CHAPTER 12

Appendix

12.1 Tables of Peptides, Synthesized on Membranes

Table 12.1: Peptides synthesized on membranes shown in Fig. 6.7
Binding of CD2BP2-GYF to peptides derived from splicing factors, containing the reduced motif PPG.
A protein description is given in column ‘Description’. Protein names and Swiss-Prot entry names are
listed in the column ‘Protein’. Binding classification: (-): <5 x background [BLU] (Boehringer Light
Units); (+): 5-25 x background [BLU]; (++): 25-125 x background [BLU]J; (+++): > 125 x background

[BLU].

SPOT-

Description Sequence Binding Protein
number

1 CD2BP2 interaction partner SHRPPPPGHR +++ Human CD2

2 LGSGLPPPGMPPPGSF +

3 PPPGMPPPGSFPPPVP -

4 FPPPVPPPGALPPGIP + Splicing factor 3B

5 Part of the U2 snRNP PPPGALPPGIPPAMPP - subunit 4

6 MPPPPMPPGAAGHGPP - (Q15427)

7 GHPHAGPPGSGGQPPP -

8 QPPPRPPPGMPHPGPP +

9 Associates with HDFRSPPPGMGLNQNR +++ Splicing factor,

10 U4/U6-U5 PPTSGAPPGSGPGPTP - Pro- and Glu-rich

11 tri-snRNP PAVTSAPPGAPPPTPP + (P23246)

12 Vertebrate homolog to YCLAPPPPGIDVTTYY - Splicing factor,
Drosophila melanogaster splicing Arg/Ser-rich 8

13 regulator, suppressor-of-white-apricot TTTAPPPPGTTPPPPP — (Q12872)

14 GAPTQYPPGLGPPPPM -

15 Close homolog to SmB MGRGAPPPGMMGPPPG + SNRPB protein

16 PGMMGPPPGMRPPMGP + (Q15182)

17 FLTGPPPPGMRPPRP +4+4

18 GMPTVIPPGLTREQER ++

19 MNQGPHPPGHHGPPPM - Splicing factor 1

20 Mammalian branch-point GVQPPLPPGAPPPPPP + SF1-Bo isoform

21 binding protein BBP, PPPPPPPPGSAGMMIP - (Q15637-2)

22 interacts with U1 snRNA MNQGPHPPGHHGPPPM -

23 GVQPPLPPGAPPPPPP + (Q15637-1)

24 PPPPPPPPGSAGMMYA -

25 VGRATPPPGIMAPPPG +

26 Human SNRPN gene with PGIMAPPPGMRPPMGP + RT-LI

27 novel exon 3 TP IGMPPPGMRPPPPG ++ (Q9BPUS5)

28 PGMRPPPPG IRGEAFL ++

29 MGRGAPPPGMMGPPPG +

30 PGMMGPPPGMRPPMGP + SmB/B’

31 Core snRNP protein TPMGMPPPGMRPPPPG + (P14678)

32 PGMRPPPPGMRGPPPP +++

33 GMRGPPPPGMRPPRP ++

34 VGRATPPPGIMAPPPG +

35 ) - - PG IMAPPPGMRPPMGP +

36 T'Ssue'sgri‘fgi'ﬁ splicing TPIGMPPPGMRPPPPG ++ szg 18436’1';;’ N)

37 PGMRPPPPG IRGPPPP +++

38 GIRGPPPPGMRPPRP +++

39 QPPYMPPPGMIPPPGL + U1 small nuclear

40 Part of the U1 snRNP PPGMIPPPGLAPGQIP - ribonucleoprotein

41 LAPGQ I PPGAMPPQQL — A (P09012)
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Table 12.2: Peptides synthesized on membranes shown in Fig. 8.3

List of peptides, synthesized on the membranes, shown in Fig. 8.3. The membranes were incubated
with CD2BP2-GYF GST-fusion protein. The first column refers to the numbers in Fig. 8.3. The column
‘Sequence’ and ‘Accession Number/Description’ give the sequence of each peptide and the identifier
in Swiss-Prot, EMBL, and TrEMBL databases of the corresponding proteins or a description of the
peptide, respectively. Lists of peptides on different membranes are separated by rows indicating the

motif applied for the database search.

SPOT- Sequence Accession
number q Number/Description

PPG[AEFHILMSTWY] x (0,40) PPG[AEFHILMSTWY]

1 SHRPPPPGHR Control

2 SQAPSHRPPPPGHRVQ

3 ATSQHPPPPPGHRSQA

4 VMQKRSRAIHSSDEGE

5 NIpYSVPHDSTQ Negative Control
6 PSSGDAPPGAPLALTA A1AD_HUMAN
7 PDPDPEPPGTPEMQAP A1AD_HUMAN
8 AYPGQAPPGAYPGQAP AAH53667

9 AYPGQAPPGAYHGAPG

10 PQLPPGPPGAPKPPPA AAM20739

11 MGGQQAPPGLGPILED
12 QGTAQPPPGAPQGPPG
13 PGAPQGPPGAASGPPP
14  SLHHLQPPGAPALLPP

15 ELPDGAPPGHPPGSGG AA092063
16 GAPPGHPPGSGGAESA
17 ELAGEMPPGLNFDLDA AAP35525
18 ALNLSGPPGASGEQCL
19 MVPPPPGEESQTVI AAP35537
20 SQTVILPPGWQSYLSP
21 GGAPTQPPGLRPQTQT AAP35632
22 DVNLPRPPGALCEQKR
23 PGAPGMPPG IPPLMPG AAP36029

24 PVMPGMPPGLHHQRKY
25  PLMPGMPPGMPPPVPR

26 PVETPLPPGLRSAGEE AIRE_HUMAN

27 GEEVRGPPGEPLAGMD

28 EYVCCPPPGTPDPSGT APP1_HUMAN

29 PSTRSWPPGSRVEGAE

30 SHRPPPPGHR Control

31 VMQKRSRA IHSSDEGE

32 NIpYSVPHDSTQ Negative Control
33 VGRATPPPG IMAPPPG CAA34288

34 PGIMAPPPGMRPPMGP
35  TPIGMPPPGMRPPPPG
36  PGMRPPPPGIRGPPPP
37 GIRGPPPPGMRPPRP

38 CGNPGSPPGALKQFLP CADG60192
39 ALKQFLPPGTTGAAAS

40 SQHPPPPPGHRSQAPS CD2_HUMAN
41 PSHRPPPPGHRVQHQP

42 SRMFQAPPGAPPPHPQ DRPL_HUMAN

43 NNASASPPGLGAQPLP
44  GNSGPPPPGAFPHPLE
45  AYKTATPPGYKPGSPP
46  SFRTGTPPGYRGTSPP
47 LALQPGPPGLHPFPFH

48 LHPYGPPPGMALPYNP DVL2_HUMAN
49 VPPAVQPPGAPPVRDL
50 SFRCDCPPGLAVGMDG FBN2_HUMAN

51 SYSCTCPPGYVFRTET
52 SFRCICPPGYEVKSEN
53 GFQCLCPPGFVLSDNG
54 TFMCICPPGMARRPDG
55 GFTCKCPPGFTQHHTA
56 GYLCGCPPGYYRVGQG

57 RRLPPPPPGEQPPSGS FZD8_HUMAN
58 GSGHGRPPGARPPHRG
59 SHYGGVPPGAGPPGLG HAN2_HUMAN

VPPGAGPPGLGGPRPY
PGEDRTPPGLAAEPER
AAIFRPPPGSGLGNLG
SSSSSPPPGACGSPSA
AQPSPAPPGARGGLGL
PGQLGQPPGELSLGLA
PRGGLSPPGHSPGPPR
SHRPPPPGHR
VMQKRSRA IHSSDEGE
N1pYSVPHDSTQ
HPALPLPPGFHPHPGP
HYQELMPPGSCMPEEP
AYPGQAPPGAYPGQAP
AYPGQAPPGAYHGAPG
PVTTQNPPGAPPNVLW
PLAWQNPPGWQTPPGW
PPGWQTPPGWQTPPGW
PPGWQTPPGWQGPPDW
AQSLVPPPGLPGSSTP
GVLPYFPPGLPPPDAG
EAACLCPPGWVGERCQ
RFLCSCPPGYQGRSCR
RAICTCPPGFTGGACD
GFRCLCPPGSLPPLCL
SFTCTCPPGYGGFHCE
GAYCLCPPGWSGRLCD
RYLCSCPPGTLGVLCE
GFRCTCPPGYTGLRCE
GPRCACPPGLSGPSCR
RSFPGSPPGASNASCA
LGPLLCPPGAFLPGLK
QIQCHCPPGFEGHACE
FHLCLCPPGFIGPDCE
SFNCLCPPGYTGSRCE
TFHCLCPPGLEGQLCE
SYFCHCPPGFQGSLCQ
GFHCACPPGFVGLRCE
HGALWLPPGFTRRPRT
SHRPPPPGHR
VMQKRSRA IHSSDEGE
N1pYSVPHDSTQ
QCLNKMPPGE I KVDDA
TEGYQVPPGATYTAIE
CGQDDGPPGSEDPERD
LLGLLAPPGEAWGILG
MSSMPPPPGMMFPPGM
PPGMMFPPGMPPVTAP
MHRAVDPPGARAAREA
SEQTGLPPGLPLPPPP
PAYTAHPPGHRLVPAA
PGPGPRPPGAESHGCL
CLPATRPPGSDLRESR
PYAPSRPPGLPGTTTS
VTQAPLPPGWEQRVDQ
DRPEPLPPGWERRVDN
DPLGPLPPGWEKRTDS
1QGPPGPPGEKGDRGP
FPGP IGPPGLKGDRGA
PPPPGGPPGALAVRPS
PAEPAPPPGAPPRSPG
HAAPPPPPGEHSG I PF
TPPPPPPPGEHSSSGG
RLAVQLPPGEDLNDWV
QVRHLEPPGEGPPSRA

HCN4_HUMAN

Control

Negative Control
KLF4_HUMAN

LEG3_HUMAN

MGD1_HUMAN

MKO07_HUMAN

NTC3_HUMAN

NTC4_HUMAN

Control

Negative Control
NUCM_HUMAN

NXP3_HUMAN
014776

015054

043584

060505
060630
075048

075249
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124
125
126
127
128
129
130
131
132
133
134

136
137
138
139
140
141
142
143
144
145
146
147
148
149
150
151
152

154
155
156
157
158
159
160
161
162
163
164
165
166
167
168
169
170
171
172
173
174
175
176
177
178
179

181
182
183
184
185
186
187
188
189
190
191
192
193
194
195
196
197
198

TPTPLSPPGLGMSPAA
TDGCVCPPGTVLLDER
MEARTLPPGMAAVTVV
LPGCRCPPGLLLHDTR
APGCTCPPGLFLHNAS
EQAQELPPGTVLTRNC
CQGE 1VPPGETWQQVA
NI1ALPPPPGIAPPPPP
G1APPPPPGFGPHMFH
SHRPPPPGHR
VMQKRSRA IHSSDEGE
N1pYSVPHDSTQ
GREPGGPPGSFLTSRR
DAHLGLPPGLAKKSSS
NKA1KSPPGFSAKGLG
AKKLPPPPGSPLGHSP
RPLAASPPGTVKAEEH
TALPTAPPGLLGTPYA
PASPGPPPGLAAYTAK
GLPNRLPPGAVPPGAR
LPPGAVPPGARFDPFG
NPDHLPPPGYDDMYL
PRGEAGPPGSGEKGER
VPGPPGPPGAMGPPGP
AMGPPGPPGAPGPAGP
PPGPRGPPGEGLPGPP
LPGPPGPPGSFLSNSE
PPGPPGPPGS1SSSGQ
PRGPPGPPGASGDGSL
LPGPPGPPGLPGTSYE
PPGPPGPPG I PGNVWS
QPGPQGPPG I SKVFSA
DRGPAGPPGHPGPPGP
VQLSPAPPGEEETSQW
TPSPLVPPGSSPLPPR
GAPTQYPPGLGPPPPM
MGRGAPPPGMMGPPPG
PGMMGPPPGMRPPMGP
FLTGPPPPGMRPPRP
SYSCSCPPGFHFWQDT
SYKCQCPPGHELTAKG
SFQCECPPGYHLSEHT
SFRC1CPPGFQVQSDH
SFQCLCPPGFVLSDNG
TFACVCPPGMRPLPGS
AFTCRCPPGFTQHHQA
SHRPPPPGHR
VMQKRSRA IHSSDEGE
NI1pYSVPHDSTQ
PELPSGPPGLPSPPLP
GQDGARPPGEGSSTGA
GASPESPPGAEAVPEA
GQGAEGPPGTPRRTGK
AVPPHPPPGLGLPPAS
VPPP 1PPPGMPPVGGL
TTLWQCPPGEEPDLDP
TLCRPCPPGTFSAAWG
SRMFQAPPGAPPPHPQ
NNASASPPGLGAQPLP
GNSGPPPPGAFPHPLE
AYKTATPPGYKPGSPP
SFRTGTPPGYRGTSPP
LALQPGPPGLHPFPFH
HDFRSPPPGMGLNQNR
PPTSGAPPGSGPGPTP
PAVTSAPPGAPPPTPP
PTRPPGMNGPSSL
NSNTLTPPGAGMLGFP
HAAPPPPPGEHSG I PF
TPPPPPPPGEHSSSGG
PPPPGGPPGALAVRPS
PAEPAPPPGAPPRSPG
LPATVPPPGMPPPVMP
LPTSVPPPGMPPSLSS
LSSATPPPGIPPPGVP

075851

095607
Control

Negative Control
095785

PCB4_HUMAN

PSMF1_HUMAN

Q02802

Q07912

Q15182

Q86SJ5

Control

Negative Control
Q86TR4

Q86U16
Q86V34

Q86V38

Q86VG2

Q86WW5
Q86XD2
Q86Y01

Q86YA8

199
200
201
202
203
204
205
206
207
208
209
210
211
212
213
214
215
216
217
218
219
220
221
222
223
224
225
226
227
228
229
230
231
232
233
234
235
236
237
238
239
240
241
242
243
244
245
246
247
248
249
250
251
252
253
254
255
256
257
258
259
260
261
262
263
264
265
266
267
268
269
270
271
272
273

HIREHEPPGALTELDL
NQLLGVPPGLFANARN
YCLAPPPPGIDVTTYY
TTTAPPPPGTTPPPPP
DNPRRSPPGAGGSPPG
PGAGGSPPGAAVAPSA
LLLLLPPPGSPEPPGL
PPGSPEPPGLTQLSPG
KQDLSAPPGYTLTENV
RQAAHGPPGLHSDSHS
PPGPMGPPGETPCPPG
EAGERGPPGLPAHLDE
PPGPMGPPGEMPCPPG
EPGERGPPGLPAHLDE
PPFPPPPPGAMFGASR
FASARSPPGAGAPASG
AYPGQAPPGAYPGQAP
AYPGQAPPGAYPGAPG
HCNVTCPPGLHGADCA
RAPSPPPPGSEAAPSP
RDPTPRPPGLPEEATA
SHRPPPPGHR
VMQKRSRA IHSSDEGE
N1pYSVPHDSTQ
LIGPALPPGFKARGTA
FFGPALPPGFKKQDDS
1 IGPALPPGF IKSTQK
PVTTQNPPGAPPNVLW
PLAWQNPPGWQTPPGW
PPGWQTPPGWQTPPGW
PPGWQTPPGWQGPPDW
SPAALGPPGYLHSAPG
APGEGPPPGTVLEPQS
GLPNRLPPGAVPPGAR
LPPGAVPPGARFDPFG
NPDHLPPPGYDDMYL
NECGYQPPGAPPGLGS
YQPPGAPPGLGSMPSS
FGVPPPPPG I HYQHLM
PHLAVPPPGAIPPALH
LPHNSLPPGSGLGTFS
QDPYSQPPGTPRPVVD
TDPYSQPPGTPRPTTV
SDPYAHPPGTPRPGIS
RLPFSAPPGSVVEASS
LLLRGPPPGSANPPRL
PCSLGLPPGHALQDIL
VLALLAPPGSTAEAAR
LPATVPPPGMPPPVMP
LPTSVPPPGMPPSLSS
LSSATPPPGIPPPGVP
RPGMYPPPGSYRPPPP
PPPMGKPPGS I VRPSA
IPPPGLQPEPGY
REPGYTPPGAGNQNPP
GAGNQNPPGMYPVTGP
ELAGEMPPGLNFDLDA
ALNLSGPPGASGEQCL
QPPPALPPGSQPIPPT
PAGSGAPPGSLGPSEQ
PQLPPGPPGAPKPPPA
MGGQQAPPGLGP ILED
QGTAQPPPGAPQGPPG
PGAPQGPPGAASGPPP
SLHHLQPPGAPALLPP
SHRPPPPGHR
VMQKRSRA IHSSDEGE
N1pYSVPHDSTQ
PRGPPGPPGFPGKPGM
QPGPAGPPGFSRMGKA
RMGKAGPPGLPGKVGP
LRGPPGPPGLPGPSGI
AQGVPGPPGFQGEPGP
QGGAPGPPGLPGPAGL
EPGTRGPPGL IGPTGY

Q86YC3
Q8Iva1

Q8IvVC6
Q8IVL6
Q8IWA9
Q8IWLA1
Q8IwWL2
Q8I1X92
Q8IXB9

Q8IXF3

Control
Negative Control
Q8IXQ4

Q81784

Q8l1zJ4

Q8N1D6

Q8N5L8
Q8N684

Q8NEZ4

Q8NF26

Q8NF45

Q8NFX5L

Q8NI97
Q8TAQ2

Q8TB55

Control

Negative Control
Q8TEJ5
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274 PQGLGGPPGLPGSAGL 349 TFACVCPPGMRPLPGS

275 EPGLPGPPGEGRAGEP 350 AFTCRCPPGFTQHHQA

276 PPGPPGPPGAPGAFDE Q8TEJ5 351 YCEELCPPGSHGAHCE Q96KG6
277 DCSQPCPPGHWGENCA Q8TEK2 352 TGECACPPGWTGAVCA

278 TGACVCPPGHSGAPCR 353 VCAQPCPPGTFGQNCS Q96KG6
279 GSQPPLPPGLPPGHYD 354 LCQRICPPGFYGHGCA

280 PLPPGLPPGHYDSPKN 355 DCSQACPPGFWGPACF

281 GKPPGSALARGT Q8TENO 356 SADPERPPGATCPESP Q96RKO0
282 PVTTQNPPGAPPNVSG 357 EEEASGPPGEPRLDSE

283 PLAWQNPPGWQTPPGW 358 GPLRPPPPGAGGPATP

284 PPGWQTPPGWQTPPGW 359 SIRFTLPPGTSTNGKV

285 PPGWQTPPGWQGPPDW 360 ATPTEQPPGAEAPLPV

286 PELPSGPPGLPSPPLP Q8TERS5 361 KMVSMKPPGFQASLAR Q96RR9
287 GQDGARPPGEGSSTGA 362 PGVPPHPPGTKSAASH

288 GASPESPPGAEAVPEA 363 SQHPPPPPGHRSQAPS Q96TES
289 GQGAEGPPGTPRRTGK 364 PSHRPPPPGHRVQHQP

290 AGPGRGPPGLCGLSLG Q8TET1 365 PRGEAGPPGSGEKGER Q99018
291 TQQEPEPPGSDSALDS 366 VPGPPGPPGAMGPPGP

292 KMVSMKPPGFQASLAR 367 AMGPPGPPGAPGPAGP

293 PGVPPHPPGTKSAASH 368 VGRATPPPG IMAPPPG Q9BPUS
294 GSSPRPPPGLWYLATA 369 PG IMAPPPGMRPPMGP

295 LPLPPPPPGEPSAPPG Q8WX45 370 TP IGMPPPGMRPPPPG

296 PGEPSAPPGTCGPRYS 371 PGMRPPPPGIRGEAFL

297 DLMSLPPPGSEEEEEE Q8WX64 372 PPTSGAPPGSGPGPTP Q9BSV4
298 PATAAPPPGFRDNSSD 373 PAVTSAPPGAPPPTPP

299 TGQSPGPPGARRKLPQ 374 DYLQNAPPGFFPRLGV Q9BUR5
300 GAATEHPPGSPTSATV 375 IKKLVYPPGFMGLAAS

301 PVTTQNPPGAPPNVLW Q8WY92 376 VTQAPLPPGWEQRVDQ Q9BY75
302 PLAWQNPPGWQTPPGW 377 DRPEPLPPGWERRVDN

303 PPGWQTPPGWQTPPGW 378 DPLGPLPPGWEKRTDS

304 PPGWQTPPGWQGPPDW 379 TALPTAPPGLLGTPYA Q9C064
305 KSPGEVPPGTSPACIL Q8WYNG6 380 PASPGPPPGLAAYTAK

306 CILATWPPGLLVLLWQ 381 TALPTAPPGLLGTPYA Q9GZT1
307 GERYSTPPGETLERYS Q8WZ53 382 PASPGPPPGLAAYTAK

308 LERYSTPPGETLERYS 383 PAVMQPPPGMPLPPAD Q9H305
309 LERYSTPPGETLERYS 384 GPPPYEPPGHPMPQPG

310 LERYSTPPGETLERYS 385 ADGTYMPPGFYPPPGP

311 LERYSTPPGETLERYS 386 VTQAPLPPGWEQRVDQ Q9H451
312 LERYSTPPGEALERYS 387 DRPEPLPPGWERRVDN

313 QHLKSSPPGFPFPGPP Q92576 388 DPLGPLPPGWEKRTDS

314  PPPLLPPPGFGFAQNP 389  SEDLPLPPGWSVDWTM Q9H4B6
315 GMPTVIPPGLTREQER Q92744 390 LEREGLPPGWERVESS

316 MNQGPHPPGHHGPPPM 391 PPPTTCPPGALQAPEA Q9H7J3
317 GVQPPLPPGAPPPPPP 392 RSAPKEPPGLPRPLGS

318 PPPPPPPPGSAGMMIP 393 PPRMPPPPGFSAVVLL

319 GMPTVIPPGLTREQER Q92745 394 GTPPPPPPGLVPPISK

320 MNQGPHPPGHHGPPPM 395 PP 1SKPPPGFSGLLPS

321 GVQPPLPPGAPPPPPP 396 SHRPPPPGHR Control
322 PPPPPPPPGSAGMMYA 397 VMQKRSRAITHSSDEGE

323 QPPPALPPGSQPIPPT Q92923 398 NIpYSVPHDSTQ Negative Contro
324 PAGSGAPPGSLGPSEQ 399 GQDGARPPGEGSSTGA Q9H7L6
325 DYAY IPPPGLQPEPGY Q93052 400 GASPESPPGAEAVPEA

326 REPGYTPPGAGNQNPP 401 GQGAEGPPGTPRRTGK

327 GAGNQNPPGMYPVTGP 402 TQQEPEPPGSDSALDS Q9H7P7
328 SHRPPPPGHR Control 403 KMVSMKPPGFQASLAR

329 VMQKRSRAIHSSDEGE 404 PGVPPHPPGTKSAASH

330 NIpYSVPHDSTQ Negative Control 405 GSSPRPPPGLWYLATA

331 PPGPAGPPGSKGDRGQ Q96A83 406 PQLPPGPPGAPKPPPA Q9HB34
332 EKGPAGPPGLLGPPGP 407 MGGQQAPPGLGPILED

333  PRGPPGPPGTPGSQGL 408  QGTAQPPPGAPQGPPG

334 TALPTAPPGLLGTPYA Q96AH7 409 PGAPQGPPGAASGPPP

335 PASPGPPPGLAAYTAK 410 SLHHLQPPGAPALLPP

336 VTQAPLPPGWEQRVDQ Q96F66 411 TALPTAPPGLLGTPYA Q9HCU2
337 DRPEPLPPGWERRVDN 412 PASPGPPPGLAAYTAK

338 DPLGPLPPGWEKRTDS 413 PSSGDAPPGAPLALTA QINPYO
339  KPPPFFPPGAPPTHLP Q96F80 414  PDPDPEPPGTPEMQAP

340 APPLIPPPGFPPPPGA 415  QHLKSSPPGFPFPGPP QI9NQ16
341 PPGFPPPPGAPPPSLI 416 PPPLLPPPGFGFAQNP

342 AQSLVPPPGLPGSSTP Q96G51 417 LPHNSLPPGSGLGTFS Q9NR13
343 GVLPYFPPGLPPPDAG 418 QDPYSQPPGTPRPVVD

344 SYSCSCPPGFHFWQDT Q96JP8 419 TDPYSQPPGTPRPTTV

345 SYKCQCPPGHELTAKG 420 SDPYAHPPGTPRPGIS

346 SFQCECPPGYHLSEHT 421 RLPFSAPPGSVVEASS

347 SFRCICPPGFQVQSDH 422 LLLRGPPPGSANPPRL

348 SFQCLCPPGFVLSDNG 423 PAVMQPPPGMPLPPAD Q9P112
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424
425
426
427
428
429
430
431
432
433
434

436
437
438
439
440
441
442
443
444
445
446
447
448
449
450
451
452

454
455
456
457
458
459
460
461
462
463
464
465
466
467
468
469
470
471
472
473
474
475
476
477
478
479

481
482
483
484
485
486
487
488
489
490
491
492
493
494
495
496
497
498

GPPPYEPPGHPMPQPG
ADGTYMPPGFYPPPGP
LPHNSLPPGSGLGTFS
QDPYSQPPGTPRPVVD
TDPYSQPPGTPRPTTV
SDPYAHPPGTPRPGIS
RLPFSAPPGSVVEASS
PRGEAGPPGSGEKGER
VPGPPGPPGAMGPPGP
AMGPPGPPGAPGPAGP
QHLKSSPPGFPFPGPP
PPPLLPPPGFGFAQNP
TPMGMPPPGMRPPPPG
PGMRPPPPGMRGPPPP
GMRGPPPPGMRPPRP
TP 1GMPPPGMRPPPPG
PGMRPPPPG I RGPPPP
GIRGPPPPGMRPPRP
PPGPEGPPGSPGPSGP
EPGIQGPPGLPGPPGP
LPGPPGPPGSQSFY
GLPPGPPPGAPPFLRP
APPFLRPPGMPGLRGP
GPPPGPPPGLPPGPPP
RLPPPAPPGIPPPRPG
PPLGPAPPGLFPPAPL
RLSPAPPPGSSSLLKP
LKPLTVPPGYTFPPAA
AGQGGHPPGYTSLASR
EAGPPGPPGLQGPPGP
PPGPAGPPGSPGKDGQ
FGPPIPPPGLGGGAFG
PGSLGGPPGFGSGPPG
PGFGSGPPGLGSAPGH
PIH1GGPPGFASSSGK
VSMPVPPPGFSP 1PPP
FNPSQPPPGFMPPPVP
MGRGAPPPGMMGPPPG
PGMMGPPPGMRPPMGP
TPMGMPPPGMRPPPPG
PGMRPPPPGMRGPPPP
GMRGPPPPGMRPPRP
VGRATPPPG IMAPPPG
PG IMAPPPGMRPPMGP
TP 1GMPPPGMRPPPPG
PGMRPPPPG I RGPPPP
GIRGPPPPGMRPPRP
QPPYMPPPGMIPPPGL
PPGMIPPPGLAPGQIP
LAPGQIPPGAMPPQQL
YSYPSLPPGYQNTTPP
GYQNTTPPGATGVPPS
LGSGLPPPGMPPPGSF
PPPGMPPPGSFPPPVP
FPPPVPPPGALPPGIP
PPPGALPPG I PPAMPP
MPPPPMPPGAAGHGPP
GHPHAGPPGSGGQPPP
QPPPRPPPGMPHPGPP
HDFRSPPPGMGLNQNR
PPTSGAPPGSGPGPTP
PAVTSAPPGAPPPTPP
YCLAPPPPGIDVTTYY
TTTAPPPPGTTPPPPP
PPLGIPPPGFGPGVPP
FNPMHLPPGFLPPGPP
LIPLQRPPGMPPPHLQ
HCNVTCPPGLHGADCA
RAPSPPPPGSEAAPSP
RDPTPRPPGLPEEATA
N1TLGEPPGFLHSWWC
MPGGP I PPGFFQGPPG
PGFFQGPPGSQPSPHA
PPGGGGPPGTP IMPSP
1SG1SNPPGTPRDDGE

QoP222

Q9P222
QouC14

Q9uUI45

Qouls4

Q9UKR4

QoUM16

Q9oY2W2

Q9Y5L9

Q9Y6C2

RBMC_HUMAN

RBMG_HUMAN

RSMB_HUMAN

RSMN_HUMAN

RU1A_HUMAN

S24A_HUMAN

S3B4_HUMAN

SFPQ_HUMAN

SFR8_HUMAN

SRA4_HUMAN

SRC2_HUMAN

SSB3_HUMAN

499 SHRPPPPGHR Control
500 VMQKRSRAIHSSDEGE
501 NIpYSVPHDSTQ Negative Control
502 1QQQQPPPGEKKPKPE SYV2_HUMAN
503 TYDLPTPPGEKKDVSG
504 VSDPAVPPGEDPDGRY
505 TAPAWPPPGEDPGTTP T13C_HUMAN
506 EDPGTTPPGHSVPVPA
507 LPVPPPPPGEPSAPPG TED_HUMAN
508 PGEPSAPPGTCGPRYS
509 ANFKITEPPGLFRGRGN TOP1_HUMAN
510 AKVPSPPPGHKWKEVR
511 LVCAQCPPGTFVQRPC TR6B_HUMAN
512 LEHASCPPGAGVIAPG
513  TQCQPCPPGTFSASSS
514 SGVEEIPPGIVNKELI TRIO_HUMAN
515 PGPSLPPPGAAPEAGP
516 SAPSRRPPGADAEGSE
517 TTLWQCPPGEEPDLDP TRLT_HUMAN
518 TLCRPCPPGTFSAAWG
519 PGFCICPPGFYGVNCD WIF1_HUMAN
520 PGKCI1CPPGLEGEQCE
521 TWERPLPPGWEKRTDP WWP2_HUMAN
522 DPLGPLPPGWEKRQDN
523 1QEPALPPGWEMKYTS
524 PGAPGMPPG IPPLMPG Z207_HUMAN
525 PVMPGMPPGMMPMGGM
526 PLMPGMPPGMPPPVPR
527 GLPLGLPPGLMGPGPP Z409_HUMAN
528 GPGPPPPPGATPTSPP
529 HHQRDGPPGLVPMELE ZAP3_HUMAN
530 PESPPVPPGSYMPPSQ
531 1QATTPPPGIPPPGVP
532 RPGMYPPPGSYRPPPP
533 PPPMGKPPGS1VRPSA
534 SHRPPPPGHR Control
535 - -
536 -
537 -
538 -
539 -
540 -
541 -
542 -
543 -
544 -
545 -
546 -
547 -
548 -
549 -
550 -
PPGW
1 SHRPPPPGHR Control
2 SQAPSHRPPPPGHRVQ
3 ATSQHPPPPPGHRSQA
4 VMQKRSRAIHSSDEGE
5 NI1zSVPHDSTQ Negative Control
6 HAMVAKPPGWSAVA AAH07078
7 HAMVAKPPGWSAVA AAH08386
8 MADQVLPPGWQEEQAI AAH14093
9 PSELTCPPGWEWEDDA AAH52617
10 GSPGGPPPGWVRDPRL AAK83389
1 CVGMSCPPGWGHLDAT AAL11095
12 DELGPLPPGWEVRSTV AAM90910
13 SQTVILPPGWQSYLSP AAP35537
14 LLWALRPPGWLLQWHC AAP35670
15 QTDPDLPPGWKRVSDI ABB2_HUMAN
16 EVEAGLPPGWRKIHDA ABB3_HUMAN
17 EWGLDTPPGWPAAEPA ABD4_HUMAN
18 MADQVLPPGWQEEQAI ABP_HUMAN
19 TTRGMTPPGWLSY ILP AD29 HUMAN
20 VPDSEAPPGWDRADSG BAA20769
21 CVGMSCPPGWGHLDAT BAB69487
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22 EVEAGLPPGWRKIHDA BAC22578 97 NDLGPLPPGWEER IHL
23 GDRDPLPPGWEIKIDP BAG3_HUMAN 98 HAMVAKPPGWSAVA Q8WUX5
24 CVGMSCPPGWGHLDAT CAC83682 99 PLAWQNPPGWQTPPGW Q8WY92
25 CVGMSCPPGWGHLDAT CAD12729 100 PPGWQTPPGWQTPPGW
26 PYQCDCPPGWTGSRCH CAD97901 101 PPGWQTPPGWQGPPDW
27 PYQCDCPPGWTGSRCH CAD97988 102 HTDSEGPPGWGKDPSP Q8WY94
28 SQTVILPPGWQSYLSP GAS7_HUMAN 103 ELEPEEPPGWRELVPP Q92888
29 TFRCACPPGWKGSTCA JAG2_HUMAN 104 ELEPEEPPGWRELVPP Q96BF4
30 PLAWQNPPGWQTPPGW MGD1_HUMAN 105 SHRPPPPGHR Control
31 PPGWQTPPGWQTPPGW 106 VMQKRSRAIHSSDEGE
32 PPGWQTPPGWQGPPDW MGD1_HUMAN 107 N1zSVPHDSTQ Negative Control
33 PSELTCPPGWEWEDDA MYOF_HUMAN 108 EVEAGLPPGWRKIHDA Q96DX9
34 SHRPPPPGHR Control 109 KWGLDTPPGWPAAEPA Q96E75
35 VMQKRSRAIHSSDEGE 110 ELEPEEPPGWRELVPP Q96F17
36 N1zSVPHDSTQ Negative Control 111 VTQAPLPPGWEQRVDQ Q96F66
37 PTQVPVPPGWNQLPSG NCO6_HUMAN 112 DRPEPLPPGWERRVDN
38 QEPSPLPPGWEERQDI NED4_HUMAN 113 DPLGPLPPGWEKRTDS
39 PTSSGLPPGWEEKQDE 114 PWYARNPPGWSQLFLG Q96GJ1
40 NDLGPLPPGWEERTHT 115 LLWALRPPGWLPQWHC Q96HI4
41 LLWALRPPGWLPQWHC NMT1_HUMAN 116 HAMVAKPPGWSAVA Q96HL5
42 LLWALRPPGWLLQWHC NMT2_HUMAN 117 VPDSEAPPGWDRADSG Q96HP1
43 GSPGGPPPGWVRDPRL NOS3_HUMAN 118 WEPPAVPPGWGTVSSY Q961D2
44 EYKCRCPPGWSGKSCQ NTC1_HUMAN 119 PWYARNPPGWSQLFLG Q961H9
45 EAACLCPPGWVGERCQ NTC3_HUMAN 120 TGECACPPGWTGAVCA Q96KG6
46 GAYCLCPPGWSGRLCD 121 DSEDELPPGWEERTTK Q96KM3
47 ELEPEEPPGWRELVPP 000513 122 CVGMSCPPGWGHLDAT Q96L37
48 WEPPAVPPGWGTVSSY 015034 123 SAPFPDPPGWRDIEPE Q96MJ8
49 TALLSPPPGWGGLSPL 03A4_HUMAN 124 ESGSAPPPGWRGWPWS Q96NH1
50 LPPPPLPPGWEEKVDN 043165 125 LPPPPLPPGWEEKVDN Q96PUS
51 VTQSFLPPGWEMRIAP 126 VTQSFLPPGWEMRIAP
52 NDLGPLPPGWEER IHL 127 NDLGPLPPGWEERIHL
53 VTQAPLPPGWEQRVDQ 043584 128 EVEAGLPPGWRKIHDA Q96Q18
54 DRPEPLPPGWERRVDN 129 SSGVILPPGWPGYYKD Q96QU9
55 DPLGPLPPGWEKRTDS 130 DSEDELPPGWEERTTK Q96RF2
56 PPEPARPPGWQGAREG 060432 131 SSGVILPPGWPGYYKD Q96RM4
57 STPARWPPGWPLPPCS 076032 132 VTPRTRPPGWEDYWTA Q96RZz4
58 CNQFDCPPGWHIE P82987 133 YNGSYVPPGWKEWVGL Q96SG2
59 ADEEKLPPGWEKRMSR PIN1_HUMAN 134 MRQLGYPPGWLKEAEL Q96SK7
60 ADEEKLPPGWEKRMSR PINL_HUMAN 135 RVRRALPPGWTQQAEA Q96T57
61 YNGSY I PPGWREWLGL Q86YV8 136 WESKPPPPGWRPKGLL Q99570
62 EVEAGLPPGWRKIHDA Q86213 137 ELEPEEPPGWRELVPP Q9BSB1
63 LSVIKSPPGWEVGVYA Q8IV01 138 SAPFPDPPGWRDIEPE Q9BSE2
64 AGSPPVPPGWNPNSSS Q8lYB2 139 DSEDELPPGWEERTTK Q9BTT8
65 RGCPVSPPGWELSPSP Q8IYL2 140 GTRPSPPGWRLLRTG Q9BUSO
66 RKYGGPPPGWVGSPPP Q8lYX4 141 VPDSEAPPGWDRADSG Q9BV84
67 PLAWQNPPGWQTPPGW Q8l1z84 142 LPPPPLPPGWEEKVDN Q9BW58
68 PPGWQTPPGWQTPPGW 143 VTQSFLPPGWEMRIAP
69 PPGWQTPPGWQGPPDW 144 NDLGPLPPGWEERIHL
70 MRQLGYPPGWLKEAEL Q8N2K5 145 VTQAPLPPGWEQRVDQ Q9BY75
7 VPDSEAPPGWDRADSG Q8N347 146 DRPEPLPPGWERRVDN
72 TDELPLPPGWEMTFTA Q8N3P2 147 DPLGPLPPGWEKRTDS
73 ELEPEEPPGWRELVPP Q8N4J4 148 EVEAGLPPGWRK1HDA Q9BYD4
74 LPPPPLPPGWEEKVDN Q8N5A7 149 TDELPLPPGWEMTFTA Q9GzZV5
75 VTQSFLPPGWEMRIAP 150 LPPPPLPPGWEEKVDN Q9H2W4
76 NDLGPLPPGWEER IHL 151 VTQSFLPPGWEMRIAP
77 QGSCSCPPGWMGTICS Q8N780 152 NDLGPLPPGWEER IHL
78 LSLPGLPPGWALFAVL Q8N819 153 ETREKEPPGWGQGQGE Q9H2Y3
79 YPCMPPPPGWMVPGST Q8N9P2 154 ETREKEPPGWGQGQGE Q9H3B3
80 RGCPVSPPGWELSPSP Q8NA95 155 TRPQGVPPGWPELALS Q9H407
81 LSRGLSPPGWTGRSLL Q8NAQS 156 VTQAPLPPGWEQRVDQ Q9H451
82 EVLSVLPPGWQPDEPV Q8NAY9 157 DRPEPLPPGWERRVDN
83 PEKENRPPGWERTRKR Q8NBI3 158 DPLGPLPPGWEKRTDS
84 PYQCDCPPGWTGSRCH Q8NBT9 159 SEDLPLPPGWSVDWTM Q9H4B6
85 LGNLGIPPGWFSGLGG Q8ND23 160 LEREGLPPGWERVESS
86 SGEAAGPPGWQGCPDE Q8NDF7 161 GSCTLCPPGWSY1QQS Q9H5G4
87 ADEEKLPPGWEKRMSR Q8NFL2 162 LWHLCHPPGWKWN1 Q9H8T2
88 RKYGGPPPGWEGPHPQ Q8NI52 163 SEDLPLPPGWSVDWTM Q9H949
89 SGEAAGPPGWQGCPDE Q8TBEO 164 LEREGLPPGWERVESS
90 RKFGGPPPGWEGPPPP Q8TBYO 165 PWYARNPPGWSQLFLG Q9HIK2
91 GPPGRGPPGWRRREEL Q8TC11 166 SEDLPLPPGWSVDWTM Q9HAK9
92 PLAWQNPPGWQTPPGW Q8TENO 167 LEREGLPPGWERVESS
93 PPGWQTPPGWQTPPGW 168 ETREKEPPGWGQGQGE Q9HAWO
94 PPGWQTPPGWQGPPDW 169 MADQVLPPGWQEEQAI Q9HBM7
95 LPPPPLPPGWEEKVDN Q8WUU9 170 DSEDELPPGWEERTTK QINPC9
96 VTQSFLPPGWEMRIAP 171 RKYGGPPPGWDAAPPE QINQ93
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172
173
174
175
176
177
178
179
180
181
182

184
185
186
187
188
189
190
191
192
193
194
195
196
197
198

RKYGGPPPGWDAAPPE
RKYGGPPPGWDAAPPE
RKYGGPPPGWDAAPPE
DSEDELPPGWEERTTK
DSEDELPPGWEERTTK
DSEDELPPGWEERTTK
MRQLGYPPGWLKEAEL
MRQLGYPPGWLKEAEL
LPPPPLPPGWEEKVDN
VTQSFLPPGWEMRIAP
NDLGPLPPGWEERIHL
GPPGRGPPGWRRREEL
ETREKEPPGWGQGQGE
SHRPPPPGHR
VMQKRSRA IHSSDEGE
N1zSVPHDSTQ
RKYGGPPPGWEGPHPQ
DSEDELPPGWEERTTK
DSEDELPPGWEERTTK
RKYGGPPPGWDAAPPE
ARHRSHPPGWASGARP
MDCPALPPGWKKEEV1
MDCPALPPGWKKEEV 1
YNGSYVPPGWKEWVGL
CNQFDCPPGWHIEEWQ
YNGSY IPPGWREWLGL
SGEAAGPPGWQGCPDE

QINQY4
QONQX8
QONQX9
QI9NRF4
QONRF5
QINRF6
QINSS2
QONSS3
QONT88

QINTV3
QINUY6
Control
Control
Negative Control
QINXG3
QONZC5
Q9NZC7
Q9NZD3
QOPOU7
QoUBB5
QoUIS8
Q9ULH3
Q9ULI7
QIUPS5
Q9Y2F4

199
200
201
202
203
204
205
206
207
208
209
210
211
212
213
214
215
216
217
218
219
220
221
222
223
224
225

HSPSQLPPGWT IRSTF
ITGPGSPPGWATLQIQ
DELGPLPPGWEVRSTV
EELGPLPPGWEIRNTA
DQRRTLPPGWVSLGRA
ERPQPLPPGWERRVDD
DPYGPLPPGWEKRVDS
TWERPLPPGWEKRTDP
DPLGPLPPGWEKRQDN
1QEPALPPGWEMKYTS
VPDSEAPPGWDRADSG
SHRPPPPGHR
VMQKRSRAITHSSDEGE
N1zSVPHDSTQ

QoY2Y4
Q9Y405
SUF1_HUMAN
SUF2_HUMAN
TPP1_HUMAN
WWP1_HUMAN

WWP2_HUMAN
Y310_HUMAN
Control

Negative Control

Table 12.3: Viral peptides synthesized on the membrane depicted in Fig. 8.6
List of peptides, synthesized on the membrane, depicted in Fig. 8.6. Columns are as in Table 12.2.

SPOT- Sequence Accession
number Number/Description
PPG[AEFHILMSTVWY]
1 SHRPPPPGHRV Control
2 SHRPPPPGHRV
3 - -
4 -
5 -
6 -
7 -
8 -
g -
10 -
11 -
12 -
13 -
14 -
15 -
16 -
17 -
18 -
19 -
20 -
21 HPVHAGPIAPGQMREP  HIV | GAG-protein (trans)
22 HPVAAGP I APGQMREP
23 HPVAMGP IAPGQMREP HIV | GAG-protein (cis)
24 HPPAMGPLPPGQIREP
25 KKHQKEPPFLWMGYEL HIV-Po1
26 DPTKAGPPGEGLRKPV ABL_MLVAB
27 PQSTAKPPGTPTSPVS
28 RIRPFHPPGSPWANRP BRL1_EBV
29 SEFDLLPPGSRIVECN COAT_DSDNV
30 LAAIVVPPGIDPVQST COAT_FCVC6
31 KFHLLKPPGSMLTHGS
32 LAATVVPPGVDPVQST COAT_FCVF4
33 KFHLLKPPGSVLTHGS
34 ARRGLVPPGYKYLGPG COAT_FPV
35 SEFDLLPPGSRVVECN COAT_GMDNV
36 QLVNYEPPGAFDPISN COAT_IRV16

FFIGLVPPGYKYLGPG
MVPPGYKYLGPG
SIPMSHPPGT IFIKLA
LAAL IVPPG I EPVESP
TFSLLKPPGSLLKHGS
LAALLVPPGVEPIESV
TFALLKPPGSL IKHGS
1 1VCCVPPGFTSSSLT
1SQPSTPPGTDINLWE
LAPPVFPPGFGEALVY
PPGPPGPPGLPGLFVT
PTTTPVPPGYL IQHEE
LCCLSCPPGTYASRLC
I FPNGKPPGSNQPNPQ
LFPNGKPPGSDNPNPQ
LFPRGHPPG I DTPNPQ
EDHQPNPPGEGLKFPL
YVLIAPPPGSSKNVPN
LKMQGVPPGFGRVIQR
AYDYTIPPGERQLIKT
DGEPDVPPGAIEQGPA
AAPAQPPPGV INDQQL
LPFGCNPPGS I1DVSCY
LTRLCPPPGHVFVCGN
VAMVTSPPGYRIVNDT
RPPQPPPPGTASIVPE
RFRYCAPPGFALLRCN
RPVFSSPPGYLQQIHI
RFRYCAPPGFAILRCN
KFRYCAPPGFALLRCN
RFRYCAPPGFFLLRCN
KFRYCAPPGYALLRCN
RFRYCAPPGLCLLRCN
RPVFSSPPGY 1QQ1HI
RFRYCAPPGYALLRCN
RFRYCAPPGFVLLRCN
RPPQPPPPGAAS I VPE
RCRYCAPPGYALLRCN
RPLQPPPPGAAS I VPE
RLRVCIPPGYFGRFLA

COAT_MEVA
COAT_MUMIM
COAT_PAVBO
COAT_SMSV1

COAT_SMSV4

COAT_SOUV3

COLL_HSVSC
CORA_HPBDU
CRMB_CAMPS
DNBI_HSV11
DNBI_HSVB2
DNBI_HSVEB
DPOL_ADE02
DPOL_GPCMV
DPOL_RHCM6
DUT_VACCC
EBN1_EBV
EBN2_EBV
ENV_AVISN

ENV_BIV06
ENV_FRSFB
ENV_HV2BE

ENV_HV2CA
ENV_HV2D1
ENV_HV2D2
ENV_HV2G1
ENV_HV2KR

ENV_HV2RO
ENV_HV2SB
ENV_MCFF
ENV_SIVM1
ENV2_FRSFV
EXXK_ADEO02
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77 NGLQEKPPGVLSLKYT FIB1_ADE40 152 -
78 DGLQENPPGVLALKYT FIB2_ADE40 153 -
79 DGLQEKPPGVLALKYT FIB2_ADE41 154 -
80 NGFQESPPGVLSLRVS FIBP_ADEOQ2 155 -
81 NGFQESPPGVLSLRLS FIBP_ADEO5 156 -
82 NGFQNFPPGVLSLKLA FIBP_ADEO8 157 -
83 DGFQNFPPGVLSLKLA FIBP_ADEQ9 158 -
84 NGLQEKPPGVLALNYK FIBP_ADE12 159 -
85 NAFQEKPPGVLSLNYK FIBP_ADE31 160 -
86 QGLTESPPGTLAVNVS FIBP_ADECT 161 -
87 CFPILHPPGAPSAHRP GAG_HTLV2 162 -
88 FPVAQAPPGLIPTAPP GAG_HV2G1 163 -
89 MAGLDPPPGFPPPSKH GAG_JSRV 164 -
90 AWRAIPPPGVKKTVLA GAG_MMTVB 165 -
91 KGSKRAPPGLCPRCKK 166 -
92 GQGGDTPPGAEQSRAE GAG_RSVP 167 -
93 DKQAQFPPGLLTQIQS GAG_SMRVH 168 -
94 FRGLTDPPGFTGGTTN HELI_HSVEB 169 -
95 P1YSFTPPGSGNCSGK HEMA_MUMP1 170 -
96 KTR1 INPPGSSRDWVH HEMA_PI4HA 171 -
97 VERI INPPGVLDVWAT HEMA_SV5 172 -
98 YWSVLTPPGEADDPLP HEPA_HSV2H 173 -
99 NPHWLPPPGFYTGGFE HEX3_ADEO02 174 -
100 NPHWLPPPGFYTGEFD HEX3_ADE12 175 -
101 NKHWTPPPGFYTGDFE HEX3_ADEM1 176 -
102 FNPFSGPPGHYPDQFI HEX8_ADEO02 177 -
103 FQPFSGPPGSYPDEFI HEX8_ADEB2 178 -
104 INPFSGPPGTYPDQFI1 HEX8_ ADEP3 179 -
105 NQEVIIPPGIKFTVVT HLIK_ASFB7 180 -
106 AATRPAPPGAPRSSSS ICPO_HSV2H 181 SHRPPPPGHRV Control
107 PRPRPPPPGVGPGGGA ICP3_HSV11 182 SHRPPPPGHRV
108 PRPRSPPPGAGPGGGA ICP3_HSV1D 183 - -
109 GALPPAPPGIRWASAT ICP4_HSV11 184 -
110 PGGGLLPPGARILEYL ICP4_HSVEB 185 -
111 IPRVMWPPGFGAAETV ICP4_VZVD 186 -
112 GKRRHLPPGARAPRAP IE63_EBV 187 -
113 RVEPRGPPGAPPSSGN IRS1_HCMVA 188 -
114 RDPCCRPPGTSSFPRG J1L_HCMVA 189 -
115 ALIPPTPPGTNLILGT KITH_HSVBH 190 -
116 MAACVPPGEAPRSAS KITH_HSVE4 191 LLLAYSPPGASVPTSR POLG_ECO05N
117 DMSPAAPPGLLFTLPA KITH_VzV4 192 LLLAYSPPGASVPKAR POLG_ECO09H
118 FTLPAEPPGTNLVVCT 193 FLLAYAPPGANAPKNR POLG_EC11G
119 PPCGASPPGIRRRSRD KR1_HSV11 194 FLLAYSPPGADPPKSR POLG_EC12T
120 LFAALLPPGSGPSAEA KR2_PRVN3 195 QTSLVVPPGAPATCGV
121 RAPRAAPPGANPAALL MYC_AVIM2 196 FLIAYSPPGAGVPGSR POLG_EC30B
122 PLGRRGPPGAGPAALL MYC_AVIME 197 FLIAYTPPGAGKPTSR POLG_EMCV
123 AIPTRFPPGTVLPQGY NCAP_CVBF 198 YMVAY IPPGVETPPDT POLG_FMDV1
124 YCKRTIPPGYKVDQVF NCAP_IBVG 199 YMVAY IPPGVETPPET POLG_FMDVA
125 DAGVNNPPGAEYKWYD PEN3_ADEGH1 200 YMVAYAPPGMEPPKTP POLG_FMDVO
126 DLEKLSPPGTFQET PIV2_ADEG1 201 YMVAYVPPGVETPPDT POLG_FMDVZ
127 IWAQSLPPGTSAQKAE POL_BAEVM 202 VLATATPPGSVTVPHP POLG_HCV1
128 STGLPYPPGIKECEHL POL_BIV06 203 LVGWPKPPGARSLTPC POLG_HCVBK
129 LLQGHYPPGYPKQYKY POL_SFV1 204 VLATATPPGSVTVSHP POLG_HCVH
130 FYFEKLPPGAYKELTT POL1_GFLV 205 LVGWPSPPGTKSLEPC POLG_HCVJ6
131 GYTTSGPPGSMEPY 1Y POL2_TRSVR 206 VLATATPPGSVTTPHP
132 QTNMVIPPGFPNTAGI POLG_BOVEV 207 LVGWPSPPGTKSLDPC POLG_HCVJ8
133 YQVMYVPPGAPVPSNQ 208 VLATATPPGTVTTPHS
134 LQYMYVPPGAPKPTSR POLG_CXA16 209 LVGWPAPPGARSMTPC POLG_HCVJA
135 LLLSYSPPGAKPPTNR POLG_CXA21 210 VLATATPPGSITVPHP
136 DQIMY IPPGAPRPSSW 211 LVGWHAPPGARSLTPC POLG_HCVWJT
137 ILLSYSPPGAKPPTTR POLG_CXA24 212 VAAQLAPPGAASAFVG POLG_HCVTW
138 YQLMY IPPGAPRPTAW 213 LQYMFVPPGAPKPDSR POLG_HE71B
139 FLIAYSPPGANPPKTR POLG_CXA9 214 LQYMFVPPGAPKPESR POLG_HE71M
140 QTGMIVPPGTPNSSSI 215 LILAYTPPGARGPQDR POLG_HRV14
141 FLLAYSPPGAGVPKNR POLG_CXB1J 216 VQAMYVPPGAPNPKEW
142 FLLAYSPPGAGAPTKR POLG_CXB3N 217 VLLAYTPPGIGKPRSR POLG_HRV16
143 FLLAYSPPGAGAPDSR POLG_CXB4E 218 MQYMYVPPGAPIPTTR
144 FLLAYSPPGAGAPTTR POLG_CXB5P 219 AVMIHGPPGTGKSITT
145 DSFYQGPPGEAVERAI 220 LLLAYTPPGIDKPATR POLG_HRV1B
146 IFMTATPPGSVEAFPQ POLG_DEN1S 221 MQYMYVPPGAP IPKTR
147 IFMTATPPGSRDPFPQ POLG_DEN26 222 LLLAYTPPGIAEPTTR POLG_HRV2
148 IFMTATPPGTADAFPQ POLG_DEN3 223 MQYMYVPPGAPVPNSR
149 IFMTATPPGATDPFPQ POLG_DEN4 224 AIVIHGPPGAGKSITT
150 FLLSYAPPGAGAPKTR POLG_ECO01F 225 LLIAYTPPGVGKPKSR POLG_HRV89
151 - - 226 LQFMYVPPGAPVPEKR
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227
228
229
230
231
232
233
234
235
236
237

239
240
241
242
243
244
245
246
247
248
249
250
251
252
253
254
255

257
258
259
260
261
262
263
264

266
267
268
269
270
271
272
273
274
275
276
277
278
279
280
281
282

284
285
286
287
288
289
290
291
292
293
294
295
296
297
298
299
300
301

IFMTATPPGTTDPFPD
IFMTATPPGTSDPFPE
IYLSATPPGHAPDTGS
LLVSYAPPGADPPKKR
YQIMYVPPGAPVPEKW
LLVSYAPPGAEAPKSR
YQIMY IPPGAP I PGKW
LLVSYAPPGAKAPESR
YQIMY IPPGAPIPGKR
LLVAYAPPGAQPPTSR
YQIMY IPPGAPTPKSW
ILVAYAPPGAQPPTSR
LKVSATPPGHEVDFKT
LKVSATPPGHEVEFKT
LKVSATPPGYEVDFKT
DNFFQGPPGEVVERAI
DNFFQGPPGEVMGRALI
FLIAYTPPGAGKPTTR
FRIAYTPPGAGKPTTR
ILMTATPPGTSDEFPH
ISLVSNPPGVNRVITR
TSLVSNPPGVNRVITR
TSLVSTPPGVNRVITR
PPEVLLPPGTYRTASY
PPEVLLPPGTYRTSSY
SSTAPLPPGTYEPAYL
NPMVVDPPGTTGPTTS
1 1ASVIPPGVDPSSIR
LVRAVIPPGIEIGPGL
AGARPRPPGHHRRARG
VHSFYRPPGTQTSVKV
VHSFYRPPGTQTCVKV
RVKDDSPPGEQVKWSA
VIMMCGPPGIGKTKAA
SSPEPLPPGVYEPAYL
DEIGLYPPGYLTLLQM
QYTSDKPPGFYNWHHG
FILAKCPPGEFLQVSI
EGRYRYPPGVYLTYDS
HVFKSAPPGLYAVSEL
PLFGTPPPGTDFPLAL
EDTIKIPPGIANSQNA
SEYVEGPPGSGKTFHL
SKFIVGPPGSGKTTWL
SEYIVCPPGTDQEAIS
STRGPLPPGTNLSGSE
VTFVMGPPGTGKTTFV
YCTVQGPPGTGKSHLA
KAAARAPPGEQFKHLI
KAAARAPPGEQFKHLV
RTTVQGPPGSGKSHFA
PVNSKAPPGEQFNHLR
EGQRPDPPGEFLNRVK
LGNSDRPPGLDLNQSN
KLYDLLPPGELRKAIC
HCDIEIPPGSNQSLLD
DDYTKLPPGLIESVVM
RTTVRGPPGFKNPFTQ
EVIKTAPPGSFVYRAL
DEMQLYPPGYFDLVVS
DDYSKLPPGYIEALIC
DDYSKLPPGY IEALVS
DDYSKLPPGY IEALVC
EVHKTAPPGSFVYKCI
EVHKTAPPGSFVYKSL
LGKGSIPPGVTAVLTS
LGKNTIPPGVTGLLTN
YRAVGAPPGEAAAAAQ
KVSQIFPPGIITMNNY
KRTQIFPPGLVTMNEY
KVTQIFPPGIVTCNEY
KRTQVFPPGIVTMNEY
KKTQIFPPGIVTSNEY
KRTQIFPPGIVTMNEF
HQKMNSPPGIPIPPPP

POLG_JAEV1
POLG_KUNJM
POLG_MCFA
POLG_POL1M

POLG_POL2L
POLG_POL2W
POLG_POL32

POLG_POL3L
POLG_PPVD
POLG_PPVNA
POLG_PPVSK
POLG_SVDVH
POLG_SVDVU
POLG_TMEVB
POLG_TMEVG
POLG_YEFV1
POLN_EEWV3

POLN_EEVVP
POLN_HEVBU
POLN_HEVME
POLN_LORDV
POLN_MANCV

POLN_RHDV
POLN_RUBVT
POLN_SINDO
POLN_SINDV
POLN_SOUV3

POLR_ASGVP
POLS_EEEV
POLS_SFV
PRTP_HSV11
PRTP_HSVB2
RIR2_HSVBC
RPO1_FOWPV
RPOA_EAV
RPOA_LELV
RRP2_THOGV
RRP3_THOGV
RRPB_BEV
RRPB_CVMAS5

RRPB_CVMJH
RRPB_IBVB

RRPL_EBOSM

RRPL_MABVP
RRPL_NDVB
RRPO_NMV

RRPO_P1AMV

RRPO_PMMV.J
RRPO_PVMR
RRPO_PVX

RRPO_PVXCP

RRPO_PVXX3
RRPO_TMOB
RRPO_TMV
RRPP_PI2H

RRPP_SV5

SPLR_NPVOP
TALA_BFDV

TALA_POVBA

TALA_POVBO

TALA_POVJC

TALA_POVMK
TALA_SV40

TAMI_POVHA

302
303

305
306
307
308
309
310
311
312

314
315
316
317
318
319
320
321
322
323
324
325
326
327
328
329
330

332
333
334
335
336
337
338
339

341
342
343
344
345
346
347
348

350
351
352
353
354
355
356
357

359
360
361
362
363
364
365
366
367
368
369
370
371
372
373
374
375
376

1VDPGCPPGVAPS I PV
TRRSPEPPGADLAQLF
PFKFTGPPGYT IPVHG
PWQLSPPPGVKANVDA
GPEPPLPPGARPRHRF
GPEPPLPPGARPRRRF
NIVSSLPPGSEGY 1YV
SSVAGDPPGADGPYVT
KPARDPPPGAGS
DGVVQVPPGLLNGPLR
TPTPTGPPGAPAAPLS
GSLYPRPPGSGLAKHP
PLAPPGPPGTLPRPDS
DLGSLCPPGSRARHLG
TYDELLPPGTRYGADS
SVVCDGPPGSPTDSAR
VLPVVWPPGWNLVLQE
FMPLTYPPGTELRLCN
LLARTLPPGSGE IVLA
LLAKTLPPGSGE ILLA
NRQAAYPPGTFADNKI
GGDGGAPPGLAVAEME
MATSPPGVLASVAV
AAKDLPPPGYRVGRRG
VGVLLCPPGSTGGRSG
CLEVELPPGERCAGCR
PAAQAHPPGEAGGGFS
PPRPRAPPGANAVASG
DSPKRAPPGAGAIASG
LPFGDAPPGFDDPRNF
STIPSNPPGFDELSNF
EI1DLGLPPGVQVGDLL
EIEIAQPPGVFVGDIL
RSRSALPPGVRPDFIF
KRPCGLPPGVRLVVPA
PCPGGLPPGAPCAIL
GAITRRPPGAHPGARC
GTVIYVPPGIQETRLA
SLPISAPPGWRLDFVE
PPPSVAPPGEKKELPA
PRSACAPPGTLMARVR
Y IWPAWPPGFSLPGAS
LRPQLKPPGLPKPQPI
LTPQLKPPGLPKPQPI
QCCNRCPPGEFAKVRC
AAPNRDPPGYRYAAAM
EYQFKRPPGSTEMTQD
TETSTVPPGTAVLLPA
KSPCAKPPGVHREQRV
LKHVPLPPGMN 1 SGFT
LSTVKVPPGIQVILGH
PVTSSTPPGSPGGQAD
PVTSSTPPGSPPGQAD
LNVVKVPPGIQVILGY
PVTSSTPPGSPGQRDP
1K IMKLPPGVDWSLGY
1QKMKLPPGVDWSLGH
LANVK 1PPGMQA1 LGH
LSTVKLPPGIKSCIGY
LKTMKLPPGVDWSLGH
PVTSSTPPGSPGGQTD
PVTSSTPPGSPGRQAD
1 DHQVVPPGTTSKAKA
LQQVPLPPGMSAHGVT
LKRVPLPPGMRAQALT
TPAAAAPPGVPKPEHG
LPKRDPPPGVPTDEML
IRKCCDPPG I GFPNPF
SGSRSGPPGTVTSLYV
ALECTIPPGSMEIFIL
MIPPGIPVVQLS
DFPWPFPPGVE IPWET
APQEPPPPGTSAPTLE
KFGKTVPPGEGLRAFN
DVPEGRPPGFYFEFRA

TEGU_HCMVA
TEGU_HSV11
TEGU_HSVEB
TEGU_VZVD
TERM_ADE02
TERM_ADE12
U120_HSVMG
ULO3_HSV2H
UL06_EBV
ULO07_VZVD
UL14_HSV11
UL16_HCMVA
UL16_HSV11

UL17_HSVEB
UL24_HCMVA

UL24_HSVE1
UL24_HSVE4
UL25_EBV
UL25_HSV11
UL32_HSV11
UL41_HCMVA
UL43_HSV11
UL49_EBV

UL49_HSVBC
UL49_VZVD
UL52_PRVKA
UL52_VZVD
UL71_EBV
UL71_HSVSA
UL87_HSV6U
UNG_PRVIF
US02_HSVBS
US15_HCMVA

US26_HCMVA
US29_HCMVA
V120_HSV11
V18K_MLVAB
V51K_BWYVF
V51K_BWYVG
VA53_VACCC
VCAP_HSV11
VCAP_VZVD
VCOM_ADEB2
VE1_HPV70
VE2_BPV1
VE2_HPV03
VE2_HPV05
VE2_HPV08
VE2_HPV10
VE2_HPV12
VE2_HPV15
VE2_HPV17
VE2_HPV29
VE2_HPV32
VE2_HPV37
VE2_HPV47
VE2_HPV5B
VE2_HPV70
VE2_PAPVD
VE2_PAPVE
VG02_HSVI1
VG09_VACCC
VG11_HSVI1
VG11_HSVSA

VG17_HSVI1
VG27_BPMD2
VG28_HSVI1
VG39_HSVI1
VG42_BPMD2
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377 NLLYAIPPGSTIPGMR VG59_HSVI1 414 AQAQPPPPGTQAPEAH VP40_EBV
378 KSMETVPPGAYSEVFL VG63_HSVI1 415 VPAATAPPGATVAGAS VP40_HCMVA
379 DLPLDLPPGAYEEPDL VG65_HSVI1 416 PESTDIPPGSIAAAPQ VP40_HSV11
380 DLPRDLPPGAYEEPDL 417 PGYGFPPPGLESQIMA VP40_HSVBC
381 PTTAVIPPGTHSVVPA VG72_HSVI1 418 PYVPLPPPGAMPFAPP VP40_HSVE2
382 CILEAYPPGAGPVSAI VG75_HSVI1 419 LVRYDEPPGEAELFLP VP40_SCMVC
383 PNPTPPPPGASANASV VGLB_HSV11 420 TGGYGCPPGHFGGPYG VP40_VzZVD
384 GGLESGPPGAPGLHRR VGLB_MCMVS 421 GVFGPLPPGTVGLLLG VPRT_JSRV
385 IVRHFYPPGSVYVSWR VGLC_HSVMB 422 GPPPPPPPGLV VPX_HV2BE
386 LDQLTDPPGVRRVYHI VGLD_HSV11 423 GPPPPPPPGLA VPX_HV2D2
387 PDRLTDPPGVRRVYHI VGLD_HSV1A 424 PGPPPPPPGLV VPX_HV2KR
388 LDQLTDPPGVKRVYHI VGLD_HSV2 425 GRPGRVPPGLD VPX_SIVA1
389 TCRCADPPGI ISQNYG VGLF_NDVA 426 GRAGRVPPGLD VPX_SIVAG
390 TCRCVNPPGI1SQNYG VGLF_NDVB 427 GGAPPPPPGLA VPX_SIVAI
391 TCRSADPPGI1SQNYG VGLF_NDVU 428 GRANRVPPGLE VPX_SIVAT
392 HGPADAPPGSPAPPPP VGLG_HSV2H 429 PVGPVFPPGMNWTDLI VS06_ROTBR
393 PIRPTLPPGILGPLAP 430 PVGPVFPPGMNWTEL VS06_ROTE1
394 TDFPPCPPGTTIQTAV VGLG_SIGMA 431 EESPTGPPGSIRTWFQ VSGP_EBOSB
395 DPADENPPGALPGPPG VGLH_HSV11 432 LCCTSCPPGSYASRLC VT2_MYXVL
396 GDPKPQPPGVNHEPPS VGLI_HSV11 433 LFYHCEPPGSAVLYPF VTER_HSV11
397 RPAPGSPPGIPEYAED VGLM_HSV11 434 FKNHRFPPGHLWTMQL VU1_HSVeU
398 LATLATPPGALLLGAL VGLM_HSVBC 435 TRMEFMPPGTPQNLTI VU54_HSV6U
399 HDAITTPPGIMTPIALI VHS_HSVEB 436 LGKGSVPPGITAVLTN VV_SV41
400 SEAISTPPGVLTPIAI VHS_PRVKA 437 LNYGGVPPGHVMCPPR Y054_NPVAC
401 PS11STPPGVLTPVAV VHS_VzZVD 438 LSYGGAPPGHLMCPPR Y054_NPVOP
402 CVEDKPPPGSCPPIEL VL1_HPV14 439 MDYFGAPPGARPAGI
403 CATDNPPPGSCPPIEL VL1_HPV21 440 NVPLIEPPGEIVTEGN Y119_NPVOP
404 EAYYLKPPGEMELKMP VL1_PAPVD 441 ASIHPIPPGLPIDGSV YAL4_ICMV
405 FTIPTIPPGLGLRIYV VL2_HPV04 442 FANELLPPGFSITTPK YBL2_SFV1
406 MIMPT IPPGVALKLFI VL2_HPV60 443 LRLCKWPPGTNYSTPG YG36_BPMV4
407 FSIPTIPPGLGLRIYV VL2_HPV65 444 QQTRRLPPGWGQRTAP YHL1_EBV
408 RASGSPPPGAGRSTAK VMAT_MEASY 445 AQRGHPPPGAGQRPSG YHL1_EBV
409 NKLISRPPGLVEP IHM VNCS_AEDEB 446 TVAQSFPPGELALRDE YHL4_HCMVA
410 RIFDRMPPGFQPSKHL VP10_RDVA 447 QTVWVTPPGSTSSSSV YOR3_SOUV3
411 RVAVLVPPGWENDNLS VP18_NPVOP 448 NLA1YIPPGSDFDYIF YORM_TTV1
412 LDGTDAPPGALTPNDD VP19_HSV11 449 SHRPPPPGHRV Control
413 LGVAPLPPGAFIQNTG VP23_HSVEB 450 SHRPPPPGHRV

Table 12.4: Peptides synthesized on membranes shown in Fig. 9.3
List of peptides, synthesized on the membranes, depicted in Fig. 9.3. Columns are as in Table 12.2.
Peptides on different membranes are separated by rows, indicating the GST-GYF domain fusion
constructs used for incubation and the motif, applied for the database search. Note that the peptide
membrane for the relaxed consensus sequence of PERQ2 is identical to the membrane shown in Fig.
8.3, incubated with CD2BP2-GYF GST-fusion protein. Sequences and identifiers or descriptions of
these peptides are listed in Table 12.2 and are omitted here. Peptides with identifiers in italicized
letters were synthesized onto the membranes for other reasons and are stated here just for
completeness.

SPOT-
number

Sequence

Accession

Number/Description

PERQ2

PPG[AEFHILMSTWY] x (0,40) PPG[AEFHILMSTWY]

-Sequences listed in Table 12.2-

PERQ2

PPGL

OCoO~NOOAWN -

SHRPPPPGHR
SQAPSHRPPPPGHRVQ
ATSQHPPPPPGHRSQA
VMQKRSRAIHSSDEGE

NIpYSVPHDSTQ
SITSPPLSPALPKYKL
PILQEEPLPPLALVPF
ERWRPHSPDGPRSAGW
VQKEP IPEEQEMDFRP

Control

Negative Control
075137

LLILPPPVPNPSPTLR
VPFSPGPAPPPHMGEL
PQQQQRQQPPQQPPQQP
VASPPPSPAMPKYKLA
GSITSPPPSPALPKYK
SHRPPPPGHR

SQAPSHRPPPPGHRVQ
ATSQHPPPPPGHRSQA
VMQKRSRAIHSSDEGE

NI1pYSVPHDSTQ
KGVCPEPPGLDDPLAQ
YLDKAPPPGLPAETIK
GSGPQPPPGLVYPCGA

MLV 1 PPGLSEEEEA
QPPLNCPPGLEYLSQI
SMDRS 1PPGLVNGLAL
HDHSPHPPGLQPASSA
PPGPPPPPGLPPSGVP
AHNKALPPGLSKEQAP
ARYGVEPPGL IKLEKE
PPPPSPPPGLLPLLPP
PSENSMPPGLSTPTAS

QBY7WO:

Control

Negative Control
AA2A_HUMAN
AAB50213
AAHO06132
AAH25235
AAH32718
AAH33634
AAH36093
AAH38224
AAH40207
AAH40470
AAH52968
AAH52983
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DSAMH1PPGLKPHPER
MGGQQAPPGLGP I LED
ELAGEMPPGLNFDLDA
SGVPGRPPGLEEELTL
EEYAWVPPGLKPEQVY
AGPPPAPPGLPAGADC
KLLDRPPPGLQRPEDR
AGPPPAPPGLPAGADC
ETLSSPPPGLEGKADR
YQDRVAPPGLTQIPQI
VPSPWPPPGLGPFLLL
LNPGQGPPGLGDPGSL
YKRGNFPPGLLVIAPG
ELPSSPPPGLPEVAPD
RPPEERPPGLPLPPPP
PDLYDVPPGLRRPGPG
PVSTAMPPGLAKSSSE
VALLCGPPGLGKTTLA
KFLVRWPPGLAEVVLS
MAPQVHPPGLALNAVG
RSPPSSPPGLEEPLDG
PGELGQPPGLYPSSHP
YLDKAPPPGLPAETIK
SWSGLPPPGLSPPSRP
SHRPPPPGHR
VMQKRSRAIHSSDEGE
NIpYSVPHDSTQ
QLRISFPPGLCWGDRM
QRPGPRPPGLPARPEA
1 CVQWDPPGLAEQHGY
RLRRSLPPGLLRRVSS
RSTMSLPPGLLGNSWG
QLMAPTPPGLRNSLNR
NNASASPPGLGAQPLP
LALQPGPPGLHPFPFH
GPAPTPPPGLSYSGSF
QDLERVPPGLLALDNM
PPPPSPPPGLLPLLPP
YLQARRPPGLEYCYNP
FLRARRPPGLDYSFDT
LSVQNFPPGLYCKTSM
APETRGPPGLLCDLDA
PLLGCPPPGLSGSGPI
LLTTAPPPGLQPGAGG
PRADPEPPGLAAGLVQ
NGLEVAPPGL I TNFSL
GLLAAPPPGLGRVRLG
TSWPACPPGLVHTLGN
NLASYLPPGLALRPLE
VPPGAGPPGLGGPRPV
PGEDRTPPGLAAEPER
KKVRKVPPGLPSSVYA
QGADFQPPGLYPRPDF
MERPPGLRPGAGG
AREGRLPPGLSASPQP
QLDLHFPPGLSFRKVE
KKVRKVPPGLPSSVYA
DPYRGMPPGLQGQSVS
SHIQIPPGLTELLQG
MAEKAPPGLNRKTSR
PGEPTPPPGLLLFPSG
ASEAGRPPGLETYGFP
SLSWHLPPGLSAKMLS
CQVIPLPPGLPLTHAQ
TGRCNCPPGLSGERCD
TKSSAVPPGLPVYLDL
LFATQNPPGLYGGRKV
PSENSMPPGLSTPTAS
GNQGLPPPGLTISNSC
EEHVLAPPGLQPPHCP
ESPGEPPPGLELFRWQ
PNVTIKPPGLTDLEVT
VMASPPPPGLPAGSGP
QMLAPPPPGLPRLALP
MDLELPPPGLPSQQDM

AAK2_HUMAN
AAM20739
AAP35525
AAP35630
AAP36091
AAP36093
AAP41133
AAP44001
AAP46636

ATNB_HUMAN
BAA74450
BAC06168
BAC65211
BAC77376

BAT2_HUMAN

BCA1_HUMAN

BRD2_HUMAN
CAB53056

CABI_HUMAN
CAD92588

CCAI_HUMAN

CCB1_HUMAN

CDK4_HUMAN

CG1_HUMAN
Control

Negative Control
CHD3_HUMAN
CLR3_HUMAN
CLR3_HUMAN
CN3A_HUMAN
DF5L_HUMAN
DOC6_HUMAN
DRPL_HUMAN

EGR4_HUMAN
ELM3_HUMAN
EPB3_HUMAN
FGR1_HUMAN
FGR3_HUMAN
FMR2_HUMAN
FXH1_HUMAN
FXN1_HUMAN
FZD2_HUMAN
GAK_HUMAN
GP17_HUMAN
GP62_HUMAN
HAIR_HUMAN
HAIR_HUMAN
HAN2_HUMAN
HCN4_HUMAN
HTF4_HUMAN
HXD4_HUMAN
IKKA_HUMAN
IPF1_HUMAN
ITAL_HUMAN
ITF2_HUMAN

KAP2_HUMAN
KCB2_HUMAN
KFC1_HUMAN
LGR6_HUMAN
LH2A_HUMAN
LMA5_HUMAN

MAPB_HUMAN
MDN1_HUMAN
MICA_HUMAN
MITF_HUMAN
MYF6_HUMAN
NAH5_HUMAN
NCO6_HUMAN
NCR2_HUMAN
NFIC_HUMAN
NFL2_HUMAN

107
108

110
111
112
113
114
115
116
117
118
119
120
121
122
123
124
125
126
127
128
129
130
131
132
133
134
135

137
138
139
140
141
142
143
144
145
146
147
148
149
150
151
152
153
154
155
156
157
158
159
160
161
162

164
165
166
167
168
169
170
171
172
173
174
175
176
177
178
179
180
181

GAMDGAPPGLGAPLGA
LSPPPPPPGLYFSPSA
GPRCACPPGLSGPSCR
TFHCLCPPGLEGQLCE
TKVAVTPPGLAREDWK
1QRGQWPPGLPGPSTY
SPPPQ1PPGLRPRFCA
GSLQPRPPGLLSDPST
SHRPPPPGHR
VMQKRSRAIHSSDEGE
NI1pYSVPHDSTQ
GSLQPLPPGLKRFSCL
FPGP I GPPGLKGDRGA
CNPAWPPPGLAPHLTH
PSSPAQPPGLTQSQNL
VVPAAPPPGLPGEGAE
GTAQPPPPGLQPHAEP
RAVPQGPPGLPPRPPL
GDQDGPPPGLGRV IGE
DAHLGLPPGLAKKSSS
GLSQSGPPGLLPSPSF
WEHRSPPPGLSKFELC
TALPTAPPGLLGTPYA
PASPGPPPGLAAYTAK
ETLSSPPPGLEGKADR
TWAGKPPPGLHLDVVK
DPPPPPPPGLPCSGAL
YLQARRPPGLEYCYNP
QPRHLAPPGLHPVPGG
GAPTQYPPGLGPPPPM
GMPTVIPPGLTREQER
GNFK 1 EPPGLFRGRGD
ARDPMRPPGLVRNLQV
KKVRKVPPGLPSSVYA
ELPSSPPPGLPEVAPD
GVSQEGPPGLPPQPPP
1DQLLEPPGLGARCDH
PVTPLRPPGLGSASLH
PPGSPEPPGLTQLSPG
PSENSMPPGLSTPTAS
KSKPELPPGLSPEATA
SMDRS IPPGLVNGLAL
NGLEVAPPGLITNFSL
SRLPELPPGLHLPQLK
KKVRKVPPGLPSSVYA
LPGLPRPPGLPAAPWL
TAPSRPPPGLTGQKPP
RSPPSSPPGLEEPLDG
I SVRGGPPGLRSARSG
LRFRGAPPGLHALTSR
EILKAVPPGLVHLGIC
KRSRVAPPGLSS
ELAGEMPPGLNFDLDA
GLLAAPPPGLGRVRLG
RTFTPQPPGLERLWLE
TIRVIAPPGLGTFAFN
VRRDPAPPGLRELCIQ
DYAY IPPPGLQPEPGY
LGLYPPPPGLTEIPPG
GPQCPGPPGLPAQARA
MLV 1 PPGLSEEEEA
AQSLVPPPGLPGSSTP
GVLPYFPPGLPPPDAG
PSRTAVPPGLSSLPLT
QPRHLAPPGLHPVPGG
SHRPPPPGHR
VMQKRSRAIHSSDEGE
NI1pYSVPHDSTQ
SLCVALPPGLAVSVLK
LEGLPLPPGLKQVLHN
ASGPPAPPGLAAGPGP
TSGPSTPPGLVLPHTE
ESDHEYPPGLLVAFSA
SFGGGGPPGLGGLFQA
GTAQPPPPGLQPHAEP

NK24_ HUMAN
NK61_HUMAN
NTC3_HUMAN
NTC4_HUMAN
NUAM_HUMAN
000443
015446
043263
Control

Negative Control
060448
060505
060623
075359
075808
076022
095364
095714
095785

P121_HUMAN
P285_HUMAN
PCB4_HUMAN

PCN2_HUMAN
PPR8_HUMAN
PRDD_HUMAN
Q02063
Q12996
Q15182
Q15913
Q86Vv82
Q86VF2
Q86VM2
QB86XP8
Q86YS8
Q8IUH1
Q8IVH2
Q8IVL6
Q8IVS9
Q8IXJ8
Q8lY86
Q8N5S7
Q8N6C4
Q8NEH3
Q8NET5
Q8NEZ0
Q8NFX6
Q8NG09
Q8NGZ7
Q8NI35P
Q8NI38
Q8NI97
Q8TAMO
Q8TAY0
Q8WW91
Q8WWV8
Q93052
Q96BC6
Q96DV1
Q96F56
Q96G51

Q96L91
Q96QD6
Control

Negative Control
Q96RK5
Q96RY2
Q96S59
Q96T58
Q9BRQ5
Q9BU37
Q9BUJ2
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182  PPPPPPPPGLGLGFPM Q9BWD2 3 QSSQPPPPGLSGSQGD Q6QTF1
183  PPQKRPPPGLSDPWGA Q9BXMS 4 SVPLLPPPGIPSNESE
184  NGLKLNPPGLREFPSG QIBYX3 5 QPDVHPPPGMLRFPPP
185  PGPPQAPPGLPGQASL Q9BZJ5 6 RCPVSAPPGFSVPTPS Q6RF52
186  FDPAPPPPGLGSSRPS Q9GZMS8 7 TPSRPPPPGFSSNGRD
187  TALPTAPPGLLGTPYA QIGZT1 8 PQGYMPPPGVPQMMAP Q84VV2
188  PASPGPPPGLAAYTAK 9 QNGILRPPGMAP IPGQ
189  EPRTPGPPGLTTTPAP QOH1C2 10 PGQGGGPPGMAPIPGQ
190  GAWGSLPPGLTFQNKL Q9H2I5 11 GNIPLMPPGLPPPPPP Q8GUKS
191 GMMGGYPPGLPPLQGP QOH2T5 12 QGPTFQPPGIMYYGAP
192 TALPTAPPGLLGTPYA QYHCU2 13 PPESYPPPGYQSHYPP Q94076
193 PASPGPPPGLAAYTAK 14 YQSHYPPPGYPSAPPP
194  SDTPSPPPGLSKSNPV QINPQ1 15 YPSAPPPPGYPSPPSH
195  SDTPSPPPGLSKSNPV QINZN6 16 HQEVAWPPGVEVPGAA Q941Q3
196 NYSNWGPPGLGPSMLS QIUBGO 17 SAVEPLPPGVKRTSEA
197 PGELGQPPGLYPSSHP Q9UD79 18 YAPPVYPPGYPPGYPF QICAQ5
198  QQQPPPPPGLLVRQNS QIUGY9 19 VYPPGYPPGYPFSYPT
199 LGLYPPPPGLTEIPPG QOUHB4 20 LLEEKSPPGIVDKFGW QYFND9
200  QVMQTIPPGLFWRFQI QOUKZ4 21 LVDGGCPPGLVL 1DDG
201  EPGIQGPPGLPGPPGP QOUM16 22 RPQVSAPPGFSAPNRL QILSS9
202 SPPPQIPPGLRPRFCA QIUPF6 23 APNRLPPPGFSSHERV
203  GPPPGPPPGLPPGPPP QOY2W2 24 SAVEPLPPGVKRTSEG QILTWE
204  PPLGPAPPGLFPPAPL 25  RTQVSAPPGFSAPNRL QIM1E4
205  SFPFTFPPGLFARYSV QoY4C4 26 APNRLPPPGFSSHQRG
206  FGPPIPPPGLGGGAFG RBMC_HUMAN 27 NPRSMGPPGFPGIGGP QISGWY
207  PGFGSGPPGLGSAPGH 28 FPGIGGPPGFPGTPFG
208  GSLQPRPPGLLSDPST RED1_HUMAN 29 PPPVTTPPGLLPPITT QUSXE7
209  KLKQSLPPGLAVKELK RL38_HUMAN 30  LPPITTPPGLLPPVTT
210  PSFCPNPPGLEALSPN RON_HUMAN 31 LPPVTTPPGLLPPVTT
211 GKMNSGPPGLGGKRKG RRST_HUMAN 32 LPPVTTPPGLLPPIIN
212 PPGMIPPPGLAPGQIP RU1A_HUMAN 33 GLMITQPPGMFTVPPG WRK3_ARATH
213 PPPPPPPPGLGLGFPM S3B2_HUMAN 34  PGMFTVPPGLSPATLL
214 LLLSPPPPGLPSLHSL SIX2_HUMAN 35 - -

215 MGTPPGLQTDCEA SNC1_HUMAN 36 -
216 KLKEFMPPGLQELIPF SYS_HUMAN 37 -
217 NGLKLNPPGLREFPSG T2AZ_HUMAN 38 -
218 FLREPGPPGLSHQLMS TAU_HUMAN 39 -
219 KKVRKVPPGLPSSVYP TFE2_ HUMAN
220 ANFKIEPPGLFRGRGN TOP1_HUMAN GYN4
221 LEGCFCPPGLYMDERG VWF_HUMAN PPGF
222 SFGGGGPPGLGGLFQA WAIP_HUMAN
223 PPGPPPPPGLPSDGDH WASL_HUMAN 1 GHPQATPPGFPGHQIN ARRC_ARATH
224  PGKCICPPGLEGEQCE WIF1_HUMAN 2 WNPAMPPPGFYPPPGY BF2A_ARATH
225  HHQRDGPPGLVPMELE ZAP3_HUMAN 3 QQQPPSPPGFPITGNL C729_ARATH
226 MAPQVHPPGLALNAVG ZEP1_HUMAN 4 YRQFPCPPGFPITGNL C72W_ARATH
227 SHRPPPPGHR Control 5 QRKPPSPPGFP I IGNL C72X_ARATH
228 VMQKRSRAIHSSDEGE 6 CFYNCGPPGFF LC12_ARATH
229 NIpYSVPHDSTQ Negative Control 7 VQGLCVPPGFDPIDQA LC28_ARATH
230  SAPHPGPMQKGPKEPI 075420 8 PPQPNLPPGFRFHPTD NA18_ARATH
231 RVPFAPGPSPPPLLGN 9 LTQLSLPPGFRFYPTD NA19_ARATH
232 LGDLTPPPPPPPQQQQ 10 MVEAKLPPGFRFHPKD NA22_ARATH
234  RQLHKQPPPREPARAQ 12 SELLQLPPGFRFHPTD NAC2_ARATH
235  QLRTASLPAIPNPFPE Pepscan of 18 WRWKIRPPGEINLQIL NUCC_ARATH
236  TASLPAIPNPFPELTG GRB10_MOUSE 14 GDSQYLPPGFRPHPTD 004017
237 SLPAIPNPEPELTGAA - 15 DVPDIRPPGFVKEPLS 004254
238 GAAPGSPPSVAPSSLP 16 ASPVLKPPGFSTPRVS 004535
239  VAPSSLPPPPSQPPAK 17 DPLTFLPPGFLERTKK 004622
240  PPPPSQPPAKHFPPGF 18 PGHPHLPPGFRFHPTD 022734
241 PPSQPPAKHFPPGFQL 19 RGVLRLPPGFRFHPTD 022798
242 PPAKHFPPGFQLSKLT 20 SEESKLPPGFLETVDK 022820
243 PQRKGLPPPFNAPMRS 21 SKGCKCPPGF 1GDGLK 022925
245 _ _ 23 EVYMAQPPGFIDKDRP 023529
245 _ 24 FWMPQAPPGFVSLGCV 023557
247 _ 25  FWRPHPPPGFASLGDY 023558
248 _ 26 EVYVTQPPGFVDKDNA 049143
249 _ 27 SLTGPIPPGFQNLTSM 049318
520 _ 28 MGSSCLPPGFRFHPTD 049697
29 AFKISFPPGFRPNASY 064539
GYN4 30  STPPPPPPGFSSNQRG 064642
31 VCSKQLPPGFQC 065369
PPG[FILMVWY] x (0,40) PPG[FILMVWY] 52 KDKYEEPPGENCUASG Oonaoe
1 WNPAMPPPGFYPPPGY BF2A_ARATH 33 ILSVPQPPGFFVPQNK 065472
2 PPGFYPPPGYPMPFYP 34 TLPVPLPPGFFFRNGP 065477
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ALAEPRPPGFFFRSKQ
ALAVPRPPGFFLRSKQ
TLPVPQPPGFFFRERS
TLHVPQPPGFVFRVRF
RKFPPIPPGFLKIEDL
DQSCSVPPGFRFHPTD
RPPMPRPPGFPVPGSF
DVQDDLPPGFSSPCTD
SVKCECPPGFKGDGTK
SVKCECPPGFKGDGVK
NGQSQVPPGFRFHPTE
SLIMSKPPGFKYKSGQ
SYPPLKPPGFTQQPNY
TVFMTQPPGFEDPSRP
YKKHGYPPGFKGKLPE
YQQPNPPPGFTQQPQQ
TLDDTVPPGFDATNQN
PFS1LMPPGFD IDMHQ
VWQEGLPPGFVHRVTI
MAPMSLPPGFRFHPTD
SFVWNFPPGFK I GKYF
RCPVSAPPGFSVPTPS
TPSRPPPPGFSSNGRD
NYQPPPPPGFVTQQNQ
NYQQQPPPGFAPQQNQ
PMSGGLPPGFRPMGGG
PSFVYYPPGFRQILNY
MNLPPGFRFFPTD
VPVVDPPPGFSLPFEI
ELDEELPPGFEESLAR
EVYMRLPPGFKCSDPS
TLPVPQPPGFFFRNGP
MDT I SAPPGFVSQTSF
YGHSQPPPGFNPMYGA
TVSVETPPGFNIQVTP
VPSGNLPPGFDPSTCR
VVVFTAPPGFKPPEPK
LLDFTGPPGFVHQVSP
DIGSKLPPGFRFHPSD
MDLPPGFRFHPTD
QSLFSMPPGFDQRKQH
RADYTFPPGFTGEQKR
SGSVSVPPGFSSDYCY
QKQNFGPPGFTQQPQQ
SRDILDPPGFSRASQE
RFLCTVPPGFGARRIW
TLGILKPPGFEEYRTS
YSRNDFPPGFVFGSGT
PRGPDLPPGFEGNHYA
QQHQLGPPGFTNVHAV
PVYMLQPPGFVDQEKP
EVYMAQPPGFVDKDRP
SPDLSGPPGFQSLPAS
ALAVPQPPGFFFRSNH
DERCEPPPGFDNSVVA
LTLISLPPGFDISKIP
GGVGGAPPGFRLPLNA
RLSGPLPPGFLSALDQ
SSNGGVPPGFRFHPTD
DIYMKPPPGFKTTDPS
SSFVYYPPGFRQILNY
IMQSSMPPGFRFHPTE
GADLQFPPGFRFHPTD
PNQYALPPGFEQPQYK
FGASDKPPGFSYTMES
GRSMRLPPGFRFDPDD
DYSCS1PPGFRFHPTD
KVASNLPPGFEATDYA
EVY IKFPPGFGSDDNR
ALYVTKPPGFKYKSGM
EELVDLPPGFRFHPTD
EEHIDLPPGFRFHPTD
HQPPPPPPGFYRLPAP
EVYVSQPPGF IDRDRP
EEQMDLPPGFRFHPTD

065478
065479
065480
065483
065500
065508
065671

080663
080977
080979
081033
081211

081495
082493
082607
082610

PRH_ARATH

Q39089
Q67XH7
Q67240
Q689D6
Q6RF52

Q7FZN4
Q7FZS4
Q84wQ1
Q8GRX1
Q8GWKG6
Q8H1K9
Q8L3P4
Q8L700
Q8L710
Q8L7T6
Q8L9T4
Q8LAE1
Q8LAP3
Q8LAP7
Q8LAY7
Q8LB22
Q8LF13
Q8LPN4
Q8RWJ1
Q8RXD9
Q8S8J9
Q93VE6
Q93771
Q940V3
Q94A86
Q94C33
Q94C89
Q94KV0
Q94LA8
Q9AUB4
Q9C5S8
Q9C6G0
Q9C6G8
Q9C7H2
Q9C7S5
Q9C878
QOC8F4
Q9C8J9
QOC8W9
Q9CARO
Q9FF62
QOFFW9
QIFGQ1
Q9FH59
Q9FH61
QOFIC5
Q9FJD6
Q9FK44
Q9FKAO
QIFKP8
Q9FLA4
Q9FLJ2

110
111
112
113
114
115
116
117
118
119
120
121
122
123
124
125
126
127
128
129

131
132
133
134
135
136
137
138

140
141
142
143
144
145
146
147
148
149
150
151
152
153
154
155
156
157
158
159
160
161
162
163
164
165

167
168
169
170
171
172
173
174
175
176
177
178
179
180
181
182
183
184

DEQMDLPPGFRFHPTD
RAKSGPPPGFTGAKQN
STQRFIPPGFSWTALR
FRQNSPPPGFTELASE
KGEASVPPGFEK IWTP
DDLPSVPPGFESYATF
NSFSHVPPGFRFHPTD
TVYMYEPPGFVDNKNP
EVYMQFPPGFRTGDKT
PSDDNLPPGFGGPFSA
NGVLRLPPGFRFHPTD
TSGCRCPPGFKGDGLK
EVYVTQPPGF1DPDRP
YQPQLPPPGFTQQQQQ
TLPVPRPPGFFFRNRP
TLPVPRPPGFFFRNRS
TLNVPQPPGFFFRNRP
LPPLQFPPGFHQLNPN
SSGVQAPPGFLDEFFK
DSDNSRPPGFETASPK
EVY IEQPPGF I EEKEE
NCGKNPPPGFKCPA
EDESLMPPGFRFHPTD
HRPIPSPPGFP 1 1GNL
QEIVQNPPGFDTEPVP
AELGSPPPGFPSSKVA
SEKIDLPPGFRFHPTD
DDIVFIPPGFEVSTEQ
RSRQLPPPGFTQQQQQ
NYHQPPPPGFAPQQNQ
ATRENVPPGFGEQKAP
RQALSPPPGFQAVFPQ
QPALQKPPGFRDQQNQ
LQIPKPPPGFASDQKP
GRFYVDPPGFVERLNS
EEDPELPPGFG

RMPRESPPGFNDELK
YQQQLPPPGFTQQQQQ
NGQSKVPPGFRFHPTE
LFGMLFPPGFDYTYPL
IPSGNLPPGFDPSTCR
MVGSFLPPGFRFYPTD
RPPLWIPPGFYSNILI
MEENLPPGFRFHPTD
MAPVGLPPGFRFHPTD
MVEANLPPGFRFHPRD
RPQVSAPPGFSAPNRL
APNRLPPPGFSSHERV
QSTYEKPPGFGGEPDK
1SGSI1PPPGFAPRASA
FRQIGIPPGFDVNHLG
NRGLVKPPGFSLLELN
TIAYVLPPGFKFMPND
AADDDVPPGFGPVASR
RRPHTTPPGFCRHQGR
APRPLVPPGFASTILE
RTQVSAPPGFSAPNRL
APNRLPPPGFSSHQRG
PPPSSAPPGFSENNNI
QRFVLRPPGFEQNKCV
LPNGECPPGFLGFAVN
TIAYVLPPGFKFVPND

RHKAQIPPGFFV
MAPVSLPPGFRFHPTD
GGQLSVPPGFRFHPTE
RNERGLPPGFRFHPTD
SKFENVPPGFGFNSTT
TGFWPTPPGFGGGT
NPRSMGPPGFPG 1GGP
FPGIGGPPGFPGTPFG
RLSGPLPPGFFSTLDQ
GNYQQQPPGFAPPQHQ
NSFSQVPPGFRFHPTD
YKKHGFPPGFTPKGKS
FRVRDFPPGFLDNIAR

Q9FLR3
Q9FMM3
Q9FN44
Q9FNJ2
QOFNQ6
Q9FRS3
QIFWX2
Q9FX18
Q9FXB7
Q9FXI14
Q9FY93
Q9FYH7
Q9FZK7
Q9FZN9
QOLDMS
QILDS6
QOLDTO
QI9LEZ9
QILF41
QOLFCO
Q9LH44
QOLIES
QOLIL8
QOLIP7
Q9LJ94
QILJAG
QILJW3
Q9LK46
QILKR9
QILKT2
Q9LMB7
QOLMB8
QILMN2
QILMS9
Q9LN29
QILN96
QILNS2
QoLPB1
QOLPI7
Q9LQ02
QoLQl9
QILQK5
QI9LR50
Q9LS50
QILSH5
QILSI1
QILSS9

QILT25
QILVG3
QILVP1
QILW32
QILXY4
QOLYE6
QOLYL7
QoM 140
Q9M1E4

Q9M1Q0
Q9M342
QI9M3A7
QIM3C9
Q9M912
QIMIONS
QI9MA17
Q98851
Q9S9Q3
QI9SFZ3
Q9SGW9

QI9SHI3
Q9SHM3
Q9SI80
Q9SIM3
Q9SJIN9
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185  NYQPQPPPGFAPQQNQ Q9SJS1 22 QHQQPPILPPPGLMYT CLG1
186  TPSRPPPPGFSSNGRD Q9SK04 23 DLGYSVVSQPPPGYEQ YHLOO2W
187  FEDHPLPPGFGSNICK QISK31 24 TSTSMPPPGVPPSGNN RRD1
188 YQQQQPPPGFTPHQQQ Q9SKR9 25 NH I TAPPPGGFWDDAS IME2
189  DKDLDAPPGFDSGSHV Q9sL27 26 QENEGPPPPGYMCYRC YKL059C
190  DDSSSSPPGFFDGGGV Q9SL38 27 PAPPPPPPPPPGAFST VRP1
191 MESCSVPPGFRFHPTD QoSL41 28 PNRNS I PPPGMNPNAN CST9
192 EVYMKLPPGFEASHPN QOSLFO 29 NMSLKLPPPG1QDDHS VIP1
193 DPSYPIPPGFQFDKLP Q9SLI4 30 DLIEARRPPG I FAAMN MYO5
194 MSLPPGFRFHPTD QISLK1 31 HSKKPAPPPPGMQNKA
195  DPRSSLPPGFRFHPTD Q95QQ5 32 RNGE I LPPPPGFEFTM YMR171C
196 QEVVDLPPGFRFHPTD Q9SQQ6 33 LAQNRRIPPPGFSONI INP53
197  HSSPLEPPGFQLNAST QISQW9 34 NVGNQPPPPG I ESQWK YPL105C
198  RNWNIRPPGFSSDEFK Q9SR71 35 NAQMRFPPPGILTGVK NEW1
199  FNQPPSPPGFWISFLR QISRRO 36 VTILAPPPGDAYLLVQ MUP1
200  MAPVSMPPGFRFHPTD Q9SRZ8 37 KNKPNPPPGSDDCYCT ZAP1
201 RPRVNRPPGFMRF ISN Q9SSM2 38 SQQYAPPPGPPPMAYN YOR197W
202  CGADYPPPGFRCRENE Q9SUV8 39 PYYPPPPPGEHMHGRP NOP3
203  TVYMYQPPGFENQDRP Q9SV56 40 FSGTVPPPGRTKAARP RRPW_YEAST
204  GHQNQQPPGFRQAQQL QISWV7 41 TSTSMPPPGVPPSGNN YIP3_YEAST
205 ILYLRIPPGFRI ILRG QISW29 42 STPPPPPPGL I AHQGP YKU4_YEAST
206  EFGHKDPPGFETYLAD Q9SW43 43 AQNVTPTPPPGLTSS  MSL5 as Positive Control
207  DVYMSQPPGF IDKDRP Q9SXQ3 44 SSIAPPPGLSGPPGFS
208  ELYMSQPPGFVDKNRP QISXQ5 45 INKPTPPGLQGPPGL
209  LPSGNLPPGFDPTTCR Q9SYG4 46 VMQKRSRA IHSSDEGE
210  LAQLSLPPGFRFYPTD Q9SZR8 47 N1pYSVPHDSTQ Negative Control
211 YOQONSPPGFTQQPQP QOXH31 48 1 1CFVGPPGVGKTSIG PIM1
212 YKKHGFPPGFTPKGKA QoXII7 49 RLYETTPPGVVMGLAW
213 YKKHGFPPGFTPKDKV QOXIL8 50 RGVLLHGPPGCGKTSI YLLO34C
214 YQQQQPPPGFTPQQYQ Q97Q08 51 VLLWGPPGCGKTLLAK
215  KEEEALPPGFRFHPTD Q9zQ25 52 PQSLRAVKPPGLFARF DRS2
216  EVYVTQPPGFVIEGKE Q9ZQE9 53 MSPMYAPPGAQSQFTQ YBLOO5W-A
217 NYQQQTPPGFAPQQHK Q9ZQJ9 54 SVAVQAPPGYGKTELF YBL111C
218 AYDKRAPPGFVRKSEQ Q9ZRE3 55 GLYDYGPPGCAFONNI YBR121C/GRS1
219 KQPQDYPPGFHV Q9ZT57 56 STSPTISVPPGVTRTV YBR130C/SHE3
220  EVYMSQPPGFVDKDRP Q9ZT94 57 TRKYFSAGNYKLPPGI YBR205W/KTR3
221 DVYVAQPPGF INPDRP Q9ZUJ1 58 ETEMVFPPG IFYEFAS YBR229C/ROT2
222 EVYMKLPPGFRHSHPD Q9ZVWO 59 LPGEGNILPPGVSLPN YBR251W/MRPS5
223 RSLFSMPPGFEAGKPG Q9ZW02 60 H1QTNNNMPPGVQKNF YBR260C/RGD1
224  RSLFSMPPGFEGEKTG Q9ZW07 61 LL IPPGFPTKNYPPGT YCL010C
225  LTGAVTPPGFRFWTS QORL_ARATH 62 1 YVKQPPGFVNERNPD YCLO74W
226  PPFGPFPPGFSSFYPF SUV1_ARATH 63 FLVKEKPPGVNVNSSV YCRO007C
227  RELIEPPPGFKDNRVS SUV2_ARATH 64 KAKT IVWNGPPGVFEF YCRO12W/PGK1
228 - - 65 RLHLPFPPGLPSYMEG YCROB8W/CVT17
229 - 66 APRREDMPPGWMPGSK YCRO76C
230 - 67 QSAQPPGVNVPNPQGG YCRO093W/CDC39
231 - 68 SYSRPSAPPPGYETAS YDLO12C
232 - 69 IFMLGRIFPPGCTVTA YDLO052C/SLCA
233 - 70 KFKL 1QQVPPGLDALV YDL132W/CDC53
234 - 71 TQPLHVYYPPG I SSPD YDL183C
72 VFPPGVNDDELP IRGQ YDROB9C/DOA4
SMY2 and SYH1 73 ANDFDGVFPPGVNDDE
PPG[ACFGILMVWY] 74 RSIYEIFGPPGIGKTN YDRO76W/RAD55
_ 75 MTLSLNTPPGVHCQPL YDR133C
1 AQNVTPTPPPGLTSS  MSLS5 as Positive Control | 7g AQNVTPTPPPGLTSS  MSL5 as Positive Control
2 SSIAPPPGLSGPPGFS 77 SSI1APPPGLSGPPGFS
3 INKPTPPGLQGPPGL 78 INKPTPPGLQGPPGL
4 VMQKRSRATHSSDEGE _ 79 VMQKRSRA I HSSDEGE
5 NIpYSVPHDSTQ Negative Control 80 NIpYSVPHDSTQ Negative Control
6 MSGLPPPPPGFEEDSD PRP8 81 PYQMSPMYAPPGAQSQ YDR170W-A
7 DLALPPPPPPPPGYEI 82 QMSPMYAPPGAQSQFT
8 DFTLPPPPPPPGLDEL 83 DIDQYTIPPGLDLLPT YDR200C
9 ETSTPPPPPPGL IAHQ EAP1 84 RMVL 1GPPGAGKGTQA YDR226W/ADK1
10 FPQRMMPPPPGLVQFQ 85 RT INAFPPGACSEYSG YDR245W/MNN10
" QYMPPPPPPGFFPMHP 86 SRLIGAPPGYVLSESG YDR258C/HSP78
12 QAQNVTPTPPPGLTSS MSL5 87 DLVKIYPPGMKIWIVS YDR403W/DIT1
13 EQPKFSLPPPPGMTTV 88 KLTNEDPPGLMYLKAF YDR443C/SSN2
14 SSIAPPPGLSGPPGFS 89 SVAVQAPPGYGKTELF YDR545W/YRF1-1
15 MNQLTGIPPPGLMNNS CCR4 90 RTHRYLPPGYLEGEPV YELO32W/MCM3
16 NTTVRPPPPGVIVYRL SuL1 91 THRSSGKLPPGFEIVS YEL047C
17 SQFAPPPPPPGVNVNM PAT1 92 PSVAVQAPPGYGKTEL YEL0O77C
1 g Egigggigi%ggggﬁ ng/‘l’é 120 93 MAASVPPGGORILQKR YER019C-A/SBH2
94 PPLNVSTPPPGIFGPQ YER068W/MOT2
20 PLNVSTPPPGIFGPQH MOT2 95 DQYGRLPPGWERRTDN YER125W/RSP5
21 TWPRPKGPPPGVNNEK YFLO10C 96 GHFDHYPPGYDPTDPN YER166W
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SVAVQAPPGYGKTELF
EEIELPPGVKKPLNLL
GTTWPRPKGPPPGVNN
EKSSRQQADQAPPPYS
QLSFFIPPGMSLEAKM
PSVAVQAPPGYGKTEL
RMKEDAPPGVSASPLP
ASSTNLPPGFSISLQP
GNNKQPLRKPPGFFDE
CIVDGVPPGMSLTEAD
HPMNVVGGP I PGANDV
NDVADVGLPYNIPPGF
GLPYNIPPGFMTHPNG
ANDVGLPYNIPPGFMT
RNRSKSPPGFGRLDFP
KNIQAPPGAISPILLY
NSNTLPSPPGFEGNSS
EDKVYAPPGYEQYARP
PSGVLLYGPPGCGKTM
RIVPGVPPGAAKKTIP
ESNETDPPGFLGEWLV
ASKIV1PPGMGRGNRS
QDTANKKAPPGYV DS
KEQYLSKKPPGIVGNT
AQNVTPTPPPGLTSS
SSI1APPPGLSGPPGFS
INKPTPPGLQGPPGL
VMQKRSRAIHSSDEGE
NI1pYSVPHDSTQ
WDPKITTPPGIYILGL
PSVAVQAPPGYGKTEL
DLGYSVVSQPPPGYEQ
HSLRSPPGVFPVRGMG
SVAVQAPPGYGKTELF
PFEEKYPPGFYTGADD
RRAQQFPPGVDSLADV
SLADVIPPTGWSFDPN
LSDATWPPGLRSSEIF
SVAVQAPPGYGKTELF
IMPQYLYPPGMGPQAQ
PSVAVQAPPGYGKTEL
DAPKYYVPPGIPTNDT
TNSKTLVPPG I ISNEK
I1SVSISTPPGIEMDSD
LKNSNLMPPG 1SSVQY
QVKTVFDPPGIFAVNI
NTNPELKPPGLVECPF
TNHITAPPPGGFWDDA
FQDSFLIPPGVETKKI
ARRAVKLPPGGMSLKM
DLRRVRLPPGWE I IHE
PSVAVQAPPGYGKTEL

YER190W/YRF1-2
YFLOO4W/VTC2
YFLO10C

YFL025C/BST1
YFL066C
YGLO58W/RAD6
YGLO83W/SCY1
YGL139W
YGL148W/ARO2
YGL173C/KEM1

YGL173C
YGL175C/SAE2
YGL206C/CHC1

YGL231C
YGRO09C/SEC9

YGR028W/MSP1

YGRO054W

YGRO99W/TEL2
YGR162W/TIF4631
YGR196C/FYV8
YGR206W

MSL5 as Positive Control

Negative Control
YGR227W/DIE2
YGR296W/YRF1-3
YHLOO2W
YHLO08C
YHLO50C
YHR104W/GRE3
YHR150W

YHR202W
YHR218W
YIL122W
YIL177C
YJL020C/BBC1
YJLO76W/NET1
YJLO88W/ARG3
YJL091C
YJLO93C/TOK1
YJLO99W/CHS6
YJL106W/IME2
YJL112W/MDV1
YJL128C/PBS2
YJL168C/SET2
YJL225C

149
150
151
152
153
154
155
156
157
158
159

161
162
163
164
165
166
167
168

170
171
172
173
174
175
176
177
178
179
180
181
182
183
184
185
186
187
188
189
190
191
192
193
194
195

197
198
199
200

HRSSGKLPPGFE IVQA
PSVAVQAPPGYGKTEL
GAITTVVPPGFIDAST
AGIEHVKPPGFIKTGR
VFGQMNEPPGARARVA
VRGMYSSPPGYGSRVV
ITSLTLSPPGGEYTI 1
DL IEAKNPPG I LAAMN
DELVKRLPPGLSMLGS
MSTLYFKPPG I FHNAI
VEE IGSRPPGVLVVGK
PSVAVQAPPGYGKTEL
LERQFSVPPGLLFIMM
EVGVFHVPPGLMSKLG
LLFATQNPPG 1 YGGRK
SKLSDGLPPGASDARG
RLEIKSLPPGFIKSAL
YFIVNKPPGIPSQPPD
QQQAQGPPGWDFNVQI
SGEYHLHPPGYTTNGS
AENSRRQSPPGYYVIR
KGVLLYGPPGCSKTLT
PSVAVQAPPGYGKTEL
AQNVTPTPPPGLTSS
SS1APPPGLSGPPGFS
INKPTPPGLQGPPGL
VMQKRSRAIHSSDEGE
NI1pYSVPHDSTQ
SASNTPQPPGLDDEDA
PSVAVQAPPGYGKTEL
SGDLLILPPGIYHRFT
QQL IKDSPPG IVAGPK
QMSPMYAPPGAQSQFT
PAQPLHLPPGWKINTM
KILLLHGPPGIGKTSV
CKIHQKLPPGAILVFL
LIKKAGFPPGVVNVIP
LIKKAGFPPGVVNIVP
KFFHVDVPPGAPRNYM
RGDEFSFPPGFEPSRA
PSMILWGPPGVGKTSL
SLYGRLSPPGWDPRVH
PSVAVQAPPGYGKTEL
KKPTSNNPPGIFTNGT
PVSVASLPPGLNVLQQ
AQNVTPTPPPGLTSS
SS1APPPGLSGPPGFS
INKPTPPGLQGPPGL
VMQKRSRAIHSSDEGE
NIpYSVPHDSTQ

YJR051W/OSM1
YJL225C
YJRO74W/MOGH1
YJRO95W/SFC1
YJR121W/ATP2
YKL106W/AAT1
YKL121W
YKL129C/MYO3
YKL157W/APE2
YKR037C/SPC34
YKROG9W/MET1
YLLO66C
YLRO72W
YLRO92W/SUL2
YLR106C
YLR129W/DIP2
YLR152C
YLR165C/PUS5
YLR207W/HRD3
YLR219W/MSC3
YLR311C
YLR397C/AFG2
YLR466W

MSL5 as Positive Control

Negative Control
YML114C/TAF65
YML133C
YMRO09W
YMRO022W/QRI8
YMRO045C
YMRO70W/MOT3
YMRO78C/CTF18
YMR128W/ECM16
YMR169C/ALD3
YMR170C/ALD2
YMR214W/SCJ1
YMR264W/CUE1
YNL218W/MGS1
YNL240C/NAR1
YNL339C/YRF1-6
YNRO51C/BRE5
YNRO052C/POP2

MSL5 as Positive Control
MSL5 as Positive Control

Negative Control
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12.2 NMR Backbone Assignment of the SMY2-GYF Domain

Table 12.5: List of chemical shifts of the backbone NH groups in SMY2-GYF

The backbone assignment was obtained by standard triple resonance experiments with SMY2-GYF.
Chemical shifts of carbon atoms are omitted. Proline residues are devoid of an amide-proton and
cannot be observed in HSQC spectra (denoted by —). Residues marked by an asterisk could not be
assigned unambiguously (ND: not determined).

SMY2 Residue  H"[ppm] N" [ppm]
val 12 120.452 8.213
Ser 13 119.913 8.347
Val 14 122.445 8.219
Glu 15 124.999 8.319
Ser 16 121.480 8.786
Ser 17 116.975 9.187
Trp 18 121.034 9.569
Arg 19 118.692 9.308
Tyr 20 114.446 8.758
lle 21 120.631 8.468
Asp 22 126.411 8.855
Thr 23 109.359 8.092
Gin 24 119.239 8.227
Gly 25 108.436 8.002
Gin 26 122.583 8.409
lle 27 124.408 8.237
His 28 128.289 9.295
Gly 29 109.277 8.510
Pro 30 - -
Phe 31 121.470 9.866
Thr 32 112.967 8.283
Thr 33 117.811 8.718
Gin 34 119.751 8.657
Met 35 118.587 7.311
Met 36 116.249 7.679
Ser 37 113.687 8.923
Gin 38 117.705 7.453
Trp 39 121.656 7.766
Tyr 40 121.125 8.820
lle 41 123.528 9.192
Gly 42 105.641 7.861
Gly 43 107.367 7.512
Tyr 44 116.539 7.687
Phe 45 117.213 8.406
Ala 46 126.147 8.416
Ser 47* ND ND
Thr 48 106.778 7.050
Leu 49 124.603 7.448
GIn 50 125.739 8.591
lle 51 117.636 9.555
Ser 52 113.049 8.780
Arg 53 132.638 9.105

Leu 54
Gly 55
Ser 56
Thr 57
Pro 58
Glu 59
Thr 60
Leu 61
Gly 62
lle 63
Asn 64
Asp 65
lle 66
Phe 67
lle 68
Thr 69
Leu 70
Gly 71
Glu 72
Leu 73
Met 74
Thr 75*
Lys 76
Leu 77
Glu 78
Lys 79
Tyr 80
Asp 81
Thr 82*
Asp 83*
Pro 84
Phe 85
Thr 86
Thr 87
Phe 88
Asp 89
Lys 90
Leu 91
His 92
Val 93
GIn 94
Thr 95

129.421
1156.812
119.081
109.527
117.576
106.381
127.209
113.077
115.230
125.544
113.014
113.980
123.267
120.334
111.051
123.870
105.641
124.149
121.815
115.655
ND
121.277
117.732
115.976
118.971
117.450
120.158
ND
ND
119.618
116.550
117.170
122.200
119.998
118.888
115.705
114.028
118.584
124.381
114.450

8.206
9.163
8.495
7.245

8.570
8.630
8.983
10.226
9.259
7.965
9.093
7.292
8.910
9.124
8.554
8.931
9.365
8.062
8.229
8.337
ND
8.062
7.713
7.832
8.128
7.841
7.731
ND
ND

7.791
9.485
7.310
8.252
8.132
7.921
7.867
8.213
6.881
8.085
8.137
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Fig. 12.1: Sequence of the SMY2-GYF construct and assignment of its "H-">N-HSQC

spectrum

(A) Sequence of the SMY2-GYF construct, used for the backbone assignment. Italizised residues
do not belong to the cognate SMY2 protein. Flanking numbers indicate the position of residues
within full-length SMY2. (B) Assignment of NH resonances in the 'H-">N-HSQC spectrum of
SMY2-GYF according to the chemical shifts in Table 12.5. Resonances are labeled with amino
acid type and residue number according to (A). The spectrum was recorded at 299 K with a

1.2 mM protein sample, buffered in PBS.





