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Legend to Supplemental Figure S1

The phosphorylation of EY®DN in a Btk-independent manner controls BCR signaling to Ca’*
flux and MAPK activation. A) Amino acid sequence alignment of the EY®DN phosphorylation
motif of SLP adaptor proteins. B) BCR-induced flow cytometric Ca>" profiles of SLP65-deficient
DT40 B cells expressing citrine-tagged versions of either human wild-type SLP65 or human
SLP65 Y''’F (hSLP65 of hSLP65 Y''°F, respectively; left panel), or of the corresponding avian
orthologs (chSLP65 wt, chSLP65 Y'*F; right panel). C) To analyze the role of Y'"
phosphorylation for protein kinase activation, DT40 transfectants expressing wild-type hSLP65
or hSLP65 Y''’F were left untreated or stimulated via their BCR for the indicated time points
(min), lysed and subjected to immunoblot analysis using antibodies that recognized either
phospho-JNK or JNK (upper two panels), phospho-ERK or ERK (3"-4™ panels), or the
activatory phospho-Y352 site of Syk (5" panel). Blots were reprobed with antibodies against
citrine/GFP (to detect the SLP65 fusion protein, 6™ panel) or actin (to confirm equal loading,
lower two panel). Antibodies against JNK, phospho-JNK (G9), phospho-ERK (D.13.14.4E) (all
Cell Signaling), ERK (BD Bioscience), actin (Sigma), phospho-Tyr’>* of Syk (Santa Cruz), and
GFP (Roche) were used for at 1:1000. D) Western Blot signals shown in C) were quantified
using the Gel quantification plugin of the Image] software and ratios of signal intensities of
phospho-Jnk to pan Jnk (upper panel), phospho-Erk to pan Erk (middle panel), and phospho-Syk

to actin (lower panel) were plotted.



Peptide IDs

Oxidation (M) Sit« Carbamidomethy Oxidation (M) Sit« Carbamidomethy Protein IDs

394;395;808;1005 1287;1288;1289;1 766;767;768,769;: 28;47;68;134;210; 496;551;624;791;¢ IPI00329185

59;601;980;3191;:

1359

818;819

61;938,979;1237;: 1192;1193;1194;1 722,723

4535;8325
892;2449;3847,47
3373;7802
677;1239;1454;7504;8126

1124;1383;2594;2 463;464;465

1038;1309;2253;3
729;5600
5443;6169;7283;8
283;1203;2726;3367,7967
8095;9029;9072
237;732;3947;439
821;2886;3556;43
144;3986;6585;8596

6348
176;502;4474;600
2978;3061;4349;5
6843;8835
986;1161;2986;44 457,458
971;993;2148;294
2000;4312;5225
1300;4309;5901;6
131;1608;2960;35

220

347 207;208;209;210

601
1331
1547

823

1152
153
1045
379

359;360;361

1964;1965;2155;4918;5867,5868;7539;8777;8778

104;105;107;26¢
937,1221;1222;38

699;1020;1021;14 786;787;788;789;:
5084;5189;5238;7750;8143

103;414;794;1197 957,958
317;370;2992;3809;8649
1544;1554;3771;5 872,873

1456

1 517;518;519;520; 323;324;325;326;

95;143;1113;1142 687,688;689;690 425,426

340;415;749;1240
4495;5069

2146;3468;4826;6297;6550

175;499;7690;802

57

1455

44;45

31;1163;4526;4643;4704;5234;5826; 730;731

4259

658;1819;2084;2214;5986;6121;8819

540;1547;3738;49 826,827

323

843;2526;3100;33 697;698;699
895,6052;7602;7603;9065
744;920;2272;2508
895,4339;7720;8912
766;788;1504;178 849;1033;1034
3492;6680 906
3437;4014;8293

5586 885
250;2081;3708;50 480
4075;4262;5637;6 366

428;429;430
161;285

161;162

590;1981;2230;36 898;899;900;901;¢ 527,528
249;2119;2298;24 415;416;417;418

711;3347,8587
894;1042;2001;33

1035

N

87

942
922

471

570

774

254

612

474 217;408
392;425,450,523 451,489

w

45
308 149;150;153;302

123;136;178 91
563 498;664;667
438
23 48
110
927 917
979 70
274
805
383
79
179
352;355
80 74
183
223
230

85
24;39;56,72;73;84 108
34;362 130
207,239
194;311;402;445 130;293

171 118,244

686
76,255

175
248;719
9;38;80 19;43;45

6,202
6,157
266;465;561
71
97
19
715

174
258;260;308;955;¢ 48;256
322;488,507;688 137

89 370

308;466;1438;164 195;196;197;198;: 119;120;121;226 1;73;147;164;233; 12;127;129;239

6174;7001
4543;7715;8877
1909;3673;4080;5
426;3241;4294;45
2309;3273;3911;6
7305;7922;8336
5032;6657

1208
1113
241

717
131
331

1P100515097;IPI0C 7;7;7,
1P100940936;IP10C 20;20
1P100013068;1PI0C 2;2;1

1P100006181;IPIOC 2;2;2;2;1;1
1P100016342;IPI0C 5;4;3;3;3;2;2
IPI00017726;IPI0C 10;9;6

1P100337800;IPI0C 2;2;1
1P100642816;IPI0C 4;2;2
1P100549666;IPI0C 5;1

Peptide Counts (a Peptide Counts (r: Peptide Counts (u Protein Names  Gene Names Protein Descriptic Uniprot Uniprot Name ENSEMBL VEGA REFSEQ Pfam Pfam Names
52 52 50 1-phosphatidylinc PLCG2 1-phosphatidylinc P16885;B4E3H3 PLCG2_HUMAN  ENST00000359376 NP_002652 PF00168;PF00169 C2;PH;PI-PLC-X;PI
5;5;5, 1,1 5;5;5 1;1 Proto-oncogene t' LCK Isoform 3 of Tyros P06239-3;P06239; LCK_HUMAN;B4D ENST0000033689( OTTHUMP000000 NP_001036236;N| PF07714;PF00017 Pkinase_Tyr;SH2;¢
20;20 11 LYN protein;Tyros LYN LYN protein (Fragi Q6NUK7;P07948-; Q6NUK7_HUMAN ENST0000027649° OTTHUMP000002 NP_001104567 ~ PF07714;PF00017 Pkinase_Tyr;SH2;¢
2;2;1 2;2;1 Eukaryotic transla EIF3E;EIF3S6;INT6 Eukaryotic transla P60228;B2R806;B EIF3E_HUMAN  ENST0000022084¢ OTTHUMPO000002 NP_001559 PF09440;PF01399 elF3_N;PCI
IPI00012535;1PI01 8;5;5;1;1;1;1;1;1;1 8;5;5;1;1;1;1;1;1;1 8;5;5;1;1;1;1;1;1;1 DnaJ homolog suk DNAJAL;DNAJ2;HI DnaJ homolog suk P31689;Q5T7Q0;C DNJA1_HUMAN;C ENST0000033089¢ OTTHUMPO00000 NP_001530 PF00226;PF01556 DnaJ;Dnal_C;DnaJ
2;2;2;2;1,1 2;2;2;2;151 Eukaryotic transla EIF3D;EIF3S7;RPS- Eukaryotic transla 015371;B4E1K8;A EIF3D_HUMAN;A¢ ENST0000021619( OTTHUMPO000001 NP_003744 PF05091 elF-3_zeta
5;4; 2;2 Ras-related protei RAB7A;RAB7 Ras-related protei P51149;B4DPH9;C RAB7A_HUMAN  ENST0000026506. OTTHUMP000002 NP_004628 PF00071 Ras
10;9;6 3-hydroxyacyl-Cot HSD17B10;ERAB;} Isoform 1 of 3-hyc Q99714-1;Q99714 HCD2_HUMAN;Q! ENSTO000016821( OTTHUMPO00000 NP_004484;NP_Oi PFO0106 adh_short
IPI00807573;IPIOC 20;20;15;15;14;10 19;19;14;14;13;9; 19;19;14;14;13;9;" Phosphatidylinosi PIK3R1;GRB1 Isoform 4 of Phos P27986-4;P27986, P8SA_HUMAN  ENST0000027433! OTTHUMP000001 NP_852664;NP_8! PFO0620;PFO0017 RhoGAP;SH2;SH3,
2;2;1 2;2;1 Disheveled-associ DAAM1;KIAA0666 Isoform 1 of Dishe Q9Y4D1-1,Q9Y4D DAAM1_HUMAN ENST0000035108: OTTHUMPO000001 NP_055807 PF06367;PF06371 Drf_FH3;Drf_GBD,
4;2;2 4;2;2 Signal recognition SRP9;DKFZp564M Isoform 1 of Signa P49458-1;P49458, SRPO9_HUMAN;Q ENST0000030478 OTTHUMP000000 NP_003124;NP_0i PF05486 SRP9
51 51 GrpE protein hom GRPEL2 GrpE protein hom Q8TAAS;Q8N3S0 GRPE2_HUMAN ENST0000032927: OTTHUMP000001 NP_689620 PFO1025 GrpE
31 31 BTB/POZ domain- KCTD6 BTB/POZ domain- Q8NC69 KCTD6_HUMAN  ENST0000035507¢ OTTHUMPO00002 NP_001121686;NI PF02214 K_tetra

1P100171437;1P101 3;1

1P100479743;IPI0C 7;5;5;4;2;2;2;2;2;2 1;1;1;1;1;1;1;1;1;1

1;1;1;1;1;1;1;1;1;1 POTE ankyrin don POTEE;A26C1A;PC Isoform 1 of POTE Q658J3-1;Q658)3; POTEE_HUMAN;A ENST0000035692( OTTHUMP000002 NP_001077007;XF PFO0022;PF00023 Actin;Ank

1P100103994;IP10C 10;10;9;9;7;3;
1P100479385;IPI0C 4;4;
1P100385978;IPI0C 1;1,
IP100007277;IPI0C 5;5;5;
1P100219622;IP10C 7;3;2;1;

1PI00289601;1PI0C 2;2;2;2;2;2;1;1;1;1 2;2;2;2;2;2;1;1;1;1 2;2;2

Leucyl-tRNA syntt LARS;KIAA1352;PI Leucyl-tRNA syntt Q9P2J5;B2RCM2;( SYLC_HUMAN;B4I ENST0000039443: OTTHUMP000002 NP_064502 PF08264;PF09334
N-acetylserotonin ASMTL Isoform 1 of N-ac 095671-1;095671 ASML_HUMAN;BZ ENST0000038131° OTTHUMP000000 NP_004183;NP_0I PF02545;PF00891
Centrobin;Centros CNTROB;LIP8;PP1 Isoform 2 of Centi Q8N137-2;Q8N13 CNTRB_HUMAN  ENST00000303707;ENST0000038025 NP_001032221;NP_444279
Leucine-rich repe: LRRFIP2 Isoform 1 of Leuci Q9Y608-1;Q9Y60¢ LRRF2_HUMAN;A: ENST00000336681 OTTHUMP000001 NP_006300;NP_0Oi PF09738
Proteasome subui PSMA2;PSC3 Proteasome subui P25787;Q53GF5 PSA2_HUMAN ENST0000022332: OTTHUMP000001 NP_002778 PF00227;PF10584

Anticodon_1;tRN/
Maf;Methyltransf

DUF2051
Proteasome;Prote

1PI00215637;IPIOC 11;11;11;9;9;8;6;2 11;11;11;9,9;8;6;2 10;10;10;8;8;7;5;2 ATP-dependent R DDX3X;DBX;DDX3 ATP-dependent R 000571;B5BTY4;C DDX3X_HUMAN;E ENST0000039995¢ OTTHUMPO00000 NP_001347;NP_0I PF00270;PF00271

2;1;1;1;1 Histone deacetyla HDAC2;HDACL;RP Histone deacetyla Q92769;B3KUJ5;C HDAC2_HUMAN;t ENST0000036863; OTTHUMP000000 NP_001518;NP_0i PFO0850 Hist_deacetyl

DEAD;Helicase_C

1PI00031691;IPIOC 4 4 4 605 ribosomal pro RPL9;0K/SW-cl.1C 60S ribosomal pro P32969;053207;0 RL9_HUMAN;B4D ENST0000029595! OTTHUMP000001 NP_000652;NP_01 PF00347 Ribosomal_L6
1PI00166749;IPIOC 3;3;2 33,2 332 Mitochondrial-prc PMPCA;INPPSE;KI Mitochondrial-prc Q10713;Q55XM9; MPPA_HUMAN;B. ENST0000037171" OTTHUMPO00000 NP_055975 PF00675;PF05193 Peptidase_M16;P:
1PI00216319;IPIOC 6;4 22 22 14-3-3 protein et YWHAH;YWHAL;L 14-3-3 protein ete Q04917;B2R6N6;( 1433F_HUMAN;A. ENST0000024897! OTTHUMPO00000 NP_003396 PF00244 3/3/2014
IPI00017184;IPIOC 1,115 1,115 1;1;1;1 EH domain-contai EHD1;PAST;PAST1 EH domain-contai Q9H4M9;B2R5U3. EHD1_HUMAN;B4 ENST0000032063: OTTHUMPO00000 NP_006786;NP_0: PFO0350 Dynamin_N
1PI01023071;IPI0C 9;1;1;1 1311 1,311 33 kDa protein

6;137,146;161;1 91;118;172;532;5¢ IPI00019502;1PI0C 168;105;41;21;12; 168;105;41;21;12; 140;82;39;18;11;0 Myosin-9;Myosin MYH9 Isoform 1 of Myos P35579-1;P35579, MYH9_HUMAN  ENST0000021618: OTTHUMPO00001 NP_002464 PF00612;PFO0063 1Q;Myosin_head;!
1PI00453473 5 5 5 Histone H4 HISTIH4A;H4/AH Histone H4 P62805;B2R4R0;C H4_HUMAN ENST0000028935: OTTHUMPO00000 NP_001029249;NI PF00125 Histone
1PI00220573 12 12 1 Myosin regulatory MYL12A;MLCB;Mi Myosin regulatory P19105;Q2F834;Q ML12A_HUMAN ~ENST0000021765; OTTHUMP000001 NP_006462 PF00036 efhand

IPIOC 10c

A 4 Erbb2 i ERBB2IP;ERBIN;KI ERBB2IP protein;| AOAVR1;B7ZLV9;E AOAVR1_HUMAN, ENST0000028403° OTTHUMP000002 NP_061165;NP_OI PFO0560;PF00595 LRR_1;PDZ

1P100216951;1P101 20;16;8;
I1P100011603;IP101 5;5;5

Aspartyl-tRNA syn DARS;PIG40 Aspartyl-tRNA syn P14868;D3DP78;C SYDC_HUMAN;QS ENST0000026416: OTTHUMPO00001 NP_001340 PF00152;PF01336
265 proteasome n PSMD3 265 proteasome n 043242;B4DEBO;E PSMD3_HUMAN;t ENST0000026463! OTTHUMP000001 NP_002800 PF01399;PF08375
2 2

tRNA-synt_2;tRN/
PCI;Rpn3_C

1P100219078;IPI0C 5;5;5;!
1P100027107
1P100000875;IP10C 19;19;
1P100027799;IPI0C 2;2;.
1P100000643;1P101 5;4;2
1P100449049;IP10C 5;5
1P100300074;IP101 11;8;1;1;1;1
1P100030371;IP10C 1;1,
1P100021327;IPI0C 7;6
1P100106495;IP10C 8;2;1
1P100329512;IP101

;! ic/end ATP2A2;ATP2B;A1 Isoform 1 of Sarcc P16615-1;P16615; AT2A2_HUMAN;A ENST0000030866: OTTHUMPO00001 NP_733765;NP_0I PFO0689;PFO0690 Cation_ATPase_C,

20 20 Elongation factor TUFM elongation factor P49411 EFTU_HUMAN ENST0000031351: OTTHUMP000001 NP_003312 PFO0009;PF03144 GTP_EFTU;GTP_E
cDNA FLJ56389, h EEF1G;EF1G;PRO1 cDNA FLI56389, h BADTG2;P26641;E BADTG2_HUMAN; ENST0000032925: OTTHUMP000002 NP_001395 PF00647;PF00043 EF1G;GST_C;GST_
Protein FAM107B FAM107B;C100rf4 Isoform 2 of Prote Q9H098-2;Q9H09 F107B_HUMAN  ENST00000181791 OTTHUMP000002 NP_113641 PF06625 DUF1151
BAG family molec BAG2 BAG family molec 095816;B3KM36;| BAG2_HUMAN;B4 ENST0000037069: OTTHUMP000000 NP_004273 PF02179 BAG

Poly [ADP-ribose] PARP1;ADPRT;PP( Poly [ADP-ribose] P09874;B2R5W3;I PARP1_HUMAN;B ENST0000036679: OTTHUMP000000 NP_001609 PF00533;PF08063 BRCT;PADR1;PARI

tRN. A B;FR! tRN/ QINSD9;, ;t SYFB_HUMAN ENST0000028182: OTTHUMP000001 NP_005678 PF03483;PF03484 B3_4;B5
Tripartite motif-cc TRIM4;RNF87 Isoform Alpha of ~ Q9C037-1;Q9C037 TRIM4_HUMAN;B ENST0000034906. OTTHUMP000002 NP_148977;NP_1. PF00622;PF00643 SPRY;zf-B_box;zf-!
Growth factor rec GRB2;ASH Isoform 1 of Grow P62993-1;P62993; GRB2_HUMAN  ENST0000031661! OTTHUMP000001 NP_002077;NP_9: PF00017;PF00018 SH2;SH3_1
Condensin comple NCAPG;CAPG;NYN Condensin comple Q9BPX3;Q6NUR1 CND3_HUMAN  ENST00000251491 OTTHUMP000001 NP_071741

1P100909484;IP10C 5;5,
1P100456157;IPI0C 4;4;:
1P100010270;IPI0C

Small nuclear ribo SNRPB;COD;SNRP Isoform SM-B1 of P14678-3;P14678, RSMB_HUMAN;Q ENST0000030310: OTTHUMP000000 NP_937859;NP_0I PF01423 LSM

0;0;C cDNA FLI54776, h CDC42;RP1-224A€ cDNA FLI54776, h B4E1U9;P60953-2 B4E1U9_HUMAN; ENST0000031555« OTTHUMPO0O0000 NP_001034891;N| PFO0071 Ras
Decaprenyl-dipho PDSS1;DPSL;TPRT Isoform 1 of Deca Q5T2R2-1;Q5T2R: DPS1_HUMAN;QS ENST0000037620; OTTHUMPO00000 NP_055132 PFO0348 polyprenyl_synt
Ras-related C3 bo RAC2;RAC1;MIGS; Ras-related C3 bo P15153;P63000-2, RAC2_HUMAN;RA ENST0000024907: OTTHUMP000001 NP_002863;NP_0i PFO0071 Ras

1P100418313;IPI0C 10;10;10;10;10;10 10;10;10;10;10;10 9;9;

7 Interleukin enhan ILF3;DRBF;MPHOS interleukin enhan F4ZW65;F4ZW66; ILF3_HUMAN;Q5¢ ENST00000250241;ENST0000031851 NP_060090;NP_0: PF00035;PF07528 dsrm;DZF

1PI00183500;IPI01 2;2;1;1;1 Nuclear cap-bindi NCBP2;CBP20;PIG Isoform 1 of Nuclc P52298-1;P52298, NCBP2_HUMAN;C ENST0000032125( OTTHUMPO00002 NP_031388;NP_0I PFO0076 RRM_1
1PI00329321;IPIOC 3;2;1 LYR motif-contain LYRM7,C50rf31  LYR motif-contain QSUSX0;D6R994 LYRM7_HUMAN ~ENST0000033403; OTTHUMPO00001 NP_859056

1PI00178314;IPIOC 1;1;1 111 Syntaxin-binding | STXBP6;HSPC156 Isoform 1 of Synt: Q8NFX7-1;Q8NFX STXB6_HUMAN  ENST0000032394: OTTHUMPO00001 NP_054897

IPI00018350;IPIOC 55;3;2;2;1; DNA replication li MCMS;CDC46;RPS DNA replication li P33992;A8K521;8 MCM5_HUMAN;B ENST0000021612: OTTHUMPO00001 NP_006730 PF00493 McM
1PI00013297;IPIOC 5;1 51 28 kDa heat- and : PDAP1;HASPP28 28 kDa heat- and : Q13442 HAP28_HUMAN  ENST0000035049: OTTHUMPO00002 NP_055706 PF10252 PP28
1PI00183002;IPI01 25;25;24;24;23;23 25,25;24;24;23;23 24;24;23;23;22;22 Protein phosphat: PPPIR12A;MBS;V Isoform 1 of Prote 014974-1;014974 MYPT1_HUMAN ENST00000261207;ENST0000031272 NP_001137357;NI PF00023 Ank
1PI00014310;IPIOC 17;15;11 17,15;11 17,15;11 Cullin-1;cDNA FU: CULL Cullin-1;cDNA FU! Q13616;83KU45;E CUL1_HUMAN;B3 ENST0000032522: OTTHUMP000002 NP_003583 PF00888;PF10557 Cullin;Cullin_Nedc
IPI00011126;1PI01 3;3;2 332 33,2 265 protease regu PSMC1 265 protease regu P62191;Q53HB3;C PRS4_HUMAN;B4 ENST00000261303 NP_002793 PF0O0004 AAA
1PI00219649;IPIOC 7;7; 1 Cystathionine bet CBS;DKFZp727E01 Isoform 2 of Cystz P35520-2;P35520, CBS_HUMAN;B7Z ENST0000035217 OTTHUMP000001 NP_000062;NP_Oi PFO0571;PF00291 CBS;PALP
1PI01019113;IPI01 23;23; 0;0;0;5 Tubulin beta chait TUBB;TUBBS;0K/! Tubulin beta chaii P07437;84DY90;G TBBS_HUMAN;B4 ENST0000025992! OTTHUMP000000 NP_821133;NP_0i PFO0091;PF03953 Tubulin;Tubulin_
1PI00104050 2 2 2 Thyroid hormone THRAP3;TRAP150 Thyroid hormone Q9Y2W1;Q05D20, TR1S0_HUMAN  ENST0000035461: OTTHUMPO00000 NP_005110

IPI00646917;IPIOC 3;2 32 32 Cleavage and poly NUDT21;CFIM25;( Cleavage and poly 043809;B2R6US;C CPSF5_HUMAN;Q ENST0000030029: OTTHUMPO00001 NP_008937 PF00293 NUDIX
1PI00014312;IPIOC 6;6;4;2 66,42 66,42 cullin-3 CUL3;KIAAD617  Isoform 1 of Cullir Q13618-1;Q1361¢ CUL3_HUMAN ~ ENST0000026441: OTTHUMP000001 NP_003581 PF00888;PF10557 Cullin;Cullin_Nedc
IPI00299904;IPI01 13;11;11;10;8  13;11;11;10;8  13;11;11;10;8  DNA replication li MCM7;CDC47;MC Isoform 1 of DNA P33993-1;P33993, MCM7_HUMAN;E ENST0000030388" OTTHUMPO00002 NP_005907;NP_8' PFO0493 McM
1PI00289535;IPIOC 4;4; 33 33 CDNA FLI78497;M PMPCB;MPPB  cDNA FLI78497;M A8K1E9;075439;B ABKLE9_HUMAN; ENST0000024926 OTTHUMP000002 NP_004270 PF00675;PF05193 Peptidase_M16;P:
IPI000090S7;1PIOC 3;3;3;1;1;1;1;1;1;1 2,22 0;0;0,0;C Ras GTPase-active G3BP2;KIAAO660 Isoform A of Ras ¢ QOUN86-1;09UN¢ G3BP2_HUMAN ~ ENST0000035785: OTTHUMPO00001 NP_036429;NP_9: PF02136;PF00076 NTF2;RRM_1
IPI00651622; PIOC 2;2;2;2;2;2;2;2;1;1 2;2;2;2,2;2,2;2;1;1 2;2;2;2;2,2;2;2;1;1 2'-5' oligoadenyla OASL;0IAS Uncharacterized  E7ET41,03ZM02;f Q3ZM02_HUMAN ENST00000202917;ENST0000036162 NP_001027581;NI PF10421 0AS1_C




768;1300;4224;43 51,472 294;295 121;218 94;134 1P100018146;IPI01 13;10;10 10;9;8 8,76 14-3-3 protein the YWHAQ 14-3-3 protein the P27348;B4DMTS;I 1433T_HUMAN;B. ENST0000023808: OTTHUMPO000000 NP_006817 PF00244 3/3/2014
211;1579;1711;20 744,745,746 141,448,517 1P100030275;IPIOC 8;8 88 88 Heat shock protei TRAP1;HSP75 Heat shock protei Q12931;B4DR68;C TRAP1_HUMAN;C ENST0000024695 OTTHUMP000001 NP_057376 PF02518;PF00183 HATPase_c;HSPIC
2532;4751;4752;5 953 74 1P100477313;IP101 6;6; 14;3;3;3 6;6; 14;3;3;3 656 4;3;3;3 Heterogeneous nt HNRNPC;HNRPC;t Isoform C2 of Het P07910-1;P07910, HNRPC_HUMAN;E ENST00000216291 OTTHUMPO00000 NP_001070910;NI PFO0076 RRM_1
2368;6223 1P100002214 2 2 2 Importin subunit i KPNA2;RCH1;SRP: Importin subunit : P52292;A8K7D9;C IMA2_HUMAN ENST00000330459;ENST0000040087 NP_002257 PF00514;PF01749 Arm;IBB
47;215;481;2980;: 71;72;73 53;54 193;361;498 91,119 1P100002520;IPI0C 15;15;14;14;13;12 15;15;14;14;13;12 15;15;14;14;13;12 Serine hydroxyme SHMT2;hCG_4123 Serine hydroxyme P34897;84DJQ3;C GLYM_HUMAN;B’ ENST00000328923;ENST0000039382 NP_005403;NP_0i PF00464 SHMT
444;927;1242;301 1204;1205;1206;1207 698;869;1048;1110 1P100299254 12 12 Eukaryotic transla EIF5B;IF2;KIAA07¢ Eukaryotic transla 060841;A0JLR8;B: IF2P_HUMAN ENST0000028937: OTTHUMP000002 NP_056988 PFO0009;PF03144 GTP_EFTU;GTP_E
3022;6137 1P100028520;1PI0C 2;2;: NADH dehydroger NDUFV1;UQOR1  Isoform 1 of NADI P49821-1;P49821; NDUV1_HUMAN;I ENST00000322771 OTTHUMP000002 NP_009034;NP_0Oi PF01512;PF10589 Complex1_51K;N/
1703;3881;4949;6 726,727 329;499 1P100029079;IP101 7;7; GMP synthase [gh GMPS GMP synthase [gh P49915;A8K639;Q GUAA_HUMAN;B: ENST0000029592( OTTHUMP000002 NP_003866 PF06508;PF00117 ExsB;GATase;GMF
533;723;1490;164 1449;1450;1451;1 882 51;95;105;479 244 1P100440493;IPI0C 31;30;27 31 30,27 ATP synthase subi ATPSA1;ATP5A;AT ATP synthase subi P25705;A8K092;8 ATPA_HUMAN;A& ENST0000028205( OTTHUMP000001 NP_001001937;NI PFO0006;PFO0306 ATP-synt_ab;ATP-
1292;3503;4865;5798;5910 1P100017303;IP101 5;5;4; ,2;2;1;1;1 5;5;4; 2;1;1;1 DNA mismatch re| MSH2 DNA mismatch re| P43246;B4DL39;B MSH2_HUMAN;B: ENST00000233141 OTTHUMP000001 NP_000242 PF01624;PF05188 MutS_I;MutS_II;M
4821;4883 1P100299524;IP101 2;2; Condensin comple NCAPD2;CAPD2;C Condensin comple Q15021;83KMS0;1 CND1_HUMAN;Qf ENST0000031557¢ OTTHUMP000002 NP_055680

125;1609;1878;23 390;391 232;233 116;229 380,410 1P100013847;IPI0C 11;2 Cytochrome b-c1 UQCRC1 Cytochrome b-c1 P31930;B4DUL5;B QCR1_HUMAN  ENST0000020340° OTTHUMPO00001 NP_003356 PFO0675;PF05193 Peptidase_M16;P:
1446;2406;8336 241 3 1P100012442;IPI0C 3;2;2;1 Ras GTPase-active G3BP1;G3BP Ras GTPase-active Q13283;B87Z8K4;C G3BP1_HUMAN;C ENST0000035624! OTTHUMP000001 NP_005745;NP_9: PF02136;PF00076 NTF2;RRM_1
4152;8476 1041 94 1P100219604;IPI0C 2;2;1; Dual specificity m MAP2K1;MEK1;PF Isoform 1 of Dual Q02750-1;Q0275( MP2K1_HUMAN;! ENST0000030710; OTTHUMP000001 NP_002746;NP_1/ PFO0069 Pkinase

483;675;1365;142 1667;1668 1011;1012;1013  548;569 556;657,665
14;461;1139;1602 613;614,615;616 370;371 573;817;820;920 344,387

1P100925046;IPI0C 19;18;13;4;4;4;4;3 19;18;13;4;4;4;4;3 19;18;13;4;4;4;4;3 Glutaminyl-tRNA : QARS;hCG_96727 Glutaminyl-tRNA : P47897;A8K3A8;C SYQ_HUMAN;B4C ENST0000030612! OTTHUMPO00002 NP_005042
1P100022744;IP10C 16;16;15;12; ;8 16;16;15;12;12;8 Exportin-2;import CSE1L;CAS;XPO2 Isoform 1 of Expo P55060-1;P55060, XPO2_HUMAN;B4 ENST0000026298. OTTHUMP000000 NP_001307

PF00749;PF03950 tRNA-synt_1c;tRN
PF03378;PF08506 CAS_CSE1;Csel;IB

832;899,940;2562;7651 874;875,876,877,878;879;880;881  54;67;74;77;119;1 IPI00430812;1PI0C 5;5, 44 555 4;4  Cellular nucleic ac CNBP;RNF163;ZNI Isoform 1 of Cellu P62633-1;P62633, CNBP_HUMAN;AE ENST0O000030743: OTTHUMP000002 NP_003409;NP_01 PFO0098 2f-CCHC
405;420;644;730;: 805;806;807;808;809;810;811 156;206;212;369;515;723;889 1PI00072534;IPIOC 18;18;7;5;1 18;18,7;5;1 Protein unc-45 ho UNC45A;SMAP1  Isoform 1 of Prote Q9H3U1-1,Q9H3L UN4SA_HUMAN ~ ENST0000026815¢ OTTHUMPO00001 NP_061141;NP_Oi PFO0515;PF07719 TPR_L;TPR_2
26;69;1300;1424;: 50;51,52 36,37 33;160;221 97,98 IPI00000816;IPIOC 13;12;4;4;3;3;2;1; ;7 10;10;4;3;0;0;2;0;( 14-3-3 protein ep: YWHAE Isoform 1 of 14-3- P62258-1;P62258, 1433E_HUMAN  ENST0000026433! OTTHUMPO00001 NP_006752 PF00244 3/3/2014
2048;3974;4136;5 910 378 IPI00185374;IPIOC 5;4 54 265 proteasome n PSMD12 265 proteasome n 000232;A6NP15 PSD12_HUMAN;A ENST00000356121 OTTHUMPO00001 NP_002807;NP_7 PFO1399 Pl
728;3161;6962;80 851,852 28,76 1P100419249;IPIOC 4;4 44 Proteasome subui PSMA3;PSC8  Isoform 1 of Prote P25788-1;P25788, PSA3_HUMAN  ENST0000021645! OTTHUMPO00001 NP_002779;NP_6: PF00227;PF10584 Proteasome;Prote
2387,2657;4410;6 630 184 1PI00023860;IPI01 14;4:4;0;4;4;4;4: ) assel NAPLLL;NRP;hCG. Nucleosome assei P55209;B3KNT8;B NP1L1_HUMAN;B ENST00000261182;ENSTO00003932€ NP_004528;NP_6 PF00956 NAP
1567;2160;2364;2 1630;1631;1632;1 984;985,986,987 292;376;468;553 128;284;578,990 |PI00939304;IPIOC 17;17;16;15;6;5;4; 7;17;16;15;6;5;4; Importin-5;import IPOS;KPNB3;RANE Isoform 3 of Impo 000410-3;00041C [POS_HUMAN  ENST0000026157: OTTHUMPO00000 NP_002262 PF02985 HEAT
2905;2906;3444;4 952 90 1PI00216461;1PIOC 6;4;4 6:4;4 6:4;4 Acylphosphatase- ACYP2;ACYP Acylphosphatase- P14621;Q4ZFV7;D ACYP2_HUMAN;C ENST00000303531 OTTHUMPO00001 NP_612457 PF00708 Acylphosphatase
56;1056;1136;148 235;,236;237;,238 143 151;376;551;636 88 1PI00008982;IPIOC 24;24 24,24 24,24 Delta-1-pyrroline- ALDH18AL;GSAS;F Isoform Long of D P54886-1;P54886, PSCS_HUMAN ~ ENST0000037122: OTTHUMPO00000 NP_002851;NP_0I PFO0696 AA_kinase
172;1716;3883;8248 1PI00925052;IPI0C 2,2 2,2 22 Actin-related prot ARPC4;ARC20  actin-related prot COJWM?7;P59998;| ARPC4_HUMAN;C ENST0000028761: OTTHUMP000002 NP_001185709;NI PFO5856 ARPC4

375;2349 1PI00000030;IPIOC 2;2, Serine/threonine- PPP2RSD Isoform Delta-1 of Q14738-1;,Q1473¢ 2A5D_HUMAN;B4 ENST0000023040; OTTHUMPO00000 NP_006236;NP_8! PFO1603 BS6
135;1388;3955;42 783 470 340 205 1PI00941534;1PI0C 11;11;11;11;10;10 11;11;11;11;10;10 11;11;11;11;10;10 Septin-7;,CDC10 pi SEPTZ,CDCI0  Isoform 1 of Septi Q16181-1;Q16181 SEPT7_HUMAN;B: ENST0000035032( OTTHUMP000002 NP_001779;NP_Oi PF00735 Septin
1704;2806;2994;6945;7286;7716 1PI00029267 6 5 5 U2 small nuclear r SNRPB2 U2 small nuclear r PO8579;B58T28;Q RU2B_HUMAN  ENST0000024607: OTTHUMPO00000 NP_003083;NP_9: PFO0076 RRM_1
2072;2087;4987;5 712 440 34 19 1PI00028004 5 5 5 Proteasome subui PSMB3 Proteasome subui P49720 PSB3_HUMAN  ENST0000022542 OTTHUMPO00001 NP_002786 PF00227 Proteasome
116;2397;2574;27 221 131 552 66 IPI00008240;1PI0C 11; ;1; Methionyl-tRNA s MARS Methionyl-tRNA s P56192;A8K492;A SYMC_HUMAN;A¢ ENST00000262027;ENST0000031547 NP_004981 PF00043;PF09334 GST_C;tRNA-synt_
412;790;2756;3921 1PI00025366;IPIOC 4;4; 2;1;1 Citrate synthase, 1 CS Citrate synthase, 1 075390;B3KTN4;E CISY_HUMAN;B3k ENST00000351328;ENSTO00003939¢ NP_004068 PF00285 Citrate_synt
1811;2608;2944;3917;3929;4696;62( 711,712 236,434 1PI00297982;IPIOC 10;9;6;2 10,9;6;2 Eukaryotic transla EIF2S3;EIF2G  Eukaryotic transla P41091;A8K2Y2;B IF2G_HUMAN;IF2' ENST0000025303¢ OTTHUMPO00000 NP_001406 PF09173;PF00009 elF2_C;GTP_EFTU
1857;6663 1PI00299024;IPIOC 2;2 22 Brain acid soluble BASPL;NAP22 Isoform 1 of Brain P80723-1;,80723 BASP_HUMAN  ENST0000032261: OTTHUMPO00001 NP_006308 PF05466 BASP1
6005;,7548;8171 731 44 IPI00029557;IPIOC 3;1 31 GrpE protein hom GRPELL;GREPELL GrpE protein hom QOHAV7 GRPE1_HUMAN  ENST0000026495: OTTHUMP000001 NP_079472 PF01025 GrpE

714;8108 638 75 1PI00024821 2 2 2 265 proteasome n PSMD14;POH1 265 proteasome n 000487,Q42G77;( PSDE_HUMAN  ENST0000040968: OTTHUMPO00002 NP_005796 PF01398 Mov34
820;1193;1194;31 27;33;34;78 45,48;191;356 1PI00003269 12 1 1 Beta-actin-like prc ACTBL2 Beta-actin-like prc Q562R1 ACTBL_HUMAN  ENST0000030675: OTTHUMP000002 NP_001017992 ~ PF00022 Actin
1059;5695;5785;8 800;801;802 317,482 13;17;29 24;56 1PI00062037 6 6 4 Dynein light chain DYNLL2;DLC2  Dynein light chain Q96FJ2 DYL2_HUMAN  ENST00000240343 NP_542408 PF01221 Dynein_light
220;716;733;793;: 188;189;190;191;: 114;115;116;117;: 302;313;377;398;« 295;315;316;347;: IPI00007750; PI0C 16;16;3;3;3; Tubulin alpha-4A TUBAGA;TUBAL  Tubulin alpha-4A . P68366;A8MUBL TBA4A_HUMAN;A ENST0000024843' OTTHUMP000001 NP_005991 PF00091;PF03953 Tubulin;Tubulin_C
1974;3484;5379;7 1581 336 IPI00746777;IPIOC 4;2;1 Alcohol dehydrog: ADHS;ADHX;FDH  Alcohol dehydrog P11766;Q2VIM7;¢ ADHX_HUMAN  ENST0000029641; OTTHUMP000002 NP_000662 PF08240;PF00107 ADH_N;ADH_zinc,
298;6050 1PI00788907;IPIOC 2;2, Phosphoglycerate PGAMS Isoform 1 of Serin Q96HS1-1;096HS: PGAMS_HUMAN ENST0000031755! OTTHUMPO00002 NP_001164014;NI PFO0300 PGAM
3087;4499;7941  1249;1250;1251;1252 61;72;112;352 1PI00304417;IPIOC 3;3;2;1;1 Isocitrate dehydrc IDH3B Isocitrate dehydrc 043837-1,043837 IDH3B_HUMAN;B ENST0000038084: OTTHUMP00000O NP_008830;NP_7' PFO0180 1so_dh
1422;1952;4423;6 1369 273 1PI00396435;IPI01 6;6 Putative pre-mRN DHX15;DBP1;DDX Putative pre-mRN 043143;B4E0S6;F: DHX15_HUMAN ~ENST0000033681: OTTHUMPO00002 NP_001349 PF07717;PF04408 DUF1605;HA2;Hel
1475;1715;2167;2197;7369;8407 686 571 IPI00293655;PI01 6;4 ATP-dependent R DDX1 ATP-dependent R Q92499;A3RIH1;B DDX1_HUMAN;B4 ENST0000023308: OTTHUMP000001 NP_004930 PF00270;PF00271 DEAD;Helicase_
162;739;983;1069 1125 675 750 815 1PI00291646;IPI01 18; 13,2;2; Monofunctional C MTHFDIL;FTHFSD Methylenetetrahy Q6UB35-1,Q6UB3 CITM_HUMAN  ENST0000036732: OTTHUMP000000 NP_056255 PF01268;PF00763 FTHFS;THF_DHG_
625;3040;4964;60 256 149;150;151 236 IPI00010105;IPIOC 5;3; Eukaryotic transla EIF6;EIF3A;ITGBAE Eukaryotic transla P56537;87ZBG;B IF6_HUMAN;B7ZE ENST00000374431 OTTHUMPO00000 NP_002203;NP_8! PF01912 elf-6
1391;2017;3260;3340;4239;4449;71¢ 484 522 IPI00926925;1PI0C 8;8;8 2;2;2;1 OGDH protein;2-c OGDH Uncharacterized p A2VCT3;ASXEI1;E¢ A2VCT3_HUMAN; ENST0000022267: OTTHUMPO00002 NP_002532;NP_0I PFO0676;PF02779 E1_dh;Transket_g
7707;8607 1PI00031521;IPIOC 2;2 22 Replication factor RFC3 Replication factor P40938;B4DKE6;C RFC3_HUMAN;A8 ENST0000038007: OTTHUMPO0000O NP_002906;NP_8! PF10424 RFC-E_C
2043;2598 1PI00014825;IPIOC 2;2 22 BTB/POZ domain- KCTD9 BTB/POZ domain- Q7L273;84DPWOKCTD9_HUMAN;B ENST0000022120 OTTHUMPO00001 NP_060104 PF02214;PF00805 K_tetra;Pentapep
220;716;734;793;: 188;189;190;191;: 114;115;117;118; 154;302;313;377;: ;2 IPI00180675;1PI01 20;20;16;15;14;13 20;20;16;15;14;13 1;1;1;1;1;1;1;0;1;1 Tubulin alpha-1A - TUBALA;TUBA3;TI Tubulin alpha-1A - Q71U36;84DQK4; TBATA_HUMAN;B ENST0000030107: OTTHUMPO00000 NP_006000;NP_OI PFO0091;PF03953 Tubulin;Tubulin_C
421;3412 REV_IPI00185146 2 2 2 Importin-9;Ran-bi IPOY;IMPY;KIAAL: >IPI:REV_IPI0018t Q9EP70 IPO9_HUMAN  ENST0000036156! OTTHUMPO00000 NP_060555 PF03810 IBN_N
262;7030;7211;8433 1PI00025202;IPI0C 4;4;2;2 44;2;2 44;2;2 Formin-like protei FMNL1;C170rf1;C Isoform 2 of Form 095466-2;09546€ FMNL_HUMAN  ENST00000328118;ENST000003314< NP_005883 PF06367;PF06371 Drf_FH3;Drf_GBD,
264;470;1177;259 307 180;181;182 128 IPI00011200;IPIOC 11;9;6;1 11,9;6;1 11,9;6;1 D-3-phosphoglyce PHGDH;PGDH3;RF D-3-phosphoglyce 043175;B3KSC3;C SERA_HUMAN;QS ENST0000036940¢ OTTHUMPO00000 NP_006614 PF00389;PF02826 2-Hacid_dh;2-Hac
1198;1752;2893;3 426;427;428;429;« 266,267;268;269;. 203;239;424;457;« 56;117;243;287;2¢ IPI00982108;IPI0C 23;23;19;18;16;15 23;23;19;18;16;15 23;23;19;18;16;15 cDNA FLIS6420, h DNPEP;ASPEP;DAI cDNA FLIS6420, h B7Z7FO;E7ETB3;Q B7Z7FO_HUMAN;| ENST0000027307! OTTHUMPOO00002 NP_036232 PF02127 Peptidase_M18
973;4386,4718,54 1184 713;714;715;716; 143 £ 1PI00298410;1PIOC 7;6;6;2 Phosphatidylinosi PIK3CD;RP11-5581 Phosphatidylinosi 000329;A7E2E0;B PK3CD_HUMAN;C ENST0000036111( OTTHUMPO00000 NP_005017 PF00454;PF00792 PI3_PI4_kinase;Pl
1214;2045;2610;5 350;351;352 1,200,202 1PI00012795;IPIOC 7;1 Eukaryotic transla EIF31;EIF352;TRIP] Eukaryotic transla Q13347,Q53HU7; EIF3I_HUMAN  ENST0000037358 OTTHUMPO00000 NP_003748 PF00400 WD40
496;509;1635;164 1522;1523;1524;1 927,928 80;395;416;429 1PI00553185;IPIOC 14;13;1 3;2 T-complex proteir CCT3;CCTG;TRICS T-complex proteir P49368;B3KX11;E! TCPG_HUMAN;B4 ENST0000036826: OTTHUMPO00000 NP_005989;NP_0I PFO0118 Cpn60_TCP1
3655;6358,6939;8034 1PI00026089 4 4 4 Splicing factor 38 SF3B1;SAP155  Splicing factor 38 075533;A0/LT9;A( SF3B1_HUMAN  ENST0000033550: OTTHUMPO00002 NP_036565 PF02985;PF08920 HEAT;SF3b1
1622;2687;4066;4 636 140 1PI00026964;IPIOC 8;7 87 87 Cytochrome b-c1+ UQCRFS1;UQCRFS Cytochrome b-c1. P47985;P0C7P4  UCRI_HUMAN;UC ENST00000304863 NP_005994 PF00355;PF09165 Rieske;Ubig-Cytc-
25;1443;2859;5005;5012;6532;6735; 624 276 1PI00220219;1PI0C 10;10;2;1;1 10,10;2;1;1 10,10;2;1;1 Coatomer subunit COPB2;hCG_1722 Coatomer subunit P35606;84DZI8  COPB2_HUMAN;E ENST0000033318 OTTHUMP000002 NP_004757 PF04053;PF00400 Coatomer_WDAD
241;2162;3372;47 608 83 1PI00022276;IPIOC 5;4;3 32,122,211 285 ribosomal pro MRPS28;MRPS35; 285 ribosomal prc Q9Y2Q9;Q53G62; RT28_HUMAN ~ ENST0000027658! OTTHUMP000002 NP_054737 PF10246 MRP-535
2883;7319 1PI00646839;IPIOC 2;2; 2 Putative uncharac EIF3CLEIF3G;EIF3! Uncharacterized f BSME19;F5GZ22;( BSME19_HUMAN ENST0000038087 OTTHUMPO00001 NP_001093131;N| PFO5470;PF01399 elF-3c_N;PCI
181;2320;3176;5978;6065 1PI00306719;IPIOC 5;5;5 2;2;2;1 cDNA FLIS5809;Ct CHID1;GLOO8;PSE( cDNA FLIS5809;1s BADN31;872705;C BADN31_HUMAN, ENST0000032357: OTTHUMP000002 NP_001136148;NI PF00704 Glyco_hydro_18
208;628;1796;188 1117;1118;1119;1 7 0 1PI00290566;1PI01 17;12; ; T-complex proteir CCT1;,CCTA;TCP1  T-complex proteir P17987;E7ERF2;E: TCPA_HUMAN  ENST0000032139: OTTHUMP000000 NP_110379;NP_01 PF00118 Cpn60_TCP1
3223;8676 437 201 IPI00965726;1PIOC 2;2;2 CcDNA FUS5157, h EIFAE;EIF4ELLEIF: eukaryotic transla DERCQS;D6RBW1 B7Z6V1_HUMAN; ENST0000028089: OTTHUMP000002 NP_001124151;NI PFO1652 IF4E




1170;2959;3609;4 130;131
17;2200;3801;463 815,816

3629;9053
2218;3093;4279;5351;5911;6528;69; 943,944
1;113;972;1285;2¢ 609;610;611
1172;1757;2037;2 989,990

164;551;604;1734 1590;1591;1592;1 968;969;970

45;5085;8567
75;1308;2431;429 60;61;62
367;1994;2665;34 325;326
694;6215;8314
4158;4311;6103;8494

1665

1029;1601;2672;3 1370;1371;1372;1 824,825,826

769;1300;1657;33 51;472
1061;1300;2675;3 51
704;1826;2186;2258;6417;9019
699;1020;1021;14 786;787;788;789;.
2011;5739;6648;7 1539
802;1300;4309;59 51
3185;5760;6883;6 513;514
232;233;259;507;¢ 1413;1414
1962;2323;2360;6965;8535;8794
4351;4478;6793;8 1659
576;4285

518;817;1275;152 1091;1092;1093  645;646
200;719;1868;263 254;255
4171;5385;6629;6 570,571
745;2315;2316;59
5009;6058;6066;8 247,248
936;3186;3612;46 936;937;938
656;657;1052;182 168;169;170
1407;2142;3907;3920
5079;5198

4182;7895

566;613;2786,8466
197;1462;5264;5362
2286;4994,5428;5 368,369

798

160;251;623;815;¢ 1070;1071;1072;1 639;640;641;642;¢ 138;143;223;313;: 123;226;400;432;« IP101018161;1P101 41;41;41;27;26;24 2;2;2;

83

586

189

351

4
937

3

838;839;840;841

222

1319;1353;1460;1 1400;1401;1402;1403;1404;1405

5166;8269;8593
362;7067
3551;3569;5205
647;1606,6022;7765

465;756;1438;222 193;194;195;196;. 119;120;121

6129;7112
449;565;589;1030 708;709;710

247;423;612;799;¢ 912;913;914;915;¢ 537,538;539;540;¢ 22;156;157;231;3( 41;131;136;290;3¢ IPI00186290;1P101 45;28;28;:

29;7432;8218
286;760;2059;363
2553;2586;2601;4538;8858
2408;3930;4729;5 40;41;42;43
222;1326
328;1934;2317;4931;6665,9064
28;4624;4786;732
2808;4129;5090;7 833;834
9;1179;1445;2351 1153;1154
970;2120;2797;49 1085;1086;1087
1493;2166;4300;4 143
752;1925,2365;28 242,243,244 147,148
553;1018;2925;3799

751;1279;1368;19 702;703;704;705;706;707
90;265;309;365;6: 380;381;382;383;

653 398;399

24;25,26

172

2733;3758;3928;5311;5768
341;371;1555;228 225,226,227

82

842
108

692

93

27;228,229;230;. 141;145;240;258;
883;1633;1738,1995;3110;3132;342¢ 388;389;390

139

61,119
2531

130;138
432;436;635

43;143

55;202;239;281;5¢ 461,466,471

555;564;647
29,33
99

102;155;276;335;¢ 111;234;411
123,220

226

25,40;57;73;74;85

226 1PI00470573;IPIOC 66;5;5;1 66,551 66,551 CDNA FU51656, h ACTR2;ARP2 actin-related prot B4DHK;E9PF41;P BADHK9_HUMAN, ENST0000037798; OTTHUMP000002 NP_001005386;NI PF00022 Actin
IPI00100160;IPIOC 6;5 65 65 Cullin-associated | CAND1;KIAA0829; Isoform 1 of Cullir Q86VP6-1,Q86VP: CAND1_HUMAN ENST0000029921i OTTHUMP000002 NP_060918 PF02985;PF08623 HEAT;TIP120
1PI00014149;IPI0C 2;1 21 21 Tetratricopeptide TTC35;KIAA0103 Tetratricopeptide Q15006;A8K4K9;C TTC35_HUMAN  ENST0000022085: OTTHUMP000002 NP_055488 PFO7719 TPR_2
IPI00796462;IPI0C 9;9;9;9;6;4; 19,9,9;6:4; 19,9,9,6:4; Putative uncharac RAN;ARA24;0K/S\ 27 kDa protein;Ur BSMDFS;P62826;/ BSMDFS_HUMAN ENST0000039236° OTTHUMPO00001 NP_006316 PF0O0071 Ras
1PI00022462;IPIOC 21;19;5;2 21;19;5;2 21;19;5;2 Transferrin recept TFRC Transferrin recept P02786;A8K6Q8;E TFR1_HUMAN;B7. ENSTO000036011( OTTHUMP000002 NP_001121620;NI PF02225;PF04253 PA;TFR_dimer

206 1PI00218493;1PI0C 12;10 12;10 12;10 Hypoxanthine-guz HPRTLHPRT  Hypoxanthine-gu: PO0492;,Q6LET3  HPRT_HUMAN  ENST0000029855 OTTHUMPO00000 NP_000185 PF00156 Pribosyltran
1PI00783097;IPIOC 24;1;1 24511 24,11 Glycyl-tRNA synth GARS Glycyl-tRNA synth P41250;Q75MN1 SYG_HUMAN ~ ENST0000038926( OTTHUMP000002 NP_002038 PF03129;PF00587 HGTP_anticodon;

1P100022240;1P10C 3;3,
IP100001639;IP101 13;9;8
95 1PI00012007;IPI10C 9;8
1P100914566;IPI0C 3;3;2;2
1P100220299;1P10C 4,
1P100396485;IPI0C 20;19;

Iron-sulfur cluster ISCU;NIFUN

12,2 Isoform 1 of Iron- Q9H1K1-1,Q9H1K ISCU_HUMAN;B3} ENST0000031189: OTTHUMPO00002 NP_998760;NP_0! PFO1592 NifU_N

Importin subunit | KPNBL;NTF97  Importin subunit | Q14974;82RBR9;E IMB1_HUMAN;B7 ENST0000029015: OTTHUMPO00000 NP_002256 PF00514;PF02985 Arm;HEAT;IBN_N
Adenosylhomocys AHCY;SAHH Adenosylhomocys P23526;B3KUN3;F SAHH_HUMAN;Q: ENST00000217421 OTTHUMP000000 NP_000678;NP_Oi PF05221;PF00670 AdoHcyase;AdoHc
Farnesyl pyrophos FDPS;FPS;KIAAL2¢ Farnesyl pyrophos P14324;E9PCI9;Q: FPPS_HUMAN;Q1 ENST0000035665 OTTHUMPO00000 NP_001129293;NI PF00348 polyprenyl_synt
FAD synthetase;Fl FLAD1;PPS91;RP1 Isoform 1 of FAD « Q8NFF5-1;Q8NFFt FAD1_HUMAN;QE ENST0000029218( OTTHUMPO00000 NP_079483;NP_9! PFO0994;PF01507 MoCF_biosynth;P.

16;11;10 Elongation factor EEF1A1;EEF1A;EF: Elongation factor P68104;A8K9C4;B EF1A1_HUMAN;EI ENST0000030926! OTTHUMP000000 NP_001393;NP_0i PFO0009;PF03144 GTP_EFTU;GTP_E

-

96 1PI00216318;IPIOC 13;13;4;4 77,11 14-3-3 protein bef YWHAB Isoform Long of 1. P31946-1;P31946, 14338_HUMAN  ENST0000035370: OTTHUMPO00000 NP_003395;NP_6: PF00244 3/3/2014
94 1PI00982101;IPIOC 11;11 434 7,7;6; 2,2,17,7;6; 2;2;114-3-3 protein zet YWHAZ Uncharacterized ¢ E7EX29;P63104;D 1433Z_HUMAN;BI ENST0000035324! OTTHUMPO00002 NP_001129171;N| PF00244 3/3/2014
1PI00024364;IPIOC 66;5;2;2;2;2;2;1;1 66;5,2;2;2;2;2;1;1 6;6;5; 2;1;1 Transportin-1;img TNPOL;KPNB2;MI Isoform 1 of Trans Q92973-1,Q9297: TNPO1_HUMAN  ENST0000033727: OTTHUMPO00001 NP_002261;NP_6! PF02985;PF03810 HEAT;IBN_N

=

09 IPI00033494;1PI0C 12;10;6; 1, 1,0; ;0;0;C 1;1 0;0;,C Myosin regulatory MYL12B;MRLC2;N Myosin regulatory 014950;P24844;C ML12B_HUMAN;! ENST0000023750 OTTHUMP000001 NP_001138416;NI PFO0036 efhand

343 568 1P10060: 3 NADH: NDUFS1;hCG_172 NADH-ubiquinone B4DJAO;P28331;E! B4DJAO_HUMAN; ENST00000233191 OTTHUMP000001 NP_001186913;NI PF09326;PF00111 DUF1982;Fer2;Mc
223 1P100220642;IP101 8;7;7 4,43 4,43 14-3-3 protein gar YWHAG 14-3-3 protein gar P61981;B3KNB4;E 1433G_HUMAN;B ENST0000030763( OTTHUMP000001 NP_036611 PF00244 3/3/2014
89;200 1P100550119;IPI0C 32,2;2;2;2;1 cDNA FLJ58821, h SEPT6;KIAA0128;S cDNA FLI58821, h BADZWO;E7ETHS; B4DZWO_HUMAN ENST0000036015 OTTHUMPO00000 NP_055944;NP_6! PFO0735 Septin
218;268 78;193;420;438  IPI00639957;IPIOC 17;17;10 17;17;10 17;17;10 Histone-arginine r CARM1;PRMT4  Isoform 3 of Histo Q86X55-3;Q86X5¢ CARM1_HUMAN ENST00000327064;ENST0000034415 NP_954592 PF06325 PrmA
1P100292499;IPI0C 6;3;1;1 6;3;1,1 6;3;1,1 Heat shock 70 kD: HSPA14;HSP60;HS Heat shock 70 kD: QOVDF9;B4DYI5  HSP7E_HUMAN  ENST0000037837. OTTHUMP0O00000 NP_057383 PF00012 HSP70
72 1P100871174 5 5 5 C-Myc-binding prc MYCBP;AMY1 C-Myc-binding prc Q99417;Q61B68 MYCBP_HUMAN ENST0000037299: OTTHUMP000000 NP_036465
1P100844000;1P10C 2;2 2;2 2;2 UPF0555 protein | KIAAO776 Isoform 1 of E3 Ul 094874-1;094874 KO776_HUMAN  ENST0000036927: OTTHUMP000000 NP_056138 PF09743 DUF2042
40;84;461 157;493 1P100220834;IPI0C 19;3;1 1931 19;31 ATP-dependent D XRCC5;G22P2 X-ray repair cross- P13010;Q53T09;C KU86_HUMAN ENST0000032806: OTTHUMP000001 NP_066964 PF02735;PF03730 Ku;Ku_C;Ku_N;Ku,
118;647 1PI00009960;1P101 12;12;12;12;12;12 12;12;12;12;12;12 12;12;12;12;12;12 Mitochondrial inn IMMT;HMP;PIG4 Isoform 1 of Mito Q16891-1;Q16891 IMMT_HUMAN;B: ENST0000025463( OTTHUMP000002 NP_006830;NP_0i PFO9731 Mitofilin
66,94 1P100020495;1P10C 4;2 4;2 4;2 28S ribosomal prc MRPS36;DC47 28S ribosomal prc P82909;D6R941  RT36_HUMAN ENST0000025644: OTTHUMP000002 NP_150597
170 1P100061245 4 4 4 28S ribosomal prc MRPS10;MSTPOA4( 28S ribosomal prc P82664;B4DP77;C RT10_HUMAN ENST0000005346! OTTHUMPO00000 NP_060611 PF00338 Ribosomal_S10
495,672 1P100009790;1PI0C 4;4;2;2;1;1 6-phosphofructok PFKP;PFKF;RP11-2 6-phosphofructok Q01813;B3KS15;C K6PP_HUMAN;B3 ENST0000038112! OTTHUMPO00000 NP_002618 PF00365 PFK
22;110;134 1P100215914;1P10C 7;7, 53;3,27; 53;3,25; 1;1;1;C ADP-ribosylation | ARF1;ARF3 ADP-ribosylation | P84077;P61204;Ft ARF1_HUMAN;AR ENST0000027210; OTTHUMPO00000 NP_001019397;NI PF00025 Arf
39;75;93 IP100006579 7 7 7 Cytochrome c oxic COX411;COX4 Cytochrome c oxic P13073;Q86WV2 COX41_HUMAN ENST0000025345; OTTHUMP000001 NP_001852 PF02936 Cox4
1P100300371;IPI0C 4;3 4;3 4;3 Splicing factor 3B SF3B3;KIAA0017;¢ Isoform 1 of Splici Q15393-1;Q1539: SF3B3_HUMAN  ENST0000030251 OTTHUMP000001 NP_036558 PF03178 CPSF_A
1P100867714;IPI0C 2;2;1;1 2;2;11 2;2;11 Protein LSM12 ho LSM12 Isoform 2 of Prote Q3MHD2-2;Q3MF LSM12_HUMAN;B ENST00000293406 NP_689557 PF09793 AD
373 1P100018398;IPI0C 2;2;1 2;2;1 265 protease regu PSMC3;TBP1 265 protease regu P17980;A8K781;E' PRS6A_HUMAN  ENST0000029885. OTTHUMP000002 NP_002795 PF00004 AAA
1P100217104 4 4 4 Melanoma-associi NDNL2;HCA4;MA( Melanoma-associi Q96MG7 MAGG1_HUMAN ENST0000033230: OTTHUMPO00001 NP_619649 PF01454 MAGE
1P100397904;IP10C 4;4 Nuclear pore com NUP93;KIAA0095 Nuclear pore com Q8N1F7;A8K897;E NUP93_HUMAN;E ENST0000030815¢ OTTHUMP000001 NP_055484 PF04097 Nic96
49;81 129 1P100013468;IPI0C 9;9; Mitotic checkpoin BUB3 Isoform 1 of Mito 043684-1;043684 BUB3_HUMAN;B4 ENST0000036886! OTTHUMP000000 NP_004716;NP_Oi PFO0400 ‘WD40

83;237;

38,486;681;751

73;147;164;233;2¢ 127;129;239

46;67;143

175 41;298

103;128;131;229 150;154;245

208
531,139
323,674
65,81,278

151
46,168,178 227,413

104;158;368,448,497,504

17,141,162

72;609;621

73;351;499;793;¢ IPI00013808;1P101 52;36;:

0;0;0;C Pyruvate kinase is PKM2;PK2;PK3;PK pyruvate kinase is P14618-2;P14618; KPYM_HUMAN;Q ENST00000319622;ENST000003351¢ NP_001193725;N| PF00224;PF02887 PK;PK_C

1PI00411559;IPIOC 31;30;2 :331; 1331 3;3 Structural mainter SMC4;CAPC;SMC4 Isoform 1 of Struc QINTI3-1;Q9NTI2 SMCA_HUMAN;BZ ENST0000034472; OTTHUMPO00002 NP_001002800;NI PF06470;PF02463 SMC_hinge;SMC_
1PI00383581;IPIOC 3;3; Neutral alpha-gluc GANAB;G2AN;KIA cDNA FLI61290, h Q14697-1;014697 GANAB_HUMAN;| ENST0000034617: OTTHUMPO00002 NP_938148;NP_9: PFO1055;PF04901 Glyco_hydro_31;F
1PI00414554;IPI0C 2;1 Actin-related prot ARPCSL Actin-related prot Q9BPX5;B3KPC7 ARPSL_HUMAN  ENST0000025947° OTTHUMPO0000O NP_112240 PF04699 P16-Arc

520 IPIO0005158;IPIOC 3;3;3 333 333 Lon protease horr LONPLPRSS15  Lon protease hon P36776;E5KMHS;1 LONM_HUMAN;B ENST00000360614;ENST000003584C NP_004784 PF0O0004;PF02190 AAA;LON;Lon_C
IPI0000S160; PIOC 4;4;2;2,2;2,2;2;1  4;4;2,2,2,2,2;21 4;4;2;2;2,2;2;2;1 Actin-related prot ARPCIB;ARCA1  Actin-related prot 015143;A4D275;C ARCIB_LHUMAN  ENST0000025272! OTTHUMPO00002 NP_005711;XP_9¢ PFO0400 WD40
IPI00007752;IPIOC 19;15;14;13;9;8;7; 3;2, 0;1;1,C 3;2 1;1;C Tubulin beta-2C ¢l TUBB2C;TUBBA;T Tubulin beta-2C ¢/ P68371;Q8IWP6;C TBB2C_HUMAN;T ENST0000034038: OTTHUMPO00001 NP_006079;NP_0I PFO0091;PF03953 Tubulin;Tubulin_C

1P100017376;IPI0C 2;2;2 Protein transport SEC23B;RP11-379. Protein transport Q15437;B4DJW8;| SC23B_HUMAN;B. ENST0000026254: OTTHUMP000000 NP_001166216;NI PFO0626;PF08033 Gelsolin;Sec23_B¢

1PI00027626;IPI01 19;17;17;11;5;4;3; ; T-complex proteir CCT6A;CCT6;CCTZ T-complex proteir P40227;B2R9K8;Q TCPZ_HUMAN;AL ENST0000027560: OTTHUMP000001 NP_001753;NP_01 PF00118 Cpn60_TCP1
factor EEF2;EF2 Elongation factor P13639;Q6PK56;C EF2_HUMAN;BAD ENST00000309311 NP_001952 PF00679;PF03764 EFG_CEFG_IV;GT
1PI00060627 3 3 3 Coiled-coil domait CCDC124 Coiled-coil domait Q96CT7 CC124_HUMAN  ENST00000262801 NP_001129675;NI| PF06244 DUF1014
IPI00025273;IPIOC 7;4;4;3,2;2;2;1;1;1 7;4;4;3,2;2,2,1;1;1 7;4;4;3,2;2,2;1;1;1 Tri purit GART;PGFT;PRGS  Isoform Long of Ti P22102-1;P22102, PUR2_HUMAN;Q: ENST0000036109: OTTHUMPO0000O NP_000810;NP_Oi PFO0586;PF02769 AIRS;AIRS_C;Form
IPI00396378;IPIOC 5;5;3 553 553 Heterogeneous nt HNRNPA2BL;HNR Isoform B1 of Het P22626-1;,P22626, ROA2_HUMAN ~ ENST0000035466° OTTHUMPO00001 NP_112533;NP_0I PFO0076 RRM_1
CON_00713814 9 3 3 >IPI:CON_007138 P10096
1PI00790305;IPIOC 2;1;1 21,1 21,1 PEST proteolytic s PCNP PEST proteolytic s Q8WW12-1;08W' PCNP_HUMAN  ENST0000026526( OTTHUMPO000002 NP_065090
168 1PI00413108;IPIOC 1;1 1,1 405 ribosomal pro RPSA;LAMBR;LAN 33 kDa protein;40 PO8865;C919K3;A¢ RSSA_HUMAN;A6 ENST0000030182: OTTHUMPO00002 NP_001012321;N| PFO0318 Ribosomal_52
386 IPI00006663;1PIOC 8;7; Aldehyde dehydrc ALDH2,ALDM  Aldehyde dehydrc P0S091;Q53FB6;B ALDH2_HUMAN;E ENST00000261733 NP_000681;NP_0I PF00171 Aldedh

1PI00549205;IPIOC 6;6;
284 1PI00295851;1PI0C 18;13;4;4
1PI00549248;IPIOC 9;9;

13 IPI0000S658;1PI0C 7;6;1
1PI00009104;IPI01 14;13;5
1PI00000690;IPIOC 4;4;2;2

IPI00910781;IPIOC 20;20;19;5;1;1  20;20;19;5;1;1  20;20;19;51;1  Glucose-6-phosph GPI
27;26;23;18 52;36;27;26;23;18 51;36;26;26;22;18 Alpha-actinin-4;N: ACTN4

DNA repair protei RAD50 Isoform 2 of DNA Q92878-2;Q9287¢ RAD50_HUMAN;A ENST0000026533! OTTHUMP000000 NP_005723 PF04423;PF02463 Rad50_zn_hook;S
Coatomer subunit COPB1;COPB;MST Coatomer subunit P53618;E9PP73  COPB_HUMAN  ENST0000024992: OTTHUMP000002 NP_001137533;NI PF01602;PF07718 Adaptin_N;Coatar
Nucleophosmin;N NPM1;NPM Isoform 1 of Nucle P06748-1;P06748 NPM_HUMAN;Q9 ENST0000029693( OTTHUMP000001 NP_002511;NP_9! PF03066 Nucleoplasmin
Ubiquitin-like pro UBL4A;DXS254E;C Ubiquitin-like pro P11441;Q5HY81  UBL4A_HUMAN;C ENST0000036965: OTTHUMPO000000 NP_055050 PF00240 ubiquitin
RuvB-like 2;48 kDi RUVBL2;INO80J;T RuvB-like 2;cDNA Q9Y230;B3KNL2;E RUVB2_HUMAN;E ENST00000221413 NP_006657 PF0O0004;PFO6068 AAA;TIP49
Apoptosis-inducin AIFM1;AIF;PDCD8 Isoform 1 of Apop 095831-1;095831 AIFM1_HUMAN;C ENST0000028729! OTTHUMP000000 NP_004199;NP_61 PFO0070;PF07992 Pyr_redox;Pyr_rec
glucose-6-phosph B4DE36;B4DG39;F BADE36_HUMAN; ENST00000356487 NP_001171651;NI PF00342 PGI
Alpha-actinin-4;Ur 043707;D6PXK4;C ACTN4_HUMAN;C ENST0000025269¢ OTTHUMPO00001 NP_004915 PF00307;PF00036 CH;efhand;efhanc

1PI00024933;IPIOC 12;6 1256 12;6 605 ribosomal pro RPL12 Isoform 1 of 60S r P30050-1;P30050, RL12_HUMAN ~ ENST0000036143 OTTHUMPO00000 NP_000967 PF00298;PF03946 Ribosomal_L11;Ri
1PI00873223;IPI0C 2,2 22 2,2 cDNA, FLI95012, F UGP2;UGP1 CDNA FLI56155, h B2RAN1;84DUP2; B2RAN1_HUMAN ENST0000033713( OTTHUMP000002 NP_006750;NP_Oi PF01704 UDPGP
339 IPI00642904;1PI0C 8;8;8;8;4;2 LL,L1,10 PABPC4 protein;P PABPC4;RP11-69E polyadenylate-bin E9PBN1;Q4VC03;¢ Q4VCO3_HUMAN; ENST0000037285: OTTHUMPO00000 NP_001129125;N| PFO0658;PF00076 PABP;RRM_1




4971;5504;5839 835 9 1PI00107722;IPIOC 3;1;1 311 311 Methylmalonyl-Cc MCEE Methylmalonyl-Cc Q96PE7 MCEE_HUMAN  ENST0000024421° OTTHUMPO00001 NP_115990 PF00903 Glyoxalase
254;255;3899;390 1062 119 1PI00220487;IPIOC 11;7;6;5;4 11,7,6;5:4 ATP synthase subi ATPSH;My032  Isoform 1 of ATP « 075947-1,075947 ATPSH_HUMAN ~ ENST00000301587;ENST0000034454 NP_006347;NP_0i PF05873 Mt_ATP-synt_D
96;275;475;890;1¢ 1595;1596;1597;1 971,972,973 188;695;1078;108 208;690;930 1PI00783271;1PI01 30;23;8;8;7;1;1;1;: 30;23;8;8;7;1;1;1;: 30;23;8;8;7;1;1;1; Leucine-rich PPR 1 LRPPRG;LRP130  Leucine-rich PPR 1 P42704;B4DSRO;E LPPRC_HUMAN  ENST0000026066! OTTHUMPO00002 NP_573566 PF01535 PPR
1419;2114;2523;2 1025;1026;1027;1 495;610;611 34;63;64;234;264; 36,164,294 1PI00219217;IPIOC 23;14;12;9;3;1;1;1 21;12;11;9;3,0,0;0 21;12;11;9;3;0,0;0 L-lactate dehydro; LDHB L-lactate dehydro; PO7195;,Q5U077;2 LDHB_HUMAN;AE ENST0000035066¢ OTTHUMPO00001 NP_001167568;NI PF02866;PF00056 Ldh_1_C;Ldh_1_N
1313;1542;2178;4 1196 259 1PI00298961;IPIOC 6;1;1;1;1;1;1 61,1;1; 1 Exportin-1;Chrom XPO1,CRM1 Exportin-1 014980;B3KWD0; XPOI_HUMAN  ENST0000019541! OTTHUMP000002 NP_003391 PF08767;PF03810 CRM1_C;IBN_N;X|
39254559 IPI00065671;1PIOC 2;1;1 Uridine-cytidine k UCK2;TSA903;UM Isoform 1 of Uridi Q9BZX2-1;Q9BZX: UCK2_HUMAN;B4 ENST0000036787¢ OTTHUMPO00000 NP_036606 PF00485 PRK
1499;3501;4193;5 628,629 56,909 1PI00023647;IPIOC 6;5; Ubiquitin-like moc UBA6;MOP4;UBE! Isoform 1 of Ubiqi AOAVT1-1;A0AVT: UBA6_HUMAN  ENST0000032224: OTTHUMPO00001 NP_060697 PF00899;PF09358 ThiF;UBA_el_C;U
1117;3265;3962;4 121 64 1PI00003949;1PI01 7;5, Ubiquitin-conjuga UBE2N;BLU;UBE2 Ubiquitin-conjuga P61088;Q5/XB2;E! UBE2N_HUMAN;L ENST0000031806 OTTHUMPO00000 NP_003339;NP_0I PFO0179 ua_con
999;2506;3111;33 1283 253 1PI00328319;IPI0C 9;9, 1 Histone-binding p RBBP4;RBAP48  Isoform 1 of Histo Q09028-1;00902¢ RBBP4_HUMAN ~ ENST0000037349: OTTHUMPO00000 NP_005601;NP_0I PFO0400 WD40
672;3590;6234;6806;8009;8603 1PI00783982 6 6 5 Coatomer subunit COPG,COPG1  Coatomer subunit Q9Y678;B3KW21; COPG_HUMAN  ENST0000031479° OTTHUMPO00002 NP_057212 PF01602;PF08752 Adaptin_N;Gamm
160;251;623;813;¢ 1070;1071;1072;1 639;640;641;643;¢ 64;69;149;239;29: 49;152;326;358;4: IPI00479186;IPIOC 43;38;34 43;38;34 44;4 Pyruvate kinase is PKM2;PK2;PK3;PK Isoform M2 of Pyr P14618-1;P14618, KPYM_HUMAN;B« ENST00000319622;ENST000003351€ NP_002645;NP_0I PF00224;PF02887 PK;PK_C
205;7014;8240;8737 IPI00026216;IPIOC 4;4;3;2;1;1;1,1;1;1 4;4;3;2;1,1;,1,1;1;1 434, 1;1;1;1 Puromycin-sensiti NPEPPS;PSA Puromycin-sensiti P55786;B3KU93;B PSA_HUMAN;B7Z ENST0000032215 OTTHUMPO00002 NP_006301 PF01433 Peptidase_M1
5523;7770 455 62 1PI00017448;IPIOC 2;2;1 221 221 408 ribosomal pro RPS21;RP5-908M: 40 ribosomal pro P63220;Q6FGHS;¢ RS21_HUMAN;Q8 ENST0000031731: OTTHUMPO00000 NP_001015;XP_O( PF01249 Ribosomal_S21e
196;301;1845;225 183 1037 1PI00007402 4 4 4 Importin-7;Ran-bi IPO7;RANBP7  Importin-7 095373;B3KNG;! IPO7_HUMAN ~ ENST0000037971¢ OTTHUMP000002 NP_006382 PF03810 IBN_N
2483;7233;7506;7 364 471 1PI00013214;IPIOC 4;4;1 DNA replication li MCM3 CDNA FLI55599, h P25205;82R7C5;8 MCM3_HUMAN;B ENST0000022985: OTTHUMP00000O NP_002379 PF00493 McM
21;111;707;1215;: 162;163;164;165;: 106 164;615;673;734;¢ 705 1PI00006482;1PI0C 18;18;18;11;8; 118;18;11; 0;C Sodium/potassiun ATP1AL;hCG_379 Isoform Long of St PO5023-1;P05023; AT1A1_HUMAN;B ENST0000029559: OTTHUMPO00000 NP_000692;NP_0I PFO0689;PFO0690 Cation_ATPase_C,
796;2422;3370;3855;3958;4110;713¢ 583 464 1PI00794900;1PI0C 9;9 99 CDNA FLI56016, h MTHFD1;MTHFC;! cDNA FLIS6016, h B72809;FSH2F4;P: B72809_HUMAN; ENST0000021660! OTTHUMPO00001 NP_005947 PF01268;PF00763 FTHFS;THF_DHG_
452;1888;3032 1PI00926977;IPIOC 3;1 31 265 protease regu PSMC6;SUG2 268 protease regu P62333 PRS1I0_HUMAN ~ ENST0000021640° OTTHUMPO00001 NP_002797 PF0O0004 AAA
562;757;1062;110 334;335;336;337;: 199;200 89;729;731,761;8: 448,616 IPI00012268;IPI01 21;19;18;17;13;7;: 21;19;18;17;13;7;: 21;19;18;17;13;7;: 265 p n PSMD2;TRAP2 265 proteasome n Q13200;053XQ4;t PSMD2_HUMAN; ENST0000031011: OTTHUMPO00002 NP_002799 PF01851 PC_rep
2359;3252;8750 1PI00746165;IPIOC 3;3;2;1;1;1;1 WD repeat-contai WDR1 Isoform 1 of WD r 075083-1;,075083 WDR1_HUMAN;B ENST0000038245: OTTHUMPO00002 NP_059830 PF00400 WD40
1031;7803;8309;8743 1PI00289159;IPIOC 4;4;2;1;1;1;1 kidn( GLS;GLS1;KIAAOS: Isoform 1 of Glute 094925-1,094925 GLSK_HUMAN ~ ENST0000032071° OTTHUMPO00001 NP_055720 PF00023;PF04960 Ank;Glutaminase
7200;7719 1PI01018740; PIOC 2;2;2;2;2;1;1;1 Putative uncharac CYFIP2;KIAA1168; Uncharacterized p ASMUM2;B723H2 ABMUM2_HUMAI ENST0000031821: OTTHUMPO00002 NP_001032409;NI PF05994 FragX_IP
89;293;517;1016;: 566,567 342;343;344;345 54,304 150;209;733;787 IPI00640197;IPIOC 18;18 Tripeptidyl peptid TPP2;RP11-29B2.: Uncharacterized  Q5VZU9;P29144;E Q5VZU9_HUMAN ENST0000037605: OTTHUMPO00000 NP_003282 PF00082 Peptidase_S8
1057;5696;5785;8 501,502 316;317 13;17 24;56 1PI00019329;IPI01 5;3;3;1 Dynein light chain DYNLL1;DLC1;DNC Dynein light chain P63167,Q6FGH9 DYLL_HUMAN  ENST00000242577;ENST000003925¢ NP_001032583;NI PF01221 Dynein_light
443,484;2267;226 1506;1507;1508;1 923 126;206;230;243 153 1PI00549725;IPI01 11;8;6;6;4;3;3;2;2 11; 18:6:6/4;3;3;2;2 Phosphoglycerate PGAM1;PGAMA;C Phosphoglycerate P18669;F222J9;Q( PGAM1_HUMAN; ENST0000033482: OTTHUMPO00000 NP_002620;XP_0( PFO0300 PGAM
2208;4004;6785 232 21 1PI00008575;IPIOC 3;3;3;2;1;1;1;1;1;1 3;3;3;2;1;1;1;1;1;1 3;3;3;2;1;1;1;1;1;1 KH domain-contai KHDRBS1;5AM68; Isoform 1 of KH di Q07666-1;Q0766¢ KHDR1_HUMAN;E ENST0000030771: OTTHUMPO00000 NP_006550 PF00013 KH_1
1614;2027;2104;3 410;411;412;413;¢ 252,253 334;424;519;534; 455,524 1PI00307092;IPIOC 17;17;10;1 17,17;10;1 Lysyl-tRNA synthe KARS;KIAAO070  Isoform Mitochon Q15046-2;Q1504€ SYK_HUMAN;Q6Z ENST0000030244! OTTHUMPO00001 NP_001123561;NI PFO0152;PF01336 tRNA-synt_2;tRN/
1098;4139;6891 112 123 1PI00007423;IPIOC 3;3;2;1;1;1;1 3321111 Acidic leucine-rict ANP32B;APRIL;PH Isoform 1 of Acidi Q92688-1;09268¢ AN32B_HUMAN;C ENST0000033939 OTTHUMP000000 NP_006392 PF00560 LRR_1
410;411;1260;144 694;1327;1328;13 427 129,153;166;198 125 1PI00796366;IPI01 11;11;11;11;11;11 11;11;11;11;11;11 8;8;8;8;8;8;8; 7,7;7 CDNA FUI56329, h MYL6 CDNA FLI56329, h B72624;P60660-1; B72624_HUMAN;| ENST00000293422;ENST000003481C NP_066299;NP_5. PF00036 efhand
2073;2074;2079;2217;3871 1PI01021243;IPIOC 5;5, SAP domain-cont: SARNP;HCCL;HSP( Protein;SAP domz P82979;Q567R9;A SARNP_HUMAN;C ENST00000336133 NP_149073 PF02037 SAP
581;2051 1PI00945507;IPIOC 2;2, Succinyl-CoA ligas SUCLG2;DKFZpS8¢ succinyl-CoA ligas COIVT2;Q96199;Q: SUCB2_HUMAN;B ENST0000030722° OTTHUMP000002 NP_001171070;NI PFO8442;PF00549 ATP-grasp_2;Ligas
6807 1PI00966585;IPIOC 1;1;1;1;1 CDNA FLI58699, h TNFAIP8 CDNA FUI58699, h B72713;095379-2 B72713_HUMAN; ENST0000027445( OTTHUMP000002 NP_055165;NP_Oi PF05527 DUF758
2246;5966 1PI00004534 2 2 2 Phosphoribosylfor PFAS;KIAA0361  Phosphoribosylfor 015067;A8K8N7;4 PUR4_HUMAN  ENST0000031466 OTTHUMPO00001 NP_036525 PF00586;PF02769 AIRS;AIRS_C
1065;2938 1PI00412497;IPIOC 2;2;2;1 Dynein, light chair DYNLRB1;RP5-91¢ Uncharacterized  BIAKR6;B4DFR2;C BIAKR6_HUMAN; ENST0000037484 OTTHUMPO00000 NP_054902;NP_5' PF03259 Robl_LC7
167;3905;5357;8500 163 153 1PI00010346;IPI01 4;4; Neurolysin, mitoc NLN;AGTBP;KIAA! Neurolysin, mitoc Q9BYT8;A8KIT8;E NEUL_HUMAN;Q¢ ENST0000034015¢ OTTHUMPO00001 NP_065777 PF01432 Peptidase_M3
1862;4758;5011;6816;7428;7547 859,860 483,633 1PI00419273;IPIOC 6;5, Cullin-4A;Cullin-4f CUL4A;CUL4B;KIA. Isoform 1 of Cullir Q13619-1;Q1361¢ CUL4A_HUMAN;C ENST0000037544( OTTHUMPO00000 NP_001008895;NI PFO0888;PF10557 Cullin;Cullin_Nedc
791;1394;1482;1783;3271;5998;6136;6712;7094;7761,8110;8852 1PI00216230;IPIOC 12;6;6; 12;6;6;6 Lamina-associatec TMPO;LAP2 Lamina-associatec P42166;P42167-1, LAP2A_HUMAN;L. ENST00000266732;ENST0000026121 NP_003267;NP_0I PF03020;PF08198 LEM;Thymopoieti
798;3613,4585;76 942 780 1PI00216003;IPIOC 4;2 42 Cullin-5;Vasopres: CULS;VACM1  Cullin-5;Protein Q93034 CUL5_HUMAN  ENST0000029935: OTTHUMPO000002 NP_003469 PF00888;PF10557 Cullin;Cullin_Ned
2706;5210;8521;8522 1022 95 2 VH4-34 Similar to Cold agy Q7Z3Y6 Q723Y6_HUMAN OTTHUMP00000201154 PF07686 V-set
27733170 441 69 1PI00745343;IPIOC 2;2, 1 small nuclear ribo SNRPG;PBSCG  Small nuclear ribo ABMWD9;P62308 RUXGL_HUMAN;F ENST0000027234i OTTHUMP000001 NP_003087;NP_Oi PF01423 LSM
860;2070;3438;6237;8033 478 133 1PI00059292;IPIOC 5;5 1 Protein mago nasl MAGOHB;MAGOF Protein mago nas| Q96A72;P61326;4 MGN2_HUMAN;N ENST0000032075 OTTHUMPO00002 NP_060518;NP_0I PF02792 Mago_nashi
1782;1793;5074;5 843 182 IPI00167998;IPIOC 6;6;6 UPFO667 protein ( Clorfs5 Isoform 1 of UPFO Q61Q49-1;061Q49 CA055_HUMAN  ENST0000027209: OTTHUMPO00000 NP_689821
1195;2062,2551;8027 185 177 1PI00011274;IPIOC 4;4;4 Heterogeneous ni HNRPDL;JKTBP  Isoform 1 of Hete 014979-1;,01497¢ HNRDL_HUMAN ~ ENST0000029547 OTTHUMPO00001 NP_112740 PF00076 RRM_1
1019;1369;1816;2 1491;1493;1661 909;911;912;1007 79;366;383 88;134;303;351  IPI00896380 13 13 2 1g mu chain C regi IGHM Isoform 2 of Ig mu P01871-2;P01871 IGHM_HUMAN  ENST00000390558;ENST00000390559 PFO7654 Cl-set
1104;1207;1410;2 997,998;999;1000 593;594;595 151;237;250;260;: 125,210,269 1PI00218782;IPIOC 19;19;16;13;13;7 19;19;16;13;13;7 19;19;16;13;13;7 Capping protein ( CAPZB;RP4-657E1 cDNA FLI60094, h B1AK88;B2R7T8;B B1AKS88_HUMAN; ENST0000026420; OTTHUMPO00000 NP_004921;NP_0I PFO1115 F_actin_cap_B
1891;2050;7831 1PI00337541;IPIOC 3;2;2;1 32;2;1 NAD(P) transhydn NNT NAD(P) transhydn Q13423;02TB59%; NNTM_HUMAN ~ ENST0000026466: OTTHUMPO00001 NP_036475;NP_8! PFO1262;PF05222 AlaDh_PNT_C;Ala
216;504;1189;140 641 386,387 156 127,229 1PI00024919;IPIOC 11;11 Thioredoxin-depe PRDX3;A0P1;mer! Thioredoxin-depe P30048;A4UCS5;C PRDX3_HUMAN;C ENST0000029851 OTTHUMPO00000 NP_006784;NP_0! PF10417;PF00578 1-cysPrx_C;AhpC-
1019;1816;1817;2 1491;1492;1493 909;910;911;912 116;288;305 56;119;225;273  IPI00479708;1PI0C 13;10 Ig mu chain C regi IGHM Full-length cDNA « P01871-1;P01871; IGHM_HUMAN;M ENST0000039055: OTTHUMPO00000201693 PFO7654 Cl-set
248;355,2652;7405;7665 302 605 IPI00018349;1PIOC 5;5;5;2 DNA replication li MCM4;CDC21  DNA replication li: P33991;B3KMX0; MCM4_HUMAN;A ENST0000026210! OTTHUMPO00002 NP_005905;NP_8' PF00493 McM
2447;4473;6447;7 1146 256 1PI00294879;IPIOC 6;5;2;2;1 Ran GTPase-activi RANGAPL;KIAA18 Ran GTPase-activi P46060;B0QYT3;B RAGP1_HUMAN;E ENST0000035624: OTTHUMPO00001 NP_002874 PFO7834 RanGAP1_C
199;726;792;2671 1550;1551;1552;1 945 207,274;311;612 394 IPI00643920;1PIOC 24;24;22;9;2 24;24;22,9;2 24;24;22,9;2 CDNA FU54957, h TKT CDNA FU54957, h B4DE3L;E7EPA7;P B4DE31_HUMAN; ENST0000029628 OTTHUMP000002 NP_001055;NP_Oi PF02779;PF02780 Transket_pyr;Trar
1498;3391;4920;7805;8129 IPI00554481;1PI01 1,131 1,131 1;1;1 4F2 cell-surface a1 SLC3A2;MDUL  Isoform 4 of 4F2 ¢ PO8195-4;P08195, 4F2_HUMAN;BAE: ENST0000033866: OTTHUMPO00002 NP_002385;NP_0I PF00128 Alpha-amylase
495;1144;6171;74 1265;1266 13;30 1PI00305668 5 5 5 285 ribosomal pro MRPS6;C210rf101 285 ribosomal prc P82932 RTO6_HUMAN  ENST0000036207° OTTHUMPO00000 NP_115865
731;3889;7161 1PI00910701;IPIOC 3;3 33 33 CDNA FLI61339, h AARS CDNA FLI61339, h BADRAS;E7ETKS;P BADRAS_HUMAN; ENST00000261772 NP_001596 PF02272;PF01411 DHHAL;tRNA-synt
663;2018,2389;29 624,625,626 381 445,551,627 633 IPI00985353;1PI0C 8;8 ;1;1 cDNA, FLI95068, F EEFID;EF1D Uncharacterized p B2RARG;EOPRYS;P B2RAR6_HUMAN; ENST0000033736¢ OTTHUMPO00002 NP_001123525;NI PF10587;PF00736 EF-1_beta_acid;EF
122;425;529;852;¢ 1421;1422;1423;1 847;848;849;850;¢ 93;363;466;513;6( 366;412;521;589;* IPI00414676;IPIOC 39;20;10;9;9;8;8;6 39;20;10;9;9;8;8;6 22;8;2;0;7;6;6;2;3; Heat shock protei HSPIDAB1;HSPI0I Heat shock protei P08238;A8K3W9;1 HS90B_HUMAN;H ENST0000035380: OTTHUMPO00000 NP_031381 PF02518;PF00183 HATPase_;HSPIC
1312;1442;7979 1PI00916600;IPIOC 3;3; Calmodulin;CALM CALM1;CALM;CAN Uncharacterized f E7EMB3;P62158;F CALM_HUMAN;Q: ENST0000027229: OTTHUMP000002 NP_001734;NP_Oi PF00036 efhand
404;534;911;1384 1112 656;657 60 101,434 1PI00289499;IPIOC 15;14; ;22 Bifunctional purin ATIC;PURH;OK/SV Bifunctional purin P31939;A8k202;8 PURS_HUMAN;B4 ENST0O000023695¢ OTTHUMP000001 NP_004035 PF01808;PF02142 AICARFT_IMPCHa
557;1272;1807;19 794 926 IPI00054042;IPI01 66;6;6;6;6;2;1;1;1 6,6;6;6;6;6;2;1;11 6;6;6;6;6;6; 2;1;1;1 General transcript GTF2I;BAP135;WE Isoform 1 of Gene P78347-1;P78347, GTF2I_HUMAN;B¢ ENST00000324891 OTTHUMP000001 NP_127492;NP_1: PF02946 GTF2I
618;619;678;703;: 592;593;594;595;¢ 353;354;355;356;: 103;145;412;454;¢ 143;164;291;488;¢ IPI00021338;1PI0C 35,29 75 Dihydrolipoyllysin DLAT;DLTA Dihydrolipoyllysin P10515;84DJX1;Q ODP2_HUMAN;BZ ENST0000028034( OTTHUMPO00001 NP_001922 PF00198;PF00364 2-oxoacid_dh;Biot
4340;8963 1PI00328257;IPIOC 2;2;2 L1111 2,22 1;1;1;1 AP-1 complex sub AP1B1;ADTB1;BAI Isoform A of AP-1 Q10567-1;Q10567 AP1B1_HUMAN;C ENST0000035601! OTTHUMPO00001 NP_001118;NP_61 PFO1602;PF02883 Adaptin_N;Alpha_
1132;1357;1743;1 1666 1010 108 155 1PI00952583;IPIOC 9 2 99 Malate dehydroge MDHL,MDHA ~ malate dehydroge B72317,COJF79;FSI B72317_HUMAN;) ENST0000023311 OTTHUMPO00002 NP_001186040;N| PF02866;PF00056 Ldh_1_C;Ldh_1_N
1401;1519;2533;2 939,940,941 552,553 46;72;137 43,175 1PI00215965;IPIOC 14;14;14;14;14;14 14;14;14;14;14;14 14;14;14;14;14;14 Heterogeneous nt HNRNPAL;HNRPA Isoform A1-B of H P09651-1;P09651, ROAL_HUMAN;BZ ENST0000033075; OTTHUMPO00000 NP_112420;NP_0I PFO0076 RRM_1
192;439;577;3178 643;644 391;392;393 189;191 62;213;225 1PI00024993 9 9 9 Enoyl-CoA hydrat: ECHS1 Enoyl-CoA hydrat: P30084 ECHM_HUMAN  ENST0000036854° OTTHUMPO00000 NP_004083 PF00378 ECH
2250;4404 1PI00003217 2 2 2 Proteasome subui PSMB7 Proteasome subui Q99436;82RAQY;! PSB7_HUMAN ~ ENST0000025945  OTTHUMPO00000 NP_002790 PF00227 Proteasome



1558;3149;4988;6
886;1226;2692
616;912;955;1923 473;474;475,476;¢ 296,297,298
3334;6994

2102;4588

115;8235;9027
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339;684;842;1154 1340;1341
4794;6567;6634;7683;7946
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3,2729;3603

4921;7727
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60;174;244;281;2¢ 106;187;295

138;153;168;240;: IPI00848226;IPIOC 15;14;12;12;11;11 15;14;12;12;11;11 15;14;12;12;11;11 Guanine nucleotic GNB2LL;HLC7;PIG Guanine nucleotic P63244;E9KL35;DI GBLP_HUMAN
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8,223;236,250
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206;306;321;418

93,212;275;285

148;245

53;172;186

IPI00011307;IPIOC 4;3;3;2;1

674 1PI00922181;IPIOC 3;3;3
1PI00018206;IPIOC 18;14;6
1PI00218847;IPIOC 2;2;2;1;1;1;1
1PI00029114 2

4;3;3;2;1
3;3;3
18;14;6
2;2;2;1;

1,1

4;3;3;2;1

33;

18;14;6

2;2;2;1;
2

11

2

Bifunctional meth MTHFD2;NMDMC Bifunctional meth P13995;B2R7WO0;¢ MTDC_HUMAN;Q ENST0000039405: OTTHUMP000001 NP_006627
cDNA FLI53276, m MCM2;BM28;CCN cDNA FLI53276, m B7Z8Z6;F5H1E9;P: B7Z8Z6_HUMAN;| ENST0000026505( OTTHUMP000002 NP_004517
Aspartate aminoti GOT2 Aspartate aminoti P00505;A8k482;8 AATM_HUMAN;B: ENST00000245201 OTTHUMP000001 NP_002071
Low molecular we ACP1 Isoform 2 of Low 1 P24666-2;P24666, PPAC_HUMAN;B5 ENST0000027206! OTTHUMP000001 NP_009030;NP_O!

Immature colon ¢ ICT1;DS1 Peptidyl-tRNA hyc Q14197 ICT1_HUMAN ENST00000301585 NP_001536

1PI00909904;IPI0C 3;3;3;3;3;2;2;1;1;1 3;3;3;3;3;2;2;1;1;1 3;3;3;3;3;2;2;1;1;1 cDNA FLJ61383, h STK24;MST3;STK3 cDNA FLI61383, h BADT57;Q9Y6E0-1 B4DT57_HUMAN; ENST0000037655: OTTHUMPO00000 NP_003567;NP_0!

2;2;2;2;2;1;1;1;1

2;2;2;2;2;1;1;1;

1

1PI00410215;IPI0C 2;2;2;2;2;1;1;1;1
1P100154473;IPI0C 7;7;
1P100015953;IPI0C 4;3;
33 IPI00009010;1PI01 3;3;3;1
1P100032959;IPI0C 3;1;1;1;1;1;1

3331

3;1;1;1;1;1;1

33311

3,111,111

1PI00029631 3
1PI00006408;IPIOC 16;3
IPI00005198;IPIOC 11;6;3
1PI00909516;IPIOC 3;3,
1PI00921996;IPIOC 6;6;
1PI00761054;IPI0C 2;1;1;1
IPI00007765;IPIOC 33;33;25;4;3
1PI00022774;IPIOC 14;3;3
126 1PI00012315 2
1PI00302674;IPI0C 5;2
165 1PI00291922;IPIOC 7;4
1PI01019005;IPIOC 2;2;1;1;1
IPI00514983;IPIOC 7;7;7;6;6;5;1;1;1

;LL1
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33;33;25;4;3
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3

~

IPI00031461;IPIOC 17;17;14;8;6;5;5;4
IPI00019376;IPIOC 6;6;6;6;5;3; 22,22

17;17;14;8,6,5;5;4
2;2;2;2;1;1;0,0,0,C

17,17;1

2,2;2;2;1;1;0,0;0,C

1PI00291006;IPIOC 16;13;12

1PI00027230;IPIOC 13;9;4;4;2;2;2

224 IPI00008A7S;IPIOC 8;8

115 1PI00029623;IPIOC 9;7
1PI00006552;IPIOC 3;3;2;1

154 1PI00395627;1PIOC 14;11;11;5;3;3;1;1

16;13;12
11;9;2;2;2;2;2
8;8;1;1

97

3;3;2,1

14;11;11;5;3;3;1;1

16;13;12
11;9;2;2;2;2;2
8;8;1;1

97

3;3;2,1
14;11;11;5;3;3;

1

;1

66 1P100220528 2

1P100011937;IPI0C 12;10;9;2
1P100012202;1P10C 6;5,

234 1P100645078;IPI0C 14;7;5;2;2;1;1;1; 1
1P100014230 6
1P100970818 22

339 IPI00008524;IPI0C 20;20;19;19;18;11 20;20;19;19;18;11 13;13;12;13;1.
67,108;185;429;4¢ 433,;434;435;436;« 276,277;278;279;. 100;113;216;255;: 80;85;306;312;47" IPI00015911;IP101 19;19;18;18;16;3;:

8,6,5;2
6;5;4;1
14;7;5;2;2;1;1,

19;19,

2
8;6,5;2
6;5;4;1

6
11

2

1 14;7;5:2,2;1,1;1;1

3'(2),5bisphospt BPNT1 Isoform 2 of 3(2') 095861-2;,095861 BPNT1_HUMAN;A ENSTO0000302681 OTTHUMPO00000 NP_006076
Elongation factor GFM1;EFG;EFG1;C Isoform 1 of Elong Q96RP9-1;Q96RP! EFG1_HUMAN ENST0000026426: OTTHUMP000002 NP_079272
Nucleolar RNA he DDX21 Isoform 1 of Nucle Q9NR30-1;Q9NR3 DDX21_HUMAN  ENST0000035418! OTTHUMP000000 NP_004719
TRM112-like prott AD-001;HSPC152; tRNA methyltrans Q9UI30;F5GX77 TR112_HUMAN  ENST0000030877: OTTHUMP000002 NP_057488
Glycerol-3-phospt GPD1L;KIAAO08Y Glycerol-3-phospt Q8N335;83KWN2 GPD1L_HUMAN ~ ENST0000028254: OTTHUMPO00002 NP_055956
ENST0000037681° OTTHUMP000002 NP_006089
Enhancer of rudin ERH Enhancer of rudin P84090 ERH_HUMAN ENST00000216520 NP_004441

Nitric oxide synth; NOSIP;CGI-25 Nitric oxide synth: Q9Y314;A8K670 NOSIP_HUMAN  ENST00000339093;ENST0000039185 NP_057037
Interleukin enhan ILF2;NF45;PRO30¢ Interleukin enhan Q12905;B4DY09;F ILF2_HUMAN ~ ENST0000036189: OTTHUMPO00000 NP_004506
Tripeptidyl-peptid TPP1;CLN2;GIG1;l cDNA FLJ58558, h 014773-2;014772 TPP1_HUMAN;B4 ENST0000029942" OTTHUMP000002 NP_000382
Stathmin;Phosphc STMN1;LAP18;0P Isoform 2 of Stath P16949-2;P16949, STMN1_HUMAN;( ENSTO000035786! OTTHUMP000002 NP_001138926;N|
Serine/threonine- ANKRD44 Isoform 1 of Serin Q8N8A2-1;Q8N8A ANR44_HUMAN  ENST0000028227. OTTHUMP000002 NP_001182073
Stress-70 protein, HSPA9;GRP75;HSF Stress-70 protein, P38646;Q8N1C8;E GRP75_HUMAN;B ENST0000029718! OTTHUMPO000001 NP_004125
Transitional endo| P55072;Q0IIN5;Q! TERA_HUMAN ENST0000035890: OTTHUMP0O00000 NP_009057
Nucleoside dipho: NME3 Nucleoside dipho: Q13232;09NUF9 NDK3_HUMAN  ENST0000021930: OTTHUMPO00001 NP_002504
Coiled-coil domair CCDC134 Coiled-coil domait Q9H6E4 CC134_HUMAN  ENST0000025578: OTTHUMPOO00001 NP_079097
Proteasome subui PSMA5;hCG_3991 Proteasome subui P28066;Q5UOAQ;E PSAS_HUMAN;B4 ENST0000027130: OTTHUMPO00000 NP_002781;NP_Ot
Ataxin-10;Spinoce ATXN10;SCA10;RF Ataxin-10;ataxin-1 Q9UBB4;A6NLC4;1 ATX10_HUMAN;A ENST0000025293: OTTHUMP000001 NP_037368;NP_0O!
cDNA FLJ52364, h HSPH1;hCG_3219 cDNA FLI52364, h BADYH1;Q92598-: BADYH1_HUMAN; ENST0000032002° OTTHUMPO000000 NP_006635

cDNA FLJ60299, h GDI2;RP11-318E3  cDNA FLI60299, h BADLV7;E7EU23;C BADLV7_HUMAN; ENST0000038019: OTTHUMPO00000 NP_001485;NP_0!
Septin-11 11-Sep Isoform 2 of Septi QINVA2-2;Q9NV/ SEP11_HUMAN  ENST0000026489: OTTHUMP000002 NP_060713
Malate dehydroge MDH2 Malate dehydroge P40926;B3KTM1;C MDHM_HUMAN;t ENST0000031575: OTTHUMP000001 NP_005909
Endoplasmin;Heai HSP90B1;TRA1 Endoplasmin;Uncl P14625;Q59FC6;C ENPL_HUMAN;B4 ENST00000299767 NP_003290
Hydroxymethylgl. HMGCS1;HMGCS HydroxymethylglL Q01581;Q5XJ04;0 HMCS1_HUMAN;( ENST0000032511( OTTHUMP000002 NP_001091742;N|
Proteasome subui PSMA6;PROS27;hi Proteasome subui P60900;B4DQR4;E PSA6_HUMAN;B4 ENST0000026147¢ OTTHUMP000001 NP_002782
CCR4-NOT transcr CNOT7;CAF1 CCR4-NOT transcr Q9UIV1;B3KM57;1 CNOT7_HUMAN  ENST0000036127. OTTHUMPO00001 NP_037486;NP_4
Calcyclin-binding | CACYBP;S100A6BI Isoform 1 of Calcy Q9HB71-1;Q9HB7 CYBP_HUMAN;B3 ENST0000036767' OTTHUMPO00000 NP_055227;NP_0O!
Small nuclear ribo SNRPF;PBSCF Small nuclear ribo P62306 RUXF_HUMAN ENST00000266735 NP_003086
Peroxiredoxin-4;P PRDX4 Peroxiredoxin-4;U Q13162;A6NJJ0;E¢ PRDX4_HUMAN;A ENST0000037934: OTTHUMP000000 NP_006397
Methylosome pro WDR77;MEP50;HI Methylosome pro Q9BQA1;Q5QNY9 MEP50_HUMAN;( ENST00000235091 OTTHUMP000000 NP_077007
Ubiquitin-like moc UBA1;A1S9T;UBE: Ubiquitin-like mo« P22314;B4DDE4;B UBA1_HUMAN;B4 ENST0000033597. OTTHUMPO00000 NP_003325;NP_6!
Complement com C1QBP;GC1QBP;H Complement com Q07021;A8K651 C1QBP_HUMAN  ENST00000225698 NP_001203
TPMsk1 TPM1 tropomyosin alph. D9YZV2;Q8TCG4 Q8TCG4_HUMAN ENST0000028839! OTTHUMPO00001 NP_000357

Transitional endoj VCP

 Polyadenylate-bin PABPCL;PABL;PAE Isoform 1 of Polyz P11940-1;r11940, PABP1_HUMAN;B ENST0000031860° OTTHUMPO00002 NP_002559;NP_1
;: Dihydrolipoyl deh DLD;GCSLLAD;PH Dihydrolipoyl deh P09622;B4DFLL;F¢ DLDH_HUMAN;BZ ENST0000020540; OTTHUMP000002 NP_000099

PF00763;PF02882 THF_DHG_CYH;TH

PF00493 MCM

PFO0155 Aminotran_1_2
PF01451 LMWPc
PF00472 RF-1

PF00069 Pkinase
PFO0459 Inositol_P

PF00679;PF03764 EFG_CEFG_IV,GT
PF00270;PF08152 DEAD;GUCT;Helici

PF03966 Trm112p
PF07479;PF01210 NAD_Gly3P_dh_C
PF00400 WD40

PFO1133 ER

PF04564 U-box

PF07528 DZF

PF09286 Pro-kuma_activ
PF00836 Stathmin
PF00023 Ank

PF00012 HSP70
PF0O0004;PF02933 AAA;CDC48_2;CD(
PF00334 NDK

PF00227;PF10584 Proteasome;Prote

PF09759 Atx10homo_assoc
PF00012 HSP70

PF00996 GDI

PF00735 Septin

PF02866;PF00056 Ldh_1_C;Ldh_1_N
PF02518;PF00183 HATPase_;HSPIC
PF08540;PF01154 HMG_CoA_synt_(
PF00227;PF10584 Proteasome;Prote
PF04857 CAFL
PF04969;PF05002 CS;5GS;Siah-Interz
PF01423 Lsm
PF10417;PF00578 1-cysPrx_C;AhpC-
PF00400 WD40
PF00899;PF09358 ThiF;UBA_el_C;U
PF02330 MAM33

PF00261 Tropomyosin
PF00658;PF00076 PABP;RRM_1
PF0O0070;PF07992 Pyr_redox;Pyr_rec

111,157 1PI00026182;IPIOC 13;10;7;5;5 F-actin-capping pr CAPZA2 F-actin-capping pr P47755;A4D0V4;A CAZA2_HUMAN;B ENST0000036118: OTTHUMPO00000 NP_006127 PF01267 F-actin_cap_A
1PI00022305;IPIOC 6;6;6;4;4;4;3;2;1;1 4;4; Basic leucine zipp BZW2;HSPCO28;V Basic leucine zipp Q9Y6E2;B3KM68; BZW2_HUMAN;B! ENST0000025876: OTTHUMPO00001 NP_001153239;NI PF02020 w2
IPI00003519;1PI01 3;3;3;3 116 kDa US small EFTUD2;KIAA0031 116 kDa US small Q15029;A8KAP3;C U5S1_HUMAN;B3 ENST00000262414 NP_004238;NP_0I PFO0679;PF03764 EFG_C;EFG_IV;GT
1PI00026105;1PI0C 1;1 1;1 1,1 Non-specific lipid- SCP2 Isoform SCPx of N P22307-1;P22307, NLTP_HUMAN;B4 ENST0000037151: OTTHUMPO00000 NP_002970;NP_0I PF02036;PF02803 SCP2;Thiolase_C;1
152;305 1PI00976652;IPI0C 7;7; Branched-chain-al BCAT1;BCT1;ECA3 branched-chain-al B7Z2MS5;FSHSE4; B722M5_HUMAN ENST0000026119; OTTHUMPO00002 NP_001171564;NI PFO1063 Aminotran_4
1PI00299155;IPIOC 5;3 Proteasome subui PSMA4;PSC9 Proteasome subui P25789;B2RDGO;C PSA4_HUMAN;Q5 ENST0000004446. OTTHUMPO00001 NP_001096137;NI PF00227;PF10584 Proteasome;Prote
20 1PI00848328;1PI0C 8;2 Similar to Peroxisomal enoyl-coenzyme A hydratase-like protein
427 IPI00015602;1P101 3;3 Mitochondrial im; TOMM70A;KIAAO" Mitochondrial imy 094826;B3KQK0;E TOM70_HUMAN;| ENST0000028432( OTTHUMPO00002 NP_055635 PF00515;PF07719 TPR_L;TPR_2
1PI00029997 2 2 2 6-phosphogluconc PGLS 6-phosphoglucon: 095336 6PGL_HUMAN  ENST00000252603 NP_036220 PFO1182 Glucosamine_iso
310;345;364;370;¢ IPI000 ;IPI0C 28;28;25;24;24;21 28;28;25;24;24;21 28;28;25;24;24;21 T-complex proteir CCT7;CCTH;NIP7-: T-complex proteir Q99832;Q53HV2;1 TCPH_HUMAN;B? ENST0000040992: OTTHUMP000002 NP_006420;NP_0i PF00118 Cpn60_TCP1
1PI00299608;IPIOC 6;6;2;2;2 66; 66; 265 proteasome n PSMD1 Isoform 1 of 265  Q99460-1,Q9946C PSMD1_HUMAN ~ ENST0000030869( OTTHUMPO00001 NP_002798;NP_0I PFO1851 PC_rep
1PI00029744;IPI0C 7;6; 76 Single-stranded D SSBP1;5SBP;hCG_ Single-stranded D Q04837;A4D1U3;( SSBP_HUMAN;B7; ENST0000026530: OTTHUMP000002 NP_003134 PF00436 SsB
49 1PI00061531 3 3 3 395 ribosomal pro MRPLS3 395 ribosomal prc Q9EEL3 RMS3_HUMAN  ENST0000025810! OTTHUMPO00001 NP_444278 PF10780 MRP_L53
1PI00221300;1PI01 3;3, 33 Translation initiat EIF2BLEIF2BA  Translation initiat Q14232;B4DGX0;} EI2BA_HUMAN;B« ENST0000022895: OTTHUMP000002 NP_001405 PF0O1008 IF-28
1PI00006052 5 5 5 Prefoldin subunit PFDN2;PFD2;HSPC Prefoldin subunit Q9UHV9;B1AQP2 PFD2_HUMAN  ENST0000036801( OTTHUMPO00000 NP_036526 PF01920 Prefoldin_2
89;211;307;314;3: IPI00217223;IPI0C 32;30;29;26 32;30;29;26 32;30;29;26 Multifunctional pt PAICS;ADE2;AIRC; Multifunctional pr P22234-1;P22234; PUR6_HUMAN;B4 ENST0000026422: OTTHUMPO00002 NP_001072992;NI PFO0731;PF01259 AIRC;SAICAR_synt
1PI00937278;IPIOC 2;2 22 22 265 proteasome n PSMD8 265 proteasome n P48556;Q5U0B3;E PSMD8_HUMAN;F ENST0000021507: OTTHUMP000001 NP_002803 PF03399 SAC3_GANP
1PI00298558;IPIOC 7;6; 4,4,2;1 Programmed cell | PDCD10;CCM3;TF, Programmed cell | Q9BUL8;C9)5C3;C PDC10_HUMAN ~ ENST0000033729! OTTHUMPO00002 NP_009148;NP_61 PFO6840 DUF1241
1PI00329629;IPIOC 11;11 DnaJ homolog suk DNAJC7;TPR2;TTC DnaJ homolog sut Q99615;A8KAT2;8 DNJC7_HUMAN;B ENST00000316603 NP_003306;NP_0i PF00226;PF00515 Dnal;TPR_1
105 1PI00020599;1PI01 9;4 Calreticulin;CRP5E CALR;CRTC Calreticulin P27797;B4DHRL;C CALR_HUMAN  ENST00000316448 NP_004334 PF00262 Calreticulin
1PI00413641;IPIOC 2;1;1;1;1;1 L1111 Aldose reductase; AKR1IBI;ALDR1;LC Aldose reductase; P15121;A4D1P0;C ALDR_HUMAN;A4 ENST0000028593( OTTHUMP000002 NP_001619;NP_Oi PF00248 Aldo_ket_red
71;83,173 1PI00000874;IPIOC 23;18;12 23;18;12 18,14;7 1,T PRDX1;PAGA; 1;1 Q06830;B2R4P2  PRDX1_HUMAN ENST00000262741 OTTHUMPO00000 NP_001189360;NI PF10417;PF00578 1-cysPrx_C;AhpC-
1PI00031517 4 4 4 DNA replication i MCM6 DNA replication li: Q14566;B4DRF6;C MCM6_HUMAN  ENST0000026415 OTTHUMPO00001 NP_005906 PF00493 McM
IPI00005161;IPIOC 16;10;5,5:4;2  16;10;55:4;2  16;10;55:4;2  Actin-related prot ARPC2;ARC34;PRC Actin-related prot 015144;Q53R19;E ARPC2_HUMAN;C ENST0000029568! OTTHUMPO00001 NP_005722;NP_6! PF04045 P34-Arc
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1 Inorganic pyrophc PPA2;HSPC124

1PI00297779;IPIOC 31;30;26;2
1PI00021700

1PI00218374;IPIOC 11;10;9;9,
1PI00719752;IPIOC 10;10;10;3

6,23
10

3,0

31;30;26;26;23

11;10;9;9;
10;10;10;3

10

350

31;30,26;26;23

10 Proliferating cell r PCNA
11;10;,9;9;
10;10;10;3

Eukaryotic transla EIF3B;EIF3S9

1PI00304596;IPIOC 7;6;5;5;3;2;2;1;1;1 6;5;5;4;3;1;,1,1;1;1 6;5;5;4;

;10;6;

;6,6;6

13;13;10;6;6;6;6

1;1;1;1;1 Non-POU domain- NONO;NRBS4

1PI00376005;1PI0C 13;1
1PI00178440;IPIOC 3;1;1;1
IPI00031836;IPIOC 8;2

1PI00024175;1PI0C 1

3LL1
82
1

13;13;10;6;6;6;6  Eukaryotic transla EIFSA;EIFSALL
3111

1P100911039;IPI0C 15;14;14;12;12;12 11;10; 1

1P100299571;IP101 7;7;
1PI00021370;1PI0C 3;2;2;2
1P100007074
1PI00007052
1P100007927;IPI0C 42;40;8
1P100641829;IP10C 8;8;
1PI00219616;IPI0C 10;8;5;3;3;
1P100375527;IPI0C 4;4;4;
- 1P100179330;IPI0C 19;17;:

3

74;4;4;4 8;8;

42;40;8

T-complex proteir CCT2;99D8.1;CCTE T-complex proteir P78371;A8K402;B TCPB_HUMAN;B7 ENST00000299300

. Voltage-gated pot KCNAB2;KCNA2B; Isoform 2 of Volta Q13303-2;Q1330: KCAB2_HUMAN;C ENST0000016424° OTTHUMPO00000 NP_742128;NP_0i PF00248

Elongation factor EEF1B2;EEF1B;EF] Elongation factor P24534;A4D1M6 EF1B_HUMAN

Isoform 2 of Inorg Q9H2U2-2;Q9H2L IPYR2_HUMAN  ENST0000031026° OTTHUMPO00001 NP_789845;NP_0I PFO0719 Pyrophosphatase
NP_006422;NP_0I PFO0118 Cpn60_TCP1
ENST0000037914: OTTHUMPO00000 NP_002583;NP_8' PF02747;PF00705 PCNA_C;PCNA_N
Aldo_ket_red
Isoform 2 of Eukal P55884-2;P55884; EIF38_HUMAN;B4 ENST0000031480( OTTHUMPO00000 NP_001032360;N| PFO8662;PF00076 €lF2A;RRM_1
Non-POU domain- Q15233;A8K525;8 NONO_HUMAN  ENST0000027607¢ OTTHUMPO00000 NP_001138880;NI PFO8075;PF00076 NOPS;RRM_1
Isoform 2 of Eukal P63241-2;P63241, IFSA1_HUMAN;IF! ENST0000033645; OTTHUMPO00001 NP_001137232;NI PF01287 elf-5a
ENST0000023695 OTTHUMPO00001 NP_001032752;NI PF10587;PF00736 EF-1_beta_acid;EF

Proliferating cell r P12004;B4DUA2;( PCNA_HUMAN

82 Developmentally- DRG1;NEDD3 Developmentally- Q9Y295;Q9UFA5 DRG1_HUMAN  ENST0000033145° OTTHUMPO000000 NP_004138 PF01926;PF02824 MMR_HSR1;TGS
1 subui PSMA7;RP5-1005 Isoform 1 of Prote 014818-1;01481¢ PSA7_HUMAN;Q5 ENST0000037087: OTTHUMPO000000 NP_002783 PF00227;PF10584 Proteasome;Prote
2;4;1 cDNA FLI54303, h HSPA1A;HSPAL;H! cDNA FLI54408, h BADFN9;B4E3B6;F BADFN9_HUMAN; ENST0000037565( OTTHUMPO00000 NP_005336;NP_OI PF00012 HSP70
Protein disulfide-i PDIA6;TXNDC7  Isoform 2 of Prote Q15084-2;Q1508< PDIA6_HUMAN;B. ENST0000027222" OTTHUMP000002 NP_005733 PF00085 Thioredoxin

Ubiquitin-conjuga UBE2K;HIP2;LIG

Isoform 1 of Ubiqi P61086-1;P61086, UBE2K_HUMAN;B ENST0000026142° OTTHUMPO000002 NP_005330;NP_Oi PF00627;PF00179 UBA;UQ_con

13 Tyrosyl-tRNA synt YARS Tyrosyl-tRNA synt P54577 SYYC_HUMAN ENST0000037347° OTTHUMPO00000 NP_003671 PF00579;PF01588 tRNA-synt_1b;tRN
2 Mitochondrial fiss FIS1;TTC11;CGI-13 Mitochondrial fiss Q9Y3D6 FISI_HUMAN ENST00000223131 OTTHUMP000002 NP_057152
42;40;8 Structural mainter SMC2;CAPE;SMC2 Isoform 1 of Struc 095347-1;095347 SMC2_HUMAN  ENST0000028639: OTTHUMP000000 NP_001036015;NI PF06470;PF02463 SMC_hinge;SMC_

2

2;2;2 Spliceosome RNA BAT1;UAPS6;hCG_ Isoform 2 of Splict Q13838-2;Q1383¢ UAPS6_HUMAN;E ENST0000037617: OTTHUMPO00000 NP_004631;NP_5: PF00270;PF00271 DEAD;Helicase_C
Ribose-phosphate PRPS1;RP11-540N Ribose-phosphate P60891;B2R6T7;Q PRPS1_HUMAN;B ENST0000037243! OTTHUMP000000 NP_002755;NP_0i PF00156

2;2;2;1 IMP (Inosine mon IMPDH1;hCG_181 inosine-5'-monop A4D0Z6;Q5H9Q6; A4D0Z6_HUMAN; ENST0000033879: OTTHUMP000002 NP_000874;NP_0i PFO0571;PF00478 CBS;IMPDH

;17;17;17 40S ribosomal pre RPS27A;UBA8O;UI Ubiquitin-40S ribc P62979;B2RDW1; RS27A_HUMAN;Q ENST0000027231° OTTHUMP000002 NP_001129064;N| PF01599;PF00240 Ribosomal_S27;ut

Pribosyltran

1PI00099871;IPI0C 2;2 395 ribosomal pra MRPL40;NLVCF;Ul 39S ribosomal prc QINQS0 RM40_HUMAN  ENST0000033313( OTTHUMP000001 NP_003767 PF09812 MRP-L28
1P100218693;IPI0C 2;2 Adenine phospho APRT Adenine phospho P07741 APT_HUMAN ENST00000378364 NP_000476;NP_0I PF00156 Pribosyltran
1P100910712 9 1 1 cDNA FLI57036, highly similar to Hor cDNA FLI57036, h B4E3P1 B4E3P1_HUMAN PF00261 Tropomyosin
IP100337772;IPI0C 6;6;6;6;6;5;3; 1 1 1 Hyaluronan medi: HMMR;IHABP;RH, Isoform 3 of Hyalt 075330-3;07533C HMMR_HUMAN;E ENST0000035386( OTTHUMP000001 NP_001136028;NP_036616;NP_036617;NP_001136029
1P10C 10C 10;10;10;10;10;10 10;10;10;10;10;10 10;10;10;10;10;10 LIM domain and a LIMAL;EPLIN;SREE Isoform 4 of LIM ¢ Q9UHB6-4;Q9UHE LIMA1_HUMAN;B ENST00000341247;ENST0000039494 NP_001107018;NI PFO0412 LM

1P100140420;1P101 13;13;13;2

1P100030919;IPI0C 2;2
1P100027255;IP10C 11;10;9

ENST0000027819: OTTHUMP000002 NP_060832 PF02828;PF00595 L27,PDZ

13;13;13;2 13;13;13;2 nu SND1;TDRD11 Staphylococcal nu Q7KZF4;B3KU67;C SND1_HUMAN;B2 ENST0000035472! OTTHUMP000002 NP_055205 PF00565;PFO0567 SNase;TUDOR
2;2 2;2 Mitogen-activatec MAPKSP1;MAP2K Ragulator comple: QQUHA4;Q53FH6 MPKS1_HUMAN ENST0000022652; OTTHUMP000001 NP_068805 PF08923 MAPKK1_Int
87,6 87,6 Myosin light chair MYL6B;MLC1SA  Myosin light chair P14649;B4E368 MYL6B_HUMAN;E ENST00000207437 NP_001186558;NP_002466

1PI00003865;1PI10C 43;42;33;31;24;23 43;42;33;31;24;23 36;35;28;25;20;20 Heat shock cogna' HSPA8;HSC70;HSF Isoform 1 of Heat P11142-1;P11142; HSP7C_HUMAN;A ENST0000022737: OTTHUMP000002 NP_006588;NP_6! PFO0012 HSP70

1P100783872;IPI0C 4;4; 3

IPI00010779;IPIOC 31;28;14;14;14;14 31;28;14;14;14;14 13;10;0
21

IP1I00219229;REV_ 2;1
1P100219445;1P10C 8;
1P100027014;1P10C 2;2,
1P100018931;IP101 6;4;1

1P100292020
1P100020008;IPI0C 3;2;2;2
1P100382470;1PI10C 34;34;
1P100916503;IP10C 7;7,
1P100007346;IPI0C 6;5;5;5;1
I1P100375531;IP10C 10;10

434,

44,

| Tropomyosin alph TPM4
21

88,62 Proteasome activi PSME3

NEDDS;Ubiquitin- NEDD8
0:
1,11

0;27;16

0;27;16

U6 snRNA-associa LSM3;MDS017;SPI U6 snRNA-associa P62310;B2R5H5;C LSM3_HUMAN;SP ENST0000030602: OTTHUMP0O00001 NP_055278;NP_0! PF01423;PF06294

Dynactin subunit : DCTN3;DCTN22;R Isoform 1 of Dyna 075935-1;07593% DCTN3_HUMAN;C ENST0000025963; OTTHUMPO00000 NP_009165;NP_0" PF07426
Vacuolar protein ¢ VPS35;MEM3;TCC Vacuolar protein ¢ Q96QK1;Q53FR4;| VPS35_HUMAN;Q ENST0000029913: OTTHUMP0O00001 NP_060676
;1,0 Nucleoside dipho: NME1-NME2;hCG Nucleoside dipho: Q32Q12;P22392-2 Q32Q12_HUMAN ENST0000039319: OTTHUMP000001 NP_001018146;N| PFO0334
3 Spermidine synthi SRM;SPS1;SRML1 Spermidine synthi P19623

Caprin-1;Cytoplas CAPRIN1;GPIAP1; Isoform 1 of Capri Q14444-1;Q1444< CAPR1_HUMAN;B ENST0000034139: OTTHUMP000002 NP_005889;NP_976240

Isoform 1 of Trop: P67936-1;P67936, TPM4_HUMAN  ENST00000300933;ENST0000034482 NP_003281;NP_0I PF00261 Tropomyosin
LSM;DUF1042
PA28_alpha;PA28
Dynactin_p22
Vps3s

NDK

Spermine_synth

Isoform 2 of Prote P61289-2;P61289, PSME3_HUMAN;E ENST00000293362 NP_789839;NP_0I PF02251;PF02252

PF03635

SPEE_HUMAN ENST0000037695° OTTHUMPO000000 NP_003123 PF01564

NEDD8;NEDD8-M Q15843;E9PL57;E' NEDD8_HUMAN ENST0000025049! OTTHUMP000001 NP_006147;NP_0I PF00240 ubiquitin

2;3 Heat shock protei HSPSOAAL;HSP90, Isoform 2 of Heat P07900-2;P07900, HS90A_HUMAN;C ENST00000216281;ENSTO00003347C NP_001017963;N| PF02518;PF00183 HATPase_c;HSPIC
cDNA FLI55789, h BZW1;BZAP45;KI# cDNA FLI55789, h BADLZ8;Q53FN7;E BADLZ8_HUMAN; ENST0000041011( OTTHUMPO000002 NP_055485 PF02020 w2
Peptidyl-prolyl cis PPIH;CYP20;CYPH Peptidyl-prolyl cis 043447;Q6FH36;( PPIH_HUMAN;A6| ENSTO000030497¢ OTTHUMPO00000 NP_006338 PFO0160 Pro_isomerase
Nucleoside dipho: NME1;NDPKA;NN Isoform 2 of Nucle P15531-2;P15531, NDKA_HUMAN  ENST0000001303: OTTHUMP000001 NP_937818;NP_0i PFO0334 NDK

0;27;16 DNA d. ge-binc DDB1;XAP1 DNA damage-binc Q16531;87Z2A1;F DDB1_HUMAN;B4 ENST0000030176: OTTHUMP000002 NP_001914;XP_0( PF03178 CPSF_A
Serine/threonine- P30153;A8K3H8;A 2AAA_HUMAN;B4 ENST0000032208: OTTHUMP000001 NP_055040 PF02985 HEAT

IPI00554737;IPI01 16;16;15;11;6;5;5; 16;16;15;11;6;5;5; 16;16;15;116;5;5; Serine/threonine- PPP2R1A
10,10

1P100438229;IPI0C 10;10
I1P100910513;IPI0C 2;2;2;2;2

10;10

Transcription inte TRIM28;KAP1;RN} Isoform 1 of Trans Q13263-1;Q132f
cDNA FU78119, h GSPT1;GSPT2;ERF eukaryotic peptid A8K2W7;B2RCT6; A8K2W7_HUMAN ENST0000021962° OTTHUMP000000 NP_002085;NP_0i PFO0009;PF03144

IFIB_HUMAN  ENST00000253024;ENST0000034175 NP_005753 PF00628;PF00643 PHD;zf-B_box;zf-C

GTP_EFTU;GTP_E

2201;4733;5087;5 1520;1521 317;323 1P100550746;IP10C 6;3,; Nuclear migration NUDC;NPDO11  Nuclear migration Q9Y266;Q9H2R7 NUDC_HUMAN;Q ENST0000032126! OTTHUMPO000000 NP_006591 PF04969 cs
891;3257;3919 86,87,88;89,90 46;49;58,61;72  IPI00005511 3 3 3 PHD finger-like dc PHF5A PHD finger-like dc Q7RTVO PHFSA_HUMAN  ENST0000021625; OTTHUMP000001 NP_116147 PF03660 PHFS5
4658;5641 179 1 1PI00007175;IPI0C 2;2 2;2 2;2 605 ribosome sub NIP7;CGI-37;HSPC Isoform 1 of 60S r Q9Y221-1;Q9Y221 NIP7_HUMAN ENST0000025494( OTTHUMPO000001 NP_057185;NP_001186363
416;706;795;923;: 1229;1230;1231;1 742;743;744;745;" 60;81;151;186;19: 221;252;295;337;+ IPI00302927;IPIOC 28;26;25;25;20  28;26;25;25;20  28;26;25;25;20  T-complex proteir CCT4;CCTD;SRB  T-complex proteir P50991;A8K3C3;B TCPD_HUMAN;B7 ENST0000023383( OTTHUMP000002 NP_006421 PF00118 Cpn60_TCP1
810;1984;2393;4647;6147;8180 604 110 1P100219034;IP101 6;3 63 6;3 NADH dehydrogel NDUFA8 NADH dehydrogei P51970;81AM93;t NDUA8_HUMAN;| ENST0000037376! OTTHUMPO000000 NP_055037 PFO6747 CHCH
528;727;2116;360 713 441 28 46 1P100028006;IPIOC 6;5;5;3 6;5;5;3 6;5;5;3 Proteasome subui PSMB2;hCG_1812 Proteasome subui P49721;Q59FJ0;B. PSB2_HUMAN;Q5 ENST0000037323° OTTHUMPO00000 NP_002785;NP_0i PF00227 Proteasome
4190;4191 1P100177428;IPI0C 2;2 2;2 2;2 Mitochondrial inte CHCHD4;MIA40  Isoform 2 of Mito: Q8N4Q1-2;Q8N4( MIA40_HUMAN  ENST0000029576" OTTHUMPO00002 NP_653237;NP_Oi PFO6747 CHCH
2313;3944;8871 85 205 1P100005492 3 3 3 WD repeat-contai WDRS5;BIG3 WD repeat-contai P61964 WDR5_HUMAN  ENST0000035862! OTTHUMP000001 NP_060058;NP_4. PFO0400 ‘WD40
770;1341;1654;17 284;285;286;287;. 175 29;239;288;393;4¢ 253 IPI00010720;IPI0C 19;19;19;18;18;18 19;19;19;18;18;18 19;19;19;18;18;18 T-complex proteir CCTS;CCTE;KIAAO( T-complex proteir P48643;A8K2X8;8 TCPE_HUMAN;B4 ENST00000280321 OTTHUMP000001 NP_036205 PF00118 Cpn60_TCP1
93;901;2100;6714 1662;1663 26,27 1P100902969;1P10C 4;2 4;2 4;2 FAD-linked sulfhyt GFER;ALR;HERV1; Isoform 1 of FAD-| P55789-1;P55789, ALR_HUMAN ENST00000248114 NP_005253 PF04777 Evrl_Alr
673;6057;8259  1363;1364 177;1081 1P100395663;IPI0C 3;2;1;1;1 3;2,11;1 3;2,1,11 Ankyrin repeat an ANKS1A;ANKS1;KI Ankyrin repeat an Q92625;E7EM84;¢ ANSIA_HUMAN;C ENST0000036035¢ OTTHUMP000000 NP_056060 PF00023;PF00640 Ank;PID;SAM_1
487,7556 1215 34 1P100301432;IP10C 2;1;1;1;1 21,111 21,111 TP53RK-binding p TPRKB;CGI-121;M Isoform 1 of TP53 Q9Y3C4-1;Q9Y3C: TPRKB_HUMAN;B ENST0000027242: OTTHUMP000001 NP_057142 PF08617 CGI-121
243;1505;1740;2234;2366;4159;4459;4747;6416;8194 1P100002966;1P101 10;5;2 10;5;2 10;5;2 Heat shock 70 kDz: HSPA4;APG2;HS2¢ Heat shock 70 kD: P34932;B0AZS1;81 HSP74_HUMAN;C ENST0000030485! OTTHUMPO000001 NP_002145 PF00012 HSP70
270;975;1372;158 173;174 109 135;152 69 1PI00006980;IPI0C 17;1;1 17,11 17,11 UPF0568 protein ( C140rf166;CGI-99 UPFO568 protein ( Q9Y224;Q549M8; CN166_HUMAN  ENST0000026170( OTTHUMP000001 NP_057123 PF10036 RLL
2801;3555;4399;6 747,748 42,197 1P100030320;IP101 5;2 52 52 Probable ATP-dep DDX6;HLR2;RCK  Probable ATP-dep P26196;B2R858 ~ DDX6_HUMAN  ENST0000026401: OTTHUMP000002 NP_004388 PF00270;PF00271 DEAD;Helicase_C
321;1697,3475,5776,8224,8464 1P100017381;IPIOC 6;6; 6;6;6;3;2;2 6;6;6;3;2;2 factor RFC4;hCG_20210; Replication factor P35249;C9JZ11;B4 RFC4_HUMAN;B4 ENST0000029627: OTTHUMP000002 NP_002907;NP_8! PFO0004;PF08542 AAA;Rep_fac_C
2378;5410;7064 1P100178749 3 3 3 T-cell leukemia/ly TCL1A;TCL1 T-cell leukemia/ly P56279 TCLIA_HUMAN  ENST00000216612;ENST000004023¢ NP_001092195;N| PF01840 TCL1_MTCP1
7013 572,573 476,480 1P100020502;IPI0C 1;1 11 11 Potassium voltage KCNQ1;KCNA8;KC Isoform 1 of Pota: P51787-1;P51787, KC(NQ1_HUMAN ENST0000015584( OTTHUMPO00000 NP_000209;NP_81 PF00520;PF03520 lon_trans;KCNQ_¢



2861;3886;6285;7059
3769;3910;6963;7
361;3166;4915

122
975

741;742;839,840;¢ 327;1478;1479;14 901;902;903;904;¢ 18;74;100;115

959;5420;6628;7118;8305

2149;4290;4546;6 306
348;1447;1535;15 1476
1358,4265;4266;4 403
897;1642;2620;26 348

764;1901;2806;40 339;340;341;342
5199;5708;5917

83;2436;2968;351 561
5;123;1022;2016;¢ 796
252;1893;2919;29 1046;1047;1048
2655;3467;3575;3 648

75 119
195

234
179 2
900 325
241;242;243;244;: 60
211 556

72;82;144;147

332;1174;1922;2127;5742;6275;6295;8658;8935

7220
2345,2451;3062;3 260,261
217;3458
6149;6211;7480;8 262,263

277;284;506;531;% 1218;1219;1220;1 739;740;741

35,5971
7830;8463

1779;2292;2939;4 1503;1504
403;603;753;1429 581;582;583
693;2165;2784;35
522,2637;3105;40
173;180;995;2141 159;160;161
537;1396;5581;70 457,458

1477
305

4842;8332 755
1589;3292;6944;8684
486;2138 1129;1130

696;1263;1680;25 654;655;656;657;¢ 400;401

497;1351;1393;15 645,646,647
1859;4163;4482;8220
178;413;1818;4932;5899
3554;5297;5622;7 405;406;407;408
163;567;3305;644 642
479;2957,7388
1032;2042;4350
1184;4688,5100
351;2542;6262  1512;1513
60;2047;2775;312 903;904
893;1548;2455;26 1145
202;3413;3695;5072;6112;8414
1463;5089;7892
1118;1348;1466;1
740;3604;3913
609

3421;8345;8420

4203
1378;1476;1557;2 145;146
1449;4661;6354
1397;2580;2835;2 943;944;945
928;1420;2220;23 605;606

1124

456

223;435;1890;3153;3689;4045;4148;

3462;5057;5713
147;148;3571;357 965,966,967
2280;3763;3764;4 1042;1043;1044

612

338 601
480 115
620;621 223,237,273
82
158;159 64;189
86,108

916 291;295
350 113;364;371
829
177,178 52
218;340;573
332;335
654

191;196

121;127;149;165;
111;119;186

251 374;378;380;382

124
51,124
529;530;531;532;¢ 129;323
688;689 187
673,674 325
117
100 59;250

554;555;556;557 42;283;321

365;366 187,204

132;133;134

369

579 51;73;74
208;225;297

359

616,617,618

665;1570;2710;4037;4038;4146;457¢ 431,432

2627;2802;5381;6024;9044

279;285;1587;219 1237;1238;1239;1240;1241;1242;12¢ 113;145;217;250;272;339;.

1849;4698;6122;6130
960;5015;6556;8734;8783
558,580;3426

727

248

P10 10 4;4:4:33,3,2,1;

1;12;2;2;2;2;2;2;1;1;1 2;2;2;2;2;2;2;1;1;1 Dl imidin: DPYSL2;CRMP2;Ct dihydropyrimidine A9CQZ4;Q53ET2;( A9CQZ4_HUMAN; ENST0000031115: OTTHUMPO00001 NP_001184222;NI

45 1PI00004656;IPI0C 5;4;4
1P100217949;IPI0C 3;1

39;46;80;135;163 1PI00473014;IPI10C 16;15;14;3;3;3
254 |P100013871;IPI0C 5;5;5; 2;2;2
178 1P100010896

11 IPI00470498;IPI0C 17;16;16;16

50;56;69;92;106;1 IPI00013917

70,218

34,104

14;55;221;249;26¢ 187;244;430

59,81

1131;134

83;227;228;326;3¢ IPI00183208;1PI0C 13;10;7;1;

283;318

331;339

145;184;185;205

302;305

93;375;427

91,229,233

70;172

551 IPI00012585;IPI0C 12;
1P100012382;IPIOC 6;2
1P100465436

1139 I1PI00641743;1PI0C 9;9

172 1PI00060181;IPI0C 8;4;
1P100219678;IPIOC 9;2
1P100025086
IPI00003588;IPI0C 9;6;6;6;6;2;
1P100031138
1PI00010157;IPI0C 11;8;3;2;1
1P100220014;1PI0C 2;2;1;1

Beta-2-microglobi B2M;CDABP0092; Beta-2-microglobi P61769;A6XMH4;, B2MG_HUMAN;A ENST0000034926+ OTTHUMP000001 NP_004039
Ubiquitin-conjuga UBE2S;E2EPF;OK/ Ubiquitin-conjuga Q16763;Q2QD04 UBE2S_HUMAN  ENST00000264552 NP_055316
Destrin;Actin-dep DSTN;ACTDP;DSN Destrin;destrin isc P60981;B4DYA6;B DEST_HUMAN;B4 ENST0000024606! OTTHUMPO00000 NP_006861;NP_OI
Ribonucleoside-di RRM1;RR1 Ribonucleoside-di P23921;84€018;Q¢ RIR1_HUMAN;B41 ENSTO000030073 OTTHUMPO00001 NP_001024
Chloride intracellt CLIC1;NCC27 Chloride intracell. 000299;Q53FB0;C CLIC1_HUMAN ENST0000021147! OTTHUMP0O00000 NP_001279
Plasminogen activ SERBPL;PAIRBPL;1 Isoform 3 of Plasn Q8NC51-3;,08NCS PAIRB_HUMAN  ENST0000036121¢ OTTHUMPO0000O NP_001018079;NI
40S ribosomal prc RPS12 40S ribosomal prc P25398 RS12_HUMAN ENST0000023005( OTTHUMP0O00000 NP_001007
; Beta-hexosaminid HEXB;HCC7 Beta-hexosaminid P07686;Q5URX0 HEXB_HUMAN;QS ENST00000261411 OTTHUMP000001 NP_000512
U1 small nuclear r SNRPA U1 small nuclear r P09012;B2R802 SNRPA_HUMAN ENST00000243563 NP_004587
CAT P04040;B4DWKS; CATA_HUMAN ENST0000024105; OTTHUMPO000000 NP_001743
Putative uncharac HCFC1;HCF1;HFC1 Uncharacterized f AGNEM2;P51610- AGNEM2_HUMAN ENST0000036998: OTTHUMP000000 NP_005325
EF-hand domain-c EFHD2;SWS1;RP3- EF-hand domain-c Q96C19;C9JTI6;Q¢ EFHD2_HUMAN;C ENST0000037598( OTTHUMPO00000 NP_077305
Eukaryotic transla EIF2S1;EIF2A Eukaryotic transla P05198;Q53XC0  IF2A_HUMAN ENST0000025638: OTTHUMPO00000 NP_004085
Cytochrome ¢ oxic COXSA Cytochrome ¢ oxic P20674,071UP1  COXSA_HUMAN  ENST0000032234° OTTHUMP000001 NP_004246
Eukaryotic transla EEF1E1;AIMP3;P1 Eukaryotic transla 043324;C9)J1V9;D MCA3_HUMAN  ENST0000037971! OTTHUMPO00000 NP_004271;NP_0OI

17;16;16;16 17;16;16;16

~
~
B

12;

12;

Catalase Catalase

1 1 1 Protease-associat PAP21;C20rf7;UN: Protease-associat Q9BSG0;Q271P2 PAP21_HUMAN  ENST0000025808: OTTHUMP000001 NP_115695
11;8;3;2;1 11;8;3;2;1 S-adenosylmethio MAT2A;AMS2;MA S-adenosylmethio P31153;B4DEX8;B METK2_HUMAN;E ENST0000030643: OTTHUMP000001 NP_005902
22,151 22,11 Isopentenyl-diphc IDI1 Isoform 2 of Isope Q13907-2;Q13907 IDII_HUMAN ~ ENST0000038134: OTTHUMPO00000 NP_004499

1P100922055;IP10C 4;4;4;4;4;
1P100784090;IPI0C 31;31;30;26;14
1P100874020;1P10C 2;2
1P101015191;IPI0C 2;2;1

Diazepam binding DBI acyl-CoA-binding | B8ZWD6;P07108-. B8ZWD6_HUMAN ENST0000031152: OTTHUMP000002 NP_001171488;N|
T-complex proteir CCT8;CCTQ;KIAAO T-complex proteir P50990;Q53HUO;t TCPQ_HUMAN;B4 ENST0000028678! OTTHUMPO000000 NP_006576

31;31;30;26;14

31;31;30;26;14

50 1P100298520;IPI0C 10;10;8;3;1
49 1P100021187;IPI0C 15;12;9;6;2
1P100844264;IP10C 8;8;

2;2 2;2 Pterin-4-alpha-car PCBD2;DCOH2;DC Pterin-4-alpha-car QQHONS PHS2_HUMAN ENST0000025490: OTTHUMP000002 NP_115527
1;1;1 2;2;1 11 2;2;1 11 Similar to AFG3 A" AFG3L2;ANK2 Similar to AFG3 A" Q8TA92;Q9Y4W6; Q8TA92_HUMAN; ENST0000026914: OTTHUMPO00001 NP_006787;NP_OI
10;10;8;3;1 10;10;8;3;1 Archain 1, isoform ARCN1;hCG_4022 Uncharacterized ¢ BOYIW6;Q6MZV5; BOYIW6_HUMAN; ENST0000035941! OTTHUMP000002 NP_001646;NP_0t

RuvB-like 1;49 kDi RUVBL1;INO8OH;! Isoform 1 of RuvB Q9Y265-1;Q9Y265 RUVB1_HUMAN  ENST0000032262: OTTHUMPO000002 NP_003698
Putative uncharac DKFZp779B0247;( Putative uncharac Q68DF1;E9PGZ0;C Q68DF1_HUMAN; ENST0000036953: OTTHUMP000002 NP_001123995;NI

1P100010860;1P101

IPI00006451;IPIOC 20;19;12;1
1PI01022656;IPIOC 6;6;6
1PI00030781;IPIOC 2;2;2
IPI00554652;IPIOC 4;4;4;3;3;1;1;1;

4;3; 4;3;3 265 p n PSMD9 Isoform p27-L of z 000233-1;000232 PSMD9_HUMAN  ENST0000026181° OTTHUMPO000002 NP_002804
20;19;12;1 20;19;12;1 Vesicle-fusing ATF NSF Vesicle-fusing ATF P46459;B4DGR3;E NSF_HUMAN;B4D ENST0000039823{ OTTHUMPO000001 NP_006169;XP_0(
4;4;4, DEAD box polypef DDX17 DEAD box polyper Q59F66;Q92841-2 Q59F66_HUMAN; ENST0000021601! OTTHUMPO000001 NP_001091974;NI

222
444,331,111 44;4:3;3,1,1,1;151

Signal transducer STAT1
cDNA FLI34752 fis LSP1;WP34

Isoform Alpha of ¢ P42224-1;P42224, STAT1_HUMAN  ENST0000036109¢ OTTHUMP000001 NP_009330;NP_6

11 cDNA FLI34752 fis B3KRR6;E9PFP3;Q B3KRR6_HUMAN; ENST0000038177! OTTHUMPO00000 NP_002330;NP_O1

1P100293167

2 2 2 Stromal cell-derivi SDF2 Stromal cell-derivi Q99470;Q61BU4  SDF2_HUMAN ENST0000024702( OTTHUMP0O00001 NP_008854

IPI00025491;1PI01 15;13;6;3;2,2  15;13;63;2,2  6;6;3;1,1,0 Eukaryotic initiati EIF4A1;DDX2A;EIF Eukaryotic initiatii P60842;A8K088;A IF4A1_HUMAN;BZ ENST0000029383: OTTHUMPO00001 NP_001407;NP_0i
1PI00025019;IPIOC 8;3 83 83 Proteasome subui PSMB1;PSCS Proteasome subui P20618;Q53FT8  PSB1_HUMAN  ENST0000026219: OTTHUMPO00000 NP_002784
IPI00045550;IPIOC 4;1;1;1;1;1 41,3115 41,1115 Neurabin-2;Neura PPP1R9B;PPP1R6 neurabin-2 Q965B3;B3KNTO;L NEB2_HUMAN ~ ENST00000316878 NP_115984
1PI003: IPIOC 2;1 2;1 2;1 Regulator of micrc FAM828B;CGI-90  Regulator of micrc Q96DB5;B4DNFS;| RMD1_HUMAN;B. ENST00000320301 OTTHUMP000002 NP_057117

146 1PI00871851;IPIOC 6;6; 13,32 Septin-2;Neural pi SEPT2;DIFF6;KIAA Isoform 2 of Septi Q15019-2;Q1501¢ SEPT2_HUMAN;B! ENST0000036005: OTTHUMPO00002 NP_001008491;NI
1PI00024920 5 5 5 ATP synthase subi ATPSD ATP synthase subi P30049 ATPD_HUMAN  ENST00000215375;ENST0000039563 NP_001001975;NI
1PI00414836 3 3 3 Osteoclast-stimuli OSTF1 Osteoclast-stimul: Q92882;A8K646  OSTF1_HUMAN  ENST0000034623: OTTHUMP00000O NP_036515
1PI00306290; PIOC 3;1 31 31 Exportin-T;tRNA e XPOT Exportin-T 043592;A8KA19  XPOT_HUMAN  ENST0000033270° OTTHUMP000002 NP_009166
1PI00470779 3 3 3 Alpha-taxilin ~ TXLNA;TXLN Alpha-taxilin P40222 TXLNA_HUMAN  ENST0000037360! OTTHUMPO00000 NP_787048

1P100550234;IP10C 3;2;2

1P100294536;IPI0C 13;13;11;5
1P100916847;IPI0C 6;6;4;3
1PI00375127;IPI0C 3;3
1P100291510;IPI0C 18;11;9
1P100003927
1P100003856;IPI0C 1;1;1
1PI00017451;IP101 3;3;1;1
1P100017596;IP10C 1;1
157 1PI00005969
1P100026215;1P101 3;2
1P100216746;IPI0C 15;15;15;15;14;
1P100021728;IPI0C 11;9
1P100008274;IP101 10;10;9;5;5;
37 1P100216247;IPI0C 3;3;;
78 1P100973811;IPI0C 9;9
1P100718888;IPI0C 9;9;4;4
1P100027350;IPI0C 13;11;8;1
170 1P100299150;IPI0C 5;5

;408;4¢ IPI00303476;1PI101 27;26;18;13;8;7;6

1P100792837;IPI0C 4;4;
1P100220416;IP101 5;4;
137 1P100646500;IPI0C 3;3;3;3

3

Actin-related prot ARPC5;ARC16;RP1 Isoform 1 of Actin 015511-1;015511 ARPC5_HUMAN;B ENST0000029474; OTTHUMPO00000 NP_005708
F-box only proteir FBX022;FBX22 Isoform 1 of F-bo) Q8NEZ5-1;Q8NEZ FBX22_HUMAN  ENST0000030827! OTTHUMP000001 NP_671717;NP_O.
cDNA FLI51909, h STRAP;MAWD;UN cDNA FLJ51909, h B4DNJ6;Q9Y3F4;B B4ADNJ6_HUMAN; ENST0000002539¢ OTTHUMPO00002 NP_009109
Obg-like ATPase 1 OLA1;GTPBP9;PTI 47 kDa protein;lsc QINTK5-1;Q9NTK OLA1_HUMAN ENST0000028471! OTTHUMP000002 NP_037473
Eukaryotic transla EIF4H;KIAA0038;V Similar to mKIAAG Q15056-2;Q1505€ IFAH_HUMAN ENST0000026575: OTTHUMPO000001 NP_114381;NP_0
Inosine-5'-monop IMPDH2;IMPD2  Inosine-5'-monop P12268;8721G4;F. IMDH2_HUMAN;( ENST0000032673! OTTHUMP000002 NP_000875

3 3 3 40 kDa peptidyl-p PPID;CYP40;CYPD Peptidyl-prolyl cis Q08752;E5KN55;E PPID_HUMAN ENST0000030772( OTTHUMP000002 NP_005029
111 111 V-type proton ATt ATPE6V1EL;ATP6E; V-type proton ATl P36543;Q53Y06;A VATELI_HUMAN;A ENST0000025341: OTTHUMP000000 NP_001687;NP_01

3311 3,311 Splicing factor 3 si SF3A1;SAP114 Splicing factor 3A Q15459;B4E091;F SF3A1_HUMAN  ENST0000021579: OTTHUMPO00001 NP_005868

11 11 Microtubule-assor MAPRE1 Microtubule-assor Q15691;A2VCRO;E MARE1_HUMAN;| ENST0000037557: OTTHUMPO000000 NP_036457

13 13 8 F-actin-capping pr CAPZA1 F-actin-capping pr P52907;A8K0T9  CAZA1_HUMAN  ENST0000026316: OTTHUMPO000000 NP_006126

32 3;2 Flap endonucleast FEN1;RAD2 Flap endonucleas« P39748;B4DWZ4;( FEN1_HUMAN ENST0000030588! OTTHUMP000002 NP_004102

;13 15;15;15;15;14;13 15;15;15;15;14;13 Heterogeneous nt HNRNPIGHNRPK;F Isoform 2 of Hete P61978-2;P61978; HNRPK_HUMAN;E ENST0000035183¢ OTTHUMPO000000 NP_002131;NP_1

11,9
451 10;10;9;5;5;5;5;4;

11,9 Eukaryotic transla EIF2S2;EIF2B Eukaryotic transla P20042;B5BU01;C IF2B_HUMAN;IF21 ENST0000037498' OTTHUMP000000 NP_003899
+3;3;2;3;3;3;3;2;3;3 Adenylyl cyclase-z CAP1;CAP;RP11-1 Isoform 1 of Aden Q01518-1;Q0151¢ CAP1_HUMAN;QS ENST0000034045( OTTHUMP000000 NP_001099000;N!

3;3; 3;3; 26S proteasome n PSMD4;MCB1;RP1 Uncharacterized ¢ P55036-2;P55036, PSMD4_HUMAN;/ ENST0000036888: OTTHUMP000000 NP_002801
9;9; 9;9; Tubulin-specific cl TBCA Uncharacterized ¢ ESRID8;075347;Q TBCA_HUMAN;B4 ENST0000030638: OTTHUMPO000002 NP_004598
2;2;2;2 2;2;2;2 Ribose-phosphate PRPS2 Isoform 2 of Ribos P11908-2;P11908, PRPS2_HUMAN  ENST0000038066: OTTHUMP000002 NP_001034180;NI
12;10;8;1 12;10;8;1 Peroxiredoxin-2;T PRDX2;NKEFB;TDI Peroxiredoxin-2;cl P32119;B4DF70;A PRDX2_HUMAN;B ENST0000030152; OTTHUMPO000001 NP_005800
55 55 Cathepsin S;cDNA CTSS Cathepsin S;cathe P25774;B4DWC9 CATS_HUMAN;B4 ENST0000036898' OTTHUMP000000 NP_004070;NP_0O!
27;26;18;13;8;7;6 27;26;18;13;8;7;6 ATP synthase subi ATPSB;ATPMB;AT ATP synthase subi PO6576;Q0QEN7 ATPB_HUMAN  ENST00000262030 NP_001677

Zinc finger proteir ZNF207
Cytochrome b-c1. UQCRB;UQBP  Cytochrome b-c1 . P14927;82R4A2;B QCR7_HUMAN;B7 ENST0000028702: OTTHUMP000002 NP_006285;NP_Oi
Replication protei RPAZ;REPA2;RPA: Isoform 3 of Repli P15927-3;P15927, RFA2_HUMAN;QS ENST0000031343: OTTHUMPO00000 NP_002937

PFO1979 Amidohydro_1
PF07654 Cl-set
PFO0179 uQ_con
PF00241 Cofilin_ADF

PF03477;PF02867 ATP-cone;Ribonuc

PFO4774 HABP4_PAI-RBP1
PF01248 Ribosomal_L7Ae
PF00728;PF02838 Glyco_hydro_20;¢
PFO0076 RRM_1
PF00199;PF06628 Catalase;Catalase-
PFO0041;PF01344 fn3;Kelch_1;Kelch
PFO0036 efhand
PFO7541;PF00575 EIF_2_alpha;S1

PF02284 COXSA

PF00043 GST_C

PF02225 PA
PF02773;PF02772 S-AdoMet_synt_C
PF00293 NUDIX

PFO0887 ACBP

PFO0118 Cpn60_TCP1
PF01329 Pterin_4a

PF0O0004;PF06480 AAA;FtsH_ext;Pep
PF00928 Adap_comp_sub
PF0O0004;PFO6068 AAA;TIP49
PF00313 csp

PF00004;PF02933 AAA;CDC48_2;CD(
PF00270;PF00271 DEAD;Helicase_C
PF00017;PF01017 SH2;STAT_alpha;S
PF02029 Caldesmon
PF02815 MIR
PF00270;PF00271 DEAD;Helicase_C

PF00227 Proteasome
PF00595 PDZ
PF00735 Septin

PF00401;PF02823 ATP-synt_DE;ATP-
PF00023;PF00018 Ank;SH3_1

PF08389 Xpol

PF09728 Taxilin

PF04699 P16-Arc
PFO0646;PF10442 F-box;FIST_C
PF00400 WD40
PF01926;PF06071 MMR_HSR1;YchF-
PF00076 RRM_1

PF00571;PF00478 CBS;IMPDH
PFO0160;PFO0515 Pro_isomerase; TP
PF01991 VATP-synt_E
PF01805;PF00240 Surp;ubiquitin
PF00307;PF03271 CH;EBL

PFO1267 F-actin_cap_A
PF00867;PF00752 XPG_I;XPG_N
PFO0013;PF08067 KH_L;ROKNT

PF01873 elF-5_elF-2B
PF08603;PF01213 CAP_C;CAP_N
PF02809 uiMm

PF02970 TBCA
PF00156 Pribosyltran

PF10417;PF00578 1-cysPrx_C;AhpC-
PF08246;PF00112 Inhibitor_I29;Pep!
PF0O0006;PFO0306 ATP-synt_ab;ATP-

zinc finger proteir E1P660;Q59G94;C Q59G94_HUMAN, ENST0000039467! OTTHUMPO000001 NP_001091977;NP_003448;NP_001027464

PF02271 UCR_14kD
PF08784;PF01336 RPA_C;tRNA_anti



2058;2322;5218;5302;7024;9071 1PI00429191;IPIOC 6;6;6;1;1 Eukaryotic peptid ETF1;ERF1;RF1;SU Eukaryotic peptid: P62495;8727P8;Q ERF1_HUMAN;B7. ENST0000036054: OTTHUMPO00001 NP_004721 PF03463;PF03464 eRF1_L;eRF1_2;ef
227;3410,4103;4209;5823;6071;6783;7171 1PI00007675;IPIOC 8;6;1;1 Cytoplasmic dynel DYNCILIL,DNCLI1 Cytoplasmic dynel Q9Y6G9;B3KM42; DC1L1_HUMAN;B ENST0000027313( OTTHUMPO00001 NP_057225 PF05783 DLic

2163;2460 1PI00908949;IPI0C 2;2;2;2 CcDNA FU53464, h TARS CDNA FLI53464, h BADEGS;Q53GX7; BADEGS_HUMAN, ENST0000026511; OTTHUMP000002 NP_689508 PF03129;PF02824 HGTP_anticodon;
453;7962 1PI00718992;IPIOC 2;2;1;1;1;1;1 TTCTA protein;Tel TTC7A;KIAA1140; Uncharacterized f Q2T9)9;Q9ULTO-1 Q2T9J9_HUMAN; ENST0000039485( OTTHUMP000002 NP_065191 PF00515;PF07719 TPR_L;TPR_2
104;105;269;379;: 517;534;536;556; 323;324;325;335;: 70;90;150;372;38: 95;122;176;382;5: IPI00790503;IPIOC 100;100;99;10;2  79;79;78;7;2 71,71,70;7;2 Myosin-10;Myosir MYH10 Isoform 3 of Myos P35580-3;P35580, MYH10_HUMAN  ENST0000026924: OTTHUMPO00001 NP_005955 PF00612;PFO0063 1Q;Myosin_head;!
1000;1013;1089;1 1053;1054 625,626 116;188 47,91 1PI00220301;IPIOC 14;4 14;4 14,4 Peroxiredoxin-6;A PRDX6;AOP2;KIA2 Peroxiredoxin-6  P30041;A4UCS6  PRDX6_HUMAN  ENST0000034038! OTTHUMPO00000 NP_004896 PF10417;PF00578 1-cysPrx_C;AhpC-
133;608;674;1338 5,20 41011 279452 51,77;474 1PI00293665 32 3 1 Keratin, type Il cyl KRT6B;K6B;KRTLL Keratin, type Il cyl P04259 K2C6B_HUMAN ~ ENST00000252252 NP_005546 PF0O0038 Filament
543;544;1780;330 1494;1495;1496 913,914 160,215,217 101;106 1PI00479722;IPIOC 16;15 Proteasome activi PSMEL;IFIS111  Proteasome activ: Q06323;Q6FHU3; PSME1_HUMAN;/ ENST0000020645: OTTHUMPO00000 NP_006254;NP_7: PF02251;PF02252 PA28_alpha;PA28
263;4424 1PI00030770;IPIOC 2;2;1;1 Proteasome asser PSMG1;C21LRP;D! Isoform 1 of Prote 095456-1,09545€ PSMG1_HUMAN  ENST0000033157: OTTHUMPO00000 NP_003711;NP_982257

1615;4625;5216;7400;7966 IPI00556451;IPIOC 5;5 Electron transfer | ETFB;FPS85 Isoform 2 of Elect P38117-2;P38117, ETFB_HUMAN  ENST00000309244;ENST0000035423 NP_001014763;N| PF01012 ETF
1230;7801;8449;8618 1PI00216654;1PIOC 4;4;4 Nucleolar phosph- NOLC1;KIAA0035 Isoform Beta of N Q14978-2;Q1497¢ NOLC1_HUMAN ~ ENST0000037000° OTTHUMPO00000 NP_004732 PF05022 SRP40_C
3558;4132;7679;9045 929 17 IPI00S54681;1PI0C 4;4; NADH dehydroger NDUFAS;DKFZp78 NADH dehydroger Q16718;Q5H9R2;t NDUAS_HUMAN;( ENST0000034003: OTTHUMPO00002 NP_004991 PF04716 ETC_C1_NDUFAS
1133;2023;5354;7564 737 125 1PI00301434;IPIOC 4;2 BolA-like protein : BOLA2;BOLA2A;M BolA-like protein : Q9H3K6-1,Q9H3K BOLA2_HUMAN  ENST00000305321;ENST0000033097 NP_001026997;NI PF01722 BolA
344;458,915;1220 82;83;84;85;86;87 61 148;153;196,263; 41 1PI00003362;IPI01 41;16;1;1;1 39,14;1;1;1 39,14;1;1;1 78 kDa glucose-re HSPAS;GRP78 78 kDa glucose-re P11021 GRP78_HUMAN  ENST0000032446( OTTHUMP00000O NP_005338 PF0O0012 HSP70

2560;8106 1211 50 IPI00909552;IPIOC 2;2;2;1;1;1 2;2;2;1;1;1 2;2;2;1;1;1 Peptidyl-prolyl cis PPIL3 Peptidyl-prolyl cis BADN80;Q9H2H8- BADN8O_HUMAN, ENST0000023428: OTTHUMPO00002 NP_570981;NP_1 PF00160 Pro_isomerase
1856,2131,5374;5 1415 34 1PI00412987;IPIOC 5;5;2 552 44;2 GMFB protein;Glii GMFB Glia maturation fe EZEWZ9;Q9B535;1 Q9BS35_HUMAN; ENST0000035474° OTTHUMP000001 NP_004115 PF00241 Cofilin_ADF
3294;3524;4298;6 905 534 602 213 IPI00746351;1PI0C 4;4;4;3 44;43 44;4;3 Exosome complex DIS3;KIAA1008;RR Isoform 1 of Exosc Q9Y2L1-1;09Y2L1 RRP44_HUMAN;B ENST0000037776° OTTHUMPO00000 NP_055768;NP_0I PFO0773 RNB
63;64;329;330;33: 420;421;422,423 255;256;257;258; 46;58;146;243  113;114;123;242;: IPI00015018;1PI0C 35;18;1 35,18;1 34;17,0 Inorganic pyrophc PPAL;IOPPP;PP;RF Inorganic pyrophc Q15181;,055QT6  IPYR_HUMAN;QS:! ENST0000037323; OTTHUMPO00000 NP_066952 PF00719 Pyrophosphatase
290;294;4320;779 779 355 IPI00032826;IPIOC 6;5;5 6,535, 655 Hsc70-interacting ST13;FAM10ATL;HI Hsc70-interacting P50502;B4E0U6;B F10A1_HUMAN;F: ENST0000021621: OTTHUMPO00001 NP_003923 PF00515 TPR_1
797;1352;2095;55 1395 86 1PI00465132;1PI01 4; 4;4:4; Coatomer subunit COPE Coatomer subunit 014579;Q53H16;C COPE_HUMAN;A€E ENST00000262812;ENSTO000035107 NP_009194;NP_9: PF04733 Coatomer_E
3269;6162 164,165 225227 1PI00848334;IPIOC 2;2;2;2;1;1;1;1;1;1 2;2;2,2; 1,1, 1;1,1 2;2;2;2;1;1;1;1;1;1 Kinesin-like protei KIF2A;KIF2;KNS2;# Isoform 4 of Kines 000139-4;00013¢ KIF2A_HUMAN;KI ENST0000023073; OTTHUMP000001 NP_001091981;NI PF00225 Kinesin
1830;1966;2809 795796 233;345 1PI00853598;IPIOC 3;3, 33 CDNA FUI56334, h SEC13;D351231E;¢ cDNA FLI56334, h B4DXJ1,Q53GB2;F B4DXJ1_HUMAN; ENST0000038380: OTTHUMPO00001 NP_899195;NP_Oi PF00400 WD40
1178;4973,5432;8208 IPI00549672;IPIOC 4;4;3, 4;4; 265 p n PSMD13;hCG_37€ HSPC027;40 kDa f QOUNMS6-1,Q9UN PSD13_HUMAN;B ENST0000035230: OTTHUMP000001 NP_002808;NP_7: PF01399 Pl
117;505;1146;193 1458;1459;1460;1461 1398;3436;4128;4339 1PI00456969 20 Cytoplasmic dynel DYNCIHL;DHCL;D Cytoplasmic dynel Q14204;84DSR6;C DYHCI_HUMAN ~ENST00000360184 NP_001367 PF07728;PF08385 AAA_S;DHC_N1;,D
6380,7634 1535 50 IPI00555956 2 2 2 Proteasome subui PSMB4 Proteasome subui P28070;B4DFL3  PSB4_HUMAN  ENST0000029054: OTTHUMPO00000 NP_002787 PF00227 Proteasome
4301;8421 1PI00221035;IPIOC 2;2;2;2;1 2,2;22,1 2,2;22,1 Transcription fact BTF3;NACB;OK/SV Isoform 1 of Trans P20290-1;r20290, BTF3_HUMAN ~ ENST0000033589! OTTHUMP000001 NP_001032726;NI PF01849 NAC

2821;8060 1PI00290272;IPIOC 2;1 21 21 DNA polymerase : POLA2 DNA polymerase : Q14181;B3KSX6;E DPOA2_HUMAN ~ ENST0000026546! OTTHUMPO00002 NP_002680 PF04042;PF08418 DNA_pol_E_B;Pol
409;1017;2174;2816;3760;3846;4720;8114 1PI00465432;IPI0C Nodal NOMO2;NOMO3; Isoform 1 of Nodz Q5JPE7-1;,Q5IPE7; NOMO2_HUMAN, ENST0000033053" OTTHUMPO00001 NP_001004060;NI PF05738 Cna_B
407;781;1332;153 991;992;993;994;¢ 592 48,97,285;364;41: 215 IPI00218775;1PI01 19;17;13;9,8;7  19;17;13,9;8;7  19;17,13;9;8;7  FK506-binding prc FKBPS;AIGE;FKBP! Peptidyl-prolyl cis Q13451;02TA84;( FKBPS_HUMAN;B ENST00000337741 OTTHUMPOO00000 NP_001139247;NI PF00254;PF00515 FKBP_C;TPR_1
1730,7656 1PI00977968;IPIOC 2;2;2 22,2 22,2 Polyadenylate-bin PABPN1;PAB2;PAI BCL2L2-PABPN1 p Q86U42-1,086U4 PABP2_HUMAN  ENST0000021672 OTTHUMPO00001 NP_001186793;NI PFO0076 RRM_1
1050;2034;2219;4 459;460;461;462 134;166;223;251 1PI00017672 8 8 8 Purine nucleoside NP;PNP CcDNA FLI25678 fis P00491;08N7G1;¢ PNPH_HUMAN  ENST0000036150! OTTHUMP000001 NP_000261 PF01048 PNP_UDP_1
717;1045;2480,2742;3159;3160  589;590;591 7,58;112 1PI00218733;IPIOC 6;4; Superoxide dismu SOD1 Superoxide dismu P00441 SODC_HUMAN  ENST0000027014: OTTHUMPO00001 NP_000445 PF00080 Sod_Cu
2521;8223 1PI00925804;IPI0C 2;2;1;1 Non-functional ar AIP;XAP2 Non-functional ar A5JGZ4;000170;A A5JGZ4_HUMAN;, ENST0000027914 OTTHUMPO00002 NP_003968 PF00254;PF07719 FKBP_C;TPR_2
4453;5113 IPI00945566;IPIOC 2;2;2;2;2;2; Clathrin light chail CLTA 28 kDa protein;lsc P09496-1;P09496, CLCA_HUMAN;B4 ENST0000024228! OTTHUMP000002 NP_009027;NP_Oi PFO1086 Clathrin_lg_ch
2878;3592;4268;4 621,622 376,377 360370 355,448 1PI00022810;IPI01 6;6; Dipeptidyl-peptidi CTSC;CPPI Isoform 1 of Dipej P53634-1;P53634, CATC_HUMAN  ENST0000022726 OTTHUMPO00002 NP_001805 PF08773;PF00112 CathepsinC_exc;P
2730;3729;5222;5706;6935;7344;8173;8204 1PI00297477;IPIOC 8;5, U2 small nuclear r SNRPAL;hCG_199 U2 small nuclear r P09661;Q53G21;C RU2A_HUMAN;O¢ ENST0000025419: OTTHUMPO00001 NP_003081;XP_003120495

964;2341,2342;58 466 288,289 170 121;124 1PI00017799;IPIOC 7;1 Thioredoxin, mito TXN2;TRX2 CDNA FUS5158, h Q99757;84DX69 THIOM_HUMAN ENST0000021618! OTTHUMP000001 NP_036605 PF00085 Thioredoxin
7597;7647 1PI00399265;IPIOC 2;2;2;2;2;2;2 Tumor protein DS TPD52L2;RP4-591 tumor protein DS QSJWUE;QSUOEO; QSJWUE_HUMAN ENST0000021712: OTTHUMPO00000 NP_955392;NP_9! PF04201 TPDS2
2437;2438;2953;2 74;75 55 54,96 97 1PI00002535;IPI01 9;4 FK506-binding prc FKBP2;FKBP13  Peptidyl-prolyl cis P26885,Q53XJ5 ~ FKBP2_HUMAN  ENST0000030936 OTTHUMPO00002 NP_001128680;NI PF00254 FKBP_C
4540;4544;6458;7 1573;1574 267;357 IPI00647650;IPIOC 5;5;2;1;1;1 552,111 CcDNA FLI35809 fis EIF353;hCG_2090( cDNA FLI35809 fis B3KS98;Q53HGO;( B3KS98_HUMAN;| ENSTO000027668; OTTHUMPO00002 NP_003747 PF01398 Mov34
3542;4590;5652;6 1019;1020 605 13;132 23 IPI00219097;1PI0C 4;3 32 High mobility grot HMGB2;HMG2  High mobility grot P26583;Q5U071;C HMGB2_HUMAN ENST0000029650: OTTHUMPO00002 NP_001124160;NI PFO0505 HMG_box
2173;2202;6376;8 1324 791 99 149 1PI00334159;1PI01 4;4 44 Prefoldin subunit VBPL;PFDN3;hCG. von Hippel-Lindat P61758;D03DWY7; PFD3_HUMAN;B4 ENST0000028642: OTTHUMPO00000 NP_003363 PF02996 Prefoldin
1787,5337 1PI00098827;IPIOC 2;2 22 Heat shock protei HSPB11;Clorf4L;+ Heat shock protei Q9Y547,A6NIR2  HSB11_HUMAN;A ENST0000019421: OTTHUMPO00000 NP_057210 PF00754 F5_F8_type_C
807;1037;2128;4824;6579 834 180 IPI00399089 5 5 5 Mesoderm develc MESDC2;KIAAQ08: LDLR chaperone \ Q14696 MESD2_HUMAN ~ ENST00000261758 NP_055969 PF10185 Mesd
1403;3121;3516;5182;5279;5947;85: 522,523 250251 1PI00183626;IPIOC 7,7, 312,22,22 7,7, Polypyrimidine trz PTBP1;hCG_2056( polypyrimidine tr: Q9BUQO;P26599- Q9BUQO_HUMAN ENST00000356948;ENST0000034902 NP_002810;NP_1 PF00076 RRM_1
587,4451,5007;50 1051 328 1PI00219913;IPIOC 5;5;5;1 5,55, 5,55, Ubiquitin carboxy USP14;TGT Ubiquitin carboxy P54578;82RD79;C UBP14_HUMAN;B ENST00000261601;ENSTO00004002€ NP_005142;NP_0I PF00443 UCH
582;1216;2279;28 116;117;118;119; 73;74 226;235;308,444;¢ 279,365 1PI00003944;IPIOC 16;12;12 16;12;12 16;12;12 Lipoamide acyltra DBT;BCATE2;RP11 Lipoamide acyltra P11182;B4E1Q7;C ODB2_HUMAN;Q! ENST0000037013; OTTHUMPO00000 NP_001909 PF00198;PF00364 2-oxoacid_dh;Biot
121;2644;7391;73 1469 66 1PI00465315;IPI0C 4;4;1 44;1 44,1 Cytochrome ¢ CYCS;CYC Cytochrome c;Unc P99999;Q6LERG;C CYC_HUMAN ~ ENST00000305781 OTTHUMPO00001 NP_061820 PF00034 Cytochrom_C
1010;1011;1402;2 1060 32 IPI00220362;IPIOC 17;10;10;6;5:4  17;10;10;6;5:4  17;10;10;6;5:4 10 kDa heat shock HSPEL 10 kDa heat shock P61604;Q9UNML; CH10_HUMAN;B8 ENST0000023389: OTTHUMPO00001 NP_002148 PF00166 Cpn10
346;617;1406;148 1441;1442;1443;1444 281;338,415;416 1PI00420108; PIOC 12;11;6;5 12,1165 12,1165 Dihydrolipoyllysin DLST;DLTS;hCG_2: Dihydrolipoyllysin P36957;8726J1;87 ODO2_HUMAN;B’ ENST00000334220;ENST0000033421 NP_001924 PF00198;PF00364 2-oxoacid_dh;Biot
1907;1956;4515 1PI00017704 3 3 3 Coactosin-like pro COTLL;CLP Coactosin-like pro Q14019 COTL1_HUMAN  ENST0000026242: OTTHUMP0O00001 NP_066972 PF00241 Cofilin_ADF
3770;8667 264 214 IPI00955848;IPIOC 2;2;2;2 22,22 22;2; Putative uncharac SH3BGRL3;P1725; SH3 domain bindi D3DPK5;Q86722;( Q86222_HUMAN; ENST0000037424: OTTHUMPO00000 NP_112576 PF04908 SH3BGR
485;,2237;2811;62 828,829 492 589;601 436 1PI00106642 7 7 5 Stromal cell-derivi SDF2L1;UNQ1941, Dihydropyrimidin: Q9HCN8;Q86U75 SDF2L_HUMAN  ENST0000024895: OTTHUMPO00001 NP_071327 PF02815;PF01979 MIR;Amidohydro_
85;242;282;402;9: 844;845,846;847;¢ 501;502;503;504;! 29;176;190;227;2¢ 99;108;367;379;3¢ IPI00169383;IPI01 19;18;14;10;7;5  19;18;14;10,7;5 19;18;14;10;7,5 Phosphoglycerate PGK1;PGKA;MIG1 Phosphoglycerate PO0558;A8K4WS;| PGK1_HUMAN;B7 ENST00000373311 OTTHUMPO00000 NP_000282 PFO0162 PGK
1762;2401;3498;3 740,741 452,453,454 358,366 92,142,237 1PI00030207;IPIOC 9;8 98 98 GDP-mannose 4,6 GMDS;RP1-118B1 GDP-mannose 4,6 060547;B2R9X3;E GMDS_HUMAN;Q ENST0000038081! OTTHUMP000000 NP_001491 PF01370 Epimerase
1145;2537;2915;4 1398;1399 194,195 1PI00402183;IPIOC 8;8;8;8;7;7,72;2;2 8;8;8;8;7;7,72;2;2 8;8;8;8;7,7;7;2;2;2 Heterogeneous ni SYNCRIP;HNRPQ! Isoform 3 of Hete 060506-3;060506 HNRPQ_HUMAN; ENST0000035523: OTTHUMPO00000 NP_001153149;N| PFO0076 RRM_1
4287;7700 1PI00000811 2 2 2 Proteasome subui PSMB6,LMPY ~ Proteasome subui P28072;,Q6IAT9 ~ PSB6_HUMAN  ENST0000027058 OTTHUMPO00001 NP_002789 PF00227 Proteasome
170;434;1095;147 825 291 212 202 IPI00105598;1PI0C 15;5 155 155 265 proteasome n PSMD11 Proteasome 265 n 000231;84DTSS5;C PSD11_HUMAN  ENST0000026171; OTTHUMPOO00001 NP_002806 PF01399 pcl
863;1659;5403;55 950,951 560,561,562 37,74 32,3573 1PI00216298;IPIOC 6;5 65 65 Thioredoxin;ATL-c TXN;TRDX;TRX;TR Thioredoxin;Unch P10599;B1ALW1;¢ THIO_HUMAN;B1 ENST0000037451° OTTHUMP000000 NP_003320 PF00085 Thioredoxin
1906;2578;2918;3 640 87 1PI00024913;1PIOC ES1 protein homo C210rf33;HESL;KN Isoform Long of E: P30042-1,P30042, ESL_HUMAN ~ ENST0000029157° OTTHUMPO00001 NP_004640;NP_9: PF01965 DJ-1_Pfpl
1705;2022;2539;3 212;213;214;215 124;125;126;127;2 23;35;38;122  43;47;67,87;120;1 IPI00007797;IPIOC 14;11;2 14;11;2 14;11;2 Fatty acid-binding FABPS Fatty acid-binding Q01469;E7DVWS5 FABPS_HUMAN ~ ENST0000029725: OTTHUMPO00001 NP_001435 PF0O0061 Lipocalin
2,1838;2164;3358 1162;1163 88,368 1PI00296053;IPIOC 9;9 99 99 Fumarate hydrata FH Isoform Mitochon P07954-1;P07954; FUMH_HUMAN  ENST0000036656( OTTHUMPO00000 NP_000134 PF10415;PF00206 FumaraseC_Cilya:
14515513 46 67 IPI00000051;1PIOC 2;2 22 22 Prefoldin subunit PFDN1;PFD1 Prefoldin subunit 060925;ESRGS4 PFD1_HUMAN ~ ENST0000026181: OTTHUMPO00001 NP_002613 PF01920 Prefoldin_2
300;7746;8411;84 674;675 61,91 1PI00026358 6 6 5 but GABARAPL2;FLC3/ but P60520;06FG91  GBRL2_HUMAN  ENST0000003724 OTTHUMP000001 NP_009216 PF02991 MAP1_LC3
1551;4834;8264 1128 363 IPI00641296;IPIOC 3;3;3;2;2,2,2,1;,1  3;3;3 2;1;1 Fc receptor-like A FCRLA;FCRLFCRLI Fc receptor-like A Q7L513-2,Q7L513 FCRLA_HUMAN  ENST0000023693: OTTHUMP000000 NP_001171795;NI PFO0047 ig
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78 1PI00005162;IPI0C 7;5;5;4
IP100909773;IPIOC 3;3;3
1P100215911;IPI0C 7;4;1

115 1P100012645;IP10C 19;19;6;2;2;2;2

1PI00009032;1PIOC 18;18;9;8; Lupus La protein;¢ SSB Lupus La protein;l PO5455;B5BUBS;C LA_HUMAN;Q9UD ENST0000026095( OTTHUMPO00001 NP_
1PI00003327 3 3 3 ADP-ribosylation  ARL3;ARFL3 ADP-ribosylation { P36405 ARL3_HUMAN  ENST00000260741 OTTHUMP0O0000O NP_
1PI00943181 12 12 12 Proteasome activi PSME2 Uncharacterized f Q9UL46;A8MZ76; PSME2_HUMAN ~ ENST0000021680: OTTHUMPO00000 NP_
1PI00185058;IPIOC 1;1;1;1 1,311 L1110 Anoctamin-3;Tran ANO3;C110rf25;TI Anoctamin-3;Uncl QIBYT9;B7Z9B9;E ANO3_HUMAN;B: ENST0000025673° OTTHUMP000002 NP_

100 1PI00024915;IPI0C 9;9;8;5

Actin-related prot ARPC3;ARC21 Actin-related prot 015145;B2R4D5;C ARPC3_HUMAN;B ENST0000022882! OTTHUMPO00001 NP_(
Ubiquitin carrier p UBE2L3;UBCE7;UE Ubiquitin carrier p B4DSZ4;E7EWS7;F B4ADSZ4_HUMAN; ENST0000034219. OTTHUMP000001 NP_(
DNA-(apurinic or i APEX1;APE;APEX;, DNA-(apurinic or i P27695;Q5TZP7 ~ APEX1_HUMAN  ENST0000021671: OTTHUMPO000001 NP_(
;0 Spectrin beta chai SPTBN2;KIAA0302 Isoform 1 of Spect 015020-1;01502C SPTN2_HUMAN  ENST0000030999! OTTHUMP000002 NP_(

Peroxiredoxin-5, r PRDX5;ACR1;SBBI Isoform Mitochon P30044-1;P30044, PRDX5_HUMAN;A ENST0000026546. OTTHUMPO000002 NP_(

005710 PF04062
003338 PF00179
001632;NP_5: PF03372
008877 PF00307;PF00169
003133 PF05383;PF00076
004302 PF00025
002809 PF02251;PF02252
113606 PF04547

036226;NP_8! PF08534;PF00578

P21-Arc
uQ_con
Exo_endo_phos
CH;PH;Spectrin
La;RRM_L;RRM_3
Arf
PA28_alpha;PA28
DUF590
Redoxin;AhpC-TS/

1PI00974176;IPIOC 2,2 2,2 2;2 5-phase kinase-as SKPL;EMC19;0CP: Uncharacterized f ESRIRS;P63208-1; SKP1_HUMAN ~ ENST0000032839 OTTHUMP000002 NP_733779;NP_Oi PFO1466;PF03931 Skp1;Skpl_POZ
38 IPI00878984;1PI0C 7; 21 7 21 7 2,1 D-dopachrome de DDT;DDTL 14 kDa protein;D- P30046;Q53Y51;8 DOPD_HUMAN;B¢ ENST0000035060: OTTHUMPO00001 NP_001077861;N| PFO1187 MIF

1PI00023640;IPIOC 2;1 Programmed cell | PDCDS;TFAR19  Programmed cell | 014737;B4DE64 PDCD5_HUMAN;E ENST00000221784 NP_004699 PF01984 dsDNA_bind
1PI00414127;IPIOC 8;8; 4;2;2;1 Ran-specific GTPa RANBP1;hCG_178 Ran-specific GTPa P43487;D3DX26;C RANG_HUMAN;B: ENST0000033182: OTTHUMP000002 NP_002873 PF00638 Ran_BP1
1PI00647246;IPIOC 6;3; Interferon-stimul: ISG20;HEMA4S  Isoform 1 of Inter Q96AZ6-1;Q96AZ¢ 1SG20_HUMAN;Q! ENST0000030607: OTTHUMPO00001 NP_002192 PF00929 Exonuc_X-T
IPI00645948;IPIOC 7;7;7. 4;3;2;2 High-mobility grot HMGB1;RP11-550 Uncharacterized f E9PFFO;F5GZ29;Q Q5T7C6_HUMAN; ENST0O000039943! OTTHUMP000000 NP_002119 PF00S05 HMG_box
REV_IPI00032063 2;2 Low-density lipop LRP1B;LRPDIT  >IPI:REV_IPI0003: QINZR2;Q53573;( LRP1B_HUMAN;Q ENST0000038948: OTTHUMPO00001 NP_061027 PFO0008;PF07974 EGF;EGF_2;EGF_C
1PI00024911;1PI01 11;8;1;1 11,8;1;1 11,8;1;1 Endoplasmic retic ERP29;C120rf8;ER Endoplasmic retic P30040 ERP29_HUMAN ~ ENST00000261735 NP_006808 PF07749;PF07912 ERp29;ERp29_N
1PI00399053;IPIOC 6;3 63 63 Uncharacterized ¢ C30rf60 Isoform a of NAD} Q9BU61-1,Q9BU6 CCOS0_HUMAN  ENST0000032692! OTTHUMPO00002 NP_951032;NP_9! PF04430 DUF498

165 1PI00216057;IPIOC 5;1 51 51 Sorbitol dehydrog SORD Sorbitol dehydrog Q00796;84DKI2  DHSO_HUMAN  ENST0000026781: OTTHUMP000001 NP_003095 PF08240;PF00107 ADH_N;ADH_zinc,
1PI00003482;IPIOC 8 2,4-dienoyl-CoA e DECRLDECR  2,4-dienoyl-CoA r« Q16698;Q7LDK6;E DECR_HUMAN;B? ENST0000022076: OTTHUMP000002 NP_001350 PF00106 adh_short
1PI00009328;IPIOC 6 Eukaryotic initiatii EIF4A3;DDX48;KIA Eukaryotic initiatii P38919 IF4A3_HUMAN  ENST00000269349 NP_055555 PF00270;PF00271 DEAD;Helicase_C
1PI01015908;IPIOC 10;10;10;10;10;10 10;10;10;10;10;10 10;10;10;10;10;10 Dynactin subunit : DCTN2;DCTNS0;hi Uncharacterized  F5H257;,Q13561-2 DCTN2_HUMAN;# ENST00000354743 NP_006391 PF04912 Dynamitin

164 1PI00022314;IPIOC 5;5;5; peroxide dismu SOD2 Superoxide dismu P04179;83KUK2;C SODM_HUMAN;Q ENST0000033740: OTTHUMP000002 NP_000627;NP_Oi PF02777;PF00081 Sod_Fe_C;Sod_Fe
1PI00024157 3 3 3 FK506-binding prc FKBP3;FKBP25  Peptidyl-prolyl cis Q00688;Q53GD8 FKBP3_HUMAN ~ ENST0000021633( OTTHUMPO00001 NP_002004 PF00254 FKBP_C
1PI00221222;IPIOC 2;1 21 21 Activated RNA po SUB1;PC4;RPO2TC Activated RNA po P53999;059G24;C TCP4_HUMAN;Q6 ENST0000026507: OTTHUMPO00001 NP_006704 PF02229 pCa
1PI00299000; PIOC 18;17;17;12;11;8; 18;17;17;12;11;8; 18;17;17;12;11;8;" Proliferation-asso PA2G4;EBPL Proliferation-asso Q9UQ80;A8K6Y1;1 PA2G4_HUMAN;C ENST00000303305 NP_006182 PF00557 Peptidase_M24
IPI00019600; PI01 5;4;4;4;3;3;2;1  5;4;4 1,1,0; Ubiquitin-conjuga UBE2V2;MMS2;Ut Ubiquitin-conjuga Q15819;A0M8W4 UB2V2_HUMAN;C ENST0000032474 OTTHUMPO00002 NP_003341 PF00179 ua_con
1PI00025318 5 5 5 SH3 domain-bindi SH3BGRL SH3 domain-bindi 075368;B0AZV6;L SH3L1_HUMAN  ENST0000037321; OTTHUMP000000 NP_003013 PF04908 SH3BGR
1PI00964840;IPIOC 4;4;4;2 44:42 44;42 Immunoglobulin J 1GJ;1GC) Uncharacterized f D6RHJE;P01591;D 1GJ_HUMAN ENST0000025480: OTTHUMPO00002 NP_653247
1PI00549381;IPI01 6;6;4;3 6:6:4;3 6:6:4;3 395 ribosomal prc MRPLL;BM-022 395 ribosomal prc Q9BYDE;AOPJ79;F RMO1_HUMAN  ENST0000031556° OTTHUMP000001 NP_064621 PF00687 Ribosomal_L1
1PI00784154;IPIOC 39;33;11;10;5;3;2; 39;33;11;10;5;3;2; 39;33;11;10;5;3;2; 60 kDa heat shock HSPDI;HSPE0 60 kDa heat shock P10809;B3GQS7;E CH60_HUMAN;B7 ENST0000034504: OTTHUMPO00002 NP_002147;NP_9! PFO0118 Cpn60_TCP1

116 1PI00019927;IPI01 10;8 10;8 10;8 265 proteasome n PSMD7;MOV34L 265 proteasome n P51665;82RD27;8 PSD7_HUMAN;B4 ENST0000021931: OTTHUMP000001 NP_002802 PF01398 Mov34
1PI00003815;IPIOC 11;8;6 11,86 11,86 Rho GDP-dissociaf ARHGDIA;GDIAL  Rho GDP-dissociaf P52565;A8MXW0, GDIR1_HUMAN;A ENST00000269321;ENST0000040072 NP_001172006;NI PF02115 Rho_GDI
IPI00604620; PIOC 29;27;19;18;2;2;2 29;27;19;18;2;2;2 29;27;19;18;2;2;2 Nucleolin;Protein NCL Nucleolin;cDNA FI P19338;B3KM80;t NUCL_HUMAN;Q¢ ENST0000032272: OTTHUMPO00002 NP_005372 PF09538;PF00076 FYDLN_acid;RRM._
1PI00785113;IPIOC 4;4; 33 3;3;3,0; Leucine-rich repe: LRRFIP1;GCF2;TRI Isoform 1 of Leuci Q32MZ4-1,Q32M: LRRF1_HUMAN  ENST0000024481! OTTHUMPO00001 NP_001131024;NI PF09738 DUF2051
1PI00009904 11 11 11 Protein disulfide-i PDIA4;ERP70;ERP' Protein disulfide-i P13667 PDIA4_HUMAN  ENST0000028609: OTTHUMPO00001 NP_004902 PF00085 Thioredoxin
1PI00000787;IPIOC 3;3; 33; Proteasome subui PSMB9;LMP2;RIN: Isoform LMP2.L of P28065-1;P28065, PSBI_HUMAN;A2 ENST0000037485¢ OTTHUMPO00000 NP_002791 PF00227 Proteasome
1PI00028414 5 4 4 Glia maturation fe GMFG Glia maturation f 060234;Q61837;0 GMFG_HUMAN  ENST00000253054 NP_004868 PF00241 Cofilin_ADF
1PI00023234;IPIOC 5;4;2 5:4;2 5:4;2 SUMO-activating « UBA2;SAE2;UBLE1 SUMO-activating « QQUBT2;B2RDFS5;f SAE2_HUMAN;B3 ENST00000246548 NP_005490 PF00899;PF10585 ThiF;UBA_e1_thic
IPI00000877;IPIOC 3;3;3;2,2;2,1;1  3;3 Hypoxia up-regulz HYOU1;0RP150;D Hypoxia up-regule Q9YAL1;A8C1Z0;C HYOU1_HUMAN;t ENST0000035388: OTTHUMPO00002 NP_001124463;N| PFO0012 HSP70
IPI00005657;IPIOC 2;1 21 Prefoldin subunit PFDN6;HKE2;PFDE Prefoldin subunit 015212;Q55TK2;2 PFD6_HUMAN;A2 ENST0000037460 OTTHUMPO00000 NP_001172110;NI PFO1920 Prefoldin_2
1PI00419585;IPIOC 13;10;9;7;7;2;2;2;: 13;10;9;7;7;2;2:2;: 13;10;9;7;  Peptidyl-prolyl cis PPIA;CYPA Peptidyl-prolyl cis P62937;A8K220;A PPIA_HUMAN;B4I ENST0000035596: OTTHUMPO00001 NP_066953 PFO0160 Pro_isomerase

153 IPI00828189;1PIOC 13;13;13;11;3;3;3; 13;13;13;11;3;3;3; 13;13;13;11;3;3;3; Protein-L-isoaspal PCMT1 Isoform 2 of Prote P22061-2;P22061, PIMT_HUMAN;B7 ENST0000036737: OTTHUMPO00000 NP_005380 PF01135 PCMT

128 IPI00026513;IPI01 13;11 Ribose-5-phospha RPIA;RPI Ribose-5-phospha P49247,Q53582;C RPIA_HUMAN;Q5 ENST0000028364 OTTHUMPO00001 NP_653164 PF06026 Rib_5-P_isom_A
1PI00013949;IPIOC 7;6 Small glutamine-r SGTA;SGT;SGT1 ~ Small glutamine-r 043765;B4DEA6;E SGTA_HUMAN;B4 ENST00000221566 NP_003012 PF00515 TPR_1

284 1PI00843975;1PI0C 29;25;11;11;8;3;3; 1 Ezrin;p81;Cytovilli EZR;VIL2 E2rin;cDNA FLI541 P15311;B2R6J2;Q) EZRI_HUMAN;B7Z ENST0000033714° OTTHUMPO00000 NP_001104547;NI PFO0769;PF09380 ERM;FERM_C;FER
1PI00334190;1PIOC 2;2;1 Stomatin-like prot STOML2;SLP2;HSF Stomatin-like prot Q9UJZ1;B4E1K7;F. STML2_HUMAN;B ENST0000035649: OTTHUMP00000O NP_038470 PF01145 Band_7
1PI00102821;IPIOC 8;4;1;1;1;1 Proapoptotic casp PACAP;HSPC190  Isoform 1 of Plasn Q8WU39-1;,08WL PACAP_HUMAN ~ ENST0000030212! OTTHUMPO00002 NP_057543

53;81;212;318;57¢ 1164;1165;1166;1 ,696,697,698;¢ 1643;1724;1880;3 90;223;232;373;6: IPI00296337;IPI0C 43;41;40 DNA-dependent g PRKDC;HYRC;HYR! Isoform 1 of DNA- P78527-1;P78527, PRKDC_HUMAN  ENST0000031419: OTTHUMP000002 NP_008835;NP_0i PF02259;PF02260 FAT;FATC;HEAT;N
7317;7819 1P100299149;IPI0C 2;2;2;1;1;1;1;1 Small ubiquitin-re SUMO2;SMT3B;Sh Small ubiquitin-re P61956;F2Z3D0;A: SUMO2_HUMAN; ENST0000033285! OTTHUMP000000 NP_008868;NP_0I PF00240 ubiquitin
1698;3527;8372 1P100026546;IP10C 3;2;1;1;1 Platelet-activating PAFAH1B2;PAFAH Platelet-activating P68402;Q6IBR6  PA1B2_HUMAN  ENST0000030480: OTTHUMP000002 NP_002563 PF00657 Lipase_GDSL
6746;7028;7623 1P100001922;IPIOC 3;3 Suppressor of turr ST14;PRSS14;SNC: Suppressor of turr Q9Y5Y6;B2RAF9;E ST14_HUMAN;BA4I ENST0000027874; OTTHUMP000002 NP_068813 PF00431;PF00057 CUB;LdI_recept_a
3479;4252;5298;7 1173;1174 706 137;140 177 1P100297579;IP10C 6;3, Chromobox prote CBX3 Chromobox prote Q13185;A4D177;E CBX3_HUMAN;B8 ENST0000033762( OTTHUMP000001 NP_009207;NP_0! PF00385;PF01393 Chromo;Chromo_
1869;3343;4207;6699;7777;7906 299;300;301 39;136;138 1P100018236;1PI0C 6; Ganglioside GM2 GM2A Ganglioside GM2 P17900;82R699;8 SAP3_HUMAN ENST0000035716: OTTHUMPO00001 NP_000396;NP_001161079

3509;4902;7156 1P100419979;1P101 3;1, ;1;1 Serine/threonine- PAK2 Serine/threonine- Q13177;A8K5M4 PAK2_HUMAN ENST0000032713: OTTHUMP000002 NP_002568 PF00786;PFO0069 PBD;Pkinase
1152;3065;8176  252;253 13;115 1PI00009943;IPI0C 3;3;2;2;2;2;2;2;1;1 3;3;2;2;2;2;2;2;1;1 3;3;2;2;2;2;2;2;1;1 Tumor protein, tri TPT1;RP11-290D2 Tumor protein, tri Q5SWOH4;P13693; QSWO0H4_HUMARN ENST00000309241 OTTHUMPO00000 NP_003286;NP_9! PFO0838;PF06012 TCTP;DUF908

4574;5118
7438;8505;8791
3309;5838;6983

614;2956;3372;46 608
1799;7507
1502;1520;2413;5 773
1303;5346
1211;3169;4371;6 1052
961;4011;5585 782

197

218

323
62

1P100386755;1P10C 2;1, 2,1, 2,1, ERO1-like protein ERO1L;UNQ434/P ERO1-like protein Q96HE7;Q86YB8;| EROIA_HUMAN;E ENST0000035913: OTTHUMPO000001 NP_055399;NP_0i PF04137 ERO1
1P100646689 3 3 3 Thioredoxin domz TXNDC17;TXNLS  Thioredoxin domz Q9BRA2 TXD17_HUMAN  ENST0000025010: OTTHUMPO00001 NP_116120 PF06110 DUF953
1P100797126;1P101 2;1 2;13;3;3;3;3;3;3;3;. 2;1 Nascent polypept NACA;HSD48 Uncharacterized ¢ E9PAV3;Q13765;E NACA_HUMAN;B< ENST00000356769;ENST000003938¢ NP_001106674;N| PFO1849;PF00627 NAC;UBA
1PI01011496;1P10C 2;1 1 1 Tumor protein D5 TPD52 Uncharacterized ¢ FSHOBO;P55327-3 TPD52_HUMAN  ENST0000037909° OTTHUMPO000002 NP_001020423;NI PF04201 TPD52
1P100008454;1P10C 2;2 2;2 2;2 DnaJ homolog sut DNAJB11;EDJ;ERJ: DnaJ homolog suk Q9UBS4;B3KW63 DJB11_HUMAN  ENST0000026502i OTTHUMP000002 NP_057390 PF00226;PF01556 Dnal;Dnal_C
1P100031812;IPI0C 11;10;8;7; Nuclease-sensitivi YBX1;NSEP1;YB1 Nuclease-sensitivi P67809;A0/LU4;Q YBOX1_HUMAN;C ENST0000032135: OTTHUMPO000000 NP_004550 PF00313 Csb
1P100011631;1P101 2;2 2;2 2;2 Centromere/kinet ZW10 Centromere/kinet 043264;B2R7C2;B ZW10_HUMAN;A: ENST0000020013! OTTHUMP000002 NP_004715 PF06248 Zw10
1P100880007;IPI0C 7;7;7;7;5;5;4;3;3;1 7;7;7;7;5;5;4;3;3;1 7,7;7;7;5;5;4;3;3;1 Mi MAP4 Microtubule-assor P27816-4;P27816; MAP4_HUMAN;B: ENST0000026472: OTTHUMP000002 NP_002366;NP_0i PF00418 Tubulin-binding

1P100450472;1P10C 3;3 33 33 Ubiquitin carrier f UBE2I;LA16c-358E Ubiquitin carrier p BOQYN7;Q7KZS0; BOQYN7_HUMAN ENST0000040230: OTTHUMP000001 NP_(

003336;NP_9 PF00179

ua_con



2353;4848;5451;8 887,888 515 113;136 114 1PI00645446;IPI0C 4;4;4 444 44;4 Malignant T cell a MCTSI;MCT1  Isoform 3 of Malig Q9ULC4-3;Q9ULC: MCTS1_HUMAN ~ ENST0000037131! OTTHUMPO00000 NP_001131026;NI PF01472 PUA
2955,6524 1417;1418 844 67,104 60 IPI00413778;1PI0C 2;2 22 22 Peptidyl-prolyl cis FKBP1A;FKBPL;FK FKBP1A protein;U P62942;,Q0VDC6;C FKBIA_HUMAN;C ENST0000038171¢ OTTHUMPO00000 NP_000792;NP_4i PF00254 FKBP_C
1382;1561;3016;4 357;358;359;360 112;164;249;316 1PI00013122 9 9 9 Hsp90 co-chaperc CDC37,CDC37A  Hsp90 co-chaperc Q16543;A1L0W4;1 CDC37_HUMAN  ENST00000222005 NP_008996 PF08564;PF08565 CDC37_C;CDC37_|
4946 1634 68 1PI00816555 1 1 1 V1-4 protein V14 V1-4 protein Q5NV63 Q5NV63_HUMAN ENST0000039031: OTTHUMP00000199438 PF07686 V-set
1639;8510 1360 64 1PI00395462;IPIOC 2;1 21 21 Huntingtin-interac HYPK;HSPC136  Isoform 2 of Hunt QINX55-2;Q9NXS HYPK_HUMAN  ENST0000033786: OTTHUMPO00000 NP_057484;NP_001186814
1699;3376;5522;6 1526 159 IPI01013419;IPIOC 6;6;5;4;3;3;2,1;1;1 6;6;5;4;3;3;2,1;1;1 6;6;5;4;3;3;2;1;1;1 Ferritin;Ferritin he FTH1;FTH;FTHL;C Ferritin;Ferritin he B3KXC3;Q6NS36;F B3KXC3_HUMAN; ENST0000027355( OTTHUMPO00002 NP_002023 PF00210 Ferritin
2117;2854;4027;5268 873 84 1PI00427330;IPIOC 4;1;1 411 411 Ribosome matura SBDS;CGI-97 Ribosome matura Q9Y3AS SBDS_HUMAN  ENST0000024686: OTTHUMP000001 NP_057122 PF01172;PF09377 SBDS;SBDS_C
512;778;1354;135 1185;1186;1187;1 718 61;68;343;471 307 1PI00298423;1PI0C 33;33;12;12;12;11 33;33;12;12;12;11 33;33;12;12;12;11 Pyruvate dehydro PDHX;PDX1 Pyruvate dehydro 000330;B2R673;E ODPX_HUMAN  ENST0000022786: OTTHUMPO00002 NP_003468;NP_0I PFO0198;PF00364 2-oxoacid_dh;Biot
32;33;127;977;16¢ 1623;1624;1625;1 978;979;980;981;¢ 203;210;245;306;: 313;335;376;445;¢ IPI00419237;PI0C 29;29;17;10;5  29;29;17;10;5  29;29;17;,10;5  Cytosol aminopep LAP3;LAPEP;PEPS Isoform 1 of Cytos P28838-1;P28838, AMPL_HUMAN;B: ENST0000022629 OTTHUMP000001 NP_056991 PF00883;PF02789 Peptidase_M17;P.
2402;3499;4098;4 1284 765 171 78 IPI00328748;IPI0C 4;4;1 44;1 44;1 cDNA FU77177, h ARMET;ARP CDNA FU77177, h A8K878;P55145 ~ A8K878_HUMAN; ENST0000027362: OTTHUMP000002 NP_006001 PF10208 Armet
65,267;687,688,5292,7204;8735 496,497 158;217 1PI00744476;1PIOC 7;7; 6,53 1,1; 0;C V1-2 protein;V1-3 V1-2;IGLV2-11,V1 IGL@ protein;IGL( A2MYD6;Q6IPQO; A2MYD6_HUMAN ENST0000039031° OTTHUMPO0000199442;,0TTHUMPO PFO7686;PFO7654 V-set;Cl-set
1185;4792;5081;5845;7157 1PI00938079;IPIOC 5;5 55 55 CDNA FU55458, h DRIP4;PDCD6IP;Al programmed cell | BADHD2;B7Z5C1;E BADHD2_HUMAN ENST00000307291 OTTHUMPO000001 NP_001155901;NI PF03097 BROL
7229;9087 1PI00023728;IPIOC 2;1 21 21 Gamma-glutamyl GGH Gamma-glutamyl Q92820;A8K335;8 GGH_HUMAN  ENST0000026011: OTTHUMP000002 NP_003869 PF07722 Peptidase_C26
655;6644;6645;7784 1PI00152692 4 4 4 D-tyrosyltRNA(Ty DTD1;C200rf88;H, D-tyrosyl-tRNA(Ty Q8TEA8;Q496C9 DTD1_HUMAN  ENST0000037745: OTTHUMPO00000 NP_543010 PF02580 Tyr_Deacylase
2783;5801 1PI00924816;IPIOC 2;2 Myotrophin;Prote MTPN Myotrophin;Unch P58546,069YG1;C MTPN_HUMAN  ENST0000035670° OTTHUMPO00002 NP_665807 PF00023 Ank
2734;7090 IPI00478657;IPIOC 2;2;2;2;2;2;2;1 ;21 ;2;1  Gerich sequence f: GRSF1;hCG_1700( G-rich sequence f. Q12849;B3KW50; GRSF1_HUMAN;B ENST0000025479¢ OTTHUMP000002 NP_002083;NP_01 PFO0076 RRM_1
498;556;754;1658 931;932;933;934;¢ 551 53;78;110;115;16 92 1PI00215901;IPI0C 13;13;13;11;11;11 13;13;13;11;11;11 13;13;13;11;11;11 Adenylate kinase - AK2;ADK2 Isoform 1 of Aden P54819-1;P54819, KAD2_HUMAN  ENST0000035485: OTTHUMPO00000 NP_001616;NP_0: PFO0406;PF05191 ADK;ADK_lid
408;5507,6187 968,969,970 12;18;29 1PI00217253 3 3 3 GTP cyclohydrolas GCHFR;GFRP  GTP cyclohydrolas P30047;87ZLMS8;C GFRP_HUMAN  ENST0000026044° OTTHUMPO00001 NP_005249 PF06399 GFRP
942;1681;2053;31 1462 888;889;890;891;¢ 120 79;104;124;164;2¢ IPI00465028;IPIOC 15;15;12;11 15;15;12;11 15;15;12;11 Tri i TPIL;TPI triosephosphate i: D3DUS9;Q53HE2;| Q53HE2_HUMAN, ENST0000022927( OTTHUMP000001 NP_001152759;NI PF00121 ™
2256;4216;4596;4 481;482;483;484 303;304;305 1,6;12;179 90;152;220 1PI00018352;IPIOC 14;13;13;13;10;2;: 14;13;13;13;10;2;: 14;13;13;13;10;2;: Ubiquitin carboxy UCHLL Ubiquitin carboxy P09936;A6NLI7;B: UCHLL_HUMAN  ENST0000028444( OTTHUMPO00001 NP_004172 PF01088 Peptidase_C12
2010;2477;3419;5 850 128 1PI01021500;IPI01 6;6; 66 66 Vacuolar protein « VPS29;DC7;DC15;1 24 kDa protein;Pr Q9UBQO-2;Q9UB( VPS29_HUMAN  ENST00000360579;ENST0000039767 NP_476528;NP_0! PF00149 Metallophos
963;1423;1948,25 671;672;673 58,91;151 1PI00026328 8 8 8 Thioredoxin domz TXNDC12;TLP19;L Thioredoxin domz 095881 TXD12_HUMAN  ENST00000371621 OTTHUMPO0000O NP_056997
359;1131;1549;1933;2038;2354;235¢ 506;507;508;509;510 121;128;247;254;7 IPI00171438;IPI01 16;16;16 16;16;16 16;16;16 Thioredoxin domz TXNDCS;TLP46;UP Thioredoxin domz Q8NBS9;Q65859;¢ TXNDS_HUMAN;C ENSTO000037975" OTTHUMP000000 NP_110437;NP_01 PFO0085 Thioredoxin
2151;4198;5539;7 309;310;311 87,111,129 IPI00011250;IPIOC 7;6 76 76 Ubiquitin carboxy UCHL3;RP11-173E Ubiquitin carboxy P15374;E9PBF1;Q UCHL3_HUMAN;C ENST0000037758¢ OTTHUMPO00000 NP_005993 PF01088 Peptidase_C12
1514;2699;4068 1PI00021785 3 3 3 Cytochrome ¢ oxic COX5B Cytochrome ¢ oxic P10606;Q53YB7;C COXSB_HUMAN ~ ENST0000025842: OTTHUMP000001 NP_001853 PF01215 COX5B
2831;3010;4965;5 560 337 115 192 1PI00019755;IPIOC 6;5;5 655 Glutathione S-trar GSTOL;GSTTLP28; Glutathione S-trar P78417;82R983;D GSTO1_HUMAN;C ENST0000036971: OTTHUMPO00000 NP_004823;NP_Oi PFO0043;PF02798 GST_C;GST_N
1936;3561;3969;4 1577;1578;1579 11;118;234 1PI00744692;IPIOC 14;13; 14;13, Transaldolase;cDN TALDOL;TALTALE Transaldolase;Tra P37837,Q9UMFS; TALDO_HUMAN;E ENST0O0000319001 OTTHUMP000001 NP_006746 PF00923 Transaldolase
134;560;1101;684 1457 288 IPI00784614;IPIOC 7,7;7,7,7;7,7;4 7,77 CDNA FU55422, h Ov/Br septin;SEPT septin-9 isoform ¢ B4DTL7,Q96QF2;( B4DTL7_HUMAN; ENST00000329047;ENSTO00004077¢ NP_001106963;NI PF00735 Septin
4514;4866;6402 1PI00003438 3 3 3 Dnal homolog suk DNAJC8;SPF31;HS Dnal homolog sut 075937 DNJC8_HUMAN  ENST0000026369° OTTHUMPO00000 NP_055095 PF00226 DnaJ

931;1847;4407;6423,;7190;8025
464;525;594;597;: 1036;1037;1038;1039

1P100030706;IP101 6;4

200;305;433;451 1P100219365;1P101 22;8;5

194;323;1828;323 332,333 193;194;195 74;137 54;109;158 1PI00796337;IPIOC 7;7,
806;849;3068;347 1101;1102 648,649 78,96 38;84 1PI00239077;IPIOC 8;4;4
747;748;885;1511 327 190;191 153 77,177 1PI00984795;IPIOC 16;16;
4282;7638 473 115 1PI00034319;IPIOC 2;2
430;4566;7036 1PI00328243;1PI01 3;1
4302;5122 1PI00008418;IPIOC 2;2;
4331;4662;4976;6091;6850 1PI00019178;IPI0C 5;5
273;1436,2076,26 814 419 1PI00093057;IPIOC 6;3

511;691;1115;113 1344;1345;1346  807;808;809;810;¢ 104;319;337 103;119;250;27:

2597;4929;7610 1PI00003565;1PIOC 3;3;3 333
445;621;1270;154 1049;1050 622 20,92 48 1PI00219757;IPIOC 11;8;1 11;8;1
12;1068;1324;6003 IPI00646556;IPIOC 4;4 44
2415;7303 795 121 IPI00056357 2
2432;5395,6561;6 892 47 1PI00180386;IPIOC 4;4; 11
1127;1350;3303;7 1416 194 1PI00420084;IPIOC 4;4;
1331;4223,5692;5733 790

PI01014546;IPI0C 20;20;20;20;13;12 20;20;20;20;13;12 20;20;20;20;13;12 Protein arginine N PRMT1;HMT2;HRI protein arginine N Q99873-1,998
333
11;8;1
44

Activator of 90 kD AHSA1;C14orf3;H! Activator of 90 kD 095433;B4DUR9 AHSA1_HUMAN;E ENST00000216479
Moesin;Membran MSN P26038;Q6PJT4  MOES_HUMAN

NP_036243
ENST0000036027( OTTHUMP0O00000 NP_002435

PF09229;PF08327 Ahal_N;AHSA1

Moesin PF00769;PF09380 ERM;FERM_C;FER

4;4 Poly(RC)-binding | PCBP2;hCG_2017! poly(rC)-binding p Q59HD4;Q6IPF4;C Q59HD4_HUMAN ENST00000359282;ENST000003594€ NP_005007;NP_0! PFO0013 KH_1
Histidine triad nuc HINTL;HINT;PKCI] Histidine triad nuc P49773;D6RD60;C HINT1I_HUMAN  ENST0000030404: OTTHUMPO000001 NP_005331 PF01230 HIT
;- Cofilin-1;Cofilin, n CFL1;CFL Uncharacterized p E9PK25;P23528;E! COF1_HUMAN ENST0000030816. OTTHUMP000002 NP_005498 PF00241 Cofilin_ADF
Protein CutA;Brait CUTA;ACHAP;C60! Isoform A of Prote 060888-2;06088¢ CUTA_HUMAN  ENST0000037448: OTTHUMPO000000 NP_001014433;NI PF03091 CutAl

Phospholipase D3 PLD3 Phospholipase D3 Q8IV08 PLD3_HUMAN  ENST0000035650: OTTHUMPO00002 NP_001026866;N| PFO8371;PF00614 PLD_envelope;PLl
Diablo homolog, r DIABLO;SMAC  Diablo homolog, r Q9NR28-1;Q9NR2 DBLOH_HUMAN;( ENST0000026716¢ OTTHUMPO00002 NP_063940;NP_6. PFO9057 Smac_DIABLO
Phosphoserine ph PSPH Phosphoserine ph P78330;Q53EY1;C SERB_LHUMAN  ENST0000027560! OTTHUMPO00001 NP_004568 PF00702 Hydrolase
Coproporphyrinog CPOX;CPO;CPX  Coproporphyrinog P36551 HEM6_HUMAN  ENST0000026419: OTTHUMPO00002 NP_000088 PF01218 Coprogen_oxidas

NM1_HUMAN;B ENST0000035185: OTTHUMPO00002 NP_001527;NP_938074

265 proteasome n PSMD10;RP5-8891 26S proteasome n 075832;Q5U0B2;! PSD10_HUMAN;B ENST0000021795: OTTHUMP000000 NP_002805 PF00023 Ank

S-trar GSTP1; A S-trar P09211;C7DJS1;Ci GSTP1_HUMAN;A ENST0000019696: OTTHUMP0O00001 NP_000843 PF00043;PF02798 GST_C;,GST_N
NADH dehydroger NDUFV2 Uncharacterized ¢ E7EPT4;P19404;A' NDUV2_HUMAN ENST0000031838! OTTHUMP000001 NP_066552 PF01257 Complex1_24kDa
2 UPF0556 protein ( C190rf10;1L25 UPF0556 protein ¢ Q969H8 CS010_HUMAN  ENST00000262947 NP_061980 PF10572 UPF0556
Glycogenin-1;,cDN GYG1;GYG Isoform GN-1L of P46976-1;P46976, GLYG_HUMAN;B4 ENST0000029604: OTTHUMP000002 NP_004121;NP_Oi PF01501 Glyco_transf_8
BH3-interacting d BID Isoform 2 of BH3- P55957-2;P55957; BID_HUMAN ENST0000031736. OTTHUMPO000001 NP_932070;NP_0i PF06393 BID

271 IPI00333215;1PI0C 4;3;2;2;2;1;1;1;1;1 4;3;2,2;2;1;1;1;1;1 4;3;2;2;2;1;1;1;1;1 Transcription elor TCEAL;GTF2S;TFII! Isoform 1 of Trans P23193-1;P23193, TCEA1_HUMAN;B ENST0000036038 OTTHUMP000002 NP_006747;NP_9! PFO8711;PF01096 TFIIS;TFIIS_C;TFIIS

15;146;398;804;8( 270;271;272;273;. 167;168;169;170;. 11;12;58;146;166; 42;101;164;206;2¢ IPI00010471;IPI0C 50;17;14;7;7;7;4;

3 50;17;14;7;7;7;4;.

3 50;17;1

4

3 Plastin-2;L-plastin LCP1;PLS2 Plastin-2 P13796;B3KUI1;Q PLSL_HUMAN ENST0000032307 OTTHUMPO00000 NP_002289 PF00307;PF00036 CH;efhand

2;1

Pall yl-p PPT1;RP11-115D7 Uncharacterized ¢ E9PES1;E9PMG2;( Q5T0S6_HUMAN; ENST0000037277¢ OTTHUMP000000 NP_000301;NP_OI PF02089 Palm_thioest

872;875;1850;370 67,68;69 48;49;50 141,162,249 157,181,189 1PI00514424;IPI0C 2;1
4909;7052;7637;8501 IPI00001663;IPIOC 4;4;4;2;1;1
396;641,954;1714 63;64;65 46,47 87,374,412 125,336 1PI00001734;IPIOC 14;12;8

2222;4761;7070;7737;8256
; : 237,238;239;240

1PI00009946;IPIOC 5;2
1PI00479946;IPIOC 26;26;23;10;8;6

18,368;459;482;9 172;177;261;306;+ 73;464;467,508

358;1431;3107;33 300;301 324;425 1P100010796;IPI0C 14;13
234;1520;2412;37 772 267 1P100031801;IPIOC 7;6;
478;713;2669;340 1580 96 1P100744711;IPI0C 10;8;3;2;1
4246;5353 776,777 196;197 1P100032134;IPI0C 2;2;.
5301;8163;8929 1556 147 1P100644482;IP10C 3;3;3
1048;1298;3941;6035 1P100790739;IPI0C 4;4;
36;245;611;776;27 371;372 224;225 112;149 166;222 1P100013679;IPIOC 16;16;13
2427;5200,6512;8304,8683 1P100013862;IPI0C 5;5;1;1
467;1128;1200;12 141;142 91;92 133;1090 112;2262 1PI00005614;IPI0C 26;24;24

3893;5441;6166,7684 1P100410162;IPI0C 4;4;
145;342;343;393;¢ 1004;1005;1006;1 596;597;598;599;¢ 6;20;46;48;97;211 103;107;328;342;: IPI00219005;IPI0C 42;!
399;4468,;4483;4553 983 49 1P100828150;IPI0C 4;4;3;1

16;16;13
5,5,1;1
26;24;24

52
26,26,23;10;8;6
14;13
3;2
10;8;3;2;1

55,11

Serine protease H HTRA2;0MI;PRSS: Isoform 1 of Serin 043464-1;043464 HTRA2_HUMAN  ENST0000025808! OTTHUMP000001 NP_037379;NP_6! PFO0595;PFO0089 PDZ;Trypsin

Phosphoserine an PSAT1;PSA Phosphoserine an Q9Y617-1;Q9Y617 SERC_HUMAN ENST0000034715! OTTHUMP0O00000 NP_478059;NP_0i PF00266 Aminotran_5

Mitochondrial imf TOMM34;URCC3  Mitochondrial imj Q15785;84DXU3  TOM34_HUMAN  ENST0000037281: OTTHUMPO000000 NP_006800 PF0O0515 TPR_1

cDNA FLJ76863, h STIP1 STIP1 protein;Stre A8K690;Q3ZCU9;F A8K690_HUMAN; ENST0000030521i OTTHUMPO00002 NP_006810 PF00515;PF07719 TPR_1;TPR_2
Protein disulfide-i PAHB;ERBA2L;PDI Protein disulfide-i P07237;84DJS0;B: PDIA1_HUMAN;B: ENST0000033148: OTTHUMPO000001 NP_000909 PF00085 Thioredoxin
DNA-binding prot. CSDA;DBPA;YBX2; Isoform 1 of DNA- P16989-1;P16989, DBPA_HUMAN;Q! ENST0000022825: OTTHUMP000002 NP_003642;NP_0i PF00313 csb

Polyribonucleotid PNPTI;PNPASE  Polyribonucleotid Q8TCS8 PNPTI_HUMAN  ENST0000026060: OTTHUMPO00001 NP_149100 PF00013;PF03726 KH_1;PNPase;RNz
1;1 Serpin B8;Cytopla SERPINBS;PI8;SER Serpin B8;serpin E P50452;B2R9H3;C SPB8_HUMAN;Q8 ENST00000353701 OTTHUMP000000 NP_002631;NP_9: PF00079 Serpin

Proteasome asser PSMG2;HCCA3;PA Proteasome asser Q969U7;Q9P1R6;1 PSMG2_HUMAN;( ENST0000031761! OTTHUMPO00001 NP_064617,NP_6' PF09754 HCCA3

Aconitase 2, mitor ACO2;RP3-347H1: Uncharacterized f A2A274;099798;E A2A274_HUMAN; ENST0000039651: OTTHUMP000001 NP_001089 PF00330;PF00694 Aconitase;Aconite

Deoxyuridine 5'-tr DUT Isoform 1 of Deox P33316-1;P33316, DUT_HUMAN  ENST00000249783;ENST000003312C NP_001020419;NI PFO0692 duTpase

Thymidylate kinas DTYMK;CDC8;TMF Thymidylate kinas P23919;Q53F55;Q KTHY_HUMAN;B7 ENST0000030578: OTTHUMP000001 NP_036277;NP_01 PF02223 Thymidylate_kin

Spectrin beta chai SPTBN1;SPTB2  Isoform Long of S| Q01082-1;00108 SPTB2_HUMAN  ENST00000333891 OTTHUMP000001 NP_003119;NP_8: PF00307;PFO0169 CH;PH;Spectrin

Putative uncharac TCEB2 transcription elon B7WPD3;Q15370; B7WPD3_HUMAN ENST00000262301 OTTHUMP000002 NP_996896;NP_009039

FK506-binding prc FKBP4 Peptidyl-prolyl cis Q02790;82R9U2 FKBP4_HUMAN  ENST0000000100: OTTHUMPO00001 NP_002005 PF00254;PF00515 FKBP_C;TPR_1

Suppressor of G2 SUGT1 Isoform 1 of Supp Q9Y220-1;Q9Y2ZC SUGT1_HUMAN;B ENST0000034378: OTTHUMPO00000 NP_001124384;N| PFO4969;PF05002 CS;SGS;TPR_1

1



2168;3922;3923;7143 1PI00219953;IPIOC 4;4;3;3;2 UMP-CMP kinase; CMPK1;CMK;CMP UMP-CMP kinase P30085;B2R655;8. KCY_HUMAN;B4D ENST0000037187: OTTHUMPO00000 NP_057392;NP_0I PFO0406 ADK
2221;2842;3162;3 681 417,418 142 157,203 Peptidyl-prolyl cis PPIF;,CYP3 Peptidyl-prolyl cis P30405;B2R6X6  PPIF_HUMAN ~ ENST0000022517: OTTHUMPO00000 NP_005720 PF00160 Pro_isomerase
782;877;1763;196 1332;1333;1334;1335;1336 111;219;221;250;634 IPI00375441;IPIOC 16;16;15;15;15;1;: 15;15;14;14;14;1;: 15;15;14;14;14;1;: Far upstream elen FUBP1 Isoform 1 of Far u Q96AE4-1;Q96AE: FUBP1_HUMAN;B ENST0000037076° OTTHUMPO00000 NP_003893 PF0O9005;PF00013 DUF1897;KH_1
2440;3209;4442;5431;8714 1PI00642374;IPI0C 2;1 2;1 2;1 Ubiquitin carboxy UCHLS;RP11-101E Ubiquitin carboxy Q5LIAS;Q5LIAS;Q Q5LIAS_HUMAN;I ENSTO000036745: OTTHUMP000000 NP_057068;NP_01 PFO1088 Peptidase_C12
1087 CON_00689530;C1 1;1 11 1,1 >IPI:CON_006895 A2I7N3;Q27984 XP_001252647
8481 13 41 CON_00691861 1 1 1 >IPI:CON_006918 QIRMN8
5398;6372 IPI00796822;CON 2;2; 2;2; L1511 Keratin, type | cut KRT34;HHA4;HKA Keratin, type | cut 076011;,C4AMA3; KRT34_HUMAN  ENST0000025164: OTTHUMPO00001 NP_066293 PF00038 Filament
2052;8921 CON_CASAL 2 2 2 >IPI:CON_CASAL| P02662
1964;1965;2156;5 44 234 IPI00376379;CON_ 7,7 11 1,1 Keratin, type Il cyl KRT77,KRT1B  Keratin, type Il cyt Q72794;Q01IN1;Q K2C1B_LHUMAN ~ ENST00000341809 NP_778253 PF00038 Filament
6704 1PI00375843;CON, 1;1;1;1 1,311 L1;1;1 Keratin, type Il cyl KRT80;KB20 Isoform 3 of Kerat Q6KB66-3;06KB6( K2C80_HUMAN  ENST00000301441 OTTHUMPO00001 NP_872313;NP_0I PFO0038 Filament
2900;5981;7192;8255 IPI00000173;IPIOC 4;3 43 43 Leucine-rich repe: LRCH4;LRN;LRRN Leucine-rich repe: 075427;B3KQE9;E LRCH4_HUMAN;B ENST0000031030( OTTHUMPO00002 NP_002310 PF00307;PFO0560 CH;LRR_1
596 1PI00000335 1 1 1 Histidine triad nuc HINT2 Histidine triad nuc Q9BX68;Q53HI8;C HINT2_HUMAN  ENST0000025966' OTTHUMPO00000 NP_115982 PF01230 HIT
5287 1PI00000398;IPIOC 1;1; Nucleolar and spit NUSAP1;ANKT;BN Isoform 1 of Nucl Q9BXS6-1,Q9BXS¢ NUSAP_HUMAN ~ ENST00000260359 NP_057443;NP_060924
7859 1PI00000684;IPIOC 1;1;1;1;1 UDP-N-acetylhexc UAP1;SPAG2;UAP Isoform AGX2 of | Q16222-1;Q1622 UAP1_HUMAN;U/ ENST0000027146¢ OTTHUMPO00000 NP_997192;NP_0I PFO1704 UDPGP
5108 1PI00000948;IPIOC 1;1 11 Transducin beta-li TBL2;WBSCR13;Ul Transducin beta-li Q9Y4P3;B2RB52;E TBL2_HUMAN;B4| ENSTO000030563; OTTHUMP000001 NP_036585 PF00400 WD40
2771 1PI00001146 1 1 1 U6 snRNA-associa LSM6 U6 snRNA-associa P62312;Q4W5)5 LSM6_HUMAN  ENST0000029658: OTTHUMPO00002 NP_009011 PF01423 LSM
4545 66 495 1PI00394749;IPIOC 1;1;1;1;1;1;1;1;1;1 Chloride intracell. CLICE;CLICIL;CLIC. Isoform B of Chlor Q96NY7-1;Q96NY CLIC6_HUMAN;CL ENST0000034949 OTTHUMP000001 NP_444507;NP_001107558;NP_039234;NP_058625;NP_
5318 IPI00015954;IPIOC 1;1;1;1;1;1 GTP-binding prote SAR1A;SAR1;SARA GTP-binding prote QINR31;B2R679;¢ SARIA_HUMAN;S ENST0000037323 OTTHUMPO00000 NP_001136120;NI PF00025 Arf
4899 1PI00220152;IPI0C 1;1;1;1;1 BRCA2 and CDKN: BCCIP;TOK1 Isoform 2 of BRCA Q9P287-2;Q9P28} BCCIP_HUMAN;B: ENST0000027810( OTTHUMPO00000 NP_057651;NP_510868;NP_510869
13,6806 1PI00002557 2 1 1 Coatomer subunit COPG2 Coatomer subunit QUBF2;B3KND4; COPG2_HUMAN OTTHUMPO000002 NP_036265 PF01602;PF08752 Adaptin_N;Gamm
3368 76 150 1PI00789041;IPIOC 1;1 11 11 Pinin;140 kDa nuc PNN;DRS;MEMA  Isoform 1 of Pinin Q9H307-1;Q9H30 PININ_HUMAN  ENST0000021683: OTTHUMPO00001 NP_002678 PF04696;PF04697 Pinin_SDK_memA
3320 1PI00927044;IPI0C 1;1;1;1 1,3;1,1 L1;1,1 DNA-directed RN/ POLR2H Uncharacterized f C9JCU7;P52434;C¢ RPAB3_HUMAN  ENST0000029622: OTTHUMPO00002 NP_006223 PF03870 RNA_pol_Rpb8
4314 1PI00003326 1 1 1 ADP-ribosylation 1 ARL2 ADP-ribosylation  P36404;053YD8  ARL2_HUMAN ~ ENST0000024674° OTTHUMP000002 NP_001658 PF00025 Arf
6440 62 94 1PI00003386 1 1 1 RING-box protein RBXL;RNF75;ROC: E3 ubiquitin-prote P62877 RBX1_HUMAN  ENST0000021622! OTTHUMPO00001 NP_055063 PF0O0097 2f-C3HCA
5187 1PI00003505 1 1 1 Thyroid receptor-| TRIP13 Isoform 1 of Pach Q15645-1,1564¢ TRP13_HUMAN  ENST0000016634! OTTHUMPO00001 NP_004228 PFO0004 AAA
4665 1PI00003627;IPIOC 1;1 1,1 1,1 Actin-like protein ACTLG6A;BAF53;BA Isoform 1 of Actin 096019-1,09601¢ ACLGA_HUMAN ~ ENST0000025903: OTTHUMP000002 NP_004292;NP_8 PF00022 Actin
8076 1PI00306380;IPIOC 1;1 1,1 1,1 Guanine nucleotic GNL3;E21G3;NS  Isoform 1 of Guan Q9BVP2-1;Q9BVP GNL3_HUMAN  ENST0000035454( OTTHUMP000002 NP_055181;NP_9! PFO8701;PF01926 GN3L_Grn1;MMR
4683 1PI00004324;IPIOC 1;1;1 111 111 Trafficking proteir TRAPPC3;BET3;CE Trafficking proteir 043617;A6NDNO; TPPC3_HUMAN;A ENST00000373161 OTTHUMPO00000 NP_055223 PF04051 TRAPP
8426 1PI00004392;IPI0C 1;1;1;1 1,311 1,311 7,8-dihydro-8-oxo NUDTL;MTH1  Isoform p26 of 7,¢ P36639-1,P36639, 8ODP_HUMAN  ENST0000034398! OTTHUMP000001 NP_945187;NP_9: PF00293 NUDIX
8918 1PI00004655;1PIOC 1;1 1,1 1,1 Protein FRGL;FSH  FRG1 Protein FRG1;Unc Q1433L;E9PRR7 FRGI_HUMAN  ENST0000022679: OTTHUMPO00002 NP_004468 PF06229 FRG1
5219 1PI00004795;IPI0C 1;1;1;1 1,311 1,311 Methylosome sub CLNS1A;CLCLICLN Methylosome sub P54105;,Q9P1HO;E ICLN_HUMAN;Q9 ENST0000026330¢ OTTHUMPO00002 NP_001284 PF03517 ICIn_channel
738 1PI00004845 1 1 1 Protein NipSnap h NIPSNAP3A;NIPSN Protein NipSnap F QOUFNO;B4DW81 NPS3A_HUMAN ~ ENST0000035122( OTTHUMP000000 NP_056284 PF07978 NIPSNAP
82 1PI00976364;IPI0C 1;1;1;1 1,311 1,311 Ribonuclease UK1 HRSP12;PSP Protein;Ribonucle P52758;Q61BGO;E UK114_HUMAN  ENST0000025487: OTTHUMPO00002 NP_005827 PF01042 Ribonuc_L-PSP
5781 1PI00940542;IPI0C 1;1;1 111 11; Trafficking proteir TRAPPC2;SEDL;TR trafficking protein 014582-2;014582 TPPC2_HUMAN ~ ENST0000035823: OTTHUMP000002 NP_001122307;NI PF04628 Sedlin_N
8041 IPI00477842;IPIOC LL;LL,LLL1 LLLLLLL1  LLLLLLL1  Splicing factor, arg SFRS2B;SRPA6;SFF Isoform 1 of Serin Q9BRL6-1,Q9BRLE SFR2B_HUMAN;SI ENST00000392485;ENST000003599¢ NP_115285;NP_0I PFO0076 RRM_1
5662;8275 171 107 205 213 1PI00924574;1PI0C 2;2;1;1 22,11 22,11 Apolipoprotein D; APOD Uncharacterized  C9JF17;P05090;CS APOD_HUMAN;B¢ ENST0000034326' OTTHUMPO00002 NP_001638 PF0O0061;PF08212 Lipocalin;Lipocalir
5890 IPI00006865 1 1 1 Vesicle-trafficking SEC22B;SEC22L1  Vesicle-trafficking 075396 SC22B_HUMAN NP_004883 PF00957 Synaptobrevin
5605 176,177,178 67,68;74 1PI00007148 1 1 1 LYR motif-contain LYRM2 LYR motif-contain QINU23 LYRM2_HUMAN  ENST0000019565! OTTHUMP000002 NP_065199 PF05347 Complex1_LYR
3836 1PI00955780;IPI0C 1;1;1;1 Estradiol 17-beta- HSD17B12;hCG_1 Hydroxysteroid (1 D3DR22;Q53GQ0; DHB12_HUMAN;C ENST0000027835: OTTHUMPO00002 NP_057226 PF00106 adh_short
7239 187 318 1PI00007682;1PIOC 1;1;1 111 111 V-type proton ATI ATP6VIA;ATPEAL V-type proton ATI P38606;87Z1RS5;C' VATA_HUMAN;B7 ENST0000027339: OTTHUMP000002 NP_001681 PF0O0006;PFO0306 ATP-synt_ab;ATP-
5546 201 180 1PI00007755 1 1 1 Ras-related protei RAB21;KIAAO118 Ras-related protei Q9UL25;096GX3 RAB21_HUMAN ~ENST00000261263 NP_055814 PF0O0071 Ras
777 1PI00007812;IPIOC 1;1 11 11 V-type proton ATI ATP6V1B2;ATPEB. V-type proton ATI P21281;Q59HF3  VATB2_HUMAN ~ ENST0000027639( OTTHUMP000001 NP_001684 PFO0006;PFO0306 ATP-synt_ab;ATP-
2091 1PI00967902;IPIOC 1;1;1 111 111 Deoxyribonucleos RCL;C60rf108 26 kDa protein;isc 043598-1;,04359¢ RCL_HUMAN ~ ENST0000023043: OTTHUMPO00002 NP_006434;NP_9! PFO5014 Nuc_deoxyrib_tr
4855 1PI00007928 1 1 1 Pre-mRNA-proces PRPF&;PRPC8  Pre-mRNA-proces Q6P2Q9;B4DK16; PRP8_HUMAN  ENST0000030499; OTTHUMP000001 NP_006436 PF01398;PF08082 Mov34;PROSNT;P
9023 1PI00008380;IPIOC 1;1;1;1 1311 1,311 Serine/threonine- PPP2CA;PPP2CB  Serine/threonine- P67775;83KQ51;8 PP2AA_HUMAN;P ENST0000023150: OTTHUMPO00001 NP_002706;NP_Oi PF00149 Metallophos
34 1PI00008527 1 1 1 605 acidic riboson RPLPLRRP1 605 acidic riboson P05386;,Q6FG99;C RLAL_HUMAN ~ ENST0000026037¢ OTTHUMP000001 NP_000994 PF00428 Ribosomal_60s
536;3445 1PI00008579 2 2 2 Phenylalanyl-tRN/ FARS2;FARS1;HSP Phenylalanyl-tRN/ 095363 SYFM_HUMAN  ENST0000027468 OTTHUMP00000O NP_006558 PF03147;PF01409 FDX-ACB;tRNA-syI
3504 PIOC LLLLLLL1T LLLLLLL1 LLLLLLL1  Glucosamine-6-pk GNPDALGNPIHL Uncharacterized f DERFF8;P46926;A GNPIL_HUMAN;B ENST0000031133 OTTHUMPO00002 NP_005462 PFO1182 Glucosamine_iso
2472 IPI00009841;IPIOC L, L1151 LLLLLLL1  LLLLLLL1  cDNA FU31747 fis EWSR1;hCG_2010 RNA-binding proti Q96MX4;Q01844- Q96MX4_HUMAN ENST0000040502: OTTHUMPO00002 NP_053733;NP_0I PFO0076;PF10578 RRM_1;5VS_QK;zf
3230 160 74 1PI00010214 1 1 1 Protein 5100-A14; S100A14;S100A15 Protein S100-A14 QOHCY8 SI0AE_HUMAN  ENST00000344611 OTTHUMPO00000 NP_065723 PF01023 5_100
7531,9076 302;303;304 41;46;48 1PI00010845;IPIOC 2;2;2;2;2 22,222 22,222 NADH dehydroger NDUFS8 NADH dehydroger 000217,Q53G17;t NDUS8_HUMAN;E ENST0000031346: OTTHUMPO00002 NP_002487 PF00037 Ferd
1982 1PI00848174;IPIOC 1,1;LL, L1511 LLLLLLLLL LLLLLLLL1 cDNA FLU34950 fis CSNK1E;CSNK1D;F cDNA FLI34950 fis B3KRV2;P49674;C B3KRV2_HUMAN; ENST0000035986" OTTHUMPO00001 NP_001885;NP_6: PFO0069 Pkinase
4416 IPI00011217;IPIOC 1;1 1,1 1,1 NADH dehydroger NDUFS4 NADH dehydroger 043181 NDUS4_HUMAN  ENST0000029668: OTTHUMPO00001 NP_002486 PF04800 ETC_C1_NDUFA4
7998 IPI00011268;IPIOC 1;1;1;1;1;1 LLLL11 LLLLLL RNA-binding proti RALY;HNRPCL2;PE cDNA FLI77422, h Q9UKM9-1;Q9UKI RALY_HUMAN;Q5 ENST0000024619: OTTHUMPO00000 NP_057951;NP_0: PFO0076 RRM_1
1003 1PI00011550 1 1 1 Zinc finger CCHC ¢ ZCCHC3;C200rf99 Zinc finger CCHC ¢ QINUDS;Q3B7J3 ZCHC3_HUMAN ~ ENST0000038235: OTTHUMP000000 NP_149080 PF0O0098 2f-CCHC
8016 1PI00011898;IPIOC 1;1 11 11 Translation initiat EIF2BS;EIF2BE  Translation initiat Q13144;E9PC74;C EI2BE_HUMAN;Q! ENST0000027378; OTTHUMP000002 NP_003898 PF00132;PF02020 Hexapep;W2
1674 324 438 1PI00443415;IPIOC 1;1;1 111 111 Colorectal mutant MCC Isoform 2 of Color P23508-2;P23508, CRCM_HUMAN  ENST0000030247! OTTHUMPO00002 NP_001078846;NI PF10506 MCC-bdg_PDZ
7842 1PI01022506;IPIOC 1;1;1;1;1 L1111 L1511 CDNA FLI54492, h EIF4B DNA FLI54492, h BADRM3;E7EX17;| BADRM3_HUMAN ENST00000262056 NP_001408 PF0O0076 RRM_1
7904 1PI00012197 1 1 1 dCTP pyrophosph DCTPPLXTP3TPA; dCTP pyrophosph Q9H773 DCTP1_HUMAN  ENST0000031928! OTTHUMPO00001 NP_077001 PF03819 MazG
8066 1PI00012835;IPIOC 1;1;1;1;1 L1111 C-terminal-bindin, CTBP1;CTBP;hCG_ C-terminal-bindin, Q13363;04KMQ8 CTBP1_HUMAN;C ENST0000029092: OTTHUMPO00001 NP_001319;NP_Oi PF00389;PF02826 2-Hacid_dh;2-Hac
1235 1PI00013002;IPIOC 1;1;1;1 1,311 1,311 Ubiquitin-conjuga UBE2C;UBCH10  Ubiquitin-conjuga 000762;B2R4U3;C UBE2C_HUMAN;A ENST0000035645! OTTHUMPO00000 NP_008950;NP_81 PF00179 uQ_con
316;5976 1PI00013452 2 2 2 Bifunctional amin: EPRS;GLNS;PARS; Bifunctional amin P07814;84DPS0  SYEP_HUMAN  ENST0000036692: OTTHUMPO00000 NP_004437 PF03129;PF09180 HGTP_anticodon;
649 1PI00643554;IPI0C 1;1;1 111 111 Regulator of G-pr¢ RGS10 Isoform 3 of Regu 043665-3;043665 RGS10_HUMAN ~ ENST0000036910: OTTHUMPO00000 NP_001005339;NI PFO0615 RGS
7377 378 146 1PI00013723;IPIOC 1;1 11 1,1 Peptidyl-prolyl cis PIN1 Peptidyl-prolyl cis Q13526,Q49AR7 PIN1_HUMAN;Q4 ENST00000247970;ENST000003808¢ NP_006212 PF00639;PF00397 Rotamase; WW
2245,4330;5464 392 236 213 24 1PI00013885 3 3 3 Caspase-14;Caspa CASP14 Caspase-14 P31944;A9UFCO;B CASPE_HUMAN  ENST00000221740 NP_036246 PF00656 Peptidase_C14
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1PI00793381;1PI0C 1;1;1;1 1111
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1P100910593;IPI0C 1;1; 11,1 111
1P100980426;IPI0C 1;1;1;1;1 L1111 11,111
1P100015876 1 1

1P100016334 1 1
IPI00016608;1PI0C 1;1;1;1 1111 1111
1PI00016634;1PI0C 1;1 1,1 11
1P100016862;IPI0C 1;1;1;1;1 LLL11 LLL11
1P100017592 1 1
IPI00017669;IPI01 1;1;1;1;1;1;1 L1111 L1111
1PI00798071;IPI0C 2;2;2;2;2;2;1;1;1;1 1;1;1;1;1;1;1;0;0;C 1;1;1;1;1;1;1;0;0;

1P100018783;IP10C 1;1,
1P101015691;IPI0C 2;2;:
1P100478229;IPI0C 1;1;1;1;1;1

IPI00903226;IPI0C 1;1;1;1;1,L,L11  LL,LL55111 13,1;1;1,1;1,1;151
1PI00018248;IPI0C 1;1 1,1 11

550 IPI00018471;IPI0C 1;1 11 11
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IPI00026970;IPI01 1;1 1,1
1PI00910716;IPIOC 2;2;2;2

6 1,31,
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1PI00028055;IPIOC 1;1 1,1
1PI00028108 1
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303 IPI00019269 2 2
67 IPI00019495 1 1
IP100019599;1P101 5;5;5;5;5;2;2 1;1;1;1;1;151 1;1;1;1;1;151
1PI00218019;IPIOC 1;1;1;1 1311 1,31,
1PI00019912;IPI01 1;1 1,1
1PI00375142;IPI0C 1;1;1;1;1;1;1;1;1 LLLLLLLLL
1PI00019971;IPIOC 1;1;1;1;1 LLLL1
1PI00019981
IPI00294426;IPIOC 1,1;1;1,1;1,1;1  LLLLLLL1  LLLLL1L10
1PI00020418 2 1
1PI00020530;IPIOC 1;1 1,1 1,1
1PI00376973;IPIOC 1;1;1;1;1;1;1;1;1;1 1,1,1,1,15,1,1,1,11 L,L1,1,1,1,11,11
1PI00746655;IPIOC 1;1;1;1 1311 13;1,1
1PI00022228;IPIOC 1;1;1 111 111
1PI00022402 1 1
1PI00023004;IPI0C 1;1;1;1 131, 1,31,
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Protein C200rf11; C200rf11
Glutathione reduc GSR;GLUR;GRD1
LETM1 and EF-har LETM1
SWI/SNF-related r SMARCE1;BAF57

C Nucleosome assel NAP1L4;NAP2

265 proteasome n PSMD6;KIAAO107; Uncharacterized f C9IZE4;Q15008;B: PSMD6_HUMAN;t ENST0000029590: OTTHUMP000002 NP_055629 PF01399;PF10602

1 Rho guanine nucle ARHGEF6;COOL2;! Isoform 1 of Rho ¢ Q15052-1;,015052 ARHG6_HUMAN ~ ENST0000025061° OTTHUMP000000 NP_004831 PF00307;PF00169
Non-SMC element NSMCE4A;C100rf¢ Isoform 1 of Non- QINXX6-1;Q9NXX NSE4A_HUMAN;B ENST0000036901° OTTHUMPO00000 NP_060085;NP_0I PF08743
Eukaryotic transla EIF1B;EIF1;SUIL  Eukaryotic transla 060739;,Q53F41;C EIF1B_HUMAN;EIl ENST0000023290! OTTHUMPO00001 NP_005866;NP_0I PFO1253
Cyclin-dependent CKS1B;CKS1;PNAS Cyclin-dependent P61024;Q5T178;C CKS1_HUMAN;Q5 ENST0000030898 OTTHUMP000000 NP_001817 PFO1111
141 IPI00015148;IPI01 8;8;7,7;6;6;6;5;5;5 1;1;1;1;,1,1;1,0;0;1 1;1;1;1;1;1;1,0;0;1 Ras-related protei RAP1B;0K/SW-cl.. Ras-related protei P61224;84DQI8;A RAP1B_HUMAN;B ENST0000025055¢ OTTHUMPO00001 NP_001010942;NI PFO0071

CDNA FLI52765, h CNN2 CDNA FLI52765, h B4DUTS;Q99439;F BADUTS_HUMAN; ENST00000263097 NP_004359 PF00402;PF00307
COMM domain-cc COMMD3;BUP;C1 COMMD3-BMI1 r¢ QOUBIL;E9PC68;C COMD3_HUMAN; ENST00000376831 OTTHUMPO00000 NP_001190991;NI PF07258
Signal-transducing STAPL;BRDG1  Signal-transducing Q9ULZ2;,Q4W5K1 STAP1_HUMAN ~ ENST0000026540: OTTHUMP000001 NP_036240 PF00169

Cell surface glyco; MCAM;MUC18  Isoform 1 of Cell s P43121-1;P43121, MUC18_HUMAN ENST00000264031 OTTHUMP000002 NP_006491 PF08205;PF00047
Transmembrane ¢ TMED2;RNP24  Transmembrane € Q15363;Q6FHT8;E TMED2_HUMAN;I ENST0000026222! OTTHUMP000002 NP_006806 PF01105

Protein C200rf11; Q9NWU2;B4DS00 CTO11_HUMAN;B. ENST0000026606! OTTHUMP000000 NP_060366 PF08513;PF10607
Isoform Mitochon P00390-1;P00390, GSHR_HUMAN  ENST0000022113( OTTHUMP000002 NP_000628;NP_0i PF00070;PF07992

Isoform 1 of LETV 095202-1;095202 LETM1_HUMAN ENST0000030278 OTTHUMP000001 NP_036450 PF07766
Isoform 1 of SWI/ Q969G3-1,Q969G SMCE1_HUMAN;E ENST0000034851: OTTHUMP000001 NP_003070 PF00505
cDNA FLJ59403, h A8CGI3;B2R6J4;B¢ ABCGI3_HUMAN;, ENST0000038054; OTTHUMPO00000 NP_005960 PF00956

cDNA FLJ46359 fis HK1;HK2;RP11-40 cDNA FLI46359 fis B3KXY9;E7ENR4;P B3KXY9_HUMAN; ENST0000035634; OTTHUMPO00000 NP_277032;NP_2' PFO0349;PF03727

ER lumen protein KDELR2;ERD2.2
Smoothened hom SMO;SMOH

Olfactory receptol OR1Q1;0R1Q2;0F Olfactory recepto Q15612;B9EIKL

Translin;cDNA FLJ TSN;hCG_37642

WD repeat-contai WDR61

Isoform 1 of ER lu P33947-1;P33947, ERD22_HUMAN  ENST0000025873 OTTHUMP000000 NP_006845;NP_0i PF00810

Smoothened hom Q99835;A4D1K5;¢ SMO_HUMAN ENST0000024937: OTTHUMPO000002 NP_005622 PF01534;PF01392
OR1Q1_HUMAN ENST0000029791: OTTHUMP000000 NP_036496 PF00001
Translin;Uncharac Q15631;Q53GR3;I TSN_HUMAN;B3K ENST0000038968; OTTHUMP000002 NP_004613 PF01997
Inosine triphosphi ITPA;C200rf37;My Inosine triphosphi Q9BY32;B2BCH7;( ITPA_HUMAN;B2t ENST0000038011: OTTHUMPO000000 NP_258412;NP_8! PF01725
Beta spectrin IV;S SPTBN4;KIAA1642 Uncharacterized ¢ E9PDB1;Q71506;C Q71506_HUMAN; ENST00000338932;ENST0000035263 NP_066022;NP_0" PF00307;PF00435
Ribonuclease P (3 RP11-320F15.1;RF Uncharacterized  E9PFP4;Q5VU11;E Q5VU11_HUMAN ENST0000027788; OTTHUMPO00000 NP_001098016;NI PFO1876
WD repeat-contai Q9GZS3 WDR61_HUMAN ENST0000026797: OTTHUMP000001 NP_079510 PF00400
ENST0000036708! OTTHUMPO00000 NP_006510 PF03645

Dynein light chain DYNLTL;TCTELL;T: Dynein light chain P63172;Q5VTU4 DYLT1_HUMAN
Ubiquitin-conjuga UBE2V1;CROCL;U 42 kDa protein;isc Q13404-1,Q1340¢ UB2V1_HUMAN

ENST0000034030' OTTHUMPO00000 NP_068823;NP_9! PF10520;PF00179

Basigin;Leukocyte BSG;UNQ6505/PR Isoform 1 of Basig P35613-1;P35613; BASI_HUMAN;A6! ENST00000333511;ENST0000035355 NP_001719;NP_9: PF00047

Peroxisomal multi HSD17B4;EDH17B Peroxisomal multi P51659;B2R659;8 DHB4_HUMAN

ENST00000256211 OTTHUMP000001 NP_000405 PF00106;PF01575

Ubiquitin-conjuga UBE2D3;UBCHSC; Isoform 3 of Ubiqi P61077-3;P61077, UB2D3_HUMAN;L ENST0000032180! OTTHUMP000001 NP_871622;NP_8 PF00179

cDNA FU54775, h STXBP2;UNC18B
Transcription initi GTF2E2;TF2E2

cDNA FL54775, h B4E175;E7EQDS;C B4E175_HUMAN; ENST00000221283
Transcription initi P29084 T2EB_HUMAN ENST0000035590: OTTHUMP000002 NP_002086

NP_008880;NP_0I PFO0995
PF02186

TATA-binding pro TAF15;RBPS6;TAF Isoform Long of T, Q92804-1;092804 RBPS6_HUMAN;F ENST0000031197¢ OTTHUMPO000001 NP_631961;NP_0i PFO0076;PF00641

Ras-related protei RRAS

Ras-related protei P10301 RRAS_HUMAN ENST00000246792 NP_006261 PF00071

Acyl-coenzyme A* ACOT13;THEM2;H Acyl-coenzyme A" QINPJ3;FSH2L4  ACO13_HUMAN ENST0000023004: OTTHUMPO00000 NP_060943;NP_0i PFO3061
Serine/threonine- PPP2R2B;PPP2R2I Isoform 5 of Serin Q00005-5;Q00005 2ABB_HUMAN;B4 ENST0000035682( OTTHUMP000001 NP_858063;NP_0i PF10586;PF10594
Extended synapto FAM62A;ESYT1;KI Isoform 2 of Exter Q9BSJ8-2;Q9BSJ8; ESYT1_HUMAN;B: ENST00000267113;ENST0000039404 NP_001171725;NI PFO0168

Vigilin;High densit HDLBP;HBP;VGL

Protein FAM32A FAM32A;CGI-144 Protein FAM32A  Q9Y421;B2R547

Vigilin;cDNA FLI5¢ Q00341;B2R5V9;E VIGLN_HUMAN;B ENST0000031093: OTTHUMP000001 NP_005327;NP_9' PF00013
FA32A_HUMAN  ENST00000263384 NP_054796 PF08555

Eukaryotic transla EIF1AY;EIF1AXEIF Eukaryotic transla 014602;P47813;A IFIAY_HUMAN;IF: ENST0000036136! OTTHUMP000000 NP_004672;NP_0i PF01176
Cell differentiatiol RQCD1;RCD1 Cell differentiatior Q92600;82RES9;C RCD1_HUMAN;BS ENST0000027306: OTTHUMP000002 NP_005435 PF04078
RNA polymerase | SSU72;HSPC182;P Isoform 1 of RNA Q9NP77-1;Q9NP7 SSU72_HUMAN;B. ENST0000029138( OTTHUMPO000000 NP_054907 PF04722

PCI;RPN7
CH;PH;RhoGEF;SH
Nsed

suiL

CKS

Ras

Calponin;CH
HCaRG

PH
C2-set_2;ig;V-set
EMP24_GP25L
LisH;RanBPM_CR/
Pyr_redox;Pyr_rec
LETM1

HMG_box

NAP
Hexokinase_1;He
ER_lumen_recept
Frizzled;Fz

7tm_1

Translin
Ham1p_like
CH;Spectrin;PH
RNase_P_p30
WD40

Tctex-1
Kua-UEV1_localn;
ig
adh_short;MaoC_
uQ_con

Secl

TFIE_beta
RRM_1;zf-RanBP
Ras

4HBT
PP2A_B_N;PP2A_
c2

KH_1

DUF1754

elfF-1a

Red1

Ssu72

Clathrin heavy ch: CLTC;CLH17;CLTCl Isoform 1 of Clath Q00610-1;Q0061C CLH1_HUMAN;CLI ENST0000026912; OTTHUMPO000001 NP_004850;NP_0i PFO0637;PF09268 Clathrin;Clathrin-|
Ubiquilin-4;Ataxin UBQLN4;Clorf6;U Isoform 1 of Ubiqi QINRRS5-1;Q9NRF UBQL4_HUMAN;L ENST0000036830' OTTHUMPO00000 NP_064516;XP_0( PF00627;PF00240 UBA;ubiquitin

Enhancer of yelloy ENY2;DC6

Coiled-coil domait CCDCA47;GK001;M Isoform 1 of Coile Q96A33-1;Q96A3: CCD47_HUMAN

NADH dehydroger NDUFS2
COP9 signalosome COPS3;CSN3
Calcium signal-mc CAMLG;CAML

Enhancer of yelloy Q9NPA8;ESRHX8 ENY2_HUMAN ENST0000033994; OTTHUMP000002 NP_064574;NP_Oi PF10163
ENST00000225726;ENST000004031€ NP_064583 PF07946
NADH dehydroger 075306;Q53HG2;| NDUS2_HUMAN;E ENST0000036799: OTTHUMPO000000 NP_004541;NP_0i PF00346
COP9 signalosome Q9UNS2;B4DNO1; CSN3_HUMAN;B4 ENST0000026871 OTTHUMP000000 NP_003644;NP_0i PF01399

Calcium signal-mc P49069;A1L3Y3;D CAMLG_HUMAN ENST0000029715/ OTTHUMP000001 NP_001736

B-cell CLL/lympho BCL7A Isoform 2 of B-cel Q4VC05-2;Q4VC0. BCL7A_HUMAN  ENST0000026182; OTTHUMP000002 NP_066273;NP_0I PF04714
Transmembrane ¢ TMCO1;TMCC4;P! Isoform 1 of Trans QQUMO00-1;Q9UNM TMCO1_HUMAN;! ENST0000036788: OTTHUMPO000000 NP_061899 PF05809
Cleavage and poly CPSF1;CPSF160  Cleavage and poly Q10570;B4DEF4;C CPSF1_HUMAN  ENST0000034976! OTTHUMP000002 NP_037423 PF0O3178

N(4)-(beta-N-acet AGA

E3 ubiquitin-prote UBRS;EDD;EDD1;} e3 ubiquitin-prote 095071;B3KML2;t UBR5_HUMAN
Adenylosuccinate ADSL;RP5-1042K1 cDNA FLI59367, h BOQY75;B4DP46;t BOQY75_HUMAN; ENST0000021619: OTTHUMP000001 NP_000017
FACT complex suk SUPT16H;FACT14( FACT complex suk Q9Y5B9;Q0VGA3; SP16H_HUMAN

N(4)-(beta-N-acet P20933;Q6LD43 ASPG_HUMAN ENST0000026459! OTTHUMP000002 NP_000018;NP_0i PF01112
ENST0000022095¢ OTTHUMP000002 XP_001125699;NF PFO0632;PFO0658
PF10397;PF00206

ENST0000021629° OTTHUMPO00000 NP_009123 PF00557;PF08512

cDNA FLJ59143, h GABARAPL1;GEC1 cDNA FLI59143, h B4EOY7;Q9HORS;E B4EOY7_HUMAN; ENST0000026645: OTTHUMP000002 NP_113600;NP_0I PF02991

Serine/threonine PPP1CA;PPP1A

serine/threonine- Q07161;P62136;A Q07161_HUMAN; ENST0000031298 OTTHUMP000002 NP_001008709;NI PF00149

Heterogeneous nt HNRNPL;HNRPL;P Heterogeneous nt P14866;82R959;Q HNRPL_HUMAN;# ENST00000221419;ENST0000038874 NP_001524;NP_0i PFO0076

Transmembrane ¢ TMED10;,TMP21

Regulator of G-pri RGS19;GAIP;GNAI Regulator of G-pri P49795;B4DP94;C RGS19_HUMAN

Calcium/calmodul CAMK1

Transmembrane € P49755;84DZH3;C TMEDA_HUMAN; ENST00000303575 NP_006818 PF01105
ENST0000033229! OTTHUMP000000 NP_001034556;NI PFO0615

Calcium/calmodul Q14012;80Y1Y3;B! KCC1IA_HUMAN  ENST0000025646( OTTHUMP000001 NP_003647 PF00069

EnY2
DUF1682
Complex1_49kDa
Pl

BCL_N

DUF841

CPSF_A
Asparaginase_2
HECT;PABP;zf-UBI
ADSL_C;Lyase_1
Peptidase_M24;R
MAP1_LC3
Metallophos
RRM_1
EMP24_GP25L
RGS

Pkinase

Ankycorbin;Ankyr RAI14;KIAA1334;M Isoform 2 of Anky Q9POK7-2;Q9POK’ RAI14_HUMAN;B: ENST0000026510' OTTHUMP000002 NP_001138997;NI PF00023;PF02755 Ank;RPEL

F-box only proteir FBXO31;FBX14;FB Isoform 1 of F-boy QSXUX0-1;Q5XUX FBX31_HUMAN

ENST00000311635 NP_079011 PF00646

Protein phosphat: PPP1R12B;MYPT2 Isoform 1 of Prote 060237-1;060237 MYPT2_HUMAN ENST0000033689: OTTHUMP000000 NP_002472;NP_1 PF00023

F-box
Ank



5095
2488;8347

2794
7096;7172

723,724

20;1458;1924;3442;7542;7994

4406
5905
1470
8007
5258
1191
3707;6924;7644
8497
6728
7150
488
8270
4503
7043
3397,7292
7234
6314
1598
8026
1143
4878
5494
663;2018;2389;29
448
8294;9032
2864
650
7003
767;835,5553;797
5837
198
5791
4914
8425
450
987
3377
9009
6925
4426;8124
4288

624;625;626

4348;5320;5401;9082

7329
451;3532
3549
1682
6063
2356;4555
6258
363
8151

228;1160,2391;2416;5453

266
8301
1908
5488
4002
4226
8390
2109

896,897

730

770

778

780
781

797

803

804

812
813

824

849

474,475

381 347,429,505

511

535

15,19

320;335

41

127

819

221

269

118

543

821;825

1P100029054;IPI0C 1;1
1P100029266;IP10C 2;2;1
1P100029665;IPI0C 1;1;1;1
1P100291032;I1P10C 2;2;1;1;1;1
1P100031388;IPI0C 6;4;1;1
I1P100031615;IPI0C 1;1;1
1P100031633;IPI0C 1;1;1
1P100031697;IP10C 1;1

11

2,21
1111
2,211,151
6;4;1;1
1,11
11,1

1PI00031708;IP101 1;1; 111
1P101010397;IPI0C 1;1;1;1;1;1;1 1,1,1,1111
1PI00386189;IPI0C 1;1;1;1;1;1;1 L1111
1P100032325;IPIOC 3;2 32
1P100477441;IPI0C 1;1;1 111
1P100032498;IPI0C 1;1;1;1 1,111 1111
1P100032831;IPI0C 1;1 11
1P100964448;IPI0C 1;1;1;1;1 L1111
1P100032853 1 1
1P100032881 1 1
1PI00033030;IPI0C 1;1 11 11
1PI00643202;IPI0C 2;2 22 2,2
1P100045106 1 1
1PI00056511;IPI01 1;1 1,1 1,1
1P100059184;IPI0C 1;1 11 11
1P100060800 1 1
1P100061009;IPI0C 1;1;;
1P100061525 1 1
1P100063130 1 1

511 IPI01009986;IPIOC 8;8;5;4 1111
1P100065051;IPI10C 1;1 11
1PI00069084;IPI0C 2;2;2;2;1;1;1 1,155,111
1P100069309;IPI0C 1;1;1 111
1P100070943 1 1
1P100071509;IPI0C 1;1;1 111 111

362 1P100100313;IPIOC 4; 44,44
1P100073779;IPI0C 1;1 11 11
1PI00479905;IPI0C 1;1 1,1 11
1P100099996;IPI0C 1;1 11 11
1P100552634;IPI0C 1;1 11 11
1P100103087 1 1
IP100478128;IPI0C 1;1;1;1;1 L1111 111,11
1P100221108;IPI0C 1;1 11

1P100104907;IPI0C 1;1;1
1P100384456;1P101 1;1;

344 1P100148020;IPI10C 1;1

163 1P100148061
1P100152599

468 1P100154910
1P100156032;IPI0C 1;1
1P100658000;1P10C 2;2
1P100165949;IPI0C 1;1
1P101015345;1PI0C 1;1;1;1;1
1P100168944;IPI0C 1;1;1
1P100169430;IPI0C 2;2;1
1PI00171117

209 1P100171798;IPIOC 1;1
1PI00967027;IPI0C 1;1;1;1
1P100908444;IPI0C 5;5;!
1P100175096;IPI0C 1;1;1
1P100179298;IPI0C 1;1,
1P100296713;IPIOC 1;1;1
1P100219130;IPI0C 1;1;1
1P100973545;IPI0C 1;1;
1P100619921;IP10C 1;1,

14 1P100968228;IPI0C 1;1

1P100184180;I1P10C 1;1

11
22
11

L1111
111
111

11
22

11
LLLL1
111
111

1,31,
1,311
11
1,1

b

-

-

[

-

FNIT

Cytosolic purine 5 NTSC2;NTSB;NTS( Cytosolic purine 5 P49902;A8K6K2;Q SNTC_HUMAN; QS
small nuclear ribo SNRPE;SNRPELL ~ Small nuclear ribo P62304;Q5VYJ4;A RUXE_HUMAN;RU
Cob(l)yrinic acid a MMAB Cob(l)yrinic acid a Q9EEY8;B2R6)3;8 MMAB_HUMAN;E
Sperm antigen wit SPECCLNSPS  Isoform 1 of Cytos Q5SM775-1;,Q5M7 SPECL_HUMAN
Phosphatidylinosi PIK3CB;PIK3C1;Dk Phosphatidylinosi P42338;B4DER4;B PK3CB_HUMAN;B
Protein LLP homo LLPH;C120rf31  Protein LLP homo Q9BRT6 LLPH_HUMAN
Oligonucleotide/c OBFC2B;LP3587  Isoform 1 of SOSS Q9BQ15-1;09BQ1 OFC2B_HUMAN
Transmembrane f TMEM109 Transmembrane | Q9BVC6;B2RITY;E TM109_HUMAN;E
Fumarylacetoacet FAH;DKFZp686F1: Fumarylacetoacet P16930;Q53XA7;E FAAA_HUMAN;Q%
Voltage-depender VDAC3 Uncharacterized { FSH740,Q9Y277-2 VDAC3_HUMAN
NMDA receptor-re NARG1;GA19;NAT Isoform 1 of N-alg Q9BXJ9-1,Q9BX19 NARG1_HUMAN;!
Cystatin-A;Cystati CSTA;STFLSTFA  Cystatin-A;Unchar P01040;Q61B90;C¢ CYTA_HUMAN
Mitogen-activatec ROBLD3;MAPBPIP Isoform 2 of Ragu Q9Y2Q5-2;09Y2Q MAPIP_HUMAN
Dynactin subunit ! DCTNS Dynactin subunit ! Q9BTE1;B4DS97;E DCTNS_HUMAN;E
Synaptosomal-ass SNAP29 Synaptosomal-ass 095721;C9JAF7  SNP29_HUMAN
CDNA FU51327, h NOP16;HSPC111;t Uncharacterized f B4DV13;D6RGD3; B4DV13_HUMAN;
H/ACA ribonucleo NOP10;NOLA3  H/ACA ribonucleo QINPE3 NOP10_HUMAN
285 ribosomal pro MRPS23;CGI-138;l 28 ribosomal pre Q9Y3D9 RT23_HUMAN
Proteasomal ubiq ADRM1;GP110;Dk Proteasomal ubiq Q16186;E9PECO;C ADRM1_HUMAN;
SERPINB12 protei SERPINB12 Uncharacterized f Q35YB4;Q96P63;C Q35YB4_HUMAN;
Hedgehog-interac HHIP;HIP;UNQ58: Hedgehog-interac Q96QV1-1,096Q\ HHIP_HUMAN
Tektin-1 TEKT1 Tektin-1;Uncharac Q969V4;A8K9V3;E TEKT1_HUMAN
Acyl-coenzyme A : ACSM1;BUCSL;LAI Isoform 1 of Acyl- Q08AH1-1,Q08AH ACSM1_HUMAN
Zymogen granule ZG16B;UNQ773/P Zymogen granule QIE6DAO;C3PTT6 ZG16B_HUMAN
WD repeat-contai WDR67 Isoform 1 of WD r Q96DN5-1;,Q96DN WDR67_HUMAN
Glucosamine 6-ph GNPNATL;,GNAL ~ Glucosamine 6-ph Q96EK6 GNAL_HUMAN
Transmembrane f TMEM205;UNQSC Transmembrane f Q6UW68 TM205_HUMAN
EEF1D protein;Eul EEF1D;hCG_19947 EEF1D protein;elo Q9BW34;Q4VBZ6 Q9BW34_HUMAN
Coiled-coil domait CCDC13;hCG_203! Coiled-coil domait Q8IYEL,Q96LI1  CCD13_HUMAN;C
Transformation/ti TRRAP;PAF400  Isoform 1 of Trans Q9Y4A5-1,Q9Y4A! TRRAP_HUMAN;C
Leucine-rich repe: LRWD1 Leucine-rich repe: QQUFCO LRWD1_HUMAN
Phosphatidylinosi PI4KA;PIK4;PIKAC) Isoform 1 of Phos P42356-1;P42356, PI4KA_HUMAN
Plakophilin-1;Bani PKP1 Isoform 2 of Plakc Q13835-1,01383¢ PKP1_HUMAN
PCl domain-conta PCID2;HT004  Isoform 4 of PCI d QSIVF3-4;Q5IVF3; PCID2_HUMAN
285 ribosomal pro MRPS35;MRPS28; Isoform 1 of 285 r P82673-1,P82673, RT35_HUMAN
NADH dehydroger NDUFB10;hCG_42 NADH dehydroger 096000;A8K761;C NDUBA_HUMAN;!
Mitochondrial ribe RGOMTD1;MRPP1 Mitochondrial ribe Q7L0Y3;C9JVB6  MRRP1_HUMAN
UPF0687 protein ( C200rf27 Isoform 2 of UPFO QIGZN8-2,Q9GZN CT027_HUMAN
Gem-associated p GEMING Gem-associated p Q8WXD5 GEMI6_HUMAN
Putative uncharac GATAD2A;GATAD; Uncharacterized f BSMCA40;FSH7D9;1 BSMC40_HUMAN
Thymidylate syntt TYMS;TS;0K/SW-c Thymidylate syntt P04818;A8K9A5;C TYSY_HUMAN;Q8
Kinetochore-assoc KNL2;C140rf106;K Isoform 1 of Mis1. Q6PONO-1;Q6PON KNL2_HUMAN
DNA mismatch rej MSHE;GTBP Isoform GTBP-N o P52701-1;P52701, MSHE_HUMAN;B«
BR serine/threoni BRSK1;KIAAL811;¢ Isoform 1 of BR se Q8TDC3-1;,Q8TDC BRSK1_HUMAN
L-lactate dehydroj LDHAL6A;LDHL2 ~ L-lactate dehydro; Q6ZMR3;Q96L19 LDHEA_HUMAN
OTU domain-cont OTUD6A;DUBA2  OTU domain-cont Q7L8SS OTUBA_HUMAN
Ubiquitin-associat UBASH3B;KIAA19! Ubiquitin-associat Q8TF42 UBS3B_HUMAN
KRR1 small subun KRR1;HRB2 KRR1 small subun Q13601;A0)LP0;B KRRL_HUMAN;AQ
Insulin-like growt! IGF2BP3;IMP3;KO Isoform 1 of Insuli 000425-1;,00042¢ IF2B3_HUMAN
Endoplasmic retic ERAPL;APPILS;AR” Isoform 2 of Endo QINZ08-2;Q9NZ0 ERAP1_HUMAN
Ephrin type-A rect EPHAL0 110 kDa protein; s Q5JZY3-1,Q5/2Y3; EPHAA_HUMAN
Kelch repeat and | KBTBDS;KIAA184: Kelch repeat and | Q8NFY9;C9)331;C KBTBS_HUMAN
Spermatid perinuc STRBP;SPNR Isoform 1 of Sperr Q96SI9-1;096519;1 STRBP_HUMAN
COMM domain-cc COMMD1;C20rf5; COMM domain-cc Q8N668;Q53EN2 COMD1_HUMAN
Metastasis-associ; MTAZ;MTALLL;PIl Metastasis-associ: 094776,Q68DB1 MTA2_HUMAN;Q
COP9 signalosome COPS4;CSN4;hCG_ Uncharacterized  DERFNO;DERAX7;( CSN4_HUMAN;B3

Tetratricopeptide TTCIC Tetratricopeptide Q8NSM4;E9PKV8 TTCIC_HUMAN
E3 ubiquitin-prote HUWEL;KIAA0312 Uncharacterized p Q72627-1;Q72627 HUWEL_HUMAN;
Granulins;Proepitl GRN Isoform 1 of Gran P28799-1;P28799, GRN_HUMAN;B4t
Contactin-5;Neur: CNTNS Isoform 1 of Cont; 094779-1;,09477¢ CNTNS_HUMAN;C
PAX-interacting pi PAXIPL;PAXIPLL;P Isoform 1 of PAX-| Q6ZWA49-6;06ZW: PAXI1_HUMAN
Death-inducer obl DIDO1;C200rf158; Isoform 4 of Deatl Q9BTCO-4;Q9BTCI DIDO1_HUMAN
Oligosaccharyltrar OSTC;DC2;HDCME Uncharacterized | DERH22;Q9NRPO OSTC_HUMAN
Prenylcysteine oxi PCYOX1L;PSECO1C Isoform 1 of Prem Q8NBMS-1,Q8NB PCYXL_HUMAN;B

ENST0000034328 OTTHUMPO00000 NP_001127845;NI PFO5761 5_nucleotid
ENST0000033840. OTTHUMP0O00000 NP_003085 PF01423 Lsm
ENST0000026683¢ OTTHUMPO000002 NP_443077 PF01923 Cob_adeno_trans

ENST0000026150: OTTHUMP0O00000 NP_001028725;N| PFO0307 CH
ENST0000028915: OTTHUMP000002 NP_006210 PF00454;PF00792 PI3_Pl4_kinase;Pl
ENST0000026660: OTTHUMP000002 NP_115714;XP_0( PF10169
ENST0000026702: OTTHUMP000002 NP_076973 PF01336
ENST0000022752! OTTHUMP000002 NP_076997
ENST0000026175! OTTHUMP000001 NP_000128 PF09298;PF01557 DUF1969;FAA_hyt
ENST0000002261! OTTHUMP000002 NP_001129166;N| PF01459 Porin_3
ENST0000029654: OTTHUMPO00001 NP_476516;NP_0" PFO7719;PF00515 TPR_2;TPR_1

Laps
tRNA_anti

ENST0000026447: OTTHUMP000002 NP_005204 PF00031 Cystatin
ENST0000036830: OTTHUMPO00000 NP_054736;NP_0i PF03259 Robl_LC7
ENST0000030008" OTTHUMP000001 NP_115875;NP_0I PF00132 Hexapep
ENST0000021573( OTTHUMPO000001 NP_004773 PF00835;PF05739 SNAP-25;SNARE
ENST0000034121: OTTHUMP000002 NP_057475 PF09420 Nop16
ENST0000032884! OTTHUMP000001 NP_061118 PF04135 Nop10p
ENST00000313608 NP_057154 PF10484 MRP-523
ENST0000025300: OTTHUMPO00000 NP_008933;NP_7: PFO4683 ARM_1
ENST0000038276! OTTHUMP0O00001 NP_536722 PF00079 Serpin
ENST0000029657! OTTHUMP000002 NP_071920 PF07974;PF03024 EGF_2;Folate_rec
ENST0000033869: OTTHUMPO00001 NP_444515 PF03148 Tektin
ENST0000030749: OTTHUMP000001 NP_443188 PF00501 AMP-binding
ENST0000038228( OTTHUMP000001 NP_660295

ENST0000028738( OTTHUMP000002 NP_663622 PF00400 WD40
ENST00000216411 OTTHUMPO00001 NP_932332 PF00583 Acetyltransf_1

ENST00000222124;ENST000003548¢ NP_001138888;NP_212133;NP_940938
ENST0000033736! OTTHUMP000002 NP_001123528  PF10587;PF00736 EF-1_beta_acid;El
ENST0000031023; OTTHUMP000001 NP_653320
ENST0000035554( OTTHUMP000001 NP_003487
ENST00000292611 OTTHUMP000002 NP_690852 PFO0560;PFO0400 LRR_1;WD40
ENST0000025588; OTTHUMP0O00000 NP_477352 PF00454;PFO0613 PI3_PI4_kinase;P|
ENST0000026394( OTTHUMP0O00000 NP_000290;NP_0i PFO0514
ENST0000024650! OTTHUMP0O00000 NP_001120674;N| PF01399 PCl

PF02259;PF02260 FAT;FATC;PI3_PI4,

Arm

ENST0000008102! OTTHUMP000002 NP_068593;NP_0I PF10213 MRP-528
ENST0000026866! OTTHUMP000001 NP_004539 PF10249 NDUFB10
ENST0000030992; OTTHUMP000002 NP_060289 PF01746 tRNA_m1G_MT
ENST0000037976! OTTHUMPO00000 NP_001034229

ENST0000028195( OTTHUMP000001 NP_079051 PF06372 Geminé
ENST0000040415! OTTHUMPO000002 NP_060130;NP_0i PFO0320 GATA

ENST0000032327: OTTHUMP000001 NP_001062
ENST00000310801 OTTHUMPO000001 NP_060823
ENST0000023442( OTTHUMP000001 NP_000170 PF01624;PF05188 MutS_I;MutS_Il;M
ENST00000309383;ENST0000032684 NP_115806 PF00069 Pkinase

ENST00000280701 OTTHUMPO000002 NP_001137543;NI PF02866;PF00056 Ldh_1_C;Ldh_1_N

PF00303 Thymidylat_synt
PF00249;PF09133 Myb_DNA-binding

ENST0000033835; OTTHUMPO000002 NP_997203 PF02338 oTU
ENST0000028427: OTTHUMP000002 NP_116262 PF00300;PF00018 PGAM;SH3_1;UB/
ENST00000229214 NP_008974 PF00013 KH_1

ENST0000025872! OTTHUMP000001 NP_006538 PF00013;PFO0076 KH_1;RRM_1
ENST0000029675: OTTHUMPO00001 NP_057526;NP_0i PF01433 Peptidase_M1
ENST0000031963° OTTHUMP000002 NP_001092909  PF01404;PF00041 Ephrin_lbd;fn3;Pk
ENST0000029556: OTTHUMP000002 NP_115894 PF07707;PF00651 BACK;BTB;Kelch_:
ENST0000034840: OTTHUMPO000000 NP_060857;NP_0i PFO0035;PF07528 dsrm;DZF

ENST0000031183: OTTHUMPO00001 NP_689729 PF0O7258 HCaRG
ENST0000027882: OTTHUMP000002 NP_004730 PF01426;PF01448 BAH;ELM2;GATA;|
ENST0000026438 OTTHUMP000002 NP_057213 PF01399 PCl

;1;1 Calcium/calmodul CAMK2G;CAMKG; Isoform 6 of Calcit Q13555-6;Q1355F KCC2G_HUMAN;C ENST0000030576; OTTHUMP000000 NP_751911;NP_0i PFO8332;PFO0069 CaMKII_AD;Pkinas

ENST0000029416: OTTHUMP000002 NP_776171
ENST0000026285: OTTHUMP0O00000 NP_113584 PF06012;PF06025 DUF908;DUF913;+
ENST00000053867;ENST0000035735 NP_002078 PF00396 Granulin
ENST0000027946. OTTHUMPO000002 NP_055176;NP_7: PFO0041;PF07679 fn3;l-set;ig;V-set
ENST0000032319¢ OTTHUMP000001 NP_031375 PF00533 BRCT
ENST0000026607( OTTHUMP0O00000 NP_001180298;N| PF00628;PF07744 PHD;SPOC;TFIIS_N
ENST0000036156: OTTHUMP000002 NP_067050 PF10219 DUF2055
ENST0000027456! OTTHUMP000001 NP_076933 PF01266;PF07156 DAO;Prenylcys_ly:

PF00515;PF07719 TPR_1;TPR_2



3631;6872
271 911
3186;3612;4621 936
1315
5072;5548;6112 947
2126
6887
572;2525 961
7129
6749
4598
50,2695 974
3625
3983
6148
3394
165
5515 1002
4589 1032
3598
3428
2674
2857;5922;7510
2720
7663 1061
8443 1090
8044
2904
552
377;5228,5763,5767
4735
5592 1111
3114
5705
3488

4784
668

984;1792;2458;4877,7249;8820

2103;5316;6896
3063
6788
568
8882
7177
4321
3338
7382
8162
6036
101;5028

61;938;979;1237;. 1192;1193;1194;1 722,723

7729
6399
523
3222;8926

1172

111;3245;4691;47 162;164;165;166

784
19
3009;5061
5236
772
2654;7736;8155
46
7869
1284

1248

595

559

3644

342

587

792

619

168

676

69

322;355;380;453 381,419

106 154;605;724;939

463

751

1PI00185219;IPIOC 2;2;1
1PI00185919;IPIOC 1;1;1;1
1PI00215918;IPIOC 3;2
196 1PI00216099;IPIOC 1;1
1PI00216105;IPI01 3;1
1PI00216873;IPIOC 1;1
1PI00217049;IPIOC 1;1;1;1
1PI00329784;IPI0C 2;2,
IPI00376756;IPIOC 1;1;1

1P100217661;IPI0C 1;1;1
1P100293425;IPI0C 1;1;:
1P100217920;1P10C 2;2,
1P100396630;IPI0C 1;1;1
1P100218054 1
1P100796062;IPI10C 1;1
1P100218465;IPI0C 1;1;1

71 1P101021882;IPIOC 1;1
1P100218823 1
1P100926491;IPI0C 1;1;1;1;1;1;1;1

1PI01022922;IPIOC 1;1;1;1;1
1PI00219575;IPIOC 1;1

100 1PI00219677;IPIOC 1;1;1;
1PI00791893;IPIOC 3;3;3

-

1P100220059;IP10C 1;1
1P100220402;IP10C 1;1;1;1

11 11
1,11 111
11 11
LLLLLLLT LLLLLL11
1,1;1;11 1,151,

11

1,151,

113.3:3
1,1
1111

1PI00220770 1
1P100221106;IPI10C 1;1;1;1;1;1;1;1 1;1;1;1;1;1;1,1 1;1;1;1;1;1511
1PI00221117 1
1PI00221394;IPIOC 1;1 1,1 11
1PI00239406;IPIOC 4;4;4 44;4 44;4
1PI00247871;IPIOC 1;1 1,1 11
1PI00879123;IPIOC 1;1 1,1 1,1
1PI00250297 1
1PI00289776;IPI01 1;1 1,1 1,1
1PI00290928 1
1PI00291016 1
1PI00643259;IPI0C 1;1;1;1 1311 13;1,1
1PI00291467;IPIOC 6;5 11 11
1122 IPI00291783 3
1PI00975549;IPIOC 1;1;1 111 111
1PI00292140; PIOC 1;1;1 111 111
1PI00293126;IPIOC 1;1 11 11
1PI00293331;IPIOC 1;1 1,1 11
1PI00293735;IPIOC 1;1 11 11
1PI00294084;IPIOC 1;1 1,1 1,1
1PI00294242 1
1PI00295889;IPIOC 1;1 1,1 11
1PI00296840; PIOC 1;1 11 11
1PI00297084;IPIOC 1;1 1,1 11
1PI00297212 2
1PI00298625;IPIOC 20;6;4;4;4;4;4;1;1; 1,10,
1PI00299214 1
1PI00300127;IPIOC 1;1 1,1
1PI00301204;IPIOC 1;1;1 L1
1PI00301517;IPIOC 2;1;1 21,1
695 1PI00788782;1PI0C 10;10;10;10;7;1  1;1;1;1;1;1 LLLL11
1PI00303318;IPIOC 1;1;1;1;1;1 11;
1PI00304187;IPIOC 1;1 1,1
1PI00304409 2
1PI00305010;IPIOC 1;1;1 111 111
1PI00305068;1PI01 1;1 1,1 11
1PI00305289 3
IPI00306017;IPIOC 1;1;1;1;1 L1511
132 1PI00306280;IPIOC 1;1 11
376 IPI00797537;1PI0C 1;1;1 111

-

-

e

2

1

~

GAS2-like protein GAS2L3 GAS2-like protein Q86XJ1;B3KTH9  GA2L3_HUMAN
La-related protein LARP1;KIAA0731;! Isoform 1 of La-re Q6PKGO-1;Q6PKG LARP1_HUMAN
ADP-ribosylation { ARF4;ARF2 ADP-ribosylation { P18085;C9JAKS ~ ARF4_HUMAN
Desmocollin-1;De DSC1;CDHF1 Isoform 1A of Des Q08554-1;Q0855¢ DSC1_HUMAN
Obg-like ATPase 1 OLA1;GTPBPI;PTL Isoform 2 of Obg- QINTKS-2;QINTK OLA1_HUMAN

3'-5' exoribonucle ERI1;3'EXO;THEX1 3'-5' exoribonucle Q81V48;B4DWF4;i ERI1_HUMAN;B4L ENST0000025026. OTTHUMP000001 NP_699163
Isoform p71 of 2'- P29728-1;P29728, OAS2_HUMAN;Q€ ENST00000342315;ENST000003925¢ NP_058197;NP_0i PF01909;PF10421 NTP_transf_2;0A!

2-5'-oligoadenyla OAS2
Ryanodine recept RYR3;HBRR

Isoform 1 of Ryan Q15413-1;Q154 YR3_HUMAN

High mobility grot HMGB3;HMG2A;+ high mobility grot 015347;E7EQU1;t HMGB3_HUMAN;

Ribonucleoproteit RAVERL;KIAAL97¢ ribonucleoprotein Q81Y67-2;Q81Y67; RAVRL_HUMAN
Frataxin, mitochol FXN;FRDA;X25
Aldehyde dehydrc ALDH16A1

cAMP-dependent PRKACA;PKACA

Selenoprotein H  SELH;C11orf31 Selenoprotein H  Q8I1ZQS5 SELH_HUMAN
Cytochrome c oxic COX17 Uncharacterized f C98T6;Q14061  COX17_HUMAN
Phospholipase A-; PLAA;PLAP Phospholipase A-; Q9Y263;E5RIM3  PLAP_HUMAN

Gametocyte-speci GTSFLFAM112B 20 kDa protein;Gz Q8WW33 GTSF1_HUMAN
Histone-lysine N-r WBP7;HRX2;KIAA! Isoform 1 of Histo QQUMNG-1;Q9UN MLL4_HUMAN
CDNA FLI56092, h ATPSJ2;ATPSIL
ADP-ribosylation { ARLL
Bleomycin hydrol: BLMH
Putative deoxyribi DERA;CGI-26

;1 Casein kinase | isc CSNK1G1;CSNK1G HCG2004507, isof QIHCPO-1;Q9HCP KC1G1_HUMAN;B ENST0000030303: OTTHUMP000001 NP_071331;NP_Oi PFO0069

NADH dehydroger NDUFB4

Protein phosphat: PPP1R2;IPP2;PPP: Protein phosphat: P41236;Q6NXS1;E IPP2_HUMAN;IPP ENST0000032843; OTTHUMP000002 NP_006232

Dynactin subunit | DCTN6;WS3 Dynactin subunit | 000399

Splicing factor 3B SF3B2;SAP145;DK' Splicing factor 3B Q13435;E9PPJ0;Q SF3B2_HUMAN;Q ENST0000032253! OTTHUMP000002 NP_006833

Acylphosphatase- ACYPLACYPE  Acylphosphatase- P07311
H/ACA ribonucleo DKCL,NOLA4  H/ACA ribonucleo 060832;A8MUTS; DKC1_HUMAN

Nesprin-2;Nuclear SYNE2;KIAA1011;1 Isoform 2 of Nesp Q8WXHO0-2;Q8WX SYNE2_HUMAN
Transcription elor TCERG1;CA150;TA Isoform 1 of Trans 014776-1;01477€ TCRG1_HUMAN
Transmembrane § TMPRSS6;UNQ35: Isoform 1 of Trans Q81U80-4;Q81U80 TMPS6_HUMAN
L-aminoadipate-s¢ AASDHPPT;CGI-8C L-aminoadipate-sc QINRN7 ADPPT_HUMAN
Probable E3 ubigt MYCBP2;KIAAO91: probable E3 ubigt 075592-2;075592 MYCB2_HUMAN

Guanine nucleotic GNA13 Guanine nucleotic Q14344 GNA13_HUMAN

Isoform 1 of Frata Q16595-1;Q1659% FRDA_HUMAN;Ag ENST0000037727t OTTHUMP0O00000 NP_000135;NP_8' PF01491
Isoform 1 of Aldet Q81283-1;Q81283; A16A1_HUMAN;B ENST00000293350
Isoform 1 of cAMI P17612-1;P17612; KAPCA_HUMAN;E ENST00000308677;ENST0000035035 NP_002721;NP_9! PFO0069

ENST00000266754 NP_777602 PF00307;PF02187 CH;GAS2
ENST0000028589: OTTHUMP000002 NP_056130 PF05383 La
ENST00000303431 OTTHUMP000002 NP_001651 PF00025 Arf

ENST0000025719° OTTHUMPO000001 NP_077739;NP_0i PF00028;PF08758 Cadherin;Cadherit
ENST0000028471¢ OTTHUMPO000002 NP_001011708  PF01926;PF06071 MMR_HSR1;YchF-
PF00929;PF02037 Exonuc_X-T;SAP

ENST00000389232 NP_001027 PF00036;PF08709 efhand;Ins145_P3
ENST0000032530° OTTHUMPO00000 XP_935058;XP_94 PFO0S05 HMG_box
ENST00000293677;ENST0000033112 NP_597709 PF00076 RRM_1
Frataxin_Cyay
NP_699160;NP_0I PF00171 Aldedh
Pkinase
ENST0000038885° OTTHUMP0O00002 NP_734467
ENST0000026107¢ OTTHUMPO00002 NP_005685 PFO5051 cox17
ENST0000038008: OTTHUMP0O00000 NP_001026859  PF09070;PF08324 PFU;PUL;WD40
ENST00000305879 NP_653195 PFO5253 UPF0224

ENST0000022227( OTTHUMPO00000 NP_055542 PF02178;PF05965 AT_hook;FYRC;FYI

cDNA FLI56092, h B4DJ38;C9JU26;Pt BADJ38_HUMAN;, ENST0000029247! OTTHUMPO000002 NP_004880;NP_0i PF01535;PF10206 PPR;WRW
22 kDa protein;AL P40616;B4DWW1 ARL1_HUMAN;B4 ENST00000261636
Bleomycin hydrol: Q13867;B4DXF3;E BLMH_HUMAN;B: ENST00000261714;ENST0000039481 NP_000377

PF00025 Arf
PFO3051 Peptidase_C1_2

NP_001168

Putative deoxyrib: Q9Y315;E9PPM8;| DEOC_HUMAN;BZ ENST0000002542¢ OTTHUMP000002 NP_057038 PF01791 DeoC
Pkinase
NADH dehydrogel 095168;B2RUY3  NDUB4_HUMAN;I ENST0000018426( OTTHUMP000002 NP_004538;NP_0i PF07225 NDUF_B4
PF04979 1PP-2
DCTN6_HUMAN  ENST0000022111: OTTHUMP0O00002 NP_006562 PF00132 Hexapep
PF04037;PF04046 DUF382;PSP;SAP
ACYP1_HUMAN ENST00000238618 NP_001098 PF00708 Acylphosphatase

ENST0000036955( OTTHUMPO00000 NP_001354;NP_0i PFO8068;PF01472 DKCLD;PUA;TruB_
ENST00000261678;ENST0000034147 NP_878918;NP_0! PF00307;PF10541 CH;KASH;Spectrin
ENST0000029670: OTTHUMPO00001 NP_006697;NP_0i PF01846;PFO0397 FF,WW

ENST0000025197: OTTHUMP000001 NP_705837 PF00057;PFO0089 LdI_recept_a;Tryg

ENST0000027861! OTTHUMP000002 NP_056238 PF01648 ACPS
ENST0000035733° OTTHUMP0O00000 NP_055872 PF08005;PF00415 PHR;RCC1
ENST00000239138 NP_006563 PF00503 G-alpha

NADH dehydroger NDUFV3
Rho/rac guanine r ARHGEF2;RP11.

ADP/ATP transloc SLC25A6;ANT3;CC ADP/ATP transloc P12236;075961;G ADT3_HUMAN

Gem-associated p GEMINS

Isoform 2 of NADI P56181-2;P56181, NDUV3_HUMAN ENST0000034034: OTTHUMP000001 NP_066553

ENST0000038140: OTTHUMP000000 NP_001627
Gem-associated p Q8TEQ6;B7ZLCY;C GEMIS_HUMAN  ENST0000028587: OTTHUMPO00001 NP_056280

PF00153
PF00400

cDNA FLJ61629, h CLINTL;ENTH;EPN clathrin interactor B7Z6F8;Q14677-1 B7Z6F8_HUMAN;I ENST0000029695: OTTHUMP000002 NP_001182484;N| PF01417
Caspase-3;Apopai CASP3;CPP32;DKF Caspase-3;Unchar P42574;A8MVM1; CASP3_HUMAN;A ENST0000030839: OTTHUMPO000001 NP_004337;NP_1 PF00656

Tubulin folding co TBCB;CG22;CKAP1 Tubulin-folding cc Q99426;Q6FGYS5;# TBCB_HUMAN;A8 ENST0000022185! OTTHUMPO00000 NP_001272
ENST0000034969: OTTHUMP000002 NP_001139332;N| PF06978;PF08170 POP1;POPLD

Ribonucleases P/t POP1;KIAA0061

Elongator comple: IKBKAP;ELP1;IKAP Elongator comple: 095163;B3KXE7;B ELP1_HUMAN;B3| ENST0000037464° OTTHUMPO000000 NP_003631
Endothelial PAS d EPAS1;HIF2A;MOF Endothelial PAS d: Q99814;B3KW07; EPAS1_HUMAN
28S ribosomal pra MRPS31;IMOGN3. 28S ribosomal pro Q92665

Signal recognition SRP19
DNA polymerase i POLI;RAD30B

Dolichyl-diphosph DDOST;KIAA0115; Dolichyl-diphosph P39656;B4DLI2;B£ OST48_HUMAN;B ENST0000037504; OTTHUMP000000 NP_005207

Paladin PALD;KIAA1274

0;0;0;C Tyrosine-protein t LYN

Thymidine kinase, TK1

PF01302
Ribonucleases P/! Q99575;Q96F88;E POP1_HUMAN
PF04762
ENST0000026373: OTTHUMPO00001 NP_001421
ENST0000032356! OTTHUMPO0000O NP_005821
ENST0000028299¢ OTTHUMPO00001 NP_003126;NP_0I PF01922
PF00817
PF03345

RT31_HUMAN
Signal recognition P09132 SRP19_HUMAN
DNA polymerase i QQUNA4;872780 POLI_HUMAN;B7; ENST0000021780 OTTHUMPO00001 NP_009126

Paladin Q9ULE6 PALD_HUMAN
Isoform LYN A of * P07948-1;P07948, LYN_HUMAN
Thymidine kinase, P04183;858U32;8 KITH_HUMAN

ENST0000026356. OTTHUMP000000 NP_055246
ENST0000027649° OTTHUMP000002 NP_002341

ENST0000030163: OTTHUMPO00001 NP_003249 PF00265

ho/rac guanine r D3DVA5;Q5VY93; Q5VY93_HUMAN; ENST0000036831! OTTHUMPO00000 NP_001155855;NI PF00130;PF00169 C1_1;PH;RhoGEF

Mito_carr
WD40

ENTH
Peptidase_C14
CAP_GLY

IKI3

PF08778;PF00010 HIF-1a_CTAD;HLH

SRP19
IMS
DDOST_48kD

PF07714;PFO0017 Pkinase_Tyr;SH2;¢

TK

N-acetyltransfera: NAT10;ALP;KIAA1 N-acetyltransfera: QOHOAQ;B4DFD5;1 NAT10_HUMAN  ENST0000025782¢ OTTHUMP000002 NP_078938;NP_0i PF08351;PF05127 DUF1726;DUF699

Retinol dehydroge RDH13;PSEC0082; Isoform 1 of Retin Q8NBN7-1;Q8NBI RDH13_HUMAN ~ ENST00000291892

NP_001139443;N| PF00106

Uncharacterized ¢ CXorf57;RP11-647 Isoform 1 of Unch Q6NSI4-1;Q6NSI4 CX057_HUMAN;B ENST0000037254: OTTHUMPO00000 NP_060485;NP_001171711

cDNA, FLI78968, I ATP1A3

Protein FAM49B;L FAM498B;BM-009; Protein FAM49B;F Q9NUQ9;Q68D08 FA49B_HUMAN;Q ENST0000035801° OTTHUMP000002 NP_057707

RNA-binding proti RBM28
Calcium-regulatec CARHSP1
Calcineurin-like pt CPPED1;CSTP1
Pre-mRNA-proces PRPF6;C200rf14

Kinesin-like protei KIF11;EG5;KNSL1; Kinesin-like protei P52732;B2RAMS6;( KIF11_HUMAN

UPF0464 protein ( C150rf44
Density-regulated DENR;DRP1;H14
NudC domain-con NUDCD1;CML66

Uncharacterized f B7Z9V4;E9PC51;F! B729V4_HUMAN; ENST0000030210: OTTHUMPO000001 NP_689509
PF07159
RNA-binding prott QINW13;84DU52 RBM28_HUMAN;I ENST0000022307: OTTHUMPO000002 NP_060547;NP_Oi PFO0076
Calcium-regulatec Q9Y2V2 CHSP1_HUMAN  ENST0000031105: OTTHUMPOO00001 NP_001035941;NI PF00313
Isoform 1 of Calcii Q9BRF8-1;Q9BRF¢ CPPED_HUMAN;B ENST0000026166( OTTHUMPO000002 NP_060810;NP_Oi PF00149
Pre-mRNA-proces 094906;B2RAR5;E PRP6_HUMAN ENST0000026607! OTTHUMP000000 NP_036601
ENST0000026073: OTTHUMPO00000 NP_004514 PF00225
cDNA FLI55475;cC Q965Y0-1;Q965Y0 CO044_HUMAN;B ENST0000031318: OTTHUMPO00001 NP_110427;NP_001129515
Density-regulated 043583 DENR_HUMAN  ENST0000028055° OTTHUMP000002 NP_003668 PF01253
Isoform 1 of Nud( Q96RS6-1;Q96RS€ NUDC1_HUMAN ENST0000023969 OTTHUMP000002 NP_116258;NP_OI PF04969

adh_short

PF00689;PFO0690 Cation_ATPase_C,

DUF1394
RRM_1

csb
Metallophos

PF06424;PF00515 PRP1_N;TPR_1

Kinesin

suiL
cs



7068

858

1680;2628;2680;2 655;656;657

7718
7132
2176
6705
3660

1282

1323
3915;6903
866;1515;1997;4031;4050;4310;572¢
373

5735
36;611;776;2777;. 371;372
327;2592

5472

4672

4228

8576

8337
5120;5256;8792

4860
2614;4945;5001;7

8981 1396;1397

7349
638,667,4835,7833

4820

5392

4048

5327

2554

3295

6124

1347

1356
1357
1358

1283

1430

4357;7616

7540

2189

8646
58;4881;5002;537

8584

7827

2815

2215
661;916;3495;385 1548;1549
990;1379;2691;3614;3650;5259;8490

755

1527

2677;4466 1570
4734
8631
65,267;687;688;5294;7204;8735
7937 1575
1334 1576
5342
5642
7365
5635
6875
7815
4785
1014;4336;6685;8853
654;1039;1140;1903;2895
3624
3565
1890;3153;3689;4045;4148;6007;6
1408;3029;3108;3 222,223
260
6633

1584;1585
1604
1650;1651

325,336,793

224;225;794

930;931;932

496;497

1001;1002;1003;1004

566
167;180;189
236
142;196;759
24;61 3;78;134
8
813
39
220
375
296
86,98
835
84
926
164 372;511;609
127,615
538
158;217
35
1052
961 224;238
201
344;349
37,40;51;54
138
333;385
21;46
1023
1029

1P100307200;IPI0C 1;1
1P100747362;IP10C 1;1;1
1P100409717;IPI0C 10;10;10;7;5
1P100328715;IPI0C 1;1;1
IPI00515115;IPI0C 1;1;1;1;1;1;1;1;1;1

1P100329679;IPI0C 1;1
1P100329801;IPI0C 1;1;1
1P100925520;1P10C 1;1
1P100465457;IP10C 2;2;2

11 11

11,1 1,11

L5331 L5511

11,1 1,11
LLLLLLLLL LLLL5111515
1,1 11

111 111

1,1

2;2;2

1P100941217;1P101 12;12;12;12;10;10 1;1;1;1;1;1;1;1

1P100926648;IPI0C 1;1;:
1P101008731;IPI0C 1;1;1;

1PI00375015 16
I1P100375358;IPI0C 2;2;1
1P100383295 1
75 1P100383656 1
1P100384313 1
1P100384708;IPI0C 1;1
1P100385267;IPI0C 1;1
1P100386271;IP101 3;3

1PI00387116 1
1P100646512;IPI0C 6;6;
1P100413518;IPI0C 1;1;1;

459 1P100402014 1
1P100410067;IPI0C 4;3;.
1P100414717;1P10C 1;1;1
1P100418366;IP101 1;1;1;1
1P100419626;IP10C 1;1;1
1P100440688;IPI0C 1;1;1
1P100641579;IP10C 1;1;1;1
1P101021966;IP10C 1;1,
1P100452731 1
1P100477330;1P101 2;2;1
1P100480022;1P10C 1;1
1P100549540 1

329 1PI00909649;IPI0C 1;1;1;1;1;1;1;1
I1P100554711;IPI0C 7;2;2;
1P100983068;IPI0C 1;1;1

L111

2;2;1
11

1,11,
7,2;2;

LLLLLL1111

L1

1,31,

0;

-

bR e

Switch-associated SWAP70;KIAA064! Switch-associated Q9UH65;B4E245;t SWP70_HUMAN;E ENST0000031895( OTTHUMP000002 NP_055870 PF00169 PH
PAB-dependent p PAN2;KIAA0710;U Isoform 1 of PAB- Q504Q3-1;Q504Q PAN2_HUMAN  ENST00000257931;ENST000003794S NP_001120932;N| PF00929;PF00443 Exonuc_X-T;UCH
Eukaryotic initiatir EIF4A2;DDX2B;EIF Isoform 2 of Eukal Q14240-2;Q1424( IF4A2_HUMAN;Q¢ ENST0000032396: OTTHUMPO000002 NP_001958 PF00270;PF00271 DEAD;Helicase_C
Protein LYRIC;Lysi MTDH;AEG1;LYRI( Protein LYRIC;Unc Q86UE4;ESRIUS  LYRIC_HUMAN  ENST0000033627: OTTHUMPO00002 NP_848927

Putative uncharac ABLIM1;ABLIM;KI, Uncharacterized p AGNCD9;Q5T6N4; A6GNCD9_HUMAN ENST0000036926: OTTHUMPO000000 NP_002304;NP_Oi PF00412;PF02209 LIM;VHP

Protein zwilch hor ZWILCH Isoform 1 of Prote Q9H900-1;Q9H90 ZWILC_HUMAN  ENST0000030789° OTTHUMP000001 NP_060445 PF09817 DUF2352
Annexin A5;Anne) ANXAS;ANXS;ENX Annexin A5;Unch: PO8758;D6RBL5;D ANXAS_HUMAN  ENST0000029651: OTTHUMP000001 NP_001145 PF00191 Annexin
6-phosphofructok PFKL Similar to Phosphi P17858-2;P17858, K6PL_HUMAN ENST0000031235. OTTHUMP000001 NP_002617 PF00365 PFK
Cyclin-Y;Cyclin fol: CCNY;C100rf9;CB( Isoform 1 of Cyclit Q8ND76-1;Q8ND7 CCNY_HUMAN;CC ENST0000026537! OTTHUMP0O00000 NP_659449;NP_8! PF00134 Cyclin_N

Myosin-14;Myosir MYH14;KIAA2034 Isoform 2 of Myos Q7Z406-2;Q7Z40€ MYH14_HUMAN;| ENST00000301415;ENST000003769€ NP_001139281;N| PFO0612;PF00063 1Q;Myosin_head;!
Acylamino-acid-re APEH;D3F1552;D3 Uncharacterized f C9JIF9;P13798;C9. ACPH_HUMAN  ENST0000029645! OTTHUMP000002 NP_001631 PF00326 Peptidase_S9

G patch domain-c GPATCH4;GPATC4 Isoform 3 of G pat Q5T310-3;Q5T310; GPTC4_HUMAN  ENST0000033458: OTTHUMP000002 NP_056405;NP_8 PF01585 G-patch
Deoxyuridine 5'-tr DUT Isoform 2 of Deox P33316-2;P33316 DUT_HUMAN ENST00000249783;ENST000003312C NP_001939 PF00692 dUTPase
Replication factor RFC1;RFC140 Isoform 1 of Repli P35251-1;P35251; RFC1_HUMAN ENST0000034970: OTTHUMP000001 NP_001191676;N| PFO0004;PF00533 AAA;BRCT;RFC1
HCG1987117;Pute hCG_1987117 HCG1987117 Q8wz41 Q8WZ41_HUMAN

KIAA0232 protein KIAA0232 Putative uncharac Q9Y349 Q9Y349_HUMAN

Leucine-rich repei LRRC7;KIAA1365;1 cDNA FLI54846, h Q96NW7-3;Q96N' LRRC7_HUMAN  ENST0000003538: OTTHUMP00000065338
Decaprenyl-dipho PDSS52;C60rf210;C Isoform 1 of Deca Q86YH6-1;Q86YH DLP1_HUMAN;B4 ENST0000036903: OTTHUMPO000000 NP_065114
Signal recognition P08240;B4EO0H3;C SRPR_HUMAN ENST0000033211: OTTHUMPO000002 NP_003130;NP_0i PF04086;PF00448 SRP-alpha_N;SRP!

PFO0560;PF00595 LRR_1;PDZ

Signal recognition SRPR

Calcium-binding n SLC25A12;ARALAF Calcium-binding n 075746;B3KMV8; CMC1_HUMAN;B: ENST0000026381; OTTHUMP000001 NP_003696 PF00153 Mito_carr
1 Ig kappa chain V-Iil region NG9 Ig kappa chain V-I P01621 KV303_HUMAN ~ ENST00000390255 PFO7686 V-set
0;0;C cDNA FLI77317, h RBBP7;RP11-716A histone-binding p A8K6A2;Q5JP00;C A8K6A2_HUMAN; ENST0000033073! OTTHUMPO00000 NP_001185648;N| PFO0400 WD40

-

1
2;2;1
11

1
1,15,1,11111
5;2;2;

1;1;2;1;1;1;1;1;1;1 Thi

Mirror-image poly MIPOL1;hCG_201. Isoform 1 of Mirrc Q8TD10-1;Q8TD1I MIPO1_HUMAN;C ENST0000032744: OTTHUMP000001 NP_001182225;NP_001182226;NP_620059

Zinc finger proteir ZNF837 Zinc finger proteir Q96EG3 ZN837_HUMAN  ENST00000282333 NP_001123202;N| PFO0096 2f-C2H2

Zinc finger CCCH-t ZC3HAV1;ZC3HDC Isoform 1 of Zinc 1 Q722W4-1;Q722V ZCCHV_HUMAN;C ENST0000024235: OTTHUMP000002 NP_064504;NP_0" PFO0644;PF00642 PARP;zf-CCCH
Golgi apparatus p GLG1;CFRL;ESLL;N Isoform 2 of Golgi Q92896-2;Q9289€ GSLG1_HUMAN;B ENST00000205061 NP_036333;NP_0I PF00839 Cys_rich_FGFR

Uncharacterized a ADCKS Uncharacterized @ Q3MIX3;B3KS46;E ADCKS_HUMAN  ENST0000030886( OTTHUMP000002 NP_777582 PF03109 ABC1

395 ribosomal pra MRPL55;UNQ583! Isoform 2 of 39S r Q727F7-2;Q7Z7F7 RM55_HUMAN  ENST0000029500: OTTHUMP000000 NP_852127;NP_8! PF09776 Mitoc_L55
Polymerase delta- POLDIP3;KIAA164 cDNA FLI54030, h Q9BY77-1;Q9BY7. PDIP3_HUMAN;B: ENST0000025211! OTTHUMPO000001 NP_115687;NP_8: PF00076 RRM_1
Cold-inducible RN CIRBP;A18HNRNP Cold inducible RN Q14011;D6W5Y5; CIRBP_HUMAN;B: ENST00000320936 NP_001271 PF00076 RRM_1
Protein canopy hc CNPY2;MSAP;TME 29 kDa protein;lsc Q9Y2B0-1;Q9Y2B( CNPY2_HUMAN  ENST00000273308 NP_055070

NADH dehydrogel NDUFA7 NADH dehydroger 095182;032Q14;( NDUA7_HUMAN ENST00000301457 NP_004992 PF07347 Cl-B14_5a
Rho GTPase-activi ARHGAP11A;KIAA Rho GTPase-activi Q6P4F7;B4DZN9 RHGBA_HUMAN;I ENST0000036162° OTTHUMPO000001 NP_055598;NP_9! PF00620 RhoGAP
Golgin subfamily  GOLGA7;GCP16;H Golgin subfamily / Q725G4 GOGA7_HUMAN ENST0000027653( OTTHUMPO00002 NP_001002296;NI PF10256 Erf4
p21l-activated pro PAK1IP1;PIP1;WD p21-activated pro QONWT1 PK1IP_HUMAN  ENST0000037956! OTTHUMPO00000 NP_060376 PF00400 WD40

Ig kappa chain V-1 IGKC;IGK@ Ig kappa chain C r P06310;Q8TCDO;F KV206_HUMAN;IC ENST0000039026( OTTHUMP00000200369;0TTHUMPO PFO7686;PF07654 V-set;Cl-set
Junction plakoglol JUP;CTNNG;DP3 Junction plakoglol P14923;Q7KZ86 PLAK_HUMAN ENST00000310701 OTTHUMP000001 NP_002221;NP_0i PF00514;PF02985 Arm;HEAT
reduc TXNRD1;KDRF Isoform 1 of Thior Q16881-1;Q16881 TRXR1_HUMAN;C ENST0000035494( OTTHUMP000002 NP_001087240;N| PF00462;PF00070 Glutaredoxin;Pyr_

IPI00555902 1
1PI00888868;IPIOC 1;1;1
1PI00642584;IPIOC 1;1;
IPI00643152;IPI0C 9;9;9,
1PI00644431;IPIOC 7,7;4;
1PI00644775
1PI00647217;1PI01 2;2;1,
1PI00654820 1
1PI00877726;IPI0C 1;1;1;1;1;1;1

1,1;1;1;1;1;1

0;

1,111,111

1PI00887169;IPIOC 7;7;1
1PI00719622 1
1PI00739565 1
1PI01014660;1PIOC 1;1;1

241 IPI00749406 1

1

1P100784044;1P10C 1;1,
1P100844508;IPI0C 1;1
1P100924727;IPI0C 1;1;1
1P100873586
1P100885036
1P100893541

235 1P100909039
1P100910967
1P100942269;IPI0C 1;1;1
1P100939159 8
1P100978180;IP10C 6;1

115 1PI00983620 1

275 REV_IPI00010194 1;1;1;1;1

[T

111

11
111

111

11

LLLL1

R e e e e

111

LL11
11
111

111

11

LLLL1

1

0;0;C Superkiller viralici SKIV2L2;KIAA005z Superkiller viralici P42285;A8K614;B4 SK2L2_HUMAN;SY ENST0000023064( OTTHUMP000001 NP_056175;NP_O!

1

e

-

-

OCIA domain-cont OCIAD2 Isoform 1 of OCIA Q56VL3-1;Q56VL: OCAD2_HUMAN ENST0000027386( OTTHUMP000002 NP_001014446  PF07051 OCIA

MAM and LDL-rec C100rf112 MAM and LDL-rec Q5VYJ5 CJ112_HUMAN  ENST0000037726! OTTHUMPO00002 XP_295865;XP_94 PFO0057;PF00629 Ldl_recept_a;MAI
Uncharacterized ¢ KIAAOO90;PSEC02 Isoform 1 of Unch Q8N766-1;Q8N76 KO090_HUMAN  ENST0000037519¢ OTTHUMPO00000 NP_055862 PFO7774 DUF1620
cDNA FLI56386, h HSPA1L;DAAP-21F cDNA FLI56386, h B4DI54;P34931;B: B4DIS4_HUMAN;t ENST0000038318! OTTHUMPO00000 NP_005518 PF00012 HSP70

cDNA FLJ55484, h DDX39;hCG_1776 cDNA FLI55484, h BADX78;000148;C BADX78_HUMAN; ENST00000242776;ENST0000032434 NP_005795
Exosome complex EXOSC5;CML28;Rf Exosome complex Q9NQT4;B2RC50 EXOS5_HUMAN  ENST00000221233 NP_064543

PF00270;PF00271 DEAD;Helicase_C
PF01138;PF03725 RNase_PH;RNase_
PF00270;PF08148 DEAD;DSHCT;Helii
PF00119 ATP-synt_A
PF00217;PF02807 ATP-gua_Ptrans;A
PFO7654;PF07686 Cl-set;V-set
PF01200 Ribosomal_S28e
PF0O0130;PF00168 C1_1;C2;DUF1041
PF00366 Ribosomal_S17
PF07525;PF00622 SOCS_box;SPRY

ATP synthase subi MT-ATP6;ATP6;A1 ATP synthase subi PO0846;A0S0TO;Al ATP6_HUMAN  ENST00000361899;ENST000004090C YP_003024031
Creatine kinase, u CKMT1A;CKMT;Ck Isoform 2 of Creat P12532-2;P12532, KCRU_HUMAN;B4 ENST0000030028: OTTHUMP000000 NP_001015001;N|
Putative uncharac IGLV1-40;V1-13  Putative uncharac Q8NEJ1;Q5NV69; Q8NEJ1_HUMAN; ENST0000039029¢ OTTHUMP00000199060

40S ribosomal prc RPS28 40S ribosomal prc P62857;B2R4R9  RS28_HUMAN NP_001022
Protein unc-13 ho UNC13C Protein unc-13 ho Q8NB66 UN13C_HUMAN ENST00000260323 NP_001074003
MRPS17 protein;2 MRPS17;RPMS17; 28S ribosomal prc Q81Y71;Q9Y2R5;E Q8IY71_HUMAN;I ENST0000028529: OTTHUMP000002 NP_057053

SPRY domain-conf SPSB1;SSB1 SPRY domain-conf Q96BD6 SPSB1_HUMAN  ENST0000032808¢ OTTHUMPO00000 NP_079382

Methylcrotonoyl-t MCCC2;MCCB Isoform 1 of Metr Q9HCCO-1;Q9HCC MCCB_HUMAN;B: ENST0000032337! OTTHUMP000002 NP_071415 PF01039 Carboxyl_trans

Cingulin CGN;KIAA1319  cingulin;lsoform 2 Q9P2M7-1;Q9P2N CING_HUMAN ENST00000271631 OTTHUMPO00000 NP_065821 PFO1576 Myosin_tail_1

Tensin 3 variant;T TNS3;TEM6;TENS: Uncharacterized p E9PCX8;Q59GW4; Q59GW4_HUMAP ENST0000031116/ OTTHUMP00000208218;0TTHUMPO PFO0130;PF10409 C1_1;PTEN_C2;PT

Serine/threonine- SAPS1;KIAA1115;F Serine/threonine- QQUPN7;Q96ID3 SAPS1_HUMAN  ENST00000327021 NP_055746 PF04499 SAPS

Endonuclease/exc EEPD1;KIAA1706 Endonuclease/exc Q7L9B9 EEPD1_HUMAN ENST0000024210! OTTHUMP000002 NP_085139 PF03372;PF00633 Exo_endo_phos;H
14 kDa protein OTTHUMP00000199630

cDNA FLJ53671, highly similar to Inte cDNA FLI53671, h BADW82;E7ESS4 B4DW82_HUMAN ENST00000264832 PF03921 ICAM_N

cDNA FLI53093, moderately similar t cDNA FLI53093, v BADSH6 B4DSH6_HUMAN PF00153 Mito_carr

TBC1 domain fam TBC1D4;AS160;KI/ TBC1 domain fam 060343-1;060342 TBCD4_HUMAN  ENST0000037763( OTTHUMP000000 NP_055647

Adenylyl cyclase-z CAP1L;RP11-115D7 Adenylyl cyclase-z BADNA3;B4DUZ8; BADNA3_HUMAN ENST0000034045( OTTHUMPO0000004831
RPS10-NUDTS3 protein NP_001189399
peptidyl-prolyl cis-trans isomerase A-like XP_001129774

Probable protein- PORCN;MG61;POI >IPI:REV_IPI0001( Q9H237-1;Q9H23 PORCN_HUMAN;t ENST0000032619: OTTHUMP000002 NP_982301;NP_9: PF03062

PF00640;PF00566 PID;TBC
PF08603;PF01213 CAP_C;CAP_N

MBOAT



36855575

6142
6563

4178
6000
8486
6643
2428
3332
6133
5882
6135
8701
3566
1414
3201
4010
4184
8137

1685;1686

1696;1697

1687
1688
1689

1690
1691

1692
1693

1695

1698

1032;1033

1030
914,917

1031

1034
1035

1037

1038 19;26

972
191
2007

14
2695

63
542

570

190

2697;2702

1879

El

-
&

2

w 3
[N IS}

5

@
S

N
R

REV_IPI00873991
REV_IPI00030915
REV_IPI00065931
REV_IPI00073196
REV_IP100217052
REV_IP100164352
REV_IPI00167913
REV_IP100329784
REV_IPI00217975
REV_IP100289243
REV_IPI00298912
REV_IP100382434
REV_IPI00455518
REV_IP100456737
REV_IPI00783017,
REV_IPI00871834,
REV_IPI00917179
REV_IPI00974301
REV_IPI00984112

1,311 1,311 1,311
1,1 1,1 1,1
2;2;2;2;2;2;1;1 2;2;2;2;2;2;11 2;2;2;2;2;2;1;1

Dynein heavy chai DNAH8

A-kinase anchor p AKAP13;BRX;HT3!
Latent-transformi LTBP3;hCG_1812¢ >IPI:REV_IPI0007: Q9NS15-1;Q9INS1. LTBP3_HUMAN;B. ENST0000030187: OTTHUMP000002 NP_001123616;NI PFO0008;PF07645 EGF;EGF_CA;TB
;1 Neuron navigator NAV2;HELAD1;KIA >IPI:REV_IPI0021} Q8IVL1-1;Q8IVL1; NAV2_HUMAN

1,311
1,1,
LLLL1
11

11
1,11
Lyl
1,1

11

11
1,11
Lyl
1,1

11

11
1,11
Lyl
11

>IPI:REV_IPI0087: Q96/B1-1;Q96JB1 DYH8_HUMAN  ENST0000032747! OTTHUMP00000017872;0TTHUMPO PF07728;PF08385 AAA_S;DHC_N1;D
Ubiquitin carboxy USP8;KIAA0055;U >IPI:REV_IPI0003( P40818;A8K8N5;C UBP8_HUMAN;B3 ENST0000030717¢ OTTHUMPO00001 NP_001122082;N| PF08969;PF00581 DUF1873;Rhodant
>IPI:REV_IPI0006¢ Q12802-2;Q1280z AKP13_HUMAN  ENST00000361243;ENST0000039451 NP_006729;NP_0i PFO0130;PF00169 C1_1;PH;RhoGEF;

Zinc finger proteir ZNF292;KIAA0530 >IPI:REV_IPI0016¢ 060281-1;060281 ZN292_HUMAN  ENST0000033990° OTTHUMPO000002 NP_055836

Spermatid-associz SPERT;CBY2

Ryanodine recept. RYR3;HBRR

Lamin-BL;LMNB1 LMNBL,LMN2;LM

Muscle, skeletal re MUSK

Coronin-28;Coron CORO2B;KIAA092
1 Ig lambda chain V-l region WIN

>IPI:REV_IPI00167 Q8NA61-1;Q8NAE SPERT_HUMAN  ENST0000031052: OTTHUMP000000 NP_689932
>IPI:REV_IPI0032¢ Q15413-1;Q154. YR3_HUMAN ENST00000389232 NP_001027

ENST0000031104: OTTHUMPO000002 NP_892009;NP_6! PF00307 CH

PF00096 2f-C2H2

PF00036;PF08709 efhand;Ins145_P3

>|PI:REV_IPI00217 P20700;B4DZT3;E' LMNB1_HUMAN; ENST0000026136/ OTTHUMPO000001 NP_005564;NP_0i PFO0038;PF00932 Filament;IF_tail
>IPI:REV_IP10028¢ 015146-1;01514€ MUSK_HUMAN  ENST0000037444: OTTHUMPO00000 NP_005583;NP_0i PF01392;PF07679 Fz;l-set;Pkinase_T
>IPI:REV_IPI0029¢ Q9UQ03-1;Q9UQ( COR2B_HUMAN  ENST0000026186. OTTHUMPO00001 NP_006082;NP_0i PF08953;PF08954 DUF1899;DUF190!

>IPI:REV_IPI0038: P01712 LV209_HUMAN

MORC family CW- MORC2;KIAA0852 >IPI:REV_IPI0045 Q9Y6X9;B2RNB1  MORC2_HUMAN; ENST0000039764: OTTHUMPO000001 NP_055756
DENN domain-cor DENND5A;KIAA10 >IPI:REV_IPI0045¢ Q61Q26;B4DJ15;B DENSA_HUMAN;E ENST0000032819- OTTHUMP000002 NP_056028
Zinc finger E-box-l ZEB2;KIAA0569;SI >IPI:REV_IPI0078: 060315;A0JP08;B  ZEB2_HUMAN;QS ENST0000030366( OTTHUMP000001 NP_055610;NP_0i PFO0096 2f-C2H2

>IPI:REV_IPI00871 Q13474;B4DIZ0;Q DRP2_HUMAN;B4 ENST0000039520! OTTHUMPO00000 NP_001930;NP_0i PF09068;PF09069 efhand_1;efhand_

Dystrophin-relate: DRP2

>IPI:REV_IPI00917 C9JGH7 OTTHUMPO00000204395
>IPI:REV_IPI00974 E5RI12 OTTHUMP00000224385
>IPI:REV_IPI00984112.1| REFSEQ:XP_003119890 Tax_Id=9606 Gene_Symbol=- putative ubiq: XP_003119890

PF07686 V-set
PF02518;PF07496 HATPase_c;zf-CW
PF03455;PF02141 dDENN;DENN;PLA



Pfam Descriptiont GOCC GOCC Names GOMF GOMF Names GOBP GOBP Names KEGG
Q in;PH dor GO G0:0003824;GO:C catalytic activity;it GO:0006629;GO:C lipid metabolic pri hsa:5336
Protein tyrosine k GO:0000242;GO:C pericentriolar mat GO:0000166;GO:C nucleotide bindin; GO:0001775;GO:C cell activation;imr hsa:3932
Protein tyrosine k GO:0005794;GO:C Golgi apparatus;p GO:0000166;GO:C nucleotide bindin; G0:0002253;GO:C activation of immi hsa:4067
elF3 subunit 6 N t GO:0005654;GO:C nucleoplasm;cyto: GO:0003676;GO:C nucleic acid bindir G0:0000184;GO:C nuclear-transcribe hsa:3646
DnalJ domain;Dna. GO:0005737;GO:C cytoplasm;cytoske GO:0005102;GO:C receptor binding;t GO:0006457;GO:C protein folding;re: hsa:3301
Eukaryotic transla GO:0005829;GO:C cytosol;eukaryotic GO:0003676;GO:C nucleic acid bindir GO:0006413;GO:C translational initiz hsa:8664
Ras family G0:0000323;GO:C lytic vacuole;lysos GO:0000166;GO:C nucleotide bindin; GO:0006810;GO:C transport;endocyt hsa:7879
short chain dehyd G0:0005739;GO:C mitochondrion;pl: GO:0003824;GO:C catalytic activity;3 GO:0006139;GO:C nucleobase, nucle hsa:3028
RhoGAP domain;S GO:0005942;GO:C phosphoinositide G0:0005102;GO:C receptor binding;i GO:0006629;GO:C lipid metabolic pr hsa:5295
Diaphanous FH3 [ GO:0005737;GO:C cytoplasm;intrace GO:0003779;GO:C actin binding;bind GO:0006996;GO:C organelle organiz: hsa:23002
Signal recognition GO:0005785;GO:C signal recognition GO:0003676;GO:C nucleic acid bindir GO:0006417;GO:C regulation of tran: hsa:653226
GrpE G0:0005759;GO:C mitochondrial ma- GO:0000166;GO:C nucleotide bindin; GO:0006457;GO:C protein folding;m: hsa:134266
K+ channel tetram GO:0008076;GO:C voltage-gated pot GO:0005215;GO:C transporter activit GO:0006810;GO:C transport;ion tran hsa:200845
Actin;Ankyrin repc GO:0005737;GO:C cytoplasm;cytoske GO:0000166;GO:C indit i i ine nucleosic hsa:445582
Anticodon-binding GO:0005737;GO:C cytoplasm;intrace GO:0000166;GO:C nucleotide bindin; GO:0006082;GO:C organic acid meta hsa:51520
Maf-like protein;C GO:0005737;GO:C cytoplasm;intrace GO:0003824;GO:C catalytic activity;n GO:0006519;GO:C cellular amino acir hsa:8623
G0:0005814;GO:C centriole;organell GO:0005488;GO:C binding;protein bi GO:0000910;GO:C cytokinesis;organ¢ hsa:116840
Double stranded RNA binding protein (DUF2051)
Proteasome A-typ GO:0005634;GO:C nucleus;cytosol;pt GO:0003824;GO:C catalytic activity;e GO:0006508;GO:C proteolysis;ubiqui hsa:5683

0:C plasma

KEGG Pathways KEGG Pathway N: KEGG Ortholog

ko00562;ko04012 Inositol phosphat K05859
ko04650;ko04660 Natural killer cell | KOS856
ko04662;ko04664 B cell receptor sig K05854
K03250
K09502
K03251
K07897
ko00280;ko05010 Valine, leucine an K08683
ko04012;ko04370 ErbB signaling pat K02649

k004310 Wt signaling pat| K04512
ko03060 Protein export K03109
K03687

ko00290;ko00970 Valine, leucine an K01869

Histone deacetyla GO:0000118;GO:C histone deacetyla G0:0003676;GO:C nucleic acid bindir G0:0006139;GO:C nucleobase, nucle hsa:3066;hsa:306! ko04330;ko04110 Notch signaling p: K06067

DEAD/DEAH box  GO:0005737;GO:C cytoplasm;plasma GO:0000166;GO:C nucleotide bindin; GO:0044419;GO:C i

Ribosomal proteir GO:0005730;GO:C nucleolus;cytosol; GO:0003676;GO:C nucleic acid bindir GO:0006414;GO:C translational elon; hsa:6133
Insulinase (Peptid GO:0005743;GO:C mitochondrial inn GO:0003824;GO:C catalytic activity;e GO:0006508;GO:C proteolysis;metab hsa:23203
14-3-3 protein  G0:0005737,GO:C cytoplasmintrace GO:0005102;GO:C receptor binding;i GO:0006629;GO:C lipid metabolic pri hsa:7533

ko03050 Proteasome K02726

interi hsa:1654;hsa:1001302 K11594
ko03010 Ribosome K02940

K01412

ko04110 Cell cycle K06630

Dynamin family ~ GO:0005886;GO:C plasma membran¢ GO:0000166;GO:C nucleotide bindin; GO:0006810;GO:C transport;endocyt hsa:10938;hsa:30845

1Q calmodulin-bin GO:0001725;GO:C stress fiber;ruffle; GO:0000146;GO:C microfilament mo GO:0000910;GO:C cytokinesis;angiog hsa:4627

Core histone H2A, GO:0000786;GO:C nucleosome;nucle GO:0003676;GO:C nucleic acid bindir GO:0006325;GO:C chromatin organiz hsa:121504;hsa:5! ko05322

EF hand G0:0016459;GO:C myosin complex;n GO:0003774;GO:C motor ion bini hsa:10627
Leucine Rich Repe GO:0005604;GO:C basement membr GO:0005488;GO:C binding;protein bi GO:0006996;GO:C organelle organiz: hsa:55914
RNA synthetases GO:0000267;GO:C cell fraction;solub GO:0000166;GO:C nucleotide bindinj GO:0006082;GO:C organic acid meta hsa:1615
PCI domain;Prote: GO:0000502;GO:C proteasome comg GO:0005488;GO:C binding;protein bi GO:0006508;GO:C proteolysis;ubiqui hsa:5709

k004530 Tight junction  K10352
Systemic lupus en K11254
ko04810;k004510 Regulation of acti k10351

ko00252;ko00970 Alanine and aspar K01876
ko03050 Proteasome K03033

Cation transportir GO:0000267;GO:C cell fraction;mem| GO:0000166;GO:C nucleotide bindin; GO:0006139;GO:C

and nucleic acid i process;purine

Elongation factor GO:0009295;GO:C nucleoid;mitochol GO:0000166;GO:C nucleotide bindin; GO:0006414;GO:C translational elon; hsa:7284
Elongation factor GO:0005853;GO:C eukaryotic transla GO:0003676;GO:C nucleic acid bindir GO:0006414;GO:C translational elon; hsa:1937
Protein of unknown function (DUF1151)
BAG domain G0:0005488;GO:C binding;protein bi GO:0006457,GO:C protein folding;ap hsa:9532
BRCAL C Terminu: GO:0005635;GO:C nuclear envelope; GO:0000166;GO:C nucleotide bindin; GO:0006139;GO:C nucleobase, nucle hsa:142
B3/4 domain;tRN/ GO:0000267;GO:C cell fraction;solub GO:0000166;GO:C nucleotide bindin| GO:0006082;GO:C organic acid meta hsa:10056
SPRY domain;B-bc GO:0005737;GO:C cytoplasm;intrace GO:0005488;GO:C binding;protein bi GO:0006461;GO:C protein complex a hsa:89122
SH2 domain;SH3 ¢ GO:0005794;GO:C Golgi apparatus;cy GO:0004871;GO:C signal transducer GO:0007154;GO:C cell communicatic hsa:2885
GO:0000796;GO:C condensin comple GO:0005488;GO:C binding;protein bi GO:0006323;GO:C DNA packaging;or hsa:64151
LSM domain
Ras family GO:0005622;GO:C intracellular;mem GO:0000166;GO:C nucleotide bindin; GO:0007154;GO:C cell communicatic hsa:998

Polyprenyl synthetase G0:0005488;GO:C binding;protein bi GO:0006629;GO:C lipid metabolic pr hsa:23590

G0:0005654;GO:C nucleoplasm;splic GO:0003676;GO:C nucleic acid bindir GO:0000387;GO:C spliceosomal snR! hsa:6628;hsa:663t ko05322

k02358
k03233
K09556
k003410 Base excision rep: K10798
ko00400;k000970 Phenylalanine, tyr k01890
K11998
ko04010;ko04013 MAPK signaling p: k04364
ko04111 Cell cycle - yeast K06678

ko04010;ko04011 MAPK signaling p: k04393

G0:0005488;GO:C binding;protein bi GO:0007154;GO:C cell communication;signal transduction;cell surface receptor linked signal transduction;cellul

me

Systemic lupus en K11086;K11100

Ras family GO:0005737;GO:C cytoplasm;intrace GO:0000166;GO:C nucleotide bindin; GO:0007154;GO:C cell communicatic hsa:5880;hsa:587¢ ko04010;ko04310 MAPK signaling p: K07860;K04392;K(

Double-stranded | GO:0005730;GO:C nucleolus;mitochc GO:0003676;GO:C nucleic acid bindir GO:0000279;GO:C M phase;nucleobz hsa:3609
RNA recognition r GO:0005654;GO:C nucleoplasm;cyto: GO:0000166;GO:C nucleotide bindin; GO:0000387;GO:C spliceosomal snRt hsa:22916
hsa:90624
GO:0005737;GO:C cytoplasm;integral to membrane;intrinsic to membrane GO:0006810;GO:C transport;cellular hsa:29091
MCM2/3/5 family GO:0005654;GO:C nucleoplasmjorga GO:0000166;GO:C nucleotide bindinj GO:000613%;GO:C nucleobase, nucle hsa:4174
Casein kinase substrate phosphoprotein PP28 G0:0007154;GO:C cell communicatic hsa:11333
Ankyrin repeat  GO:0005737;GO:C cytoplasmintrace GO:0004871;GO:C signal activity;bi indi hsa:4659
Cullin family;Cullir GO:0005654;GO:C nucleoplasm;cyto: GO:0005488;GO:C binding;protein bi GO:0000082;GO:C G1/S transition of hsa:8454
ATPase family ass G0:0000502;GO:C proteasome comf GO:0000166;GO:C nucleotide bindinj GO:0006508;GO:C proteolysis;ubiqui hsa:5700
CBS domain pair;F GO:0005730;GO:C nucleolus;cytosol; GO:0003824;GO:C catalytic activity;c GO:0000096;GO:C sulfur amino acid hsa:875

Tubulin/FtsZ famil GO:0005874;GO:C microtubule;orgar GO:0000166;GO:C nucleotide bindin; G0:0001906;GO:C cell killing;leukocy hsa:203068;hsa:7: ko04540

G0:0016592;GO:C mediator complex GO:0000166;GO:C nucleotide bindin; GO:0006352;GO:C transcription initiz hsa:9967
NUDIX domain  G0:0005813;GO:C centrosome;micrc GO:0003676;GO:C nucleic acid bindir GO:0000375;G0:C RNA splicing, via t hsa:11051
Cullin family;Cullir G0:0000151;GO:C ubiquitin ligase cc GO:0005488;GO:C binding;protein bi GO:0000082;GO:C G1/S transition of hsa:8452
MCM2/3/5 family GO:0000785;GO:C chromatin;cytople GO:0000166;GO:C nucleotide bindin; G0:0006139;GO:C nucleobase, nucle hsa:4176
Insulinase (Peptid GO:0005743;GO:C mitochondrial inn GO:0003824;GO:C catalytic activity;e GO:0006508;GO:C proteolysis;metab hsa:9512
Nuclear transport GO:0005737;GO:C cytoplasm;intrace GO:0000166;GO:C nucleotide bindin; GO:0006810;GO:C transport;cell comr hsa:9908
2'-5"oligoadenyla GO:0000267;GO:C cell fraction;mem| GO:0000166;GO:C nucleotide bindin; GO:0002376;GO:C immune system pr

K08519
ko03030;ko04110 DNA replication;C K02209

k004810;k004510 Regulation of acti K06270
k004120;k004310 Ubiquitin mediate K03347
k003050 Proteasome k03062
k000260;k000271 Glycine, serine an K01697
Gapjunction  K07375

k004120 Ubiquitin mediate k03869
ko03030;k004110 DNA replication;C k02210
k01412
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14-3-3 protein G0:0005634;GO:C nucleus;centrosor GO:0005488;GO:C binding;protein bi GO:0006355;GO:C regulation of tran: hsa:10971 ko04110 Cell cycle K06630
Histidine kinase-, G0:0005739;G0:C mitochondrion;or, GO:0000166;GO:C nucleotide bindin; GO:0006457;GO:C protein folding;re: hsa:10131 K09488
RNA recognition r GO:0005681;GO:C spliceosomal com G0:0000166;GO:C nucleotide bindin; GO:0000375;GO:C RNA splicing, via t hsa:3183;hsa:343069
Armadillo/beta-cz GO:0005643;GO:C nuclear pore;nucl GO:0005048;GO:C signal sequence b GO:0000018;GO:C regulation of DNA hsa:3838;hsa:728860

Serine hydroxyme G0:0009295;GO:C nucleoid;mitochol GO:0003824;GO:C catalytic activity;g GO:0006082;GO:C organic acid meta hsa:6472 ko00680;ko00260 Methane metabol KO0600
Elongation factor G0:0005737;GO:C cytoplasm;intrace GO:0000166;GO:C nucleotide bindin; GO:0006412;GO:C translation;regula hsa:9669 K03243
Respiratory-chain GO:0005747;GO:C mitochondrial res GO:0000166;GO:C nucleotide bindin; GO:0006091;GO:C generation of pre« hsa:4723 ko00190;ko05010 Oxidative phospht K03942
ExsB;Glutamine a1 GO:0005737;GO:C cytoplasm;intrace GO:0000166;GO:C nucleotide bindin; GO:0006082;GO:C organic acid meta hsa:8833 ko00230;ko00251 Purine metabolisr K01951
ATP synthase alpt G0:0005753;G0:C mitochondrial pro GO:0000166;GO:C nucleotide bindin; GO:0001936;GO:C regulation of endc hsa:498 ko00190;ko05010 Oxidative phospht K02132

MutS domain ;M GO:0032300;GO:C mismatch repair ¢ GO:0000166;GO:C nucleotide bindin; GO:0000018;GO:C regulation of DNA hsa:4436 ko03430;ko05200 Mismatch repair;F K08735

G0:0000797;GO:C condensin core he GO:0005488;GO:C binding;protein bi GO:0006323;G0:C DNA packaging;organelle organization;mitotic chromosome condensation;cellular process;ce

Insulinase (Peptid GO:0005746;G0:C mitochondrial res GO:0003824;GO:C catalytic activity;e GO:0006091;GO:C generation of pre: hsa:7384 ko00190;ko04260 Oxidative phosph: K00414
Nuclear transport GO:0005634;GO:C nucleus;cytosol;pl GO:0000166;GO:C nucleotide bindin; GO:0006810;GO:C transport;cell conr hsa:10146
Protein kinase dor GO:0005794;GO:C Golgi apparatus;c' GO:0000166;GO:C nucleotide bindin; GO:0006928;GO:C cell motion;chem¢ hsa:5604;

:560! ko04010;ko04013 MAPK signaling p: K04368;K04369

tRNA synthetases GO:0005737;GO:C cytoplasmyintrace GO:0000166;GO:C nucleotide bindin, GO:0006082;GO:C organic acid meta hsa:5859 ko00251;k000970 Glutamate metab: k01886

CAS/CSE protein, | GO:0005643;GO:C nuclear pore;cyto] GO:0005049;GO:C nuclear export sig GO:0000059;GO:C protein import int hsa:1434

Zinc knuckle G0:0005783;GO:C endoplasmic retic GO:0003676;GO:C nucleic acid bindii GO:0006066;GO:C alcohol metabolic hsa:7555 k09250
Tetratricopeptide GO:0005634;GO:C nucleus;organelle GO:0005488;GO:C binding;protein bi GO:0007517;G0:C muscle organ dew: hsa:55898

14-33 protein  GO:0016023;GO:C cytoplasmic mem| GO:0005488;GO:C binding;protein bi GO:0007154;GO:C cell communicatic hsa:7531 k004110 Cell cycle K06630

PCl domain G0:0005829;GOC cytosol;proteason GO:0005488;GO:C binding;protein bi GO:0006508;GO:C proteolysis;ubiqui hsa:5718 k003050 Proteasome k03035
Proteasome A-typ GO:0005634;GO:C nucleus;cytosol;pi GO:0003824;GO:C catalytic activity;e GO:0006508;GO:C proteolysis;ubiqui hsa:5684 k003050 Proteasome k02727
Nucleosome asser GO:0005678;GO:C chromatin assemk GO:0005488;GO:C binding;protein bi GO:0006139;GO:C nucleobase, nucle hsa:4673 K11279
HEATrepeat  GO:0005643;GO:C nuclear pore;nuch GO:0004857;GO:C enzyme inhibitor : GO:0000059;GO:C protein import into nucleus, ;protein complex protein otein im
Acylphosphatase 60:0003824;GO:C catalytic activity;a GO:0006793;GO:C phosphorus metal hsa:98 ko00620;ko00632 Pyruvate metabol K01512

Amino acid kinase G0:0005743;GO:C mitochondrial inn GO:0000166;GO:C nucleotide bindin, GO:0006082;GO:C organic acid meta hsa:5832 k000330 Arginine and proli K00147;K00931
ARP2/3 complex Z GO:0005737;GO:C cytoplasm;Arp2/3 GO:0003779;GO:C actin binding;bind GO:0006461;GO:C protein complex izati organization;actin filament o
Protein phosphat: GO:0000159;GO:C protein phosphat: GO:0005488;GO:C binding;protein bi GO:0007154;GO:C cell communicatic hsa:5528 k004310 Wt signaling pat| K11584

Septin G0:0000776;GO:C kinetochore;cond: GO:0000166;GO:C nucleotide bindin G0:0000280;GO:C nuclear division;cy hsa:989

RNA recognition r GO:0005686;GO:C U2 snRNP;ribonuc GO:0000166;GO:C nucleotide bindin; GO:0000375;GO:C RNA splicing, via t hsa:6629 K11094
Proteasome A-typ GO:0005634;GO:C nucleus;cytosol;pi GO:0003824;GO:C catalytic activity;e GO:0006508;GO:C proteolysis;ubiqui hsa:5691 k003050 Proteasome K02735
Glutathione S-trar GO:0005737;GO:C cytoplasm;plasma GO:0000049;GO:C tRNA binding;nucl GO:0006082;GO:C organic acid meta hsa:4141 k000271;k000450 Methionine metal K01874

Citrate synthase  GO:0005759;GO:C mitochondrial ma GO:0003824;GO:C catalytic activity;c GO:0005975;GO:C carbohydrate met hsa:1431 ko00020;ko00630 Citrate cycle (TCA K01647

Initiation factor el GO:0005829;GO:C cytosol;intracellul GO:0000166;GO:C nucleotide bindin; GO:0006413;GO:C translational initiz hsa:1968
Brain acid soluble GO:0005856;G0:C

ane;growth conejsite of polarized growth;cell projec hsa:10409

GrpE G0:0005759;GO:C mitochondrial ma GO:0000166;GO:C nucleotide bindin; GO:0006457;GO:C protein folding;pr hsa:80273 K03687
Mov34/MPN/PAD GO:0000502;GO:C proteasome comf GO:0003824;GO:C catalytic activity;u GO:0006464;GO:C protein modificati hsa:10213 k003050 Proteasome k03030

Actin GO:0005737;GO:C cytoplasm;cytoske GO:0000166;GO:C ide bindi i i ine nucleosic hsa: 1

Dynein light chain GO:0005829;GO:C cytosol;microtubu GO:0003774;GO:C motor activity;mic GO:0007017;GO:C microtubule-base: hsa:140735 k10418
Tubulin/FtsZ fami GO:0005874;GO:C microtubule;macr GO:0000166;GO:C nucleotide bindinj GO:0006461,GO:C protein complex a hsa:7277 k004540 Gapjunction  K07374
Alcohol dehydrog G0:0005739;GO:C mitochondrion;or; GO:0003824;GO:C catalytic activity;a GO:0006066;GO:C alcohol metabolic hsa:128 k000010;k000071 Glycolysis / Gluco K00001;K00121
Phosphoglycerate GO:0005634;GO:C ; bounded or intracellu hsa:192111

Isocitrate/isoprop GO:0005759;GO:C mitochondrial ma GO:0000166;GO:C nucleotide bindin; GO:0003008;GO:C system process;or hsa:320 k000020 Citrate cycle (TCA K00030

Domain of unknov GO:0005681;GO:C spliceosomal com GO:0000166;GO:C nucleotide bindin; GO:0006139;GO:C nucleobase, nucle hsa:1665
DEAD/DEAH box t GO:0030529;GO:C ribonucleoprotein GO:0000166;GO:C nucleotide bindin; GO:0000245;GO:C spliceosome asser hsa:1653

Formate--tetrahyc GO:0005739;GO:C mitochondrion;or, GO:0000166;GO:C nucleotide bindin; GO:0006082;GO:C organic acid meta hsa:25902 ko00630;k000670 Glyoxylate and dic K00288;K0149L;K(
elF-6 family G0:0005634;GO:C nucleus;cytoplasn GO:0003676;GO:C nucleic acid bindir GO:0006412;GO:C translation;metab hsa:3692 k03264
Dehydrogenase E: GO:0005739;GO:C mitochondrion;or, GO:0003824;GO:C catalytic activity;o GO:0005975;GO:C carbohydrate met hsa:4967 ko00020;ko00310 Citrate cycle (TCA k00164
Clamp-loader con GO:0005654;GO:C nucleoplasm;DNA GO:0000166;GO:C nucleotide bindin; GO:0000731;GO:C DNA synthesis dur hsa:5983 k003030;k003420 DNA replication;N K10756

K+ channel tetran GO:0008076;GO:C voltage-gated pot GO:0005215;GO:C transporter activit GO:0006810;GO:C transport;ion tran hsa:54793

Tubulin/FtsZ famil G0:0032991;,G0:C macromolecular ¢ GO:0000166;GO:C nucleotide bindin; GO:0006461;GO:C protein complex a hsa:7846;hsa:113: ko04540 Gapjunction  K07374

Importin-beta N-t GO:0005643;GO:C nuclear pore;cyto| GO:0005215;GO:C transporter activit GO:0000059;GO:C protein import int hsa:55705
Diaphanous FH3 [ GO:0005737;GO:C cytoplasm;intrace GO:0003779;GO:C actin binding;bind GO:0006996;GO:C organelle organiz hsa:752

D-isomer specific 2-hydroxyacid dehydrogenase, cataly! GO:0000166;GO:C nucleotide bindin; GO:0006082;GO:C organic acid meta hsa:26227 k000260 Glycine, serine an K00058
Aminopeptidase | G0:0005773;GO:C vacuole;organelle GO:0003824;GO:C catalytic activity;a GO:0006508;GO:C proteolysis;peptid hsa:23549 k01267
Phosphatidylinosi GO:0005942;GO:C phosphoinositide GO:0000166;GO:C nucleotide bindin; GO:0006464;GO:C protein modificati hsa:5293 ko00562;k004012 Inositol phosphats k00922
WD domain, G-be GO:0005829;GO:C cytosol;eukaryotic GO:0003676;GO:C nucleic acid bindir GO:0006413;GO:C translational initiz hsa:8668 k03246
TCP-1/cpn60 chap GO:0005634;GO:C nucleus;cytoplasn GO:0000166;GO:C nucleotide bindinj GO:0006457,GO:C protein folding;m: hsa:7203 k09495
HEAT repeat;Splic GO:0005681;GO:C spliceosomal com GO:0003824;GO:C catalytic activity;b GO:0000375;GO:C RNA splicing, via t hsa:23451

Rieske [2Fe-25] dc GO:0005750;GO:C mitochondrial res GO:0003824;GO:C catalytic activity;t GO:0006091;GO:C generation of pre: hsa:7386 ko00190;k004260 Oxidative phosph« k00411
Coatomer WD ass GO:0005829;GO:C cytosol;membrani GO:0005198;GO:C structural molecu GO:0006810;GO:C transport;intracell hsa:9276

Mitochondrial ribc GO:0000314;GO:C organellar small ri GO:0003676;GO:C nucleic acid binding;RNA binding;binding hsa:28957

Eukaryotic transla GO:0005852;GO:C eukaryotic transla GO:0003676;GO:C nucleic acid bindir GO:0006413;GO:C translational initiz hsa:8663 K03252
Glycosy! hydrolasc GO:0000323;GO:C lytic vacuole;extrz GO:0003824;GO:C catalytic activity;h GO:0000272;GO:C polysaccharide ca hsa:66005

TCP-1/cpn60 cha GO:0005829;GO:C cytosol;intracellul GO:0000166;GO:C nucleotide bindin; GO:0006457;,GO:C protein folding;protein complex in complex ic pr

Eukaryotic initiatit GO:0005737;GO:C cytoplasm;intrace GO:0003676;GO:C nucleic acid bindir GO:0006413;GO:C translational initiz hsa:253314 ko04150;ko04910 mTOR signaling p: K03259
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Actin G0:0005737;GO:C cytoplasm;Arp2/3 GO:0005488;GO:C binding;protein bi GO:0006928;GO:C cell motion;cellular process
HEAT repeat;TAT/ GO:0000151;GO:C ubiquitin ligase cc GO:0005488;GO:C binding;protein bi GO:0006139;GO:C nucleobase, nucle hsa:55832

Tetratricopeptide GO:0005634;GO:C nucleus;endoplasi GO:0005488 binding hsa:9694

Ras family G0:0005643;GO:C nuclear pore;nucl GO:0000166;GO:C nucleotide bindin; GO:0006810;GO:C transport;intracel hsa:5901 K07936
PA domain;Transf GO:0005576;GO:C extracellular regic GO:0004871;GO:C signal transducer G0:0006810;GO:C transport;cellular hsa:7037 ko04640 Hematopoietic ce K06503
Phosphoribosyl tr: GO:0005829;GO:C cytosol;intracellul GO:0000287;G0:C magnesium ion bi GO:0006139;GO:C nucleobase, nucle hsa:3251 ko00230;ko00983 Purine metabolisr KO0760
Anticodon binding GO:0000267;GO:C cell fraction;solub GO:0000166;GO:C nucleotide bindin; GO:0006082;GO:C organic acid meta hsa:2617 ko00260;ko00970 Glycine, serine an K01880

NifU-like N termir GO:0005634;GO:C nucleus;mitochon GO:0005198;GO:C structural molecu GO:0006807;GO:C nitrogen compour hsa:23479
Armadillo/beta-ca GO:0005643;GO:C nuclear pore;nuch GO:0005048;GO:C signal sequence b GO:0000059;GO:C protein import int hsa:3837

s-adenosyl-L-hom GO:0016023;GO:C cytoplasmic mem| GO:0003824;GO:C catalytic activity;a GO:0006730;GO:C one-carbon metat hsa:191 ko00271;k000450 Methionine metal K01251
Polyprenyl synthe GO:0005737;GO:C cytoplasmyintrace GO:0003824;GO:C catalytic activity;d GO:0006066;GO:C alcohol metabolic hsa:2224 k000100;k000900 Biosynthesis of sti K00787;K00795
Probable molybdc GO:0005829;GO:C cytosol;intracellul GO:0000166;GO:C nucleotide bindin; GO:0006139;GO:C nucleobase, nucle hsa:80308 k000740 Riboflavin metabc k00953
Elongation factor GO:0005829;GO:C cytosol;eukaryotic GO:0000166;GO:C nucleotide bindin; GO:0006414;GO:C translational elon; hsa:1915;hsa:1917 k03231
14-3-3protein  GO:0005634;GO:C nucleus;centrosor GO:0005488;GO:C binding;protein bi GO:0007154;GO:C cell communicatic hsa:7529 k004110 Cell cycle K06630
14-3-3protein  G0:0016023;GO:C cytoplasmic meml GO:0005488;GO:C binding;protein bi GO:0006916;GO:C anti-apoptosis;cel hsa:7534 k004110 Cell cycle K06630
HEAT repeat;impc GO:0005643;GO:C nuclear pore;cyto] GO:0005048;GO:C signal sequence b GO:0000059;GO:C protein import int hsa:3842
EF hand G0:0016459;GO:C myosin complex;n GO:0003774;GO:C motor activity;cat GO:0006937;GO:C regulation of mus hsa:103910;hsa:1( ko04810;ko04510 Regulation of acti K10351
Domain of unknoy GO:0005739;GO:C mitochondrion;mi GO:0003824;GO:C catalytic activity;N GO:0006091;GO:C generation of pre: hsa:4719 k000190;k005010 Oxidative phosph« k03934
14-3-3protein  G0:0005737,GO:C cytoplasmintrace GO:0004857;GO:C enzyme inhibitor : GO:0006469;GO:C negative regulatic hsa:7532 k004110 Cell cycle K06630
Septin GO:0031105;GO:C septin complex;m GO:0000166;GO:C nucleotide bindin; GO:0007049;GO:C cell cycle;cellular | hsa:23157
Ribosomal proteir GO:0005634;GO:C nucleus;cytoplasn GO:0003712;GO:C transcription cofa GO:0006139;GO:C i ide and nucleic acid ic process;chromatin organizatic
Hsp70 protein G0:0000166;GO:C nucleotide bindin; GO:0006950;GO:C response to stres hsa:51182

GO:0005634;GO:C nucleus;mitochon GO:0003712;GO:C transcription cofa GO:0006139;GO:C nucleobase, nucle hsa:26292
Uncharacterized conserved protein (DUF2042) G0:0005488;GO:C binding;protein binding hsa:23376
Ku70/Ku80 beta-t GO:0000782;GO:C telomere cap com GO:0000166;GO:C nucleotide bindin; GO:0000723;GO:C telomere mainten hsa:7520 k003450 Non-homologous K10885
Mitochondrial inn GO:0016021;GO:C integral to membi GO:0005488;GO:C binding;protein binding hsa:10989

G0:0000314;GO:C organellar small ri GO:0003735;GO:C structural constitt GO:0006412;GO:C translation;metab hsa:92259
Ribosomal proteir GO:0005739;G0:C mitochondrion;rik GO:0003735;GO:C structural constitt GO:0006412;GO:C translation;metab hsa:55173

Phosphofructokin GO:0005945;GO:C 6-phosphofructok GO:0000166;GO:C nucleotide bindin; GO:0005975;GO:C carbohydrate met hsa:5214 ko00010;ko00030 Glycolysis / Gluco K00850
ADP-ribosylation | G0:0000139;GO:C Golgi membrane;c GO:0000166;GO:C nucleotide bindin, GO:0006810;GO:C transport;retrogre hsa:375;hsa:377 k005110 Vibrio cholerae in K07937;k07938
Cytochrome ¢ oxic GO:0005634;GO:C nucleus;mitochon GO:0003824;GO:C catalytic activity;c GO:0006091;GO:C generation of pre: hsa:1327 ko00190;ko04260 Oxidative phospht k02263
CPSF A subunit re; GO:0005681;GO:C spliceosomal com GO:0003676;GO:C nucleic acid bindir GO:0000375;GO:C RNA splicing, via t hsa:23450

Anticodon-binding domain GO:0005488;GO:C binding;protein binding hsa:124801

ATPase family ass GO:0000502;GO:C proteasome comf GO:0000166;GO:C nucleotide bindinj GO:0006508;GO:C proteolysis;ubiqui hsa:5702 k003050 Proteasome K03065
MAGE family ~ GO:0005634;GO:C ;i ;i 7 bounded orga GO:0040008;GO:C regulation of grov hsa:56160

Nup93/Nic9%6  GO:0005643;GO:C nuclear pore;maci GO:0005488;GO:C binding;protein bi GO:0006810;GO:C transport;intracell hsa:9688

WD domain, G-be GO:0000776;GO:C kinetochore;nucle GO:0005488;GO:C binding;protein bi GO:0000075;GO:C cell cycle is;ubi protein catabolic proc
Pyruvate kinase, k GO:0005829;GO:C cytosolsintracellul GO:0000166;GO:C nucleotide bindin; GO:0005975;GO:C carbohydrate met hsa:5315 k000010;k000620 Glycolysis / Gluco K00873
SMC proteins Flex GO:0000796;GO:C condensin comple GO:0000166;GO:C nucleotide bindin; GO:0006323;GO:C DNA packaging;or hsa:10051 ko04111 Cell cycle - yeast  K0B675
Glycosyl hydrolasc GO:0005783;GO:C endoplasmic retic GO:0003824;GO:C catalytic activity;h GO:0005975;GO:C carbohydrate met hsa:23193 k000510 N-Glycan biosyntt K05546
ARP2/3 complex 1 G0:0005737;GO:C cytoplasm;cytoske GO:0003779;GO:C actin binding;bind GO:0008064;GO:C regulation of actir hsa:81873 k004810 Regulation of acti K05754
ATPase family ass G0:0009295;GO:C nucleoid;mitochoi GO:0000166;GO:C nucleotide bindin, GO:0001666;GO:C response to hypos hsa:9361 K08675
WD domain, G-be GO:0005737;GO:C cytoplasm;Arp2/3 GO:0003779;GO:C actin binding;strur GO:0006928;GO:C cell motion;regulz hsa:10095 k004810 Regulation of acti k05757
Tubulin/FtsZ famil G0:0005874;GO:C microtubule;macr GO:0000166;GO:C nucleotide bindin; GO:0001906;GO:C cell killing;leukocy hsa:10383;hsa:10: ko04540 Gapjunction  K07375
Gelsolin repeat;Se GO:0005789;GO:C endoplasmic retic GO:0005488;GO:C binding;protein bi GO:0006810;GO:C transport;intracell hsa:10483

TCP-1/cpn60 chag GO:0005832;GO:C chaperonin-conta GO:0000166;GO:C nucleotide bindin, GO:0006457;GO:C protein folding;m: hsa:908 k09498
Elongation factor GO:0005737;GO:C cytoplasm;ribonur GO:0000166;GO:C nucleotide bindin; GO:0006414;GO:C translational elon; hsa:1938 k03234
Protein of unknown function (DUF1014) hsa:115098

AIR synthase relat G0:0005634;GO:C nucleus;mitochon GO:0000166;GO:C nucleotide bindinj GO:0006139;GO:C nucleobase, nucle hsa:2618 k000230;k000670 Purine metabolisr K11787

RNA recognition r GO:0005654;GO:C nucleoplasm;splic GO:0000166;GO:C nucleotide bindin; GO:0000375;G0:C RNA splicing, via t hsa:3181

G0:0005634;GO:C nucleus;organelle GO:0005488;GO:C binding;protein bi GO:0006464;GO:C protein modificati hsa:57092

Ribosomal proteir GO:0005634;GO:C nucleus;plasma m GO:0003735;GO:C structural constit. GO:0006414;GO:C translational elon; hsa:3921 k003010 Ribosome 02998
Aldehyde dehydrc G0:0005759;GO:C mitochondrial ma GO:0003824;GO:C catalytic activity;a GO:0005975;GO:C carbohydrate met hsa:217 ko00010;ko00053 Glycolysis / Gluco k00128
Rads0 zinc hook n GO:0000781;GO:C chromosome, telc GO:0000166;GO:C nucleotide bindin; GO:0000018;GO:C regulation of DNA hsa:10111 k003440;k003450 Homologous reco K10866
Adaptin N termin: GO:0005829;GO:C cytosol;membrant GO:0005198;GOC structural molecu GO:0006810;GO:C transport;intracell hsa:1315

Nucleoplasmin  GO:0005654;GO:C nucleoplasm;nuch GO:0003676;GO:C nucleic acid bindir GO:0006325;GO:C chromatin organiz hsa:4869 K11276
Ubiquitin family ~ GO:0005634;GO:C nucleus;cytoplasm GO:0003824;GO:C catalytic activity;li GO:0006464;GO:C protein modificati hsa:8266

ATPase family ass G0:0000123;GO:C histone acetyltran G0:0000166;GO:C nucleotide bindin; G0:0006139;,GO:C nucleobase, nucle hsa:10856 K11338
Pyridine nucleotic GO:0005634;GO:C nucleus;mitochon GO:0000166;GO:C nucleotide bindinj GO:0000737;GO:C DNA catabolic pro hsa:9131 k004210 Apoptosis k04727
Phosphoglucose it GO:0005615;GO:C extracellular spaci GO:0003824;GO:C catalytic activity;g GO:0005975;GO:C carbohydrate met hsa:2821 ko00010;ko00030 Glycolysis / Gluco k01810
Calponin homolog GO:0005730;GO:C nucleolus;pseudo| GO:0001882;GO:C nucleoside bindin GO:0010941;GO:C regulation of cell « hsa:81 ko04810;k004510 Regulation of acti K0S699
Ribosomal proteir GO:0005829;GO:C cytosol;ribosome; GO:0003676;GO:C nucleic acid bindir GO:0006414;GO:C translational elon; hsa:6136 k003010 Ribosome k02870

UTP--glucose-1-pt GO:0005829;GO:C cytosol;intracellul GO:0003824;GO:C catalytic activity;t GO:0008152;GO:C metabolic process hsa:7360 ko00040;ko00052 Pentose and gluct K00963
Poly-adenylate bit G0:0005737;GO:C cytoplasm;intrace GO:0000166;GO:C nucleotide bindin; GO:0006139;GO:C i and nucleic acid ic process;RNA pr
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Glyoxalase/Bleom G0:0005739;G0:C mitochondrion;or; GO:0003824;GO:C catalytic activity;n GO:0006732;GO:C coenzyme metabc hsa:84693 ko00640;ko00280 Propanoate metal KO5606

ATP synthase D ct G0:0000276;,GO:C mitochondrial pro GO:0005215;GOC transporter activit GO:0006139;GO:C nucleobase, nucle hsa:10476 ko00190;ko05010 Oxidative phosph k02138

PPR repeat G0:0000228;GO:C nuclear chromoso GO:0003676;GO:C nucleic acid bindir GO:0006139;GO:C nucleobase, nucle hsa:10128

lactate/malate de GO:0005737;GO:C cytoplasm;intrace GO:0003824;GO:C catalytic activity;l GO:0005975;GO:C carbohydrate met hsa:3945 ko00010;ko00620 Glycolysis / Gluco k00016

CRM1 C terminal;l GO:0005642;GO:C annulate lamellae GO:0003676;GO:C nucleic acid bindir GO:0000059;GO:C protein import int hsa:7514

Phosphoribulokin: GO:0005829;GO:C cytosolsintracellul GO:0000166;GO:C nucleotide bindin; GO:0008152 metabolic process hsa:7371 k000240;k000983 Pyrimidine metab K00876

ThiF family;Ubiqui GO:0005737,GO:C cytoplasmintrace GO:0000166;GO:C nucleotide bindin; GO:0006464;GO:C protein modificati hsa:55236 k004120 Ubiquitin mediate K10699
Ubiquitin-conjuga GO:0005634;GO:C nucleus;cytoplasn GO:0000166;GO:C nucleotide bindin; GO:0000724;GO:C double-strand bre hsa:7334;hsa:389¢ ko04120 Ubiquitin mediate k10580

WD domain, G-be GO:0005634;GO:C nucleus;organelle GO:0005488;GO:C binding;protein bi GO:0006139;GO:C i ide and nucleic acid ic process;DNA ic proce
Adaptin N termin: GO:0005829;GO:C cytosol;membran: GO:0005198;GO:C structural molecu GO:0006810;GO:C transport;intracel hsa:22820

Pyruvate kinase, k GO:0005829;GO:C cytosolsintracellul GO:0000166;GO:C nucleotide bindin; GO:0005975;GO:C carbohydrate met hsa:5315 ko00010;ko00620 Glycolysis / Gluco k00873
Peptidase family I GO:0005634;GO:C nucleus;cytosol;or GO:0003824;GO:C catalytic activity;a GO:0006508;GO:C proteolysis;metab hsa:9520 K08776
Ribosomal proteir GO:0015935;GO:C small ribosomal st GO:0003735;GO:C structural constit. GO:0006414;GO:C translational elon; hsa:6227 k003010 Ribosome k02971
Importin-beta N-t GO:0000267;GO:C cell fraction;solub GO:0005083;GO:C small GTPase regt GO:0000059;GO:C protein import int hsa:10527

MCM2/3/5 family GO:0005654;GO:C nucleoplasmalph. GO:0000166;GO:C nucleotide bindin; GO:0006139;GO:C nucleobase, nucle hsa:4172 ko03030;ko04110 DNA replication;C k02541

Cation transportir GO:0000267;GO:C cell fraction;mem| GO:0000166;GO:C nucleotide bindin; GO:0006139;GO:C nucleobase, nucle hsa:476 k004260 Cardiac muscle co K01539
Formate--tetrahyc GO:0005739;GO:C mitochondrion;or, GO:0000166;GO:C nucleotide bindin; GO:0000096;GO:C sulfur amino acid hsa:4522 ko00630;k000670 Glyoxylate and dic K00288;K00295;K(
ATPase family ass GO:0000502;GO:C proteasome comf GO:0000166;GO:C nucleotide bindinj GO:0006508;GO:C proteolysis;ubiqui hsa:5706 k003050 Proteasome K03064
Proteasome/cyclo GO:0005829;GO:C cytosol;proteason GO:0005488;GO:C binding;protein bi GO:0006508;GO:C proteolysis;ubiqui hsa:5708 k003050 Proteasome k03028

WD domain, G-be GO:0005737;GO:C cytoplasm;cytoske GO:0003779;GO:C actin binding;bind GO:0003008;GO:C system process;se hsa:9948

Ankyrin repeat;Gl G0:0005759;GO:C mitochondrial ma GO:0003824;GO:C catalytic activity;g GO:0006082;GO:C organic acid meta hsa:2744 ko00910;ko00251 Nitrogen metabol k01425
Cytoplasmic Fragil GO:0005576;GO:C extracellular regic GO:0001664;GO:C G-protein-couplec GO:0002376;GO:C immune system p hsa:26999;hsa:23: ko04810 Regulation of acti k05749

Subtilase family ~ GO:0005737;GO:C cytoplasm;intrace GO:0003824;GO:C catalytic activity;e GO:0006508;GO:C proteolysis;metab hsa:7174 01280

Dynein light chain GO:0005829;GO:C cytosol;cytoplasm GO:0003774;GO:C motor activity;mic GO:0006996;GO:C organelle organiz: hsa:8655 K10418
Phosphoglycerate GO:0005829;GO:C cytosolsintracellul GO:0003824;GO:C catalytic activity;b GO:0005975;GO:C carbohydrate met hsa:5223 k000010 Glycolysis / Gluco K01834

KH domain G0:0005634;GO:C nucleus;membran GO:0003676;GO:C nucleic acid bindir GO:0000086;GO:C G2/M transition o hsa:10657

RNA synthetases GO:0000267;GO:C cell fraction;solub GO:0000166;GO:C nucleotide bindinj GO:0006082;GO:C organic acid ic pr and nucleic acid metabol
Leucine Rich Repe GO:0005634;GO:C nucleus;organelle GO:0005488;GO:C binding;protein binding hsa:10541

EF hand GO:0016459;GO:C myosin complex;u GO:0003774;GO:C motor activity;cat GO:0006810;GO:C transport;skeletal hsa:4637 K05738

SAP domain G0:0005634;GO:C nucleus;organelle GO:0003676;GO:C nucleic acid bindir GO:0006139;GO:C nucleobase, nucle hsa:84324

ATP-grasp domair GO:0005759;GO:C mitochondrial ma GO:0000166;GO:C nucleotide bindinj GO:0006084;GO:C acetyl-CoA metab hsa:8801 k000020;k000640 Citrate cycle (TCA K01900

Domain of unknoy GO:0005737;GO:C cytoplasm;intrace GO:0004857;GO:C enzyme inhibitor : GO:0006915;GO:C apoptosis;anti-ap: hsa:25816

AIR synthase relat G0:0005829;GO:C cytosol;intracellul GO:0000166;GO:C nucleotide bindinj GO:0006082;GO:C organic acid ic pr and nucleic acid metabol
Roadblock/LC7 do GO:0005737;GO:C cytoplasm;cytoplz GO:0003774;GO:C motor activity;mic GO:0007017;GO:C mic base 7 K10419
Peptidase family I GO:0005758;GO:C mitochondrial intc GO:0003824;GO:C catalytic activity;e GO:0006508;GO:C proteolysis;metab hsa:57486 k004614 Renin-angiotensir k01393

Cullin family;Cullir GO:0000151;GO:C ubiquitin ligase cc GO:0005488;GO:C binding;protein bi GO:0000082;GO:C G1/S transition of hsa:8451;hsa:845( ko04120;k003420 Ubiquitin mediate K10609
LEM domain;Thyn GO:0000785;GO:C chromatin;nucleai GO:0003676;GO:C nucleic acid binding;DNA binding;binding;protein bindii hsa:7112

Cullin family;Cullir GO:0000151;GO:C ubiquitin ligase cc GO:0004871;GO:C signal transducer GO:0000082;GO:C G1/S transition of hsa:8065 k004120 Ubiquitin mediate K10612
Immunoglobulin V-set domain
LSM domain G0:0005681;GOC spliceosomal com GO:0003676;GO:C nucleic acid bindii GO:0006139;GO:C nucleobase, nucle hsa:6637 k11099
Mago nashi prote GO:0005634;GO:C nucleus;organelle GO:0003676;GO:C nucleic acid bindir GO:0006139;GO:C nucleobase, nucle hsa:55110;hsa:4116

hsa:163859

RNA recognition r GO:0005737;GO:C cytoplasm;ribonuc GO:0000166;GO:C nucleotide bindin; GO:0006139%;GO:C nucleobase, nucle hsa:9987
Immunoglobulin € GO:0000267;GO:C cell fraction;extra: GO:0003823;GO:C antigen binding;bi GO:0002376;GO:C immune system process;immune response;response to stimulus

F-actin capping pr GO:0008290;GO:C F-actin capping pr GO:0003779;GO:C actin binding;bind GO:0006996;GO:C organelle organiz: hsa:832 K10365

Alanine dehydrog GO:0005746;GO:C mitochondrial res GO:0000166;GO:C nucleotide bindin GO:0006084;GO:C acetyl-CoA metab hsa:23530 ko00760 Nicotinate and nic K00324;K00325

C-terminal domait GO:0005739;GO:C mitochondrion;en GO:0003824;GO:C catalytic activity;p GO:0000302;GO:C response to reacti hsa:10935 K03386

Immunoglobulin ¢ G0:0000267;GO:C cell fraction;extra G0:0003823;GO:C antigen binding;bi GO:0002376;G0:C immune system process;immune response;response to stimulus

MCM2/3/5 family GO:0005654;GO:C nucleoplasm;orga GO:0000166;GO:C nucleotide bindin; GO:0006139;GO:C nucleobase, nucle hsa:4173 ko03030;ko04110 DNA replication;C K02212

RanGAP1 C-termit GO:0000267;GO:C cell fraction;kineti GO:0005083;GO:C small GTPase regt GO:0007154;GO:C cell communicatic hsa:5905

Transketolase, pyr GO:0005829;GO:C cytosol;intracellul GO:0003824;GO:C catalytic activity;t GO:0008152;GO:C metabolic process hsa:7086 ko00030;ko00710 Pentose phosphat K00615

Alpha amylase, ca GO:0009986;GO:C cell surface;integr GO:0003824;GO:C catalytic activity;t GO:0005975;GO:C carbohydrate met hsa:6520 K06519
G0:0005739;GO:C mitochondrion;sn GO:0003735;GO:C structural constit. GO:0006412;GO:C translation;metab hsa:64968

DHHA1 domain;tk GO:0005737;GO:C cytoplasm;intrace GO:0000166;GO:C nucleotide bindin; G0O:0001101;GO:C response to acid;t hsa:16 ko00252;ko00970 Alanine and aspar k01872

Eukaryotic elonga GO:0005853;GO:C eukaryotic transla GO:0003676;GO:C nucleic acid bindir GO:0006414;GO:C pr pr ?

Histidine kinase-, G0:0016023;GO:C cytoplasmic mem| GO:0000166;GO:C nucleotide bindin; G0:0001959;GO:C regulation of cyto hsa:3326 ko04914;ko04612 Progesterone-me: K04079

EF hand 60:0000922;GO:C spindle pole;centr GO:0005488;GO:C binding;calcium ic GO:0007154;GO:C cell communicatic hsa:801;hsa:805;h ko04020;ko04070 Calcium signaling K02183

AICARFT/IMPCHase bienzyme;MGS-like domain G0:0003824;GO:C catalytic activity;|l GO:0006139;GO:C nucleobase, nucle hsa:471 ko00230;ko00670 Purine metabolisr KO0602

GTF2l-like repeat GO:0005634;GO:C nucleus;cytoplasn GO:0003676;GO:C nucleic acid bindir G0:0006352;GO:C transcription initiz hsa:2969 ko03022 Basal transcriptior K03121

2-oxoacid dehydrc GO:0005967;G0:C mitochondrial pyr GO:0003824;GO:C catalytic activity;d GO:0005975;GO:C carbohydrate met hsa:1737 ko00010;ko00020 Glycolysis / Gluco K00627

Adaptin N termin: GO:0005794;GO:C Golgi apparatus;c' GO:0005215;GO:C transporter activit G0:0006810;GO:C transport;intracell hsa:162;hsa:163 ko04142;ko05016 Huntington's dise: K12392;K11825

lactate/malate de GO:0005829;GO:C cytosol;intracellul GO:0003824;GO:C catalytic activity;n GO:0005975;GO:C carbohydrate met hsa:4190 ko00020;ko000620 Citrate cycle (TCA K00026

RNA recognition r GO:0005654;GO:C nucleoplasm;splic G0:0000166;GO:C nucleotide bindin; GO:0000375;GO:C RNA splicing, via t hsa:3178;hsa:144983

Enoyl-CoA hydrat: GO:0005759;GO0:C mitochondrial ma GO:0003824;GO:C catalytic activity;e GO:0006082;GO:C organic acid meta hsa:1892 ko00640;ko00650 Propanoate metal K07511

Proteasome A-typ GO:0005634;GO:C nucleus;cytosol;pt GO:0003824;GO:C catalytic activity;e GO:0006508;GO:C proteolysis;ubiqui hsa:5695 k003050 Proteasome k02739
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Tetrahydrofolate | GO:0005739;GO:C mitochondrion;or; GO:0000287;GO:C magnesium ion bi GO:0006082;GO:C organic acid meta hsa:10797
MCM2/3/5 family GO:0000785;GO:C chromatin;nucleo GO:0000166;GO:C nucleotide bindin; GO:0006139%;GO:C nucleobase, nucle hsa:4171
Aminotransferase GO:0005759;GO:C mitochondrial ma GO:0003824;GO:C catalytic activity;L GO:0006082;GO:C organic acid meta hsa:2806
Low molecular we GO:0000267;GO:C cell fraction;solub GO:0003824;GO:C catalytic activity;a GO:0006464;GO:C protein modification procs

ko00630;ko00670 Glyoxylate and dic K00295;K01491
ko03030;ko04110 DNA replication;C K02540
ko00710;ko00251 Carbon fixation in K00813

amino acid

RF-1 domain G0:0003676;GO:C nucleic acid bindir GO:0006415;GO:C translational term hsa:3396
Protein kinase dor GO:0005737;GO:C cytoplasm;intrace GO:0000166;GO:C nucleotide bindin; GO:0006464;GO:C protein modificati hsa:8428
Inositol monopho G0:0005829;GO:C cytosol;intracellul GO:0000287;GO:C magnesium ion bi GO:0006139;GO:C nucleobase, nucle hsa:10380
Elongation factor G0O:0005739;GO:C mitochondrion;or, GO:0000166;GO:C nucleotide bindin; GO:0006414;GO:C translational elon; hsa:85476
DEAD/DEAH box  G0:0005730;GO:C nucleolus;organel GO:0000166;G0:C indis i i

ine nucleosic hsa:9188

Trm112p-like protein G0:0005488;GO:C binding;protein binding hsa:51504
NAD-dependent g GO:0009331;GO:C glycerol-3-phosph GO:0000166;GO:C nucleotide bindin; GO:0005975;GO:C carbohydrate met hsa:23171
WD domain, G-be GO:0005886;GO:C plasma membran« GO:0005102;GO:C receptor binding;bindi in bindi bindi hsa:10399

Enhancer of rudin GO:0005634;GO:C nucleus;cytoplasm GO:0005488;GO:C binding;protein bi GO:0006139;GO:C nucleobase, nucle hsa:2079
U-box domain  GO:0000151;GO:C ubiquitin ligase cc GO:0003824;GO:C catalytic activity;u GO:0006464;GO:C protein modificati hsa:51070
DZF GO:0005730;GO:C nucleolus;organel GO:0003676;GO:C nucleic acid bindir GO:0006139%;GO:C nucleobase, nucle hsa:3608
Pro-kumamolisin, GO:0000267;GO:C cell fraction;lytic \ GO:0003824;GO:C catalytic activity;e GO:0001894;GO:C tissue homeostasi hsa:1200
Stathmin family ~ GO:0005737;GO:C cytoplasm;microti GO:0004871;GO:C signal transducer GO:0000226;GO:C microtubule cytos hsa:3925
Ankyrin repeat G0:0005488;GO:C binding;protein binding hsa:91526
Hsp70 protein  GO:0009295;GO:C nucleoid;cell surfe GO:0000166;GO:C nucleotide bindin; GO:0006457;GO:C protein folding;an hsa:3313
ATPase family ass G0:0000267;GO:C cell fraction;mem| GO:0000166;GO:C nucleotide bindinj GO:0006139;GO:C nucleobase, nucle hsa:7415
Nucleoside dipho: GO:0005829;GO:C cytosolsintracellul GO:0000166;GO:C nucleotide bindin; GO:0006139;GO:C nucleobase, nucle hsa:4832

GO:0005576 extracellular region hsa:79879
Proteasome A-typ GO:0005634;GO:C nucleus;cytosol;pr GO:0003824;GO:C catalytic activity;e GO:0006508;GO:C proteolysis;ubiqui hsa:5686
Spinocerebellar at GO:0030425;GO:C dendrite;cell proje GO:0005488;GO:C binding;protein bi GO:0007399;GO:C nervous system di hsa:25814
Hsp70 protein  GO:0005737;GO:C cytoplasm;intrace GO:0000166;GO:C nucleotide bindin; GO:0006950;GO:C response to stres hsa:10808
GDP dissociation i GO:0005737;GO:C cytoplasm;cell sur GO:0005083;GO:C small GTPase regt GO:0006810;GO:C transport;protein hsa:2665
Septin GO:0001725;GO:C stress fiber;nuclet GO:0000166;GO:C nucleotide bindin; GO:0006461;GO:C protein complex a hsa:55752
lactate/malate de GO:0005759;GO:C mitochondrial ma GO:0003824;GO:C catalytic activity;b GO:0005975;GO:C carbohydrate met hsa:4191
Histidine kinase-, GO:0000267;GO:C cell fraction;mem| GO:0000166;GO:C nucleotide bindin; GO:0001666;GO:C response to hypos hsa:7184
HydroxymethylglL GO:0000267;GO:C cell fraction;solub GO:0003824;GO:C catalytic activity;h GO:0006066;GO:C alcohol metabolic hsa:3157
Proteasome A-typ GO:0005634;GO:C nucleus;mitochon GO:0003676;GO:C nucleic acid bindir GO:0006508;GO:C proteolysis;ubiqui hsa:5687
CAF1 family ribon' GO:0005667;GO:C transcription factc GO:0003676;GO:C nucleic acid bindir GO:0005975;GO:C carbohydrate met hsa:29883
€S domain;SGS do GO:0005634;GO:C nucleus;cytoplasm GO:0005488;GO:C binding;protein bi GO:0006508;GO:C proteolysis;metab hsa:27101
LSM domain G0:0005654;GO:C nucleoplasm;splic GO:0003676;GO:C nucleic acid bindir GO:0000387;GO:C spliceosomal snRt hsa:6636
C-terminal domain of 1-Cys peroxiredoxin;AhpC/TSA fai GO:0003824;GO:C catalytic activity;p GO:0006464;GO:C protein modificati hsa:10549
WD domain, G-be GO:0005634;GO:C bounded orga GO:0000387;GO:C spliceosomal snRY hsa:79084
ThiF family;Ubiqui GO:0005634;GO:C nucleus;cytoplasn GO:0000166;GO:C nucleotide bindinj GO:0006464;GO:C protein modificati hsa:7317
Mitochondrial gly: GO:0005759;GO:C mitochondrial ma GO:0001846;GO:C opsonin binding;c GO:0002376;GO:C immune system p hsa:708
Tropomyosin

ko00920

ko00564

ko04142
ko04010

ko03050

u
K08838

Sulfur metabolism K01082
K02355

Glycerophospholif K00006

k01279
MAPK signaling p: k04381

K04043

Proteasome K02729

K09485

ko00020;ko00620 Citrate cycle (TCA K00026
ko05200;k005215 Pathways in cance K09487
ko00650;ko00072 Butanoate metabi K01641

ko03050

ko04310

Proteasome K02730

Wnt signaling pat K04507
K11098
K03386

ko04120;ko05012 Ubiquitin mediate K03178

Poly-adenylate bit G0:0005681;GO:C spliceosomal com G0O:0000166;GO:C nucleotide bindin; G0:0006139;GO:C nucleobase, nucle hsa:26986;hsa:5042

Pyridine nucleotic GO:0005759;GO:C mitochondrial ma GO:0000166;GO:C nucleotide bindin; GO:0009987;GO:C cellular pr

F-actin capping pr GO:0005737;GO:C cytoplasm;F-actin GO:0003779;GO:C actin binding;bind GO:0006461;GO:C protein complex a hsa:830
elF4-gamma/elFS/elF2-epsilon G0:0005488;GO:C binding;protein bi GO:0007399;GO:C nervous system di hsa:28969
Elongation factor GO:0005681;GO:C spliceosomal com GO:0000166;GO:C nucleotide bindin; GO:0000375;GO:C RNA splicing, via t hsa:9343

SCP-2 sterol trans GO:0005739;GO:C mitochondrion;pe GO:0003824;GO:C catalytic activity;b GO:0006629;GO:C lipid metabolic process;steroid bi

Aminotransferase class IV G0:0003824;GO:C catalytic activity;b GO:0000082;GO:C G1/S transition of hsa:586
Proteasome A-typ GO:0005634;GO:C nucleus;cytosol;pt GO:0003824;GO:C catalytic activity;e GO:0006508;GO:C proteolysis;ubiqui hsa:5685

Tetratricopeptide GO:0005742;GO:C mitochondrial out GO:0005215;GO:C transporter activity;bindit in binding;protein tra hsa:9868
ine-6 G0:0003824;GO:C catalytic activity;c GO:0005975;GO:C carbohydrate met hsa:25796
TCP-1/cpn60 chap GO:0005737;GO:C cytoplasm;intrace GO:0000166;GO:C nucleotide bindin GO:0006457;GO:C protein folding;m: hsa:10574
Proteasome/cyclc GO:0005829;GO:C cytosol;proteason GO:0005488;GO:C binding;protein bi GO:0006508;GO:C proteolysis;ubiqui hsa:5707
Single-strand bind GO:0009295;GO:C nucleoid;mitochol GO:0003676;GO:C nucleic acid bindir G0:0006139;GO:C nucleobase, nucle hsa:6742
39S ribosomal pra GO:0005739;G0:C mitoc! ion;ribosome;ril i hsa:116540
Initiation factor 2 GO:0000267;GO:C cell fraction;meml GO:0003676;GO:C nucleic acid bindir GO:0006413;GO:C translational initiz hsa:1967
Prefoldin subunit G0:0016272;GO:C prefoldin complex GO:0005488;GO:C binding;protein bi GO:0006457;GO:C protein folding;m hsa:5202
AIR carboxylase;SAICAR synthetase G0:0000166;GO:C nucleotide bindin; GO:0006139;GO:C nucleobase, nucle hsa:10606
SAC3/GANP/Nin1, GO:0005634;GO:C nucleus;cytosol;pt GO:0005488;GO:C binding;protein bi GO:0006508;GO:C proteolysis;ubiqui hsa:5714
Protein of unknown function (DUF1241) G0:0005488;GO:C binding;protein bi GO:0006915;GO:C apoptosis;cell dea hsa:11235
DnaJ domain;Tetratricopeptide repeat 0:0005488;GO:C binding;protein bi GO:0006457;GO:C protein folding;mi hsa:7266
Calreticulin family GO:0005578;GO:C proteinaceous ext GO:0001846;GO:C opsonin binding;c G0:0000122;GO:C negative regulatic hsa:811
Aldo/keto reduct: GO:0005615;GO:C extracellular spact GO:0003824;GO:C catalytic activity;a GO:0005975;GO:C carbohydrate met hsa:231
C-terminal domait GO:0005634;GO:C nucleus;cytoplasn GO:0003824;GO:C catalytic activity;p GO:0000302;GO:C response to reacti hsa:5052
MCM2/3/5 family GO:0005654;GO:C nucleoplasm;orga GO:0000166;GO:C nucleotide bindin; GO:0006139;GO:C nucleobase, nucle hsa:4175
Arp2/3 complex, 2 GO:0005737;GO:C cytoplasm;Arp2/3 GO:0003779;GO:C actin binding;stru GO:0006928;GO:C cell motion;cellulz hsa:10109

process;cell redox homeostasis;regulation

K10364
ic pr t;lipid transpor
k000280;k000290 Valine, leucine an K00826
ko03050 Proteasome K02728
k000030 Pentose phosphat K01057

K09499
k003050 Proteasome k03032

ko03030;ko03430 DNA replication; N K03111

ko00230
ko03050

ko04612

K03239
K09549
Purine metabolisr K01587
Proteasome K03031
K09527

Antigen processin K08057

ko00040;ko00051 Pentose and gluct K00011

K03386

ko03030;ko04110 DNA replication;C K02542

ko04810
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Inorganic pyrophc GO:0005739;GO:C mitochondrion;or; GO:0000287;GO:C magnesium ion bi GO:0006793;GO:C phosphorus metal hsa:27068 ko00190 Oxidative phosphi K01507

TCP-1/cpn60 chap GO:0005634;GO:C nucleus;organelle GO:0000166;GO:C nucleotide bindin; GO:0006457;GO:C protein folding;m: hsa:10576 K09494
Proliferating cell r GO:0005654;GO:C nucleoplasm;DNA G0:0000700;GO:C mismatch base pa GO:0006139;GO:C nucleobase, nucle hsa:5111 ko03030;ko03410 DNA replication;B K04802
Aldo/keto reductz GO:0005737;GO:C cytoplasm;integra GO:0003824;GO:C catalytic activity;t GO:0006810;GO:C transport;ion tran hsa:8514 K04883
Eukaryotic transla GO:0005829;GO:C cytosol;eukaryotic GO:0000166;GO:C nucleotide bindin; GO:0006413;GO:C translational initiz hsa:8662 K03253

NOPS (NUC059) d GO:0005634;GO:C nucleus;organelle GO:0000166;GO:C nucleotide bindin; GO:0006139;GO:C nucleobase, nucle hsa:4841
Eukaryotic initiatit GO:0005642;GO:C annulate lamellae GO:0003676;GO:C nucleic acid bindir GO:0006405;GO:C RNA export from | hsa:1984;hsa:143244

Eukaryotic elonga GO:0005829;GO:C cytosol;eukaryotic GO:0003676;GO:C nucleic acid bindir GO:0006414;GO:C translational elon; hsa:1933 K03232
GTPase of unknov GO:0005634;GO:C nucleus;cytoplasn GO:0000166;GO:C nucleotide bindin; GO:0006139;GO:C nucleobase, nucle hsa:4733

Proteasome A-typ GO:0005634;GO:C nucleus;cytosol;pt GO:0003824;GO:C catalytic activity;e GO:0006508;GO:C proteolysis;ubiqui hsa:5688 ko03050 Proteasome K02731
Hsp70 protein G0:0005634;GO:C nucleus;mitochon GO:0000166;GO:C nucleotide bindin; GO:0006950;GO:C response to stress hsa:3303;hsa:330« ko04010;ko04612 MAPK signaling p: K03283
Thioredoxin G0:0005783;GO:C endoplasmic retic GO:0003756;GO:C protein disulfide i GO:0006457;GO:C protein folding;m: hsa:10130 K09584
UBA/TS-N domain GO:0005737;GO:C cytoplasm;intrace GO:0000166;GO:C nucleotide bindin; GO:0006464;GO:C protein ification process;| i iquiti protein catabolic pr
tRNA synthetases GO:0000267;GO:C cell fraction;extra: GO:0000049;GO:C tRNA binding;nucl GO:0006082;GO:C organic acid meta hsa:8565 ko00400;ko00970 Phenylalanine, tyr K01866

G0:0005779;GO:C integral to peroxis GO:0005488;GO:C binding;protein bi GO:0000266;G0:C mitochondrial fiss hsa:51024
SMC proteins Flex GO:0000228;GO:C nuclear chromoso GO:0000166;GO:C nucleotide bindin; GO:0006323;G0O:C DNA packaging;or hsa:10592 ko04111 Cell cycle - yeast  K06674

DEAD/DEAH box  GO:0005681;GO:C spliceosomal com GO:0000166;GO:C nucleotide bindin; GO:0000375;G0:C RNA splicing, via t hsa:7919

Phosphoribosyl tr: GO:0005829;GO:C cytosol;intracellul GO:0000166;GO:C nucleotide bindin; GO:0003008;GO:C system process;or hsa:5631;hsa:221¢ ko00030;ko00230 Pentose phosphat K00948
€8S domain pair;l GO:0005829;GO:C cytosoljintracellul GO:0003824;GO:C catalytic activity;ll GO:0006139;GO:C nucleobase, nucle hsa:3614 ko00230;k000983 Purine metabolisr K00088
Ribosomal proteir GO:0015935;G0:C small ribosomal st GO:0003735;GO:C structural constitt GO:0006414;GO:C translational elon; hsa:6233;
Mitochondrial ribt G0:0000313;GO:C organellar ribosome;nucleus;mitochondrial ribosome;ri GO:0009653;GO:C anatomical structs hsa:64976

Phosphoribosyl tr: GO:0005829;GO:C cytosol;intracellul GO:0000166;GO:C nucleotide bindin; GO:0006139;GO:C nucleobase, nucle hsa:353 ko00230 Purine metabolisr K00759
Tropomyosin

G0:0005737;GO:C cytoplasm;cell sur GO:0001871;GO:C pattern binding;bindi i indi hsa:3161 k004512 ECM-receptor int¢ K06267
LIM domain GO:0001725;GO:C stress fiber;cytopl GO:0003779;GO:C actin binding;actir GO:0006996;GO:C organelle organiz: hsa:51474
127 domain;PDZ d GO:0000267;GO:C cell fraction;mem| GO:0005488;GO:C binding;protein bi GO:0006810;GO:C transport;exocyto hsa:55327
Staphylococcal nu GO:0005634;GO:C nucleus;Golgi app GO:0003676;GO:C nucleic acid bindir GO:0006139;GO:C nucleobase, nucle hsa:27044

Mitogen-activatec GO:0010008;GO:C endosome membi GO:0005488;GO:C binding;protein bi GO:0000186;GO:C activation of MAP hsa:8649 k004010 MAPK signaling p: k04370
G0:0005859;GO:C muscle myosin co GO:0003774;GO:C motor activity;cat GO:0006810;GO:C transport;skeletal hsa:140465 K05738

Hsp70 protein  GO:0009986;GO:C cell surface;cytopl GO:0000166;GO:C nucleotide bindin; GO:0006457;GO:C protein folding;re: hsa:3312 k004010;k004612 MAPK signaling p: K03283
GO:0005829;GO:C cytosolsintegral tc GO:0005488;GO:C binding;protein binding hsa:4076

Tropomyosin  GO:0005862;GO:C muscle thin filame GO:0003779;GO:C actin binding;stru GO:0006928;GO:C cell motion;cellulz hsa:7171 k004260 Cardiac muscle co K10375

LSM domain;Dom GO:0005681;GO:C spliceosomal com GO:0003676;GO:C nucleic acid bindir GO:0006139;GO:C nucleobase, nucle hsa:27258;hsa:25876 K04796

Proteasome activi GO:0005829;GO:C cytosol;proteason GO:0005488;GO:C binding;protein bi GO:0006508;GO:C proteolysis;ubiqui hsa:10197 k003050;k004612 Proteasome;Antig KO6698

Dynactin subunit | GO:0000776;GO:C kinetochore;cond: GO:0005198;GO:C structural molecu GO:0000280;GO:C nuclear division;cy hsa:11258 K10425

Vacuolar protein ¢ GO:0005768;GO:C endosome;cytoso GO:0005488;GO:C binding;protein bi GO:0006810;GO:C transport;cellular hsa:55737
Nucleoside dipho: GO:0001726;GO:C ruffle;nucleus;cytc GO:0000166;GO:C nucleotide bindin; GO:0006139;GO:C nucleobase, nucle hsa:4831;

:654: ko00230;k000240 Purine metabolisr K00940

Spermine/spermidine synthase G0:0003824;GOC catalytic activity;s GO:0006519;GO:C cellular amino acit hsa:6723 k000271;k000330 Methionine metal K00797
Ubiquitin family ~ GO:0005634;GO:C nucleus;organelle GO:0005488;GO:C binding;protein bi GO:0006464;GO:C protein modificati hsa:4738 K12158
Histidine kinase-, GO:0005829;GO:C cytosol;cytoplasm GO:0000166;GO:C nucleotide bindin; GO:0006457;GO:C protein folding;pr hsa:3320 k004914;k004612 Progesterone-mer K04079
elF4-gamma/elF5, GO:0005737;GO:C cytoplasm;intrace GO:0005488 binding GO:0006139;GO:C nucleobase, nucle hsa:9689

Cyclophilin type p GO:0005681;GO:C spliceosomal com GO:0003755;GO:C peptidyl-prolyl cis GO:0006139;GO:C nucleobase, nucle hsa:10465 K09567
Nucleoside dipho: GO:0005634;GO:C nucleus;cytoplas GO:0000166;GO:C nucleotide bindin; GO:0006139%;GO:C nucleobase, nucle hsa:4830 k000230;k000240 Purine metabolisr K00940
CPSF A subunit re; GO:0005654;GO:C nucleoplasm;cyto| GO:0003676;GO:C nucleic acid bindir GO:0000075;GO:C cell cycle checkpo hsa:1642 ko04120;k003420 Ubiquitin mediate k10610
HEAT repeat  GO:0000159;GO:C protein phosphat: GO:0003823;GO:C antigen binding;bi GO:0000188;GO:C inactivation of M/ hsa:5518 ko04310;ko04350 Wnt signaling pat| k03456
PHD-finger;B-box GO:0005634;GO:C nucleus;organelle GO:0003676;GO:C nucleic acid bindir GO:0000902;GO:C cell morphogenes hsa:10155 k08882
Elongation factor GO:0005737;GO:C cytoplasm;intrace GO:0000166;GO:C nucleotide bindin; GO:0006412;GO:C translation;cell cy: hsa:23708

€S domain G0:0005634;GO:C nucleus;cytoplasn GO:0005488;GO:C binding;protein bi GO:0000280;GO:C nuclear division;o hsa:10726

PHF5-like protein GO:0005686;G0:C U2 snRNP;ribonuc GO:0003676;GO:C nucleic acid bindir GO:0000375;GO:C RNA splicing, via t hsa:84844
G0:0005730;GO:C nucleolus;organel GO:0003676;GO:C nucleic acid bindir GO:0009987;GO:C cellular process;ar hsa:51388

TCP-1/cpn60 chaf GO:0016023;GO:C cytoplasmic meml GO:0000166;GO:C nucleotide bindin; GO:0006457,GO:C protein folding;m: hsa:10575 K09496
CHCH domain  GO:0005747;GO:C mitochondrial res GO:0003824;GO:C catalytic activity;N GO:0006091;GO:C generation of pre: hsa:4702 k000190;k005010 Oxidative phospht K03952
Proteasome A-typ GO:0005634;GO:C nucleus;cytosol;pi GO:0003824;GO:C catalytic activity;e GO:0006508;GO:C proteolysis;ubiqui hsa:5690 k003050 Proteasome K02734
CHCH domain  GO:0005758;GO:C mitochondrial intermembrane space;organelle envelop GO:0006810;GO:C transport;intracell hsa:131474

WD domain, G-be GO:0005634;GO:C nucleus;organelle GO:0005488;GO:C binding;protein binding hsa:11091

TCP-1/cpn60 chap GO:0005730;GO:C nucleolus;organel GO:0000166;GO:C nucleotide bindin; GO:0006457;,GO:C protein folding;m: hsa:22948 K09497
Ervl/Alr family GO:0005739;GO:C mitochondrion;or, GO:0003824;GO:C catalytic activity;b GO:0007276;GO:C gamete process;cell p process;ref
Ankyrin repeat;Ph GO:0005737,GO:C cytoplasmintrace GO:0005488;GO:C binding;protein binding hsa:23294

Kinase binding prc GO:0005634;GO:C nucleus;cytosol;or GO:0005488;GO:C binding;protein bi GO:0008152;GO:C metabolic process hsa:51002

Hsp70 protein  GO:0005737;GO:C cytoplasmyintrace GO:0000166;GO:C nucleotide bindinj GO:0006461;GO:C protein complex a hsa:3308 k004612 Antigen processin K09489
Putative carnitine GO:0005634;GO:C nucleus;organelle GO:0005488;GO:C binding;protein binding;identical protein binding hsa:51637

DEAD/DEAH box t GO:0000932;GO:C cytoplasmic mRN/ GO:0000166;GO:C nucleotide binding;nucleoside binding;purine nucleosic hsa:1656

ATPase family ass GO:0005654;GO:C nucleoplasm;DNA GO:0000166;GO:C nucleotide bindinj GO:0006139;GO:C nucleobase, nucle hsa:5984 ko03030;k003420 DNA replication;N k10755
TCL1/MTCP1 fami GO:0000267;GO:C cell fraction;mem| GO:0005488;GO:C binding;protein bi G0:0007275;GO:C multicellular orga hsa:8115 K10167

lon transport prot GO:0008076;GO:C voltage-gated pot GO:0005215;GO:C transporter activit GO:0003008;GO:C system process;m hsa:3784 k005110 Vibrio cholerae in K04926

:731« ko03010;ko05012 Ribosome;Parkins K02977;K04551;K(



Amidohydrolase f. G0:0005739;G0:C mitochondrion;ax GO:0003824;GO:C catalytic activity;h GO:0006139;GO:C nucleobase, nucle hsa:1808;hsa:140( ko04360 Axon guidance  K07528

Immunoglobulin ¢ GO:0000139;GO:C Golgi membrane; GO:0005488;GO:C binding;protein bi GO:0002376;GO:C immune system p hsa:567
Ubiquitin-conjugating enzyme GO:0000166;GO:C nucleotide bindin; GO:0006464;GO:C protein modificati hsa:27338
Cofilin/tropomyos GO:0005856;GO:C cytoskeleton;corti GO:0003779;GO:C actin binding;bind GO:0006996;GO:C organelle organiz: hsa:11034
ATP cone domain; GO:0005829;GO:C cytosol;ribonuclec G0:0000166;GO:C nucleotide bindinj GO:0006139;GO:C nucleobase, nucle hsa:6240
G0:0000267;GO:C cell fraction;mem| GO:0005215;GO:C transporter activit GO:0006810;GO:C transport;ion tran hsa:1192
Hyaluronan / mRI GO:0005634;GO:C nucleus;organelle GO:0003676;GO:C nucleic acid bindir GO:0006139;GO:C nucleobase, nucle hsa:26135
Ribosomal proteir GO:0015935;GO:C small ribosomal st GO:0003735;GO:C structural constit. GO:0006414;GO:C i

Glycosyl hydrolase GO:0000323;GO:C lytic vacuole;lysos GO:0003824;GO:C catalytic activity;h GO:0001501;GO:C skeletal system de hsa:3074
RNA recognition r GO:0005681;GO:C spliceosomal com GO:0000166;GO:C nucleotide bindin; GO:0000375;GO:C RNA splicing, via t hsa:6626
Catalase;Catalase- GO:0005778;GO:C peroxisomal mem G0:0000166;GO:C nucleotide bindin; GO:0000302;GO:C response to reacti hsa:847
Fibronectin type | GO:0005737;GO:C cytoplasm;macror GO:0003676;GO:C nucleic acid bindir G0:0006139;GO:C nucleobase, nucle hsa:3054
EF hand G0:0005488;GO:C bindi ium ion binding;i binding; hsa:79180

Eukaryotic transla GO:0005829;GO:C cytosol;polysome; GO:0003676;GO:C nucleic acid bindir GO:0006412;GO:C translation;metab hsa:1965 k03237
Cytochrome ¢ oxic GO:0005743;GO:C mitochondrial inn GO:0003824;GO:C catalytic activity;c GO:0008152;GO:C metabolic process;oxidation reduction
Glutathione S-trar GO:0005634;GO:C bounded orga GO:0006412;GO:C translation;metabolic process;negative regulation of cell proliferation;biosynthetic process;n

PA domain G0:0005576 extracellular region hsa:84279
S-adenosylmethionine synthetase, C-terminal domain;$ GO:0000166;GO:C nucleotide bindin; GO:0006730;GO:C one-carbon metat hsa:4144

NUDIX domain  G0:0005777;GO:C peroxisome;cytos GO:0000287;GO:C magnesium ion bi GO:0006066;GO:C alcohol metabolic process;lipid metabolic process;steroid biosynthetic process;cholesterol b

Acyl CoA binding protein G0:0000062;GO:C acyl-CoA binding;1 GO:0006810;GO:C transport;establis hsa:1622
TCP-1/cpn60 cha GO:0005829;GO:C cytosol;intracellul GO:0000166;GO:C nucleotide bindin; GO:0006457;,GO:C protein folding;m: hsa:10694
Pterin 4 alpha carbinolamine dehydratase G0:0003824;GO:C catalytic activity;b GO:0006355;GO:C regulation of tran: hsa:84105
ATPase family ass GO:0005743;GO:C mitochondrial inn GO:0000166;GO:C nucleotide bindin; GO:0006508;GO:C proteolysis;enshe. hsa:10939
Adaptor complexe GO:0030119;GO:C AP-type membrar GO:0005488;GO:C binding;protein bi GO:0006810;GO:C transport;intracel hsa:372
ATPase family ass G0:0000123;GO:C histone acetyltran GO:0000166;GO:C nucleotide bindinj GO:0000280;GO:C nuclear division;n hsa:8607
‘Cold-shock' DNA- GO:0005737;GO:C cytoplasm;intrace GO:0003676;GO:C nucleic acid bindir GO:0006355;GO:C regulation of tran: hsa:7812
GO:0005634;GO:C nucleus;cytosol;pr GO:0003712;GO:C transcription cofa GO:0002791;GO:C regulation of pept hsa:5715
ATPase family ass GO:0005737;GO:C cytoplasmintrace GO:0000166;GO:C nucleotide bindinj GO:0006508;GO:C proteolysis;transp hsa:4905
DEAD/DEAH box F GO:0005634;GO:C nucleus;organelle GO:0000166;GO:C nucleotide bindin; GO:0006139;GO:C nucleobase, nucle hsa:10521
SH2 domain;STAT GO:0005730;GO:C nucleolus;cytopla: GO:0003676;GO:C nucleic acid bindir GO:0006139%;GO:C nucleobase, nucle hsa:6772
Caldesmon GO:0005856;GO:C cytoskeleton;plasi GO:0004871;GO:C signal transducer GO:0007154;GO:C cell communicatic hsa:4046
MIR domain GO:0005615;GO:C extracellular spaci GO:0000030;GO:C mannosyltransfer: GO:0005975;GO:C carbohydrate met hsa:6388
DEAD/DEAH box F GO:0005829;GO:C cytosol;eukaryotic GO:0000166;GO:C nucleotide bindin; GO:0006412;GO:C translation;metab hsa:1973
Proteasome A-typ GO:0005634;GO:C nucleus;cytosol;pi GO:0003824;GO:C catalytic activity;e GO:0006508;GO:C proteolysis;ubiqui hsa:5689
PDZ domain (Also GO:0000164;GO:C protein phosphat: GO:0003779;GO:C actin binding;enzy GO:0001558;GO:C regulation of cell { hsa:84687
G0:0005737;GO:C cytoplasm;micrott GO:0005488 binding hsa:51115
Septin GO:0005634;GO:C nucleus;spindle;se GO:0000166;GO:C nucleotide bindin; GO:0000280;GO:C nuclear division;o hsa:4735
ATP synthase, Del G0:0000275;GO:C mitochondrial pro GO:0003824;GO:C catalytic activity;t GO:0006139;GO:C nucleobase, nucle hsa:513
Ankyrin repeat;SH G0:0005737,GO:C cytoplasmintrace GO:0005488;GO:C binding;protein bi G0:0001503;GO:C ossification;cell cc hsa:26578
Exportin 1-like prc GO:0005654;GO:C nucleoplasm;cyto] GO:0000049;GO:C tRNA binding;nucl GO:0006405;GO:C RNA export from | hsa:11260
Myosin-like coiled GO:0005576;GO:C extracellular regic GO:0005102;GO:C receptor binding;c GO:0006810;GO:C transport;exocyto hsa:200081
ARP2/3 complex 1G0:0005737,GO:C cytoplasm;Arp2/3 GO:0003779;GO:C actin binding;strun GO:0006928;GO:C cell motion;organ: hsa:10092
F-box domain;FIST C domain G0:0003824;GO:C catalytic activity;u GO:0006464;GO:C protein modificati hsa:26263
WD domain, G-be GO:0005681;GO:C spliceosomal com GO:0003824;GO:C catalytic activity;s GO:0006139;GO:C nucleobase, nucle hsa:11171
GTPase of unknov GO:0005737;GO:C cytoplasm;intrace GO:0000166;GO:C nucleotide bindin; GO:0006139;GO:C nucleobase, nucle hsa:29789
RNA recognition r GO:0005829;GO:C cytosol;eukaryotic GO:0000166;GO:C nucleotide bindin; GO:0006412;GO:C translation;regula hsa:7458
CBS domain pair;] GO:0005829;GO:C cytosolsintracellul GO:0003824;GO:C catalytic activity;ll GO:0006139%;GO:C nucleobase, nucle hsa:3615
Cyclophilin type p GO:0005737;GO:C cytoplasm;intrace GO:0003755;GO:C peptidyl-prolyl cis GO:0006457;GO:C protein folding;mi hsa:5481
ATP synthase (E/3 G0:0032991;GO:C macromolecular ¢ GO:0003824;GO:C catalytic activity;t GO:0006139;GO:C nucleobase, nucle hsa:529
Surp module;Ubiq GO:0005681;GO:C spliceosomal com GO:0003676;GO:C nucleic acid bindir GO:0000389;GO:C nuclear mRNA 3 hsa:10291
Calponin homolog GO:0005856;GO:C cytoskeleton;corti GO:0005488;GO:C binding;protein bi GO:0000280;GO:C nuclear division;o hsa:22919
F-actin capping pr GO:0008290;GO:C F-actin capping pr GO:0003779;GO:C actin binding;bind GO:0006461;GO:C protein complex a hsa:829
XPG I-region;XPG GO:0005634;GO:C nucleus;organelle GO:0003676;GO:C nucleic acid bindir GO:0006139;GO:C nucleobase, nucle hsa:2237
KH domain;ROKN" GO:0005654;GO:C nucleoplasm;splic GO:0003676;GO:C nucleic acid bindir GO:0000375;GO:C RNA splicing, via t hsa:3190
Domain found in | GO:0005829;GO:C cytosol;eukaryotic GO:0003676;GO:C nucleic acid bindir GO:0006413;GO:C translational initic hsa:8894
DE Adenylate cyc GO:0005886;GO:C plasma membrant GO:0003779;GO:C actin binding;bind GO:0006140;GO:C regulation of nucl hsa:10487
Ubiquitin interact GO:0000502;GO:C proteasome comg GO:0005488;GO:C binding;protein bi GO:0006508;GO:C proteolysis;ubiqui hsa:5710
Tubulin binding cc G0:0005737;GO:C cytoplasm;microti GO:0005488;GO:C binding;protein bi GO:0006457,GO:C protein folding;pr hsa:6902
Phosphoribosyl transferase domain GO:0000166;GO:C nucleotide bindin; GO:0006139;GO:C nucleobase, nucle hsa:5634
C-terminal domair GO:0005737;GO:C cytoplasmyintrace GO:0003824;GO:C catalytic activity;p GO:0006916;GO:C anti-apoptosisires hsa:7001
Cathepsin propep GO:0000323;GO:C lytic vacuole;extrz GO:0003824;GO:C catalytic activity;e GO:0002376;GO:C immune system p hsa:1520
ATP synthase alpt G0:0005754;GO:C mitochondrial pro G0:0000166;GO:C nucleotide bindinj G0:0001525;GO:C angiogenesis;nucl hsa:506
GO:0005622;GO:C intracellular;cell p GO:0005488;GO:C binding;zinc ion b GO:0006355;GO:C regulation of tran: hsa:7756
Ubiquinol-cytochr GO:0005746;GO:C mitochondrial res GO:0003824;GO:C catalytic activity;t GO:0006091;GO:C generation of pre: hsa:7381
Replication protei GO:0005654;GO:C nucleoplasm;DNA GO:0003676;GO:C nucleic acid bindir GO:0000718;GO:C nucleotide-excisic hsa:6118

ko04612 Antigen processin K08055
ko04120 Ubiquitin mediate K10583
K10363
ko00230;k000240 Purine metabolisr K10807
K05021
ic pr ic pri
ko00530;ko00603 Aminosugars meti K12373
K11091

ko00680;ko00380 Methane metabol K03781

k000271;k000450 Methionine metal K00789
k003320 PPAR signaling pa K08762
K09500
K01724
K08956

k004310 Wnt signaling pat K04499

K06693
K06027

ko04630;ko04620 Jak-STAT signaling K11220

K03257
ko03050 Proteasome K02732

ko00190;k005010 Oxidative phosphi K02134

ko04810 Regulation of acti K05754
K10302

K06942

k000230;k000983 Purine metabolisr K00088
k004020;k005012 Calcium signaling K05864
ko00190;ko05110 Oxidative phosph k02150

K10436
K10364
ko03030;ko03410 DNA replication;B K04799

k03238
k003050 Proteasome 03029
ko00030;k000230 Pentose phosphat K00948

K03386
k004142;k004612 Antigen processin K01368

ko00190;k005010 Oxidative phosphe K02133

ko00190;ko04260 Oxidative phosphi K00417
ko03030;ko03420 DNA replication;N K10739
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eRF1 domain 1;eR GO:0005737;GO:C cytoplasm;intrace GO:0003676;GO:C nucleic acid bindir GO:0006415;GO:C translational term hsa:2107 K03265

Dynein light interi GO:0005874;GO:C microtubule;micrc GO:0000166;GO:C ine nucleosic hsa:51143 K10416

Anticodon binding GO:0005737;GO:C cytoplasmintrace GO:0000166;GO:C nucleotide bindinj GO:0006082;GO:C organic acid meta hsa:6897 ko00260;k000970 Glycine, serine an K01868

Tetratri ide repeat;Tetratri ide repeat  GO:0005488 binding GO:0006873;GO:C cellular ion homer hsa:57217

1Q calmodulin-bin GO:0001725;GO:C stress fiber;cell co GO:0000146;GO:C microfilament mo GO:0000281;GO:C cytokinesis after r hsa:4628 k004530 Tight junction  K10352

C-terminal domait GO:0000323;GO:C lytic vacuole;nucl GO:0003824;GO:C catalytic activity;c GO:0006629;GO:C lipid metabolic pr hsa:9588 ko00360;k000623 Phenylalanine me K00430;K01066;K

Intermediate filan GO:0005882;GO:C intermediate filan GO:0005198;GO:C structural molecu GO:0007398;GO:C ectoderm develog hsa:3854 K07605

Proteasome activi GO:0005634;GO:C nucleus;cytosol;pi GO:0008538;GO:C proteasome activi GO:0006508;GO:C proteolysis;ubiqui hsa:5720 k003050;k004612 Proteasome;Antig KO6696
GO:0005783;GO:C endoplasmic retic GO:0005488;GO:C binding;protein bi GO:0006461;GO:C protein complex a hsa:8624 K11875

Electron transfer { GO:0005759;GO:C mitochondrial ma GO:0009055 electron carrier ac GO:0006091;GO:C fon of precursor ites and energy;transport ic process; proces:

SRP40, C-terminal GO:0005730;GO:C nucleolus;cytopla: GO:0000166;GO:C nucleotide bindin; GO:0000280;GO:C nuclear division;n hsa:9221

ETC complex | sub GO:0005747;GO:C mitochondrial res GO:0003824;GO:C catalytic activity;N GO:0006091;GO:C generation of pre: hsa:4698 k000190;k005010 Oxidative phosph« k03949

BolA-like protein

Hsp70 protein  GO:0005634;GO:C nucleus;endoplasi GO:0000166;GO:C nucleotide bindin; GO:0006916;GO:C anti-apoptosis;res hsa:3309 k09490

Cyclophilin type p GO:0005681;GO:C spliceosomal com GO:0003755;GO:C peptidyl-prolyl cis GO:0006139;GO:C nucleobase, nucle hsa:53938 01802

Cofilin/tropomyos GO:0005634;GO:C nucleus;mitochon GO:0003779;GO:C actin binding;rece GO:0006464;GO:C protein modificati hsa:2764

RNB domain GO:0000178;GO:C exosome (RNase ¢ GO:0003676;GO:C nucleic acid bindir GO:0006139;GO:C nucleobase, nucle hsa:22894 K01149

Inorganic pyrophc GO:0005829;GO:C cytosolsintracellul GO:0000287;GO:C magnesium ion bi GO:0006793;GO:C phosphorus metal hsa:5464 k000190 Oxidative phosphi K01507

Tetratricopeptide GO:0005737,GO:C cytoplasmintrace GO:0005488;GO:C binding;protein bi GO:0006457,GO:C protein folding;m: hsa:6767 K09560

Coatomer epsilon GO:0005829;GO:C cytosol;membran: GO:0005198;GO:C structural molecu GO:0006810;GO:C transport;retrogre hsa:11316

Kinesin motor dor GO:0005813;GO:C centrosome;micrc GO:0000166;GO:C nucleotide bindin; GO:0007017;GO:C microtubule-base: hsa:3796;hsa:11004;hsa:84643 K10393

WD domain, G-beta repeat G0:0005488;GO:C binding;protein bi GO:0006810;GO:C transport;intracellular protein transport;ER to Golgi vesicle-mediated transport;cellular proc

PCI domain GO:0005829;GO:C cytosol;proteason GO:0005488;GO:C binding;protein bi GO:0006508;GO:C proteolysis;ubiqui hsa:5719 k003050 Proteasome k03039

ATPase family ass GO:0005794;GO:C Golgi apparatus;c GO:0000166;GO:C nucleotide bindinj GO:0000226;GO:C microtubule cytos hsa:1778 K10413

Proteasome A-typ GO:0005634;GO:C nucleus;centrosor GO:0003824;GO:C catalytic activity;e GO:0006508;GO:C proteolysis;ubiqui hsa:5692 k003050 Proteasome K02736

NAC domain G0:0005634;GO:C nucleus;organelle GO:0003702;GO:C RNA polymerase | GO:0006139;GO:C nucleobase, nucle hsa:689 K01527

DNA polymerase : GO:0005654;GO:C nucleoplasm;orga GO:0003676;GO:C nucleic acid bindir GO:0006139;GO:C nucleobase, nucle hsa:23649 k003030 DNA replication k02321

Cna protein B-typ GO:0005789;GO:C endoplasmic retic GO:0005488;GO:C binding;protein binding;carbohydrate binding hsa:283820;hsa:408050;hsa:23420

FKBP-type peptid) GO:0005634;GO:C nucleus;cytoplasm GO:0003755;GO:C peptidyl-prolyl cis GO:0006457;GO:C protein folding;m: hsa:2289 K09571

RNA recognition r GO:0005654;GO:C nucleoplasm;cyto; GO:0000166;GO:C nucleotide bindin; GO:0000375;GO:C RNA splicing, via t hsa:8106

Phosphorylase suj GO:0005829;GO:C cytosolsintracellul GO:0001882;GO:C nucleoside bindin GO:0002376;GO:C immune system p hsa:4860 ko00230;k000240 Purine metabolisr k03783

Copper/zinc supe GO:0005615;GO:C extracellular spaci GO:0003824;GO:C catalytic activity;s GO:0000187;GO:C activation of MAP hsa:6647 ko05014;k005016 Amyotrophic later K04565

FKBP-type peptid) GO:0000267;GO:C cell fraction;mem| GO:0003712;GO:C transcription cofa GO:0006457;GO:C protein foldi joti ic pr ic pr process;protein met

Clathrin light chail GO:0030117;GO:C membrane coat;cl GO:0005198;GO:C structural molecu GO:0006810;GO:C transport;intracell hsa:1211 k004142;k005016 Huntington's dise: K04644

Cathepsin C exclu: GO:0000323;GO:C lytic vacuole;lysos GO:0003824;GO:C catalytic activity;e GO:0002376;GO:C immune system process; is;i T ic pr i process;r
GO:0005686;GO:C U2 snRNP;ribonuc GO:0003676;GO:C nucleic acid bindir GO:0000375;GO:C RNA splicing, via t hsa:6627 K11092

Thioredoxin GO:0005730;GO:C nucleolus;mitochc GO:0003824;GO:C catalytic activity;e GO:0006091;GO:C generation of pre: hsa:25828

Tumour protein D52 family G0:0005488;GO:C binding;protein binding hsa:7165

FKBP-type peptid) GO:0005789;GO:C endoplasmic retic GO:0003755;GO:C peptidyl-prolyl cis GO:0006457;GO:C protein folding;m: hsa:2286 K09569

Mov34/MPN/PAD GO:0005829;GO:C cytosol;eukaryotic GO:0003676;GO:C nucleic acid bindir GO:0006413;GO:C translational initiz hsa:8667 k03247

HMG (high mobili GO:0000228;GO:C nuclear chromoso GO:0003676;GO:C nucleic acid bindir GO:0006139%;GO:C nucleobase, nucle hsa:3148 K11295

Prefoldin subunit GO:0005634;GO:C nucleus;prefoldin GO:0005488;GO:C binding;protein bi GO:0006457;GO:C protein folding;mi hsa:7411

F5/8 type C domain GO:0006950;GO:C response to stress hsa:51668

Chaperone for wingless signalling and trafficking of LDL receptor G0:0007498;GO:C mesoderm develo hsa:23184
RNA recognition r GO:0005634;GO:C nucleus;organelle GO:0000166;GO:C nucleotide bindin; GO:0006139;GO:C nucleobase, nucle hsa:5725

Ubiquitin carboxy GO:0005737;GO:C cytoplasm;intrace GO:0003824;GO:C catalytic activity;e GO:0006508;GO:C proteolysis;ubiqui hsa:0097 K11843
2-oxoacid dehydrc GO:0005947;GO:C mitochondrial alp GO:0003824;GO:C catalytic activity;b GO:0006082;GO:C organic acid meta hsa:1629 k000280 Valine, leucine an K09699
Cytochrome ¢ GO:0000159;GO:C protein phosphat: GO:0005488;GO:C binding;iron ion b G0:0000737;GO:C DNA catabolic pra hsa:54205 k004210;k004115 Apoptosis;p53 sig K08738
Chaperonin 10 Kd GO:0005759;GO:C mitochondrial ma GO:0000166;GO:C nucleotide bindin; GO:0006457;GO:C protein folding;ac hsa:3336 K04078
2-oxoacid dehydrc GO:0005634;GO:C nucleus;mitochon GO:0003824;GO:C catalytic activity;d GO:0006084;GO:C acetyl-CoA ic pr i i acid cycle; p
Cofilin/tropomyos GO:0005737;GO:C cytoplasm;cytoske GO:0003779;GO:C actin binding;bi tein bindi prot¢ hsa:23406

SH3-binding, glut: GO:0005634;GO:C nucleus;cytoplasm GO:0003824;GO:C catalytic activity;e GO:0009987;GO:C cellular process;ce hsa:83442
MIR domain;Amid GO:0005783;GO:C endoplasmic retic GO:0003824;GO:C catalytic activity;hydrolase activity;hydrolase activity, a hsa:23753

Phosphoglycerate GO:0005737;GO:C cytoplasmyintrace GO:0000166;GO:C nucleotide bindinj GO:0005975;GO:C carbohydrate met hsa:5230 k000010;k000710 Glycolysis / Gluco K00927
NAD dependent e GO:0005737;GO:C cytoplasm;intrace GO:0003824;GO:C catalytic activity;b GO:0005975;GO:C carbohydrate met hsa:2762 k000051 Fructose and man K01711
RNA recognition r GO:0000267;GO:C cell fraction;mem| GO:0000166;GO:C nucleotide bindinj GO:000613%;GO:C nucleobase, nucle hsa:10492

Proteasome A-typ GO:0005634;GO:C nucleus;cytosol;pt GO:0003824;GO:C catalytic activity;e GO:0006508;GO:C proteolysis;ubiqui hsa:5694 k003050 Proteasome k02738
PCI domain G0:0000502;GO:C proteasome comg. GO:0005488;GO:C binding;protein bi GO:0006508;GO:C proteolysis;ubiqui hsa:5717 k003050 Proteasome K03036
Thioredoxin GO:0005829;GO:C cytosolsintracellul GO:0005488;GO:C binding;protein bi GO:0006091;GO:C generation of pre: hsa:7295 K03671
DJ-1/Pfpl family  GO:0005739;GO:C mitoc i bounded intracellular 1 hsa:8209

Lipocalin / cytosol GO:0005737;GO:C cytoplasm;intrace GO:0005215;GO:C transporter activit GO:0006629;GO:C lipid metabolic pri hsa:2171;hsa:728( ko03320 PPAR signaling pa K08754
Fumarase C C-terr GO:0005759;GO:C mitochondrial ma GO:0003824;GO:C catalytic activity;fi GO:0006082;GO:C organic acid meta hsa:2271 ko00020;k000720 Citrate cycle (TCA K01679
Prefoldin subunit GO:0005886;GO:C plasma membranc GO:0003676;GO:C nucleic acid bindir GO:0006457;GO:C protein folding;ce hsa:5201 K09548
Microtubule assoc GO:0000139;GO:C Golgi membrane;« GO:0000149;GO:C SNARE binding;rel GO:0006810;GO:C transport;intra-Ge hsa:11345 k004140 Regulation of autc k08341

Immunoglobulin ¢ GO:0005576;GO:C extracellular regic GO:0004871;GO:C signal transducer GO:0009987;GO:C cellular process;ce hsa:84824
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ARP2/3 complex / GO:0005737;GO:C cytoplasm;Arp2/3 GO:0003779;GO:C actin binding;strui GO:0006928;GO:C cell motion;reguls hsa:10094 ko04810 Regulation of acti K05756
Ubiquitin-conjuga GO:0000151;GO:C ubiquitin ligase cc GO:0003824;GO:C catalytic activity;li GO:0006464;GO:C protein modificati hsa:7332 ko04120;k005012 Ubiquitin mediate K04552
Endonuclease/Exc GO:0005654;G0:C nucleoplasm;endc GO:0000287;G0:C magnesium ion bi GO:0006139;GO:C nucleobase, nucle hsa:328 ko03410 Base excision rep: K10771
Calponin homolog GO:0008091;GO:C spectrin;organelle GO:0003779;GO:C actin binding;strur GO:0006810;GO:C transport;regulati hsa:6712 K06115
La domain;RNA re GO:0005634;GO:C nucleus;ribonucle GO:0000049;GO:C tRNA binding;nucl GO:0006139;GO:C nucleobase, nucle hsa:6741 ko05322 Systemic lupus en K11090
ADP-ribosylation 1 GO:0000139;GO:C Golgi membrane;i GO:0000166;GO:C nucleotide bindin; GO:0007049;GO:C cell cycle;cell com hsa:403 K07944
Proteasome activi GO:0005829;GO:C cy {] G0:0008538;GO:C pi activi GO:0006508;GO:C proteolysis;ubiqui hsa:5721 ko03050;ko04612 Proteasome;Antig KO6697
Protein of unknov GO:0016021;GO:C integral to membi GO:0005215;GO:C transporter activit GO:0006810;GO:C transport;ion tran hsa:63982

Redoxin;AhpC/TS/ GO:0005739;G0:C mitochondrion;pe GO:0003824;GO:C catalytic activity;p GO:0000302;GO:C response to reacti hsa:25824 K11187
Skp1 family, dime' GO:0005654;GO:C nucleoplasm;cyto: GO:0005488;GO:C binding;protein bi GO:0006508;GO:C proteolysis;ubiqui hsa:6500 ko04120;ko04310 Ubiquitin mediate K03094
Macrophage migr. GO:0005737;GO:C cytoplasm;intrace GO:0003824;GO:C catalytic activity;d GO:0006082;GO:C organic acid meta hsa:1652;hsa:100037417 K10028
Double-stranded DNA-binding domain G0:0003676;GO:C nucleic acid bindir GO:0006915;G0:C apoptosis;inductic hsa:9141 K06875
RanBP1 domain  G0:0005634;GO:C nucleus;organelle GO:0005083;GO:C small GTPase regt GO:0006810;GO:C transport;cell conr hsa:5902

Exonuclease G0:0016604;GO:C nuclear body;PML GO:0000175;GO:C 3'-5'-exoribonucle GO:0000738;G0:C DNA catabolic prc hsa:3669 K01147
HMG (high mobili G0:0005634;GO:C nucleus;organelle GO:0003676;GO:C nucleic acid bindir G0:0000122;GO:C negative regulatic hsa:3146;hsa:103! ko03410 Base excision rep: K10802

EGF-like domain;E GO:0016021;GO:C integral to membi GO:0005488;GO:C binding;calcium ic GO:0006810;GO:C transport;endocyt hsa:53353

Endoplasmic retic GO:0005783;GO:C endoplasmic retic GO:0003756;GO:C protein disulfide | GO:0006457;GO:C protein folding;transport;intracellular protein transport;metabolic process;protein secretion

Protein of unknov GO:0005634;GO:C bounded membr. hsa:25915 k09008
Alcohol dehydrog: G0:0000267;GO:C cell fraction;extra GO:0000166;GO:C nucleotide bindinj GO:0005975;GO:C carbohydrate met hsa:6652 k000051 Fructose and man K00008
short chain dehyd GO:0005739;GO:C mitochondrion;or, GO:0000166;GO:C nucleotide bindin; GO:0006082;GO:C organic acid meta hsa:1666 k00219
DEAD/DEAH box F GO:0005681;GO:C spliceosomal com GO:0000166;GO:C nucleotide bindin; GO:0000184;GO:C nuclear-transcribe hsa:9775 K03257
Dynamitin G0:0000776;GO:C kinetochore;centr GO:0003774;GO:C motor activity;cat GO:0000280;GO:C nuclear division;o hsa:10540 k005016 Huntington's dise: k10424
Iron/manganese s GO:0005759;GO:C mitochondrial ma GO:0003824;GO:C catalytic activity;s GO:0000302;GO:C response to reacti hsa:6648 k005016 Huntington's dise: K04564
FKBP-type peptid) GO:0005634;GO:C nucleus;cytoplasn GO:0003755;GO:C peptidyl-prolyl cis GO:0006457;GO:C protein folding;m: hsa:2287 K09570

Transcriptional Cc GO:0005667;GO:C transcription factc GO:0003676;GO:C nucleic acid bindir GO:0006139;GO:C nucleobase, nucle hsa:10923
metallopeptidase G0O:0005730;GO:C nucleolus;cytopla: GO:0003676;GO:C nucleic acid bindir GO:0006139;GO:C nucleobase, nucle hsa:5036

Ubiquitin-conjuga GO:0005634;G0:C nucleus;cytoplasn GO:0003824;GO:C catalytic activity;b GO:0000209;GO:C protein polyubiqu hsa:7336 K10704
SH3-binding, glut: GO:0005634;GO:C nucleus;cytoplasn GO:0004871;GO:C signal transducer activity;SH3/SH2 adaptor activity;binc hsa:6451

G0:0005576 extracellular regic GO:0003823;GO:C antigen binding;bi G0:0002376;G0:C immune system process;immune response;response to stimulus
Ribosomal proteir GO:0000315;GO:C organellar large ri GO:0003676;GO:C nucleic acid bindir GO:0006139;GO:C nucleobase, nucle hsa:65008
TCP-1/cpn60 chap GO:0005615;GO:C extracellular spaci GO:0000166;GO:C nucleotide bindin GO:0001775;GO:C cell activation;cyt: hsa:3329 k004940 Type | diabetes m K04077
Mov34/MPN/PAD GO:0005829;GO:C cytosol;proteason GO:0005488;GO:C binding;protein bi GO:0006508;GO:C proteolysis;ubiqui hsa:5713 ko03050 Proteasome K03038
RHO protein GDP G0:0005737;GO:C cytoplasm;cytoske GO:0005083;GO:C small GTPase regt GO:0006916;GO:C anti-apoptosis;cel hsa:396
Protein of unknov GO:0005730;GO:C nucleolus;cell cort GO:0000166;GO:C nucleotide bindin; GO:0001525;GO:C angiogenesis;anat hsa:4691 K11294
Double stranded | G0:0005634;G0:C nucleus;cytoplasn GO:0003676;GO:C nucleic acid bindir GO:0006139;GO:C i and nucleic acid i pr i egulati
Thioredoxin G0:0005783;GO:C endoplasmic retic GO:0003756;GO:C protein disulfide i GO:0006810;GO:C transport;protein hsa:9601 ko05110 Vibrio cholerae in K09582
Proteasome A-typ GO:0005634;GO:C nucleus;cytosol;pt GO:0003824;GO:C catalytic activity;e GO:0002376;GO:C immune system p hsa:5698 k003050 Proteasome K02741
Cofilin/tropomyos GO:0005634;GO:C nucleus;mitochon G0:0003779;GO:C actin binding;enzy GO:0006464;GO:C protein modificati hsa:9535
ThiF family;Ubiqui GO:0005634;GO:C nucleus;organelle GO:0000166;GO:C nucleotide bindin GO:0006464;GO:C protein modificati hsa:10054 k004120 Ubiquitin mediate K10685
Hsp70 protein G0:0005783;GO:C endoplasmic retic GO:0000166;GO:C nucleotide bindin; GO:0001666;GO:C response to hypo; hsa:10525 K09486
Prefoldin subunit G0:0016272;GO:C prefoldin complex GO:0005488;GO:C binding;protein bi GO:0006457;GO:C protein folding;pr hsa:10471 K04798
Cyclophilin type p GO:0005576;GO:C extracellular regic GO:0003755;GO:C peptidyl-prolyl cis GO:0006139;GO:C nucleobase, nucle hsa:5478 K03767
Protein-L-isoaspar GO:0005783;GO:C endoplasmic retic GO:0003824;GO:C catalytic activity;p GO:0006464;GO:C protein modificati hsa:5110 K00573
Ribose 5-phospha G0:0005829;GO:C cytosol;intracellul GO:0003824;GO:C catalytic activity;r GO:0005975;GO:C carbohydrate met hsa:22934 ko00030;ko00710 Pentose phosphat k01807
Tetratricopeptide GO:0005737;GO:C cytoplasm;intrace GO:0005488;GO:C binding;protein bi G0:0044413;GO:C interspecies inter: hsa:6449
Ezrin/radixin/moe GO:0005829;GO:C cytosol;cytoskelet GO:0003779;GO:C actin binding;bind GO:0006996;GO:C organelle organiz: hsa:7430 ko04810;ko04670 Regulation of acti k08007
SPFH domain / Ba GO:0005856;GO:C cytoskeleton;orga GO:0005102;GO:C receptor binding;binding;protein binding hsa:30968

G0:0005576;GO:C { i part;cell pai GO:0006915;GO:C apoptosis;cell dea hsa:51237
FAT domain;FATC GO:0005654;GO:C nucleoplasm;DNA G0:0000166;GO:C nucleotide bindin; GO:0000726;GO:C non-recombinatio hsa:5591 ko03450;ko04110 Non-homologous K06642
Ubiquitin family ~ G0:0005634;GO:C nucleus;organelle GO:0005488;GO:C binding;protein bi GO:0006508;GO:C proteolysis;metab hsa:6613;hsa:6612;hsa:387082 K12160
GDSL-like Lipase// GO:0005737;GO:C cytoplasm;intrace GO:0003824;GO:C catalytic activity;1 GO:0006629;GO:C lipid metabolic pr hsa:5049 ko00565 Ether lipid metabc K01062
CUB domain;Low- GO:0005887;GO:C integral to plasma GO:0003824;GO:C catalytic activity;e GO:0006508;GO:C proteolysis;metab hsa:6768 K08670
‘chromo' (CHRrom GO:0000775;GO:C chromosome, cen GO:0003682;GO:C chromatin binding GO:0006139;GO:C nucle hsa:11 72 K11586

G0:0000323;GO:C lytic vacuole;lysos GO:0008047;GO:C enzyme activator G0O:0001573;GO:C ganglioside metak hsa:2760 ko04142 K12383
P21-Rho-binding « G0:0005634;G0:C nucleus;cytosol;m GO:0000166;GO:C nucleotide bindin| GO:0006464;GO:C protein modificati hsa:5062 ko04010;ko04012 MAPK signaling p: K04410
Translationally col GO:0005737;GO:C cytoplasm;intrace GO:0005488;GO:C binding;calcium ic GO:0006810;GO:C transport;ion tran hsa:7178;hsa:392490
Endoplasmic Retic GO:0000267;GO:C cell fraction;meml GO:0000166;GO:C nucleotide bindin; GO:0006091;GO:C generation of pre« hsa:30001;hsa:56( ko05110 Vibrio cholerae in K10950;K10976
Eukaryotic proteir G0:0005829;GO:C cytosol;intracellul GO:0003824;GO:C catalytic activity;p GO:0007154;GO:C cell communicatic hsa:84817
NAC domain;UBA, GO:0005634;GO:C nucleus;nascent p GO:0003676;GO:C nucleic acid bindir G0:0006139;GO:C nucleobase, nucle hsa:4666 K03626
Tumour protein D GO:0005783;GO:C endoplasmic retic GO:0005488;GO:C binding;calcium ic GO:0001775;GO:C cell activation;imr hsa:7163
DnaJ domain;Dna. GO:0005783;GO:C endoplasmic retic GO:0005488;GO:C binding;protein bi GO:0006457;GO:C protein folding;m: hsa:51726 K09517
'Cold-shock' DNA- GO:0005634;GO:C nucleus;cytoplasn GO:0003676;GO:C nucleic acid bindir G0:0000375;G0:C RNA splicing, via t hsa:4904 K09276
Centromere/kinet GO:0000776;GO:C kinetochore;cond G0:0003676;GO:C nucleic acid bindir G0:0000070;GO:C mitotic sister chrc hsa:9183 K11578
Tau and MAP prot GO:0005874;GO:C microtubule;micrc¢ GO:0005198;GO:C structural molecu GO:0007026;GO:C negative regulatic hsa:4134 K10431

Ubiquitin-conjuga GO:0000795;GO:C synaptonemal cor GO:0003824;GO:C catalytic activity;li GO:0006464;GO:C protein modificati hsa:7329 k004120 Ubiquitin mediate k10577
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PUA domain G0:0005737;GO:C cytoplasm;intrace GO:0003676;GO:C nucleic acid bindit GO:0006139;G0:C

FKBP-type peptid) GO:0005829;GO:C cytosol;terminal ¢ GO:0003755;GO:C peptidyl-prolyl cis GO:0001775;GO:C cell activation;imr hsa:2280
Cdc37 C terminal | GO:0005829;GO:C cytosolsintracellul GO:0005488;GO:C binding;protein bi GO:0000079;GO:C regulation of cycli hsa:11140
Immunoglobulin V-set domain

G0:0005488;GO:C binding;protein binding hsa:25764
Ferritin-like doma GO:0008043;GO:C intracellular ferrit GO:0003824;GO:C catalytic activity;fi GO:0000041;GO:C transition metal ic hsa:2495
Shwachman-Bodi: GO:0000922;GO:C spindle pole;nucle GO:0003676;GO:C nucleic acid bindir GO:0001833;GO:C inner cell mass ce hsa:51119

and nucleic acid ic pr
K09568

K09554

ko00860 Porphyrin and chl K00522

2-oxoacid dehydrc GO:0005759;GO:C mitochondrial ma GO:0003824;GO:C catalytic activity;b GO:0008152 metabolic process

Cytosol aminopep GO:000S737,GOLC cytoplasmiintrace GO:0000287;GO:C magnesium ion bi GO:0006508,GO:C proteolysisjmetab hsaiS1056 ko00330;k000480 Arginine and proli k11142
Degradation argin GO:0005576 extracellular regic GO:0005102;GO:C receptor binding;bi g8 factor hsa:7873

Immunoglobulin \ GO:0005576  extracellular region

BRO1-like domain GO:0005813;GO:C centrosome;micrc GO:0005488;GO:C binding;protein bi GO:0006810;GO:C transport;apoptos hsa:10015 K12200
Peptidase C26  GO:0000323;GO:C lytic vacuole;extrs GO:0003824;GO:C catalytic activity;p GO:0006082;GO:C organic acid meta hsa:8836 k000790 Folate biosynthes K01307
D-Tyr-tRNA(Tyr) d GO:0005737;GO:C cytoplasm;intrace GO:0003824;GO:C catalytic activity;h GO:0006082;GO:C organic acid meta hsa:92675 K07560
Ankyrin repeat  GO:0005737;GO:C cytoplasmyintrace GO:0005488;GO:C binding;protein bi GO:0006417;GO:C regulation of tran hsa:136319

RNA recognition r GO:0005737;GO:C cytoplasm;intrace GO:0003676;GO:C nucleic acid bindir GO:0006139;GO:C and nucleic acid ic pr

Adenylate kinase; GO:0005758;GO:C mitochondrial int GO:0000166;GO:C nucleotide bindinj GO:000613%;GO:C nucleobase, nucle hsa:204 k000230 Purine metabolisr K00939

GTP cyclohydrolas GO:0005829;GO:C cytosol;membran: GO:0005488;GO:C binding;protein bi GO:0001505;GO:C regulation of neur hsa:2644
Triosephosphate i G0:0005829;GO:C cytosol;intracellul GO:0003824;GOC catalytic activity;t GO:0005975;GO:C carbohydrate met hsa:7167
Ubiquitin carboxy GO:0005634;GO:C nucleus;organelle GO:0003824;GO:C catalytic activity;e GO:0006464;GO:C protein modificati hsa:7345
Calcineurin-like pt GO:0010008;GO:C endosome membi GO:0003824;GO:C catalytic activity;p GO:0006810;GO:C transport;protein hsa:51699
G0:0005783;GO:C endoplasmic retic GO:0003824;GO:C catalytic activity;o GO:0008152;GO:C metabolic process hsa:51060
Thioredoxin GO:0005783;GO:C endoplasmic retic GO:0003824;GO:C catalytic activity;is GO:0006916;GO:C anti-apoptosisicel hsa:81567
Ubiquitin carboxy GO:0005737;GO:C cytoplasm;intrace GO:0003824;GO:C catalytic activity;u GO:0006508;GO:C proteolysis;ubiqui hsa:7347
Cytochrome ¢ oxic GO:0005743;GO:C mitochondrial inn GO:0003824;GO:C catalytic activity;c GO:0007585;GO:C respiratory gaseo hsa:1329
Glutathione S-trar GO:0005737;GO:C cytoplasm;intrace GO:0003824;GO:C catalytic activity;g GO:0008152;GO:C metabolic process hsa:9446
Transaldolase  GO:0005829;GO:C cytosol;intracellul GO:0003824;GOC catalytic activity;t GO:0005975;GO:C carbohydrate met hsa:6888
Septin G0:0000166;GO:C nucleotide bindin; GO:0007049;GO:C cell cycle;cellular process
Dnal domain G0:0005488;GO:C binding;protein bi GO:0000375;GO:C RNA splicing, via t hsa:22826
Activator of Hsp9( GO:0005783;GO:C endoplasmic retic GO:0001671;,GO:C ATPase activator : GO:0006457;,GO:C protein folding;re: hsa:10598
Ezrin/radixin/moe GO:0005737;GO:C cytoplasm;cytoske GO:0005102;GO:C receptor binding;: G0:0002376;GO:C immune system p hsa:4478
KH domain G0:0005634;GO:C nucleus;cytoplas GO:0003676;GO:C nucleic acid bindir GO:0000375;GO:C RNA splicing, via t hsa:5094
HIT domain GO:0005634;GO:C nucleus;cytoplasm GO:0003824;GO:C catalytic activity;p GO:0007154;GO:C cell communicatic hsa:3094
Cofilin/tropomyos GO:0016363;GO:C nuclear matrix;org GO:0003779;GO:C actin binding;bind GO:0006916;GO:C anti-apoptosisicel hsa:1072
CutA1 divalent ior GO:0016020;GO:C membrane;cell pa GO:0005488;GO:C binding;protein bi GO:0008104;GO:C protein localizatio hsa:51596
Phospholipase D/' GO:0005789;GO:C endoplasmic retic GO:0003824;GO:C catalytic activity;p GO:0006629;GO:C lipid metabolic pr hsa:23646
Second Mitochoni GO:0005739;GO:C mitochondrion;cy GO:0005488;GO:C binding;protein bi GO:0006917;GO:C induction of apop hsa:56616
haloacid dehalogenase-like hydrolase G0:0000287;GO:C magnesium ion bi GO:0006082;GO:C organic acid meta hsa:5723
Coproporphyrinog GO:0005758;GO:C mitochondrial inte GO:0003824;GO:C catalytic activity;c GO:0006778;GO:C porphyrin metabc hsa:1371
G0:0005634;GO:C nucleus;cytoplasn GO:0003824;GO:C catalytic activity;b GO:0006464;GO:C protein modificati hsa:3276
Ankyrin repeat  GO:0005829;GO:C cytosol;proteason GO:0005488;GO:C binding;protein bi GO:0006508;GO:C proteolysis;ubiqui hsa:5716
Glutathione S-trar GO:0005737;GO:C cytoplasm;intrace GO:0003824;GO:C catalytic activity;g GO:0006916;GO:C anti-apoptosis;cer hsa:2950
Respiratory-chain GO:0005747;GO:C mitochondrial res GO:0000166;GO:C nucleotide bindin; GO:0006091;GO:C generation of pre: hsa:4729
Uncharacterised £ GO:0005576;GO:C extracellular region;ER-Golgi intermediate compartment;intracellular part;cytoplasmic part;c hsa:56005
Glycosyl transfera GO:0005829;GO:C cytosol;intracellul GO:0003824;GO:C catalytic activity;b GO:0000271;GO:C polysaccharide bic hsa:2992
BH3 interacting di GO:0000267;GO:C cell fraction;mem| GO:0005102;GO:C receptor binding;« GO:0001836;GO:C release of cytochr hsa:637
Transcription elor G0:0005654;GO:C nucleoplasm;orga GO:0003676;GO:C nucleic acid bindit GO:0006139;GO:C nucleobase, nucle hsa:6917
Calponin homolog GO:0005829;GO:C cytosolsintracellul GO:0005488;GO:C binding;calcium ic GO:0006996;GO:C organelle organiz: hsa:3936
Palmitoyl protein GO:0000267;GO:C cell fraction;lytic \ GO:0003824;GO:C catalytic activity;p GO:0006464;GO:C protein modificati hsa:5538
PDZ domain (Also GO:0005634;GO:C nucleus;mitochon GO:0003824;GO:C catalytic activity;e GO:0006508;GO:C proteolysis;apopt: hsa:27429
Aminotransferase class-V/ G0:0003824;GO:C catalytic activity;C GO:0006082;GO:C organic acid meta hsa:29968
Tetratricopeptide GO:0005741;GO:C mitochondrial out GO:0005048;GO:C signal sequence b GO:0006605;GO:C protein targeting; hsa:10953
Tetratricopeptide GO:0005634;GO:C nucleus;Golgi app GO:0005488;GO:C binding;protein bi GO:0006950;GO:C response to stress hsa:10963
Thioredoxin GO:0005576;GO:C extracellular regio GO:0003756;GO:C protein disulfide i GO:0006082;GO:C organic acid meta hsa:5034
*Cold-shock' DNA- GO:0005634;GO:C nucleus;cytoplasn GO:0003676;GO:C nucleic acid bindir GO:0000122;GO:C negative regulatic hsa:8531;
KH ; , 1 GO:0000175;GO:C 3-5™-exoribonucle GO:0006139;GO:C nucleobase, nucle hsa:87178
Serpin (serme pro GO:0005829;GO:C cytosolsintracellul GO:0004857;GO:C enzyme inhibitor : GO:0006928;GO:C cell motion;cellul: hsa:5271;
Primary hepatoce GO:0005634;GO:C nucleus;organelle GO:0005488;GO:C binding;protein bi GO:0006461;GO:C protein complex a hsa:56984
Aconitase family ( G0:0005634;GO:C nucleus;mitochon GO:0003824;GO:C catalytic activity;a GO:0006084;GO:C acetyl-CoA metab hsa:50
duTPase G0:0005634;GO:C nucleus;mitochon GO:0000287;GO:C magnesium ion bi GO:0005975;GO:C carbohydrate met hsa:1854
Thymidylate kinas G0:0005829;GO:C cytosol;intracellul GO:0000166;GO:C nucleotide bindinj GO:0005975;,GO:C carbohydrate met hsa:1841
Calponin homolog GO:0005730;GO:C nucleolus;plasma GO:0003779;GO:C actin binding;strun GO:0008064;GO:C regulation of actir hsa:6711
GO:0005654;GO:C nucleoplasm;cyto: GO:0005488;GO:C binding;protein bi GO:0006139%;GO:C nucleobase, nucle hsa:6923
FKBP-type peptid) GO:0005634;GO:C nucleus;cytoplasm GO:0003755;GO:C peptidyl-prolyl cis GO:0006457;GO:C protein folding;m hsa:2288
€S domain;SGS do GO:0000151;GO:C ubiquitin ligase cc GO:0005488 binding G0:0000280;GO:C nuclear division;p hsa:10910

ko00010;ko00051 Glycolysis / Gluco K01803

ko05012 Parkinson's diseas K05611
K07095
ko00480 Glutathione meta K05360
K05609

ko00190;ko04260 Oxidative phospht k02265
ko00480;ko00980 Glutathione meta K00799
k000030 Pentose phosphat K00616

K09528

ko04810;ko04670 Regulation of acti K05763

ko04810;ko04360 Regulation of acti K05765
K03926

K10522
k000260 Glycine, serine an K01079
k000860 Porphyrin and chl k00228

K11434

K06694
k000480;k000980 Glutathione meta K00799
ko00190;k005010 Oxidative phosph k03943

K00750
k004210;k004115 Apoptosis;pS3 sig K04726
ko03022 Basal transcriptior K03145

ko00062;k004142 Fatty acid elongat K01074
k005012 Parkinson's diseas K08669
ko00260;k000750 Glycine, serine an K00831

K09553
K09580

:510¢ ko04530 Tight junction K06099;K09277

ko00230;ko00240 Purine metabolisr K00962

:5276;hsa:1992;hsa:5272

K11876
ko00020;ko00630 Citrate cycle (TCA K01681
k000240 Pyrimidine metab K01520
ko00240 Pyrimidine metab K00943

K06115
ko04120;ko05200 Ubiquitin mediate K03873

K09571
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Adenylate kinase G0:0005634;GO:C nucleus;cytoplasn GO:0000166;GO:C nucleotide bindin; GO:0006139;GO:C nucleobase, nucle hsa:51727 ko00240 Pyrimidine metab K00945

~

©

©

®

®

Cyclophilin type p GO:0000267;GO:C cell fraction;mem| GO:0003755;GO:C peptidyl-prolyl cis GO:0006457;GO:C protein folding;m: hsa:10105 K09565
Domain of unknov GO:0005634;GO:C nucleus;organelle GO:0003676;GO:C nucleic acid bindir GO:0006139;GO:C nucleobase, nucle hsa:8880
Ubiquitin carboxy GO:0005622;GO:C intracellular;cell p GO:0003824;GO:C catalytic activity;u GO:0006508;GO:C proteolysis;ubiqui hsa:51377 K05610
Intermediate filan GO:0005882;GO:C intermediate filan GO:0005198;GO:C structural molecu GO:0008544;GO:C epidermi tissue p ical structure de
Intermediate filan GO:0005882;GO:C intermediate filan GO:0005198 structural molecule activity
Intermediate filan GO:0005882;GO:C intermediate filan GO:0005198 structural molecule activity hsa:144501
Calponin homolog GO:0016604;GO:C nuclear body;PML GO:0005488;GO:C binding;protein bi GO:0007399;GO:C nervous system di hsa:4034
HIT domain GO:0005576;GO:C extracellular regic GO:0003824;GO:C catalytic activity;hydrolase activity hsa:84681
G0:0005730;GO:C nucleolus;cytopla: GO:0003676;GO:C nucleic acid bindir GO:0000226;GO:C microtubule cytos hsa:51203
UTP—glucose-1-pt GO:0005737;GO:C cytoplasm;intrace GO:0003824;GO:C catalytic activity;L GO:0005975;GO:C carbohydrate met hsa:6675;hsa:913" ko00530 Aminosugars met: K00972
WD domain, G-be GO:0005739;GO:C mi ion; ; bounded racellular intracellular | hsa:26608
LSM domain G0:0005737;GO:C cytoplasm;ribonuc GO:0003676;GO:C nucleic acid bindir GO:0006139%;GO:C nucleobase, nucle hsa:11157 K04796
001280 GO:0005737;GO:C cytoplasm;plasma GO:0005215;GO:C transporter activit GO:0006810;GO:C transport;ion tran hsa:54102;hsa:100131610;hsa:53405;hsa:25932;hsa:11' K05026;K05025;K(
ADP-ribosylation | G0O:0005794;GO:C Golgi apparatus;o GO:0000166;GO:C nucleotide bindin, GO:0006810;GO:C transport;intracel hsa:56681;hsa:51128 K07953;K07954
GO:0005634;GO:C nucleus;organelle GO:0005488;GO:C binding;protein bi GO:0000079;GO:C regulation of cycli hsa:56647
Adaptin N termin: G0:0030117;GO:C membrane coat;v GO:0005198;GO:C structural molecu GO:0006810;GO:C transport;intracel hsa:26958
pinin/SDK/memA, GO:0005681;GO:C spliceosomal com GO:0003676;GO:C nucleic acid bindir GO:0006139;GO:C nucleobase, nucle hsa:5411
RNA polymerase F GO:0005654;GO:C nucleoplasm;nuch GO:0003824;GO:C catalytic activity;C GO:0000375;GO:C RNA splicing, via t hsa:5437 k003020;k005016 RNA polymerase;t K03016
ADP-ribosylation | G0:0005813;GO:C centrosome;micrc GO:0000166;GO:C nucleotide bindin; GO:0006461;,GO:C protein complex a hsa:402 k07943
Zinc finger, C3HC4 GO:0005634;GO:C nucleus;cytosol;or GO:0003824;GO:C catalytic activity;b GO:0006139;GO:C nucleobase, nucle hsa:9978 ko04120;k003420 Ubiquitin mediate k03868
ATPase family ass GO:0005634;GO:C nucleus;organelle GO:0000166;GO:C nucleotide bindinj GO:0006139;GO:C nucleobase, nucle hsa:9319
Actin G0:0000123;GO:C histone acetyltran GO:0000166;GO:C nucleotide bindin; GO:0006139;GO:C nucleobase, nucle hsa:86 K11340
GNL3L/Grn1 putaf GO:0005730;GO:C nucleolus;organel GO:0000166;GO:C nucleotide bindin; GO:0042127;GO:C regulation of cell | hsa:26354
Transport protein GO:0005783;GO:C endoplasmic retic GO:0005488;GO:C binding;protein bi GO:0006810;GO:C transport;ER to Gi hsa:27095
NUDIX domain GO:0003824;GO:C catalytic activity;C GO:0006139;GO:C nucleobase, nucle hsa:4521 K03574
FRGL-like family ~GO:0005681;GO:C spli :Cajal body; boc GO:0006139;GO:C nucleobase, nucle hsa:2483
Nucleotide-sensit: GO:0005634;GO:C membr. GO:0000387;GO:C spliceosomal snRt hsa:1207 K05019
NIPSNAP G0:0005829;GO:C cytosolsintracellular part;cytoplasmic part;cell part hsa:25934

Endoribonuclease GO:0005634;GO:C nucleus;cytoplas GO:0003824;GO:C catalytic activity;n GO:0006417;GO:C regulation of tran: hsa:10247

Sedlin, N-terminal GO:0005783;GO:C endoplasmic retic GO:0005488;GO:C binding;protein bi GO:0001501;GO:C skeletal system de hsa:6399

RNA recognition r GO:0005634;GO:C nucleus;organelle GO:0000166;GO:C nucleotide bindin; GO:0006139;GO:C nucleobase, nucle hsa:10929;hsa:6427
Lipocalin / cytosol GO:0005615;GO:C extracellular spaci GO:0005215;GO:C transporter activit GO:0006629;GO:C lipid metabolic pri hsa:347

Synaptobrevin  GO:0000139;GO:C Golgi membrane; GO:0005488;GO:C binding;protein bi GO:0006810;GO:C transport;ER to Gt hsa:9554 k004130 SNARE interactior K08517
Complex 1 protein (LYR family) hsa:57226

short chain dehyd GO:0005789;GO:C endoplasmic retic GO:0003824;GO:C catalytic activity;e GO:0006629;GO:C lipid metabolic pri hsa:51144 ko00150;k001040 Androgen and est K00044;K10251
ATP synthase alpt GO:0005887;GO:C integral to plasma GO:0000166;GO:C nucleotide bindin, GO:0006139;GO:C nucleobase, nucle hsa:523 k000190;k005110 Oxidative phospht K02145

Ras family GO:0000139;GO:C Golgi membrane; GO:0000166;GO:C nucleotide bindin; GO:0006810;GO:C transport;cell cor hsa:23011 K07890

ATP synthase alpt G0:0012505;G0:C endomembrane s' GO:0003824;GO:C catalytic activity;t GO:0006139;GO:C nucleobase, nucle hsa:526 k000190;k005110 Oxidative phospht K02147
Nucleoside 2-deo: GO:0005634;GO:C bounded or GO:0008283;GO:C cell proliferation;¢ hsa:10591

Mov34/MPN/PAD GO:0005682;GO:C US snRNP;nuclear GO:0003676;GO:C nucleic acid bindir GO:0000375;GO:C RNA splicing, via t hsa:10594
Calcineurin-like pt GO:0000159;GO:C protein phosphat: GO:0003824;GO:C catalytic activity;p GO:0000188;GO:C inactivation of M/ hsa:5515;hsa:551¢ ko04310;ko04350 Wt signaling pat! K04382

60s Acidic riboson GO:0015934;GO:C large ribosomal st GO:0003676;GO:C nucleic acid bindir GO:0006414;GO:C translational elon; hsa:6176 k003010 Ribosome K02942
Ferredoxin-fold ar GO:0000267;GO:C cell fraction;solub GO:0000049;GO:C tRNA binding;nucl GO:0006082;GO:C organic acid meta hsa:10667 ko00400;ko00970 Phenylalanine, tyr K01889
Glucosamine-6-pt GO:0005634;GO:C nucleus;Golgi app GO:0003824;GO:C catalytic activity;g GO:0005975;GO:C carbohydrate met hsa:10007 ko00530 Aminosugars meti K02564

RNA recognition r GO:0005622;GO:C intracellular;cell p GO:0000166;GO:C nucleotide bindin; GO:0006139;GO:C nucleobase, nucle hsa:2130

$-100/ICaBP type GO:0005737;GO:C cytoplasm;intrace GO:0005488;GO:C binding;calcium ion ing;i ing;cation binding; hsa:57402

4Fe-4S binding do GO:0005747;GO:C mitochondrial res GO:0003824;GO:C catalytic activity;N GO:0006091;GO:C generation of pre: hsa:4728 ko00190;k005010 Oxidative phospht K03941

Protein kinase doi GO:0005634;GO:C nucleus;cytoplasn GO:0000166;GO:C nucleotide bindin; GO:0006464;GO:C protein modificati hsa:1454;hsa:145: ko04310;ko04340 Wnt signaling pat/ K08960;K08959
ETC complex | sub GO:0005747;GO:C mitochondrial res GO:0003824;GO:C catalytic activity;N GO:0001932;GO:C regulation of prot hsa:4724 ko00190;k005010 Oxidative phospht K03937

RNA recognition r GO:0005681;GO:C spliceosomal com G0O:0000166;GO:C nucleotide bindin; G0:0006139;GO:C nucleobase, nucle hsa:22913

Zinc knuckle G0:0003676;GO:C nucleic acid ion ;ion bindin,

Bacterial transfer: GO:0005634;GO:C nucleus;eukaryoti GO:0003676;GO:C nucleic acid bindir G0:0001541;GO:C ovarian follicle de hsa:8893 K03240

PDZ domain of MCC-2 bdg protein for Usher syndrome G0:0004871;GO:C signal transducer GO:0007049;GO:C cell cycle;cell tr pr regulation of cell
RNA recognition r GO:0005829;GO:C cytosol;eukaryotic G0:0000166;GO:C nucleotide bindin; GO:0006412;GO:C translation;regula hsa:1975 ko04150 mTOR signaling p: K03258

MazG nucleotide | G0:0005634;GO:C nucleus;cytoplasn GO:0003824;GO:C catalytic hsa:79077

D-isomer specific GO:0005634;GO:C nucleus;cytoplasn GO:0000166;GO:C nucleotide bindin; GO:0006464;GO:C protein modificati hsa:1487 ko04310;ko04330 Wnt signaling patl K04496
Ubiquitin-conjuga GO:0005654;GO:C nucleoplasm;cyto: GO:0000166;GO:C nucleotide bindin| GO:0000226;GO:C microtubule cytos hsa:11065 k004120 Ubiquitin mediate K06688
Anticodon binding GO:0000267;GO:C cell fraction;solub GO:0000166;GO:C nucleotide bindin; GO:0006082;GO:C organic acid meta hsa:2058 ko00251;ko00860 Glutamate metab K01881;K01885
Regulator of G protein signaling domain G0:0004871;GO:C signal transducer GO:0009966;GO:C regulation of signi hsa:6001

PPIC-type PPIASE GO:0005634;GO:C nucleus;organelle GO:0003755;GO:C peptidyl-prolyl cis GO:0001932;GO:C regulation of prot hsa:5300 K09578

Caspase domain  GO:0005634;GO:C nucleus;cytoplasn GO:0003824;GO:C catalytic activity;e GO:0006508;GO:C proteolysis;apopt: hsa:23581 K04401
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PCI domain;26S p1 GO:0000502;GO:C proteasome comp GO:0003824;GO:C catalytic activity;b GO:0006508;GO:C proteolysis;ubiqui hsa:9861 ko03050 Proteasome K03037

Calponin homolog GO:0005737;GO:C cytoplasm;intrace GO:0005083;G0:C small GTPase regt. GO:0000165;GO:C MAPKKK cascade; hsa:9459 ko04810;k005212 Regulation of acti K05729
Nsed G0:0005634;GO:C bounded orga GO:0006139;GO:C nucleobase, nucle hsa:54780;hsa:493861

Translation initiat GO:0005737;GO:C cytoplasm;intrace GO:0003676;GO:C nucleic acid bindir GO:0006413;GO:C translational initiz hsa:10289;hsa:10209

Cyclin-dependent GO:0005654;GO:C nucleoplasm;orga GO:0005488;GO:C binding;protein bi GO:0000079;GO:C regulation of cycli hsa:1163 k004111;k005200 Cell cycle - yeast;F K02219
Ras family G0:0005829;GO:C cytosol;plasma m¢ GO:0000166;GO:C nucleotide bindin; GO:0007154;GO:C cell communicatic hsa:5908;hsa:643: ko04010;ko04510 MAPK signaling p: K07836
Calponin family re GO:0005856;GO:C cytoskeleton;cell- GO:0003779;GO:C actin binding;bind GO:0006996;GO:C organelle organiz: hsa:1265

HCaRG protein G0:0005488;GO:C binding;protein binding hsa:23412

PH domain G0:0005737;GO:C cytoplasmiintracellular part;cell part G0:0006810;GO:C transport;intracell hsa:26228

CD80-like C2-set i GO:0005634;GO:C nucleus;Golgi app GO:0005488;GO:C binding;protein bi GO:0007155;GO:C cell adhesion;anat hsa:4162 K06534
emp24/gp25L/p2¢ GO:0000139;GO:C Golgi membrane;c GO:0005488;GO:C binding;protein bi GO:0006810;GO:C transport;cellular hsa:10959

LisH;Ran binding ; GO:0005634;G0:C nucleus;organelle GO:0005488;GO:C binding;protein binding hsa:54994

Pyridine nucleotic GO:0005739;GO:C mitochondrion;cy GO:0000166;GO:C nucleotide bindin; GO:0006518;GO:C peptide metabolic hsa:2936 k000480 Glutathione meta K00383
LETM1-like protei GO:0005743;G0O:C mitochondrial inn GO:0005488;GO:C binding;calcium ic GO:0006996;GO:C organelle organiz: hsa:3954

HMG (high mobili GO:0000228;GO:C nuclear chromoso GO:0003676;G0:C nucleic acid bindir G0:0006325;GO:C chromatin organiz hsa:6605 K11651
Nucleosome asset GO:0005634;GO:C nucleus;organelle GO:0005488;GO:C binding;protein bi GO:0006325;GO:C chromatin organiz hsa:4676 K11282

Hexokinase;Hexok GO:0005741;G0:C mitochondrial out GO:0000166;GO:C nucleotide bindin; GO:0005975;GO:C carbohydrate met hsa:3098;hsa:309¢ ko00010;ko00051 Glycolysis / Gluco K00844

ER lumen protein GO:0005789;GO:C endoplasmic retic GO:0004871;GO:C signal transducer GO:0006621;GO:C protein retention in ER lumen;transport;intracellular protein transport;cellular process;prote

Frizzled/Smoothei GO:0016021;GO:C integral to membr GO:0004871;GO:C signal transducer GO:0007154;GO:C cell communicatic hsa:6608 ko04340;k005200 Hedgehog signalir k06226
7 transmembrane GO:0005886;GO:C plasma membranc GO:0004871;GO:C signal transducer GO:0003008;GO:C system process;ce hsa:158131 ko04740 Olfactory transdur K04257
Translin family  GO:0005634;GO:C nucleus;cytoplasn GO:0003676;GO:C nucleic acid bindit GO:0006139;GO:C nucleobase, nucle hsa:7247

Ham1family ~ GO:0005737;GO:C cytoplasm;intrace GO:0000287;GO:C magnesium ion bi GO:0006139;GO:C nucleobase, nucle hsa:3704 ko000230;k000240 Purine metabolisr k01519
Calponin homolog GO:0008091;GO:C spectrin;axon;cell GO:0003779;GO:C actin binding;strur GO:0003008;GO:C system process;ax hsa:57731 K06115
RNase P subunit f GO:0005655;GO:C nucleolar ribonucl GO:0003824;GO:C catalytic activity;n GO:0006139;GO:C nucleobase, nucle hsa:10556 K03539
WD domain, G-beta repeat hsa:80349

Tctex-1family  GO:0005874;GO:C microtubule;micrc GO:0003774;GO:C motor activity; ic activity;bindi in binding hsa:6993 K10420
Kua-ubiquitin con GO:0005634;GO:C nucleus;cytoplasn GO:0003824;GO:C catalytic activity;b GO:0000209;GO:C protein polyubiqu hsa:387522 K10704
Immunoglobulin ¢ GO:0000139;GO:C Golgi membrane;; GO:0005488;GO:C binding;protein bi GO:0007154;GO:C cell communicatic hsa:682 K06535
short chain dehyd GO:0005782;GO:C peroxisomal matri GO:0003824;GO:C catalytic activity;3 GO:0008152;GO:C metabolic process hsa:3295 k000120 Bile acid biosynth: k12405
Ubiquitin-conjugating enzyme G0:0000166;GO:C nucleotide bindin; GO:0006464;GO:C protein modificati hsa:7323;hsa:732: ko04120 Ubiquitin mediate K06689
Secl family GO:0000149;GO:C SNARE binding;bir GO:0006904;GO:C vesicle docking during is; pr ing;vesicle docking;transpc
TFIIE beta subunit GO:0005667;GOC transcription factc GO:0003676;GO:C nucleic acid bindii GO:0006139;GO:C nucleobase, nucle hsa:2961 k003022 Basal transcriptior 03137
RNA recognition r GO:0005634;GO:C nucleus;organelle GO:0003676;GO:C nucleic acid bindir GO:0000375;GO:C RNA splicing, via t hsa:8148;hsa:2521

Ras family G0:0005622;GO:C intracellular;plasn GO:0000166;GO:C nucleotide bindin; GO:0007154;GO:C cell communicatic hsa:6237 ko04010;k004810 MAPK signaling p: k07829
Thioesterase superfamily G0:0003824;GO:C catalytic activity;C GO:0006461;GO:C protein complex @ hsa:55856

Serine-threonine | GO:0000159;GO:C protein phosphat: GO:0008601;GO:C protein phosphat: GO:0007154;GO:C cell icatic hsa:5521h hsa:5520 K04354
€2 domain GO:0016021;GO:C integral to intrinsic to membr part;cell part hsa:23344

KH domain G0:0005634;GO:C nucleus;cytoplas GO:0003676;GO:C nucleic acid bindir GO:0006066;GO:C alcohol metabolic hsa:3069

Eukaryotic family GO:0005730;GO:C bounded intracellular i 1 hsa:26017

Translation initiat GO:0005737,GO:C cytoplasmyintrace GO:0003676;GO:C nucleic acid bindir GO:0006413;GO:C translational initiz hsa:0086;hsa:1964 k03236
Cell differentiatiol GO:0005634;GO:C nucleus;organelle GO:0005488;GO:C binding;protein bi GO:0003006;GO:C reproductive deve hsa:9125

Ssu72-like protein GO:0005634;GO:C nucleus;cytoplasn GO:0003824;GO:C catalytic activity;p GO:0006139;GO:C nucleobase, nucle hsa:29101

Region in Clathrin GO:0016023;GO:C cytoplasmic mem| GO:0005198;GO:C structural molecu GO:0006810;GO:C transport;intracell hsa:1213;

:821¢ ko04142;ko05016 Huntington's dise: K04646

UBA/TS-N domain GO:0005634;GO:C nucleus;endoplasi GO:0005488;GO:C binding;protein bi GO:0006464;GO:C protein modificati hsa:56893;hsa:29979 k04523
Transcription fact: G0:0000123;GO:C histone acetyltran G0:0003712;GOC transcription cofa GO:0006139;GO:C nucleobase, nucle hsa:56943 K11368
Protein of unknov GO:0016021;GO:C integral to membi GO:0005488;GO:C binding;protein binding hsa:57003

Respiratory-chain GO:0005747;GO:C mitochondrial res GO:0000166;GO:C nucleotide bindin; GO:0006091;GO:C generation of pre: hsa:4720 ko00190;ko05010 Oxidative phosph k03935
PCI domain G0:0005737;GO:C cytoplasmsignalo GO:0005488;GO:C binding;protein bi GO:0007154;GO:C cell communicatic hsa:8533 K12177

GO:0005783;GO:C endoplasmic retic GO:0005488;GO:C binding;protein bi GO:0006950;GO:C response to stress hsa:819

BCL7, N-terminal conserver region G0:0009889;GO:C regulation of bios' hsa:605

Eukaryotic proteir GO:0000139;GO:C Golgi ic reticulum to :
CPSF A subunit re; GO:0005847;GO:C mRNA cleavage ar GO:0003676;GO:C nucleic acid bindir GO:0000375;GO:C RNA splicing, via t hsa:29894

60:0000323;GO:C lytic G0:0003824;GO:C catalytic activity;N GO:0006464;GO:C protein modificati hsa:175 ko00511;k004142 Other glycan degr K01444
HECT-domain (ubi GO:0000267;GO:C cell fraction;solub GO:0003676;GO:C nucleic acid bindir GO:0006464;GO:C protein modificati hsa:51366 k004120 Ubiquitin mediate k10593
Adenylosuccinate GO:0005737;GO:C cytoplasmintrace GO:0003824;GO:C catalytic activity;l GO:0006139;,GO:C nucleobase, nucle hsa:158 k000230;k000252 Purine metabolisr K01756
metallopeptidase GO:0005654;GO:C nucleoplasm;chro GO:0003711;GO:C transcription elon GO:0006139;GO:C nucleobase, nucle hsa:11198
Microtubule assoc GO:0005773;GO:C vacuole;autophag GO:0004871;GO:C signal transducer GO:0006605;GO:C protein targeting; hsa:23710;hsa:11: ko04140 Regulation of autc k08341
Calcineurin-like pt GO:0005737;GO:C cytoplasm;macror GO:0003824;GO:C catalytic activity;p GO:0005975;GO:C carbohydrate met hsa:5499 ko04810;k004510 Regulation of acti k06269

RNA recognition r GO:0005654;GO:C nucleoplasm;ribor GO:0000166;GO:C nucleotide bindin; GO:0000375;GO:C RNA splicing, via t hsa:3191

emp24/gp25L/p2: GO:0000139;GO:C Golgi membrane;« GO:0005488;GO:C binding;protein bi GO:0006810;GO:C transport;exocyto hsa:10972

Regulator of G prc GO:0000267;GO:C cell fraction;mem| GO:0004871;GO:C signal transducer GO:0006914;GO:C autophagy;cell col hsa:10287

Protein kinase doi GO:0005634;GO:C nucleus;cytoplasm GO:0000166;GO:C nucleotide bindinj GO:0006464;GO:C protein modificati hsa:8536 K08794
Ankyrin repeat;RP GO:0005856;GO:C cytoskeleton;cell ¢ G0:0005488;GO:C ; inhibitor hsa:26064;hsa:221692

F-boxdomain  GO:0000151;GO:C ubiquitin ligase cc GO:0005488;GO:C binding;protein bi GO:0000075;GO:C cell cycle checkpo hsa:79791 K10308
Ankyrin repeat  GO:0005737,GO:C cytoplasmintrace GO:0008047;GO:C enzyme activator GO:0006937,GO:C regulation of mus hsa:4660 k004270 Vascular smooth r K12329
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5' nucleotidase fa GO:0005829;GO:C cytosolsintracellul GO:0000166;GO:C nucleotide bindin; GO:0006139;GO:C nucleobase, nucle hsa:22978
LSM domain G0:0005654;GO:C nucleoplasm;splic GO:0003676;GO:C nucleic acid bindir GO:0000245;GO:C spliceosome asser hsa:6635
Cobalamin adeno: GO:0005739;GO:C mitochondrion;or; GO:0000166;GO:C nucleotide bindin; GO:0006766;GO:C vitamin metabolic hsa:326625
Calponin homolog GO:0005634;GO:C bounded i i membr; hsa:92521
Phosphatidylinosi GO:0005942;GO:C phosphoinositide GO:0000166;GO:C nucleotide bindinj GO:0000187;GO:C activation of MAP hsa:5291
Learning-associated protein hsa:84298
0B-fold nucleic ac GO:0005634;GO:C nucleus;organelle GO:0003676;GO:C nucleic acid bindir GO:0006139;GO:C nucleobase, nucle hsa:79035
GO:0005640;GO:C nuclear outer ic reticulum to membrar hsa:79073
Domain of unknov GO:0005829;GO:C cytosolsintracellul GO:0000287;GO:C magnesium ion bi GO:0006082;GO:C organic acid meta hsa:2184
Eukaryotic porin  GO:0005741;GO:C mitochondrial out GO:0000166;GO:C nucleotide bindin; GO:0006810;GO:C transport;ion tran hsa:7419

Cystatin domain  GO:0001533;GO:C cornified envelop: GO:0002020;GO:C protease binding; GO:0006464;GO:C protein modificati hsa:1475
Roadblock/LC7 do GO:0005765;GO:C lysosomal membr GO:0005488;GO:C binding;protein bi GO:0000186;GO:C activation of MAP hsa:28956
Bacterial transfer: GO:0005737;GO:C cytoplasm;cytoske GO:0003824;GO:C catalytic activity;transferase activity hsa:84516
SNAP-25 family;St GO:0000267;GO:C cell fraction;mem| GO:0005484;GO:C SNAP receptor act GO:0006810;GO:C transport;exocyto hsa:9342
Ribosome biogen« GO:0005730;GO:C bounded intracellular i 1 hsa:51491
Nucleolar RNA-bir GO:0005730;GO:C nucleolus;small nt GO:0005488;GO:C binding;protein bi GO:0001522;GO:C pseudouridine syr hsa:55505
Mitochondrial ribe GO:0005739;GO:C mi ion;ribosome;ri i hsa:51649
Adhesion regulati G0:0000267;GO:C cell fraction;prote GO:0008538;GO:C proteasome activi GO:0006139;GO:C nucleobase, nucle hsa:11047
Serpin (serine pro GO:0005737;GO:C cytoplasm;intrace GO:0004857;GO:C enzyme inhibitor : GO:0009892;GO:C negative regulatic hsa:89777
EGF-like domain;F GO:0005576;GO:C extracellular regic GO:0003824 catalytic activity GO:0003002;GO:C regionalization;pa hsa:64399
Tektin family ~ GO:0005874;GO:C microtubule;organelle part;intracellular part;cytoskelet GO:0000226;GO:C microtubule cytos hsa:83659
AMP-binding enzy G0:0005759;GO:C mitochondrial ma GO:0000166;GO:C nucleotide bindin; GO:0006082;GO:C organic acid meta hsa:116285
GO:0005576 extracellular regic GO:0005488;GO:C binding;sugar binding;carbohydrate binding hsa:124220
WD domain, G-be GO:0005622;GO:C intracellular;cell p GO:0005083;GO:C small GTPase regt GO:0032313;GO:C regulation of Rab hsa:93594
Acetyltransferase GO:0000139;GO:C Golgi membrane;c GO:0003824;GO:C catalytic activity;g GO:0008152 metabolic process hsa:64841
GO:0016021;GO:C integral to intrinsic to membr part;cell part hsa:374882
Eukaryotic elonga GO:0005853;GO:C eukaryotic transla GO:0003676;GO:C nucleic acid bindir GO:0006414;G0:C i

ko00230;k000240 Purine metabolisr K01081

ko00860

K11097
Porphyrin and chl. K00798

ko00562;ko04012 Inositol phosphati K00922

ko00350;ko00643 Tyrosine metaboli K01555
ko04020;ko05012 Calcium signaling K05862
Tetratricopeptide GO:0005667;GO:C transcription factc GO:0005488;GO:C binding;protein bi GO:0001525;GO:C angiogenesis;nucl hsa:80155;hsa:79612

ko04130

K10427
SNARE interactior K08509

K11130

k004340;k005200 Hedgehog signalir K06231

ko00650

ko00530

Butanoate metab: K01896

Aminosugars meti K00621

hsa:152206
FAT domain;FATC GO:0000123;GO:C histone acetyltran GO:0003712;GO:C transcription cofa GO:0006139;GO:C nucleobase, nucle hsa:8295
Leucine Rich Repeat; WD domain, G-beta repeat GO:0005488;GO:C binding;protein binding hsa:222229
Phosphatidylinosi GO:0005798;GO:C Golgi-associated v GO:0000166;GO:C nucleotide bindin; GO:0006629;GO:C lipid metabolic pri hsa:5297
Armadillo/beta-cz GO:0005634;GO:C nucleus;intermedi GO:0004871;,GOC signal transducer GO:0007154;GO:C cell communicatic hsa:5317
PCl domain G0:0005488;GO:C binding;protein binding hsa:55795
Mitochondrial ribc GO:0000314;GO:C organellar small ribosomal subunit;mitochondrial small GO:0006518;GO:C peptide metabolic hsa:60488
NADH-ubiquinone GO:0005747;GO:C mitochondrial res GO:0003824;GO:C catalytic activity;N GO:0006091;GO:C generation of pre: hsa:4716
RNA (Guanine-1) G0:0005739;GO:C mitochondrion;or; G0:0003824;GO:C catalytic activity;b GO:0006139;GO:C nucleobase, nucle hsa:54931

Geminé protein  GO:0005681;GO:C spliceosomal com GO:0005488;GO:C binding;protein bi GO:0000245;GO:C spliceosome asser hsa:79833

hetic pr

K08874

ko00562;ko04070 Inositol phosphat KO0888

K10387

ko00190;ko05010 Oxidative phospht K03966

GATA zinc finger  G0:0005634;GO:C nucleus;organelle GO:0003676;GO:C nucleic acid bindir GO:0006355;GO:C regulation of tran: hsa:54815;hsa:57459
ko00240;ko00670 Pyrimidine metab K00560

T syntt GO:0005829;GO:C GO:0003824;GO:C catalytic activity;t GO:0005975;GO:C carbohydrate met hsa:7298
Myb-like DNA-bin GO:0000775;GO:C chromosome, cen GO:0003676;GO:C nucleic acid bindir GO:0000280;GO:C nuclear division;o hsa:55320
Muts domain I;Mt GO:0032300;GO:C mismatch repair ¢ GO:0000166;GO:C nucleotide bindin; GO:0000018;GO:C regulation of DNA hsa:2956
Protein kinase do1 GO:0005634;GO:C nucleus;cytoplasn GO:0000166;GO:C nucleotide bindin G0O:0000075;GO:C cell cycle checkpo hsa:84446

lactate/malate de GO:0005737;GO:C cytoplasm;intrace GO:0003824;GO:C catalytic activity;l GO:0005975;GO:C carbohydrate met hsa:160287

ko003430;ko005200 Mismatch repair;F K08737

K08796

ko00010;ko00620 Glycolysis / Gluco K00016

OTU-like cysteine protease hsa:139562

Phosphoglycerate GO:0005634;G0:C bounded or intracellu

KH domain G0:0005730;GO:C nucleolus;small nt GO:0003676;GO:C nucleic acid bindir G0:0006139;GO:C nucleobase, nucle hsa:11103 K06961
KH domain;RNA rt GO:0005634;GO:C nucleus;cytoplasn GO:0000166;GO:C nucleotide bindin; GO:0001817;GO:C regulation of cytokine pr of tr i ic process;bic
Peptidase family I GO:0005576;GO:C extracellular regic GO:0003824;GO:C catalytic activity;a GO:0001525;GO:C angiogenesis;imm hsa:51752 K09604
Ephrin receptor li GO:0005576;GO:C extracellular regic GO:0000166;GO:C nucleotide bindin GO:0006464;GO:C protein modificati hsa:284656 k08897
BTB And C-terminal Kelch;BTB/POZ domain;Kelch motil GO:0005488;GO:C binding;protein binding hsa:84541 k10475
Double-stranded | GO:0005634;GO:C nucleus;cytoplasn GO:0003676;GO:C nucleic acid bindir G0:0007275;GO:C multicellular orgai hsa:55342

HCaRG protein  GO:0005634;GO:C nucleus;cytoplasn GO:0005488;GO:C binding;protein binding;identical protein binding hsa:150684

BAH domain;ELM: GO:0000118;GO:C histone deacetyla GO:0003676;GO:C nucleic acid bindir GO:0006325;GO:C chromatin organiz hsa:9219 K11660
PCI domain G0:0005737;GO:C cytoplasmsignalo GO:0005488;GO:C binding;protein binding hsa:51138 k12178

Calcium/calmodul GO:0005954;GO:C calcium- and calm GO:0000166;GO:C nucleotide bindin; GO:0002790;GO:C peptide secretion. hsa:818
Tetratricopeptide repeat;Tetratricopeptide repeat  G0:0005488 binding GO:0006457;GO:C protein folding;m hsa:283237
Domain of Unkno' GO:0005634;GO:C nucleus;cytoplasn GO:0003676;GO:C nucleic acid bindir GO:0000209;GO:C protein polyubiqu hsa:10075
Granulin GO:0005615;GO:C extracellular spaci GO:0005102;GO:C receptor binding;c G0:0007154;GO:C cell communicatic hsa:2896
Fibronectin type | GO:0005886;GO:C plasma membran« GO:0005488;GO:C binding;protein bi GO:0007155;GO:C cell adhesion;cellt hsa:53942
BRCAL C Terminu: GO:0016020;GO:C membrane;organt GO:0005488;GO:C binding;protein binding hsa:22976
PHD-finger;SPOC « GO:0005634;GO:C nucleus;cytoplasn GO:0005488;GO:C binding;protein bi GO:0006139;GO:C nucleobase, nucle hsa:11083
Predicted membr: GO:0016021;GO:C integral to intrinsic to membr part;cell part hsa:58505
FAD dependent 0 GO:0005576 extracellular regic GO:0003824;GO:C catalytic activity;o GO:0006519;GO:C cellular amino aci hsa:78991

ko04012;ko04310 ErbB signaling pat K04515

ko04120

Ubiquitin mediate K10592

K06763
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Calponin homology (CH) domain;Growth-Arrest-Specific Protein 2 Domain G0:0007050;GOXC cell cycle arrest;ce hsa:283431
La domain G0:0003676;GO:C nucleic acid binding;RNA binding;binding;protein bindii hsa:23367
ADP-ribosylation { G0:0005794;GO:C Golgi apparatus;o GO:0000166;GO:C nucleotide bindin, GO:0006810;GO:C transport;cell com hsa:378
Cadherin domain; GO:0000267;GO:C cell fraction;mem| GO:0005488;GO:C binding;calcium ic GO:0007155;GO:C cell adhesion;horr hsa:1823
GTPase of unknov GO:0005737;GO:C cytoplasmintrace GO:0000166;GO:C nucleotide bindin GO:0006139;GO:C nucleobase, nucle hsa:29789
Exonuclease;SAP ¢ GO:0005730;GO:C nucleolus;cytopla: GO:0000287;GO:C magnesium ion bi GO:0006139;GO:C nucleobase, nucle hsa:90459
Nucleotidyltransfc G0:0000267;GO:C cell fraction;mem| GO:0000166;GO:C nucleotide bindin; GO:0002376;GO:C immune system p hsa:4939
EF hand;Inositol 1 GO:0016021;GO:C integral to membi GO:0004871;GO:C signal transducer GO:0006810;GO:C transport;ion tran hsa:6263
HMG (high mobili GO:0005634;GO:C nucleus;chromosc GO:0003676;GO:C nucleic acid bindir G0:0007275;GO:C multicellular orgal hsa:3149
RNA recognition r GO:0005634;GO:C nucleus;cytoplasn GO:0000166;GO:C ide bindi ic acid bindi inding;bil hsa:125950
Frataxin-like dom: GO:0005759;GO:C mitochondrial ma GO:0005488;GO:C binding;iron ion b GO:0001558;GO:C regulation of cell | hsa:2395
Aldehyde dehydrogenase family 60:0003824;GOC catalytic activity;b GO:0008152  metabolic process hsa:126133
Protein kinase doi GO:0005634;GO:C nucleus;cAMP-de| GO:0000166;GO:C nucleotide bindin; GO:0007154;GO:C cell communicatic hsa:5566
60:0005488;GO:C binding;selenium GO:0009987;GO:C cellular process;ce hsa:280636
Cytochrome C oxit GO:0005758;GO:C mitochondrial inte GO:0005488;GO:C binding;copper iol GO:0000041;GO:C transition metal ic hsa:10063
PFU (PLAA family ubiquitin binding);PUL domain; WD dc GO:0008047;GO:C enzyme activator GO:0006629;GO:C lipid metabolic pri hsa:9373
Uncharacterised protein family (UPF0224) G0:0005488;GO:C binding;zinc ion binding;ion binding;cation bindi hsa:121355
AT hook motif;F/Y GO:0005737;GO:C cytoplasm;macror GO:0003676;GO:C nucleic acid bindit GO:0006139;GO:C nucleobase, nucle hsa:9757
PPR repeat;Mitoc] GO:0005753;GO:C mitochondrial pro GO:0005215;GO:C transporter activit GO:0006139;GO:C nucleobase, nucle hsa:9551
ADP-ribosylation f G0:0000139;GO:C Golgi membrane;i GO:0000166;GO:C nucleotide bindin, GO:0007154;GO:C cell communicatic hsa:400
Peptidase Cl-like GO:0005634;GO:C nucleus;cytoplasn GO:0003824;GO:C catalytic activity;e GO:0006508;GO:C proteolysis;metab hsa:642
DeoC/LacD family GO:0005737;GO:C cytoplasmintrace GO:0003824;GO:C catalytic activity;d GO:0006139;GO:C nucleobase, nucle hsa:51071

Protein kinase doi GO:0005737;GO:C cytoplasm;intrace GO:0000166;GO:C nucleotide bindin; GO:0006464;GO:C protein modificati hsa:53944;hsa:14! ko04340

NADH-ubiquinone GO:0005747;GO:C mitochondrial res GO:0003824;GO:C catalytic activity;N GO:0006091;GO:C generation of pre: hsa:4710
Protein phosphatase inhibitor 2 (IPP-2) G0:0004857;GO:C enzyme inhibitor : GO:0005975;GO:C carbohydrate met hsa:5504
Bacterial transfer: GO:0005737;GO:C cytoplasm;intrace GO:0003824;GO:C catalytic activity;transferase activity hsa:10671

Domain of unknov GO:0005681;GO:C spliceosomal com GO:0003676;GO:C nucleic acid bindir GO:0000375;GO:C RNA splicing, via transesterification reactions;RNA splicing, via transesterification reactions v

Acylphosphatase G0:0003824;GO:C catalytic activity;a GO:0006793;GO:C phosphorus metal hsa:97
DKCLD (NUCO11) ¢ GO:0005697;GO:C telomerase holoel GO:0003676;GO:C nucleic acid bindir GO:0000723;GO:C telomere mainten hsa:1736
Calponin homolog GO:0005640;GO:C nuclear outer mer GO:0003779;GO:C actin binding;bindi in bindi prot¢ hsa:23224
FF domain;WW dc GO:0005634;GO:C nucleus;organelle GO:0003702;GO:C RNA polymerase | GO:0006139;GO:C nucleobase, nucle hsa:10915
Low-density lipop GO:0005886;GO:C plasma membranc GO:0003824;GO:C catalytic activity;e GO:0001525;GO:C angiogenesis;prot hsa:164656
4'-phosphopantet GO:0005829;GO:C cytosol;intracellul GO:0000287;,GO:C magnesium ion bi GO:0008152;GO:C metabolic process hsa:60496
PHR domain;Regu GO:0000151;GO:C ubiquitin ligase cc GO:0003824;GO:C catalytic activity;b GO:0006139;GO:C nucleobase, nucle hsa:23077
G-protein alpha st GO:0016020;GO:C membrane;cytopl GO:0000166;GO:C nucleotide bindin; GO:0006928;GO:C cell motion;cell cc hsa:10672
G0:0005747;GO:C mitochondrial res GO:0003824;GO:C catalytic activity;N GO:0006091;GO:C generation of pre: hsa:4731
Phorbol esters/di: GO:0005622;GO:C intracellular;cell p GO:0005083;GO:C small GTPase regt GO:0009966;GO:C regulation of signi hsa:9181
Mitochondrial car GO:0005744;GO:C mitochondrial inn GO:0005215;GO:C transporter activit GO:0006810;GO:C transport;apoptos hsa:293
WD domain, G-be GO:0005681;GO:C spliceosomal com GO:0003676;GO:C nucleic acid bindir GO:0000387;GO:C spliceosomal snRt hsa:25929
ENTH domain  GO:0005794;GO:C Golgi apparatus;m GO:0005488;GO:C binding;protein bi GO:0006810;GO:C transport;endocyt hsa:9685
Caspase domain  GO:0005654;GO:C nucleoplasm;mito GO:0003824;GO:C catalytic activity;e GO:0006508;GO:C proteolysisicell sti hsa:836
CAP-Gly domain  GO:0005737;GO:C cytoplasm;microti GO:0005488;GO:C binding;protein bi GO:0007399;GO:C nervous system di hsa:1155
Ribonucleases P/t GO:0000172;GO:C ribonuclease MRP GO:0000171;GO:C ribonuclease MRP GO:0001682;GO:C tRNA 5'-leader rer hsa:10940
1KI3 family G0:0005730;GO:C nucleolus;cytopla: GO:0004871;,GO:C signal transducer GO:0002376;GO:C immune system p hsa:8518
HIF-1 alpha C tern GO:0005667;GO:C transcription factc GO:0003676;GO:C nucleic acid bindir GO:0001525;GO:C angiogenesis;resp hsa:2034
G0:0005739;GO:C mitochondrion;rik GO:0005488;GO:C binding;protein binding;protein domain specific bindiny hsa:10240
SRP19 protein  GO:0005730;GO:C nucleolus;signal r« GO:0003676;GO:C nucleic acid bindir GO:0006605;GO:C protein targeting; hsa:6728
impB/mucB/samB GO:0005654;GO:C nucleoplasm;orga GO:0000287;GO:C magnesium ion bi GO:0006139;GO:C nucleobase, nucle hsa:11201
Dolichyl-diphosph GO:0000267;GO:C cell fraction;mem| GO:0003824;GO:C catalytic activity;o GO:0001775;GO:C cell activation;imr hsa:1650
hsa:27143

Protein tyrosine k GO:0005634;GO:C nucleus;Golgi app GO:0000166;GO:C nucleotide bindin; GO:0001932;GO:C regulation of protein amino acid phosphorylation;positive regulation of protein amino acid

Thymidine kinase GO:0005829;GO:C cytosol;intracellul GO:0000166;GO:C nucleotide bindin; G0:0006139;GO:C nucleobase, nucle hsa:7083
Domain of unknoy GO:0005730;GO:C nucleolus;organel GO:0000166;GO:C nucleotide bindin; GO:0008152 metabolic process hsa:55226
short chain dehydrogenase G0:0003824;GO:C catalytic activity;b GO:0008152;GO:C metabolic process hsa:112724
hsa:55086
Cation transportir G0:0005634;GO:C nucleus;cytoplasn GO:0000166;GO:C nucleotide bindin; GO:0003008;GO:C system process;nt hsa:478
Protein of unknown function (DUF1394) hsa:51571
RNA recognition r GO:0005681;GO:C spliceosomal com G0O:0000166;GO:C nucleotide bindin; G0:0006139;GO:C nucleobase, nucle hsa:55131
'Cold-shock' DNA- GO:0005737;GO:C cytoplasm;intrace GO:0003676;GO:C nucleic acid bindir GO:0006355;GO:C regulation of tran: hsa:23589
Calcineurin-like phosphoesterase 0:0003824;GO:C catalytic activity;binding;hydrolase activity;ion binding; hsa:55313
PRP1 splicing fact: GO:0005681;GO:C spliceosomal com GO:0003712;GO:C transcription cofa GO:0000245;GO:C spliceosome asser hsa:24148
Kinesin motor dor GO:0005737;GO:C cytoplasm;spindle GO:0000166;GO:C nucleotide bindin; G0:0000226;G0:C microtubule cytos hsa:3832
G0:0005737;GO:C cytoplasm;intracellular part;cell part
Translation initiation factor SUI1 G0:0003676;GO:C nucleic acid bindir GO:0006413;GO:C translational initiz hsa:8562
CS domain G0:0002376;GO:C immune system p hsa:84955

K07939
K07600
K06942
K01175
K00992
ko04020;ko05010 Calcium signaling K04963
K11296

k004010;k004310 MAPK signaling p: K04345

k000190 Oxidative phosphi K02260
K09186
k000190 Oxidative phosphi K02130
K07942
k01372
k000030 Pentose phosphat k01619

Hedgehog signalir k08958
ko00190;k005010 Oxidative phosph« 03960

K10428

ko00620;ko00632 Pyruvate metabol K01512
K11131

K09637
ko00300;k000310 Lysine biosynthes K00142

K10693
ko04810;k004270 Regulation of acti k04639
ko00190;k005010 Oxidative phosph« k03944

ko04020;ko05012 Calcium signaling K05863

ko04010;k004210 MAPK signaling p: k02187

K01164
K11373
ko05200;k005211 Pathways in cance KO9095

ko03060 Protein export K03105
K03510
ko00510 N-Glycan biosyntt K00730

ko00240;ko00983 Pyrimidine metab K00857

K11161

ko04260 Cardiac muscle co k01539

K10398
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PH domain G0:0005634;GO:C nucleus;cytoplasn GO:0003676;GO:C nucleic acid bindir GO:0001775;GO:C cell activation;son hsa:23075
Exonuclease;Ubiq GO:0005634;GO:C nucleus;cytoplasn GO:0003676;GO:C nucleic acid bindir GO:0000184;GO:C nuclear-transcribe hsa:9924

DEAD/DEAH box F GO:0005829;GO:C cytosol;eukaryotic GO:0000166;GO:C nucleotide bindin, GO:0006412;GO:C translation;regula hsa:1974 K03257
G0:0005730;GO:C nucleolus;endopl: GO:0005488;GO:C binding;protein bi GO:0000122;GO:C negative regulatic hsa:92140
LIM domain;Villin GO:0005737;GO:C cytoplasm;cytoske GO:0003779;GO:C actin binding;bind GO:0006996;GO:C organelle organizati izati pre
Uncharacterized ¢ GO:0000776;GO:C kinetochore;cond: GO:0005488;GO:C binding;protein bi GO:0000075;GO:C cell cycle checkpo hsa:55055 K11579
Annexin 60:0005737;GO:C cytoplasmiintrace GO:0004857;GO:C enzyme inhibitor ; GO:0006916;GO:C anti-apoptosis;cel hsa:308
Phosphofructokin GO:0005945;GO:C 6-phosphofructok GO:0000166;GO:C nucleotide bindin; GO:0005975;GO:C carbohydrate met hsa:5211 ko00010;ko00030 Glycolysis / Gluco K00850
Cyclin, N-terminal GO:0005634;GO:C ; bounded i i membr. hsa:219771;hsa:151195
1Q calmodulin-bin GO:0016459;G0:C myosin complex;n GO:0000166;GO:C nucleotide bindin; GO:0003008;GO:C system process;se hsa:79784 ko04530 Tight junction K10352
Prolyl oligopeptid GO:0005737;GO:C cytoplasm;intrace GO:0003824;GO:C catalytic activity;e GO:0006508;GO:C proteolysis;metab hsa:327 k01303
G-patch domain  GO:0005622;GO:C intracellular;cell p GO:0003676;GO:C nucleic acid binding;binding hsa:54865
dUTPase 60:0005634;GO:C nucleus;mitochon GO:0000287;GO:C magnesium ion bi GO:0005975;GO:C carbohydrate met hsa:1854 k000240 Pyrimidine metab K01520
ATPase family ass GO:0005654;GO:C nucleoplasm;DNA G0:0000166;GO:C nucleotide bindin; GO:0000723;GO:C telomere mainten hsa:5981 ko03030;ko03420 DNA replication;N K10754
Leucine Rich Repe GO:0005730;GO:C nucleolus;cytopla: GO:0005488;GO:C binding;protein binding hsa:57554
G0:0003824;GO:C catalytic activity;b GO:0006629;GO:C lipid metabolic pr hsa:57107
Signal recognition GO:0005785;GO:C signal recognition GO:0000166;GO:C nucleotide bindin; GO:0006605;GO:C protein targeting; hsa:6734 ko03070;k003060 Bacterial secretior K03110
Mitochondrial car GO:0005743;G0:C mitochondrial inn GO:0005215;GO:C transporter activit GO:0006810;GO:C transport;ion tran hsa:8604
Immunoglobulin \ GO:0005576 ~ extracellular regic GO:0003823;GO:C antigen binding;bi G0:0002376;GO:C immune system process;immune response;response to stimulus
WD domain, G-be GO:0000118;GO:C histone deacetyla GO:0005488;GO:C binding;protein bi G0:0000122;GO:C negative regulatic hsa:5931 K11659
G0:0005634;GO:C % H ane-bt ded org ;! bc hsa:145282

Zinc finger, C2H2 1 G0:0005634;GO:C nucleus;organelle GO:0003676;GO:C nucleic acid bindii GO:0006139;GO:C nucleobase, nucle hsa:116412
Poly(ADP-ribose) | GO:0005634;GO:C nucleus;cytoplasm GO:0003676;GO:C nucleic acid bindir GO:0009607;GO:C response to biotic hsa:56829
Cysteine rich repe GO:0000139;GO:C Golgi membrane;r GO:0005102;GO:C receptor binding;binding;protein binding

organi;

ABC1 family GO:0016021;GO:C integral to membr GO:0003824;GO:C catalytic activity;protein kinase activity;protein serine/t hsa:203054 K08869
Mitochondrial ribe GO:0000315;GO:C organellar large ri GO:0003735;GO:C structural constit. GO:0006412;GO:C translation;metab hsa:128308
RNA recognition r GO:0005634;GO:C nucleus;organelle GO:0000166;GO:C ide bindi ic acid binding;RNA binding;bil hsa:84271
RNA recognition r GO:0005654;GO:C nucleoplasm;orga GO:0000166;GO:C nucleotide bindin; GO:0006950;GO:C response to stress hsa:1153

GO:0005783;GO:C endoplasmic retic GO:0005488;GO:C binding;protein binding hsa:10330
NADH:ubiquinone GO:0005747;GO:C mitochondrial res GO:0003824;GO:C catalytic activity;N GO:0006091;GO:C generation of pre: hsa:4701 ko00190;k005010 Oxidative phosph« k03951
RhoGAP domain  GO:0005622;GO:C intracellular;cell p GO:0005096;GO:C GTPase activator : GO:0007154;GO:C cell communicatic hsa:9824
Golgin subfamily / GO:0000139;GO:C Golgi part;i part;Golgi appi hsa:51125
WD domain, G-be GO:0005730;GO:C ; ; bounded organelle GO:0009966;GO:C regulation of sign: hsa:55003
Immunoglobulin \ GO:0005576 extracellular regic GO:0003823;GO:C antigen binding;bi GO:0002376;GO:C immune system process;immune response;response to stimulus
Armadillo/beta-cz G0:0000267;GO:C cell fraction;mem| GO:0005488;GO:C binding;protein bi G0:0007155;GO:C cell adhesion;cellt hsa:3728 k005200;k005221 Pathways in cance K10056
Glutaredoxin;Pyric GO:0005634;G0:C nucleus;cytosol;o1 GO:0000166;GO:C nucleotide bindin; GO:0006091;GO:C generation of pre hsa:7296 k000240 Pyrimidine metab K00384
Ovarian carcinom: GO:0005768;GO:C bounded or menr hsa:132299
Low-density lipop GO:0016021;GO:C integral to Jintrinsic to part;cell part
Protein of unknov GO:0016021;GO:C integral to membt GO:0005488;GO:C binding;protein binding hsa:23065
Hsp70 protein G0:0000166;GO:C nucleotide bindin| GO:0006950;GO:C response to stress hsa:3305 ko04010;ko04612 MAPK signaling p: k03283
DEAD/DEAH box F GO:0005634;GO:C nucleus;organelle GO:0000166;GO:C nucleotide bindin; GO:0000375;GO:C RNA splicing, via t hsa:10212
3' exoribonucleast GO:0000178;GO:C exosome (RNase ¢ GO:0000175;GO:C 3'-5'-exoribonucle GO:0006139;GO:C nucleobase, nucle hsa:56915 k01149
DEAD/DEAH box F GO:0005681;GO:C spliceosomal com GO:0000166;GO:C nucleotide bindin; GO:0006139;GO:C nucleobase, nucle hsa:23517;hsa:23: ko00790;k004520 Folate biosynthes K01529;K06082
ATP synthase A ck G0:0000276;GO:C mitochondrial pro GO:0005215;GO:C transporter activit GO:0006139;GO:C nucleobase, nucle hsa:4508 k000190;k005010 Oxidative phospht K02126
ATP:guanido phos G0:0005743;GO:C mitochondrial inn GO:0000166;GO:C nucleotide bindin; GO:0006082;GO:C organic acid meta hsa:1159;hsa:548! ko00330 Arginine and proli K00933
Immunoglobulin € GO:0005576 extracellular region
Ribosomal proteir GO:0015935;GO:C small ribosomal st GO:0003735;GO:C structural constit. GO:0006139%;GO:C nucleobase, nucle hsa:6234 k003010 Ribosome k02979

Phorbol esters/di: G0:0005737;GO:C cytoplasm;membr GO:0005488;GO:C binding;zinc ion b GO:0006810;GO:C transport;exocyto hsa:440279
Ribosomal proteir GO:0005739;G0:C mitochondrion;rik GO:0003735;GO:C structural constit. GO:0006412;GO:C translation;transp hsa:51373

SOCS box;SPRY do GO:0005737;GO:C cytoplasmyintracellular part;cell part G0:0006508;GO:C proteolysis;cell co hsa:80176 k10343
Carboxyl transfers GO:0005759;GO:C mitochondrial ma GO:0000166;GO:C nucleotide bindin GO:0006082;GO:C organic acid meta hsa:64087 k000280 Valine, leucine an K01969
Myosin tail G0:0005911;GO:C cell-cell junction;t GO:0003774;GO:C motor activity;actin bi yti inding;pr hsa:57530 k004530 Tight junction 06102
Phorbol esters/di: GO:0005634;GO:C nucleus;cytoplasn GO:0005488;GO:C binding;zinc ion b’ GO:0006928;GO:C cell motion;cell cc hsa:64759
SIT4 phosphatase: GO:0005737;GO:C cytoplasm;intrace GO:0005488;GO:C binding;protein binding hsa:22870

Endonuclease/Exc GO:0005622;GO:C intracellular;cell p GO:0003676;GO:C nucleic acid bindir GO:0006139;GO:C nucleobase, nucle hsa:80820

Intercellular adhe GO:0009897;GO:C external side of plasma membrane;membrane part;pla: GO:0002376;GO:C immune system process;T cell antigen processing and presentation;cell adhesion;leukocyte ¢

Mitochondrial car GO:0005743;GO:C mitochondrial inn GO:0005488 binding GO:0006810;GO:C transport;establishment of localization
Phosphotyrosine i GO:0005737;GO:C cytoplasm;intrace GO:0005083;GO:C small GTPase regt GO:0032313;GO:C regulation of Rab hsa:9882

DE Adenylate cyc GO:0005856;GO:C cytoskeleton;corti G0:0003779;GO:C actin binding;bind GO:0006996;GO:C organelle izati i pre 5 C

MBOAT family ~ GO:0005789;GO:C endoplasmic retic GO:0003824;GO:C catalytic activity;a GO:0007154;GO:C cell communicatic hsa:64840 k004310 Wnt signaling pat K00181
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ATPase family ass GO:0005858;GO:C axonemal dynein 1 GO:0000166;GO:C nucleotide bindin; GO:0001539;GO:C ciliary or flagellar hsa:1769

Domain of unknov GO:0005634;GO:C nucleus;organelle GO:0003824;GO:C catalytic activity;e GO:0006508;GO:C proteolysis;ubiqui hsa:9101 K11839
Phorbol esters/di: G0:0000267;GO:C cell fraction;mem| GO:0003824;GO:C catalytic activity;p GO:0007154;GO:C cell communicatic hsa:11214

EGF-like domain;C GO:0005576 extracellular regic GO:0005488;GO:C binding;calcium ic GO:0001501;GO:C skeletal system de hsa:4054 K08023
Calponin homolog GO:0005634;GO:C nucleus;organelle GO:0000166;GO:C indis i i ine nucleosic hsa:89797

and nucleic acid ic pr

Zinc finger, C2H2 1 G0:0005634;GO:C nucleus;organelle GO:0003676;GO:C nucleic acid bindir G0:0006139;GO:C
G0:0016023;GO:C ¢ i bounded vesicle;c ic vesicle;vesi

EF hand;lnositol 1 GO:0016021;GO:C integral to membi GO:0004871;GO:C signal transducer GO:0006810;GO:C transport;ion tran hsa:6263 k004020;k005010 Calcium signaling K04963

Intermediate filan GO:0005638;GO:C lamin filament;int GO:0005198 structural molecule activity hsa:4001 k07611

Fz domain;immun GO:0005887;GO:C integral to plasma GO:0000166;GO:C nucleotide bindin; GO:0006464;GO:C protein modificati hsa:4593 K05129

Domain of unknov GO:0005737;GO:C cytoplasm;cytoske GO:0003779;GO:C actin binding;bind GO:0006996;GO:C organelle organiz: hsa:10391

Immunoglobulin \ GO:0005576 extracellular regic GO:0003823;GO:C antigen binding;bi GO:0002376;GO:C immune system process;immune response;response to stimulus

Histidine kinase-, DNA gyrase B-, and HSP90-like ATPasi GO:0000166;GO:C indi ide bi

dDENN domain;DENN (AEX-3) in;PLAT/LH2 in;RUN in;uDENN domain hsa:23258

Zinc finger, C2H2 1 G0:0005634;GO:C nucleus;organelle GO:0003676;GO:C nucleic acid bindit GO:0006139;GO:C nucleobase, nucle hsa:9839 k09299

EF hand;EF-hand;¢ GO:0005737;GO:C cytoplasm;cytoske GO:0005488;GO:C binding;calcium ic GO:0007417;GO:C central nervous sy hsa:1821

bounded ves hsa:220082

ine nucleosic hsa:22880
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Unique Peptides ( Unique Peptides ( Sequence Coveraj Unique + Razor S¢ Unique Sequence Mol. Weight [kDa Sequence Length PEP
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52

45.6
16.7
41.6
3.8
259
4.7
30.9
65.1
30.6
18
44.2
20.4
16
9.3
111
87
11
7.8
a4
4.1
20.8
60.9
59
224
125
12.8

42.7
80.7

46.7
10.1
57
51.9
46.4
6.9
24.2
6.1
18.5
2.2
309
9.6
204

11.8
224
13.9
115
317
3.8
6.9
271
27.7
236
7.7
15.2
68
19
14.5
8.6
21.8
9.6
7.5
83

456
13.4
416
3.8
259
4.7
30.9
65.1
296
18
442
204
16
17
111
8.7
11
7.8
44
4.1
208
60.9
5.9
8.9
125
2.1

42.7
80.7

46.7
10.1
57
51.9
46.4
6.9
24.2
6.1
18.5
2.2
309
9.6
204

11.8
16.7
13.9
115
317
3.8
6.9
271
27.7
236
7.7
15.2
68
19
14.5
8.6
21.8
8.2

83

45.1
13.4

111
8.7
11
6.1

44
4.1

19.2

60.9
5.9
8.9

125
2.1

59.4

42.7

17.5

46.7
10.1
57
51.9
46.4
6.9
24.2
6.1
185
2.2
309
9.6
20.4
20.3
11.8
16.7
12.7
115
317
3.8
6.9
271
26.7
236
7.7
15.2
16.2
19
14.5
8.6
21.8
8.2

83

147.87
61.189
65.808

52.22
44.868
63.972
23.489
26.923
84.473
123.47
10.112
25.431

27.61
121.36
134.46
68.856
103.81

8217
25.898
65.537
73.243
21.863
58.252
28.218
60.626
32.548
226.53
11.367
19.794
159.02
57.136
60.977
114.76
49.874
56.149
34.759
23.772
113.08
66.115

57.46
25.206
114.33
30.032
26.528
46.261
21.429
95.807
18.001
11.955
23.554
82.285

20.63
115.28
89.677
49.184
61.862

49.67
108.66
26.227
88.929
81.307
54.191

54.12
52.065

1265
539
582
45
397
548
207
261
732

1078

86
225
237

1075

1176
621
925
721
234
582
662
192
525
246
534
289

1960
103
171

1419
501
534

1042
455
487
306
211

1014
589
500
217

1015
289
236
415
192
898
156
104
210
734
181

1030
776
440
565
444
955
227
768
719
490
482
459

0
4.82E-35
2.74E-148
0.0036274
3.02e-18
2.48E-09
1.35E-31
1.26E-158
1.98E-82
3.82E-06
4.72E-24
1.64E-11
0.0003825
3.84E-113
2.73E-48
3.20€-08
0.209
5.24E-31
3.21E-24
2.26E-06
4.80E-51
6.84E-66
4.28E-06
1.67€-27
5.65E-19
1.31E-32
0
1.40E-09
1.97€-170
5.90E-08
2.35E-125
1.11E-15
2.43E-29
1.05€-142
1.18E-99
9.65E-10
1.73€-13
5.72E-48
2.16E-47
0.33829
2.15E-09
1.41E-54
1.92€-49
2.51E-17
3.60E-24
1.04E-18
1.85E-59
0.0019728
1.23€-17
0.04239
6.14E-16
1.34E-25
6.61E-107
2.52E-29
8.34E-09
2.74€-27
0
0.020504
5.66E-05
3.43e-10
1.91E-54
3.11E-31
2.46E-10
0.00029362

Mean Ratio H/L Mean Ratio H/L N Ratio H/L Signific: Ratio H/L Variabil Ratio H/L Count

39.506
7.988
4.103

3.0664

3.1092

3.2623

2.6181
1.832

6.6969

5.7189

1.2085

1.6847

1.6765

6.6785

5.4317

2.0504

1.9157

3.9244

1.8024

3.4205

2.9518

24134

4.2382
1511

3.3952

2.6076
19.75

1.7664

1.8744

6.9156

3.3693

3.3099

4.8609

2.7259

2.8027

1.2793

1.5795

5.1684

3.4393

1.9777

1.5995

5.1228

1.7477

2.2799

2.2603

2.2855

6.4406

1.3292

1.1557

1.8521

6.3805

1.3838

4.6333

6.5948

3.1999

3.0002

3.7144

5.3023

1.3527

5.6512

5.5003

2.5636

2.6447

6.2619

19.967
7.963
5.6674
2.9655
2.9593
2.9545
2.9318
2.9067
2.8967
2.8889
2.8783
2.8471
2.8469
2.8431
2.842
2.8299
2828
2.8252
2.8225
2.8189
2.8174
2.8064
27831
2.7799
27744
27692
27632
27607
27604
27431
27061
27047
2.69
26635
26383
2634
263
26108
2.6044
26016
25914
25878
2.5855
25763
25627
25593
25547
255513
25429
25358
2.5308
25307
25179
2.4935
2.4892
2.4833
2479
24779
24639
2.4601
24443
2.4441
2.4433
2.442

0.000014984
0.05991
0.057329
0.2704
0.27096
0.2714
0.2735
0.27584
0.27679
0.27752
0.27853
0.28152
0.28154
0.28191
0.28203
0.2832
0.28339
0.28367
0.28393
0.28428
0.28443
0.28551
0.28784
0.28816
0.28871
0.28923
0.28984
0.29009
0.29012
0.29189
0.29571
0.29585
0.29739
0.3002
0.30291
0.30338
0.30381
0.30591
0.30661
0.30692
0.30805
0.30845
0.3087
0.30974
0.31127
0.31164
0.31217
0.31255
0.31351
0.31432
0.31489
0.3149
0.31638
0.31922
0.31971
0.32041
0.32085
0.32105
0.32271
0.32316
0.32506
0.32508
0.32517
0.32533

14.788
10.609
21.355
1.9989
22.996
20.338
20.392
17.593
23.365

12.23
20.116
19.894
5.6574
14.619
12.924
12.651
36.406
10.191

10.67
8.6798
25.424
26.335
18.501
57.245
25.177

36.92

17.09
34.001
16.558
18.815
28.136
35.779
18.146
10.422
31.152
18.236
19.515

23.87
61.843
17.742
14.848
194.27

24.86

186.5

9.913
53.505
54.129
36.558
21.314
7.3282
39.212
10.189
44.155
67.953
45.117
19.294

43.26
39.701
22.914
47.612
51.934
29133
30.108
27.287

2
1148

Intensity
237150000
4104500
62350000
1194000
10976000
1537200
4983800
16830000
17795000
764410
21517000
6557400
1137100
67208000
3525100
1964400
2843800
2881700
7131000
1380000
6996700
45713000
1368200
2175600
2508100
2471700
34056000000
11141000
744630000
1852600
38918000
2952200
2489600
63326000
102580000
1156500
7352400
3275700
8036900
27586000
7655800
5325600
28573000
5395200
2661100
3447900
5506400
2006500
13985000
631790
2072300
9000600
20525000
7569000
1484400
8213900
229810000
944650
1981400
2003300
6336100
3142500
1415500
905540

Intensity L
4226400
121050
3709700
271950
2214700
296720
1386900
5598900
2273100
162570
9775700
2338000
352210
8268800
347990
662610
892880
445970
2498500
306180
1589600
12838000
239190
834710
469370
661800
1392300000
3938600
252250000
124340
8159900
418700
249130
16997000
25521000
472300
3294900
433080
1677900
9149200
2776800
3678800
10457000
1385800
782680
947450
533150
860420
6503300
168500
164760
3726200
3444000
723150
325500
2071800
46250000
89542
847720
170380
830170
770800
303860
55201

Intensity H
232920000
3983400
58640000
922010
8761500
1240500
3596900
11231000
15522000
601840
11741000
4219400
784910
58940000
3177100
1301800
1950900
2435700
4632500
1073800
5407200
32875000
1129000
1340800
2038700
1809900
32664000000
7202000
492380000
1728300
30758000
2533500
2240400
46330000
77054000
684210
4057500
2842600
6359000
18437000
4879000
1646800
18116000
4009400
1878500
2500400
4973300
1146100
7482000
463290
1907600
5274300
17081000
6845800
1158900
6142100
183560000
855110
1133700
1833000
5506000
2371700
1111700
850340

Reverse

Contaminant



12.4
216
331

6.5
6.9
63.6
17
43
24.4
61.1
83
243
28.1
4.1
318
14.8
36.9

13.9
46.4
7.3

11.6
10.2

7.6
125

9.1
12.4
216
331

6.5
6.9
63.6
17
43
24.4
61.1
83
243
28.1
4.1
31.8
14.8
36.9

13.9
46.4
7.3

27.8
153
193

347
121

13.7
56.8
5.5
15
26.5
4.3

289
19.8

24.8
48.6
129
17.6
14.6

40.2
325
20.3

3.7

29.3
31.2
173
10.1
314
15.4
16.1
12.6

4.8
393

5.6
10.2

76
125

9.1
12.4
216
331

6.5
6.9
31
17
4.3
24.4
61.1
83
243
28.1
4.1
318
14.8

13.9
46.4
7.3

27.764
80.109

33.67
57.861
55.992
138.83
50.817
76.715

59.75
104.74
157.18
52.645
52.164
43.439
87.798
110.42
19.463
103.08
29.174
52.904
28.433
45.374
125.54
13.891
87.301
21.588
69.991
50.808
25.486
22.949
101.11
51.712
51.109
22.693
24.279
34.577
42.003

10.35
49.924
39.724
32.004
42.881
90.932
82.431
105.89
26.599
117.66
40.556
42.566
50.135
115.96
122.41

56.65

54.53
119.48
36.501
60.533
145.83
29.668
102.49
20.843
105.47

51.05
60.343
28.777

245
704
306
529
504
1220
464
693
553
934
1401
480
466
393
775
971
177
944
255
456
255
391
1115
127
795
187
602
438
225
205
900
466
472
227
217
310
376
89
448
374
289
393
795
740
979
245
1038
356
389
451
1041
1104
533
493
1044
325
545
1304
274
906
187
914
454
556
248

7.90E-96
2.20E-47
5.59E-58
0.006536
8.07E-128
3.05E-96
0.015962
3.23E-36
1.10E-271
4.04E-13
0.0017826
1.78E-44
3.39E-08
0.0001918
1.42E-74
2.91E-78
8.49E-47
5.58E-131
1.30E-124
1.70E-15
9.66E-20
9.24E-35
5.04E-102
3.03E-10
2.45E-93
5.27E-15
0.0062434
3.56E-100
9.10€-22
3.37E-52
1.43E-54
5.87E-22
1.02E-33
0.0018343
2.24E-26
3.57E-15
4.62E-82
6.14E-09
1.05E-199
4.54€-07
4.62E-07
7.92€-15
1.10E-20
2.01E-32
2.51E-84
4.87E-48
1.77€-22
5.57E-10
1.71E-05
5.52E-252
0.050884
1.61E-07
1.88E-78
1.24€-168
2.83E-53
2.38E-25
1.78E-52
3.64E-19
4.52E-78
1.01E-22
1.84E-32
1.21E-05
5.54E-20
5.21E-181
5.95E-06

1.5043
2.5189
3.4037
29135
41445
5.5702
1.7083
2.3564
3.5197
4.9177
5.6364
2.4484
28246
2.0799
5.9405
4.1364
1.2516
5.9978
1.5633
2.3365
1.4408
2.7564
4.2927

0.94517

5.753
1.3442
235
3.0768
1.418
1.9785
5.0555
2.2351
2.7527
1.6447
1.2287
1.6499
3.8871

0.89359
3.2995
1.6715
1.6462
5.0642
5.8862
5.1804
4.1137
1.2817
4.9397
5.1904
2.1465
3.1463

2.263
4.9343
2.5278
33526
3.9876
1.6064
2.4237
5.0337
1.1501
4.4921

1.146
3.9064
4.7549

2417
1.2504

2.4334
2.4186
2.4122
2.4036
2.3804
2.3672
2.3653
2.3639
2.3569
2.3541
2.3497
2.3392
2.3121
2.3083
2.3018
2.2971
2.2928
2.2841
2.2836
2.2781

2.242
2.2345
2.2108
22101

2.209
2.2075
2.2063
2.2018
2.1956
2.1923
2.1667
2.1615
2.1495
2.1404
2.1401
2.1266
21263
2.1162
2.1061
2.1034
2.1016
2.1005
2.1005
2.0994
2.0962
2.0877
2.0877
2.0875
2.0683
2.0681
2.0652

2.057
2.0309
2.0205
2.0143
2.0043
2.0029
1.9946
1.9943
1.9929

1.989
1.9733
1.9722
1.9541
1.9522

0.32636
0.32817
0.32896
0.33001
0.33289
0.33454
0.33478
0.33496
0.33584

0.3362
0.33675
0.33809
0.34158
0.34207
0.34293
0.34353
0.34409
0.34524

0.3453
0.34603
0.35086
0.35188
0.35512
0.35522
0.35537
0.35557
0.35574
0.35637
0.35723
0.35769
0.36127
0.36201
0.36372
0.36502
0.36506
0.36701
0.36705
0.36852
0.36999
0.37038
0.37065
0.37081
0.37081
0.37097
0.37145
0.37271
0.37271
0.37273
0.37559
0.37563
0.37605
0.37729
0.38127
0.38287
0.38382
0.38538

0.3856
0.38689
0.38695
0.38716
0.38778
0.39026
0.39043
0.39333
0.39364

25.507
18.31
91.601
8.4011
21.365
26.611
169.36
15.507
40.708
184.47
29.741
42.291
0.11163
40.059
45.566
33.729
35.855
35.045
13.053
24.485
10.752
33.092
43.376
25.126
63.795
39.989
25.738
43.239
13.911
79.639
45.605
2.2931
21.443
34.302
11.386
49.422
136.38
61.263
24.521
16.089
107.68
31.781
70.448
62.068
26.359
14.037
25.508
6.1292
28.7
36.311
113.79
8.4306
17.376
48.086
76.568
21.711
104.16
13.17
28.636
29.284
23.28
2.2397
19.308
36.21
8.2877

37151000
18272000
11200000
1015300
44854000
11142000
1039000
12779000
245790000
2934900
678680
22754000
2338100
935470
13425000
12770000
18733000
17243000
72856000
2101700
3685000
10097000
13620000
9776200
24494000
12075000
950990
15339000
6641300
4479300
10916000
9870400
14555000
583350
4181000
3516000
38490000
11665000
24112000
2727400
1057400
1578400
2894800
2793500
24779000
5707100
3528600
629880
764280
235740000
798750
1137400
22460000
158570000
2879100
8922500
47147000
1852500
28942000
7457400
13021000
562750
4220900
41326000
913250

14589000
12280000
2559200
248760
7853300
1612000
454540
7201500
52641000
776000
52491
6677700
587750
274850
1646400
1870600
8080000
1903700
27369000
657810
1608400
2635200
2544800
5075700
5047500
5078500
0
3700700
2679200
1885200
1429300
2948000
3475400
218970
1822800
1077400
6425700
6170500
5578200
1001200
377060
92670
296890
368910
4612900
2416900
397000
45356
222720
54931000
324910
56231
6131900
34427000
124730
3244300
14356000
187210
13248000
1076300
6244600
150340
418970
11477000
413120

22562000
5991700
8640400
766580
37001000
9529700
584450
5577400
193150000
2159000
626190
16077000
1750300
660620
11778000
10900000
10653000
15340000
45486000
1443900
2076700
7461500
11075000
4700500
19447000
6996200
950990
11638000
3962200
2594100
9487000
6922400
11080000
364390
2358100
2438500
32064000
5494000
18534000
1726200
680310
1485800
2597900
2424600
20166000
3290200
3131600
584520
541560
180810000
473840
1081200
16328000
124140000
2754400
5678200
32791000
1665300
15694000
6381100
6776700
412410
3802000
29849000

500140



326
14.1
55.3

30.7
16.2
45.6
19.4

5.9
45.9
349

3.7
18.7

57
16.4

4.5
35.7
61.2
26.6

4.4
16.3

35
15.6
59.6

4.7
388
64.8
20.2

8.4
193
35.4
14.6
24.7
18.6

4.6

333
49.7
36.1

85
44.5
64.9
73.9
11.6
14.7

17.4
111
215

326
14.1
55.3

30.7
16.2
45.6
19.4
5.9
45.9
349
3.7
18.7
57
16.4
4.5
35.7
35
26.6
4.4
16.3
35
15.6
121
4.7
388
64.8
20.2
8.4
193
13.8
14.6
24.7
18.6
4.6

333
49.7
36.1

85
44.5
64.9
73.9
11.6

17.4
111
215

326
14.1
55.3

30.7
16.2
45.6
19.4
59
29.8
349
3.7
18.7
57
16.4
4.5
35.7
35
26.6
4.4
16.3
35
15.6
121
4.7
388
64.8
20.2
8.4
19.3
13.8
14.6
24.7
18.6
4.6

333
49.7
36.1

85
44.5
63.7
739
11.6

17

45.376
136.37
34.833
26.816
84.87
24.579
83.165
17.999
97.169
47.716
48.275
65.265
50.14
28.082
28.036
102.35
19.779
80.996
28.302
52.183
65.853
54.794
11.967
89.594
82.704
83.677
11.466
22.999
85.595
20.697
19.576
135.58
21.999
49.203
34.308
93.487
37.154
65.93
147.18
112.92
16.941
106.49
40.949
49.83
86.478
58.024
95.337
25.835
107.77
37.429
35.868
20.891
33313
56.381
154.59
107.14
32.575
17.776
51.156
66.9
64.324
104.85
17.818
57.805
72.39

399
1230
297
234
760

739
167
876
432
419
587
462
246
246
898
172
741
247
457
608
509
103
794
732
758
103
201
784
181
169
1217
198
439
304
819
328
605
1288
995
153
959
372
445
767
531
858
223
1010
353
333
199
300
517
1318
953
294
157
463
613
569
911
165

660

0.

1.08E-28
2.04E-18
1.32€-10
3.26E-74
4.53E-126
5.44E-100
9.02E-133
0.0072052
7.65E-58
8.62E-57
0.021888
4.06E-10
1.37€-116
9.56E-106
2.69E-99
2.37E-23
1.22E-167
6.78E-50
4.50E-42
1.15E-10
1.84E-72
2.54E-31
7.71E-14
0.005695
7.37E-50
1.26E-33
5.41E-24
1.21E-32
4.15E-11
1.11E-46
4.94€-20
2.84E-23
3.14E-54
1.47E-05
6.90E-10
.00069202
4.72E-95
0
2.26E-183
2.45E-12
2.77€-25
7.69E-12
5.72E-18
1.34€-278
1.01E-12
2.46E-114
0
1.89E-09
1.51E-32
3.25E-34
8.93E-145
1.73€-05
5.29€-81
6.48E-68
6.83E-19
1.38E-71
7.91E-101
1.56E-31
1.45E-75
2.86E-19
3.64E-145
0
4.18€-137
6.20E-15
9.97€-70

4.6895
3.5182
1.7051
1.0365
41108
1.1896
21442

0.94525

3.24
2.0444
1.6521
2.5301
1.9185
11721
1.2367
3.2258
1.6827
1.8376
1.1646
22181
22036
2.0429

0.85669
4.4658
4.8047
4.6651
1.3416

0.80235

4.647

0.87069

0.79512
3.3593
0.9126
2.4703
1.5226
4.3186
4.3354

2.085
3.8998
2.9962

0.97738
3.5875
3.5575
3.5488
4.2557
2.0052
3.2061
1.1689
3.2665
21251
1.3147

097797
1.4626
2.5561
4.1596
3.0027
1.5621

0.87009
2.0835
1.7929

1.989
28349

0.93344
1.8365
1.6321

1.9451

1.939
1.9331
1.9201
1.9134
1.9072
1.9056
1.9048

1.887
1.8783
1.8731
1.8495
1.8442
1.8404
1.8371

1.829
1.8246
1.8124
1.8102
1.8036
1.8003
1.7814
1.7741
1.7713
1.7667
1.7634
1.7539
1.7512
1.7483
1.7445
1.7427
1.7371
1.7358
1.7288
1.7263
1.7129
1.7105
1.7037
1.7021
1.6988
1.6963
1.6921
1.6919
1.6916

1.688
1.6873
1.6847
1.6827
1.6811
1.6784
1.6749
1.6726

1.652
1.6493
1.6482
1.6454
1.6308
1.6291
1.6246
1.6238
1.6226
1.6208
1.6182
1.6117
1.6098

0.39479
0.39577
0.39673
0.39886
0.39996
0.40098
0.40125
0.40139
0.40435
0.40582
0.40671
0.41074
0.41165
0.4123
0.41286
0.41427
0.41505
0.41718
0.41756
0.41874
0.41931
0.42269
0.42401
0.42451
0.42535
0.42595
0.42768
0.42817
0.4287
0.4294
0.42974
0.43076
0.43101
0.43231
0.43278
0.43527
0.43572
0.437
0.43732
0.43793
0.43842
0.43921
0.43924
0.43932
0.43999
0.44013
0.44062
0.441
0.44132
0.44184
0.4425
0.44295
0.44696
0.44748
0.44769
0.44825
0.45114
0.45147
0.45237
0.45253
0.45276
0.45312
0.45364
0.45495
0.45533

106.92
12.357
7.7669
18.598

44.54
23.021
42584

16.21
41.706
14.675
14.772
38.972
36.599
41.204
35.424
36.941
40.778
6.7725
21.574
29.652
29.105
7.4731
39.412
85.966
21.388

50.05
38.884
24.268
30.907
42.533
81.616
9.2127
13.569
15.255
11.721
25.018
14.307
20335
38.845
22.658
4.4612
21.691
101.88
49.276
25.539
22.812
43.049
24.657
28.493
49.631
23.669
6.4607
72.424
17.483
66.714
37.938
82.122

19.91
31.755
62.616
15.198
43.986

31.63
8.1619
4.7505

16749000
1370100
1360800

41420000

42427000

69435000

57581000
2476100

15197000

33464000
2638500
2189600

616590000

20037000

31907000
3110200

13304000
5167800

25296000
4806800

39785000
4917700
5079700

297840

15583000
6817500
3874000
7559600
1627700

14410000

20630000
2211100
3698200
1590600
1243400
1103600

23024000
1065800

40380000
2023700
2450800
1662200
6813400

16721000

691310
50226000
203920000
3166800
3154300
9053300
4720200
721830

19503000
8749900
1810600

17189000

75931000

18756000

18934000
2702500

76185000

148660000
459950000
4769300
1572800

9173500
210020
496110

21054000
7946600
31571000
18075000
1265900
3372400
10919000
987880
516570
206180000
9490100
14342000
629870
4868600
1580900
12578000
1426900
11709000
1630300
2752100
41057

2539200

1581900

1657100

4208500
273370

7289700

10262000
511640

1919200
398480
470640
123540

4994500
385550

7993100
475720

1249100
205590

1215900

3458000
122750

15327000
47600000

1418700
815740

3367700

1847100
356620

7698400

2428500
215280

3728300

28766000
10041000

6047400

827640
25087000
38011000

235340000

1652500

555970

7575500
1160100
864740
20366000
34480000
37864000
39506000
1210200
11825000
22545000
1650600
1673000
410410000
10547000
17565000
2480400
8435200
3586900
12718000
3379900
28075000
3287400
2327700
256780
13044000
5235500
2216900
3351200
1354300
7120200
10368000
1699400
1779000
1192100
772760
980030
18030000
680230
32386000
1548000
1201700
1456600
5597400
13263000
568560
34899000
156320000
1748000
2338500
5685600
2873200
365210
11804000
6321400
1595300
13461000
47165000
8715200
12887000
1874800
51098000
110650000
224610000
3116800
1016800



49.1
2.4
66.8

8.8
79
58.6
19.5
7.8
75.1

229
52
4.8

19.6

10.9

29.2

7.2
16
183
62.9
61.8
7.7
317
131
42.4
111
5.2
9.5

18.9

83
241
49
37.3

446
17.1

35.7
54.3

31
55.1
50.4

12.6
45.6
9.8
30.4
32
18.2
55.2
21.4
351
6.6
60.4
3.1
355
41.9
383
83

49.1
2.4
61.4

8.8
79
58.6
19.5
7.8
75.1

229
52
4.8

19.6

10.9

29.2

7.2
16
183
38.2
61.8
7.7
317
131
42.4
111
5.2
9.5

18.9

83
241
4.9
37.3

44.6
171

5.7
35.7
54.3

31
55.1

12.6
45.6
9.8
30.4
32
18.2
55.2
21.4
351
6.6
60.4
31
355
41.9
383
83

49.1

183
382
61.8

7.7
317
13.1
29.8
1.1

52

9.5

18.9

83
241
49
37.3

44.6
17.1
57
53
54.3
31
55.1

126
45.6
9.8
30.4
32
3.4
358
214
35.1
6.6
14.2
31
355
419
383
83

18.749
18.491

157.9
36.638
123.38
29.299
117.97
17.138
47.655
97.717
57.936
103.28
9.1113
119.52
95.907
112.89

110.5
45.796

100.2
66.193

73.46
148.42
139.76
10.366
28.804
48.227
71.496
28.787
26.707
59.075
47.731
24.385
144.73
16.253
80.651
87.679
75.491
96.725

13.57

8.544
17.276
49.741
46.437

51.79
37.482
113.89
27.692
41.272
96.557
63.541
68.813
71.122
14.226
109.29
76.569
83.263
21.689
64.615
112.42
68.996
104.64
38.627
38.746
31.387
29.965

161
1394
334
1071
261
1052
152
425
874
531
919
83
1038
853
1023
1020
403
908
606
669
1278
1262
89
254
443
625
251
238
523
440
210
1338
148
704
759
694
837
126

148
451
420
473
335
1086
256
375
863
587
631
661
125
992
697
724
196
592
998
647
949
352
372
290

0.

1.48E-14
1.01E-24
1.41E-139
1.02E-156
4.64E-34
5.50E-09
1.35E-13
1.33€-23
8.25E-25
1.77€-21
0
3.26E-16
3.15E-05
1.00E-16
1.51E-10
1.29€-113
4.51E-51
1.07€-23
1.48E-116
2.40E-17
5.63E-16
0.0001467
2.42E-138
2.64E-25
3.02E-63
8.49E-13
3.27€-86
1.12E-11
2.85E-132
5.99E-51
3.92E-20
0.016673
0.0017902
4.66E-17
3.53E-14
3.64E-13
3.51E-54
1.10E-12
6.24E-56
5.67E-06
1.00E-23
4.47€-26
9.27€-15
4.90€-117
1.40€-118
1.12€-05
4.90E-115
2.31E-109
1.42E-19
4.66E-17
2.22E-146
7.76E-25
2.02E-09
7.97€-14
1.66E-76
0
9.66E-16
3.50E-67
9.36E-19
0
.00082707
9.52E-85
4.22€-152
4.27E-84
0.035245

0.82885
1.5924
3.9366
1.2214
3.1202

1.104
2.7403

0.73772
2.0488
3.4596
1.9093
3.4487

0.61443
3.0619
3.5907
3.6699

3.282
3.5543
2.8053
1.8556
1.8464
3.7482
3.7921

0.73504

0.90758
1.7177
1.5387
1.0446

0.86586

1.034
1.5295
1.0515
3.6851

0.62181
1.5836
3.6592
3.7161
3.6493
1.4663

0.57254

0.65542
1.9117
1.2027
1.4708

0.99204
2.8327
1.2509
1.3882
3.4249
3.9475
1.9532
3.0852
1.1788
2.5529
1.1861
3.4005

0.57493
1.2796
2.5756
1.7125
3.0259
1.0539
1.0141

0.76412

0.76772

1.6085
1.6042
1.6039
1.5985
1.5978
1.5887
1.5652
1.5645
1.5568
1.5532
1.5494
1.5483
1.5468
1.5467
1.5447
1.5326

1.531
1.5293

1.528
1.5276
1.5268
1.5234
1.5178
1.5175
1.5126
1.5067
1.5043
1.5026
1.4985
1.4828
1.4741
1.4659
1.4602
1.4587
1.4567
1.4514

1.449
1.4475
1.4436
1.4414
1.4389
1.4382
1.4381
1.4357
1.4326

1.431
1.4294
1.4148
1.4089
1.4087
1.4033
1.4003
1.3996
1.3894
1.3746
13733
1.3711
1.3625

1.359
13587
1.3585
1.3523
1.3486
1.3473
1.3372

0.45559
0.45646
0.45652
0.4576
0.45776
0.45961
0.46444
0.46459
0.46619
0.46695
0.46773
0.46797
0.46828
0.46831
0.46874
0.47128
0.47163
0.47199
0.47226
0.47236
0.47253
0.47325
0.47445
0.47452
0.47557
0.47683
0.47735
0.47772
0.47861
0.48204
0.48397
0.48577
0.48704
0.48739
0.48784
0.48902
0.48955
0.4899
0.49077
0.49128
0.49184
0.49199
0.49201
0.49257
0.49326
0.49364
0.49399
0.49734
0.49871
0.49876
0.5
0.49921
0.499
0.4963
0.49232
0.49196
0.49137
0.48903
0.48808
0.48801
0.48794
0.48624
0.48523
0.48486
0.48208

22.583
13.022
50.269
16.763
16.45
34.31
93.054
14.993
23.562
38.423
14.078
67.107
3.7375
85.685
44.703
115.53
28.134
35.53
32.873
13.333
7.703
45.162
141.19
22.831
14.127
7.1701
54.217
26.501
73.787
5.9694
7.1596
57.471
21.494
21.318
130.84
70.535
51.976
44.293
25.458
7.6601
16.542
18.915
10.747
39.248
13.492
59.113
23.065
6.3766
23.466
11.782
57.73
31.999
145.12
11.35
21.748
54.968
13.086
40.742
14.155
58.452
40.4
8.6053
26.467
23.811
11.66

176

10
18

5862600
10598000
23151000

190510000

1311900

2343800

1818500

6860400
10201000

3222000

439410000

1664700

1006900

1367900

2328600
19841000

6451400

1923600
30393000

2250700

3478700

586580
18005000
3311200
33723000
2892800
36417000
2789000
1078200000
12987000
729110
621110
621360
3153800
3363000
1507800
7871700
1192100
28706000
3216300
6482800
5703100
1153000
123270000
125670000

1212800
236910000

7550200

2586000

1560900
80362000

3472900
12821000

995110
26320000
335600000

5520500
13554000

2326300

2248600000
664130
27317000
35680000
16051000
660850

2987100
4045000
4166100
83667000
235200
1189100
723990
3912200
3226100
373370
147060000
362910
615240
425450
510340
8057800
1424900
291790
7477400
763870
1131200
44185
7248100
1886100
17408000
1025700
13279000
1440100
563730000
6518500
298840
286340
124720
1872900
1439000
98441
1737600
440590
11539000
2011200
3778900
1846300
535420
52262000
58963000
284580
101520000
3039500
429070
186170
26077000
807600
5620800
236810
11449000
74775000
3437900
5738400
639960
821260000
145070
13133000
17374000
8821600
344340

2875500
6553100
18985000
106840000
1076700
1154700
1094500
2948200
6974700
2848600
292360000
1301700
391640
942470
1818300
11783000
5026500
1631800
22915000
1486800
2347500
542390
10757000
1425000
16314000
1867100
23137000
1349000
514510000
6468400
430270
334780
496640
1280900
1924000
1409400
6134100
751470
17167000
1205100
2703900
3856800
617530
71007000
66705000
928240
135390000
4510700
2157000
1374800
54285000
2665300
7200200
758300
14871000
260820000
2082600
7815600
1686300
1427400000
519060
14185000
18307000
7229300
316510



327
57.5
36.9
111
345

26
54.9
238
15.4
28.4
353

57

51.2
153
56.8
153
18.1
415
15.8
67.1
24.4
51.3

19.8
35.1
49.6
36.5
52.7
53.8
12.2

37

8.4
19.8
18.8
356

5.8

7.4
61.1

53.4
36.6
13.4
41.6
57.9

6.6

215
31.2

81.9
52
59.3

327
57.5
36.9
111
345

26
54.9
238
15.4
28.4
353

57

51.2

75
56.8
13.6
18.1
a5
15.8
67.1
24.4
406

19.8
35.1
331
36.5
52.7
39.9
9.1
37
8.4
19.8
18.8
12.8
5.8
7.4
61.1

53.4
36.6
13.4
41.6
57.9

6.6

215
31.2

81.9
52
59.3

327
57.5
36.9
111
345

26
54.9
238
15.4
28.4
353

57

51.2

75
56.8
13.6
18.1
415
15.8
67.1
24.4
40.6

19.8
35.1
5.6
226
52.7
39.9
9.1
37
8.4
19.8
18.8
5.9
5.8
7.4
61.1

53.4
36.6
13.4
416
57.9

6.6

215
31.2

66.8
5.2
59.3

37.895

106.9
47.517
17.977

23.63
49.997
35.744
83.471
87.343
14.199
38.418
35.076
12.259
33.172
43.062
53.844
19.823

107.6

73.68
89.321
19.015

26.56
26.411
53.488
97.459
51.153
50.822
35.503
92.468
57.293
27.399
32.745

26.21
9.7251

30.54
36.724
117.85
31.362
32.865

70.67
54.177
32.949
48.162
109.43
58.993
44.131
29.483
35.904
67.454
27.547
59.366
105.84
17.259
12.107
33.712
16.648
49.679
39.611
24.701

56.44
48.141
35.853

22.11
92.888
34.333

954
430
158
206
450
325
751
783
125
351
317
104
301
390
496
174
993
679
806
169
229
241
475
860
449
439
338
803
520
246
285
228
86
271
342
1058
282
284
636
509
286
419
972
547
398
261
320
608
258

4.46E-11
1.24E-11
1.06E-150
3.79€-06
2.96E-16
8.64E-13
3.91E-09
7.42E-18
1.69E-06
3.70E-22
0.050686
1.08€-123
2.89E-07
5.83E-131
4.60E-81
1.15E-07
2.21E-20
0.00061093
0
3.71E-60
2.03e-17
3.28E-14
1.20E-63
7.41E-35
5.19€-11
2.85E-157
2.60E-17
3.43E-167
7.68E-36
2.53E-72
2.30E-31
7.02E-06
7.08E-119
9.25E-18
4.18E-61
8.19E-58
7.48E-53
7.23E-82
7.07€-106
6.36E-142
0
1.81E-95
1.79e-10
1.01E-08
1.09e-19
1.44€-27
7.06E-18
1.75E-84
0.00022093
0.00090973
2.00E-253
7.24€-15
1.84E-94
9.84E-21
2.05E-21
1.38E-37
1.75€-298
1.68E-20
7.89E-26
8.63E-31
3.04E-44
0.0057215
9.58E-162
1.18E-06
8.20E-57

1.1074
2.424
3.1635
0.68954
1177
1.6999
1.0365
3.2982
2.2922
0.58812
1.1316
1.0407
0.52143
1.012
1.2823
1.3077
0.57449
1.943
1.2628
2.2005
0.66987
0.68058
0.67745
1.5741
1.9207
1.5252
1.643
0.94702
2.142
1.4911
0.69049
0.83052
0.75491
0.47065
0.6513
2.8832
2.2239
0.67822
0.83668
1.1621
1.5498
0.99558
1.2031
2.2933
0.5819
2.8113
0.80408
1.3786
1.2055
0.6477
1.4152
3.1761
0.65722
0.55146
0.79533
0.51757
1.2166
0.79201
0.70044
13743
0.76662
0.93321
0.99483
3.1199
0.80129

1.3309
1.3266
13251
1.3239
1.318
1.3159
131
1.3082
1.2997
1.294
1.2829
1.2818
1.2773
1.2746
1.2738
1.2646
1.2631
1.2491
1.249
1.2477
1.2443
1.2437
1.232
1.2284
1.2231
1.2184
1.218
1.2124
1.2058
1.2016
1.1913
1.1905
1.1904
1.1849
1.1815
1.1799
1.1754
1.1749
1.1734
1.1706
1.1692
1.1638
1.1635
1.1585
1.1579
1.1555
1.1539
1.1531
1.1506
115
1.1468
1.1455
1.1435
1.1433
1.1363
1.1361
1.1335
1.1322
113
1.1296
1.1294
1.1205
1.1188
11091
1.1042

0.48031
0.47912
0.47871
0.47837
0.47671
0.47612
0.47445
0.47395
0.47153
0.46991
0.46672
0.46641

0.4651
0.46431
0.46407

0.4614
0.46097
0.45685

0.4568
0.45642
0.45543
0.45525
0.45176
0.45068
0.44909
0.44768
0.44755
0.44585
0.44382
0.44255
0.43939
0.43914
0.43911
0.43741
0.43635
0.43586
0.43447

0.4343
0.43384
0.43297
0.43252
0.43084
0.43074
0.42915
0.42898
0.42821
0.42772
0.42746
0.42667
0.42648
0.42546
0.42505
0.42441
0.42434
0.42212
0.42205
0.42121
0.42078
0.42007
0.41996
0.41988
0.41702
0.41645
0.41329
0.41169

41.338
16.417
84.162
25.035
0.48179
18.391
8.8415
29.489
39.218
6.0969
5.17
10.851
21.022
33.315
14.768
55.849
87.376
31.588
29.965
41.399
7.103
19.978
14.705
20.146
25.628
35.946
32.01
20.376
107.65
4.9302
14.959
1.0549
14.864
6.3246
15.312
11.366
16.608
15.946
13.145
30.348
51.04
10.612
10.732
10.949
28.876
70.889
6.5613
0.68343
3.3846
17.632
15.606
54.721
11.399
12.535
27.015
21.72
40.035
21.63
9.9266
19.959
39.862
11.859
58.095
18.11
26.723

4979900
477720
62689000
1925600
1989500
1334700
973310
3358300
1326300
2039900
1190700
43528000
6455400
58908000
26188000
2233900
33293000
1267900
356260000
16662000
1115400
5578900
10932000
1424000
3678400
22707000
1191400
100510000
11538000
13195000
19441000
2303500
149260000
638990
20129000
31650000
9425600
85993000
62051000
70468000
229940000
31331000
2807300
788280
16191000
12445000
28576000
1072600
1417800
1151900
123100000
5554200
36439000
2540300
3524900
8061300
750170000
2726500
11080000
9875000
19655000
1382300
1773800000
1230500
40745000

2246000
84652
14145000
1010900
912140
514010
394820
762420
154790
1291400
565850
20655000
4221900
29444000
11539000
983720
21805000
461010
154470000
5114600
635520
3093500
6484200
485370
1119200
8442300
427360
50315000
4130400
5330500
11381000
1238900
84915000
429150
11574000
8570200
2893600
50915000
32033000
33524000
99359000
15465000
1163500
166410
9437300
3140900
16128000
426700
609330
713890
49321000
1239500
21679000
1606800
1935300
5294400
336140000
1506800
6237600
3960400
10745000
688870
876800000
179420
22232000

2734000
393060
48544000
914670
1077400
820700
578500
2595900
1171500
748490
624820
22873000
2233400
29463000
14649000
1250200
11488000
806880
201790000
11547000
479850
2485400
4448100
938610
2559200
14265000
764070
50193000
7407500
7864600
8059800
1064700
64347000
209850
8555000
23080000
6531900
35079000
30017000
36944000
130580000
15866000
1643900
621880
6753900
9304000
12448000
645900
808460
437980
73784000
4314700
14760000
933580
1589600
2766900
414030000
1219700
4842400
5914600
8910600
693420
896990000
1051100
18513000



30.4
64.7
58.2
33.4
14.8
14.2
59.2
20.4
27.5

16.7
15.8

234
18.4
26.6
54.3
69.5

5.6
66.9
17.6
32.2
10.8

9.5

8.6
34.6
358
15.7
29.9
56.5
40.7
324
15.6

2.8
20.2
336
133
56.2

36.8
15.5

9.3
349
27.8

286
14.5

68
13.7
15.2
18.4

21

28.7
64.7
58.2
33.4
14.8
125
59.2
20.4
27.5

16.7
3.6

234
18.4
26.6
39.9
69.5
5.6
66.9
17.6
322
10.8
9.5
64
86
346
217
15.7
29.9
7.9
407
324
15.6
2.8
202
336
133
56.2

36.8
15.5

9.3
349
27.8

28.6
14.5
68
13.7
15.2
18.4
21

28.7

16.7
3.6

23.4
18.4
26.6
39.9
63.3

5.6
44.4
17.6
32.2
10.8

9.5
18.5

8.6
34.6
217
129
29.9

7.9
40.7
324
15.6

2.8
20.2
336
133
56.2

36.8
15.5

9.3
349
27.8

286
14.5
68
13.7
15.2
18.4
21

39.638
57.488
28.768
39.287
99.028
54.231
20.17
24.763
40.542
27.887
63.923
53.9
22.406
59.143
16.937
135.65
50.679
34.834
64.319
17.965
24.49
19.608
34.097
84.228
85.223
21.834
102
13.623
22.764
70.897
78.365
28.521
11.845
30.886
21.119
91.706
32.642
33.824
9.0714
98.16
51.281
19.208
19.653
126.97
65.308
88.549
68.671
38.242
12.405
20.462
57.924
20.105
22.836
17.385
36.588
59.67
23.449
123.11
19.661
94.33
28.068
54.416
39.681
13.459
74.698

1134
175
840
244

363
114
676

3.50E-60
0
5.03E-79
1.57E-61
1.22€-28
5.56E-15
8.99E-82
2.63E-65
9.46E-40
2.39E-101
3.72€-124
8.90E-59
1.69E-15
4.29E-15
1.69E-08
1.68E-200
2.65E-36
1.99€-44
2.82E-09
4.54E-90
0.02873
2.10E-05
4.57€-59
1.11E-10
1.51E-30
6.96E-18
1.30E-46
0.00048191
4.07€-81
0
1.95E-20
2.83E-236
0.013583
9.70E-49
4.52E-09
2.20E-23
2.56E-109
0.0030672
3.29€-29
4.92€-227
3.69E-15
3.02E-20
1.06€-77
7.93E-168
3.37E-48
1.61E-35
0.010752
1.85E-19
2.19€-31
0.069862
1.01E-283
2.84E-16
8.06E-51
0.00050093
8.56E-15
5.44E-115
3.27€-14
1.28E-07
7.37E-05
3.65E-69
2.31E-134
8.11E-10
1.58E-19
0.0028442
0.29778

0.84152
1.3584
0.76693
0.85359
2.1976
1311
0.47072
0.74102
2.453
0.6119
1.0891
1.1052
0.68993
1.2615
0.53886
2.4957
1.162
0.92921
1.2128
0.43467
0.93223
0.92737
0.7262
2.6658
2.6332
0.91611
2.0102
0.38197
0.60755
1.0169
1.7987
0.70344
0.45528
0.69893
0.89175
2.5037
0.43551
0.87395
0.38119
2.1887
1.0056
0.52734
0.42659
1.7518
1.1324
1.8144
0.94596
1.0038
0.59537
0.64693
1.1521
0.83963
0.8329
0.37331
1.9106
1.1023
0.72378
2.2856
0.41244
1.733
0.5454
1.3063
2.3164
0.57529
0.92748

1.0999
1.0945
1.0926
1.0916
1.0909
1.0821
1.0813
1.0805
1.076
1.0717
1.0692
1.0688
1.0659
1.0653
1.0611
1.0607
1.0598
1.0561
1.0441
1.0425
1.0412
1.0385
1.033
1.0318
1.0265
1.0259
1.0247
1.0231
1.023
1.0205
1.0198
1.0177
1.0017
1.0015
0.99386
0.99308
0.9921
0.99084
0.97741
0.96851
0.96636
0.96254
0.9607
0.95482
0.95124
0.94794
0.9455
0.94208
0.94202
0.93985
0.93755
0.93217
0.93108
0.92969
0.9286
0.92666
0.92355
0.91772
0.91492
0.91023
0.90678
0.90544
0.90334
0.89914
0.89694

0.41028

0.4085
0.40786
0.40754

0.4073
0.40438
0.40411
0.40385
0.40236

0.4009
0.40005
0.39992
0.39897
0.39874
0.39732
0.39719
0.39689
0.39564
0.39154
0.39101
0.39055
0.38962
0.38773

0.3873
0.38546
0.38526
0.38484

0.3843
0.38427

0.3834
0.38316
0.38243
0.37681
0.37672
0.37403
0.37375

0.3734
0.37295
0.36815
0.36495
0.36417
0.36278
0.36212
0.35998
0.35867
0.35746
0.35656
0.35531
0.35529
0.35449
0.35364
0.35165
0.35124
0.35073
0.35032

0.3496
0.34845
0.34627
0.34522
0.34346
0.34216
0.34165
0.34086
0.33927
0.33843

17.097
17.561
10.2
15.679
46.698
11.843
28.179
8.136
67.598
22.466
29.277
29.478
14.111
18.949
16.1
44.717
34.264
21.041
117.42
99.502
20.781
7.7627
0.81308
43.114
38.034
27.963
15.493
7.3521
12.747
31.128
29.151
25.965
13.061
23.828
18.863
21.285
37.873
11.486
4.515
60.085
11.964
35.545
5.4493
29.57
18.081
42.908
1.7316
39.903
19.683
15.328
16.885
38.903
23.347
17.533
19.454
58.211
25.397
10.599
29.776
33.235
30.541
57.002
13.37
25.135
8.2025

17028000
136000000
