Supplementary Figures S4 - S11; Crisci et al.

Supplementary Figures S4 - S11. In the following figures the bait fragment of SF1
and the Selected Interacting Domain (SID) of the prey proteins are aligned with
functional and structural domains (PFAM, SMART, TMHMM, SignalP, Coll
algorithms) of these proteins. The SID is defined as the amino acid sequence shared
by all prey fragments matching the same reference protein. SIDs have been found in
numerous cases to correspond to an identified structural or functional domain. The

color coding for bait and SID fragments as well as for domains is shown on page 1 of
all supplementary figures.
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CEMCY - Human T cell line

Supplementary Figures S4 - S11; Crisci et al.

Bait fragment

SID fragment
Plam or SMART dom
— 7725 om brans domain (TMHMM)
E—  Coiled-coil domain (Ncoils)
Signal peptide (SignalPHMM)
Splicing Factor 1 1 441 hgxavt
y 103 SID
G BT 134 227 KHomology domain - SM00322
151 222 KHomology domain, type 1 - PFO00
278 294  Zin oG type . SM00343
278 ' 283 Zino finger, GOHGype - PFO009S
BL2B () 532 sD
n 110 166 Src homology-3 domain - SM00326
glD: 209862798 113 159 Src hcmolugy -3 domain - PF00018
171 SH2 domain - SM00252
173 sia S domain - PRO00LT
288 538 Serine-threonine/tyrosine-protein kinase - PFO7714
288 539 Tyrosine-protein kinase, catalytic domai - SM00219
1020 1182 Feactin binding - PF08919
1061 1182 Feactin binding - SM00808
- ' = s
3 109 129 Coiled domain
g2t ‘})9%256522539 13 61 SWAPISurp - PF01805
13 65 SWAP/Surp - SM00648
156 286 CID domain - SM00582
211 274 ANA polymerase Il-binding domain - PF04818
839 889 G-patch domain - SM00443
842 887  Gepatch domain - PFO1585
HNANPAB 129 332 sp
Homo sapiens
GID: 55956918
Gene 1D: 3182
S HAnPOL 133 326 SID
o o 149 221 RNA recognition motif domain - SM00360
Gene ID: 9987 151 218 RNA recognition motif domain - PFO0076
234 306 RNA recognition motif domain - SM00360
235 296 RNA recognition motif domain - PF00076
2 «HoRass 21 199 SID
Homo sapiens
GID: 5730072
Gene ID: 10656
[ Kianose2 738 8: siD
Home sapiens s 677 NEEEM 722  Coiled domai
Gene ID: 9731
[l Kno007 202 406 s
TP AN 10 Signal peptide domain
Gene ID: 22889
A ] KeNAZ - 256 497 sD
87 107 Coiled domain
RN 6 29 IMECrtIn-eIPha, Importin-bote:binding do - PRO1740
108 Armadillo - SM0018:
109 155 Armaailo  pRO0S14
151 Armadillo - SM00185
151 i P
193 Armadillo - SM00185
196 %355 “Aemadiio “Pro0s 14
241 280 Armadillo - SM00185
249 280 Armadillo - PFO0514
282 322 Armadillo - SM00185
284 321 Armadillo - PFO0514
324 364 Armadillo - PFO05 14
324 364 Armadillo - SM00185
366 406 Armadillo - SM00185
367 405 Armadillo - PF00514
409 449 Armadillo - SM00185
410 447 Armadillo - PFO0514
5 - 112 404 SID
4 $3 gy OISR, Importn-bota:binging dor- PRO1749
Goned 0402 103 Armadillo - SHOD185
104 154 Armadilo . proos
146 madilo . Pro0s 14
146 186 Armadillo - SM00185
188 22 i
189 229 05
32 Armadillo - SM00185.
233 Armadillo - PF005
273 Armadillo - SM00185
274 Armadillo - PFO0514
5 Armadillo - SM00185
Armadillo - PFO0514
Armadillo - SM00185
396 Armadillo - PFO0514
440 Armadillo - SM00185
439 Ammadillo - PFO0514
o o &z I -~
. 38 o G
65 ; I one, mpen setginin o 71759
112 madillo - SM0O T
113 155 Armadila  Pr00S 4
156 196 Armadillo - SM00185
157 195 Armadillo - PFO0514
197 Armadillo - SM00185
199 239 Armadillo - PFO0514
242 281 il S
251 281 Armadillo - PFOO.
283 525" hrmadtlo. V00155
284 322 Armadillo - PFO0514
325 365  Armadillo - SM00185
328 365 Armadillo - PFO0514
367 406 Armadillo - PFO0S14
367 407 Armadillo - SM00185
410 449 Armadillo - PFO0514
410 450 Armadillo - SM00185
PRMT2 variant 1 2 160 SID
PR 33 88 Src homology-3 domain - SM00326
QID: Ag25n018 36 81 Src homology-3 domain - PF00018
133 397 Protein arginine N-methyltransferase - PFO5185
BBMIT ions 123 401 sD
108 WEEEN 145  Coiled domain
Qve'ib: 4861 233 279 Gepatch domain - SM00443
238 276 G-patch domain - PFO1585
306 RNA recognition motif domain, eukaryote - SM00361
328 386 RNA recognition motif. (a.k.a. RRM, RBD, - PF13893
SNRF70 27 152 SID -
289 309 Coiled domain
Ggf@%—f&? 1 95 Ut small nuclear ribonucleoprotein of 70 - PF12220
104 177 RNA recognition motif domain - SM00360
105 174 RNA recognition motif domain - PF00076
Splicing Factor 1 i 441 hgxevi
Home sepiens 103 28 s
Gene ID: 7536 134 227 KHomology domain - SM00322
151 222 KHomology domain, type 1 - PFO0013
278 294  Zinc finger, CCHC-type - SM00343
278 ' 293 Zinc finger, CCHC-type - PF00098
TALL e 30 301 sb
10 81 RNArecognition motif domain - SM00360
Qe b ors 11 79 P ecognition mtif domain - PFO007
98 NA otif domain - SM00360
99 fes A e i - pronore
206 RNA recognition motif domain - SM00360
207 ST FNA recoqmition motl domain - PRO0Q7S
UHuKt 84 SiD
AT 23 304 Protein klnase catalytic domain - PF00069

A9 S3h Fe50s

Gene ID: 127933

348 ioo

RNA recognition motif domain - SM00360
RNA recognition motif. (a.k.a. RRM, RBD, - PF13893
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Home sapions
GID: 219801668
Gene ID: 25925

12
2-like - SM00355

M00355

er - PF13894
ke - SM00355
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HBMEC - Human bone marrow endothelial cells
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Bait fragment

T dom
e o A L (TMHMM)
E—  Coiled-coil domain (Ncoils)
Signal peptide (SignalPHMM)

Splicing Factor 1 1 441 hgxevi
g eabs 134 227 K Homology dumam rsMncazz
Gene 1b: 7536 151 EL UG e
278 294 nger. COHGypo - SM00343
Sre 233 Zme finger, CCHC-type - PF00098
SN 20 155  SID
fangsapiens o B —
Geno ID. 25 67 113 Src homology-3 domain - PFO0018
12: SH2 domain - SM00252
127 202 SH2 domain - PFO0017
242 492 Serine-threonine/tyrosine-protein kinase - PFO7714
242 493 Tyrosine-protein kinase, catalytic domai - SM00219
953 1130 F-actin binding - PFO8919
1004 1130 F-actin binding - SM00808
A ] ppL2B 20 391 SID
110 166 Src homology-3 domain - SM00326
S0 52799 13 159 Src homology-3 domain - PF00018
171 254 jomain - SM00252
173 248 SH2 domain - PFO0017
288 538 Serine-threonine/tyrosine-protein kinase - PFO7714
288 539 Tyrosine-protein kinase, catalytic domai - SM00219
1020 1182 F-actin binding - PFO8919
1061 1182 F-actin binding - SM00808
cene 396 633 SID
Homo sapiens, 1 521  Centromere protein Cenp-l - PFO7778
Gene ID: 2491
cLe 941 1296 SID
Homa saplens o 19 56 Clalhnn neavy chaln propeusr repeal - PF01394.
Gene ID: 1213 chain, propeller repeat - PF01394
203 2 Clalhnn heavy chain, propeller repeat - PFO1394
Ciathrin, heavy chain, linker, core moti - PF09268
360 Clathrin-H-link - PF13838
683 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
546 682 Clathrin, heavy chain/VPS, 7-fold repeat - PF00637
690 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
692 831 Clathrin, heavy chain/VPS, 7-fold repeat - PFO0637
837 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
844 972 Clathrin, heavy chain/VPS, 7-fold repeat - PFO0637
983 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299.
983 1123 Clathrin, heavy chain/VPS, 7-fold repeat - PF00637
1182 2zl N el 10l ropaat - SM00209
1133 327 Clatirin hieayy chaln/VPS,  old repos - PFO0G3:
1278 24 Clathrin, heavy ehain/VES, 7-fold repeat - SM00299
1279 1421 Glathrin, heavy chain/VPS, 7-fold repeat - PFO0637
1427 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
1427 1499 Clathrin, heavy chain/VPS, 7-fold repeat - PF00637
1500 1586  Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
1500 1569 Clathrin, heavy chain/VPS, 7-fold repeat - PFO0637
cosat 566 744 SD
1 27 Signal peptide domain
Qoo - 1558 158 213 Collagen triple helix repeat - PFO1391
209 Collagen triple helix repeat - PFO1391
255 306 Callagen trile heli repoat - Pro1391
571 Collagen triple helix repeat - PFO1391
09 744 Complement C1q protein - SM00110
617 741 Complement C1q protein - PFO0386
C
121 nal peptide dom;
: 14
EE e % 993 Hlcaso, suprtamil 12 ATbiningd - 0487
195 365 DNA/RNA helicase, DEAD/DEAH box type, N- - PF00270
432 Helicase, C-terminal - SM00490
438 512 Helicase, C-terminal - PF00271
323 WM 343 Coiled domain
GL?‘EZ\QD‘ e 113 316 Helicase, superfamily 1/2, ATP-binding d - SM00487
118 288 DNA/RNA helicase, DEAD/DEAH box type, N- - PF00270
355 Helicase, C-terminal - SM00490
361 435 Helicase, C-terminal - PF00271
498 PB8HR - PF08061
583 P6BHR- PFOB06T
HEY2 51 190 SID
Homo sapiens 53 104 Myc-type, basic helix-loop-helix (6HLH) - PF00010
Gene ID: 23493 54 e I B IDSBIONB RSB« (oML - SMo036
119 0 el Ral
123 163 Orange - PFO7S!
v
153 WM 173 Coiled domain
1
e 209 WEEEE 270  Coiled domain
102 igh mobility group (HMG) box domain - SM00398
108 170 High mobility group (HMG) box domain - PFO0505
[ HNRNPA 141 332 SD
Homo sapiens
GID: 55956918
Gene ID: 3182
HN 98 397 siD
149 221 RNA recognition motif domain - SM00360
GLE‘EG\SDZBO'DB‘ 151 218 RNA recognition motif domain - PF00076
234 RNA recognition motif domain - SM00360
235 296 RNA recognition motif domain - PF00076
KDM4B. 504 1096 SID
Homo sapiens | 14 56 Transcription factor jumonji, njN - SM00545
Gene ID: 23030 16 50 Transcription factor jumonji, njN - PF02375
143 309 JniC domain - SM00558
176 292 ujC domain - PF02373
731 780 Zinc finger, PHD-\ype - 00249
754 789 PHD-finger -
795 506 PHD-zine finger ke domain - Pr13632
851 907 Zinc finger, PHD-type - SMO
917 ‘Tador damain - V00333
975 1031 Tudor domain - SM00333
KHDRBS1 146 320 S
Homo sapiens 154 252 KHomology domain - SM00322
Gene 1D: 10657 160 201 KHomology domain, type 1 - PFO0013
KHDRBS3 13 346 SID
Homo sapiens
GIo: 5750072
Gene ID: 10656
I KiARDS62 738 sip
ens,
Hom 25&817139 677 WEEEE 722 Coiled dom
Gene ID: 973
B K1AA0907 212 351 SID
oD 2558 v 10 Signal peptide domain
Gene ID: 22889
- KPNA1 sip
Gﬁ;"‘;g;ﬁﬁ‘zgz 3 94 \mvomn a\pha importin-t be!a binding do - Prome
Gene ib: 3636 114 adillo - SM00185
15 150 Armadilo  PRO0BTA
15 198 Armadillo - SM00185
158 197 Armadillo - PF00514
200 241 Armadillo - SM00185
203 241 Armadillo - PFO0514
244 283 Armadillo - SM00185
254 283 Armadillo - PFO0514
285 Armadillo - SM00185
286 324 Armadillo - PFO0514
327 367 Armadillo - SM00185
330 367  Armadillo - PFO0514
369 Armadillo - SM00185
369 408 Armadillo - PF00514
412 451 Armadillo - PFO05 14
412 452 Armadillo - SM00185
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G\D 62588891
Gene ID: 3838

NA3
Hom sapiens
GID: 221316763
Gene ID: 3839

Homg saplens
GIo: 3981 2zze
Gene ID:

-
GID: 118582282
Gene ID: 23633

Ell v~o2L2

Homo sapiens

GiD: 187560078
Gene ID: 10459

Gene ID: 124540

NUP155
Homo sapiens
GID: 24380140
Gene ID: 9631

PHF19
Homa sapiens
GID: 58331161
Gene ID: 26147

PRMT2 variant 1
Homo sapiens
GID: 46255048
Gene ID: 3275

PSMD11
Hom sapiens
GID: 394953908
Gene ID: 5717

RBM17
Homo sapiens
GID: 14249678
Gene ID: 84991

Homo sapiens
GID: 354450373
ene ID: 10181

RBMS2
Homg sapiens
GID: 211938419
Gene ID: 5939

R
Homo sapiens
GID: 57164969
Gene ID: 11030

Homo sapiens
GID: 302844758
Gene ID: 6342

_ SNRP70
Homo sapiens
GID: 57634537
Gene ID: 6625

251 520 SID
[ main
Importin-alpha, importin-beta-binding do - PFO1749
149 Armadillo - SM00185
149 Armadillo - PFO0514
51 191 Armadillo - SM00185
51 190 Armadillo - PFO0514
193 231 Armadillo - SM00185
Armadillo - PFO0514
241 280  Armadillo - SM00185
249 280

Armadillo - smumas

Armadillo - PFO05

a6a " aermadilo - PFO0S 14
Armadillo - SM00185

366 406 Armadillo - SM00185

367 405 Armadillo - PFO0514.
409 449 Armadillo - SM00185
410 447 Armadillo - PFO0514.

sip
Irpets a\pha |mpomn bsla -binding do - PF01749

madillo - SM
144 Armadllln PrO0S T

146 186 Armadillo - SM00185

147 184

22 94
24 91

112

116
16M 3

Signal p

78

23

08
99

33

33 88

36 81
133

31

108 W 145

a8

58

137

25 97
26 87

104
105

Armadillo - PFO0514.
188 229
189 229
232 271
233 271

Armadillo - SM00185
Armadillo - PFO0514.
Armadillo - SM00185

Armadillo - PFO0514.

539 SD
Impcmn alpha importin-beta-binding do - PFO1749
Armadillo - PFO0514.
|57 Armadillo - SM00185
159 199 Armadillo - SM00185
163 198 Armadillo - PFO0514
201 242 Armadillo - PFO0514.
201 242 Armadillo - SM00185
245 284 Armadillo - SM00185
256 284 Armadillo - PF00514.
286 326 Armadillo - SM00185
287 325  Armadillo - PF00514.
328 368  Armadillo - SM00185
331 368 Armadillo - PFO0514
370 409 Armadillo - PFO0514
370 410 Armadillo - SM00185
413 453 Armadillo - SM00185
413 452 Armadillo - PFO0514

246 407 sID

Coiled domain
o:

EOpi I, (T i Ay - )
85

156 196 Armadillo - SM00185
Armadillo - PF00514
197 239 Armadillo - SM00185
199 BB Ol fl
dillo - SM00185

Armadillo - PF00514
283 323 Armadillo - SM00185
284 322 Armadillo - PFO0514.
Armadillo - SM00185
328 365  Armadillo - PFO0514

367 406 Armadillo - PFO0514
Armadillo - SM00185
410 449 Armadillo - PFO0514
410 450 Armadillo - SM00185

211 SID
153 DNA-binding HORMA - PF02301

SID
RNA recognition motif domain - SM00360
RNA recognition motif domain - PFO0076
RNA recognition motif domain - SM00360
178 RNA recognition motif domain - PFO0076

eptide domain

Coiled domain

890 W 910

508 Nucleoporin, Nup133/Nup155-like, N-termi - PF08801
700

346 SD
it G SN
Zing fnger PHD type - SM00240)
149 Zine finger, PHD-finger - PFOI
197 247 Zinc finger, PHDine SRR
578 Polycomb-like MTF2 factor 2, G-terminal - PF14061

SID
Src homology-3 domain - SM00326
Src homology-3 domain - PF00018
397 Protein arginine N-methyltransferase - PF05185

373 SID

PCI/PINT associated module - SM00753

289 387 Proteasome component (PCI) domain - PF01399
321 404 Proteasome component (PCI) domain - SM00088

237 401 sD
Coiled domain
233 279 G-patch domain - SM00443
238 276 G-patch domain - PFO1585
306 RNA recognition motif domain, eukaryote - SM00361
328 386 RNA recognition motif. (a.k.a. RRM, RBD, - PF13893
274 528 SD
617 W 647 Cnlled domain
684 Coiled domain
7 RO e G- €Y
171 RNAT otif (a.k.a. RRM, RBD, - PF14259
181 200 Zine inger, RanBPa.typo - PF00641
Zinc. nnger RanBP2-type - SM00547
232 11 RNA recognition motif domain - SMOO:
233 08 ANA recognition motif (a.k.a. RRM, RED FF|4259
@B A csz like - SM00355
741 ~patch domain -
Gpatch domain -

743 7o

SID
125 RNA recognition motif domain - SM00360
118 RNA recognition motif domain - PFO0076
RNA recognition motif domain - SM00360
201 RNA recognition motif domain - PF00076

143 sID
RNA recognition motif domain - SM00360
RNA recognition motif domain - PF00076

478 sD

140  Thiolase, N-terminal - PFO0108
283 381 Thiolase, C-terminal - PF02803

438 538 SCP2 sterol-binding domain - PF02036

153 SID
289 WM 309  Coiled domain
ut sman nuclear ribonucleoprotein of 70 - PF12220
RNA recognition motif domain - SM00360
174 RNA recognition motif domain - PF00076
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Coiled domain

SM00443
PFO1585

1141 W 1161

Coiled domain

1268

1338 SID

Nucleoporin, Nup133/Nup155-like, C-termi - PFO3177
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HBMEC - Human bone marrow endothelial cells

853

.
[ s
B
Gene 1D: 96764 44 RNA cap guanine-N2 methyltransferase - PF09445
1

375
- TIALL SID
Homo sapiens 0
GID: 77695910
Gene ID: 7073

6
main - SM00360
main - PFO0076

nition motif domain - SM00360
ognition motif domain - PFO0076
1

1499

TR
Homo sapiens
GID: 114155141
Gene ID: 7175

d domain
1499 Coiled domain

&
S
g

2363

[
G0 3830578,

Gene ID: 11338 100360

- PF14259

n motif domain - SM00360

n motif domain - PFO0076

6: recognition motif domain - SM00360

59 RNA recognition motif domain - PFO0076

VAV2

Homo sapiens
815457804713
Gene ID: 7410

ia - PF00130
ia - SM00109
- 8M00326

main - SM00252

main - PF00017

837 Src homology-3 domain - SM00326
835  Variant SH3 - PFO7653

1188

Ho
Gene ID: 23613

D-type - PFO1753

1377

| ZNFios
Homo sapiens
GID: 3647276
Gene ID: 7750

60 Protein of unknown function DUF3504 - PF12012

.
Homo saglans
GID: 219801668
Gene ID: 25925

- SM00355
finger - PF13894

SM00355
H2-type zinc finger - PF13894
Zine finger, C2H2-like - SM00355
1309 Zinc finger, C2H2-like - SM00355
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HTH_RP - Human thymocytes, random-primed

Bait fragment

SID fragment
Plam or SMART dom
— 7725 om brans domain (TMHMM)
—  Coiled-coil domain (Ncoils)
Signal peptide (SignalPHMM)
Splicing Factor 1 1 441 hgxavi
g esbs 134 227 K Homology dumam rsMncazz
Gene Ib: 7536 151 B U G (e e
278 " 204 Zind fingor. CCHO type - SM00343
376 - 293 Zing finger, GOHGype - PFO000B
- '
n 110 166 Src homology-3 domain - SM00326
%‘s‘ifﬁf_g}f”“ 113 159 i homology-3 domain - PFO0018
171 254 SH2 domain - SM00252
173 248 SH2 domain - PFO0017
288 538 Serine-threonine/tyrosine-protein kinase - PFO7714
288 539 Tyrosine-protein kinase, catalytic domai - SM00219
1020 1182 F-actin binding - PFO8919
1061 1182 Feactin binding - SM00808
944 1282 SID
Homa saplens o 19 56 clamnn neavy chaln propeller repeat - PF01394
Gene ID: 1213 Clathrin, heavy chain, propeller repeat - PFO1394
203 238 Clathrin, heavy propeller repeat - PF01394
335 38" Ciathrin, heavy chain, inker, core moti - PF09268
360 425 ClathrinHHinkPE13630
683 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
sas 682 Clathrin, heavy chain/VPS, 7-fold repeat - PFO0637
690 832 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
692 831 Clathrin, heavy chain/VPS, 7-fold repeat - PFO0637
837 976 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
844 972 Clathrin, heavy chain/VPS, 7-fold repeat - PF00637
983 1128 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
983 123 Clathrn. hoayy chainiVPS, 7fold ropest - PRO0G37
1132 3 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
1133 1575 Gathein, heavy chain/VPS, 7-fold repeat - PFO0637
1278 1424 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
1279 1421 Clathrin, heavy chain/VPS, 7-fold repeat - PFO0637
1427 1499 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
1427 1499 Clathrin, heavy chain/VPS, 7-fold repeat - PFO0637
1500 1586 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
1500 1569 Clathrin, heavy chain/VPS, 7-fold repeat - PF00637
DAZAPY 1
Homo saplons, 1 83 RNA recognition mom domam SM00360
Gene ID: 26528 12 80 RNA recognition motif domain - PF00076
114 186 RNA recognition motif domain - SM00360
15 183 RNA recognition motif domain - PF00076
A apic: 38 731 SID
i 1 21 Signal peptide domain
Goneib 10521 190 393 Helicase, superfamily /2, ATP-binding d - SM00487
195 365 DNA/RNA helicase, DEAD/DEAH box type, N- - PF00270
432 Helicase, C-terminal - SM00490
438 512 Helicase, C-terminal - PF00271
A e 176 445 SID
85 357750556 323 WM 343 Coiled domain
R 113 316 Helicase, superfamily 1/2, ATP-binding d - SM00487
118 288 DNA/RNA helicase, DEAD/DEAH box type, N- - PF00270
355 436 Helicase, G-terminal - SM00490
361 435 Helicase, C-terminal - PF00271
498 532 PGBHR- PFOS061
PGBHR - PFO806 1
_ HNRNPAB 128 332 s
Homo sapiens
GID: 55956918
Gene 1D: 3182
SNl 153 355  SID
Homo sapiens
GID: 514777711
Gene ID: 3184
- HNR! 157 388
149 221 RNA recognition motif domain - SM00360
ggss‘:lajzgmns! 151 EE o omain - Proo07s
234 06 RNA recognition motif domain - SM00360
235 296 RNA recognition motif domain - PF00076
_ KIAA0907 205 444 SID
Homo sapiens, 10 Signal peptide domain
Gene ID: 22889
Ell «Pna 226 513 sSD
Homo Saplense 3 94 \mpomn -alpha, .mporun be!a blmﬂng do - PFO1749
Gono 10: 3636 114 56 Armadillo -
115 155 Ao  pro0S 4
158 198 Armadillo - SM00185
158 197 Armadillo - PF00514
00 241 Armadillo - SM00185
203 241 Armadillo - PFO0514
244 283 Armadillo - SM00185
254 283 Armadillo - PFO0514
285 325  Armadillo - SM00185
286 324 Armadillo - PFO0514
327 367  Armadillo - SM00185
330 367 Armadillo - PFO0514
369 409 Armadillo - SM00185
369 408 Armadillo - PFO0S14
412 451 Armadillo - PFO0514
412 452 Armadillo - SM00185
A ] KPNAZ  ons - 239 493 sID
n 87 107 Coiled domain
g\ennss‘%a‘gaasaag; 6 99 Importinalpha, importn betabinding do - PFO1749
108 149" Armadilo - SMOO185
109 149 Armadillo - PFOOS:
151 101 Armadilo. Swoo18s
151 190 Armadillo - PFO0514
193 231 Armadillo - SM00185
196 238 Armadillo - PFO0514
241 280 Armadillo - SM00185
249 280 - 1
282 322 Armadillo - SM00185
284 321 Armadillo - PFO0514
324 adillo - PFO05 14
324 3 Armadillo - SM00185
366 406 Armadillo - SM00185
367 405 Armadillo - PFO0514
409 449 Armadillo - SM00185
410 447 Amadillo - PFO0514
Komesapiens - oo dssSD
. 38 58 Coiled doy
i ; 162" e e, mpont st sinin o775
112 54 Armadillo - SM0O
113 155 Armadila  PR00S 14
156 196 Armadillo - SM00185
157 195 Armadillo - PFO0514
197 239 Armadillo - SM00185
199 239 Armadillo - PFO0514
242 281 Armadillo - SM00185
251 281 Armadillo - PFO0514
283 323 Armadillo - SM00185
284 322 Armadillo - PFO0514
Armadillo - SM00185
328 365 Armadillo - PFO0514
367 406 Armadillo - PFO0514
367 407 Armadillo - SM00185
410 449 Armadillo - PFO0514
410 450 Armadillo - SM00185
MeT 19 367 s
141 245 Mbt repeat - SM00561
& ‘\508250487‘9795 191 251 Mbt repeat - PF02820
253 354 Mbt repeat - SM00561
289 351 Mbt repeat - PF02820
358 456 Mbt repeat - SM0056 1
388 461 Mbt repeat - PF02820
464 560 Mot repeat - SM00561
496 564 Mbt repeat - PF02820
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HTH_RP - Human tyhmocytes

pkaceB 1354 1499 SID
27 WM 47 Coiled domain
G‘D ‘\%‘%927557‘5 364 466 Phosphatidylinositol 3-kinase Ras-bindin - SM00144
365 485 Phosphatidy
61
1500 1544  SID
1518 1623 G2 calcium-dependent membrane targeting - SM00239
1520 1607  C2 calcium-dependent membrane targeting - PFO0168
paale 175 425 s
68 92 Zing finger, C2H2-like - SM00355
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Bait fragment

SID fragment
Plam or SMART dom
— Tran5mombrane domain (TMHMM)
E—  Coiled-coil domain (Ncoils)
Signal peptide (SignalPHMM)
Splicing Factor 1 i 441 hgxavi
g eabs 134 227 K Homology dumam - SM00322
Gene ID: 7536 151 EL UG e
278 294 nger. COHGypo - SM00343
Sre 233 Zme finger, CCHC-type - PF00098
A ] 2810403A07 Rk 179 333 SD
oD Ba4685529 1 35 Signal peptide domain
Gene ID: 74200
A ] A930027E11 698 832 SID
lus musculus
GIb: 31543602 678 NEEEEEN 730  Coiled domain
Gene ID: 230967
b1 1 230  SID
s musculus 83 139 Src homology-3 domain - SM00326
Gene 10: 11350 86 132 Src homology-3 domain - PFO0018
144 227 SH2 domain - SM00252
146 221 SH2 domain - PFO0017
61 511 Serine-threonine/tyrosine-protein kinase - PFO7714.
261 512 Tyrosine-protein kinase, catalytic domai - SM00219
964 1142 Factin binding - PF08919
1016 1142 Feactin binding - SM00808
3 27 50 o W domain - SHoo4sS
Gone b 223568 3 W domain - SM00456
717 840 MyTH4 domain - SM00139
759 862 MyTH4 domain - PFO0784
1105 Rho GTPase-activating protein domain - SM00324
935 1077 Rho GTPase-activating protein domain - PF00620
314 WM 334 Coiled domain
GL?‘E‘\'DQNZQ" 13 65  SWAP/Surp - SM00648
13 61 SWAP/Surp - PFO1805
274 RNA polymerase I-binding domain - PF04818
850 900 G-patch domain - SM00443
853 898 G-patch domain - PFO1585
B cic 917 1114 SID
Mus museulns, 19 56 clamnn heavy chain, propeller repeat - PF01394
Gene D 67300 187 Clathrin, heavy chain, propeller repeat - PF01394
199 234 Clathrin, heavy chain, propeller repeat - PF01394
Clathrin, heavy chain, linker, core moti - PF09268
356 421 Clathrin-H-link - PF13838
537 679 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
542 678 Clathrin, heavy chain/VPS, 7-fold repeat - PF00637
686 828 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
688 827 Clathrin, heavy chain/VPS, 7-fold repeat - PFO0637
833 972 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
840 968 Clathrin, heavy chain/VPS, 7-fold repeat - PF00637
979 =t ca s e e ol speeiblonun2i
979 1119 Clathrin, heavy chain/Vi d repeat - PFO0637.
1128 1568 Claihn. heavy chain/VPS, 7-fold repeat - SM00299
1129 1267  Clathrin, heavy chain/VPS, 7-fold repeat - PF00637
1274 1420 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
1275 1417 Clathrin, heavy chain/VPS, 7-fold repeat - PF00637
1423 1499 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
1423 1499 Clathrin, heavy chain/VPS, 7-fold repeat - PF00637
1500 1582 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
1500 1565  Clathrin, heavy chain/VPS, 7-fold repeat - PF00637
I [ I— 278 430 SID
323 WM 343 Coiled domain
42371
8;‘?15“923‘382%87“ 118 316 Helicase, superfamily 1/2, ATP-binding d - SM00487
118 288 DNA/RNA helicase, DEAD/DEAH box type, N- - PF00270
355 Helicase, C-terminal - SM00490
361 435 Helicase, C-terminal - PF00271
49 PBBHR - PF0B061
551 583 P6BHR- PFOB061
ﬁu musculus. 302 560  SID
8 67 Src homology-3 domain - SM00326
GID: 270341385 11 60 Src homology-3 domain - PFO0018
364 555 CASfamily, DUF3513 - PF12026
Il oor 11 520 SID
Yus musculus o 94 164 K Homology domain - SM00322
Gene 1D 51686 97 159 KHomology domain, type 1 - PFO0013
179 251 KHomology domain - SM00322
183 24K komolooyicomain pelZFU00 TS
269 39 K Homology domain - SM00322
275 a54 K Homology domain, type 1 - PROVOT
370 443 K Homology domain - SM00322
376 hry Ktomology domain, type 1 - Pro0013
593 Domain of unknown function DUF1897 - PF09005
600 630 Domain of unknown function DUF1897 - PF09005
92 478 727 SID
s\'ﬁ s Sasos 7B 29 Transmembrane domain
Q0 2i9280! 1 23 Signal peptide domain
71 441 FAD dependent oxidoreductase - PFO1266
627 688 EF-hand-like domain - PF13499
627 655 Calcium-binding EF-hand - SM00054
663 691  Calcium-binding EF-hand - SM00054
Mus musculus i g o0
152 WM 172 Coiled domain
QID: 1ia0e29 208 W 269 main
101 171 igh mobility group (HMG) box domain - SM00398
102 169 High mobility group (HMG) box domain - PFO0505
I o e o S
10 Signal peptide domain
§D: 148664240 149 221 RNA recognition motif domain - SM00360
151 218 RNA recognition motif domain - PF00076
234 306 RNA recognition motif domain - SM00360
235 206 RNA recognition motif domain - PFO0076
HiPhusculus 03 S0
1 43 ROK, N-terminal - 7
D: 14235051
SER S 41 109 KHomology domain - SM00322
a5 102" K Homolony domain, ype 12 PEU0013
143 214 KHomology domain - SM00322
147 209 KHomology domain, type 1 - PF00013
386 456 K Homology domain - SM00322
389 451 KHomology domain, type 1 - PF00013
WS uscutus o fo1 s
10 Signal peptide domain
QID: 3385550 95 128 Tetratricopeptide repeat - SM00028
130 196 TPRrepeat - PF13414
132 165  Tetratricopeptide repeat - SM00028
207 240 Tetratricopeptide repeat - SM00028
209 236 Tetratricopeptide repeat - PF13181
275 305 Tetratricopeptide repeat - PF13431
286 319 Tetratricopeptide repeat - SM00028
319 380 TPRrepeat - PF13414
320 353 Tetratricopeptide repeat - S}
354 387 Tetratricopeptide repem *Soo0ze
1095 1258 JnjC domain - SM00558
1133 1241 JnjC domain - PF02373
Khdrbst 100 391 SD
gr,; '{'1“335'&)53‘ 154 252 K Homology domain - SM00322
g0 nezeost 160 201 KHomology domain, type 1 - PF00013
SIP sculus 128 617 SD
144 214 KHomology domain - SMOO:
GB‘E‘\GD“‘%?‘,‘J 147 208 KHomology domain ypo 1 - R0t
mology domain - SM00322
237 300 Knummugy domain, type 1 - PFO0013
322 K Homology domain - SM00322
328 557 K Homology domain, type 1 - PR00013
424 Homology domain - SM0032:
428 o K g G a0 Pro001
633 Domain of unknown function DUF1897 - PFO9005

667 693 Domain of unknown function DUF1897 - PF09005
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MKI - Total mouse kidney

Bait fragment

SID fragment
Plam or SMAR
— Tran5mombrane domain (TMHMM)
E—  Coiled-coil domain (Ncoils)
Signal peptide (SignalPHMM)
Splicing Factor 1 1 441 ngxavi
g eabs 134 227 K Homology dumam rsMncazz
Gene 1b: 7536 151 EL UG e
278 294 nger. COHGypo - SM00343
Sre 233 Zme finger, CCHC-type - PF00098
2810403A07 Rk 2 345 SID
oD D54655529 1 35 Signal peptide domain
Gene ID: 74200
A ] A930027E11 673 807  SID
lus musculus
Mus museius, 675 MMM 730  Coiled domain
Gene ID: 230967
12 s 63 527 SID
110 166 Src homology-3 domain - SM00326
g\en" 2%“'703%“ 113 159 Src homology-3 domain - PFO0018
171 254 SH2 domain - SM00252
173 248 SH2 domain - PF00017
288 538 Serine-threonineltyrosine-protein kinase - PFO7714
288 539 Tyrosine-protein kinase, catalytic domai - SM00219
916 1078 F-actin binding - PFOB219
957 1078 F-actin binding - SM00808
Atp6v0d1 214 351
Mus museulus 15 348 ATPase, Vo complex, o/d subunit - PFO1992
Gene ID: 119
s i e
314 W 334 Coiled domain
ey 13 65  SWAP/Surp - SM00648
13 61 SWAP/Surp - PFO1805
274 RNA polymerase Il-binding domain - PF04818
850 900 G-patch domain - SM00443
853 898 G-patch domain - PFO1585
Gia 801 e 339 sSID
@ 44 WDA0 repeat - SM00320
GL?‘EZ\'D“Z%Z?%S 17 43 WDA0 repeat - PF00400
49 89 WDA0 repeat - SM00320
50 89 WDA4O repeat - PF00400
94 133 WD40 repeat - SM00320
96 133 WD40 repeat - PF00400
139 178 WDAO repeat - SM00320
141 177 WD40 repeat - PFO
183 222 WDA0 repeat - SM00320
184 221 WD40 repeat - PFO0400
240 280 WD40 repea - SM00320
241 279 WDA0 repeat - PF00400
291 332 WD40 repea - SM00320
300 332 WD40 repeat - PFO0400
932 1499 SID
G‘DS '5";“?3“"844 19 56 clamrm neavy cham propeller repeat - PF01394

Gene D 67300 (il S G B0 s T - Fam
199 234 Clathrin, heavy chain, r repeat - PF0139:
Clathrin, heavy chain, linker, core moti - PF09268
356 421 Clathrin-H-link - PF13838
537 679 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
542 678 __Ciathrin, heavy chain/VPS, 7-old repeat - PRO0G37
686 heavy chain/VPS, 7-fold repeat - SM00299
688 827 Glathrin, heavy chain/VPS, 7-iold repeat - PF00637
833 972 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
840 968 Clathrin, heavy chain/VPS, 7-fold repeat - PF00637
979 1124 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
979 1119 Clathrin, heavy chain/VPS, 7-fold repeat - PF00637
1128 1269  Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
1129 1267  Clathrin, heavy chain/VPS, 7-fold repeat - PF00637
1274 1420 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
1275 1417 Clathrin, heavy chain/VPS, 7-fold repeat - PF00637
1423 1499 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
1423 1499 Clathrin, heavy chain/VPS, 7-fold repeat - PF00637
1500 1669 SID
1500 1582 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
1500 1565  Clathrin, heavy chain/VPS, 7-fold repeat - PF00637
092 ul - 549 708 SID
42 62 Coiled domain
S oy 642 W 662 Coiled domain
15 147 Conserved oligomeric Golgi complex, subu - PFO6148
564 692 COG complex component, COG2, C-terminal - PF12022
Ddbt 722 892 SID
Mus musculus 75 545 Mono-functional DNA-alkylating methyl me - PF10433
Gene 1D 13104 791 1099 Cleavage/polyadenylation specificity fac - PF03178
180 — 615 SID
323 343 Coiled domain
Gg;{gﬂ?ﬁ%‘ 113 316 Helicase, superfamily 1/2, ATP-binding d - SM00487
118 288 DNA/RNA helicase, DEAD/DEAH box type, N- - PF00270
355 436 Helicase, C-terminal - SM00490
361 LR - oozt
498 PB8HR - PF08061
st 583 PGBHR- PFOBO6T
Mus musculus 208 so7. sib
5 60 DnaJdomain - SM00271
Gono b1 15505 6 65  DnaJdomain - PFO0226
134 Bl M| oy stcina-rich d . FO0GR4
31 Chaperone Dnad C-terminal - PFO1556
Fubp1 504 561 SID
Yus musculus o 94 164  KHomology domain - SM00322.
Gene 1D 51686 97 159 KHomology domain, type 1 - PFO0013
179 251 K Homology domain - SM00322
183 246 KHomology domain, type 1 - PFO0013
269 339 KHomology domain - SM00322
275 334 Ktomology domaln, type 1- 001
370 K Homology domain - SM00322
376 pry Ktomology domain, type 1 - PFo0013
593 Domain of unknown function DUF1897 - PF09005
600 630 Domain of unknown function DUF1897 - PF09005
s musculus | - 47 s
263 283 Coiled domain
gehEE, “io WEE 483 Coiled domain
1 124 Arf GTPase activating protein - SM00105
5 118 Arf GTPase activating protein - PFO1412
132 161 Ankyrin repeat - SM00248
137 226 Ankyrin repeat-containing domain - PF12756
166 195 Ankyrin repeat -
199 228 Ankyrin rapsal SMoozen
273 303 Spa2 homology (SHD) of GIT - PFO8518
273 303 Spa2 homology (SHD) of GIT - SM00555
337 367  Spa2 homology (SHD) of GIT - SM00555
337 366 Spa2 homology (SHD) of GIT - PFO8518
64 765 G protein-coupled receptor kinase-intera - PF12205
S wusculus - 268 1026 Sb
15MM 35 Coiled domain
Gono b 80112 200 WEEEM 238 Coiled domain
327 Coiled domain
B 472 Coiled domain
480 MEEENEEN 551 Coiled domain
562 - 589 Coiled domain
597 MMM 638  Coiled domain
646 WM 666 Coiled domain
692 WEEM 722  Coiled domain
761 MW 788 _ Coiled domain
820 WM 849 _ Coiled domain
919 Coiled domain
Hey1 28 156
Yus musculus | 53 104 Myc-type, baslc helix-loop-helix (bHLH) - PFO0010
Gene ID: 15213 55 110 Myc-iype, basi helixioop-helx (bHLH) - 100353
120 167 Orange subgroup - SM0051
122 164 Orange - PFO7527
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torpk 59 463 SID
1 Ol I termina - PROBOST
g‘e"n;y‘éﬂi%z‘f a1 09 K Homology domain - SM00322
45 102 K Homology comain, type 1 - PFO00T3
143 Homology domain - SM0032:
147 208 i lypel-PFOOOKi
K Homology domain - SM00322
) 45T Khamotogy domam, type 1~ PEO001
h 321 736 SID
Mus museulus 356 W 376 Coiled domain
Gono Ib. 16396 19 114 C2 calcium-dependent membrane targeting - SM00239
20 W E W L O e CEE
WW domain - SM00456
2o 318 WW domal 0397
1 352 WW domain - SM00456
321 350 _WW domain - PFOO307
400 432 WW domain - SM00456
401 430 WW domain - PFO0397
440 472 WW domain - SM00456
441 470 WW domain - PFO0397
528 864  HECT-SM00119
560 862  HECT - PFO0632
Kist 48 SID
Mus musculus 23 304 Prolemkmase catalytic domain - PF00069
Gene ID: 16589 320 RNA recognition motif domain - SM00360
348 406 A ocoqmition ot (o..a. FEM. RBD. - PF13893
Mus musculus 313 B Ep
574 611 Coiled domain
gD: 252527283 120 164 Zinc finger, PHD-type - SM00249
120 165  Zinc finger, PHD-finger - PF00628
328 B S S
346 444 SET domain - PFO0S!
pnat 93 538 SID
Mus musculus o 4 0 U I ey -G
Gene ID: 16646 115 ‘madillo - PFOO.
115 156 Armadilo - wo01as
158 198 Armadillo - SM00185
159 197 Armadillo - PFO0514
200 241 Armadillo - SM00185
203 241 Armadillo - PFO0514
244 283 Armadillo - SM00185
254 283 Armadillo - PFO0514
285 325  Armadillo - SM00185
286 324 Armadillo - PFO0514
327 367  Armadillo - SM00185
330 367 Armadillo - PFO0514
369 408 Armadillo - PFO0514
369 409 Armadillo - SM00185
412 451 Armadillo - PFO0514
412 452 Armadillo - SM00185
U ot o7 mE 107 Coiled domain . <
QD 8328140 & 9 Importinalpha, importn betabinding do - PRO1749
108 149 Armadillo - SM00185
109 149 Armadillo - PFO0514
151 Armadillo - PF00514
151 191 Armadillo - SM00185
193 231 Amadillo - SM00185
195 238 Armadillo - PFO0514
1 280 Armadillo - SM00185
251 280 -
282 Armadilo - SWO0165
283 321 Armadillo - PFO0S
324 364 Armadilo . SM00185
324 3 Armadillo - PFO05 14
366 406 Armadillo - SM00185
367 405 Armadillo - PFO0514
409 449 Armadillo - SM00185
410 447 Armadillo - PFO0514
o . o
Mus musculus 6 e T (e PrO1740
Gene ID: 16649 103 lo -
104 164 Armadila - BRO0BY
146 Armadillo - PFO05 14
146 186 Armadillo - SM0018:
188 2; Armadillo - SM00185
189 229 Armadillo - PFO0514
32 271 Armadillo - SM00185
233 271 Armadillo - PFO0514
273 313 Armadillo - SM00185
274 312 Armadillo - PFO0514
315 3! Armadillo - SM00185
315 355 Armadillo - PFO0S1
357 3 Armadillo - PF005 14
357 397 Armadillo - SM0O
0 Armadillo - SM00185
402 439 Armadillo - PFO0514
B Kpnas - ulus - co 221 438 SID
38 58 iled domain
E‘ennfﬁf'ﬂs%zsgog I3 Importin-alpha, importin-beta-binding do - PF01749
112 Armadillo - SM00185
13 154 Armadillo - PFO0514
156 6 Armadillo - SM00185
157 195  Armadillo - PF00514
198 239 Armadillo - SM00185
199 239 Armadillo - PFO0514
242 281 Armadillo - SM00185
251 281 Armadillo -
283 323 Armadillo - SM00185
284 322 Armadillo - PFO0514
325 365  Armadillo - SM00185
328 365  Armadillo - PFO0514
367 407 Armadillo - SM00185
367 406 Armadillo - PFO0514
410 450 Armadillo - SM00185
410 449 Armadillo - PFO0514
Mettl2 110 389 SID
Mus musculus > 178 280  Methyltransferase type 12 - PFO8242
Gene ID: 52686
md11 4 374 sD
us musoulus o 143 320 PCI/PINT associated module - SM00753
Gone iD: 68077 289 387  Proteasome component (PC) domain - PF01399
321 404 Proteasome component (PCI) domain - SM00088
I e — D GD
119 143 Coiled domain
Bono 15531768 635 MMM 684  Coiled domain
34 157 Suppressor of white apricot N-terminal d - PFO9750
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260 333 RNArecognition motif domain - SM00360
261 330 RNA recognition motif domain - PFO0076
377
400 459 RNA recognition motif domain - PFO0076
VaPmuscutus o%0
Vs museulus 285 mm 305 Coiled domain
Qoo D2 52325 3 115 Calponin homology domain - SM00033
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1651 1691 WDAO repeat - SM0032
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1671 1702 Pyrrolo-quinoline quinone beta-propelier - SM00564
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1735 1770  WDA0 repeat - PF00400
1751 1782 Pyrrolo-quinoline quinone beta-propeller - SM00564
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G‘EE‘E‘FD“P;AZS 114 141 Zinc finger, CCCH-type - SM00356
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152 179 Zinc finger, CCCH-type - SM00356
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1 146 Tist1BHlike protein, N-terminal - PF04553
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(R e 7y el - LT

otein kinase C-like, phorbn\ ester/dia - PF00130
Protein kinase C-like, phorbol ester/dia - SM00109
Src homology-3 domain - SM00326

Supplementary Figures S4 - S11; Crisci et al.

Sre homology-3 domain - SM00326
653



Supplementary Figure S11 - page 1

MPC - Mouse pancreatic cells
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278 1 293 Zinc finger, GOHGybe - PRO00S
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Gene ID: 230967
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Gene 10: 11350 86 132 Src homology-3 domain - PFO0018
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1274 1420 Clathrin, heavy chain/VPS, 7-fold repeat - SM00299
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11 212 ETR/Kelan assooisted - SMO0S75
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ne D: 1
Gene D-16046 115 136 Armadilo  SM00165
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244 Armadillo - SM00185
254 283 Armadillo - PFO0S1
285 325  Armadillo - SM00185
286 324 Armadillo - PFO0514
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369 Armadillo - PF00514
369 409 Armadillo - SM00185
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U (o o = o B s
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147 184 Armadillo - PFO0514
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232 271 emadilo . SM00185
233 271 Armadillo - PFO0514
273 313 Armadillo - SM00185
274 312 Armadillo - PFO0514
315 355 Armadillo - PFO0514
315 355 Armadillo - SM0O18
357 396 Armadillo - PFO0514
357 397 Armadillo - SM00185
400 Armadillo - SM00185

438 Armadillo - PFO0514.
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