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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, Coil 
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. 
 
 
 
 
 
 
 
 

 

 

 

 

 

	  



Dom Sight : SER1_RP_hgx2v1 vs. Hum an T cells_RP1 (CEMC7) (02 Dec 2014)
(Bait  plasm id(s): hgx2v1_pB27)

Bait  fragm ent
SID fragm ent
Pfam or SMART dom ain
Transm em brane dom ain (TMHMM)
Coiled-coil dom ain (Ncoils)
Signal pept ide (SignalPHMM)

SID: Selected Interact ion Dom ain
It is the am ino acid sequence shared by all prey
fragm ents m atching the sam e reference protein.
SIDs have been found in num erous cases to correspond
to an ident ified st ructural or funct ional dom ain.

Legend

Splicing Factor 1
Hom o sapiens
GID: 1620402
Gene ID: 7536

1 638
1 441 hgx2v1

103 284 SID
134 227 K Hom ology dom ain - SM00322

151 222 K Hom ology dom ain, type 1 - PF00013
278 294 Zinc finger, CCHC-type - SM00343
278 293 Zinc finger, CCHC-type - PF00098

D ABL2_B
Hom o sapiens
GID: 209862798
Gene ID: 27

1 1182
99 532 SID

110 166 Src hom ology-3 dom ain - SM00326
113 159 Src hom ology-3 dom ain - PF00018

171 254 SH2 dom ain - SM00252
173 248 SH2 dom ain - PF00017

288 538 Serine-threonine/tyrosine-protein kinase - PF07714
288 539 Tyrosine-protein kinase, catalyt ic dom ai - SM00219

1020 1182 F-act in binding - PF08919
1061 1182 F-act in binding - SM00808

D CHERP
Hom o sapiens
GID: 119226259
Gene ID: 10523

1 916
1 172 SID

109 129 Coiled dom ain
13 61 SWAP/Surp - PF01805
13 65 SWAP/Surp - SM00648

156 286 CID dom ain - SM00582
211 274 RNA polym erase II-binding dom ain - PF04818

839 889 G-patch dom ain - SM00443
842 887 G-patch dom ain - PF01585

D HNRNPAB
Hom o sapiens
GID: 55956918
Gene ID: 3182

1 332
129 332 SID

C HNRNPDL
Hom o sapiens
GID: 332801091
Gene ID: 9987

1 420
133 326 SID

149 221 RNA recognit ion m ot if dom ain - SM00360
151 218 RNA recognit ion m ot if dom ain - PF00076

234 306 RNA recognit ion m ot if dom ain - SM00360
235 296 RNA recognit ion m ot if dom ain - PF00076

C KHDRBS3
Hom o sapiens
GID: 5730072
Gene ID: 10656

1 346
21 199 SID

C KIAA0562
Hom o sapiens
GID: 256017138
Gene ID: 9731

1 925
738 836 SID

677 722 Coiled dom ain

A KIAA0907
Hom o sapiens
GID: 55741674
Gene ID: 22889

1 614
202 406 SID

1 0 Signal pept ide dom ain

A KPNA2
Hom o sapiens
GID: 62388891
Gene ID: 3838

1 529
256 497 SID

87 107 Coiled dom ain
6 99 Im port in-alpha, im port in-beta-binding do - PF01749

108 149 Arm adillo - SM00185
109 149 Arm adillo - PF00514

151 191 Arm adillo - SM00185
151 190 Arm adillo - PF00514

193 231 Arm adillo - SM00185
196 238 Arm adillo - PF00514

241 280 Arm adillo - SM00185
249 280 Arm adillo - PF00514

282 322 Arm adillo - SM00185
284 321 Arm adillo - PF00514

324 364 Arm adillo - PF00514
324 364 Arm adillo - SM00185

366 406 Arm adillo - SM00185
367 405 Arm adillo - PF00514

409 449 Arm adillo - SM00185
410 447 Arm adillo - PF00514

B KPNA4
Hom o sapiens
GID: 339275982
Gene ID: 3840

1 521
112 404 SID

4 93 Im port in-alpha, im port in-beta-binding do - PF01749
103 144 Arm adillo - SM00185
104 144 Arm adillo - PF00514

146 184 Arm adillo - PF00514
146 186 Arm adillo - SM00185

188 229 Arm adillo - SM00185
189 229 Arm adillo - PF00514

232 271 Arm adillo - SM00185
233 271 Arm adillo - PF00514

273 313 Arm adillo - SM00185
274 312 Arm adillo - PF00514

315 355 Arm adillo - SM00185
315 355 Arm adillo - PF00514

357 397 Arm adillo - SM00185
357 396 Arm adillo - PF00514

400 440 Arm adillo - SM00185
402 439 Arm adillo - PF00514

B KPNA6
Hom o sapiens
GID: 118582282
Gene ID: 23633

1 536
262 481 SID

38 58 Coiled dom ain
6 102 Im port in-alpha, im port in-beta-binding do - PF01749

112 154 Arm adillo - SM00185
113 154 Arm adillo - PF00514

156 196 Arm adillo - SM00185
157 195 Arm adillo - PF00514

197 239 Arm adillo - SM00185
199 239 Arm adillo - PF00514

242 281 Arm adillo - SM00185
251 281 Arm adillo - PF00514

283 323 Arm adillo - SM00185
284 322 Arm adillo - PF00514

325 365 Arm adillo - SM00185
328 365 Arm adillo - PF00514

367 406 Arm adillo - PF00514
367 407 Arm adillo - SM00185

410 449 Arm adillo - PF00514
410 450 Arm adillo - SM00185

D PRMT2 variant  1
Hom o sapiens
GID: 46255048
Gene ID: 3275

1 433
2 160 SID
33 88 Src hom ology-3 dom ain - SM00326
36 81 Src hom ology-3 dom ain - PF00018

133 397 Protein arginine N-m ethylt ransferase - PF05185

D RBM17
Hom o sapiens
GID: 14249678
Gene ID: 84991

1 401
123 401 SID

108 145 Coiled dom ain
233 279 G-patch dom ain - SM00443
238 276 G-patch dom ain - PF01585

306 385 RNA recognit ion m ot if dom ain, eukaryote - SM00361
328 386 RNA recognit ion m ot if. (a.k.a. RRM, RBD, - PF13893

F SNRP70
Hom o sapiens
GID: 57634537
Gene ID: 6625

1 437
27 152 SID

289 309 Coiled dom ain
1 95 U1 sm all nuclear ribonucleoprotein of 70 - PF12220

104 177 RNA recognit ion m ot if dom ain - SM00360
105 174 RNA recognit ion m ot if dom ain - PF00076

D Splicing Factor 1
Hom o sapiens
GID: 1620402
Gene ID: 7536

1 638
1 441 hgx2v1

103 284 SID
134 227 K Hom ology dom ain - SM00322

151 222 K Hom ology dom ain, type 1 - PF00013
278 294 Zinc finger, CCHC-type - SM00343
278 293 Zinc finger, CCHC-type - PF00098

D TIAL1
Hom o sapiens
GID: 77695910
Gene ID: 7073

1 375
30 301 SID
10 81 RNA recognit ion m ot if dom ain - SM00360
11 79 RNA recognit ion m ot if dom ain - PF00076

98 171 RNA recognit ion m ot if dom ain - SM00360
99 169 RNA recognit ion m ot if dom ain - PF00076

206 273 RNA recognit ion m ot if dom ain - SM00360
207 271 RNA recognit ion m ot if dom ain - PF00076

D UHMK1
Hom o sapiens
GID: 296179393
Gene ID: 127933

1 419
84 419 SID

23 304 Protein kinase, catalyt ic dom ain - PF00069
320 402 RNA recognit ion m ot if dom ain - SM00360

348 400 RNA recognit ion m ot if. (a.k.a. RRM, RBD, - PF13893
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Dom Sight : SER1_RP_hgx2v1 vs. Hum an T cells_RP1 (CEMC7) (02 Dec 2014)
(Bait  plasm id(s): hgx2v1_pB27)

Bait  fragm ent
SID fragm ent
Pfam or SMART dom ain
Transm em brane dom ain (TMHMM)
Coiled-coil dom ain (Ncoils)
Signal pept ide (SignalPHMM)

SID: Selected Interact ion Dom ain
It is the am ino acid sequence shared by all prey
fragm ents m atching the sam e reference protein.
SIDs have been found in num erous cases to correspond
to an ident ified st ructural or funct ional dom ain.

Legend

F ZNF521
Hom o sapiens
GID: 219801668
Gene ID: 25925

1 1311
141 266 SID

46 72 C2H2-type zinc finger - PF13912
47 67 Zinc finger, C2H2-like - SM00355

118 140 Zinc finger, C2H2 - PF00096
118 140 Zinc finger, C2H2-like - SM00355

146 168 Zinc finger, C2H2-like - SM00355
162 184 Zinc-finger double dom ain - PF13465

174 196 Zinc finger, C2H2-like - SM00355
188 212 Zinc-finger double dom ain - PF13465

202 224 Zinc finger, C2H2-like - SM00355
246 269 Zinc finger, C2H2-like - SM00355
247 269 C2H2-type zinc finger - PF13894

281 304 Zinc finger, C2H2-like - SM00355
282 304 C2H2-type zinc finger - PF13894

310 332 Zinc finger, C2H2-like - SM00355
312 332 C2H2-type zinc finger - PF13894

405 429 Zinc finger, C2H2-like - SM00355
437 460 C2H2-type zinc finger - PF13894
437 460 Zinc finger, C2H2-like - SM00355

477 500 Zinc finger, C2H2-like - SM00355
513 536 Zinc finger, C2H2-like - SM00355
514 536 C2H2-type zinc finger - PF13894

560 585 Zinc finger, C2H2-like - SM00355
634 656 C2H2-type zinc finger - PF13894
634 656 Zinc finger, C2H2-like - SM00355

664 686 Zinc finger, C2H2-like - SM00355
665 686 Zinc finger, C2H2 - PF00096

694 717 C2H2-type zinc finger - PF13894
694 717 Zinc finger, C2H2-like - SM00355

722 745 C2H2-type zinc finger - PF13894
722 745 Zinc finger, C2H2-like - SM00355

752 772 C2H2-type zinc finger - PF13894
752 775 Zinc finger, C2H2-like - SM00355

783 805 Zinc finger, C2H2-like - SM00355
809 832 C2H2-type zinc finger - PF13912
809 832 Zinc finger, C2H2-like - SM00355

886 909 Zinc finger, C2H2-like - SM00355
930 952 Zinc finger, C2H2-like - SM00355

944 968 Zinc-finger double dom ain - PF13465
959 981 Zinc finger, C2H2-like - SM00355

988 1010 Zinc finger, C2H2-like - SM00355
1020 1042 Zinc finger, C2H2-like - SM00355

1064 1080 C2H2-type zinc finger - PF13912
1138 1161 Zinc finger, C2H2-like - SM00355
1139 1161 C2H2-type zinc finger - PF13894

1195 1217 Zinc finger, C2H2-like - SM00355
1225 1247 C2H2-type zinc finger - PF13894
1225 1247 Zinc finger, C2H2-like - SM00355

1256 1279 C2H2-type zinc finger - PF13894
1256 1279 Zinc finger, C2H2-like - SM00355

1286 1309 Zinc finger, C2H2-like - SM00355

D GenMatch
Hom o sapiens
GI:6594176

1 135
1 76 SID

D GenMatch
Hom o sapiens
GI:22002106

1 177
1 177 SID

A GenMatch
Hom o sapiens
GI:13518279

1 384
81 295 SID
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Dom Sight : HBMEC_RP1_hgx2v1 vs. Hum an Bone Marrow Endothelial Cells_RP1 (27 Nov 2014)
(Bait  plasm id(s): hgx2v1_pB27)

Bait  fragm ent
SID fragm ent
Pfam or SMART dom ain
Transm em brane dom ain (TMHMM)
Coiled-coil dom ain (Ncoils)
Signal pept ide (SignalPHMM)

SID: Selected Interact ion Dom ain
It is the am ino acid sequence shared by all prey
fragm ents m atching the sam e reference protein.
SIDs have been found in num erous cases to correspond
to an ident ified st ructural or funct ional dom ain.

Legend

Splicing Factor 1
Hom o sapiens
GID: 1620402
Gene ID: 7536

1 638
1 441 hgx2v1

134 227 K Hom ology dom ain - SM00322
151 222 K Hom ology dom ain, type 1 - PF00013

278 294 Zinc finger, CCHC-type - SM00343
278 293 Zinc finger, CCHC-type - PF00098

C ABL1
Hom o sapiens
GID: 317108181
Gene ID: 25

1 1130
20 155 SID

64 120 Src hom ology-3 dom ain - SM00326
67 113 Src hom ology-3 dom ain - PF00018

125 208 SH2 dom ain - SM00252
127 202 SH2 dom ain - PF00017

242 492 Serine-threonine/tyrosine-protein kinase - PF07714
242 493 Tyrosine-protein kinase, catalyt ic dom ai - SM00219

953 1130 F-act in binding - PF08919
1004 1130 F-act in binding - SM00808

A ABL2_B
Hom o sapiens
GID: 209862798
Gene ID: 27

1 1182
90 391 SID

110 166 Src hom ology-3 dom ain - SM00326
113 159 Src hom ology-3 dom ain - PF00018

171 254 SH2 dom ain - SM00252
173 248 SH2 dom ain - PF00017

288 538 Serine-threonine/tyrosine-protein kinase - PF07714
288 539 Tyrosine-protein kinase, catalyt ic dom ai - SM00219

1020 1182 F-act in binding - PF08919
1061 1182 F-act in binding - SM00808

D CENPI
Hom o sapiens
GID: 41352696
Gene ID: 2491

1 756
396 633 SID

1 521 Centrom ere protein Cenp-I - PF07778

D CLTC
Hom o sapiens
GID: 568815719
Gene ID: 1213

1 1499
941 1296 SID

19 56 Clathrin, heavy chain, propeller repeat  - PF01394
153 191 Clathrin, heavy chain, propeller repeat  - PF01394

203 238 Clathrin, heavy chain, propeller repeat  - PF01394
335 358 Clathrin, heavy chain, linker, core m ot i - PF09268

360 425 Clathrin-H-link - PF13838
541 683 Clathrin, heavy chain/VPS, 7-fold repeat  - SM00299
546 682 Clathrin, heavy chain/VPS, 7-fold repeat - PF00637

690 832 Clathrin, heavy chain/VPS, 7-fold repeat  - SM00299
692 831 Clathrin, heavy chain/VPS, 7-fold repeat  - PF00637

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 1123 Clathrin, heavy chain/VPS, 7-fold repeat - PF00637

1132 1273 Clathrin, heavy chain/VPS, 7-fold repeat  - SM00299
1133 1271 Clathrin, heavy chain/VPS, 7-fold repeat  - PF00637

1278 1424 Clathrin, heavy chain/VPS, 7-fold repeat  - SM00299
1279 1421 Clathrin, heavy chain/VPS, 7-fold repeat - PF00637

1427 1499 Clathrin, heavy chain/VPS, 7-fold repeat  - SM00299
1427 1499 Clathrin, heavy chain/VPS, 7-fold repeat  - PF00637

1500 1679
1500 1586 Clathrin, heavy chain/VPS, 7-fold repeat  - SM00299
1500 1569 Clathrin, heavy chain/VPS, 7-fold repeat - PF00637

D COL8A1
Hom o sapiens
GID: 17738302
Gene ID: 1295

1 744
566 744 SID

1 27 Signal pept ide dom ain
158 213 Collagen t riple helix repeat  - PF01391

209 267 Collagen t riple helix repeat  - PF01391
255 306 Collagen t riple helix repeat  - PF01391

519 571 Collagen t riple helix repeat  - PF01391
609 744 Com plem ent  C1q protein - SM00110

617 741 Com plem ent  C1q protein - PF00386

B DDX17
Hom o sapiens
GID: 148613855
Gene ID: 10521

1 731
297 522 SID

1 21 Signal pept ide dom ain
190 393 Helicase, superfam ily 1/2, ATP-binding d - SM00487
195 365 DNA/RNA helicase, DEAD/DEAH box type, N- - PF00270

432 513 Helicase, C-term inal - SM00490
438 512 Helicase, C-term inal - PF00271

B DDX5
Hom o sapiens
GID: 221139768
Gene ID: 1655

1 614
215 430 SID

323 343 Coiled dom ain
113 316 Helicase, superfam ily 1/2, ATP-binding d - SM00487
118 288 DNA/RNA helicase, DEAD/DEAH box type, N- - PF00270

355 436 Helicase, C-term inal - SM00490
361 435 Helicase, C-term inal - PF00271

498 532 P68HR - PF08061
551 583 P68HR - PF08061

E HEY2
Hom o sapiens
GID: 105990529
Gene ID: 23493

1 337
51 190 SID
53 104 Myc-type, basic helix-loop-helix (bHLH) - PF00010
54 109 Myc-type, basic helix-loop-helix (bHLH) - SM00353

119 166 Orange subgroup - SM00511
123 163 Orange - PF07527

E HMG20A
Hom o sapiens
GID: 21359925
Gene ID: 10363

1 347
17 347 SID

153 173 Coiled dom ain
229 270 Coiled dom ain

102 172 High m obility group (HMG) box dom ain - SM00398
103 170 High m obility group (HMG) box dom ain - PF00505

A HNRNPAB
Hom o sapiens
GID: 55956918
Gene ID: 3182

1 332
141 332 SID

D HNRNPDL
Hom o sapiens
GID: 332801091
Gene ID: 9987

1 420
98 397 SID

149 221 RNA recognit ion m ot if dom ain - SM00360
151 218 RNA recognit ion m ot if dom ain - PF00076

234 306 RNA recognit ion m ot if dom ain - SM00360
235 296 RNA recognit ion m ot if dom ain - PF00076

D KDM4B
Hom o sapiens
GID: 193083181
Gene ID: 23030

1 1096
504 1096 SID

14 56 Transcript ion factor jum onji, Jm jN - SM00545
16 50 Transcript ion factor jum onji, Jm jN - PF02375

143 309 Jm jC dom ain - SM00558
176 292 Jm jC dom ain - PF02373

731 789 Zinc finger, PHD-type - SM00249
754 789 PHD-finger - PF13831

795 906 PHD-zinc-finger like dom ain - PF13832
851 907 Zinc finger, PHD-type - SM00249

917 974 Tudor dom ain - SM00333
975 1031 Tudor dom ain - SM00333

D KHDRBS1
Hom o sapiens
GID: 5730027
Gene ID: 10657

1 443
146 320 SID

154 252 K Hom ology dom ain - SM00322
160 201 K Hom ology dom ain, type 1 - PF00013

D KHDRBS3
Hom o sapiens
GID: 5730072
Gene ID: 10656

1 346
13 346 SID

B KIAA0562
Hom o sapiens
GID: 256017138
Gene ID: 9731

1 925
738 825 SID

677 722 Coiled dom ain

B KIAA0907
Hom o sapiens
GID: 55741674
Gene ID: 22889

1 614
212 351 SID

1 0 Signal pept ide dom ain

A KPNA1
Hom o sapiens
GID: 222144292
Gene ID: 3836

1 538
252 427 SID

3 94 Im port in-alpha, im port in-beta-binding do - PF01749
114 156 Arm adillo - SM00185
115 156 Arm adillo - PF00514

158 198 Arm adillo - SM00185
158 197 Arm adillo - PF00514

200 241 Arm adillo - SM00185
203 241 Arm adillo - PF00514

244 283 Arm adillo - SM00185
254 283 Arm adillo - PF00514

285 325 Arm adillo - SM00185
286 324 Arm adillo - PF00514

327 367 Arm adillo - SM00185
330 367 Arm adillo - PF00514

369 409 Arm adillo - SM00185
369 408 Arm adillo - PF00514

412 451 Arm adillo - PF00514
412 452 Arm adillo - SM00185
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Dom Sight : HBMEC_RP1_hgx2v1 vs. Hum an Bone Marrow Endothelial Cells_RP1 (27 Nov 2014)
(Bait  plasm id(s): hgx2v1_pB27)

Bait  fragm ent
SID fragm ent
Pfam or SMART dom ain
Transm em brane dom ain (TMHMM)
Coiled-coil dom ain (Ncoils)
Signal pept ide (SignalPHMM)

SID: Selected Interact ion Dom ain
It is the am ino acid sequence shared by all prey
fragm ents m atching the sam e reference protein.
SIDs have been found in num erous cases to correspond
to an ident ified st ructural or funct ional dom ain.

Legend

A KPNA2
Hom o sapiens
GID: 62388891
Gene ID: 3838

1 529
251 520 SID

87 107 Coiled dom ain
6 99 Im port in-alpha, im port in-beta-binding do - PF01749

108 149 Arm adillo - SM00185
109 149 Arm adillo - PF00514

151 191 Arm adillo - SM00185
151 190 Arm adillo - PF00514

193 231 Arm adillo - SM00185
196 238 Arm adillo - PF00514

241 280 Arm adillo - SM00185
249 280 Arm adillo - PF00514

282 322 Arm adillo - SM00185
284 321 Arm adillo - PF00514

324 364 Arm adillo - PF00514
324 364 Arm adillo - SM00185

366 406 Arm adillo - SM00185
367 405 Arm adillo - PF00514

409 449 Arm adillo - SM00185
410 447 Arm adillo - PF00514

B KPNA3
Hom o sapiens
GID: 221316763
Gene ID: 3839

1 521
243 446 SID

4 93 Im port in-alpha, im port in-beta-binding do - PF01749
103 144 Arm adillo - SM00185
104 144 Arm adillo - PF00514

146 186 Arm adillo - SM00185
147 184 Arm adillo - PF00514

188 229 Arm adillo - SM00185
189 229 Arm adillo - PF00514

232 271 Arm adillo - SM00185
233 271 Arm adillo - PF00514

273 313 Arm adillo - SM00185
274 312 Arm adillo - PF00514

315 355 Arm adillo - PF00514
315 355 Arm adillo - SM00185

357 397 Arm adillo - SM00185
357 396 Arm adillo - PF00514

400 440 Arm adillo - SM00185
402 438 Arm adillo - PF00514

D KPNA5
Hom o sapiens
GID: 39812228
Gene ID: 3841

1 539
250 539 SID

6 96 Im port in-alpha, im port in-beta-binding do - PF01749
116 157 Arm adillo - PF00514
116 157 Arm adillo - SM00185

159 199 Arm adillo - SM00185
163 198 Arm adillo - PF00514

201 242 Arm adillo - PF00514
201 242 Arm adillo - SM00185

245 284 Arm adillo - SM00185
256 284 Arm adillo - PF00514

286 326 Arm adillo - SM00185
287 325 Arm adillo - PF00514

328 368 Arm adillo - SM00185
331 368 Arm adillo - PF00514

370 409 Arm adillo - PF00514
370 410 Arm adillo - SM00185

413 453 Arm adillo - SM00185
413 452 Arm adillo - PF00514

A KPNA6
Hom o sapiens
GID: 118582282
Gene ID: 23633

1 536
246 407 SID

38 58 Coiled dom ain
6 102 Im port in-alpha, im port in-beta-binding do - PF01749

112 154 Arm adillo - SM00185
113 154 Arm adillo - PF00514

156 196 Arm adillo - SM00185
157 195 Arm adillo - PF00514

197 239 Arm adillo - SM00185
199 239 Arm adillo - PF00514

242 281 Arm adillo - SM00185
251 281 Arm adillo - PF00514

283 323 Arm adillo - SM00185
284 322 Arm adillo - PF00514

325 365 Arm adillo - SM00185
328 365 Arm adillo - PF00514

367 406 Arm adillo - PF00514
367 407 Arm adillo - SM00185

410 449 Arm adillo - PF00514
410 450 Arm adillo - SM00185

B MAD2L2
Hom o sapiens
GID: 187960078
Gene ID: 10459

1 211
1 211 SID
14 153 DNA-binding HORMA - PF02301

D MSI2
Hom o sapiens
GID: 25121991
Gene ID: 124540

1 328
84 328 SID

22 94 RNA recognit ion m ot if dom ain - SM00360
24 91 RNA recognit ion m ot if dom ain - PF00076

111 183 RNA recognit ion m ot if dom ain - SM00360
112 178 RNA recognit ion m ot if dom ain - PF00076

D NUP155
Hom o sapiens
GID: 24430149
Gene ID: 9631

1 1391
982 1338 SID

1 16 Signal pept ide dom ain
16 36 Coiled dom ain

890 910 Coiled dom ain
1141 1161 Coiled dom ain

78 508 Nucleoporin, Nup133/Nup155-like, N-term i - PF08801
700 1268 Nucleoporin, Nup133/Nup155-like, C-term i - PF03177

D PHF19
Hom o sapiens
GID: 58331161
Gene ID: 26147

1 580
23 346 SID
38 95 Tudor dom ain - SM00333

98 149 Zinc finger, PHD-type - SM00249
99 149 Zinc finger, PHD-finger - PF00628

197 247 Zinc finger, PHD-type - SM00249
530 578 Polycom b-like MTF2 factor 2, C-term inal - PF14061

A PRMT2 variant  1
Hom o sapiens
GID: 46255048
Gene ID: 3275

1 433
33 246 SID
33 88 Src hom ology-3 dom ain - SM00326
36 81 Src hom ology-3 dom ain - PF00018

133 397 Protein arginine N-m ethylt ransferase - PF05185

F PSMD11
Hom o sapiens
GID: 394953908
Gene ID: 5717

1 422
31 373 SID

143 320 PCI/PINT associated m odule - SM00753
289 387 Proteasom e com ponent  (PCI) dom ain - PF01399

321 404 Proteasom e com ponent  (PCI) dom ain - SM00088

B RBM17
Hom o sapiens
GID: 14249678
Gene ID: 84991

1 401
237 401 SID

108 145 Coiled dom ain
233 279 G-patch dom ain - SM00443
238 276 G-patch dom ain - PF01585

306 385 RNA recognit ion m ot if dom ain, eukaryote - SM00361
328 386 RNA recognit ion m ot if. (a.k.a. RRM, RBD, - PF13893

D RBM5
Hom o sapiens
GID: 354459373
Gene ID: 10181

1 815
274 528 SID

617 647 Coiled dom ain
684 704 Coiled dom ain

99 174 RNA recognit ion m ot if dom ain - SM00360
100 171 RNA recognit ion m ot if (a.k.a. RRM, RBD, - PF14259

181 209 Zinc finger, RanBP2-type - PF00641
183 207 Zinc finger, RanBP2-type - SM00547

232 311 RNA recognit ion m ot if dom ain - SM00360
233 308 RNA recognit ion m ot if (a.k.a. RRM, RBD, - PF14259

647 672 Zinc finger, C2H2-like - SM00355
741 787 G-patch dom ain - SM00443
743 787 G-patch dom ain - PF01585

D RBMS2
Hom o sapiens
GID: 211938419
Gene ID: 5939

1 407
48 271 SID

57 125 RNA recognit ion m ot if dom ain - SM00360
58 118 RNA recognit ion m ot if dom ain - PF00076

136 208 RNA recognit ion m ot if dom ain - SM00360
137 201 RNA recognit ion m ot if dom ain - PF00076

D RBPMS
Hom o sapiens
GID: 57164969
Gene ID: 11030

1 196
1 143 SID
25 97 RNA recognit ion m ot if dom ain - SM00360
26 87 RNA recognit ion m ot if dom ain - PF00076

D SCP2
Hom o sapiens
GID: 302344758
Gene ID: 6342

1 547
1 478 SID
27 140 Thiolase, N-term inal - PF00108

283 381 Thiolase, C-term inal - PF02803
438 538 SCP2 sterol-binding dom ain - PF02036

F SNRP70
Hom o sapiens
GID: 57634537
Gene ID: 6625

1 437
74 153 SID

289 309 Coiled dom ain
1 95 U1 sm all nuclear ribonucleoprotein of 70 - PF12220

104 177 RNA recognit ion m ot if dom ain - SM00360
105 174 RNA recognit ion m ot if dom ain - PF00076
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Dom Sight : HBMEC_RP1_hgx2v1 vs. Hum an Bone Marrow Endothelial Cells_RP1 (27 Nov 2014)
(Bait  plasm id(s): hgx2v1_pB27)

Bait  fragm ent
SID fragm ent
Pfam or SMART dom ain
Transm em brane dom ain (TMHMM)
Coiled-coil dom ain (Ncoils)
Signal pept ide (SignalPHMM)

SID: Selected Interact ion Dom ain
It is the am ino acid sequence shared by all prey
fragm ents m atching the sam e reference protein.
SIDs have been found in num erous cases to correspond
to an ident ified st ructural or funct ional dom ain.

Legend

D TGS1
Hom o sapiens
GID: 151301095
Gene ID: 96764

1 853
64 282 SID

610 632 Coiled dom ain
692 844 RNA cap guanine-N2 m ethylt ransferase - PF09445

D TIAL1
Hom o sapiens
GID: 77695910
Gene ID: 7073

1 375
1 322 SID
10 81 RNA recognit ion m ot if dom ain - SM00360
11 79 RNA recognit ion m ot if dom ain - PF00076

98 171 RNA recognit ion m ot if dom ain - SM00360
99 169 RNA recognit ion m ot if dom ain - PF00076

206 273 RNA recognit ion m ot if dom ain - SM00360
207 271 RNA recognit ion m ot if dom ain - PF00076

D TPR
Hom o sapiens
GID: 114155141
Gene ID: 7175

1 1499
1109 1323 SID

29 49 Coiled dom ain
61 172 Coiled dom ain

219 281 Coiled dom ain
293 366 Coiled dom ain

427 513 Coiled dom ain
543 570 Coiled dom ain

576 596 Coiled dom ain
665 752 Coiled dom ain

760 801 Coiled dom ain
827 868 Coiled dom ain

887 914 Coiled dom ain
934 982 Coiled dom ain

997 1071 Coiled dom ain
1096 1116 Coiled dom ain

1149 1169 Coiled dom ain
1221 1255 Coiled dom ain

1269 1303 Coiled dom ain
1311 1345 Coiled dom ain

1354 1416 Coiled dom ain
1469 1499 Coiled dom ain

1037 1167 Tet rat ricopept ide, MLP1/MLP2-like - PF07926
1500 2363
1500 1552 Coiled dom ain

1564 1598 Coiled dom ain
1603 1630 Coiled dom ain

A U2AF2
Hom o sapiens
GID: 60279266
Gene ID: 11338

1 475
361 462 SID

4 24 Coiled dom ain
150 227 RNA recognit ion m ot if dom ain - SM00360
151 225 RNA recognit ion m ot if (a.k.a. RRM, RBD, - PF14259

260 333 RNA recognit ion m ot if dom ain - SM00360
261 330 RNA recognit ion m ot if dom ain - PF00076

377 462 RNA recognit ion m ot if dom ain - SM00360
400 459 RNA recognit ion m ot if dom ain - PF00076

D VAV2
Hom o sapiens
GID: 197304713
Gene ID: 7410

1 839
681 839 SID

285 305 Coiled dom ain
3 115 Calponin hom ology dom ain - SM00033
19 103 Calm odulin-regulated spect rin-associated - PF11971

197 370 Dbl hom ology (DH) dom ain - SM00325
197 370 Dbl hom ology (DH) dom ain - PF00621

401 504 Pleckst rin hom ology dom ain - SM00233
403 501 Pleckst rin hom ology dom ain - PF00169

514 561 Protein kinase C-like, phorbol ester/dia - PF00130
514 562 Protein kinase C-like, phorbol ester/dia - SM00109

579 641 Src hom ology-3 dom ain - SM00326
581 640 Variant  SH3 - PF07653

661 743 SH2 dom ain - SM00252
663 737 SH2 dom ain - PF00017

780 837 Src hom ology-3 dom ain - SM00326
787 835 Variant  SH3 - PF07653

D ZMYND8
Hom o sapiens
GID: 34335262
Gene ID: 23613

1 1188
822 1089 SID

535 555 Coiled dom ain
949 998 Coiled dom ain

110 151 Zinc finger, PHD-type - SM00249
110 151 Zinc finger, PHD-finger - PF00628

167 274 Brom odom ain - SM00297
184 259 Brom odom ain - PF00439

296 344 PWWP - PF00855
432 641 Protein of unknown funct ion DUF3544 - PF12064

1002 1036 Zinc finger, MYND-type - PF01753

E ZNF198
Hom o sapiens
GID: 3647276
Gene ID: 7750

1 1377
367 596 SID

325 363 Zinc finger, MYM-type - PF06467
331 367 TRASH dom ain - SM00746

366 409 Zinc finger, MYM-type - PF06467
373 413 TRASH dom ain - SM00746

420 456 Zinc finger, MYM-type - PF06467
425 460 TRASH dom ain - SM00746

460 502 Zinc finger, MYM-type - PF06467
467 506 TRASH dom ain - SM00746

529 570 Zinc finger, MYM-type - PF06467
582 616 Zinc finger, MYM-type - PF06467
584 620 TRASH dom ain - SM00746

634 671 Zinc finger, MYM-type - PF06467
639 675 TRASH dom ain - SM00746

681 716 TRASH dom ain - SM00746
721 758 Zinc finger, MYM-type - PF06467
727 762 TRASH dom ain - SM00746

761 799 Zinc finger, MYM-type - PF06467
768 803 TRASH dom ain - SM00746

1190 1360 Protein of unknown funct ion DUF3504 - PF12012

F ZNF521
Hom o sapiens
GID: 219801668
Gene ID: 25925

1 1311
127 326 SID

46 72 C2H2-type zinc finger - PF13912
47 67 Zinc finger, C2H2-like - SM00355

118 140 Zinc finger, C2H2 - PF00096
118 140 Zinc finger, C2H2-like - SM00355

146 168 Zinc finger, C2H2-like - SM00355
162 184 Zinc-finger double dom ain - PF13465

174 196 Zinc finger, C2H2-like - SM00355
188 212 Zinc-finger double dom ain - PF13465

202 224 Zinc finger, C2H2-like - SM00355
246 269 Zinc finger, C2H2-like - SM00355
247 269 C2H2-type zinc finger - PF13894

281 304 Zinc finger, C2H2-like - SM00355
282 304 C2H2-type zinc finger - PF13894

310 332 Zinc finger, C2H2-like - SM00355
312 332 C2H2-type zinc finger - PF13894

405 429 Zinc finger, C2H2-like - SM00355
437 460 C2H2-type zinc finger - PF13894
437 460 Zinc finger, C2H2-like - SM00355

477 500 Zinc finger, C2H2-like - SM00355
513 536 Zinc finger, C2H2-like - SM00355
514 536 C2H2-type zinc finger - PF13894

560 585 Zinc finger, C2H2-like - SM00355
634 656 C2H2-type zinc finger - PF13894
634 656 Zinc finger, C2H2-like - SM00355

664 686 Zinc finger, C2H2-like - SM00355
665 686 Zinc finger, C2H2 - PF00096

694 717 C2H2-type zinc finger - PF13894
694 717 Zinc finger, C2H2-like - SM00355

722 745 C2H2-type zinc finger - PF13894
722 745 Zinc finger, C2H2-like - SM00355

752 772 C2H2-type zinc finger - PF13894
752 775 Zinc finger, C2H2-like - SM00355

783 805 Zinc finger, C2H2-like - SM00355
809 832 C2H2-type zinc finger - PF13912
809 832 Zinc finger, C2H2-like - SM00355

886 909 Zinc finger, C2H2-like - SM00355
930 952 Zinc finger, C2H2-like - SM00355

944 968 Zinc-finger double dom ain - PF13465
959 981 Zinc finger, C2H2-like - SM00355

988 1010 Zinc finger, C2H2-like - SM00355
1020 1042 Zinc finger, C2H2-like - SM00355

1064 1080 C2H2-type zinc finger - PF13912
1138 1161 Zinc finger, C2H2-like - SM00355
1139 1161 C2H2-type zinc finger - PF13894

1195 1217 Zinc finger, C2H2-like - SM00355
1225 1247 C2H2-type zinc finger - PF13894
1225 1247 Zinc finger, C2H2-like - SM00355

1256 1279 C2H2-type zinc finger - PF13894
1256 1279 Zinc finger, C2H2-like - SM00355

1286 1309 Zinc finger, C2H2-like - SM00355

D GenMatch
Hom o sapiens
GI:16258903

1 121
1 121 SID

D GenMatch
Hom o sapiens
GI:9944244

1 187
1 187 SID
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Dom Sight : HTH_RP_hgx2v1 vs. Hum an Thym ocytes (CD4+ , CD8+ ) RP1 (27 Nov 2014)
(Bait  plasm id(s): hgx2v1_pB27)

Bait  fragm ent
SID fragm ent
Pfam or SMART dom ain
Transm em brane dom ain (TMHMM)
Coiled-coil dom ain (Ncoils)
Signal pept ide (SignalPHMM)

SID: Selected Interact ion Dom ain
It is the am ino acid sequence shared by all prey
fragm ents m atching the sam e reference protein.
SIDs have been found in num erous cases to correspond
to an ident ified st ructural or funct ional dom ain.

Legend

Splicing Factor 1
Hom o sapiens
GID: 1620402
Gene ID: 7536

1 638
1 441 hgx2v1

134 227 K Hom ology dom ain - SM00322
151 222 K Hom ology dom ain, type 1 - PF00013

278 294 Zinc finger, CCHC-type - SM00343
278 293 Zinc finger, CCHC-type - PF00098

D ABL2_B
Hom o sapiens
GID: 209862798
Gene ID: 27

1 1182
1 356 SID

110 166 Src hom ology-3 dom ain - SM00326
113 159 Src hom ology-3 dom ain - PF00018

171 254 SH2 dom ain - SM00252
173 248 SH2 dom ain - PF00017

288 538 Serine-threonine/tyrosine-protein kinase - PF07714
288 539 Tyrosine-protein kinase, catalyt ic dom ai - SM00219

1020 1182 F-act in binding - PF08919
1061 1182 F-act in binding - SM00808

D CLTC
Hom o sapiens
GID: 568815719
Gene ID: 1213

1 1499
944 1282 SID

19 56 Clathrin, heavy chain, propeller repeat  - PF01394
153 191 Clathrin, heavy chain, propeller repeat  - PF01394

203 238 Clathrin, heavy chain, propeller repeat  - PF01394
335 358 Clathrin, heavy chain, linker, core m ot i - PF09268

360 425 Clathrin-H-link - PF13838
541 683 Clathrin, heavy chain/VPS, 7-fold repeat  - SM00299
546 682 Clathrin, heavy chain/VPS, 7-fold repeat - PF00637

690 832 Clathrin, heavy chain/VPS, 7-fold repeat  - SM00299
692 831 Clathrin, heavy chain/VPS, 7-fold repeat  - PF00637

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 1123 Clathrin, heavy chain/VPS, 7-fold repeat - PF00637

1132 1273 Clathrin, heavy chain/VPS, 7-fold repeat  - SM00299
1133 1271 Clathrin, heavy chain/VPS, 7-fold repeat  - PF00637

1278 1424 Clathrin, heavy chain/VPS, 7-fold repeat  - SM00299
1279 1421 Clathrin, heavy chain/VPS, 7-fold repeat - PF00637

1427 1499 Clathrin, heavy chain/VPS, 7-fold repeat  - SM00299
1427 1499 Clathrin, heavy chain/VPS, 7-fold repeat  - PF00637

1500 1679
1500 1586 Clathrin, heavy chain/VPS, 7-fold repeat  - SM00299
1500 1569 Clathrin, heavy chain/VPS, 7-fold repeat - PF00637

D DAZAP1
Hom o sapiens
GID: 25470890
Gene ID: 26528

1 378
1 257 SID
11 83 RNA recognit ion m ot if dom ain - SM00360
12 80 RNA recognit ion m ot if dom ain - PF00076

114 186 RNA recognit ion m ot if dom ain - SM00360
115 183 RNA recognit ion m ot if dom ain - PF00076

D DDX17
Hom o sapiens
GID: 148613855
Gene ID: 10521

1 731
38 731 SID
1 21 Signal pept ide dom ain

190 393 Helicase, superfam ily 1/2, ATP-binding d - SM00487
195 365 DNA/RNA helicase, DEAD/DEAH box type, N- - PF00270

432 513 Helicase, C-term inal - SM00490
438 512 Helicase, C-term inal - PF00271

A DDX5
Hom o sapiens
GID: 221139768
Gene ID: 1655

1 614
176 445 SID

323 343 Coiled dom ain
113 316 Helicase, superfam ily 1/2, ATP-binding d - SM00487
118 288 DNA/RNA helicase, DEAD/DEAH box type, N- - PF00270

355 436 Helicase, C-term inal - SM00490
361 435 Helicase, C-term inal - PF00271

498 532 P68HR - PF08061
551 583 P68HR - PF08061

B HNRNPAB
Hom o sapiens
GID: 55956918
Gene ID: 3182

1 332
128 332 SID

C HNRNPD
Hom o sapiens
GID: 51477711
Gene ID: 3184

1 355
153 355 SID

A HNRNPDL
Hom o sapiens
GID: 332801091
Gene ID: 9987

1 420
157 388 SID

149 221 RNA recognit ion m ot if dom ain - SM00360
151 218 RNA recognit ion m ot if dom ain - PF00076

234 306 RNA recognit ion m ot if dom ain - SM00360
235 296 RNA recognit ion m ot if dom ain - PF00076

A KIAA0907
Hom o sapiens
GID: 55741674
Gene ID: 22889

1 614
205 444 SID

1 0 Signal pept ide dom ain

B KPNA1
Hom o sapiens
GID: 222144292
Gene ID: 3836

1 538
226 513 SID

3 94 Im port in-alpha, im port in-beta-binding do - PF01749
114 156 Arm adillo - SM00185
115 156 Arm adillo - PF00514

158 198 Arm adillo - SM00185
158 197 Arm adillo - PF00514

200 241 Arm adillo - SM00185
203 241 Arm adillo - PF00514

244 283 Arm adillo - SM00185
254 283 Arm adillo - PF00514

285 325 Arm adillo - SM00185
286 324 Arm adillo - PF00514

327 367 Arm adillo - SM00185
330 367 Arm adillo - PF00514

369 409 Arm adillo - SM00185
369 408 Arm adillo - PF00514

412 451 Arm adillo - PF00514
412 452 Arm adillo - SM00185

A KPNA2
Hom o sapiens
GID: 62388891
Gene ID: 3838

1 529
239 493 SID

87 107 Coiled dom ain
6 99 Im port in-alpha, im port in-beta-binding do - PF01749

108 149 Arm adillo - SM00185
109 149 Arm adillo - PF00514

151 191 Arm adillo - SM00185
151 190 Arm adillo - PF00514

193 231 Arm adillo - SM00185
196 238 Arm adillo - PF00514

241 280 Arm adillo - SM00185
249 280 Arm adillo - PF00514

282 322 Arm adillo - SM00185
284 321 Arm adillo - PF00514

324 364 Arm adillo - PF00514
324 364 Arm adillo - SM00185

366 406 Arm adillo - SM00185
367 405 Arm adillo - PF00514

409 449 Arm adillo - SM00185
410 447 Arm adillo - PF00514

D KPNA6
Hom o sapiens
GID: 118582282
Gene ID: 23633

1 536
180 454 SID

38 58 Coiled dom ain
6 102 Im port in-alpha, im port in-beta-binding do - PF01749

112 154 Arm adillo - SM00185
113 154 Arm adillo - PF00514

156 196 Arm adillo - SM00185
157 195 Arm adillo - PF00514

197 239 Arm adillo - SM00185
199 239 Arm adillo - PF00514

242 281 Arm adillo - SM00185
251 281 Arm adillo - PF00514

283 323 Arm adillo - SM00185
284 322 Arm adillo - PF00514

325 365 Arm adillo - SM00185
328 365 Arm adillo - PF00514

367 406 Arm adillo - PF00514
367 407 Arm adillo - SM00185

410 449 Arm adillo - PF00514
410 450 Arm adillo - SM00185

D MBTD1
Hom o sapiens
GID: 158508475
Gene ID: 54799

1 628
19 367 SID

141 245 Mbt  repeat - SM00561
191 251 Mbt repeat - PF02820

253 354 Mbt  repeat  - SM00561
289 351 Mbt  repeat  - PF02820

358 456 Mbt  repeat  - SM00561
388 461 Mbt  repeat  - PF02820

464 560 Mbt  repeat  - SM00561
496 564 Mbt  repeat  - PF02820
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Dom Sight : HTH_RP_hgx2v1 vs. Hum an Thym ocytes (CD4+ , CD8+ ) RP1 (27 Nov 2014)
(Bait  plasm id(s): hgx2v1_pB27)

Bait  fragm ent
SID fragm ent
Pfam or SMART dom ain
Transm em brane dom ain (TMHMM)
Coiled-coil dom ain (Ncoils)
Signal pept ide (SignalPHMM)

SID: Selected Interact ion Dom ain
It is the am ino acid sequence shared by all prey
fragm ents m atching the sam e reference protein.
SIDs have been found in num erous cases to correspond
to an ident ified st ructural or funct ional dom ain.

Legend

D PIK3C2B
Hom o sapiens
GID: 194097346
Gene ID: 5287

1 1499
1354 1499 SID

27 47 Coiled dom ain
364 466 Phosphat idylinositol 3-kinase Ras-bindin - SM00144
365 465 Phosphat idylinositol 3-kinase Ras-bindin - PF00794

619 728 Phosphat idylinositol 3-kinase C2 (PI3K C - SM00142
649 787 Phosphat idylinositol 3-kinase C2 (PI3K C - PF00792

805 991 Phosphoinosit ide 3-kinase, accessory (PI - SM00145
812 988 Phosphoinosit ide 3-kinase, accessory (PI - PF00613

1078 1290 Phosphat idylinositol 3-/4-kinase, cataly - PF00454
1079 1341 Phosphat idylinositol 3-/4-kinase, cataly - SM00146

1365 1477 Phox hom ologous dom ain - SM00312
1367 1476 Phox hom ologous dom ain - PF00787

1500 1634
1500 1544 SID
1518 1623 C2 calcium -dependent  m em brane target ing - SM00239
1520 1607 C2 calcium -dependent m em brane target ing - PF00168

D PLAGL2
Hom o sapiens
GID: 157266320
Gene ID: 5326

1 496
175 425 SID

68 92 Zinc finger, C2H2-like - SM00355
85 108 Zinc-finger double dom ain - PF13465

98 120 Zinc finger, C2H2-like - SM00355
112 138 Zinc-finger double dom ain - PF13465

127 149 Zinc finger, C2H2-like - SM00355
156 178 Zinc finger, C2H2-like - SM00355

170 202 Zinc-finger double dom ain - PF13465
191 213 Zinc finger, C2H2-like - SM00355

219 242 C2H2-type zinc finger - PF13894
219 242 Zinc finger, C2H2-like - SM00355

B PRMT2 variant  1
Hom o sapiens
GID: 46255048
Gene ID: 3275

1 433
35 189 SID
33 88 Src hom ology-3 dom ain - SM00326
36 81 Src hom ology-3 dom ain - PF00018

133 397 Protein arginine N-m ethylt ransferase - PF05185

F SNRP70
Hom o sapiens
GID: 57634537
Gene ID: 6625

1 437
50 153 SID

289 309 Coiled dom ain
1 95 U1 sm all nuclear ribonucleoprotein of 70 - PF12220

104 177 RNA recognit ion m ot if dom ain - SM00360
105 174 RNA recognit ion m ot if dom ain - PF00076

D TIA1
Hom o sapiens
GID: 188219590
Gene ID: 7072

1 386
75 339 SID

8 79 RNA recognit ion m ot if dom ain - SM00360
8 79 RNA recognit ion m ot if dom ain, eukaryote - SM00361
9 77 RNA recognit ion m ot if dom ain - PF00076

107 180 RNA recognit ion m ot if dom ain - SM00360
107 180 RNA recognit ion m ot if dom ain, eukaryote - SM00361
108 178 RNA recognit ion m ot if dom ain - PF00076

215 282 RNA recognit ion m ot if dom ain - SM00360
215 282 RNA recognit ion m ot if dom ain, eukaryote - SM00361
216 280 RNA recognit ion m ot if dom ain - PF00076

A U2AF2
Hom o sapiens
GID: 60279266
Gene ID: 11338

1 475
256 467 SID

4 24 Coiled dom ain
150 227 RNA recognit ion m ot if dom ain - SM00360
151 225 RNA recognit ion m ot if (a.k.a. RRM, RBD, - PF14259

260 333 RNA recognit ion m ot if dom ain - SM00360
261 330 RNA recognit ion m ot if dom ain - PF00076

377 462 RNA recognit ion m ot if dom ain - SM00360
400 459 RNA recognit ion m ot if dom ain - PF00076

B UHMK1
Hom o sapiens
GID: 296179393
Gene ID: 127933

1 419
44 419 SID

23 304 Protein kinase, catalyt ic dom ain - PF00069
320 402 RNA recognit ion m ot if dom ain - SM00360

348 400 RNA recognit ion m ot if. (a.k.a. RRM, RBD, - PF13893

D GenMatch
Hom o sapiens
GI:18425234

1 128
1 128 SID
1 128 Transposase, L1 - PF02994

D GenMatch
Hom o sapiens
GI:31874685

1 136
1 136 SID
25 47 Transm em brane dom ain

60 82 Transm em brane dom ain

D GenMatch
Hom o sapiens
GI:13654335

1 184
1 184 SID

D GenMatch
Hom o sapiens
GI:18860922

1 129
1 119 SID

52 74 Transm em brane dom ain
94 116 Transm em brane dom ain

A GenMatch
Hom o sapiens
GI:21686938

1 370
107 160 SID

233 242 SID
7 29 Transm em brane dom ain
39 58 Transm em brane dom ain

65 84 Transm em brane dom ain
99 121 Transm em brane dom ain
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Dom Sight : HTH_dT_hgx2v1 vs. Hum an Thym ocytes dT Prim ed (02 Dec 2014)
(Bait  plasm id(s): hgx2v1_pB27)

Bait  fragm ent
SID fragm ent
Pfam or SMART dom ain
Transm em brane dom ain (TMHMM)
Coiled-coil dom ain (Ncoils)
Signal pept ide (SignalPHMM)

SID: Selected Interact ion Dom ain
It is the am ino acid sequence shared by all prey
fragm ents m atching the sam e reference protein.
SIDs have been found in num erous cases to correspond
to an ident ified st ructural or funct ional dom ain.

Legend

Splicing Factor 1
Hom o sapiens
GID: 1620402
Gene ID: 7536

1 638
1 441 hgx2v1

134 227 K Hom ology dom ain - SM00322
151 222 K Hom ology dom ain, type 1 - PF00013

278 294 Zinc finger, CCHC-type - SM00343
278 293 Zinc finger, CCHC-type - PF00098

D DDX17
Hom o sapiens
GID: 148613854
Gene ID: 10521

1 729
173 729 SID

1 21 Signal pept ide dom ain
190 393 Helicase, superfam ily 1/2, ATP-binding d - SM00487
195 365 DNA/RNA helicase, DEAD/DEAH box type, N- - PF00270

432 513 Helicase, C-term inal - SM00490
438 512 Helicase, C-term inal - PF00271

A DDX5
Hom o sapiens
GID: 221139768
Gene ID: 1655

1 614
210 614 SID

323 343 Coiled dom ain
113 316 Helicase, superfam ily 1/2, ATP-binding d - SM00487
118 288 DNA/RNA helicase, DEAD/DEAH box type, N- - PF00270

355 436 Helicase, C-term inal - SM00490
361 435 Helicase, C-term inal - PF00271

498 532 P68HR - PF08061
551 583 P68HR - PF08061

D KIAA0562
Hom o sapiens
GID: 256017138
Gene ID: 9731

1 925
661 925 SID

677 722 Coiled dom ain

A KIAA0907
Hom o sapiens
GID: 55741674
Gene ID: 22889

1 614
31 614 SID
1 0 Signal pept ide dom ain

A KPNA2
Hom o sapiens
GID: 62388891
Gene ID: 3838

1 529
239 529 SID

87 107 Coiled dom ain
6 99 Im port in-alpha, im port in-beta-binding do - PF01749

108 149 Arm adillo - SM00185
109 149 Arm adillo - PF00514

151 191 Arm adillo - SM00185
151 190 Arm adillo - PF00514

193 231 Arm adillo - SM00185
196 238 Arm adillo - PF00514

241 280 Arm adillo - SM00185
249 280 Arm adillo - PF00514

282 322 Arm adillo - SM00185
284 321 Arm adillo - PF00514

324 364 Arm adillo - PF00514
324 364 Arm adillo - SM00185

366 406 Arm adillo - SM00185
367 405 Arm adillo - PF00514

409 449 Arm adillo - SM00185
410 447 Arm adillo - PF00514

B PRMT2 variant  1
Hom o sapiens
GID: 46255048
Gene ID: 3275

1 433
32 433 SID
33 88 Src hom ology-3 dom ain - SM00326
36 81 Src hom ology-3 dom ain - PF00018

133 397 Protein arginine N-m ethylt ransferase - PF05185

C PRPF40A
Hom o sapiens
GID: 151301227
Gene ID: 55660

1 930
97 930 SID

419 446 Coiled dom ain
551 583 Coiled dom ain

694 720 Coiled dom ain
860 880 Coiled dom ain

114 146 WW dom ain - SM00456
119 144 WW dom ain - PF00397

155 187 WW dom ain - SM00456
158 185 WW dom ain - PF00397

366 420 FF dom ain - SM00441
368 417 FF dom ain - PF01846

433 492 FF dom ain - SM00441
435 483 FF dom ain - PF01846

500 560 FF dom ain - SM00441
505 557 FF dom ain - PF01846

580 640 FF dom ain - SM00441
582 637 FF dom ain - PF01846

716 772 FF dom ain - SM00441
719 769 FF dom ain - PF01846

D RBM17
Hom o sapiens
GID: 14249678
Gene ID: 84991

1 401
157 401 SID

108 145 Coiled dom ain
233 279 G-patch dom ain - SM00443
238 276 G-patch dom ain - PF01585

306 385 RNA recognit ion m ot if dom ain, eukaryote - SM00361
328 386 RNA recognit ion m ot if. (a.k.a. RRM, RBD, - PF13893

B UHMK1
Hom o sapiens
GID: 296179393
Gene ID: 127933

1 419
89 419 SID

23 304 Protein kinase, catalyt ic dom ain - PF00069
320 402 RNA recognit ion m ot if dom ain - SM00360

348 400 RNA recognit ion m ot if. (a.k.a. RRM, RBD, - PF13893

B ZFP36
Hom o sapiens
GID: 393539038
Gene ID: 7538

1 332
62 332 SID

109 136 Zinc finger, CCCH-type - SM00356
110 135 Zinc finger, CCCH-type - PF00642

147 174 Zinc finger, CCCH-type - SM00356
148 174 Zinc finger, CCCH-type - PF00642

D GenMatch
Hom o sapiens
GI:189085116

1 129
1 129 SID
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DomSight: PLA_RP_hgx2v1 vs. Human Placenta_RP1 (26 May 2011)
(Bait  plasmid(s): hgx2v1_pB20, hgx2v1_pB6, hgx2v1_pB27)

bait  fragment
sid fragment
interpro domain
other domain (pfam, smart, ...)
t ransmembrane domain
coiled- coil domain
signal pept ide

SID: Selected Interact ion Domain
It  is 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 ident if ied structural
or funct ional domain.

legend

Splicing Factor 1
Homo sapiens
GID: 1620402

1 638
1 441 hgx2v1

134 227 K Homology- INTERPRO
149 222 K Homology, type 1- INTERPRO

277 294 Zinc f inger, CCHC- type- INTERPRO
58 499 PTHR11208:SF6- PANTHER
58 499 PTHR11208- PANTHER

130 260 G3DSA:3.30.1370.10- GENE3D
134 255 SSF54791- SSF
134 227 KH- SMART

149 222 KH_1- PFAM
151 222 KH_TYPE_1- PROFILE

265 297 SSF57756- SSF
277 294 zf- CCHC- PFAM
278 294 ZnF_C2HC- SMART
279 293 ZF_CCHC- PROFILE

B ABL1_B
Homo sapiens
GID: 62362411

1 1149
83 1149 SID

73 149 Src homology- 3- INTERPRO
132 254 SH2 motif- INTERPRO

250 518 Protein kinase- like- INTERPRO
261 516 Serine/ threonine protein kinase- INTERPRO
261 512 Tyrosine protein kinase- INTERPRO
261 512 Protein kinase, core- INTERPRO

378 390 Tyrosine protein kinase, act ive site- INTERPRO
972 1149 F- act in binding- INTERPRO

73 149 SH3- SSF
80 140 SH3- PROFILE
82 232 PTHR23256:SF144- PANTHER
82 232 PTHR23256- PANTHER
83 139 SH3- SMART
83 138 SH3_1- PFAM
83 93 SH3DOMAIN- PRINTS
84 136 SH3- PRODOM

97 112 SH3DOMAIN- PRINTS
126 138 SH3DOMAIN- PRINTS
132 254 SH2- GENE3D
137 281 SSF55550- SSF

144 227 SH2- SMART
146 221 SH2- PFAM
146 236 SH2- PROFILE
146 238 SH2- PRODOM
146 160 SH2DOMAIN- PRINTS

165 175 SH2DOMAIN- PRINTS
177 188 SH2DOMAIN- PRINTS

189 199 SH2DOMAIN- PRINTS
210 224 SH2DOMAIN- PRINTS

250 518 Kinase_like- SSF
251 548 PTHR23256- PANTHER
251 548 PTHR23256:SF144- PANTHER
254 332 G3DSA:3.30.200.20- GENE3D

261 512 PROTEIN_KINASE_DOM- PROFILE
261 512 TyrKc- SMART
261 512 Pkinase_Tyr- PFAM
261 516 S_TKc- SMART
264 505 Prot_kinase- PRODOM
267 290 PROTEIN_KINASE_ATP- PROSITE

334 347 TYRKINASE- PRINTS
336 518 G3DSA:1.10.510.10- GENE3D

372 390 TYRKINASE- PRINTS
378 390 PROTEIN_KINASE_TYR- PROSITE

420 430 TYRKINASE- PRINTS
439 461 TYRKINASE- PRINTS

483 505 TYRKINASE- PRINTS
972 1149 F_act in_bind- PFAM

1023 1149 FABD- SMART

D ACTN1_var3
Homo sapiens
GID: 194097351

1 887
225 887 SID

265 293 Coiled domain
430 465 Coiled domain

4 256 Calponin- homology- INTERPRO
31 135 Calponin- like act in- binding- INTERPRO
33 42 Actinin- type, act in- binding, conserved s- INTERPRO

107 131 Act inin- type, act in- binding, conserved s- INTERPRO
144 250 Calponin- like act in- binding- INTERPRO

274 384 Spectrin repeat- INTERPRO
394 499 Spectrin repeat- INTERPRO

509 620 Spectrin repeat- INTERPRO
630 733 Spectrin repeat- INTERPRO

729 811 EF- Hand type- INTERPRO
744 817 Calcium- binding EF- hand- INTERPRO

813 887 EF- Hand type- INTERPRO
817 883 EF- hand, Ca insensit ive- INTERPRO

2 887 PTHR11915:SF47- PANTHER
2 887 PTHR11915- PANTHER
4 252 Calponin- homology- SSF
21 130 Calponin- homology- GENE3D
31 135 CH- PROFILE
32 135 CH- PFAM
33 42 ACTININ_1- PROSITE
33 133 CH- SMART

107 131 ACTININ_2- PROSITE
138 256 Calponin- homology- GENE3D
144 247 CH- PROFILE
145 250 CH- PFAM
146 245 CH- SMART

264 390 G3DSA:1.20.58.60- GENE3D
265 389 SSF46966- SSF

274 384 Spectrin- PFAM
390 498 SSF46966- SSF
392 502 G3DSA:1.20.58.60- GENE3D
394 499 Spectrin- PFAM
397 498 SPEC- SMART

500 625 SSF46966- SSF
507 630 G3DSA:1.20.58.60- GENE3D
509 620 Spectrin- PFAM
512 619 SPEC- SMART

626 739 SSF46966- SSF
630 733 Spectrin- PFAM
633 732 SPEC- SMART

729 811 EF- Hand_type- GENE3D
743 886 SSF47473- SSF
744 811 EF- hand- PRODOM
746 781 EF_HAND_2- PROFILE
750 778 efhand- PFAM
750 778 EFh- SMART

782 817 EF_HAND_2- PROFILE
786 814 efhand- PFAM
786 814 EFh- SMART

813 887 EF- Hand_type- GENE3D
817 883 efhand_Ca_insen- PFAM
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DomSight: PLA_RP_hgx2v1 vs. Human Placenta_RP1 (26 May 2011)
(Bait  plasmid(s): hgx2v1_pB20, hgx2v1_pB6, hgx2v1_pB27)

bait  fragment
sid fragment
interpro domain
other domain (pfam, smart, ...)
t ransmembrane domain
coiled- coil domain
signal pept ide

SID: Selected Interact ion Domain
It  is 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 ident if ied structural
or funct ional domain.

legend

C BAZ2A
Homo sapiens
GID: 91176324

1 1499
748 1499 SID

696 717 Coiled domain
739 786 Coiled domain

1076 1097 Coiled domain
533 622 DNA- binding, integrase- type- INTERPRO

546 624 Methyl- CpG DNA binding- INTERPRO
649 661 HMG- I and HMG- Y, DNA- binding- INTERPRO

670 682 HMG- I and HMG- Y, DNA- binding- INTERPRO
848 913 DDT- INTERPRO

1186 1198 HMG- I and HMG- Y, DNA- binding- INTERPRO
1355 1366 HMG- I and HMG- Y, DNA- binding- INTERPRO

1402 1416 HMG- I and HMG- Y, DNA- binding- INTERPRO
82 219 PTHR22880:SF5- PANTHER
82 219 PTHR22880- PANTHER

252 901 PTHR22880- PANTHER
252 901 PTHR22880:SF5- PANTHER

533 622 DNA- binding_integrase- type- SSF
546 617 MBD- PROFILE
546 620 MBD- PFAM
549 624 MBD- SMART

649 661 AT_hook- PFAM
649 661 AT_hook- SMART

670 682 AT_hook- SMART
670 682 AT_hook- PFAM

848 913 DDT- SMART
848 913 DDT- PROFILE
849 910 DDT- PFAM

1008 1499 PTHR22880:SF5- PANTHER
1008 1499 PTHR22880- PANTHER

1186 1198 AT_hook- SMART
1186 1198 AT_hook- PFAM
1186 1196 ATHOOK- PRINTS

1355 1366 ATHOOK- PRINTS
1402 1412 ATHOOK- PRINTS
1404 1416 AT_hook- PFAM
1404 1416 AT_hook- SMART

1500 1905
1500 1905 SID

1670 1742 Zinc f inger, FYVE/ PHD- type- INTERPRO
1672 1737 Zinc f inger, RING/ FYVE/ PHD- type- INTERPRO
1676 1726 Zinc f inger, PHD- type- INTERPRO

1772 1899 Bromodomain- INTERPRO
1500 1529 PTHR22880:SF5- PANTHER
1500 1529 PTHR22880- PANTHER

1670 1742 FYVE_PHD_ZnF- SSF
1672 1737 Znf_RING/ FYVE/ PHD- GENE3D
1676 1726 ZF_PHD_2- PROFILE
1678 1726 PHD- PFAM
1678 1724 PHD- SMART

1772 1899 Bromodomain- SSF
1791 1899 BROMO- SMART
1793 1899 Bromodomain- GENE3D

1801 1885 Bromodomain- PFAM
1810 1880 BROMODOMAIN_2- PROFILE
1813 1826 BROMODOMAIN- PRINTS
1815 1872 BROMODOMAIN_1- PROSITE

1827 1843 BROMODOMAIN- PRINTS
1843 1861 BROMODOMAIN- PRINTS

1861 1880 BROMODOMAIN- PRINTS

B CHERP
Homo sapiens
GID: 119226259

1 916
1 916 SID

109 130 Coiled domain
13 65 SWAP/ Surp- INTERPRO

206 294 ENTH/ VHS- INTERPRO
839 891 D111/ G- patch- INTERPRO

3 71 SSF109905- SSF
11 916 PTHR12323- PANTHER
13 65 SWAP- SMART
15 57 SURP- PROFILE
16 59 Surp- PFAM

206 294 ENTH_VHS- SSF
839 889 G_patch- SMART
841 891 G_PATCH- PROFILE
841 889 G- patch- PFAM

E CLTC
Homo sapiens
GID: 115527063

1 1499
899 1499 SID

1 1499 Clathrin, heavy chain- INTERPRO
1 363 Clathrin, heavy chain, linker and propel- INTERPRO
3 330 Clathrin, heavy chain, propeller, N- term- INTERPRO

331 845 Armadillo- type fold- INTERPRO
331 354 Clathrin, heavy chain, linker, core moti- INTERPRO

537 679 Clathrin, heavy chain/ VPS, 7- fold repeat- INTERPRO
686 828 Clathrin, heavy chain/ VPS, 7- fold repeat- INTERPRO

833 972 Clathrin, heavy chain/ VPS, 7- fold repeat- INTERPRO
886 1181 Armadillo- type fold- INTERPRO

979 1124 Clathrin, heavy chain/ VPS, 7- fold repeat- INTERPRO
1128 1269 Clathrin, heavy chain/ VPS, 7- fold repeat- INTERPRO

1182 1499 Tetratricopept ide- like helical- INTERPRO
1274 1420 Clathrin, heavy chain/ VPS, 7- fold repeat- INTERPRO

1423 1499 Clathrin, heavy chain/ VPS, 7- fold repeat- INTERPRO
1 363 Clathrin_H- chain_link/ propller- GENE3D
1 1499 Clathrin_H_chain- PIRSF
3 330 Clathrin_H- chain_propeller_N- SSF
5 1499 PTHR10292:SF1- PANTHER
5 1499 PTHR10292- PANTHER
19 56 Clathrin_propel- PFAM

60 94 Clathrin_propel- PFAM
102 133 Clathrin_propel- PFAM

148 187 Clathrin_propel- PFAM
198 234 Clathrin_propel- PFAM

253 288 Clathrin_propel- PFAM
296 330 Clathrin_propel- PFAM

331 354 Clathrin- link- PFAM
331 487 ARM- type_fold- SSF

444 845 ARM- type_fold- SSF
537 679 CLH- SMART
537 679 Clathrin- PFAM

612 757 SSF48439- SSF
686 828 Clathrin- PFAM
686 828 CLH- SMART

833 972 CLH- SMART
833 972 Clathrin- PFAM

886 1181 ARM- type_fold- SSF
979 1124 Clathrin- PFAM
979 1124 CLH- SMART

1128 1269 Clathrin- PFAM
1128 1269 CLH- SMART

1182 1499 TPR- like_helical- GENE3D
1182 1499 ARM- type_fold- SSF

1274 1420 CLH- SMART
1274 1420 Clathrin- PFAM

1423 1499 Clathrin- PFAM
1423 1499 CLH- SMART

1500 1675
1500 1675 SID
1500 1665 Clathrin, heavy chain- INTERPRO
1500 1582 Clathrin, heavy chain/ VPS, 7- fold repeat- INTERPRO
1500 1522 Tetratricopept ide- like helical- INTERPRO
1500 1675 PTHR10292:SF1- PANTHER
1500 1675 PTHR10292- PANTHER
1500 1665 Clathrin_H_chain- PIRSF
1500 1522 TPR- like_helical- GENE3D
15001517 ARM- type_fold- SSF
1500 1566 Clathrin- PFAM
1500 1582 CLH- SMART

E DDX17
Homo sapiens
GID: 148613855

1 731
232 524 SID

1 21 Signal pept ide domain
171 199 RNA helicase, DEAD- box type, Q motif- INTERPRO

190 393 DEAD- like helicase, N- terminal- INTERPRO
195 366 DNA/ RNA helicase, DEAD/ DEAH box type, N- - INTERPRO

202 377 Helicase, superfamily 1 and 2, ATP- bindi- INTERPRO
323 331 RNA helicase, ATP- dependent, DEAD- box, c- INTERPRO

405 552 DNA/ RNA helicase, C- terminal- INTERPRO
95 533 SSF52540- SSF

122 140 PTHR10967- PANTHER
122 140 PTHR10967:SF50- PANTHER

158 387 G3DSA:3.40.50.300- GENE3D
163 637 PTHR10967:SF50- PANTHER
163 637 PTHR10967- PANTHER

171 199 Q_MOTIF- PROFILE
190 393 DEXDc- SMART
195 366 DEAD- PFAM

202 377 HELICASE_ATP_BIND_1- PROFILE
323 331 DEAD_ATP_HELICASE- PROSITE

386 578 SSF52540- SSF
387 553 G3DSA:3.40.50.300- GENE3D

405 552 HELICASE_CTER- PROFILE
432 513 HELICc- SMART
437 513 Helicase_C- PFAM
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DomSight: PLA_RP_hgx2v1 vs. Human Placenta_RP1 (26 May 2011)
(Bait  plasmid(s): hgx2v1_pB20, hgx2v1_pB6, hgx2v1_pB27)

bait  fragment
sid fragment
interpro domain
other domain (pfam, smart, ...)
t ransmembrane domain
coiled- coil domain
signal pept ide

SID: Selected Interact ion Domain
It  is 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 ident if ied structural
or funct ional domain.

legend

E EIF3S6IP
Homo sapiens
GID: 51093838

1 564
32 564 SID
1 564 PTHR13242- PANTHER

271 340 SSF48452- SSF

D EXT2
Homo sapiens
GID: 296010874

1 728
229 728 SID

24 46 Transmembrane domain
1 39 Signal pept ide domain

106 392 Exostosin- like- INTERPRO
466 711 EXTL2, alpha- 1,4- N- acetylhexosaminyltran- INTERPRO

106 392 Exostosin- PFAM
119 726 PTHR11062- PANTHER
119 726 PTHR11062:SF6- PANTHER

462 717 SSF53448- SSF
462 711 G3DSA:3.90.550.10- GENE3D
466 711 EXTL2- PFAM

D FAM46C
Homo sapiens
GID: 96975056

1 391
1 284 SID
6 390 Protein of unknown funct ion DUF1693- INTERPRO
6 390 PTHR12974- PANTHER
6 390 DUF1693- PANTHER
17 336 DUF1693- PFAM

C FUBP3
Homo sapiens
GID: 100816391

1 572
99 572 SID

76 146 K Homology- INTERPRO
77 141 K Homology, type 1- INTERPRO

161 233 K Homology- INTERPRO
162 228 K Homology, type 1- INTERPRO

252 322 K Homology- INTERPRO
253 317 K Homology, type 1- INTERPRO

353 426 K Homology- INTERPRO
354 421 K Homology, type 1- INTERPRO

65 149 SSF54791- SSF
76 149 G3DSA:3.30.1370.10- GENE3D
76 146 KH- SMART
77 141 KH_TYPE_1- PROFILE
79 141 KH_1- PFAM

87 455 PTHR10288- PANTHER
87 455 PTHR10288:SF57- PANTHER

150 240 SSF54791- SSF
161 233 KH- SMART
162 228 KH_TYPE_1- PROFILE
163 232 G3DSA:3.30.1370.10- GENE3D
164 228 KH_1- PFAM

241 329 SSF54791- SSF
252 322 KH- SMART
253 317 KH_TYPE_1- PROFILE
254 321 G3DSA:3.30.1370.10- GENE3D
255 317 KH_1- PFAM

342 433 SSF54791- SSF
353 426 KH- SMART
354 421 KH_TYPE_1- PROFILE
355 425 G3DSA:3.30.1370.10- GENE3D
356 421 KH_1- PFAM

483 547 PTHR10288:SF57- PANTHER
483 547 PTHR10288- PANTHER

C GOLGA2
Homo sapiens
GID: 47078236

1 990
386 990 SID

3 24 Coiled domain
165 204 Coiled domain

256 277 Coiled domain
288 344 Coiled domain

346 381 Coiled domain
385 434 Coiled domain

450 506 Coiled domain
516 551 Coiled domain

558 600 Coiled domain
607 628 Coiled domain

646 677 Coiled domain
732 767 Coiled domain

786 828 Coiled domain
856 877 Coiled domain

254 356 Tubulin binding cofactor A- INTERPRO
100 357 PTHR10881:SF2- PANTHER
100 357 PTHR10881- PANTHER

254 356 Tub_bind_cof_A- SSF

F HEY- L
Homo sapiens
GID: 105990530

1 328
5 214 SID
40 122 Helix - loop- helix  DNA- binding- INTERPRO
44 104 Basic helix - loop- helix  dimerisat ion regi- INTERPRO

114 162 Orange- INTERPRO
38 322 PTHR10985:SF10- PANTHER
38 322 PTHR10985- PANTHER
40 104 HLH_DNA_bd- GENE3D
44 99 HLH- PROFILE
44 122 HLH_basic- SSF
46 99 HLH- PFAM
49 104 HLH- SMART

114 162 ORANGE- SMART
115 162 Hairy_orange- PFAM
116 153 ORANGE- PROFILE

E HMG20A
Homo sapiens
GID: 18314392

1 347
2 347 SID

153 174 Coiled domain
229 271 Coiled domain

83 175 High mobility group box, HMG- INTERPRO
83 175 High mobility group box, HMG1/ HMG2- INTERPRO
83 175 HMG- box- GENE3D
83 175 HMG- box- SSF

99 340 PTHR13711- PANTHER
102 172 HMG- SMART
103 171 HMG_BOX_2- PROFILE
103 171 HMG_box- PFAM

C HNRNPK
Homo sapiens
GID: 186659504

1 464
180 464 SID

1 43 ROK, N- terminal- INTERPRO
41 109 K Homology- INTERPRO
42 104 K Homology, type 1- INTERPRO

143 214 K Homology- INTERPRO
144 209 K Homology, type 1- INTERPRO

386 456 K Homology- INTERPRO
387 451 K Homology, type 1- INTERPRO

1 43 ROKNT- PFAM
30 110 G3DSA:3.30.1370.10- GENE3D
30 110 SSF54791- SSF
41 109 KH- SMART
42 104 KH_TYPE_1- PROFILE
44 104 KH_1- PFAM

52 111 PTHR10288:SF38- PANTHER
52 111 PTHR10288- PANTHER

132 221 G3DSA:3.30.1370.10- GENE3D
134 345 PTHR10288- PANTHER
134 345 PTHR10288:SF38- PANTHER
137 272 SSF54791- SSF
143 214 KH- SMART
144 209 KH_TYPE_1- PROFILE
146 209 KH_1- PFAM

375 463 G3DSA:3.30.1370.10- GENE3D
375 459 SSF54791- SSF

386 456 KH- SMART
387 451 KH_TYPE_1- PROFILE
388 458 PTHR10288:SF38- PANTHER
388 458 PTHR10288- PANTHER
389 451 KH_1- PFAM

C HNRPAB
Homo sapiens
GID: 55956920

1 285
125 285 SID

1 71 CBF, N- terminal- INTERPRO
57 150 Nucleot ide- binding, alpha- beta plait- INTERPRO

70 233 RNA recognit ion motif , RNP- 1- INTERPRO
1 71 CBFNT- PFAM
35 145 SSF54928- SSF

57 150 a_b_plait_nuc_bd- GENE3D
66 285 PTHR10432- PANTHER
66 285 PTHR10432:SF16- PANTHER
70 155 RRM- PROFILE
71 143 RRM- SMART
72 142 RRM_1- PFAM

147 263 SSF54928- SSF
151 269 a_b_plait_nuc_bd- GENE3D
154 233 RRM- PROFILE
155 227 RRM- SMART
156 226 RRM_1- PFAM
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DomSight: PLA_RP_hgx2v1 vs. Human Placenta_RP1 (26 May 2011)
(Bait  plasmid(s): hgx2v1_pB20, hgx2v1_pB6, hgx2v1_pB27)

bait  fragment
sid fragment
interpro domain
other domain (pfam, smart, ...)
t ransmembrane domain
coiled- coil domain
signal pept ide

SID: Selected Interact ion Domain
It  is 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 ident if ied structural
or funct ional domain.

legend

B HNRPDL
Homo sapiens
GID: 116734700

1 420
133 391 SID

109 224 Nucleot ide- binding, alpha- beta plait- INTERPRO
148 230 RNA recognit ion motif , RNP- 1- INTERPRO

230 348 Nucleot ide- binding, alpha- beta plait - INTERPRO
233 312 RNA recognit ion motif , RNP- 1- INTERPRO

109 224 a_b_plait_nuc_bd- GENE3D
144 420 PTHR10432- PANTHER
144 420 PTHR10432:SF16- PANTHER
148 230 RRM- PROFILE
149 223 SSF54928- SSF
149 221 RRM- SMART
150 220 RRM_1- PFAM

227 362 SSF54928- SSF
230 348 a_b_plait_nuc_bd- GENE3D
233 312 RRM- PROFILE
234 306 RRM- SMART
235 307 RRM_1- PFAM

D HUWE1
Homo sapiens
GID: 195963314

1 1499
1402 1424 Coiled domain

56 638 Armadillo- type fold- INTERPRO
86 374 E3 ubiquit in ligase, region of unknown f- INTERPRO

424 815 E3 ubiquit in ligase, region of unknown f- INTERPRO
1246 1499 Armadillo- type fold- INTERPRO

1311 1358 UBA- like- INTERPRO
1316 1355 Ubiquit in- associated/ translat ion elongat- INTERPRO
1317 1355 Ubiquit in- associated/ translat ion elongat- INTERPRO

56 638 ARM- type_fold- SSF
86 374 DUF908- PFAM

424 815 DUF913- PFAM
1246 1499 ARM- type_fold- SSF

1311 1358 UBA_like- SSF
1316 1355 UBA- PROFILE
1317 1355 UBA- PFAM
1318 1354 UBA- SMART

1500 2999
2425 2446 Coiled domain

2681 2704 Coiled domain
1500 2473 Armadillo- type fold- INTERPRO

1603 1680 WWE- INTERPRO
1500 2473 ARM- type_fold- SSF

1603 1680 WWE- PROFILE
1609 1680 WWE- PFAM

2738 2999 PTHR11254- PANTHER
2738 2999 PTHR11254:SF67- PANTHER

3000 4374
4184 4374 SID

3029 3050 Coiled domain
3090 3111 Coiled domain

4014 4374 HECT- INTERPRO
3000 3189 PTHR11254- PANTHER
3000 3189 PTHR11254:SF67- PANTHER

3206 3721 PTHR11254- PANTHER
3206 3721 PTHR11254:SF67- PANTHER

3798 4366 PTHR11254- PANTHER
3798 4366 PTHR11254:SF67- PANTHER

3942 4033 SSF110783- SSF
4014 4367 HECT- SSF

4036 4374 HECTc- SMART
4038 4374 HECT- PROFILE

4067 4374 HECT- PFAM

E KIAA0141
Homo sapiens
GID: 217330657

1 515
145 515 SID

1 17 Signal pept ide domain
240 434 Tetratricopept ide- like helical- INTERPRO
245 276 Sel1- like- INTERPRO

313 350 Sel1- like- INTERPRO
385 420 Sel1- like- INTERPRO

1 350 PTHR11102- PANTHER
1 350 PTHR11102:SF2- PANTHER

240 434 TPR- like_helical- GENE3D
244 433 SSF81901- SSF
245 276 Sel1- PFAM
245 276 SEL1- SMART

277 312 Sel1- PFAM
277 312 SEL1- SMART

313 350 SEL1- SMART
313 350 Sel1- PFAM

351 384 Sel1- PFAM
351 384 SEL1- SMART

385 420 Sel1- PFAM
385 420 SEL1- SMART

A KIAA0562
Homo sapiens
GID: 256017138

1 925
749 839 SID

677 723 Coiled domain
437 641 Armadillo- type fold- INTERPRO

448 456 SANT, DNA- binding- INTERPRO
523 559 HEAT- INTERPRO

604 640 HEAT- INTERPRO
2 880 PTHR13371- PANTHER

437 641 ARM- type_fold- SSF
448 456 MYB_1- PROSITE

523 559 HEAT- PFAM
604 640 HEAT- PFAM

807 864 SSF57850- SSF

A KIAA0907
Homo sapiens
GID: 55741674

1 614
223 381 SID

3 614 PTHR15744- PANTHER
96 184 SSF54791- SSF

229 365 SSF54791- SSF

D KL
Homo sapiens
GID: 209529721

1 1012
612 1012 SID

982 1004 Transmembrane domain
1 33 Signal pept ide domain
37 501 Glycoside hydrolase, catalyt ic core- INTERPRO

45 580 Glycoside hydrolase, family 1- INTERPRO
332 403 6- phospho- beta- galactosidase, eukaryot ic- INTERPRO

697 919 Glycoside hydrolase, family 1- INTERPRO
765 812 6- phospho- beta- galactosidase, eukaryot ic- INTERPRO

37 501 Glyco_hydro_cat- GENE3D
45 97 PTHR10353:SF7- PANTHER
45 97 Glyco_hydro_1- PANTHER

57 506 Glyco_hydro_1- PFAM
60 507 SSF51445- SSF
65 79 GLYCOSYL_HYDROL_F1_2- PROSITE

114 580 PTHR10353:SF7- PANTHER
114 580 Glyco_hydro_1- PANTHER

332 403 Glyco_hydro_euk- PRODOM
410 418 GLHYDRLASE1- PRINTS

449 466 GLHYDRLASE1- PRINTS
473 485 GLHYDRLASE1- PRINTS

502 948 Glyco_hydro_cat- GENE3D
518 971 SSF51445- SSF

697 919 Glyco_hydro_1- PFAM
765 812 Glyco_hydro_euk- PRODOM

A KPNA1
Homo sapiens
GID: 222144292

1 538
264 458 SID

1 96 Import in- alpha- like, import in- beta- bindi- INTERPRO
41 504 Armadillo- type fold- INTERPRO

84 504 Armadillo- like helical- INTERPRO
114 198 Armadillo- INTERPRO

200 241 Armadillo- INTERPRO
243 283 Armadillo- INTERPRO

285 325 Armadillo- INTERPRO
327 409 Armadillo- INTERPRO

412 452 Armadillo- INTERPRO
1 538 PTHR23316- PANTHER
1 57 IBB- PROFILE
2 96 IBB- PFAM
8 51 Import in- a- like_IBB- bd- GENE3D
41 504 ARM- type_fold- SSF

84 504 ARM- like- GENE3D
114 156 Arm- PFAM
114 156 ARM- SMART

126 169 ARM_REPEAT- PROFILE
158 198 Arm- PFAM
158 198 ARM- SMART

169 197 ARM_REPEAT- PROFILE
200 241 ARM- SMART
200 241 Arm- PFAM

211 239 ARM_REPEAT- PROFILE
243 283 Arm- PFAM
244 283 ARM- SMART

285 325 ARM- SMART
285 325 Arm- PFAM

327 367 ARM- SMART
327 367 Arm- PFAM

338 369 ARM_REPEAT- PROFILE
369 409 Arm- PFAM
369 409 ARM- SMART

412 452 ARM- SMART
412 452 Arm- PFAM
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DomSight: PLA_RP_hgx2v1 vs. Human Placenta_RP1 (26 May 2011)
(Bait  plasmid(s): hgx2v1_pB20, hgx2v1_pB6, hgx2v1_pB27)

bait  fragment
sid fragment
interpro domain
other domain (pfam, smart, ...)
t ransmembrane domain
coiled- coil domain
signal pept ide

SID: Selected Interact ion Domain
It  is 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 ident if ied structural
or funct ional domain.

legend

E KPNA2
Homo sapiens
GID: 62388891

1 529
245 529 SID

87 108 Coiled domain
1 99 Import in- alpha- like, import in- beta- bindi- INTERPRO

44 496 Armadillo- type fold- INTERPRO
78 496 Armadillo- like helical- INTERPRO

108 191 Armadillo- INTERPRO
193 238 Armadillo- INTERPRO

241 406 Armadillo- INTERPRO
409 449 Armadillo- INTERPRO

1 60 IBB- PROFILE
2 529 PTHR23316- PANTHER
5 99 IBB- PFAM
11 54 Import in- a- like_IBB- bd- GENE3D

44 496 ARM- type_fold- SSF
78 496 ARM- like- GENE3D

108 149 ARM- SMART
108 149 Arm- PFAM

119 162 ARM_REPEAT- PROFILE
151 191 ARM- SMART
151 191 Arm- PFAM

162 190 ARM_REPEAT- PROFILE
193 231 ARM- SMART
193 238 Arm- PFAM

241 280 Arm- PFAM
241 280 ARM- SMART

251 293 ARM_REPEAT- PROFILE
282 322 ARM- SMART
282 322 Arm- PFAM

293 335 ARM_REPEAT- PROFILE
324 364 Arm- PFAM
324 364 ARM- SMART

335 377 ARM_REPEAT- PROFILE
366 406 Arm- PFAM
366 406 ARM- SMART

409 449 ARM- SMART
409 449 Arm- PFAM

E KPNA4
Homo sapiens
GID: 27477125

1 521
8 413 SID
1 94 Import in- alpha- like, import in- beta- bindi- INTERPRO

42 485 Armadillo- type fold- INTERPRO
73 485 Armadillo- like helical- INTERPRO

103 186 Armadillo- INTERPRO
188 229 Armadillo- INTERPRO

232 271 Armadillo- INTERPRO
273 355 Armadillo- INTERPRO

357 397 Armadillo- INTERPRO
400 440 Armadillo- INTERPRO

1 521 PTHR23316- PANTHER
1 58 IBB- PROFILE
3 94 IBB- PFAM
9 52 Import in- a- like_IBB- bd- GENE3D

42 485 ARM- type_fold- SSF
73 485 ARM- like- GENE3D

103 144 ARM- SMART
103 144 Arm- PFAM

114 158 ARM_REPEAT- PROFILE
146 186 Arm- PFAM
146 186 ARM- SMART

157 184 ARM_REPEAT- PROFILE
188 229 ARM- SMART
188 229 Arm- PFAM

232 271 Arm- PFAM
232 271 ARM- SMART

273 313 Arm- PFAM
273 313 ARM- SMART

284 322 ARM_REPEAT- PROFILE
315 355 Arm- PFAM
315 355 ARM- SMART

357 397 Arm- PFAM
357 397 ARM- SMART

400 440 ARM- SMART
400 440 Arm- PFAM

D KPNA5
Homo sapiens
GID: 39812228

1 539
1 539 SID
1 97 Import in- alpha- like, import in- beta- bindi- INTERPRO

51 505 Armadillo- type fold- INTERPRO
83 505 Armadillo- like helical- INTERPRO

115 157 Armadillo- INTERPRO
159 242 Armadillo- INTERPRO

244 284 Armadillo- INTERPRO
286 326 Armadillo- INTERPRO

328 368 Armadillo- INTERPRO
370 410 Armadillo- INTERPRO

413 453 Armadillo- INTERPRO
1 60 IBB- PROFILE
2 539 PTHR23316- PANTHER
5 97 IBB- PFAM
11 54 Import in- a- like_IBB- bd- GENE3D

51 505 ARM- type_fold- SSF
83 505 ARM- like- GENE3D

115 157 Arm- PFAM
116 157 ARM- SMART

159 199 Arm- PFAM
159 199 ARM- SMART

170 203 ARM_REPEAT- PROFILE
201 242 ARM- SMART
201 242 Arm- PFAM

212 240 ARM_REPEAT- PROFILE
244 284 Arm- PFAM
245 284 ARM- SMART

286 326 ARM- SMART
286 326 Arm- PFAM

328 368 Arm- PFAM
328 368 ARM- SMART

370 410 Arm- PFAM
370 410 ARM- SMART

413 453 Arm- PFAM
413 453 ARM- SMART

E KPNA6
Homo sapiens
GID: 118582282

1 536
269 424 SID

38 59 Coiled domain
1 94 Import in- alpha- like, import in- beta- bindi- INTERPRO

44 502 Armadillo- type fold- INTERPRO
82 502 Armadillo- like helical- INTERPRO

112 196 Armadillo- INTERPRO
198 239 Armadillo- INTERPRO

241 281 Armadillo- INTERPRO
283 323 Armadillo- INTERPRO

325 407 Armadillo- INTERPRO
410 450 Armadillo- INTERPRO

1 60 IBB- PROFILE
2 536 PTHR23316- PANTHER
5 94 IBB- PFAM
11 54 Import in- a- like_IBB- bd- GENE3D

44 502 ARM- type_fold- SSF
82 502 ARM- like- GENE3D

112 154 Arm- PFAM
112 154 ARM- SMART

124 167 ARM_REPEAT- PROFILE
156 196 Arm- PFAM
156 196 ARM- SMART

167 195 ARM_REPEAT- PROFILE
197 239 ARM- SMART
198 239 Arm- PFAM

241 281 Arm- PFAM
242 281 ARM- SMART

283 323 Arm- PFAM
283 323 ARM- SMART

325 365 ARM- SMART
325 365 Arm- PFAM

336 367 ARM_REPEAT- PROFILE
367 407 ARM- SMART
367 407 Arm- PFAM

410 450 ARM- SMART
410 450 Arm- PFAM

B LOC100290337
Homo sapiens
GID: 310129364

1 1092
749 893 SID

785 1069 Cleavage and polyadenylat ion specif icity- INTERPRO
846 964 WD40 repeat- like- INTERPRO

13 1072 PTHR10644:SF3- PANTHER
13 1072 PTHR10644- PANTHER

785 1069 CPSF_A- PFAM
846 964 WD40_like- SSF

B MAD2L2
Homo sapiens
GID: 187960072

1 211
1 211 SID
8 204 DNA- binding HORMA- INTERPRO
1 211 PTHR11842- PANTHER
1 211 PTHR11842:SF10- PANTHER
8 204 HORMA_DNA_bd- SSF
11 200 HORMA- PFAM
13 203 HORMA- PROFILE
16 211 G3DSA:3.30.900.10- GENE3D
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DomSight: PLA_RP_hgx2v1 vs. Human Placenta_RP1 (26 May 2011)
(Bait  plasmid(s): hgx2v1_pB20, hgx2v1_pB6, hgx2v1_pB27)

bait  fragment
sid fragment
interpro domain
other domain (pfam, smart, ...)
t ransmembrane domain
coiled- coil domain
signal pept ide

SID: Selected Interact ion Domain
It  is 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 ident if ied structural
or funct ional domain.

legend

B NAGK
Homo sapiens
GID: 295844833

1 390
114 390 SID

52 332 ATPase, BadF/ BadG/ BcrA/ BcrD type- INTERPRO
48 306 SSF53067- SSF
52 332 BcrAD_BadFG- PFAM

D NUP155
Homo sapiens
GID: 24430148

1 1391
839 1391 SID

1 16 Signal pept ide domain
16 37 Coiled domain

890 911 Coiled domain
1141 1162 Coiled domain

13 1391 Nucleoporin, non- repet it ive/ WGA- negat ive- INTERPRO
13 1384 Nucleoporin- PFAM

50 1391 PTHR10350:SF4- PANTHER
50 1391 Nup_nucleoporin- PANTHER

D PCTP
Homo sapiens
GID: 308736989

1 214
1 214 SID
1 213 Lipid- binding START- INTERPRO
1 214 G3DSA:3.30.530.20- GENE3D
1 212 START- PROFILE
8 210 SSF55961- SSF
10 213 START- PFAM
10 213 START- SMART

65 213 PTHR19308- PANTHER

D PIK3R2
Homo sapiens
GID: 48976048

1 728
414 728 SID

446 474 Coiled domain
525 546 Coiled domain

3 717 PI3 kinase, P85 regulatory subunit- INTERPRO
4 86 Src homology- 3- INTERPRO

100 295 RhoGAP- INTERPRO
108 291 Rho GTPase act ivat ion protein- INTERPRO

318 428 SH2 motif- INTERPRO
611 722 SH2 motif- INTERPRO

2 86 G3DSA:2.30.30.40- GENE3D
3 717 PI3kinase_P85- PANTHER
4 80 SH3- PROFILE
4 86 SH3- SSF
7 79 SH3- SMART
7 78 SH3_1- PFAM
9 76 SH3- PRODOM

100 263 RhoGAP- GENE3D
108 291 Rho_GAP- SSF
109 295 RHOGAP- PROFILE

122 292 RhoGAP- SMART
125 264 RhoGAP- PFAM

318 427 SSF55550- SSF
318 428 SH2- GENE3D
324 342 PI3KINASEP85- PRINTS
328 411 SH2- SMART
330 427 SH2- PRODOM
330 425 SH2- PROFILE
330 405 SH2- PFAM

381 395 PI3KINASEP85- PRINTS
420 443 PI3KINASEP85- PRINTS

483 501 PI3KINASEP85- PRINTS
502 524 PI3KINASEP85- PRINTS

554 573 PI3KINASEP85- PRINTS
574 599 PI3KINASEP85- PRINTS

611 722 SSF55550- SSF
611 722 SH2- GENE3D

620 702 SH2- SMART
622 716 SH2- PROFILE
622 636 SH2DOMAIN- PRINTS
622 701 SH2- PRODOM
622 696 SH2- PFAM
628 650 PI3KINASEP85- PRINTS

641 651 SH2DOMAIN- PRINTS
652 663 SH2DOMAIN- PRINTS
653 670 PI3KINASEP85- PRINTS

673 698 PI3KINASEP85- PRINTS
685 699 SH2DOMAIN- PRINTS

D PKP2
Homo sapiens
GID: 148664225

1 881
297 881 SID

353 849 Armadillo- type fold- INTERPRO
357 775 Armadillo- like helical- INTERPRO

384 468 Armadillo- INTERPRO
570 616 Armadillo- INTERPRO

670 711 Armadillo- INTERPRO
718 758 Armadillo- INTERPRO

806 849 Armadillo- INTERPRO
343 459 PTHR10372:SF2- PANTHER
343 459 PTHR10372- PANTHER

353 849 ARM- type_fold- SSF
357 775 ARM- like- GENE3D

384 424 Arm- PFAM
384 424 ARM- SMART

395 430 ARM_REPEAT- PROFILE
426 467 Arm- PFAM
426 468 ARM- SMART

504 880 PTHR10372:SF2- PANTHER
504 880 PTHR10372- PANTHER

570 616 ARM- SMART
670 711 Arm- PFAM

718 758 ARM- SMART
719 758 Arm- PFAM

806 849 ARM- SMART

F PPPDE2
Homo sapiens
GID: 63055039

1 168
1 168 SID
7 149 Protein of unknown funct ion DUF862, euka- INTERPRO
7 149 DUF862- PFAM
10 168 PTHR12378- PANTHER

B PRKCBP1
Homo sapiens
GID: 34335265

1 1160
868 1066 SID

535 556 Coiled domain
949 999 Coiled domain

102 150 Zinc f inger, FYVE/ PHD- type- INTERPRO
106 154 Zinc f inger, RING/ FYVE/ PHD- type- INTERPRO
108 153 Zinc f inger, PHD- type- INTERPRO

145 285 Bromodomain- INTERPRO
294 358 PWWP- INTERPRO

1002 1036 Zinc f inger, MYND- type- INTERPRO
102 421 PTHR13712- PANTHER
102 421 PTHR13712:SF13- PANTHER
102 150 FYVE_PHD_ZnF- SSF
106 154 Znf_RING/ FYVE/ PHD- GENE3D
108 153 ZF_PHD_2- PROFILE
110 153 PHD- PFAM
110 151 PHD- SMART
111 150 ZF_PHD_1- PROSITE

145 285 Bromodomain- SSF
160 272 Bromodomain- GENE3D

167 274 BROMO- SMART
174 260 Bromodomain- PFAM

185 255 BROMODOMAIN_2- PROFILE
287 367 G3DSA:2.30.30.160- GENE3D
288 420 SSF63748- SSF
294 358 PWWP- PFAM
295 345 PWWP- SMART
297 347 PWWP- PROFILE

866 1046 PTHR13712- PANTHER
866 1046 PTHR13712:SF13- PANTHER

1002 1036 ZF_MYND_2- PROFILE
1002 1036 ZF_MYND_1- PROSITE
1002 1036 zf- MYND- PFAM

1142 1154 PTHR13712:SF13- PANTHER
1142 1154 PTHR13712- PANTHER

A PRMT2 variant 1
Homo sapiens
GID: 46255048

1 433
28 233 SID
12 107 Src homology- 3- INTERPRO

130 173 Methyltransferase small- INTERPRO
12 107 SH3- SSF
30 89 SH3- PROFILE
31 84 G3DSA:2.30.30.40- GENE3D
33 84 SH3- PRODOM
33 43 SH3DOMAIN- PRINTS
33 88 SH3- SMART
33 87 SH3_1- PFAM

47 62 SH3DOMAIN- PRINTS
64 73 SH3DOMAIN- PRINTS

75 87 SH3DOMAIN- PRINTS
93 242 G3DSA:3.40.50.150- GENE3D

105 421 SSF53335- SSF
130 173 MTS- PFAM

140 433 PTHR11006- PANTHER
140 433 PTHR11006:SF13- PANTHER

245 417 G3DSA:2.70.160.11- GENE3D

services@hybrigenics.com www.hybrigenics- services.com page 6 /  11

Supplementary Figures S4 - S11; Crisci et al.

Supplementary Figure S8 - page 6

PLA - Human placenta



DomSight: PLA_RP_hgx2v1 vs. Human Placenta_RP1 (26 May 2011)
(Bait  plasmid(s): hgx2v1_pB20, hgx2v1_pB6, hgx2v1_pB27)

bait  fragment
sid fragment
interpro domain
other domain (pfam, smart, ...)
t ransmembrane domain
coiled- coil domain
signal pept ide

SID: Selected Interact ion Domain
It  is 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 ident if ied structural
or funct ional domain.

legend

D PRPF40A
Homo sapiens
GID: 151301227

1 930
8 930 SID

419 447 Coiled domain
551 584 Coiled domain

694 721 Coiled domain
860 881 Coiled domain

112 148 WW/ Rsp5/ WWP- INTERPRO
153 189 WW/ Rsp5/ WWP- INTERPRO

353 563 FF- INTERPRO
580 640 FF- INTERPRO

705 775 FF- INTERPRO
48 213 PTHR11864- PANTHER

112 148 WW_Rsp5_WWP- SSF
113 146 WW_DOMAIN_2- PROFILE
114 146 WW- SMART
115 144 WW- PFAM
116 144 G3DSA:2.20.70.10- GENE3D
119 144 WW_DOMAIN_1- PROSITE

153 189 WW_Rsp5_WWP- SSF
155 187 WW- SMART
156 185 WW- PFAM
157 185 G3DSA:2.20.70.10- GENE3D
159 187 WW_DOMAIN_2- PROFILE
160 185 WW_DOMAIN_1- PROSITE

274 930 PTHR11864- PANTHER
353 423 FF- GENE3D
355 420 FF- SSF

366 420 FF- SMART
368 417 FF- PFAM

422 485 FF- SSF
433 492 FF- SMART

489 563 FF- SSF
500 560 FF- SMART

580 640 FF- SMART
582 637 FF- PFAM

705 775 FF- SSF
716 772 FF- SMART
718 769 FF- PFAM

E PSCD3
Homo sapiens
GID: 33946275

1 399
34 399 SID
24 59 Coiled domain

59 260 SEC7- like- INTERPRO
261 387 Pleckstrin homology- type- INTERPRO
264 382 Pleckstrin- like- INTERPRO

55 138 G3DSA:1.10.220.20- GENE3D
59 246 SEC7- PROFILE
61 260 Sec7- SSF
63 248 Sec7- PFAM
63 248 Sec7- SMART

72 374 PTHR10663- PANTHER
72 374 PTHR10663:SF13- PANTHER

139 254 G3DSA:1.10.1000.11- GENE3D
261 387 SSF50729- SSF
261 387 PH_type- GENE3D
264 380 PH_DOMAIN- PROFILE
265 380 PH- PFAM
265 382 PH- SMART

F PSMD11
Homo sapiens
GID: 28872724

1 422
8 382 SID

143 320 PCI/ PINT associated module- INTERPRO
285 404 Proteasome component region PCI- INTERPRO

315 398 Winged helix  repressor DNA- binding- INTERPRO
17 422 PTHR10678- PANTHER
17 422 PTHR10678:SF2- PANTHER

108 333 SSF48452- SSF
143 320 PAM- SMART

285 389 PCI- PFAM
315 398 SSF46785- SSF
315 398 Wing_hlx_DNA_bd- GENE3D
321 404 PINT- SMART

D RANBP10
Homo sapiens
GID: 40538735

1 620
1 620 SID
35 222 B302, (SPRY)- like- INTERPRO

100 221 SPla/ RYanodine receptor SPRY- INTERPRO
253 285 LisH dimerisat ion motif- INTERPRO

291 348 CTLH, C- terminal to LisH motif- INTERPRO
506 608 CT11- RanBPM- INTERPRO

35 222 B302_SPRY- PROFILE
62 606 PTHR12864:SF1- PANTHER
62 606 PTHR12864- PANTHER

100 221 SPRY- PFAM
100 221 SPRY- SMART

253 285 LISH- PROFILE
291 348 CTLH- SMART
291 348 CTLH- PROFILE

506 608 CRA- SMART

F RANBP9
Homo sapiens
GID: 39812377

1 729
152 729 SID

147 334 B302, (SPRY)- like- INTERPRO
212 333 SPla/ RYanodine receptor SPRY- INTERPRO

365 397 LisH dimerisat ion motif- INTERPRO
367 393 LisH dimerisat ion motif , subgroup- INTERPRO

403 460 CTLH, C- terminal to LisH motif- INTERPRO
615 717 CT11- RanBPM- INTERPRO

147 334 B302_SPRY- PROFILE
174 715 PTHR12864:SF1- PANTHER
174 715 PTHR12864- PANTHER

212 333 SPRY- PFAM
212 333 SPRY- SMART

365 397 LisH- SMART
365 397 LISH- PROFILE
367 393 LisH- PFAM

403 460 CTLH- SMART
403 460 CTLH- PROFILE

615 717 CRA- SMART

A RBMS1
Homo sapiens
GID: 222446645

1 403
54 235 SID

47 124 Nucleot ide- binding, alpha- beta plait- INTERPRO
62 135 RNA recognit ion motif , RNP- 1- INTERPRO
62 77 Paraneoplast ic encephalomyelit is ant igen- INTERPRO

134 251 Nucleot ide- binding, alpha- beta plait- INTERPRO
141 226 RNA recognit ion motif , RNP- 1- INTERPRO
146 173 Paraneoplast ic encephalomyelit is ant igen- INTERPRO

207 224 Paraneoplast ic encephalomyelit is ant igen- INTERPRO
47 124 a_b_plait_nuc_bd- GENE3D
49 123 SSF54928- SSF

56 372 PTHR10432- PANTHER
56 372 PTHR10432:SF36- PANTHER
62 135 RRM- PROFILE
62 77 HUDSXLRNA- PRINTS
63 131 RRM- SMART
64 123 RRM_1- PFAM

133 243 SSF54928- SSF
134 251 a_b_plait_nuc_bd- GENE3D

141 226 RRM- PROFILE
142 213 RRM- SMART
143 207 RRM_1- PFAM
146 161 HUDSXLRNA- PRINTS

161 173 HUDSXLRNA- PRINTS
207 224 HUDSXLRNA- PRINTS

D RNF2
Homo sapiens
GID: 54792140

1 336
1 336 SID

117 138 Coiled domain
45 139 Zinc f inger, RING/ FYVE/ PHD- type- INTERPRO
51 91 Zinc f inger, RING- type- INTERPRO

28 130 SSF57850- SSF
45 336 PTHR10825- PANTHER
45 336 PTHR10825:SF5- PANTHER
45 139 Znf_RING/ FYVE/ PHD- GENE3D
51 90 RING- SMART
51 91 ZF_RING_2- PROFILE
51 90 zf- C3HC4- PFAM

67 76 ZF_RING_1- PROSITE
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DomSight: PLA_RP_hgx2v1 vs. Human Placenta_RP1 (26 May 2011)
(Bait  plasmid(s): hgx2v1_pB20, hgx2v1_pB6, hgx2v1_pB27)

bait  fragment
sid fragment
interpro domain
other domain (pfam, smart, ...)
t ransmembrane domain
coiled- coil domain
signal pept ide

SID: Selected Interact ion Domain
It  is 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 ident if ied structural
or funct ional domain.

legend

F ROCK1
Homo sapiens
GID: 112382209

1 1354
998 1354 SID

432 561 Coiled domain
568 603 Coiled domain

624 673 Coiled domain
677 702 Coiled domain

713 790 Coiled domain
797 846 Coiled domain

853 899 Coiled domain
938 988 Coiled domain

1020 1066 Coiled domain
1073 1101 Coiled domain

1 1354 Rho- associated coiled- coil containing pr- INTERPRO
51 365 Protein kinase- like- INTERPRO

76 338 Serine/ threonine protein kinase- INTERPRO
76 332 Tyrosine protein kinase- INTERPRO
76 338 Protein kinase, core- INTERPRO

194 206 Serine/ threonine protein kinase, act ive- INTERPRO
341 403 Protein kinase, C- terminal- INTERPRO

458 542 HR1- like rho- binding repeat- INTERPRO
538 669 Prefoldin- INTERPRO

947 1015 Rho Binding- INTERPRO
1118 1319 Pleckstrin- like- INTERPRO

1228 1284 Protein kinase C, phorbol ester/ diacylgl- INTERPRO
1 1354 Rho_kinase- PIRSF
2 959 PTHR22988- PANTHER
2 959 Rho_kinase- PANTHER

51 365 Kinase_like- SSF
76 338 PROTEIN_KINASE_DOM- PROFILE
76 338 Pkinase- PFAM
76 338 Prot_kinase- PRODOM
76 332 TyrKc- SMART
76 338 S_TKc- SMART
82 105 PROTEIN_KINASE_ATP- PROSITE

128 358 G3DSA:1.10.510.10- GENE3D
194 206 PROTEIN_KINASE_ST- PROSITE

341 401 S_TK_X- SMART
358 403 Pkinase_C- PFAM

458 542 HR1- PFAM
538 669 Prefoldin- SSF

947 1015 Rho_bd- GENE3D
948 1014 Rho_Binding- PFAM

976 1331 PTHR22988- PANTHER
976 1331 Rho_kinase- PANTHER

1112 1323 SSF50729- SSF
1118 1317 PH_DOMAIN- PROFILE
1119 1319 PH- SMART
1119 1203 PH- PFAM

1219 1271 G3DSA:3.30.60.20- GENE3D
1221 1289 SSF57889- SSF

1228 1281 ZF_DAG_PE_2- PROFILE
1229 1281 C1- SMART
1229 1284 C1_1- PFAM

D RXRA
Homo sapiens
GID: 207028087

1 462
176 462 SID

132 208 Zinc f inger, nuclear hormone receptor- ty- INTERPRO
194 458 Nuclear hormone receptor, ligand- binding- INTERPRO
196 206 Steroid hormone receptor- INTERPRO
201 215 Retinoid X receptor- INTERPRO

228 247 Retinoid X receptor- INTERPRO
262 282 Retinoid X receptor- INTERPRO

270 454 Nuclear hormone receptor, ligand- binding- INTERPRO
271 308 Steroid hormone receptor- INTERPRO

306 323 Retinoid X receptor- INTERPRO
346 366 Retinoid X receptor- INTERPRO

360 375 Steroid hormone receptor- INTERPRO
386 403 Retinoid X receptor- INTERPRO

407 426 Retinoid X receptor- INTERPRO
417 434 Steroid hormone receptor- INTERPRO

434 453 Retinoid X receptor- INTERPRO
132 203 ZnF_C4- SMART
132 207 NUCLEAR_REC_DBD_2- PROFILE
133 457 PTHR11865- PANTHER
133 221 SSF57716- SSF
133 457 PTHR11865:SF192- PANTHER
133 208 zf- C4- PFAM
134 201 Znf_C4steroid- PRODOM
135 161 NUCLEAR_REC_DBD_1- PROSITE
135 151 STROIDFINGER- PRINTS

151 166 STROIDFINGER- PRINTS
184 192 STROIDFINGER- PRINTS

192 200 STROIDFINGER- PRINTS
194 456 Nucl_hrmn_rcpt_lig_bd- GENE3D
196 206 STRDHORMONER- PRINTS
201 215 RETINOIDXR- PRINTS
205 458 Str_ncl_receptor- SSF

228 247 RETINOIDXR- PRINTS
262 282 RETINOIDXR- PRINTS

270 429 HOLI- SMART
271 292 STRDHORMONER- PRINTS
273 454 Hormone_recep- PFAM

292 308 STRDHORMONER- PRINTS
306 323 RETINOIDXR- PRINTS

346 366 RETINOIDXR- PRINTS
360 375 STRDHORMONER- PRINTS

386 403 RETINOIDXR- PRINTS
407 426 RETINOIDXR- PRINTS

417 434 STRDHORMONER- PRINTS
434 453 RETINOIDXR- PRINTS

B SF3A1
Homo sapiens
GID: 53831993

1 793
41 138 SID

250 271 Coiled domain
50 103 SWAP/ Surp- INTERPRO

164 217 SWAP/ Surp- INTERPRO
707 790 Ubiquit in- INTERPRO

23 109 SSF109905- SSF
50 103 SWAP- SMART
52 94 SURP- PROFILE
53 97 Surp- PFAM
59 793 PTHR15316- PANTHER

137 223 SSF109905- SSF
164 217 SWAP- SMART
166 208 SURP- PROFILE
167 211 Surp- PFAM

686 786 SSF54236- SSF
707 790 UBIQUITIN_2- PROFILE
712 788 ubiquit in- PFAM
715 786 UBQ- SMART

722 790 G3DSA:3.10.20.90- GENE3D

D SFRS8
Homo sapiens
GID: 23111061

1 951
271 951 SID

119 144 Coiled domain
638 688 Coiled domain

209 262 SWAP/ Surp- INTERPRO
457 508 SWAP/ Surp- INTERPRO

13 950 PTHR13161- PANTHER
13 950 PTHR13161:SF5- PANTHER

181 265 SSF109905- SSF
209 262 SWAP- SMART
211 253 SURP- PROFILE
212 256 Surp- PFAM

430 514 SSF109905- SSF
457 508 SWAP- SMART
459 499 SURP- PROFILE
460 502 Surp- PFAM

F SNRP70
Homo sapiens
GID: 57634537

1 437
46 160 SID

289 310 Coiled domain
64 203 Nucleot ide- binding, alpha- beta plait- INTERPRO

103 181 RNA recognit ion motif , RNP- 1- INTERPRO
1 434 PTHR13952- PANTHER

64 203 a_b_plait_nuc_bd- GENE3D
95 198 SSF54928- SSF

103 181 RRM- PROFILE
104 177 RRM- SMART
105 176 RRM_1- PFAM

D TNRC15
Homo sapiens
GID: 156766046

1 1293
761 1293 SID

716 914 Coiled domain
936 980 Coiled domain

997 1018 Coiled domain
527 585 GYF- INTERPRO

136 1293 PTHR14445:SF9- PANTHER
136 1293 PTHR14445- PANTHER

527 575 GYF- PROFILE
527 585 GYF- SSF
528 583 GYF- PFAM
528 583 GYF- SMART
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DomSight: PLA_RP_hgx2v1 vs. Human Placenta_RP1 (26 May 2011)
(Bait  plasmid(s): hgx2v1_pB20, hgx2v1_pB6, hgx2v1_pB27)

bait  fragment
sid fragment
interpro domain
other domain (pfam, smart, ...)
t ransmembrane domain
coiled- coil domain
signal pept ide

SID: Selected Interact ion Domain
It  is 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 ident if ied structural
or funct ional domain.

legend

D TPR
Homo sapiens
GID: 114155141

1 1499
1065 1499 SID

29 50 Coiled domain
61 173 Coiled domain

219 282 Coiled domain
293 367 Coiled domain

427 514 Coiled domain
543 571 Coiled domain

576 597 Coiled domain
665 753 Coiled domain

760 802 Coiled domain
827 869 Coiled domain

887 915 Coiled domain
934 983 Coiled domain

997 1072 Coiled domain
1096 1117 Coiled domain

1149 1170 Coiled domain
1221 1256 Coiled domain

1269 1304 Coiled domain
1311 1346 Coiled domain

1354 1417 Coiled domain
1469 1499 Coiled domain

73 174 Prefoldin- INTERPRO
939 1055 Prefoldin- INTERPRO

1032 1279 Tetratricopept ide, MLP1/ MLP2- like- INTERPRO
1400 1499 Seryl- tRNA synthetase, class IIa, N- term- INTERPRO
1400 1499 tRNA- binding arm- INTERPRO

22 1499 PTHR18898- PANTHER
73 174 Prefoldin- SSF

241 359 SSF46966- SSF
939 1055 Prefoldin- SSF

1032 1279 TPR_MLP1_2- PFAM
1400 1499 tRNA_binding_arm- SSF
1400 1499 Ser- tRNA- synth_IIa_N- GENE3D

1500 2363
1500 2363 SID
1500 1553 Coiled domain

1564 1599 Coiled domain
1603 1631 Coiled domain

15001505 Seryl- tRNA synthetase, class IIa, N- term- INTERPRO
15001504 tRNA- binding arm- INTERPRO

1562 1646 Prefoldin- INTERPRO
1500 2362 PTHR18898- PANTHER
15001504 tRNA_binding_arm- SSF
15001505 Ser- tRNA- synth_IIa_N- GENE3D

1562 1646 Prefoldin- SSF

A U2AF2
Homo sapiens
GID: 60279267

1 471
345 467 SID

4 25 Coiled domain
4 470 U2 snRNP aux illiary factor, large subuni- INTERPRO

148 237 Nucleot ide- binding, alpha- beta plait- INTERPRO
149 231 RNA recognit ion motif , RNP- 1- INTERPRO

255 335 Nucleot ide- binding, alpha- beta plait- INTERPRO
259 337 RNA recognit ion motif , RNP- 1- INTERPRO

368 471 Nucleot ide- binding, alpha- beta plait- INTERPRO
373 462 RNA recognit ion motif , RNP- 1- INTERPRO

4 470 U2AF_lg- TIGRFAMs
148 237 SSF54928- SSF
148 237 a_b_plait_nuc_bd- GENE3D
149 231 RRM- PROFILE
150 227 RRM- SMART
151 226 RRM_1- PFAM

229 335 SSF54928- SSF
255 335 a_b_plait_nuc_bd- GENE3D
259 337 RRM- PROFILE
260 333 RRM- SMART
261 332 RRM_1- PFAM

273 468 PTHR23139- PANTHER
273 468 PTHR23139:SF9- PANTHER

358 471 SSF54928- SSF
368 471 a_b_plait_nuc_bd- GENE3D
373 458 RRM- SMART

381 462 RRM- PROFILE
396 457 RRM_1- PFAM

E UBE1C
Homo sapiens
GID: 38045941

1 463
57 463 SID

33 462 Molybdenum cofactor biosynthesis- INTERPRO
62 360 NAD(P)- binding- INTERPRO
68 213 UBA/ THIF- type NAD/ FAD binding fold- INTERPRO

235 243 Ubiquit in- act ivat ing enzyme, E1- INTERPRO
269 339 Ubiquit in- act ivat ing enzyme repeat- INTERPRO

374 462 E2 binding- INTERPRO
5 332 PTHR10953:SF6- PANTHER
5 332 PTHR10953- PANTHER
33 462 MoeB- SSF

62 360 NAD(P)- bd- GENE3D
68 213 ThiF- PFAM

235 243 UBIQUITIN_ACTIVAT_2- PROSITE
269 339 UBACT- PFAM

374 462 E2_bind- PFAM

E UBE1L2
Homo sapiens
GID: 150417995

1 1052
5 1052 SID
37 425 Molybdenum cofactor biosynthesis- INTERPRO
38 1048 Ubiquit in- act ivat ing enzyme, E1- INTERPRO
38 424 NAD(P)- binding- INTERPRO

60 199 UBA/ THIF- type NAD/ FAD binding fold- INTERPRO
441 937 Molybdenum cofactor biosynthesis- INTERPRO
442 915 NAD(P)- binding- INTERPRO

459 603 UBA/ THIF- type NAD/ FAD binding fold- INTERPRO
746 809 Ubiquit in- act ivat ing enzyme repeat- INTERPRO

848 920 Ubiquit in- act ivat ing enzyme repeat- INTERPRO
37 425 MoeB- SSF
38 1048 Ube1- TIGRFAMs
38 424 NAD(P)- bd- GENE3D

60 199 ThiF- PFAM
65 89 UBIQUITINACT- PRINTS

114 720 PTHR10953:SF4- PANTHER
114 720 PTHR10953- PANTHER

186 213 UBIQUITINACT- PRINTS
441 937 MoeB- SSF
442 915 NAD(P)- bd- GENE3D

459 603 ThiF- PFAM
491 514 UBIQUITINACT- PRINTS

538 563 UBIQUITINACT- PRINTS
691 718 UBIQUITINACT- PRINTS

746 809 UBACT- PFAM
848 920 UBACT- PFAM

D UBR5
Homo sapiens
GID: 319803064

1 1499
1030 1499 SID

15 36 Coiled domain
367 495 Regulator of chromosome condensat ion/ bet- INTERPRO

1177 1245 Zinc f inger, N- recognin- INTERPRO
1177 1244 Zinc f inger, N- recognin, metazoa- INTERPRO

367 495 RCC1/ BLIP- II- SSF
1177 1245 ZF_UBR- PROFILE
1177 1244 zf- UBR- PFAM
1177 1244 ZnF_UBR1- SMART

1257 1499 PTHR11254:SF77- PANTHER
1257 1499 PTHR11254- PANTHER

1500 2799
1500 2799 SID

2105 2126 Coiled domain
2239 2799 HECT- INTERPRO

2338 2463 Polyadenylate- binding protein/ Hyperplast- INTERPRO
1500 2791 PTHR11254:SF77- PANTHER
1500 2791 PTHR11254- PANTHER

2239 2794 HECT- SSF
2338 2463 PABP_HYD- SSF

2375 2449 PABP- PFAM
2389 2452 PolyA- SMART

2432 2799 HECTc- SMART
2486 2799 HECT- PFAM

2504 2799 HECT- PROFILE
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DomSight: PLA_RP_hgx2v1 vs. Human Placenta_RP1 (26 May 2011)
(Bait  plasmid(s): hgx2v1_pB20, hgx2v1_pB6, hgx2v1_pB27)

bait  fragment
sid fragment
interpro domain
other domain (pfam, smart, ...)
t ransmembrane domain
coiled- coil domain
signal pept ide

SID: Selected Interact ion Domain
It  is 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 ident if ied structural
or funct ional domain.

legend

D UHMK1
Homo sapiens
GID: 296179411

1 345
20 345 SID
1 230 Serine/ threonine protein kinase- INTERPRO
1 230 Protein kinase, core- INTERPRO
16 261 Protein kinase- like- INTERPRO

246 328 RNA recognit ion motif , RNP- 1- INTERPRO
271 329 Nucleot ide- binding, alpha- beta plait - INTERPRO

1 230 PROTEIN_KINASE_DOM- PROFILE
1 230 S_TKc- SMART
16 164 Pkinase- PFAM
16 261 Kinase_like- SSF
20 344 PTHR23139- PANTHER
20 344 PTHR23139:SF14- PANTHER
34 266 G3DSA:1.10.510.10- GENE3D

65 164 Prot_kinase- PRODOM
233 341 SSF54928- SSF

246 328 RRM- SMART
250 325 RRM- PROFILE

271 327 RRM_1- PFAM
271 329 a_b_plait_nuc_bd- GENE3D

A UHMK1
Homo sapiens
GID: 296179404

1 344
96 344 SID

9 335 Protein kinase- like- INTERPRO
23 304 Serine/ threonine protein kinase- INTERPRO
23 304 Tyrosine protein kinase- INTERPRO
23 304 Protein kinase, core- INTERPRO
9 335 Kinase_like- SSF
23 304 Pkinase- PFAM
23 304 PROTEIN_KINASE_DOM- PROFILE
23 304 TyrKc- SMART
23 304 S_TKc- SMART

94 339 PTHR23139- PANTHER
94 339 PTHR23139:SF14- PANTHER

108 340 G3DSA:1.10.510.10- GENE3D
139 238 Prot_kinase- PRODOM

D USP9X
Homo sapiens
GID: 145309310

1 1499
286 307 Coiled domain

280 1499 Armadillo- type fold- INTERPRO
280 1499 ARM- type_fold- SSF

686 747 SSF51445- SSF
879 984 SSF54236- SSF

1405 1499 PTHR10420- PANTHER
1405 1499 PTHR10420:SF48- PANTHER

1500 2554
2052 2554 SID

1500 2125 Armadillo- type fold- INTERPRO
1554 1957 Peptidase C19, ubiquit in carboxyl- termin- INTERPRO

1500 1589 PTHR10420- PANTHER
1500 1589 PTHR10420:SF48- PANTHER
1500 2125 ARM- type_fold- SSF

1551 1957 SSF54001- SSF
1554 1953 UCH- PFAM
1557 1957 UCH_2_3- PROFILE
1558 1573 UCH_2_1- PROSITE

1630 1831 PTHR10420:SF48- PANTHER
1630 1831 PTHR10420- PANTHER

1858 1869 PTHR10420:SF48- PANTHER
1858 1869 PTHR10420- PANTHER
1863 1880 UCH_2_2- PROSITE

E WWP1
Homo sapiens
GID: 33946331

1 922
446 922 SID

420 441 Coiled domain
5 113 C2 calcium- dependent membrane target ing- INTERPRO
10 139 C2 calcium/ lipid- binding region, CaLB- INTERPRO

340 414 WW/ Rsp5/ WWP- INTERPRO
447 529 WW/ Rsp5/ WWP- INTERPRO

544 922 HECT- INTERPRO
5 98 C2- PROFILE
10 139 C2_CaLB- SSF
19 104 G3DSA:2.60.40.150- GENE3D
19 113 C2- SMART
20 98 C2- PFAM

264 914 PTHR11254:SF65- PANTHER
264 914 PTHR11254- PANTHER

340 381 G3DSA:2.20.70.10- GENE3D
340 380 WW_Rsp5_WWP- SSF

349 382 WW_DOMAIN_2- PROFILE
350 382 WW- SMART
351 380 WW- PFAM
355 380 WW_DOMAIN_1- PROSITE

381 414 WW_Rsp5_WWP- SSF
381 414 WW_DOMAIN_2- PROFILE
382 421 G3DSA:2.20.70.10- GENE3D
383 412 WW- PFAM
383 414 WW- SMART
387 412 WW_DOMAIN_1- PROSITE

447 490 G3DSA:2.20.70.10- GENE3D
447 489 WW_Rsp5_WWP- SSF

456 489 WW_DOMAIN_2- PROFILE
457 489 WW- SMART
458 487 WW- PFAM
462 487 WW_DOMAIN_1- PROSITE

488 528 WW_Rsp5_WWP- SSF
493 536 G3DSA:2.20.70.10- GENE3D
496 529 WW_DOMAIN_2- PROFILE
497 529 WW- SMART
498 527 WW- PFAM
502 527 WW_DOMAIN_1- PROSITE

544 917 HECT- SSF
586 922 HECTc- SMART
588 922 HECT- PROFILE

617 922 HECT- PFAM

D XPO7
Homo sapiens
GID: 154448891

1 1087
366 1087 SID

9 995 Armadillo- type fold- INTERPRO
10 119 Armadillo- like helical- INTERPRO
30 96 Import in- beta, N- terminal- INTERPRO
9 995 ARM- type_fold- SSF
10 119 ARM- like- GENE3D
30 96 IBN_N- PFAM
30 96 IMPORTIN_B_NT- PROFILE

248 1087 PTHR12596:SF2- PANTHER
248 1087 PTHR12596- PANTHER

D ZFP36L1
Homo sapiens
GID: 15812179

1 338
73 225 SID

1 107 Tis11B like protein, N- terminal- INTERPRO
114 141 Zinc f inger, CCCH- type- INTERPRO

152 179 Zinc f inger, CCCH- type- INTERPRO
1 107 Tis11B_N- PFAM

99 338 PTHR12547- PANTHER
99 338 PTHR12547:SF15- PANTHER

112 147 SSF90229- SSF
114 141 ZnF_C3H1- SMART
115 141 zf- CCCH- PFAM

147 186 SSF90229- SSF
152 179 ZnF_C3H1- SMART
153 179 zf- CCCH- PFAM

D ZFP36L2
Homo sapiens
GID: 188536101

1 494
96 217 SID

36 144 Tis11B like protein, N- terminal- INTERPRO
153 180 Zinc f inger, CCCH- type- INTERPRO

191 218 Zinc f inger, CCCH- type- INTERPRO
36 144 Tis11B_N- PFAM

138 322 PTHR12547- PANTHER
138 322 PTHR12547:SF15- PANTHER

151 186 SSF90229- SSF
153 180 ZnF_C3H1- SMART
154 180 zf- CCCH- PFAM

186 225 SSF90229- SSF
191 218 ZnF_C3H1- SMART
192 218 zf- CCCH- PFAM

383 401 PTHR12547:SF15- PANTHER
383 401 PTHR12547- PANTHER

423 494 PTHR12547- PANTHER
423 494 PTHR12547:SF15- PANTHER
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DomSight: PLA_RP_hgx2v1 vs. Human Placenta_RP1 (26 May 2011)
(Bait  plasmid(s): hgx2v1_pB20, hgx2v1_pB6, hgx2v1_pB27)

bait  fragment
sid fragment
interpro domain
other domain (pfam, smart, ...)
t ransmembrane domain
coiled- coil domain
signal pept ide

SID: Selected Interact ion Domain
It  is 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 ident if ied structural
or funct ional domain.

legend

F ZNF521
Homo sapiens
GID: 219801668

1 1311
44 340 SID
47 67 Zinc f inger, C2H2- like- INTERPRO

118 140 Zinc f inger, C2H2- like- INTERPRO
118 145 Zinc f inger, C2H2- type- INTERPRO

143 172 Zinc f inger, C2H2- type/ integrase, DNA- bi- INTERPRO
146 168 Zinc f inger, C2H2- like- INTERPRO
148 168 Zinc f inger, C2H2- type- INTERPRO

174 196 Zinc f inger, C2H2- like- INTERPRO
174 201 Zinc f inger, C2H2- type- INTERPRO

202 224 Zinc f inger, C2H2- like- INTERPRO
204 224 Zinc f inger, C2H2- type- INTERPRO

246 269 Zinc f inger, C2H2- like- INTERPRO
246 274 Zinc f inger, C2H2- type- INTERPRO

281 304 Zinc f inger, C2H2- like- INTERPRO
281 309 Zinc f inger, C2H2- type- INTERPRO

310 332 Zinc f inger, C2H2- like- INTERPRO
312 332 Zinc f inger, C2H2- type- INTERPRO

405 429 Zinc f inger, C2H2- like- INTERPRO
437 460 Zinc f inger, C2H2- like- INTERPRO
437 465 Zinc f inger, C2H2- type- INTERPRO

477 500 Zinc f inger, C2H2- like- INTERPRO
477 505 Zinc f inger, C2H2- type- INTERPRO

513 536 Zinc f inger, C2H2- like- INTERPRO
513 536 Zinc f inger, C2H2- type- INTERPRO

560 585 Zinc f inger, C2H2- like- INTERPRO
634 656 Zinc f inger, C2H2- like- INTERPRO
634 656 Zinc f inger, C2H2- type- INTERPRO

664 686 Zinc f inger, C2H2- like- INTERPRO
664 686 Zinc f inger, C2H2- type- INTERPRO

694 717 Zinc f inger, C2H2- like- INTERPRO
694 718 Zinc f inger, C2H2- type- INTERPRO

722 745 Zinc f inger, C2H2- like- INTERPRO
722 750 Zinc f inger, C2H2- type- INTERPRO

752 775 Zinc f inger, C2H2- like- INTERPRO
752 780 Zinc f inger, C2H2- type- INTERPRO

783 805 Zinc f inger, C2H2- like- INTERPRO
783 832 Zinc f inger, C2H2- type- INTERPRO

809 832 Zinc f inger, C2H2- like- INTERPRO
886 909 Zinc f inger, C2H2- like- INTERPRO
886 913 Zinc f inger, C2H2- type- INTERPRO

930 952 Zinc f inger, C2H2- like- INTERPRO
930 957 Zinc f inger, C2H2- type- INTERPRO

959 981 Zinc f inger, C2H2- like- INTERPRO
959 986 Zinc f inger, C2H2- type- INTERPRO

988 1010 Zinc f inger, C2H2- like- INTERPRO
990 1010 Zinc f inger, C2H2- type- INTERPRO

1020 1042 Zinc f inger, C2H2- like- INTERPRO
1022 1042 Zinc f inger, C2H2- type- INTERPRO

1138 1161 Zinc f inger, C2H2- like- INTERPRO
1138 1166 Zinc f inger, C2H2- type- INTERPRO

1195 1217 Zinc f inger, C2H2- like- INTERPRO
1197 1217 Zinc f inger, C2H2- type- INTERPRO

1225 1247 Zinc f inger, C2H2- like- INTERPRO
1225 1252 Zinc f inger, C2H2- type- INTERPRO

1256 1279 Zinc f inger, C2H2- like- INTERPRO
1256 1284 Zinc f inger, C2H2- type- INTERPRO

1286 1309 Zinc f inger, C2H2- like- INTERPRO
1286 1311 Zinc f inger, C2H2- type- INTERPRO

C brainR85FL
Homo sapiens
GID: 14211702

1 811
548 811 SID

511 532 Coiled domain
211 349 Sorbin- like- INTERPRO

552 811 Src homology- 3- INTERPRO
1 808 PTHR10661:SF4- PANTHER
1 808 PTHR10661- PANTHER

211 268 SOHO- PROFILE
212 258 Sorb- SMART
212 257 Sorb- PFAM

229 349 Sorb- PRODOM
552 646 SH3- SSF

568 635 G3DSA:2.30.30.40- GENE3D
570 629 SH3- PROFILE
573 628 SH3- SMART
573 627 SH3_1- PFAM
575 625 SH3- PRODOM

636 718 G3DSA:2.30.30.40- GENE3D
642 734 SH3- SSF
644 705 SH3- PROFILE
647 703 SH3_1- PFAM
647 704 SH3- SMART
649 701 SH3- PRODOM

719 809 G3DSA:2.30.30.40- GENE3D
719 809 SH3- SSF

750 811 SH3- PROFILE
753 810 SH3- SMART
753 809 SH3_1- PFAM
755 806 SH3- PRODOM

D GenMatch
Human endogenous

1 94
1 94 SID
1 26 ENV polyprotein (coat polyprotein)- INTERPRO
1 26 TLV_coat- PFAM
21 75 PTHR12157:SF1- PANTHER
21 75 PTHR12157- PANTHER

D GenMatch
Homo sapiens

1 91
1 91 SID
36 90 Respiratory- chain NADH dehydrogenase, su- INTERPRO
36 90 Resp_NADH_DH_1- PANTHER
39 90 NADHdh- PFAM

D GenMatch
Homo sapiens

1 91
1 91 SID

52 89 PTHR12138- PANTHER

D GenMatch
Homo sapiens

1 91
1 91 SID
1 21 Signal pept ide domain

D GenMatch
Homo sapiens

1 105
1 105 SID

D GenMatch
Homo sapiens

1 91
1 91 SID

D GenMatch
Homo sapiens

1 91
1 91 SID

D GenMatch
Homo sapiens

1 93
1 93 SID

C GenMatch
Homo sapiens

1 166
22 143 SID
1 36 Signal pept ide domain

D GenMatch
Homo sapiens

1 170
1 130 SID
1 33 Signal pept ide domain

D GenMatch
Homo sapiens

1 91
1 91 SID

D GenMatch
Homo sapiens

1 156
1 156 SID
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Dom Sight : MANE_RP1_hgx2v1 vs. Neurosphere MANE_RP1 (27 Nov 2014)
(Bait  plasm id(s): hgx2v1_pB27)

Bait  fragm ent
SID fragm ent
Pfam or SMART dom ain
Transm em brane dom ain (TMHMM)
Coiled-coil dom ain (Ncoils)
Signal pept ide (SignalPHMM)

SID: Selected Interact ion Dom ain
It is the am ino acid sequence shared by all prey
fragm ents m atching the sam e reference protein.
SIDs have been found in num erous cases to correspond
to an ident ified st ructural or funct ional dom ain.

Legend

Splicing Factor 1
Hom o sapiens
GID: 1620402
Gene ID: 7536

1 638
1 441 hgx2v1

134 227 K Hom ology dom ain - SM00322
151 222 K Hom ology dom ain, type 1 - PF00013

278 294 Zinc finger, CCHC-type - SM00343
278 293 Zinc finger, CCHC-type - PF00098

A 2810403A07Rik
Mus m usculus
GID: 254692929
Gene ID: 74200

1 612
179 333 SID

1 35 Signal pept ide dom ain

A A930027E11
Mus m usculus
GID: 31343602
Gene ID: 230967

1 926
698 832 SID

678 730 Coiled dom ain

D Abl1
Mus m usculus
GID: 162951870
Gene ID: 11350

1 1142
1 230 SID

83 139 Src hom ology-3 dom ain - SM00326
86 132 Src hom ology-3 dom ain - PF00018

144 227 SH2 dom ain - SM00252
146 221 SH2 dom ain - PF00017

261 511 Serine-threonine/tyrosine-protein kinase - PF07714
261 512 Tyrosine-protein kinase, catalyt ic dom ai - SM00219

964 1142 F-act in binding - PF08919
1016 1142 F-act in binding - SM00808

D Arhgap39
Mus m usculus
GID: 269973896
Gene ID: 223666

1 1109
17 307 SID
27 60 WW dom ain - SM00456

66 99 WW dom ain - SM00456
717 840 MyTH4 dom ain - SM00139

759 862 MyTH4 dom ain - PF00784
932 1105 Rho GTPase-act ivat ing protein dom ain - SM00324
935 1077 Rho GTPase-act ivat ing protein dom ain - PF00620

A Cherp
Mus m usculus
GID: 119672911
Gene ID: 27967

1 938
11 210 SID

314 334 Coiled dom ain
13 65 SWAP/Surp - SM00648
13 61 SWAP/Surp - PF01805

211 274 RNA polym erase II-binding dom ain - PF04818
850 900 G-patch dom ain - SM00443
853 898 G-patch dom ain - PF01585

A Cltc
Mus m usculus
GID: 51491844
Gene ID: 67300

1 1499
917 1114 SID

19 56 Clathrin, heavy chain, propeller repeat  - PF01394
149 187 Clathrin, heavy chain, propeller repeat  - PF01394

199 234 Clathrin, heavy chain, propeller repeat  - PF01394
331 354 Clathrin, heavy chain, linker, core m ot i - 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  - 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 1675
1500 1582 Clathrin, heavy chain/VPS, 7-fold repeat  - SM00299
1500 1565 Clathrin, heavy chain/VPS, 7-fold repeat - PF00637

B Ddx5
Mus m usculus
GID: 142378584
Gene ID: 13207

1 615
278 430 SID

323 343 Coiled dom ain
113 316 Helicase, superfam ily 1/2, ATP-binding d - SM00487
118 288 DNA/RNA helicase, DEAD/DEAH box type, N- - PF00270

355 436 Helicase, C-term inal - SM00490
361 435 Helicase, C-term inal - PF00271

498 532 P68HR - PF08061
551 583 P68HR - PF08061

D Efs
Mus m usculus
GID: 270341365
Gene ID: 13644

1 560
302 560 SID

8 67 Src hom ology-3 dom ain - SM00326
11 60 Src hom ology-3 dom ain - PF00018

364 555 CAS fam ily, DUF3513 - PF12026

B Fubp1
Mus m usculus
GID: 134032012
Gene ID: 51886

1 642
111 520 SID

94 164 K Hom ology dom ain - SM00322
97 159 K Hom ology dom ain, type 1 - PF00013

179 251 K Hom ology dom ain - SM00322
183 246 K Hom ology dom ain, type 1 - PF00013

269 339 K Hom ology dom ain - SM00322
275 334 K Hom ology dom ain, type 1 - PF00013

370 443 K Hom ology dom ain - SM00322
376 438 K Hom ology dom ain, type 1 - PF00013

572 593 Dom ain of unknown funct ion DUF1897 - PF09005
600 630 Dom ain of unknown funct ion DUF1897 - PF09005

D Gpd2
Mus m usculus
GID: 224922805
Gene ID: 14571

1 727
473 727 SID

7 29 Transm em brane dom ain
1 23 Signal pept ide dom ain

71 441 FAD dependent  oxidoreductase - PF01266
627 688 EF-hand-like dom ain - PF13499
627 655 Calcium -binding EF-hand - SM00054

663 691 Calcium -binding EF-hand - SM00054

E Hm g20a
Mus m usculus
GID: 15489429
Gene ID: 66867

1 346
1 327 SID

152 172 Coiled dom ain
228 269 Coiled dom ain

101 171 High m obility group (HMG) box dom ain - SM00398
102 169 High m obility group (HMG) box dom ain - PF00505

C Hnrpdl
Mus m usculus
GID: 148664249
Gene ID: 50926

1 420
101 318 SID

1 0 Signal pept ide dom ain
149 221 RNA recognit ion m ot if dom ain - SM00360
151 218 RNA recognit ion m ot if dom ain - PF00076

234 306 RNA recognit ion m ot if dom ain - SM00360
235 296 RNA recognit ion m ot if dom ain - PF00076

D Hnrpk
Mus m usculus
GID: 142350515
Gene ID: 15387

1 463
147 463 SID

1 43 ROK, N-term inal - PF08067
41 109 K Hom ology dom ain - SM00322
45 102 K Hom ology dom ain, type 1 - PF00013

143 214 K Hom ology dom ain - SM00322
147 209 K Hom ology dom ain, type 1 - PF00013

386 456 K Hom ology dom ain - SM00322
389 451 K Hom ology dom ain, type 1 - PF00013

D Kdm 6a
Mus m usculus
GID: 33859491
Gene ID: 22289

1 1424
64 461 SID

1 0 Signal pept ide dom ain
95 128 Tet rat ricopept ide repeat  - SM00028

130 196 TPR repeat  - PF13414
132 165 Tet rat ricopept ide repeat - SM00028

207 240 Tet rat ricopept ide repeat  - SM00028
209 236 Tet rat ricopept ide repeat  - PF13181

275 305 Tet rat ricopept ide repeat  - PF13431
286 319 Tet rat ricopept ide repeat  - SM00028

319 380 TPR repeat  - PF13414
320 353 Tet rat ricopept ide repeat  - SM00028

354 387 Tet rat ricopept ide repeat  - SM00028
1095 1258 Jm jC dom ain - SM00558

1133 1241 Jm jC dom ain - PF02373

D Khdrbs1
Mus m usculus
GID: 110626031
Gene ID: 20218

1 443
100 391 SID

154 252 K Hom ology dom ain - SM00322
160 201 K Hom ology dom ain, type 1 - PF00013

D Khsrp
Mus m usculus
GID: 163954947
Gene ID: 16549

1 748
128 617 SID

144 214 K Hom ology dom ain - SM00322
147 209 K Hom ology dom ain, type 1 - PF00013

233 305 K Hom ology dom ain - SM00322
237 300 K Hom ology dom ain, type 1 - PF00013

322 392 K Hom ology dom ain - SM00322
328 387 K Hom ology dom ain, type 1 - PF00013

424 497 K Hom ology dom ain - SM00322
428 492 K Hom ology dom ain, type 1 - PF00013

612 633 Dom ain of unknown funct ion DUF1897 - PF09005
667 693 Dom ain of unknown funct ion DUF1897 - PF09005
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Dom Sight : MANE_RP1_hgx2v1 vs. Neurosphere MANE_RP1 (27 Nov 2014)
(Bait  plasm id(s): hgx2v1_pB27)

Bait  fragm ent
SID fragm ent
Pfam or SMART dom ain
Transm em brane dom ain (TMHMM)
Coiled-coil dom ain (Ncoils)
Signal pept ide (SignalPHMM)

SID: Selected Interact ion Dom ain
It is the am ino acid sequence shared by all prey
fragm ents m atching the sam e reference protein.
SIDs have been found in num erous cases to correspond
to an ident ified st ructural or funct ional dom ain.

Legend

B Kist
Mus m usculus
GID: 40254329
Gene ID: 16589

1 419
96 419 SID

23 304 Protein kinase, catalyt ic dom ain - PF00069
320 402 RNA recognit ion m ot if dom ain - SM00360

348 400 RNA recognit ion m ot if. (a.k.a. RRM, RBD, - PF13893

A Kpna1
Mus m usculus
GID: 158517936
Gene ID: 16646

1 538
229 449 SID

4 94 Im port in-alpha, im port in-beta-binding do - PF01749
115 156 Arm adillo - PF00514
115 156 Arm adillo - SM00185

158 198 Arm adillo - SM00185
159 197 Arm adillo - PF00514

200 241 Arm adillo - SM00185
203 241 Arm adillo - PF00514

244 283 Arm adillo - SM00185
254 283 Arm adillo - PF00514

285 325 Arm adillo - SM00185
286 324 Arm adillo - PF00514

327 367 Arm adillo - SM00185
330 367 Arm adillo - PF00514

369 408 Arm adillo - PF00514
369 409 Arm adillo - SM00185

412 451 Arm adillo - PF00514
412 452 Arm adillo - SM00185

A Kpna2
Mus m usculus
GID: 83281453
Gene ID: 16647

1 529
240 456 SID

87 107 Coiled dom ain
6 99 Im port in-alpha, im port in-beta-binding do - PF01749

108 149 Arm adillo - SM00185
109 149 Arm adillo - PF00514

151 190 Arm adillo - PF00514
151 191 Arm adillo - SM00185

193 231 Arm adillo - SM00185
195 238 Arm adillo - PF00514

241 280 Arm adillo - SM00185
251 280 Arm adillo - PF00514

282 322 Arm adillo - SM00185
283 321 Arm adillo - PF00514

324 364 Arm adillo - SM00185
324 364 Arm adillo - PF00514

366 406 Arm adillo - SM00185
367 405 Arm adillo - PF00514

409 449 Arm adillo - SM00185
410 447 Arm adillo - PF00514

D Kpna4
Mus m usculus
GID: 145966836
Gene ID: 16649

1 521
8 471 SID
4 93 Im port in-alpha, im port in-beta-binding do - PF01749

103 144 Arm adillo - SM00185
104 144 Arm adillo - PF00514

146 184 Arm adillo - PF00514
146 186 Arm adillo - SM00185

188 229 Arm adillo - SM00185
189 229 Arm adillo - PF00514

232 271 Arm adillo - SM00185
233 271 Arm adillo - PF00514

273 313 Arm adillo - SM00185
274 312 Arm adillo - PF00514

315 355 Arm adillo - SM00185
315 355 Arm adillo - PF00514

357 396 Arm adillo - PF00514
357 397 Arm adillo - SM00185

400 440 Arm adillo - SM00185
402 439 Arm adillo - PF00514

A Kpna6
Mus m usculus
GID: 227116299
Gene ID: 16650

1 536
250 452 SID

38 58 Coiled dom ain
6 102 Im port in-alpha, im port in-beta-binding do - PF01749

112 154 Arm adillo - SM00185
113 154 Arm adillo - PF00514

156 196 Arm adillo - SM00185
157 195 Arm adillo - PF00514

198 239 Arm adillo - SM00185
199 239 Arm adillo - PF00514

242 281 Arm adillo - SM00185
251 281 Arm adillo - PF00514

283 323 Arm adillo - SM00185
284 322 Arm adillo - PF00514

325 365 Arm adillo - SM00185
328 365 Arm adillo - PF00514

367 407 Arm adillo - SM00185
367 406 Arm adillo - PF00514

410 450 Arm adillo - SM00185
410 449 Arm adillo - PF00514

D Met t l2
Mus m usculus
GID: 255683412
Gene ID: 52686

1 389
162 389 SID

178 280 Methylt ransferase type 12 - PF08242

D Noc3l
Mus m usculus
GID: 188497643
Gene ID: 57753

1 807
254 592 SID

39 59 Coiled dom ain
176 196 Coiled dom ain

449 487 Coiled dom ain
210 307 Nucleolar com plex-associated - PF07540

556 707 CCAAT-binding factor - PF03914

D Pkd1
Mus m usculus
GID: 124487379
Gene ID: 18763

1 1499
1101 1499 SID

1 23 Signal pept ide dom ain
32 71 Leucine-rich repeat -containing N-term ina - SM00013

71 126 Leucine rich repeat  - PF13855
90 113 Leucine-rich repeat , typical subtype - SM00369

125 177 Cysteine-rich flanking region, C-term ina - SM00082
177 271 Carbohydrate-binding WSC, subgroup - SM00321
180 261 Carbohydrate-binding WSC - PF01822

272 355 PKD/Chit inase dom ain - SM00089
280 344 PKD dom ain - PF00801

406 530 C-type lect in - SM00034
426 530 C-type lect in - PF00059

930 1008 PKD/Chit inase dom ain - SM00089
937 1000 PKD dom ain - PF00801

1015 1119 PKD/Chit inase dom ain - SM00089
1018 1110 PKD dom ain - PF00801

1122 1205 PKD/Chit inase dom ain - SM00089
1128 1196 PKD dom ain - PF00801

1208 1288 PKD/Chit inase dom ain - SM00089
1215 1279 PKD dom ain - PF00801

1290 1373 PKD/Chit inase dom ain - SM00089
1296 1362 PKD dom ain - PF00801

1374 1459 PKD/Chit inase dom ain - SM00089
1383 1449 PKD dom ain - PF00801

1464 1499 PKD/Chit inase dom ain - SM00089
1470 1499 PKD dom ain - PF00801

1500 2999
1500 1566 SID

2676 2696 Coiled dom ain
1500 1541 PKD/Chit inase dom ain - SM00089
1500 1530 PKD dom ain - PF00801

1544 1625 PKD/Chit inase dom ain - SM00089
1547 1615 PKD dom ain - PF00801

1631 1714 PKD/Chit inase dom ain - SM00089
1638 1705 PKD dom ain - PF00801

1716 1798 PKD/Chit inase dom ain - SM00089
1721 1789 PKD dom ain - PF00801

1799 1882 PKD/Chit inase dom ain - SM00089
1813 1873 PKD dom ain - PF00801

1884 1964 PKD/Chit inase dom ain - SM00089
1889 1956 PKD dom ain - PF00801

1968 2056 PKD/Chit inase dom ain - SM00089
1978 2045 PKD dom ain - PF00801

2057 2140 PKD/Chit inase dom ain - SM00089
2066 2127 PKD dom ain - PF00801

2167 2609 PKD/REJ-like protein - PF02010
3000 4293

3065 3087 Transm em brane dom ain
3275 3294 Transm em brane dom ain

3314 3336 Transm em brane dom ain
3547 3569 Transm em brane dom ain

3883 3905 Transm em brane dom ain
3926 3948 Transm em brane dom ain

3968 3990 Transm em brane dom ain
4016 4038 Transm em brane dom ain

4219 4239 Coiled dom ain
3003 3052 GPS dom ain - SM00303
3004 3046 GPS dom ain - PF01825

3110 3224 Lipoxygenase, LH2 - SM00308
3112 3215 Lipoxygenase, LH2 - PF01477

3702 4102 Polycyst in cat ion channel, PKD1/PKD2 - PF08016
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Dom Sight : MANE_RP1_hgx2v1 vs. Neurosphere MANE_RP1 (27 Nov 2014)
(Bait  plasm id(s): hgx2v1_pB27)

Bait  fragm ent
SID fragm ent
Pfam or SMART dom ain
Transm em brane dom ain (TMHMM)
Coiled-coil dom ain (Ncoils)
Signal pept ide (SignalPHMM)

SID: Selected Interact ion Dom ain
It is the am ino acid sequence shared by all prey
fragm ents m atching the sam e reference protein.
SIDs have been found in num erous cases to correspond
to an ident ified st ructural or funct ional dom ain.

Legend

C Qk
Mus m usculus
GID: 226958439
Gene ID: 19317

1 341
11 206 SID

80 174 K Hom ology dom ain - SM00322
97 126 K Hom ology dom ain, type 1 - PF00013

D Riok2
Mus m usculus
GID: 271398320
Gene ID: 67045

1 547
176 370 SID

9 91 RIO2 kinase, winged helix, N-term inal - PF09202
108 279 RIO-like kinase - PF01163

D Sf3a1
Mus m usculus
GID: 165932269
Gene ID: 67465

1 791
35 256 SID

250 270 Coiled dom ain
320 340 Coiled dom ain

50 103 SWAP/Surp - SM00648
50 102 SWAP/Surp - PF01805

163 215 SWAP/Surp - PF01805
164 217 SWAP/Surp - SM00648

226 470 Pre-m RNA splicing factor PRP21-like prot  - PF12230
713 784 Ubiquit in - SM00213

721 786 Ubiquit in - PF00240

D Sfrs8
Mus m usculus
GID: 110624779
Gene ID: 231769

1 945
449 793 SID

119 143 Coiled dom ain
635 684 Coiled dom ain

34 157 Suppressor of white apricot  N-term inal d - PF09750
209 262 SWAP/Surp - SM00648
209 259 SWAP/Surp - PF01805

456 507 SWAP/Surp - SM00648
457 503 SWAP/Surp - PF01805

F Snrp70
Mus m usculus
GID: 118130481
Gene ID: 20637

1 448
50 152 SID

289 309 Coiled dom ain
1 95 U1 sm all nuclear ribonucleoprotein of 70 - PF12220

104 177 RNA recognit ion m ot if dom ain - SM00360
105 174 RNA recognit ion m ot if dom ain - PF00076

D Tbc1d31
Mus m usculus
GID: 264681542
Gene ID: 210544

1 996
410 819 SID

D Tgs1
Mus m usculus
GID: 227496323
Gene ID: 116940

1 853
1 330 SID

604 624 Coiled dom ain
684 835 RNA cap guanine-N2 m ethylt ransferase - PF09445

D Ttc28
Mus m usculus
GID: 390407654
Gene ID: 209683

1 1499
58 662 SID

441 461 Coiled dom ain
964 991 Coiled dom ain

52 85 Tet rat ricopept ide repeat  - SM00028
57 117 TPR repeat  - PF13414

86 119 Tet rat ricopept ide repeat  - SM00028
120 153 Tet rat ricopept ide repeat  - SM00028
120 152 Tet rat ricopept ide TPR2 - PF07719

268 301 Tet rat ricopept ide repeat  - SM00028
270 303 Tet rat ricopept ide repeat  - PF13176

308 341 Tet rat ricopept ide repeat  - SM00028
309 379 Tet rat ricopept ide repeat  - PF13424

348 381 Tet rat ricopept ide repeat  - SM00028
388 421 Tet rat ricopept ide repeat  - SM00028
388 419 Tet rat ricopept ide TPR-1 - PF00515

428 461 Tet rat ricopept ide repeat  - SM00028
468 501 Tet rat ricopept ide repeat  - SM00028
472 537 Tet rat ricopept ide repeat  - PF13424

508 541 Tet rat ricopept ide repeat  - SM00028
547 619 Tet rat ricopept ide repeat  - PF13424
548 581 Tet rat ricopept ide repeat - SM00028

588 621 Tet rat ricopept ide repeat  - SM00028
628 661 Tet rat ricopept ide repeat  - SM00028
629 660 Tet rat ricopept ide TPR2 - PF07719

668 701 Tet rat ricopept ide repeat  - SM00028
668 690 Tet rat ricopept ide TPR-1 - PF00515

708 741 Tet rat ricopept ide repeat  - SM00028
748 781 Tet rat ricopept ide repeat  - PF13374
748 781 Tet rat ricopept ide repeat - SM00028

788 821 Tet rat ricopept ide repeat  - SM00028
789 813 Tet rat ricopept ide TPR-1 - PF00515

827 902 Tet rat ricopept ide repeat  - PF13424
828 861 Tet rat ricopept ide repeat  - SM00028

871 904 Tet rat ricopept ide repeat  - SM00028
908 982 Tet rat ricopept ide repeat  - PF13424
911 944 Tet rat ricopept ide repeat - SM00028

951 984 Tet rat ricopept ide repeat  - SM00028
991 1024 Tet rat ricopept ide repeat  - SM00028
995 1026 Tet rat ricopept ide repeat - PF13176

1031 1103 Tet rat ricopept ide repeat  - PF13424
1031 1064 Tet rat ricopept ide repeat - SM00028

1071 1104 Tet rat ricopept ide repeat  - SM00028
1111 1144 Tet rat ricopept ide repeat  - SM00028

1385 1499 CHAT dom ain - PF12770
1500 2450
1500 1707 CHAT dom ain - PF12770

A U2af2
Mus m usculus
GID: 327365321
Gene ID: 22185

1 475
291 393 SID

4 24 Coiled dom ain
150 227 RNA recognit ion m ot if dom ain - SM00360
151 225 RNA recognit ion m ot if (a.k.a. RRM, RBD, - PF14259

260 333 RNA recognit ion m ot if dom ain - SM00360
261 330 RNA recognit ion m ot if dom ain - PF00076

377 462 RNA recognit ion m ot if dom ain - SM00360
400 459 RNA recognit ion m ot if dom ain - PF00076

C Zfp36l1
Mus m usculus
GID: 158508425
Gene ID: 12192

1 338
92 194 SID

1 107 Tis11B-like protein, N-term inal - PF04553
114 141 Zinc finger, CCCH-type - SM00356
115 140 Zinc finger, CCCH-type - PF00642

152 179 Zinc finger, CCCH-type - SM00356
153 178 Zinc finger, CCCH-type - PF00642
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Dom Sight : MANE_RP1_hgx2v1 vs. Neurosphere MANE_RP1 (27 Nov 2014)
(Bait  plasm id(s): hgx2v1_pB27)

Bait  fragm ent
SID fragm ent
Pfam or SMART dom ain
Transm em brane dom ain (TMHMM)
Coiled-coil dom ain (Ncoils)
Signal pept ide (SignalPHMM)

SID: Selected Interact ion Dom ain
It is the am ino acid sequence shared by all prey
fragm ents m atching the sam e reference protein.
SIDs have been found in num erous cases to correspond
to an ident ified st ructural or funct ional dom ain.

Legend

E Zfp521
Mus m usculus
GID: 293651570
Gene ID: 225207

1 1311
131 268 SID

46 72 C2H2-type zinc finger - PF13912
47 68 Zinc finger, C2H2-like - SM00355

118 140 Zinc finger, C2H2 - PF00096
118 140 Zinc finger, C2H2-like - SM00355

146 168 Zinc finger, C2H2-like - SM00355
162 184 Zinc-finger double dom ain - PF13465

174 196 Zinc finger, C2H2-like - SM00355
188 212 Zinc-finger double dom ain - PF13465

202 224 Zinc finger, C2H2-like - SM00355
246 269 Zinc finger, C2H2-like - SM00355
247 269 C2H2-type zinc finger - PF13894

281 304 Zinc finger, C2H2-like - SM00355
310 332 Zinc finger, C2H2-like - SM00355
312 332 C2H2-type zinc finger - PF13894

405 429 Zinc finger, C2H2-like - SM00355
437 460 C2H2-type zinc finger - PF13894
437 460 Zinc finger, C2H2-like - SM00355

477 500 Zinc finger, C2H2-like - SM00355
513 536 Zinc finger, C2H2-like - SM00355
514 536 C2H2-type zinc finger - PF13894

560 585 Zinc finger, C2H2-like - SM00355
634 656 C2H2-type zinc finger - PF13894
634 656 Zinc finger, C2H2-like - SM00355

664 686 Zinc finger, C2H2-like - SM00355
665 686 Zinc finger, C2H2 - PF00096

694 717 C2H2-type zinc finger - PF13894
694 717 Zinc finger, C2H2-like - SM00355

722 745 C2H2-type zinc finger - PF13894
722 745 Zinc finger, C2H2-like - SM00355

752 772 C2H2-type zinc finger - PF13894
752 775 Zinc finger, C2H2-like - SM00355

783 805 Zinc finger, C2H2-like - SM00355
809 832 Zinc finger, C2H2-like - SM00355

886 909 Zinc finger, C2H2-like - SM00355
930 952 Zinc finger, C2H2-like - SM00355

944 968 Zinc-finger double dom ain - PF13465
959 981 Zinc finger, C2H2-like - SM00355

988 1010 Zinc finger, C2H2-like - SM00355
1020 1042 Zinc finger, C2H2-like - SM00355

1064 1080 C2H2-type zinc finger - PF13912
1138 1161 Zinc finger, C2H2-like - SM00355
1139 1161 C2H2-type zinc finger - PF13894

1195 1217 Zinc finger, C2H2-like - SM00355
1225 1247 C2H2-type zinc finger - PF13894
1225 1247 Zinc finger, C2H2-like - SM00355

1256 1279 C2H2-type zinc finger - PF13894
1256 1279 Zinc finger, C2H2-like - SM00355

1286 1309 Zinc finger, C2H2-like - SM00355

D GenMatch
Mus m usculus
GI:27645860

1 28
1 28 SID

D GenMatch
Mus m usculus
GI:17426533

1 144
1 144 SID
5 22 Transm em brane dom ain

C GenMatch
Mus m usculus
GI:338825311

1 177
34 59 SID
30 50 Coiled dom ain
1 161 Transposase, L1 - PF02994

D GenMatch
Mus m usculus
GI:25448362

1 239
1 239 SID
1 23 Signal pept ide dom ain

D GenMatch
Mus m usculus
GI:300085578

1 369
1 369 SID
4 24 Coiled dom ain
1 228 Transposase, L1 - PF02994

D GenMatch
Mus m usculus
GI:37806551

1 87
1 87 SID
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Dom Sight : MKI_RP_hgx2v1 vs. Mouse Kidney_RP1 (27 Nov 2014)
(Bait  plasm id(s): hgx2v1_pB27)

Bait  fragm ent
SID fragm ent
Pfam or SMART dom ain
Transm em brane dom ain (TMHMM)
Coiled-coil dom ain (Ncoils)
Signal pept ide (SignalPHMM)

SID: Selected Interact ion Dom ain
It is the am ino acid sequence shared by all prey
fragm ents m atching the sam e reference protein.
SIDs have been found in num erous cases to correspond
to an ident ified st ructural or funct ional dom ain.

Legend

Splicing Factor 1
Hom o sapiens
GID: 1620402
Gene ID: 7536

1 638
1 441 hgx2v1

134 227 K Hom ology dom ain - SM00322
151 222 K Hom ology dom ain, type 1 - PF00013

278 294 Zinc finger, CCHC-type - SM00343
278 293 Zinc finger, CCHC-type - PF00098

D 2810403A07Rik
Mus m usculus
GID: 254692929
Gene ID: 74200

1 612
2 345 SID
1 35 Signal pept ide dom ain

A A930027E11
Mus m usculus
GID: 31343602
Gene ID: 230967

1 926
673 807 SID
678 730 Coiled dom ain

D Abl2
Mus m usculus
GID: 209870054
Gene ID: 11352

1 1078
63 527 SID

110 166 Src hom ology-3 dom ain - SM00326
113 159 Src hom ology-3 dom ain - PF00018

171 254 SH2 dom ain - SM00252
173 248 SH2 dom ain - PF00017

288 538 Serine-threonine/tyrosine-protein kinase - PF07714
288 539 Tyrosine-protein kinase, catalyt ic dom ai - SM00219

916 1078 F-act in binding - PF08919
957 1078 F-act in binding - SM00808

D Atp6v0d1
Mus m usculus
GID: 141802838
Gene ID: 11972

1 351
214 351 SID

15 348 ATPase, V0 com plex, c/d subunit  - PF01992

B Cherp
Mus m usculus
GID: 119672911
Gene ID: 27967

1 938
6 143 SID

314 334 Coiled dom ain
13 65 SWAP/Surp - SM00648
13 61 SWAP/Surp - PF01805

211 274 RNA polym erase II-binding dom ain - PF04818
850 900 G-patch dom ain - SM00443
853 898 G-patch dom ain - PF01585

D Ciao1
Mus m usculus
GID: 213385285
Gene ID: 26371

1 339
1 339 SID
4 44 WD40 repeat  - SM00320
17 43 WD40 repeat - PF00400

49 89 WD40 repeat  - SM00320
50 89 WD40 repeat  - PF00400

94 133 WD40 repeat  - SM00320
96 133 WD40 repeat  - PF00400

139 178 WD40 repeat  - SM00320
141 177 WD40 repeat  - PF00400

183 222 WD40 repeat  - SM00320
184 221 WD40 repeat  - PF00400

240 280 WD40 repeat  - SM00320
241 279 WD40 repeat  - PF00400

291 332 WD40 repeat  - SM00320
300 332 WD40 repeat  - PF00400

D Cltc
Mus m usculus
GID: 51491844
Gene ID: 67300

1 1499
932 1499 SID

19 56 Clathrin, heavy chain, propeller repeat  - PF01394
149 187 Clathrin, heavy chain, propeller repeat  - PF01394

199 234 Clathrin, heavy chain, propeller repeat  - PF01394
331 354 Clathrin, heavy chain, linker, core m ot i - 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  - 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 1675
1500 1669 SID
1500 1582 Clathrin, heavy chain/VPS, 7-fold repeat  - SM00299
1500 1565 Clathrin, heavy chain/VPS, 7-fold repeat - PF00637

C Cog2
Mus m usculus
GID: 256985207
Gene ID: 76332

1 731
549 703 SID

42 62 Coiled dom ain
642 662 Coiled dom ain

15 147 Conserved oligom eric Golgi com plex, subu - PF06148
564 692 COG com plex com ponent , COG2, C-term inal - PF12022

C Ddb1
Mus m usculus
GID: 5931595
Gene ID: 13194

1 1140
722 892 SID

75 545 Mono-funct ional DNA-alkylat ing m ethyl m e - PF10433
791 1099 Cleavage/polyadenylat ion specificity fac - PF03178

D Ddx5
Mus m usculus
GID: 142378584
Gene ID: 13207

1 615
180 615 SID

323 343 Coiled dom ain
113 316 Helicase, superfam ily 1/2, ATP-binding d - SM00487
118 288 DNA/RNA helicase, DEAD/DEAH box type, N- - PF00270

355 436 Helicase, C-term inal - SM00490
361 435 Helicase, C-term inal - PF00271

498 532 P68HR - PF08061
551 583 P68HR - PF08061

D Dnaja1
Mus m usculus
GID: 258547145
Gene ID: 15502

1 397
256 397 SID

5 60 DnaJ dom ain - SM00271
6 65 DnaJdom ain - PF00226

134 200 Heat  shock protein DnaJ, cysteine-rich d - PF00684
257 331 Chaperone DnaJ, C-term inal - PF01556

C Fubp1
Mus m usculus
GID: 134032012
Gene ID: 51886

1 642
504 561 SID

94 164 K Hom ology dom ain - SM00322
97 159 K Hom ology dom ain, type 1 - PF00013

179 251 K Hom ology dom ain - SM00322
183 246 K Hom ology dom ain, type 1 - PF00013

269 339 K Hom ology dom ain - SM00322
275 334 K Hom ology dom ain, type 1 - PF00013

370 443 K Hom ology dom ain - SM00322
376 438 K Hom ology dom ain, type 1 - PF00013

572 593 Dom ain of unknown funct ion DUF1897 - PF09005
600 630 Dom ain of unknown funct ion DUF1897 - PF09005

D Git1
Mus m usculus
GID: 51261955
Gene ID: 216963

1 770
3 547 SID

263 283 Coiled dom ain
449 483 Coiled dom ain

1 124 Arf GTPase act ivat ing protein - SM00105
5 118 Arf GTPase act ivat ing protein - PF01412

132 161 Ankyrin repeat  - SM00248
137 226 Ankyrin repeat -containing dom ain - PF12796

166 195 Ankyrin repeat - SM00248
199 228 Ankyrin repeat  - SM00248

273 303 Spa2 hom ology (SHD) of GIT - PF08518
273 303 Spa2 hom ology (SHD) of GIT - SM00555

337 367 Spa2 hom ology (SHD) of GIT - SM00555
337 366 Spa2 hom ology (SHD) of GIT - PF08518

642 765 G protein-coupled receptor kinase-intera - PF12205

D Golga2
Mus m usculus
GID: 124378041
Gene ID: 99412

1 1026
288 1026 SID

15 35 Coiled dom ain
200 238 Coiled dom ain

327 382 Coiled dom ain
392 472 Coiled dom ain

489 551 Coiled dom ain
562 589 Coiled dom ain

597 638 Coiled dom ain
646 666 Coiled dom ain

692 722 Coiled dom ain
761 788 Coiled dom ain

829 849 Coiled dom ain
892 919 Coiled dom ain

E Hey1
Mus m usculus
GID: 117606331
Gene ID: 15213

1 299
28 156 SID

53 104 Myc-type, basic helix-loop-helix (bHLH) - PF00010
55 110 Myc-type, basic helix-loop-helix (bHLH) - SM00353

120 167 Orange subgroup - SM00511
122 164 Orange - PF07527
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Dom Sight : MKI_RP_hgx2v1 vs. Mouse Kidney_RP1 (27 Nov 2014)
(Bait  plasm id(s): hgx2v1_pB27)

Bait  fragm ent
SID fragm ent
Pfam or SMART dom ain
Transm em brane dom ain (TMHMM)
Coiled-coil dom ain (Ncoils)
Signal pept ide (SignalPHMM)

SID: Selected Interact ion Dom ain
It is the am ino acid sequence shared by all prey
fragm ents m atching the sam e reference protein.
SIDs have been found in num erous cases to correspond
to an ident ified st ructural or funct ional dom ain.

Legend

D Hnrpk
Mus m usculus
GID: 142350515
Gene ID: 15387

1 463
59 463 SID

1 43 ROK, N-term inal - PF08067
41 109 K Hom ology dom ain - SM00322
45 102 K Hom ology dom ain, type 1 - PF00013

143 214 K Hom ology dom ain - SM00322
147 209 K Hom ology dom ain, type 1 - PF00013

386 456 K Hom ology dom ain - SM00322
389 451 K Hom ology dom ain, type 1 - PF00013

D Itch
Mus m usculus
GID: 343962615
Gene ID: 16396

1 864
321 736 SID

358 378 Coiled dom ain
19 114 C2 calcium -dependent  m em brane target ing - SM00239
20 98 C2 calcium -dependent m em brane target ing - PF00168

288 320 WW dom ain - SM00456
289 318 WW dom ain - PF00397

321 352 WW dom ain - SM00456
321 350 WW dom ain - PF00397

400 432 WW dom ain - SM00456
401 430 WW dom ain - PF00397

440 472 WW dom ain - SM00456
441 470 WW dom ain - PF00397

528 864 HECT - SM00119
560 862 HECT - PF00632

D Kist
Mus m usculus
GID: 40254329
Gene ID: 16589

1 419
48 419 SID

23 304 Protein kinase, catalyt ic dom ain - PF00069
320 402 RNA recognit ion m ot if dom ain - SM00360

348 400 RNA recognit ion m ot if. (a.k.a. RRM, RBD, - PF13893

D Km t2e
Mus m usculus
GID: 262527253
Gene ID: 69188

1 1499
313 488 SID

574 611 Coiled dom ain
120 164 Zinc finger, PHD-type - SM00249
120 165 Zinc finger, PHD-finger - PF00628

328 453 SET dom ain - SM00317
346 444 SET dom ain - PF00856

1500 1868

C Kpna1
Mus m usculus
GID: 158517936
Gene ID: 16646

1 538
93 538 SID

4 94 Im port in-alpha, im port in-beta-binding do - PF01749
115 156 Arm adillo - PF00514
115 156 Arm adillo - SM00185

158 198 Arm adillo - SM00185
159 197 Arm adillo - PF00514

200 241 Arm adillo - SM00185
203 241 Arm adillo - PF00514

244 283 Arm adillo - SM00185
254 283 Arm adillo - PF00514

285 325 Arm adillo - SM00185
286 324 Arm adillo - PF00514

327 367 Arm adillo - SM00185
330 367 Arm adillo - PF00514

369 408 Arm adillo - PF00514
369 409 Arm adillo - SM00185

412 451 Arm adillo - PF00514
412 452 Arm adillo - SM00185

A Kpna2
Mus m usculus
GID: 83281453
Gene ID: 16647

1 529
246 481 SID

87 107 Coiled dom ain
6 99 Im port in-alpha, im port in-beta-binding do - PF01749

108 149 Arm adillo - SM00185
109 149 Arm adillo - PF00514

151 190 Arm adillo - PF00514
151 191 Arm adillo - SM00185

193 231 Arm adillo - SM00185
195 238 Arm adillo - PF00514

241 280 Arm adillo - SM00185
251 280 Arm adillo - PF00514

282 322 Arm adillo - SM00185
283 321 Arm adillo - PF00514

324 364 Arm adillo - SM00185
324 364 Arm adillo - PF00514

366 406 Arm adillo - SM00185
367 405 Arm adillo - PF00514

409 449 Arm adillo - SM00185
410 447 Arm adillo - PF00514

B Kpna4
Mus m usculus
GID: 145966836
Gene ID: 16649

1 521
31 428 SID
4 93 Im port in-alpha, im port in-beta-binding do - PF01749

103 144 Arm adillo - SM00185
104 144 Arm adillo - PF00514

146 184 Arm adillo - PF00514
146 186 Arm adillo - SM00185

188 229 Arm adillo - SM00185
189 229 Arm adillo - PF00514

232 271 Arm adillo - SM00185
233 271 Arm adillo - PF00514

273 313 Arm adillo - SM00185
274 312 Arm adillo - PF00514

315 355 Arm adillo - SM00185
315 355 Arm adillo - PF00514

357 396 Arm adillo - PF00514
357 397 Arm adillo - SM00185

400 440 Arm adillo - SM00185
402 439 Arm adillo - PF00514

B Kpna6
Mus m usculus
GID: 227116299
Gene ID: 16650

1 536
221 438 SID

38 58 Coiled dom ain
6 102 Im port in-alpha, im port in-beta-binding do - PF01749

112 154 Arm adillo - SM00185
113 154 Arm adillo - PF00514

156 196 Arm adillo - SM00185
157 195 Arm adillo - PF00514

198 239 Arm adillo - SM00185
199 239 Arm adillo - PF00514

242 281 Arm adillo - SM00185
251 281 Arm adillo - PF00514

283 323 Arm adillo - SM00185
284 322 Arm adillo - PF00514

325 365 Arm adillo - SM00185
328 365 Arm adillo - PF00514

367 407 Arm adillo - SM00185
367 406 Arm adillo - PF00514

410 450 Arm adillo - SM00185
410 449 Arm adillo - PF00514

D Met t l2
Mus m usculus
GID: 255683412
Gene ID: 52686

1 389
110 389 SID

178 280 Methylt ransferase type 12 - PF08242

E Psm d11
Mus m usculus
GID: 134053904
Gene ID: 69077

1 422
4 374 SID

143 320 PCI/PINT associated m odule - SM00753
289 387 Proteasom e com ponent  (PCI) dom ain - PF01399

321 404 Proteasom e com ponent  (PCI) dom ain - SM00088

C Sfrs8
Mus m usculus
GID: 110624779
Gene ID: 231769

1 945
338 830 SID

119 143 Coiled dom ain
635 684 Coiled dom ain

34 157 Suppressor of white apricot  N-term inal d - PF09750
209 262 SWAP/Surp - SM00648
209 259 SWAP/Surp - PF01805

456 507 SWAP/Surp - SM00648
457 503 SWAP/Surp - PF01805

F Sim ilar to sm all nuclear ribonucleoprotein70K
Mus m usculus
GID: 30802166
Gene ID: 20637

1 186
71 186 SID

1 93 U1 sm all nuclear ribonucleoprotein of 70 - PF12220
102 174 RNA recognit ion m ot if dom ain - SM00360
103 155 RNA recognit ion m ot if dom ain - PF00076

C Tial1
Mus m usculus
GID: 114687767
Gene ID: 21843

1 392
1 340 SID
10 98 RNA recognit ion m ot if dom ain - SM00360
11 96 RNA recognit ion m ot if dom ain - PF00076

115 188 RNA recognit ion m ot if dom ain - SM00360
116 186 RNA recognit ion m ot if dom ain - PF00076

223 290 RNA recognit ion m ot if dom ain - SM00360
224 288 RNA recognit ion m ot if dom ain - PF00076
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Dom Sight : MKI_RP_hgx2v1 vs. Mouse Kidney_RP1 (27 Nov 2014)
(Bait  plasm id(s): hgx2v1_pB27)

Bait  fragm ent
SID fragm ent
Pfam or SMART dom ain
Transm em brane dom ain (TMHMM)
Coiled-coil dom ain (Ncoils)
Signal pept ide (SignalPHMM)

SID: Selected Interact ion Dom ain
It is the am ino acid sequence shared by all prey
fragm ents m atching the sam e reference protein.
SIDs have been found in num erous cases to correspond
to an ident ified st ructural or funct ional dom ain.

Legend

A U2af2
Mus m usculus
GID: 327365321
Gene ID: 22185

1 475
282 475 SID

4 24 Coiled dom ain
150 227 RNA recognit ion m ot if dom ain - SM00360
151 225 RNA recognit ion m ot if (a.k.a. RRM, RBD, - PF14259

260 333 RNA recognit ion m ot if dom ain - SM00360
261 330 RNA recognit ion m ot if dom ain - PF00076

377 462 RNA recognit ion m ot if dom ain - SM00360
400 459 RNA recognit ion m ot if dom ain - PF00076

D Vav2
Mus m usculus
GID: 1353411
Gene ID: 22325

1 868
550 868 SID

285 305 Coiled dom ain
3 115 Calponin hom ology dom ain - SM00033
19 103 Calm odulin-regulated spect rin-associated - PF11971

197 370 Dbl hom ology (DH) dom ain - SM00325
197 370 Dbl hom ology (DH) dom ain - PF00621

401 504 Pleckst rin hom ology dom ain - SM00233
403 501 Pleckst rin hom ology dom ain - PF00169

514 561 Protein kinase C-like, phorbol ester/dia - PF00130
514 562 Protein kinase C-like, phorbol ester/dia - SM00109

579 641 Src hom ology-3 dom ain - SM00326
581 640 Variant  SH3 - PF07653

661 743 SH2 dom ain - SM00252
663 737 SH2 dom ain - PF00017

809 866 Src hom ology-3 dom ain - SM00326
816 864 Variant  SH3 - PF07653

E Zfp106
Mus m usculus
GID: 109948268
Gene ID: 20402

1 1499
5 29 Zinc finger, C2H2-like - SM00355

43 67 Zinc finger, C2H2-like - SM00355

1500 1888
1509 1658 SID
1525 1562 WD40 repeat - SM00320
1531 1562 WD40 repeat - PF00400

1565 1607 WD40 repeat  - SM00320
1566 1607 WD40 repeat - PF00400

1587 1618 Pyrrolo-quinoline quinone beta-propeller - SM00564
1651 1691 WD40 repeat  - SM00320

1659 1689 WD40 repeat  - PF00400
1671 1702 Pyrrolo-quinoline quinone beta-propeller - SM00564

1694 1731 WD40 repeat  - SM00320
1697 1728 WD40 repeat - PF00400

1711 1742 Pyrrolo-quinoline quinone beta-propeller - SM00564
1734 1771 WD40 repeat  - SM00320
1735 1770 WD40 repeat  - PF00400

1751 1782 Pyrrolo-quinoline quinone beta-propeller - SM00564
1774 1811 WD40 repeat  - SM00320
1778 1807 WD40 repeat - PF00400

1818 1843 Zinc finger, C2H2-like - SM00355
1851 1879 Zinc finger, C2H2-like - SM00355

D Zfp36l1
Mus m usculus
GID: 158508425
Gene ID: 12192

1 338
97 214 SID

1 107 Tis11B-like protein, N-term inal - PF04553
114 141 Zinc finger, CCCH-type - SM00356
115 140 Zinc finger, CCCH-type - PF00642

152 179 Zinc finger, CCCH-type - SM00356
153 178 Zinc finger, CCCH-type - PF00642

D Zfp36l2
Mus m usculus
GID: 76253917
Gene ID: 12193

1 484
46 285 SID

1 146 Tis11B-like protein, N-term inal - PF04553
155 182 Zinc finger, CCCH-type - SM00356
156 182 Zinc finger, CCCH-type - PF00642

193 220 Zinc finger, CCCH-type - SM00356
194 219 Zinc finger, CCCH-type - PF00642
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Dom Sight : MPC_RP_hgx2v1 vs. Mouse pancreas cells_RP1 (27 Nov 2014)
(Bait  plasm id(s): hgx2v1_pB27)

Bait  fragm ent
SID fragm ent
Pfam or SMART dom ain
Transm em brane dom ain (TMHMM)
Coiled-coil dom ain (Ncoils)
Signal pept ide (SignalPHMM)

SID: Selected Interact ion Dom ain
It is the am ino acid sequence shared by all prey
fragm ents m atching the sam e reference protein.
SIDs have been found in num erous cases to correspond
to an ident ified st ructural or funct ional dom ain.

Legend

Splicing Factor 1
Hom o sapiens
GID: 1620402
Gene ID: 7536

1 638
1 441 hgx2v1

134 227 K Hom ology dom ain - SM00322
151 222 K Hom ology dom ain, type 1 - PF00013

278 294 Zinc finger, CCHC-type - SM00343
278 293 Zinc finger, CCHC-type - PF00098

B 2810403A07Rik
Mus m usculus
GID: 254692929
Gene ID: 74200

1 612
214 329 SID

1 35 Signal pept ide dom ain

A A930027E11
Mus m usculus
GID: 31343602
Gene ID: 230967

1 926
728 828 SID

678 730 Coiled dom ain

C Abl1
Mus m usculus
GID: 162951870
Gene ID: 11350

1 1142
62 350 SID

83 139 Src hom ology-3 dom ain - SM00326
86 132 Src hom ology-3 dom ain - PF00018

144 227 SH2 dom ain - SM00252
146 221 SH2 dom ain - PF00017

261 511 Serine-threonine/tyrosine-protein kinase - PF07714
261 512 Tyrosine-protein kinase, catalyt ic dom ai - SM00219

964 1142 F-act in binding - PF08919
1016 1142 F-act in binding - SM00808

A Cherp
Mus m usculus
GID: 119672911
Gene ID: 27967

1 938
13 96 SID

314 334 Coiled dom ain
13 65 SWAP/Surp - SM00648
13 61 SWAP/Surp - PF01805

211 274 RNA polym erase II-binding dom ain - PF04818
850 900 G-patch dom ain - SM00443
853 898 G-patch dom ain - PF01585

D Cltc
Mus m usculus
GID: 51491844
Gene ID: 67300

1 1499
773 1142 SID

19 56 Clathrin, heavy chain, propeller repeat  - PF01394
149 187 Clathrin, heavy chain, propeller repeat  - PF01394

199 234 Clathrin, heavy chain, propeller repeat  - PF01394
331 354 Clathrin, heavy chain, linker, core m ot i - 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  - 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 1675
1500 1582 Clathrin, heavy chain/VPS, 7-fold repeat  - SM00299
1500 1565 Clathrin, heavy chain/VPS, 7-fold repeat - PF00637

E Dm bx1 var1
Mus m usculus
GID: 70909342
Gene ID: 140477

1 381
27 210 SID

71 133 Hom eodom ain - SM00389
72 128 Hom eodom ain - PF00046

355 373 OAR dom ain - PF03826

D Gpd2
Mus m usculus
GID: 224922805
Gene ID: 14571

1 727
380 630 SID

7 29 Transm em brane dom ain
1 23 Signal pept ide dom ain

71 441 FAD dependent  oxidoreductase - PF01266
627 688 EF-hand-like dom ain - PF13499
627 655 Calcium -binding EF-hand - SM00054

663 691 Calcium -binding EF-hand - SM00054

D Hnrnpd
Mus m usculus
GID: 116256512
Gene ID: 11991

1 355
142 355 SID

1 79 CARG-binding factor, N-term inal - PF08143
98 170 RNA recognit ion m ot if dom ain - SM00360
100 167 RNA recognit ion m ot if dom ain - PF00076

183 255 RNA recognit ion m ot if dom ain - SM00360
184 243 RNA recognit ion m ot if dom ain - PF00076

D Klhl32
Mus m usculus
GID: 247301128
Gene ID: 212390

1 587
40 227 SID

32 137 BTB/POZ - PF00651
42 138 BTB/POZ-like - SM00225

111 212 BTB/Kelch-associated - SM00875
257 313 Kelch repeat  type 1 - SM00612

303 355 Kelch m ot if - PF13964
314 365 Kelch repeat  type 1 - SM00612

356 399 Kelch repeat  type 1 - PF01344
366 413 Kelch repeat  type 1 - SM00612

404 447 Kelch repeat  type 1 - PF01344
414 461 Kelch repeat  type 1 - SM00612

450 496 Kelch repeat  type 1 - PF01344
462 514 Kelch repeat  type 1 - SM00612

A Kpna1
Mus m usculus
GID: 158517936
Gene ID: 16646

1 538
253 443 SID

4 94 Im port in-alpha, im port in-beta-binding do - PF01749
115 156 Arm adillo - PF00514
115 156 Arm adillo - SM00185

158 198 Arm adillo - SM00185
159 197 Arm adillo - PF00514

200 241 Arm adillo - SM00185
203 241 Arm adillo - PF00514

244 283 Arm adillo - SM00185
254 283 Arm adillo - PF00514

285 325 Arm adillo - SM00185
286 324 Arm adillo - PF00514

327 367 Arm adillo - SM00185
330 367 Arm adillo - PF00514

369 408 Arm adillo - PF00514
369 409 Arm adillo - SM00185

412 451 Arm adillo - PF00514
412 452 Arm adillo - SM00185

A Kpna2
Mus m usculus
GID: 83281453
Gene ID: 16647

1 529
242 450 SID

87 107 Coiled dom ain
6 99 Im port in-alpha, im port in-beta-binding do - PF01749

108 149 Arm adillo - SM00185
109 149 Arm adillo - PF00514

151 190 Arm adillo - PF00514
151 191 Arm adillo - SM00185

193 231 Arm adillo - SM00185
195 238 Arm adillo - PF00514

241 280 Arm adillo - SM00185
251 280 Arm adillo - PF00514

282 322 Arm adillo - SM00185
283 321 Arm adillo - PF00514

324 364 Arm adillo - SM00185
324 364 Arm adillo - PF00514

366 406 Arm adillo - SM00185
367 405 Arm adillo - PF00514

409 449 Arm adillo - SM00185
410 447 Arm adillo - PF00514

D Kpna3
Mus m usculus
GID: 225579142
Gene ID: 16648

1 521
81 494 SID

4 93 Im port in-alpha, im port in-beta-binding do - PF01749
103 144 Arm adillo - SM00185
104 144 Arm adillo - PF00514

146 186 Arm adillo - SM00185
147 184 Arm adillo - PF00514

188 229 Arm adillo - SM00185
189 229 Arm adillo - PF00514

232 271 Arm adillo - SM00185
233 271 Arm adillo - PF00514

273 313 Arm adillo - SM00185
274 312 Arm adillo - PF00514

315 355 Arm adillo - PF00514
315 355 Arm adillo - SM00185

357 396 Arm adillo - PF00514
357 397 Arm adillo - SM00185

400 440 Arm adillo - SM00185
402 438 Arm adillo - PF00514
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Dom Sight : MPC_RP_hgx2v1 vs. Mouse pancreas cells_RP1 (27 Nov 2014)
(Bait  plasm id(s): hgx2v1_pB27)

Bait  fragm ent
SID fragm ent
Pfam or SMART dom ain
Transm em brane dom ain (TMHMM)
Coiled-coil dom ain (Ncoils)
Signal pept ide (SignalPHMM)

SID: Selected Interact ion Dom ain
It is the am ino acid sequence shared by all prey
fragm ents m atching the sam e reference protein.
SIDs have been found in num erous cases to correspond
to an ident ified st ructural or funct ional dom ain.

Legend

B Kpna4
Mus m usculus
GID: 145966836
Gene ID: 16649

1 521
60 395 SID

4 93 Im port in-alpha, im port in-beta-binding do - PF01749
103 144 Arm adillo - SM00185
104 144 Arm adillo - PF00514

146 184 Arm adillo - PF00514
146 186 Arm adillo - SM00185

188 229 Arm adillo - SM00185
189 229 Arm adillo - PF00514

232 271 Arm adillo - SM00185
233 271 Arm adillo - PF00514

273 313 Arm adillo - SM00185
274 312 Arm adillo - PF00514

315 355 Arm adillo - SM00185
315 355 Arm adillo - PF00514

357 396 Arm adillo - PF00514
357 397 Arm adillo - SM00185

400 440 Arm adillo - SM00185
402 439 Arm adillo - PF00514

D P4ha1
Mus m usculus
GID: 226442721
Gene ID: 18451

1 534
3 254 SID
1 17 Signal pept ide dom ain
23 156 Prolyl 4-hydroxylase alpha-subunit , N-te - PF08336

335 518 Prolyl 4-hydroxylase, alpha subunit  - SM00702
412 518 Oxoglutarate/iron-dependent dioxygenase - PF03171

F Pax6
Mus m usculus
GID: 346644676
Gene ID: 18508

1 436
84 288 SID

222 242 Coiled dom ain
4 142 Paired dom ain - SM00351
4 142 Paired dom ain - PF00292

224 286 Hom eodom ain - SM00389
226 281 Hom eodom ain - PF00046

E Pias1
Mus m usculus
GID: 142361261
Gene ID: 56469

1 651
319 651 SID

11 45 SAP dom ain - SM00513
131 286 PINIT dom ain - PF14324

331 379 Zinc finger, MIZ-type - PF02891

A Pkd1
Mus m usculus
GID: 124487379
Gene ID: 18763

1 1499
1113 1228 SID

1 23 Signal pept ide dom ain
32 71 Leucine-rich repeat -containing N-term ina - SM00013

71 126 Leucine rich repeat  - PF13855
90 113 Leucine-rich repeat , typical subtype - SM00369

125 177 Cysteine-rich flanking region, C-term ina - SM00082
177 271 Carbohydrate-binding WSC, subgroup - SM00321
180 261 Carbohydrate-binding WSC - PF01822

272 355 PKD/Chit inase dom ain - SM00089
280 344 PKD dom ain - PF00801

406 530 C-type lect in - SM00034
426 530 C-type lect in - PF00059

930 1008 PKD/Chit inase dom ain - SM00089
937 1000 PKD dom ain - PF00801

1015 1119 PKD/Chit inase dom ain - SM00089
1018 1110 PKD dom ain - PF00801

1122 1205 PKD/Chit inase dom ain - SM00089
1128 1196 PKD dom ain - PF00801

1208 1288 PKD/Chit inase dom ain - SM00089
1215 1279 PKD dom ain - PF00801

1290 1373 PKD/Chit inase dom ain - SM00089
1296 1362 PKD dom ain - PF00801

1374 1459 PKD/Chit inase dom ain - SM00089
1383 1449 PKD dom ain - PF00801

1464 1499 PKD/Chit inase dom ain - SM00089
1470 1499 PKD dom ain - PF00801

1500 2999
2676 2696 Coiled dom ain

1500 1541 PKD/Chit inase dom ain - SM00089
1500 1530 PKD dom ain - PF00801

1544 1625 PKD/Chit inase dom ain - SM00089
1547 1615 PKD dom ain - PF00801

1631 1714 PKD/Chit inase dom ain - SM00089
1638 1705 PKD dom ain - PF00801

1716 1798 PKD/Chit inase dom ain - SM00089
1721 1789 PKD dom ain - PF00801

1799 1882 PKD/Chit inase dom ain - SM00089
1813 1873 PKD dom ain - PF00801

1884 1964 PKD/Chit inase dom ain - SM00089
1889 1956 PKD dom ain - PF00801

1968 2056 PKD/Chit inase dom ain - SM00089
1978 2045 PKD dom ain - PF00801

2057 2140 PKD/Chit inase dom ain - SM00089
2066 2127 PKD dom ain - PF00801

2167 2609 PKD/REJ-like protein - PF02010
3000 4293

3065 3087 Transm em brane dom ain
3275 3294 Transm em brane dom ain

3314 3336 Transm em brane dom ain
3547 3569 Transm em brane dom ain

3883 3905 Transm em brane dom ain
3926 3948 Transm em brane dom ain

3968 3990 Transm em brane dom ain
4016 4038 Transm em brane dom ain

4219 4239 Coiled dom ain
3003 3052 GPS dom ain - SM00303
3004 3046 GPS dom ain - PF01825

3110 3224 Lipoxygenase, LH2 - SM00308
3112 3215 Lipoxygenase, LH2 - PF01477

3702 4102 Polycyst in cat ion channel, PKD1/PKD2 - PF08016

E Psm d11
Mus m usculus
GID: 134053904
Gene ID: 69077

1 422
185 382 SID

143 320 PCI/PINT associated m odule - SM00753
289 387 Proteasom e com ponent  (PCI) dom ain - PF01399

321 404 Proteasom e com ponent  (PCI) dom ain - SM00088

D Raly
Mus m usculus
GID: 213417798
Gene ID: 19383

1 296
1 296 SID

178 198 Coiled dom ain
22 88 RNA recognit ion m ot if dom ain - SM00360
23 85 RNA recognit ion m ot if dom ain - PF00076

B Sf3a1
Mus m usculus
GID: 165932269
Gene ID: 67465

1 791
44 195 SID

250 270 Coiled dom ain
320 340 Coiled dom ain

50 103 SWAP/Surp - SM00648
50 102 SWAP/Surp - PF01805

163 215 SWAP/Surp - PF01805
164 217 SWAP/Surp - SM00648

226 470 Pre-m RNA splicing factor PRP21-like prot  - PF12230
713 784 Ubiquit in - SM00213

721 786 Ubiquit in - PF00240

D Sfrs8
Mus m usculus
GID: 110624779
Gene ID: 231769

1 945
254 503 SID

119 143 Coiled dom ain
635 684 Coiled dom ain

34 157 Suppressor of white apricot  N-term inal d - PF09750
209 262 SWAP/Surp - SM00648
209 259 SWAP/Surp - PF01805

456 507 SWAP/Surp - SM00648
457 503 SWAP/Surp - PF01805

F Snrp70
Mus m usculus
GID: 118130481
Gene ID: 20637

1 448
57 154 SID

289 309 Coiled dom ain
1 95 U1 sm all nuclear ribonucleoprotein of 70 - PF12220

104 177 RNA recognit ion m ot if dom ain - SM00360
105 174 RNA recognit ion m ot if dom ain - PF00076

D Tial1
Mus m usculus
GID: 114687767
Gene ID: 21843

1 392
1 340 SID
10 98 RNA recognit ion m ot if dom ain - SM00360
11 96 RNA recognit ion m ot if dom ain - PF00076

115 188 RNA recognit ion m ot if dom ain - SM00360
116 186 RNA recognit ion m ot if dom ain - PF00076

223 290 RNA recognit ion m ot if dom ain - SM00360
224 288 RNA recognit ion m ot if dom ain - PF00076

C U2af2
Mus m usculus
GID: 327365321
Gene ID: 22185

1 475
282 475 SID

4 24 Coiled dom ain
150 227 RNA recognit ion m ot if dom ain - SM00360
151 225 RNA recognit ion m ot if (a.k.a. RRM, RBD, - PF14259

260 333 RNA recognit ion m ot if dom ain - SM00360
261 330 RNA recognit ion m ot if dom ain - PF00076

377 462 RNA recognit ion m ot if dom ain - SM00360
400 459 RNA recognit ion m ot if dom ain - PF00076
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Dom Sight : MPC_RP_hgx2v1 vs. Mouse pancreas cells_RP1 (27 Nov 2014)
(Bait  plasm id(s): hgx2v1_pB27)

Bait  fragm ent
SID fragm ent
Pfam or SMART dom ain
Transm em brane dom ain (TMHMM)
Coiled-coil dom ain (Ncoils)
Signal pept ide (SignalPHMM)

SID: Selected Interact ion Dom ain
It is the am ino acid sequence shared by all prey
fragm ents m atching the sam e reference protein.
SIDs have been found in num erous cases to correspond
to an ident ified st ructural or funct ional dom ain.

Legend

D Wwp2
Mus m usculus
GID: 31543965
Gene ID: 66894

1 870
404 593 SID

369 389 Coiled dom ain
19 115 C2 calcium -dependent  m em brane target ing - SM00239

301 330 WW dom ain - SM00456
302 331 WW dom ain - PF00397

331 363 WW dom ain - SM00456
332 361 WW dom ain - PF00397

406 437 WW dom ain - SM00456
407 435 WW dom ain - PF00397

445 477 WW dom ain - SM00456
446 475 WW dom ain - PF00397

534 870 HECT - SM00119
566 868 HECT - PF00632

D GenMatch
Mus m usculus
GI:226437747

1 182
1 182 SID

D GenMatch
Mus m usculus
GI:73612075

1 177
1 177 SID

services@hybrigenics.com www.hybrigenics-services.com page 3 / 3

Supplementary Figures S4 - S11; Crisci et al.

Supplementary Figure S11 - page 3

MPC - Mouse pancreatic cells


