9 7 0 -2,0 18 0 ,356 1,0 6 9 0 ,0 42 1,8 27 0 ,0 2 -1,15 . . . . . .

SRR3420 17_TR1148 6 _c0 _g 1_i1_le n=2734 ICE1_ARATH
Q:9 6 9 -

18 6 2,H:212-46 7
6 0 .4%ID E:3e -8 6 Transcrip tio n facto r ICE1 PF0 0 0 10 .23^HLH^He lix-lo o p -he lix DNA-b ind ing  d o main^39 2-435^E:3.4e -0 9 0 ,116 -0 ,514 0 ,0 0 1 -1,546 0 ,428 -0 ,39 8 0 ,745 -0 ,18 7 0 ,9 -0 ,0 6 3 ICE1_ARATH

Transcrip tio n facto r ICE1 (Basic he lix-lo o p -he lix p ro te in 116 ) (Atb HLH116 ) (b HLH 116 ) (Ind uce r o f

CBF e xp re ssio n 1) (Transcrip tio n facto r EN 45) (Transcrip tio n facto r SCREAM) (b HLH transcrip tio n

facto r b HLH116 )

SCRM BHLH116  EN45 ICE1 At3g 26 744

MDJ14.1 MLJ15.14

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Activato r; Alte rnative  sp lic ing ; Co ile d  co il; Co mp le te  p ro te o me ; DNA-b ind ing ;

De ve lo p me ntal p ro te in; Iso p e p tid e  b o nd ; Nucle us; Re fe re nce  p ro te o me ; Stre ss

re sp o nse ; Transcrip tio n; Transcrip tio n re g ulatio n; Ub l co njug atio n

SRR3420 17_TR120 47_c0 _g 1_i1_le n=20 75 APR1_ARATH
Q:18 0 9 -

49 6 ,H:29 -46 5
75.74%ID E:0 5' -ad e nylylsulfate  re d uctase  1, chlo ro p lastic

PF0 150 7.16 ^PAPS_re d uct^Pho sp ho ad e no sine  p ho sp ho sulfate  re d uctase  family^115-29 5^E:6 .8 e -

43`PF0 0 0 8 5.17^Thio re d o xin^Thio re d o xin^36 9 -46 1^E:1.5e -11
0 ,10 1 -0 ,55 0 -2,46 4 0 ,0 0 2 -0 ,718 0 ,0 8 9 -0 ,39 6 0 ,56 3 0 ,151 APR1_ARATH

5'-ad e nylylsulfate  re d uctase  1, chlo ro p lastic (EC 1.8 .4.9 ) (3' -p ho sp ho ad e no sine -5' -p ho sp ho sulfate

re d uctase  ho mo lo g  19 ) (PAPS re d uctase  ho mo lo g  19 ) (Prh-19 ) (Ad e no sine  5' -p ho sp ho sulfate  5' -

ad e nylylsulfate  sulfo transfe rase  1) (APS sulfo transfe rase  1) (Thio re d o xin-ind e p e nd e nt APS re d uctase

1)

APR1 PRH19  At4g 0 46 10  F4H6 .13
Arab id o p sis thaliana (Mo use -e ar

cre ss)

4Fe -4S; Amino -acid  b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; Cyste ine

b io synthe sis; Disulfid e  b o nd ; Iro n; Iro n-sulfur; Me tal-b ind ing ; Oxid o re d uctase ;

Plastid ; Re d o x-active  ce nte r; Re fe re nce  p ro te o me ; Stre ss re sp o nse ; Transit

p e p tid e

SRR3420 17_TR1219 7_c1_g 2_i1_le n=9 6 9 NA NA NA NA NA PF0 8 8 47.8 ^DUF18 17^Do main o f unkno wn functio n (DUF18 17)^118 -272^E:2.6 e -59 0 ,30 8 -0 ,45 0 -1,78 6 0 ,8 4 -0 ,19 1 1 0 ,18 2 0 ,341 0 ,40 1 . . . . . .

SRR3420 17_TR126 0 6 _c0 _g 1_i2_le n=10 0 5 NA NA NA NA NA . 0 ,0 6 8 -1,245 0 -6 ,6 24 0 ,0 76 -3,323 0 ,0 17 -3,732 0 ,8 74 0 ,20 5 . . . . . .

SRR3420 17_TR130 28 _c0 _g 2_i1_le n=20 0 2 XTH_TOBAC
Q:1150 -26 0 ,H:1-

29 5
75.76 %ID E:3e -16 9

Pro b ab le  xylo g lucan e nd o transg luco sylase /hyd ro lase

p ro te in

PF0 0 722.18 ^Glyco _hyd ro _16 ^Glyco syl hyd ro lase s family 16 ^35-215^E:2.6 e -6 0 `PF0 6 9 55.9 ^XET_C^Xylo g lucan e nd o -

transg lyco sylase  (XET) C-te rminus^244-29 1^E:8 .9 e -17
0 ,0 9 5 -0 ,70 9 0 ,0 0 1 -2,16 9 0 ,29 9 1,444 1 0 ,558 0 ,777 -0 ,124 XTH_TOBAC Pro b ab le  xylo g lucan e nd o transg luco sylase /hyd ro lase  p ro te in (EC 2.4.1.20 7) XTH EXGT

Nico tiana tab acum (Co mmo n

to b acco )

Ap o p last; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Disulfid e  b o nd ; G lyco p ro te in;

G lyco sid ase ; Hyd ro lase ; Se cre te d ; Sig nal; Transfe rase

SRR3420 17_TR1346 1_c0 _g 2_i1_le n=120 7 NA NA NA NA NA PF0 220 1.15^SWIB^SWIB/MDM2 d o main^133-20 6 ^E:9 .6 e -29 0 ,0 0 2 -0 ,78 0 -1,59 8 0 ,736 -0 ,148 0 ,752 0 ,146 0 ,17 -0 ,347 . . . . . .

SRR3420 17_TR148 59 _c2_g 2_i1_le n=19 16 S17P_SPIOL
Q:18 11-6 45,H:1-

38 7
8 1.6 3%ID E:0 Se d o he p tulo se -1,7-b isp ho sp hatase , chlo ro p lastic PF0 0 316 .17^FBPase ^Fructo se -1-6 -b isp ho sp hatase , N-te rminal d o main^10 4-28 0 ^E:8 .3e -58 0 ,9 15 -0 ,0 32 0 ,0 0 1 -0 ,79 8 0 ,0 0 2 -0 ,6 77 0 ,0 37 -0 ,442 0 ,6 11 0 ,115 S17P_SPIOL

Se d o he p tulo se -1,7-b isp ho sp hatase , chlo ro p lastic (EC 3.1.3.37) (SED(1,7)P2ase ) (Se d o he p tulo se

b isp ho sp hatase ) (SBPase )
Sp inacia o le race a (Sp inach) PATHWAY: Carb o hyd rate  b io synthe sis; Calvin cycle .

Calvin cycle ; Carb o hyd rate  me tab o lism; Chlo ro p last; Disulfid e  b o nd ; Hyd ro lase ;

Mag ne sium; Me tal-b ind ing ; Plastid ; Transit p e p tid e

SRR3420 17_TR15341_c2_g 8 _i5_le n=1275 C72A1_CATRO
Q:1274-

8 43,H:38 0 -523
9 9 .31%ID E:1e -9 4 Se co lo g anin synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^1-118 ^E:2.9 e -39 1 0 ,221 0 -3,79 8 1 -0 ,49 1 -1,15 0 ,8 0 2 0 ,126 C72A1_CATRO Se co lo g anin synthase  (SLS) (EC 1.3.3.9 ) (CYPLXXII) (Cyto chro me  P450  72A1) CYP72A1 CYP72 P450 CR3

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Alkalo id  b io synthe sis; se co lo g anin b io synthe sis.

Alkalo id  me tab o lism; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP;

Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix; Vacuo le

SRR3420 17_TR16 38 8 _c0 _g 1_i2_le n=8 47 PSAG_ARATH
Q:19 1-6 13,H:27-

16 0
72.34%ID E:7e -6 7 Pho to syste m I re actio n ce nte r sub unit V, chlo ro p lastic PF0 1241.15^PSI_PSAK^Pho to syste m I p saG / p saK^53-144^E:2.5e -26 0 ,28 8 0 ,251 0 -1,58 0 ,0 4 -0 ,453 0 ,232 -0 ,26 1 0 1,0 27 PSAG_ARATH Pho to syste m I re actio n ce nte r sub unit V, chlo ro p lastic (PSI-G)

PSAG At1g 556 70  F20 N2.21 F20 N2.33

F20 N2_3

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Pho to synthe sis; Pho to syste m I;

Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix

SRR3420 17_TR176 40 _c0 _g 2_i1_le n=718 NA NA NA NA NA . 0 ,142 -0 ,8 51 0 -6 ,6 9 0 ,6 29 -1,321 1 -0 ,9 78 0 ,452 -0 ,58 7 . . . . . .

SRR3420 17_TR18 20 0 _c0 _g 1_i1_le n=18 52 CB22_TOBAC
Q:10 79 -28 5,H:1-

26 5
9 3.9 6 %ID E:1e -179 Chlo ro p hyll a-b  b ind ing  p ro te in 21, chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^6 5-231^E:1.6 e -50 0 ,0 34 -0 ,771 0 -2,14 0 ,255 -0 ,443 0 ,0 0 3 -1,238 0 ,36 9 0 ,349 CB22_TOBAC Chlo ro p hyll a-b  b ind ing  p ro te in 21, chlo ro p lastic (LHCII typ e  I CAB-21) (LHCP) CAB21

Nico tiana tab acum (Co mmo n

to b acco )

Ace tylatio n; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Mag ne sium; Me mb rane ; Me tal-

b ind ing ; Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ;

Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR3420 17_TR18 577_c0 _g 2_i20 _le n=19 72 FKB6 5_ARATH
Q:140 -

176 2,H:40 -558
49 .37%ID E:9 e -176 Pe p tid yl-p ro lyl c is-trans iso me rase  FKBP6 5 PF0 0 254.25^FKBP_C^FKBP-typ e  p e p tid yl-p ro lyl c is-trans iso me rase ^6 8 -157^E:1.7e -31 0 ,318 -0 ,456 0 -2,9 38 1 0 ,15 1 -0 ,0 6 3 0 ,9 3 -0 ,0 57 FKB6 5_ARATH

Pe p tid yl-p ro lyl c is-trans iso me rase  FKBP6 5 (PPIase  FKBP6 5) (EC 5.2.1.8 ) (70  kDa p e p tid yl-p ro lyl

iso me rase ) (FK50 6 -b ind ing  p ro te in 6 5) (AtFKBP6 5) (Immuno p hilin FKBP6 5) (Pe p tid yl-p ro lyl

iso me rase  ROF2) (Pro te in ROTAMASE FKBP 2) (Ro tamase )

FKBP6 5 ROF2 At5g 48 570  K15N18 .12
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Calmo d ulin-b ind ing ; Chap e ro ne ; Co mp le te  p ro te o me ; Cyto p lasm;

Iso me rase ; Nucle us; Re fe re nce  p ro te o me ; Re p e at; TPR re p e at

SRR3420 17_TR18 6 32_c0 _g 4_i1_le n=539 MAN5_ARATH
Q:455-

16 5,H:337-431
55.6 7%ID E:9 e -30 Mannan e nd o -1,4-b e ta-manno sid ase  5 . 1 0 0 -7,414 1 0 1 0 1 0 MAN5_ARATH

Mannan e nd o -1,4-b e ta-manno sid ase  5 (EC 3.2.1.78 ) (Be ta-mannanase  5) (End o -b e ta-1,4-mannanase  5)

(AtMAN5)
MAN5 At4g 28 320  F26 K10 .20 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ; Re fe re nce  p ro te o me ;

Se cre te d ; Sig nal

SRR3420 17_TR19 0 31_c4_g 5_i1_le n=9 6 3 NA NA NA NA NA . 0 ,326 -0 ,53 0 -1,76 2 1 0 ,0 43 0 ,76 3 0 ,216 1 -0 ,16 7 . . . . . .

SRR3420 17_TR19 16 3_c0 _g 3_i2_le n=1129 APA1_ARATH
Q:1126 -

50 ,H:121-48 1
6 5.1%ID E:2e -175 Asp artic p ro te inase  A1

PF0 0 0 26 .20 ^Asp ^Eukaryo tic asp artyl p ro te ase ^3-356 ^E:8 .9 e -9 0 `PF0 348 9 .14^Sap B_2^Sap o sin-like  typ e  B, re g io n 2^19 7-

229 ^E:8 .4e -13`PF0 518 4.12^Sap B_1^Sap o sin-like  typ e  B, re g io n 1^259 -29 5^E:1.5e -12
1 0 0 -7,111 1 0 1 0 1 0 ,6 APA1_ARATH Asp artic p ro te inase  A1 (EC 3.4.23.-) APA1 PRA1 At1g 119 10  F12F1.24

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Asp artyl p ro te ase ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ;

Pro te ase ; Re fe re nce  p ro te o me ; Re p e at; Sig nal; Vacuo le ; Zymo g e n

SRR3420 17_TR19 173_c0 _g 1_i1_le n=16 74 ROC4_NICSY
Q:246 -1253,H:1-

312
59 .8 2%ID E:6 e -9 6 31 kDa rib o nucle o p ro te in, chlo ro p lastic

PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^16 2-231^E:1.3e -20 `PF0 0 0 76 .19 ^RRM_1^RNA

re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^256 -326 ^E:3.3e -22
0 ,0 32 -0 ,478 0 -0 ,78 4 0 ,755 -0 ,0 8 3 0 ,29 2 0 ,26 2 0 ,9 4 -0 ,0 19 ROC4_NICSY 31 kDa rib o nucle o p ro te in, chlo ro p lastic

Nico tiana sylve stris (Wo o d

to b acco ) (So uth Ame rican to b acco )

Chlo ro p last; Dire ct p ro te in se q ue ncing ; Plastid ; RNA-b ind ing ; Re p e at;

Rib o nucle o p ro te in; Transit p e p tid e ; mRNA p ro ce ssing

SRR3420 17_TR19 20 1_c0 _g 1_i1_le n=10 8 2 ATPX_SPIOL
Q:725-28 8 ,H:77-

222
8 0 .8 2%ID E:2e -6 3 ATP synthase  sub unit b ' , chlo ro p lastic

PF0 0 430 .15^ATP-synt_B^ATP synthase  B/B'  CF(0 )^9 2-220 ^E:1.7e -14`PF0 1442.15^Ap o lip o p ro te in^Ap o lip o p ro te in A1/A4/E

d o main^123-16 4^E:20 `PF0 1442.15^Ap o lip o p ro te in^Ap o lip o p ro te in A1/A4/E d o main^129 -218 ^E:0 .13
1 0 0 -2,431 0 ,252 -0 ,535 0 ,438 -0 ,36 5 1 0 ATPX_SPIOL ATP synthase  sub unit b ' , chlo ro p lastic (ATP synthase  F(0 ) se cto r sub unit b ' ) (ATPase  sub unit II) ATPG Sp inacia o le race a (Sp inach)

ATP-b ind ing ; CF(0 ); Chlo ro p last; Dire ct p ro te in se q ue ncing ; Hyd ro g e n io n transp o rt;

Io n transp o rt; Me mb rane ; Nucle o tid e -b ind ing ; Plastid ; Thylako id ; Transit p e p tid e ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 17_TR19 6 21_c2_g 1_i3_le n=18 8 3 AMI1_ARATH
Q:218 -1546 ,H:1-

421
6 0 .9 4%ID E:2e -16 2 Amid ase  1 PF0 1425.18 ^Amid ase ^Amid ase ^9 -6 2^E:1.2e -19 `PF0 1425.18 ^Amid ase ^Amid ase ^210 -29 6 ^E:1.2e -0 5 0 ,50 5 0 ,457 0 -2,49 9 0 ,56 -0 ,6 37 0 ,0 17 -5,78 7 0 ,419 -0 ,377 AMI1_ARATH Amid ase  1 (AtAMI1) (EC 3.5.1.4) (Translo co n at the  o ute r me mb rane  o f chlo ro p lasts 6 4-I) (AtTOC6 4-I) AMI1 TOC6 4-I At1g 0 8 9 8 0  F7G19 .15

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Auxin b io synthe sis; Co mp le te  p ro te o me ; Cyto p lasm; Hyd ro lase ;

Re fe re nce  p ro te o me

SRR3420 17_TR19 6 6 4_c0 _g 1_i1_le n=2119 CXE17_ARATH
Q:16 9 8 -

76 6 ,H:28 -339
35.19 %ID E:6 e -57 Pro b ab le  carb o xyle ste rase  17

PF10 340 .6 ^DUF2424^Pro te in o f unkno wn functio n (DUF2424)^31-20 0 ^E:1.8 e -0 7`PF0 0 135.25^COe ste rase ^Carb o xyle ste rase

family^58 -16 5^E:1.5e -0 6 `PF0 78 59 .10 ^Ab hyd ro lase _3^alp ha/b e ta hyd ro lase  fo ld ^71-28 9 ^E:3.4e -48
0 ,558 -0 ,224 0 ,0 0 1 -1,18 4 1 0 ,40 9 1 0 ,56 3 0 ,9 18 -0 ,0 9 3 CXE17_ARATH Pro b ab le  carb o xyle ste rase  17 (AtCXE17) (EC 3.1.1.1) CXE17 At5g 16 0 8 0  F1N13.220

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Hyd ro lase ; Re fe re nce  p ro te o me ; Se rine  e ste rase

SRR3420 17_TR20 10 2_c2_g 4_i1_le n=752 PER42_ARATH
Q:7-330 ,H:223-

330
8 7.0 4%ID E:7e -6 0 Pe ro xid ase  42 PF0 0 141.20 ^p e ro xid ase ^Pe ro xid ase ^18 -71^E:1.4e -0 9 0 ,26 1 0 ,39 1 0 -4,343 0 ,0 8 6 0 ,9 6 5 0 ,56 4 -0 ,522 0 ,0 9 9 0 ,36 3 PER42_ARATH Pe ro xid ase  42 (Atp e ro x P42) (EC 1.11.1.7) (ATP1a/ATP1b ) (PRXR1)

PER42 P42 At4g 219 6 0  F1N20 .3

T8 O5.170

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Bio lo g ical rhythms; Calc ium; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in;

He me ; Hyd ro g e n p e ro xid e ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Pe ro xid ase ;

Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 17_TR20 58 6 _c0 _g 4_i1_le n=10 31 PMA1_NICPL
Q:10 31-

29 1,H:711-9 57
9 2.31%ID E:4e -128 Plasma me mb rane  ATPase  1 . 0 ,747 -0 ,10 4 0 -1,346 0 ,6 51 -0 ,17 0 ,126 -0 ,50 7 0 ,0 34 -0 ,58 2 PMA1_NICPL Plasma me mb rane  ATPase  1 (EC 3.6 .3.6 ) (Pro to n p ump  1) PMA1

Nico tiana p lumb ag inifo lia

(Le ad wo rt-le ave d  to b acco ) (Te x-

Me x to b acco )

ATP-b ind ing ; Ce ll me mb rane ; Hyd ro g e n io n transp o rt; Hyd ro lase ; Io n transp o rt;

Mag ne sium; Me mb rane ; Me tal-b ind ing ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 17_TR20 775_c0 _g 1_i1_le n=58 8 TLP14_ORYSJ
Q:538 -

29 3,H:36 5-445
79 .27%ID E:1e -33 Tub b y-like  F-b o x p ro te in 14 . 1 0 0 -8 ,16 1 0 ,0 34 -5,56 5 0 ,0 34 -5,56 5 1 0 TLP14_ORYSJ Tub b y-like  F-b o x p ro te in 14 (OsTLP14) (Tub b y-like  F-b o x p ro te in 4) (OsTLP4)

TULP14 TULP4 Os12g 0 16 340 0

LOC_Os12g 0 6 6 30  OsJ_0 339 54
Oryza sativa sub sp . jap o nica (Rice ) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 17_TR21338 _c0 _g 1_i1_le n=550 NA NA NA NA NA . 0 ,9 51 -0 ,0 34 0 -1,39 8 0 ,79 3 -0 ,0 9 8 0 ,6 4 -0 ,18 2 0 ,0 27 -0 ,6 6 5 . . . . . .

SRR3420 17_TR21756 _c0 _g 1_i5_le n=1453 NA NA NA NA NA . 0 ,58 7 -0 ,26 8 0 -1,6 75 0 ,0 79 -1,0 73 0 ,0 0 4 -1,9 6 6 0 ,70 8 -0 ,18 2 . . . . . .

SRR3420 17_TR220 56 _c0 _g 1_i3_le n=48 4 NA NA NA NA NA . 0 ,253 -0 ,36 7 0 -1,479 0 ,6 27 -0 ,16 6 0 ,9 54 0 ,0 46 0 ,311 -0 ,39 6 . . . . . .

SRR3420 17_TR250 20 _c2_g 3_i1_le n=76 3 NA NA NA NA NA . 0 ,126 -0 ,375 0 -1,9 23 0 ,239 -1,273 0 ,239 -1,45 0 ,3 0 ,238 . . . . . .

SRR3420 17_TR25222_c0 _g 2_i1_le n=129 9 NA NA NA NA NA PF0 49 49 .10 ^Transcrip _act^Transcrip tio nal activato r^23-170 ^E:1.6 e -74 0 ,548 0 ,227 0 -1,474 0 ,6 35 0 ,354 0 ,8 7 0 ,258 0 1,0 31 . . . . . .

SRR3420 17_TR258 9 2_c2_g 4_i6 _le n=48 8 9 POLX_TOBAC

Q:48 8 8 -

348 2,H:8 58 -

1323

55.6 5%ID E:1e -150
Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-

9 4

PF14223.3^Re tro tran_g ag _2^g ag -p o lyp e p tid e  o f LTR co p ia-typ e ^59 -18 7^E:7e -34`PF0 0 0 9 8 .20 ^zf-CCHC^Zinc knuckle ^227-

242^E:0 .0 0 0 34`PF139 76 .3^g ag _p re -inte g rs^GAG-p re -inte g rase  d o main^39 7-46 4^E:1.3e -14`PF0 0 6 6 5.23^rve ^Inte g rase  co re

d o main^48 0 -59 4^E:2.5e -26

0 4,536 0 -1,50 3 0 1,9 41 0 1,8 6 9 0 3,153 POLX_TOBAC
Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-9 4 [Includ e s: Pro te ase  (EC 3.4.23.-);

Re ve rse  transcrip tase  (EC 2.7.7.49 ); End o nucle ase ]

Nico tiana tab acum (Co mmo n

to b acco )

Asp artyl p ro te ase ; End o nucle ase ; Hyd ro lase ; Me tal-b ind ing ; Nucle ase ;

Nucle o tid yltransfe rase ; Pro te ase ; RNA-d ire cte d  DNA p o lyme rase ; Transfe rase ;

Transp o sab le  e le me nt; Zinc; Zinc-fing e r

SRR3420 17_TR26 233_c2_g 8 _i2_le n=1347 GTOMC_ORYSJ
Q:16 9 -

10 17,H:75-357
44.0 1%ID E:6 e -8 3 Pro b ab le  to co p he ro l O-me thyltransfe rase , chlo ro p lastic

PF1348 9 .3^Me thyltransf_23^Me thyltransfe rase  d o main^49 -173^E:2.1e -14`PF0 120 9 .15^Ub ie _me thyltran^ub iE/COQ5

me thyltransfe rase  family^6 4-178 ^E:1.9 e -10 `PF138 47.3^Me thyltransf_31^Me thyltransfe rase  d o main^6 8 -174^E:1.6 e -

17`PF0 2353.17^CMAS^Myco lic acid  cyclo p ro p ane  synthe tase ^6 9 -16 7^E:1.5e -14`PF0 9 445.7^Me thyltransf_15^RNA cap  g uanine -

N2 me thyltransfe rase ^70 -130 ^E:2.4e -0 5`PF0 70 21.9 ^Me tW^Me thio nine  b io synthe sis p ro te in Me tW^70 -16 3^E:5.1e -

0 5`PF0 8 241.9 ^Me thyltransf_11^Me thyltransfe rase  d o main^72-170 ^E:3.8 e -21`PF136 49 .3^Me thyltransf_25^Me thyltransfe rase

d o main^72-16 5^E:5.2e -19 `PF0 8 242.9 ^Me thyltransf_12^Me thyltransfe rase  d o main^72-16 6 ^E:1.2e -12

0 ,0 29 0 ,473 0 -0 ,9 6 4 1 -0 ,0 0 6 0 ,0 0 2 -0 ,742 0 ,0 43 0 ,438 GTOMC_ORYSJ
Pro b ab le  to co p he ro l O-me thyltransfe rase , chlo ro p lastic (EC 2.1.1.9 5) (Gamma-to co p he ro l

me thyltransfe rase ) (Vitamin E p athway g e ne  4 p ro te in)

VTE4 G-TMT TMT Os0 2g 0 70 16 0 0

LOC_Os0 2g 47310  OJ1111_E0 7.25
Oryza sativa sub sp . jap o nica (Rice ) PATHWAY: Co facto r b io synthe sis; to co p he ro l b io synthe sis.

Chlo ro p last; Co mp le te  p ro te o me ; Me thyltransfe rase ; Plastid ; Re fe re nce  p ro te o me ;

S-ad e no syl-L-me thio nine ; Transfe rase ; Transit p e p tid e

SRR3420 17_TR26 436 _c1_g 4_i10 _le n=3559 NHLC2_BOVIN
Q:1359 -

320 3,H:32-70 8
35.79 %ID E:3e -112 NHL re p e at-co ntaining  p ro te in 2

PF0 0 70 2.23^Hyd ro lase ^halo acid  d e halo g e nase -like  hyd ro lase ^8 9 -26 7^E:1.4e -15`PF13419 .3^HAD_2^Halo acid  d e halo g e nase -

like  hyd ro lase ^9 1-274^E:5.9 e -28 `PF13242.3^Hyd ro lase _like ^HAD-hyro lase -like ^231-29 5^E:2.5e -0 5`PF0 1436 .18 ^NHL^NHL

re p e at^6 25-6 52^E:4.2e -0 7

0 ,18 -0 ,8 16 0 ,0 0 1 -1,79 9 1 -0 ,26 4 0 ,8 22 0 ,238 0 ,472 -0 ,311 NHLC2_BOVIN NHL re p e at-co ntaining  p ro te in 2 NHLRC2 Bo s taurus (Bo vine ) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Re p e at

SRR3420 17_TR27170 _c0 _g 1_i1_le n=70 9 NA NA NA NA NA PF0 0 6 8 5.24^Sulfo transfe r_1^Sulfo transfe rase  d o main^3-6 9 ^E:2.2e -0 8 0 ,544 -0 ,20 5 0 -2,39 9 0 ,0 3 -1,0 58 0 ,0 12 -1,243 0 ,39 5 -0 ,59 5 . . . . . .

SRR3420 17_TR27230 _c0 _g 1_i1_le n=711 NA NA NA NA NA . 0 ,159 -0 ,45 0 -4,132 0 ,16 3 -0 ,6 59 0 ,0 0 7 -1,50 4 0 ,76 -0 ,0 9 8 . . . . . .

SRR3420 17_TR276 10 _c0 _g 1_i11_le n=116 3 MDHG_CITLA
Q:1118 -

129 ,H:28 -355
72.37%ID E:2e -16 2 Malate  d e hyd ro g e nase , g lyo xyso mal

PF0 0 0 56 .20 ^Ld h_1_N^lactate /malate  d e hyd ro g e nase , NAD b ind ing  d o main^1-126 ^E:3.1e -

28 `PF0 28 6 6 .15^Ld h_1_C^lactate /malate  d e hyd ro g e nase , alp ha/b e ta C-te rminal d o main^128 -29 5^E:2.7e -41
0 ,249 -0 ,49 0 -2,237 0 ,517 0 ,8 15 1 0 ,452 1 0 MDHG_CITLA Malate  d e hyd ro g e nase , g lyo xyso mal (EC 1.1.1.37)

Citrullus lanatus (Wate rme lo n)

(Citrullus vulg aris)

3D-structure ; Dire ct p ro te in se q ue ncing ; G lyo xylate  b yp ass; G lyo xyso me ; NAD;

Oxid o re d uctase ; Pe ro xiso me ; Transit p e p tid e ; Tricarb o xylic acid  cycle

SRR3420 17_TR28 770 _c2_g 3_i3_le n=246 9 AXS2_ARATH
Q:1477-323,H:5-

38 9
9 0 .13%ID E:0 UDP-D-ap io se /UDP-D-xylo se  synthase  2

PF0 1370 .18 ^Ep ime rase ^NAD d e p e nd e nt e p ime rase /d e hyd ratase  family^17-28 7^E:1.2e -

59 `PF0 3435.15^Sacchrp _d h_NADP^Saccharo p ine  d e hyd ro g e nase  NADP b ind ing  d o main^17-9 4^E:9 .3e -

0 7`PF0 10 73.16 ^3Be ta_HSD^3-b e ta hyd ro xyste ro id  d e hyd ro g e nase /iso me rase  family^19 -142^E:8 .6 e -

0 7`PF16 36 3.2^GDP_Man_De hyd ^GDP-manno se  4,6  d e hyd ratase ^21-36 2^E:1.4e -30

1 1,6 28 0 -6 ,9 8 4 0 ,524 0 ,58 2 1 0 ,19 4 0 ,50 2 -4,349 AXS2_ARATH UDP-D-ap io se /UDP-D-xylo se  synthase  2 AXS2 At1g 0 8 20 0  T23G18 .6
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; Cyto p lasm; NAD; Re fe re nce

p ro te o me

SRR3420 17_TR29 0 77_c0 _g 1_i2_le n=56 9 PIP28 _ARATH
Q:549 -

30 1,H:19 6 -278
9 3.9 8 %ID E:2e -46 Pro b ab le  aq uap o rin PIP2-8 . 0 ,552 0 ,229 0 -4,6 58 0 ,8 26 -0 ,135 0 ,9 17 0 ,0 9 9 0 ,0 2 -0 ,6 36 PIP28 _ARATH

Pro b ab le  aq uap o rin PIP2-8  (Plasma me mb rane  intrinsic p ro te in 2-8 ) (AtPIP2;8 ) (Plasma me mb rane

intrinsic p ro te in 3b ) (PIP3b )
PIP2-8  PIP3B At2g 16 8 50  F12A24.3

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Pho sp ho p ro te in; Re fe re nce

p ro te o me ; Re p e at; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 17_TR30 59 9 _c0 _g 5_i1_le n=8 20 RLF33_ARATH
Q:6 49 -317,H:15-

115
54.0 5%ID E:4e -29 Pro te in RALF-like  33 PF0 549 8 .8 ^RALF^Rap id  ALkalinizatio n Facto r (RALF)^10 6 -16 8 ^E:4.1e -29 0 ,16 1 -0 ,38 5 0 -1,572 0 ,0 55 -0 ,527 0 ,0 17 -0 ,6 6 3 0 ,46 1 -1,36 7 RLF33_ARATH Pro te in RALF-like  33

RALFL33 At4g 158 0 0  d l39 40 c

FCAALL.20 6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Ho rmo ne ; Re fe re nce  p ro te o me ;

Se cre te d ; Sig nal

SRR3420 17_TR31242_c0 _g 1_i1_le n=720 NA NA NA NA NA . 0 ,40 7 -0 ,46 6 0 ,0 0 1 -1,721 0 ,50 5 0 ,447 0 ,729 0 ,26 3 0 ,0 41 -0 ,9 1 . . . . . .

SRR3420 17_TR31253_c0 _g 2_i21_le n=16 0 8 ALIS5_ARATH
Q:28 8 -

1331,H:21-345
56 .9 %ID E:5e -133 ALA-inte racting  sub unit 5 . 0 ,8 7 -0 ,225 0 -2,6 28 0 ,79 8 -0 ,539 0 ,40 2 -0 ,8 8 8 0 ,8 74 -0 ,20 4 ALIS5_ARATH ALA-inte racting  sub unit 5 (AtALIS5) ALIS5 At1g 79 450  T8 K14.13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; End o p lasmic re ticulum;

Glyco p ro te in; Go lg i ap p aratus; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix

SRR3420 17_TR31536 _c3_g 3_i1_le n=8 19 DADIS_PANGI
Q:49 2-

30 7,H:6 9 9 -76 0
9 1.9 4%ID E:1e -30 Dammare ne d io l II synthase . 0 ,8 8 9 0 ,0 8 6 0 -1,9 55 0 ,0 25 -1,436 0 ,0 13 -1,6 17 0 ,8 0 3 -0 ,16 5 DADIS_PANGI Dammare ne d io l II synthase  (EC 4.2.1.125) PNA DDS Panax g inse ng  (Ko re an g inse ng ) Iso me rase ; Lyase ; Me mb rane ; Re p e at; Transme mb rane ; Transme mb rane  he lix

SRR3420 19 _TR1230 _c0 _g 2_i2_le n=26 30 EFP_SYNP2
Q:30 0 -8 48 ,H:2-

18 4
59 .56 %ID E:2e -6 9 Elo ng atio n facto r P {ECO:0 0 0 0 255|HAMAP-Rule :MF_0 0 141}

PF17177.1^PPR_lo ng ^Pe ntaco trip e p tid e -re p e at re g io n o f PROPR^132-243^E:6 .2e -10 `PF130 41.3^PPR_2^PPR re p e at family^142-

19 1^E:4.8 e -13`PF0 1535.17^PPR^PPR re p e at^145-175^E:0 .0 0 0 6 4`PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^16 6 -

222^E:4.6 e -16 `PF128 54.4^PPR_1^PPR re p e at^174-20 6 ^E:1.1e -13`PF130 41.3^PPR_2^PPR re p e at family^177-225^E:4.8 e -

19 `PF0 1535.17^PPR^PPR re p e at^18 1-210 ^E:2.1e -0 8 `PF128 54.4^PPR_1^PPR re p e at^20 9 -238 ^E:8 .9 e -10 `PF130 41.3^PPR_2^PPR

re p e at family^212-26 1^E:6 .5e -16 `PF0 1535.17^PPR^PPR re p e at^216 -242^E:0 .0 0 0 4`PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at

d o main^236 -29 4^E:4.1e -0 8 `PF128 54.4^PPR_1^PPR re p e at^246 -274^E:2.6 e -10 `PF130 41.3^PPR_2^PPR re p e at family^247-

29 6 ^E:1.9 e -14`PF0 1535.17^PPR^PPR re p e at^250 -28 0 ^E:1.1e -0 7`PF128 54.4^PPR_1^PPR re p e at^278 -311^E:7.2e -

0 7`PF130 41.3^PPR_2^PPR re p e at family^28 2-331^E:3e -15`PF0 1535.17^PPR^PPR re p e at^28 5-315^E:3.1e -

0 7`PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^30 6 -349 ^E:0 .0 0 0 24`PF130 41.3^PPR_2^PPR re p e at family^317-

36 6 ^E:5.2e -10 `PF0 1535.17^PPR^PPR re p e at^320 -350 ^E:0 .0 0 15

0 ,0 34 -1,18 5 0 -2,218 0 ,59 3 -0 ,6 3 0 ,40 2 -0 ,9 8 4 0 ,736 -0 ,145 EFP_SYNP2 Elo ng atio n facto r P (EF-P) e fp  SYNPCC70 0 2_A0 0 53

Syne cho co ccus sp . (strain ATCC

2726 4 / PCC 70 0 2 / PR-6 )

(Ag me ne llum q uad rup licatum)

PATHWAY: Pro te in b io synthe sis; p o lyp e p tid e  chain e lo ng atio n.

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 0 141}.

Co mp le te  p ro te o me ; Cyto p lasm; Elo ng atio n facto r; Pro te in b io synthe sis; Re fe re nce

p ro te o me

SRR3420 19 _TR1477_c3_g 6 _i1_le n=748 ISPG_ORYSJ
Q:747-

349 ,H:6 44-744
71.43%ID E:2e -52

4-hyd ro xy-3-me thylb ut-2-e n-1-yl d ip ho sp hate  synthase

(fe rre d o xin), chlo ro p lastic
. 0 ,356 1,42 0 -1,9 6 6 0 ,0 76 1,375 0 ,226 -2,9 27 0 ,0 34 -5,714 ISPG_ORYSJ

4-hyd ro xy-3-me thylb ut-2-e n-1-yl d ip ho sp hate  synthase  (fe rre d o xin), chlo ro p lastic (EC 1.17.7.1) (1-

hyd ro xy-2-me thyl-2-(E)-b ute nyl 4-d ip ho sp hate  synthase )

ISPG Os0 2g 0 6 0 38 0 0

LOC_Os0 2g 39 16 0  OJ16 6 9 _F0 1.30

OsJ_0 7430

Oryza sativa sub sp . jap o nica (Rice )

PATHWAY: Iso p re no id  b io synthe sis; iso p e nte nyl d ip ho sp hate  b io synthe sis

via DXP p athway; iso p e nte nyl d ip ho sp hate  fro m 1-d e o xy-D-xylulo se  5-

p ho sp hate : ste p  5/6 .

4Fe -4S; Chlo ro p last; Co mp le te  p ro te o me ; Iro n; Iro n-sulfur; Iso p re ne  b io synthe sis;

Me tal-b ind ing ; Oxid o re d uctase ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 19 _TR3331_c4_g 11_i3_le n=29 41 ERGI3_XENLA
Q:129 6 -

2435,H:4-38 7
53.23%ID E:2e -139

End o p lasmic re ticulum-Go lg i inte rme d iate  co mp artme nt

p ro te in 3

PF138 50 .3^ERGIC_N^End o p lasmic Re ticulum-Go lg i Inte rme d iate  Co mp artme nt (ERGIC)^8 -9 7^E:1.8 e -

31`PF0 79 70 .9 ^COPIIco ate d _ERV^End o p lasmic re ticulum ve sic le  transp o rte r^149 -36 6 ^E:1.7e -8 8
1 0 0 -7,0 47 1 0 1 0 0 ,429 -0 ,52 ERGI3_XENLA End o p lasmic re ticulum-Go lg i inte rme d iate  co mp artme nt p ro te in 3 e rg ic3

Xe no p us lae vis (African clawe d

fro g )

ER-Go lg i transp o rt; End o p lasmic re ticulum; Go lg i ap p aratus; Me mb rane ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 19 _TR36 71_c1_g 1_i1_le n=748 NA NA NA NA NA PF0 6 59 6 .8 ^Psb X^Pho to syste m II re actio n ce ntre  X p ro te in (Psb X)^115-152^E:1.4e -16 0 ,18 1 0 ,28 3 0 -0 ,8 23 0 ,0 0 3 -0 ,6 1 0 ,0 0 9 -0 ,542 0 ,9 43 -0 ,0 16 . . . . . .

SRR3420 19 _TR56 10 _c0 _g 2_i3_le n=238 3 NAT6 _ARATH
Q:428 -

19 57,H:22-532
8 7.28 %ID E:0 Nucle o b ase -asco rb ate  transp o rte r 6 PF0 0 8 6 0 .17^Xan_ur_p e rme ase ^Pe rme ase  family^37-440 ^E:1.6 e -6 8 0 ,226 -0 ,6 75 0 -1,8 71 0 ,5 0 ,72 0 ,356 -0 ,9 9 6 0 ,172 -0 ,6 0 6 NAT6 _ARATH Nucle o b ase -asco rb ate  transp o rte r 6  (AtNAT6 ) NAT6  At5g 6 28 9 0  MQB2.19 0  MQB2.21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 19 _TR6 9 34_c0 _g 1_i1_le n=56 5 VDAC2_SOLTU
Q:557-

210 ,H:16 1-276
8 8 .79 %ID E:2e -6 8 Mito cho nd rial o ute r me mb rane  p ro te in p o rin o f 36  kDa PF0 1459 .19 ^Po rin_3^Eukaryo tic p o rin^3-111^E:1.3e -31 0 ,256 -0 ,39 2 0 ,0 0 1 -1,0 56 0 ,543 -0 ,18 7 0 ,28 7 -0 ,319 0 ,134 -0 ,512 VDAC2_SOLTU

Mito cho nd rial o ute r me mb rane  p ro te in p o rin o f 36  kDa (POM 36 ) (Vo ltag e -d e p e nd e nt anio n-se le ctive

channe l p ro te in) (VDAC)
So lanum tub e ro sum (Po tato )

Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Io n transp o rt; Me mb rane ;

Mito cho nd rio n; Mito cho nd rio n o ute r me mb rane ; Po rin; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  b e ta strand ; Transp o rt

SRR3420 19 _TR8 544_c1_g 1_i1_le n=16 38 NA NA NA NA NA . 0 ,321 -0 ,311 0 -1,6 0 4 0 ,712 -0 ,219 0 ,9 0 4 -0 ,135 0 ,741 -0 ,128 . . . . . .

SRR3420 19 _TR10 573_c0 _g 1_i1_le n=713 NA NA NA NA NA . 0 ,48 7 -0 ,29 5 0 ,0 0 1 -1,9 13 0 ,39 5 -0 ,6 29 0 ,0 31 -1,56 1 0 ,125 0 ,59 2 . . . . . .

SRR3420 19 _TR12472_c0 _g 4_i1_le n=1222 NA NA NA NA NA . 0 ,16 3 -0 ,6 9 5 0 -2,256 0 ,518 0 ,38 4 0 ,6 9 1 0 ,241 0 ,0 4 -0 ,6 23 . . . . . .

SRR3420 19 _TR136 0 0 _c0 _g 2_i1_le n=557 NA NA NA NA NA . 0 ,9 5 0 ,0 28 0 ,0 0 1 -1,0 72 1 -0 ,0 36 0 ,253 -0 ,49 1 0 ,74 -0 ,10 4 . . . . . .

SRR3420 19 _TR148 17_c0 _g 1_i1_le n=238 6 PP18 6 _ARATH
Q:18 59 -171,H:8 -

574
6 6 .8 4%ID E:0 Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in At2g 35130

PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^16 4-212^E:3.2e -0 5`PF130 41.3^PPR_2^PPR re p e at family^16 5-213^E:2e -

0 9 `PF0 1535.17^PPR^PPR re p e at^16 9 -19 7^E:0 .0 0 14`PF128 54.4^PPR_1^PPR re p e at^19 8 -229 ^E:9 .8 e -0 6 `PF0 1535.17^PPR^PPR

re p e at^20 4-233^E:3.4e -0 6 `PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^20 4-244^E:4.9 e -

0 5`PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^224-28 4^E:4e -12`PF130 41.3^PPR_2^PPR re p e at family^235-28 0 ^E:1.3e -

12`PF0 1535.17^PPR^PPR re p e at^238 -26 8 ^E:0 .0 0 0 25`PF17177.1^PPR_lo ng ^Pe ntaco trip e p tid e -re p e at re g io n o f PROPR^253-

356 ^E:5.3e -10 `PF128 54.4^PPR_1^PPR re p e at^26 7-29 9 ^E:2.6 e -0 5`PF130 41.3^PPR_2^PPR re p e at family^274-319 ^E:4.4e -

14`PF0 1535.17^PPR^PPR re p e at^274-30 3^E:5.8 e -0 6 `PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^28 7-317^E:8 .5e -

0 7`PF128 54.4^PPR_1^PPR re p e at^30 1-331^E:5.8 e -0 8 `PF130 41.3^PPR_2^PPR re p e at family^30 5-346 ^E:1e -

0 9 `PF0 1535.17^PPR^PPR re p e at^30 9 -337^E:1.7e -0 7`PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^329 -38 8 ^E:3.2e -

11`PF130 41.3^PPR_2^PPR re p e at family^340 -38 7^E:1.8 e -11`PF0 1535.17^PPR^PPR re p e at^344-373^E:5.5e -

0 5`PF17177.1^PPR_lo ng ^Pe ntaco trip e p tid e -re p e at re g io n o f PROPR^36 2-48 8 ^E:1.2e -0 8 `PF128 54.4^PPR_1^PPR re p e at^371-

40 3^E:3.7e -0 8 `PF130 41.3^PPR_2^PPR re p e at family^378 -423^E:1.6 e -0 8 `PF0 1535.17^PPR^PPR re p e at^379 -40 8 ^E:7.1e -

0 8 `PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^40 0 -459 ^E:9 .2e -0 7`PF0 1535.17^PPR^PPR re p e at^414-

442^E:0 .0 0 19 `PF130 41.3^PPR_2^PPR re p e at family^445-49 2^E:2.1e -0 7`PF0 1535.17^PPR^PPR re p e at^450 -

473^E:0 .0 0 8 `PF0 1535.17^PPR^PPR re p e at^48 3-50 7^E:7.3e -0 6 `PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^50 8 -

56 2^E:8 .8 e -0 6 `PF130 41.3^PPR_2^PPR re p e at family^515-56 3^E:1.1e -0 8 `PF0 1535.17^PPR^PPR re p e at^518 -548 ^E:4.7e -0 6

0 ,119 -0 ,6 35 0 -2,33 0 ,0 0 9 -1,124 0 ,0 8 -0 ,743 1 0 ,0 23 PP18 6 _ARATH Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in At2g 35130 At2g 35130  T4C15.20
Arab id o p sis thaliana (Mo use -e ar

cre ss)
Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Re p e at

SRR3420 19 _TR156 42_c0 _g 1_i1_le n=18 13 YCF39 _CYAPA
Q:373-130 2,H:2-

312
50 .6 4%ID E:4e -10 9 Uncharacte rize d  p ro te in ycf39

PF0 536 8 .10 ^NmrA^NmrA-like  family^126 -347^E:3.5e -24`PF0 1370 .18 ^Ep ime rase ^NAD d e p e nd e nt e p ime rase /d e hyd ratase

family^126 -231^E:5.8 e -0 8 `PF0 10 73.16 ^3Be ta_HSD^3-b e ta hyd ro xyste ro id  d e hyd ro g e nase /iso me rase  family^127-232^E:7.7e -

0 5`PF1346 0 .3^NAD_b ind ing _10 ^NAD(P)H-b ind ing ^130 -28 0 ^E:8 .2e -18

0 ,9 4 0 ,0 59 0 -1,24 0 ,0 0 2 -0 ,8 4 0 ,0 14 -0 ,6 6 1 1 -0 ,0 18 YCF39 _CYAPA Uncharacte rize d  p ro te in ycf39  (EC 1.-.-.-) ycf39 Cyano p ho ra p arad o xa Cyane lle ; Oxid o re d uctase ; Plastid

SRR3420 19 _TR179 50 _c0 _g 6 _i2_le n=129 8 NA NA NA NA NA . 0 ,0 24 -0 ,534 0 -0 ,9 73 0 ,0 0 2 -0 ,726 0 ,0 5 -0 ,46 3 1 -1,155 . . . . . .

SRR3420 19 _TR179 50 _c0 _g 6 _i3_le n=10 9 5 NA NA NA NA NA . 1 0 0 -7,6 0 8 1 2,6 1 0 0 ,8 8 9 -0 ,124 . . . . . .

SRR3420 19 _TR18 229 _c0 _g 1_i1_le n=79 3 BOR2_ARATH
Q:6 3-455,H:56 1-

6 8 7
58 .6 5%ID E:2e -41 Pro b ab le  b o ro n transp o rte r 2 . 0 ,444 0 ,40 9 0 -1,9 8 8 0 ,541 -0 ,26 7 0 ,0 39 -0 ,8 77 0 ,339 -0 ,28 4 BOR2_ARATH Pro b ab le  b o ro n transp o rte r 2 BOR2 At3g 6 2270  T17J13.230

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Anio n e xchang e ; Co mp le te  p ro te o me ; Io n transp o rt; Me mb rane ; Re fe re nce

p ro te o me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 19 _TR18 8 0 7_c0 _g 1_i1_le n=1433 NA NA NA NA NA PF0 2536 .11^mTERF^mTERF^14-121^E:6 .5e -15`PF0 2536 .11^mTERF^mTERF^110 -322^E:1.7e -46 0 ,0 9 5 -0 ,8 71 0 -7,0 24 0 ,356 -1,0 39 0 ,56 -0 ,532 0 ,0 55 0 ,749 . . . . . .

SRR3420 19 _TR19 159 _c2_g 2_i2_le n=1128 RK19 1_ARATH
Q:10 4-76 6 ,H:15-

225
59 .38 %ID E:1e -53 50 S rib o so mal p ro te in L19 -1, chlo ro p lastic . 1 0 ,29 2 0 -3,40 1 1 0 1 0 1 -1,116 RK19 1_ARATH 50 S rib o so mal p ro te in L19 -1, chlo ro p lastic At4g 1756 0  d l48 15w

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; RNA-b ind ing ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e ; rRNA-b ind ing

SRR3420 19 _TR19 159 _c2_g 2_i3_le n=1353 RK19 1_ARATH
Q:29 0 -9 9 1,H:2-

225
59 .0 7%ID E:3e -58 50 S rib o so mal p ro te in L19 -1, chlo ro p lastic PF0 1245.17^Rib o so mal_L19 ^Rib o so mal p ro te in L19 ^132-226 ^E:1.9 e -29 0 ,0 6 7 -0 ,428 0 -0 ,9 6 6 0 ,57 -0 ,14 0 ,8 9 -0 ,0 37 1 -0 ,2 RK19 1_ARATH 50 S rib o so mal p ro te in L19 -1, chlo ro p lastic At4g 1756 0  d l48 15w

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; RNA-b ind ing ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e ; rRNA-b ind ing

SRR3420 19 _TR19 159 _c2_g 4_i6 _le n=10 11 NA NA NA NA NA PF0 0 111.24^Fe r2^2Fe -2S iro n-sulfur c luste r b ind ing  d o main^34-8 2^E:3.2e -10 0 ,35 0 ,30 2 0 -1,475 0 ,11 -0 ,6 0 ,11 -0 ,58 6 0 ,279 -0 ,26 2 . . . . . .

SRR3420 19 _TR19 28 1_c0 _g 1_i2_le n=9 39 NA NA NA NA NA PF0 0 6 0 8 .14^Ad e no _shaft^Ad e no viral fib re  p ro te in (re p e at/shaft re g io n)^122-135^E:0 .35 0 ,159 -0 ,535 0 -3,545 0 ,10 3 -1,6 11 0 ,10 3 -1,556 0 ,6 29 -2,0 75 . . . . . .

SRR3420 19 _TR20 18 0 _c0 _g 2_i2_le n=10 73 ML423_ARATH
Q:58 0 -371,H:8 3-

150
55.71%ID E:3e -33 MLP-like  p ro te in 423 PF0 0 40 7.16 ^Be t_v_1^Patho g e ne sis-re late d  p ro te in Be t v I family^1-8 4^E:1.5e -17 0 ,6 3 -0 ,138 0 -2,30 8 0 ,0 0 3 -1,177 0 ,0 13 -0 ,9 8 9 0 ,0 0 3 0 ,9 9 4 ML423_ARATH MLP-like  p ro te in 423

MLP423 At1g 240 20  T23E23.17

T23E23_22

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 19 _TR20 314_c0 _g 1_i1_le n=16 26 TLPH_ARATH
Q:416 -

10 72,H:19 -240
58 .0 4%ID E:1e -8 0 Thaumatin-like  p ro te in PF0 0 314.14^Thaumatin^Thaumatin family^29 -238 ^E:3.7e -8 2 0 ,255 -0 ,459 0 -3,29 8 1 -0 ,236 0 ,38 1 -2,223 0 ,8 26 -0 ,137 TLPH_ARATH Thaumatin-like  p ro te in At1g 18 250  T10 O22.21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Re fe re nce  p ro te o me ;

Sig nal

SRR3420 19 _TR20 9 31_c0 _g 1_i1_le n=2570 PP314_ARATH
Q:249 4-419 ,H:1-

6 9 8
6 3.9 7%ID E:0

Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in At4g 16 39 0 ,

chlo ro p lastic

PF130 41.3^PPR_2^PPR re p e at family^16 9 -214^E:1.1e -11`PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^16 9 -213^E:8 .9 e -

0 7`PF0 1535.17^PPR^PPR re p e at^172-20 1^E:1.8 e -0 5`PF0 1535.17^PPR^PPR re p e at^20 6 -236 ^E:0 .0 0 0 14`PF130 41.3^PPR_2^PPR

re p e at family^217-251^E:3.3e -0 8 `PF128 54.4^PPR_1^PPR re p e at^235-26 5^E:1.5e -0 8 `PF0 1535.17^PPR^PPR re p e at^241-

26 5^E:1.3e -0 6 `PF17177.1^PPR_lo ng ^Pe ntaco trip e p tid e -re p e at re g io n o f PROPR^243-39 5^E:1.8 e -

12`PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^270 -321^E:8 .3e -0 8 `PF130 41.3^PPR_2^PPR re p e at family^274-319 ^E:3e -

0 8 `PF0 1535.17^PPR^PPR re p e at^277-30 6 ^E:7.5e -0 5`PF130 41.3^PPR_2^PPR re p e at family^30 8 -357^E:1.3e -

0 9 `PF0 1535.17^PPR^PPR re p e at^312-341^E:0 .0 0 0 58 `PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^332-39 1^E:8 .2e -

11`PF0 1535.17^PPR^PPR re p e at^347-376 ^E:6 .2e -0 5`PF17177.1^PPR_lo ng ^Pe ntaco trip e p tid e -re p e at re g io n o f PROPR^36 4-

50 3^E:2.7e -0 9 `PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^36 7-426 ^E:6 .8 e -10 `PF128 54.4^PPR_1^PPR re p e at^374-

40 7^E:7.5e -0 7`PF130 41.3^PPR_2^PPR re p e at family^379 -424^E:1.8 e -11`PF0 1535.17^PPR^PPR re p e at^38 1-40 9 ^E:4.9 e -

0 5`PF0 1535.17^PPR^PPR re p e at^418 -447^E:2.3e -0 5`PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^439 -

48 4^E:0 .0 0 31`PF0 1535.17^PPR^PPR re p e at^454-48 2^E:0 .0 0 42

0 ,0 0 2 -1,326 0 ,0 0 1 -1,8 15 1 -0 ,77 1 -0 ,56 6 0 ,754 -0 ,14 PP314_ARATH
Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in At4g 16 39 0 , chlo ro p lastic (Chlo ro p lastic RNA-b ind ing

p ro te in P6 7)
P6 7 At4g 16 39 0  d l4225w FCAALL.354

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ; Plastid ; RNA-b ind ing ;

Re fe re nce  p ro te o me ; Re p e at; Transit p e p tid e

SRR3420 19 _TR2230 4_c0 _g 1_i2_le n=1130 DIM_PEA
Q:8 51-

225,H:359 -56 7
8 4.21%ID E:3e -124 De lta(24)-ste ro l re d uctase . 0 ,419 -0 ,432 0 -2,243 1 -0 ,13 1 -0 ,36 9 0 ,312 -0 ,56 1 DIM_PEA De lta(24)-ste ro l re d uctase  (EC 1.3.1.72) (Ce ll e lo ng atio n p ro te in d iminuto ) DIM LKB Pisum sativum (Gard e n p e a)

Calmo d ulin-b ind ing ; Me mb rane ; NADP; Oxid o re d uctase ; Sig nal-ancho r;

Transme mb rane ; Transme mb rane  he lix

SRR3420 19 _TR23231_c1_g 1_i1_le n=8 75 UGPI4_ARATH
Q:6 73-176 ,H:27-

20 0
43.1%ID E:5e -39 Uncharacte rize d  GPI-ancho re d  p ro te in At3g 0 6 0 35 . 0 ,8 8 9 0 ,149 0 -2,50 2 0 ,0 6 6 -1,6 0 1 0 ,0 27 -2,111 0 ,756 -0 ,244 UGPI4_ARATH Uncharacte rize d  GPI-ancho re d  p ro te in At3g 0 6 0 35 At3g 0 6 0 35 24F17.7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; GPI-ancho r; G lyco p ro te in; Lip o p ro te in;

Me mb rane ; Re fe re nce  p ro te o me ; Sig nal

SRR3420 19 _TR236 58 _c0 _g 1_i2_le n=10 70 TL19 _ARATH
Q:38 5-8 28 ,H:79 -

226
8 1.76 %ID E:7e -8 7 Thylako id  lume nal 19  kDa p ro te in, chlo ro p lastic PF0 178 9 .13^Psb P^Psb P^10 1-244^E:1.3e -0 9 0 ,0 6 3 -0 ,48 3 0 -1,579 0 ,0 31 -0 ,576 0 ,36 1 -0 ,244 0 ,28 4 0 ,29 6 TL19 _ARATH Thylako id  lume nal 19  kDa p ro te in, chlo ro p lastic (P19 ) At3g 6 3540  TEL3S

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Plastid ; Re fe re nce

p ro te o me ; Thylako id ; Transit p e p tid e

SRR3420 19 _TR24751_c0 _g 1_i1_le n=119 9 NA NA NA NA NA PF0 18 52.16 ^START^START d o main^8 9 -257^E:3.5e -14 0 ,0 6 7 -0 ,728 0 -2,16 6 0 ,0 6 8 -1,0 11 0 ,0 16 -1,48 9 0 ,223 -0 ,454 . . . . . .

SRR3420 19 _TR25234_c0 _g 1_i2_le n=16 9 2 SGAT_ARATH
Q:1472-273,H:1-

40 0
8 9 %ID E:0 Se rine --g lyo xylate  amino transfe rase PF0 0 26 6 .16 ^Amino tran_5^Amino transfe rase  class-V^12-325^E:7.5e -33 0 ,333 -0 ,247 0 -1,333 0 ,152 -0 ,30 2 0 ,122 -0 ,326 0 ,378 0 ,355 SGAT_ARATH

Se rine --g lyo xylate  amino transfe rase  (EC 2.6 .1.45) (Alanine --g lyo xylate  amino transfe rase ) (AGT) (EC

2.6 .1.44) (Asp arag ine  amino transfe rase ) (EC 2.6 .1.-) (Se rine --p yruvate  amino transfe rase ) (EC 2.6 .1.51)
AGT1 At2g 1336 0  F14O4.7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Amino transfe rase ; Co mp le te  p ro te o me ; Pe ro xiso me ; Pho sp ho p ro te in;

Pho to re sp iratio n; Pyrid o xal p ho sp hate ; Re fe re nce  p ro te o me ; Transfe rase

SRR3420 19 _TR26 0 76 _c0 _g 3_i4_le n=158 6 STR14_ARATH
Q:8 9 2-371,H:44-

217
78 .74%ID E:1e -9 3

Rho d ane se -like  d o main-co ntaining  p ro te in 14,

chlo ro p lastic
PF0 0 58 1.17^Rho d ane se ^Rho d ane se -like  d o main^9 3-226 ^E:1.8 e -13 0 ,49 -0 ,177 0 ,0 0 1 -0 ,8 6 3 0 ,0 0 2 -0 ,776 0 ,0 0 8 -0 ,6 71 0 ,352 0 ,244 STR14_ARATH Rho d ane se -like  d o main-co ntaining  p ro te in 14, chlo ro p lastic (Sulfurtransfe rase  14) (AtStr14) At4g 2770 0  T29 A15.19 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 19 _TR26 38 2_c0 _g 2_i2_le n=1224 CB23_SOLLC
Q:10 0 0 -

158 ,H:18 -26 5
8 2.56 %ID E:2e -16 2 Chlo ro p hyll a-b  b ind ing  p ro te in 13, chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^1-128 ^E:9 .8 e -30 0 ,729 -0 ,19 2 0 -1,9 3 0 ,0 0 7 -0 ,8 77 0 ,0 0 3 -0 ,9 43 0 ,471 0 ,429 CB23_SOLLC Chlo ro p hyll a-b  b ind ing  p ro te in 13, chlo ro p lastic (LHCII typ e  III CAB-13) CAB13 LHBC1

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Dire ct p ro te in

se q ue ncing ; Mag ne sium; Me mb rane ; Me tal-b ind ing ; Pho sp ho p ro te in;

Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Re fe re nce  p ro te o me ;

Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR3420 19 _TR28 735_c2_g 3_i3_le n=6 50 GCSH_FLAAN
Q:24-440 ,H:24-

16 2
8 4.8 9 %ID E:3e -79 Glycine  cle avag e  syste m H p ro te in, mito cho nd rial PF0 159 7.16 ^GCV_H^Glycine  cle avag e  H-p ro te in^22-141^E:7.1e -49 0 ,6 9 7 -0 ,0 9 5 0 -1,0 39 0 ,0 0 1 -0 ,73 0 ,0 0 4 -0 ,6 47 0 ,0 54 -0 ,40 8 GCSH_FLAAN Glycine  cle avag e  syste m H p ro te in, mito cho nd rial GDCSH GCDH GCSH Flave ria ano mala (Ye llo wto p s) Lip o yl; Mito cho nd rio n; Transit p e p tid e

SRR3420 19 _TR29 0 75_c0 _g 3_i1_le n=1338 NA NA NA NA NA . 0 ,1 -0 ,774 0 -2,8 0 9 0 ,0 37 -1,247 0 ,0 12 -1,59 6 0 ,56 -0 ,20 5 . . . . . .

SRR3420 19 _TR29 558 _c1_g 1_i1_le n=3758 GSO1_ARATH
Q:36 40 -

227,H:23-1248
32.6 9 %ID E:1e -16 5 LRR re ce p to r-l ike  se rine /thre o nine -p ro te in kinase  GSO1

PF0 8 26 3.9 ^LRRNT_2^Le ucine  rich re p e at N-te rminal d o main^43-8 1^E:1.6 e -0 8 `PF138 55.3^LRR_8 ^Le ucine  rich re p e at^8 8 -

146 ^E:4.1e -0 8 `PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^137-157^E:0 .8 8 `PF138 55.3^LRR_8 ^Le ucine  rich re p e at^16 0 -

219 ^E:1.9 e -0 8 `PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^16 0 -176 ^E:0 .35`PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^18 4-

20 6 ^E:0 .0 28 `PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^232-254^E:0 .18 `PF138 55.3^LRR_8 ^Le ucine  rich re p e at^28 1-

340 ^E:2.2e -10 `PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^30 4-324^E:0 .57`PF138 55.3^LRR_8 ^Le ucine  rich re p e at^425-

48 0 ^E:2.8 e -0 7`PF138 55.3^LRR_8 ^Le ucine  rich re p e at^449 -50 9 ^E:5.7e -0 8 `PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^450 -

471^E:1`PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^578 -59 6 ^E:0 .9 5`PF138 55.3^LRR_8 ^Le ucine  rich re p e at^6 0 3-6 6 2^E:9 .6 e -

0 8 `PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^750 -770 ^E:0 .0 59 `PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^8 9 0 -116 1^E:2.4e -

43`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^8 9 3-116 3^E:8 .7e -41`PF0 8 26 3.9 ^LRRNT_2^Le ucine  rich re p e at N-te rminal

d o main^9 6 3-9 73^E:220 0

0 ,237 -0 ,525 0 -2,71 1 -0 ,325 1 0 ,143 0 ,76 -0 ,577 GSO1_ARATH LRR re ce p to r-l ike  se rine /thre o nine -p ro te in kinase  GSO1 (EC 2.7.11.1) (Pro te in GASSHO 1) GSO1 At4g 20 140  F1C12.6 0
Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; De ve lo p me ntal p ro te in; G lyco p ro te in; Kinase ;

Le ucine -rich re p e at; Me mb rane ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re ce p to r;

Re fe re nce  p ro te o me ; Re p e at; Se rine /thre o nine -p ro te in kinase ; Sig nal; Transfe rase ;

Transme mb rane ; Transme mb rane  he lix

SRR3420 19 _TR30 6 0 8 _c0 _g 2_i1_le n=139 5 NA NA NA NA NA PF0 19 8 5.18 ^CRS1_Yhb Y^CRS1 / Yhb Y (CRM) d o main^131-217^E:7.6 e -16 0 ,0 8 2 -0 ,52 0 -1,455 0 ,36 -0 ,442 0 ,6 6 1 -0 ,225 0 ,9 11 0 ,0 6 1 . . . . . .

SRR3420 19 _TR30 724_c0 _g 2_i1_le n=8 45 PSAK_ARATH
Q:118 -513,H:1-

130
8 2.58 %ID E:1e -56 Pho to syste m I re actio n ce nte r sub unit p saK, chlo ro p lastic PF0 1241.15^PSI_PSAK^Pho to syste m I p saG / p saK^55-130 ^E:2.3e -24 0 ,734 -0 ,0 78 0 -1,0 78 0 ,0 16 -0 ,52 0 ,0 0 5 -0 ,6 13 0 ,774 -0 ,0 6 2 PSAK_ARATH Pho to syste m I re actio n ce nte r sub unit p saK, chlo ro p lastic (PSI-K) (Pho to syste m I sub unit X) PSAK At1g 30 38 0  T4K22.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Pho to synthe sis; Pho to syste m I;

Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix

SRR3420 19 _TR30 8 6 2_c0 _g 3_i3_le n=116 9 FK16 2_ARATH
Q:9 0 2-39 3,H:48 -

217
74.12%ID E:3e -8 8 . PF0 0 254.25^FKBP_C^FKBP-typ e  p e p tid yl-p ro lyl c is-trans iso me rase ^112-20 5^E:5.3e -25 0 ,212 -0 ,352 0 -1,36 0 ,0 0 1 -1,28 1 0 ,0 13 -0 ,9 8 9 1 -0 ,176 PNSL4_ARATH

Pho to synthe tic NDH sub unit o f lume nal lo catio n 4, chlo ro p lastic (FK50 6 -b ind ing  p ro te in 16 -2)

(AtFKBP16 -2) (Immuno p hilin FKBP16 -2) (Pe p tid yl-p ro lyl c is-trans iso me rase  FKBP16 -2) (PPIase

FKBP16 -2) (EC 5.2.1.8 ) (Ro tamase )

PNSL4 FKBP16 -2 FKBP22-2 FKBP23I

At4g 39 710  T19 P19 .10 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Iso me rase ;

Plastid ; Re fe re nce  p ro te o me ; Ro tamase ; Thylako id ; Transit p e p tid e ; Transp o rt

SRR3420 19 _TR3119 6 _c0 _g 1_i1_le n=16 6 4 DR10 0 _ARATH
Q:1330 -

311,H:31-370
6 3.34%ID E:4e -148 DNA-d amag e -re p air/to le ratio n p ro te in DRT10 0

PF0 8 26 3.9 ^LRRNT_2^Le ucine  rich re p e at N-te rminal d o main^10 8 -147^E:1.1e -0 9 `PF138 55.3^LRR_8 ^Le ucine  rich re p e at^214-

274^E:2.6 e -0 7`PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^214-228 ^E:1.5`PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^215-

237^E:1.2`PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^26 3-28 5^E:0 .24`PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^26 3-

277^E:2`PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^38 6 -40 3^E:1`PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^410 -426 ^E:1.3

0 ,0 12 -0 ,713 0 -2,56 4 0 ,0 0 8 -1,419 0 ,115 -0 ,747 0 ,0 0 2 -1,16 3 DR10 0 _ARATH DNA-d amag e -re p air/to le ratio n p ro te in DRT10 0
DRT10 0  At3g 126 10  MMF12.5 T2E22.8

T2E22_10 7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA d amag e ; DNA re p air; Le ucine -rich re p e at; Re fe re nce

p ro te o me ; Re p e at; Sig nal

SRR3420 19 _TR316 39 _c1_g 2_i1_le n=8 0 9 PRE5_ARATH
Q:59 5-317,H:1-

9 2
73.12%ID E:4e -30 Transcrip tio n facto r PRE5 . 0 ,253 -0 ,48 8 0 -2,46 9 0 ,0 23 -1,8 0 6 0 ,48 9 -0 ,548 0 ,0 12 -1,0 22 PRE5_ARATH

Transcrip tio n facto r PRE5 (Basic he lix-lo o p -he lix p ro te in 16 4) (Atb HLH16 4) (b HLH 16 4) (Pro te in

PACLOBUTRAZOL RESISTANCE 5) (b HLH transcrip tio n facto r b HLH16 4)
PRE5 BHLH16 4 At3g 28 8 57 MLD15.1

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; G ib b e re ll in s ig naling  p athway; Gro wth re g ulatio n; Re fe re nce

p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR3420 19 _TR326 28 _c5_g 1_i2_le n=1329 RSSA_DAUCA
Q:16 7-9 46 ,H:1-

258
79 .31%ID E:2e -138

40 S rib o so mal p ro te in SA {ECO:0 0 0 0 255|HAMAP-

Rule :MF_0 30 15}

PF0 0 318 .17^Rib o so mal_S2^Rib o so mal p ro te in S2^18 -112^E:1.3e -12`PF0 0 318 .17^Rib o so mal_S2^Rib o so mal p ro te in S2^117-

18 2^E:1.9 e -12
1 -1,535 0 -9 ,49 5 1 -0 ,0 12 0 ,19 2 -0 ,36 4 1 0 ,327 RSSA_DAUCA 40 S rib o so mal p ro te in SA (p 40 ) 179 B Daucus caro ta (Wild  carro t) Cyto p lasm; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 19 _TR329 31_c0 _g 2_i3_le n=6 0 1 UN9 32_ARATH
Q:54-530 ,H:28 4-

443
73.75%ID E:2e -6 4 UNC9 3-like  p ro te in 2 . 0 ,0 0 5 -6 ,19 5 0 -6 ,6 9 1 1 0 ,0 0 3 1 0 ,153 0 ,177 -0 ,6 8 7 UN9 32_ARATH UNC9 3-like  p ro te in 2 At1g 18 0 10  T10 F20 .2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix

SRR3420 19 _TR34744_c1_g 4_i5_le n=2731 CHMO_ARATH
Q:130 8 -

340 ,H:9 7-419
6 8 .8 3%ID E:3e -158 Cho line  mo no o xyg e nase , chlo ro p lastic PF0 0 6 57.19 ^Lip ase _GDSL^GDSL-like  Lip ase /Acylhyd ro lase ^52-354^E:3.9 e -16 0 ,154 -0 ,551 0 -6 ,8 39 0 ,0 0 1 -3,6 14 0 ,0 0 1 -4,238 0 ,474 -0 ,36 8 CHMO_ARATH Cho line  mo no o xyg e nase , chlo ro p lastic (EC 1.14.15.7) At4g 29 8 9 0  F27B13.130

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amine  and  p o lyamine  b io synthe sis; b e taine  b io synthe sis via

cho line  p athway; b e taine  ald e hyd e  fro m cho line  (mo no o xyg e nase  ro ute ): ste p

1/1.

2Fe -2S; Chlo ro p last; Co mp le te  p ro te o me ; Iro n; Iro n-sulfur; Mag ne sium; Me tal-

b ind ing ; Mo no o xyg e nase ; Oxid o re d uctase ; Plastid ; Re fe re nce  p ro te o me ; Transit

p e p tid e

SRR3420 19 _TR350 0 3_c2_g 4_i2_le n=20 9 3 CP41A_ARATH
Q:8 19 -

226 ,H:20 8 -40 5
8 3.8 4%ID E:1e -10 0

Chlo ro p last ste m-lo o p  b ind ing  p ro te in o f 41 kDa a,

chlo ro p lastic
. 0 ,8 8 6 0 ,156 0 -1,748 0 ,0 79 -0 ,8 6 7 0 ,419 -0 ,38 5 1 0 ,244 CP41A_ARATH Chlo ro p last ste m-lo o p  b ind ing  p ro te in o f 41 kDa a, chlo ro p lastic (CSP41-a) CSP41A At3g 6 3140  T20 O10 .240

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Pho sp ho p ro te in; Plastid ; RNA-b ind ing ; Re fe re nce

p ro te o me ; Transit p e p tid e ; rRNA p ro ce ssing ; rRNA-b ind ing

SRR3420 19 _TR350 27_c1_g 1_i1_le n=9 72 UCRIA_SOLTU
Q:9 70 -30 2,H:9 -

230
79 .9 1%ID E:8 e -110 Cyto chro me  b 6 -f co mp le x iro n-sulfur sub unit, chlo ro p lastic

PF0 8 8 0 2.7^CytB6 -F_Fe -S^Cyto chro me  B6 -F co mp le x Fe -S sub unit^50 -8 8 ^E:8 .3e -18 `PF0 0 355.23^Rie ske ^Rie ske  [2Fe -2S]

d o main^130 -19 0 ^E:2.8 e -12
0 ,0 16 0 ,6 36 0 -1,212 0 ,29 1 -0 ,237 0 ,0 9 9 -0 ,373 1 -1,58 4 UCRIA_SOLTU

Cyto chro me  b 6 -f co mp le x iro n-sulfur sub unit, chlo ro p lastic (EC 1.10 .9 .1)

(Plasto hyd ro q uino ne :p lasto cyanin o xid o re d uctase  iro n-sulfur p ro te in) (Rie ske  iro n-sulfur p ro te in)

(ISP) (RISP)

p e tC So lanum tub e ro sum (Po tato )

2Fe -2S; Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Ele ctro n transp o rt; Iro n;

Iro n-sulfur; Me mb rane ; Me tal-b ind ing ; Oxid o re d uctase ; Plastid ; Re fe re nce

p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt



SRR3420 19 _TR3530 8 _c7_g 9 _i5_le n=3747 LHTL8 _ARATH
Q:19 44-

350 9 ,H:1-517
8 9 .8 7%ID E:0 Lysine  histid ine  transp o rte r-l ike  8 PF0 0 332.15^Glyco _hyd ro _17^Glyco syl hyd ro lase s family 17^59 -378 ^E:2.2e -78 `PF0 79 8 3.10 ^X8 ^X8  d o main^39 6 -46 7^E:2.2e -21 0 ,275 -0 ,38 6 0 -2,114 0 ,28 2 1,174 0 ,6 9 2 -0 ,9 6 1 0 LHTL8 _ARATH Lysine  histid ine  transp o rte r-l ike  8  (Amino  acid  transp o rte r-l ike  p ro te in 1) AATL1 At1g 476 70  F16 N3.4

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Amino -acid  transp o rt; Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce

p ro te o me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 19 _TR35455_c0 _g 1_i2_le n=6 70 NA NA NA NA NA . 0 ,151 -0 ,372 0 -2,0 0 4 0 ,9 26 -0 ,0 32 0 ,6 8 5 -0 ,10 4 1 1,6 72 . . . . . .

SRR3420 19 _TR36 50 8 _c0 _g 3_i1_le n=9 75 DNAJ8 _ARATH
Q:516 -76 7,H:55-

137
6 4.71%ID E:6 e -29 Chap e ro ne  p ro te in d naJ 8 , chlo ro p lastic PF0 0 226 .28 ^DnaJ^DnaJ d o main^43-9 6 ^E:2.1e -15 1 -0 ,8 0 6 0 -5,8 3 0 2,313 0 1,3 1 1,373 DNAJ8 _ARATH Chap e ro ne  p ro te in d naJ 8 , chlo ro p lastic (AtDjC8 ) (AtJ8 ) ATJ8  C8  J8  At1g 8 0 9 20  F23A5.28

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Transit

p e p tid e

SRR3420 19 _TR36 6 8 8 _c0 _g 2_i4_le n=734 RS12_HORVU
Q:215-58 6 ,H:20 -

143
8 3.0 6 %ID E:2e -6 1 40 S rib o so mal p ro te in S12 PF0 1248 .23^Rib o so mal_L7Ae ^Rib o so mal p ro te in L7Ae /L30 e /S12e /Gad d 45 family^27-120 ^E:1.9 e -26 1 0 0 -7,8 44 0 ,8 6 0 ,27 0 ,545 -0 ,544 1 0 RS12_HORVU 40 S rib o so mal p ro te in S12 RPS12 Ho rd e um vulg are  (Barle y) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 19 _TR376 72_c0 _g 1_i1_le n=9 73 NA NA NA NA NA . 0 ,28 -0 ,313 0 -1,50 4 1 0 ,0 34 0 ,233 0 ,444 0 ,0 0 5 -0 ,8 32 . . . . . .

SRR3420 19 _TR39 29 1_c0 _g 1_i9 _le n=28 22 AMSH2_ARATH
Q:6 39 -18 7,H:74-

223
6 4.24%ID E:8 e -6 4 AMSH-like  ub iq uitin thio e ste rase  2 . 1 0 ,0 23 0 -1,8 8 9 0 ,147 -0 ,9 3 0 ,214 -0 ,8 0 9 1 1,40 5 AMSH2_ARATH AMSH-like  ub iq uitin thio e ste rase  2 (EC 3.4.19 .-) (De ub iq uitinating  e nzyme  AMSH2)

AMSH2 At1g 10 6 0 0  F20 B24.2

T10 O24.25

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Hyd ro lase ; Me tal-b ind ing ;

Me tallo p ro te ase ; Pro te ase ; Re fe re nce  p ro te o me ; Ub l co njug atio n p athway; Zinc

SRR3420 22_TR145_c0 _g 1_i5_le n=1370 HACD2_BOVIN
Q:1246 -

749 ,H:37-20 1
36 .14%ID E:9 e -26

Ve ry-lo ng -chain (3R)-3-hyd ro xyacyl-Co A d e hyd ratase  2

{ECO:0 0 0 0 30 5}
PF0 438 7.11^PTPLA^Pro te in tyro sine  p ho sp hatase -like  p ro te in, PTPLA^52-210 ^E:2.4e -43 0 ,0 0 4 -0 ,9 6 2 0 -1,8 41 0 ,142 -0 ,8 17 0 ,326 -0 ,523 0 ,16 -0 ,524 HACD2_BOVIN

Ve ry-lo ng -chain (3R)-3-hyd ro xyacyl-Co A d e hyd ratase  2 (EC 4.2.1.134) (3-hyd ro xyacyl-Co A d e hyd ratase

2) (HACD2) (Pro te in-tyro sine  p ho sp hatase -like  me mb e r B)
HACD2 PTPLB Bo s taurus (Bo vine )

PATHWAY: Lip id  me tab o lism; fatty acid  b io synthe sis.

{ECO:0 0 0 0 250 |UniPro tKB:Q6 Y1H2}.

Ace tylatio n; Co mp le te  p ro te o me ; End o p lasmic re ticulum; Fatty acid  b io synthe sis;

Fatty acid  me tab o lism; G lyco p ro te in; Lip id  b io synthe sis; Lip id  me tab o lism; Lyase ;

Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR3420 22_TR249 _c0 _g 1_i1_le n=10 0 0 CB23_SOLLC
Q:30 7-8 19 ,H:9 5-

26 5
9 5.32%ID E:4e -113 Chlo ro p hyll a-b  b ind ing  p ro te in 13, chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^1-128 ^E:9 .8 e -30 0 ,50 3 -0 ,20 8 0 -1,111 0 ,0 0 2 -0 ,78 4 0 ,0 6 5 -0 ,451 0 ,18 1 0 ,28 2 CB23_SOLLC Chlo ro p hyll a-b  b ind ing  p ro te in 13, chlo ro p lastic (LHCII typ e  III CAB-13) CAB13 LHBC1

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Dire ct p ro te in

se q ue ncing ; Mag ne sium; Me mb rane ; Me tal-b ind ing ; Pho sp ho p ro te in;

Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Re fe re nce  p ro te o me ;

Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR3420 22_TR351_c0 _g 1_i1_le n=1274 NA NA NA NA NA . 0 ,76 -0 ,6 8 2 0 -2,8 24 1 -0 ,0 79 1 -1,22 1 0 ,774 . . . . . .

SRR3420 22_TR8 9 5_c1_g 4_i1_le n=1434 TOC34_PEA
Q:177-10 70 ,H:6 -

30 2
72.8 2%ID E:2e -154 Translo case  o f chlo ro p last 34

PF0 319 3.13^DUF258 ^Pro te in o f unkno wn functio n, DUF258 ^24-9 7^E:1.9 e -0 8 `PF0 4548 .13^AIG1^AIG1 family^38 -228 ^E:2.4e -

36 `PF0 2421.15^Fe o B_N^Fe rro us iro n transp o rt p ro te in B^39 -129 ^E:5e -0 5`PF0 19 26 .20 ^MMR_HSR1^50 S rib o so me -b ind ing

GTPase ^40 -142^E:2.1e -12

0 ,0 0 4 -0 ,8 73 0 -1,413 0 ,8 32 -0 ,26 1 0 ,0 8 7 0 ,20 7 -0 ,378 TOC34_PEA
Translo case  o f chlo ro p last 34 (EC 3.6 .5.-) (34 kDa chlo ro p last o ute r e nve lo p e  p ro te in) (GTP-b ind ing

p ro te in IAP34) (GTP-b ind ing  p ro te in OEP34)
TOC34 IAP34 OEP34 Pisum sativum (Gard e n p e a)

3D-structure ; Chlo ro p last; Dire ct p ro te in se q ue ncing ; GTP-b ind ing ; Hyd ro lase ;

Me mb rane ; Nucle o tid e -b ind ing ; Plastid ; Plastid  o ute r me mb rane ; Pro te in transp o rt;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 22_TR9 8 5_c7_g 1_i1_le n=6 51 RCA_MALDO
Q:59 9 -

36 6 ,H:359 -436
76 .9 2%ID E:4e -35

Rib ulo se  b isp ho sp hate  carb o xylase /o xyg e nase  activase ,

chlo ro p lastic
. 0 ,0 59 -0 ,6 15 0 -2,0 9 2 0 ,121 0 ,329 0 ,9 45 0 ,0 16 0 ,0 12 -0 ,6 1 RCA_MALDO Rib ulo se  b isp ho sp hate  carb o xylase /o xyg e nase  activase , chlo ro p lastic (RA) (RuBisCO activase ) RCA

Malus d o me stica (Ap p le ) (Pyrus

malus)
ATP-b ind ing ; Chlo ro p last; Nucle o tid e -b ind ing ; Plastid ; Transit p e p tid e

SRR3420 22_TR1215_c4_g 12_i1_le n=28 8 2 AVP_VIGRR
Q:156 -246 2,H:1-

76 6
9 0 .9 %ID E:0

Pyro p ho sp hate -e ne rg ize d  vacuo lar me mb rane  p ro to n

p ump
PF0 30 30 .13^H_PPase ^Ino rg anic H+ p yro p ho sp hatase ^21-754^E:8 .5e -26 0 1 0 ,0 59 0 -1,414 0 ,8 9 0 ,0 74 0 ,8 9 0 ,0 8 1 0 ,228 0 ,9 8 AVP_VIGRR

Pyro p ho sp hate -e ne rg ize d  vacuo lar me mb rane  p ro to n p ump  (EC 3.6 .1.1) (Pyro p ho sp hate -e ne rg ize d

ino rg anic p yro p ho sp hatase ) (H(+)-PPase ) (Vacuo lar H(+)-p yro p ho sp hatase )

Vig na rad iata var. rad iata (Mung

b e an) (Phase o lus aure us)

3D-structure ; Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; Hyd ro g e n io n transp o rt;

Hyd ro lase ; Io n transp o rt; Mag ne sium; Me mb rane ; Me tal-b ind ing ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt; Vacuo le

SRR3420 22_TR139 8 _c0 _g 1_i1_le n=26 6 7 MFP1_TOBAC
Q:237-2252,H:1-

6 9 0
52.8 8 %ID E:0 MAR-b ind ing  fi lame nt-like  p ro te in 1-1 . 0 ,216 -0 ,38 7 0 -1,38 5 0 ,0 9 5 -0 ,6 14 0 ,436 -0 ,29 8 0 ,176 0 ,439 MFP1_TOBAC MAR-b ind ing  fi lame nt-like  p ro te in 1-1 MFP1-1

Nico tiana tab acum (Co mmo n

to b acco )
Co ile d  co il; DNA-b ind ing ; Nucle us

SRR3420 22_TR1434_c0 _g 1_i1_le n=18 8 4 NA NA NA NA NA . 0 ,35 -0 ,6 1 0 -3,346 0 ,0 0 4 -2,421 0 ,0 0 4 -2,477 0 ,712 -0 ,135 . . . . . .

SRR3420 22_TR18 8 5_c0 _g 1_i3_le n=522 MCCB_ARATH
Q:471-

232,H:50 8 -58 7
6 8 .75%ID E:3e -29 Me thylcro to no yl-Co A carb o xylase  b e ta chain, mito cho nd rial . 1 0 0 ,0 0 1 -1,9 0 4 1 0 1 0 1 0 MCCB_ARATH

Me thylcro to no yl-Co A carb o xylase  b e ta chain, mito cho nd rial (MCCase  sub unit b e ta) (EC 6 .4.1.4) (3-

me thylcro to nyl-Co A carb o xylase  2) (3-me thylcro to nyl-Co A:carb o n d io xid e  lig ase  sub unit b e ta)

MCCB At4g 340 30  F17I5.220

F28 A23.210

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  d e g rad atio n; L-le ucine  d e g rad atio n; (S)-3-hyd ro xy-3-

me thylg lutaryl-Co A fro m 3-iso vale ryl-Co A: ste p  2/3.

ATP-b ind ing ; Co mp le te  p ro te o me ; Lig ase ; Mito cho nd rio n; Nucle o tid e -b ind ing ;

Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 22_TR2238 _c7_g 1_i10 _le n=29 0 9 FPG_ARATH
Q:138 -10 16 ,H:1-

29 4
79 .25%ID E:5e -148 Fo rmamid o p yrimid ine -DNA g lyco sylase

PF0 1149 .21^Fap y_DNA_g lyco ^Fo rmamid o p yrimid ine -DNA g lyco sylase  N-te rminal d o main^1-131^E:2.2e -

28 `PF0 6 8 31.11^H2TH^Fo rmamid o p yrimid ine -DNA g lyco sylase  H2TH d o main^146 -235^E:3.5e -29
1 -1,49 0 -6 ,19 9 0 ,0 16 -2,6 29 0 ,0 16 -2,28 7 1 0 FPG_ARATH

Fo rmamid o p yrimid ine -DNA g lyco sylase  (Fap y-DNA g lyco sylase ) (EC 3.2.2.23) (EC 4.2.9 9 .18 ) (DNA-

(ap urinic o r ap yrimid inic s ite ) lyase  FPG1) (Fo rmamid o p yrimid ine -DNA g lyco sylase  1) (AtFPG-1)

(Fo rmamid o p yrimid ine -DNA g lyco sylase  2) (AtFPG-2) (Pro te in MutM ho mo lo g  1) (AtMMH-1) (Pro te in

MutM ho mo lo g  2) (AtMMH-2)

FPG1 FPG2 At1g 5250 0  F6 D8 .28
Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; DNA d amag e ; DNA re p air;

DNA-b ind ing ; G lyco sid ase ; Hyd ro lase ; Lyase ; Multifunctio nal e nzyme ; Nucle us;

Re fe re nce  p ro te o me

SRR3420 22_TR2436 _c1_g 9 _i7_le n=1121 EXPA4_ARATH
Q:1120 -

56 3,H:72-257
8 9 .25%ID E:6 e -121 Exp ansin-A4 PF0 3330 .15^DPBB_1^Lytic transg lyco lase ^1-8 2^E:1.4e -19 `PF0 1357.18 ^Po lle n_alle rg _1^Po lle n alle rg e n^9 3-170 ^E:9 .3e -25 0 ,79 6 -0 ,0 8 2 0 -2,513 1 0 ,0 6 1 0 ,16 9 -0 ,6 2 1 -0 ,0 16 EXPA4_ARATH Exp ansin-A4 (AtEXPA4) (Alp ha-e xp ansin-4) (At-EXP4) (AtEx4) (Ath-Exp Alp ha-1.6 ) EXPA4 EXP4 At2g 39 70 0  F17A14.7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; Dire ct p ro te in

se q ue ncing ; Disulfid e  b o nd ; Me mb rane ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 22_TR28 29 _c1_g 3_i17_le n=30 33 Y3471_ARATH
Q:2322-

158 8 ,H:347-58 9
48 .57%ID E:2e -6 7 Putative  re ce p to r-l ike  p ro te in kinase  At3g 47110

PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^47-6 9 ^E:1.1`PF138 55.3^LRR_8 ^Le ucine  rich re p e at^71-131^E:1.7e -

0 7`PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^71-9 3^E:0 .0 8 9 `PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^9 2-

10 8 ^E:0 .34`PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^9 5-113^E:0 .0 24`PF138 55.3^LRR_8 ^Le ucine  rich re p e at^122-177^E:2.6 e -

0 6 `PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^16 8 -18 9 ^E:0 .18 `PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^19 4-214^E:0 .41

0 ,76 3 -0 ,225 0 -2,76 2 0 ,0 0 1 -1,0 16 0 ,0 0 1 -1,0 25 0 ,173 -0 ,6 74 Y3471_ARATH Putative  re ce p to r-l ike  p ro te in kinase  At3g 47110  (EC 2.7.11.1) At3g 47110  F13I12.16 0
Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; G lyco p ro te in; Kinase ; Le ucine -

rich re p e at; Me mb rane ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re ce p to r; Re fe re nce

p ro te o me ; Re p e at; Se rine /thre o nine -p ro te in kinase ; Sig nal; Transfe rase ;

Transme mb rane ; Transme mb rane  he lix

SRR3420 22_TR29 0 1_c4_g 1_i6 _le n=8 9 7 NA NA NA NA NA . 1 0 0 ,0 0 1 -1,6 53 0 ,6 79 0 ,48 1 -0 ,18 4 1 0 . . . . . .

SRR3420 22_TR329 5_c2_g 6 _i3_le n=8 25 NA NA NA NA NA PF0 116 5.17^Rib o so mal_S21^Rib o so mal p ro te in S21^9 6 -150 ^E:3e -19 0 ,114 -0 ,421 0 -1,0 0 9 0 ,0 5 -0 ,58 2 0 ,146 -0 ,423 0 ,527 0 ,152 . . . . . .

SRR3420 22_TR4532_c1_g 6 _i1_le n=9 22 RK35_SPIOL
Q:259 -549 ,H:6 0 -

158
73.74%ID E:7e -29 50 S rib o so mal p ro te in L35, chlo ro p lastic PF0 16 32.16 ^Rib o so mal_L35p ^Rib o so mal p ro te in L35^8 3-139 ^E:4.3e -20 0 ,0 18 -0 ,544 0 -0 ,8 73 0 ,0 0 7 -0 ,6 18 0 ,114 -0 ,357 0 ,0 56 -0 ,428 RK35_SPIOL 50 S rib o so mal p ro te in L35, chlo ro p lastic (CL35) RPL35 Sp inacia o le race a (Sp inach)

3D-structure ; Chlo ro p last; Dire ct p ro te in se q ue ncing ; Plastid ; Rib o nucle o p ro te in;

Rib o so mal p ro te in; Transit p e p tid e

SRR3420 22_TR46 39 _c0 _g 1_i16 _le n=376 2 PHOT1_ARATH
Q:428 -350 2,H:3-

9 9 6
6 9 .8 4%ID E:0 Pho to tro p in-1

PF13426 .4^PAS_9 ^PAS d o main^215-311^E:1.5e -20 `PF0 0 9 8 9 .22^PAS^PAS fo ld ^221-30 6 ^E:1.7e -0 8 `PF0 8 447.9 ^PAS_3^PAS

fo ld ^222-30 5^E:1.5e -0 8 `PF13426 .4^PAS_9 ^PAS d o main^510 -6 0 2^E:3.5e -20 `PF0 0 9 8 9 .22^PAS^PAS fo ld ^513-6 0 2^E:1.1e -

0 6 `PF0 8 447.9 ^PAS_3^PAS fo ld ^514-59 9 ^E:4.2e -0 7`PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^6 9 0 -9 75^E:1.3e -

6 2`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^6 9 1-9 59 ^E:1.4e -26

0 ,438 -0 ,325 0 -2,257 0 ,174 -0 ,58 3 0 ,58 6 -0 ,245 0 ,56 8 -0 ,248 PHOT1_ARATH Pho to tro p in-1 (EC 2.7.11.1) (No n-p ho to tro p ic hyp o co tyl p ro te in 1) (Ro o t p ho to tro p ism p ro te in 1)
PHOT1 JK224 NPH1 RPT1 At3g 4578 0

T6 D9 _110

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; ATP-b ind ing ; Ce ll me mb rane ; Chro mo p ho re ; Co mp le te  p ro te o me ;

Cyto p lasm; Disulfid e  b o nd ; FMN; Flavo p ro te in; Kinase ; Me mb rane ; Nucle o tid e -

b ind ing ; Pho sp ho p ro te in; Pho to re ce p to r p ro te in; Re ce p to r; Re fe re nce  p ro te o me ;

Re p e at; Se nso ry transd uctio n; Se rine /thre o nine -p ro te in kinase ; Transfe rase

SRR3420 22_TR4728 _c1_g 1_i5_le n=18 41 PTR6 _ARATH
Q:170 7-

274,H:10 6 -59 4
59 .1%ID E:0 Pro te in NRT1/ PTR FAMILY 1.2 PF0 0 8 54.18 ^PTR2^POT family^3-410 ^E:2.6 e -73 0 ,0 9 6 -0 ,6 79 0 -8 ,539 0 ,228 1,223 0 ,46 1 -1,455 1 0 ,71 PTR6 _ARATH Pro te in NRT1/ PTR FAMILY 1.2 (AtNPF1.2) (Nitrate  transp o rte r 1.11) NPF1.2 NRT1.11 At1g 5219 0  F9 I5.4

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Pho sp ho p ro te in; Re fe re nce

p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR3420 22_TR5134_c0 _g 1_i2_le n=20 0 1 LCYE_ARATH
Q:179 -176 2,H:1-

524
73.8 3%ID E:0 Lyco p e ne  e p silo n cyclase , chlo ro p lastic PF0 58 34.9 ^Lyco p e ne _cycl^Lyco p e ne  cyclase  p ro te in^113-50 5^E:2.3e -152 1 -0 ,0 2 0 -1,318 0 ,0 2 -0 ,78 2 0 ,0 73 -0 ,58 6 0 ,0 9 1 0 ,537 LCYE_ARATH Lyco p e ne  e p silo n cyclase , chlo ro p lastic (EC 5.5.1.18 ) (Pro te in LUTEIN DEFICIENT 2) LUT2 At5g 570 30  MHM17.16

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Caro te no id  b io synthe sis; alp ha-ze acaro te ne  b io synthe sis.;

PATHWAY: Caro te no id  b io synthe sis; d e lta-caro te ne  b io synthe sis.

Caro te no id  b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; Iso me rase ; Me mb rane ;

NAD; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix

SRR3420 22_TR5277_c0 _g 1_i1_le n=6 55 NA NA NA NA NA . 1 -0 ,29 7 0 -7,73 0 ,515 0 ,211 0 ,9 1 0 ,0 47 1 0 . . . . . .

SRR3420 22_TR5356 _c1_g 2_i1_le n=158 8 LPA3_ARATH
Q:26 0 -

1258 ,H:26 -358
76 .58 %ID E:0 Pro te in LOW PSII ACCUMULATION 3, chlo ro p lastic PF0 9 353.7^DUF19 9 5^Do main o f unkno wn functio n (DUF19 9 5)^113-375^E:5.2e -50 1 -0 ,40 5 0 -5,59 1 0 ,0 0 7 -0 ,8 59 0 ,0 21 -0 ,734 0 ,8 22 -0 ,30 7 LPA3_ARATH Pro te in LOW PSII ACCUMULATION 3, chlo ro p lastic LPA3 At1g 730 6 0  F3N23.26

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Plastid ; Re fe re nce

p ro te o me ; Thylako id ; Transit p e p tid e

SRR3420 22_TR5371_c0 _g 3_i1_le n=10 44 RK12_TOBAC
Q:118 -6 8 4,H:1-

18 6
8 1.58 %ID E:9 e -8 0 50 S rib o so mal p ro te in L12, chlo ro p lastic

PF16 320 .2^Rib o so mal_L12_N^Rib o so mal p ro te in L7/L12 d ime risatio n d o main^6 2-10 9 ^E:1.5e -

13`PF0 0 542.16 ^Rib o so mal_L12^Rib o so mal p ro te in L7/L12 C-te rminal d o main^122-18 8 ^E:1.2e -23
0 ,0 48 -0 ,437 0 -1,28 2 0 ,0 56 -0 ,442 0 ,244 -0 ,27 0 ,19 6 -0 ,279 RK12_TOBAC 50 S rib o so mal p ro te in L12, chlo ro p lastic (CL12) RPL12

Nico tiana tab acum (Co mmo n

to b acco )

Chlo ro p last; Dire ct p ro te in se q ue ncing ; Plastid ; Rib o nucle o p ro te in; Rib o so mal

p ro te in; Transit p e p tid e

SRR3420 22_TR6 523_c1_g 1_i1_le n=10 70 TL17_ARATH
Q:8 9 7-30 1,H:30 -

236
6 8 .6 %ID E:2e -9 9

Thylako id  lume nal 17.4 kDa p ro te in, chlo ro p lastic

{ECO:0 0 0 0 30 3|Pub Me d :9 6 54141}

PF0 0 8 0 5.19 ^Pe ntap e p tid e ^Pe ntap e p tid e  re p e ats (8  co p ie s)^122-16 1^E:5.1e -0 5`PF0 0 8 0 5.19 ^Pe ntap e p tid e ^Pe ntap e p tid e

re p e ats (8  co p ie s)^156 -18 6 ^E:1.9 e -0 7`PF1359 9 .3^Pe ntap e p tid e _4^Pe ntap e p tid e  re p e ats (9  co p ie s)^157-216 ^E:3.9 e -

0 8 `PF0 0 8 0 5.19 ^Pe ntap e p tid e ^Pe ntap e p tid e  re p e ats (8  co p ie s)^16 7-20 5^E:5.8 e -0 8

0 ,8 39 -0 ,115 0 -1,721 1 0 ,0 8 7 1 0 ,0 4 0 ,0 76 -2,6 2 TL17_ARATH Thylako id  lume nal 17.4 kDa p ro te in, chlo ro p lastic (P17.4) TL17 At5g 5349 0  MNC6 .3
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ;

Plastid ; Re fe re nce  p ro te o me ; Re p e at; Thylako id ; Transit p e p tid e

SRR3420 22_TR6 6 14_c3_g 2_i2_le n=139 8 RRP2_SPIOL
Q:40 5-9 47,H:8 0 -

26 0
75.6 9 %ID E:8 e -79 30 S rib o so mal p ro te in 2, chlo ro p lastic

PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^8 1-151^E:1.2e -21`PF138 9 3.3^RRM_5^RNA

re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^8 7-155^E:0 .0 0 6 `PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM,

RBD, o r RNP d o main)^18 1-251^E:2.6 e -17`PF138 9 3.3^RRM_5^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^220 -

252^E:0 .2

0 ,18 4 -0 ,312 0 -0 ,8 8 9 0 ,0 58 -0 ,478 0 ,449 -0 ,19 3 0 ,49 5 -0 ,16 1 RRP2_SPIOL 30 S rib o so mal p ro te in 2, chlo ro p lastic (Plastid -sp e cific  30 S rib o so mal p ro te in 2) (PSRP-2) PSRP2 Sp inacia o le race a (Sp inach)
Chlo ro p last; Dire ct p ro te in se q ue ncing ; Plastid ; RNA-b ind ing ; Re p e at;

Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e ; rRNA-b ind ing

SRR3420 22_TR6 6 6 4_c0 _g 7_i1_le n=6 16 NA NA NA NA NA . 0 ,16 1 -0 ,352 0 -1,6 8 5 0 ,0 0 1 -0 ,751 0 ,0 0 4 -0 ,6 77 0 ,226 -2,0 74 . . . . . .

SRR3420 22_TR7233_c0 _g 3_i1_le n=18 51 DNAJ_CYAP4
Q:532-156 9 ,H:2-

343
54.31%ID E:6 e -114

Chap e ro ne  p ro te in DnaJ {ECO:0 0 0 0 255|HAMAP-

Rule :MF_0 1152}

PF0 0 226 .28 ^DnaJ^DnaJ d o main^74-135^E:1.5e -26 `PF0 1556 .15^DnaJ_C^DnaJ C te rminal d o main^19 4-411^E:3.9 e -

32`PF0 0 6 8 4.16 ^DnaJ_CXXCXGXG^DnaJ ce ntral d o main^220 -28 4^E:2.5e -12
1 0 ,6 8 4 0 -7,20 6 0 ,9 41 0 ,0 6 2 0 ,438 0 ,28 1 0 DNAJ_CYAP4 Chap e ro ne  p ro te in DnaJ d naJ Cyan7425_46 9 2

Cyano the ce  sp . (strain PCC 7425 /

ATCC 29 141)

Chap e ro ne ; Co mp le te  p ro te o me ; Cyto p lasm; DNA re p licatio n; Me tal-b ind ing ;

Re fe re nce  p ro te o me ; Re p e at; Stre ss re sp o nse ; Zinc; Zinc-fing e r

SRR3420 22_TR750 6 _c0 _g 1_i1_le n=119 1 RR6 _ARATH
Q:19 9 -756 ,H:17-

20 6
73.16 %ID E:1e -73 30 S rib o so mal p ro te in S6  alp ha, chlo ro p lastic PF0 1250 .14^Rib o so mal_S6 ^Rib o so mal p ro te in S6 ^9 6 -19 4^E:7.2e -19 0 ,0 31 -0 ,516 0 -1,19 5 0 ,346 -0 ,255 0 ,773 -0 ,0 76 0 6 ,374 RR6 _ARATH 30 S rib o so mal p ro te in S6  alp ha, chlo ro p lastic RPS6  At1g 6 4510  F1N19 .8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; RNA-b ind ing ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e ; rRNA-b ind ing

SRR3420 22_TR776 4_c0 _g 1_i1_le n=156 1 UGPI7_ARATH
Q:333-

1145,H:21-278
73.8 2%ID E:1e -121 Uncharacte rize d  GPI-ancho re d  p ro te in At4g 28 10 0 . 0 ,50 2 -0 ,254 0 -2,20 1 0 ,0 9 4 -1,157 0 ,0 0 7 -2,0 8 8 1 0 ,0 0 5 UGPI7_ARATH Uncharacte rize d  GPI-ancho re d  p ro te in At4g 28 10 0 At4g 28 10 0  T13J8 .210

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; GPI-ancho r; G lyco p ro te in; Lip o p ro te in;

Me mb rane ; Re fe re nce  p ro te o me ; Sig nal

SRR3420 22_TR79 20 _c1_g 1_i1_le n=19 55 LAX3_MEDTR
Q:16 9 8 -28 3,H:1-

46 5
8 6 .23%ID E:0 Auxin transp o rte r-l ike  p ro te in 3 PF0 149 0 .15^Aa_trans^Transme mb rane  amino  acid  transp o rte r p ro te in^44-434^E:3e -73 0 ,43 -0 ,312 0 -2,0 24 0 ,257 -0 ,79 9 0 ,175 -1,0 24 0 ,8 44 0 ,114 LAX3_MEDTR Auxin transp o rte r-l ike  p ro te in 3 (AUX1-like  p ro te in 3) (MtLAX3) LAX3

Me d icag o  truncatula (Barre l me d ic)

(Me d icag o  trib ulo id e s)

Amino -acid  transp o rt; Auxin s ig naling  p athway; Ce ll me mb rane ; Me mb rane ; Symp o rt;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 22_TR8 56 8 _c2_g 10 _i2_le n=59 6 RS12_HORVU
Q:416 -45,H:20 -

143
8 3.0 6 %ID E:3e -6 2 40 S rib o so mal p ro te in S12 PF0 1248 .23^Rib o so mal_L7Ae ^Rib o so mal p ro te in L7Ae /L30 e /S12e /Gad d 45 family^27-120 ^E:1.9 e -26 1 1,156 0 -8 ,422 0 ,79 4 0 ,0 72 0 ,39 5 -0 ,233 1 -0 ,0 38 RS12_HORVU 40 S rib o so mal p ro te in S12 RPS12 Ho rd e um vulg are  (Barle y) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 22_TR8 8 6 6 _c3_g 12_i2_le n=29 6 2 P2C71_ORYSJ
Q:9 6 5-

9 9 ,H:16 2-46 3
50 .9 9 %ID E:1e -9 3 Pro b ab le  p ro te in p ho sp hatase  2C 71

PF0 7228 .9 ^Sp o IIE^Stag e  II sp o rulatio n p ro te in E (Sp o IIE)^337-50 1^E:9 .1e -0 7`PF136 72.3^PP2C_2^Pro te in p ho sp hatase  2C^352-

453^E:9 .9 e -0 8 `PF0 0 48 1.18 ^PP2C^Pro te in p ho sp hatase  2C^419 -46 9 ^E:4e -0 6
1 0 ,9 47 0 ,0 0 1 -6 ,6 53 1 -3,6 59 1 -3,6 59 0 ,46 1 -1,19 7 P2C71_ORYSJ Pro b ab le  p ro te in p ho sp hatase  2C 71 (OsPP2C71) (EC 3.1.3.16 )

Os10 g 0 370 0 0 0  LOC_Os10 g 2246 0

OJ10 0 3C0 7.6  OsJ_0 30 0 57
Oryza sativa sub sp . jap o nica (Rice )

Co mp le te  p ro te o me ; Hyd ro lase ; Mag ne sium; Mang ane se ; Me tal-b ind ing ; Pro te in

p ho sp hatase ; Re fe re nce  p ro te o me

SRR3420 22_TR9 39 6 _c5_g 9 _i2_le n=10 50 NA NA NA NA NA . 1 0 ,0 0 3 0 ,0 0 1 -1,0 32 0 ,8 38 0 ,0 57 0 ,374 0 ,224 1 0 ,9 6 2 . . . . . .

SRR3420 22_TR9 79 4_c0 _g 7_i1_le n=316 0 C8 2A2_SOYBN
Q:19 9 9 -

2550 ,H:336 -520
54.59 %ID E:1e -57 Cyto chro me  P450  8 2A2 PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^35-28 8 ^E:5.5e -30 0 ,70 2 0 ,155 0 -2,556 0 ,38 1 -2,437 0 ,129 -3,16 4 1 0 C8 2A2_SOYBN Cyto chro me  P450  8 2A2 (EC 1.14.-.-) (Cyto chro me  P450  CP4) CYP8 2A2

Glycine  max (So yb e an) (G lycine

hisp id a)

Co mp le te  p ro te o me ; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ;

Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR3420 22_TR9 79 4_c0 _g 7_i2_le n=2242 C8 2A3_SOYBN
Q:18 7-

16 32,H:39 -525
47.26 %ID E:4e -130 Cyto chro me  P450  8 2A3 PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^35-49 2^E:2.3e -9 2 0 ,715 0 ,139 0 -2,727 0 ,6 9 2 -0 ,9 37 0 ,38 1 -1,6 15 1 -0 ,218 C8 2A3_SOYBN Cyto chro me  P450  8 2A3 (EC 1.14.-.-) (Cyto chro me  P450  CP6 ) CYP8 2A3

Glycine  max (So yb e an) (G lycine

hisp id a)

Co mp le te  p ro te o me ; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ;

Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR3420 22_TR10 0 47_c1_g 3_i1_le n=8 38 HEXO1_ARATH
Q:47-48 4,H:39 6 -

541
6 7.8 1%ID E:3e -6 1 Be ta-he xo saminid ase  1 PF0 0 728 .19 ^Glyco _hyd ro _20 ^Glyco syl hyd ro lase  family 20 , catalytic d o main^12-9 3^E:2.2e -14 1 0 0 -7,427 1 -3,0 6 6 1 -3,0 6 6 0 ,16 -1,143 HEXO1_ARATH

Be ta-he xo saminid ase  1 (EC 3.2.1.52) (Be ta-GlcNAcase  1) (Be ta-N-ace tylhe xo saminid ase  1) (Be ta-

he xo saminid ase  2) (AtHEX2) (N-ace tyl-b e ta-g luco saminid ase  1)
HEXO1 HEX2 At3g 5526 0  T26 I12.140

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ;

Re fe re nce  p ro te o me ; Sig nal; Vacuo le

SRR3420 22_TR10 137_c0 _g 1_i2_le n=1546 NA NA NA NA NA . 1 0 ,32 0 -7,8 9 1 0 ,9 17 0 ,112 0 ,548 0 ,29 4 1 0 . . . . . .

SRR3420 22_TR10 210 _c2_g 8 _i16 _le n=20 0 5 Y358 9 _ARATH
Q:755-178 6 ,H:7-

350
6 4.74%ID E:4e -151 PTI1-like  tyro sine -p ro te in kinase  At3g 158 9 0

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^40 -30 7^E:6 .9 e -45`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^41-30 9 ^E:2.6 e -

44
0 ,76 -0 ,552 0 -3,754 0 ,0 74 0 ,8 75 0 ,241 0 ,6 46 1 -0 ,11 Y358 9 _ARATH PTI1-like  tyro sine -p ro te in kinase  At3g 158 9 0  (EC 2.7.10 .2) At3g 158 9 0  MVC8 .1

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Kinase ; Nucle o tid e -b ind ing ; Re fe re nce

p ro te o me ; Transfe rase ; Tyro sine -p ro te in kinase

SRR3420 22_TR11257_c0 _g 2_i1_le n=10 49 ACFR3_ARATH
Q:123-76 7,H:2-

217
56 .0 2%ID E:3e -59 Pro b ab le  transme mb rane  asco rb ate  fe rrire d uctase  3 PF0 318 8 .13^Cyto chro m_B56 1^Eukaryo tic cyto chro me  b 56 1^57-18 8 ^E:3.3e -37 0 ,158 1,548 0 -6 ,9 53 0 ,0 6 6 -5,376 0 ,0 6 6 -5,376 0 ,0 25 -3,179 ACFR3_ARATH Pro b ab le  transme mb rane  asco rb ate  fe rrire d uctase  3 (EC 1.16 .5.1) (Artb 56 1-3) (Pro te in b 56 1A.tha14) CYB56 1C At1g 14730  F10 B6 .13

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Ele ctro n transp o rt; He me ; Iro n; Me mb rane ; Me tal-b ind ing ;

Oxid o re d uctase ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR3420 22_TR11375_c1_g 2_i3_le n=10 74 PSBQ1_MAIZE
Q:49 6 -

8 8 2,H:8 9 -217
75.19 %ID E:7e -44 Oxyg e n-e vo lving  e nhance r p ro te in 3-1, chlo ro p lastic . 0 ,38 -0 ,514 0 -2,6 0 7 0 ,142 -0 ,8 49 0 ,0 44 -1,10 3 0 ,6 46 -0 ,36 5 PSBQ1_MAIZE

Oxyg e n-e vo lving  e nhance r p ro te in 3-1, chlo ro p lastic (OEE3) (16  kDa sub unit o f o xyg e n e vo lving

syste m o f p ho to syste m II) (OEC 16  kDa sub unit)
PSBQ1 PSBQ Ze a mays (Maize )

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Pho to synthe sis; Pho to syste m II;

Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

SRR3420 22_TR11511_c0 _g 2_i5_le n=128 9 SDF2_ARATH
Q:9 9 2-357,H:1-

215
77.21%ID E:3e -119 Stro mal ce ll-d e rive d  facto r 2-like  p ro te in PF0 28 15.16 ^MIR^MIR d o main^16 5-29 7^E:4.5e -14 1 0 ,0 19 0 -8 ,50 1 1 0 ,0 55 0 ,516 -0 ,28 7 1 0 SDF2_ARATH Stro mal ce ll-d e rive d  facto r 2-like  p ro te in (AtSDF2) (SDF2-like  p ro te in) SDF2 At2g 25110  F13D4.70

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Co mp le te  p ro te o me ; End o p lasmic re ticulum; G lyco p ro te in; Plant

d e fe nse ; Re fe re nce  p ro te o me ; Re p e at; Sig nal

SRR3420 22_TR119 11_c0 _g 3_i5_le n=1427 NA NA NA NA NA PF0 119 0 .14^Po lle n_Ole _e _I^Po lle n p ro te ins O le  e  I l ike ^30 -8 9 ^E:0 .0 0 0 17 0 ,0 0 2 -0 ,8 49 0 -2,356 0 ,49 3 -0 ,351 0 ,253 0 ,48 1 0 ,16 1,19 . . . . . .

SRR3420 22_TR12216 _c0 _g 3_i1_le n=2241 SR54C_ARATH
Q:251-

18 43,H:35-56 4
8 4.0 2%ID E:0 Sig nal re co g nitio n p artic le  54 kDa p ro te in, chlo ro p lastic

PF0 28 8 1.16 ^SRP54_N^SRP54-typ e  p ro te in, he lical b und le  d o main^9 1-16 8 ^E:1.2e -19 `PF0 6 414.9 ^Ze ta_to xin^Ze ta to xin^18 4-

29 1^E:5e -0 6 `PF0 0 448 .19 ^SRP54^SRP54-typ e  p ro te in, GTPase  d o main^18 6 -38 1^E:3.5e -

76 `PF0 158 3.17^APS_kinase ^Ad e nylylsulp hate  kinase ^18 6 -227^E:5.6 e -0 5`PF0 2374.12^ArsA_ATPase ^Anio n-transp o rting

ATPase ^18 8 -223^E:5.4e -0 5`PF0 16 56 .20 ^Cb iA^Co b Q/Co b B/MinD/ParA nucle o tid e  b ind ing  d o main^19 6 -340 ^E:2e -

0 6 `PF0 29 78 .16 ^SRP_SPB^Sig nal p e p tid e  b ind ing  d o main^412-510 ^E:2.8 e -24

0 ,0 5 -0 ,50 7 0 -1,352 0 ,0 8 6 -0 ,571 0 ,46 1 -0 ,245 0 ,0 29 -0 ,554 SR54C_ARATH
Sig nal re co g nitio n p artic le  54 kDa p ro te in, chlo ro p lastic (54 chlo ro p last p ro te in) (54CP) (SRP54)

(cp SRP54) (FFC)
FFC CPSRP54 At5g 0 39 40  F8 F6 _150

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Chlo ro p last; Co mp le te  p ro te o me ; GTP-b ind ing ; Nucle o tid e -b ind ing ;

Plastid ; RNA-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Sig nal re co g nitio n

p artic le ; Transit p e p tid e

SRR3420 22_TR12377_c0 _g 3_i2_le n=9 8 4 COMT1_CATRO
Q:9 8 2-

335,H:127-313
6 3.32%ID E:4e -74 Caffe ic acid  3-O-me thyltransfe rase PF0 0 8 9 1.15^Me thyltransf_2^O-me thyltransfe rase ^1-9 1^E:1.3e -30 0 ,9 35 -0 ,0 31 0 -1,718 0 ,79 8 0 ,455 0 ,76 -0 ,59 9 0 ,38 1 -0 ,8 27 COMT1_CATRO

Caffe ic acid  3-O-me thyltransfe rase  (CAOMT) (COMT) (EC 2.1.1.6 8 ) (S-ad e no sysl-L-me thio nine :caffe ic

acid  3-O-me thyltransfe rase )
COMT1

Catharanthus ro se us (Mad ag ascar

p e riwinkle ) (Vinca ro se a)
PATHWAY: Aro matic co mp o und  me tab o lism; p he nylp ro p ano id  b io synthe sis. Lig nin b io synthe sis; Me thyltransfe rase ; S-ad e no syl-L-me thio nine ; Transfe rase

SRR3420 22_TR130 12_c0 _g 3_i10 _le n=8 11 RCD1_DANRE
Q:78 -36 2,H:18 0 -

274
6 5.26 %ID E:2e -36 Ce ll d iffe re ntiatio n p ro te in RCD1 ho mo lo g . 1 0 0 ,0 0 1 -4,6 7 1 0 1 0 0 ,8 9 2 -0 ,16 9 RCD1_DANRE Ce ll d iffe re ntiatio n p ro te in RCD1 ho mo lo g  (Rcd -1) rq cd 1 rcd 1 si:d ke yp -8 4a8 .6  zg c:8 56 18

Danio  re rio  (Ze b rafish)

(Brachyd anio  re rio )

Activato r; Co mp le te  p ro te o me ; Cyto p lasm; Nucle us; RNA-me d iate d  g e ne  sile ncing ;

Re fe re nce  p ro te o me ; Re p re sso r; Transcrip tio n; Transcrip tio n re g ulatio n;

Translatio n re g ulatio n

SRR3420 22_TR13132_c0 _g 3_i1_le n=1550 Y4372_ARATH
Q:2-126 4,H:355-

76 8
57.8 3%ID E:2e -124

Pro b ab le  LRR re ce p to r-l ike  se rine /thre o nine -p ro te in

kinase  At4g 37250

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^116 -40 8 ^E:1.2e -32`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^131-

26 8 ^E:4.1e -21`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^30 6 -40 8 ^E:2.7e -0 5
0 ,6 73 -0 ,237 0 -2,0 18 0 ,133 -1,28 2 0 ,0 38 -1,70 6 0 ,0 0 3 -2,356 Y4372_ARATH Pro b ab le  LRR re ce p to r-l ike  se rine /thre o nine -p ro te in kinase  At4g 37250  (EC 2.7.11.1) At4g 37250  AP22.22 C7A10 .110

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Kinase ; Le ucine -rich re p e at;

Me mb rane ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re ce p to r; Re fe re nce  p ro te o me ;

Re p e at; Se rine /thre o nine -p ro te in kinase ; Sig nal; Transfe rase ; Transme mb rane ;

Transme mb rane  he lix

SRR3420 22_TR1328 9 _c1_g 1_i1_le n=259 0 ADS3_ARATH
Q:8 34-

253,H:174-36 7
8 4.54%ID E:3e -125

Palmito yl-mo no g alacto syld iacylg lyce ro l d e lta-7 d e saturase ,

chlo ro p lastic {ECO:0 0 0 0 30 3|Pub Me d :15579 6 6 2}
. 1 -0 ,22 0 -6 ,9 19 0 ,0 0 3 -2,8 36 0 ,0 0 3 -2,6 34 1 0 ADS3_ARATH

Palmito yl-mo no g alacto syld iacylg lyce ro l d e lta-7 d e saturase , chlo ro p lastic (EC 1.14.19 .-) (FAD5)

(Mo no g alacto syld iacylg lyce ro l-sp e cific  p almitic acid  d e saturase )
ADS3 At3g 158 50  MSJ11.25

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Lip id  me tab o lism; o xylip in b io synthe sis.; PATHWAY: Lip id

me tab o lism; p o lyunsaturate d  fatty acid  b io synthe sis.

Chlo ro p last; Co mp le te  p ro te o me ; Fatty acid  b io synthe sis; Fatty acid  me tab o lism;

Iro n; Lip id  b io synthe sis; Lip id  me tab o lism; Me mb rane ; Oxid o re d uctase ; Oxylip in

b io synthe sis; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix

SRR3420 22_TR1328 9 _c1_g 1_i11_le n=30 58 ADS3_ARATH
Q:6 9 0 -

253,H:222-36 7
8 4.9 3%ID E:6 e -120

Palmito yl-mo no g alacto syld iacylg lyce ro l d e lta-7 d e saturase ,

chlo ro p lastic {ECO:0 0 0 0 30 3|Pub Me d :15579 6 6 2}
. 1 -0 ,425 0 -9 ,249 0 ,38 9 -0 ,29 5 0 ,73 -0 ,124 1 0 ,36 4 ADS3_ARATH

Palmito yl-mo no g alacto syld iacylg lyce ro l d e lta-7 d e saturase , chlo ro p lastic (EC 1.14.19 .-) (FAD5)

(Mo no g alacto syld iacylg lyce ro l-sp e cific  p almitic acid  d e saturase )
ADS3 At3g 158 50  MSJ11.25

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Lip id  me tab o lism; o xylip in b io synthe sis.; PATHWAY: Lip id

me tab o lism; p o lyunsaturate d  fatty acid  b io synthe sis.

Chlo ro p last; Co mp le te  p ro te o me ; Fatty acid  b io synthe sis; Fatty acid  me tab o lism;

Iro n; Lip id  b io synthe sis; Lip id  me tab o lism; Me mb rane ; Oxid o re d uctase ; Oxylip in

b io synthe sis; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix

SRR3420 22_TR1328 9 _c1_g 5_i2_le n=28 8 5 CAO_ORYSJ
Q:10 8 8 -

6 0 6 ,H:375-535
8 1.9 9 %ID E:1e -8 4 Chlo ro p hyll id e  a o xyg e nase , chlo ro p lastic . 0 ,29 8 -0 ,517 0 -1,725 0 ,0 0 7 -0 ,8 37 0 ,0 12 -0 ,759 1 0 ,253 CAO_ORYSJ

Chlo ro p hyll id e  a o xyg e nase , chlo ro p lastic (Chlo ro p hyll a o xyg e nase ) (EC 1.14.13.122) (Chlo ro p hyll b

synthase )

CAO LLS1 Os10 g 0 56 740 0

LOC_Os10 g 4178 0  OSJNBa0 0 57L21.2
Oryza sativa sub sp . jap o nica (Rice )

2Fe -2S; Alte rnative  sp lic ing ; Chlo ro p hyll b io synthe sis; Chlo ro p last; Co ile d  co il;

Co mp le te  p ro te o me ; Iro n; Iro n-sulfur; Me mb rane ; Me tal-b ind ing ; NADP;

Oxid o re d uctase ; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

SRR3420 22_TR14119 _c0 _g 1_i1_le n=9 52 NA NA NA NA NA PF10 716 .6 ^Nd hL^NADH d e hyd ro g e nase  transme mb rane  sub unit^9 4-16 6 ^E:4.1e -29 0 ,148 -0 ,39 1 0 -1,0 37 0 ,534 0 ,176 0 ,0 8 1 0 ,46 9 0 ,139 -0 ,38 2 . . . . . .

SRR3420 22_TR148 31_c1_g 1_i2_le n=20 6 4 LBP6 5_ARATH
Q:245-520 ,H:33-

128
6 3.54%ID E:6 e -35 Putative  lip id -b ind ing  p ro te in At4g 0 0 16 5 PF14547.3^Hyd ro p ho b _se e d ^Hyd ro p ho b ic se e d  p ro te in^70 -139 ^E:7.2e -0 6 0 ,28 1 -0 ,42 0 ,0 0 1 -1,218 0 ,212 -0 ,9 58 0 ,70 7 -0 ,435 0 ,472 -0 ,6 31 LBP6 5_ARATH Putative  lip id -b ind ing  p ro te in At4g 0 0 16 5 At4g 0 0 16 5 F6 N15.21

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Disulfid e  b o nd ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 22_TR16 0 45_c6 _g 10 _i4_le n=10 10 PSAL_ARATH
Q:8 24-234,H:23-

219
8 2.74%ID E:3e -9 3 Pho to syste m I re actio n ce nte r sub unit XI, chlo ro p lastic PF0 26 0 5.12^PsaL^Pho to syste m I re actio n ce ntre  sub unit XI^6 0 -212^E:1.1e -59 0 ,236 0 ,26 1 0 -1,153 0 ,0 73 -0 ,38 1 0 ,0 9 1 -0 ,359 0 ,226 0 ,45 PSAL_ARATH Pho to syste m I re actio n ce nte r sub unit XI, chlo ro p lastic (PSI-L) (PSI sub unit V) PSAL At4g 128 0 0  T20 K18 .150

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Pho to synthe sis;

Pho to syste m I; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ;

Transme mb rane ; Transme mb rane  he lix

SRR3420 22_TR1730 6 _c0 _g 1_i5_le n=26 9 2 CTSL2_DICDI
Q:9 8 9 -

49 2,H:40 3-56 7
58 .43%ID E:7e -47 CTD small p ho sp hatase -like  p ro te in 2 PF0 30 31.15^NIF^NLI inte racting  facto r-l ike  p ho sp hatase ^27-18 7^E:1.5e -55 1 0 ,0 13 0 ,0 0 1 -1,734 1 0 ,6 4 1 -0 ,10 9 0 ,142 0 ,59 9 CTSL2_DICDI CTD small p ho sp hatase -like  p ro te in 2 (CTDSP-like  2) (EC 3.1.3.-) ctd sp l2 DDB_G0 29 0 36 5

Dictyo ste lium d isco id e um (Slime

mo ld )
Co mp le te  p ro te o me ; Hyd ro lase ; Pro te in p ho sp hatase ; Re fe re nce  p ro te o me

SRR3420 22_TR18 0 58 _c0 _g 1_i7_le n=20 0 5 BRAP_HUMAN
Q:19 27-

9 8 6 ,H:8 3-39 6
42.8 1%ID E:2e -79 BRCA1-asso ciate d  p ro te in

PF0 7576 .9 ^BRAP2^BRCA1-asso ciate d  p ro te in 2^9 8 -19 4^E:3.4e -36 `PF136 39 .3^zf-RING_2^Ring  fing e r d o main^20 6 -247^E:8 e -

0 9 `PF0 0 0 9 7.22^zf-C3HC4^Zinc fing e r, C3HC4 typ e  (RING fing e r)^20 7-246 ^E:0 .0 0 0 13`PF0 2148 .16 ^zf-UBP^Zn-fing e r in ub iq uitin-

hyd ro lase s and  o the r p ro te in^258 -317^E:4e -19

1 -0 ,152 0 -7,0 44 0 ,8 32 0 ,222 0 ,6 79 0 ,346 1 0 BRAP_HUMAN
BRCA1-asso ciate d  p ro te in (EC 6 .3.2.-) (BRAP2) (Imp e d e s mito g e nic s ig nal p ro p ag atio n) (IMP) (RING

fing e r p ro te in 52) (Re nal carcino ma antig e n NY-REN-6 3)
BRAP RNF52 Ho mo  sap ie ns (Human) PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

Alte rnative  sp lic ing ; Co ile d  co il; Co mp le te  p ro te o me ; Cyto p lasm; Lig ase ; Me tal-

b ind ing ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Ub l co njug atio n p athway; Zinc; Zinc-

fing e r

SRR3420 22_TR18 8 9 8 _c2_g 1_i4_le n=110 8 PPL1_ARATH
Q:30 3-9 20 ,H:24-

228
6 5.53%ID E:2e -9 3 Psb P-like  p ro te in 1, chlo ro p lastic PF0 178 9 .13^Psb P^Psb P^79 -235^E:7.6 e -53 1 0 ,0 12 0 -1,19 2 0 ,0 13 -0 ,6 6 7 0 ,0 3 -0 ,578 0 ,217 -0 ,327 PPL1_ARATH Psb P-like  p ro te in 1, chlo ro p lastic (OEC23-like  p ro te in 4) (Psb P-re late d  thylako id  lume nal p ro te in 2) PPL1 At3g 55330  T26 I12.210

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Plastid ; Re fe re nce

p ro te o me ; Thylako id ; Transit p e p tid e

SRR3420 22_TR19 0 9 0 _c1_g 2_i6 _le n=1573 ATG8 C_ORYSJ
Q:1442-

10 9 2,H:1-117
9 6 .58 %ID E:1e -6 2 Auto p hag y-re late d  p ro te in 8 C

PF0 29 9 1.13^Atg 8 ^Auto p hag y p ro te in Atg 8  ub iq uitin l ike ^14-117^E:7.7e -52`PF0 4110 .10 ^APG12^Ub iq uitin-like  auto p hag y p ro te in

Ap g 12^40 -117^E:5.4e -0 6
1 0 0 -8 ,0 34 1 -1,6 12 1 -1,6 12 0 ,113 -0 ,56 8 ATG8 C_ORYSJ Auto p hag y-re late d  p ro te in 8 C (Auto p hag y-re late d  ub iq uitin-like  mo d ifie r ATG8 C)

ATG8 C APG8 C Os0 8 g 0 19 16 0 0

LOC_Os0 8 g 0 9 240

OSJNBa0 0 56 O0 6 .5

Oryza sativa sub sp . jap o nica (Rice )

Auto p hag y; Co mp le te  p ro te o me ; Cyto p lasm; Cyto p lasmic ve sic le ; Cyto ske le to n;

Lip o p ro te in; Me mb rane ; Micro tub ule ; Pro te in transp o rt; Re fe re nce  p ro te o me ;

Transp o rt; Ub l co njug atio n p athway; Vacuo le

SRR3420 22_TR19 0 9 0 _c3_g 1_i5_le n=552 NA NA NA NA NA . 1 0 0 -1,419 0 ,0 18 1,131 0 ,0 49 0 ,9 71 1 0 ,0 52 . . . . . .

SRR3420 22_TR19 28 0 _c0 _g 1_i7_le n=18 73 HA22I_ARATH
Q:728 -1153,H:1-

142
79 .58 %ID E:5e -8 1 HVA22-like  p ro te in i PF0 3134.16 ^TB2_DP1_HVA22^TB2/DP1, HVA22 family^19 -9 7^E:1.1e -23 0 ,732 -0 ,9 4 0 ,0 0 1 -6 ,57 1 -3,6 42 1 -1,253 0 ,732 -0 ,6 14 HA22I_ARATH HVA22-like  p ro te in i (AtHVA22i) HVA22I At5g 4256 0  K16 E1.3

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 22_TR20 0 8 5_c0 _g 2_i3_le n=18 16 GUAA_HELHP
Q:8 34-

138 8 ,H:78 5-9 72
45.74%ID E:1e -43 Pro b ab le  GMP synthase  [g lutamine -hyd ro lyzing ] PF0 3352.10 ^Ad e nine _g lyco ^Me thylad e nine  g lyco sylase ^179 -352^E:1.5e -6 0 1 0 ,339 0 -3,9 48 0 ,18 7 0 ,6 0 5 0 ,156 0 ,6 58 1 -0 ,46 6 GUAA_HELHP

Pro b ab le  GMP synthase  [g lutamine -hyd ro lyzing ] (EC 6 .3.5.2) (GMP synthe tase ) (G lutamine

amid o transfe rase )
g uaA HH_1444

He lico b acte r he p aticus (strain

ATCC 51449  / 3B1)

PATHWAY: Purine  me tab o lism; GMP b io synthe sis; GMP fro m XMP (L-Gln

ro ute ): ste p  1/1.

ATP-b ind ing ; Co mp le te  p ro te o me ; GMP b io synthe sis; G lutamine  amid o transfe rase ;

Lig ase ; Nucle o tid e -b ind ing ; Purine  b io synthe sis; Re fe re nce  p ro te o me ; Re p e at

SRR3420 22_TR20 46 6 _c0 _g 5_i2_le n=16 18 RK1_ARATH
Q:119 2-

50 6 ,H:114-342
8 0 .79 %ID E:5e -131 50 S rib o so mal p ro te in L1, chlo ro p lastic . 0 ,21 -0 ,321 0 -1,26 8 0 ,359 -0 ,247 0 ,50 4 -0 ,177 0 ,50 6 -0 ,19 RK1_ARATH 50 S rib o so mal p ro te in L1, chlo ro p lastic (CL1) RPL1 At3g 6 349 0  MAA21_120

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Pho sp ho p ro te in; Plastid ;

RNA-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit

p e p tid e ; rRNA-b ind ing

SRR3420 22_TR20 758 _c0 _g 1_i1_le n=725 NA NA NA NA NA . 0 ,8 0 7 -0 ,20 5 0 -2,70 9 0 ,0 17 -1,36 2 0 ,0 0 1 -1,8 9 1 -0 ,429 . . . . . .

SRR3420 22_TR21116 _c0 _g 4_i1_le n=59 8 DNAJ8 _ARATH
Q:59 6 -330 ,H:75-

16 2
6 8 .8 9 %ID E:1e -25 Chap e ro ne  p ro te in d naJ 8 , chlo ro p lastic . 1 -0 ,37 0 -8 ,236 0 2,338 0 ,0 0 1 1,127 1 -1,279 DNAJ8 _ARATH Chap e ro ne  p ro te in d naJ 8 , chlo ro p lastic (AtDjC8 ) (AtJ8 ) ATJ8  C8  J8  At1g 8 0 9 20  F23A5.28

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Transit

p e p tid e

SRR3420 22_TR21277_c0 _g 3_i1_le n=10 54 ENL3_ARATH
Q:19 6 -513,H:25-

130
52.34%ID E:4e -30 Early no d ulin-like  p ro te in 3 PF0 229 8 .14^Cu_b ind _like ^Plasto cyanin-like  d o main^6 1-140 ^E:6 e -24 0 ,9 28 -0 ,0 45 0 -2,0 71 0 ,0 1 -1,521 0 ,0 0 1 -2,0 74 0 ,6 6 7 -0 ,18 7 ENL3_ARATH Early no d ulin-like  p ro te in 3 (Phyto cyanin-like  p ro te in) At5g 250 9 0  T11H3_10 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; GPI-ancho r; G lyco p ro te in; Lip o p ro te in;

Me mb rane ; Re fe re nce  p ro te o me ; Sig nal

SRR3420 22_TR218 38 _c2_g 3_i2_le n=1343 NA NA NA NA NA . 1 -0 ,0 55 0 -2,0 5 0 ,526 -0 ,273 0 ,328 -0 ,448 1 -0 ,0 6 4 . . . . . .

SRR3420 22_TR22223_c0 _g 1_i1_le n=1115 MIZ1_ARATH
Q:446 -

9 22,H:125-29 2
52.6 6 %ID E:2e -51 Pro te in MIZU-KUSSEI 1 PF0 4759 .10 ^DUF6 17^Pro te in o f unkno wn functio n, DUF6 17^139 -29 7^E:1.5e -70 0 ,38 7 -0 ,447 0 ,0 0 1 -3,28 2 1 -0 ,39 8 1 -0 ,121 1 -0 ,0 6 1 MIZ1_ARATH Pro te in MIZU-KUSSEI 1 MIZ1 At2g 416 6 0  T32G6 .18

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; End o p lasmic re ticulum; Me mb rane ; Re fe re nce  p ro te o me

SRR3420 22_TR22574_c1_g 1_i1_le n=10 54 NA NA NA NA NA . 0 ,136 -0 ,528 0 -1,28 8 1 -0 ,0 48 0 ,57 0 ,30 4 0 ,0 16 1,246 . . . . . .

SRR3420 22_TR24116 _c0 _g 1_i1_le n=8 0 1 PRE6 _ARATH
Q:519 -29 8 ,H:19 -

9 2
8 6 .49 %ID E:7e -23 Transcrip tio n facto r PRE6 . 0 ,6 71 -0 ,16 8 0 -1,518 0 ,0 51 -1,0 18 0 ,243 -0 ,56 9 0 ,0 0 4 -1,0 8 8 PRE6 _ARATH

Transcrip tio n facto r PRE6  (Basic he lix-lo o p -he lix p ro te in 16 3) (Atb HLH16 3) (b HLH 16 3) (Pro te in

KIDARI) (Pro te in PACLOBUTRAZOL RESISTANCE 6 ) (b HLH transcrip tio n facto r b HLH16 3)
PRE6  BHLH16 3 KDR At1g 26 9 45 T2P11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Cyto p lasm; Gro wth re g ulatio n; Nucle us; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR3420 22_TR2448 8 _c1_g 2_i1_le n=1252 DAG_ANTMA
Q:1118 -417,H:1-

230
73.6 4%ID E:1e -10 5 DAG p ro te in, chlo ro p lastic . 0 ,0 1 -0 ,752 0 -1,36 5 0 ,59 7 0 ,213 0 ,18 8 0 ,478 0 ,446 -0 ,339 DAG_ANTMA DAG p ro te in, chlo ro p lastic DAG

Antirrhinum majus (Gard e n

snap d rag o n)
Chlo ro p last; Plastid ; Transit p e p tid e

SRR3420 22_TR246 49 _c0 _g 2_i1_le n=1232 SRG1_ARATH
Q:34-10 56 ,H:10 -

354
52.46 %ID E:4e -127 Pro te in SRG1

PF14226 .3^DIOX_N^no n-hae m d io xyg e nase  in mo rp hine  synthe sis N-te rminal^54-152^E:5.9 e -28 `PF0 3171.17^2OG-

Fe II_Oxy^2OG-Fe (II) o xyg e nase  sup e rfamily^20 9 -30 7^E:2e -26
1 -0 ,8 0 8 0 -1,9 17 0 ,0 79 0 ,527 0 ,15 0 ,448 0 ,0 0 4 -1,8 22 SRG1_ARATH Pro te in SRG1 (AtSRG1) (Pro te in SENESCENCE-RELATED GENE 1) SRG1 At1g 170 20  F20 D23.28  F6 I1.30

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR3420 22_TR25246 _c0 _g 6 _i1_le n=9 32 NA NA NA NA NA . 1 0 ,128 0 -1,38 3 0 ,49 6 0 ,256 0 ,9 35 -0 ,0 7 1 -1,132 . . . . . .

SRR3420 22_TR259 21_c3_g 1_i1_le n=16 9 4 ROC1_NICPL
Q:6 6 9 -

10 37,H:152-279
77.34%ID E:6 e -49 30  kDa rib o nucle o p ro te in, chlo ro p lastic . 0 ,379 -0 ,226 0 -1,6 73 0 ,226 2,328 0 ,226 2,252 0 ,0 0 5 -0 ,734 ROC1_NICPL 30  kDa rib o nucle o p ro te in, chlo ro p lastic (CP-RBP30 )

Nico tiana p lumb ag inifo lia

(Le ad wo rt-le ave d  to b acco ) (Te x-

Me x to b acco )

Chlo ro p last; Plastid ; RNA-b ind ing ; Re p e at; Rib o nucle o p ro te in; Transit p e p tid e ;

mRNA p ro ce ssing

SRR3420 22_TR26 9 25_c3_g 2_i1_le n=4532 NA NA NA NA NA . 0 ,28 2 -0 ,437 0 -2,8 6 1 0 ,0 0 8 -1,114 0 ,0 28 -0 ,8 8 6 0 ,6 31 0 ,19 9 . . . . . .

SRR3420 22_TR28 137_c2_g 6 _i2_le n=219 0 TBB1_SOLTU
Q:26 7-1538 ,H:1-

425
9 6 .9 4%ID E:0 Tub ulin b e ta-1 chain

PF0 0 0 9 1.22^Tub ulin^Tub ulin/FtsZ family, GTPase  d o main^3-213^E:4.7e -6 9 `PF0 39 53.14^Tub ulin_C^Tub ulin C-te rminal

d o main^26 3-38 3^E:4.2e -40
0 ,0 75 -0 ,44 0 ,0 0 1 -0 ,9 59 0 ,6 9 9 -0 ,2 0 ,774 -0 ,158 0 ,431 0 ,332 TBB1_SOLTU Tub ulin b e ta-1 chain (Be ta-1-tub ulin) TUBB1 So lanum tub e ro sum (Po tato )

Co mp le te  p ro te o me ; Cyto p lasm; Cyto ske le to n; GTP-b ind ing ; Micro tub ule ;

Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me

SRR3420 22_TR28 271_c2_g 1_i4_le n=30 46 GDL29 _ARATH
Q:16 0 8 -

259 7,H:52-38 1
6 9 .49 %ID E:3e -149 GDSL e ste rase /lip ase  At1g 716 9 1

PF0 0 8 56 .25^SET^SET d o main^14-218 ^E:8 .9 e -15`PF0 9 273.8 ^Rub is-sub s-b ind ^Rub isco  LSMT sub strate -b ind ing ^251-

38 4^E:3.2e -15
0 ,0 44 -0 ,716 0 -5,0 5 0 ,0 0 2 -6 ,332 0 ,0 0 2 -6 ,332 1 -0 ,0 17 GDL29 _ARATH GDSL e ste rase /lip ase  At1g 716 9 1 (EC 3.1.1.-) (Extrace llular l ip ase  At1g 716 9 1) At1g 716 9 1 F14O23.4 F26 A9 .7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Hyd ro lase ; Lip id  d e g rad atio n; Lip id

me tab o lism; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 22_TR28 478 _c0 _g 1_i1_le n=26 0 3 SRF8 _ARATH
Q:2378 -

378 ,H:10 -6 6 9
28 .41%ID E:8 e -70 Pro te in STRUBBELIG-RECEPTOR FAMILY 8

PF0 8 26 3.9 ^LRRNT_2^Le ucine  rich re p e at N-te rminal d o main^34-74^E:4.9 e -0 8 `PF138 55.3^LRR_8 ^Le ucine  rich re p e at^150 -

20 9 ^E:3.4e -0 7`PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^420 -6 8 2^E:4.7e -31`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine

kinase ^422-6 8 4^E:7.4e -44

0 ,0 17 -1,0 6 8 0 ,0 0 1 -4,8 13 0 ,132 -2,8 74 0 ,132 -2,8 77 0 ,79 8 -0 ,259 SRF8 _ARATH Pro te in STRUBBELIG-RECEPTOR FAMILY 8  (Le ucine -rich re p e at re ce p to r kinase -like  p ro te in SRF8 ) SRF8  At4g 22130  F1N20 .230
Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Le ucine -rich

re p e at; Me mb rane ; Nucle o tid e -b ind ing ; Re ce p to r; Re fe re nce  p ro te o me ; Re p e at;

Sig nal; Transme mb rane ; Transme mb rane  he lix

SRR3420 22_TR28 8 14_c6 _g 5_i1_le n=10 22 RL71_ARATH
Q:9 35-20 1,H:1-

247
55.8 7%ID E:1e -8 5 6 0 S rib o so mal p ro te in L7-1

PF0 8 0 79 .9 ^Rib o so mal_L30 _N^Rib o so mal L30  N-te rminal d o main^13-75^E:1.4e -0 9 `PF0 0 327.17^Rib o so mal_L30 ^Rib o so mal

p ro te in L30 p /L7e ^8 7-137^E:1e -16
1 0 0 -8 ,6 74 0 ,0 76 0 ,71 0 ,415 0 ,356 1 0 RL71_ARATH 6 0 S rib o so mal p ro te in L7-1 RPL7A At1g 8 0 750  F23A5.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 22_TR29 28 2_c0 _g 2_i1_le n=6 9 3 PSAG_ARATH
Q:552-130 ,H:27-

16 0
72.34%ID E:2e -6 7 Pho to syste m I re actio n ce nte r sub unit V, chlo ro p lastic PF0 1241.15^PSI_PSAK^Pho to syste m I p saG / p saK^53-144^E:2.5e -26 0 ,6 59 -0 ,0 9 3 0 -1,45 0 ,0 0 4 -0 ,59 9 0 ,0 6 5 -0 ,38 2 0 1,478 PSAG_ARATH Pho to syste m I re actio n ce nte r sub unit V, chlo ro p lastic (PSI-G)

PSAG At1g 556 70  F20 N2.21 F20 N2.33

F20 N2_3

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Pho to synthe sis; Pho to syste m I;

Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix

SRR3420 22_TR30 0 25_c2_g 5_i2_le n=759 NA NA NA NA NA PF0 5757.8 ^Psb Q^Oxyg e n e vo lving  e nhance r p ro te in 3 (Psb Q)^73-18 6 ^E:8 .7e -19 0 ,744 -0 ,115 0 -1,515 1 -0 ,0 6 7 0 ,59 7 0 ,412 1 -0 ,0 0 2 . . . . . .

SRR3420 22_TR30 554_c0 _g 1_i1_le n=9 0 6 PSAH1_ARATH
Q:16 1-529 ,H:1-

123
8 1.3%ID E:3e -50 Pho to syste m I re actio n ce nte r sub unit VI-1, chlo ro p lastic PF0 3244.11^PSI_PsaH^Pho to syste m I re actio n ce ntre  sub unit VI^7-145^E:1.9 e -71 0 ,331 0 ,353 0 -1,9 9 7 0 ,275 -0 ,26 4 0 ,521 -0 ,158 0 ,246 -0 ,247 PSAH1_ARATH Pho to syste m I re actio n ce nte r sub unit VI-1, chlo ro p lastic (PSI-H1) PSAH1 At3g 16 140  MSL1.18

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Pho to synthe sis; Pho to syste m I;

Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix

SRR3420 22_TR30 554_c0 _g 1_i2_le n=246 0 COL16 _ARATH
Q:176 8 -278 ,H:3-

40 3
39 .8 1%ID E:3e -8 0 Zinc fing e r p ro te in CONSTANS-LIKE 16 PF0 0 6 43.21^zf-B_b o x^B-b o x zinc fing e r^19 -6 2^E:1.2e -0 7`PF0 6 20 3.11^CCT^CCT mo tif^46 2-50 4^E:7.7e -18 0 ,20 9 -0 ,36 3 0 -1,244 1 -0 ,0 8 2 1 0 ,38 0 ,0 22 0 ,713 COL16 _ARATH Zinc fing e r p ro te in CONSTANS-LIKE 16 COL16  At1g 25440  F2J7.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co ile d  co il; Co mp le te  p ro te o me ; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ;

Zinc; Zinc-fing e r

SRR3420 22_TR30 58 5_c3_g 1_i14_le n=236 0 NA NA NA NA NA . 0 ,325 -0 ,311 0 -1,57 0 ,0 0 7 -1,8 9 6 0 ,0 0 7 -1,8 2 0 ,47 0 ,241 . . . . . .

SRR3420 22_TR31216 _c0 _g 1_i1_le n=140 7 RR5_SPIOL
Q:340 -

10 8 3,H:6 1-30 8
79 .0 3%ID E:5e -9 8 30 S rib o so mal p ro te in S5, chlo ro p lastic

PF0 0 333.17^Rib o so mal_S5^Rib o so mal p ro te in S5, N-te rminal d o main^152-216 ^E:2e -

23`PF0 3719 .12^Rib o so mal_S5_C^Rib o so mal p ro te in S5, C-te rminal d o main^229 -29 9 ^E:2.9 e -25
0 ,0 28 -0 ,50 1 0 -1,473 0 ,0 16 -0 ,59 0 ,0 51 -0 ,474 0 ,211 -0 ,28 1 RR5_SPIOL 30 S rib o so mal p ro te in S5, chlo ro p lastic rp s5 Sp inacia o le race a (Sp inach)

3D-structure ; Antib io tic re sistance ; Chlo ro p last; Dire ct p ro te in se q ue ncing ; Plastid ;

RNA-b ind ing ; Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e ; rRNA-b ind ing

SRR3420 22_TR31230 _c0 _g 1_i1_le n=8 41 NA NA NA NA NA PF0 0 16 6 .18 ^Cp n10 ^Chap e ro nin 10  Kd  sub unit^49 -135^E:6 .1e -16 0 ,0 0 5 -0 ,6 55 0 -0 ,9 6 1 0 ,123 0 ,36 9 0 ,114 0 ,379 1 0 . . . . . .

SRR3420 22_TR318 42_c3_g 4_i1_le n=238 9 F16 P2_SPIOL
Q:1228 -20 9 ,H:1-

339
8 7.6 5%ID E:0 Fructo se -1,6 -b isp ho sp hatase , cyto so lic PF0 0 316 .17^FBPase ^Fructo se -1-6 -b isp ho sp hatase , N-te rminal d o main^13-20 2^E:8 .3e -78 0 ,9 31 -0 ,0 76 0 -1,75 0 ,0 0 1 -0 ,8 73 0 ,0 0 4 -0 ,76 9 0 ,8 9 7 -0 ,10 4 F16 P2_SPIOL

Fructo se -1,6 -b isp ho sp hatase , cyto so lic (FBPase ) (EC 3.1.3.11) (D-fructo se -1,6 -b isp ho sp hate  1-

p ho sp ho hyd ro lase )
Sp inacia o le race a (Sp inach)

Carb o hyd rate  me tab o lism; Cyto p lasm; Dire ct p ro te in se q ue ncing ; Hyd ro lase ;

Mag ne sium; Me tal-b ind ing

SRR3420 22_TR3229 0 _c0 _g 2_i3_le n=9 22 BAME1_ARATH
Q:6 54-

325,H:8 6 1-9 70
6 2.73%ID E:8 e -45

Le ucine -rich re p e at re ce p to r-l ike  se rine /thre o nine -p ro te in

kinase  BAM1
PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^10 -10 8 ^E:7.3e -0 9 0 ,8 74 0 ,127 0 -2,318 0 ,517 -1,0 59 0 ,0 34 -3,574 0 ,56 -0 ,9 42 BAME1_ARATH

Le ucine -rich re p e at re ce p to r-l ike  se rine /thre o nine -p ro te in kinase  BAM1 (EC 2.7.11.1) (Pro te in BARELY

ANY MERISTEM 1)
BAM1 At5g 6 570 0  F6 H11.170  MPA24.5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; De ve lo p me ntal p ro te in;

Diffe re ntiatio n; G lyco p ro te in; Kinase ; Le ucine -rich re p e at; Me mb rane ; Nucle o tid e -

b ind ing ; Pho sp ho p ro te in; Re ce p to r; Re fe re nce  p ro te o me ; Re p e at;

Se rine /thre o nine -p ro te in kinase ; Sig nal; Transfe rase ; Transme mb rane ;

Transme mb rane  he lix

SRR3420 22_TR33747_c1_g 2_i1_le n=4338 KIF4_XENLA
Q:39 3-16 9 4,H:2-

415
48 .33%ID E:5e -10 6 Chro mo so me -asso ciate d  kine sin KIF4 . 0 ,6 1 -0 ,178 0 -1,513 0 ,0 55 -0 ,79 8 0 ,0 42 -0 ,8 21 1 0 KIF4_XENLA Chro mo so me -asso ciate d  kine sin KIF4 (Chro mo kine sin) (Chro mo so me -asso ciate d  kine sin KLP1) kif4 kif4a klp 1

Xe no p us lae vis (African clawe d

fro g )

ATP-b ind ing ; Chro mo so me ; Co ile d  co il; Cyto p lasm; Cyto ske le to n; DNA-b ind ing ;

Micro tub ule ; Mo to r p ro te in; Nucle o tid e -b ind ing ; Nucle us

SRR3420 22_TR3419 1_c0 _g 1_i2_le n=20 75 GLPK_ARATH
Q:30 9 -18 74,H:1-

522
8 0 .6 5%ID E:0 Glyce ro l kinase

PF0 0 370 .18 ^FGGY_N^FGGY family o f carb o hyd rate  kinase s, N-te rminal d o main^8 -26 2^E:1.8 e -71`PF0 278 2.13^FGGY_C^FGGY

family o f carb o hyd rate  kinase s, C-te rminal d o main^270 -46 9 ^E:2.8 e -59
1 -0 ,345 0 ,0 0 1 -2,6 5 0 ,0 56 0 ,71 0 ,9 22 0 ,0 6 3 0 ,6 79 0 ,29 9 GLPK_ARATH

Glyce ro l kinase  (G lyce ro kinase ) (EC 2.7.1.30 ) (ATP:g lyce ro l 3-p ho sp ho transfe rase ) (Pro te in

GLYCEROL INSENSITIVE 1) (Pro te in NONHOST RESISTANCE TO P. S. PHASEOLICOLA 1)

GLPK GLI1 NHO1 At1g 8 0 46 0

T21F11.21

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Po lyo l me tab o lism; g lyce ro l d e g rad atio n via g lyce ro l kinase

p athway; sn-g lyce ro l 3-p ho sp hate  fro m g lyce ro l: ste p  1/1.

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; G lyce ro l

me tab o lism; Kinase ; Nucle o tid e -b ind ing ; Plant d e fe nse ; Re fe re nce  p ro te o me ;

Transfe rase

SRR3420 22_TR3428 6 _c0 _g 2_i1_le n=1131 NA NA NA NA NA PF116 23.5^DUF3252^Pro te in o f unkno wn functio n (DUF3252)^174-225^E:2e -28 0 ,723 0 ,134 0 -1,78 4 0 ,6 0 2 -0 ,118 0 ,9 4 -0 ,0 19 0 4,8 24 . . . . . .

SRR3420 23_TR225_c2_g 2_i2_le n=19 53 PMEU1_SOLLC
Q:213-

1772,H:6 0 -58 3
58 .27%ID E:0 Pe ctine ste rase /p e ctine ste rase  inhib ito r U1

PF0 40 43.12^PMEI^Plant inve rtase /p e ctin me thyle ste rase  inhib ito r^35-19 5^E:5.8 e -

25`PF0 10 9 5.16 ^Pe ctine ste rase ^Pe ctine ste rase ^237-533^E:6 .4e -147
0 ,0 0 5 -0 ,751 0 -1,49 5 0 ,40 2 -1,116 1 0 ,132 0 ,348 0 ,30 5 PMEU1_SOLLC

Pe ctine ste rase /p e ctine ste rase  inhib ito r U1 [Includ e s: Pe ctine ste rase  inhib ito r U1 (Pe ctin

me thyle ste rase  inhib ito r U1); Pe ctine ste rase  U1 (PE U1) (EC 3.1.1.11) (Pe ctin me thyle ste rase  U1)]
PMEU1

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

PATHWAY: G lycan me tab o lism; p e ctin d e g rad atio n; 2-d e hyd ro -3-d e o xy-D-

g luco nate  fro m p e ctin: ste p  1/5.

Asp artyl e ste rase ; Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ;

Disulfid e  b o nd ; G lyco p ro te in; Hyd ro lase ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 23_TR20 6 8 _c0 _g 1_i1_le n=9 23 NA NA NA NA NA
PF0 0 538 .16 ^Linke r_histo ne ^linke r histo ne  H1 and  H5 family^35-9 6 ^E:6 .8 e -11`PF0 2178 .16 ^AT_ho o k^AT ho o k mo tif^133-

144^E:0 .22`PF0 2178 .16 ^AT_ho o k^AT ho o k mo tif^172-18 3^E:0 .23
0 ,0 1 -0 ,6 9 9 0 ,0 0 1 -1,126 0 ,6 48 -0 ,219 0 ,29 1 -0 ,426 0 ,76 8 -0 ,0 8 8 . . . . . .

SRR3420 23_TR2319 _c0 _g 2_i1_le n=6 6 7 SBP2_ANTMA
Q:58 9 -323,H:78 -

16 7
72.22%ID E:3e -35 Sq uamo sa p ro mo te r-b ind ing  p ro te in 2 . 1 -0 ,0 0 1 0 -2,342 0 ,777 0 ,224 0 ,412 -0 ,525 0 ,135 0 ,538 SBP2_ANTMA Sq uamo sa p ro mo te r-b ind ing  p ro te in 2 SBP2

Antirrhinum majus (Gard e n

snap d rag o n)

DNA-b ind ing ; Me tal-b ind ing ; Nucle us; Transcrip tio n; Transcrip tio n re g ulatio n; Zinc;

Zinc-fing e r

SRR3420 23_TR26 56 _c2_g 9 _i2_le n=771 NA NA NA NA NA . 0 ,9 0 7 0 ,0 34 0 -1,10 1 0 ,46 9 -0 ,16 9 0 ,311 -0 ,235 0 ,59 3 -0 ,714 . . . . . .

SRR3420 23_TR2724_c0 _g 1_i1_le n=16 35 CRR3_ARATH
Q:442-1323,H:7-

30 7
6 7.11%ID E:7e -10 7

Pro b ab le  NAD(P)H d e hyd ro g e nase  sub unit CRR3,

chlo ro p lastic {ECO:0 0 0 0 30 5}

PF0 16 57.14^Stre ss-antifung ^Salt stre ss re sp o nse /antifung al^48 -133^E:1.1e -12`PF0 16 57.14^Stre ss-antifung ^Salt stre ss

re sp o nse /antifung al^153-238 ^E:5e -12
0 ,0 8 5 -0 ,70 6 0 -2,527 0 ,356 -1,227 0 ,56 -0 ,8 4 0 ,0 34 -0 ,9 6 4 CRR3_ARATH

Pro b ab le  NAD(P)H d e hyd ro g e nase  sub unit CRR3, chlo ro p lastic (Pro b ab le  NDH sub unit CRR3)

(Pro te in CHLORORESPIRATORY REDUCTION 3)
CRR3 At2g 0 159 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Plastid ; Re fe re nce

p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR3420 23_TR3345_c1_g 1_i1_le n=126 7 PIP15_ARATH
Q:9 59 -26 1,H:44-

28 4
8 5.0 6 %ID E:5e -144 Pro b ab le  aq uap o rin PIP1-5 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^8 -20 1^E:5.3e -74 0 ,126 -0 ,36 9 0 -2,132 0 ,8 0 1 -0 ,0 8 8 0 ,0 6 2 -0 ,59 5 1 0 ,0 36 PIP15_ARATH Pro b ab le  aq uap o rin PIP1-5 (AtPIP1;5) (Plasma me mb rane  intrinsic p ro te in 1d ) (PIP1d ) PIP1-5 PIP1D At4g 2340 0  F16 G20 .10 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Pho sp ho p ro te in; Re fe re nce

p ro te o me ; Re p e at; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 23_TR348 4_c0 _g 1_i2_le n=8 54 NA NA NA NA NA . 0 ,30 8 -0 ,45 0 -2,9 0 3 0 ,10 3 -1,455 0 ,10 3 -1,56 7 1 -0 ,0 0 2 . . . . . .

SRR3420 23_TR39 9 3_c0 _g 1_i4_le n=6 0 6 CML20 _ARATH
Q:56 7-271,H:6 9 -

16 7
8 0 .8 1%ID E:2e -49

Pro b ab le  calc ium-b ind ing  p ro te in CML20

{ECO:0 0 0 0 30 3|Re f.6 }
. 1 0 0 -7,16 5 1 0 1 0 0 ,79 8 -0 ,547 CML20 _ARATH Pro b ab le  calc ium-b ind ing  p ro te in CML20  (Calmo d ulin-like  p ro te in 20 ) (Ce ntrin 1) (AtCEN1) CML20  CEN1 At3g 50 36 0  F11C1.20 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Calcium; Co mp le te  p ro te o me ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Re p e at

SRR3420 23_TR418 5_c0 _g 2_i6 _le n=20 22 NA NA NA NA NA PF13178 .3^DUF40 0 5^Pro te in o f unkno wn functio n (DUF40 0 5)^6 3-118 ^E:2.4e -0 8 0 ,357 -0 ,6 45 0 ,0 0 1 -3,155 0 ,0 16 -2,378 0 ,0 0 4 -3,10 7 0 ,377 -0 ,6 54 . . . . . .

SRR3420 23_TR440 2_c2_g 1_i8 _le n=6 58 RR13_ARATH
Q:6 12-30 7,H:53-

154
8 8 .24%ID E:9 e -6 0 30 S rib o so mal p ro te in S13, chlo ro p lastic . 0 ,0 12 -0 ,6 9 5 0 -1,558 0 ,236 -0 ,36 6 0 ,154 -0 ,445 0 ,0 79 -0 ,754 RR13_ARATH 30 S rib o so mal p ro te in S13, chlo ro p lastic (CS13) RPS13 At5g 14320  F18 O22_110

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; RNA-b ind ing ;

Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e ;

rRNA-b ind ing

SRR3420 23_TR50 21_c0 _g 1_i1_le n=176 2 CBWD2_HUMAN
Q:120 8 -

147,H:41-377
36 .9 %ID E:6 e -6 5 COBW d o main-co ntaining  p ro te in 2

PF0 249 2.16 ^co b W^Co b W/Hyp B/Ure G, nucle o tid e -b ind ing  d o main^9 9 -28 3^E:6 e -57`PF0 76 8 3.11^Co b W_C^Co b alamin synthe sis

p ro te in co b W C-te rminal d o main^356 -450 ^E:5.3e -21
1 -0 ,8 6 7 0 -8 ,18 5 0 ,0 6 8 0 ,8 51 0 ,0 27 1,0 21 1 -1,126 CBWD2_HUMAN COBW d o main-co ntaining  p ro te in 2 (Co b alamin synthase  W d o main-co ntaining  p ro te in 2) CBWD2 Ho mo  sap ie ns (Human) ATP-b ind ing ; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me

SRR3420 23_TR5231_c0 _g 1_i3_le n=40 30 NACK1_TOBAC
Q:8 16 -

20 12,H:28 -416
6 3.6 8 %ID E:9 e -151 Kine sin-like  p ro te in NACK1

PF16 79 6 .2^Micro tub _b d ^Micro tub ule  b ind ing ^29 -16 6 ^E:4.5e -20 `PF0 0 225.20 ^Kine sin^Kine sin mo to r d o main^32-351^E:1e -

9 5`PF119 9 5.5^DUF349 0 ^Do main o f unkno wn functio n (DUF349 0 )^8 0 3-9 6 3^E:1e -71
0 ,277 -0 ,374 0 -1,9 76 0 ,78 3 -0 ,20 8 1 -0 ,0 9 9 0 ,248 0 ,445 NACK1_TOBAC Kine sin-like  p ro te in NACK1 (NPK1-activating  kine sin-1) NACK1

Nico tiana tab acum (Co mmo n

to b acco )

ATP-b ind ing ; Ce ll cycle ; Ce ll d ivis io n; Co ile d  co il; Cyto p lasm; Cyto ske le to n;

Micro tub ule ; Mo to r p ro te in; Nucle o tid e -b ind ing ; Nucle us; Pho sp ho p ro te in

SRR3420 23_TR5536 _c0 _g 18 _i5_le n=30 42 PLA20 _ARATH
Q:10 57-

38 0 ,H:18 7-411
6 3.44%ID E:3e -8 8 Pho sp ho lip ase  A1-IId e lta . 0 ,18 4 -0 ,46 8 0 -1,8 54 0 ,431 0 ,425 1 0 ,0 0 3 1 -1,0 6 2 PLA20 _ARATH Pho sp ho lip ase  A1-IId e lta (EC 3.1.1.-) At2g 426 9 0  F14N22.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Hyd ro lase ; Lip id

d e g rad atio n; Lip id  me tab o lism; Re fe re nce  p ro te o me

SRR3420 23_TR56 44_c0 _g 1_i1_le n=18 77 NA NA NA NA NA . 0 ,178 -0 ,45 0 -1,19 8 0 ,0 42 1,8 21 0 ,0 0 2 2,38 6 0 ,26 9 -0 ,337 . . . . . .

SRR3420 23_TR570 1_c4_g 3_i3_le n=2131 NA NA NA NA NA PF0 38 79 .11^Cg r1^Cg r1 family^73-177^E:6 .9 e -0 7 0 ,6 0 4 0 ,118 0 -0 ,8 6 5 0 ,0 0 1 1,26 2 0 ,0 44 0 ,8 32 0 ,548 -0 ,29 7 . . . . . .

Q :10 29 - Hyo scyamus muticus (Eg yp tian He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP; Oxid o re d uctase ;



SRR3420 23_TR59 78 _c1_g 9 _i5_le n=118 1 C7D55_HYOMU
Q:10 29 -

39 4,H:28 7-49 7
6 0 .47%ID E:1e -76 Pre mnasp iro d ie ne  o xyg e nase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^2-171^E:3.8 e -58 0 ,6 18 0 ,16 5 0 -1,8 6 6 0 ,722 0 ,155 0 ,76 1 -0 ,127 1 0 ,9 15 C7D55_HYOMU Pre mnasp iro d ie ne  o xyg e nase  (HPO) (EC 1.14.13.121) (Cyto chro me  P450  71D55) CYP71D55

Hyo scyamus muticus (Eg yp tian

he nb ane )

He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP; Oxid o re d uctase ;

Transme mb rane ; Transme mb rane  he lix

SRR3420 23_TR6 0 6 4_c0 _g 1_i2_le n=1775 FUCO1_ARATH
Q:18 3-

1517,H:39 -48 1
54.41%ID E:5e -16 5 Alp ha-L-fuco sid ase  1 PF0 1120 .14^Alp ha_L_fuco s^Alp ha-L-fuco sid ase ^9 6 -359 ^E:6 .5e -36 0 ,154 -0 ,46 2 0 -2,78 2 1 -1,0 38 1 -0 ,9 52 0 ,321 0 ,335 FUCO1_ARATH

Alp ha-L-fuco sid ase  1 (EC 3.2.1.51) (Alp ha-1,3/4-fuco sid ase ) (AtFUC1) (Alp ha-L-fuco sid e

fuco hyd ro lase )
FUC1 At2g 28 10 0  F24D13.11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ap o p last; Co mp le te  p ro te o me ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ; Re fe re nce

p ro te o me ; Se cre te d ; Sig nal

SRR3420 23_TR6 28 0 _c0 _g 4_i1_le n=10 8 6 NA NA NA NA NA PF1430 9 .3^DUF4378 ^Do main o f unkno wn functio n (DUF4378 )^9 4-235^E:2.4e -18 1 -0 ,0 51 0 -2,40 2 0 ,0 0 4 -2,0 6 8 0 ,0 19 -1,46 5 0 ,754 -0 ,177 . . . . . .

SRR3420 23_TR6 6 54_c1_g 1_i2_le n=2275 Y1154_ARATH
Q:343-18 15,H:7-

46 4
6 4.5%ID E:0 Pro b ab le  se rine /thre o nine -p ro te in kinase  At1g 0 1540

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^18 6 -453^E:1.1e -47`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^18 8 -

455^E:3.4e -45
0 ,0 24 -0 ,747 0 -2,0 42 0 ,719 0 ,30 2 0 ,59 7 0 ,377 0 ,318 0 ,48 8 Y1154_ARATH Pro b ab le  se rine /thre o nine -p ro te in kinase  At1g 0 1540  (EC 2.7.11.1) At1g 0 1540  F22L4.8

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Kinase ; Me mb rane ;

Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Se rine /thre o nine -

p ro te in kinase ; Transfe rase ; Transme mb rane ; Transme mb rane  he lix

SRR3420 23_TR70 23_c5_g 3_i1_le n=316 0 THIC_ARATH
Q:417-2348 ,H:3-

6 43
8 5.74%ID E:0 Pho sp ho me thylp yrimid ine  synthase , chlo ro p lastic PF0 19 6 4.15^ThiC_Rad _SAM^Rad ical SAM ThiC family^16 6 -58 6 ^E:7.1e -19 8 0 ,19 6 0 ,38 3 0 -1,222 1 0 ,19 3 1 0 ,20 3 0 ,0 21 -0 ,6 46 THIC_ARATH

Pho sp ho me thylp yrimid ine  synthase , chlo ro p lastic (EC 4.1.9 9 .17) (Hyd ro xyme thylp yrimid ine

p ho sp hate  synthase ) (HMP-P synthase ) (HMP-p ho sp hate  synthase ) (HMPP synthase ) (Pro te in

PYRIMIDINE REQUIRING) (Thiamine  b io synthe sis p ro te in ThiC) (Pro te in THIAMINE C)

THIC PY At2g 29 6 30  T27A16 .27
Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Co facto r b io synthe sis; thiamine  d ip ho sp hate  b io synthe sis.

3D-structure ; 4Fe -4S; Chlo ro p last; Co mp le te  p ro te o me ; Iro n; Iro n-sulfur; Lyase ;

Me tal-b ind ing ; Plastid ; Re fe re nce  p ro te o me ; S-ad e no syl-L-me thio nine ; Thiamine

b io synthe sis; Transit p e p tid e ; Zinc

SRR3420 23_TR7223_c1_g 3_i1_le n=378 5 ATH1_ARATH
Q:2538 -

340 7,H:16 2-446
55.26 %ID E:9 e -8 6 Ho me o b o x p ro te in ATH1

PF0 7526 .8 ^POX^Asso ciate d  with HOX^29 2-418 ^E:5.1e -25`PF0 59 20 .8 ^Ho me o b o x_KN^Ho me o b o x KN d o main^479 -518 ^E:9 e -

15`PF0 0 0 46 .26 ^Ho me o b o x^Ho me o b o x d o main^48 0 -518 ^E:5.3e -0 6
0 ,40 9 -0 ,40 3 0 -2,123 0 ,732 -0 ,9 12 0 ,732 -0 ,8 5 0 ,219 -0 ,6 22 ATH1_ARATH Ho me o b o x p ro te in ATH1 ATH1 At4g 329 8 0  F26 P21.10 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Ho me o b o x; Nucle us; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR3420 23_TR79 22_c0 _g 1_i1_le n=1250 NDK2_TOBAC
Q:10 44-

418 ,H:25-232
77.51%ID E:2e -10 9 Nucle o sid e  d ip ho sp hate  kinase  2, chlo ro p lastic PF0 0 334.16 ^NDK^Nucle o sid e  d ip ho sp hate  kinase ^9 9 -232^E:2.5e -54 0 ,0 9 4 -0 ,444 0 ,0 0 1 -0 ,9 6 7 0 ,9 54 -0 ,0 32 1 0 ,0 17 0 ,252 -0 ,30 4 NDK2_TOBAC

Nucle o sid e  d ip ho sp hate  kinase  2, chlo ro p lastic (EC 2.7.4.6 ) (Nucle o sid e  d ip ho sp hate  kinase  II)

(NDK II) (NDP kinase  II) (NDPK II)
NDPK2

Nico tiana tab acum (Co mmo n

to b acco )

ATP-b ind ing ; Chlo ro p last; Dire ct p ro te in se q ue ncing ; Kinase ; Mag ne sium; Me tal-

b ind ing ; Nucle o tid e  me tab o lism; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Plastid ;

Transfe rase ; Transit p e p tid e

SRR3420 23_TR9 121_c5_g 1_i1_le n=129 4 TBB1_AVESA
Q:144-

10 28 ,H:70 -36 4
9 6 .6 1%ID E:0 Tub ulin b e ta-1 chain

PF0 0 0 9 1.22^Tub ulin^Tub ulin/FtsZ family, GTPase  d o main^2-6 5^E:2e -15`PF0 39 53.14^Tub ulin_C^Tub ulin C-te rminal d o main^115-

235^E:2.6 e -41
1 -0 ,51 0 -3,28 4 1 0 1 2,137 0 ,0 0 6 2,46 4 TBB1_AVESA Tub ulin b e ta-1 chain (Be ta-1-tub ulin) (Frag me nt) TUBB1 TUB1 Ave na sativa (Oat) Cyto p lasm; Cyto ske le to n; GTP-b ind ing ; Micro tub ule ; Nucle o tid e -b ind ing

SRR3420 23_TR9 8 8 1_c0 _g 4_i2_le n=50 4 NA NA NA NA NA . 0 ,0 13 -0 ,9 54 0 -1,38 2 0 ,423 0 ,341 0 ,18 2 0 ,534 0 ,172 -0 ,39 7 . . . . . .

SRR3420 23_TR9 9 6 8 _c3_g 3_i2_le n=3246 TTM3_ARATH
Q:170 2-

116 3,H:22-210
49 .74%ID E:2e -38 Trip ho sp hate  tune l me tallo e nzyme  3 PF0 19 28 .18 ^CYTH^CYTH d o main^1-151^E:4.1e -19 1 -0 ,10 5 0 -5,56 7 0 ,452 0 ,59 7 1 0 ,0 15 1 -0 ,78 4 TTM3_ARATH

Trip ho sp hate  tune l me tallo e nzyme  3 (Ad e no sine trip ho sp hatase ) (ATPase ) (EC 3.6 .1.3)

(Trip ho sp hatase ) (PPPase ) (EC 3.6 .1.25)
TTM3 At2g 118 9 0  F23M2.5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Hyd ro lase ;

Nucle o tid e -b ind ing ; Nucle us; Re fe re nce  p ro te o me

SRR3420 23_TR10 6 0 9 _c1_g 5_i2_le n=10 32 GCSH_FLAAN
Q:78 6 -28 9 ,H:1-

16 2
8 4.9 4%ID E:3e -9 6 Glycine  cle avag e  syste m H p ro te in, mito cho nd rial PF0 159 7.16 ^GCV_H^Glycine  cle avag e  H-p ro te in^42-16 1^E:1.1e -48 0 ,0 8 7 -0 ,38 8 0 -0 ,8 33 0 ,0 0 5 -0 ,6 52 0 ,0 17 -0 ,543 1 0 ,0 19 GCSH_FLAAN Glycine  cle avag e  syste m H p ro te in, mito cho nd rial GDCSH GCDH GCSH Flave ria ano mala (Ye llo wto p s) Lip o yl; Mito cho nd rio n; Transit p e p tid e

SRR3420 23_TR10 8 6 5_c0 _g 4_i1_le n=9 11 NA NA NA NA NA . 0 ,6 43 -0 ,141 0 -1,0 8 6 0 ,475 0 ,232 0 ,414 0 ,272 1 0 ,78 7 . . . . . .

SRR3420 23_TR1119 8 _c1_g 4_i8 _le n=9 39 RK6 _ARATH
Q:8 8 6 -530 ,H:12-

130
71.43%ID E:1e -8 1 50 S rib o so mal p ro te in L6 , chlo ro p lastic PF0 0 347.20 ^Rib o so mal_L6 ^Rib o so mal p ro te in L6 ^59 -131^E:2.2e -13 0 ,20 6 -0 ,46 9 0 -2,0 34 1 -0 ,0 29 0 ,428 -0 ,39 5 1 0 RK6 _ARATH 50 S rib o so mal p ro te in L6 , chlo ro p lastic (Pro te in EMBRYO DEFECTIVE 239 4)

RPL6  EMB239 4 At1g 0 519 0

YUP8 H12.20

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; RNA-b ind ing ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e ; rRNA-b ind ing

SRR3420 23_TR1149 8 _c2_g 2_i1_le n=20 58 GUN17_ARATH
Q:18 6 4-

455,H:48 -516
8 1.28 %ID E:0 End o g lucanase  17 PF0 0 759 .16 ^Glyco _hyd ro _9 ^Glyco syl hyd ro lase  family 9 ^70 -524^E:1.6 e -143 0 ,0 37 -0 ,6 57 0 -4,6 6 9 0 ,6 9 2 -1,179 0 ,38 1 -1,441 0 ,49 4 -0 ,275 GUN17_ARATH End o g lucanase  17 (EC 3.2.1.4) (End o -1,4-b e ta g lucanase  17) At4g 0 229 0  T2H3.5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Carb o hyd rate  me tab o lism; Ce ll wall b io g e ne sis/d e g rad atio n; Ce llulo se

d e g rad atio n; Co mp le te  p ro te o me ; G lyco sid ase ; Hyd ro lase ; Po lysaccharid e

d e g rad atio n; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 23_TR119 22_c1_g 10 _i1_le n=128 8 GDL17_ARATH
Q:8 0 -116 5,H:6 -

370
6 8 .9 4%ID E:0 GDSL e ste rase /lip ase  At1g 338 11 PF0 0 6 57.19 ^Lip ase _GDSL^GDSL-like  Lip ase /Acylhyd ro lase ^36 -348 ^E:1.6 e -15 0 ,6 6 2 -0 ,16 5 0 ,0 0 1 -2,70 8 0 ,0 0 4 -1,6 71 0 ,0 0 2 -1,9 0 4 0 ,149 -0 ,6 0 4 GDL17_ARATH GDSL e ste rase /lip ase  At1g 338 11 (EC 3.1.1.-) (Extrace llular l ip ase  At1g 338 11) At1g 338 11 F14M2.7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; G lyco p ro te in; Hyd ro lase ; Lip id  d e g rad atio n; Lip id  me tab o lism;

Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 23_TR1416 7_c2_g 4_i3_le n=6 55 NA NA NA NA NA . 1 -1,442 0 -1,56 4 0 ,8 3 0 ,134 0 ,474 -0 ,358 0 ,50 2 -3,9 73 . . . . . .

SRR3420 23_TR1416 7_c2_g 4_i4_le n=8 32 NA NA NA NA NA . 1 -0 ,334 0 ,0 0 1 -1,524 0 ,6 23 0 ,29 6 0 ,52 0 ,40 1 1 -1,49 6 . . . . . .

SRR3420 23_TR1418 5_c0 _g 1_i1_le n=1735 TL225_ARATH
Q:373-

10 20 ,H:6 3-278
8 4.26 %ID E:6 e -10 6 .

PF0 0 8 0 5.19 ^Pe ntap e p tid e ^Pe ntap e p tid e  re p e ats (8  co p ie s)^9 9 -138 ^E:6 .4e -0 7`PF1359 9 .3^Pe ntap e p tid e _4^Pe ntap e p tid e

re p e ats (9  co p ie s)^119 -19 4^E:7.8 e -0 7`PF0 0 8 0 5.19 ^Pe ntap e p tid e ^Pe ntap e p tid e  re p e ats (8  co p ie s)^124-16 0 ^E:7.8 e -

0 9 `PF0 0 8 0 5.19 ^Pe ntap e p tid e ^Pe ntap e p tid e  re p e ats (8  co p ie s)^16 6 -19 9 ^E:6 .7e -0 7

0 ,311 -0 ,39 0 -1,352 0 ,9 31 0 ,0 8 0 ,16 5 0 ,511 0 ,0 0 8 -1,43 TL20 3_ARATH Thylako id  lume nal p ro te in TL20 .3, chlo ro p lastic TL20 .3 At1g 12250  T28 K15.2
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ;

Re p e at; Thylako id ; Transit p e p tid e

SRR3420 23_TR1420 2_c2_g 1_i5_le n=1314 EXPA4_ARATH
Q:8 57-138 ,H:18 -

257
9 0 %ID E:1e -159 Exp ansin-A4 PF0 3330 .15^DPBB_1^Lytic transg lyco lase ^6 8 -155^E:1.3e -21`PF0 1357.18 ^Po lle n_alle rg _1^Po lle n alle rg e n^16 6 -243^E:1.9 e -24 0 ,548 -0 ,16 6 0 -1,151 0 ,343 0 ,325 1 -0 ,0 3 0 ,229 0 ,49 5 EXPA4_ARATH Exp ansin-A4 (AtEXPA4) (Alp ha-e xp ansin-4) (At-EXP4) (AtEx4) (Ath-Exp Alp ha-1.6 ) EXPA4 EXP4 At2g 39 70 0  F17A14.7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; Dire ct p ro te in

se q ue ncing ; Disulfid e  b o nd ; Me mb rane ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 23_TR14529 _c0 _g 2_i1_le n=16 33 NA NA NA NA NA . 0 ,232 -0 ,576 0 -3,0 8 4 1 1,158 1 0 ,8 48 0 ,725 -0 ,16 7 . . . . . .

SRR3420 23_TR16 216 _c0 _g 1_i1_le n=1355 NA NA NA NA NA PF0 2234.16 ^CDI^Cyclin-d e p e nd e nt kinase  inhib ito r^225-26 8 ^E:2.6 e -18 0 ,8 8 1 0 ,0 72 0 -1,56 9 0 ,0 14 -1,0 0 6 0 ,0 0 7 -1,147 0 ,49 6 -0 ,245 . . . . . .

SRR3420 23_TR16 373_c7_g 4_i1_le n=10 0 3 ALFL8 _ORYSJ
Q:10 0 2-

334,H:49 -253
6 4.16 %ID E:2e -6 6 PHD fing e r p ro te in ALFIN-LIKE 8 PF1216 5.5^DUF359 4^Do main o f unkno wn functio n (DUF359 4)^1-8 8 ^E:7.1e -43`PF0 0 6 28 .26 ^PHD^PHD-fing e r^171-219 ^E:1.2e -10 0 ,39 8 -0 ,344 0 -1,6 47 0 ,8 9 5 0 ,143 0 ,6 6 6 -0 ,232 1 0 ALFL8 _ORYSJ PHD fing e r p ro te in ALFIN-LIKE 8

Os11g 0 2448 0 0  LOC_Os11g 140 10

OsJ_3350 9  OSJNBa0 0 0 4P24

OSJNBa0 0 24M0 6

Oryza sativa sub sp . jap o nica (Rice )
Chro matin re g ulato r; Co mp le te  p ro te o me ; Me tal-b ind ing ; Nucle us; Re fe re nce

p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n; Zinc; Zinc-fing e r

SRR3420 23_TR16 46 0 _c1_g 9 _i1_le n=16 9 7 Y58 30 _ARATH
Q:1443-

38 2,H:30 3-6 53
74.16 %ID E:0 Pro b ab le  inactive  re ce p to r kinase  At5g 58 30 0

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^147-410 ^E:4.8 e -37`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^148 -

411^E:1.8 e -35
0 ,59 9 -0 ,19 0 ,0 0 1 -1,317 0 ,58 1 -0 ,322 0 ,48 4 -0 ,447 1 0 ,143 Y58 30 _ARATH Pro b ab le  inactive  re ce p to r kinase  At5g 58 30 0 At5g 58 30 0  MCK7.17

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Le ucine -rich re p e at; Me mb rane ; Nucle o tid e -

b ind ing ; Pho sp ho p ro te in; Re ce p to r; Re fe re nce  p ro te o me ; Re p e at; Sig nal;

Transme mb rane ; Transme mb rane  he lix

SRR3420 23_TR16 59 1_c0 _g 3_i1_le n=1252 UBE11_ARATH
Q:77-10 0 3,H:772-

10 8 0
8 0 .9 1%ID E:0 Ub iq uitin-activating  e nzyme  E1 1

PF10 58 5.6 ^UBA_e 1_thio lCys^Ub iq uitin-activating  e nzyme  active  s ite ^1-125^E:5.4e -30 `PF0 0 8 9 9 .18 ^ThiF^ThiF family^10 4-

18 4^E:2.2e -10 `PF0 9 358 .7^E1_UFD^Ub iq uitin fo ld  d o main^19 6 -28 5^E:3.1e -23
1 0 0 -7,18 8 1 0 1 0 0 ,0 0 6 -1,0 6 UBE11_ARATH Ub iq uitin-activating  e nzyme  E1 1 (AtUBA1) (Pro te in MODIFIER OF SNC1 5) UBA1 MOS5 At2g 30 110  T27E13.15

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

ATP-b ind ing ; Co mp le te  p ro te o me ; Lig ase ; Nucle o tid e -b ind ing ; Re fe re nce

p ro te o me ; Ub l co njug atio n p athway

SRR3420 23_TR16 6 9 8 _c0 _g 14_i1_le n=6 11 NA NA NA NA NA
PF10 9 50 .5^DUF2775^Pro te in o f unkno wn functio n (DUF2775)^2-79 ^E:7.7e -17`PF10 9 50 .5^DUF2775^Pro te in o f unkno wn functio n

(DUF2775)^8 6 -157^E:1.6 e -15`PF10 9 50 .5^DUF2775^Pro te in o f unkno wn functio n (DUF2775)^16 0 -20 2^E:6 .2e -0 9
0 ,48 7 0 ,30 4 0 -5,322 1 0 1 0 0 ,317 0 ,532 . . . . . .

SRR3420 23_TR17575_c0 _g 3_i3_le n=129 8 MENB_ARATH
Q:110 9 -120 ,H:4-

337
78 .6 5%ID E:0 1,4-d ihyd ro xy-2-nap htho yl-Co A synthase , p e ro xiso mal

PF0 0 378 .17^ECH_1^Eno yl-Co A hyd ratase /iso me rase ^8 0 -326 ^E:3e -75`PF16 113.2^ECH_2^Eno yl-Co A hyd ratase /iso me rase ^8 3-

259 ^E:3.2e -21
0 ,0 9 1 -0 ,46 3 0 -2,122 0 ,9 0 2 -0 ,0 58 0 ,6 0 3 0 ,174 1 0 ,0 13 MENB_ARATH

1,4-d ihyd ro xy-2-nap htho yl-Co A synthase , p e ro xiso mal (DHNS) (EC 4.1.3.36 ) (Eno yl-Co A

hyd ratase /iso me rase  D) (ECHID) (Nap htho ate  synthase )
MENB At1g 6 0 550  F8 A5.9

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Iso me rase ; Lyase ; Pe ro xiso me ; Re fe re nce  p ro te o me

SRR3420 23_TR18 351_c3_g 4_i8 _le n=28 0 1 EFTU2_SOYBN
Q:2336 -

10 44,H:49 -479
8 9 .56 %ID E:0 Elo ng atio n facto r Tu, chlo ro p lastic

PF0 0 0 0 9 .24^GTP_EFTU^Elo ng atio n facto r Tu GTP b ind ing  d o main^8 5-28 6 ^E:4.5e -57`PF0 3144.22^GTP_EFTU_D2^Elo ng atio n

facto r Tu d o main 2^310 -378 ^E:9 .6 e -19 `PF0 3143.14^GTP_EFTU_D3^Elo ng atio n facto r Tu C-te rminal d o main^38 3-48 2^E:6 e -35
0 ,0 16 -0 ,554 0 -0 ,9 59 0 ,0 0 5 -0 ,6 1 0 ,0 9 6 -0 ,359 0 ,42 -0 ,177 EFTU2_SOYBN Elo ng atio n facto r Tu, chlo ro p lastic (EF-Tu) TUFB1

Glycine  max (So yb e an) (G lycine

hisp id a)

Chlo ro p last; Co mp le te  p ro te o me ; Elo ng atio n facto r; GTP-b ind ing ; Nucle o tid e -

b ind ing ; Plastid ; Pro te in b io synthe sis; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 23_TR19 19 7_c0 _g 1_i1_le n=116 9 CITX2_NICBE
Q:321-8 54,H:1-

18 1
6 9 .0 2%ID E:7e -8 0

Thio re d o xin-like  p ro te in CITRX2, chlo ro p lastic

{ECO:0 0 0 0 30 3|Pub Me d :151316 9 8 }
PF0 0 0 8 5.17^Thio re d o xin^Thio re d o xin^72-158 ^E:9 .7e -20 `PF130 9 8 .3^Thio re d o xin_2^Thio re d o xin-like  d o main^8 8 -172^E:4e -0 9 0 ,0 57 -0 ,6 0 5 0 -1,28 6 0 ,6 57 0 ,177 1 -0 ,0 49 0 ,248 -0 ,37 CITX2_NICBE Thio re d o xin-like  p ro te in CITRX2, chlo ro p lastic (EC 1.8 .-.-) (Cf-9 -inte racting  thio re d o xin 2) (Nb CiTrx2) CITRX2 Nico tiana b e nthamiana

Ap o p to sis; Chlo ro p last; Disulfid e  b o nd ; Ele ctro n transp o rt; Oxid o re d uctase ; Plant

d e fe nse ; Plastid ; Re d o x-active  ce nte r; Transit p e p tid e ; Transp o rt

SRR3420 23_TR19 79 8 _c0 _g 2_i9 _le n=19 52 GCR2_ARATH
Q:19 40 -

10 59 ,H:116 -410
71.8 6 %ID E:5e -150 LanC-like  p ro te in GCR2 PF0 5147.10 ^LANC_like ^Lanthio nine  synthe tase  C-like  p ro te in^4-29 8 ^E:6 .1e -8 4 0 ,12 -0 ,6 8 1 0 -3,22 1 0 ,522 1 0 ,421 0 ,79 1 0 ,0 6 6 GCR2_ARATH LanC-like  p ro te in GCR2 (G-p ro te in co up le d  re ce p to r 2) GCR2 GPCR At1g 529 20  F14G24.19

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Ab scis ic acid  s ig naling  p athway; Co mp le te  p ro te o me ; Me tal-b ind ing ;

Re fe re nce  p ro te o me ; Zinc

SRR3420 23_TR19 8 11_c1_g 3_i1_le n=10 11 NA NA NA NA NA PF0 3745.11^DUF30 9 ^Do main o f unkno wn functio n (DUF30 9 )^8 4-140 ^E:3.1e -20 0 ,56 8 0 ,19 1 0 -1,19 5 0 ,0 0 6 -0 ,9 33 0 ,0 0 3 -1,0 27 0 ,0 31 0 ,6 9 9 . . . . . .

SRR3420 23_TR19 9 29 _c1_g 1_i5_le n=8 52 NA NA NA NA NA . 1 0 0 -7,6 6 1 1 0 1 0 1 0 . . . . . .

SRR3420 23_TR20 48 2_c2_g 7_i2_le n=749 RS4_SOLTU
Q:3-49 1,H:10 1-

26 4
9 1.46 %ID E:1e -8 7 40 S rib o so mal p ro te in S4

PF0 0 9 0 0 .17^Rib o so mal_S4e ^Rib o so mal family S4e ^1-6 9 ^E:1.9 e -32`PF0 0 46 7.26 ^KOW^KOW mo tif^77-110 ^E:6 .1e -

0 7`PF16 121.2^40 S_S4_C^40 S rib o so mal p ro te in S4 C-te rminus^112-157^E:2.1e -26
0 ,6 34 -0 ,241 0 ,0 0 1 -1,0 16 0 ,0 13 1,145 0 ,49 6 0 ,417 0 ,0 54 -0 ,472 RS4_SOLTU 40 S rib o so mal p ro te in S4 RPS4 So lanum tub e ro sum (Po tato )

Co mp le te  p ro te o me ; Cyto p lasm; RNA-b ind ing ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so mal p ro te in; rRNA-b ind ing

SRR3420 23_TR2120 0 _c1_g 6 _i8 _le n=5341 IF2C_PHAVU
Q:278 8 -

49 6 8 ,H:277-9 9 9
8 0 .9 1%ID E:0 Translatio n initiatio n facto r IF-2, chlo ro p lastic

PF0 19 8 5.18 ^CRS1_Yhb Y^CRS1 / Yhb Y (CRM) d o main^51-133^E:3.5e -24`PF0 19 8 5.18 ^CRS1_Yhb Y^CRS1 / Yhb Y (CRM)

d o main^248 -332^E:2.4e -20 `PF0 19 8 5.18 ^CRS1_Yhb Y^CRS1 / Yhb Y (CRM) d o main^459 -545^E:6 .5e -18
0 ,0 31 -1,36 0 -2,272 0 ,40 2 1,10 6 0 ,76 0 ,6 75 0 ,221 -0 ,421 IF2C_PHAVU Translatio n initiatio n facto r IF-2, chlo ro p lastic (PvIF2cp ) IF2CP

Phase o lus vulg aris (Kid ne y b e an)

(Fre nch b e an)

Chlo ro p last; GTP-b ind ing ; Initiatio n facto r; Nucle o tid e -b ind ing ; Plastid ; Pro te in

b io synthe sis; Transit p e p tid e

SRR3420 23_TR21417_c0 _g 1_i1_le n=9 6 2 NA NA NA NA NA PF0 6 36 4.9 ^DUF10 6 8 ^Pro te in o f unkno wn functio n (DUF10 6 8 )^10 -174^E:6 .7e -6 5 1 -0 ,0 6 9 0 -6 ,514 0 ,518 0 ,33 1 -0 ,0 6 2 1 1,6 8 7 . . . . . .

SRR3420 23_TR2229 2_c1_g 3_i1_le n=744 NA NA NA NA NA . 1 0 ,0 6 1 0 -2,79 2 0 ,29 9 -1,40 7 0 ,517 -1,245 0 ,229 -0 ,439 . . . . . .

SRR3420 23_TR23173_c0 _g 1_i2_le n=2137 SR542_SOLLC
Q:18 8 8 -452,H:1-

479
9 4.57%ID E:0 Sig nal re co g nitio n p artic le  54 kDa p ro te in 2

PF0 28 8 1.16 ^SRP54_N^SRP54-typ e  p ro te in, he lical b und le  d o main^6 -8 3^E:9 .8 e -16 `PF0 0 448 .19 ^SRP54^SRP54-typ e  p ro te in,

GTPase  d o main^10 1-29 6 ^E:1.2e -78 `PF0 249 2.16 ^co b W^Co b W/Hyp B/Ure G, nucle o tid e -b ind ing  d o main^10 3-254^E:8 .2e -

0 7`PF0 29 78 .16 ^SRP_SPB^Sig nal p e p tid e  b ind ing  d o main^328 -427^E:2e -27

1 -1,272 0 -6 ,59 5 0 ,8 74 0 ,216 1 0 ,0 9 1 1 0 SR542_SOLLC Sig nal re co g nitio n p artic le  54 kDa p ro te in 2 (SRP54)
So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Co mp le te  p ro te o me ; Cyto p lasm; GTP-b ind ing ; Nucle o tid e -b ind ing ; RNA-b ind ing ;

Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Sig nal re co g nitio n p artic le

SRR3420 23_TR236 41_c4_g 4_i4_le n=176 1 F16 P1_PEA
Q:1526 -30 6 ,H:6 -

40 7
8 1.0 7%ID E:0 Fructo se -1,6 -b isp ho sp hatase , chlo ro p lastic PF0 0 316 .17^FBPase ^Fructo se -1-6 -b isp ho sp hatase , N-te rminal d o main^8 0 -279 ^E:6 .7e -56 0 ,26 8 -0 ,27 0 -1,0 53 0 ,0 33 -0 ,48 0 ,6 34 -0 ,10 7 0 ,112 -0 ,536 F16 P1_PEA

Fructo se -1,6 -b isp ho sp hatase , chlo ro p lastic (FBPase ) (EC 3.1.3.11) (D-fructo se -1,6 -b isp ho sp hate  1-

p ho sp ho hyd ro lase )
FBP Pisum sativum (Gard e n p e a) PATHWAY: Carb o hyd rate  b io synthe sis; Calvin cycle .

3D-structure ; Calvin cycle ; Carb o hyd rate  me tab o lism; Chlo ro p last; Disulfid e  b o nd ;

Hyd ro lase ; Mag ne sium; Me tal-b ind ing ; Plastid ; Transit p e p tid e

SRR3420 23_TR24357_c2_g 3_i7_le n=9 8 5 SABP2_TOBAC
Q:56 2-

137,H:120 -26 0
57.75%ID E:8 e -47 Salicylic acid -b ind ing  p ro te in 2 . 0 ,9 0 4 -0 ,135 0 -2,36 1 0 ,0 0 2 -1,354 0 ,0 15 -1,0 15 0 ,555 -0 ,30 9 SABP2_TOBAC Salicylic acid -b ind ing  p ro te in 2 (NtSABP2) (EC 3.1.1.-) (Me thyl salicylate  e ste rase ) SABP2

Nico tiana tab acum (Co mmo n

to b acco )
3D-structure ; Hyd ro lase ; Immunity; Innate  immunity; Plant d e fe nse

SRR3420 23_TR2456 7_c0 _g 3_i1_le n=10 9 1 NA NA NA NA NA . 0 ,8 28 -0 ,0 78 0 -1,333 0 ,20 3 -0 ,416 0 ,6 0 6 -0 ,171 0 ,572 -0 ,19 4 . . . . . .

SRR3420 23_TR246 47_c0 _g 1_i1_le n=8 21 ML423_ARATH
Q:37-444,H:17-

150
52.21%ID E:4e -36 MLP-like  p ro te in 423 . 0 ,8 9 2 -0 ,0 45 0 -2,357 0 ,0 0 2 -1,0 6 6 0 ,0 0 1 -1,10 9 0 ,0 0 1 0 ,8 5 ML423_ARATH MLP-like  p ro te in 423

MLP423 At1g 240 20  T23E23.17

T23E23_22

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 23_TR2479 5_c0 _g 5_i1_le n=40 0 4 TPL_ARATH
Q:225-36 0 2,H:1-

1131
79 .51%ID E:0 Pro te in TOPLESS

PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^456 -49 0 ^E:1.8 e -0 5`PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^9 14-

9 48 ^E:0 .0 0 26
1 -0 ,172 0 -6 ,48 0 ,211 0 ,76 1 0 ,412 0 ,56 3 1 0 ,20 7 TPL_ARATH Pro te in TOPLESS (WUS-inte racting  p ro te in 1) TPL WSIP1 At1g 15750  F7H2.9

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; De ve lo p me ntal p ro te in; Jasmo nic acid  s ig naling  p athway;

Nucle us; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Re p e at; Re p re sso r; Transcrip tio n;

Transcrip tio n re g ulatio n; WD re p e at

SRR3420 23_TR2479 5_c1_g 8 _i1_le n=30 9 8 TGD1_ARATH
Q:18 57-

9 40 ,H:41-347
75.0 8 %ID E:3e -158

Pro te in TRIGALACTOSYLDIACYLGLYCEROL 1,

chlo ro p lastic {ECO:0 0 0 0 30 3|Pub Me d :127430 31}
PF0 240 5.13^MlaE^Pe rme ase  MlaE^130 -338 ^E:8 e -6 9 1 -0 ,36 4 0 -4,6 47 0 ,35 0 ,6 5 0 ,739 0 ,279 1 0 ,349 TGD1_ARATH

Pro te in TRIGALACTOSYLDIACYLGLYCEROL 1, chlo ro p lastic (ABC transp o rte r I family me mb e r 14)

(ABC transp o rte r ABCI.14) (AtABCI14)
TGD1 ABCI14 At1g 19 8 0 0  F14P1.27

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Lip id  transp o rt; Me mb rane ; Plastid ; Plastid  inne r

me mb rane ; Re fe re nce  p ro te o me ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR3420 23_TR2570 6 _c1_g 4_i4_le n=1138 B56 1O_ARATH
Q:10 6 5-

325,H:141-39 1
54.76 %ID E:1e -6 9

Cyto chro me  b 56 1 and  DOMON d o main-co ntaining  p ro te in

At4g 129 8 0
. 1 -0 ,20 6 0 -2,0 48 0 ,8 9 2 0 ,10 1 0 ,6 56 -0 ,318 0 ,0 44 -0 ,6 78 B56 1O_ARATH Cyto chro me  b 56 1 and  DOMON d o main-co ntaining  p ro te in At4g 129 8 0  (Pro te in b 56 1A.tha15) At4g 129 8 0  F25G13.70

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Ele ctro n transp o rt; He me ; Iro n; Me mb rane ; Me tal-b ind ing ;

Re fe re nce  p ro te o me ; Sig nal; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 23_TR26 0 30 _c1_g 1_i1_le n=16 15 YUGF_BACSU
Q:46 0 -

126 6 ,H:17-26 4
28 .6 8 %ID E:1e -22 Uncharacte rize d  hyd ro lase  Yug F

PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^10 5-218 ^E:1.7e -0 8 `PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta hyd ro lase

fo ld ^10 7-36 0 ^E:1.2e -16 `PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^10 9 -36 6 ^E:4.6 e -21
0 ,50 7 -0 ,239 0 -1,28 6 0 ,29 -0 ,379 0 ,40 5 -0 ,28 5 0 ,50 2 -0 ,226 YUGF_BACSU Uncharacte rize d  hyd ro lase  Yug F (EC 3.1.-.-) yug F BSU31420 Bacillus sub til is  (strain 16 8 ) Co mp le te  p ro te o me ; Hyd ro lase ; Re fe re nce  p ro te o me ; Se rine  e ste rase

SRR3420 23_TR26 9 6 5_c0 _g 9 _i3_le n=16 12 NA NA NA NA NA PF0 4450 .9 ^BSP^Pe p tid ase  o f p lants and  b acte ria^9 5-30 5^E:5.2e -17 1 0 ,0 35 0 -2,26 0 ,0 1 -0 ,9 14 0 ,0 0 7 -0 ,9 6 7 0 ,6 -0 ,332 . . . . . .

SRR3420 23_TR2746 7_c3_g 4_i5_le n=5411 POLX_TOBAC
Q:5411-

20 34,H:221-1323
43.9 9 %ID E:0

Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-

9 4

PF139 76 .3^g ag _p re -inte g rs^GAG-p re -inte g rase  d o main^18 3-250 ^E:2.8 e -14`PF0 0 6 6 5.23^rve ^Inte g rase  co re  d o main^26 6 -

38 0 ^E:6 e -26 `PF0 7727.11^RVT_2^Re ve rse  transcrip tase  (RNA-d e p e nd e nt DNA p o lyme rase )^6 40 -8 8 7^E:4.5e -9 3
0 ,6 1 0 ,19 6 0 -1,339 0 ,127 -0 ,59 2 0 ,0 0 5 -1,16 6 0 ,0 21 1,0 38 POLX_TOBAC

Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-9 4 [Includ e s: Pro te ase  (EC 3.4.23.-);

Re ve rse  transcrip tase  (EC 2.7.7.49 ); End o nucle ase ]

Nico tiana tab acum (Co mmo n

to b acco )

Asp artyl p ro te ase ; End o nucle ase ; Hyd ro lase ; Me tal-b ind ing ; Nucle ase ;

Nucle o tid yltransfe rase ; Pro te ase ; RNA-d ire cte d  DNA p o lyme rase ; Transfe rase ;

Transp o sab le  e le me nt; Zinc; Zinc-fing e r

SRR3420 23_TR2746 7_c3_g 4_i8 _le n=139 4 NA NA NA NA NA PF0 6 10 8 .9 ^DUF9 52^Pro te in o f unkno wn functio n (DUF9 52)^19 -54^E:7.6 e -0 8 0 1,571 0 -2,315 0 ,132 0 ,76 2 0 ,49 6 0 ,38 8 1 -2,0 0 2 . . . . . .

SRR3420 23_TR28 415_c3_g 2_i1_le n=1319 NA NA NA NA NA PF0 2544.13^Ste ro id _d h^3-o xo -5-alp ha-ste ro id  4-d e hyd ro g e nase ^158 -26 9 ^E:2.1e -26 0 ,6 41 -0 ,248 0 -2,211 0 ,0 19 -0 ,6 9 1 0 ,0 76 -0 ,519 1 0 ,732 . . . . . .

SRR3420 23_TR30 149 _c2_g 2_i6 _le n=1513 NA NA NA NA NA . 1 -1,159 0 -7,0 0 3 1 -0 ,0 77 1 -0 ,113 1 0 . . . . . .

SRR3420 23_TR30 149 _c2_g 2_i15_le n=29 48 NA NA NA NA NA . 1 -0 ,10 5 0 -6 ,40 1 0 ,6 18 -0 ,26 4 0 ,177 -0 ,6 6 3 1 -0 ,478 . . . . . .

SRR3420 23_TR30 6 34_c0 _g 2_i1_le n=40 4 NA NA NA NA NA . 0 ,722 -0 ,133 0 -1,435 0 ,70 5 0 ,223 1 -0 ,0 42 0 ,0 4 -0 ,6 8 3 . . . . . .

SRR3420 23_TR30 6 49 _c0 _g 5_i2_le n=1314 CCD4_ARATH
Q:126 0 -

274,H:26 6 -59 5
73.49 %ID E:4e -175

Pro b ab le  caro te no id  c le avag e  d io xyg e nase  4,

chlo ro p lastic
PF0 30 55.12^RPE6 5^Re tinal p ig me nt e p ithe lial me mb rane  p ro te in^3-30 5^E:3.4e -59 0 ,16 7 0 ,6 0 2 0 -1,133 0 ,0 1 -0 ,8 72 0 ,132 -0 ,49 3 0 ,8 0 ,0 9 5 CCD4_ARATH Pro b ab le  caro te no id  c le avag e  d io xyg e nase  4, chlo ro p lastic (AtCCD4) (EC 1.14.9 9 .-) (AtNCED4) CCD4 NCED4 At4g 19 170  T18 B16 .140

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Dio xyg e nase ; Iro n; Me tal-b ind ing ;

Oxid o re d uctase ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 23_TR30 9 8 2_c3_g 1_i18 _le n=2351 FKB70 _WHEAT
Q:757-

18 12,H:9 3-423
47.75%ID E:3e -117 70  kDa p e p tid yl-p ro lyl iso me rase

PF0 0 254.25^FKBP_C^FKBP-typ e  p e p tid yl-p ro lyl c is-trans iso me rase ^10 -6 2^E:4.3e -18 `PF0 0 254.25^FKBP_C^FKBP-typ e  p e p tid yl-

p ro lyl c is-trans iso me rase ^8 9 -149 ^E:1.4e -0 6
0 ,59 1 -0 ,314 0 -2,6 32 0 ,78 1 -0 ,56 6 1 -0 ,33 0 ,0 79 -1,11 FKB70 _WHEAT

70  kDa p e p tid yl-p ro lyl iso me rase  (EC 5.2.1.8 ) (Pe p tid yl-p ro lyl c is-trans iso me rase ) (PPIase )

(Ro tamase )
FKBP70 Triticum ae stivum (Whe at)

3D-structure ; Calmo d ulin-b ind ing ; Co mp le te  p ro te o me ; Iso me rase ; Re fe re nce

p ro te o me ; Re p e at; Ro tamase ; Stre ss re sp o nse ; TPR re p e at

SRR3420 23_TR30 9 8 2_c3_g 3_i1_le n=216 9 NA NA NA NA NA . 0 ,6 8 4 0 ,156 0 -2,0 56 0 ,136 -0 ,59 4 0 ,0 14 -0 ,9 6 8 0 ,6 0 6 -0 ,18 2 . . . . . .

SRR3420 23_TR310 39 _c0 _g 1_i1_le n=1134 GTOMC_ORYSJ
Q:34-9 0 6 ,H:73-

359
44.6 7%ID E:4e -75 Pro b ab le  to co p he ro l O-me thyltransfe rase , chlo ro p lastic

PF1348 9 .3^Me thyltransf_23^Me thyltransfe rase  d o main^6 3-19 5^E:2.9 e -14`PF0 120 9 .15^Ub ie _me thyltran^ub iE/COQ5

me thyltransfe rase  family^75-18 7^E:3.3e -11`PF138 47.3^Me thyltransf_31^Me thyltransfe rase  d o main^79 -19 3^E:1.2e -

19 `PF0 2353.17^CMAS^Myco lic acid  cyclo p ro p ane  synthe tase ^79 -18 3^E:4.7e -11`PF0 9 445.7^Me thyltransf_15^RNA cap  g uanine -

N2 me thyltransfe rase ^8 2-156 ^E:7e -0 7`PF0 70 21.9 ^Me tW^Me thio nine  b io synthe sis p ro te in Me tW^8 2-175^E:1.9 e -

0 6 `PF0 8 241.9 ^Me thyltransf_11^Me thyltransfe rase  d o main^8 4-18 2^E:4.4e -20 `PF136 49 .3^Me thyltransf_25^Me thyltransfe rase

d o main^8 4-177^E:2e -18 `PF0 8 242.9 ^Me thyltransf_12^Me thyltransfe rase  d o main^8 4-18 0 ^E:1.6 e -12

0 ,451 -0 ,324 0 -5,0 74 0 ,40 2 -1,0 71 0 ,118 -1,8 52 0 ,275 -0 ,38 2 GTOMC_ORYSJ
Pro b ab le  to co p he ro l O-me thyltransfe rase , chlo ro p lastic (EC 2.1.1.9 5) (Gamma-to co p he ro l

me thyltransfe rase ) (Vitamin E p athway g e ne  4 p ro te in)

VTE4 G-TMT TMT Os0 2g 0 70 16 0 0

LOC_Os0 2g 47310  OJ1111_E0 7.25
Oryza sativa sub sp . jap o nica (Rice ) PATHWAY: Co facto r b io synthe sis; to co p he ro l b io synthe sis.

Chlo ro p last; Co mp le te  p ro te o me ; Me thyltransfe rase ; Plastid ; Re fe re nce  p ro te o me ;

S-ad e no syl-L-me thio nine ; Transfe rase ; Transit p e p tid e

SRR3420 23_TR3116 8 _c1_g 1_i1_le n=1545 RK5_ARATH
Q:140 8 -

743,H:37-259
76 .23%ID E:1e -121 50 S rib o so mal p ro te in L5, chlo ro p lastic PF0 0 6 73.18 ^Rib o so mal_L5_C^rib o so mal L5P family C-te rminus^1-8 2^E:3.1e -27 0 ,0 29 -0 ,533 0 -1,20 1 0 ,0 0 5 -0 ,733 0 ,0 16 -0 ,6 25 1 -0 ,337 RK5_ARATH 50 S rib o so mal p ro te in L5, chlo ro p lastic

RPL5 At4g 0 1310  A_IG0 0 2N0 1.3

F2N1.5

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; RNA-b ind ing ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e ; rRNA-b ind ing

SRR3420 23_TR31533_c1_g 4_i1_le n=1529 ENOX_SOLLC
Q:719 -

128 5,H:20 0 -38 8
8 7.3%ID E:3e -125 2-me thyle ne -furan-3-o ne  re d uctase PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^10 9 -172^E:1.3e -0 9 0 ,314 -0 ,26 4 0 -0 ,9 14 0 ,0 19 -0 ,538 0 ,0 8 -0 ,39 9 0 ,29 4 0 ,531 ENOX_SOLLC 2-me thyle ne -furan-3-o ne  re d uctase  (EC 1.3.1.10 5) (Eno ne  o xid o re d uctase ) (SlEO) EO QR So lyc0 5g 0 0 548 0

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Chlo ro p last; Co mp le te  p ro te o me ; NAD; NADP; Oxid o re d uctase ; Plastid ; Re fe re nce

p ro te o me ; Transit p e p tid e

SRR6 46 572_TR6 6 9 2_c0 _g 1_i22_le n=1249 NA NA NA NA NA . 0 ,472 -0 ,30 5 0 ,0 0 1 -1,50 1 0 ,333 0 ,6 33 0 ,26 7 0 ,712 0 ,20 6 -0 ,722 . . . . . .

SRR6 46 572_TR9 78 1_c1_g 1_i1_le n=730 SAC1_ARATH
Q:6 6 9 -

313,H:79 2-9 10
55.46 %ID E:1e -33 Pho sp ho ino sitid e  p ho sp hatase  SAC1 . 1 0 0 -6 ,79 1 0 ,254 2,58 1 1 -0 ,6 71 0 ,38 1 2,257 SAC1_ARATH

Pho sp ho ino sitid e  p ho sp hatase  SAC1 (AtSAC1) (EC 3.1.3.-) (Facto r-ind uce d  g e ne  4-like  p ro te in)

(AtFIG4) (Pho sp hatid ylino sito l 3,5-b isp ho sp hate  5-p ho sp hatase  SAC1) (Pro te in FRAGILE FIBER 7)

(Pro te in SUPPRESSOR OF ACTIN 1) (SAC d o main p ro te in 1)

SAC1 FIG4 FRA7 At1g 226 20  F12K8 .3

T22J18 .20

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Go lg i ap p aratus; Hyd ro lase ; Me mb rane ; Re fe re nce  p ro te o me ;

Vacuo le

SRR6 46 572_TR1250 9 _c0 _g 2_i6 _le n=1712 NA NA NA NA NA
PF15459 .3^RRP14^6 0 S rib o so me  b io g e ne sis p ro te in Rrp 14^38 -71^E:4e -0 5`PF0 49 35.9 ^SURF6 ^Surfe it lo cus p ro te in 6 ^122-

312^E:5.3e -22
0 ,0 14 -3,48 9 0 -6 ,79 2 0 ,0 0 5 6 ,237 1 0 0 ,50 2 -1,6 6 2 . . . . . .

SRR6 46 572_TR20 512_c0 _g 1_i1_le n=1371 CP20 B_ARATH
Q:152-9 10 ,H:1-

256
6 5.12%ID E:2e -8 8 . PF0 0 16 0 .18 ^Pro _iso me rase ^Cyclo p hilin typ e  p e p tid yl-p ro lyl c is-trans iso me rase /CLD^145-29 9 ^E:7.5e -51 0 ,0 0 2 -0 ,778 0 -1,338 0 ,10 5 -1,0 6 3 0 ,211 -0 ,76 5 0 ,0 6 8 -0 ,39 9 PNSL5_ARATH

Pho to synthe tic NDH sub unit o f lume nal lo catio n 5, chlo ro p lastic (Cyclo p hilin o f 20  kDa 2) (Pe p tid yl-

p ro lyl c is-trans iso me rase  CYP20 -2) (PPIase  CYP20 -2) (EC 5.2.1.8 ) (Ro tamase  CYP20 -2) (Thylako id

lume n PPIase  o f 20  kDa) (TLP20 )

PNSL5 CYP20 -2 At5g 13120  T19 L5_8 0
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Cyclo sp o rin;

Dire ct p ro te in se q ue ncing ; Disulfid e  b o nd ; Iso me rase ; Me mb rane ; Plastid ;

Re fe re nce  p ro te o me ; Ro tamase ; Thylako id ; Transit p e p tid e ; Transp o rt

SRR6 46 572_TR30 26 8 _c0 _g 1_i1_le n=737 NA NA NA NA NA . 0 8 ,20 5 0 -10 ,9 9 8 1 0 1 0 1 0 . . . . . .

SRR6 46 572_TR349 9 6 _c0 _g 1_i6 _le n=18 31 TIG_ARATH
Q:1734-26 8 ,H:1-

547
57.59 %ID E:0 Trig g e r facto r-l ike  p ro te in TIG, Chlo ro p lastic PF0 56 9 8 .11^Trig g e r_C^Bacte rial trig g e r facto r p ro te in (TF) C-te rminus^353-510 ^E:7.5e -20 0 ,0 23 -0 ,70 7 0 -1,42 1 -0 ,0 24 0 ,8 6 5 0 ,212 0 ,9 33 -0 ,0 35 TIG_ARATH

Trig g e r facto r-l ike  p ro te in TIG, Chlo ro p lastic (EC 5.2.1.8 ) (Immuno p hilin TIG) (Pe p tid yl-p ro lyl c is-trans

iso me rase  TIG) (PPIase  TIG) (Ro tamase )
TIG At5g 55220  MCO15_17

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Iso me rase ; Plastid ;

Re fe re nce  p ro te o me ; Ro tamase ; Transit p e p tid e

SRR6 46 572_TR36 732_c0 _g 1_i2_le n=2339 ARID3_ARATH
Q:8 6 2-

18 0 9 ,H:477-78 4
70 .0 3%ID E:8 e -138 AT-rich inte ractive  d o main-co ntaining  p ro te in 3

PF0 138 8 .18 ^ARID^ARID/BRIGHT DNA b ind ing  d o main^30 9 -39 3^E:2e -18 `PF0 0 0 11.18 ^HSP20 ^Hsp 20 /alp ha crystall in family^522-

6 0 3^E:1.9 e -0 5
1 1,575 0 -6 ,79 2 0 ,50 2 3,734 1 0 0 ,28 2 -1,28 9 ARID3_ARATH AT-rich inte ractive  d o main-co ntaining  p ro te in 3 (ARID d o main-co ntaining  p ro te in 3) ARID3 At2g 17410  F5J6 .17

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce

p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR6 46 572_TR37751_c0 _g 3_i1_le n=1450 NA NA NA NA NA . 0 ,739 -0 ,28 4 0 ,0 0 1 -2,174 0 ,0 72 -0 ,554 0 ,0 0 6 -0 ,8 48 0 ,9 2 0 ,10 9 . . . . . .

SRR6 46 59 6 _TR19 0 0 _c1_g 1_i1_le n=521 NA NA NA NA NA . 0 ,6 79 0 ,447 0 ,0 0 1 -1,6 1 1 -0 ,119 0 ,18 9 -1,6 14 0 ,0 12 1,0 9 9 . . . . . .

SRR6 46 59 6 _TR4348 _c0 _g 1_i2_le n=156 9 AT74_ARATH
Q:129 0 -352,H:9 -

275
46 .33%ID E:6 e -8 6

Pho sp ho g lyce rate  mutase -like  p ro te in AT74

{ECO:0 0 0 0 30 5}
PF0 0 30 0 .19 ^His_Pho s_1^Histid ine  p ho sp hatase  sup e rfamily (b ranch 1)^7-119 ^E:8 e -10 0 ,541 -0 ,311 0 -2,339 0 ,312 0 ,549 0 ,20 6 0 ,6 58 1 -3,439 AT74_ARATH Pho sp ho g lyce rate  mutase -like  p ro te in AT74 (At-74) At3g 0 5170  T12H1.14

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR6 46 59 6 _TR750 6 _c1_g 2_i11_le n=16 37 NA NA NA NA NA . 1 0 ,316 0 -3,272 0 ,8 78 -0 ,16 8 0 ,6 35 -0 ,375 0 ,0 73 -2,0 8 8 . . . . . .

SRR6 46 59 6 _TR120 31_c0 _g 2_i1_le n=78 0 NA NA NA NA NA
PF10 9 50 .5^DUF2775^Pro te in o f unkno wn functio n (DUF2775)^42-152^E:2.5e -22`PF10 9 50 .5^DUF2775^Pro te in o f unkno wn functio n

(DUF2775)^159 -230 ^E:2.5e -15
0 ,0 6 1 0 ,49 3 0 ,0 0 1 -3,0 29 1 1,311 1 1,8 75 0 0 ,9 37 . . . . . .

SRR6 46 59 6 _TR176 0 3_c0 _g 1_i1_le n=1150 CB13_SOLLC
Q:8 8 4-273,H:70 -

273
9 1.18 %ID E:9 e -133 Chlo ro p hyll a-b  b ind ing  p ro te in 8 , chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^1-135^E:3.5e -31 0 ,39 -0 ,211 0 -2,0 46 0 ,0 0 6 -0 ,6 27 0 ,0 24 -0 ,511 0 ,152 -0 ,8 9 6 CB13_SOLLC Chlo ro p hyll a-b  b ind ing  p ro te in 8 , chlo ro p lastic (LHCI typ e  III CAB-8 ) CAB8

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Ace tylatio n; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ;

Mag ne sium; Me mb rane ; Me tal-b ind ing ; Pho sp ho p ro te in; Pho to synthe sis;

Pho to syste m I; Pho to syste m II; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR6 46 59 6 _TR19 434_c0 _g 1_i1_le n=1221 NA NA NA NA NA PF10 6 74.6 ^Ycf54^Pro te in o f unkno wn functio n (DUF248 8 )^9 2-18 1^E:2.2e -34 0 ,0 0 2 -0 ,748 0 -1,228 0 ,0 57 -0 ,536 0 ,49 4 -0 ,19 1 1 0 ,2 . . . . . .

SRR6 46 59 6 _TR20 48 4_c0 _g 1_i1_le n=1373 NA NA NA NA NA PF0 116 5.17^Rib o so mal_S21^Rib o so mal p ro te in S21^9 6 -150 ^E:3e -19 0 ,0 9 1 -0 ,44 0 -1,411 0 ,16 7 -0 ,4 0 ,215 -0 ,353 1 -0 ,78 9 . . . . . .

SRR6 46 59 6 _TR23715_c0 _g 1_i1_le n=6 20 PLDA1_RICCO
Q:3-359 ,H:6 9 0 -

8 0 8
8 0 .6 7%ID E:6 e -6 3 Pho sp ho lip ase  D alp ha 1 PF12357.5^PLD_C^Pho sp ho lip ase  D C te rminal^37-10 9 ^E:1.5e -29 0 ,333 0 ,433 0 -1,9 45 0 ,0 0 1 0 ,9 6 3 0 ,2 0 ,415 0 ,441 -0 ,226 PLDA1_RICCO

Pho sp ho lip ase  D alp ha 1 (PLD 1) (EC 3.1.4.4) (Cho line  p ho sp hatase  1) (Pho sp hatid ylcho line -

hyd ro lyzing  p ho sp ho lip ase  D 1)
PLD1 Ricinus co mmunis (Casto r b e an)

Calcium; Ce ll me mb rane ; Cyto p lasm; Dire ct p ro te in se q ue ncing ; End o p lasmic

re ticulum; Hyd ro lase ; Lip id  d e g rad atio n; Lip id  me tab o lism; Me mb rane ; Plastid ;

Re p e at; Vacuo le

SRR6 46 59 6 _TR258 6 6 _c0 _g 1_i1_le n=8 8 7 NA NA NA NA NA . 0 ,136 -0 ,38 9 0 -1,36 0 ,373 0 ,226 0 ,0 31 0 ,533 1 -0 ,0 55 . . . . . .

SRR6 46 59 6 _TR276 70 _c0 _g 1_i1_le n=510 NA NA NA NA NA . 0 ,146 -0 ,534 0 -2,175 0 ,10 7 -0 ,79 1 0 ,0 56 -0 ,9 42 1 0 ,446 . . . . . .

SRR6 46 59 6 _TR29 225_c0 _g 1_i1_le n=78 5 RK29 _ARATH
Q:153-59 9 ,H:3-

158
6 9 .23%ID E:2e -55 50 S rib o so mal p ro te in L29 , chlo ro p lastic . 0 ,0 2 -0 ,555 0 -1,423 0 ,558 -0 ,16 3 0 ,70 9 -0 ,1 0 ,6 6 8 -0 ,0 9 8 RK29 _ARATH 50 S rib o so mal p ro te in L29 , chlo ro p lastic (CL29 ) RPL29  At5g 6 5220  MQN23.16

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Pho sp ho p ro te in; Plastid ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e

SRR6 46 59 6 _TR29 26 2_c0 _g 2_i2_le n=746 2 RK2A_COFAR
Q:70 35-

6 214,H:1-274
9 8 .9 1%ID E:2e -16 7 50 S rib o so mal p ro te in L2-A, chlo ro p lastic

PF0 119 3.21^RNA_p o l_L^RNA p o lyme rase  Rp b 3/Rp b 11 d ime risatio n d o main^35-225^E:6 .3e -

14`PF0 10 0 0 .23^RNA_p o l_A_b ac^RNA p o lyme rase  Rp b 3/Rp o A inse rt d o main^6 8 -157^E:3.6 e -15
0 ,0 0 4 -0 ,9 41 0 -3,29 7 0 ,0 0 8 -1,30 3 0 ,0 0 2 -1,537 0 ,0 9 4 -1,34 RK2A_COFAR 50 S rib o so mal p ro te in L2-A, chlo ro p lastic rp l2-A Co ffe a arab ica (Arab ian co ffe e ) Chlo ro p last; Plastid ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 46 59 6 _TR30 8 48 _c0 _g 2_i4_le n=1228 NDUB2_ARATH
Q:6 43-78 3,H:11-

57
8 2.9 8 %ID E:8 e -21

NADH d e hyd ro g e nase  [ub iq uino ne ] 1 b e ta sub co mp le x

sub unit 2
. 1 -0 ,9 6 3 0 -3,557 1 2,24 1 0 ,154 1 -1,6 77 NDUB2_ARATH NADH d e hyd ro g e nase  [ub iq uino ne ] 1 b e ta sub co mp le x sub unit 2 At1g 76 20 0  T23E18 .30

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Ele ctro n transp o rt; Me mb rane ; Mito cho nd rio n; Mito cho nd rio n

inne r me mb rane ; Re fe re nce  p ro te o me ; Re sp irato ry chain; Transp o rt

SRR6 46 6 0 4_TR16 3_c0 _g 1_i1_le n=1142 PSAN_ARATH
Q:6 74-171,H:1-

16 8
6 9 .19 %ID E:1e -59 Pho to syste m I re actio n ce nte r sub unit N, chlo ro p lastic PF0 5479 .8 ^PsaN^Pho to syste m I re actio n ce ntre  sub unit N (PSAN o r PSI-N)^117-245^E:8 .5e -6 8 1 -0 ,0 57 0 -1,234 0 ,0 49 -0 ,557 0 ,39 6 -0 ,238 1 -0 ,0 46 PSAN_ARATH Pho to syste m I re actio n ce nte r sub unit N, chlo ro p lastic (PSI-N) PSAN At5g 6 40 40  MHJ24.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in

se q ue ncing ; Me mb rane ; Pho to synthe sis; Pho to syste m I; Plastid ; Re fe re nce

p ro te o me ; Thylako id ; Transit p e p tid e

SRR6 46 6 0 4_TR750 8 _c0 _g 2_i1_le n=28 9 5 BGAL5_ARATH
Q:258 6 -

430 ,H:13-731
70 .6 5%ID E:0 Be ta-g alacto sid ase  5

PF0 130 1.16 ^Glyco _hyd ro _35^Glyco syl hyd ro lase s family 35^35-339 ^E:1.9 e -121`PF0 2449 .12^Glyco _hyd ro _42^Be ta-

g alacto sid ase ^56 -20 3^E:4.4e -0 8
0 ,19 8 -0 ,454 0 -2,114 0 ,0 42 -1,8 6 6 0 ,38 1 -0 ,8 31 0 ,6 9 2 1,16 5 BGAL5_ARATH Be ta-g alacto sid ase  5 (Lactase  5) (EC 3.2.1.23) BGAL5 At1g 45130  F27F5.20

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ap o p last; Co mp le te  p ro te o me ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ; Re fe re nce

p ro te o me ; Se cre te d ; Sig nal

SRR6 46 6 0 4_TR12279 _c0 _g 2_i1_le n=6 55 NA NA NA NA NA . 0 ,232 -0 ,316 0 ,0 0 1 -0 ,9 26 0 1,237 0 ,0 0 1 1,0 6 7 0 ,8 6 -0 ,19 1 . . . . . .

SRR6 46 6 0 4_TR13117_c0 _g 1_i1_le n=10 14 NA NA NA NA NA . 0 ,431 -0 ,412 0 -2,338 1 0 ,0 6 1 -1,127 0 ,0 79 -1,0 9 8 . . . . . .

SRR6 46 6 0 4_TR139 0 5_c0 _g 1_i3_le n=9 8 4 GLO2_ARATH
Q:8 6 7-

28 3,H:171-36 5
9 0 .77%ID E:3e -123 Pe ro xiso mal (S)-2-hyd ro xy-acid  o xid ase  GLO2

PF0 10 70 .15^FMN_d h^FMN-d e p e nd e nt d e hyd ro g e nase ^7-16 5^E:2e -6 9 `PF0 0 478 .22^IMPDH^IMP d e hyd ro g e nase  / GMP

re d uctase  d o main^74-121^E:1.4e -0 6 `PF0 16 45.14^Glu_synthase ^Co nse rve d  re g io n in g lutamate  synthase ^8 6 -125^E:0 .0 0 0 22
0 ,574 0 ,18 6 0 -1,455 0 ,36 4 -0 ,2 0 ,16 5 -0 ,30 8 0 ,272 -0 ,49 5 GLO2_ARATH

Pe ro xiso mal (S)-2-hyd ro xy-acid  o xid ase  GLO2 (EC 1.1.3.15) (G lyco late  o xid ase  1) (AtGLO2) (GOX 1)

(Sho rt chain alp ha-hyd ro xy acid  o xid ase  GLO2)
GLO2 GOX1 At3g 14415 MLN21.20

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Pho to synthe sis; p ho to re sp iratio n; g lycine  fro m 2-

p ho sp ho g lyco late : ste p  2/3.

Ace tylatio n; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ;

FMN; Flavo p ro te in; G lyco late  p athway; Oxid o re d uctase ; Pe ro xiso me ;

Pho to re sp iratio n; Re fe re nce  p ro te o me

SRR6 46 6 0 4_TR149 10 _c0 _g 1_i1_le n=10 0 2 RRP31_ARATH
Q:46 5-710 ,H:75-

156
79 .27%ID E:2e -41 30 S rib o so mal p ro te in 3-1, chlo ro p lastic PF0 48 39 .10 ^PSRP-3_Ycf6 5^Plastid  and  cyano b acte rial rib o so mal p ro te in (PSRP-3 / Ycf6 5)^146 -19 2^E:1.5e -26 0 ,0 28 -0 ,511 0 -1,335 0 ,474 -0 ,213 0 ,246 0 ,321 0 ,6 9 5 -0 ,0 9 7 RRP31_ARATH 30 S rib o so mal p ro te in 3-1, chlo ro p lastic (Plastid -sp e cific  30 S rib o so mal p ro te in 3-1) (PSRP-3 1) At1g 6 8 59 0  F24J5.17

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e

SRR6 46 6 0 4_TR16 238 _c0 _g 1_i1_le n=9 48 CB4A_SOLLC
Q:8 8 4-237,H:42-

256
9 1.2%ID E:2e -130 Chlo ro p hyll a-b  b ind ing  p ro te in CP24 10 A, chlo ro p lastic PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^49 -225^E:1.5e -46 0 ,214 -0 ,476 0 -2,112 0 ,17 -0 ,514 0 ,422 -0 ,29 4 0 ,8 78 -0 ,172 CB4A_SOLLC Chlo ro p hyll a-b  b ind ing  p ro te in CP24 10 A, chlo ro p lastic (CAB-10 A) (LHCP) CAP10 A

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Me mb rane ;

Pho to synthe sis; Pho to syste m II; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR6 46 6 0 4_TR1758 4_c0 _g 2_i1_le n=170 3 CHLP_TOBAC
Q:242-16 18 ,H:1-

46 0
8 8 .0 4%ID E:0 Ge ranylg e ranyl d ip ho sp hate  re d uctase , chlo ro p lastic PF0 1134.19 ^GIDA^Gluco se  inhib ite d  d ivis io n p ro te in A^54-8 8 ^E:8 .9 e -0 5 1 -0 ,0 0 3 0 -4,322 1 0 ,525 1 -0 ,20 2 0 ,0 0 4 -1,46 5 CHLP_TOBAC Ge ranylg e ranyl d ip ho sp hate  re d uctase , chlo ro p lastic (EC 1.3.1.8 3) (Ge ranylg e ranyl re d uctase ) CHLP

Nico tiana tab acum (Co mmo n

to b acco )

PATHWAY: Po rp hyrin-co ntaining  co mp o und  me tab o lism; chlo ro p hyll

b io synthe sis.; PATHWAY: Co facto r b io synthe sis; to co p he ro l b io synthe sis.

Chlo ro p hyll b io synthe sis; Chlo ro p last; NADP; Oxid o re d uctase ; Pho to synthe sis;

Plastid ; Transit p e p tid e

SRR6 46 6 0 4_TR18 739 _c0 _g 1_i1_le n=19 31 MDHP_MEDSA
Q:337-

159 9 ,H:18 -437
8 5.75%ID E:0 Malate  d e hyd ro g e nase  [NADP], chlo ro p lastic

PF0 0 0 56 .20 ^Ld h_1_N^lactate /malate  d e hyd ro g e nase , NAD b ind ing  d o main^10 2-249 ^E:2.9 e -

34`PF0 28 6 6 .15^Ld h_1_C^lactate /malate  d e hyd ro g e nase , alp ha/b e ta C-te rminal d o main^252-422^E:1.6 e -37
0 ,758 -0 ,144 0 -1,552 0 ,153 -0 ,341 0 ,372 -0 ,215 0 ,59 4 0 ,135 MDHP_MEDSA Malate  d e hyd ro g e nase  [NADP], chlo ro p lastic (EC 1.1.1.8 2) (NADP-MDH) MDH1 P1MDH Me d icag o  sativa (Alfalfa) Chlo ro p last; Disulfid e  b o nd ; NADP; Oxid o re d uctase ; Plastid ; Transit p e p tid e

SRR6 46 6 0 4_TR19 8 8 1_c0 _g 1_i3_le n=10 45 CW15A_XENLA
Q:9 48 -259 ,H:1-

228
48 .54%ID E:1e -26 Pro te in CWC15 ho mo lo g  A PF0 48 8 9 .9 ^Cwf_Cwc_15^Cwf15/Cwc15 ce ll cycle  co ntro l p ro te in^1-230 ^E:8 .1e -78 0 ,76 -0 ,6 0 4 0 ,0 0 1 -2,8 73 1 -0 ,425 1 -3,221 1 -1,43 CW15A_XENLA Pro te in CWC15 ho mo lo g  A cwc15-a

Xe no p us lae vis (African clawe d

fro g )
Co ile d  co il; mRNA p ro ce ssing ; mRNA sp lic ing

SRR6 46 6 0 4_TR2249 0 _c0 _g 2_i1_le n=8 59 NA NA NA NA NA PF0 49 49 .10 ^Transcrip _act^Transcrip tio nal activato r^23-170 ^E:1.6 e -74 0 ,0 9 7 -0 ,458 0 -1,26 2 0 ,77 -0 ,125 0 ,6 2 -0 ,228 0 ,0 0 1 -1,321 . . . . . .

SRR6 46 6 0 4_TR37240 _c0 _g 1_i5_le n=128 3 ILV5_ARATH
Q:118 5-

247,H:273-58 5
9 1.0 5%ID E:0 Ke to l-acid  re d ucto iso me rase , chlo ro p lastic

PF0 1450 .16 ^IlvC^Ace to hyd ro xy acid  iso me ro re d uctase , catalytic d o main^39 -18 3^E:1.7e -34`PF0 1450 .16 ^IlvC^Ace to hyd ro xy acid

iso me ro re d uctase , catalytic d o main^19 6 -272^E:3.6 e -0 8
0 ,218 -0 ,36 4 0 ,0 0 1 -0 ,8 8 1 0 ,0 44 0 ,6 9 1 0 ,0 77 0 ,6 26 1 -2,0 9 6 ILV5_ARATH

Ke to l-acid  re d ucto iso me rase , chlo ro p lastic (EC 1.1.1.8 6 ) (Ace to hyd ro xy-acid  re d ucto iso me rase )

(Alp ha-ke to -b e ta-hyd ro xylacyl re d ucto iso me rase )
At3g 58 6 10  F14P22.20 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-iso le ucine  b io synthe sis; L-iso le ucine

fro m 2-o xo b utano ate : ste p  2/4.; PATHWAY: Amino -acid  b io synthe sis; L-valine

b io synthe sis; L-valine  fro m p yruvate : ste p  2/4.

Amino -acid  b io synthe sis; Branche d -chain amino  acid  b io synthe sis; Chlo ro p last;

Co mp le te  p ro te o me ; Mag ne sium; Me tal-b ind ing ; NADP; Oxid o re d uctase ; Plastid ;

Re fe re nce  p ro te o me ; Transit p e p tid e

SRR6 48 70 5_TR1559 _c0 _g 1_i1_le n=6 6 9 NA NA NA NA NA . 0 ,78 5 -0 ,10 2 0 -1,0 77 0 ,744 0 ,118 0 ,8 9 1 -0 ,0 7 0 ,0 0 2 -0 ,8 7 . . . . . .

SRR6 48 70 5_TR58 25_c0 _g 5_i2_le n=10 6 4 EPFL9 _ARATH
Q:274-50 4,H:25-

10 2
6 4.56 %ID E:3e -26

EPIDERMAL PATTERNING FACTOR-like  p ro te in 9

{ECO:0 0 0 0 30 3|Pub Me d :19 435754}
PF16 8 51.2^Sto mag e n^Sto mag e n^70 -118 ^E:3.8 e -31 0 ,219 -0 ,7 0 -1,8 36 0 ,444 -0 ,5 0 ,6 56 -0 ,273 1 0 ,30 3 EPFL9 _ARATH EPIDERMAL PATTERNING FACTOR-like  p ro te in 9  (EPF-like  p ro te in 9 ) [Cle ave d  into : Sto mag e n]

EPFL9  STOMAGEN At4g 129 70

F25G13.6 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Ap o p last; Co mp le te  p ro te o me ; De ve lo p me ntal p ro te in; Dire ct p ro te in

se q ue ncing ; Disulfid e  b o nd ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR6 48 70 5_TR8 541_c2_g 1_i1_le n=150 5 RSSA_DAUCA
Q:218 -10 33,H:1-

26 9
79 .12%ID E:7e -142

40 S rib o so mal p ro te in SA {ECO:0 0 0 0 255|HAMAP-

Rule :MF_0 30 15}

PF0 0 318 .17^Rib o so mal_S2^Rib o so mal p ro te in S2^18 -112^E:1.3e -13`PF0 0 318 .17^Rib o so mal_S2^Rib o so mal p ro te in S2^117-

18 2^E:1.8 e -12
1 -2,173 0 -6 ,426 0 ,545 0 ,6 0 5 1 0 ,19 0 ,175 -0 ,46 8 RSSA_DAUCA 40 S rib o so mal p ro te in SA (p 40 ) 179 B Daucus caro ta (Wild  carro t) Cyto p lasm; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 5_TR8 6 0 4_c0 _g 1_i1_le n=10 78 AMPL2_ORYSJ
Q:9 22-

377,H:415-59 6
9 0 .11%ID E:6 e -115 Le ucine  amino p e p tid ase  2, chlo ro p lastic PF0 0 8 8 3.18 ^Pe p tid ase _M17^Cyto so l amino p e p tid ase  family, catalytic d o main^5-18 0 ^E:1.7e -70 0 ,29 9 1,70 6 0 -1,8 58 0 ,29 9 1,455 1 -0 ,155 0 ,0 27 -1,252 AMPL2_ORYSJ

Le ucine  amino p e p tid ase  2, chlo ro p lastic (EC 3.4.11.1) (Le ucyl amino p e p tid ase  2) (LAP 2) (Pro line

amino p e p tid ase  2) (EC 3.4.11.5) (Pro lyl amino p e p tid ase  2)

Os0 2g 0 79 470 0  LOC_Os0 2g 55140

OJ16 9 5_H0 9 .4 P0 70 0 F0 6 .36
Oryza sativa sub sp . jap o nica (Rice )

Amino p e p tid ase ; Chlo ro p last; Co mp le te  p ro te o me ; Hyd ro lase ; Me tal-b ind ing ;

Plastid ; Pro te ase ; Re fe re nce  p ro te o me ; Transit p e p tid e ; Zinc

SRR6 48 70 5_TR10 450 _c0 _g 1_i1_le n=26 0 7 Y16 8 0 _ARATH
Q:230 3-

58 2,H:55-6 44
41.6 9 %ID E:9 e -10 7

Pro b ab le  le ucine -rich re p e at re ce p to r-l ike  p ro te in kinase

At1g 6 8 40 0

PF0 8 26 3.9 ^LRRNT_2^Le ucine  rich re p e at N-te rminal d o main^77-113^E:9 .1e -0 7`PF138 55.3^LRR_8 ^Le ucine  rich re p e at^159 -

19 8 ^E:2.1e -0 6 `PF1279 9 .4^LRR_4^Le ucine  Rich re p e ats (2 co p ie s)^16 3-20 5^E:1.4e -0 6 `PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich

Re p e at^16 4-18 6 ^E:0 .0 46 `PF0 8 26 3.9 ^LRRNT_2^Le ucine  rich re p e at N-te rminal d o main^214-

229 ^E:110 0 0 `PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^39 7-6 6 1^E:6 e -27`PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase

d o main^39 7-6 56 ^E:2e -26

0 ,0 7 -0 ,743 0 ,0 0 1 -2,36 5 0 ,44 -0 ,6 8 1 0 ,6 2 -0 ,554 0 ,0 16 -1,18 Y16 8 0 _ARATH Pro b ab le  le ucine -rich re p e at re ce p to r-l ike  p ro te in kinase  At1g 6 8 40 0  (EC 2.7.11.1) At1g 6 8 40 0  T2E12.5
Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; G lyco p ro te in; Kinase ; Le ucine -

rich re p e at; Me mb rane ; Nucle o tid e -b ind ing ; Pho sp ho p ro te in; Re ce p to r; Re fe re nce

p ro te o me ; Re p e at; Se rine /thre o nine -p ro te in kinase ; Sig nal; Transfe rase ;

Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 5_TR14235_c1_g 1_i2_le n=138 6 PLSC_COCNU
Q:1250 -357,H:1-

29 4
6 4.43%ID E:8 e -127 1-acyl-sn-g lyce ro l-3-p ho sp hate  acyltransfe rase PF0 1553.18 ^Acyltransfe rase ^Acyltransfe rase ^116 -239 ^E:3.5e -29 0 ,38 -0 ,36 3 0 ,0 0 1 -1,49 5 0 ,474 -0 ,19 9 0 ,40 6 -0 ,232 0 ,59 5 -0 ,20 9 PLSC_COCNU

1-acyl-sn-g lyce ro l-3-p ho sp hate  acyltransfe rase  (1-AGP acyltransfe rase ) (1-AGPAT) (EC 2.3.1.51)

(Lyso p ho sp hatid ic acid  acyltransfe rase ) (LPAAT)
Co co s nucife ra (Co co nut p alm)

Acyltransfe rase ; Dire ct p ro te in se q ue ncing ; Lip id  b io synthe sis; Lip id  me tab o lism;

Me mb rane ; Pho sp ho lip id  b io synthe sis; Pho sp ho lip id  me tab o lism; Transfe rase ;

Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 5_TR19 135_c2_g 2_i2_le n=26 6 1 H2A1_MEDTR
Q:26 8 -6 51,H:23-

148
8 5.16 %ID E:3e -45 Pro b ab le  histo ne  H2A.1

PF0 0 125.21^Histo ne ^Co re  histo ne  H2A/H2B/H3/H4^8 6 -16 3^E:1e -12`PF16 211.2^Histo ne _H2A_C^C-te rminus o f histo ne

H2A^16 6 -19 9 ^E:1.8 e -18
1 0 0 -6 ,8 34 1 2,0 8 7 1 0 0 ,0 36 -0 ,8 6 9 H2A1_MEDTR Pro b ab le  histo ne  H2A.1 MtrDRAFT_AC149 210 g 1v1

Me d icag o  truncatula (Barre l me d ic)

(Me d icag o  trib ulo id e s)
Chro mo so me ; DNA-b ind ing ; Nucle o so me  co re ; Nucle us

SRR6 48 70 5_TR19 8 0 4_c0 _g 1_i1_le n=156 0 EXOL3_ARATH
Q:26 7-

1214,H:23-337
8 1.0 1%ID E:2e -178 Pro te in EXORDIUM-like  3 PF0 46 74.9 ^Phi_1^Pho sp hate -ind uce d  p ro te in 1 co nse rve d  re g io n^6 0 -337^E:1e -10 0 0 ,0 0 8 -0 ,9 19 0 -2,452 0 ,10 9 1,0 6 3 0 ,8 11 -0 ,354 0 ,26 1 -0 ,39 9 EXOL3_ARATH Pro te in EXORDIUM-like  3 EXL3 At5g 51550  K17N15.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ap o p last; Co mp le te  p ro te o me ; G lyco p ro te in; Re fe re nce  p ro te o me ; Se cre te d ;

Sig nal

SRR6 48 70 5_TR22532_c0 _g 1_i2_le n=158 2 TBL44_ARATH
Q:1370 -

246 ,H:16 -40 2
6 0 .57%ID E:1e -175 Pro te in PMR5

PF14416 .3^PMR5N^PMR5 N te rminal Do main^56 -10 8 ^E:2e -22`PF138 39 .3^PC-Este rase ^GDSL/SGNH-like  Acyl-Este rase  family

fo und  in Pmr5 and  Cas1p ^10 9 -38 7^E:1.3e -9 6
0 ,348 -0 ,30 2 0 -1,9 35 0 ,0 7 -0 ,59 7 0 ,131 -0 ,513 0 ,0 16 -1,9 23 TBL44_ARATH Pro te in PMR5 (Po wd e ry mild e w re sistance  p ro te in 5) (Pro te in tricho me  b ire fring e nce -like  44) PMR5 TBL44 At5g 58 6 0 0  MZN1.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Me mb rane ; Plant d e fe nse ; Re fe re nce

p ro te o me ; Sig nal-ancho r; Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 5_TR2278 3_c0 _g 1_i1_le n=19 6 6 PLY12_ARATH
Q:16 9 8 -

556 ,H:35-415
73.23%ID E:0 Pro b ab le  p e ctate  lyase  12 PF0 0 544.16 ^Pe c_lyase _C^Pe ctate  lyase ^20 9 -39 2^E:6 .7e -21 0 ,0 8 8 -1,76 0 -4,158 1 -1,6 56 1 -1,6 56 0 ,50 2 -3,711 PLY12_ARATH Pro b ab le  p e ctate  lyase  12 (EC 4.2.2.2) At3g 5319 0  T4D2.120

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: G lycan me tab o lism; p e ctin d e g rad atio n; 2-d e hyd ro -3-d e o xy-D-

g luco nate  fro m p e ctin: ste p  2/5.

Calc ium; Co mp le te  p ro te o me ; G lyco p ro te in; Lyase ; Me tal-b ind ing ; Re fe re nce

p ro te o me ; Sig nal

SRR6 48 70 5_TR24719 _c0 _g 1_i1_le n=570 NA NA NA NA NA . 0 ,58 1 0 ,317 0 -2,324 0 ,212 -1,0 52 0 ,133 -1,29 3 1 -0 ,0 58 . . . . . .

SRR6 48 70 5_TR249 74_c0 _g 4_i2_le n=128 9 RK11_ARATH
Q:8 75-38 4,H:58 -

221
8 7.2%ID E:1e -8 8 50 S rib o so mal p ro te in L11, chlo ro p lastic

PF0 39 46 .11^Rib o so mal_L11_N^Rib o so mal p ro te in L11, N-te rminal d o main^8 7-144^E:2.4e -

29 `PF0 0 29 8 .16 ^Rib o so mal_L11^Rib o so mal p ro te in L11, RNA b ind ing  d o main^149 -217^E:9 .3e -24
0 ,0 18 -0 ,6 18 0 -1,70 2 0 ,0 0 9 -0 ,8 16 0 ,0 0 9 -0 ,8 35 0 ,78 7 -0 ,138 RK11_ARATH 50 S rib o so mal p ro te in L11, chlo ro p lastic (CL11) RPL11 At1g 329 9 0  F9 L11.15

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; RNA-b ind ing ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e ; rRNA-b ind ing

SRR6 48 70 5_TR256 14_c2_g 3_i2_le n=7711 RPOA_COFAR
Q:6 6 55-

76 59 ,H:1-335
8 9 .8 5%ID E:0

DNA-d ire cte d  RNA p o lyme rase  sub unit alp ha

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 0 0 59 }

PF0 119 3.21^RNA_p o l_L^RNA p o lyme rase  Rp b 3/Rp b 11 d ime risatio n d o main^35-225^E:1.1e -

13`PF0 10 0 0 .23^RNA_p o l_A_b ac^RNA p o lyme rase  Rp b 3/Rp o A inse rt d o main^6 8 -157^E:5.5e -

15`PF0 3118 .12^RNA_p o l_A_CTD^Bacte rial RNA p o lyme rase , alp ha chain C te rminal d o main^26 3-325^E:4.5e -14

0 ,0 9 5 -0 ,6 44 0 -1,579 0 ,153 -0 ,739 0 ,2 -0 ,6 29 0 ,0 0 2 -0 ,6 58 RPOA_COFAR
DNA-d ire cte d  RNA p o lyme rase  sub unit alp ha (PEP) (EC 2.7.7.6 ) (Plastid -e nco d e d  RNA p o lyme rase

sub unit alp ha) (RNA p o lyme rase  sub unit alp ha)
rp o A Co ffe a arab ica (Arab ian co ffe e )

Chlo ro p last; DNA-d ire cte d  RNA p o lyme rase ; Nucle o tid yltransfe rase ; Plastid ;

Transcrip tio n; Transfe rase

SRR6 48 70 5_TR2738 2_c0 _g 1_i6 _le n=3230 GL3_ARATH
Q:8 9 5-

28 0 8 ,H:5-6 34
47.26 %ID E:2e -172 Transcrip tio n facto r GLABRA 3

PF14215.3^b HLH-MYC_N^b HLH-MYC and  R2R3-MYB transcrip tio n facto rs N-te rminal^15-19 8 ^E:3.3e -54`PF0 0 0 10 .23^HLH^He lix-

lo o p -he lix DNA-b ind ing  d o main^441-48 8 ^E:3.3e -10
0 ,457 -0 ,30 2 0 ,0 0 1 -2,59 7 0 ,6 29 -0 ,8 54 0 ,6 29 -0 ,8 26 0 ,9 22 -0 ,0 9 5 GL3_ARATH

Transcrip tio n facto r GLABRA 3 (Basic he lix-lo o p -he lix p ro te in 1) (AtMYC6 ) (Atb HLH1) (b HLH 1)

(Pro te in SHAPESHIFTER) (Transcrip tio n facto r EN 31) (b HLH transcrip tio n facto r b HLH0 0 1)

GL3 BHLH1 EN31 MYC6  SST

At5g 41315 MYC6 .2

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Activato r; Co mp le te  p ro te o me ; DNA-b ind ing ; De ve lo p me ntal p ro te in; Nucle us;

Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR6 48 70 5_TR28 0 0 4_c0 _g 1_i1_le n=118 8 NA NA NA NA NA PF0 2325.14^YGGT^YGGT family^16 8 -231^E:1.7e -15 0 ,546 -0 ,16 5 0 -1,32 0 ,25 0 ,458 0 ,0 29 0 ,78 6 0 ,6 3 -0 ,14 . . . . . .

SRR6 48 70 5_TR30 732_c2_g 1_i1_le n=740 TBB3_PEA
Q:2-343,H:29 9 -

412
9 8 .25%ID E:6 e -73 Tub ulin b e ta-3 chain PF0 39 53.14^Tub ulin_C^Tub ulin C-te rminal d o main^1-74^E:1.3e -19 0 ,8 18 -0 ,0 55 0 -1,242 0 ,122 0 ,512 0 ,244 -0 ,433 0 ,0 0 8 -0 ,59 6 TBB3_PEA Tub ulin b e ta-3 chain (Be ta-3-tub ulin) (Frag me nt) TUBB3 TUB3 Pisum sativum (Gard e n p e a) Cyto p lasm; Cyto ske le to n; GTP-b ind ing ; Micro tub ule ; Nucle o tid e -b ind ing

SRR6 48 70 5_TR31754_c0 _g 1_i3_le n=18 9 8 LET12_SOLLC
Q:1379 -

59 7,H:158 -412
9 0 .0 4%ID E:3e -147 Ho me o b o x p ro te in kno tte d -1-like  LET12

PF0 379 0 .10 ^KNOX1^KNOX1 d o main^179 -220 ^E:4.1e -17`PF0 379 1.10 ^KNOX2^KNOX2 d o main^241-29 1^E:1.9 e -

18 `PF0 378 9 .10 ^ELK^ELK d o main^349 -370 ^E:1.1e -0 6 `PF0 59 20 .8 ^Ho me o b o x_KN^Ho me o b o x KN d o main^38 9 -428 ^E:1.3e -

17`PF0 0 0 46 .26 ^Ho me o b o x^Ho me o b o x d o main^39 6 -428 ^E:7.1e -0 5

1 -0 ,0 11 0 -1,436 0 ,19 3 -0 ,72 0 ,0 27 -1,37 0 ,30 6 -0 ,514 LET12_SOLLC Ho me o b o x p ro te in kno tte d -1-like  LET12 LET12
So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)
Co mp le te  p ro te o me ; DNA-b ind ing ; Ho me o b o x; Nucle us; Re fe re nce  p ro te o me

SRR6 48 70 5_TR3226 8 _c0 _g 1_i1_le n=170 5 ICR4_ARATH
Q:1440 -28 9 ,H:8 -

324
50 .6 4%ID E:1e -53 Inte racto r o f co nstitutive  active  ROPs 4 . 0 ,6 23 -0 ,29 5 0 ,0 0 1 -2,473 1 0 ,222 1 0 ,134 1 -0 ,173 ICR4_ARATH Inte racto r o f co nstitutive  active  ROPs 4 (ROP-inte ractive  p artne r 4) ICR4 RIP4 At1g 78 430  F3F9 .6

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co ile d  co il; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR6 48 70 5_TR326 6 9 _c0 _g 1_i1_le n=10 30 LTD_ARATH
Q:8 29 -410 ,H:36 -

175
75.71%ID E:2e -72 Pro te in LHCP TRANSLOCATION DEFECT . 0 ,377 -0 ,217 0 -1,10 4 0 ,0 8 7 0 ,458 0 ,0 21 0 ,6 11 0 ,8 3 0 ,0 56 LTD_ARATH Pro te in LHCP TRANSLOCATION DEFECT (Pro te in GRANA-DEFICIENT CHLOROPLAST 1) LTD GDC1 At1g 50 9 0 0  F8 A12.12

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ANK re p e at; Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Plastid ; Pro te in transp o rt;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transp o rt

SRR6 48 70 5_TR346 43_c0 _g 1_i1_le n=1142 NA NA NA NA NA . 0 ,149 -0 ,36 7 0 -1,515 0 ,0 9 1 -0 ,48 8 0 ,19 1 -0 ,375 0 ,56 4 -0 ,58 2 . . . . . .

SRR6 48 70 5_TR35349 _c0 _g 1_i1_le n=1133 LOL1_ARATH
Q:454-8 31,H:25-

153
9 0 .7%ID E:4e -6 0 Pro te in LOL1

PF0 6 9 43.9 ^zf-LSD1^LSD1 zinc fing e r^28 -52^E:1.2e -11`PF0 6 9 43.9 ^zf-LSD1^LSD1 zinc fing e r^6 7-9 1^E:9 .9 e -13`PF0 6 9 43.9 ^zf-

LSD1^LSD1 zinc fing e r^10 5-129 ^E:1e -12
0 ,0 9 -0 ,6 77 0 -2,19 7 0 ,177 -0 ,731 0 ,443 -0 ,424 0 ,8 9 7 -0 ,0 9 8 LOL1_ARATH Pro te in LOL1 (Pro te in LSD ONE LIKE 1) (AtLOL1) (Putative  z inc fing e r LOL1) LOL1 At1g 32540  T9 G5.1

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Ap o p to sis; Co mp le te  p ro te o me ; Hyp e rse nsitive  re sp o nse ;

Nucle us; Plant d e fe nse ; Re fe re nce  p ro te o me

SRR6 48 70 5_TR3740 1_c0 _g 1_i1_le n=8 6 4 NA NA NA NA NA . 0 ,175 -0 ,36 7 0 -1,39 4 0 ,40 6 -0 ,32 0 ,8 36 0 ,0 8 6 0 ,717 0 ,0 9 3 . . . . . .

SRR6 48 70 5_TR38 9 6 5_c0 _g 1_i1_le n=138 2 YCF23_PYRYE
Q:10 11-

337,H:11-235
38 .9 4%ID E:8 e -45 Uncharacte rize d  p ro te in ycf23 PF0 448 1.9 ^DUF56 1^Pro te in o f unkno wn functio n (DUF56 1)^6 2-29 6 ^E:3.4e -8 5 0 ,44 -0 ,18 8 0 -1,28 3 0 ,472 0 ,246 0 ,30 7 0 ,337 1 0 ,0 0 5 YCF23_PYRYE Uncharacte rize d  p ro te in ycf23 ycf23

Pyro p ia ye zo e nsis (Re d  alg a)

(Po rp hyra ye zo e nsis)
Chlo ro p last; Plastid

SRR6 48 70 5_TR429 77_c0 _g 1_i5_le n=248 8 NA NA NA NA NA
PF16 712.2^SCAB_CC^Co ile d -co il re g io ns o f p lant-sp e cific  actin-b ind ing  p ro te in^2-136 ^E:2.6 e -56 `PF16 70 9 .2^SCAB-Ig PH^Fuse d

Ig -PH d o main o f p lant-sp e cific  actin-b ind ing  p ro te in^150 -357^E:4.5e -10 4
0 ,254 4,46 8 0 -7,78 4 0 ,129 5,0 38 0 ,254 4,40 8 0 ,36 7 -0 ,338 . . . . . .

SRR6 48 70 5_TR430 27_c0 _g 1_i1_le n=8 0 2 NA NA NA NA NA . 1 -0 ,0 6 2 0 -1,8 8 5 0 ,0 17 -0 ,8 9 5 0 ,0 0 2 -1,28 2 0 ,0 0 4 -0 ,9 51 . . . . . .

SRR6 48 70 5_TR4350 0 _c1_g 2_i12_le n=4372 EXEC1_ARATH
Q:38 5-

52.8 6 %ID E:5e -179 Pro te in EXECUTER 1, chlo ro p lastic {ECO:0 0 0 0 30 5} PF120 14.5^DUF350 6 ^Do main o f unkno wn functio n (DUF350 6 )^538 -6 6 6 ^E:8 .6 e -25 0 ,56 -0 ,8 8 5 0 -6 ,76 1 0 ,0 0 4 -1,79 1 0 ,0 0 4 -1,77 0 ,19 5 -1,0 17 EXEC1_ARATH Pro te in EXECUTER 1, chlo ro p lastic (AtEX1) EX1 At4g 336 30  T16 L1.120
Arab id o p sis thaliana (Mo use -e ar Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Stre ss re sp o nse ;



SRR6 48 70 5_TR4350 0 _c1_g 2_i12_le n=4372 EXEC1_ARATH
2235,H:6 4-6 8 3

52.8 6 %ID E:5e -179 Pro te in EXECUTER 1, chlo ro p lastic {ECO:0 0 0 0 30 5} PF120 14.5^DUF350 6 ^Do main o f unkno wn functio n (DUF350 6 )^538 -6 6 6 ^E:8 .6 e -25 0 ,56 -0 ,8 8 5 0 -6 ,76 1 0 ,0 0 4 -1,79 1 0 ,0 0 4 -1,77 0 ,19 5 -1,0 17 EXEC1_ARATH Pro te in EXECUTER 1, chlo ro p lastic (AtEX1) EX1 At4g 336 30  T16 L1.120
cre ss) Transit p e p tid e

SRR6 48 70 5_TR438 6 3_c0 _g 2_i2_le n=1257 LQY1_ARATH
Q:16 5-6 35,H:1-

154
73.42%ID E:8 e -6 2

Pro te in d isulfid e -iso me rase  LQY1, chlo ro p lastic

{ECO:0 0 0 0 30 3|Pub Me d :2158 6 6 8 3}
. 0 ,746 -0 ,124 0 ,0 0 1 -1,154 0 ,235 -0 ,30 9 0 ,8 58 -0 ,0 53 0 ,10 2 -0 ,478 LQY1_ARATH

Pro te in d isulfid e -iso me rase  LQY1, chlo ro p lastic (EC 5.3.4.1) (Pro te in LOW QUANTUM YIELD OF

PHOTOSYSTEM II 1)
LQY1 At1g 756 9 0  F10 A5.12 F10 A5.4

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Iso me rase ; Me mb rane ; Me tal-b ind ing ; Plastid ;

Re fe re nce  p ro te o me ; Re p e at; Thylako id ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix; Zinc

SRR6 48 70 5_TR4450 4_c0 _g 1_i6 _le n=18 46 NA NA NA NA NA . 0 ,40 2 -0 ,9 27 0 -3,16 2 1 0 ,8 54 1 -0 ,50 4 0 ,447 -0 ,20 5 . . . . . .

SRR6 48 70 5_TR45239 _c0 _g 1_i2_le n=20 21 SR54C_ARATH
Q:20 17-

728 ,H:44-471
8 6 .9 8 %ID E:0 Sig nal re co g nitio n p artic le  54 kDa p ro te in, chlo ro p lastic

PF0 28 8 1.16 ^SRP54_N^SRP54-typ e  p ro te in, he lical b und le  d o main^41-118 ^E:8 .2e -20 `PF0 6 414.9 ^Ze ta_to xin^Ze ta to xin^133-

241^E:2.9 e -0 6 `PF0 0 448 .19 ^SRP54^SRP54-typ e  p ro te in, GTPase  d o main^136 -331^E:1.9 e -

76 `PF0 158 3.17^APS_kinase ^Ad e nylylsulp hate  kinase ^136 -177^E:3.9 e -0 5`PF0 2374.12^ArsA_ATPase ^Anio n-transp o rting

ATPase ^138 -173^E:3.9 e -0 5`PF0 16 56 .20 ^Cb iA^Co b Q/Co b B/MinD/ParA nucle o tid e  b ind ing  d o main^146 -29 0 ^E:9 .3e -

0 7`PF0 29 78 .16 ^SRP_SPB^Sig nal p e p tid e  b ind ing  d o main^36 2-434^E:1.3e -17

0 ,0 54 -0 ,6 6 2 0 -1,518 0 ,9 0 2 -0 ,0 7 0 ,6 0 9 -0 ,29 5 0 ,38 1 -2,457 SR54C_ARATH
Sig nal re co g nitio n p artic le  54 kDa p ro te in, chlo ro p lastic (54 chlo ro p last p ro te in) (54CP) (SRP54)

(cp SRP54) (FFC)
FFC CPSRP54 At5g 0 39 40  F8 F6 _150

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Chlo ro p last; Co mp le te  p ro te o me ; GTP-b ind ing ; Nucle o tid e -b ind ing ;

Plastid ; RNA-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Sig nal re co g nitio n

p artic le ; Transit p e p tid e

SRR6 48 70 7_TR10 2_c0 _g 1_i20 _le n=18 57 NA NA NA NA NA PF0 720 7.8 ^Lir1^Lig ht re g ulate d  p ro te in Lir1^1-130 ^E:8 .9 e -47 0 ,9 77 -0 ,0 14 0 -1,78 8 0 ,56 4 0 ,549 0 ,8 4 0 ,28 7 0 ,475 -0 ,228 . . . . . .

SRR6 48 70 7_TR340 _c0 _g 1_i1_le n=10 0 3 RR9 _SPIOL
Q:79 9 -233,H:9 -

19 7
73.0 6 %ID E:3e -9 0 30 S rib o so mal p ro te in S9 , chlo ro p lastic PF0 0 38 0 .16 ^Rib o so mal_S9 ^Rib o so mal p ro te in S9 /S16 ^8 7-20 8 ^E:1.7e -41 0 ,351 -0 ,275 0 -1,247 0 ,424 -0 ,30 2 0 ,474 -0 ,26 1 0 ,6 75 -0 ,28 4 RR9 _SPIOL 30 S rib o so mal p ro te in S9 , chlo ro p lastic (Frag me nt) PRPS9 Sp inacia o le race a (Sp inach)

3D-structure ; Ace tylatio n; Chlo ro p last; Dire ct p ro te in se q ue ncing ; Plastid ; RNA-

b ind ing ; Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e ; rRNA-b ind ing

SRR6 48 70 7_TR9 6 8 _c0 _g 1_i1_le n=6 6 8 NA NA NA NA NA . 0 ,0 25 -0 ,547 0 -1,0 4 0 ,0 25 0 ,751 0 ,0 14 0 ,8 0 3 1 -0 ,0 0 8 . . . . . .

SRR6 48 70 7_TR2770 _c0 _g 1_i2_le n=36 13 EBF1_ARATH
Q:1144-

279 0 ,H:78 -6 27
56 .8 6 %ID E:0 EIN3-b ind ing  F-b o x p ro te in 1 PF13516 .3^LRR_6 ^Le ucine  Rich re p e at^142-16 5^E:0 .6 2 1 0 0 -7,347 1 0 1 0 0 ,316 -0 ,6 27 EBF1_ARATH EIN3-b ind ing  F-b o x p ro te in 1 (F-b o x/LRR-re p e at p ro te in 6 ) EBF1 FBL6  At2g 2549 0  F13B15.15

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

Co mp le te  p ro te o me ; Ethyle ne  sig naling  p athway; Nucle us; Re fe re nce  p ro te o me ;

Ub l co njug atio n p athway

SRR6 48 70 7_TR6 0 9 5_c0 _g 1_i1_le n=56 8 SUT_SPIOL
Q:56 8 -

30 8 ,H:431-517
72.41%ID E:4e -33 Sucro se  transp o rt p ro te in . 0 7,0 28 0 -2,224 0 7,8 9 2 1 0 1 0 SUT_SPIOL Sucro se  transp o rt p ro te in (Sucro se  p e rme ase ) (Sucro se -p ro to n symp o rte r) Sp inacia o le race a (Sp inach) PATHWAY: G lycan b io synthe sis; sucro se  me tab o lism.

Me mb rane ; Sug ar transp o rt; Symp o rt; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR6 48 70 7_TR9 0 41_c1_g 1_i5_le n=29 45 CUL1_ARATH
Q:270 3-517,H:4-

732
79 .29 %ID E:0 Cullin-1

PF0 0 8 8 8 .19 ^Cullin^Cullin family^19 -6 39 ^E:1.6 e -178 `PF10 557.6 ^Cullin_Ne d d 8 ^Cullin p ro te in ne d d ylatio n d o main^6 6 6 -

728 ^E:5.3e -26
0 ,0 17 5,8 8 3 0 -3,39 9 0 ,0 25 -2,756 0 ,0 0 5 -6 ,212 1 0 ,572 CUL1_ARATH Cullin-1 CUL1 At4g 0 2570  T10 P11.26

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

Auxin s ig naling  p athway; Ce ll cycle ; Co mp le te  p ro te o me ; Cyto p lasm; Cyto ske le to n;

De ve lo p me ntal p ro te in; Ethyle ne  sig naling  p athway; Iso p e p tid e  b o nd ; Nucle us;

Re fe re nce  p ro te o me ; Ub l co njug atio n; Ub l co njug atio n p athway

SRR6 48 70 7_TR10 6 40 _c0 _g 1_i1_le n=129 6 RK15_ARATH
Q:10 9 0 -

410 ,H:27-250
6 9 .16 %ID E:1e -9 9 50 S rib o so mal p ro te in L15, chlo ro p lastic PF0 0 8 28 .16 ^Rib o so mal_L27A^Rib o so mal p ro te ins 50 S-L15, 50 S-L18 e , 6 0 S-L27A^110 -237^E:5.1e -30 0 ,0 8 1 -0 ,4 0 -0 ,8 9 9 0 ,729 -0 ,0 8 2 0 ,412 0 ,19 5 0 ,536 -0 ,141 RK15_ARATH 50 S rib o so mal p ro te in L15, chlo ro p lastic (CL15)

RPL15 At3g 259 20  MPE11.32 MPE11.9

MPE11_7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e

SRR6 48 70 7_TR1246 1_c0 _g 1_i1_le n=6 58 PSRP6 _ARATH
Q:548 -222,H:1-

10 3
54.55%ID E:3e -23 50 S rib o so mal p ro te in 6 , chlo ro p lastic . 0 ,0 22 -0 ,56 5 0 -1,6 44 0 ,233 -0 ,312 0 ,50 3 -0 ,18 2 0 ,0 35 -0 ,49 8 PSRP6 _ARATH 50 S rib o so mal p ro te in 6 , chlo ro p lastic (CL25) (Plastid -sp e cific  50 S rib o so mal p ro te in 6 ) (PSRP-6 ) PSRP6  At5g 178 70  MPI7_10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in;

Rib o so mal p ro te in; Transit p e p tid e

SRR6 48 70 7_TR16 8 6 0 _c0 _g 1_i1_le n=6 11 PLPD1_ARATH
Q:1-228 ,H:48 9 -

56 4
8 4.21%ID E:6 e -34 Dihyd ro lip o yl d e hyd ro g e nase  1, chlo ro p lastic . 0 ,39 8 -0 ,38 8 0 -2,0 8 6 0 ,719 0 ,38 8 0 ,8 4 -0 ,178 0 ,16 9 -0 ,546 PLPD1_ARATH

Dihyd ro lip o yl d e hyd ro g e nase  1, chlo ro p lastic (p tLPD1) (EC 1.8 .1.4) (Dihyd ro lip o amid e

d e hyd ro g e nase  1) (Pro te in LIPOAMIDE DEHYDROGENASE 1) (Pyruvate  d e hyd ro g e nase  co mp le x E3

sub unit 1) (E3-1) (PDC-E3 1)

LPD1 At3g 16 9 50  K14A17.6
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ; FAD;

Flavo p ro te in; NAD; Oxid o re d uctase ; Plastid ; Re d o x-active  ce nte r; Re fe re nce

p ro te o me ; Transit p e p tid e

SRR6 48 70 7_TR18 40 1_c0 _g 3_i1_le n=1728 SPX4_ARATH
Q:1511-6 18 ,H:1-

30 3
6 2.0 6 %ID E:3e -112 SPX d o main-co ntaining  p ro te in 4

PF0 310 5.16 ^SPX^SPX d o main^1-59 ^E:3.6 e -11`PF0 310 5.16 ^SPX^SPX d o main^71-114^E:9 .5e -0 7`PF0 310 5.16 ^SPX^SPX

d o main^131-16 8 ^E:7.5e -0 9
0 ,56 8 -0 ,20 1 0 -2,30 6 0 ,278 -0 ,6 59 0 ,377 -0 ,547 0 ,6 9 4 -0 ,19 3 SPX4_ARATH SPX d o main-co ntaining  p ro te in 4 (Pro te in SPX DOMAIN GENE 4) (AtSPX4) SPX4 At5g 15330  F8 M21_220

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR6 48 70 7_TR218 31_c0 _g 1_i1_le n=1227 NA NA NA NA NA
PF16 6 9 7.2^Yo p -YscD_cp l^Inne r me mb rane  co mp o ne nt o f T3SS, cyto p lasmic d o main^10 4-18 5^E:4.4e -10 `PF0 0 49 8 .23^FHA^FHA

d o main^112-179 ^E:1.2e -13
0 ,334 -0 ,258 0 -0 ,8 6 4 0 ,8 24 0 ,0 55 0 ,434 0 ,19 4 0 ,78 8 -0 ,0 71 . . . . . .

SRR6 48 70 7_TR2550 9 _c0 _g 2_i1_le n=9 42 NA NA NA NA NA . 0 ,73 0 ,12 0 -2,0 4 0 ,0 0 1 -0 ,8 8 7 0 ,313 -0 ,27 0 ,39 8 -0 ,423 . . . . . .

SRR6 48 70 7_TR28 0 0 8 _c1_g 1_i2_le n=138 8 NA NA NA NA NA . 0 ,258 -0 ,49 3 0 -1,9 55 0 ,221 -0 ,515 1 -0 ,0 0 6 0 ,20 3 -0 ,512 . . . . . .

SRR6 48 70 7_TR28 9 6 6 _c0 _g 1_i1_le n=9 28 TCX2_ARATH
Q:8 33-

243,H:479 -6 74
41.0 4%ID E:1e -23 Pro te in te smin/TSO1-like  CXC 2 . 0 ,111 -1,453 0 -7,0 77 0 ,38 1 -1,335 0 ,6 9 2 -0 ,6 46 0 ,0 44 -1,16 7 TCX2_ARATH Pro te in te smin/TSO1-like  CXC 2 (AtTCX2) (Pro te in TSO1-like  2) (Pro te in SOL2)

TCX2 SOL2 At4g 14770  d l3425c

FCAALL.30 6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; De ve lo p me ntal p ro te in; Me tal-b ind ing ; Nucle us; Re fe re nce

p ro te o me ; Zinc

SRR6 48 70 7_TR3429 4_c0 _g 1_i3_le n=1245 BH149 _ARATH
Q:8 9 9 -46 2,H:37-

18 8
50 .32%ID E:3e -34 Transcrip tio n facto r b HLH149 . 0 ,8 51 0 ,0 8 8 0 -1,711 0 ,6 6 4 -0 ,159 0 ,0 0 8 -1,0 0 2 0 ,378 -0 ,339 BH149 _ARATH

Transcrip tio n facto r b HLH149  (ATBS1 inte racting  facto r 4) (Basic he lix-lo o p -he lix p ro te in 149 )

(Atb HLH149 ) (b HLH 149 ) (Transcrip tio n facto r EN 144) (b HLH transcrip tio n facto r b HLH149 )

BHLH149  AIF4 EN144 At1g 0 9 250

T12M4.4

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n;

Transcrip tio n re g ulatio n

SRR6 48 70 7_TR37155_c0 _g 1_i1_le n=20 6 5 Y39 13_ARATH
Q:16 0 6 -

347,H:8 8 -49 7
50 .12%ID E:9 e -127 Uncharacte rize d  p ro te in At3g 49 140 . 0 ,6 17 -0 ,19 0 ,0 0 1 -1,236 0 ,0 59 -0 ,717 0 ,10 8 -0 ,6 18 1 -0 ,0 0 9 Y39 13_ARATH Uncharacte rize d  p ro te in At3g 49 140 At3g 49 140  F2K15.2 T2J13.20

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR6 48 70 7_TR3756 2_c0 _g 1_i1_le n=126 6 PABN2_ARATH
Q:10 44-

421,H:13-219
8 4.13%ID E:1e -8 5

Po lyad e nylate -b ind ing  p ro te in 2

{ECO:0 0 0 0 30 3|Pub Me d :18 479 511}

PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^9 5-16 3^E:2.5e -17`PF138 9 3.3^RRM_5^RNA

re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^10 8 -16 6 ^E:0 .0 3
0 ,9 57 0 ,0 41 0 -3,29 9 0 ,6 0 8 0 ,21 0 1,175 0 ,129 4,8 73 PABN2_ARATH

Po lyad e nylate -b ind ing  p ro te in 2 (AtPab N2) (AtPab N3) (Po ly(A)-b ind ing  p ro te in 2) (Nucle ar p o ly(A)-

b ind ing  p ro te in 2) (Po ly(A)-b ind ing  p ro te in II) (PABII)
PABN2 At5g 6 526 0  MQN23.20

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co ile d  co il; Co mp le te  p ro te o me ; Cyto p lasm; Nucle us; RNA-b ind ing ; Re fe re nce

p ro te o me

SRR9 24147_TR40 3_c0 _g 1_i1_le n=8 15 NA NA NA NA NA PF0 576 8 .11^DUF8 36 ^Glutare d o xin-like  d o main (DUF8 36 )^59 -145^E:2.3e -20 0 ,16 4 -0 ,538 0 -2,0 54 0 ,8 11 0 ,30 6 1 -0 ,0 17 0 ,70 8 0 ,16 1 . . . . . .

SRR9 24147_TR29 26 _c0 _g 3_i2_le n=10 0 5 RS12_HORVU
Q:19 9 -558 ,H:24-

143
8 2.5%ID E:4e -57 40 S rib o so mal p ro te in S12 PF0 1248 .23^Rib o so mal_L7Ae ^Rib o so mal p ro te in L7Ae /L30 e /S12e /Gad d 45 family^25-118 ^E:1.8 e -26 1 3,28 9 0 -8 ,40 3 0 ,312 0 ,76 5 1 0 ,0 8 3 0 ,0 57 1,36 1 RS12_HORVU 40 S rib o so mal p ro te in S12 RPS12 Ho rd e um vulg are  (Barle y) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR9 24147_TR56 0 4_c0 _g 1_i1_le n=26 9 3 PP222_ARATH
Q:554-

2548 ,H:8 1-775
6 7.43%ID E:0

Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in At3g 0 9 6 50 ,

chlo ro p lastic

PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^224-279 ^E:4.6 e -12`PF130 41.3^PPR_2^PPR re p e at family^232-28 0 ^E:6 e -

13`PF0 1535.17^PPR^PPR re p e at^236 -26 5^E:0 .0 0 0 5`PF0 1535.17^PPR^PPR re p e at^271-29 9 ^E:1.2`PF128 54.4^PPR_1^PPR

re p e at^38 2-411^E:2.3e -0 5`PF0 1535.17^PPR^PPR re p e at^38 7-411^E:0 .0 33`PF17177.1^PPR_lo ng ^Pe ntaco trip e p tid e -re p e at

re g io n o f PROPR^40 3-50 4^E:6 .6 e -0 7`PF128 54.4^PPR_1^PPR re p e at^420 -450 ^E:9 .6 e -0 7`PF130 41.3^PPR_2^PPR re p e at

family^421-470 ^E:6 .7e -14`PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^421-46 8 ^E:1.6 e -0 7`PF0 1535.17^PPR^PPR

re p e at^424-454^E:5.6 e -0 6 `PF130 41.3^PPR_2^PPR re p e at family^457-50 4^E:3.3e -12`PF0 1535.17^PPR^PPR re p e at^459 -

48 6 ^E:0 .0 0 0 9 6 `PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^48 3-539 ^E:3.2e -0 9 `PF130 41.3^PPR_2^PPR re p e at

family^49 2-540 ^E:4.7e -12`PF0 1535.17^PPR^PPR re p e at^49 5-525^E:0 .0 0 0 16 `PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at

d o main^517-557^E:6 .8 e -0 5`PF0 1535.17^PPR^PPR re p e at^530 -557^E:0 .0 0 0 12`PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at

d o main^551-6 0 6 ^E:1e -0 6 `PF128 54.4^PPR_1^PPR re p e at^56 1-59 2^E:3.2e -0 8 `PF130 41.3^PPR_2^PPR re p e at family^56 4-

6 10 ^E:3.3e -12`PF0 1535.17^PPR^PPR re p e at^56 6 -59 6 ^E:3.1e -0 8 `PF0 1535.17^PPR^PPR re p e at^6 0 1-6 29 ^E:1.1

1 -2,28 4 0 -3,9 73 1 0 1 0 1 -0 ,0 0 6 PP222_ARATH
Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in At3g 0 9 6 50 , chlo ro p lastic (Pro te in HIGH CHLOROPHYLL

FLUORESCENCE 152)
HCF152 CRM3 At3g 0 9 6 50  F11F8 _24

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ; Plastid ; RNA-b ind ing ;

Re fe re nce  p ro te o me ; Re p e at; Transit p e p tid e

SRR9 24147_TR6 523_c0 _g 1_i1_le n=8 8 7 NA NA NA NA NA . 0 ,0 17 -5,8 44 0 ,0 0 1 -6 ,6 2 1 0 1 0 0 ,471 -0 ,49 3 . . . . . .

SRR9 24147_TR79 9 5_c0 _g 1_i1_le n=158 1 UREG_ARATH
Q:36 9 -

1112,H:28 -275
9 2.74%ID E:7e -16 8 Ure ase  acce sso ry p ro te in G PF0 249 2.16 ^co b W^Co b W/Hyp B/Ure G, nucle o tid e -b ind ing  d o main^8 6 -254^E:4.2e -32 0 ,458 -0 ,272 0 -1,349 0 ,517 -0 ,277 0 ,142 -0 ,56 4 0 ,752 0 ,0 9 1 UREG_ARATH Ure ase  acce sso ry p ro te in G (AtUREG) UREG At2g 34470

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chap e ro ne ; Co mp le te  p ro te o me ; GTP-b ind ing ; Nicke l inse rtio n;

Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me

SRR9 24147_TR8 351_c0 _g 1_i1_le n=1715 NA NA NA NA NA
PF0 48 6 2.9 ^DUF6 42^Pro te in o f unkno wn functio n (DUF6 42)^31-18 8 ^E:2e -6 4`PF0 48 6 2.9 ^DUF6 42^Pro te in o f unkno wn functio n

(DUF6 42)^20 1-36 6 ^E:9 .7e -19
0 ,0 41 -0 ,6 11 0 -2,27 0 ,739 -0 ,248 0 ,48 9 -0 ,48 7 0 ,0 52 -0 ,6 3 . . . . . .

SRR9 24147_TR16 8 24_c0 _g 1_i1_le n=1457 RSI1_SOLLC
Q:8 43-6 0 7,H:6 -

9 6
6 5.9 3%ID E:3e -31 Pro te in RSI-1 . 0 ,129 -1,0 0 5 0 -3,30 4 1 -0 ,8 0 2 1 -1,26 6 1 -0 ,8 0 6 RSI1_SOLLC Pro te in RSI-1 (TR132) RSI-1

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)
Co mp le te  p ro te o me ; Disulfid e  b o nd ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR9 24147_TR19 455_c2_g 1_i1_le n=238 7 CHUP1_ARATH
Q:1113-

325,H:720 -9 8 4
59 .71%ID E:2e -9 7 Pro te in CHUP1, chlo ro p lastic . 0 ,318 -0 ,46 7 0 -3,9 9 2 0 ,0 76 -2,345 0 ,0 76 -2,29 2 1 -0 ,16 6 CHUP1_ARATH Pro te in CHUP1, chlo ro p lastic (Pro te in CHLOROPLAST UNUSUAL POSITIONING 1) CHUP1 At3g 256 9 0  T5M7.14

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co ile d  co il; Co mp le te  p ro te o me ; Me mb rane ;

Pho sp ho p ro te in; Plastid ; Plastid  o ute r me mb rane ; Re fe re nce  p ro te o me ; Re p e at

SRR9 24147_TR220 73_c0 _g 2_i1_le n=10 27 NA NA NA NA NA PF170 6 7.2^RPS31^Rib o so mal p ro te in S31e ^1-9 4^E:1.1e -31 0 ,511 -0 ,19 2 0 -1,8 26 0 ,0 0 7 -0 ,8 0 1 0 ,0 0 1 -0 ,9 57 0 ,56 -0 ,70 9 . . . . . .

SRR9 24147_TR220 9 3_c2_g 5_i1_le n=8 30 5 TI214_COFAR

Q:5459 -

78 19 ,H:10 6 7-

18 73

70 .9 6 %ID E:0 Pro te in TIC 214 {ECO:0 0 0 0 250 |UniPro tKB:P56 78 5} . 1 -0 ,0 59 0 -3,29 4 0 ,38 1 2,0 0 2 0 ,38 1 2,10 4 0 ,149 -0 ,38 1 TI214_COFAR Pro te in TIC 214 (Translo co n at the  inne r e nve lo p e  me mb rane  o f chlo ro p lasts 214) (AtTIC214) TIC214 ycf1 Co ffe a arab ica (Arab ian co ffe e )
Chlo ro p last; Me mb rane ; Plastid ; Plastid  inne r me mb rane ; Pro te in transp o rt;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR9 24147_TR22473_c0 _g 2_i2_le n=8 53 NA NA NA NA NA . 0 ,228 -1,134 0 -2,9 54 0 ,235 -0 ,9 49 0 ,58 1 -0 ,38 3 1 0 ,0 28 . . . . . .

SRR9 24147_TR259 17_c0 _g 1_i1_le n=741 PATL6 _ARATH
Q:6 6 -46 1,H:273-

40 7
74.0 7%ID E:1e -6 3 Pate ll in-6 . 0 ,6 35 -0 ,318 0 -3,111 0 ,28 2 0 ,9 79 1 -0 ,135 0 ,0 9 -0 ,6 8 5 PATL6 _ARATH Pate ll in-6 PATL6  At3g 516 70  T18 N14.50

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll cycle ; Ce ll d ivis io n; Co ile d  co il; Co mp le te  p ro te o me ; Cyto p lasm; Lip id -b ind ing ;

Me mb rane ; Re fe re nce  p ro te o me ; Transp o rt

SRR9 24147_TR259 8 1_c0 _g 1_i1_le n=9 50 NA NA NA NA NA . 0 ,44 -0 ,8 8 4 0 -3,58 4 1 -0 ,40 3 0 ,472 0 ,6 9 1 1 -0 ,29 9 . . . . . .

SRR9 24147_TR2750 9 _c0 _g 1_i1_le n=723 SYFM_ARATH
Q:6 20 -

30 9 ,H:325-429
8 0 .9 5%ID E:1e -52

Phe nylalanine --tRNA lig ase , chlo ro p lastic/mito cho nd rial

{ECO:0 0 0 0 30 5}
. 0 ,79 8 0 ,523 0 -2,8 17 0 ,59 1 0 ,355 0 ,115 0 ,8 0 ,0 16 -1,26 4 SYFM_ARATH

Phe nylalanine --tRNA lig ase , chlo ro p lastic/mito cho nd rial (EC 6 .1.1.20 ) (Phe nylalanyl-tRNA synthe tase )

(Phe RS)
At3g 58 140  F9 D24.50

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Ace tylatio n; Amino acyl-tRNA synthe tase ; Chlo ro p last; Co mp le te

p ro te o me ; Lig ase ; Mito cho nd rio n; Nucle o tid e -b ind ing ; Plastid ; Pro te in b io synthe sis;

Re fe re nce  p ro te o me ; Transit p e p tid e

SRR9 24147_TR310 27_c0 _g 1_i1_le n=10 6 7 21KD_DAUCA
Q:6 9 5-240 ,H:28 -

18 7
45.6 2%ID E:1e -41 21 kDa p ro te in PF0 40 43.12^PMEI^Plant inve rtase /p e ctin me thyle ste rase  inhib ito r^36 -18 3^E:4.3e -37 0 ,0 0 9 -0 ,747 0 -2,70 8 0 ,0 59 -1,8 1 0 ,111 -1,424 0 ,59 4 0 ,252 21KD_DAUCA 21 kDa p ro te in (1.2 p ro te in) Daucus caro ta (Wild  carro t) Sig nal

SRR9 24147_TR346 6 4_c0 _g 2_i1_le n=136 8 RK9 _ARATH
Q:9 14-378 ,H:16 -

19 7
73.6 3%ID E:6 e -58 50 S rib o so mal p ro te in L9 , chlo ro p lastic

PF0 128 1.16 ^Rib o so mal_L9 _N^Rib o so mal p ro te in L9 , N-te rminal d o main^50 -9 5^E:3e -

16 `PF0 39 48 .11^Rib o so mal_L9 _C^Rib o so mal p ro te in L9 , C-te rminal d o main^111-19 3^E:1.3e -21
0 ,0 51 -0 ,49 5 0 -1,10 3 0 ,8 43 -0 ,0 77 0 ,8 12 0 ,0 8 3 0 ,0 76 -0 ,44 RK9 _ARATH 50 S rib o so mal p ro te in L9 , chlo ro p lastic (CL9 ) RPL9  At3g 448 9 0  F28 D10 _8 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; RNA-b ind ing ; Re fe re nce  p ro te o me ;

Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e ; rRNA-b ind ing

SRR9 24147_TR38 112_c0 _g 1_i2_le n=10 8 9 UBC9 _ARATH
Q:8 6 8 -425,H:1-

148
9 5.9 5%ID E:7e -10 0 SUMO-co njug ating  e nzyme  UBC9 PF0 0 179 .23^UQ_co n^Ub iq uitin-co njug ating  e nzyme ^5-141^E:1e -53 1 0 0 -6 ,9 9 2 1 0 1 0 0 ,129 -1 UBC9 _ARATH

SUMO-co njug ating  e nzyme  UBC9  (EC 6 .3.2.-) (UBCAT4B) (Ub iq uitin carrie r p ro te in 9 ) (Ub iq uitin-

co njug ating  e nzyme  E2 9 ) (Ub iq uitin-co njug ating  e nzyme  E2-17 kDa) (Ub iq uitin-p ro te in l ig ase  9 )
UBC9  UBC4B At4g 279 6 0  T13J8 .70

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Pro te in mo d ificatio n; p ro te in sumo ylatio n.

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Lig ase ; Nucle o tid e -b ind ing ;

Re fe re nce  p ro te o me ; Ub l co njug atio n p athway

SRR9 24148 _TR6 8 30 _c0 _g 2_i1_le n=128 1 AB9 B_ARATH
Q:9 1-

1248 ,H:8 47-1233
59 .9 5%ID E:8 e -149 ABC transp o rte r B family me mb e r 9

PF0 0 6 6 4.20 ^ABC_me mb rane ^ABC transp o rte r transme mb rane  re g io n^6 -9 7^E:1.6 e -18 `PF0 0 0 0 5.24^ABC_tran^ABC

transp o rte r^16 5-313^E:1e -33`PF0 578 3.8 ^DLIC^Dyne in lig ht inte rme d iate  chain (DLIC)^172-

20 4^E:0 .0 0 0 72`PF0 0 0 0 4.26 ^AAA^ATPase  family asso ciate d  with vario us ce llular activitie s (AAA)^178 -373^E:0 .0 0 0 32

0 ,243 -0 ,58 6 0 -1,736 0 ,719 0 ,418 0 ,719 0 ,4 0 ,35 -0 ,451 AB9 B_ARATH
ABC transp o rte r B family me mb e r 9  (ABC transp o rte r ABCB.9 ) (AtABCB9 ) (Multid rug  re sistance

p ro te in 9 ) (P-g lyco p ro te in 9 )

ABCB9  MDR9  PGP9  At4g 18 0 50

F15J5.20

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Me mb rane ; Nucle o tid e -b ind ing ;

Re fe re nce  p ro te o me ; Re p e at; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR9 24148 _TR729 9 _c0 _g 3_i6 _le n=119 1 NA NA NA NA NA . 0 ,8 6 -0 ,251 0 -3,225 0 ,18 -0 ,9 19 0 ,25 -0 ,8 0 2 0 ,76 0 ,553 . . . . . .

SRR9 24148 _TR12427_c0 _g 3_i7_le n=20 8 6 TSJT1_TOBAC
Q:8 9 4-448 ,H:1-

149
6 4%ID E:2e -57 Ste m-sp e cific  p ro te in TSJT1

PF1248 1.5^DUF370 0 ^Aluminium ind uce d  p ro te in^3-228 ^E:7.1e -8 4`PF13537.3^GATase _7^Glutamine  amid o transfe rase

d o main^77-176 ^E:2.1e -0 9
0 ,335 -0 ,6 9 5 0 -2,8 18 1 0 ,228 1 -0 ,213 1 -0 ,0 0 1 TSJT1_TOBAC Ste m-sp e cific  p ro te in TSJT1 TSJT1

Nico tiana tab acum (Co mmo n

to b acco )

SRR9 24148 _TR16 9 23_c1_g 1_i2_le n=1314 REMO_SOLTU
Q:76 6 -26 6 ,H:29 -

19 8
79 .53%ID E:1e -6 6 Re mo rin

PF0 376 6 .10 ^Re mo rin_N^Re mo rin, N-te rminal re g io n^33-8 7^E:2.1e -21`PF0 376 3.10 ^Re mo rin_C^Re mo rin, C-te rminal re g io n^9 2-

19 6 ^E:1.4e -31
0 ,29 7 -0 ,259 0 -1,0 9 8 0 ,0 44 -0 ,572 0 ,39 6 0 ,224 1 -0 ,26 2 REMO_SOLTU Re mo rin (p p 34) So lanum tub e ro sum (Po tato )

Ce ll me mb rane ; Co ile d  co il; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ;

Me mb rane ; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Transp o rt

SRR9 24148 _TR19 0 21_c0 _g 1_i1_le n=9 6 4 PHI_MYCGS
Q:18 6 -79 4,H:5-

19 9
35.9 2%ID E:7e -24 3-he xulo se -6 -p ho sp hate  iso me rase . 0 ,272 -0 ,38 1 0 -1,17 0 ,0 79 -0 ,9 13 0 ,232 -0 ,56 7 0 ,38 5 0 ,29 PHI_MYCGS 3-he xulo se -6 -p ho sp hate  iso me rase  (EC 5.3.1.27) (6 -p ho sp ho -3-he xulo iso me rase ) (PHI) rmp B Myco b acte rium g astri

PATHWAY: One -carb o n me tab o lism; fo rmald e hyd e  assimilatio n via RuMP

p athway; D-fructo se  6 -p ho sp hate  fro m D-rib ulo se  5-p ho sp hate  and

fo rmald e hyd e : ste p  2/2.

Carb o hyd rate  me tab o lism; Iso me rase

SRR9 24148 _TR20 412_c0 _g 1_i13_le n=236 4 AFC2_ARATH
Q:10 71-

556 ,H:253-425
8 4.9 7%ID E:4e -9 8 Se rine /thre o nine -p ro te in kinase  AFC2 . 0 ,0 1 -2,0 27 0 -7,752 0 ,545 0 ,56 8 0 ,43 0 ,70 6 1 -1,753 AFC2_ARATH Se rine /thre o nine -p ro te in kinase  AFC2 (EC 2.7.12.1) AFC2 At4g 24740  F22K18 .6 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Kinase ; Nucle o tid e -b ind ing ;

Re fe re nce  p ro te o me ; Se rine /thre o nine -p ro te in kinase ; Transfe rase

SRR9 24148 _TR238 13_c0 _g 1_i1_le n=6 55 PB27A_ARATH
Q:18 3-56 9 ,H:43-

174
6 9 .9 2%ID E:4e -58 Pho to syste m II re p air p ro te in PSB27-H1, chlo ro p lastic PF13326 .3^PSII_Pb s27^Pho to syste m II Pb s27^59 -18 5^E:1e -30 0 ,79 8 -0 ,36 9 0 ,0 0 1 -2,6 34 0 ,335 -0 ,76 9 0 ,58 1 -0 ,473 0 ,76 8 0 ,0 6 7 PB27A_ARATH

Pho to syste m II re p air p ro te in PSB27-H1, chlo ro p lastic (Psb 27-H1) (Thylako id  lume nal p ro te in PSB27-

H1)

PSB27-1 At1g 0 36 0 0  F21B7.14 F21B7.21

F21B7.22 F21B7_140

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Me mb rane ;

Pho sp ho p ro te in; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

SRR9 24148 _TR24436 _c0 _g 2_i1_le n=753 ACBP_RICCO
Q:56 9 -315,H:1-

8 5
8 8 .24%ID E:2e -46 Acyl-Co A-b ind ing  p ro te in . 0 ,0 0 9 5,9 55 0 ,0 0 1 -6 ,6 55 1 0 1 0 1 0 ACBP_RICCO Acyl-Co A-b ind ing  p ro te in (ACBP) Ricinus co mmunis (Casto r b e an) Lip id -b ind ing ; Transp o rt

SRR9 24148 _TR26 347_c0 _g 1_i4_le n=1742 GEDH1_OCIBA
Q:1423-70 7,H:1-

242
56 .6 1%ID E:4e -8 3 Ge ranio l d e hyd ro g e nase  1

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^37-146 ^E:1.6 e -23`PF0 28 26 .16 ^2-Hacid _d h_C^D-iso me r

sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , NAD b ind ing  d o main^177-227^E:1.5e -0 6
0 ,138 0 ,6 54 0 -2,8 0 2 0 ,0 26 -1,0 8 6 0 ,0 18 -1,159 0 ,8 23 0 ,0 8 5 GEDH1_OCIBA Ge ranio l d e hyd ro g e nase  1 (Ob aGEDH1) (EC 1.1.1.18 3) GEDH1 Ocimum b asil icum (Swe e t b asil) Me tal-b ind ing ; NADP; Oxid o re d uctase ; Zinc

SRR9 24148 _TR28 419 _c0 _g 3_i2_le n=1336 PIP1_SOLLC
Q:20 3-10 48 ,H:1-

28 2
8 6 .52%ID E:3e -179 Pro b ab le  aq uap o rin PIP-typ e  p TOM75 PF0 0 230 .17^MIP^Majo r intrinsic p ro te in^45-274^E:3.2e -8 4 0 ,9 0 7 -0 ,0 45 0 -1,30 5 0 1,49 0 ,0 0 1 0 ,8 18 0 ,444 0 ,317 PIP1_SOLLC Pro b ab le  aq uap o rin PIP-typ e  p TOM75 (Rip e ning -asso ciate d  me mb rane  p ro te in) (RAMP)

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at;

Stre ss re sp o nse ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR9 24148 _TR29 30 5_c0 _g 1_i1_le n=20 45 NA NA NA NA NA . 0 ,0 0 9 -1,127 0 -4,0 17 0 ,226 -2,0 78 0 ,46 1 -1,58 5 0 ,6 29 -1,245 . . . . . .

SRR9 24148 _TR31545_c0 _g 1_i2_le n=16 50 TRPD_ARATH
Q:16 32-

1231,H:30 4-437
77.6 1%ID E:1e -55 Anthranilate  p ho sp ho rib o syltransfe rase , chlo ro p lastic PF0 0 59 1.18 ^Glyco s_transf_3^Glyco syl transfe rase  family, a/b  d o main^1-121^E:4.4e -30 0 ,0 76 -3,0 8 8 0 -4,30 1 0 ,0 0 5 -5,0 47 0 ,0 0 5 -5,575 1 0 ,0 0 6 TRPD_ARATH Anthranilate  p ho sp ho rib o syltransfe rase , chlo ro p lastic (EC 2.4.2.18 ) PAT1 At5g 179 9 0  MCM23.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-tryp to p han b io synthe sis; L-tryp to p han

fro m cho rismate : ste p  2/5.

Amino -acid  b io synthe sis; Aro matic amino  acid  b io synthe sis; Chlo ro p last; Co mp le te

p ro te o me ; G lyco syltransfe rase ; Plastid ; Re fe re nce  p ro te o me ; Transfe rase ; Transit

p e p tid e ; Tryp to p han b io synthe sis

SRR9 24148 _TR32136 _c0 _g 1_i1_le n=1524 PER42_ARATH
Q:136 5-376 ,H:1-

330
79 .7%ID E:0 Pe ro xid ase  42 PF0 0 141.20 ^p e ro xid ase ^Pe ro xid ase ^48 -29 1^E:4.1e -6 0 0 ,219 -0 ,273 0 -2,176 0 ,49 2 -0 ,18 9 0 ,0 0 7 -0 ,78 6 0 0 ,9 48 PER42_ARATH Pe ro xid ase  42 (Atp e ro x P42) (EC 1.11.1.7) (ATP1a/ATP1b ) (PRXR1)

PER42 P42 At4g 219 6 0  F1N20 .3

T8 O5.170

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Bio lo g ical rhythms; Calc ium; Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in;

He me ; Hyd ro g e n p e ro xid e ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Pe ro xid ase ;

Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR9 24148 _TR3458 8 _c0 _g 1_i1_le n=9 6 6 NA NA NA NA NA PF0 549 8 .8 ^RALF^Rap id  ALkalinizatio n Facto r (RALF)^72-131^E:7.4e -0 9 1 -0 ,0 24 0 -1,9 54 0 ,142 0 ,747 0 ,114 0 ,8 17 0 ,0 36 0 ,50 5 . . . . . .

SRR9 24148 _TR349 58 _c0 _g 1_i4_le n=16 9 0 PUMP2_ARATH
Q:10 6 2-

58 6 ,H:146 -30 4
75.47%ID E:6 e -10 9 Mito cho nd rial unco up ling  p ro te in 2 PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r p ro te in^7-10 5^E:3e -20 0 ,70 7 0 ,416 0 ,0 0 1 -2,6 41 0 ,158 -1,58 1 0 ,44 -0 ,8 6 9 0 ,357 0 ,6 8 7 PUMP2_ARATH Mito cho nd rial unco up ling  p ro te in 2 (AtPUMP2) PUMP2 UCP2 At5g 58 9 70  K19 M22.16

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Me mb rane ; Mito cho nd rio n; Mito cho nd rio n

inne r me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Stre ss re sp o nse ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR9 24148 _TR356 54_c0 _g 2_i1_le n=148 5 NA NA NA NA NA PF0 0 78 6 .25^PBD^P21-Rho -b ind ing  d o main^112-143^E:5.4e -0 9 1 -0 ,0 53 0 -4,59 9 0 ,0 38 -1,6 13 0 ,0 17 -1,9 6 5 0 ,6 8 4 0 ,18 9 . . . . . .

SRR9 24148 _TR38 0 39 _c1_g 2_i1_le n=176 9 P2SAF_ARATH
Q:36 9 -

1346 ,H:78 -40 3
8 7.42%ID E:0

Pho to syste m II stab il ity/asse mb ly facto r HCF136 ,

chlo ro p lastic
PF148 70 .3^PSII_BNR^Pho to synthe sis syste m II asse mb ly facto r YCF48 ^8 0 -40 1^E:1.6 e -122 0 ,0 14 -0 ,721 0 -1,124 0 ,0 0 1 -0 ,9 74 0 ,178 -0 ,39 5 0 ,131 -0 ,39 9 P2SAF_ARATH Pho to syste m II stab il ity/asse mb ly facto r HCF136 , chlo ro p lastic HCF136  At5g 23120  MYJ24.11

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Me mb rane ;

Pho to synthe sis; Pho to syste m II; Plastid ; Re fe re nce  p ro te o me ; Re p e at; Thylako id ;

Transit p e p tid e

SRR9 24148 _TR39 36 8 _c0 _g 1_i1_le n=140 6 RAC7_ARATH
Q:10 58 -426 ,H:1-

20 8
9 0 .0 9 %ID E:4e -132 Rac-like  GTP-b ind ing  p ro te in ARAC7 PF0 0 0 71.19 ^Ras^Ras family^8 -178 ^E:2.8 e -52`PF0 8 477.10 ^Ro c^Ras o f Co mp le x, Ro c, d o main o f DAPkinase ^8 -121^E:2.9 e -23 0 ,0 4 -0 ,70 3 0 -2,757 0 ,212 -0 ,555 0 ,16 9 -0 ,6 19 0 ,8 0 6 -0 ,0 8 6 RAC7_ARATH Rac-like  GTP-b ind ing  p ro te in ARAC7 (GTPase  p ro te in ROP9 ) ARAC7 ROP9  At4g 28 9 50  F25O24.70

Arab id o p sis thaliana (Mo use -e ar

cre ss)

3D-structure ; Ab scis ic acid  s ig naling  p athway; Co mp le te  p ro te o me ; GTP-b ind ing ;

Lip o p ro te in; Me mb rane ; Nucle o tid e -b ind ing ; Palmitate ; Re fe re nce  p ro te o me

MsDamaged24h

T ranscript  (CDF9 7 )
Uniprot

homolog

BLAST X

Posit ion

BLAST X

%Ide nt it y

BLAST X

e value
Uniprot  de scr Pf am PValue _Ms6 h logFC_Ms6 h PValue _Ms8h logFC_Ms8h PValue _MsDamage d24 h logFC_MsDamage d24 h PValue _MsInt act 24 h logFC_MsInt act 24 h PValue _Ms1wk logFC_Ms1wk Ent ry.name Prot e in name s Ge ne  name s Organism Pat hway Ke ywords

SRR11446 33_TR6 59 _c0 _g 1_i1_le n=8 0 7 PLY22_ARATH
Q:6 16 -2,H:50 -

253
8 3.9 %ID E:3e -125 Pro b ab le  p e ctate  lyase  22 . 1 0 ,0 24 1 0 ,143 0 -1,773 0 ,0 0 2 -0 ,9 11 0 7,30 6 PLY22_ARATH Pro b ab le  p e ctate  lyase  22 (EC 4.2.2.2) At5g 6 318 0  MDC12_15 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: G lycan me tab o lism; p e ctin d e g rad atio n; 2-d e hyd ro -3-d e o xy-D-g luco nate

fro m p e ctin: ste p  2/5.

Calc ium; Co mp le te  p ro te o me ; G lyco p ro te in; Lyase ; Me tal-b ind ing ; Re fe re nce  p ro te o me ;

Sig nal

SRR11446 33_TR570 3_c0 _g 1_i1_le n=10 9 2 UCRIA_SOLTU
Q:9 50 -258 ,H:1-

230
8 0 .17%ID E:1e -113 Cyto chro me  b 6 -f co mp le x iro n-sulfur sub unit, chlo ro p lastic

PF0 8 8 0 2.7^CytB6 -F_Fe -S^Cyto chro me  B6 -F co mp le x Fe -S sub unit^58 -

9 6 ^E:8 .8 e -18 `PF0 0 355.23^Rie ske ^Rie ske  [2Fe -2S] d o main^138 -19 8 ^E:3e -

12

0 ,40 6 -0 ,18 6 0 ,9 79 0 ,0 0 7 0 -0 ,9 25 0 ,0 0 5 -0 ,59 6 0 ,9 41 -0 ,0 17 UCRIA_SOLTU
Cyto chro me  b 6 -f co mp le x iro n-sulfur sub unit, chlo ro p lastic (EC 1.10 .9 .1) (Plasto hyd ro q uino ne :p lasto cyanin o xid o re d uctase

iro n-sulfur p ro te in) (Rie ske  iro n-sulfur p ro te in) (ISP) (RISP)
p e tC So lanum tub e ro sum (Po tato )

2Fe -2S; Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Ele ctro n transp o rt; Iro n; Iro n-sulfur;

Me mb rane ; Me tal-b ind ing ; Oxid o re d uctase ; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR11446 33_TR9 9 6 9 _c0 _g 1_i4_le n=772 IDI2_CAMAC
Q:29 7-52,H:75-

16 2
76 .14%ID E:4e -39 Iso p e nte nyl-d ip ho sp hate  De lta-iso me rase  II . 0 ,49 7 -0 ,16 2 0 ,0 0 5 0 ,743 0 -0 ,9 75 0 ,18 -0 ,343 1 -0 ,725 IDI2_CAMAC Iso p e nte nyl-d ip ho sp hate  De lta-iso me rase  II (EC 5.3.3.2) (Iso p e nte nyl p yro p ho sp hate  iso me rase  II) (IPP iso me rase  II) IPI2 Camp to the ca acuminata (Hap p y tre e )

PATHWAY: Iso p re no id  b io synthe sis; d ime thylallyl d ip ho sp hate  b io synthe sis;

d ime thylallyl d ip ho sp hate  fro m iso p e nte nyl d ip ho sp hate : ste p  1/1.; PATHWAY:

Po rp hyrin-co ntaining  co mp o und  me tab o lism; chlo ro p hyll b io synthe sis.

Chlo ro p hyll b io synthe sis; Iso me rase ; Iso p re ne  b io synthe sis; Mag ne sium; Me tal-b ind ing ;

Pho to synthe sis

SRR11446 33_TR279 9 3_c0 _g 1_i1_le n=16 73 DTC_ARATH
Q:146 0 -58 5,H:7-

29 8
8 6 .9 9 %ID E:3e -177 Mito cho nd rial d icarb o xylate /tricarb o xylate  transp o rte r DTC

PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r p ro te in^14-9 0 ^E:8 .4e -

15`PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r p ro te in^10 2-19 7^E:5.4e -

19 `PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r p ro te in^20 9 -29 2^E:3.3e -13

0 ,558 -0 ,171 0 ,8 58 -0 ,0 6 4 0 ,0 0 1 -0 ,78 0 ,0 41 -0 ,46 5 0 ,271 0 ,356 DTC_ARATH Mito cho nd rial d icarb o xylate /tricarb o xylate  transp o rte r DTC (Dicarb o xylate /tricarb o xylate  carrie r)
DTC At5g 19 76 0

T29 J13.18 0
Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Mito cho nd rio n; Mito cho nd rio n inne r me mb rane ; Re fe re nce

p ro te o me ; Re p e at; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR11446 33_TR29 6 6 0 _c0 _g 1_i3_le n=1731 NA NA NA NA NA . 0 1,512 0 1,371 0 -0 ,78 2 0 ,0 11 -0 ,53 0 ,48 4 -0 ,42 . . . . . .

SRR11446 34_TR136 4_c0 _g 1_i1_le n=16 46 PUMP5_ARATH
Q:116 7-19 3,H:1-

311
76 .31%ID E:8 e -153 Mito cho nd rial unco up ling  p ro te in 5

PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r p ro te in^6 -123^E:1.5e -

16 `PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r p ro te in^131-225^E:3.4e -

19 `PF0 0 153.24^Mito _carr^Mito cho nd rial carrie r p ro te in^233-323^E:5.2e -19

0 ,534 0 ,48 4 0 2,26 9 0 ,0 0 1 -0 ,9 6 8 0 ,0 14 -0 ,70 6 1 0 ,11 PUMP5_ARATH Mito cho nd rial unco up ling  p ro te in 5 (AtPUMP5) (Mito cho nd rial d icarb o xylate  carrie r 1)
PUMP5 DIC1 UCP5

At2g 2250 0  F14M13.10
Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; Me mb rane ; Mito cho nd rio n; Mito cho nd rio n inne r me mb rane ; Re fe re nce

p ro te o me ; Re p e at; Stre ss re sp o nse ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR11446 34_TR718 5_c0 _g 2_i1_le n=724 PSAH1_ARATH
Q:16 7-535,H:1-

123
8 1.3%ID E:5e -51 Pho to syste m I re actio n ce nte r sub unit VI-1, chlo ro p lastic

PF0 3244.11^PSI_PsaH^Pho to syste m I re actio n ce ntre  sub unit VI^7-

145^E:1.9 e -71
0 ,9 57 0 ,0 15 0 ,0 0 2 -0 ,736 0 -0 ,8 9 8 0 ,0 0 3 -0 ,6 8 6 0 ,0 13 0 ,523 PSAH1_ARATH Pho to syste m I re actio n ce nte r sub unit VI-1, chlo ro p lastic (PSI-H1)

PSAH1 At3g 16 140

MSL1.18
Arab id o p sis thaliana (Mo use -e ar cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Pho to synthe sis; Pho to syste m I; Plastid ;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR11446 34_TR9 424_c0 _g 1_i1_le n=16 53 NA NA NA NA NA

PF0 48 6 2.9 ^DUF6 42^Pro te in o f unkno wn functio n (DUF6 42)^26 -18 2^E:1.1e -

6 8 `PF0 48 6 2.9 ^DUF6 42^Pro te in o f unkno wn functio n (DUF6 42)^19 3-

359 ^E:4.1e -18

0 ,77 0 ,0 8 3 0 ,116 -0 ,48 5 0 ,0 0 1 -1,231 0 ,0 6 1 -0 ,6 53 1 0 ,156 . . . . . .

SRR122236 _TR21231_c0 _g 2_i1_le n=6 34 PSAG_ARATH
Q:526 -10 4,H:27-

16 0
72.34%ID E:9 e -6 8 Pho to syste m I re actio n ce nte r sub unit V, chlo ro p lastic PF0 1241.15^PSI_PSAK^Pho to syste m I p saG / p saK^53-144^E:2.5e -26 0 ,6 2 -0 ,23 0 ,0 14 -1,126 0 -1,128 0 ,0 0 1 -0 ,9 78 0 ,76 -0 ,6 75 PSAG_ARATH Pho to syste m I re actio n ce nte r sub unit V, chlo ro p lastic (PSI-G)

PSAG At1g 556 70

F20 N2.21 F20 N2.33

F20 N2_3

Arab id o p sis thaliana (Mo use -e ar cre ss)
Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Pho to synthe sis; Pho to syste m I; Plastid ;

Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR122237_TR20 733_c0 _g 1_i1_le n=1351 PRP4_ARATH
Q:144-50 9 ,H:32-

147
54.47%ID E:6 e -31 Pro line -rich p ro te in 4 PF0 119 0 .14^Po lle n_Ole _e _I^Po lle n p ro te ins O le  e  I l ike ^50 -132^E:1.6 e -11 0 ,429 0 ,214 0 ,0 9 4 0 ,442 0 -1,157 0 ,0 0 3 -0 ,79 9 0 ,0 9 3 0 ,39 PRP4_ARATH Pro line -rich p ro te in 4 (AtPRP4)

PRP4 At4g 38 770

T9 A14.50
Arab id o p sis thaliana (Mo use -e ar cre ss) Ce ll wall; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Re p e at; Se cre te d ; Sig nal

SRR122238 _TR10 529 _c0 _g 2_i2_le n=1753 Y16 6 9 _ARATH
Q:126 9 -

16 0 ,H:2-377
75%ID E:0 Uncharacte rize d  o xid o re d uctase  At1g 0 6 6 9 0 , chlo ro p lastic PF0 0 248 .18 ^Ald o _ke t_re d ^Ald o /ke to  re d uctase  family^52-354^E:5e -6 3 0 ,29 4 0 ,50 9 0 ,174 0 ,56 1 0 -1,419 0 ,0 0 1 -0 ,9 9 5 0 ,173 -0 ,6 46 Y16 6 9 _ARATH Uncharacte rize d  o xid o re d uctase  At1g 0 6 6 9 0 , chlo ro p lastic (EC 1.-.-.-)

At1g 0 6 6 9 0  F12K11.2

F4H5.17
Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Chlo ro p last; Co mp le te  p ro te o me ; NADP; Oxid o re d uctase ; Plastid ; Re fe re nce

p ro te o me ; Transit p e p tid e

SRR122238 _TR4330 2_c0 _g 1_i1_le n=126 9 CSPL6 _SOYBN
Q:9 8 7-478 ,H:5-

173
59 .0 6 %ID E:3e -36 CASP-like  p ro te in 1E1

PF0 4535.9 ^DUF58 8 ^Do main o f unkno wn functio n (DUF58 8 )^28 -18 3^E:7.2e -

41
0 ,19 6 -0 ,46 3 0 ,548 -0 ,234 0 ,0 0 1 -1,6 6 6 0 ,129 -0 ,6 72 0 ,732 -0 ,58 CSPL6 _SOYBN CASP-like  p ro te in 1E1 (GmCASPL1E1) Glycine  max (So yb e an) (G lycine  hisp id a)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix

SRR122238 _TR59 79 7_c1_g 1_i2_le n=1426 GDL57_ARATH
Q:174-

1214,H:34-378
58 .19 %ID E:2e -150 GDSL e ste rase /lip ase  At3g 48 46 0

PF0 0 6 57.19 ^Lip ase _GDSL^GDSL-like  Lip ase /Acylhyd ro lase ^38 -

36 1^E:2.5e -12
0 ,46 1 -0 ,24 0 ,6 9 9 -0 ,16 6 0 -1,38 0 ,0 21 -0 ,8 0 5 0 ,435 0 ,26 1 GDL57_ARATH GDSL e ste rase /lip ase  At3g 48 46 0  (EC 3.1.1.-) (Extrace llular l ip ase  At3g 48 46 0 ) At3g 48 46 0  T29 H11.20 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; G lyco p ro te in; Hyd ro lase ; Lip id  d e g rad atio n; Lip id  me tab o lism;

Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR122238 _TR6 5776 _c0 _g 1_i1_le n=6 6 4 NA NA NA NA NA
PF0 8 0 41.8 ^Pe tM^Pe tM family o f cyto chro me  b 6 f co mp le x sub unit 7^118 -

145^E:4.1e -11
0 ,16 5 -0 ,315 0 ,50 6 0 ,16 1 0 -0 ,9 23 0 ,0 6 -0 ,40 8 0 1,19 4 . . . . . .

SRR122238 _TR8 39 19 _c0 _g 1_i1_le n=16 36 STR4_ARATH
Q:150 4-374,H:1-

36 7
6 1.74%ID E:2e -140 Rho d ane se -like  d o main-co ntaining  p ro te in 4, chlo ro p lastic . 0 ,24 -0 ,346 0 ,0 0 6 -0 ,8 9 6 0 -0 ,9 19 0 ,0 0 5 -0 ,724 0 ,79 4 0 ,0 8 4 STR4_ARATH

Rho d ane se -like  d o main-co ntaining  p ro te in 4, chlo ro p lastic (Pro te in THYLAKOID RHODANESE-LIKE) (Sulfurtransfe rase  4)

(AtStr4)

STR4 TROL At4g 0 10 50

F2N1.31
Arab id o p sis thaliana (Mo use -e ar cre ss)

3D-structure ; Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Plastid ; Re fe re nce  p ro te o me ;

Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR8 4226 _c0 _g 1_i11_le n=29 10 NA NA NA NA NA PF0 0 8 75.15^DNA_p ho to lyase ^DNA p ho to lyase ^6 4-212^E:3.7e -26 1 0 ,216 0 ,6 9 2 -0 ,9 11 0 -1,477 0 ,0 11 -0 ,9 6 1 0 ,0 9 6 . . . . . .

SRR12718 57_TR210 1_c0 _g 2_i1_le n=20 9 0 FAD3C_SESIN
Q:18 40 -

6 20 ,H:1-40 4
8 0 .9 3%ID E:0 Ome g a-3 fatty acid  d e saturase , chlo ro p lastic

PF119 6 0 .5^DUF3474^Do main o f unkno wn functio n (DUF3474)^1-140 ^E:1.4e -

55`PF0 0 48 7.21^FA_d e saturase ^Fatty acid  d e saturase ^148 -40 2^E:7.7e -33
0 ,8 0 3 -0 ,17 0 ,19 5 0 ,9 8 2 0 -1,59 0 ,0 0 8 -0 ,9 33 1 0 ,6 6 9 FAD3C_SESIN Ome g a-3 fatty acid  d e saturase , chlo ro p lastic (EC 1.14.19 .-) FAD7

Se samum ind icum (Orie ntal se same )

(Se samum o rie ntale )
PATHWAY: Lip id  me tab o lism; p o lyunsaturate d  fatty acid  b io synthe sis.

Chlo ro p last; Fatty acid  b io synthe sis; Fatty acid  me tab o lism; Lip id  b io synthe sis; Lip id

me tab o lism; Me mb rane ; Oxid o re d uctase ; Plastid ; Transit p e p tid e

SRR12718 57_TR5423_c0 _g 1_i11_le n=16 13 ALFC2_ARATH
Q:38 -9 52,H:1-

30 6
8 7.6 2%ID E:0 Pro b ab le  fructo se -b isp ho sp hate  ald o lase  2, chlo ro p lastic

PF0 0 274.16 ^Glyco lytic^Fructo se -b isp ho sp hate  ald o lase  class-I^6 5-

317^E:1.3e -115
0 ,0 6 2 -0 ,443 0 ,0 55 -0 ,453 0 -0 ,79 8 0 ,0 75 -0 ,37 0 ,76 2 0 ,0 6 6 ALFC2_ARATH Pro b ab le  fructo se -b isp ho sp hate  ald o lase  2, chlo ro p lastic (EC 4.1.2.13)

FBA2 At4g 38 9 70

F19 H22.70
Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Carb o hyd rate  d e g rad atio n; g lyco lysis; D-g lyce rald e hyd e  3-p ho sp hate

and  g lyce ro ne  p ho sp hate  fro m D-g luco se : ste p  4/4.

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; G lyco lysis; Lyase ; Me thylatio n;

Pho sp ho p ro te in; Plastid ; Re fe re nce  p ro te o me ; Schiff b ase ; Transit p e p tid e

SRR12718 57_TR8 540 _c0 _g 1_i7_le n=26 41 CHLD_TOBAC
Q:2535-

1339 ,H:4-39 7
76 .0 6 %ID E:0 Mag ne sium-che latase  sub unit ChlD, chlo ro p lastic

PF0 10 78 .18 ^Mg _che latase ^Mag ne sium che latase , sub unit ChlI^20 5-

274^E:8 .5e -0 7
0 ,0 46 -0 ,6 0 9 0 ,0 11 -0 ,9 24 0 ,0 0 1 -1,354 0 ,0 0 3 -1,122 0 ,6 9 1 0 ,122 CHLD_TOBAC

Mag ne sium-che latase  sub unit ChlD, chlo ro p lastic (Mg -che latase  sub unit D) (EC 6 .6 .1.1) (Mg -p ro to p o rp hyrin IX che latase

sub unit ChlD)
CHLD Nico tiana tab acum (Co mmo n to b acco ) PATHWAY: Po rp hyrin-co ntaining  co mp o und  me tab o lism; chlo ro p hyll b io synthe sis.

ATP-b ind ing ; Chlo ro p hyll b io synthe sis; Chlo ro p last; Lig ase ; Nucle o tid e -b ind ing ;

Pho to synthe sis; Plastid ; Transit p e p tid e

SRR12718 57_TR1526 7_c1_g 1_i1_le n=120 3 CB22_TOBAC
Q:9 2-6 46 ,H:1-

18 5
9 1.8 9 %ID E:1e -119 Chlo ro p hyll a-b  b ind ing  p ro te in 21, chlo ro p lastic

PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^6 5-

179 ^E:1.1e -27
0 ,0 0 4 -0 ,775 0 ,0 0 2 -0 ,9 47 0 -1,19 0 ,0 35 -0 ,6 0 4 0 ,6 22 0 ,20 4 CB22_TOBAC Chlo ro p hyll a-b  b ind ing  p ro te in 21, chlo ro p lastic (LHCII typ e  I CAB-21) (LHCP) CAB21 Nico tiana tab acum (Co mmo n to b acco )

Ace tylatio n; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Mag ne sium; Me mb rane ; Me tal-b ind ing ;

Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Thylako id ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR12718 57_TR249 6 7_c0 _g 1_i1_le n=2127 PGKH_TOBAC
Q:241-16 56 ,H:1-

472
9 1.31%ID E:0 Pho sp ho g lyce rate  kinase , chlo ro p lastic PF0 0 16 2.16 ^PGK^Pho sp ho g lyce rate  kinase ^8 6 -46 4^E:2.7e -16 1 0 ,543 -0 ,245 0 ,9 48 0 ,0 3 0 -1,0 33 0 ,0 25 -0 ,6 1 0 ,753 -0 ,0 72 PGKH_TOBAC Pho sp ho g lyce rate  kinase , chlo ro p lastic (EC 2.7.2.3) Nico tiana tab acum (Co mmo n to b acco ) PATHWAY: Carb o hyd rate  b io synthe sis; Calvin cycle .

ATP-b ind ing ; Calvin cycle ; Chlo ro p last; Kinase ; Nucle o tid e -b ind ing ; Plastid ; Transfe rase ;

Transit p e p tid e

SRR12718 57_TR2510 2_c0 _g 1_i1_le n=18 6 2 RCA2_LARTR
Q:20 1-1511,H:1-

435
8 5.19 %ID E:0 Rib ulo se  b isp ho sp hate  carb o xylase /o xyg e nase  activase  2, chlo ro p lastic

PF0 0 0 0 4.26 ^AAA^ATPase  family asso ciate d  with vario us ce llular activitie s

(AAA)^16 5-30 6 ^E:6 .3e -15
0 ,214 -0 ,274 0 ,8 72 0 ,0 34 0 -0 ,754 0 ,0 28 -0 ,451 0 ,76 3 -0 ,0 6 2 RCA2_LARTR

Rib ulo se  b isp ho sp hate  carb o xylase /o xyg e nase  activase  2, chlo ro p lastic (RA 2) (RuBisCO activase  2) (RuBisCO activase

b e ta fo rm)
RCA2

Larre a trid e ntata (Cre o so te  b ush)

(Zyg o p hyllum trid e ntatum)
ATP-b ind ing ; Chlo ro p last; Nucle o tid e -b ind ing ; Plastid ; Transit p e p tid e

SRR12718 57_TR2510 2_c0 _g 1_i3_le n=20 36 RCA_MALDO
Q:20 1-

16 8 8 ,H:1-436
72.23%ID E:0 Rib ulo se  b isp ho sp hate  carb o xylase /o xyg e nase  activase , chlo ro p lastic

PF0 0 0 0 4.26 ^AAA^ATPase  family asso ciate d  with vario us ce llular activitie s

(AAA)^36 -177^E:2.9 e -15
0 ,6 9 2 -0 ,56 2 0 ,46 1 -1,29 2 0 ,0 0 1 -1,20 2 0 ,0 0 9 -0 ,8 6 5 0 ,44 0 ,8 55 RCA_MALDO Rib ulo se  b isp ho sp hate  carb o xylase /o xyg e nase  activase , chlo ro p lastic (RA) (RuBisCO activase ) RCA Malus d o me stica (Ap p le ) (Pyrus malus) ATP-b ind ing ; Chlo ro p last; Nucle o tid e -b ind ing ; Plastid ; Transit p e p tid e

SRR12718 57_TR30 443_c0 _g 1_i1_le n=4141 CAPP2_MESCR
Q:28 48 -

113,H:49 -9 6 0
8 8 .0 6 %ID E:0 Pho sp ho e no lp yruvate  carb o xylase  2 PF0 0 311.14^PEPcase ^Pho sp ho e no lp yruvate  carb o xylase ^6 3-8 6 8 ^E:0 0 ,6 6 3 0 ,474 1 0 ,112 0 -1,8 6 1 0 ,0 0 4 -1,0 14 1 0 ,8 4 CAPP2_MESCR Pho sp ho e no lp yruvate  carb o xylase  2 (PEPC 2) (PEPCase  2) (EC 4.1.1.31) PPC2

Me se mb ryanthe mum crystall inum

(Co mmo n ice  p lant) (Cryo p hytum

crystall inum)

PATHWAY: Pho to synthe sis; C3 acid  p athway. Allo ste ric e nzyme ; Carb o n d io xid e  fixatio n; Cyto p lasm; Lyase ; Mag ne sium; Pho to synthe sis

SRR12718 57_TR36 6 37_c0 _g 1_i1_le n=8 38 NA NA NA NA NA . 1 -0 ,6 5 1 -0 ,6 45 0 -2,158 0 ,0 0 2 -1,573 1 -0 ,26 3 . . . . . .

SRR12718 57_TR43439 _c0 _g 4_i3_le n=29 0 4 GLYM_SOLTU
Q:26 34-

159 1,H:1-347
9 3.9 7%ID E:0 Se rine  hyd ro xyme thyltransfe rase , mito cho nd rial PF0 0 46 4.16 ^SHMT^Se rine  hyd ro xyme thyltransfe rase ^58 -348 ^E:1.6 e -158 0 ,8 75 0 ,0 52 0 ,0 0 7 0 ,771 0 -1,114 0 ,0 0 3 -0 ,718 0 2,713 GLYM_SOLTU Se rine  hyd ro xyme thyltransfe rase , mito cho nd rial (SHMT) (EC 2.1.2.1) (G lycine  hyd ro xyme thyltransfe rase ) (Se rine  me thylase ) So lanum tub e ro sum (Po tato ) PATHWAY: One -carb o n me tab o lism; te trahyd ro fo late  inte rco nve rsio n.

Co mp le te  p ro te o me ; Mito cho nd rio n; One -carb o n me tab o lism; Pyrid o xal p ho sp hate ;

Re fe re nce  p ro te o me ; Transfe rase ; Transit p e p tid e

SRR12718 58 _TR550 8 1_c0 _g 1_i1_le n=1715 SY121_ARATH
Q:1353-50 5,H:1-

28 8
75.6 9 %ID E:6 e -142 Syntaxin-121

PF0 0 8 0 4.22^Syntaxin^Syntaxin^39 -244^E:1.8 e -

71`PF0 5739 .16 ^SNARE^SNARE d o main^245-29 7^E:7.9 e -19
0 ,38 -0 ,50 5 0 ,254 -4,737 0 -7,40 2 0 ,35 -0 ,6 26 1 -0 ,29 3 SY121_ARATH Syntaxin-121 (AtSYP121) (Syntaxin-re late d  p ro te in At-Syr1)

SYP121 SYR1 At3g 118 20

F26 K24.11
Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Alte rnative  initiatio n; Ce ll me mb rane ; Co ile d  co il; Co mp le te  p ro te o me ;

Me mb rane ; Pro te in transp o rt; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR12718 59 _TR8 0 0 2_c0 _g 1_i9 _le n=30 57 NA NA NA NA NA . 0 ,8 19 -0 ,142 0 ,9 1 0 ,0 76 0 ,0 0 1 -0 ,9 77 0 ,0 75 -0 ,515 1 0 ,0 49 . . . . . .

SRR12718 59 _TR20 442_c0 _g 1_i1_le n=753 NA NA NA NA NA . 1 -0 ,8 0 9 1 -1,112 0 -2,0 41 0 ,0 0 1 -1,6 32 1 0 ,228 . . . . . .

SRR12718 59 _TR31135_c0 _g 2_i1_le n=3232 TKTC_SOLTU
Q:2314-

578 ,H:16 2-740
9 1.54%ID E:0 Transke to lase , chlo ro p lastic

PF0 0 456 .18 ^Transke to lase _N^Transke to lase , thiamine  d ip ho sp hate

b ind ing  d o main^1-178 ^E:2.8 e -6 8 `PF0 2779 .21^Transke t_p yr^Transke to lase ,

p yrimid ine  b ind ing  d o main^19 6 -36 6 ^E:3.1e -

44`PF0 278 0 .17^Transke to lase _C^Transke to lase , C-te rminal d o main^39 1-

49 7^E:4.7e -13

0 ,0 9 3 -0 ,48 7 0 ,122 -0 ,479 0 ,0 0 1 -0 ,8 14 0 ,0 1 -0 ,6 0 5 1 0 ,254 TKTC_SOLTU Transke to lase , chlo ro p lastic (TK) (EC 2.2.1.1) So lanum tub e ro sum (Po tato ) PATHWAY: Carb o hyd rate  b io synthe sis; Calvin cycle .
Calc ium; Chlo ro p last; Co mp le te  p ro te o me ; Mag ne sium; Me mb rane ; Me tal-b ind ing ; Plastid ;

Re fe re nce  p ro te o me ; Thiamine  p yro p ho sp hate ; Thylako id ; Transfe rase ; Transit p e p tid e

SRR12718 59 _TR40 8 72_c0 _g 1_i1_le n=16 27 STR4_ARATH
Q:314-1444,H:1-

36 7
6 2.2%ID E:7e -142 Rho d ane se -like  d o main-co ntaining  p ro te in 4, chlo ro p lastic . 0 ,377 -0 ,26 6 0 ,0 6 6 -0 ,6 8 3 0 ,0 0 1 -0 ,9 16 0 ,0 11 -0 ,6 78 0 ,70 7 -0 ,355 STR4_ARATH

Rho d ane se -like  d o main-co ntaining  p ro te in 4, chlo ro p lastic (Pro te in THYLAKOID RHODANESE-LIKE) (Sulfurtransfe rase  4)

(AtStr4)

STR4 TROL At4g 0 10 50

F2N1.31
Arab id o p sis thaliana (Mo use -e ar cre ss)

3D-structure ; Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Plastid ; Re fe re nce  p ro te o me ;

Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR3420 17_TR16 73_c1_g 5_i1_le n=1157 PSAF_FLATR
Q:315-773,H:79 -

231
9 5.42%ID E:6 e -9 3 Pho to syste m I re actio n ce nte r sub unit III, chlo ro p lastic

PF0 250 7.12^PSI_PsaF^Pho to syste m I re actio n ce ntre  sub unit III^57-

221^E:4.3e -8 2
0 ,18 9 -0 ,30 4 0 ,0 31 -0 ,49 6 0 -0 ,9 8 0 ,0 0 1 -0 ,732 0 ,778 0 ,0 59 PSAF_FLATR Pho to syste m I re actio n ce nte r sub unit III, chlo ro p lastic (Lig ht-harve sting  co mp le x I 17 kDa p ro te in) (PSI-F) PSAF

Flave ria trine rvia (Cluste re d  ye llo wto p s)

(Oe d e ra trine rvia)
Chlo ro p last; Pho to synthe sis; Pho to syste m I; Plastid ; Thylako id ; Transit p e p tid e

SRR3420 17_TR18 19 _c0 _g 1_i1_le n=573 NA NA NA NA NA . 1 -0 ,0 9 8 0 ,0 12 -1,523 0 -2,26 2 0 ,0 0 2 -1,756 0 ,534 0 ,357 . . . . . .

SRR3420 17_TR17554_c0 _g 2_i1_le n=16 9 9 EXPA3_ARATH
Q:6 16 -

1359 ,H:15-26 2
8 3.47%ID E:2e -138 Exp ansin-A3

PF0 3330 .15^DPBB_1^Lytic transg lyco lase ^6 7-153^E:6 .3e -

21`PF0 1357.18 ^Po lle n_alle rg _1^Po lle n alle rg e n^16 5-242^E:7.8 e -26
0 ,319 -0 ,36 8 0 ,0 0 2 -1,38 1 0 -1,9 48 0 ,0 0 2 -1,10 2 1 -0 ,0 76 EXPA3_ARATH Exp ansin-A3 (AtEXPA3) (Alp ha-e xp ansin-3) (At-EXP3) (AtEx3) (Ath-Exp Alp ha-1.9 )

EXPA3 EXP3 At2g 376 40

F13M22.14
Arab id o p sis thaliana (Mo use -e ar cre ss)

Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Me mb rane ;

Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 17_TR27136 _c0 _g 1_i1_le n=1134 PSAD_CUCSA
Q:254-8 9 5,H:1-

20 6
75.23%ID E:3e -10 1 Pho to syste m I re actio n ce nte r sub unit II, chlo ro p lastic PF0 2531.13^PsaD^PsaD^8 3-213^E:2.6 e -6 8 0 ,538 0 ,18 1 0 ,0 0 3 -0 ,8 27 0 ,0 0 1 -0 ,8 6 1 0 ,0 0 4 -0 ,734 0 ,10 4 0 ,338 PSAD_CUCSA Pho to syste m I re actio n ce nte r sub unit II, chlo ro p lastic (PS I sub unit 5) (Pho to syste m I 20  kDa sub unit) (PSI-D) p saD Cucumis sativus (Cucumb e r)

Chlo ro p last; Dire ct p ro te in se q ue ncing ; Me mb rane ; Pho to synthe sis; Pho to syste m I; Plastid ;

Thylako id ; Transit p e p tid e

SRR3420 17_TR30 126 _c0 _g 1_i1_le n=130 9 PSBO_SOLTU
Q:1127-8 8 2,H:1-

8 1
8 1.71%ID E:2e -31 Oxyg e n-e vo lving  e nhance r p ro te in 1, chlo ro p lastic . 0 ,249 -0 ,26 2 0 ,422 -0 ,19 4 0 -0 ,9 22 0 ,0 12 -0 ,546 0 0 ,8 38 PSBO_SOLTU

Oxyg e n-e vo lving  e nhance r p ro te in 1, chlo ro p lastic (OEE1) (33 kDa sub unit o f o xyg e n e vo lving  syste m o f p ho to syste m II)

(33 kDa thylako id  me mb rane  p ro te in) (OEC 33 kDa sub unit)
PSBO So lanum tub e ro sum (Po tato )

Chlo ro p last; Co mp le te  p ro te o me ; Mang ane se ; Me mb rane ; Pho to synthe sis; Pho to syste m II;

Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

SRR3420 19 _TR4213_c8 _g 3_i4_le n=119 8 GGAP1_ARATH
Q:6 10 -6 2,H:1-

179
73.22%ID E:3e -77 GDP-L-g alacto se  p ho sp ho rylase  1 . 0 ,10 8 0 ,70 2 1 0 0 -1,70 6 1 0 ,0 12 0 4,18 3 GGAP1_ARATH GDP-L-g alacto se  p ho sp ho rylase  1 (EC 2.7.7.6 9 ) (Pro te in VITAMIN C DEFECTIVE 2)

VTC2 At4g 26 8 50

F10 M23.19 0
Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Co facto r b io synthe sis; L-asco rb ate  b io synthe sis via GDP-alp ha-D-

manno se  p athway; L-asco rb ate  fro m GDP-alp ha-D-manno se : ste p  2/5.

Asco rb ate  b io synthe sis; Co mp le te  p ro te o me ; Cyto p lasm; Guanine -nucle o tid e  re le asing

facto r; Hyd ro lase ; Nucle o tid e -b ind ing ; Nucle o tid yltransfe rase ; Nucle us; Re fe re nce  p ro te o me ;

Transfe rase

SRR3420 19 _TR120 33_c0 _g 2_i2_le n=9 6 5 EXPA8 _ARATH
Q:8 16 -127,H:25-

253
8 4.42%ID E:4e -131 Exp ansin-A8

PF0 3330 .15^DPBB_1^Lytic transg lyco lase ^9 0 -177^E:1.6 e -

23`PF0 1357.18 ^Po lle n_alle rg _1^Po lle n alle rg e n^18 8 -26 5^E:5.2e -30
0 ,9 19 0 ,0 36 0 ,223 -0 ,335 0 -0 ,9 13 0 ,37 -0 ,19 5 0 ,38 1 1,9 9 5 EXPA8 _ARATH Exp ansin-A8  (AtEXPA8 ) (Alp ha-e xp ansin-8 ) (At-EXP8 ) (AtEx8 ) (Ath-Exp Alp ha-1.11)

EXPA8  EXP8  At2g 40 6 10

T2P4.4
Arab id o p sis thaliana (Mo use -e ar cre ss)

Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Me mb rane ;

Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 19 _TR128 43_c1_g 4_i7_le n=40 15 SDD1_ARATH
Q:36 25-

1337,H:6 -771
6 6 .28 %ID E:0 .

PF0 59 22.13^Inhib ito r_I9 ^Pe p tid ase  inhib ito r I9 ^26 -112^E:1.9 e -

14`PF0 0 0 8 2.19 ^Pe p tid ase _S8 ^Sub tilase  family^137-59 7^E:3.1e -

54`PF0 2225.19 ^PA^PA d o main^39 9 -46 6 ^E:1.1e -0 9

0 ,0 9 8 -0 ,56 2 0 ,0 0 2 -1,145 0 -1,217 0 ,0 0 7 -0 ,9 17 0 ,779 0 ,10 5 SBT12_ARATH
Sub til is in-like  p ro te ase  SBT1.2 (EC 3.4.21.-) (Cucumisin-like  se rine  p ro te ase  SDD1) (Pro te in STOMATAL DENSITY AND

DISTRIBUTION 1) (Sub tilase  sub family 1 me mb e r 2) (AtSBT1.2) (Sub til is in-like  p ro te ase  SDD1)

SBT1.2 SDD1 At1g 0 4110

F20 D22.12
Arab id o p sis thaliana (Mo use -e ar cre ss)

Ap o p last; Ce ll me mb rane ; Co mp le te  p ro te o me ; G lyco p ro te in; Hyd ro lase ; Me mb rane ;

Pro te ase ; Re fe re nce  p ro te o me ; Se cre te d ; Se rine  p ro te ase ; Sig nal

SRR3420 19 _TR15470 _c2_g 3_i12_le n=228 9 GLNA4_PHAVU
Q:8 8 2-

18 35,H:8 3-40 0
9 4.34%ID E:0 Glutamine  synthe tase  le af iso zyme , chlo ro p lastic

PF0 0 120 .21^Gln-synt_C^Glutamine  synthe tase , catalytic d o main^35-

213^E:7.8 e -16
0 ,177 -0 ,329 0 ,30 2 -0 ,247 0 -1,0 0 1 0 ,0 0 1 -0 ,73 0 ,6 42 -0 ,10 3 GLNA4_PHAVU Glutamine  synthe tase  le af iso zyme , chlo ro p lastic (EC 6 .3.1.2) (G lutamate --ammo nia lig ase ) (Iso zyme  d e lta)

Phase o lus vulg aris (Kid ne y b e an)

(Fre nch b e an)

ATP-b ind ing ; Chlo ro p last; Lig ase ; Nitro g e n fixatio n; Nucle o tid e -b ind ing ; Plastid ; Transit

p e p tid e

SRR3420 19 _TR19 372_c0 _g 2_i4_le n=138 5 RPI3_ARATH
Q:10 9 5-

30 7,H:9 -276
74.44%ID E:3e -132 Pro b ab le  rib o se -5-p ho sp hate  iso me rase  3, chlo ro p lastic

PF0 6 0 26 .11^Rib _5-P_iso m_A^Rib o se  5-p ho sp hate  iso me rase  A

(p ho sp ho rib o iso me rase  A)^110 -28 5^E:9 .7e -6 1
0 ,0 9 5 -0 ,43 0 ,0 36 -0 ,542 0 -0 ,9 3 0 ,0 13 -0 ,6 23 0 ,56 -0 ,8 37 RPI3_ARATH

Pro b ab le  rib o se -5-p ho sp hate  iso me rase  3, chlo ro p lastic (EC 5.3.1.6 ) (Pho sp ho rib o iso me rase  3) (Pro te in EMBRYO

DEFECTIVE 3119 )

RPI3 EMB3119

At3g 0 479 0  F7O18 .28

T9 J14.26

Arab id o p sis thaliana (Mo use -e ar cre ss)
PATHWAY: Carb o hyd rate  d e g rad atio n; p e nto se  p ho sp hate  p athway; D-rib o se  5-

p ho sp hate  fro m D-rib ulo se  5-p ho sp hate  (no n-o xid ative  stag e ): ste p  1/1.

Ace tylatio n; Chlo ro p last; Co mp le te  p ro te o me ; Iso me rase ; Pho sp ho p ro te in; Plastid ;

Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 19 _TR21154_c5_g 2_i3_le n=10 0 2 NA NA NA NA NA . 0 ,0 0 4 -1,135 0 ,38 1 -1,8 79 0 -1,743 0 ,30 4 -0 ,40 4 1 -0 ,59 2 . . . . . .

SRR3420 19 _TR218 8 9 _c1_g 2_i3_le n=579 0 MOT2_ARATH
Q:156 -1541,H:5-

458
70 .73%ID E:3e -16 1 Mo lyb d ate  transp o rte r 2

PF11145.5^DUF29 21^Pro te in o f unkno wn functio n (DUF29 21)^54-

9 8 9 ^E:2.4e -20 3
1 -0 ,0 77 0 ,0 0 2 -1,39 6 0 -1,28 9 0 ,0 0 2 -1,128 0 ,454 0 ,36 5 MOT2_ARATH Mo lyb d ate  transp o rte r 2 (Sulfate  transp o rte r l ike  p ro te in 5.1)

MOT2 ST5.1 SULTR5.1

At1g 8 0 310  F5I6 .6
Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Me mb rane ; Mo lyb d e num; Re fe re nce  p ro te o me ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt; Vacuo le

SRR3420 19 _TR246 21_c2_g 4_i1_le n=6 0 3 HSP7C_PETHY Q:526 -2,H:1-175 9 6 %ID E:2e -117 He at sho ck co g nate  70  kDa p ro te in PF0 0 0 12.17^HSP70 ^Hsp 70  p ro te in^34-20 0 ^E:1.2e -79 0 ,732 0 ,8 29 0 ,0 0 9 4,736 0 -3,9 6 9 0 ,147 -0 ,9 57 0 ,0 43 2,579 HSP7C_PETHY He at sho ck co g nate  70  kDa p ro te in HSP70 Pe tunia hyb rid a (Pe tunia) ATP-b ind ing ; Nucle o tid e -b ind ing ; Stre ss re sp o nse

SRR3420 19 _TR2558 6 _c0 _g 1_i1_le n=176 3 DR10 0 _ARATH
Q:130 6 -

28 7,H:27-36 8
6 1.11%ID E:8 e -146 DNA-d amag e -re p air/to le ratio n p ro te in DRT10 0

PF0 8 26 3.9 ^LRRNT_2^Le ucine  rich re p e at N-te rminal d o main^24-6 2^E:3e -

10 `PF0 8 26 3.9 ^LRRNT_2^Le ucine  rich re p e at N-te rminal d o main^113-

117^E:9 9 0 0 `PF138 55.3^LRR_8 ^Le ucine  rich re p e at^152-212^E:2.2e -

0 6 `PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^177-19 9 ^E:0 .12

0 ,6 11 -0 ,16 2 0 ,0 8 8 -0 ,78 1 0 -1,514 0 ,0 0 7 -1,114 0 ,257 0 ,36 4 DR10 0 _ARATH DNA-d amag e -re p air/to le ratio n p ro te in DRT10 0

DRT10 0  At3g 126 10

MMF12.5 T2E22.8

T2E22_10 7

Arab id o p sis thaliana (Mo use -e ar cre ss)
Co mp le te  p ro te o me ; DNA d amag e ; DNA re p air; Le ucine -rich re p e at; Re fe re nce  p ro te o me ;

Re p e at; Sig nal

SRR3420 19 _TR276 8 0 _c0 _g 11_i1_le n=3135 Y1770 _SYNY3
Q:2426 -

6 57,H:33-58 5
44.8 2%ID E:2e -16 0 Uncharacte rize d  p ro te in s ll1770 PF0 310 9 .13^ABC1^ABC1 family^28 8 -40 8 ^E:1.4e -36 0 ,39 2 -0 ,245 0 ,0 0 3 -0 ,9 8 0 -0 ,9 21 0 ,0 14 -0 ,57 0 ,0 0 2 2,46 3 Y1770 _SYNY3 Uncharacte rize d  p ro te in s ll1770 sll1770

Syne cho cystis sp . (strain PCC 6 8 0 3 /

Kazusa)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 19 _TR34140 _c1_g 1_i6 _le n=218 0 GC1_ARATH
Q:170 2-

1145,H:8 6 -26 8
8 1.18 %ID E:5e -10 3 Ep ime rase  family p ro te in SDR39 U1 ho mo lo g , chlo ro p lastic {ECO:0 0 0 0 30 5}

PF0 1370 .18 ^Ep ime rase ^NAD d e p e nd e nt e p ime rase /d e hyd ratase

family^6 -149 ^E:2.7e -0 5
0 ,58 8 -0 ,217 0 ,0 0 1 -1,0 47 0 -1,43 0 ,0 0 1 -1,251 0 ,0 27 -2,332 GC1_ARATH

Ep ime rase  family p ro te in SDR39 U1 ho mo lo g , chlo ro p lastic (EC 1.1.1.-) (Pro te in GIANT CHLOROPLAST 1) (Pro te in SulA

ho mo lo g ) (AtSulA)

GC1 SULA At2g 2128 0

F3K23
Arab id o p sis thaliana (Mo use -e ar cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; NADP; Oxid o re d uctase ; Plastid ; Plastid  inne r

me mb rane ; Re fe re nce  p ro te o me ; Transit p e p tid e



SRR3420 19 _TR35470 _c2_g 2_i5_le n=20 52 TPT_PEA
Q:71-129 1,H:1-

40 2
79 .17%ID E:0 Trio se  p ho sp hate /p ho sp hate  translo cato r, chlo ro p lastic

PF0 3151.13^TPT^Trio se -p ho sp hate  Transp o rte r family^127-414^E:4.8 e -

111`PF0 0 8 9 2.17^EamA^EamA-like  transp o rte r family^270 -414^E:1.9 e -0 6
0 ,731 -0 ,0 9 2 0 ,20 5 -0 ,349 0 -0 ,9 0 6 0 ,0 0 5 -0 ,6 13 0 ,0 12 0 ,6 18 TPT_PEA Trio se  p ho sp hate /p ho sp hate  translo cato r, chlo ro p lastic (cTPT) (E30 ) (p 36 ) Pisum sativum (Gard e n p e a)

Chlo ro p last; Dire ct p ro te in se q ue ncing ; Me mb rane ; Plastid ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR3420 19 _TR36 227_c6 _g 10 _i1_le n=1554 GDT11_ARATH
Q:475-

10 53,H:112-30 4
77.32%ID E:1e -8 3 GDT1-like  p ro te in 1, chlo ro p lastic

PF0 116 9 .16 ^UPF0 0 16 ^Uncharacte rize d  p ro te in family UPF0 0 16 ^16 3-

246 ^E:3.1e -19
0 ,38 -0 ,521 0 ,0 0 8 -1,573 0 ,0 0 1 -1,6 57 0 ,0 0 3 -1,39 7 1 -0 ,0 28 GDT11_ARATH GDT1-like  p ro te in 1, chlo ro p lastic At1g 6 4150  F22C12.9 Arab id o p sis thaliana (Mo use -e ar cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e ;

Transme mb rane ; Transme mb rane  he lix

SRR3420 19 _TR38 70 4_c0 _g 2_i2_le n=2572 COLX_ARATH
Q:29 9 -

6 13,H:10 -115
52.8 3%ID E:1e -28 Putative  z inc fing e r p ro te in At1g 6 8 19 0 . 1 -0 ,0 4 0 ,118 -1,779 0 ,0 0 1 -4,326 0 ,0 16 -2,76 9 0 ,28 2 1,129 COLX_ARATH Putative  z inc fing e r p ro te in At1g 6 8 19 0 At1g 6 8 19 0  T22E19 .18 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Re p e at; Zinc; Zinc-fing e r

SRR3420 22_TR46 9 0 _c0 _g 1_i2_le n=19 6 2 GLYM_SOLTU
Q:143-

159 4,H:34-518
9 1.55%ID E:0 Se rine  hyd ro xyme thyltransfe rase , mito cho nd rial PF0 0 46 4.16 ^SHMT^Se rine  hyd ro xyme thyltransfe rase ^1-36 2^E:8 e -19 5 0 ,747 0 ,0 8 0 ,352 0 ,213 0 -0 ,79 9 0 ,0 0 3 -0 ,6 52 0 ,19 5 0 ,28 4 GLYM_SOLTU Se rine  hyd ro xyme thyltransfe rase , mito cho nd rial (SHMT) (EC 2.1.2.1) (G lycine  hyd ro xyme thyltransfe rase ) (Se rine  me thylase ) So lanum tub e ro sum (Po tato ) PATHWAY: One -carb o n me tab o lism; te trahyd ro fo late  inte rco nve rsio n.

Co mp le te  p ro te o me ; Mito cho nd rio n; One -carb o n me tab o lism; Pyrid o xal p ho sp hate ;

Re fe re nce  p ro te o me ; Transfe rase ; Transit p e p tid e

SRR3420 22_TR8 241_c0 _g 2_i2_le n=250 0 PPR6 8 _ARATH
Q:8 0 8 -

249 9 ,H:14-579
58 .0 2%ID E:0 Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in At1g 319 20

PF130 41.3^PPR_2^PPR re p e at family^9 5-143^E:4.1e -

11`PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^9 5-141^E:9 e -

0 6 `PF0 1535.17^PPR^PPR re p e at^9 9 -126 ^E:0 .0 0 15`PF0 1535.17^PPR^PPR

re p e at^170 -19 5^E:0 .0 0 22`PF0 1535.17^PPR^PPR re p e at^19 9 -

223^E:0 .0 0 0 78 `PF0 1535.17^PPR^PPR re p e at^273-29 9 ^E:2.8 e -

0 5`PF0 1535.17^PPR^PPR re p e at^30 2-331^E:2.9 e -

0 5`PF138 12.3^PPR_3^Pe ntatrico p e p tid e  re p e at d o main^322-

38 2^E:0 .0 0 0 27`PF0 1535.17^PPR^PPR re p e at^336 -

36 2^E:0 .0 0 0 36 `PF0 1535.17^PPR^PPR re p e at^374-

39 8 ^E:0 .0 29 `PF14432.3^DYW_d e aminase ^DYW family o f nucle ic acid

d e aminase s^472-578 ^E:4.1e -23

0 ,16 -1,32 0 ,129 -4,8 9 8 0 ,0 0 1 -1,333 0 ,0 0 5 -1,0 8 1 0 ,6 0 8 0 ,229 PPR6 8 _ARATH Pe ntatrico p e p tid e  re p e at-co ntaining  p ro te in At1g 319 20
PCMP-H11 At1g 319 20

F5M6 .8
Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Re p e at

SRR3420 22_TR9 9 56 _c0 _g 1_i2_le n=220 5 APS2_ARATH
Q:346 -178 2,H:1-

475
75.57%ID E:0 ATP sulfurylase  2

PF1430 6 .3^PUA_2^PUA-like  d o main^6 9 -231^E:3e -46 `PF0 1747.14^ATP-

sulfurylase ^ATP-sulfurylase ^240 -46 3^E:4.5e -6 5
0 ,6 26 -0 ,249 0 ,739 -0 ,26 6 0 -1,20 2 0 ,0 0 3 -0 ,755 0 ,6 29 -0 ,19 APS2_ARATH ATP sulfurylase  2 (EC 2.7.7.4)

APS2 ASA1 MET3-1

At1g 19 9 20  F6 F9 .2
Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Sulfur me tab o lism; hyd ro g e n sulfid e  b io synthe sis; sulfite  fro m sulfate :

ste p  1/3.

ATP-b ind ing ; Alte rnative  initiatio n; Chlo ro p last; Co mp le te  p ro te o me ; Cyto p lasm; Nucle o tid e -

b ind ing ; Nucle o tid yltransfe rase ; Plastid ; Re fe re nce  p ro te o me ; Transfe rase ; Transit p e p tid e

SRR3420 22_TR1178 5_c0 _g 2_i3_le n=2432 LUT1_ARATH
Q:2216 -

70 8 ,H:33-539
8 1.8 5%ID E:0 Caro te ne  e p silo n-mo no o xyg e nase , chlo ro p lastic PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^9 9 -521^E:9 .8 e -8 1 1 -0 ,0 1 0 ,12 -0 ,6 6 2 0 -1,46 2 0 ,0 0 1 -1,19 0 ,78 4 -0 ,148 LUT1_ARATH Caro te ne  e p silo n-mo no o xyg e nase , chlo ro p lastic (EC 1.14.9 9 .45) (Cyto chro me  P450  9 7C1) (Pro te in LUTEIN DEFICIENT 1)

CYP9 7C1 LUT1

At3g 53130  T4D2.6 0
Arab id o p sis thaliana (Mo use -e ar cre ss)

Caro te no id  b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; He me ; Iro n; Me mb rane ; Me tal-

b ind ing ; Mo no o xyg e nase ; Oxid o re d uctase ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 22_TR16 0 45_c5_g 2_i5_le n=159 2 AL3F1_ARATH
Q:116 -1414,H:1-

48 4
50 .6 2%ID E:2e -151 Ald e hyd e  d e hyd ro g e nase  family 3 me mb e r F1 PF0 0 171.19 ^Ald e d h^Ald e hyd e  d e hyd ro g e nase  family^16 -357^E:2e -6 7 0 ,29 -0 ,421 0 ,0 34 -1,0 14 0 -2,0 6 5 0 ,0 6 4 -0 ,9 8 0 ,121 0 ,8 0 4 AL3F1_ARATH Ald e hyd e  d e hyd ro g e nase  family 3 me mb e r F1 (EC 1.2.1.3)

ALDH3F1 At4g 36 250

F23E13.140
Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; NAD; Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR3420 22_TR17158 _c1_g 3_i13_le n=1510 GPPL2_ARATH
Q:36 8 -

8 20 ,H:6 6 -220
8 5.8 1%ID E:5e -114 Halo acid  d e halo g e nase -like  hyd ro lase  d o main-co ntaining  p ro te in At3g 48 420 . 0 ,527 -0 ,18 2 0 ,48 4 -0 ,19 0 -0 ,8 9 9 0 ,0 15 -0 ,59 6 0 ,9 14 -0 ,0 41 GPPL2_ARATH Halo acid  d e halo g e nase -like  hyd ro lase  d o main-co ntaining  p ro te in At3g 48 420  (EC 3.1.3.-) At3g 48 420  T29 H11.6 0 Arab id o p sis thaliana (Mo use -e ar cre ss)

3D-structure ; Chlo ro p last; Co mp le te  p ro te o me ; Hyd ro lase ; Mag ne sium; Me tal-b ind ing ; Plastid ;

Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 23_TR56 8 4_c1_g 2_i7_le n=777 NA NA NA NA NA . 0 ,258 1,0 33 0 ,452 -0 ,553 0 -1,40 7 0 ,0 25 -0 ,8 0 1 0 ,16 6 -0 ,772 . . . . . .

SRR3420 23_TR6 746 _c3_g 1_i3_le n=6 79 RTNLA_ARATH
Q:36 2-6 79 ,H:70 -

175
72.6 4%ID E:1e -49 Re ticulo n-like  p ro te in B1 PF0 2453.14^Re ticulo n^Re ticulo n^70 -152^E:2e -25 1 0 1 0 0 -7,727 0 ,9 -0 ,134 1 0 RTNLA_ARATH Re ticulo n-like  p ro te in B1 (AtRTNLB1) (VirB2-inte racting  p ro te in 1)

RTNLB1 BTI1 At4g 236 30

F9 D16 .10 0
Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Ce ll me mb rane ; Co mp le te  p ro te o me ; End o p lasmic re ticulum; Me mb rane ;

Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR3420 23_TR116 0 1_c0 _g 1_i1_le n=6 8 7 NA NA NA NA NA . 0 ,76 0 ,6 56 1 -0 ,0 21 0 -0 ,9 6 2 0 ,0 0 6 -0 ,6 38 0 ,178 0 ,6 31 . . . . . .

SRR3420 23_TR139 50 _c0 _g 1_i2_le n=554 RK12_NICSY
Q:455-6 6 ,H:1-

127
71.76 %ID E:1e -35 50 S rib o so mal p ro te in L12, chlo ro p lastic

PF16 320 .2^Rib o so mal_L12_N^Rib o so mal p ro te in L7/L12 d ime risatio n

d o main^6 2-10 9 ^E:7.3e -14
0 ,0 0 2 -0 ,6 9 0 ,79 3 -0 ,0 71 0 -0 ,8 9 5 0 ,0 15 -0 ,571 0 ,9 27 0 ,0 76 RK12_NICSY 50 S rib o so mal p ro te in L12, chlo ro p lastic (CL12)

Nico tiana sylve stris (Wo o d  to b acco )

(So uth Ame rican to b acco )
Chlo ro p last; Plastid ; Rib o nucle o p ro te in; Rib o so mal p ro te in; Transit p e p tid e

SRR3420 23_TR16 8 55_c0 _g 1_i1_le n=8 6 9 PSAEA_NICSY
Q:310 -6 72,H:21-

141
6 9 .9 2%ID E:1e -35 Pho to syste m I re actio n ce nte r sub unit IV A, chlo ro p lastic

PF0 2427.14^PSI_PsaE^Pho to syste m I re actio n ce ntre  sub unit IV / PsaE^8 2-

141^E:2.2e -30
0 ,246 0 ,242 0 ,0 19 -0 ,48 8 0 ,0 0 1 -0 ,6 8 8 0 ,0 0 2 -0 ,6 51 0 ,8 0 7 0 ,0 52 PSAEA_NICSY

Pho to syste m I re actio n ce nte r sub unit IV A, chlo ro p lastic (PSI-E A) [Cle ave d  into : Pho to syste m I re actio n ce nte r sub unit IV A

iso fo rm 2]
PSAEA

Nico tiana sylve stris (Wo o d  to b acco )

(So uth Ame rican to b acco )

Chlo ro p last; Dire ct p ro te in se q ue ncing ; Me mb rane ; Pho to synthe sis; Pho to syste m I; Plastid ;

Thylako id ; Transit p e p tid e

SRR3420 23_TR19 50 8 _c3_g 13_i17_le n=2221 BASS2_ARATH
Q:20 5-9 0 9 ,H:1-

224
6 4.6 8 %ID E:3e -8 4 So d ium/p yruvate  co transp o rte r BASS2, chlo ro p lastic

PF1359 3.3^SBF_like ^SBF-like  CPA transp o rte r family (DUF4137)^136 -

233^E:1.3e -0 6 `PF0 1758 .13^SBF^So d ium Bile  acid  symp o rte r family^143-

235^E:3.2e -30

0 ,11 -0 ,49 8 0 ,234 -0 ,517 0 -1,16 9 0 ,0 27 -0 ,6 25 0 ,0 51 0 ,524 BASS2_ARATH So d ium/p yruvate  co transp o rte r BASS2, chlo ro p lastic (Bile  acid  transp o rte r 1) (Bile  acid -so d ium symp o rte r family p ro te in 2)
BASS2 BAT1 SBF1

At2g 26 9 0 0  F12C20 .6
Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Plastid ; Re fe re nce  p ro te o me ;

Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 23_TR22755_c1_g 2_i2_le n=451 NA NA NA NA NA . 0 ,6 1 -0 ,176 0 ,9 43 0 ,0 44 0 -0 ,9 0 3 0 ,131 -0 ,352 0 ,0 6 2 0 ,6 13 . . . . . .

SRR3420 23_TR23453_c2_g 8 _i11_le n=36 17 HEM11_CUCSA
Q:16 10 -

330 7,H:1-552
8 1.27%ID E:0 Glutamyl-tRNA re d uctase  1, chlo ro p lastic

PF0 520 1.12^GlutR_N^Glutamyl-tRNAGlu re d uctase , N-te rminal

d o main^121-271^E:1.3e -38 `PF0 148 8 .17^Shikimate _DH^Shikimate  / q uinate

5-d e hyd ro g e nase ^28 7-428 ^E:5.2e -

44`PF0 2423.12^OCD_Mu_crystall^Ornithine  cyclo d e aminase /mu-crystall in

family^29 9 -38 2^E:3.5e -0 5`PF0 38 0 7.14^F420 _o xid o re d ^NADP

o xid o re d uctase  co e nzyme  F420 -d e p e nd e nt^30 4-36 9 ^E:4.3e -

0 7`PF0 3446 .12^NAD_b ind ing _2^NAD b ind ing  d o main o f 6 -

p ho sp ho g luco nate  d e hyd ro g e nase ^30 4-372^E:9 .8 e -

0 6 `PF0 0 745.17^GlutR_d ime r^Glutamyl-tRNAGlu re d uctase , d ime risatio n

d o main^442-546 ^E:2.8 e -29

0 ,8 9 5 0 ,0 48 0 ,38 2 -0 ,24 0 ,0 0 1 -0 ,78 7 0 ,0 3 -0 ,49 7 1 0 ,0 18 HEM11_CUCSA Glutamyl-tRNA re d uctase  1, chlo ro p lastic (G luTR) (EC 1.2.1.70 ) HEMA1 Cucumis sativus (Cucumb e r)
PATHWAY: Po rp hyrin-co ntaining  co mp o und  me tab o lism; p ro to p o rp hyrin-IX

b io synthe sis; 5-amino le vulinate  fro m L-g lutamyl-tRNA(Glu): ste p  1/2.

Chlo ro p hyll b io synthe sis; Chlo ro p last; NADP; Oxid o re d uctase ; Plastid ; Po rp hyrin

b io synthe sis; Transit p e p tid e

SRR3420 23_TR258 9 4_c1_g 3_i4_le n=2328 RK2B_COFAR
Q:19 8 3-

158 5,H:1-133
9 7.74%ID E:6 e -8 2 50 S rib o so mal p ro te in L2-B, chlo ro p lastic

PF0 39 47.15^Rib o so mal_L2_C^Rib o so mal Pro te ins L2, C-te rminal

d o main^1-117^E:5e -50
0 ,0 18 -0 ,574 0 ,0 21 -0 ,56 8 0 -0 ,9 9 3 0 ,0 0 2 -0 ,748 1 -0 ,6 8 3 RK2B_COFAR 50 S rib o so mal p ro te in L2-B, chlo ro p lastic rp l2-B Co ffe a arab ica (Arab ian co ffe e ) Chlo ro p last; Plastid ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 46 572_TR29 356 _c0 _g 1_i1_le n=2714 LACS9 _ARATH
Q:2235-151,H:1-

6 9 1
77.12%ID E:0 Lo ng  chain acyl-Co A synthe tase  9 , chlo ro p lastic PF0 0 50 1.25^AMP-b ind ing ^AMP-b ind ing  e nzyme ^9 7-56 2^E:2.5e -10 5 0 ,415 -0 ,348 0 ,49 3 -0 ,315 0 -1,0 6 9 0 ,0 0 2 -0 ,8 29 0 ,258 0 ,8 39 LACS9 _ARATH Lo ng  chain acyl-Co A synthe tase  9 , chlo ro p lastic (EC 6 .2.1.3)

LACS9  At1g 7759 0

T5M16 .18
Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: Lip id  me tab o lism; fatty acid  me tab o lism.

ATP-b ind ing ; Chlo ro p last; Co mp le te  p ro te o me ; Fatty acid  me tab o lism; Lig ase ; Lip id

me tab o lism; Mag ne sium; Nucle o tid e -b ind ing ; Plastid ; Re fe re nce  p ro te o me

SRR6 46 572_TR30 10 5_c1_g 1_i4_le n=6 6 2 NA NA NA NA NA . 0 ,79 -0 ,132 0 ,255 0 ,6 35 0 -7,0 44 0 ,471 -0 ,522 0 ,36 0 ,421 . . . . . .

SRR6 46 59 6 _TR10 6 71_c0 _g 1_i11_le n=220 0 G3PB_PEA
Q:18 0 4-

479 ,H:10 -451
8 7.56 %ID E:0 Glyce rald e hyd e -3-p ho sp hate  d e hyd ro g e nase  B, chlo ro p lastic

PF0 0 0 44.21^Gp _d h_N^Glyce rald e hyd e  3-p ho sp hate  d e hyd ro g e nase ,

NAD b ind ing  d o main^8 7-239 ^E:1.7e -

52`PF0 28 0 0 .17^Gp _d h_C^Glyce rald e hyd e  3-p ho sp hate  d e hyd ro g e nase ,

C-te rminal d o main^244-40 1^E:2.5e -6 5`PF0 26 72.12^CP12^CP12

d o main^430 -451^E:3.3e -0 5

0 ,212 -1,0 0 9 1 0 ,0 6 0 -1,725 0 ,0 14 -0 ,70 3 0 ,29 9 1,476 G3PB_PEA
Glyce rald e hyd e -3-p ho sp hate  d e hyd ro g e nase  B, chlo ro p lastic (EC 1.2.1.13) (NADP-d e p e nd e nt g lyce rald e hyd e p ho sp hate

d e hyd ro g e nase  sub unit B)
GAPB GPB1 Pisum sativum (Gard e n p e a) PATHWAY: Carb o hyd rate  b io synthe sis; Calvin cycle . Calvin cycle ; Chlo ro p last; NADP; Oxid o re d uctase ; Plastid ; Transit p e p tid e

SRR6 46 59 6 _TR129 6 1_c0 _g 1_i1_le n=150 7 PSBO_SOLTU
Q:136 9 -371,H:1-

332
8 8 .59 %ID E:0 Oxyg e n-e vo lving  e nhance r p ro te in 1, chlo ro p lastic

PF0 1716 .15^MSP^Mang ane se -stab il is ing  p ro te in / p ho to syste m II

p o lyp e p tid e ^146 -378 ^E:1.4e -9 8
0 ,43 -0 ,212 0 ,6 58 -0 ,135 0 -0 ,8 8 7 0 ,0 17 -0 ,58 3 0 ,18 8 0 ,6 6 3 PSBO_SOLTU

Oxyg e n-e vo lving  e nhance r p ro te in 1, chlo ro p lastic (OEE1) (33 kDa sub unit o f o xyg e n e vo lving  syste m o f p ho to syste m II)

(33 kDa thylako id  me mb rane  p ro te in) (OEC 33 kDa sub unit)
PSBO So lanum tub e ro sum (Po tato )

Chlo ro p last; Co mp le te  p ro te o me ; Mang ane se ; Me mb rane ; Pho to synthe sis; Pho to syste m II;

Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

SRR6 46 59 6 _TR16 9 9 5_c0 _g 1_i9 _le n=2470 NA NA NA NA NA . 1 -0 ,135 0 ,118 2,0 0 5 0 -1,29 6 0 ,0 0 4 -1,0 23 0 ,254 4,46 5 . . . . . .

SRR6 46 59 6 _TR29 26 2_c0 _g 2_i3_le n=6 439 RK2A_COFAR
Q:6 0 12-

519 1,H:1-274
9 8 .9 1%ID E:6 e -16 8 50 S rib o so mal p ro te in L2-A, chlo ro p lastic

PF0 119 3.21^RNA_p o l_L^RNA p o lyme rase  Rp b 3/Rp b 11 d ime risatio n

d o main^35-225^E:6 .3e -14`PF0 10 0 0 .23^RNA_p o l_A_b ac^RNA p o lyme rase

Rp b 3/Rp o A inse rt d o main^6 8 -157^E:3.6 e -15

0 ,10 1 -0 ,474 0 ,0 13 -0 ,76 9 0 -1,319 0 ,0 0 1 -1,0 17 0 ,0 0 2 -0 ,79 7 RK2A_COFAR 50 S rib o so mal p ro te in L2-A, chlo ro p lastic rp l2-A Co ffe a arab ica (Arab ian co ffe e ) Chlo ro p last; Plastid ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 46 6 0 4_TR119 0 1_c0 _g 1_i5_le n=26 71 PSY_CAPAN
Q:59 9 -1723,H:1-

36 8
78 .4%ID E:0

Bifunctio nal 15-cis-p hyto e ne  synthase , chro mo p lastic

{ECO:0 0 0 0 30 3|Pub Me d :16 578 8 35}
PF0 0 49 4.16 ^SQS_PSY^Sq uale ne /p hyto e ne  synthase ^150 -378 ^E:1.7e -6 5 0 ,8 78 -0 ,172 0 ,472 -0 ,715 0 -1,56 6 0 ,0 19 -0 ,9 34 0 ,0 52 1,48 2 PSY_CAPAN

Bifunctio nal 15-cis-p hyto e ne  synthase , chro mo p lastic (EC 2.5.1.32) (Ge ranylg e ranyl p yro p ho sp hate

g e ranylg e ranyltransfe rase ) (Phyto e ne  synthase )
PSY1 Cap sicum annuum (Be ll p e p p e r)

PATHWAY: Caro te no id  b io synthe sis; p hyto e ne  b io synthe sis; all-trans-p hyto e ne  fro m

g e ranylg e ranyl d ip ho sp hate : ste p  1/1. {ECO:0 0 0 0 30 5}.

Caro te no id  b io synthe sis; Chro mo p last; Iso p re ne  b io synthe sis; Multifunctio nal e nzyme ;

Plastid ; Transfe rase ; Transit p e p tid e

SRR6 46 6 0 4_TR1258 0 _c1_g 2_i21_le n=146 0 NA NA NA NA NA . 1 -0 ,39 1 0 ,50 2 -2,9 2 0 ,0 0 1 -1,8 41 0 ,0 0 2 -1,58 0 ,76 0 ,6 79 . . . . . .

SRR6 46 6 0 4_TR246 23_c0 _g 1_i1_le n=29 52 ATPD_TOBAC
Q:1536 -

228 8 ,H:1-247
73.71%ID E:3e -120 ATP synthase  d e lta chain, chlo ro p lastic

PF0 2536 .11^mTERF^mTERF^39 -217^E:1e -

22`PF0 2536 .11^mTERF^mTERF^175-349 ^E:3.5e -20
0 ,6 31 -0 ,20 4 0 ,0 24 -0 ,78 2 0 -1,0 38 0 ,0 0 3 -0 ,8 44 0 ,459 -0 ,178 ATPD_TOBAC ATP synthase  d e lta chain, chlo ro p lastic (F-ATPase  d e lta chain) ATPD Nico tiana tab acum (Co mmo n to b acco )

ATP synthe sis; CF(1); Chlo ro p last; Hyd ro g e n io n transp o rt; Io n transp o rt; Me mb rane ; Plastid ;

Thylako id ; Transit p e p tid e ; Transp o rt

SRR6 46 6 0 4_TR37356 _c1_g 4_i4_le n=19 15 PPCK1_ARATH
Q:18 49 -

10 6 1,H:6 -26 8
52.8 3%ID E:2e -9 1 Pho sp ho e no lp yruvate  carb o xylase  kinase  1

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^33-28 6 ^E:9 .7e -

70 `PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^36 -28 5^E:2e -

29 `PF14531.3^Kinase -like ^Kinase -like ^118 -271^E:4.3e -0 7

1 -0 ,58 6 0 ,46 1 -1,379 0 -2,6 9 9 0 ,0 0 2 -1,9 8 1 0 ,6 29 1,226 PPCK1_ARATH Pho sp ho e no lp yruvate  carb o xylase  kinase  1 (AtPPCK1) (EC 2.7.11.1)
PPCK1 At1g 0 8 6 50

F22O13.13
Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Kinase ; Nucle o tid e -b ind ing ; Pyruvate ;

Re fe re nce  p ro te o me ; Se rine /thre o nine -p ro te in kinase ; Transfe rase

SRR6 48 70 5_TR13253_c0 _g 2_i2_le n=38 54 ALFC2_ARATH
Q:3324-

2134,H:1-39 8
8 8 .72%ID E:0 Pro b ab le  fructo se -b isp ho sp hate  ald o lase  2, chlo ro p lastic

PF0 0 274.16 ^Glyco lytic^Fructo se -b isp ho sp hate  ald o lase  class-I^53-

39 7^E:2.1e -158
0 ,552 -0 ,233 1 0 ,0 31 0 -0 ,9 25 0 ,0 19 -0 ,515 0 2,16 7 ALFC2_ARATH Pro b ab le  fructo se -b isp ho sp hate  ald o lase  2, chlo ro p lastic (EC 4.1.2.13)

FBA2 At4g 38 9 70

F19 H22.70
Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Carb o hyd rate  d e g rad atio n; g lyco lysis; D-g lyce rald e hyd e  3-p ho sp hate

and  g lyce ro ne  p ho sp hate  fro m D-g luco se : ste p  4/4.

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; G lyco lysis; Lyase ; Me thylatio n;

Pho sp ho p ro te in; Plastid ; Re fe re nce  p ro te o me ; Schiff b ase ; Transit p e p tid e

SRR6 48 70 5_TR15129 _c0 _g 1_i1_le n=39 51 IF2C_ARATH
Q:3472-476 ,H:3-

10 10
6 8 .34%ID E:0 Translatio n initiatio n facto r IF-2, chlo ro p lastic

PF0 0 0 0 9 .24^GTP_EFTU^Elo ng atio n facto r Tu GTP b ind ing  d o main^48 1-

6 41^E:4e -33`PF0 19 26 .20 ^MMR_HSR1^50 S rib o so me -b ind ing

GTPase ^48 2-59 0 ^E:6 e -0 8 `PF0 0 0 71.19 ^Ras^Ras family^48 2-6 40 ^E:2.4e -

0 6 `PF119 8 7.5^IF-2^Translatio n-initiatio n facto r 2^78 6 -8 77^E:3.5e -29

0 ,26 3 -0 ,374 0 ,38 7 -0 ,49 6 0 -0 ,9 33 0 ,0 28 -0 ,574 0 ,0 59 1,229 IF2C_ARATH Translatio n initiatio n facto r IF-2, chlo ro p lastic At1g 17220  F20 D23.8 Arab id o p sis thaliana (Mo use -e ar cre ss)
Chlo ro p last; Co mp le te  p ro te o me ; GTP-b ind ing ; Initiatio n facto r; Nucle o tid e -b ind ing ; Plastid ;

Pro te in b io synthe sis; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR6 48 70 5_TR16 6 9 8 _c0 _g 1_i4_le n=2213 GLO1_ARATH
Q:8 38 -

19 44,H:1-36 7
9 1.33%ID E:0 Pe ro xiso mal (S)-2-hyd ro xy-acid  o xid ase  GLO1

PF0 10 70 .15^FMN_d h^FMN-d e p e nd e nt d e hyd ro g e nase ^13-355^E:1.8 e -

137`PF0 0 478 .22^IMPDH^IMP d e hyd ro g e nase  / GMP re d uctase

d o main^26 5-311^E:4.5e -0 6

0 ,528 -0 ,152 0 ,771 -0 ,0 6 8 0 -0 ,8 0 1 0 ,0 0 5 -0 ,58 3 0 ,6 11 0 ,113 GLO1_ARATH
Pe ro xiso mal (S)-2-hyd ro xy-acid  o xid ase  GLO1 (EC 1.1.3.15) (G lyco late  o xid ase  1) (AtGLO1) (GOX 1) (Sho rt chain alp ha-

hyd ro xy acid  o xid ase  GLO1)
GLO1 At3g 14420  MAO2.2 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Pho to synthe sis; p ho to re sp iratio n; g lycine  fro m 2-p ho sp ho g lyco late : ste p

2/3.

Ace tylatio n; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; FMN;

Flavo p ro te in; G lyco late  p athway; Oxid o re d uctase ; Pe ro xiso me ; Pho to re sp iratio n; Re fe re nce

p ro te o me

SRR6 48 70 5_TR3410 7_c0 _g 1_i1_le n=140 0 RRFC_SPIOL
Q:10 6 6 -

353,H:34-271
72.27%ID E:1e -110 Rib o so me -re cycling  facto r, chlo ro p lastic PF0 176 5.16 ^RRF^Rib o so me  re cycling  facto r^10 9 -270 ^E:1e -6 1 0 ,0 31 -0 ,559 0 ,213 -0 ,353 0 -1,121 0 ,0 0 4 -0 ,76 4 0 ,18 0 ,572 RRFC_SPIOL Rib o so me -re cycling  facto r, chlo ro p lastic (RRF) (Cp Frr) (RRFHCP) (Rib o so me -re le asing  facto r, chlo ro p lastic) RRF FRRHCP Sp inacia o le race a (Sp inach)

Chlo ro p last; Co ile d  co il; Dire ct p ro te in se q ue ncing ; Plastid ; Pro te in b io synthe sis; Transit

p e p tid e

SRR6 48 70 7_TR5440 _c0 _g 1_i1_le n=1710 SAT3_ARATH
Q:138 -

1319 ,H:10 -39 1
6 0 .1%ID E:2e -153 Se rine  ace tyltransfe rase  3, mito cho nd rial

PF0 6 426 .11^SATase _N^Se rine  ace tyltransfe rase , N-te rminal^133-

237^E:1.3e -36 `PF0 0 132.21^He xap e p ^Bacte rial transfe rase  he xap e p tid e

(six re p e ats)^26 8 -30 8 ^E:0 .0 0 16 `PF0 0 132.21^He xap e p ^Bacte rial

transfe rase  he xap e p tid e  (s ix re p e ats)^317-351^E:2.8 e -

10 `PF146 0 2.3^He xap e p _2^He xap e p tid e  re p e at o f succinyl-

transfe rase ^319 -351^E:2.5e -0 6 `PF13436 .3^Gly-zip p e r_Omp A^Glycine -

zip p e r d o main^332-348 ^E:0 .75

1 -0 ,0 3 1 -0 ,115 0 -1,19 3 0 ,0 6 -0 ,474 0 ,0 26 1,0 9 6 SAT3_ARATH Se rine  ace tyltransfe rase  3, mito cho nd rial (AtSAT-3) (AtSERAT2;2) (SAT-m) (EC 2.3.1.30 )
SAT3 SAT1 SATA

At3g 13110  MJG19 .6
Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-cyste ine  b io synthe sis; L-cyste ine  fro m L-

se rine : ste p  1/2.

Acyltransfe rase ; Amino -acid  b io synthe sis; Co mp le te  p ro te o me ; Mito cho nd rio n; Re fe re nce

p ro te o me ; Transfe rase ; Transit p e p tid e

SRR6 48 70 7_TR18 338 _c0 _g 1_i2_le n=28 6 2 TKTC_SOLTU
Q:18 6 -2414,H:1-

740
8 7.37%ID E:0 Transke to lase , chlo ro p lastic

PF0 0 456 .18 ^Transke to lase _N^Transke to lase , thiamine  d ip ho sp hate

b ind ing  d o main^8 6 -417^E:1.7e -

154`PF0 2779 .21^Transke t_p yr^Transke to lase , p yrimid ine  b ind ing

d o main^435-6 0 5^E:6 .5e -44`PF0 278 0 .17^Transke to lase _C^Transke to lase ,

C-te rminal d o main^6 30 -736 ^E:2e -13

0 ,0 4 -0 ,511 0 ,0 59 -0 ,5 0 -0 ,8 73 0 ,0 22 -0 ,50 8 0 ,46 9 0 ,16 5 TKTC_SOLTU Transke to lase , chlo ro p lastic (TK) (EC 2.2.1.1) So lanum tub e ro sum (Po tato ) PATHWAY: Carb o hyd rate  b io synthe sis; Calvin cycle .
Calc ium; Chlo ro p last; Co mp le te  p ro te o me ; Mag ne sium; Me mb rane ; Me tal-b ind ing ; Plastid ;

Re fe re nce  p ro te o me ; Thiamine  p yro p ho sp hate ; Thylako id ; Transfe rase ; Transit p e p tid e

SRR6 48 70 7_TR376 51_c0 _g 1_i1_le n=521 ADF1_PETHY
Q:250 -519 ,H:1-

9 0
9 0 %ID E:2e -40 Actin-d e p o lyme riz ing  facto r 1 . 0 ,0 17 5,775 0 ,50 2 4,20 1 0 ,0 0 1 -1,9 47 1 -0 ,0 25 1 -1,0 8 8 ADF1_PETHY Actin-d e p o lyme riz ing  facto r 1 (ADF-1) ADF1 Pe tunia hyb rid a (Pe tunia) Actin-b ind ing

SRR9 24147_TR20 70 _c0 _g 1_i1_le n=148 7 NA NA NA NA NA PF0 49 8 2.10 ^HPP^HPP family^140 -249 ^E:2.1e -21 0 ,59 4 -0 ,272 0 ,526 -0 ,30 5 0 ,0 0 1 -1,0 18 0 ,0 2 -0 ,6 8 5 0 ,8 48 -0 ,259 . . . . . .

SRR9 24147_TR59 31_c0 _g 2_i1_le n=2431 RHM1_ARATH
Q:153-2156 ,H:1-

6 6 9
8 4.3%ID E:0

Trifunctio nal UDP-g luco se  4,6 -d e hyd ratase /UDP-4-ke to -6 -d e o xy-D-g luco se

3,5-e p ime rase /UDP-4-ke to -L-rhamno se -re d uctase  RHM1

{ECO:0 0 0 0 30 5|Pub Me d :1719 0 8 29 }

PF0 4321.14^RmlD_sub _b ind ^RmlD sub strate  b ind ing  d o main^8 -

317^E:1.7e -15`PF0 1370 .18 ^Ep ime rase ^NAD d e p e nd e nt

e p ime rase /d e hyd ratase  family^9 -251^E:2.7e -

54`PF0 2719 .12^Po lysacc_synt_2^Po lysaccharid e  b io synthe sis p ro te in^9 -

276 ^E:1.3e -18 `PF16 36 3.2^GDP_Man_De hyd ^GDP-manno se  4,6

d e hyd ratase ^10 -315^E:7.5e -70 `PF0 10 73.16 ^3Be ta_HSD^3-b e ta

hyd ro xyste ro id  d e hyd ro g e nase /iso me rase  family^10 -235^E:1.2e -

24`PF0 79 9 3.9 ^NAD_b ind ing _4^Male  ste ril ity p ro te in^11-19 1^E:5.5e -

19 `PF0 4321.14^RmlD_sub _b ind ^RmlD sub strate  b ind ing  d o main^38 5-

557^E:3.7e -12`PF0 1370 .18 ^Ep ime rase ^NAD d e p e nd e nt

e p ime rase /d e hyd ratase  family^414-540 ^E:8 .5e -11

0 ,555 -0 ,352 0 ,0 23 -1,6 38 0 -2,0 76 0 ,0 0 2 -1,8 3 0 ,376 -0 ,49 RHM1_ARATH

Trifunctio nal UDP-g luco se  4,6 -d e hyd ratase /UDP-4-ke to -6 -d e o xy-D-g luco se  3,5-e p ime rase /UDP-4-ke to -L-rhamno se -

re d uctase  RHM1 (Pro te in REPRESSOR OF LRX1 1) (Rhamno se  b io synthe tic e nzyme  1) (AtRHM1) [Includ e s: UDP-g luco se

4,6 -d e hyd ratase  (EC 4.2.1.76 ); UDP-4-ke to -6 -d e o xy-D-g luco se  3,5-e p ime rase /UDP-4-ke to -L-rhamno se  4-ke to -re d uctase  (EC

1.1.1.-) (EC 5.1.3.-)]

RHM1 ROL1 At1g 78 570

T30 F21.10
Arab id o p sis thaliana (Mo use -e ar cre ss) PATHWAY: Carb o hyd rate  b io synthe sis. {ECO:0 0 0 0 30 5}.

Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; Cyto p lasm; Iso me rase ; Lyase ;

Multifunctio nal e nzyme ; NAD; NADP; Oxid o re d uctase ; Re fe re nce  p ro te o me ; Ub l co njug atio n

SRR9 24147_TR14324_c0 _g 2_i1_le n=20 8 1 PLGG1_ARATH
Q:176 2-

329 ,H:37-512
74.9 %ID E:0 Plastid al g lyco late /g lyce rate  translo cato r 1, chlo ro p lastic PF0 4172.13^Lrg B^Lrg B-like  family^28 5-50 8 ^E:1.4e -40 0 ,9 6 8 0 ,0 21 0 ,20 5 0 ,325 0 -0 ,9 9 7 0 ,0 0 3 -0 ,744 0 ,13 0 ,473 PLGG1_ARATH Plastid al g lyco late /g lyce rate  translo cato r 1, chlo ro p lastic (Bacte rial me mb rane  p ro te in Lrg B-like  p ro te in) (AtLrg B)

PLGG1 At1g 320 8 0

F3C3.12 T12O21.2
Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Pho to re sp iratio n; Plastid ;

Re fe re nce  p ro te o me ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR9 24147_TR26 451_c0 _g 1_i1_le n=179 5 NA NA NA NA NA . 1 -0 ,0 15 0 ,29 -0 ,50 4 0 -0 ,8 9 3 0 ,0 12 -0 ,6 14 0 ,0 5 -0 ,734 . . . . . .

SRR9 24148 _TR1550 9 _c0 _g 1_i1_le n=20 6 2 UVR8 _ARATH
Q:9 39 -

412,H:171-345
40 .6 8 %ID E:5e -32 Ultravio le t-B re ce p to r UVR8

PF13540 .3^RCC1_2^Re g ulato r o f chro mo so me  co nd e nsatio n (RCC1)

re p e at^177-20 0 ^E:9 .1e -0 6 `PF13540 .3^RCC1_2^Re g ulato r o f chro mo so me

co nd e nsatio n (RCC1) re p e at^29 8 -327^E:6 .2e -

0 7`PF0 0 415.15^RCC1^Re g ulato r o f chro mo so me  co nd e nsatio n (RCC1)

re p e at^315-39 1^E:1.4e -0 7`PF13540 .3^RCC1_2^Re g ulato r o f chro mo so me

co nd e nsatio n (RCC1) re p e at^378 -40 7^E:1.2e -

0 5`PF0 0 415.15^RCC1^Re g ulato r o f chro mo so me  co nd e nsatio n (RCC1)

re p e at^39 5-443^E:4.3e -10 `PF13540 .3^RCC1_2^Re g ulato r o f chro mo so me

co nd e nsatio n (RCC1) re p e at^433-459 ^E:2.7e -

0 6 `PF0 0 415.15^RCC1^Re g ulato r o f chro mo so me  co nd e nsatio n (RCC1)

re p e at^446 -49 7^E:2.2e -12`PF13540 .3^RCC1_2^Re g ulato r o f chro mo so me

co nd e nsatio n (RCC1) re p e at^48 7-513^E:5e -

10 `PF0 0 415.15^RCC1^Re g ulato r o f chro mo so me  co nd e nsatio n (RCC1)

re p e at^50 0 -548 ^E:3.2e -12

1 -0 ,6 0 1 1 0 ,50 6 0 ,0 0 1 -1,29 5 0 ,0 0 1 -1,26 2 1 -0 ,173 UVR8 _ARATH Ultravio le t-B re ce p to r UVR8  (Pro te in UV-B RESISTANCE 8 ) (RCC1 d o main-co ntaining  p ro te in UVR8 )
UVR8  At5g 6 38 6 0

MGI19 .7
Arab id o p sis thaliana (Mo use -e ar cre ss)

3D-structure ; Ace tylatio n; Chro mo p ho re ; Co mp le te  p ro te o me ; Cyto p lasm; Nucle us;

Pho to re ce p to r p ro te in; Re ce p to r; Re fe re nce  p ro te o me ; Re p e at; Se nso ry transd uctio n

SRR9 24148 _TR28 214_c0 _g 1_i1_le n=8 55 PSAN_ARATH
Q:18 5-6 8 8 ,H:1-

16 8
6 9 .19 %ID E:2e -6 0 Pho to syste m I re actio n ce nte r sub unit N, chlo ro p lastic

PF0 5479 .8 ^PsaN^Pho to syste m I re actio n ce ntre  sub unit N (PSAN o r PSI-

N)^10 4-232^E:7.3e -6 8
1 -3,475 1 -3,50 4 0 -8 ,0 16 0 ,9 15 0 ,0 9 1 0 ,0 8 5 -0 ,751 PSAN_ARATH Pho to syste m I re actio n ce nte r sub unit N, chlo ro p lastic (PSI-N)

PSAN At5g 6 40 40

MHJ24.2
Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ;

Me mb rane ; Pho to synthe sis; Pho to syste m I; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit

p e p tid e

SRR9 24148 _TR30 734_c0 _g 1_i1_le n=2758 DXS_CAPAN
Q:238 2-226 ,H:1-

719
8 7.24%ID E:0 Pro b ab le  1-d e o xy-D-xylulo se -5-p ho sp hate  synthase , chlo ro p lastic

PF1329 2.3^DXP_synthase _N^1-d e o xy-D-xylulo se -5-p ho sp hate  synthase ^76 -

36 1^E:5.5e -114`PF0 0 6 76 .17^E1_d h^De hyd ro g e nase  E1 co mp o ne nt^18 7-

247^E:4.1e -0 5`PF0 2779 .21^Transke t_p yr^Transke to lase , p yrimid ine

b ind ing  d o main^39 8 -559 ^E:8 .1e -

44`PF0 278 0 .17^Transke to lase _C^Transke to lase , C-te rminal d o main^577-

70 0 ^E:9 .8 e -31

0 ,0 37 -0 ,525 0 ,0 17 0 ,6 77 0 -1,0 74 0 ,23 -0 ,30 7 0 ,0 9 0 ,9 34 DXS_CAPAN
Pro b ab le  1-d e o xy-D-xylulo se -5-p ho sp hate  synthase , chlo ro p lastic (1-d e o xyxylulo se -5-p ho sp hate  synthase ) (DXP synthase )

(DXPS) (EC 2.2.1.7) (Cap TKT2)
TKT2 Cap sicum annuum (Be ll p e p p e r)

PATHWAY: Me tab o lic inte rme d iate  b io synthe sis; 1-d e o xy-D-xylulo se  5-p ho sp hate

b io synthe sis; 1-d e o xy-D-xylulo se  5-p ho sp hate  fro m D-g lyce rald e hyd e  3-p ho sp hate

and  p yruvate : ste p  1/1.

Chlo ro p last; Iso p re ne  b io synthe sis; Mag ne sium; Me tal-b ind ing ; Plastid ; Thiamine

b io synthe sis; Thiamine  p yro p ho sp hate ; Transfe rase ; Transit p e p tid e

MsDamaged24h_MsIntact24h

T ranscript  (CDF9 7 ) Uniprot  homolog BLAST X Posit ion
BLAST X

%Ide nt it y

BLAST X

e value
Uniprot  de scr Pf am PValue _Ms6 h logFC_Ms6 h PValue _Ms8h logFC_Ms8h PValue _MsDamage d24 h logFC_MsDamage d24 h PValue _MsInt act 24 h logFC_MsInt act 24 h PValue _Ms1wk logFC_Ms1wk Ent ry.name Prot e in name s Ge ne  name s Organism Pat hway Ke ywords

SRR11446 33_TR11351_c0 _g 2_i1_le n=1413 NA NA NA NA NA
PF11250 .5^FAF^Fantastic Fo ur me riste m re g ulato r^16 0 -

20 9 ^E:1.6 e -16
0 ,211 -0 ,8 22 0 ,0 76 -2,6 0 4 0 -3,524 0 -3,78 5 0 ,0 35 -1,6 15 . . . . . .

SRR11446 33_TR1170 7_c0 _g 3_i4_le n=1279 CB12_SOLLC
Q:10 9 4-29 7,H:1-

26 5
8 9 .8 5%ID E:5e -174 Chlo ro p hyll a-b  b ind ing  p ro te in 7, chlo ro p lastic

PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^75-

241^E:1e -51
0 ,229 -0 ,27 0 ,0 0 1 -0 ,753 0 -1,123 0 -0 ,9 18 0 ,412 0 ,549 CB12_SOLLC Chlo ro p hyll a-b  b ind ing  p ro te in 7, chlo ro p lastic (LHCI typ e  II CAB-7) CAB7

So lanum lyco p e rsicum (To mato ) (Lyco p e rsico n

e scule ntum)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Mag ne sium; Me mb rane ; Me tal-b ind ing ; Pho sp ho p ro te in;

Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ;

Transme mb rane ; Transme mb rane  he lix

SRR11446 33_TR14325_c0 _g 1_i1_le n=29 9 7 CNGC2_ARATH
Q:540 -26 9 6 ,H:5-

726
72.53%ID E:0 Cyclic nucle o tid e -g ate d  io n channe l 2

PF0 0 520 .28 ^Io n_trans^Io n transp o rt p ro te in^130 -454^E:1.5e -

12`PF0 0 0 27.26 ^cNMP_b ind ing ^Cyclic nucle o tid e -b ind ing

d o main^556 -6 43^E:1.2e -0 6 `PF0 0 6 12.24^IQ^IQ calmo d ulin-

b ind ing  mo tif^6 73-6 8 9 ^E:0 .18

0 ,424 -0 ,29 2 0 ,0 58 -0 ,79 2 0 -1,14 0 -1,154 0 ,6 26 -0 ,216 CNGC2_ARATH
Cyclic nucle o tid e -g ate d  io n channe l 2 (AtCNGC2) (Cyclic nucle o tid e - and  calmo d ulin-re g ulate d  io n channe l 2) (Pro te in

DEFENSE NO DEATH 1)
CNGC2 DND1 At5g 15410  T20 K14_20 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Calmo d ulin-b ind ing ; Ce ll me mb rane ; Co mp le te  p ro te o me ; Io n channe l; Io n transp o rt; Lig and -g ate d

io n channe l; Me mb rane ; Nucle o tid e -b ind ing ; Plant d e fe nse ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane

he lix; Transp o rt; cAMP; cAMP-b ind ing ; cGMP; cGMP-b ind ing

SRR11446 33_TR17118 _c0 _g 1_i1_le n=230 1 HSP72_SOLLC
Q:2145-20 8 ,H:1-

6 44
9 4.58 %ID E:0 He at sho ck co g nate  70  kDa p ro te in 2

PF0 0 0 12.17^HSP70 ^Hsp 70  p ro te in^9 -6 18 ^E:1.3e -

26 8 `PF0 6 723.10 ^Mre B_Mb l^Mre B/Mb l p ro te in^127-38 0 ^E:8 .4e -14
0 ,16 1 -0 ,36 2 0 5,349 0 -9 ,16 8 0 -2,36 4 0 ,6 6 3 0 ,476 HSP72_SOLLC He at sho ck co g nate  70  kDa p ro te in 2 HSC-2

So lanum lyco p e rsicum (To mato ) (Lyco p e rsico n

e scule ntum)
ATP-b ind ing ; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ; Stre ss re sp o nse

SRR11446 33_TR19 6 40 _c0 _g 2_i1_le n=9 20 RPBAL_ARATH Q:8 4-29 0 ,H:1-6 9 9 1.3%ID E:4e -39
DNA-d ire cte d  RNA p o lyme rase  sub unit 10 -like  p ro te in

{ECO:0 0 0 0 30 3|Pub Me d :19 110 459 }
. 0 7,49 8 0 6 ,8 32 0 -7,425 0 -5,8 51 1 0 ,0 28 RPBAL_ARATH

DNA-d ire cte d  RNA p o lyme rase  sub unit 10 -like  p ro te in (ABC10 ) (DNA-d ire cte d  RNA p o lyme rase  III sub unit L) (DNA-

d ire cte d  RNA p o lyme rase s I, II, and  III sub unit RPABC5) (RNA p o lyme rase s I, II, and  III sub unit ABC5) (RPB10  ho mo lo g )
NRPB10 L At1g 6 170 0  T13M11.6 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; DNA-d ire cte d  RNA p o lyme rase ; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n; Zinc

SRR11446 33_TR2238 4_c0 _g 1_i1_le n=76 8 ALFC2_ARATH Q:49 7-3,H:12-177 8 1.33%ID E:9 e -8 9
Pro b ab le  fructo se -b isp ho sp hate  ald o lase  2,

chlo ro p lastic

PF0 0 274.16 ^Glyco lytic^Fructo se -b isp ho sp hate  ald o lase  class-

I^132-255^E:1.2e -51
0 ,8 7 -0 ,219 0 ,0 9 4 1,352 0 -1,34 0 -0 ,8 6 7 0 ,29 8 0 ,56 2 ALFC2_ARATH Pro b ab le  fructo se -b isp ho sp hate  ald o lase  2, chlo ro p lastic (EC 4.1.2.13) FBA2 At4g 38 9 70  F19 H22.70 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Carb o hyd rate  d e g rad atio n;

g lyco lysis; D-g lyce rald e hyd e  3-p ho sp hate

and  g lyce ro ne  p ho sp hate  fro m D-g luco se :

ste p  4/4.

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; G lyco lysis; Lyase ; Me thylatio n; Pho sp ho p ro te in; Plastid ;

Re fe re nce  p ro te o me ; Schiff b ase ; Transit p e p tid e

SRR11446 33_TR349 0 4_c0 _g 1_i1_le n=2150 C76 B6 _CATRO
Q:18 9 -16 6 4,H:6 -

49 0
50 .6 1%ID E:2e -16 3 Ge ranio l 8 -hyd ro xylase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^35-48 4^E:9 e -114 1 0 ,235 0 2,458 0 -1,50 5 0 -1,446 1 0 ,236 C76 B6 _CATRO Ge ranio l 8 -hyd ro xylase  (EC 1.14.13.152) (Cyto chro me  P450  76 B6 ) (Ge ranio l 10 -hyd ro xylase ) (CrG10 H) CYP76 B6  G10 H

Catharanthus ro se us (Mad ag ascar p e riwinkle ) (Vinca

ro se a)

Dire ct p ro te in se q ue ncing ; End o p lasmic re ticulum; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP;

Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix

SRR11446 34_TR49 50 _c1_g 1_i4_le n=10 31 RBS_PINTH
Q:6 34-8 52,H:9 8 -

170
6 8 .49 %ID E:2e -52

Rib ulo se  b isp ho sp hate  carb o xylase  small chain,

chlo ro p lastic

PF12338 .5^Rb cS^Rib ulo se -1,5-b isp ho sp hate  carb o xylase  small

sub unit^4-44^E:2.1e -23`PF0 0 10 1.17^RuBisCO_small^Rib ulo se

b isp ho sp hate  carb o xylase , small chain^71-10 5^E:3.1e -0 9

0 ,0 8 5 0 ,56 9 0 ,0 36 0 ,50 1 0 -1,238 0 -1,144 0 ,0 13 -0 ,516 RBS_PINTH Rib ulo se  b isp ho sp hate  carb o xylase  small chain, chlo ro p lastic (RuBisCO small sub unit) (EC 4.1.1.39 ) RBCS
Pinus thunb e rg ii (Jap ane se  b lack p ine ) (Pinus

thunb e rg iana)

Calvin cycle ; Carb o n d io xid e  fixatio n; Chlo ro p last; Lyase ; Mo no o xyg e nase ; Oxid o re d uctase ; Pho to re sp iratio n;

Pho to synthe sis; Plastid ; Transit p e p tid e

SRR11446 34_TR8 6 9 6 _c0 _g 2_i1_le n=1529 CADH6 _ORYSJ
Q:19 4-126 4,H:2-

358
73.6 7%ID E:0 Pro b ab le  c innamyl alco ho l d e hyd ro g e nase  6

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like

d o main^37-150 ^E:3.9 e -26 `PF0 28 26 .16 ^2-Hacid _d h_C^D-iso me r

sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , NAD b ind ing

d o main^18 3-228 ^E:1.3e -0 6 `PF0 0 10 7.23^ADH_zinc_N^Zinc-

b ind ing  d e hyd ro g e nase ^19 6 -318 ^E:3.4e -20

0 ,442 -0 ,19 6 0 ,0 0 3 -0 ,8 9 7 0 -1,29 6 0 -1,30 9 0 ,0 77 0 ,435 CADH6 _ORYSJ Pro b ab le  c innamyl alco ho l d e hyd ro g e nase  6  (OsCAD6 ) (EC 1.1.1.19 5)
CAD6  Os0 4g 0 229 10 0  LOC_Os0 4g 159 20

OSJNBa0 0 6 5B15.8
Oryza sativa sub sp . jap o nica (Rice )

PATHWAY: Aro matic co mp o und  me tab o lism;

p he nylp ro p ano id  b io synthe sis.
Co mp le te  p ro te o me ; Lig nin b io synthe sis; Me tal-b ind ing ; NADP; Oxid o re d uctase ; Re fe re nce  p ro te o me ; Zinc

SRR11446 34_TR34776 _c0 _g 2_i1_le n=448 5 GUN8 _ARATH
Q:340 4-

448 3,H:128 -48 7
79 .44%ID E:0 End o g lucanase  8

PF14223.3^Re tro tran_g ag _2^g ag -p o lyp e p tid e  o f LTR co p ia-

typ e ^59 -18 7^E:7e -34`PF0 0 0 9 8 .20 ^zf-CCHC^Zinc knuckle ^227-

242^E:0 .0 0 0 34`PF139 76 .3^g ag _p re -inte g rs^GAG-p re -inte g rase

d o main^39 7-46 4^E:1.3e -14`PF0 0 6 6 5.23^rve ^Inte g rase  co re

d o main^48 0 -59 4^E:2.5e -26

0 ,0 34 -1,0 52 1 3,313 0 -4,0 56 0 -3,734 1 0 GUN8 _ARATH End o g lucanase  8  (EC 3.2.1.4) (Ce llulase  1) (AtCEL1) (End o -1,4-b e ta g lucanase  8 ) CEL1 At1g 70 710  F5A18 .11 Arab id o p sis thaliana (Mo use -e ar cre ss)
Carb o hyd rate  me tab o lism; Ce ll wall b io g e ne sis/d e g rad atio n; Ce llulo se  d e g rad atio n; Co mp le te  p ro te o me ;

Glyco p ro te in; G lyco sid ase ; Hyd ro lase ; Po lysaccharid e  d e g rad atio n; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR11446 34_TR39 0 9 6 _c0 _g 1_i1_le n=8 6 9 NA NA NA NA NA
PF0 246 6 .16 ^Tim17^Tim17/Tim22/Tim23/Pmp 24 family^35-

127^E:1e -0 9
0 8 ,6 8 6 0 7,332 0 -6 ,345 0 -6 ,9 6 8 1 0 . . . . . .

SRR122236 _TR26 18 6 _c0 _g 1_i1_le n=2251 PII2_ARATH
Q:728 -19 0 9 ,H:19 -

423
58 .8 2%ID E:9 e -133 Pirifo rmo sp o ra ind ica-inse nsitive  p ro te in 2

PF138 55.3^LRR_8 ^Le ucine  rich re p e at^19 4-253^E:4.5e -

0 7`PF0 0 56 0 .30 ^LRR_1^Le ucine  Rich Re p e at^218 -

240 ^E:0 .1`PF138 55.3^LRR_8 ^Le ucine  rich re p e at^235-277^E:1.3e -

0 7

0 ,0 26 -1,0 51 0 ,0 16 -2,379 0 -1,9 71 0 -2,30 3 0 ,48 4 0 ,355 PII2_ARATH Pirifo rmo sp o ra ind ica-inse nsitive  p ro te in 2 PII-2 At1g 13230  F3F19 .26 Arab id o p sis thaliana (Mo use -e ar cre ss) Ce ll me mb rane ; Co mp le te  p ro te o me ; Le ucine -rich re p e at; Me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Sig nal

SRR122237_TR19 10 0 _c0 _g 1_i1_le n=2478 CYSG_PSEU2
Q:1272-

6 58 ,H:26 4-46 4
47.57%ID E:3e -46

Siro he me  synthase  {ECO:0 0 0 0 255|HAMAP-

Rule :MF_0 16 46 }

PF0 0 59 0 .17^TP_me thylase ^Te trap yrro le  (Co rrin/Po rp hyrin)

Me thylase s^119 -16 6 ^E:6 .3e -12
1 -0 ,375 1 -0 ,8 8 1 0 -3,332 0 ,0 0 1 -2,6 6 1 -0 ,175 CYSG_PSEU2

Siro he me  synthase  [Includ e s: Uro p o rp hyrino g e n-III C-me thyltransfe rase  (Uro g e n III me thylase ) (EC 2.1.1.10 7) (SUMT)

(Uro p o rp hyrino g e n III me thylase ) (UROM); Pre co rrin-2 d e hyd ro g e nase  (EC 1.3.1.76 ); Siro hyd ro chlo rin fe rro che latase  (EC

4.9 9 .1.4)]

cysG Psyr_3174 Pse ud o mo nas syring ae  p v. syring ae  (strain B728 a)

PATHWAY: Co facto r b io synthe sis;

ad e no sylco b alamin b io synthe sis; p re co rrin-2

fro m uro p o rp hyrino g e n III: ste p  1/1.

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 16 46 }.;

PATHWAY: Co facto r b io synthe sis;

ad e no sylco b alamin b io synthe sis;

s iro hyd ro chlo rin fro m p re co rrin-2: ste p  1/1.

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 16 46 }.;

PATHWAY: Po rp hyrin-co ntaining  co mp o und

me tab o lism; s iro he me  b io synthe sis;

p re co rrin-2 fro m uro p o rp hyrino g e n III: ste p

1/1. {ECO:0 0 0 0 255|HAMAP-Rule :MF_0 16 46 }.;

PATHWAY: Po rp hyrin-co ntaining  co mp o und

me tab o lism; s iro he me  b io synthe sis;

s iro he me  fro m siro hyd ro chlo rin: ste p  1/1.

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 16 46 }.;

PATHWAY: Po rp hyrin-co ntaining  co mp o und

me tab o lism; s iro he me  b io synthe sis;

s iro hyd ro chlo rin fro m p re co rrin-2: ste p  1/1.

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 16 46 }.

Co b alamin b io synthe sis; Co mp le te  p ro te o me ; Lyase ; Me thyltransfe rase ; Multifunctio nal e nzyme ; NAD; Oxid o re d uctase ;

Pho sp ho p ro te in; Po rp hyrin b io synthe sis; S-ad e no syl-L-me thio nine ; Transfe rase

SRR122237_TR19 70 3_c0 _g 1_i1_le n=8 76 NA NA NA NA NA . 0 2,56 0 ,39 -0 ,19 3 0 -1,572 0 -1,0 33 0 ,0 0 1 0 ,9 39 . . . . . .

SRR122238 _TR30 0 1_c0 _g 1_i3_le n=2753 NA NA NA NA NA . 0 ,0 43 -0 ,6 55 0 ,16 -1,38 0 -2,135 0 -2,30 7 0 ,19 5 0 ,8 52 . . . . . .

SRR122238 _TR11172_c0 _g 1_i2_le n=118 3 NA NA NA NA NA
PF0 9 36 6 .7^DUF19 9 7^Pro te in o f unkno wn functio n (DUF19 9 7)^8 4-

251^E:1.2e -42
1 0 ,79 4 0 ,6 29 -1,8 11 0 -1,50 8 0 -1,413 0 ,6 75 -0 ,271 . . . . . .

SRR122238 _TR18 557_c0 _g 1_i2_le n=742 CB4A_ARATH
Q:128 -59 8 ,H:14-

172
8 0 .5%ID E:8 e -8 0 Chlo ro p hyll a-b  b ind ing  p ro te in CP29 .1, chlo ro p lastic

PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^9 1-

19 6 ^E:8 .1e -21
0 ,20 4 -0 ,275 0 ,38 1 0 ,20 4 0 -1,6 6 4 0 -0 ,9 71 0 ,0 54 0 ,40 7 CB4A_ARATH Chlo ro p hyll a-b  b ind ing  p ro te in CP29 .1, chlo ro p lastic (LHCB4.1) (LHCII p ro te in 4.1) LHCB4.1 At5g 0 1530  F7A7_50 Arab id o p sis thaliana (Mo use -e ar cre ss)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Mag ne sium; Me mb rane ; Me tal-b ind ing ; Pho sp ho p ro te in;

Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ;

Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR2170 7_c0 _g 2_i2_le n=30 20 DADIS_PANGI
Q:438 -2717,H:1-

76 3
74.48 %ID E:0 Dammare ne d io l II synthase

PF13249 .3^SQHo p _cyclase _N^Sq uale ne -ho p e ne  cyclase  N-

te rminal d o main^10 3-36 1^E:4.2e -

39 `PF0 0 432.18 ^Pre nyltrans^Pre nyltransfe rase  and  sq uale ne

o xid ase  re p e at^149 -19 1^E:3.6 e -

0 9 `PF13243.3^SQHo p _cyclase _C^Sq uale ne -ho p e ne  cyclase  C-

te rminal d o main^415-754^E:6 .2e -

48 `PF0 0 432.18 ^Pre nyltrans^Pre nyltransfe rase  and  sq uale ne

o xid ase  re p e at^59 2-6 32^E:8 .1e -

0 9 `PF0 0 432.18 ^Pre nyltrans^Pre nyltransfe rase  and  sq uale ne

o xid ase  re p e at^6 41-6 9 1^E:1.8 e -0 7

0 ,8 79 0 ,0 57 0 ,0 9 7 -0 ,576 0 -1,38 0 -1,543 0 ,0 0 5 0 ,70 9 DADIS_PANGI Dammare ne d io l II synthase  (EC 4.2.1.125) PNA DDS Panax g inse ng  (Ko re an g inse ng ) Iso me rase ; Lyase ; Me mb rane ; Re p e at; Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR21715_c1_g 1_i1_le n=19 8 8 Y38 8 5_ARATH
Q:6 8 8 -19 8 6 ,H:1-

415
48 .46 %ID E:3e -10 4 Uncharacte rize d  p ro te in At3g 28 8 50 PF0 0 46 2.21^Glutare d o xin^Glutare d o xin^26 9 -338 ^E:5e -14 0 ,56 4 -0 ,46 0 ,59 3 -0 ,79 1 0 ,0 0 1 -1,9 47 0 -2,318 0 ,471 0 ,56 5 Y38 8 5_ARATH Uncharacte rize d  p ro te in At3g 28 8 50 At3g 28 8 50  T19 N8 .15 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR122238 _TR27538 _c0 _g 1_i1_le n=20 6 4 C76 B6 _CATRO
Q:117-1535,H:21-

49 3
10 0 %ID E:0 Ge ranio l 8 -hyd ro xylase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^31-479 ^E:2e -10 6 0 ,6 18 0 ,141 0 ,0 53 -0 ,78 3 0 -1,36 8 0 -2,0 6 1 0 ,9 26 -0 ,0 31 C76 B6 _CATRO Ge ranio l 8 -hyd ro xylase  (EC 1.14.13.152) (Cyto chro me  P450  76 B6 ) (Ge ranio l 10 -hyd ro xylase ) (CrG10 H) CYP76 B6  G10 H

Catharanthus ro se us (Mad ag ascar p e riwinkle ) (Vinca

ro se a)

Dire ct p ro te in se q ue ncing ; End o p lasmic re ticulum; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP;

Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR3310 0 _c0 _g 1_i5_le n=2211 TPPA_ARATH
Q:1540 -39 8 ,H:1-

38 3
6 4.34%ID E:5e -173 Tre halo se -p ho sp hate  p ho sp hatase  A

PF0 2358 .13^Tre halo se _PPase ^Tre halo se -p ho sp hatase ^123-

36 6 ^E:1e -71
1 -0 ,0 38 0 ,0 8 -1,119 0 -1,355 0 ,0 0 1 -1,114 0 ,458 -0 ,49 2 TPPA_ARATH Tre halo se -p ho sp hate  p ho sp hatase  A (AtTPPA) (EC 3.1.3.12) (Tre halo se  6 -p ho sp hate  p ho sp hatase ) TPPA At5g 5146 0  K17N15.1 MFG13.17 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: G lycan b io synthe sis; tre halo se

b io synthe sis.
Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Hyd ro lase ; Re fe re nce  p ro te o me ; Stre ss re sp o nse

SRR122238 _TR35343_c0 _g 1_i2_le n=1132 NA NA NA NA NA . 1 0 ,0 76 0 ,0 44 -2,16 8 0 -4,0 36 0 -4,9 0 6 0 ,129 3,6 72 . . . . . .

SRR122238 _TR36 9 35_c0 _g 1_i3_le n=1475 PRP4_ARATH
Q:1276 -9 11,H:32-

147
54.47%ID E:8 e -31 Pro line -rich p ro te in 4

PF0 119 0 .14^Po lle n_Ole _e _I^Po lle n p ro te ins O le  e  I l ike ^6 9 -

151^E:1.8 e -11
0 ,49 0 ,154 0 ,177 0 ,30 1 0 -1,143 0 -0 ,9 6 6 0 ,56 9 0 ,16 PRP4_ARATH Pro line -rich p ro te in 4 (AtPRP4) PRP4 At4g 38 770  T9 A14.50 Arab id o p sis thaliana (Mo use -e ar cre ss) Ce ll wall; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Re p e at; Se cre te d ; Sig nal

SRR122238 _TR4138 6 _c0 _g 1_i4_le n=20 9 7 TAL2_STRAW
Q:436 -128 7,H:10 -

29 9
52.9 2%ID E:2e -75

Transald o lase  2 {ECO:0 0 0 0 255|HAMAP-

Rule :MF_0 0 49 3}
PF0 0 9 23.16 ^Transald o lase ^Transald o lase ^110 -36 6 ^E:1.5e -6 3 0 ,76 -0 ,38 1 0 ,28 2 -1,28 0 ,0 0 1 -2,555 0 ,0 0 1 -2,49 9 1 0 ,0 55 TAL2_STRAW Transald o lase  2 (EC 2.2.1.2) tal2 SAV_6 314

Stre p to myce s ave rmiti l is  (strain ATCC 3126 7 / DSM 46 49 2 /

JCM 50 70  / NBRC 148 9 3 / NCIMB 128 0 4 / NRRL 8 16 5 / MA-

46 8 0 )

PATHWAY: Carb o hyd rate  d e g rad atio n;

p e nto se  p ho sp hate  p athway; D-

g lyce rald e hyd e  3-p ho sp hate  and  b e ta-D-

fructo se  6 -p ho sp hate  fro m D-rib o se  5-

p ho sp hate  and  D-xylulo se  5-p ho sp hate  (no n-

o xid ative  stag e ): ste p  2/3.

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 0 49 3}.

Co mp le te  p ro te o me ; Cyto p lasm; Pe nto se  shunt; Re fe re nce  p ro te o me ; Schiff b ase ; Transfe rase

SRR122238 _TR426 50 _c0 _g 2_i1_le n=1117 NA NA NA NA NA . 0 ,419 -0 ,379 0 ,0 3 -1,0 6 6 0 -1,9 6 0 -1,9 8 3 0 ,0 0 3 0 ,8 24 . . . . . .

SRR122238 _TR50 432_c0 _g 1_i1_le n=514 UGT2_GARJA
Q:2-319 ,H:376 -

48 0
6 6 .0 4%ID E:2e -34 7-d e o xylo g ane tin g luco syltransfe rase

PF0 0 20 1.15^UDPGT^UDP-g luco ro no syl and  UDP-g luco syl

transfe rase ^2-8 0 ^E:4.2e -13
1 -1,0 17 1 -2,0 9 6 0 -1,0 14 0 -2,0 44 0 ,50 2 -4,275 UGT2_GARJA

7-d e o xylo g ane tin g luco syltransfe rase  (EC 2.4.1.324) (Ge nip in g luco syltransfe rase ) (UDP-g luco se  g luco syltransfe rase  2)

(G jUGT2) (UDP-g lyco syltransfe rase  8 5A24)
UGT8 5A24 UGT2 Gard e nia jasmino id e s (Cap e  jasmine ) (Gard e nia aug usta) Glyco syltransfe rase ; Transfe rase

SRR122238 _TR519 37_c0 _g 1_i1_le n=8 6 4 COPT5_ARATH
Q:223-6 21,H:1-

50 %ID E:7e -27 Co p p e r transp o rte r 5 PF0 4145.12^Ctr^Ctr co p p e r transp o rte r family^4-131^E:3.2e -23 1 -0 ,0 23 0 ,0 26 -1,111 0 -0 ,9 6 3 0 -1,16 6 0 ,8 23 0 ,141 COPT5_ARATH Co p p e r transp o rte r 5 (AtCOPT5) COPT5 At5g 20 6 50  T1M15.50 Arab id o p sis thaliana (Mo use -e ar cre ss)
Co mp le te  p ro te o me ; Co p p e r; Co p p e r transp o rt; Io n transp o rt; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ;



SRR122238 _TR519 37_c0 _g 1_i1_le n=8 6 4 COPT5_ARATH
130

50 %ID E:7e -27 Co p p e r transp o rte r 5 PF0 4145.12^Ctr^Ctr co p p e r transp o rte r family^4-131^E:3.2e -23 1 -0 ,0 23 0 ,0 26 -1,111 0 -0 ,9 6 3 0 -1,16 6 0 ,8 23 0 ,141 COPT5_ARATH Co p p e r transp o rte r 5 (AtCOPT5) COPT5 At5g 20 6 50  T1M15.50 Arab id o p sis thaliana (Mo use -e ar cre ss)
Transme mb rane  he lix; Transp o rt

SRR122238 _TR59 710 _c0 _g 1_i1_le n=1451 NA NA NA NA NA
PF0 119 0 .14^Po lle n_Ole _e _I^Po lle n p ro te ins O le  e  I l ike ^43-

132^E:2.1e -20
1 -0 ,0 55 0 ,0 0 9 -1,70 5 0 -1,18 6 0 -1,775 0 ,0 38 0 ,555 . . . . . .

SRR122238 _TR6 8 39 8 _c0 _g 1_i1_le n=2711 CYP37_ARATH
Q:2372-116 7,H:54-

456
6 9 .48 %ID E:0

Pe p tid yl-p ro lyl c is-trans iso me rase  CYP37,

chlo ro p lastic

PF0 0 16 0 .18 ^Pro _iso me rase ^Cyclo p hilin typ e  p e p tid yl-p ro lyl c is-

trans iso me rase /CLD^351-50 1^E:1.2e -13
0 ,26 8 -0 ,43 0 ,0 77 -0 ,6 6 0 -1,6 6 4 0 -1,6 9 5 1 0 ,0 28 CYP37_ARATH

Pe p tid yl-p ro lyl c is-trans iso me rase  CYP37, chlo ro p lastic (PPIase  CYP37) (EC 5.2.1.8 ) (Ro tamase  CYP37) (Thylako id  lume n

PPIase  o f 38  kDa) (TLP38 ) (p 38 )
CYP37 At3g 15520  MJK13.18 Arab id o p sis thaliana (Mo use -e ar cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Iso me rase ; Plastid ; Re fe re nce  p ro te o me ; Ro tamase ;

Thylako id ; Transit p e p tid e

SRR122238 _TR79 16 7_c0 _g 1_i1_le n=2232 C71A2_SOLME
Q:235-16 17,H:46 -

50 5
53.22%ID E:9 e -16 8 Cyto chro me  P450  71A2 PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^45-49 4^E:2.9 e -10 1 1 2,0 9 3 1 -0 ,0 47 0 -1,29 5 0 -2,231 0 ,0 26 2,134 C71A2_SOLME Cyto chro me  P450  71A2 (EC 1.14.-.-) (CYPLXXIA2) (Cyto chro me  P-450 EG4) CYP71A2 CYPEG4 So lanum me lo ng e na (Eg g p lant) (Aub e rg ine ) He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix

SRR122238 _TR8 0 429 _c0 _g 3_i1_le n=6 34 NA NA NA NA NA . 1 0 ,0 6 4 0 ,0 44 -1,9 33 0 -2,0 72 0 -2,0 77 1 -0 ,213 . . . . . .

SRR122238 _TR8 8 0 44_c0 _g 1_i4_le n=20 8 4 CYP38 _ARATH
Q:336 -156 5,H:23-

437
78 .9 5%ID E:0

Pe p tid yl-p ro lyl c is-trans iso me rase  CYP38 ,

chlo ro p lastic

PF0 0 16 0 .18 ^Pro _iso me rase ^Cyclo p hilin typ e  p e p tid yl-p ro lyl c is-

trans iso me rase /CLD^272-431^E:1.8 e -24
0 ,177 -0 ,356 0 ,10 5 -0 ,449 0 -1,38 4 0 -0 ,9 74 0 ,539 0 ,176 CYP38 _ARATH

Pe p tid yl-p ro lyl c is-trans iso me rase  CYP38 , chlo ro p lastic (PPIase  CYP38 ) (EC 5.2.1.8 ) (Ro tamase  CYP38 ) (Thylako id

lume n PPIase )
CYP38  At3g 0 148 0  F4P13.3 Arab id o p sis thaliana (Mo use -e ar cre ss)

3D-structure ; Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Iso me rase ; Plastid ;

Re fe re nce  p ro te o me ; Ro tamase ; Thylako id ; Transit p e p tid e

SRR122238 _TR9 0 50 9 _c0 _g 1_i1_le n=1757 NA NA NA NA NA . 1 -0 ,39 4 0 ,38 1 -1,8 6 3 0 -4,72 0 -4,8 6 1 0 ,248 . . . . . .

SRR12718 57_TR3570 _c0 _g 1_i1_le n=2452 KTNA1_ARATH
Q:240 -1775,H:8 -

523
8 5.11%ID E:0

Katanin p 6 0  ATPase -co ntaining  sub unit A1

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 30 23}

PF0 549 6 .9 ^RuvB_N^Ho llid ay junctio n DNA he licase  ruvB N-

te rminus^26 8 -337^E:8 .2e -0 5`PF0 0 0 0 4.26 ^AAA^ATPase  family

asso ciate d  with vario us ce llular activitie s (AAA)^26 9 -40 6 ^E:1e -

37`PF0 9 336 .7^Vp s4_C^Vp s4 C te rminal o lig o me risatio n

d o main^470 -515^E:4e -11

1 -0 ,0 39 0 ,0 0 9 4,6 0 6 0 -5,6 4 0 -6 ,23 1 -0 ,0 6 1 KTNA1_ARATH

Katanin p 6 0  ATPase -co ntaining  sub unit A1 (Katanin p 6 0  sub unit A1) (EC 3.6 .4.3) (CAD ATPase ) (Katanin-1) (Atp 6 0 )

(Pro te in BOTERO 1) (Pro te in ECTOPIC ROOT HAIR 3) (Pro te in FAT ROOT) (Pro te in FRAGILE FIBER 2) (AtAAA1) (p 6 0

katanin)

AAA1 BOT1 ERH3 FRA2 FTR KSS KTN1 LUE1

At1g 8 0 350  F5I6 .10
Arab id o p sis thaliana (Mo use -e ar cre ss)

ATP-b ind ing ; Co mp le te  p ro te o me ; Cyto p lasm; Cyto ske le to n; Hyd ro lase ; Micro tub ule ; Nucle o tid e -b ind ing ; Re fe re nce

p ro te o me

SRR12718 57_TR476 0 _c0 _g 1_i1_le n=18 0 9 G3PA2_ARATH
Q:148 7-333,H:14-

39 9
8 7.6 %ID E:0

Glyce rald e hyd e -3-p ho sp hate  d e hyd ro g e nase  GAPA2,

chlo ro p lastic

PF0 0 0 44.21^Gp _d h_N^Glyce rald e hyd e  3-p ho sp hate

d e hyd ro g e nase , NAD b ind ing  d o main^6 9 -219 ^E:8 .7e -

51`PF0 28 0 0 .17^Gp _d h_C^Glyce rald e hyd e  3-p ho sp hate

d e hyd ro g e nase , C-te rminal d o main^224-38 0 ^E:5.4e -6 7

0 ,125 -0 ,334 0 ,0 0 1 -0 ,6 9 8 0 -0 ,9 47 0 -0 ,732 1 0 ,0 0 3 G3PA2_ARATH
Glyce rald e hyd e -3-p ho sp hate  d e hyd ro g e nase  GAPA2, chlo ro p lastic (EC 1.2.1.13) (NADP-d e p e nd e nt

g lyce rald e hyd e p ho sp hate  d e hyd ro g e nase  A sub unit 2)
GAPA2 At1g 129 0 0  F13K23.15 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Carb o hyd rate  b io synthe sis; Calvin

cycle .

Alte rnative  sp lic ing ; Calvin cycle ; Chlo ro p last; Co mp le te  p ro te o me ; NADP; Oxid o re d uctase ; Plastid ; Re fe re nce

p ro te o me ; Transit p e p tid e

SRR12718 57_TR519 2_c0 _g 1_i1_le n=40 27 CP26 B_ARATH
Q:330 5-

26 16 ,H:8 5-312
6 6 .0 9 %ID E:2e -9 5

Pe p tid yl-p ro lyl c is-trans iso me rase  CYP26 -2,

chlo ro p lastic
PF0 79 6 7.10 ^zf-C3HC^C3HC zinc fing e r-like ^174-29 7^E:2.1e -33 0 ,29 8 -0 ,58 4 0 ,0 0 6 -1,76 8 0 -1,431 0 ,0 0 1 -1,219 0 ,6 34 0 ,249 CP26 B_ARATH

Pe p tid yl-p ro lyl c is-trans iso me rase  CYP26 -2, chlo ro p lastic (PPIase  CYP26 -2) (EC 5.2.1.8 ) (Cyclo p hilin o f 26  kDa 2)

(Cyclo p hilin-26 -2)
CYP26 -2 At1g 740 70  F2P9 .6 Arab id o p sis thaliana (Mo use -e ar cre ss)

Chap e ro ne ; Chlo ro p last; Co mp le te  p ro te o me ; Cyclo sp o rin; Iso me rase ; Plastid ; Re fe re nce  p ro te o me ; Ro tamase ;

Thylako id ; Transit p e p tid e

SRR12718 57_TR70 14_c0 _g 2_i1_le n=56 2 AX15A_SOYBN
Q:416 -213,H:12-

79
6 6 .18 %ID E:1e -26 Auxin-ind uce d  p ro te in 15A . 1 -0 ,214 0 ,0 27 -2,16 5 0 -2,731 0 -1,9 74 0 ,8 4 -0 ,28 9 AX15A_SOYBN Auxin-ind uce d  p ro te in 15A Glycine  max (So yb e an) (G lycine  hisp id a) Auxin s ig naling  p athway; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR12718 57_TR11355_c0 _g 2_i1_le n=219 7 NA NA NA NA NA
PF0 9 713.7^A_thal_3526 ^Plant p ro te in 158 9  o f unkno wn functio n

(A_thal_3526 )^17-6 8 ^E:4e -23
0 ,472 -0 ,6 13 0 ,0 0 3 -2,551 0 ,0 0 1 -3,28 5 0 ,0 0 1 -3,0 58 1 0 ,46 8 . . . . . .

SRR12718 57_TR1270 4_c0 _g 1_i1_le n=18 9 8 GLK1_ARATH
Q:214-1575,H:1-

418
40 .17%ID E:7e -6 5 Transcrip tio n activato r GLK1

PF0 0 249 .28 ^Myb _DNA-b ind ing ^Myb -like  DNA-b ind ing

d o main^174-223^E:5e -0 8
0 ,48 6 -0 ,28 6 0 ,211 -0 ,513 0 -1,342 0 -1,541 0 ,58 7 0 ,28 GLK1_ARATH Transcrip tio n activato r GLK1 (GBF'S PRO-RICH REGION-INTERACTING facto r 1) (Go ld e n2-like  p ro te in 1) (AtGLK1) GLK1 GPRI1 At2g 20 570  F23N11.11 Arab id o p sis thaliana (Mo use -e ar cre ss)

Activato r; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n;

Transcrip tio n re g ulatio n

SRR12718 57_TR20 6 6 7_c0 _g 1_i1_le n=2351 AAP7_ARATH
Q:130 0 -18 2,H:8 2-

46 5
55.9 9 %ID E:3e -129 Pro b ab le  amino  acid  p e rme ase  7

PF0 149 0 .15^Aa_trans^Transme mb rane  amino  acid  transp o rte r

p ro te in^7-358 ^E:3.1e -70
0 ,8 32 0 ,20 9 0 ,175 -0 ,9 36 0 -2,316 0 -2,3 0 ,29 9 -1,173 AAP7_ARATH Pro b ab le  amino  acid  p e rme ase  7 (Amino  acid  transp o rte r AAP7) AAP7 At5g 238 10  MRO11.15 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Amino -acid  transp o rt; Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ;

Symp o rt; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR12718 57_TR2176 8 _c0 _g 2_i1_le n=1410 DIV_ANTMA
Q:29 0 -9 43,H:23-

219
47.0 6 %ID E:1e -43 Transcrip tio n facto r DIVARICATA

PF0 0 249 .28 ^Myb _DNA-b ind ing ^Myb -like  DNA-b ind ing  d o main^8 -

55^E:3.2e -0 7`PF0 0 249 .28 ^Myb _DNA-b ind ing ^Myb -like  DNA-

b ind ing  d o main^134-178 ^E:9 .7e -11

0 ,46 4 -0 ,347 0 ,0 0 1 -1,6 14 0 ,0 0 1 -1,48 9 0 -1,9 48 0 ,229 0 ,55 DIV_ANTMA Transcrip tio n facto r DIVARICATA DIVARICATA Antirrhinum majus (Gard e n snap d rag o n) DNA-b ind ing ; De ve lo p me ntal p ro te in; Nucle us; Transcrip tio n; Transcrip tio n re g ulatio n

SRR12718 57_TR24445_c0 _g 1_i1_le n=2716 AAT_AQUAE
Q:176 7-

2477,H:151-39 4
30 .12%ID E:5e -25 Asp artate  amino transfe rase

PF0 0 155.18 ^Amino tran_1_2^Amino transfe rase  class I and  II^17-

170 ^E:5e -20
1 -0 ,0 58 0 ,175 1,0 12 0 ,0 0 1 -1,8 29 0 -2,0 57 0 ,0 9 3 -0 ,78 7 AAT_AQUAE Asp artate  amino transfe rase  (Asp AT) (EC 2.6 .1.1) (Transaminase  A) asp C aq _19 6 9 Aq uife x ae o licus (strain VF5) Amino transfe rase ; Co mp le te  p ro te o me ; Cyto p lasm; Pyrid o xal p ho sp hate ; Re fe re nce  p ro te o me ; Transfe rase

SRR12718 57_TR30 443_c0 _g 1_i2_le n=4726 CAPP2_MESCR
Q:2149 -

113,H:28 3-9 6 0
8 7.78 %ID E:0 Pho sp ho e no lp yruvate  carb o xylase  2

PF0 0 311.14^PEPcase ^Pho sp ho e no lp yruvate  carb o xylase ^3-

6 8 1^E:9 .2e -257
0 ,79 8 -0 ,344 0 ,0 8 8 -1,771 0 -2,332 0 -1,6 0 3 1 0 ,251 CAPP2_MESCR Pho sp ho e no lp yruvate  carb o xylase  2 (PEPC 2) (PEPCase  2) (EC 4.1.1.31) PPC2

Me se mb ryanthe mum crystall inum (Co mmo n ice  p lant)

(Cryo p hytum crystall inum)
PATHWAY: Pho to synthe sis; C3 acid  p athway. Allo ste ric e nzyme ; Carb o n d io xid e  fixatio n; Cyto p lasm; Lyase ; Mag ne sium; Pho to synthe sis

SRR12718 57_TR30 49 2_c0 _g 1_i3_le n=176 0 NA NA NA NA NA . 1 0 ,0 54 0 ,0 6 6 -1,746 0 -2,49 3 0 -2,6 28 1 0 ,29 6 . . . . . .

SRR12718 57_TR36 126 _c0 _g 1_i1_le n=9 47 NA NA NA NA NA
PF0 5349 .9 ^GATA-N^GATA-typ e  transcrip tio n activato r, N-

te rminal^51-123^E:0 .0 0 0 12
1 0 ,8 72 0 ,0 31 1,444 0 -1,323 0 -1,16 6 0 ,8 48 -0 ,20 1 . . . . . .

SRR12718 57_TR40 6 0 7_c0 _g 1_i23_le n=40 29 GLGL1_ARATH
Q:38 0 2-2240 ,H:1-

522
75.9 5%ID E:0

Gluco se -1-p ho sp hate  ad e nylyltransfe rase  larg e  sub unit

1, chlo ro p lastic

PF0 0 48 3.20 ^NTP_transfe rase ^Nucle o tid yl transfe rase ^9 0 -

36 7^E:5.1e -74
0 ,48 4 -0 ,19 3 0 ,39 2 -0 ,233 0 -1,37 0 -1,128 0 ,45 0 ,213 GLGL1_ARATH

Gluco se -1-p ho sp hate  ad e nylyltransfe rase  larg e  sub unit 1, chlo ro p lastic (EC 2.7.7.27) (ADP-g luco se  p yro p ho sp ho rylase )

(ADP-g luco se  synthase ) (AGPase  S) (Alp ha-D-g luco se -1-p ho sp hate  ad e nyl transfe rase )
ADG2 APL1 At5g 19 220  T24G5.120 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: G lycan b io synthe sis; starch

b io synthe sis.

ATP-b ind ing ; Allo ste ric e nzyme ; Chlo ro p last; Co mp le te  p ro te o me ; Nucle o tid e -b ind ing ; Nucle o tid yltransfe rase ;

Pho sp ho p ro te in; Plastid ; Re fe re nce  p ro te o me ; Starch b io synthe sis; Transfe rase ; Transit p e p tid e

SRR12718 58 _TR216 46 _c0 _g 2_i1_le n=19 8 1 NA NA NA NA NA . 0 ,321 0 ,38 4 0 6 ,352 0 -7,6 16 0 -7,6 16 0 ,16 4 -0 ,513 . . . . . .

SRR12718 58 _TR36 36 6 _c0 _g 1_i4_le n=2547 NADB_ARATH
Q:349 -2259 ,H:6 -

6 42
74.77%ID E:0 L-asp artate  o xid ase , chlo ro p lastic

PF0 0 8 9 0 .21^FAD_b ind ing _2^FAD b ind ing  d o main^8 8 -472^E:3.7e -

9 0 `PF0 126 6 .21^DAO^FAD d e p e nd e nt o xid o re d uctase ^8 8 -

216 ^E:3.2e -0 7`PF0 29 10 .17^Succ_DH_flav_C^Fumarate  re d uctase

flavo p ro te in C-te rm^529 -6 18 ^E:3e -15

1 -0 ,0 57 1 0 ,9 2 0 -1,8 39 0 -2,0 23 1 0 ,372 NADB_ARATH L-asp artate  o xid ase , chlo ro p lastic (EC 1.4.3.16 ) (Pro te in FLAGELLIN-INSENSITIVE 4) AO FIN4 At5g 1476 0  T9 L3.6 0 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Co facto r b io synthe sis; NAD(+)

b io synthe sis; imino asp artate  fro m L-asp artate

(o xid ase  ro ute ): ste p  1/1.

Chlo ro p last; Co mp le te  p ro te o me ; FAD; Flavo p ro te in; Oxid o re d uctase ; Plastid ; Pyrid ine  nucle o tid e  b io synthe sis;

Re fe re nce  p ro te o me ; Transit p e p tid e

SRR12718 59 _TR441_c0 _g 2_i1_le n=179 0 PSBS_SOLSG Q:9 37-158 ,H:1-271 8 0 .29 %ID E:6 e -8 6 Pho to syste m II 22 kDa p ro te in, chlo ro p lastic
PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^8 4-

211^E:7e -0 9
0 ,9 49 -0 ,0 16 0 ,0 12 -0 ,548 0 -1,0 53 0 ,0 0 1 -0 ,73 0 ,0 59 0 ,456 PSBS_SOLSG Pho to syste m II 22 kDa p ro te in, chlo ro p lastic (CP22) PSBS So lanum so g arand inum

Chlo ro p last; Me mb rane ; Pho to synthe sis; Pho to syste m II; Plastid ; Re p e at; Thylako id ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix

SRR12718 59 _TR1756 _c0 _g 1_i1_le n=541 NA NA NA NA NA . 0 ,6 2 0 ,243 0 ,6 36 -0 ,177 0 -1,212 0 -1,20 9 0 ,6 18 0 ,20 3 . . . . . .

SRR12718 59 _TR578 8 _c0 _g 3_i2_le n=8 47 HSP21_IPONI
Q:56 4-78 8 ,H:79 -

155
74.0 3%ID E:1e -24 17.2 kDa class II he at sho ck p ro te in . 0 ,36 5 -0 ,518 0 ,258 -0 ,9 2 0 ,0 0 1 -1,35 0 -1,6 41 0 ,6 -0 ,337 HSP21_IPONI 17.2 kDa class II he at sho ck p ro te in SHSP-1 Ip o mo e a nil (Jap ane se  mo rning  g lo ry) (Pharb itis  nil) Cyto p lasm; Stre ss re sp o nse

SRR12718 59 _TR736 7_c0 _g 1_i2_le n=9 12 RBS_MALSP
Q:6 73-173,H:17-

18 3
8 5.0 3%ID E:7e -10 4

Rib ulo se  b isp ho sp hate  carb o xylase  small chain,

chlo ro p lastic

PF12338 .5^Rb cS^Rib ulo se -1,5-b isp ho sp hate  carb o xylase  small

sub unit^4-44^E:4.4e -23`PF0 0 10 1.17^RuBisCO_small^Rib ulo se

b isp ho sp hate  carb o xylase , small chain^71-179 ^E:1.3e -39

0 1,0 39 0 ,0 0 1 0 ,716 0 -1,471 0 -1,312 0 ,0 0 6 -0 ,58 5 RBS_MALSP Rib ulo se  b isp ho sp hate  carb o xylase  small chain, chlo ro p lastic (RuBisCO small sub unit) (EC 4.1.1.39 ) RBCS Malus sp . (Crab  ap p le )
Calvin cycle ; Carb o n d io xid e  fixatio n; Chlo ro p last; Lyase ; Mo no o xyg e nase ; Oxid o re d uctase ; Pho to re sp iratio n;

Pho to synthe sis; Plastid ; Transit p e p tid e

SRR12718 59 _TR79 6 1_c1_g 2_i7_le n=30 6 6 RVE1_ARATH
Q:255-76 1,H:34-

18 9
58 .8 2%ID E:4e -38 Pro te in REVEILLE 1

PF0 0 249 .28 ^Myb _DNA-b ind ing ^Myb -like  DNA-b ind ing  d o main^57-

10 0 ^E:4.8 e -13
1 -0 ,48 2 1 -0 ,19 1 0 -2,0 6 2 0 -2,0 49 0 ,6 43 0 ,572 RVE1_ARATH Pro te in REVEILLE 1 RVE1 At5g 1730 0  MKP11.15 Arab id o p sis thaliana (Mo use -e ar cre ss)

Bio lo g ical rhythms; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n

re g ulatio n

SRR12718 59 _TR9 527_c0 _g 1_i1_le n=58 0 NA NA NA NA NA . 0 ,8 54 0 ,236 0 ,0 51 -1,0 39 0 -1,46 1 0 -1,8 0 7 0 ,19 3 0 ,70 5 . . . . . .

SRR12718 59 _TR10 426 _c0 _g 1_i1_le n=78 3 NA NA NA NA NA . 1 0 1 0 ,10 5 0 -3,119 0 ,0 0 1 -2,8 33 1 -0 ,49 6 . . . . . .

SRR12718 59 _TR16 0 22_c0 _g 1_i2_le n=249 7 NIR_BETPN
Q:20 8 1-441,H:36 -

58 3
8 5.4%ID E:0 Fe rre d o xin--nitrite  re d uctase , chlo ro p lastic

PF0 346 0 .14^NIR_SIR_fe rr^Nitrite /Sulfite  re d uctase  fe rre d o xin-like

half d o main^129 -19 4^E:5.4e -18 `PF0 10 77.19 ^NIR_SIR^Nitrite  and

sulp hite  re d uctase  4Fe -4S d o main^20 4-36 1^E:2.7e -

37`PF0 346 0 .14^NIR_SIR_fe rr^Nitrite /Sulfite  re d uctase  fe rre d o xin-

like  half d o main^38 6 -449 ^E:6 .6 e -21`PF0 10 77.19 ^NIR_SIR^Nitrite

and  sulp hite  re d uctase  4Fe -4S d o main^46 8 -572^E:5.7e -10

0 ,26 9 -0 ,375 0 ,725 -0 ,10 8 0 -1,5 0 -1,29 4 0 ,8 76 -0 ,0 8 4 NIR_BETPN Fe rre d o xin--nitrite  re d uctase , chlo ro p lastic (EC 1.7.7.1) NIR1 Be tula p e nd ula (Euro p e an white  b irch) (Be tula ve rruco sa)
PATHWAY: Nitro g e n me tab o lism; nitrate

re d uctio n (assimilatio n).

4Fe -4S; Chlo ro p last; Ele ctro n transp o rt; He me ; Iro n; Iro n-sulfur; Me tal-b ind ing ; Nitrate  assimilatio n; Oxid o re d uctase ;

Plastid ; Transit p e p tid e ; Transp o rt

SRR12718 59 _TR19 8 52_c0 _g 1_i9 _le n=10 6 1 PPCK1_ARATH
Q:149 -9 43,H:15-

279
53.9 3%ID E:4e -10 0 Pho sp ho e no lp yruvate  carb o xylase  kinase  1

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^9 -26 6 ^E:1.5e -

72`PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^12-26 1^E:2e -

29 `PF14531.3^Kinase -like ^Kinase -like ^9 4-247^E:4.3e -0 7

1 -0 ,544 0 ,0 59 -1,58 3 0 -2,378 0 -1,8 55 0 ,0 57 1,449 PPCK1_ARATH Pho sp ho e no lp yruvate  carb o xylase  kinase  1 (AtPPCK1) (EC 2.7.11.1) PPCK1 At1g 0 8 6 50  F22O13.13 Arab id o p sis thaliana (Mo use -e ar cre ss)
ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Kinase ; Nucle o tid e -b ind ing ; Pyruvate ; Re fe re nce  p ro te o me ;

Se rine /thre o nine -p ro te in kinase ; Transfe rase

SRR12718 59 _TR21359 _c0 _g 2_i1_le n=1148 NA NA NA NA NA . 0 ,34 0 ,529 0 ,0 17 5,728 0 -9 ,30 7 0 -9 ,30 7 1 -0 ,222 . . . . . .

SRR12718 59 _TR3238 6 _c6 _g 2_i1_le n=1517 NA NA NA NA NA . 0 1,48 4 0 ,117 0 ,335 0 -1,273 0 -1,148 0 ,75 -0 ,0 77 . . . . . .

SRR12718 59 _TR42336 _c0 _g 3_i1_le n=1314 UGT6 _CATRO
Q:16 1-1312,H:1-

38 4
6 4.25%ID E:0 7-d e o xylo g ane tin g luco syltransfe rase

PF0 0 20 1.15^UDPGT^UDP-g luco ro no syl and  UDP-g luco syl

transfe rase ^237-38 4^E:3.9 e -11
1 1,414 1 -1,228 0 -1,46 0 -2,0 9 9 1 -1,736 UGT6 _CATRO

7-d e o xylo g ane tin g luco syltransfe rase  (EC 2.4.1.324) (Irid o id  1-O-g luco syltransfe rase ) (UDP-g luco se  g luco syltransfe rase

6 ) (CrUGT6 ) (UDP-g lyco syltransfe rase  8 5A23)
UGT8 5A23 UGT6

Catharanthus ro se us (Mad ag ascar p e riwinkle ) (Vinca

ro se a)
Transfe rase

SRR12718 59 _TR456 0 7_c0 _g 1_i2_le n=20 19 FD6 E2_SOYBN
Q:148 7-330 ,H:1-

38 2
76 .29 %ID E:0

Ome g a-6  fatty acid  d e saturase , e nd o p lasmic re ticulum

iso zyme  2

PF0 0 48 7.21^FA_d e saturase ^Fatty acid  d e saturase ^9 1-351^E:1.5e -

32
0 ,70 8 -0 ,16 6 0 ,0 0 3 -1,6 13 0 -2,0 17 0 -1,36 8 0 ,79 6 -0 ,147 FD6 E2_SOYBN Ome g a-6  fatty acid  d e saturase , e nd o p lasmic re ticulum iso zyme  2 (EC 1.14.19 .-) FAD2-2 Glycine  max (So yb e an) (G lycine  hisp id a)

PATHWAY: Lip id  me tab o lism; p o lyunsaturate d

fatty acid  b io synthe sis.

Co mp le te  p ro te o me ; End o p lasmic re ticulum; Fatty acid  b io synthe sis; Fatty acid  me tab o lism; Lip id  b io synthe sis; Lip id

me tab o lism; Me mb rane ; Oxid o re d uctase ; Re fe re nce  p ro te o me ; Transme mb rane ; Transme mb rane  he lix

SRR3420 17_TR13432_c0 _g 1_i1_le n=716 IAA17_ARATH Q:6 0 4-29 ,H:3-218 50 .6 9 %ID E:2e -6 0 Auxin-re sp o nsive  p ro te in IAA17 PF0 230 9 .13^AUX_IAA^AUX/IAA family^31-20 1^E:3.3e -58 1 -0 ,0 38 0 3,8 15 0 -2,9 4 0 -2,59 6 1 -0 ,12 IAA17_ARATH Auxin-re sp o nsive  p ro te in IAA17 (Auxin re sp o nse  3) (Ind o le ace tic acid -ind uce d  p ro te in 17) IAA17 AXR3 At1g 0 4250  F19 P19 .31 Arab id o p sis thaliana (Mo use -e ar cre ss)
3D-structure ; Auxin s ig naling  p athway; Co mp le te  p ro te o me ; Nucle us; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Re p re sso r;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR3420 17_TR13773_c0 _g 2_i1_le n=6 35 GCSH_FLAAN
Q:212-58 6 ,H:1-

121
8 2.4%ID E:6 e -6 6 Glycine  cle avag e  syste m H p ro te in, mito cho nd rial

PF0 159 7.16 ^GCV_H^Glycine  cle avag e  H-p ro te in^42-125^E:1.4e -

31
0 ,6 32 -0 ,10 7 0 ,0 38 -0 ,456 0 -1,0 6 1 0 -0 ,771 0 ,78 9 0 ,0 59 GCSH_FLAAN Glycine  cle avag e  syste m H p ro te in, mito cho nd rial GDCSH GCDH GCSH Flave ria ano mala (Ye llo wto p s) Lip o yl; Mito cho nd rio n; Transit p e p tid e

SRR3420 17_TR18 746 _c0 _g 1_i4_le n=1332 NA NA NA NA NA PF0 5512.8 ^AWPM-19 ^AWPM-19 -like  family^15-155^E:1.4e -52 1 0 ,0 6 5 0 ,0 4 -1,436 0 -1,9 78 0 -2,0 76 0 ,8 4 -0 ,33 . . . . . .

SRR3420 17_TR19 18 4_c1_g 1_i3_le n=1339 TL29 _SOLLC
Q:10 6 -1128 ,H:1-

345
75.43%ID E:0 Thylako id  lume nal 29  kDa p ro te in, chlo ro p lastic PF0 0 141.20 ^p e ro xid ase ^Pe ro xid ase ^128 -30 0 ^E:1.2e -24 0 ,6 6 2 -0 ,10 3 0 ,236 -0 ,274 0 -1,129 0 -1,0 9 2 0 ,36 6 0 ,21 TL29 _SOLLC Thylako id  lume nal 29  kDa p ro te in, chlo ro p lastic (TL29 ) (EC 1.-.-.-) (Le APx0 9 ) (P29 ) CLEB3J9

So lanum lyco p e rsicum (To mato ) (Lyco p e rsico n

e scule ntum)
Chlo ro p last; Co mp le te  p ro te o me ; Oxid o re d uctase ; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e

SRR3420 17_TR19 226 _c0 _g 1_i1_le n=70 59 VGA_BPS13
Q:236 3-79 8 ,H:1-

522
9 8 .47%ID E:0 A'  p ro te in

PF0 58 40 .10 ^Phag e _GPA^Bacte rio p hag e  re p licatio n g e ne  A

p ro te in (GPA)^8 4-40 6 ^E:1.1e -77
0 ,131 -0 ,372 0 ,46 7 0 ,18 8 0 -1,313 0 -1,0 9 1 0 ,0 9 1 -0 ,457 VGA_BPS13 A'  p ro te in (GPA) A Ente ro b acte ria p hag e  S13 (Bacte rio p hag e  S13)

Alte rnative  initiatio n; Co mp le te  p ro te o me ; DNA-b ind ing ; End o nucle ase ; Hyd ro lase ; Me tal-b ind ing ; Nucle ase ; Zinc; Zinc-

fing e r

SRR3420 17_TR21437_c0 _g 1_i1_le n=1377 NA NA NA NA NA
PF11250 .5^FAF^Fantastic Fo ur me riste m re g ulato r^10 0 -

153^E:4.4e -19
1 -1,30 3 0 ,254 -2,556 0 -4,129 0 -4,9 8 2 1 -0 ,6 42 . . . . . .

SRR3420 17_TR23313_c2_g 1_i3_le n=2140 GLYK_ARATH
Q:443-1549 ,H:8 7-

455
73.24%ID E:0 D-g lyce rate  3-kinase , chlo ro p lastic . 0 ,451 0 ,328 0 4,222 0 -6 ,6 2 0 -6 ,6 74 0 ,0 9 9 -0 ,8 31 GLYK_ARATH D-g lyce rate  3-kinase , chlo ro p lastic (AtGLYK) (EC 2.7.1.31) GLYK At1g 8 0 38 0  F5I6 .13 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Pho to synthe sis; p ho to re sp iratio n;

3-p ho sp ho -D-g lyce rate  fro m g lycine : ste p  4/4.

ATP-b ind ing ; Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; G lyco late  p athway; Kinase ; Nucle o tid e -b ind ing ;

Pho to re sp iratio n; Plastid ; Re fe re nce  p ro te o me ; Transfe rase ; Transit p e p tid e

SRR3420 17_TR24328 _c0 _g 3_i3_le n=574 NU50 B_ARATH
Q:39 6 -572,H:320 -

378
72.8 8 %ID E:5e -22

Nucle ar p o re  co mp le x p ro te in NUP50 B

{ECO:0 0 0 0 30 3|Pub Me d :2118 9 29 4}
PF0 0 6 38 .15^Ran_BP1^RanBP1 d o main^121-173^E:1e -0 7 0 ,16 3 -0 ,6 8 9 0 ,0 0 1 6 ,6 38 0 -6 ,728 0 -6 ,728 0 ,19 6 0 ,517 NU50 B_ARATH Nucle ar p o re  co mp le x p ro te in NUP50 B (Nucle o p o rin 50 B) NUP50 B At3g 159 70  MSL1.1 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Co mp le te  p ro te o me ; Nucle ar p o re  co mp le x; Nucle us; Pho sp ho p ro te in; Pro te in transp o rt; Re fe re nce

p ro te o me ; Re p e at; Translo catio n; Transp o rt; mRNA transp o rt

SRR3420 17_TR249 0 3_c0 _g 4_i1_le n=39 70 PSAA_EUCGG
Q:3431-118 2,H:1-

750
9 9 .33%ID E:0

Pho to syste m I P70 0  chlo ro p hyll a ap o p ro te in A1

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 0 458 }

PF0 0 223.16 ^PsaA_PsaB^Pho to syste m I p saA/p saB p ro te in^38 -

750 ^E:0
0 ,0 58 0 ,8 19 0 2,0 22 0 -1,76 7 0 -1,43 1 -0 ,30 4 PSAA_EUCGG Pho to syste m I P70 0  chlo ro p hyll a ap o p ro te in A1 (EC 1.9 7.1.12) (PSI-A) (PsaA) p saA

Eucalyp tus g lo b ulus sub sp . g lo b ulus (Tasmanian b lue

g um)

4Fe -4S; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Ele ctro n transp o rt; Iro n; Iro n-sulfur; Mag ne sium; Me mb rane ; Me tal-

b ind ing ; Oxid o re d uctase ; Pho to synthe sis; Pho to syste m I; Plastid ; Thylako id ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR3420 17_TR28 9 76 _c3_g 2_i2_le n=6 6 7 NA NA NA NA NA
PF0 0 40 3.23^HMA^He avy-me tal-asso ciate d  d o main^36 -9 2^E:1.4e -

10
0 ,0 6 7 -0 ,6 34 0 ,0 0 1 -1,6 77 0 -2,727 0 -2,421 0 ,0 0 8 0 ,9 0 6 . . . . . .

SRR3420 19 _TR19 43_c7_g 2_i9 _le n=129 3 CAHC_TOBAC
Q:118 8 -20 2,H:1-

321
77.27%ID E:4e -159 Carb o nic anhyd rase , chlo ro p lastic PF0 0 48 4.16 ^Pro _CA^Carb o nic anhyd rase ^156 -313^E:2.8 e -39 0 ,0 13 -0 ,56 2 0 ,0 47 0 ,434 0 -2,118 0 -1,8 33 0 ,0 59 0 ,45 CAHC_TOBAC Carb o nic anhyd rase , chlo ro p lastic (EC 4.2.1.1) (Carb o nate  d e hyd ratase ) Nico tiana tab acum (Co mmo n to b acco ) Chlo ro p last; Lyase ; Plastid ; Transit p e p tid e ; Zinc

SRR3420 19 _TR10 0 41_c4_g 1_i3_le n=1246 NA NA NA NA NA . 1 0 ,144 0 ,0 21 -1,237 0 -1,58 9 0 -1,8 6 0 ,748 0 ,225 . . . . . .

SRR3420 19 _TR1249 4_c1_g 4_i3_le n=28 52 NA NA NA NA NA
PF0 0 58 1.17^Rho d ane se ^Rho d ane se -like  d o main^38 7-

49 8 ^E:1.2e -0 5
0 ,6 75 -0 ,133 0 ,8 31 0 ,0 6 5 0 -0 ,9 9 7 0 ,0 0 1 -0 ,8 3 1 0 ,36 1 . . . . . .

SRR3420 19 _TR15470 _c2_g 3_i11_le n=28 6 5 GLNA2_DAUCA
Q:120 6 -2411,H:1-

40 3
8 9 .0 8 %ID E:0 Glutamine  synthe tase , chlo ro p lastic

PF0 39 51.16 ^Gln-synt_N^Glutamine  synthe tase , b e ta-Grasp

d o main^8 1-156 ^E:2.2e -10 `PF0 0 120 .21^Gln-synt_C^Glutamine

synthe tase , catalytic d o main^18 5-40 6 ^E:7.7e -16

1 -0 ,0 36 0 ,2 -0 ,6 9 8 0 ,0 0 1 -1,112 0 ,0 0 1 -1,142 0 ,716 0 ,10 6 GLNA2_DAUCA Glutamine  synthe tase , chlo ro p lastic (EC 6 .3.1.2) (GS2) (G lutamate --ammo nia lig ase ) GLN2 Daucus caro ta (Wild  carro t) ATP-b ind ing ; Chlo ro p last; Lig ase ; Nucle o tid e -b ind ing ; Plastid ; Transit p e p tid e

SRR3420 19 _TR18 76 7_c0 _g 1_i2_le n=18 18 RCA2_LARTR
Q:9 0 9 -

16 9 1,H:175-435
8 7.74%ID E:1e -16 6

Rib ulo se  b isp ho sp hate  carb o xylase /o xyg e nase

activase  2, chlo ro p lastic

PF0 0 0 0 4.26 ^AAA^ATPase  family asso ciate d  with vario us ce llular

activitie s (AAA)^2-117^E:9 .3e -0 9
0 ,56 -1,0 0 7 0 ,118 -2,26 4 0 -1,6 44 0 -1,8 19 0 ,111 1,248 RCA2_LARTR

Rib ulo se  b isp ho sp hate  carb o xylase /o xyg e nase  activase  2, chlo ro p lastic (RA 2) (RuBisCO activase  2) (RuBisCO activase

b e ta fo rm)
RCA2

Larre a trid e ntata (Cre o so te  b ush) (Zyg o p hyllum

trid e ntatum)
ATP-b ind ing ; Chlo ro p last; Nucle o tid e -b ind ing ; Plastid ; Transit p e p tid e

SRR3420 19 _TR20 49 3_c2_g 2_i1_le n=2173 NA NA NA NA NA . 0 ,48 8 0 ,26 1 1 0 ,0 6 4 0 ,0 0 1 -1,111 0 -1,152 1 -0 ,49 9 . . . . . .

SRR3420 19 _TR27542_c2_g 1_i2_le n=1730 CB5_ARATH
Q:8 8 2-16 0 1,H:9 2-

28 0
70 .42%ID E:4e -9 4 Chlo ro p hyll a-b  b ind ing  p ro te in CP26 , chlo ro p lastic . 0 ,79 8 0 ,49 2 0 ,0 8 8 -1,6 55 0 ,0 0 1 -1,759 0 -2,10 5 0 ,58 1 0 ,453 CB5_ARATH Chlo ro p hyll a-b  b ind ing  p ro te in CP26 , chlo ro p lastic (LHCB5) (LHCIIc) (Lig ht-harve sting  co mp le x II p ro te in 5) LHCB5 At4g 10 340  F24G24.140 Arab id o p sis thaliana (Mo use -e ar cre ss)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Mag ne sium; Me mb rane ; Me tal-b ind ing ; Pho sp ho p ro te in;

Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ;

Transme mb rane ; Transme mb rane  he lix

SRR3420 19 _TR31144_c1_g 1_i7_le n=1420 FER_CAPAN
Q:76 4-120 1,H:1-

144
73.29 %ID E:2e -57 Fe rre d o xin, chlo ro p lastic . 0 ,212 -0 ,573 0 ,9 0 ,123 0 -2,9 48 0 -2,274 0 ,35 0 ,36 2 FER_CAPAN Fe rre d o xin, chlo ro p lastic (PFLP) AP1 Cap sicum annuum (Be ll p e p p e r)

2Fe -2S; Chlo ro p last; Ele ctro n transp o rt; Iro n; Iro n-sulfur; Me tal-b ind ing ; Pho sp ho p ro te in; Plastid ; Transit p e p tid e ;

Transp o rt

SRR3420 19 _TR34140 _c1_g 1_i2_le n=6 29 GC1_ARATH
Q:6 24-73,H:40 -

223
8 0 .43%ID E:2e -10 1

Ep ime rase  family p ro te in SDR39 U1 ho mo lo g ,

chlo ro p lastic {ECO:0 0 0 0 30 5}

PF0 536 8 .10 ^NmrA^NmrA-like  family^10 -6 8 ^E:6 .5e -

0 6 `PF0 1370 .18 ^Ep ime rase ^NAD d e p e nd e nt

e p ime rase /d e hyd ratase  family^11-148 ^E:3.1e -

13`PF0 10 73.16 ^3Be ta_HSD^3-b e ta hyd ro xyste ro id

d e hyd ro g e nase /iso me rase  family^12-129 ^E:1.9 e -

0 5`PF0 79 9 3.9 ^NAD_b ind ing _4^Male  ste ril ity p ro te in^12-

43^E:0 .0 0 0 12`PF1346 0 .3^NAD_b ind ing _10 ^NAD(P)H-b ind ing ^14-

130 ^E:2.4e -0 8

0 ,29 2 -0 ,348 0 ,9 53 0 ,0 35 0 -1,78 8 0 -1,575 0 ,226 1,9 7 GC1_ARATH
Ep ime rase  family p ro te in SDR39 U1 ho mo lo g , chlo ro p lastic (EC 1.1.1.-) (Pro te in GIANT CHLOROPLAST 1) (Pro te in SulA

ho mo lo g ) (AtSulA)
GC1 SULA At2g 2128 0  F3K23 Arab id o p sis thaliana (Mo use -e ar cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; NADP; Oxid o re d uctase ; Plastid ; Plastid  inne r me mb rane ; Re fe re nce

p ro te o me ; Transit p e p tid e

SRR3420 19 _TR379 34_c0 _g 1_i1_le n=718 NA NA NA NA NA . 1 0 ,0 8 9 0 ,0 28 -1,39 3 0 ,0 0 1 -1,718 0 -1,9 39 0 ,57 0 ,372 . . . . . .

SRR3420 19 _TR38 70 4_c0 _g 2_i1_le n=19 58 COLX_ARATH
Q:29 9 -1225,H:10 -

26 6
35.6 7%ID E:2e -43 Putative  z inc fing e r p ro te in At1g 6 8 19 0 PF0 6 20 3.11^CCT^CCT mo tif^435-476 ^E:6 .1e -0 7 0 ,412 -0 ,555 0 ,0 14 -2,6 8 1 0 -3,0 77 0 -2,6 9 2 0 ,0 57 1,317 COLX_ARATH Putative  z inc fing e r p ro te in At1g 6 8 19 0 At1g 6 8 19 0  T22E19 .18 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Re p e at; Zinc; Zinc-fing e r

SRR3420 22_TR329 _c1_g 5_i1_le n=246 7 CHLH_ARATH Q:18 26 -3,H:1-6 10 8 3.9 9 %ID E:0 Mag ne sium-che latase  sub unit ChlH, chlo ro p lastic

PF119 6 5.5^DUF3479 ^Do main o f unkno wn functio n (DUF3479 )^78 -

238 ^E:3.5e -48 `PF0 2514.13^Co b N-Mg _che l^Co b N/Mag ne sium

Che latase ^242-6 0 7^E:2e -75

0 ,29 4 -0 ,35 0 ,6 35 -0 ,29 9 0 -1,6 1 0 -0 ,8 6 7 0 ,0 0 6 0 ,78 3 CHLH_ARATH

Mag ne sium-che latase  sub unit ChlH, chlo ro p lastic (Mg -che latase  sub unit H) (EC 6 .6 .1.1) (ABA-b ind ing  p ro te in) (Mg -

p ro to p o rp hyrin IX che latase  sub unit ChlH) (Pro te in CONDITIONAL CHLORINA) (Pro te in GENOMES UNCOUPLED 5)

(Pro te in RAPID TRANSPIRATION IN DETACHED LEAVES 1)

CHLH ABAR CCH GUN5 RTL1 At5g 136 30

MSH12.9
Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Po rp hyrin-co ntaining  co mp o und

me tab o lism; chlo ro p hyll b io synthe sis.

ATP-b ind ing ; Ace tylatio n; Alte rnative  sp lic ing ; Chlo ro p hyll b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; Lig ase ;

Me mb rane ; Nucle o tid e -b ind ing ; Pho to synthe sis; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 22_TR447_c1_g 4_i1_le n=176 7 GDL6 _ARATH
Q:46 7-1555,H:32-

38 3
46 .56 %ID E:1e -112 GDSL e ste rase /lip ase  At1g 28 570

PF0 0 6 57.19 ^Lip ase _GDSL^GDSL-like  Lip ase /Acylhyd ro lase ^56 -

38 9 ^E:1.4e -0 9
0 ,352 -1,0 22 0 ,18 9 -1,8 58 0 -3,50 1 0 -2,514 0 ,56 4 0 ,428 GDL6 _ARATH GDSL e ste rase /lip ase  At1g 28 570  (EC 3.1.1.-) (Extrace llular l ip ase  At1g 28 570 ) At1g 28 570  F1K23.19 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; G lyco p ro te in; Hyd ro lase ; Lip id  d e g rad atio n; Lip id  me tab o lism; Re fe re nce

p ro te o me ; Se cre te d ; Sig nal

SRR3420 22_TR18 9 8 _c4_g 2_i3_le n=16 76 PSAB_SOLTU
Q:26 3-

158 5,H:29 4-734
9 9 .32%ID E:0

Pho to syste m I P70 0  chlo ro p hyll a ap o p ro te in A2

{ECO:0 0 0 0 255|HAMAP-Rule :MF_0 0 48 2}

PF0 0 223.16 ^PsaA_PsaB^Pho to syste m I p saA/p saB p ro te in^1-

427^E:1.6 e -217
0 ,159 0 ,50 7 0 1,9 6 5 0 -2,29 2 0 -1,49 1 0 PSAB_SOLTU Pho to syste m I P70 0  chlo ro p hyll a ap o p ro te in A2 (EC 1.9 7.1.12) (PSI-B) (PsaB) p saB So lanum tub e ro sum (Po tato )

4Fe -4S; Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Ele ctro n transp o rt; Iro n; Iro n-sulfur; Mag ne sium;

Me mb rane ; Me tal-b ind ing ; Oxid o re d uctase ; Pho to synthe sis; Pho to syste m I; Plastid ; Re fe re nce  p ro te o me ; Thylako id ;

Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR3420 22_TR26 73_c0 _g 4_i1_le n=150 2 EXO_ARATH
Q:416 -1252,H:37-

314
75.36 %ID E:2e -142 Pro te in EXORDIUM

PF0 46 74.9 ^Phi_1^Pho sp hate -ind uce d  p ro te in 1 co nse rve d

re g io n^36 -315^E:1.9 e -124
0 ,0 56 -0 ,8 0 4 0 ,377 -0 ,558 0 -2,0 19 0 -1,8 9 9 1 -0 ,8 36 EXO_ARATH Pro te in EXORDIUM EXO At4g 0 8 9 50  T3H13.3 Arab id o p sis thaliana (Mo use -e ar cre ss) Ap o p last; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 22_TR28 29 _c2_g 1_i3_le n=2541 G3PB_PEA
Q:450 -1118 ,H:10 -

232
8 2.9 6 %ID E:3e -126

Glyce rald e hyd e -3-p ho sp hate  d e hyd ro g e nase  B,

chlo ro p lastic

PF0 0 0 44.21^Gp _d h_N^Glyce rald e hyd e  3-p ho sp hate

d e hyd ro g e nase , NAD b ind ing  d o main^8 7-235^E:1.1e -48
1 0 ,0 22 0 ,10 2 -0 ,6 9 4 0 -1,271 0 ,0 0 1 -0 ,8 0 4 0 ,0 0 2 0 ,9 4 G3PB_PEA

Glyce rald e hyd e -3-p ho sp hate  d e hyd ro g e nase  B, chlo ro p lastic (EC 1.2.1.13) (NADP-d e p e nd e nt g lyce rald e hyd e p ho sp hate

d e hyd ro g e nase  sub unit B)
GAPB GPB1 Pisum sativum (Gard e n p e a)

PATHWAY: Carb o hyd rate  b io synthe sis; Calvin

cycle .
Calvin cycle ; Chlo ro p last; NADP; Oxid o re d uctase ; Plastid ; Transit p e p tid e

SRR3420 22_TR29 0 8 _c3_g 3_i3_le n=19 76 C76 B6 _CATRO
Q:1754-336 ,H:21-

49 3
10 0 %ID E:0 Ge ranio l 8 -hyd ro xylase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^31-479 ^E:2e -10 6 0 ,38 9 0 ,20 4 0 ,0 0 1 -1,0 35 0 -1,0 6 9 0 -1,9 39 1 -0 ,214 C76 B6 _CATRO Ge ranio l 8 -hyd ro xylase  (EC 1.14.13.152) (Cyto chro me  P450  76 B6 ) (Ge ranio l 10 -hyd ro xylase ) (CrG10 H) CYP76 B6  G10 H

Catharanthus ro se us (Mad ag ascar p e riwinkle ) (Vinca

ro se a)

Dire ct p ro te in se q ue ncing ; End o p lasmic re ticulum; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP;

Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix

SRR3420 22_TR426 5_c2_g 1_i4_le n=6 8 5 CB11_SOLLC
Q:116 -6 8 5,H:1-

19 0
8 3.6 8 %ID E:3e -10 2 Chlo ro p hyll a-b  b ind ing  p ro te in 6 A, chlo ro p lastic

PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^8 4-

217^E:4.9 e -33
0 ,8 49 0 ,0 9 9 0 ,0 0 4 -1,6 72 0 -1,556 0 -1,277 0 ,0 0 1 0 ,6 9 CB11_SOLLC Chlo ro p hyll a-b  b ind ing  p ro te in 6 A, chlo ro p lastic (LHCI typ e  I CAB-6 A) (Lig ht-harve sting  co mp le x I 26  kDa p ro te in) CAB6 A

So lanum lyco p e rsicum (To mato ) (Lyco p e rsico n

e scule ntum)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Mag ne sium; Me mb rane ; Me tal-b ind ing ; Pho sp ho p ro te in;

Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ;

Transme mb rane ; Transme mb rane  he lix

SRR3420 22_TR426 5_c2_g 7_i2_le n=8 24 CB121_HORVU
Q:140 -3,H:19 5-

240
9 5.6 5%ID E:1e -22 Chlo ro p hyll a-b  b ind ing  p ro te in 1B-21, chlo ro p lastic . 0 ,8 7 0 ,20 5 0 ,0 0 4 -1,8 4 0 -1,8 6 5 0 -2,10 4 0 ,545 0 ,42 CB121_HORVU

Chlo ro p hyll a-b  b ind ing  p ro te in 1B-21, chlo ro p lastic (LHCI typ e  I CAB-1B-21) (LHCI-730  chlo ro p hyll a/b  b ind ing  p ro te in)

(Lig ht-harve sting  co mp le x I 21 kDa p ro te in)
LHC Ib -21 LHCA1 Ho rd e um vulg are  (Barle y)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Dire ct p ro te in se q ue ncing ; Mag ne sium; Me mb rane ; Me tal-b ind ing ;

Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Thylako id ; Transit p e p tid e ; Transme mb rane ;

Transme mb rane  he lix

SRR3420 22_TR4326 _c1_g 2_i1_le n=558 CCD4_ARATH
Q:29 7-557,H:73-

16 0
6 5.9 1%ID E:3e -32

Pro b ab le  caro te no id  c le avag e  d io xyg e nase  4,

chlo ro p lastic

PF0 30 55.12^RPE6 5^Re tinal p ig me nt e p ithe lial me mb rane

p ro te in^116 -156 ^E:9 .6 e -0 7
0 ,0 1 1,9 32 0 ,0 0 7 1,154 0 -1,8 31 0 ,0 0 1 -1,20 8 0 ,525 -0 ,173 CCD4_ARATH Pro b ab le  caro te no id  c le avag e  d io xyg e nase  4, chlo ro p lastic (AtCCD4) (EC 1.14.9 9 .-) (AtNCED4) CCD4 NCED4 At4g 19 170  T18 B16 .140 Arab id o p sis thaliana (Mo use -e ar cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Dio xyg e nase ; Iro n; Me tal-b ind ing ; Oxid o re d uctase ; Plastid ; Re fe re nce  p ro te o me ;

Transit p e p tid e

SRR3420 22_TR46 9 0 _c0 _g 1_i4_le n=2277 GLYM_SOLTU
Q:356 -19 0 9 ,H:1-

518
9 0 .56 %ID E:0 Se rine  hyd ro xyme thyltransfe rase , mito cho nd rial

PF0 0 46 4.16 ^SHMT^Se rine  hyd ro xyme thyltransfe rase ^58 -

454^E:1.2e -210
0 ,217 -0 ,322 0 9 ,9 11 0 -1,75 0 -0 ,8 8 6 0 1,29 8 GLYM_SOLTU

Se rine  hyd ro xyme thyltransfe rase , mito cho nd rial (SHMT) (EC 2.1.2.1) (G lycine  hyd ro xyme thyltransfe rase ) (Se rine

me thylase )
So lanum tub e ro sum (Po tato )

PATHWAY: One -carb o n me tab o lism;

te trahyd ro fo late  inte rco nve rsio n.

Co mp le te  p ro te o me ; Mito cho nd rio n; One -carb o n me tab o lism; Pyrid o xal p ho sp hate ; Re fe re nce  p ro te o me ; Transfe rase ;

Transit p e p tid e

SRR3420 22_TR10 8 6 2_c3_g 1_i2_le n=19 8 8 PGLR4_ARATH
Q:379 -16 9 2,H:76 -

46 3
42.53%ID E:4e -10 3 Po lyg alacturo nase  At1g 48 10 0

PF1270 8 .4^Pe ctate _lyase _3^Pe ctate  lyase  sup e rfamily

p ro te in^131-16 7^E:1e -0 6 `PF0 0 29 5.14^Glyco _hyd ro _28 ^Glyco syl

hyd ro lase s family 28 ^16 0 -244^E:2.6 e -0 9

0 ,8 6 5 -0 ,237 0 ,0 0 2 -6 ,29 1 0 -3,4 0 -4,6 21 1 1,6 53 PGLR4_ARATH Po lyg alacturo nase  At1g 48 10 0  (PG) (EC 3.2.1.15) (Pe ctinase  At1g 48 10 0 ) At1g 48 10 0  F21D18 .17 F21D18 .18 Arab id o p sis thaliana (Mo use -e ar cre ss)
Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; G lyco sid ase ; Hyd ro lase ; Re fe re nce  p ro te o me ;

Re p e at; Se cre te d ; Sig nal

SRR3420 22_TR10 8 6 2_c3_g 1_i3_le n=2346 PGLR4_ARATH
Q:150 5-

20 50 ,H:28 1-46 3
50 .54%ID E:6 e -47 Po lyg alacturo nase  At1g 48 10 0

PF1270 8 .4^Pe ctate _lyase _3^Pe ctate  lyase  sup e rfamily

p ro te in^131-16 7^E:1.5e -

0 6 `PF0 0 29 5.14^Glyco _hyd ro _28 ^Glyco syl hyd ro lase s family

28 ^16 0 -244^E:4.3e -0 9 `PF0 0 29 5.14^Glyco _hyd ro _28 ^Glyco syl

hyd ro lase s family 28 ^28 1-354^E:2.3e -13

1 0 ,0 2 0 ,226 -2,6 8 5 0 -3,29 9 0 ,0 0 1 -2,59 3 0 ,732 0 ,754 PGLR4_ARATH Po lyg alacturo nase  At1g 48 10 0  (PG) (EC 3.2.1.15) (Pe ctinase  At1g 48 10 0 ) At1g 48 10 0  F21D18 .17 F21D18 .18 Arab id o p sis thaliana (Mo use -e ar cre ss)
Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; G lyco sid ase ; Hyd ro lase ; Re fe re nce  p ro te o me ;

Re p e at; Se cre te d ; Sig nal

SRR3420 22_TR13754_c0 _g 1_i1_le n=9 21 RAE1C_ARATH
Q:232-8 37,H:15-

216
9 3.0 7%ID E:6 e -119 Ras-re late d  p ro te in RABE1c

PF0 0 0 25.18 ^Arf^ADP-rib o sylatio n facto r family^16 -16 3^E:2.1e -

15`PF0 0 0 71.19 ^Ras^Ras family^17-178 ^E:1.6 e -

6 6 `PF0 8 477.10 ^Ro c^Ras o f Co mp le x, Ro c, d o main o f

DAPkinase ^17-132^E:4.6 e -35`PF0 46 70 .9 ^Gtr1_Rag A^Gtr1/Rag A G

p ro te in co nse rve d  re g io n^17-132^E:4.5e -

0 5`PF0 19 26 .20 ^MMR_HSR1^50 S rib o so me -b ind ing  GTPase ^18 -

128 ^E:4.7e -0 5

0 ,8 54 0 ,13 0 6 ,79 7 0 -2,6 6 8 0 -7,49 3 0 ,0 0 7 1,0 8 4 RAE1C_ARATH Ras-re late d  p ro te in RABE1c (AtRABE1c) (Ras-re late d  p ro te in Ara-3) (Ras-re late d  p ro te in Rab 8 A) (AtRab 8 A)
RABE1C ARA-3 RAB8 A At3g 46 0 6 0

F12M12.30
Arab id o p sis thaliana (Mo use -e ar cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; GTP-b ind ing ; Go lg i ap p aratus; Lip o p ro te in; Me mb rane ; Nucle o tid e -b ind ing ;

Pre nylatio n; Pro te in transp o rt; Re fe re nce  p ro te o me ; Transp o rt

SRR3420 22_TR140 0 5_c0 _g 2_i1_le n=1354 NA NA NA NA NA
PF0 4520 .10 ^Se ne sce nce _re g ^Se ne sce nce  re g ulato r^32-

213^E:1.9 e -42
0 ,447 -0 ,378 0 ,48 9 -0 ,477 0 -1,575 0 -1,48 1 0 ,41 0 ,31 . . . . . .

SRR3420 22_TR19 437_c5_g 1_i2_le n=1557 BCH2_CAPAN
Q:471-1229 ,H:6 4-

316
8 6 .56 %ID E:2e -124 Be ta-caro te ne  hyd ro xylase  2, chlo ro p lastic

PF0 4116 .10 ^FA_hyd ro xylase ^Fatty acid  hyd ro xylase

sup e rfamily^157-28 4^E:6 .8 e -14
0 ,6 41 -0 ,256 0 ,0 12 -1,543 0 -1,6 4 0 -1,8 72 0 ,178 0 ,457 BCH2_CAPAN Be ta-caro te ne  hyd ro xylase  2, chlo ro p lastic (EC 1.14.13.129 ) (Frag me nt) CA2 Cap sicum annuum (Be ll p e p p e r)

Caro te no id  b io synthe sis; Chlo ro p last; Hyd ro lase ; Iro n; Me mb rane ; Me tal-b ind ing ; NAD; Oxid o re d uctase ; Plastid ; Transit

p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR3420 22_TR19 9 9 0 _c0 _g 1_i2_le n=9 36 NA NA NA NA NA . 1 -0 ,16 8 0 ,0 16 -1,8 8 1 0 -1,6 75 0 -1,6 23 0 ,79 3 -0 ,19 1 . . . . . .

SRR3420 22_TR21249 _c2_g 4_i4_le n=28 49 UBP25_ARATH
Q:2456 -1359 ,H:5-

36 1
70 .49 %ID E:9 e -178 Ub iq uitin carb o xyl-te rminal hyd ro lase  25

PF13423.3^UCH_1^Ub iq uitin carb o xyl-te rminal hyd ro lase ^23-

321^E:8 .2e -20 `PF0 0 443.26 ^UCH^Ub iq uitin carb o xyl-te rminal

hyd ro lase ^24-340 ^E:3.3e -50

0 ,471 -0 ,48 1 1 -0 ,175 0 -2,6 77 0 -2,0 42 1 0 ,747 UBP25_ARATH
Ub iq uitin carb o xyl-te rminal hyd ro lase  25 (EC 3.4.19 .12) (De ub iq uitinating  e nzyme  25) (AtUBP25) (Ub iq uitin thio e ste rase

25) (Ub iq uitin-sp e cific-p ro ce ssing  p ro te ase  25)
UBP25 At3g 1440 0  MLN21.18 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Hyd ro lase ; Pro te ase ; Re fe re nce  p ro te o me ; Thio l p ro te ase ; Ub l co njug atio n p athway

SRR3420 22_TR24311_c4_g 3_i3_le n=753 NA NA NA NA NA . 0 ,6 32 -0 ,215 0 ,79 8 0 ,36 0 ,0 0 1 -1,36 6 0 -1,8 9 9 1 0 . . . . . .

SRR3420 22_TR26 255_c0 _g 3_i2_le n=70 2 NA NA NA NA NA . 0 ,0 6 5 -1,53 0 ,38 1 -1,6 55 0 -5,8 6 8 0 -8 ,6 6 4 0 ,0 0 1 2,178 . . . . . .

SRR3420 22_TR28 271_c1_g 1_i2_le n=6 10 0 CLU_ARATH
Q:249 2-

378 1,H:78 8 -1258
38 .8 7%ID E:3e -8 9 Cluste re d  mito cho nd ria p ro te in

PF150 44.3^CLU_N^Mito cho nd rial functio n, CLU-N-te rm^49 -

120 ^E:6 .3e -0 8 `PF128 0 7.4^e IF3_p 135^Translatio n initiatio n facto r

e IF3 sub unit 135^726 -8 6 7^E:5.6 e -

25`PF13424.3^TPR_12^Te tratrico p e p tid e  re p e at^9 0 7-9 6 8 ^E:2.2e -

0 8 `PF13424.3^TPR_12^Te tratrico p e p tid e  re p e at^9 37-

10 0 7^E:5.5e -13`PF13374.3^TPR_10 ^Te tratrico p e p tid e  re p e at^9 37-

9 78 ^E:9 .3e -0 9 `PF1318 1.3^TPR_8 ^Te tratrico p e p tid e  re p e at^9 38 -

9 6 9 ^E:0 .11`PF13424.3^TPR_12^Te tratrico p e p tid e  re p e at^10 21-

10 9 5^E:1e -10 `PF13374.3^TPR_10 ^Te tratrico p e p tid e  re p e at^10 21-

10 6 0 ^E:1e -0 6

1 -0 ,76 0 ,0 0 2 -4,771 0 -1,20 3 0 ,0 0 1 -1,0 0 6 1 -0 ,20 4 CLU_ARATH Cluste re d  mito cho nd ria p ro te in (Frie nd ly mito cho nd ria p ro te in) FMT CLU At3g 52140  F4F15.250 Arab id o p sis thaliana (Mo use -e ar cre ss) Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Re fe re nce  p ro te o me ; Re p e at; TPR re p e at

SRR3420 22_TR320 9 7_c0 _g 1_i2_le n=8 73 NA NA NA NA NA . 0 ,439 -0 ,272 0 ,0 11 -1,0 0 2 0 -1,50 7 0 -2,0 0 7 0 ,48 5 -0 ,20 4 . . . . . .

SRR3420 22_TR3310 6 _c0 _g 1_i1_le n=18 17 RUP2_ARATH
Q:36 9 -140 9 ,H:21-

36 4
59 .71%ID E:5e -122 WD re p e at-co ntaining  p ro te in RUP2

PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^177-

20 9 ^E:0 .17`PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^30 3-

342^E:0 .0 43

0 ,5 -0 ,537 0 ,10 3 -1,6 18 0 -1,9 57 0 -1,78 4 0 ,458 -0 ,432 RUP2_ARATH
WD re p e at-co ntaining  p ro te in RUP2 (Pro te in EARLY FLOWERING BY OVEREXPRESSION 2) (Pro te in EPRESSOR OF UV-B

PHOTOMORPHOGENESIS 2)
RUP2 EFO2 At5g 23730  MRO11.23 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Cyto p lasm; Flo we ring ; Nucle us; Re fe re nce  p ro te o me ; Re p e at; WD re p e at

SRR3420 22_TR3330 7_c1_g 2_i3_le n=1548 GPPL1_ARATH
Q:242-10 6 0 ,H:47-

315
8 0 .6 6 %ID E:3e -155

Halo acid  d e halo g e nase -like  hyd ro lase  d o main-

co ntaining  p ro te in At4g 39 9 70

PF0 0 70 2.23^Hyd ro lase ^halo acid  d e halo g e nase -like

hyd ro lase ^72-28 4^E:1.1e -13`PF13419 .3^HAD_2^Halo acid

d e halo g e nase -like  hyd ro lase ^74-28 8 ^E:1.1e -

22`PF13242.3^Hyd ro lase _like ^HAD-hyro lase -like ^247-310 ^E:3.8 e -

0 5

0 ,8 78 -0 ,0 52 0 ,58 6 -0 ,151 0 -1,36 6 0 -1,0 33 0 ,312 -0 ,29 GPPL1_ARATH Halo acid  d e halo g e nase -like  hyd ro lase  d o main-co ntaining  p ro te in At4g 39 9 70  (EC 3.1.3.-) At4g 39 9 70  T5J17.140 Arab id o p sis thaliana (Mo use -e ar cre ss) Chlo ro p last; Co mp le te  p ro te o me ; Hyd ro lase ; Mag ne sium; Me tal-b ind ing ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 23_TR9 26 _c5_g 4_i1_le n=20 79 FAD3C_SESIN
Q:143-148 9 ,H:1-

446
8 0 .0 4%ID E:0 Ome g a-3 fatty acid  d e saturase , chlo ro p lastic

PF119 6 0 .5^DUF3474^Do main o f unkno wn functio n (DUF3474)^1-

140 ^E:1.5e -55`PF0 0 48 7.21^FA_d e saturase ^Fatty acid

d e saturase ^148 -40 2^E:1.3e -32

0 ,29 9 -0 ,329 0 ,6 33 -0 ,16 3 0 -2,0 6 6 0 -1,37 0 ,8 8 9 -0 ,0 45 FAD3C_SESIN Ome g a-3 fatty acid  d e saturase , chlo ro p lastic (EC 1.14.19 .-) FAD7 Se samum ind icum (Orie ntal se same ) (Se samum o rie ntale )
PATHWAY: Lip id  me tab o lism; p o lyunsaturate d

fatty acid  b io synthe sis.

Chlo ro p last; Fatty acid  b io synthe sis; Fatty acid  me tab o lism; Lip id  b io synthe sis; Lip id  me tab o lism; Me mb rane ;

Oxid o re d uctase ; Plastid ; Transit p e p tid e

SRR3420 23_TR118 8 _c3_g 15_i2_le n=743 TRXM4_ARATH
Q:40 1-42,H:70 -

19 1
59 .8 4%ID E:7e -47 Thio re d o xin M4, chlo ro p lastic PF0 0 0 8 5.17^Thio re d o xin^Thio re d o xin^8 2-18 1^E:2.2e -28 0 ,759 -0 ,0 8 4 0 ,20 3 0 ,342 0 -2,29 4 0 -2,275 0 ,0 0 2 6 ,33 TRXM4_ARATH Thio re d o xin M4, chlo ro p lastic (AtTrxm4) At3g 1536 0  MJK13.2 Arab id o p sis thaliana (Mo use -e ar cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Ele ctro n transp o rt; Plastid ; Re d o x-active  ce nte r; Re fe re nce

p ro te o me ; Transit p e p tid e ; Transp o rt

SRR3420 23_TR1754_c1_g 5_i1_le n=8 77 AB19 I_ARATH Q:772-47,H:51-29 0 79 .34%ID E:1e -124 ABC transp o rte r I family me mb e r 19 . 0 ,233 -0 ,738 1 0 0 -6 ,75 0 -6 ,75 0 ,233 -0 ,8 0 6 AB19 I_ARATH
ABC transp o rte r I family me mb e r 19  (ABC transp o rte r ABCI.19 ) (AtABCI19 ) (GCN-re late d  p ro te in 2) (No n-intrinsic ABC

p ro te in 4)
ABCI19  NAP4 At1g 0 39 0 5 F21M11.17 Arab id o p sis thaliana (Mo use -e ar cre ss) ATP-b ind ing ; Co mp le te  p ro te o me ; Cyto p lasm; Nucle o tid e -b ind ing ; Re fe re nce  p ro te o me ; Transp o rt

SRR3420 23_TR3118 _c2_g 10 _i4_le n=2329 GNOM_ARATH
Q:1242-

1454,H:176 -246
49 .3%ID E:4e -23 ARF g uanine -nucle o tid e  e xchang e  facto r GNOM . 0 ,8 11 -0 ,29 0 ,0 6 5 -1,38 6 0 -1,79 0 -2,0 43 1 -0 ,0 11 GNOM_ARATH

ARF g uanine -nucle o tid e  e xchang e  facto r GNOM (Patte rn fo rmatio n p ro te in EMB30 ) (Pro te in EMBRYO DEFECTIVE 30 )

(Pro te in MIZU-KUSSEI2) (Pro te in VASCULAR NETWORK 7)

GN EMB30  GBF3 MIZ2 VAN7 At1g 139 8 0

F16 A14.20  F7A19 .7
Arab id o p sis thaliana (Mo use -e ar cre ss)

Ce ll ad he sio n; Ce ll me mb rane ; Co mp le te  p ro te o me ; Cyto p lasm; ER-Go lg i transp o rt; End o cyto sis; End o so me ; Guanine -

nucle o tid e  re le asing  facto r; Me mb rane ; Po lymo rp hism; Pro te in transp o rt; Re fe re nce  p ro te o me ; Transp o rt

SRR3420 23_TR9 59 4_c0 _g 1_i4_le n=1536 GDL34_ARATH
Q:30 8 -126 7,H:25-

342
6 5.6 2%ID E:2e -157 GDSL e ste rase /lip ase  At2g 0 4570

PF0 0 6 57.19 ^Lip ase _GDSL^GDSL-like  Lip ase /Acylhyd ro lase ^30 -

343^E:1.9 e -16
0 ,426 -0 ,237 0 ,19 9 -0 ,435 0 ,0 0 1 -0 ,8 31 0 -0 ,8 38 0 ,0 55 0 ,48 4 GDL34_ARATH GDSL e ste rase /lip ase  At2g 0 4570  (EC 3.1.1.-) (Extrace llular l ip ase  At2g 0 4570 ) At2g 0 4570  T1O3.2 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; G lyco p ro te in; Hyd ro lase ; Lip id  d e g rad atio n; Lip id  me tab o lism; Re fe re nce  p ro te o me ; Se cre te d ;

Sig nal

SRR3420 23_TR1279 4_c5_g 10 _i10 _le n=56 15 GLTB1_ARATH
Q:433-40 71,H:6 6 -

128 1
8 5.9 4%ID E:0

Fe rre d o xin-d e p e nd e nt g lutamate  synthase  1,

chlo ro p lastic/mito cho nd rial

PF0 0 310 .18 ^GATase _2^Glutamine  amid o transfe rase s class-

II^10 3-525^E:6 e -18 0 `PF0 48 9 8 .11^Glu_syn_ce ntral^Glutamate

synthase  ce ntral d o main^551-8 44^E:8 .4e -

10 7`PF0 16 45.14^Glu_synthase ^Co nse rve d  re g io n in g lutamate

synthase ^9 0 4-128 0 ^E:1.1e -157

0 ,59 1 -0 ,20 6 0 ,234 -0 ,46 3 0 -1,327 0 ,0 0 1 -0 ,9 8 2 0 ,326 0 ,258 GLTB1_ARATH Fe rre d o xin-d e p e nd e nt g lutamate  synthase  1, chlo ro p lastic/mito cho nd rial (EC 1.4.7.1) (Fd -GOGAT 1) GLU1 GLS1 At5g 0 4140  F21E1_6 0 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-

g lutamate  b io synthe sis via GLT p athway; L-

g lutamate  fro m 2-o xo g lutarate  and  L-g lutamine

(fe rre d o xin ro ute ): ste p  1/1.; PATHWAY:

Ene rg y me tab o lism; nitro g e n me tab o lism.

3Fe -4S; Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; FAD; FMN; Flavo p ro te in;

G lutamate  b io synthe sis; G lutamine  amid o transfe rase ; Iro n; Iro n-sulfur; Me tal-b ind ing ; Mito cho nd rio n; Oxid o re d uctase ;

Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR3420 23_TR156 8 4_c0 _g 1_i1_le n=16 48 COL16 _ARATH
Q:224-140 2,H:6 -

40 3
37.1%ID E:9 e -57 Zinc fing e r p ro te in CONSTANS-LIKE 16

PF0 0 6 43.21^zf-B_b o x^B-b o x zinc fing e r^17-6 1^E:5.7e -

0 8 `PF0 6 20 3.11^CCT^CCT mo tif^359 -40 1^E:3.9 e -18
0 ,38 3 0 ,26 0 ,0 9 2 -0 ,523 0 -1,49 6 0 -2,19 2 0 ,0 13 0 ,6 9 5 COL16 _ARATH Zinc fing e r p ro te in CONSTANS-LIKE 16 COL16  At1g 25440  F2J7.10 Arab id o p sis thaliana (Mo use -e ar cre ss) Co ile d  co il; Co mp le te  p ro te o me ; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Zinc; Zinc-fing e r

SRR3420 23_TR178 50 _c0 _g 1_i3_le n=70 0 CB23_SOLLC Q:429 -1,H:18 -16 0 9 1.6 1%ID E:4e -9 2 Chlo ro p hyll a-b  b ind ing  p ro te in 13, chlo ro p lastic
PF0 0 50 4.18 ^Chlo ro a_b -b ind ^Chlo ro p hyll A-B b ind ing  p ro te in^6 5-

158 ^E:6 .1e -24
0 ,16 6 -0 ,30 5 0 ,6 0 5 0 ,116 0 -1,356 0 -1,0 21 0 ,8 11 -0 ,26 9 CB23_SOLLC Chlo ro p hyll a-b  b ind ing  p ro te in 13, chlo ro p lastic (LHCII typ e  III CAB-13) CAB13 LHBC1

So lanum lyco p e rsicum (To mato ) (Lyco p e rsico n

e scule ntum)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Mag ne sium; Me mb rane ; Me tal-

b ind ing ; Pho sp ho p ro te in; Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Re fe re nce  p ro te o me ; Thylako id ;

Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR3420 23_TR18 28 6 _c0 _g 1_i1_le n=10 77 CYB5_BOROF Q:353-571,H:3-75 58 .9 %ID E:4e -24 Cyto chro me  b 5
PF0 0 173.25^Cyt-b 5^Cyto chro me  b 5-like  He me /Ste ro id  b ind ing

d o main^7-78 ^E:2.4e -23
0 ,216 0 ,40 5 0 ,16 4 0 ,6 16 0 -1,476 0 -1,6 41 0 ,429 0 ,49 4 CYB5_BOROF Cyto chro me  b 5 Bo rag o  o ffic inalis (Bo urrache ) (Bo rag e )

Ele ctro n transp o rt; End o p lasmic re ticulum; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Micro so me ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR3420 23_TR22522_c0 _g 1_i2_le n=228 1 FATB_GOSHI
Q:1735-48 2,H:1-

413
6 8 .38 %ID E:0

Palmito yl-acyl carrie r p ro te in thio e ste rase ,

chlo ro p lastic

PF1259 0 .5^Acyl-thio _N^Acyl-ATP thio e ste rase ^1-125^E:8 .1e -

50 `PF0 16 43.14^Acyl-ACP_TE^Acyl-ACP thio e ste rase ^136 -

40 0 ^E:8 e -8 2

0 ,127 -0 ,477 0 ,541 0 ,274 0 -1,0 79 0 -1,0 36 1 1,134 FATB_GOSHI
Palmito yl-acyl carrie r p ro te in thio e ste rase , chlo ro p lastic (EC 3.1.2.-) (16 :0 -acyl-carrie r p ro te in thio e ste rase ) (16 :0 -ACP

thio e ste rase ) (Acyl-[acyl-carrie r-p ro te in] hyd ro lase ) (PATE)
FATB1

Go ssyp ium hirsutum (Up land  co tto n) (Go ssyp ium

me xicanum)

Chlo ro p last; Fatty acid  b io synthe sis; Fatty acid  me tab o lism; Hyd ro lase ; Lip id  b io synthe sis; Lip id  me tab o lism; Plastid ;

Transit p e p tid e

SRR3420 23_TR28 30 3_c0 _g 2_i4_le n=526 NA NA NA NA NA . 0 ,19 4 -0 ,354 0 ,0 0 3 -1,271 0 -2,8 53 0 -2,20 3 1 0 ,179 . . . . . .

SRR3420 23_TR31426 _c6 _g 2_i1_le n=258 8 DXS2_ORYSJ
Q:2411-28 8 ,H:1-

712
79 .35%ID E:0

Pro b ab le  1-d e o xy-D-xylulo se -5-p ho sp hate  synthase  2,

chlo ro p lastic

PF1329 2.3^DXP_synthase _N^1-d e o xy-D-xylulo se -5-p ho sp hate

synthase ^74-359 ^E:4.1e -112`PF0 0 6 76 .17^E1_d h^De hyd ro g e nase

E1 co mp o ne nt^172-245^E:2e -

0 7`PF0 2779 .21^Transke t_p yr^Transke to lase , p yrimid ine  b ind ing

d o main^39 6 -557^E:8 .3e -

43`PF0 278 0 .17^Transke to lase _C^Transke to lase , C-te rminal

d o main^575-6 9 8 ^E:5.9 e -31

0 ,29 1 0 ,26 5 0 ,35 -0 ,527 0 -1,536 0 -3,56 8 0 ,0 9 5 0 ,6 6 DXS2_ORYSJ
Pro b ab le  1-d e o xy-D-xylulo se -5-p ho sp hate  synthase  2, chlo ro p lastic (1-d e o xyxylulo se -5-p ho sp hate  synthase ) (DXP

synthase ) (DXPS) (EC 2.2.1.7)

Os0 7g 0 19 0 0 0 0  LOC_Os0 7g 0 9 19 0

OsJ_2339 4 OSJNBb 0 0 0 2L0 9 .31

OSJNBb 0 0 0 3E0 8 .7

Oryza sativa sub sp . jap o nica (Rice )

PATHWAY: Me tab o lic inte rme d iate

b io synthe sis; 1-d e o xy-D-xylulo se  5-p ho sp hate

b io synthe sis; 1-d e o xy-D-xylulo se  5-p ho sp hate

fro m D-g lyce rald e hyd e  3-p ho sp hate  and

p yruvate : ste p  1/1.

Chlo ro p last; Co mp le te  p ro te o me ; Iso p re ne  b io synthe sis; Mag ne sium; Me tal-b ind ing ; Plastid ; Re fe re nce  p ro te o me ;

Thiamine  b io synthe sis; Thiamine  p yro p ho sp hate ; Transfe rase ; Transit p e p tid e

SRR6 46 572_TR78 0 1_c0 _g 2_i2_le n=5549 GLTB1_ARATH
Q:50 72-411,H:6 6 -

16 22
8 4.9 7%ID E:0

Fe rre d o xin-d e p e nd e nt g lutamate  synthase  1,

chlo ro p lastic/mito cho nd rial

PF0 0 310 .18 ^GATase _2^Glutamine  amid o transfe rase s class-

II^10 3-525^E:9 .3e -18 0 `PF0 48 9 8 .11^Glu_syn_ce ntral^Glutamate

synthase  ce ntral d o main^551-8 44^E:1.2e -

10 6 `PF0 16 45.14^Glu_synthase ^Co nse rve d  re g io n in g lutamate

synthase ^9 0 4-128 7^E:3.6 e -16 0 `PF0 149 3.16 ^GXGXG^GXGXG

mo tif^136 9 -1550 ^E:3.7e -75

0 ,73 -0 ,10 4 0 ,737 -0 ,116 0 -1,38 8 0 -1,0 9 1 0 ,8 7 0 ,16 9 GLTB1_ARATH Fe rre d o xin-d e p e nd e nt g lutamate  synthase  1, chlo ro p lastic/mito cho nd rial (EC 1.4.7.1) (Fd -GOGAT 1) GLU1 GLS1 At5g 0 4140  F21E1_6 0 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Amino -acid  b io synthe sis; L-

g lutamate  b io synthe sis via GLT p athway; L-

g lutamate  fro m 2-o xo g lutarate  and  L-g lutamine

(fe rre d o xin ro ute ): ste p  1/1.; PATHWAY:

Ene rg y me tab o lism; nitro g e n me tab o lism.

3Fe -4S; Alte rnative  sp lic ing ; Amino -acid  b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; FAD; FMN; Flavo p ro te in;

G lutamate  b io synthe sis; G lutamine  amid o transfe rase ; Iro n; Iro n-sulfur; Me tal-b ind ing ; Mito cho nd rio n; Oxid o re d uctase ;

Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR6 46 572_TR1358 6 _c0 _g 1_i1_le n=10 78 EXPA8 _ARATH
Q:9 56 -26 1,H:20 -

252
8 4.55%ID E:8 e -143 Exp ansin-A8

PF0 3330 .15^DPBB_1^Lytic transg lyco lase ^8 6 -171^E:1.4e -

21`PF0 1357.18 ^Po lle n_alle rg _1^Po lle n alle rg e n^18 2-259 ^E:1.2e -

29

0 ,29 8 0 ,6 37 0 2,421 0 -3,456 0 -1,555 0 ,56 -0 ,749 EXPA8 _ARATH Exp ansin-A8  (AtEXPA8 ) (Alp ha-e xp ansin-8 ) (At-EXP8 ) (AtEx8 ) (Ath-Exp Alp ha-1.11) EXPA8  EXP8  At2g 40 6 10  T2P4.4 Arab id o p sis thaliana (Mo use -e ar cre ss)
Ce ll wall; Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Me mb rane ; Re fe re nce  p ro te o me ;

Se cre te d ; Sig nal



SRR6 46 572_TR18 0 50 _c0 _g 2_i2_le n=110 5 CB5_ARATH Q:46 1-3,H:9 3-245 9 0 .8 5%ID E:4e -8 2 Chlo ro p hyll a-b  b ind ing  p ro te in CP26 , chlo ro p lastic . 0 ,0 9 1 -0 ,413 0 ,0 0 2 -0 ,79 8 0 -1,0 23 0 ,0 0 1 -0 ,75 0 ,8 6 1 0 ,0 6 8 CB5_ARATH Chlo ro p hyll a-b  b ind ing  p ro te in CP26 , chlo ro p lastic (LHCB5) (LHCIIc) (Lig ht-harve sting  co mp le x II p ro te in 5) LHCB5 At4g 10 340  F24G24.140 Arab id o p sis thaliana (Mo use -e ar cre ss)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Mag ne sium; Me mb rane ; Me tal-b ind ing ; Pho sp ho p ro te in;

Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ;

Transme mb rane ; Transme mb rane  he lix

SRR6 46 572_TR19 46 0 _c0 _g 1_i1_le n=711 RBS_MALSP
Q:46 2-229 ,H:10 6 -

18 3
8 7.18 %ID E:1e -44

Rib ulo se  b isp ho sp hate  carb o xylase  small chain,

chlo ro p lastic
. 0 ,8 6 5 0 ,172 0 ,0 0 8 -1,272 0 -2,239 0 -1,748 0 ,6 6 3 0 ,4 RBS_MALSP Rib ulo se  b isp ho sp hate  carb o xylase  small chain, chlo ro p lastic (RuBisCO small sub unit) (EC 4.1.1.39 ) RBCS Malus sp . (Crab  ap p le )

Calvin cycle ; Carb o n d io xid e  fixatio n; Chlo ro p last; Lyase ; Mo no o xyg e nase ; Oxid o re d uctase ; Pho to re sp iratio n;

Pho to synthe sis; Plastid ; Transit p e p tid e

SRR6 46 572_TR2749 0 _c0 _g 1_i1_le n=1330 BCA1_ARATH
Q:327-120 2,H:53-

347
78 .6 4%ID E:3e -157

Be ta carb o nic anhyd rase  1, chlo ro p lastic

{ECO:0 0 0 0 30 3|Pub Me d :1740 7539 }
PF0 0 48 4.16 ^Pro _CA^Carb o nic anhyd rase ^8 3-240 ^E:1.5e -39 0 ,38 1 2,455 0 ,79 8 0 ,431 0 -2,539 0 -2,0 8 9 1 0 ,0 18 BCA1_ARATH

Be ta carb o nic anhyd rase  1, chlo ro p lastic (Atb CA1) (Atb e taCA1) (EC 4.2.1.1) (Be ta carb o nate  d e hyd ratase  1) (Pro te in

SALICYLIC ACID-BINDING PROTEIN 3) (AtSABP3)
BCA1 CA1 SABP3 At3g 0 150 0  F4P13.5 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Alte rnative  sp lic ing ; Ce ll me mb rane ; Chlo ro p last; Co mp le te  p ro te o me ; Lyase ; Me mb rane ; Pho sp ho p ro te in;

Plastid ; Re fe re nce  p ro te o me ; S-nitro sylatio n; Transit p e p tid e ; Zinc

SRR6 46 572_TR29 313_c0 _g 2_i4_le n=29 71 RUS5_ARATH
Q:376 -1140 ,H:6 1-

30 4
6 1.71%ID E:7e -8 2

Pro te in ro o t UVB se nsitive  5

{ECO:0 0 0 0 30 3|Pub Me d :19 51579 0 }

PF0 48 8 4.11^DUF6 47^Vitamin B6  p ho to -p ro te ctio n and

ho mo e o stasis^115-20 1^E:3.1e -23
0 ,443 -0 ,425 0 ,0 22 -1,38 7 0 -2,158 0 -2,0 0 8 0 ,8 9 2 -0 ,0 77 RUS5_ARATH Pro te in ro o t UVB se nsitive  5 RUS5 At5g 0 1510  F7A7.30 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR6 46 572_TR29 450 _c0 _g 1_i1_le n=531 NA NA NA NA NA . 1 -0 ,0 12 0 ,0 0 2 -1,0 43 0 -1,34 0 -1,0 24 0 ,535 -0 ,20 8 . . . . . .

SRR6 46 572_TR340 8 4_c2_g 1_i1_le n=148 0 ALFC2_ARATH
Q:170 -1324,H:12-

39 7
8 6 .27%ID E:0

Pro b ab le  fructo se -b isp ho sp hate  ald o lase  2,

chlo ro p lastic

PF0 0 274.16 ^Glyco lytic^Fructo se -b isp ho sp hate  ald o lase  class-

I^9 8 -442^E:7.2e -157
1 0 ,0 4 0 ,0 0 9 1,0 72 0 -0 ,9 28 0 -0 ,9 8 1 0 ,9 8 4 -0 ,0 14 ALFC2_ARATH Pro b ab le  fructo se -b isp ho sp hate  ald o lase  2, chlo ro p lastic (EC 4.1.2.13) FBA2 At4g 38 9 70  F19 H22.70 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Carb o hyd rate  d e g rad atio n;

g lyco lysis; D-g lyce rald e hyd e  3-p ho sp hate

and  g lyce ro ne  p ho sp hate  fro m D-g luco se :

ste p  4/4.

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; G lyco lysis; Lyase ; Me thylatio n; Pho sp ho p ro te in; Plastid ;

Re fe re nce  p ro te o me ; Schiff b ase ; Transit p e p tid e

SRR6 46 59 6 _TR38 9 7_c1_g 3_i2_le n=58 1 NA NA NA NA NA . 1 1,121 0 ,0 44 1,121 0 -6 ,6 6 4 0 -6 ,6 6 4 1 -0 ,6 9 5 . . . . . .

SRR6 46 59 6 _TR10 573_c0 _g 2_i1_le n=775 ERG16 _ARATH
Q:427-38 ,H:6 9 -

19 8
8 0 .77%ID E:2e -6 8 Sq uale ne  e p o xid ase  3

PF0 149 4.16 ^FAD_b ind ing _3^FAD b ind ing  d o main^10 2-248 ^E:2e -

0 6
0 ,377 -0 ,56 1 1 -3,4 0 -2,122 0 ,0 0 1 -1,9 5 1 0 ,56 ERG16 _ARATH Sq uale ne  e p o xid ase  3 (AtSQE3) (EC 1.14.13.132) SQE3 At4g 3776 0  T28 I19 .4 Arab id o p sis thaliana (Mo use -e ar cre ss)

PATHWAY: Te rp e ne  me tab o lism; lano ste ro l

b io synthe sis; lano ste ro l fro m farne syl

d ip ho sp hate : ste p  2/3.

Co mp le te  p ro te o me ; FAD; Flavo p ro te in; Me mb rane ; NADP; Oxid o re d uctase ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix

SRR6 46 59 6 _TR19 8 78 _c0 _g 1_i1_le n=136 7 PSBP_SPIOL
Q:36 6 -118 1,H:1-

26 7
76 .36 %ID E:7e -142 Oxyg e n-e vo lving  e nhance r p ro te in 2, chlo ro p lastic PF0 178 9 .13^Psb P^Psb P^8 2-271^E:6 .5e -41 0 ,6 14 -0 ,10 5 0 ,49 2 -0 ,143 0 -0 ,8 8 9 0 -0 ,76 7 0 ,0 0 3 0 ,6 14 PSBP_SPIOL

Oxyg e n-e vo lving  e nhance r p ro te in 2, chlo ro p lastic (OEE2) (23 kDa sub unit o f o xyg e n e vo lving  syste m o f p ho to syste m II)

(23 kDa thylako id  me mb rane  p ro te in) (OEC 23 kDa sub unit)
PSBP Sp inacia o le race a (Sp inach)

3D-structure ; Chlo ro p last; Dire ct p ro te in se q ue ncing ; Me mb rane ; Pho to synthe sis; Pho to syste m II; Plastid ; Thylako id ;

Transit p e p tid e

SRR6 46 6 0 4_TR26 6 5_c0 _g 1_i1_le n=528 NA NA NA NA NA . 1 0 1 -1,0 59 0 ,0 0 1 -2,6 18 0 -3,443 1 -3,232 . . . . . .

SRR6 46 6 0 4_TR5745_c0 _g 1_i1_le n=28 39 ROGF8 _ARATH
Q:16 9 8 -

8 8 9 ,H:175-412
58 .0 3%ID E:2e -117 Rho  g uanine  nucle o tid e  e xchang e  facto r 8

PF0 3759 .10 ^PRONE^PRONE (Plant-sp e cific  Ro p  nucle o tid e

e xchang e r)^1-24^E:4.1e -0 6 `PF0 3759 .10 ^PRONE^PRONE (Plant-

sp e cific  Ro p  nucle o tid e  e xchang e r)^55-26 2^E:3.7e -8 4

1 -0 ,52 1 -1,128 0 -2,46 3 0 -2,6 57 1 0 ,9 31 ROGF8 _ARATH Rho  g uanine  nucle o tid e  e xchang e  facto r 8  (AtRo p GEF8 ) (Rho  o f p lants g uanine  nucle o tid e  e xchang e  facto r 8 ) ROPGEF8  At3g 246 20  MOB24.21 Arab id o p sis thaliana (Mo use -e ar cre ss)
3D-structure ; Ce ll me mb rane ; Co mp le te  p ro te o me ; Guanine -nucle o tid e  re le asing  facto r; Me mb rane ; Re fe re nce

p ro te o me

SRR6 46 6 0 4_TR750 3_c0 _g 2_i1_le n=156 9 CP41B_ARATH
Q:19 7-1213,H:1-

378
76 .46 %ID E:0

Chlo ro p last ste m-lo o p  b ind ing  p ro te in o f 41 kDa b ,

chlo ro p lastic

PF0 1370 .18 ^Ep ime rase ^NAD d e p e nd e nt e p ime rase /d e hyd ratase

family^56 -251^E:2.5e -0 7`PF1346 0 .3^NAD_b ind ing _10 ^NAD(P)H-

b ind ing ^6 0 -212^E:7.6 e -0 9

1 0 ,0 0 3 0 ,541 0 ,174 0 -1,0 53 0 -0 ,8 38 0 ,0 14 0 ,6 8 3 CP41B_ARATH
Chlo ro p last ste m-lo o p  b ind ing  p ro te in o f 41 kDa b , chlo ro p lastic (CSP41-b ) (He te ro g lycan-inte racting  p ro te in 1.3)

(Pro te in CHLOROPLAST RNA BINDING) (Pro te in Gb 5f)
CSP41B CRB HIP1.3 At1g 0 9 340  T31J12.6 Arab id o p sis thaliana (Mo use -e ar cre ss)

Carb o hyd rate  me tab o lism; Chlo ro p last; Co mp le te  p ro te o me ; Cyto p lasm; Pho sp ho p ro te in; Plastid ; Po lysaccharid e

d e g rad atio n; RNA-b ind ing ; Re fe re nce  p ro te o me ; Transit p e p tid e ; rRNA p ro ce ssing ; rRNA-b ind ing

SRR6 46 6 0 4_TR18 421_c0 _g 1_i7_le n=3370 NA NA NA NA NA . 0 ,50 2 3,9 76 0 ,18 9 1,771 0 -1,9 27 0 -4,9 9 9 0 ,39 5 -0 ,6 . . . . . .

SRR6 46 6 0 4_TR20 46 0 _c0 _g 2_i1_le n=20 73 U8 3A1_ARATH
Q:48 8 -18 55,H:9 -

46 2
47.8 5%ID E:2e -150 UDP-g lyco syltransfe rase  8 3A1

PF0 0 20 1.15^UDPGT^UDP-g luco ro no syl and  UDP-g luco syl

transfe rase ^26 8 -427^E:1.1e -18
1 -0 ,137 1 0 ,16 3 0 -2 0 -1,78 9 0 ,76 0 ,55 U8 3A1_ARATH UDP-g lyco syltransfe rase  8 3A1 (EC 2.4.1.-) UGT8 3A1 At3g 0 210 0  F1C9 .11 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; G lyco syltransfe rase ; Re fe re nce  p ro te o me ; Transfe rase

SRR6 46 6 0 4_TR21542_c0 _g 2_i1_le n=10 70 CUT1A_ARATH
Q:29 9 -76 3,H:13-

16 4
6 6 .45%ID E:1e -58 Pro te in CURVATURE THYLAKOID 1A, chlo ro p lastic

PF14159 .3^CAAD^CAAD d o mains o f cyano b acte rial amino acyl-

tRNA synthe tase ^8 5-16 8 ^E:3.4e -32
0 ,39 5 -0 ,2 0 ,0 8 9 -0 ,38 6 0 -1,157 0 -0 ,9 76 0 ,9 8 8 0 ,0 0 4 CUT1A_ARATH Pro te in CURVATURE THYLAKOID 1A, chlo ro p lastic CURT1A At4g 0 1150  A_IG0 0 2N0 1.18  F2N1.18 Arab id o p sis thaliana (Mo use -e ar cre ss)

Ace tylatio n; Alte rnative  sp lic ing ; Chlo ro p last; Co ile d  co il; Co mp le te  p ro te o me ; Me mb rane ; Plastid ; Re fe re nce

p ro te o me ; Thylako id ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix

SRR6 46 6 0 4_TR228 41_c0 _g 3_i2_le n=2346 NA NA NA NA NA

PF0 6 8 13.10 ^No d ulin-like ^No d ulin-like ^8 -26 6 ^E:6 .1e -

6 0 `PF0 76 9 0 .13^MFS_1^Majo r Facil itato r Sup e rfamily^331-

524^E:1.4e -0 9

1 -0 ,135 0 ,46 1 -1,53 0 -2,147 0 -1,79 2 1 -0 ,0 56 . . . . . .

SRR6 46 6 0 4_TR238 35_c0 _g 1_i1_le n=138 5 NA NA NA NA NA
PF0 2536 .11^mTERF^mTERF^75-175^E:3.7e -

13`PF0 2536 .11^mTERF^mTERF^18 5-29 3^E:7.3e -30
0 ,39 5 -0 ,6 17 0 ,0 35 -1,59 2 0 ,0 0 1 -0 ,9 24 0 -1,11 0 ,0 43 0 ,9 54 . . . . . .

SRR6 46 6 0 4_TR32441_c0 _g 1_i18 _le n=256 0 TPT_SPIOL
Q:2230 -

116 6 ,H:8 8 -39 9
78 .59 %ID E:0

Trio se  p ho sp hate /p ho sp hate  translo cato r,

chlo ro p lastic

PF0 3151.13^TPT^Trio se -p ho sp hate  Transp o rte r family^1-

16 5^E:6 e -6 8
0 ,254 4,46 8 0 ,0 0 9 -6 ,0 42 0 -7,30 5 0 -7,30 5 1 0 TPT_SPIOL Trio se  p ho sp hate /p ho sp hate  translo cato r, chlo ro p lastic (cTPT) (E29 ) (p 36 ) Sp inacia o le race a (Sp inach)

Chlo ro p last; Dire ct p ro te in se q ue ncing ; Me mb rane ; Plastid ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix;

Transp o rt

SRR6 46 6 0 4_TR326 33_c0 _g 2_i1_le n=8 28 GAT22_ARATH
Q:257-6 10 ,H:117-

230
40 .3%ID E:2e -21 Putative  GATA transcrip tio n facto r 22 PF0 0 320 .24^GATA^GATA zinc fing e r^174-20 7^E:9 e -17 0 ,447 -0 ,29 3 0 ,0 71 -0 ,9 23 0 -2,6 4 0 -3,155 0 ,0 0 5 -1,0 79 GAT22_ARATH Putative  GATA transcrip tio n facto r 22 GATA22 At4g 26 150  F20 B18 .26 0 Arab id o p sis thaliana (Mo use -e ar cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n

re g ulatio n; Zinc; Zinc-fing e r

SRR6 46 6 0 4_TR349 40 _c0 _g 3_i1_le n=140 3 PSBO_SOLTU
Q:212-1210 ,H:1-

332
8 8 .59 %ID E:0 Oxyg e n-e vo lving  e nhance r p ro te in 1, chlo ro p lastic

PF0 1716 .15^MSP^Mang ane se -stab il is ing  p ro te in / p ho to syste m II

p o lyp e p tid e ^10 0 -332^E:9 .6 e -9 9
0 ,30 8 -0 ,216 0 ,0 0 3 -0 ,6 25 0 -0 ,9 9 6 0 ,0 0 1 -0 ,70 4 0 ,0 37 0 ,436 PSBO_SOLTU

Oxyg e n-e vo lving  e nhance r p ro te in 1, chlo ro p lastic (OEE1) (33 kDa sub unit o f o xyg e n e vo lving  syste m o f p ho to syste m II)

(33 kDa thylako id  me mb rane  p ro te in) (OEC 33 kDa sub unit)
PSBO So lanum tub e ro sum (Po tato )

Chlo ro p last; Co mp le te  p ro te o me ; Mang ane se ; Me mb rane ; Pho to synthe sis; Pho to syste m II; Plastid ; Re fe re nce

p ro te o me ; Thylako id ; Transit p e p tid e

SRR6 46 6 0 4_TR38 0 8 1_c0 _g 3_i1_le n=1533 ALFC_ORYSJ
Q:28 2-129 2,H:50 -

38 6
9 1.1%ID E:0 Fructo se -b isp ho sp hate  ald o lase , chlo ro p lastic

PF0 0 274.16 ^Glyco lytic^Fructo se -b isp ho sp hate  ald o lase  class-

I^13-351^E:1.4e -154
1 0 ,542 0 ,254 -4,8 0 8 0 -1,58 2 0 -2,8 0 8 1 0 ,6 18 ALFC_ORYSJ Fructo se -b isp ho sp hate  ald o lase , chlo ro p lastic (ALDP) (EC 4.1.2.13)

Os11g 0 17130 0  LOC_Os11g 0 70 20

OsJ_33121
Oryza sativa sub sp . jap o nica (Rice )

PATHWAY: Carb o hyd rate  d e g rad atio n;

g lyco lysis; D-g lyce rald e hyd e  3-p ho sp hate

and  g lyce ro ne  p ho sp hate  fro m D-g luco se :

ste p  4/4.

Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; G lyco lysis; Lyase ; Plastid ; Re fe re nce  p ro te o me ; Schiff

b ase ; Transit p e p tid e

SRR6 46 6 0 4_TR38 541_c1_g 1_i8 _le n=16 74 CB5_ARATH
Q:155-3,H:19 5-

245
9 4.12%ID E:2e -29 Chlo ro p hyll a-b  b ind ing  p ro te in CP26 , chlo ro p lastic . 1 0 ,18 9 0 ,0 17 -2,249 0 -2,0 6 4 0 -2,479 1 0 ,0 9 CB5_ARATH Chlo ro p hyll a-b  b ind ing  p ro te in CP26 , chlo ro p lastic (LHCB5) (LHCIIc) (Lig ht-harve sting  co mp le x II p ro te in 5) LHCB5 At4g 10 340  F24G24.140 Arab id o p sis thaliana (Mo use -e ar cre ss)

Chlo ro p hyll; Chlo ro p last; Chro mo p ho re ; Co mp le te  p ro te o me ; Mag ne sium; Me mb rane ; Me tal-b ind ing ; Pho sp ho p ro te in;

Pho to synthe sis; Pho to syste m I; Pho to syste m II; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit p e p tid e ;

Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 5_TR26 9 _c3_g 5_i8 _le n=26 8 2 GNOM_ARATH
Q:1242-

1454,H:176 -246
49 .3%ID E:5e -23 ARF g uanine -nucle o tid e  e xchang e  facto r GNOM . 1 -0 ,0 6 1 0 ,0 19 -1,6 0 8 0 -1,6 28 0 -1,9 12 0 ,8 48 0 ,142 GNOM_ARATH

ARF g uanine -nucle o tid e  e xchang e  facto r GNOM (Patte rn fo rmatio n p ro te in EMB30 ) (Pro te in EMBRYO DEFECTIVE 30 )

(Pro te in MIZU-KUSSEI2) (Pro te in VASCULAR NETWORK 7)

GN EMB30  GBF3 MIZ2 VAN7 At1g 139 8 0

F16 A14.20  F7A19 .7
Arab id o p sis thaliana (Mo use -e ar cre ss)

Ce ll ad he sio n; Ce ll me mb rane ; Co mp le te  p ro te o me ; Cyto p lasm; ER-Go lg i transp o rt; End o cyto sis; End o so me ; Guanine -

nucle o tid e  re le asing  facto r; Me mb rane ; Po lymo rp hism; Pro te in transp o rt; Re fe re nce  p ro te o me ; Transp o rt

SRR6 48 70 5_TR8 110 _c0 _g 1_i1_le n=10 31 IAA17_ARATH
Q:245-8 20 ,H:3-

218
51.15%ID E:1e -59 Auxin-re sp o nsive  p ro te in IAA17 PF0 230 9 .13^AUX_IAA^AUX/IAA family^31-20 2^E:6 .3e -59 1 0 ,0 38 0 7,0 58 0 -7,59 3 0 -9 ,345 0 ,78 6 0 ,1 IAA17_ARATH Auxin-re sp o nsive  p ro te in IAA17 (Auxin re sp o nse  3) (Ind o le ace tic acid -ind uce d  p ro te in 17) IAA17 AXR3 At1g 0 4250  F19 P19 .31 Arab id o p sis thaliana (Mo use -e ar cre ss)

3D-structure ; Auxin s ig naling  p athway; Co mp le te  p ro te o me ; Nucle us; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Re p re sso r;

Transcrip tio n; Transcrip tio n re g ulatio n

SRR6 48 70 5_TR10 0 9 6 _c0 _g 1_i1_le n=29 6 6 FRO7_ARATH
Q:240 7-28 1,H:32-

747
6 1.2%ID E:0 Fe rric re d uctio n o xid ase  7, chlo ro p lastic

PF0 179 4.16 ^Fe rric_re d uct^Fe rric re d uctase  like  transme mb rane

co mp o ne nt^19 0 -311^E:1.1e -18 `PF0 8 0 22.9 ^FAD_b ind ing _8 ^FAD-

b ind ing  d o main^347-453^E:3.6 e -

16 `PF0 8 0 30 .9 ^NAD_b ind ing _6 ^Fe rric re d uctase  NAD b ind ing

d o main^46 0 -719 ^E:2.5e -18

1 0 ,0 16 0 ,0 43 -2,9 5 0 -1,0 39 0 -1,0 26 0 ,24 0 ,528 FRO7_ARATH Fe rric re d uctio n o xid ase  7, chlo ro p lastic (AtFRO7) (EC 1.16 .1.7) (Fe rric-che late  re d uctase  7) FRO7 At5g 49 740  K2I5.10 Arab id o p sis thaliana (Mo use -e ar cre ss)
Chlo ro p last; Co mp le te  p ro te o me ; Ele ctro n transp o rt; FAD; Flavo p ro te in; Io n transp o rt; Iro n; Me mb rane ; Me tal-b ind ing ;

NAD; Oxid o re d uctase ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 48 70 5_TR1140 7_c0 _g 1_i1_le n=1223 U8 3A1_ARATH
Q:3-9 0 2,H:16 8 -

46 0
48 .0 3%ID E:9 e -9 6 UDP-g lyco syltransfe rase  8 3A1

PF0 0 20 1.15^UDPGT^UDP-g luco ro no syl and  UDP-g luco syl

transfe rase ^115-277^E:6 .9 e -24
1 0 ,6 1 -1,14 0 -2,9 72 0 -3,154 1 2,79 1 U8 3A1_ARATH UDP-g lyco syltransfe rase  8 3A1 (EC 2.4.1.-) UGT8 3A1 At3g 0 210 0  F1C9 .11 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; G lyco syltransfe rase ; Re fe re nce  p ro te o me ; Transfe rase

SRR6 48 70 5_TR128 59 _c0 _g 1_i1_le n=1421 LBD39 _ARATH
Q:30 1-6 36 ,H:1-

112
8 2.14%ID E:3e -58 LOB d o main-co ntaining  p ro te in 39

PF0 319 5.11^DUF26 0 ^Pro te in o f unkno wn functio n DUF26 0 ^2-

10 0 ^E:9 .5e -27
0 ,29 8 -0 ,6 78 0 ,49 3 -0 ,36 4 0 -2,319 0 -2,29 2 0 ,419 0 ,437 LBD39 _ARATH LOB d o main-co ntaining  p ro te in 39  (ASYMMETRIC LEAVES 2-like  p ro te in 41) (AS2-like  p ro te in 41) LBD39  ASL41 At4g 37540  F19 F18 .30 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR6 48 70 5_TR1346 1_c0 _g 1_i1_le n=1371 LBD37_ARATH
Q:1125-472,H:1-

219
56 .5%ID E:3e -73 LOB d o main-co ntaining  p ro te in 37

PF0 319 5.11^DUF26 0 ^Pro te in o f unkno wn functio n DUF26 0 ^2-

10 1^E:5.8 e -26
0 ,8 6 5 -0 ,145 0 ,0 3 1,0 6 8 0 -1,49 2 0 -1,6 36 1 0 ,0 44 LBD37_ARATH LOB d o main-co ntaining  p ro te in 37 (ASYMMETRIC LEAVES 2-like  p ro te in 39 ) (AS2-like  p ro te in 39 ) LBD37 ASL39  At5g 6 7420  K8 K14.16 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR6 48 70 5_TR16 9 0 1_c0 _g 2_i1_le n=2423 DIT1_ARATH
Q:8 36 -

19 6 9 ,H:18 0 -557
8 9 .6 8 %ID E:0 Dicarb o xylate  transp o rte r 1, chlo ro p lastic

PF0 0 9 39 .16 ^Na_sulp h_symp ^So d ium:sulfate  symp o rte r

transme mb rane  re g io n^1-29 7^E:4.3e -8 7
0 ,231 -0 ,4 0 ,6 24 0 ,18 5 0 -1,8 6 4 0 -1,737 0 ,8 45 0 ,0 79 DIT1_ARATH Dicarb o xylate  transp o rte r 1, chlo ro p lastic (2-o xo g lutarate /malate  translo cato r 1) (Atp OMT1) DIT1 At5g 128 6 0  T24H18 .30 Arab id o p sis thaliana (Mo use -e ar cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Me mb rane ; Plastid ; Plastid  inne r me mb rane ; Re fe re nce

p ro te o me ; Transit p e p tid e ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 48 70 5_TR20 49 1_c0 _g 1_i1_le n=20 10 C75A1_PETHY
Q:1723-30 8 ,H:33-

49 8
35.9 2%ID E:6 e -9 4 Flavo no id  3' ,5' -hyd ro xylase  1 PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^35-49 7^E:1.1e -9 6 1 1,36 4 1 0 ,8 56 0 -1,78 4 0 -1,9 47 0 ,18 0 ,8 43 C75A1_PETHY Flavo no id  3' ,5' -hyd ro xylase  1 (F3'5'H) (EC 1.14.13.8 8 ) (CYPLXXVA1) (Cyto chro me  P450  75A1) CYP75A1 HF1 Pe tunia hyb rid a (Pe tunia)

PATHWAY: Pig me nt b io synthe sis; antho cyanin

b io synthe sis.
End o p lasmic re ticulum; He me ; Iro n; Me tal-b ind ing ; Micro so me ; Mo no o xyg e nase ; NADP; Oxid o re d uctase

SRR6 48 70 5_TR236 45_c0 _g 1_i1_le n=2118 PEAMT_SPIOL
Q:1746 -29 5,H:10 -

49 3
8 0 .58 %ID E:0 Pho sp ho e thano lamine  N-me thyltransfe rase

PF1348 9 .3^Me thyltransf_23^Me thyltransfe rase  d o main^46 -

16 7^E:2.2e -0 7`PF138 47.3^Me thyltransf_31^Me thyltransfe rase

d o main^54-16 7^E:9 e -11`PF0 58 9 1.9 ^Me thyltransf_PK^Ad o Me t

d e p e nd e nt p ro line  d i-me thyltransfe rase ^54-19 2^E:5.9 e -

10 `PF0 540 1.8 ^No d S^No d ulatio n p ro te in S (No d S)^54-156 ^E:2.8 e -

0 7`PF0 38 48 .11^Te hB^Te llurite  re sistance  p ro te in Te hB^55-

154^E:1.2e -0 5`PF136 49 .3^Me thyltransf_25^Me thyltransfe rase

d o main^57-152^E:7e -

14`PF0 8 241.9 ^Me thyltransf_11^Me thyltransfe rase  d o main^58 -

156 ^E:4e -14`PF0 8 242.9 ^Me thyltransf_12^Me thyltransfe rase

d o main^58 -154^E:7.4e -0 8 `PF0 1739 .15^Che R^Che R

me thyltransfe rase , SAM b ind ing  d o main^9 7-

156 ^E:0 .0 0 0 27`PF0 0 8 9 1.15^Me thyltransf_2^O-

me thyltransfe rase ^255-424^E:0 .0 0 0 26 `PF0 2353.17^CMAS^Myco lic

acid  cyclo p ro p ane  synthe tase ^26 6 -46 2^E:1.2e -

17`PF0 5175.11^MTS^Me thyltransfe rase  small d o main^271-

354^E:0 .0 0 0 15`PF1348 9 .3^Me thyltransf_23^Me thyltransfe rase

d o main^272-426 ^E:1.2e -

22`PF0 120 9 .15^Ub ie _me thyltran^ub iE/COQ5 me thyltransfe rase

family^272-38 9 ^E:1.9 e -10 `PF0 70 21.9 ^Me tW^Me thio nine

b io synthe sis p ro te in Me tW^28 0 -

36 4^E:0 .0 0 0 11`PF138 47.3^Me thyltransf_31^Me thyltransfe rase

d o main^28 2-38 7^E:6 e -

20 `PF136 49 .3^Me thyltransf_25^Me thyltransfe rase  d o main^28 6 -

379 ^E:2.8 e -19 `PF0 8 241.9 ^Me thyltransf_11^Me thyltransfe rase

d o main^28 7-38 3^E:5.3e -

18 `PF0 8 242.9 ^Me thyltransf_12^Me thyltransfe rase  d o main^28 7-

38 0 ^E:5.1e -13`PF0 1739 .15^Che R^Che R me thyltransfe rase , SAM

b ind ing  d o main^328 -38 3^E:0 .0 0 0 19

0 ,351 -0 ,238 0 ,0 11 -0 ,754 0 -1,8 55 0 -1,735 0 ,59 7 0 ,147 PEAMT_SPIOL Pho sp ho e thano lamine  N-me thyltransfe rase  (EC 2.1.1.10 3) PEAMT Sp inacia o le race a (Sp inach)

PATHWAY: Pho sp ho lip id  me tab o lism;

p ho sp hatid ylcho line  b io synthe sis;

p ho sp ho cho line  fro m p ho sp ho e thano lamine :

ste p  1/1.

Cyto p lasm; Lip id  b io synthe sis; Lip id  me tab o lism; Me thyltransfe rase ; Pho sp ho lip id  b io synthe sis; Pho sp ho lip id

me tab o lism; Re p e at; S-ad e no syl-L-me thio nine ; Stre ss re sp o nse ; Transfe rase

SRR6 48 70 5_TR24334_c0 _g 1_i1_le n=120 0 NA NA NA NA NA
PF0 738 6 .8 ^DUF149 9 ^Pro te in o f unkno wn functio n (DUF149 9 )^9 1-

218 ^E:1.6 e -29
0 ,6 11 -0 ,345 0 ,6 23 -0 ,419 0 -1,6 38 0 -1,6 6 5 0 ,37 -0 ,40 7 . . . . . .

SRR6 48 70 5_TR29 0 32_c0 _g 1_i3_le n=1237 NA NA NA NA NA . 1 -0 ,18 6 0 ,76 -0 ,6 0 2 0 -1,732 0 -1,6 6 3 0 ,8 4 -0 ,16 6 . . . . . .

SRR6 48 70 5_TR29 776 _c0 _g 1_i1_le n=159 8 CHSY_CATRO
Q:26 0 -1426 ,H:1-

38 9
9 9 .74%ID E:0 Chalco ne  synthase

PF0 0 19 5.16 ^Chal_sti_synt_N^Chalco ne  and  sti lb e ne  synthase s,

N-te rminal d o main^5-228 ^E:5.6 e -

125`PF0 8 39 2.9 ^FAE1_CUT1_Rp p A^FAE1/Typ e  III p o lyke tid e

synthase -like  p ro te in^10 9 -242^E:4.3e -

0 7`PF0 8 545.7^ACP_syn_III^3-Oxo acyl-[acyl-carrie r-p ro te in (ACP)]

synthase  III^16 2-227^E:1.7e -

0 5`PF0 279 7.12^Chal_sti_synt_C^Chalco ne  and  sti lb e ne

synthase s, C-te rminal d o main^238 -38 7^E:6 .7e -

72`PF0 8 541.7^ACP_syn_III_C^3-Oxo acyl-[acyl-carrie r-p ro te in

(ACP)] synthase  III C te rminal^30 1-38 4^E:5e -0 7

0 ,117 -0 ,8 9 2 0 ,19 5 1,30 2 0 -2,0 23 0 -1,511 0 ,58 1 0 ,40 1 CHSY_CATRO Chalco ne  synthase  (EC 2.3.1.74) (Naring e nin-chalco ne  synthase ) CHS
Catharanthus ro se us (Mad ag ascar p e riwinkle ) (Vinca

ro se a)

PATHWAY: Se co nd ary me tab o lite

b io synthe sis; flavo no id  b io synthe sis.
Acyltransfe rase ; Flavo no id  b io synthe sis; Transfe rase

SRR6 48 70 5_TR3730 8 _c0 _g 1_i1_le n=50 6 NA NA NA NA NA . 0 ,0 8 3 -0 ,38 9 0 ,0 0 3 -0 ,6 9 0 -0 ,9 17 0 -0 ,9 48 0 0 ,9 25 . . . . . .

SRR6 48 70 5_TR426 57_c0 _g 2_i1_le n=29 9 9 U8 3A1_ARATH
Q:1730 -29 1,H:9 -

46 2
48 .0 5%ID E:7e -141 UDP-g lyco syltransfe rase  8 3A1

PF0 0 20 1.15^UDPGT^UDP-g luco ro no syl and  UDP-g luco syl

transfe rase ^115-275^E:4.4e -19
1 -0 ,0 26 0 ,228 -1,121 0 ,0 0 1 -1,526 0 -1,6 51 0 ,40 7 -0 ,6 75 U8 3A1_ARATH UDP-g lyco syltransfe rase  8 3A1 (EC 2.4.1.-) UGT8 3A1 At3g 0 210 0  F1C9 .11 Arab id o p sis thaliana (Mo use -e ar cre ss) Co mp le te  p ro te o me ; G lyco syltransfe rase ; Re fe re nce  p ro te o me ; Transfe rase

SRR6 48 70 7_TR6 9 3_c0 _g 1_i2_le n=359 5 CAPP2_ARATH
Q:58 0 -348 3,H:1-

9 6 3
8 7.1%ID E:0 Pho sp ho e no lp yruvate  carb o xylase  2

PF0 0 311.14^PEPcase ^Pho sp ho e no lp yruvate  carb o xylase ^16 3-

9 6 8 ^E:0
0 ,355 -0 ,326 0 ,6 8 4 0 ,221 0 -2,213 0 -1,38 4 0 1,39 9 CAPP2_ARATH Pho sp ho e no lp yruvate  carb o xylase  2 (AtPPC2) (PEPC 2) (PEPCase  2) (EC 4.1.1.31) PPC2 At2g 426 0 0  F14N22.13 Arab id o p sis thaliana (Mo use -e ar cre ss)

Allo ste ric e nzyme ; Carb o n d io xid e  fixatio n; Co mp le te  p ro te o me ; Cyto p lasm; Lyase ; Mag ne sium; Pho sp ho p ro te in;

Pho to synthe sis; Re fe re nce  p ro te o me ; Ub l co njug atio n

SRR6 48 70 7_TR6 353_c0 _g 2_i1_le n=79 7 RK21_ARATH
Q:50 2-50 ,H:57-

210
6 3.29 %ID E:1e -47 50 S rib o so mal p ro te in L21, chlo ro p lastic

PF0 0 8 29 .18 ^Rib o so mal_L21p ^Rib o so mal p ro karyo tic L21

p ro te in^9 8 -19 8 ^E:2.2e -31
0 ,1 -0 ,47 0 ,0 76 -0 ,58 7 0 -1,39 6 0 -1,279 0 ,59 7 -0 ,50 4 RK21_ARATH 50 S rib o so mal p ro te in L21, chlo ro p lastic (CL21) RPL21 At1g 356 8 0  F15O4.7 Arab id o p sis thaliana (Mo use -e ar cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; RNA-b ind ing ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in;

Transit p e p tid e ; rRNA-b ind ing

SRR6 48 70 7_TR10 8 43_c0 _g 1_i3_le n=10 0 8 NA NA NA NA NA . 0 ,0 8 6 -0 ,9 36 0 ,0 0 8 -2,9 9 0 -2,423 0 -3,216 0 ,129 -0 ,6 48 . . . . . .

SRR6 48 70 7_TR2270 9 _c0 _g 2_i8 _le n=249 3 NA NA NA NA NA . 1 0 1 0 0 -6 ,9 54 0 -6 ,9 54 0 ,0 6 6 5,36 3 . . . . . .

SRR9 24147_TR3248 2_c0 _g 1_i1_le n=216 2 GLNA2_DAUCA
Q:16 31-426 ,H:1-

40 3
8 9 .0 8 %ID E:0 Glutamine  synthe tase , chlo ro p lastic

PF0 39 51.16 ^Gln-synt_N^Glutamine  synthe tase , b e ta-Grasp

d o main^8 1-156 ^E:2.2e -10 `PF0 0 120 .21^Gln-synt_C^Glutamine

synthe tase , catalytic d o main^18 5-40 6 ^E:7.7e -16

0 ,6 19 -0 ,114 0 ,321 -0 ,22 0 -1,0 57 0 ,0 0 1 -0 ,727 1 0 ,0 16 GLNA2_DAUCA Glutamine  synthe tase , chlo ro p lastic (EC 6 .3.1.2) (GS2) (G lutamate --ammo nia lig ase ) GLN2 Daucus caro ta (Wild  carro t) ATP-b ind ing ; Chlo ro p last; Lig ase ; Nucle o tid e -b ind ing ; Plastid ; Transit p e p tid e

SRR9 24148 _TR20 0 3_c0 _g 1_i1_le n=128 7 NA NA NA NA NA
PF0 316 8 .10 ^LEA_2^Late  e mb ryo g e ne sis ab und ant p ro te in^149 -

235^E:7.2e -10
1 0 ,0 9 8 0 ,0 0 8 4,13 0 -5,6 6 7 0 -5,6 6 1 1 0 ,143 . . . . . .

SRR9 24148 _TR7756 _c1_g 3_i2_le n=734 PPCK2_ARATH Q:6 47-354,H:7-10 4 43.43%ID E:4e -22 Pho sp ho e no lp yruvate  carb o xylase  kinase  2

PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^34-141^E:9 .5e -

18 `PF0 7714.14^Pkinase _Tyr^Pro te in tyro sine  kinase ^37-

128 ^E:6 .4e -0 9

1 0 ,149 0 ,129 -5,178 0 -2,512 0 -1,6 6 8 1 -0 ,29 7 PPCK2_ARATH Pho sp ho e no lp yruvate  carb o xylase  kinase  2 (AtPPCK2) (EC 2.7.11.1) PPCK2 At3g 0 4530  T27C4.19 Arab id o p sis thaliana (Mo use -e ar cre ss)
ATP-b ind ing ; Co mp le te  p ro te o me ; Kinase ; Nucle o tid e -b ind ing ; Pyruvate ; Re fe re nce  p ro te o me ; Se rine /thre o nine -p ro te in

kinase ; Transfe rase

SRR9 24148 _TR11150 _c1_g 1_i1_le n=348 NA NA NA NA NA . 0 ,6 43 0 ,436 0 ,0 9 0 ,9 6 2 0 ,0 0 1 -1,0 52 0 -1,30 8 0 ,537 0 ,341 . . . . . .

SRR9 24148 _TR16 153_c1_g 1_i1_le n=36 22 COB22_ARATH
Q:3333-56 2,H:1-

9 26
8 4.0 2%ID E:0 Co ato me r sub unit b e ta' -2

PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^9 1-127^E:8 e -

0 6 `PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^133-

171^E:0 .0 0 0 13`PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta

re p e at^177-215^E:5.6 e -0 6 `PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta

re p e at^220 -256 ^E:6 .6 e -

0 9 `PF0 40 53.11^Co ato me r_WDAD^Co ato me r WD asso ciate d

re g io n^319 -76 3^E:7.2e -16 7

1 0 ,0 0 6 0 2,8 8 3 0 -2,6 42 0 -2,9 9 0 ,547 -0 ,414 COB22_ARATH Co ato me r sub unit b e ta' -2 (Be ta' -co at p ro te in 2) (Be ta' -COP 2) At1g 5236 0  F19 K6 .16 Arab id o p sis thaliana (Mo use -e ar cre ss)
Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Cyto p lasmic ve sic le ; ER-Go lg i transp o rt; Go lg i ap p aratus;

Me mb rane ; Pro te in transp o rt; Re fe re nce  p ro te o me ; Re p e at; Transp o rt; WD re p e at

SRR9 24148 _TR16 153_c1_g 1_i4_le n=358 7 COB22_ARATH
Q:329 8 -527,H:1-

9 26
8 4.0 2%ID E:0 Co ato me r sub unit b e ta' -2

PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^9 1-127^E:8 e -

0 6 `PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta re p e at^133-

171^E:0 .0 0 0 13`PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta

re p e at^177-215^E:5.6 e -0 6 `PF0 0 40 0 .29 ^WD40 ^WD d o main, G-b e ta

re p e at^220 -256 ^E:6 .6 e -

0 9 `PF0 40 53.11^Co ato me r_WDAD^Co ato me r WD asso ciate d

re g io n^319 -76 3^E:7.2e -16 7

0 ,724 -0 ,20 3 0 ,0 0 1 5,56 6 0 -5,8 74 0 -4,50 8 0 ,6 79 -0 ,432 COB22_ARATH Co ato me r sub unit b e ta' -2 (Be ta' -co at p ro te in 2) (Be ta' -COP 2) At1g 5236 0  F19 K6 .16 Arab id o p sis thaliana (Mo use -e ar cre ss)
Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Cyto p lasm; Cyto p lasmic ve sic le ; ER-Go lg i transp o rt; Go lg i ap p aratus;

Me mb rane ; Pro te in transp o rt; Re fe re nce  p ro te o me ; Re p e at; Transp o rt; WD re p e at

SRR9 24148 _TR23140 _c0 _g 1_i1_le n=9 8 3 RBS_MALSP
Q:223-76 2,H:1-

18 3
8 1.42%ID E:2e -10 7

Rib ulo se  b isp ho sp hate  carb o xylase  small chain,

chlo ro p lastic

PF12338 .5^Rb cS^Rib ulo se -1,5-b isp ho sp hate  carb o xylase  small

sub unit^2-42^E:6 .5e -21`PF0 0 10 1.17^RuBisCO_small^Rib ulo se

b isp ho sp hate  carb o xylase , small chain^6 9 -177^E:1.2e -39

0 ,111 -0 ,331 0 ,0 0 8 -0 ,551 0 -0 ,8 6 6 0 ,0 0 1 -0 ,717 0 ,772 -0 ,0 6 RBS_MALSP Rib ulo se  b isp ho sp hate  carb o xylase  small chain, chlo ro p lastic (RuBisCO small sub unit) (EC 4.1.1.39 ) RBCS Malus sp . (Crab  ap p le )
Calvin cycle ; Carb o n d io xid e  fixatio n; Chlo ro p last; Lyase ; Mo no o xyg e nase ; Oxid o re d uctase ; Pho to re sp iratio n;

Pho to synthe sis; Plastid ; Transit p e p tid e

SRR9 24148 _TR25547_c0 _g 1_i1_le n=2219 NA NA NA NA NA

PF0 536 8 .10 ^NmrA^NmrA-like  family^9 7-210 ^E:1.8 e -

0 5`PF1346 0 .3^NAD_b ind ing _10 ^NAD(P)H-b ind ing ^10 1-

30 9 ^E:5.9 e -15

0 ,6 1 -0 ,117 0 ,332 -0 ,229 0 -1,40 4 0 -1,0 9 6 0 ,29 2 0 ,247 . . . . . .

SRR9 24148 _TR39 6 9 6 _c0 _g 1_i1_le n=6 57 NA NA NA NA NA . 1 -0 ,579 0 ,254 2,727 0 -4,78 2 0 -4,36 6 1 0 ,16 1 . . . . . .

MsIntact24h

T ranscript  (CDF9 7 ) Uniprot  homolog BLAST X Posit ion
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Uniprot  de scr Pf am PValue _Ms6 h logFC_Ms6 h PValue _Ms8h logFC_Ms8h PValue _MsDamage d24 h logFC_MsDamage d24 h PValue _MsInt act 24 h logFC_MsInt act 24 h PValue _Ms1wk logFC_Ms1wk Ent ry.name Prot e in name s Ge ne  name s Organism Pat hway Ke ywords

SRR11446 33_TR5530 _c0 _g 1_i1_le n=9 32 NA NA NA NA NA . 0 ,0 55 -0 ,76 6 0 ,77 -0 ,136 1 0 ,0 9 4 0 -6 ,76 3 0 ,774 0 ,134 . . . . . .

SRR11446 34_TR56 16 _c0 _g 2_i1_le n=139 9 Y276 6 _ARATH
Q:1225-314,H:33-

325
74.34%ID E:5e -153 Uncharacte rize d  p ro te in At2g 376 6 0 , chlo ro p lastic

PF0 536 8 .10 ^NmrA^NmrA-like  family^6 4-232^E:6 .5e -0 7`PF1346 0 .3^NAD_b ind ing _10 ^NAD(P)H-b ind ing ^6 8 -

274^E:4.7e -32
0 ,6 73 -0 ,115 0 ,9 19 -0 ,0 36 0 ,0 0 2 -0 ,714 0 ,0 0 1 -0 ,76 2 0 ,36 5 0 ,547 Y276 6 _ARATH Uncharacte rize d  p ro te in At2g 376 6 0 , chlo ro p lastic At2g 376 6 0  F13M22.16

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Ace tylatio n; Chlo ro p last; Co mp le te  p ro te o me ; Plastid ; Re fe re nce  p ro te o me ; Transit p e p tid e

SRR11446 34_TR26 729 _c0 _g 1_i1_le n=19 48 HPR1_ARATH
Q:19 0 -1347,H:1-

38 6
9 0 .9 3%ID E:0 Glyce rate  d e hyd ro g e nase  HPR, p e ro xiso mal

PF0 0 38 9 .27^2-Hacid _d h^D-iso me r sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , catalytic d o main^35-346 ^E:2.7e -

17`PF0 28 26 .16 ^2-Hacid _d h_C^D-iso me r sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , NAD b ind ing  d o main^130 -

322^E:5e -47

0 ,8 3 0 ,10 3 0 ,0 19 -0 ,8 9 2 0 ,0 0 2 -0 ,8 43 0 ,0 0 1 -0 ,9 39 0 ,123 0 ,36 2 HPR1_ARATH
Glyce rate  d e hyd ro g e nase  HPR, p e ro xiso mal (GDH) (EC 1.1.1.29 ) (NADH-d e p e nd e nt hyd ro xyp yruvate

re d uctase  1) (AtHPR1) (HPR 1)
HPR At1g 6 8 0 10  T23K23.14

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Pho to synthe sis; p ho to re sp iratio n; 3-p ho sp ho -

D-g lyce rate  fro m g lycine : ste p  3/4.

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; G lyco late  p athway; NAD;

Oxid o re d uctase ; Pe ro xiso me ; Pho to re sp iratio n; Pyruvate ; Re fe re nce  p ro te o me

SRR11446 34_TR27431_c0 _g 1_i1_le n=58 9 5MAT1_SALSN
Q:231-56 9 ,H:57-

16 9
45.6 1%ID E:3e -26

Malo nyl-co e nzyme :antho cyanin 5-O-g luco sid e -6 ' ' ' -O-

malo nyltransfe rase  {ECO:0 0 0 0 30 3|Pub Me d :1159 8 135}
. 0 ,255 0 ,438 0 ,9 14 0 ,0 77 0 ,0 0 1 -1,36 0 -1,9 16 1 1,138 5MAT1_SALSN

Malo nyl-co e nzyme :antho cyanin 5-O-g luco sid e -6 ' ' ' -O-malo nyltransfe rase  (Malo nyl Co A:antho cyanin 5-O-

g luco sid e -6 ' ' ' -O-malo nyltransfe rase ) (Ss5MaT1) (EC 2.3.1.172)
5MAT1 Salvia sp le nd e ns (Scarle t sag e )

PATHWAY: Pig me nt b io synthe sis; antho cyanin

b io synthe sis.
Acyltransfe rase ; Phe nylp ro p ano id  me tab o lism; Transfe rase

SRR122236 _TR1176 9 _c1_g 1_i1_le n=9 9 4 CFI3_ARATH
Q:754-16 1,H:6 -

20 4
6 8 .34%ID E:2e -8 2 Pro b ab le  chalco ne --flavo no ne  iso me rase  3 PF0 2431.12^Chalco ne ^Chalco ne -flavano ne  iso me rase ^9 -20 1^E:3.8 e -30 1 0 ,0 23 0 1,732 0 ,0 9 -0 ,45 0 -1,0 22 0 ,59 9 -0 ,18 7 CFI3_ARATH

Pro b ab le  chalco ne --flavo no ne  iso me rase  3 (Chalco ne  iso me rase  3) (EC 5.5.1.6 ) (Chalco ne  iso me rase -

like  1)
CHI3 CHI-L1 CHIL At5g 0 5270  K18 I23.7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Se co nd ary me tab o lite  b io synthe sis; flavo no id

b io synthe sis.
3D-structure ; Co mp le te  p ro te o me ; Flavo no id  b io synthe sis; Iso me rase ; Re fe re nce  p ro te o me

SRR122237_TR276 37_c0 _g 1_i1_le n=19 8 2 INO1_TOBAC
Q:148 -16 77,H:1-

510
9 4.12%ID E:0 Ino sito l-3-p ho sp hate  synthase

PF0 79 9 4.9 ^NAD_b ind ing _5^Myo -ino sito l-1-p ho sp hate  synthase ^6 2-49 4^E:1.7e -142`PF0 16 58 .14^Ino s-1-

P_synth^Myo -ino sito l-1-p ho sp hate  synthase ^310 -423^E:2.6 e -48
0 ,555 -0 ,30 1 0 ,56 -0 ,6 26 1 0 0 ,0 0 1 -0 ,721 0 1,311 INO1_TOBAC

Ino sito l-3-p ho sp hate  synthase  (MIP synthase ) (EC 5.5.1.4) (Myo -ino sito l 1-p ho sp hate  synthase ) (IPS) (MI-

1-P synthase )

Nico tiana tab acum (Co mmo n

to b acco )

PATHWAY: Po lyo l me tab o lism; myo -ino sito l b io synthe sis;

myo -ino sito l fro m D-g luco se  6 -p ho sp hate : ste p  1/2.

Cyto p lasm; Ino sito l b io synthe sis; Iso me rase ; Lip id  b io synthe sis; Lip id  me tab o lism; NAD; Pho sp ho lip id

b io synthe sis; Pho sp ho lip id  me tab o lism

SRR122238 _TR276 5_c0 _g 1_i9 _le n=10 9 9 SABP2_TOBAC
Q:9 9 5-213,H:6 -

259
6 0 .15%ID E:6 e -10 8 Salicylic acid -b ind ing  p ro te in 2

PF12146 .5^Hyd ro lase _4^Se rine  amino p e p tid ase , S33^5-110 ^E:2e -0 6 `PF0 0 56 1.17^Ab hyd ro lase _1^alp ha/b e ta

hyd ro lase  fo ld ^7-252^E:2.8 e -16 `PF126 9 7.4^Ab hyd ro lase _6 ^Alp ha/b e ta hyd ro lase  family^8 -258 ^E:8 .6 e -19
0 ,77 -0 ,20 6 0 ,524 -0 ,517 0 ,0 0 4 -1,334 0 ,0 0 1 -1,549 0 ,9 0 2 -0 ,11 SABP2_TOBAC Salicylic acid -b ind ing  p ro te in 2 (NtSABP2) (EC 3.1.1.-) (Me thyl salicylate  e ste rase ) SABP2

Nico tiana tab acum (Co mmo n

to b acco )
3D-structure ; Hyd ro lase ; Immunity; Innate  immunity; Plant d e fe nse

SRR122238 _TR6 10 8 _c0 _g 2_i3_le n=16 6 1 C7D55_HYOMU
Q:1452-10 9 ,H:47-

49 5
46 .34%ID E:1e -148 Pre mnasp iro d ie ne  o xyg e nase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^56 -49 9 ^E:8 .7e -9 1 0 ,519 -0 ,233 0 ,0 27 -2,245 0 ,0 71 -0 ,8 9 7 0 -2,433 0 ,0 0 4 1,0 34 C7D55_HYOMU Pre mnasp iro d ie ne  o xyg e nase  (HPO) (EC 1.14.13.121) (Cyto chro me  P450  71D55) CYP71D55

Hyo scyamus muticus (Eg yp tian

he nb ane )

He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP; Oxid o re d uctase ; Transme mb rane ;

Transme mb rane  he lix

SRR122238 _TR12534_c1_g 3_i3_le n=239 7 AI5L5_ARATH
Q:1556 -246 ,H:21-

416
53.59 %ID E:2e -10 2 ABSCISIC ACID-INSENSITIVE 5-like  p ro te in 5

PF0 7716 .12^b ZIP_2^Basic re g io n le ucine  zip p e r^39 0 -437^E:1.2e -0 9 `PF0 0 170 .18 ^b ZIP_1^b ZIP transcrip tio n

facto r^39 1-443^E:5.2e -13
1 -0 ,0 27 0 ,44 -0 ,743 0 ,0 0 9 -1,0 9 9 0 ,0 0 1 -1,6 14 0 ,559 0 ,424 AI5L5_ARATH

ABSCISIC ACID-INSENSITIVE 5-like  p ro te in 5 (ABA-re sp o nsive  e le me nt-b ind ing  p ro te in 1) (Ab scis ic acid

re sp o nsive  e le me nts-b ind ing  facto r 2) (ABRE-b ind ing  facto r 2) (b ZIP transcrip tio n facto r 36 ) (Atb ZIP36 )
ABF2 AREB1 BZIP36  At1g 45249  T2P3

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ab scis ic acid  s ig naling  p athway; Activato r; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; DNA-b ind ing ;

Nucle us; Pho sp ho p ro te in; Re fe re nce  p ro te o me ; Transcrip tio n; Transcrip tio n re g ulatio n

SRR122238 _TR178 76 _c0 _g 1_i1_le n=19 47 GERS_OCIBA
Q:26 0 -1714,H:8 8 -

56 6
6 8 .11%ID E:0 Ge ranio l synthase , chlo ro p lastic

PF0 139 7.18 ^Te rp e ne _synth^Te rp e ne  synthase , N-te rminal d o main^72-222^E:1.9 e -

45`PF0 39 36 .13^Te rp e ne _synth_C^Te rp e ne  synthase  family, me tal b ind ing  d o main^253-520 ^E:1.6 e -9 5
0 ,18 2 0 ,516 1 -0 ,425 0 ,0 0 5 -1,49 1 0 -3,6 21 0 ,6 5 0 ,135 GERS_OCIBA Ge ranio l synthase , chlo ro p lastic (Ob GES) (EC 3.1.7.11) GES Ocimum b asil icum (Swe e t b asil)

PATHWAY: Se co nd ary me tab o lite  b io synthe sis; te rp e no id

b io synthe sis.
Chlo ro p last; Hyd ro lase ; Mang ane se ; Me tal-b ind ing ; Plastid ; Transit p e p tid e

SRR122238 _TR29 8 23_c0 _g 1_i1_le n=270 1 RVE1_ARATH
Q:18 16 -

10 10 ,H:32-251
48 .33%ID E:4e -43 Pro te in REVEILLE 1 PF0 0 249 .28 ^Myb _DNA-b ind ing ^Myb -like  DNA-b ind ing  d o main^6 1-10 4^E:2.4e -13 1 0 ,6 39 1 0 ,8 26 0 ,0 9 2 -0 ,59 1 0 ,0 0 1 -1,28 7 1 -0 ,0 6 6 RVE1_ARATH Pro te in REVEILLE 1 RVE1 At5g 1730 0  MKP11.15

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Bio lo g ical rhythms; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n;

Transcrip tio n re g ulatio n

SRR122238 _TR348 20 _c1_g 2_i1_le n=1227 TSN_CHICK
Q:9 0 3-30 4,H:19 -

222
41.8 3%ID E:5e -41 Translin PF0 19 9 7.13^Translin^Translin family^110 -30 2^E:8 .7e -46 0 ,19 9 -0 ,431 0 ,38 2 -0 ,344 0 ,50 2 0 ,358 0 -7,735 1 -0 ,19 5 TSN_CHICK Translin (EC 3.1.-.-) (Co mp o ne nt 3 o f p ro mo te r o f RISC) (C3PO) TSN Gallus g allus (Chicke n)

Co mp le te  p ro te o me ; DNA-b ind ing ; End o nucle ase ; Hyd ro lase ; Nucle ase ; Nucle us; RNA-b ind ing ;

Re fe re nce  p ro te o me

SRR122238 _TR416 48 _c0 _g 1_i8 _le n=3143 NA NA NA NA NA
PF0 536 8 .10 ^NmrA^NmrA-like  family^9 7-210 ^E:5.9 e -0 6 `PF1346 0 .3^NAD_b ind ing _10 ^NAD(P)H-b ind ing ^10 1-

28 4^E:1.8 e -13
0 ,9 1 -0 ,0 77 0 ,0 0 3 -1,414 0 ,0 0 2 -1,28 5 0 ,0 0 1 -1,443 0 ,6 9 1 0 ,29 3 . . . . . .

SRR122238 _TR456 0 7_c0 _g 1_i3_le n=18 51 ACR4_ARATH
Q:144-148 1,H:1-

451
77.9 7%ID E:0 ACT d o main-co ntaining  p ro te in ACR4 {ECO:0 0 0 0 30 5} PF13740 .3^ACT_6 ^ACT d o main^119 -16 3^E:4.4e -0 5 1 -0 ,0 46 1 0 ,19 5 0 ,0 37 -1,223 0 -2,6 17 0 ,0 1 -1,6 9 4 ACR4_ARATH ACT d o main-co ntaining  p ro te in ACR4 (Pro te in ACT DOMAIN REPEATS 4) ACR4 At1g 6 9 0 40  F4N2.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Re p e at

SRR122238 _TR46 9 52_c0 _g 1_i1_le n=40 8 9 JAC1_ARATH
Q:1240 -

10 31,H:572-6 39
6 8 .57%ID E:5e -22

J d o main-co ntaining  p ro te in re q uire d  fo r chlo ro p last

accumulatio n re sp o nse  1
. 1 -0 ,448 0 ,6 29 -2,0 8 4 0 ,0 0 3 -1,52 0 -1,79 1 1 -0 ,134 JAC1_ARATH J d o main-co ntaining  p ro te in re q uire d  fo r chlo ro p last accumulatio n re sp o nse  1 JAC1 At1g 7510 0  F9 E10 .5

Arab id o p sis thaliana (Mo use -e ar

cre ss)
3D-structure ; Co ile d  co il; Co mp le te  p ro te o me ; Cyto p lasm; Pho sp ho p ro te in; Re fe re nce  p ro te o me

SRR122238 _TR546 6 0 _c0 _g 1_i1_le n=6 20 PLY21_ARATH
Q:6 20 -177,H:245-

39 2
72.3%ID E:1e -70 Putative  p e ctate  lyase  21 PF0 0 544.16 ^Pe c_lyase _C^Pe ctate  lyase ^9 -6 4^E:2.1e -0 7 0 ,357 -0 ,6 77 0 ,0 34 -3,325 0 ,0 0 4 -2,18 3 0 -7,42 0 ,0 44 1,0 8 4 PLY21_ARATH Putative  p e ctate  lyase  21 (EC 4.2.2.2) At5g 55720  MDF20 .16

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: G lycan me tab o lism; p e ctin d e g rad atio n; 2-

d e hyd ro -3-d e o xy-D-g luco nate  fro m p e ctin: ste p  2/5.
Calc ium; Co mp le te  p ro te o me ; G lyco p ro te in; Lyase ; Me tal-b ind ing ; Re fe re nce  p ro te o me ; Sig nal

SRR122238 _TR558 79 _c2_g 1_i1_le n=2570 NA NA NA NA NA
PF1436 5.3^DUF440 9 ^Do main o f unkno wn functio n (DUF440 9 )^72-19 4^E:1.4e -46 `PF0 30 8 0 .12^DUF239 ^Do main o f

unkno wn functio n (DUF239 )^20 7-429 ^E:9 .1e -9 0
0 ,59 8 -0 ,145 0 ,0 42 -0 ,6 0 8 0 ,0 15 -0 ,79 2 0 -1,29 2 0 ,344 0 ,28 8 . . . . . .

SRR122238 _TR57249 _c0 _g 1_i3_le n=6 9 3 NA NA NA NA NA . 0 ,28 5 0 ,225 0 ,36 2 0 ,19 3 0 ,0 0 2 -2,30 5 0 -7,157 0 ,9 32 -0 ,0 59 . . . . . .

SRR122238 _TR58 346 _c2_g 1_i6 _le n=16 55 NA NA NA NA NA
PF0 0 40 3.23^HMA^He avy-me tal-asso ciate d  d o main^6 0 -113^E:7.5e -12`PF0 0 40 3.23^HMA^He avy-me tal-asso ciate d

d o main^149 -19 5^E:5.7e -11
1 0 ,29 2 1 -0 ,50 5 0 ,0 0 6 -1,6 74 0 -2,256 1 -0 ,6 6 6 . . . . . .

SRR122238 _TR6 1350 _c2_g 1_i3_le n=118 3 YAB1_ARATH
Q:19 0 -8 31,H:17-

229
58 .9 3%ID E:1e -71 Axial re g ulato r YABBY 1 PF0 46 9 0 .10 ^YABBY^YABBY p ro te in^27-19 1^E:1.8 e -6 9 0 ,6 4 0 ,18 2 0 ,0 0 6 -1,39 6 0 ,0 0 2 -1,0 6 1 0 -1,711 0 ,37 -0 ,26 8 YAB1_ARATH

Axial re g ulato r YABBY 1 (Fl-54) (Pro te in ABNORMAL FLORAL ORGANS) (Pro te in FILAMENTOUS

FLOWER) (Pro te in anthe rle ss)
YAB1 AFO AT FIL At2g 4519 0  F4L23.30

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; De ve lo p me ntal p ro te in; Me tal-b ind ing ; Nucle us; Re fe re nce

p ro te o me ; Zinc; Zinc-fing e r

SRR122238 _TR6 246 6 _c0 _g 1_i1_le n=79 6 PLA2A_ARATH
Q:59 2-18 5,H:11-

148
58 .7%ID E:3e -55 Pho sp ho lip ase  A2-alp ha {ECO:0 0 0 0 30 3|Pub Me d :16 140 0 37} . 0 ,6 9 4 0 ,36 6 1 0 ,114 0 ,212 -0 ,6 0 8 0 ,0 0 1 -1,8 27 1 -1,0 49 PLA2A_ARATH Pho sp ho lip ase  A2-alp ha (EC 3.1.1.4) (Se cre to ry p ho sp ho lip ase  A2-alp ha) (AtsPLA2-alp ha) PLA2-ALPHA At2g 0 6 9 25 T4E14.19

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Calcium; Co mp le te  p ro te o me ; Cyto p lasmic ve sic le ; Disulfid e  b o nd ; Go lg i ap p aratus; Hyd ro lase ; Lip id

d e g rad atio n; Lip id  me tab o lism; Me tal-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR122238 _TR6 4257_c1_g 1_i2_le n=8 9 6 LAML_ARATH
Q:140 -6 31,H:10 -

172
49 .7%ID E:7e -46 Lamin-like  p ro te in PF0 229 8 .14^Cu_b ind _like ^Plasto cyanin-like  d o main^74-156 ^E:1.7e -20 0 ,552 -0 ,20 9 0 ,0 9 5 -0 ,6 38 0 ,0 0 2 -1,17 0 -1,444 0 ,0 24 -0 ,76 2 LAML_ARATH Lamin-like  p ro te in At5g 15350  F8 M21_240

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; GPI-ancho r; G lyco p ro te in; Lip o p ro te in; Me mb rane ; Re fe re nce

p ro te o me ; Sig nal

SRR122238 _TR6 8 728 _c0 _g 1_i1_le n=1410 CRR6 0 _ARATH
Q:1179 -511,H:23-

248
6 0 .7%ID E:5e -8 6 Cyste ine -rich re p e at se cre to ry p ro te in 6 0

PF0 16 57.14^Stre ss-antifung ^Salt stre ss re sp o nse /antifung al^41-137^E:1.6 e -19 `PF0 16 57.14^Stre ss-antifung ^Salt

stre ss re sp o nse /antifung al^18 1-239 ^E:2e -10
0 ,76 -0 ,76 5 0 ,517 0 ,6 44 0 ,0 0 2 -1,0 6 4 0 -1,735 1 -0 ,29 1 CRR6 0 _ARATH Cyste ine -rich re p e at se cre to ry p ro te in 6 0  (Plasmo d e smata-lo cate d  p ro te in 7) (PDLP7) CRRSP6 0  At5g 376 6 0  K12B20 .12

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Ce ll junctio n; Co mp le te  p ro te o me ; Disulfid e  b o nd ; Ho st-virus inte ractio n;

Me mb rane ; Re fe re nce  p ro te o me ; Re p e at; Sig nal; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR122238 _TR8 0 6 8 6 _c0 _g 1_i1_le n=1145 SBP1_ANTMA
Q:6 7-36 3,H:35-

130
75.76 %ID E:4e -41 Sq uamo sa p ro mo te r-b ind ing  p ro te in 1 PF0 3110 .11^SBP^SBP d o main^43-116 ^E:3.9 e -33 1 -0 ,327 0 ,38 1 -1,5 0 ,0 1 -1,745 0 -3,526 0 ,155 0 ,49 1 SBP1_ANTMA Sq uamo sa p ro mo te r-b ind ing  p ro te in 1 SBP1

Antirrhinum majus (Gard e n

snap d rag o n)
DNA-b ind ing ; Me tal-b ind ing ; Nucle us; Transcrip tio n; Transcrip tio n re g ulatio n; Zinc; Zinc-fing e r

SRR12718 57_TR1741_c0 _g 1_i2_le n=156 4 PURU2_ARATH
Q:212-8 17,H:19 -

220
6 9 .8 %ID E:1e -9 1 Fo rmylte trahyd ro fo late  d e fo rmylase  2, mito cho nd rial PF0 0 551.16 ^Fo rmyl_trans_N^Fo rmyl transfe rase ^132-220 ^E:4.9 e -0 6 1 -0 ,376 0 ,18 9 -1,6 58 0 ,0 1 -1,55 0 ,0 0 1 -2,224 1 0 ,278 PURU2_ARATH Fo rmylte trahyd ro fo late  d e fo rmylase  2, mito cho nd rial (EC 3.5.1.10 ) PURU2 At4g 1736 0  d l4715c FCAALL.417

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Hyd ro lase ; Mito cho nd rio n; One -carb o n me tab o lism; Pho to re sp iratio n; Re fe re nce

p ro te o me ; Transfe rase ; Transit p e p tid e

SRR12718 57_TR16 8 51_c0 _g 1_i1_le n=6 36 NA NA NA NA NA . 1 -0 ,13 0 ,8 9 5 0 ,111 0 ,341 -0 ,38 8 0 -1,9 18 0 ,0 25 -1,38 1 . . . . . .

SRR12718 57_TR18 6 75_c0 _g 1_i7_le n=146 1 FKB19 _ARATH
Q:518 -9 9 7,H:9 7-

256
8 8 .12%ID E:4e -9 6 Pe p tid yl-p ro lyl c is-trans iso me rase  FKBP19 , chlo ro p lastic PF0 0 254.25^FKBP_C^FKBP-typ e  p e p tid yl-p ro lyl c is-trans iso me rase ^156 -277^E:5.4e -21 0 ,56 8 -0 ,241 0 ,0 47 -0 ,727 0 ,0 0 6 -0 ,9 11 0 ,0 0 1 -1,127 0 ,6 44 -0 ,16 9 FKB19 _ARATH

Pe p tid yl-p ro lyl c is-trans iso me rase  FKBP19 , chlo ro p lastic (PPIase  FKBP19 ) (EC 5.2.1.8 ) (FK50 6 -b ind ing

p ro te in 19 ) (AtFKBP19 ) (Immuno p hilin FKBP19 ) (Ro tamase )
FKBP19  FKBP27 At5g 13410  T22N19 .6 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Iso me rase ; Pho sp ho p ro te in; Plastid ;

Re fe re nce  p ro te o me ; Ro tamase ; Thylako id ; Transit p e p tid e

SRR12718 57_TR19 276 _c2_g 1_i2_le n=238 4 ALF1_PEA
Q:1445-315,H:8 -

357
79 .31%ID E:0 Fructo se -b isp ho sp hate  ald o lase , cyto p lasmic iso zyme  1 PF0 0 274.16 ^Glyco lytic^Fructo se -b isp ho sp hate  ald o lase  class-I^10 -237^E:5.5e -117 1 -0 ,0 23 0 ,0 0 4 -2,512 0 ,0 0 1 -3,519 0 -4,9 0 9 1 0 ,454 ALF1_PEA Fructo se -b isp ho sp hate  ald o lase , cyto p lasmic iso zyme  1 (EC 4.1.2.13) Pisum sativum (Gard e n p e a)

PATHWAY: Carb o hyd rate  d e g rad atio n; g lyco lysis; D-

g lyce rald e hyd e  3-p ho sp hate  and  g lyce ro ne  p ho sp hate

fro m D-g luco se : ste p  4/4.

Cyto p lasm; G lyco lysis; Lyase ; Schiff b ase

SRR12718 57_TR22447_c0 _g 1_i4_le n=16 9 7 C8 5A1_SOLLC
Q:146 2-137,H:23-

46 4
8 4.8 4%ID E:0 Cyto chro me  P450  8 5A1 PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^35-448 ^E:8 e -6 0 1 0 ,0 42 0 ,0 3 -0 ,9 9 4 0 ,0 21 -1,58 5 0 -3,8 37 1 -0 ,0 6 2 C8 5A1_SOLLC Cyto chro me  P450  8 5A1 (EC 1.14.-.-) (C6 -o xid ase ) (Dwarf p ro te in) CYP8 5A1 CYP8 5 D

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

PATHWAY: Plant ho rmo ne  b io synthe sis; b rassino ste ro id

b io synthe sis.

Brassino ste ro id  b io synthe sis; Co mp le te  p ro te o me ; He me ; Iro n; Lip id  b io synthe sis; Lip id  me tab o lism;

Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; Oxid o re d uctase ; Re fe re nce  p ro te o me ; Ste ro id

b io synthe sis; Transme mb rane ; Transme mb rane  he lix

SRR12718 57_TR2556 7_c0 _g 2_i2_le n=19 32 SGAT_ARATH
Q:38 3-1240 ,H:1-

28 6
9 0 .9 1%ID E:1e -177 Se rine --g lyo xylate  amino transfe rase PF0 0 26 6 .16 ^Amino tran_5^Amino transfe rase  class-V^12-28 5^E:1.2e -31 1 0 ,118 0 ,0 6 8 -1,28 6 0 ,0 0 1 -1,274 0 -1,9 9 4 0 ,133 1,28 5 SGAT_ARATH

Se rine --g lyo xylate  amino transfe rase  (EC 2.6 .1.45) (Alanine --g lyo xylate  amino transfe rase ) (AGT) (EC

2.6 .1.44) (Asp arag ine  amino transfe rase ) (EC 2.6 .1.-) (Se rine --p yruvate  amino transfe rase ) (EC 2.6 .1.51)
AGT1 At2g 1336 0  F14O4.7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Amino transfe rase ; Co mp le te  p ro te o me ; Pe ro xiso me ; Pho sp ho p ro te in; Pho to re sp iratio n;

Pyrid o xal p ho sp hate ; Re fe re nce  p ro te o me ; Transfe rase

SRR12718 57_TR26 0 21_c0 _g 1_i2_le n=20 16 NA NA NA NA NA PF0 4720 .9 ^PDDEXK_6 ^PDDEXK-like  family o f unkno wn functio n^77-29 7^E:5.9 e -70 0 ,79 3 -0 ,152 0 ,0 0 2 -1,255 0 ,0 0 2 -1,0 9 4 0 -1,514 0 ,0 0 9 0 ,9 2 . . . . . .

SRR12718 57_TR28 0 55_c0 _g 2_i1_le n=16 11 SCPDL_ARATH
Q:119 -271,H:129 -

179
52.9 4%ID E:1e -27

Pro b ab le  mito cho nd rial saccharo p ine  d e hyd ro g e nase -like

o xid o re d uctase  At5g 39 410
PF0 26 22.12^DUF179 ^Uncharacte rize d  ACR, COG16 78 ^138 -30 3^E:1.2e -26 0 ,76 -0 ,6 8 5 1 -0 ,8 43 0 ,0 0 7 -1,536 0 -2,115 1 -0 ,26 6 SCPDL_ARATH Pro b ab le  mito cho nd rial saccharo p ine  d e hyd ro g e nase -like  o xid o re d uctase  At5g 39 410  (SDH) (EC 1.-.-.-) At5g 39 410  MUL8 .9

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Ace tylatio n; Co mp le te  p ro te o me ; Me mb rane ; Mito cho nd rio n; Oxid o re d uctase ; Re fe re nce  p ro te o me

SRR12718 57_TR3128 3_c0 _g 1_i7_le n=19 59 DHGY_CUCSA
Q:1474-9 53,H:70 -

243
9 3.1%ID E:0 Glyce rate  d e hyd ro g e nase

PF0 28 26 .16 ^2-Hacid _d h_C^D-iso me r sp e cific  2-hyd ro xyacid  d e hyd ro g e nase , NAD b ind ing  d o main^5-8 7^E:7.1e -

26
0 ,6 9 2 -0 ,76 4 0 ,0 43 -2,6 56 0 ,0 0 7 -2,13 0 ,0 0 1 -2,9 11 1 -0 ,0 42 DHGY_CUCSA Glyce rate  d e hyd ro g e nase  (GDH) (EC 1.1.1.29 ) (NADH-d e p e nd e nt hyd ro xyp yruvate  re d uctase ) (HPR) HPR-A Cucumis sativus (Cucumb e r)

PATHWAY: Pho to synthe sis; p ho to re sp iratio n; 3-p ho sp ho -

D-g lyce rate  fro m g lycine : ste p  3/4.
G lyco late  p athway; NAD; Oxid o re d uctase ; Pe ro xiso me ; Pho to re sp iratio n

SRR12718 57_TR42554_c0 _g 1_i3_le n=1447 NA NA NA NA NA . 1 -0 ,0 28 0 ,132 -1,441 0 ,0 0 3 -2,231 0 ,0 0 1 -2,754 0 ,19 5 0 ,9 0 7 . . . . . .

SRR12718 58 _TR1576 1_c0 _g 1_i3_le n=19 48 BH10 4_ARATH
Q:8 0 2-39 2,H:149 -

28 3
6 4.23%ID E:2e -33 Transcrip tio n facto r b HLH10 4 . 0 ,748 0 ,242 0 ,29 8 -0 ,6 76 0 ,0 0 4 -1,54 0 -2,0 49 1 -0 ,0 32 BH10 4_ARATH

Transcrip tio n facto r b HLH10 4 (Basic he lix-lo o p -he lix p ro te in 10 4) (Atb HLH10 4) (b HLH 10 4)

(Transcrip tio n facto r EN 136 ) (b HLH transcrip tio n facto r b HLH10 4)

BHLH10 4 EN136  At4g 14410  d l3245w

FCAALL.20 1

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; DNA-b ind ing ; Nucle us; Re fe re nce  p ro te o me ; Transcrip tio n;

Transcrip tio n re g ulatio n

SRR12718 58 _TR6 3738 _c0 _g 3_i9 _le n=2759 NA NA NA NA NA PF0 0 29 4.21^PfkB^p fkB family carb o hyd rate  kinase ^8 8 -20 8 ^E:6 .3e -0 8 0 ,732 -0 ,9 16 0 ,0 1 2,712 0 ,257 -0 ,8 6 1 0 -7,0 0 9 0 ,79 8 0 ,44 . . . . . .

SRR12718 58 _TR6 559 3_c2_g 6 _i3_le n=50 9 NA NA NA NA NA . 1 0 ,141 0 ,517 -1,136 0 ,0 0 2 -1,737 0 ,0 0 1 -2,0 9 9 0 ,129 1,0 22 . . . . . .

SRR12718 59 _TR10 523_c2_g 1_i2_le n=6 8 9 C71A8 _MENPI
Q:10 8 -6 74,H:28 4-

472
48 .6 8 %ID E:6 e -58 Cyto chro me  P450  71A8 PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^18 -20 3^E:5.5e -51 0 ,778 -0 ,0 8 3 0 2,354 0 ,0 16 0 ,76 2 0 -1,79 0 2,112 C71A8 _MENPI Cyto chro me  P450  71A8  (EC 1.14.-.-) CYP71A8

Me ntha p ip e rita (Pe p p e rmint)

(Me ntha aq uatica ? Me ntha

sp icata)

He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; Oxid o re d uctase ; Transme mb rane ;

Transme mb rane  he lix

SRR12718 59 _TR26 429 _c0 _g 1_i2_le n=29 57 CRD1_ARATH
Q:427-130 5,H:1-

29 4
8 3.0 5%ID E:1e -16 2

Mag ne sium-p ro to p o rp hyrin IX mo no me thyl e ste r [o xid ative ]

cyclase , chlo ro p lastic
PF0 29 15.14^Rub re rythrin^Rub re rythrin^133-26 6 ^E:1.2e -41 0 ,8 54 -0 ,275 0 ,0 1 -2,1 0 ,0 0 3 -2,0 45 0 -3,0 9 4 0 ,6 6 3 0 ,49 9 CRD1_ARATH

Mag ne sium-p ro to p o rp hyrin IX mo no me thyl e ste r [o xid ative ] cyclase , chlo ro p lastic (Mg -p ro to p o rp hyrin IX

mo no me thyl e ste r o xid ative  cyclase ) (EC 1.14.13.8 1) (Co p p e r re sp o nse  d e fe ct 1 p ro te in) (Dicarb o xylate

d iiro n p ro te in) (AtZIP) (MPE-cyclase )

CRD1 ACSF AT10 3 CHL27 ZIP At3g 56 9 40

F24I3.20

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: Po rp hyrin-co ntaining  co mp o und  me tab o lism;

chlo ro p hyll b io synthe sis.

Alte rnative  sp lic ing ; Chlo ro p hyll b io synthe sis; Chlo ro p last; Co mp le te  p ro te o me ; Iro n; Me mb rane ;

Me tal-b ind ing ; NADP; Oxid o re d uctase ; Pho to synthe sis; Plastid ; Plastid  inne r me mb rane ; Re fe re nce

p ro te o me ; Thylako id ; Transit p e p tid e

Q:440 -117,H:1- CYCB1-2 Os0 2g 0 8 0 130 0 Oryza sativa sub sp . jap o nica



SRR12718 59 _TR30 155_c0 _g 2_i1_le n=6 15 CCB12_ORYSJ
Q:440 -117,H:1-

10 8
45.8 7%ID E:4e -23 Cyclin-B1-2 PF0 5348 .8 ^UMP1^Pro te aso me  maturatio n facto r UMP1^74-173^E:2.1e -24 0 ,352 -0 ,9 0 7 0 ,76 -0 ,774 0 ,258 -0 ,9 21 0 ,0 0 1 -6 ,6 44 0 ,46 1 -1,35 CCB12_ORYSJ Cyclin-B1-2 (G2/mito tic-sp e cific  cyclin-B1-2) (CycB1;2)

CYCB1-2 Os0 2g 0 8 0 130 0

LOC_Os0 2g 55720

Oryza sativa sub sp . jap o nica

(Rice )
Ce ll cycle ; Ce ll d ivis io n; Co mp le te  p ro te o me ; Cyclin; Re fe re nce  p ro te o me

SRR12718 59 _TR339 28 _c0 _g 1_i6 _le n=30 8 9 GLYC7_ARATH
Q:6 15-158 9 ,H:28 -

354
6 7.8 9 %ID E:1e -144 Se rine  hyd ro xyme thyltransfe rase  7 PF0 0 46 4.16 ^SHMT^Se rine  hyd ro xyme thyltransfe rase ^138 -373^E:2.1e -9 4 1 1,9 9 2 0 ,129 -4,8 9 3 0 ,0 42 -2,20 5 0 ,0 0 1 -6 ,6 52 0 ,524 0 ,54 GLYC7_ARATH

Se rine  hyd ro xyme thyltransfe rase  7 (AtSHMT7) (EC 2.1.2.1) (G lycine  hyd ro xyme thyltransfe rase  7) (Se rine

me thylase  7)
SHM7 SHMT7 At1g 36 370  F7F23.9

Arab id o p sis thaliana (Mo use -e ar

cre ss)

PATHWAY: One -carb o n me tab o lism; te trahyd ro fo late

inte rco nve rsio n.

Co mp le te  p ro te o me ; Cyto p lasm; One -carb o n me tab o lism; Pyrid o xal p ho sp hate ; Re fe re nce  p ro te o me ;

Transfe rase

SRR12718 59 _TR38 747_c1_g 1_i1_le n=1778 NA NA NA NA NA
PF0 6 273.8 ^e IF-4B^Plant sp e cific  e ukaryo tic initiatio n facto r 4B^7-233^E:1.5e -34`PF0 6 273.8 ^e IF-4B^Plant sp e cific

e ukaryo tic initiatio n facto r 4B^174-36 9 ^E:1.3e -17
0 ,0 5 -0 ,8 11 0 ,35 -0 ,344 0 ,0 0 2 -1,246 0 -1,522 0 ,217 -0 ,48 1 . . . . . .

SRR12718 59 _TR429 41_c0 _g 1_i4_le n=6 72 IMB1_ARATH
Q:10 6 -

30 0 ,H:8 0 6 -8 70
8 3.0 8 %ID E:2e -25 Imp o rtin sub unit b e ta-1 {ECO:0 0 0 0 30 5} . 0 ,28 2 -1,115 0 ,18 0 ,9 0 ,50 5 -0 ,532 0 ,0 0 1 -3,0 8 7 1 0 IMB1_ARATH Imp o rtin sub unit b e ta-1 (Karyo p he rin sub unit b e ta-1) (ATKPNB1) KPNB1 At5g 5348 0  MNC6 .1

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ace tylatio n; Co mp le te  p ro te o me ; Cyto p lasm; Nucle us; Pro te in transp o rt; Re fe re nce  p ro te o me ; Re p e at;

Stre ss re sp o nse ; Transp o rt

SRR3420 17_TR725_c0 _g 1_i1_le n=116 6 ZFP8 _ARATH Q:8 35-38 ,H:8 -257 36 .8 2%ID E:1e -32 Zinc fing e r p ro te in 8 PF139 12.3^zf-C2H2_6 ^C2H2-typ e  zinc fing e r^10 1-125^E:0 .0 0 0 12 0 ,70 4 0 ,19 5 0 ,9 0 2 -0 ,13 0 ,0 0 7 -1,0 55 0 -1,6 6 7 0 ,472 -0 ,314 ZFP8 _ARATH Zinc fing e r p ro te in 8 ZFP8  At2g 419 40  T6 D20 .16
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; De ve lo p me ntal p ro te in; Diffe re ntiatio n; Me tal-b ind ing ; Re fe re nce  p ro te o me ;

Transcrip tio n; Transcrip tio n re g ulatio n; Zinc; Zinc-fing e r

SRR3420 17_TR40 0 9 _c1_g 1_i1_le n=219 9 GERS_OCIBA
Q:515-2110 ,H:44-

56 6
6 4.9 8 %ID E:0 Ge ranio l synthase , chlo ro p lastic

PF0 139 7.18 ^Te rp e ne _synth^Te rp e ne  synthase , N-te rminal d o main^16 4-314^E:2.5e -

45`PF0 39 36 .13^Te rp e ne _synth_C^Te rp e ne  synthase  family, me tal b ind ing  d o main^345-6 12^E:1.3e -9 5
0 ,17 0 ,50 8 0 ,6 79 -0 ,373 0 ,0 51 -0 ,8 55 0 ,0 0 1 -1,6 48 1 -1,59 4 GERS_OCIBA Ge ranio l synthase , chlo ro p lastic (Ob GES) (EC 3.1.7.11) GES Ocimum b asil icum (Swe e t b asil)

PATHWAY: Se co nd ary me tab o lite  b io synthe sis; te rp e no id

b io synthe sis.
Chlo ro p last; Hyd ro lase ; Mang ane se ; Me tal-b ind ing ; Plastid ; Transit p e p tid e

SRR3420 17_TR140 0 8 _c0 _g 2_i4_le n=8 54 NA NA NA NA NA . 0 ,212 0 ,9 59 0 ,214 -0 ,8 17 1 -0 ,216 0 ,0 0 1 -6 ,6 56 0 ,38 1 0 ,8 54 . . . . . .

SRR3420 17_TR20 76 6 _c0 _g 2_i5_le n=8 49 NA NA NA NA NA . 1 0 ,221 0 ,0 16 -2,8 0 5 0 ,0 0 6 -0 ,9 8 4 0 -1,434 1 0 ,30 3 . . . . . .

SRR3420 19 _TR29 21_c1_g 1_i5_le n=1413 ADHX_ORYSI
Q:18 2-129 7,H:3-

377
44.8 3%ID E:3e -9 4 Alco ho l d e hyd ro g e nase  class-3

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^39 -16 2^E:1.6 e -

22`PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing  d e hyd ro g e nase ^20 6 -326 ^E:8 .1e -22
0 ,0 28 0 ,553 0 ,1 0 ,9 8 1 0 ,0 71 -0 ,49 1 0 -1,8 6 5 0 ,28 7 0 ,28 7 ADHX_ORYSI

Alco ho l d e hyd ro g e nase  class-3 (EC 1.1.1.1) (Alco ho l d e hyd ro g e nase  class-III) (G lutathio ne -d e p e nd e nt

fo rmald e hyd e  d e hyd ro g e nase ) (FALDH) (FDH) (GSH-FDH) (EC 1.1.1.-) (S-(hyd ro xyme thyl)g lutathio ne

d e hyd ro g e nase ) (EC 1.1.1.28 4)

ADHIII OsI_0 0 9 236 Oryza sativa sub sp . ind ica (Rice ) Co mp le te  p ro te o me ; Cyto p lasm; Me tal-b ind ing ; NAD; Oxid o re d uctase ; Re fe re nce  p ro te o me ; Zinc

SRR3420 19 _TR7176 _c0 _g 1_i1_le n=18 11 DDC_CATRO
Q:136 0 -

19 4,H:112-50 0
9 8 .46 %ID E:0 Aro matic-L-amino -acid  d e carb o xylase PF0 0 28 2.16 ^Pyrid o xal_d e C^Pyrid o xal-d e p e nd e nt d e carb o xylase  co nse rve d  d o main^4-333^E:5e -10 2 0 ,0 11 0 ,59 0 3,432 0 ,9 37 0 ,0 28 0 -1,39 1 0 ,323 DDC_CATRO

Aro matic-L-amino -acid  d e carb o xylase  (AADC) (EC 4.1.1.28 ) (DOPA d e carb o xylase ) (Tryp to p han

d e carb o xylase )
TDC

Catharanthus ro se us

(Mad ag ascar p e riwinkle ) (Vinca

ro se a)

De carb o xylase ; Lyase ; Pyrid o xal p ho sp hate

SRR3420 19 _TR76 19 _c0 _g 1_i5_le n=146 9 PTR53_ARATH
Q:28 4-110 2,H:41-

314
6 7.8 8 %ID E:2e -119 Pro te in NRT1/ PTR FAMILY 2.11 PF0 0 8 54.18 ^PTR2^POT family^9 4-26 2^E:1.9 e -33 1 0 ,176 0 ,319 1,0 7 0 ,0 0 5 -1,547 0 -2,327 0 ,8 32 0 ,18 2 PTR53_ARATH

Pro te in NRT1/ PTR FAMILY 2.11 (AtNPF2.11) (Nitrate  transp o rte r 1.10 ) (Pro te in GLUCOSINOLATE

TRANSPORTER-2)

NPF2.11 GTR2 NRT1.10  At5g 6 26 8 0

MRG21.10

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Re fe re nce  p ro te o me ; Transme mb rane ;

Transme mb rane  he lix; Transp o rt

SRR3420 19 _TR8 417_c2_g 4_i1_le n=9 39 RL27_PEA Q:8 1-48 5,H:1-135 77.0 4%ID E:1e -59 6 0 S rib o so mal p ro te in L27 PF0 1777.15^Rib o so mal_L27e ^Rib o so mal L27e  p ro te in family^52-135^E:1.3e -33 0 ,0 0 1 -1,0 35 0 ,0 41 0 ,6 59 0 ,0 26 -0 ,8 48 0 -1,47 0 ,78 1 -0 ,0 8 1 RL27_PEA 6 0 S rib o so mal p ro te in L27 RPL27 Pisum sativum (Gard e n p e a) Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 19 _TR1110 9 _c3_g 4_i1_le n=18 13 NA NA NA NA NA . 1 -0 ,0 0 6 1 -0 ,435 0 ,0 11 -1,30 1 0 ,0 0 1 -1,79 9 0 ,44 0 ,78 8 . . . . . .

SRR3420 19 _TR230 6 5_c0 _g 1_i2_le n=18 21 NA NA NA NA NA . 0 ,6 8 9 -0 ,217 0 ,38 -0 ,46 6 0 ,0 48 -0 ,79 1 0 -2,0 8 3 1 1,0 45 . . . . . .

SRR3420 19 _TR29 9 6 7_c2_g 1_i2_le n=1549 IRIS_CATRO
Q:138 -130 1,H:1-

38 8
9 9 .74%ID E:0 Irid o id  synthase . 0 ,0 0 1 0 ,8 9 0 ,277 -0 ,528 0 ,6 45 -0 ,158 0 -1,344 0 ,348 0 ,244 IRIS_CATRO Irid o id  synthase  (EC 1.3.1.9 9 )

Catharanthus ro se us

(Mad ag ascar p e riwinkle ) (Vinca

ro se a)

Cyto p lasm; NAD; Oxid o re d uctase

SRR3420 19 _TR36 227_c6 _g 7_i2_le n=8 9 3 C7BL3_CICIN
Q:8 38 -245,H:29 0 -

48 6
42.9 3%ID E:1e -57 Co stuno lid e  synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^3-18 5^E:2.1e -49 0 1,58 6 0 1,9 6 8 0 ,0 0 1 0 ,8 52 0 ,0 0 1 -0 ,9 9 4 0 ,16 1,341 C7BL3_CICIN Co stuno lid e  synthase  (CiCOS) (EC 1.14.13.120 ) (Cyto chro me  P450  71BL3) CYP71BL3 COS Cicho rium intyb us (Chico ry)

He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP; Oxid o re d uctase ; Transme mb rane ;

Transme mb rane  he lix

SRR3420 22_TR29 73_c2_g 4_i1_le n=18 23 TL29 _SOLLC
Q:18 21-

138 1,H:74-220
8 2.31%ID E:4e -71 Thylako id  lume nal 29  kDa p ro te in, chlo ro p lastic PF0 0 141.20 ^p e ro xid ase ^Pe ro xid ase ^24-117^E:9 .6 e -18 0 ,9 6 7 -0 ,0 22 0 ,0 27 -0 ,579 0 ,0 0 1 -0 ,9 0 5 0 -1,0 8 2 1 0 ,71 TL29 _SOLLC Thylako id  lume nal 29  kDa p ro te in, chlo ro p lastic (TL29 ) (EC 1.-.-.-) (Le APx0 9 ) (P29 ) CLEB3J9

So lanum lyco p e rsicum (To mato )

(Lyco p e rsico n e scule ntum)

Chlo ro p last; Co mp le te  p ro te o me ; Oxid o re d uctase ; Plastid ; Re fe re nce  p ro te o me ; Thylako id ; Transit

p e p tid e

SRR3420 22_TR17554_c1_g 1_i34_le n=38 71 RUS5_ARATH
Q:349 5-

29 41,H:6 1-226
59 .16 %ID E:5e -6 9

Pro te in ro o t UVB se nsitive  5

{ECO:0 0 0 0 30 3|Pub Me d :19 51579 0 }
PF0 48 8 4.11^DUF6 47^Vitamin B6  p ho to -p ro te ctio n and  ho mo e o stasis^115-20 1^E:3.1e -23 1 0 ,0 8 4 0 ,0 1 -2,39 7 0 ,0 0 2 -2,28 2 0 ,0 0 1 -2,70 5 1 0 ,34 RUS5_ARATH Pro te in ro o t UVB se nsitive  5 RUS5 At5g 0 1510  F7A7.30

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 22_TR19 437_c5_g 6 _i2_le n=146 7 RS8 _ORYSJ
Q:9 36 -277,H:1-

220
9 0 .9 1%ID E:9 e -10 3 40 S rib o so mal p ro te in S8 PF0 120 1.19 ^Rib o so mal_S8 e ^Rib o so mal p ro te in S8 e ^1-19 8 ^E:2.1e -58 1 0 ,0 9 5 1 0 ,0 0 5 0 ,0 0 4 -2,0 47 0 ,0 0 1 -2,559 0 ,56 0 ,8 6 3 RS8 _ORYSJ 40 S rib o so mal p ro te in S8

RPS8  Os0 2g 0 48 9 40 0  LOC_Os0 2g 28 8 10

OSJNBa0 0 48 K16 .2 P0 48 3C0 8 .42

Oryza sativa sub sp . jap o nica

(Rice )
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR3420 22_TR2150 5_c2_g 2_i7_le n=8 0 1 NRT31_ARATH
Q:147-6 9 8 ,H:11-

20 0
52.8 8 %ID E:1e -58 Hig h-affinity nitrate  transp o rte r 3.1 PF16 9 74.2^NAR2^Hig h-affinity nitrate  transp o rte r acce sso ry^27-19 9 ^E:9 .2e -8 1 0 ,372 0 ,39 7 0 ,573 0 ,245 0 ,0 0 3 -1,46 4 0 -1,9 6 1 0 ,70 2 -0 ,173 NRT31_ARATH Hig h-affinity nitrate  transp o rte r 3.1 (Pro te in WOUND-RESPONSIVE 3)

NRT3.1 NAR2.1 NAR2.2 WR3 At5g 50 20 0

K6 A12.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll me mb rane ; Co mp le te  p ro te o me ; Me mb rane ; Nitrate  assimilatio n; Re fe re nce  p ro te o me ; Sig nal;

Transme mb rane ; Transme mb rane  he lix

SRR3420 22_TR26 124_c1_g 2_i3_le n=2520 GUN6 _ARATH
Q:2340 -

1243,H:24-38 9
78 .14%ID E:0 End o g lucanase  6 PF0 0 759 .16 ^Glyco _hyd ro _9 ^Glyco syl hyd ro lase  family 9 ^23-38 4^E:2.8 e -10 9 0 ,223 0 ,30 5 0 ,0 41 -0 ,554 0 ,0 0 9 -0 ,715 0 -1,49 9 0 ,0 34 3,6 38 GUN6 _ARATH End o g lucanase  6  (EC 3.2.1.4) (End o -1,4-b e ta g lucanase  6 ) At1g 6 439 0  F15H21.9

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Carb o hyd rate  me tab o lism; Ce ll wall b io g e ne sis/d e g rad atio n; Ce llulo se  d e g rad atio n; Co mp le te

p ro te o me ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ; Po lysaccharid e  d e g rad atio n; Re fe re nce  p ro te o me ;

Se cre te d ; Sig nal

SRR3420 22_TR27576 _c2_g 1_i3_le n=38 12 NA NA NA NA NA
PF1436 4.3^DUF440 8 ^Do main o f unkno wn functio n (DUF440 8 )^8 2-111^E:9 .6 e -11`PF0 5553.8 ^DUF76 1^Co tto n

fib re  e xp re sse d  p ro te in^419 -454^E:4.2e -15
0 ,8 23 0 ,172 0 ,0 9 4 -1,136 0 ,0 0 2 -1,529 0 ,0 0 1 -1,78 0 ,372 -0 ,39 4 . . . . . .

SRR3420 22_TR28 746 _c0 _g 3_i3_le n=9 26 CTL2_ARATH
Q:9 1-8 9 7,H:50 -

319
8 0 .74%ID E:3e -16 5 Chitinase -like  p ro te in 2 PF0 0 18 2.16 ^Glyco _hyd ro _19 ^Chitinase  class I^2-18 4^E:4.3e -53 0 ,0 6 5 0 ,49 3 0 ,0 35 0 ,58 6 1 0 ,0 0 5 0 ,0 0 1 -0 ,9 15 0 ,9 48 0 ,0 23 CTL2_ARATH Chitinase -like  p ro te in 2 (AtCTL2) CTL2 At3g 16 9 20  K14A17.4

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Disulfid e  b o nd ; G lyco p ro te in; Re fe re nce  p ro te o me ; Se cre te d ; Sig nal

SRR3420 22_TR28 9 71_c0 _g 1_i1_le n=2771 NA NA NA NA NA
PF14576 .3^SEO_N^Sie ve  e le me nt o cclusio n N-te rminus^123-40 9 ^E:1.1e -113`PF14577.3^SEO_C^Sie ve  e le me nt

o cclusio n C-te rminus^575-8 0 5^E:3.2e -10 6
0 ,8 73 -0 ,0 9 6 0 ,0 0 7 -1,22 0 ,0 1 -1,439 0 ,0 0 1 -2,116 0 ,533 0 ,232 . . . . . .

SRR3420 22_TR30 524_c3_g 6 _i5_le n=1343 C72A1_CATRO
Q:3-10 19 ,H:18 6 -

524
9 8 .23%ID E:0 Se co lo g anin synthase PF0 0 0 6 7.19 ^p 450 ^Cyto chro me  P450 ^3-312^E:2.3e -72 0 ,0 8 1 0 ,50 1 0 ,0 0 2 1,0 1 0 ,0 43 -0 ,735 0 -1,49 2 0 ,337 0 ,29 4 C72A1_CATRO Se co lo g anin synthase  (SLS) (EC 1.3.3.9 ) (CYPLXXII) (Cyto chro me  P450  72A1) CYP72A1 CYP72 P450 CR3

Catharanthus ro se us

(Mad ag ascar p e riwinkle ) (Vinca

ro se a)

PATHWAY: Alkalo id  b io synthe sis; se co lo g anin

b io synthe sis.

Alkalo id  me tab o lism; He me ; Iro n; Me mb rane ; Me tal-b ind ing ; Mo no o xyg e nase ; NADP; Oxid o re d uctase ;

Transme mb rane ; Transme mb rane  he lix; Vacuo le

SRR3420 23_TR3118 _c2_g 10 _i2_le n=250 8 GNOM_ARATH
Q:1421-

16 33,H:176 -246
49 .3%ID E:4e -23 ARF g uanine -nucle o tid e  e xchang e  facto r GNOM . 1 0 ,18 3 0 ,6 9 2 -0 ,8 79 0 ,0 0 1 -2,453 0 -2,9 6 3 0 ,132 1,28 9 GNOM_ARATH

ARF g uanine -nucle o tid e  e xchang e  facto r GNOM (Patte rn fo rmatio n p ro te in EMB30 ) (Pro te in EMBRYO

DEFECTIVE 30 ) (Pro te in MIZU-KUSSEI2) (Pro te in VASCULAR NETWORK 7)

GN EMB30  GBF3 MIZ2 VAN7 At1g 139 8 0

F16 A14.20  F7A19 .7

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Ce ll ad he sio n; Ce ll me mb rane ; Co mp le te  p ro te o me ; Cyto p lasm; ER-Go lg i transp o rt; End o cyto sis;

End o so me ; Guanine -nucle o tid e  re le asing  facto r; Me mb rane ; Po lymo rp hism; Pro te in transp o rt;

Re fe re nce  p ro te o me ; Transp o rt

SRR3420 23_TR48 52_c2_g 10 _i3_le n=19 33 GATL3_ARATH
Q:222-118 1,H:28 -

345
72.9 8 %ID E:7e -16 1 Pro b ab le  g alacturo no syltransfe rase -like  3 PF0 150 1.17^Glyco _transf_8 ^Glyco syl transfe rase  family 8 ^6 6 -322^E:8 .2e -51 0 ,8 76 -0 ,0 8 4 0 ,0 0 1 -1,41 0 ,0 0 2 -1,28 4 0 -1,48 7 0 ,0 0 1 -1,0 9 3 GATL3_ARATH Pro b ab le  g alacturo no syltransfe rase -like  3 (EC 2.4.1.-) GATL3 At1g 13250  T6 J4.1 T6 J4.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: G lycan me tab o lism; p e ctin b io synthe sis.

Ce ll wall b io g e ne sis/d e g rad atio n; Co mp le te  p ro te o me ; G lyco p ro te in; G lyco syltransfe rase ; Go lg i

ap p aratus; Me mb rane ; Re fe re nce  p ro te o me ; Sig nal-ancho r; Transfe rase ; Transme mb rane ;

Transme mb rane  he lix

SRR3420 23_TR8 727_c3_g 7_i1_le n=523 NA NA NA NA NA . 1 0 ,313 1 -0 ,59 0 ,0 14 -0 ,9 53 0 ,0 0 1 -1,319 0 ,46 1 -1,10 5 . . . . . .

SRR3420 23_TR9 0 43_c0 _g 1_i3_le n=8 9 8 Y230 9 _ARATH Q:333-56 3,H:1-78 8 0 .77%ID E:3e -36 Uncharacte rize d  p ro te in At2g 230 9 0 . 1 -0 ,0 32 0 ,6 9 4 -0 ,38 5 0 ,0 0 2 -1,418 0 -1,78 3 1 0 ,50 1 Y230 9 _ARATH Uncharacte rize d  p ro te in At2g 230 9 0 At2g 230 9 0  F21P24.15
Arab id o p sis thaliana (Mo use -e ar

cre ss)
3D-structure ; Co mp le te  p ro te o me ; Re fe re nce  p ro te o me

SRR3420 23_TR110 6 5_c2_g 5_i2_le n=20 38 SC35_ARATH Q:3-20 6 ,H:41-10 8 8 8 .24%ID E:2e -31 Se rine /arg inine -rich sp lic ing  facto r SC35 PF0 0 0 76 .19 ^RRM_1^RNA re co g nitio n mo tif. (a.k.a. RRM, RBD, o r RNP d o main)^1-47^E:1.2e -12 1 -0 ,157 1 0 ,0 28 0 ,0 0 4 -1,6 6 5 0 -2,39 1 -0 ,746 SC35_ARATH Se rine /arg inine -rich sp lic ing  facto r SC35 (At-SC35) (AtSC35) (SC35-like  sp lic ing  facto r) SC35 At5g 6 420 0  MSJ1.4
Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; Nucle us; Pho sp ho p ro te in; RNA-b ind ing ; Re fe re nce  p ro te o me ; Sp lice o so me ;

mRNA p ro ce ssing ; mRNA sp lic ing

SRR3420 23_TR11459 _c2_g 1_i1_le n=219 9 NA NA NA NA NA PF1436 5.3^DUF440 9 ^Do main o f unkno wn functio n (DUF440 9 )^56 -174^E:6 e -44 1 -0 ,0 19 0 ,335 -0 ,6 6 0 ,0 0 2 -1,422 0 -2,18 3 0 ,35 0 ,36 8 . . . . . .

SRR3420 23_TR12470 _c0 _g 1_i1_le n=120 2 NA NA NA NA NA . 0 ,6 6 7 0 ,16 3 0 ,139 -0 ,59 5 1 0 ,0 23 0 -1,28 3 0 ,0 0 3 1,16 4 . . . . . .

SRR3420 23_TR16 728 _c0 _g 2_i1_le n=18 6 1 NA NA NA NA NA PF0 5757.8 ^Psb Q^Oxyg e n e vo lving  e nhance r p ro te in 3 (Psb Q)^73-140 ^E:8 e -14 0 ,8 9 2 0 ,175 0 ,0 77 -0 ,9 71 0 ,0 0 3 -1,452 0 ,0 0 1 -1,6 75 0 ,18 8 0 ,6 8 . . . . . .

SRR3420 23_TR170 0 3_c0 _g 1_i1_le n=116 9 NA NA NA NA NA PF0 4570 .11^zf-FLZ^zinc-fing e r o f the  FCS-typ e , C2-C2^176 -222^E:7.3e -22 0 ,329 0 ,39 5 0 ,0 0 6 0 ,9 41 0 ,0 7 -0 ,6 41 0 -1,421 0 ,0 33 0 ,6 9 2 . . . . . .

SRR3420 23_TR256 14_c1_g 6 _i1_le n=732 METK1_CATRO Q:58 9 -2,H:1-19 6 9 9 .49 %ID E:2e -141 S-ad e no sylme thio nine  synthase  1
PF0 0 438 .17^S-Ad o Me t_synt_N^S-ad e no sylme thio nine  synthe tase , N-te rminal d o main^4-10 1^E:1.9 e -

43`PF0 2772.13^S-Ad o Me t_synt_M^S-ad e no sylme thio nine  synthe tase , ce ntral d o main^117-19 6 ^E:1e -32
0 ,10 3 1,59 0 ,50 2 3,8 34 0 ,0 0 1 -3,746 0 -6 ,8 15 0 1,31 METK1_CATRO

S-ad e no sylme thio nine  synthase  1 (Ad o Me t synthase  1) (EC 2.5.1.6 ) (Me thio nine  ad e no syltransfe rase  1)

(MAT 1)
SAMS1

Catharanthus ro se us

(Mad ag ascar p e riwinkle ) (Vinca

ro se a)

PATHWAY: Amino -acid  b io synthe sis; S-ad e no syl-L-

me thio nine  b io synthe sis; S-ad e no syl-L-me thio nine  fro m L-

me thio nine : ste p  1/1.

ATP-b ind ing ; Co b alt; Cyto p lasm; Mag ne sium; Mang ane se ; Me tal-b ind ing ; Nucle o tid e -b ind ing ; One -

carb o n me tab o lism; Po tassium; Transfe rase

SRR3420 23_TR2746 7_c3_g 4_i3_le n=6 0 71 POLX_TOBAC
Q:6 0 71-

26 9 4,H:221-1323
43.9 9 %ID E:0 Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-9 4

PF139 76 .3^g ag _p re -inte g rs^GAG-p re -inte g rase  d o main^18 3-250 ^E:2.8 e -14`PF0 0 6 6 5.23^rve ^Inte g rase  co re

d o main^26 6 -38 0 ^E:6 e -26 `PF0 7727.11^RVT_2^Re ve rse  transcrip tase  (RNA-d e p e nd e nt DNA p o lyme rase )^6 40 -

8 8 7^E:4.5e -9 3

0 ,215 0 ,36 7 0 8 ,26 3 0 ,0 0 3 -0 ,9 74 0 ,0 0 1 -1,0 8 6 1 1,6 6 1 POLX_TOBAC
Re tro virus-re late d  Po l p o lyp ro te in fro m transp o so n TNT 1-9 4 [Includ e s: Pro te ase  (EC 3.4.23.-); Re ve rse

transcrip tase  (EC 2.7.7.49 ); End o nucle ase ]

Nico tiana tab acum (Co mmo n

to b acco )

Asp artyl p ro te ase ; End o nucle ase ; Hyd ro lase ; Me tal-b ind ing ; Nucle ase ; Nucle o tid yltransfe rase ;

Pro te ase ; RNA-d ire cte d  DNA p o lyme rase ; Transfe rase ; Transp o sab le  e le me nt; Zinc; Zinc-fing e r

SRR6 46 572_TR118 8 8 _c0 _g 1_i1_le n=742 NA NA NA NA NA PF0 710 7.8 ^WI12^Wo und -ind uce d  p ro te in WI12^44-142^E:2.9 e -32 0 ,78 1 0 ,354 0 ,50 2 -2,12 0 ,0 0 5 -0 ,9 53 0 -2,59 9 1 0 . . . . . .

SRR6 46 572_TR149 0 2_c0 _g 1_i1_le n=1338 YAB1_ARATH
Q:9 57-316 ,H:17-

229
58 .9 3%ID E:5e -71 Axial re g ulato r YABBY 1 PF0 46 9 0 .10 ^YABBY^YABBY p ro te in^27-19 1^E:1.8 e -6 9 0 ,6 9 6 0 ,146 0 ,528 -0 ,342 0 ,0 0 3 -0 ,9 0 7 0 -1,50 2 1 0 ,0 33 YAB1_ARATH

Axial re g ulato r YABBY 1 (Fl-54) (Pro te in ABNORMAL FLORAL ORGANS) (Pro te in FILAMENTOUS

FLOWER) (Pro te in anthe rle ss)
YAB1 AFO AT FIL At2g 4519 0  F4L23.30

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Co mp le te  p ro te o me ; DNA-b ind ing ; De ve lo p me ntal p ro te in; Me tal-b ind ing ; Nucle us; Re fe re nce

p ro te o me ; Zinc; Zinc-fing e r

SRR6 46 572_TR216 0 4_c0 _g 1_i1_le n=176 3 NA NA NA NA NA . 0 ,0 76 -2,16 0 ,16 -1,373 0 ,0 0 1 -3,234 0 -4,6 9 9 0 ,228 -1,274 . . . . . .

SRR6 46 572_TR279 8 8 _c0 _g 1_i5_le n=226 1 EID1_ARATH
Q:10 55-20 26 ,H:1-

336
6 1.8 1%ID E:2e -137 Phyto chro me  A-asso ciate d  F-b o x p ro te in PF0 0 6 46 .30 ^F-b o x^F-b o x d o main^12-56 ^E:0 .0 0 0 3 1 0 ,275 1 0 ,751 0 ,0 0 3 -1,49 8 0 -1,8 9 9 0 ,6 9 2 1,0 0 4 EID1_ARATH Phyto chro me  A-asso ciate d  F-b o x p ro te in (Emp find liche r im d unke lro te n Licht p ro te in 1) EID1 At4g 0 2440  T14P8 .22

Arab id o p sis thaliana (Mo use -e ar

cre ss)
PATHWAY: Pro te in mo d ificatio n; p ro te in ub iq uitinatio n.

Co mp le te  p ro te o me ; Nucle us; Phyto chro me  sig naling  p athway; Re fe re nce  p ro te o me ; Ub l co njug atio n

p athway

SRR6 46 59 6 _TR34139 _c0 _g 1_i1_le n=1578 ADHX_ORYSI
Q:10 4-1219 ,H:3-

377
44.8 3%ID E:2e -9 3 Alco ho l d e hyd ro g e nase  class-3

PF0 8 240 .9 ^ADH_N^Alco ho l d e hyd ro g e nase  Gro ES-like  d o main^39 -16 2^E:1.6 e -

22`PF0 0 10 7.23^ADH_zinc_N^Zinc-b ind ing  d e hyd ro g e nase ^20 6 -326 ^E:8 .1e -22
0 ,0 0 4 1,0 6 2 0 ,52 0 ,428 1 0 ,0 31 0 -1,9 9 5 0 ,0 8 3 -0 ,76 6 ADHX_ORYSI

Alco ho l d e hyd ro g e nase  class-3 (EC 1.1.1.1) (Alco ho l d e hyd ro g e nase  class-III) (G lutathio ne -d e p e nd e nt

fo rmald e hyd e  d e hyd ro g e nase ) (FALDH) (FDH) (GSH-FDH) (EC 1.1.1.-) (S-(hyd ro xyme thyl)g lutathio ne

d e hyd ro g e nase ) (EC 1.1.1.28 4)

ADHIII OsI_0 0 9 236 Oryza sativa sub sp . ind ica (Rice ) Co mp le te  p ro te o me ; Cyto p lasm; Me tal-b ind ing ; NAD; Oxid o re d uctase ; Re fe re nce  p ro te o me ; Zinc

SRR6 46 6 0 4_TR21311_c0 _g 1_i5_le n=3248 CTPA2_ARATH
Q:1341-

179 0 ,H:272-421
72.6 7%ID E:4e -6 2 Carb o xyl-te rminal-p ro ce ssing  p e p tid ase  2, chlo ro p lastic . 1 -0 ,6 25 1 -0 ,6 1 0 ,0 0 7 -1,36 0 ,0 0 1 -1,8 0 8 1 0 ,0 9 4 CTPA2_ARATH

Carb o xyl-te rminal-p ro ce ssing  p e p tid ase  2, chlo ro p lastic (EC 3.4.21.10 2) (D1 C-te rminal p ro ce ssing

p ro te ase  2) (Pho to syste m II D1 p ro te in p ro ce ssing  p e p tid ase  2)
CTPA2 At4g 17740  d l49 0 5c FCAALL.16 9

Arab id o p sis thaliana (Mo use -e ar

cre ss)

Alte rnative  sp lic ing ; Chlo ro p last; Co mp le te  p ro te o me ; Dire ct p ro te in se q ue ncing ; Hyd ro lase ; Plastid ;

Pro te ase ; Re fe re nce  p ro te o me ; Se rine  p ro te ase ; Thylako id ; Transit p e p tid e

SRR6 46 6 0 4_TR21350 _c0 _g 4_i1_le n=16 10 NA NA NA NA NA

PF0 0 70 2.23^Hyd ro lase ^halo acid  d e halo g e nase -like  hyd ro lase ^10 4-29 2^E:5.2e -11`PF13419 .3^HAD_2^Halo acid

d e halo g e nase -like  hyd ro lase ^112-29 5^E:1.7e -18 `PF13242.3^Hyd ro lase _like ^HAD-hyro lase -like ^253-30 4^E:3.6 e -

0 7

1 -0 ,149 1 0 ,44 0 ,0 0 2 -0 ,723 0 -1,20 1 0 ,0 0 2 1,6 6 5 . . . . . .

SRR6 46 6 0 4_TR28 9 6 0 _c0 _g 2_i1_le n=8 40 NA NA NA NA NA . 0 ,0 0 7 -0 ,8 9 4 0 ,0 38 -0 ,9 78 0 ,0 0 5 -1,118 0 ,0 0 1 -1,346 1 1,234 . . . . . .

SRR6 48 70 5_TR236 78 _c0 _g 1_i1_le n=228 5 ERG1_PANGI
Q:49 5-18 47,H:8 9 -

539
8 1.8 2%ID E:0 Sq uale ne  mo no o xyg e nase

PF0 149 4.16 ^FAD_b ind ing _3^FAD b ind ing  d o main^6 1-373^E:3.6 e -18 `PF0 8 49 1.7^SE^Sq uale ne  e p o xid ase ^213-

48 5^E:4.3e -120
0 ,153 -0 ,73 0 ,0 14 -2,758 0 ,0 0 1 -1,46 7 0 -1,6 2 1 0 ,0 49 ERG1_PANGI Sq uale ne  mo no o xyg e nase  (EC 1.14.13.132) (Sq uale ne  e p o xid ase ) (SE) Panax g inse ng  (Ko re an g inse ng )

PATHWAY: Te rp e ne  me tab o lism; lano ste ro l b io synthe sis;

lano ste ro l fro m farne syl d ip ho sp hate : ste p  2/3.
FAD; Flavo p ro te in; Me mb rane ; NADP; Oxid o re d uctase ; Transme mb rane ; Transme mb rane  he lix

SRR6 48 70 5_TR350 52_c0 _g 1_i1_le n=10 56 PR1_MEDTR
Q:6 6 5-255,H:40 -

173
57.25%ID E:5e -48 Patho g e ne sis-re late d  p ro te in PR-1 PF0 0 18 8 .23^CAP^Cyste ine -rich se cre to ry p ro te in family^6 5-18 5^E:8 .4e -24 0 ,239 1,254 1 -0 ,8 0 ,0 1 -1,157 0 -4,10 8 0 ,0 0 1 1,713 PR1_MEDTR Patho g e ne sis-re late d  p ro te in PR-1 PR-1

Me d icag o  truncatula (Barre l

me d ic) (Me d icag o  trib ulo id e s)
Disulfid e  b o nd ; Patho g e ne sis-re late d  p ro te in; Plant d e fe nse ; Sig nal

SRR6 48 70 5_TR40 514_c0 _g 1_i4_le n=2436 AB22G_ARATH
Q:76 -19 20 ,H:53-

6 79
75.47%ID E:0 ABC transp o rte r G family me mb e r 22

PF0 0 0 0 5.24^ABC_tran^ABC transp o rte r^156 -30 7^E:1.5e -29 `PF0 10 6 1.21^ABC2_me mb rane ^ABC-2 typ e

transp o rte r^476 -6 48 ^E:1.9 e -27
1 -0 ,518 0 ,254 -2,30 3 0 ,0 0 2 -1,371 0 -1,78 3 0 ,258 0 ,48 6 AB22G_ARATH

ABC transp o rte r G family me mb e r 22 (ABC transp o rte r ABCG.22) (AtABCG22) (White -b ro wn co mp le x

ho mo lo g  p ro te in 23) (AtWBC23)
ABCG22 WBC23 At5g 0 6 530  F15M7.6

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Me mb rane ; Nucle o tid e -b ind ing ; Re fe re nce

p ro te o me ; Transme mb rane ; Transme mb rane  he lix; Transp o rt

SRR6 48 70 5_TR41515_c3_g 1_i2_le n=6 8 2 RS8 _ORYSJ Q:2-571,H:5-19 5 9 2.6 7%ID E:6 e -9 3 40 S rib o so mal p ro te in S8 PF0 120 1.19 ^Rib o so mal_S8 e ^Rib o so mal p ro te in S8 e ^1-19 0 ^E:2.3e -53 0 ,44 -1,0 33 0 ,739 0 ,28 5 0 ,155 -1,0 49 0 -6 ,9 53 0 ,6 9 2 -0 ,749 RS8 _ORYSJ 40 S rib o so mal p ro te in S8
RPS8  Os0 2g 0 48 9 40 0  LOC_Os0 2g 28 8 10

OSJNBa0 0 48 K16 .2 P0 48 3C0 8 .42

Oryza sativa sub sp . jap o nica

(Rice )
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR6 48 70 7_TR35148 _c0 _g 1_i3_le n=259 2 ATP4_IPOBA
Q:2470 -18 6 5,H:1-

20 0
76 .73%ID E:2e -9 3 ATP synthase  sub unit d e lta' , mito cho nd rial PF0 28 23.13^ATP-synt_DE_N^ATP synthase , De lta/Ep silo n chain, b e ta-sand wich d o main^72-143^E:1.9 e -17 0 ,0 15 -1,20 6 0 ,0 0 2 -1,724 0 ,0 16 -1,559 0 -2,6 16 0 ,176 0 ,443 ATP4_IPOBA ATP synthase  sub unit d e lta' , mito cho nd rial (F-ATPase  d e lta'  sub unit)

Ip o mo e a b atatas (Swe e t p o tato )

(Co nvo lvulus b atatas)

ATP synthe sis; CF(1); Dire ct p ro te in se q ue ncing ; Hyd ro g e n io n transp o rt; Io n transp o rt; Me mb rane ;

Mito cho nd rio n; Mito cho nd rio n inne r me mb rane ; Transit p e p tid e ; Transp o rt

SRR9 24147_TR21330 _c0 _g 1_i1_le n=8 6 6 NA NA NA NA NA . 0 ,29 4 -0 ,58 1 0 ,0 9 5 -0 ,8 59 0 ,0 0 3 -1,0 76 0 -1,518 0 ,516 -0 ,246 . . . . . .

SRR9 24147_TR3478 3_c0 _g 1_i5_le n=1155 RL74_ARATH
Q:10 45-30 8 ,H:1-

244
8 2.52%ID E:7e -136 6 0 S rib o so mal p ro te in L7-4

PF0 8 0 79 .9 ^Rib o so mal_L30 _N^Rib o so mal L30  N-te rminal d o main^12-8 3^E:1.1e -

25`PF0 0 327.17^Rib o so mal_L30 ^Rib o so mal p ro te in L30 p /L7e ^8 8 -138 ^E:5e -22
0 ,40 2 -1,0 34 1 0 ,121 0 ,0 0 2 -2,719 0 -7,175 0 ,38 1 -1,8 76 RL74_ARATH 6 0 S rib o so mal p ro te in L7-4 RPL7D At3g 1358 0  K20 M4.2

Arab id o p sis thaliana (Mo use -e ar

cre ss)
Co mp le te  p ro te o me ; Re fe re nce  p ro te o me ; Rib o nucle o p ro te in; Rib o so mal p ro te in

SRR9 24148 _TR1140 9 _c0 _g 1_i1_le n=56 1 NLTP_VIGUN
Q:146 -38 5,H:20 -

9 9
52.5%ID E:1e -22 Pro b ab le  no n-sp e cific  l ip id -transfe r p ro te in AKCS9 PF1436 8 .3^LTP_2^Pro b ab le  lip id  transfe r^48 -126 ^E:3.3e -0 7 0 ,18 3 -0 ,278 0 ,0 21 -0 ,526 1 -0 ,0 0 1 0 ,0 0 1 -0 ,774 0 ,0 0 3 0 ,6 13 NLTP_VIGUN Pro b ab le  no n-sp e cific  l ip id -transfe r p ro te in AKCS9  (LTP) Vig na ung uiculata (Co wp e a) Disulfid e  b o nd ; Lip id -b ind ing ; Sig nal; Transp o rt

SRR9 24148 _TR15159 _c0 _g 1_i1_le n=1721 PGLR_VITVI
Q:20 7-1553,H:41-

48 9
8 1.51%ID E:0 Pro b ab le  p o lyg alacturo nase PF0 0 29 5.14^Glyco _hyd ro _28 ^Glyco syl hyd ro lase s family 28 ^18 7-46 7^E:2.2e -38 0 ,20 4 -0 ,56 3 0 ,0 0 3 -2,6 0 8 0 ,0 0 2 -1,16 9 0 -2,38 7 0 ,0 56 0 ,517 PGLR_VITVI Pro b ab le  p o lyg alacturo nase  (PG) (EC 3.2.1.15) (Pe ctinase ) GSVIVT0 0 0 26 9 20 0 0 1 LOC10 0 24318 0 Vitis vinife ra (Grap e )

Dire ct p ro te in se q ue ncing ; G lyco p ro te in; G lyco sid ase ; Hyd ro lase ; Me mb rane ; Re p e at;

Transme mb rane ; Transme mb rane  he lix

SRR9 24148 _TR20 412_c0 _g 1_i1_le n=2557 AFC2_ARATH
Q:2417-1575,H:1-

20 6
6 1.57%ID E:7e -10 2 Se rine /thre o nine -p ro te in kinase  AFC2 PF0 0 0 6 9 .22^Pkinase ^Pro te in kinase  d o main^10 6 -16 1^E:2.1e -0 7 0 2,76 7 0 2,754 0 ,0 16 -1,313 0 -2,8 53 1 0 AFC2_ARATH Se rine /thre o nine -p ro te in kinase  AFC2 (EC 2.7.12.1) AFC2 At4g 24740  F22K18 .6 0

Arab id o p sis thaliana (Mo use -e ar

cre ss)

ATP-b ind ing ; Alte rnative  sp lic ing ; Co mp le te  p ro te o me ; Kinase ; Nucle o tid e -b ind ing ; Re fe re nce

p ro te o me ; Se rine /thre o nine -p ro te in kinase ; Transfe rase

SRR9 24148 _TR41117_c0 _g 1_i1_le n=6 41 NA NA NA NA NA . 0 ,8 48 0 ,19 5 1 0 ,0 14 0 ,129 -0 ,8 78 0 -2,517 0 ,50 2 0 ,321 . . . . . .

Supplemental Table S3

Mo st re p re se nte d  Unip ro t ke ywo rd s in transcrip ts mo d ulate d  up o n challe ng e  with M. se xta. Enrichme nt te sts we re  p e rfo rme d  b y co mp ariso n with a hyp e rg e o me tric d istrib utio n.

up re g ulate d

d o wnre g ulate d

upregulated

Count s - log10 pvalue Ke yword

Co re

6 3 7,31 Oxid o re d uctase

28 8 ,17 Lyase

25 3,76 Lip id  me tab o lism

24 4,47 NADP

22 4,52 Stre ss re sp o nse

16 3,12 He me

15 3,11 Lip id  b io synthe sis

14 3,78 Amino -acid  b io synthe sis

14 5,12 Fatty acid  me tab o lism

13 3,59 Mo no o xyg e nase

13 4,38 Pyrid o xal p ho sp hate

10 4,56 Fatty acid  b io synthe sis

8 5,38 Aro matic amino  acid  b io synthe sis

7 7,0 2 Alkalo id  me tab o lism

7 6 ,8 0 Oxylip in b io synthe sis

6 3,48 Amino transfe rase

6 3,0 7 De carb o xylase

6 6 ,6 4 Tryp to p han b io synthe sis

3 4,25 Anne xin

3 3,9 6 Calcium/p ho sp ho lip id -b ind ing

MsIntact24h

14 6 ,15 Plant d e fe nse

8 3,70 Lip id  b io synthe sis

7 4,51 Fatty acid  me tab o lism

6 4,9 6 Fatty acid  b io synthe sis

5 3,8 0 Dio xyg e nase

3 4,8 2 Glyo xyso me

3 3,13 Hyp e rse nsitive  re sp o nse

MsDamag e d 24h

28 3,8 5 Sig nal

20 4,54 Disulfid e  b o nd

11 3,11 Pro te ase

11 10 ,6 5 Zymo g e n

4 4,6 8 Vitamin C

3 3,43 Asp artyl p ro te ase

3 3,50 Patho g e ne sis-re late d  p ro te in

Ms6 h

5 5,0 7 Vacuo le

3 3,0 4 Carb o hyd rate  me tab o lism

Ms8 h

56 3,55 Oxid o re d uctase

20 3,23 Lyase

17 4,8 5 Amino -acid  b io synthe sis

9 5,9 3 Aro matic amino  acid  b io synthe sis

7 4,71 Amino -acid  transp o rt

5 4,25 Alkalo id  me tab o lism

Ms1wk

42 5,17 Chlo ro p last

42 5,0 7 Plastid

21 3,33 Disulfid e  b o nd

14 3,13 Rib o nucle o p ro te in

7 4,43 Pe ro xid ase

5 3,17 Glyco lysis

4 3,0 8 Pro te aso me

3 3,0 7 Patho g e ne sis-re late d  p ro te in

MsDamag e d 24h:MsIntact24h

29 3,54 Oxid o re d uctase

18 3,22 Iro n

8 3,9 7 Fatty acid  me tab o lism

5 3,0 2 Me thylatio n

4 4,8 2 Oxylip in b io synthe sis

3 4,0 9 Po lyamine  b io synthe sis

downregulated

Count s - log10 pvalue Ke yword

Co re

8 2 21,49 Transit p e p tid e

8 1 26 ,8 7 Plastid

8 0 26 ,39 Chlo ro p last

38 27,0 1 Thylako id

28 28 ,0 1 Pho to synthe sis

22 3,51 Disulfid e  b o nd

15 18 ,40 Pho to syste m I

15 3,44 Rib o nucle o p ro te in

13 13,35 Pho to syste m II

12 3,34 Lyase

11 12,8 4 Chlo ro p hyll b io synthe sis

11 3,11 Rib o so mal p ro te in

10 9 ,12 Chro mo p ho re

9 9 ,8 5 Chlo ro p hyll

8 4,0 4 Chro mo so me

8 10 ,46 Nucle o so me  co re

7 3,79 rRNA-b ind ing

4 4,24 Calvin cycle

4 4,45 Po rp hyrin b io synthe sis



3 3,0 2 Elo ng atio n facto r

MsIntact24h

4 3,0 2 Mo no o xyg e nase

4 6 ,73 Pho to re sp iratio n

3 4,70 One -carb o n me tab o lism

MsDamag e d 24h

35 16 ,56 Plastid

35 13,70 Transit p e p tid e

34 15,73 Chlo ro p last

10 7,0 0 Thylako id

9 9 ,73 Pho to synthe sis

5 7,13 Pho to syste m I

3 4,38 Chlo ro p hyll b io synthe sis

3 4,56 Iso p re ne  b io synthe sis

Ms6 h

27 15,27 Rib o nucle o p ro te in

23 15,46 Rib o so mal p ro te in

6 4,0 2 DNA re p licatio n

6 4,0 2 rRNA-b ind ing

4 5,35 Nucle o so me  co re

Ms8 h

10 9 23,8 4 Plastid

10 7 23,0 1 Chlo ro p last

10 7 15,79 Transit p e p tid e

35 4,0 3 Disulfid e  b o nd

31 12,0 7 Thylako id

25 4,6 0 Rib o nucle o p ro te in

21 5,53 Rib o so mal p ro te in

12 5,15 Pho to synthe sis

10 4,0 5 rRNA-b ind ing

8 4,8 6 Pho to syste m II

7 3,8 5 Chro mo p ho re

7 4,8 3 Pho to syste m I

5 3,33 Chlo ro p hyll

Ms1wk

14 3,56 Rib o nucle o p ro te in

5 3,39 Glyco lysis

4 3,27 Pro te aso me

3 3,16 Asp artyl p ro te ase

3 3,8 4 Thre o nine  p ro te ase

MsDamag e d 24h:MsIntact24h

42 14,0 7 Chlo ro p last

42 13,9 3 Plastid

42 10 ,8 3 Transit p e p tid e

21 4,32 Oxid o re d uctase

13 7,51 Thylako id

12 3,0 7 Iro n

12 11,41 Pho to synthe sis

9 3,9 4 Lyase

7 3,47 Ele ctro n transp o rt

6 6 ,54 Pho to syste m II

5 6 ,26 Chlo ro p hyll

5 5,16 Chro mo p ho re

5 5,9 3 Pho to syste m I

3 4,13 Calvin cycle

3 5,71 Carb o n d io xid e  fixatio n

3 4,79 Schiff b ase

Supplemental Table S4

Mo st re p re se nte d  PFAM d o mains Unip ro t ke ywo rd s in transcrip ts mo d ulate d  up o n challe ng e  with M. se xta. Enrichme nt te sts we re  p e rfo rme d  b y co mp ariso n with a hyp e rg e o me tric d istrib utio n.

up re g ulate d

d o wnre g ulate d

upregulated

Count s - log10pvalue PFAM domain

Co re

145 No  d o main

32 7,38 PF0 0 0 6 7.19  p 450  Cyto chro me  P450

19 3,58 PF126 9 7.4 Ab hyd ro lase _6  Alp ha/b e ta hyd ro lase  family

18 2,13 PF0 0 56 1.17 Ab hyd ro lase _1 alp ha/b e ta hyd ro lase  fo ld

18 1,37 PF0 1535.17 PPR PPR re p e at

17 0 ,6 0 PF0 0 40 7.16  Be t_v_1 Patho g e ne sis-re late d  p ro te in Be t v I family

15 0 ,8 2 PF0 1554.15 MatE MatE

15 0 ,45 PF0 3171.17 2OG-Fe II_Oxy 2OG-Fe (II) o xyg e nase  sup e rfamily

15 -0 ,13 PF12146 .5 Hyd ro lase _4 Se rine  amino p e p tid ase

14 -0 ,35 PF0 0 19 1.17 Anne xin Anne xin

MsIntact24h

45 2,59 No  d o main

14 0 ,72 PF0 1535.17 PPR PPR re p e at

10 0 ,20 PF0 0 0 6 9 .22 Pkinase  Pro te in kinase  d o main

9 0 ,0 6 PF0 7714.14 Pkinase _Tyr Pro te in tyro sine  kinase

7 0 ,17 PF0 0 40 0 .29  WD40  WD d o main

5 0 ,21 PF0 0 16 8 .27 C2 C2 d o main

5 0 ,19 PF130 41.3 PPR_2 PPR re p e at family

MsDamag e d 24h

6 1 2,0 4 No  d o main

7 3,6 0 PF0 0 230 .17 MIP Majo r intrinsic p ro te in

6 1,36 PF0 0 40 7.16  Be t_v_1 Patho g e ne sis-re late d  p ro te in Be t v I family

5 1,11 PF0 0 0 0 5.24 ABC_tran ABC transp o rte r

5 0 ,8 2 PF0 0 0 26 .20  Asp  Eukaryo tic asp artyl p ro te ase

5 0 ,42 PF0 0 0 6 7.19  p 450  Cyto chro me  P450

5 0 ,39 PF0 0 112.20  Pe p tid ase _C1 Pap ain family cyste ine  p ro te ase

5 0 ,23 PF0 0 234.19  Tryp _alp ha_amyl Pro te ase  inhib ito r/se e d  sto rag e /LTP family

5 -0 ,0 8 PF0 0 8 9 2.17 EamA EamA-like  transp o rte r family

5 -0 ,26 PF0 49 6 9 .13 CS CS d o main

Ms6 h 35 -0 ,45 No  d o main

Ms8 h

10 5 #N/D No  d o main

24 7,8 1 PF0 8 240 .9  ADH_N Alco ho l d e hyd ro g e nase  Gro ES-like  d o main

23 1,57 PF0 0 240 .20  ub iq uitin Ub iq uitin family

22 0 ,78 PF119 76 .5 Rad 6 0 -SLD Ub iq uitin-2 l ike  Rad 6 0  SUMO-like

21 0 ,48 PF0 0 10 7.23 ADH_zinc_N Zinc-b ind ing  d e hyd ro g e nase

19 0 ,10 PF0 0 0 6 7.19  p 450  Cyto chro me  P450

19 0 ,0 7 PF1456 0 .3 Ub iq uitin_2 Ub iq uitin-l ike  d o main

17 0 ,0 1 PF1320 2.3 EF-hand _5 EF hand

16 -0 ,35 PF0 0 0 36 .29  EF-hand _1 EF hand

14 -0 ,46 PF138 8 1.3 Rad 6 0 -SLD_2 Ub iq uitin-2 l ike  Rad 6 0  SUMO-like

Ms1wk

6 7 4,50 No  d o main

15 2,20 PF0 1535.17 PPR PPR re p e at

7 1,77 PF0 0 0 9 8 .20  zf-CCHC Zinc knuckle

7 1,10 PF0 7727.11 RVT_2 Re ve rse  transcrip tase  (RNA-d e p e nd e nt DNA p o lyme rase )

6 1,0 1 PF139 76 .3 g ag _p re -inte g rs GAG-p re -inte g rase  d o main

5 0 ,73 PF0 0 0 0 9 .24 GTP_EFTU Elo ng atio n facto r Tu GTP b ind ing  d o main

5 0 ,70 PF0 0 0 6 7.19  p 450  Cyto chro me  P450

5 0 ,48 PF0 0 0 76 .19  RRM_1 RNA re co g nitio n mo tif. (a.k.a. RRM

5 0 ,0 9 PF0 0 0 9 1.22 Tub ulin Tub ulin/FtsZ family

5 -0 ,13 PF0 0 578 .18  Ahp C-TSA Ahp C/TSA family

MsDamag e d 24h:MsIntact24h

79 2,34 No  d o main

7 5,49 PF0 0 40 7.16  Be t_v_1 Patho g e ne sis-re late d  p ro te in Be t v I family

6 2,14 PF0 0 0 6 7.19  p 450  Cyto chro me  P450

5 1,71 PF0 0 0 11.18  HSP20  Hsp 20 /alp ha crystall in family

5 1,30 PF0 0 8 54.18  PTR2 POT family

5 0 ,74 PF0 1554.15 MatE MatE

5 0 ,71 PF138 55.3 LRR_8  Le ucine  rich re p e at

downregulated

Count s - log10pvalue PFAM domain

Co re

9 6 1,71 No  d o main

24 1,0 4 PF0 0 50 4.18  Chlo ro a_b -b ind  Chlo ro p hyll A-B b ind ing  p ro te in

19 0 ,0 7 PF0 0 125.21 Histo ne  Co re  histo ne  H2A/H2B/H3/H4

13 0 ,31 PF0 1535.17 PPR PPR re p e at

10 0 ,46 PF130 41.3 PPR_2 PPR re p e at family

9 0 ,20 PF128 54.4 PPR_1 PPR re p e at

9 0 ,17 PF138 12.3 PPR_3 Pe ntatrico p e p tid e  re p e at d o main

6 0 ,44 PF0 0 56 0 .30  LRR_1 Le ucine  Rich Re p e at

6 0 ,0 4 PF0 29 6 9 .14 TAF TATA b o x b ind ing  p ro te in asso ciate d  facto r (TAF)

6 -0 ,19 PF15511.3 CENP-T_C Ce ntro me re  kine to cho re  co mp o ne nt CENP-T histo ne  fo ld

MsIntact24h

24 1,47 No  d o main

5 1,0 9 PF0 0 0 6 7.19  p 450  Cyto chro me  P450

MsDamag e d 24h

22 1,58 No  d o main

7 0 ,53 PF0 1535.17 PPR PPR re p e at

6 0 ,0 2 PF0 0 153.24 Mito _carr Mito cho nd rial carrie r p ro te in

5 0 ,0 0 PF13540 .3 RCC1_2 Re g ulato r o f chro mo so me  co nd e nsatio n (RCC1) re p e at

Ms6 h

34 6 ,79 No  d o main

8 2,41 PF0 0 0 76 .19  RRM_1 RNA re co g nitio n mo tif. (a.k.a. RRM

7 0 ,8 0 PF0 0 40 0 .29  WD40  WD d o main

7 0 ,43 PF0 1248 .23 Rib o so mal_L7Ae  Rib o so mal p ro te in L7Ae /L30 e /S12e /Gad d 45 family

6 0 ,41 PF0 0 125.21 Histo ne  Co re  histo ne  H2A/H2B/H3/H4

5 0 ,27 PF0 0 428 .16  Rib o so mal_6 0 s 6 0 s Acid ic rib o so mal p ro te in

Ms8 h

20 4 0 ,0 1 No  d o main

35 2,22 PF0 1535.17 PPR PPR re p e at

24 0 ,71 PF130 41.3 PPR_2 PPR re p e at family

22 0 ,32 PF0 0 56 0 .30  LRR_1 Le ucine  Rich Re p e at

20 0 ,20 PF138 12.3 PPR_3 Pe ntatrico p e p tid e  re p e at d o main

17 0 ,0 1 PF138 55.3 LRR_8  Le ucine  rich re p e at

13 0 ,39 PF128 54.4 PPR_1 PPR re p e at

12 0 ,26 PF0 7714.14 Pkinase _Tyr Pro te in tyro sine  kinase

10 0 ,0 0 PF0 0 0 6 9 .22 Pkinase  Pro te in kinase  d o main

10 -0 ,28 PF13516 .3 LRR_6  Le ucine  Rich re p e at



Ms1wk

9 2 0 ,53 No  d o main

5 6 ,27 PF0 0 0 25.18  Arf ADP-rib o sylatio n facto r family

5 2,34 PF0 0 0 71.19  Ras Ras family

5 1,56 PF0 0 40 0 .29  WD40  WD d o main

5 1,18 PF0 0 50 5.16  HMG_b o x HMG (hig h mo b ility g ro up ) b o x

5 0 ,6 6 PF0 246 9 .19  Fascic lin Fascic lin d o main

5 0 ,6 3 PF0 8 477.10  Ro c Ras o f Co mp le x

5 0 ,43 PF0 9 0 11.7 HMG_b o x_2 HMG-b o x d o main

5 0 ,0 5 PF13417.3 GST_N_3 Glutathio ne  S-transfe rase

MsDamag e d 24h:MsIntact24h

44 1,8 1 No  d o main

10 1,21 PF0 0 40 0 .29  WD40  WD d o main

5 0 ,9 8 PF0 0 0 6 7.19  p 450  Cyto chro me  P450

5 0 ,6 0 PF0 0 20 1.15 UDPGT UDP-g luco ro no syl and  UDP-g luco syl transfe rase

5 0 ,41 PF0 0 50 4.18  Chlo ro a_b -b ind  Chlo ro p hyll A-B b ind ing  p ro te in

Supplemental Table S5

Prime rs use d  in this stud y.



qPCR T arget Primer Name Sequence (5'-3')

SLS1 150116-SLS1-F GGT CCATGTCAGTAAAACTCCAGTA

150116-SLS1-R AACAAGGATCCCATGAAGTT GA

STR qSTR-for CATAGCTCTGTGGGTATATTAGT GT

qSTR-rev ACCT TCAAAAAGCCATAGAATT TGCA

SGD qSGD-for CTTCGACAACT TCGAATGGAA

qSGD-rev CTTCTTGACTAACTCAACTAGT

40S ribosomal

protein 9

Rps9-up TT ACAAGTCCCTTCGGTGGT

Rps9-down TGCTTATTCTTCATCCTCTTCATC

16OMT qDL-16OMT-F GTGGATTCTCCAT GACT GGAACGA

qDL-16OMT-R GAT TAT CACCTT TCCACCCTTCGC

16T3O CYP6_141119_a_F ACCCTCCTGCTCCAT TGTTG

CYP6_141119_a_R GCCCAGACATTGATGAACGC

ORCA3 qORCA3bis-for TGT CAGGAGGAT TCT GTTGT GGGA

qORCA3bis-rev CGCAT ATTAAACGCGGCTGCATCA

HDS qHDS-up GTCCCTTACTGAACCTCCAGAG

qHDS-down AATCACCTGTCCTGCGTT GG

G10H qG10H-up AT CAGT TCCAAACGCCTCC

qG10H-down TT CTCCATCGT GAGGTACC
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