GeneName

A2M
AAAS
AARD
AATF
ABAT
ABCAZ2
ABCB6
ABCD3
ABT1
ACAD11
ACAT1
ACIN1
ACTA1
ACTB
ACTBL2
ACTC1
ACTG1
ACTL6A
ACTN1
ACTN4
ACTR1A
ACTR2
ADAD?2
ADAR
ADARBI1
ADARB2
ADD1
ADD3
AGO1
AGO2

prot_desc prot_acc
1 Uncharacterize KTEIP6
2 Uncharacterize H7TBZT4
3 Uncharacterize H3BRM9
4 Uncharacterize HOYHGO
5 Ig kappa chain P01614
6 Ig kappa chain P01616
7 Uncharacterize F5H423
8 Uncharacterize H7COC1
Alpha-2-macro P01023
Aladin (Fragme H3BUS82
Alanine and arf Q4LEZ3
Protein AATF ( K7TEKS88
4-aminobutyra H3BNQ7
ATP-binding ce HOY8C9
ATP-binding ce H7TBXK9
ATP-binding ce F5GYC1
Activator of ba: Q9ULW3
ACAD11 protei QO8AE9
Acetyl-CoA ace G3XAB4
Apoptotic chroiS4R3H4
Actin, alpha sk Q5T8M7
Actin, cytoplas P60709
Beta-actin-like Q562R1
Actin, alpha ca P68032
Actin, cytoplasi13L1U9
Actin-like prote 096019
Alpha-actinin--G3V2W4
Alpha-actinin-2043707
Alpha-centract B4DXP9
Actin-related p F5H6T1
Adenosine dea H3BNP6
Double-strand¢ETENU4
Adenosine dea G5E9B4
Double-strand¢QINS39
Adducin 1 (Alp A2A3N8
Gamma-adduc Q9UEYS8
Protein argona Q5TAbB8
Protein argona Q9UKV8

prot_mass

2801
10832
9615
59149
12668
12048
23331
21328
163188
38494
17564
11404
57886
118053
77498
67273
31060
33755
45171
145355
37800
41710
41976
41992
23830
47430
27083
104788
37457
34501
28653
140739
79957
80571
73287
79105
88822
97146

prot_.score
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AHCTF1
AHNAK
AIFM1
AK2
AKAPS8
AKAPSL
AKR1B15
ALDOA
ALDOC
ALG13
ALYREF
ANKEF1
ANKFY1
ANP32A
ANP32B
ANXA1
ANXAZ
ANXAG
AP2A1
AP2A2
AP2B1
AP2M1
AP2S51
APEX1
APH1B
API5
APRT
AQR
ARF3
ARF4
ARF6
ARG1
ARGLU1
ARHGEF18
ARID1B
ARID?2
ARL1
ARMCS
ARPC2

Protein ELYS CQ8WYP5
Neuroblast diff Q09666
Apoptosis-indL 095831
Adenylate kina F8VY04
A-kinase anchc043823
A-kinase anchcQ9ULX6
Aldo-keto redu C9JRZ8
Fructose-bispt H3BON4
Fructose-bisph P09972
Isoform 2 of PLQI9NP73-2
THO complex < E9PB61
Ankyrin repeat QINUO02
Ankyrin repeat Q9P2R3
Acidic leucine- HOYN26
Acidic leucine- Q92688
Annexin A1 OS P04083
Annexin (Fragr HOYMDO
Annexin OS=H EBRK69
AP-2 complex 1095782
AP-2 complex : 094973
AP-2 complex :K7EJT8
AP-2 complex :C9JJ47
AP-2 complex :M0QYZ?2
DNA-(apurinic G3V359
Gamma-secret HOYKZ9
Apoptosis inhit HOYER7
Adenine phosp H3BQOB1
Intron-binding 060306
ADP-ribosylatirB7ZB63
ADP-ribosylatiiP18085
ADP-ribosylatiiP62330
Arginase-1 0OS: P05089
Arginine and gl QINWB6
Rho guanine ntM0QZS0
AT-rich interac HOY2R3
AT-rich interac FEBWCU9
ADP-ribosylatiiB4ADWW1
Armadillo repei J3KQ26
Actin related pIG5E9J0O

252342
628699
66859
25614
76061
71604
39435
39793
39431
18213
27541
86610
128318
19985
28770
38690
25326
51744
107478
103895
101268
28773
18917
19156
20749
57525
17551
171186
16135
20498
20069
34713
33197
91352
76153
175042
18554
108000
10153

79
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175

343
172

55
219
205

60
47
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ARPC4-TTLL3
ASAP2
ATAD1
ATAD3A
ATAD3B
ATP12A
ATP13A1
ATP1A1
ATP1B3
ATP2A2
ATP5A1
ATP5B
ATP5C1
ATP5D
ATP5G1
ATP5J2-PTCD:
ATP5L
ATP50
ATP6AP2
ATPEVOAL
ATP6V1C1
ATPIF1
BAG2
BANF1
BARD1
BAZI1A
BAZ1B
BCAP31
BCAS2
BCLAF1
BLOC1S6
BMS1
BOLA2
BRI3BP
BRIX1
BSG
BUB3
BUD31
BYSL

Protein ARPC4 F8BWCF6
Arf-GAP with S043150
ATPase family B4E2J1
ATPase family HOY2W?2
ATPase family Q5T9A4
Potassium-trar P54707
Probable catiot Q9HD20
Sodium/potass P05023
Sodium/potass H7C547
Sarcoplasmic/tP16615
ATP synthase «P25705
ATP synthase :P06576
ATP synthase :B4DL14
ATP synthase ¢P30049
ATP synthase 13L0Y5
Pentatricopept G3V325
ATP synthase :E9PN17
ATP synthase :H7C086
Renin receptor HOY750
V-type proton /F5H569
V-type proton /E7EV59
ATPase inhibit:Q9UII2
BAG family mo A2A296
Barrier-to-autc 075531
BRCA1l-associcETEUI3
Bromodomain i Q9NRL?2
Tyrosine-prote Q9UIGO
B-cell receptor P51572
Pre-mRNA-spl 075934
Bcl-2-associatt E9PK09
Biogenesis of | H3BMT8
Ribosome biog Q14692
BolA-like prote H3BTWO
BRI3-binding p Q8WY22
Ribosome biog Q8TDN6
Basigin OS=HcP35613
Mitotic checkp J3QT28
Protein BUD31 C9JNV2
Bystin (Fragme H7BY94

21045
111581
30615
64315
72527
115437
132870
112824
4914
114683
59714
56525
27495
17479
10032
84057
8447
8128
26616
96251
35686
12241
12173
10052
62141
178592
170796
27974
26115
83183
5720
145716
9848
27818
41375
42174
31684
13559
20988
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Cllorf84
Cl20rf23
Cl4orfl66
C160rf80
C19orfl10
C19orf43
C1QBP
C21orf33
C4A
Cdorf22
Céorfd7
CALM2
CALML3
CALR
CALU
CAND1
CANX
CAPZA1l
CAPZA2
CAPZB
CASK
CASP14
CBX1
CBX3
CBX5
CCAR1
CCDC154
CCDC181
CCNK
CCT4
CCT5
CCT8
CDC40
CDC5L
CDIPT
CDK2
CENPV
CERS2
CFL1

Uncharacterize Q9BUA3
UPF0444 trans QWUH6
UPF0568 prote Q9Y224
UPF0468 prote Q9Y6A4
UPF0556 prote Q969H8
Uncharacterize Q9BQ61
Complement ccQ07021
ES1 protein ho H7C1F6
Complement C POCOL4
Uncharacterize GBE9Y8
Uncharacterize 095873
Calmodulin (Fr HOY7A7
Calmodulin-liki P27482
Calreticulin OS P27797
Calumenin 0S:- 043852
Cullin-associat Q86VP6
Calnexin OS=FB4DGP8
F-actin-cappin P52907
F-actin-cappin P47755
Capping protei BIAK87
Peripheral plas Q5JS72
Caspase-14 O¢P31944
Chromobox prcJ3KS05
Chromobox prc Q13185
Chromobox prcP45973
Cell division cy Q81X12
Coiled-coil donH3BS06
Coiled-coil donQ5TID7
Cyclin-K OS=F G3V5E1
T-complex proiB7Z2F4
T-complex proiB4DYDS8
T-complex proiBADEM7
Pre-mRNA-pro Q5SRN1
Cell division cy Q99459
CDP-diacylglyc B3KY94
Cyclin-depend¢G3V5T9
Centromere prcQ7Z7K6
Ceramide synttHOYKH6
Cofilin 1 (Non- G3V1A4

41011
11741
28051
22760
18783
18408
31343
27429
192664
17782
31690
20749
16880
48112
37084
136289
71458
32902
32929
29277
59327
27662
20115
20798
22211
132739
11274
60066
43377
57888
49495
57608
60792
92194
25929
39153
29927
26788
16801

450
199
64
197
116
54
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CFTR
CHCHD3
CHD1
CHD3
CHD4
CHD7
CHD8
CHERP
CHMP1A
CHMP5
CHN1
CHTOP
CIRBP
CIRHIA
CISD2
CKAP4
CKAP5
CKB
CKMT1A
CLIC4
CLINT1
CLK3
CLPB
CLTA
CLTB
CLTC
CMAS
CNPY2
CNTNAP4
CNTROB
COIL
COL1A1
COL1A2
COMT
COPA
COPB1
COPB2
COPG2
CORO1C

Cystic fibrosis E7TEPB6
Coiled-coil-hel G3V1K1
Chromodomair 014646
Chromodomair Q12873
Chromodomair F5GWX5
Chromodomair Q9P2D1
Chromodomair HOYJG4
Calcium homecQ8IWX8
Charged multiv F8VUA?2
Charged multiv QINZZ3
N-chimaerin O:B82796
Chromatin targ Q9Y3Y2
Cold-inducible B4E2X2
Cirhin (Fragme H3BSH7
CDGSH iron-st13LIN9
Cytoskeleton-£ Q07065
Cytoskeleton-£ Q14008
Creatine kinas¢P12277
Creatine kinas¢P12532
Chloride intrac Q9Y696
Clathrin interacQ14677
CDC-like kinas GBE959
Caseinolytic pe HOYFF5
Clathrin light c/P09496
Clathrin light c/P09497
Clathrin heavy Q00610
N-acylneurami F5GYMO
Protein canopy F8VXJ7
Contactin-assc F5H107
Centrobin OS=Q8N137
Coilin 0S=Hon P38432
Collagen alpha P02452
Collagen alpha P08123
Catechol O-me ETEMS6
Coatomer subt P53621
Coatomer subt E9PP73
Coatomer proteB4DZI8
Coatomer subLt Q9UBF?2
Coronin-1C OSQ9ULV4

163250
15549
196567
226450
216967
335717
101664
103637
19519
24555
31322
26380
28342
77894
5141
65983
225352
42617
47007
28754
68216
56193
37195
27060
25175
191493
11647
19040
139833
101191
62570
138857
129235
24822
138258
55502
98984
97560
53215
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COX17
COX411
COX5A
COX5B
COX6B1
COX6C
COXT7A2
COX7C
CPAbS
CPD
CPSF1
CPSF2
CPSF3
CPSF4
CPSF6
CPSF7
CPVL
CREB3
CRNKL1
CROCC
CRTAP
CRYAB
CS
CSE1L
CSNK2A1

Cytochrome ¢ (C9J8T6
Cytochrome ¢ (H3BN72
Cytochrome ¢ (H3BNX8
Cytochrome ¢ (P10606
Cytochrome c (P14854
Cytochrome c (P09669
Cytochrome ¢ (HOUIO6
Cytochrome ¢ (D6R9Z7
Carboxypeptidi Q8WXQ8
Carboxypeptidi 075976
Cleavage and Q10570
Cleavage and  Q9P210
Cleavage and  GBE9W3
Cleavage and (B7Z7B0
Cleavage and  FBWJN3
Cleavage and  F5H669
Probable serint Q9H3G5
Cyclic AMP-res 043889
Crooked neck- Q5JY65
Rootletin (Frag BIAKDS8
Cartilage-assoi C9JP16
Alpha-crystallit EQPJL7
Citrate synthas HOYIC4
Exportin-2 OS=B4DUCH
Casein kinase E7TEU96

CSNK2B-LY6G Chimera CSNK Q5SRQ3

CST6
CSTA
CSTB
CSTF1
CSTF2
CTBP2
CTNNB1
CTNNBL1
CTNND1
CTSD
CTTNBP2
CUL4B
CYB5B

Cystatin-M OS Q15828
Cystatin-A 0S=C9JOE4
Cystatin-B 0S=P04080
Cleavage stimL Q05048
Cleavage stimt ETEWR4
C-terminal-bin Q5SQP8
Catenin beta-1B4DGU4
Beta-catenin-1iB4DE16
Catenin delta-2C9JZR2
Cathepsin D lig H7C1V0
Cortactin-bindiHOY448
Cullin 4B, isofo K4DI93
Cytochrome b5 H3BUX?2

10846
14359
17224
13687
10186
8776
12836
6378
49005
152835
160782
88431
73430
21942
52238
41241
54129
43889
99111
149087
41406
15436
14114
85418
45282
26656
16500
7082
11133
48327
62902
56066
84712
61932
104784
20359
125549
102691
15707
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CYB5R3
CYCS
DAD1
DAPP1
DAZAP1
DBN1
DCAKD
DCD
DCXR
DDB1
DDOST
DDRGK1
DDX1
DDX17
DDX18
DDX21
DDX23
DDX27
DDX39A
DDX39B
DDX3X
DDX3Y
DDX41
DDX42
DDX46
DDX47
DDX5
DEK
DHCRY
DHX15
DHX30
DHX37
DHX9
DIABLO
DIDO1
DKC1

NADH-cytochriBIAHF3
Cytochrome ¢ (C9JFR7
Dolichyl-diphotF5GXX5
Dual adapter fcJ3KNB3
DAZ-associate KTEQQ2
Drebrin OS=HcQ16643
Dephospho-Co K7ESP4
Dermcidin OS=P81605
L-xylulose redtJ3KRZ4
DNA damage-kF5GY55
Dolichyl-diphotE7TEWT1
DDRGK domaiiQ96HY6
ATP-dependen Q92499
Probable ATP- H3BLZ8
ATP-dependen QINVP1
Nucleolar RNA QINR30
Probable ATP- Q9BUQS
Probable ATP- Q96GQ7
ATP-dependen 000148
Spliceosome R F8VQ10
ATP-dependen 000571
Uncharacterize B4ADXX7
Probable ATP- J3KNNb
ATP-dependen Q86XP3
Probable ATP- HOY9U3
Probable ATP- Q9H0S4
Probable ATP- J3KTA4
Protein DEK (FHOY8X0
7-dehydrochole QQUBM7
Putative pre-m 043143
Putative ATP-c H7BXY3
Probable ATP- F5H3Y4
ATP-dependen Q08211
Diablo homologf F5GXT8
Death-inducer Q9BTCO
H/ACA ribonuc 060832

DKFZP586J061DKFZP586J061A4D212
DKFZp781K13 NADH dehydro Q5H9R2

DLD

Dihydrolipoyl d BADHGO

16686
11326
9548
30156
24789
71385
24162
11277
14883
126887
46548
35589
82380
80389
75359
87290
95524
89779
49098
50713
73198
72886
71603
102912
117290
50615
69044
18540
54454
90875
130469
107235
140869
15243
243723
57638
265588
13554
43560

50
91

84

56
119

70
225

62
59
218

35

38
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DNAI2
DNAJA1
DNAJAZ
DNAJA3
DNAJB11
DNAJB12
DNAJC10
DNAJC17
DNAJC8
DNAJC9
DNMT1
DOCK7
DPYSL5
DRAP1
DROSHA
DSG1
DSP
DYNC1H1
DYNLL2
DYNLRB1
EBP
ECHS1
ECI1
EDC4
EDF1
EEFIAL
EEFIALIPS
EEFIA2
EEF1B2
EEF1D
EEF1G
EEF2
EFTUD2
EIF1AY
EIF3A
EIF3C
EIF3I
EIFAAL
EIFAAZ

Dynein interme J3QRG2
DnalJ homolog P31689
DnalJ homolog 060884
DnalJ homolog E7ES32
DnalJ homolog H7C2Y5
DnaJ (Hsp40) tJ3KPSO
DnalJ homolog Q8IXB1
Dnal homolog Q9NVM6
DnalJ homolog 075937
DnalJ homolog Q8WXX5
Cytosine-speci F5GX68
Dedicator of cy HOY7L2
Dihydropyrimic ETEWB4
Drl-associatec C9JCC6
Ribonuclease ZQ9NRR4
Desmoglein-11Q02413
Desmoplakin CP15924
Cytoplasmic dy Q14204
Dynein light ch Q96FJ2
Dynein light ch BIAKR6
3-beta-hydroxy Q15125
Enoyl-CoA hyd P30084
Enoyl-CoA delt H3BS70
Enhancer of mlQ6P2E9
Endothelial diff 060869
Elongation fact Q5JR01
Putative elong¢ Q5VTEO
Elongation fact Q05639
Elongation fact P24534
Elongation fact HOYCKY
Elongation fact BADTG?2
Elongation fact P13639
116 kDa Ub s K7EJ81
Eukaryotic tran AGNJH9
Eukaryotic tran F5H335
Eukaryotic tran H3BRVO
Eukaryotic tran Q5TFK1
Eukaryotic initi P60842
Eukaryotic initi ETEQG2

74800
44839
45717
33061
19346
45462
91021
34666
29823
29891
183267
147350
20853
23190
159214
113676
331569
532072
10343
16242
26336
31367
24689
151567
16359
15926
50153
50438
24748
22934
56114
95277
108215
14446
162537
104036
14073
46125
41264

32
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EIFAA3
EIFAB
EIFAH
EIF5A
EIF6
ELAVL1
EMD
ENDOV
ENO1
ENO2
ENYZ2
EP400
EPB41L2
EPN2
EPN3
ERH
ERLINI
ERLINZ
ERP29
ESYT1
ETFA
ETFB
EWSR1
EXOSC10
EXOSC4
EXOSCH
EXOSC6
EXOSC9
EZR
FAM124B
FAM184B
FAM208A
FAM25A
FAMO98A
FANCD2
FANCI
FARP2
FASN
FAU

Eukaryotic initi P38919
Eukaryotic tran E7TEX17
Eukaryotic tran Q15056
Eukaryotic tran13L397
Eukaryotic tran P56537
ELAV-like prot:B4DVB8
Emerin 0S=Ho P50402
Endonuclease 'EBRGZ9
Alpha-enolase P06733
Enolase OS=H F5H0C8
Transcription a QINPAS
E1A-binding pr Q96L91
Band 4.1-like p 043491
Epsin-2 OS=H«I3L2B2
Epsin-3 OS=H(B4DIQ9
Enhancer of ru P84090
Erlin-1 OS=Ho 075477
Erlin-2 (Fragm(ESRHW4
Endoplasmic re P30040
Extended syna Q9BSJ8
Electron transf HOYK49
Electron transf P38117
RNA-binding p BOQYKO
Exosome comp Q01780
Exosome comg E9PI41
Exosome comg MORO50
Exosome comp Q5RKV6
Exosome comg D6RIY6
Ezrin OS=Hom P15311
Protein FAM12 Q9H576
Protein FAM18 Q9ULE4
Protein FAM20 Q9UKE61
Protein FAM25 B3EWG3
Protein FAM98 BADT23
Fanconi anemi Q9BXW9
Fanconi anemi H3BP78
FERM, RhoGEFF5GZ84
Fatty acid synt P49327
40S ribosomal ESPR30

46841
69657
217368
16108
26582
38972
28976
13239
47139
34741
11521
343276
112519
61514
28336
12251
38901
37701
28975
122780
24145
27826
64889
100768
28395
21243
28218
46948
69370
50929
120969
188914
9314
34066
166356
122868
72217
213254
10898
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82
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182
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FBL
FBLL1
FEN1
FHL1
FIPIL1
FKBPS8
FLG
FLG2
FLI
FLNA
FLNB
FLOT1
FLOTZ2
FMR1
FNBP4
FNDC1
FUBP1
FUBP3
FUS
FXR1
FXR2
GABRA4
GANAB
GAPDH
GATADZ2B
GCN1L1
GDI2
GEMINS
GFAP
GIGYF2
GK
GK3P
GLO1
GLOD4
GNA12
GNAI2
GNAS
GNB1
GNB2

rRNA 2~-0-me MOQXL5
rRNA/tRNA 2~ RAGMW7
Flap endonucle F5H1Y3
Four and a hali Q5JXH7
Pre-mRNA 3~-Q6UN15
Peptidyl-prolyl J3KQ73
Filaggrin OS=FP20930
Filaggrin-2 0S:-Q5D862
Protein flightle Q13045
Filamin-A OS= Q5HY54
Filamin-B OS= 075369
Flotillin-1 (Frag A2AB09
Flotillin-2 OS= J3QLD9
Fragile X ment:G8JL90
Formin-binding Q8N3X1
Fibronectin typ J3KNQ2
Far upstream e B4DT31
Far upstream € Q96124
RNA-binding p P35637
Fragile X mentiB4DXZ6
Fragile X mentiP51116
Gamma-amino D6R924
Neutral alpha-;Q14697
Glyceraldehyde ETEUTS
Transcriptional Q8WXI9
Translational a Q92616
Rab GDP dissc E7TEU23
Gem-associate Q8TEQ6
Glial fibrillary aP14136
PERQ amino acl1E4Y6
Glycerol kinase H7C2A0
Putative glycer Q14409
Lactoylglutathi Q04760
Glyoxalase donlI3L3Q4
Guanine nuclecQ03113
Guanine nuclecP04899
Guanine nuclecQ5JWF?2
Guanine nuclecB1AKQS8
Guanine nuclecE7EP32

26623
34782
18263
23310
66487
47114
434922
247928
144659
276378
277990
27310
47113
68924
110198
194424
69821
61602
53465
68285
74178
4265
106807
36030
65220
292572
51148
168483
49850
152434
13093
60559
20764
25484
44251
40425
110956
12277
32388
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GNB2L1
GNG12
GNGb5
GNL3
GNL3L
GOT2

GPI
GRM1
GSDMA
GSTO1
GSTP1
GTF2I
GTF3C1
GTPBP4
GXYLT1
H1FO
H1FX
H2AF)
H2AFX
H2AFY
H2AFY?2
H2AFZ
H3F3A
H3F3B
HADHB
HBAZ
HBE1
HCFC1
HCK
HDAC2
HDAC4
HEATR1
HEXA
HINTZ2
HISTIHIA
HISTIHIC
HISTIH1D
HISTIH1E
HISTIHZAA

Guanine nuclecD6R909
Guanine nuclecQ9UBI6
Guanine nucle(P63218
Guanine nuclecQ9BVP2
Guanine nuclecQ9NVN8
Aspartate amir ETERW?2
Glucose-6-pho K7TEQ48
Metabotropic g F8W805
Gasdermin-A ( J3KRG2
Glutathione S--Q5TA02
Glutathione S--A8BMX94
General transc P78347
General transc Q12789
Nucleolar GTP- Q9BZE4
Glucoside xylocQ4G148
Histone H1.0 CP07305
Histone H1x 0:Q92522
Histone H2A (FHOYFX9
Histone H2AX P16104
Core histone m 075367
Core histone m Q9P0OM6
Histone H2A.Z POC0S5
Histone H3 OS B4DEB1
Histone H3 (Fr K7TEK07
3-ketoacyl-Cof B4E2WO
HCG1745306, i G3VIN2
Hemoglobin suASBMUF7
HCF N-termine AGNEM?2
Tyrosine-prote HOY3C5H
Histone deacet B3KRSH
Histone deacet F5GX36
HEAT repeat-¢c Q5T3Q7
Beta-hexosamiH3BP20
Histidine triad Q9BX68
Histone H1.1 CQ02539
Histone H1.2 CP16403
Histone H1.3 CP16402
Histone H1.4 CP10412
Histone H2A ty Q96QV6

35055
8001
7314

61954

65532

47487

53368

101407

49334

23326

19468

112346
238725

73918

50534

20850

22474
9970

15135

39592

40033

13545

14044

14905

48848

11940
9464

213343

59473

51965

72986

233127

61960

17151

21829

21352

22336

21852

14225
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HISTIH2AG
HIST1H2B)
HISTIH2BL
HISTIH2BN
HISTIH4A
HIST2H2AB
HIST2H3PS2
HIST3H2BB
HMGA1
HMGB1
HMGB1P1
HMGB?2
HNRNPAO
HNRNPA1
HNRNPA2B1
HNRNPA3
HNRNPAB
HNRNPC
HNRNPD
HNRNPDL
HNRNPF
HNRNPH1
HNRNPH2
HNRNPH3
HNRNPK
HNRNPL
HNRNPM
HNRNPR
HNRNPU
HNRNPUL1
HNRNPUL2
HP1BP3
HRNR
HSD17B10
HSD17B12
HSD17B4
HSP90AA1
HSP90AB1
HSP90B1

Histone H2A ty POCOSS8
Histone H2B ty P06899
Histone H2B ty Q99880
Histone H2B O U3KQKO
Histone H4 OS P62805
Histone H2A ty Q8IUE6
Histone H3 OS Q5TEC6
Histone H2B ty Q8N257
High mobility g H7BYM®6
High mobility g Q5T7C4
Putative high n B2RPKO
High mobility g D6R9A6
Heterogeneous Q13151
Heterogeneous F8W6I7
Heterogeneous P22626
Heterogeneous P51991
Heterogeneous D6RIP3
Heterogeneous G3V4C1
Heterogeneous Q14103
Heterogeneous 014979
Heterogeneous P52597
Heterogeneous D6RBMO
Heterogeneous P55795
Heterogeneous BADHY1
Heterogeneous P61978
Heterogeneous P14866
Heterogeneous MOQZM1
Heterogeneous 043390
Heterogeneous Q00839
Heterogeneous B7Z4B8
Heterogeneous Q1KMD3
Heterochromat Q55SJ5
Hornerin OS=FQ86YZ3
3-hydroxyacyl- Q99714
Estradiol 17-be Q53GQ0
Hydroxysteroid GBE9S2
Heat shock prc PO7900
Heat shock prc P08238
Endoplasmin CP14625

14083
13896
13944
18792
11360
13987
15421
13900
34274
18299
24223
15394
30822
33135
37407
39571
30284
33550
38410
46409
45643
51197
49232
36903
50944
64092
77464
70899
90528
95679
85052
61169
282228
26906
34302
64552
84607
83212
92411

228

142
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HSPALA
HSPAIL
HSPA4
HSPAS
HSPAG
HSPAS
HSPA9
HSPB1
HSPD1
HSPE1
HTRA1
IGHG?2
IGLC2
IGLL5

IK

ILF2
ILF3
IMMT
IMP3
IMP4
INF2
ING5
IQGAP2
IREB2
IRS4

JUP
KATNAL2
KBTBD3
KDELR1
KDELRZ2
KHDRBS1
KHSRP
KIAA0430
KIAA1429

Heat shock 70 P08107
Heat shock 70 P34931
Heat shock 70 P34932
78 kDa glucose P11021
Heat shock 70 P17066
Heat shock cogP11142
Stress-70 prote P38646
Heat shock prc FSWE04
60 kDa heat shP10809
10 kDa heat shP61604
Serine proteasi Q92743
lg gamma-2 ch P01859
lg lambda-2 ch POCGO05
Immunoglobuli B9A064
Protein Red 0£ Q13123
Interleukin enh Q12905
Isoform 7 of In'Q12906-7
Mitochondrial i BOA067
U3 small nucle Q9NV31
U3 small nucle HOY714
Inverted formir Q27J81
Inhibitor of gro Q8WYHS8
Ras GTPase-a(Q13576
I[ron-responsive P48200
Insulin recepto 014654
Junction plakog F5GWPS8
Katanin p60 ATK7EIJ8
Kelch repeat aiG3V161
ER lumen prote P24390
ER lumen prote H7TBYF7
KH domain-co1 Q07666
Far upstream € Q92945
Meiosis arrest G8JLP4
Protein virilizer Q69YN4

KLRC4-KLRK1 Protein KLRC4 H3BQVO

KM-PA-2
KPNAG
KPNB1
KPRP

Ribosome biog Q96025
Importin subunF5GYLS
Importin subun Q14974
Keratinocyte piQ5T749

70009
70331
94271
72288
70984
70854
73635
20394
61016
10925
51255
35878
11287
23049
65562
43035
95748
78925
21837
31926
135540
27733
180465
104978
133685
81693
38097
60637
24526
4124
48197
73070
174865
201898
17268
71885
60556
97108
64093

56
1097
100
815
489

303
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KTN1
LAMAS
LANCL1
LASIL
LBR

LCN1
LDHA
LDHALG6B
LDHB
LEMD2
LEPRE1
LGALS3BP
LGALS7
LIG3
LIMA1
LIN7A
LINC00479
LMNA
LMNB1
LMNB2
LOC646903
LRMP
LRPPRC
LRRC59
LSM6
LUCTL
LUCTL2
LUCTL3
LYAR

LYZ
MAGEC1
MAGOH
MAGOHB
MAGT1
MAPIA
MAP1B
MAP3K9
MAPKAPK?2
MARS

Kinectin OS=H Q86UP?2
Laminin subun 015230
LanC-like prote E9PHSO
Ribosomal biog Q9Y4W?2
Lamin-B recep Q14739
Lipocalin-1 OS P31025

L-lactate dehy(F5GXY?2
L-lactate dehy(«Q9BYZ2
L-lactate dehy(P07195

LEM domain-c D6R958
Prolyl 3-hydrox Q32P28
Galectin-3-bincQ08380
Galectin-7 0S=P47929

DNA ligase 3 CP49916
LIM domain an Q9UHB6
Protein lin-7 hcHOY192

Putative uncha Q96M42
Prelamin-A/C (P02545

Lamin-B1 OS=P20700
Lamin B2, isof(J9JID7

LOC646903 prcQ96EG4
Processed lym|F5H006
Leucine-rich P B82Z38
Leucine-rich re Q96AG4
U6 snRNA-ass P62312
LUCT7-like (S. cABMYV2
Putative RNA-1Q9Y383
Cisplatin resist JS3KPP4
Cell growth-reg QINX58
Lysozyme C OSF8VV32
Melanoma-ass 060732
Mago-nashi ho BIARP8
Protein mago r Q96A72
Magnesium tra Q9HOU3
MAP1 light che J3KPX8
Microtubule-as P46821

Mitogen-activa G3V347
MAP kinase-acP49137
Methionine--tF HOYHV5

156179
399479
22028
83013
70658
19238
36665
41916
36615
5903
83341
65289
15066
112835
85173
14130
15199
74095
66368
69906
15828
50394
56254
34909
9122
32428
46486
58185
43588
11481
123568
12836
17265
38011
305484
270468
92769
45538
26681

33
50

134

107

131
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MATR3
MBD3
MCM3
MCM7
MCOLN3
MCTS1
MDC1
MDH2
MDN1
MEN1
METTL3
MEX3A
MFAP1
MGST1
MGST2
MGST3
MLEC
MMTAG2
MOGS
MOV10
MRE11A
MRPL12
MRPL22
MRPS15
MRPS16
MRPS2
MRPS31
MRTO4
MSH2
MSH3
MSH6
MT-ATP6
MT-CO2
MT-ND1
MTA1
MTA2
MTCH2
MTX2
MYADM

Matrin-3 OS=F ASMXP9
Methyl-CpG bil K7EIE8

DNA replicatioiBADWW4

DNA replicatiol P33993
Mucolipin 3, istBIANB7
Malignant T-ce QOULC4
Mediator of DNQ14676
Malate dehydrcP40926
Midasin OS=H Q9NU22
Menin OS=Hor E7TEN32
N6-adenosine- BADTN4
RNA-binding p A1L020
Microfibrillar-a P55081
Microsomal glt F5H760
Microsomal glt Q99735
Microsomal glt Q5VV89
Malectin (Frag HOYGO7
Multiple myelo Q9BU76
Mannosyl-oligc Q13724
Mov10, Molone Q5JR04
Double-strand B3KTC7
39S ribosomal P52815
39S ribosomal J3KQY1
28S ribosomal P82914
28S ribosomal B4E032
28S ribosomal Q5T8A0
28S ribosomal Q92665
MRNA turnove Q9UKD?2
DNA mismatch P43246
DNA mismatch P20585
DNA mismatch B4DF41
ATP synthase :P00846
Cytochrome ¢ (P00403
NADH-ubiquin P03886
Metastasis-assE7ESY4
Metastasis-as< 094776
Mitochondrial ctEQPIE4
Metaxin 2 OS= 081768
Myeloid-assoc C9J5MO

99905
26306
95848
81257
37219
20542
226529
35481
632420
61381
217585
54139
51927
11886
16610
18405
19722
29394
91861
107142
81020
21335
26458
29823
13820
30460
45290
27543
104677
127332
137870
24801
25548
35637
79323
74976
28644
28805
26222

588
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MYBBP1A
MYCBP
MYEF2
MYH10
MYH11
MYH14
MYH7
MYH9
MYL12A
MYL6
MYO1B
MYO1C
MYO1D
MYO6
NACA
NAPIL1
NAT10
NAT14
NBAS
NCAPD3
NCBP1
NCCRP1
NCL
NCOAbS
NDUFA12
NDUFA13
NDUFA2
NDUFA4
NDUFAG6
NDUFS2
NDUFS3
NDUFS7
NDUFS8
NDUFV1
NDUFV2
NEK10
NHP2
NHP2L1
NIFK

Myb-binding p113L1L3
C-Myc-binding Q99417
Myelin express Q9P2K5
Myosin-10 0S=P35580
Myosin-11 0S=P35749
Myosin-14 0S-=F222U8
Myosin-7 OS=/P12883
Myosin-9 0S=I1P35579
Myosin regulat J3QRS3
Myosin light pc G3V1V0
Unconventiona E9PDF6
Unconventiona FbH6EZ
Unconventiona 094832
Unconventiona ETEW20
Nascent polype HOYHX9
Nucleosome asHOYH88
N-acetyltransf¢ Q9HOAOQ
N-acetyltransf¢ MOR1E3
Neuroblastome HOY5G7
Condensin-2 ctP42695
Nuclear cap-bi Q09161
F-box only prolQ6ZVX7
Nucleolin 0S=/P19338
Nuclear recept Q9HCDb5
NADH dehydro HOYID5
NADH dehydro J3KNOO
NADH dehydro 043678
NADH dehydro 000483
NADH dehydro R4AGN43
NADH dehydro B7Z9L2
NADH dehydro 075489
NADH dehydro B3KRI2
NADH dehydro F8W9K7
NADH dehydro G3V0I5
NADH dehydro ETEPT4

Serine/threonitQ6ZWH5

H/ACA ribonuc QINX24
NHP2-like prot P55769
MKI67 FHA do Q9BYG3

140155
11959
64081

230635

227199

231075

222959

226392
20444
18026

128400

118920

116129

148742
22930
21065

115657
17831

160425

168783
91781
30828
76568
65496

6148
25804
10915

9364

8504
26953
30223
22188
13844
50022
27889

133176
17190
14165
34201
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NIP7
NIPBL
NKRF
NLE1
NLRC3
NME1
NME1-NMEZ2
NME2
NME3
NME4
NMNAT1
NO66
NOC2L
NOC3L
NOC4L
NOL11
NOL6
NOLC1
NONO
NOP16
NOP2
NOP56
NOP58
NOVA2
NPM1
NPM3
NR2F1
NSDHL
NUDT16L1
NUDT21
NUMA1
NUP107
NUP133
NUP153
NUP155
NUP160
NUP188
NUP205
NUP210

60S ribosome <J3QLW7
Nipped-B-like Q6KC79
NF-kappa-B-re 015226
Notchless prot KTERN7
Protein NLRC3 BbMDB6
Nucleoside dip P15531
Nucleoside dip Q32Q12
Nucleoside dip P22392
Nucleoside dip Q13232
Nucleoside dip F2Z2X0
Nicotinamide nB1ANG62
Bifunctional lys Q9H6W3
Nucleolar com;Q9Y3T9
Nucleolar com}F5H677
Nucleolar com;Q9BVI4
Nucleolar prote Q9H8HO
Nucleolar prote G8JLK7
Nucleolar and (S4R341
Non-POU dom Q15233
Nucleolar prote D6RIC3
Putative riboso P46087
Nucleolar prote 000567
Nucleolar prote Q9Y2X3
RNA-binding p QQUNW9
Nucleophosmir P06748
Nucleoplasmin 075607
COUP transcrif P10589
Sterol-4-alpha-C9JDRO
Protein syndes Q9BRJ7
Cleavage and 043809
Isoform 2 of Nt Q14980-2
Nuclear pore ctB4DZ67
Nuclear pore ctF5H5C?2
Nuclear pore citF6QR24
Nuclear pore ctE9PF10
Nuclear pore ¢tG3V198
Nucleoporin NIQ5SRES
Nuclear pore ¢1Q92621
Nuclear pore m Q8TEM1

12445
315854
77624
13709
111493
17138
32621
17287
19003
25444
18299
71041
84866
57315
58431
81072
121957
8046
54197
17187
89247
66009
59541
48979
32555
19331
46126
28128
23323
26211
236372
103109
127262
157240
148000
140198
195917
227776
204983
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NUP214
NUP35
NUP37
NUP43
NUP85
NUP93
NUP98
NUPL1
NXF1
OLA1l
ORC4
ORC5H
OSBPLS8
OTuD4
PAHB
PA2G4
PABPC1
PABPC4
PABPN1
PAK1IP1
PARKY
PARP1
PARP10
PAXBP1
PBRM1
PCBP1
PCBP2
PCID2
PCMT1
PCNP
PDCD11
PDCD6
PDIA3
PDIA4
PDIAG
PDS5A
PDS5B
PEBP1
PELP1

Nuclear pore ciP35658
Nucleoporin NIB4DP57
Nucleoporin NtQ8NFH4
Nucleoporin Nt Q8NFH3
Nuclear pore ¢ J3KT10
Nuclear pore ctH3BVGO
Nuclear pore ciJ3KP29
Nucleoporin p£ Q5JRG1
Nuclear RNA e Q9UBU9
Obg-like ATPa:J3KQ32
Origin recognit 043929
Origin recognit 043913
Oxysterol-bind F8VQX7
OTU domain ccG3V0I6
Protein disulfic P07237
Proliferation-a: Q9UQS80
Polyadenylate- ETERJ7
Poly(A) binding BIANRO
Polyadenylate- G3V4T?2
p2l-activated |QONWT1
Protein DJ-1 O K7ELWO
Poly [ADP-ribo P09874
Poly [ADP-ribo E9PK67
PAX3- and PA>Q9Y5B6
Protein polybrc HOY5B5
Poly(rC)-bindir Q15365
Poly(RC) bindiiG3VOES
PCl domain-co Q5JVF3
Protein-L-isoa! J3KP72
PEST proteolyt Q8WW12
Protein RRP5 + Q14690
Programmed ¢ 075340
Protein disulfic GEAbL?2
Protein disulfic P13667
Protein disulfic BbMCQ5
Sister chromat Q29RF7
Sister chromat QINTI5
Phosphatidylet P30086
Proline-, glutar I3L3A8

213488
21129
36684
42124
70133
99492

177290
49065
70139
46908
50345
50251
81606

123968
57081
43759
67096
67928
20230
43936
17898

113012

109029

104739

126213
37474
33475
46000
30296
18913

208570
21855
54929
72887
53228

150734

164563
21044

124865
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PES1
PEX6
PFKFB3
PFKP
PFN1
PGAM1
PGK1
PGRMC1
PHB
PHB2
PHF5A
PHGDH
PHIP
PIN4
PIP
PKM
PKP1
PLA2G4B
PLEC
PLOD1
PLRG1
PNN
POGZ
POLDIP3
POLGZ
POLR2A
POLR2C
POLR2E
POLR2G
POLR2K
PPA1
PPA2
PPIA
PPIB
PPIF
PPIH
PPIL1
PPIL3
PPP1CA

Pescadillo honmr BB MCF9
Peroxin Pex6p Q8WYQO
6-phosphofruc HOY483
6-phosphofruc BIAPP6
Profilin-1 OS=I1P07737
Phosphoglycer P18669
Phosphoglycer B7Z7A9
Membrane-ass B7Z1L3
Prohibitin (Frag E7TESE?2
Prohibitin-2 OS J3KPX7
PHD finger-like Q7TRTVO
D-3-phosphoglQ5SZU1
PH-interacting Q8WWQO0
Peptidyl-prolyl HOY4T6
Prolactin-inducP12273
Pyruvate kinas H3BQ34
Plakophilin-1 CQ13835
Cytosolic phos|POC869
Plectin OS=Ho Q15149
Procollagen-ly: BADR87
Pleiotropic regtABMW61
Pinin OS=Hom Q9H307
Pogo transposi Q7Z3K3
Polymerase de BADMM?2
DNA polymera:J3KRM?2
DNA-directed IP24928
DNA-directed P19387
DNA-directed 1P19388
DNA-directed [ P62487
DNA-directed P53803
Inorganic pyror Q5SQT6
Inorganic pyrof HOY9DS8
Peptidyl-prolyl P62937
Peptidyl-prolyl P23284
Peptidyl-prolyl P30405
Peptidyl-prolyl C9JQD4
Peptidyl-prolyl Q9Y3C6
Peptidyl-prolyl H7BZ14
Serine/threonitE9PMD7

66036
77694
16566
26054
17506
28786
41402
15869
22385
33382
12397
53051
206560
9537
16562
30701
82808
87922
531466
88217
57146
81565
155245
20211
17673
217039
31422
24536
19282
6999
19969
25619
18001
23728
22026
15790
18225
20259
28879

34
37
38
133

189
2172
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136
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PPP1CB
PPP1CC
PPP1R9B
PPP2CB
PPP2RIA
PPPER?2
PQBP1
PRAF2
PRC1
PRDX1
PRDX2
PRDX3
PRDX4
PRDX6
PRKCSH
PRKDC
PRMT5
PRPF19
PRPF3
PRPF31
PRPF39
PRPF4
PRPFA0A
PRPF6
PRPF8
PRSS3
PRSS33
PSAP
PSIP1
PSMA1
PSMA3
PSMA4
PSMBb5
PSMB6
PSMB7
PSPC1
PTBP1
PTBP2
PTGES3

Serine/threonii P62140
Serine/threonii F8VYES8
Neurabin-2 OS Q96SB3
Serine/threonitHOYBN9
Serine/threoniiB3KQV6
Serine/threonii TIECW5
Polyglutamine- H7C053
PRA1 family pr A6NP52
Protein regulat HOYL53
Peroxiredoxin- Q06830
Peroxiredoxin-.P32119
Thioredoxin-de E9PH?29
Peroxiredoxin--Q13162
Peroxiredoxin-1P30041
Glucosidase 2 K7ELL7
DNA-depender P78527
Protein arginin G3V5W5
Pre-mRNA-pro Q9UMS4
U4/U6 small niB4DSY9
U4/U6 small nlE7TEN72
Pre-mRNA-pro Q86UA1
U4/U6 small ni043172
Pre-mRNA-pro 075400
Pre-mRNA-pro 094906
Pre-mRNA-pro Q6P2Q9
Trypsin-3 (Frag BIAN99
Serine proteas(13L3D7
Saposin-D 0S=B1AVUS
PC4 and SFRS 075475
Proteasome suF5GX11
Proteasome suP25788
Proteasome suHOYL69
Proteasome suHOYJMS8
Proteasome suP28072
Proteasome su Q99436
Paraspeckle cc Q8WXF1
Polypyrimidine P26599
Polypyrimidine B4DSS8
Prostaglandin IBADDC6

37163
34927
89138
6093
45575
72922
16556
17177
23061
22096
21878
25822
30521
25019
60154
468788
67631
55146
31869
55421
78381
58412
108737
106858
213427
19389
25382
61652
60067
26488
28415
26360
28462
25341
29946
58706
57186
59583
14563
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PTMA
PTPLAD1
PTPN13
PUF60
PWP?2
RAB10
RAB15
RAB33B
RAB35
RAB4B
RAB5C
RAB6A
RAB7A
RABSB
RAC2
RAD50
RAD52
RAE1
RALY
RAN
RANBP1
RANBP?2
RANGAP1
RAP1B
RAPGEF3
RAPH1
RB1CC1
RBBP4
RBBP5
RBBP7
RBM10
RBM12B
RBM14
RBM15
RBM17
RBM20
RBM25
RBM3
RBM39

Thymosin alph. H7C2N1
Very-long-chai BADRF4
Tyrosine-prote Q12923
Poly(U)-bindin QQUHX1
Periodic trypto Q15269
Ras-related prcP61026
Ras-related prcP59190
Ras-related prcQ9H082
Ras-related prcF5H157
HCG1995540, i Q6PIK3
Ras-related prcP51148
Ras-related prcHOYGL6
Ras-related prcC91Z2Z0
Ras-related prcHOYMN7
Ras-related C3B1AH77
DNA repair pro Q92878

Isoform beta 01P43351-2

MRNA export f E9PQ57
RNA-binding p Q5QPL9
GTP-binding niJ3KQES
Ran-specific G P43487

E3 SUMO-prot P49792

Ran GTPase-a HOY4Q3
Ras-related prcF5GX62
Rap guanine nt F8VRX1
Ras associatiol C9K0J5
RB1-inducible Q8TDY2
Histone-bindin Q09028
Retinoblastom:Q15291
Histone-bindin E9PC52
RNA-binding p P98175

RNA-binding p B9ZVT1
RNA-binding p Q96PK6
Putative RNA-1Q96T37
Splicing factor Q96125

RNA-binding p Q5T481
RNA-binding p P49756
Putative RNA-1P98179

RNA-binding p E1P5S2

15849
36407
2176733
59838
102387
22521
24375
25701
21201
13528
23468
22746
13067
10478
16765
153797
24524
47801
24650
26799
23296
357974
26891
15737
92093
141091
182975
47626
59116
46909
103469
102641
69449
107124
44934
134274
100124
17160
40516
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RBM4
RBM45
RBM5
RBM6
RBMEA
RBMX
RBMXL1
RBP3
RCC1
RCC2
RCL1
RCN1
RCN2
RCOR3
RECQL
RER1
RFC1
RFC2
RFC3
RFC4
RFC5
RGPD1
RGPD3
RHCE
RIF1
RNPS1
ROCK2
RP1
RPA1
RPA2
RPA3
RPF2
RPL10
RPL10A
RPL11
RPL12
RPL13
RPL13A
RPL14

RNA-binding p E9PBb1
RNA-binding p Q8IUH3
RNA-binding p P52756
RNA-binding p P78332
RNA-binding p Q9Y5S9
RNA-binding m P38159
RNA binding m Q96E39
Retinol-binding P10745
Regulator of ck C9JW69
Protein RCC2 (Q9P258
RNA 3~-termir Q9Y2P8
Reticulocalbin- Q15293
Reticulocalbin- FBWCY5
REST corepres B4DV59
ATP-dependenP46063
Protein RER1 (Q5T091
Replication fac P35251
Replication fac P35250
Replication fac P40938
Replication fac C9JZI1

Replication fac F8W9B4
RANBP2-like a PODJDO
RanBP2-like ar J3AKNEO
Blood group RFrHOYCJ8
Telomere-asso Q5UIPO

RNA-binding p H3BMM9

Rho-associatecD6REE7
Oxygen-regulai P56715
Replication prol3L2M5
Replication proQ5TEJ7
Replication pro BbMC59
Ribosome prod Q9H7B?2
60S ribosomal F8W7C6
60S ribosomal P62906
60S ribosomal P62913
60S ribosomal P30050
60S ribosomal P26373
60S ribosomal M0OQYS1
60S ribosomal E7EPB3

26270
53469
92097
128565
19877
42306
42116
135278
39559
56049
40817
38866
39115
41776
73410
21011
128175
39132
40530
36854
28828
196539
198270
8389
274294
31681
50695
240511
16262
19421
9165
35560
18580
24816
20240
17808
24247
24201
14549

1226
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RPL15
RPL17
RPL18
RPL18A
RPL19
RPL21
RPL22
RPL23
RPL23A
RPL24
RPL26
RPL26L1
RPL27
RPL27A
RPL28
RPL3
RPL30
RPL31
RPL34
RPL35
RPL35A
RPL36A
RPL37A
RPL38
RPL4
RPL5
RPL6
RPL7
RPL7A
RPL7L1
RPLS8
RPL9Y
RPLPO
RPLP1
RPLP2
RPN1
RPN2
RPP40
RPS10

60S ribosomal
60S ribosomal
60S ribosomal
60S ribosomal

P61313
J3KRX5
HOYHAY
MOR117

Ribosomal protJ3KTE4

60S ribosomal
60S ribosomal
60S ribosomal
60S ribosomal
60S ribosomal
60S ribosomal
60S ribosomal
60S ribosomal
60S ribosomal
60S ribosomal
60S ribosomal
60S ribosomal
60S ribosomal
60S ribosomal
60S ribosomal
60S ribosomal
60S ribosomal
60S ribosomal
60S ribosomal
60S ribosomal
60S ribosomal
60S ribosomal
60S ribosomal
60S ribosomal
60S ribosomal
60S ribosoma
60S ribosoma

P46778
K7ERI7
P62829
P62750
CI9JNW5
P61254
ESRIT6
P61353
E9PLL6
P46779
P39023
E5RI99
B7Z4C8
P49207
F27388
P18077
HOY5B4
P61513
J3KT73
P36578
PAGTTT
Q02878
P18124
P62424
RAGMUT7
P62917
HOY9R4

60S acidic ribo P05388
60S acidic ribo P05386
60S acidic ribo HOYDDS8
Dolichyl-dipho«P04843
Dolichyl-dipho«P04844
Ribonuclease FO75818

40S ribosomal

P46783

24131
20158
18962
18067
23233
18553
11162
14856
17792
17532
17248
15197
15788
12194
15738
46080
12648
15109
13284
10638
12530
15291
10268

7560
47667
34341
32708
29207
29977
22732
28007
10150
34252
11507
11658
68527
69241
41807
18886
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RPS10-NUDT3 Protein RPS10-S4R435

RPS11
RPS12
RPS13
RPS14
RPS15
RPS15A
RPS16
RPS17
RPS18
RPS19
RPS2
RPS20
RPS23
RPS24
RPS25
RPS26
RPS27
RPS28
RPS29
RPS3
RPS3A
RPS4X
RPS5
RPS6
RPS7
RPS8
RPS9
RPSA
RPSAP58
RRNAD1
RRP1
RRP12
RRP1B
RRP9
RTCB
RTN1
RTN3
RTN4

40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal
40S ribosomal

P62280
P25398
P62277
P62263
K7ELC2
P62244
MOR210
HOYK46
P62269
MOQXK4
HOYENS
P60866
P62266
E7ETKO
P62851
P62854
Q5T4L4
P62857
P62273
P23396
D6RG13
P62701
MOQZN2
P62753
P62081
Q5JR95
P46781
C9J9K3
AGNEO9

Protein RRNAL Q4VX71
Ribosomal RN/P56182
RRP12-like prc F5H456
Ribosomal RN/ Q14684
U3 small nucle 043818
tRNA-splicing IQ9Y3I0

Reticulon OS=

ABMTT72

Reticulon-3 O£ 095197

Reticulon OS=

F8W914

32576
18419
14505
17212
16263
17712
14830
14410
21629
17708
16051
21140
13364
15798
15187
13734
13007
7352
7836
6672
26671
25591
29579
14754
28663
22113
21866
22578
29487
32888
29655
52807
112965
84375
51809
55175
21848
112541
37121
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RUFY2
RUVBL1
RUVBL2
RYR1
S100A14
S100A6
S100A7
S100A8
SAFB
SAFB2
SAMM50
SAP18
SAP30BP
SART1
SATB?2
SCAMP1
SCGB1D2
SCP2
SDHA
SEC11A
SEC22B
SEC23A
SEC61A2
SEC61B
SEC63
SEHIL
SELIL

2-Sep

SERPINB4
SET
SF1
SF3A1
SF3A2
SF3A3
SF3B1
SF3B14
SF3B2
SF3B3
SF3B4

RUN and FYVEHOYD93
RuvB-like 1 0SQ9Y265
RuvB-like 2 0SQ9Y230
Ryanodine rece P21817
Protein S100-AQ9HCY8
Protein S100-AR4GN98
Protein S100-AP31151
Protein S100-AP05109
Scaffold attach Q15424
Scaffold attack Q14151
Sorting and as: ASMZI2
Histone deacet 000422
SAP30-binding J3QQJO
U4/U6.U5 tri-s 043290
DNA-binding p Q3ZB87
Secretory carrit USKQ30
Secretoglobin 1095969
Non-specific lijP22307
Succinate dehy HOY8X1
SEC11-like 1 ({HOYKT72
Vesicle-traffick 075396
Protein transpc B3KXI2
Protein transpcF2Z2C7
Protein transpc S4R3B5
Translocation fQ9UGP8
Nucleoporin SEK7ELV?2
Protein sel-1 h Q9UBV?2
Septin-2 OS=F B5MCX3
Serpin B4 (FrayHOY5H9
Protein SET 0£Q01105
Splicing factor H7CON4
Splicing factor Q15459
Splicing factor KTEMTO
Splicing factor Q12874
Splicing factor 075533
Pre-mRNA bra Q9Y3B4
Splicing factor Q13435
Splicing factor 13L4G7
Splicing factor Q15427

71390
50196
51125
564815
11655
9675
11464
10828
102580
107408
284771
17550
35862
90200
69094
37849
9918
58956
13628
18976
24578
63061
17860
4871
87942
29522
88698
36917
42472
33469
80569
88831
49224
58812
145738
14576
100165
135492
44357
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SF3B5
SFI1

SFN
SFPQ
SFRS3
SFSWAP
SHMT?2
SHQ1
SHROOM3
SIGMAR1
SKIV2L2
SKP1
SLC12A7
SLCI16A1
SLC22A5
SLC25A1
SLC25A10
SLC25A11
SLC25A12
SLC25A24
SLC25A3
SLC25A5
SLC25A6
SLIRP
SLTM
SMARCA2
SMARCA4
SMARCA5
SMARCC1
SMARCC2
SMARCD1
SMC1A
SMC1B
SMC3
SMC4
SMCHD1
SMNDC1
SMU1
SNAP23

Splicing factor Q9BWJ5
Protein SFI1 hcD3YTJ2
14-3-3 protein P31947

Splicing factor, P23246

Serine/arginine BAE241
Splicing factor, Q12872
Serine hydroxy HOYIZ0

Protein SHQ1 t B4DL05
Protein Shroon Q8TF72
Sigma non-opit Q99720
Superkiller vira FBH7E2
S-phase kinas¢ EBRJRS

Solute carrier f Q9Y666
Monocarboxyle Q5T8R3
Solute carrier f H7TC1R8
Tricarboxylate P53007

Mitochondrial (B4ADLN1
Mitochondrial ©13L1P8

Calcium-bindir B3KR64
Calcium-bindir Q6NUK1
Phosphate carn F8VVM?2
ADP/ATP transP05141

ADP/ATP tran<P12236

SRA stem-loop HOYJ40

SAFB-like tran H7BXE3
Probable globa P51531

SMARCA4 isof Q9HBD4
SWI/SNF-relat 060264
SWI/SNF comy Q92922
SWI/SNF comy F8VXC8
SWI/SNF-relat Q96GMb5
Structural mair Q14683
Structural mair Q8NDV3
Structural mair QQUQEY
Structural mair E9PD53
Structural mair J3KTL8

Survival of mot 075940
WD40 repeat-c Q2TAY7
Synaptosomal- H3BM38

10129
128933
27757
76102
14194
104758
28800
61510
216724
25112
106746
18708
119029
31669
15573
33991
48069
32162
62681
53320
36138
32831
32845
10843
48819
181166
188031
121828
122790
136100
58196
143144
143818
141454
144365
155549
26694
57507
13897
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SNRNP200
SNRNP40
SNRNP70
SNRPA
SNRPA1
SNRPB2
SNRPC
SNRPD1
SNRPD2
SNRPD3
SNRPE
SNRPF
SNRPG
SNRPN
SNW1
SNX9
SOD1
SON
SP140L
SPATAT
SPDEF
SPEN
SPIN1
SPIN2B
SPINK5
SPRR3
SPTA1
SPTAN1
SPTBN1
SPTBN2
SRM
SRP14
SRP68
SRP72
SRPRB
SRRM?2
SRRT
SRSF1
SRSF10

U5 small nucle 075643
U5 small nucle Q96DI7
Ul small nucle P08621
U1l small nucle MOQXK2
U2 small nucle HOYMAO
U2 small nucle P08579
Ul small nucle P09234
Small nuclear r P62314
Small nuclear r P62316
Small nuclear r B4DJP7
Small nuclear r P62304
Small nuclear r P62306
Small nuclear r P62308
Small nuclear r B3KVR1
SNW domain-c G3V3A4
Sorting nexin-€Q9Y5X1
Superoxide dis H7BYH4
Protein SON O. P18583
Nuclear body pH7BYP4
Spermatogene: G3V287
SAM pointed d 095238
Msx2-interactilF6WRY4
Spindlin-1 0S=Q9Y657
Spindlin-2B (F1Q5JZB8
Serine proteasiQINQ38
Small proline-r BIAN48
Spectrin alpha P02549
Spectrin alpha Q13813
Spectrin beta ¢ Q01082
Spectrin beta ¢015020
Spermidine syr KTEQ47
Signal recognit HOYLA?2
Signal recognit Q9UHBY
Signal recognit D6RDY6
Signal recognit Q9Y5M8
Serine/arginine Q9UQ35
Serrate RNA ef Q9BXP5
Serine/arginine J3KTL2
Serine/arginine Q5JRI1

244353
44488
51526
31259
28398
25470
17381
13273
13518
13283
10797

9719
8490
25059
65351
66550
13901

263664

46190

9187
37494
43002
29582
27794

120637
17048

279842

284772

274439

271157
14421
13050
70686
39641
29684

299438

100604
28312
20900

1276
61

112
275
307

301
203
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116
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214
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SRSF2
SRSF4
SRSF5
SRSF6
SRSF7
SRSF9
SSB
SSBP1
SSR1
SSR4
SSRP1
STAG1
STAG?2
STK17A
STK38
STK38L
STMN1
STMN2
STOML2
STRAP
STRBP
STRN4
SUB1
SUGP1
SUGP2
SUMO1
SUMO3
SUN1
SUN2
SUPTI16H
SUPT6H
SURF4
SYMPK
SYNCRIP
TAF15
TAGLNZ
TARDBP
TARS
TAX1BP1

Serine/arginine J3KP15
Serine/arginine Q08170
Serine/arginine Q13243
Serine/arginine Q13247
Serine/arginine C9JAB2
Serine/arginine S4R3G0
Lupus La prote P0O5455
Single-strande ETEUY5
Translocon-as:FbH5Y?2
Translocon-as:<P51571
FACT complex Q08945
Cohesin subun Q6P275
Cohesin subun FEWAKS
Serine/threonitQOUEES
Serine/threonii Q15208
Serine/threonii 13L0ODO
Stathmin OS=}tP16949
Stathmin OS=t E5RGX5
Stomatin-like [ B4AE1K7Y
Serine-threonit BOAZVO0
Spermatid peri Q96SI19
Striatin-4 (Frag R4GN16
Activated RNA P53999
SURP and G-p. BADVK3
SURP and G-p. MOR2Z9
SMT3 suppres: B82767
Small ubiquitin B4ADUW4
SUN domain-c HOY6Nb
SUN domain-c J3KQEO
FACT complex Q9Y5B9
Transcription e Q7KZ85
Surfeit 4 OS=FQ5T8Ub5
Symplekin OS=0Q92797
Heterogeneous 060506
TATA-binding 1Q92804
Transgelin-2 O P37802
TAR DNA-bind Q13148
Threonine--tRI G3XAN9
Tax1-binding p B8Z27ZD4

15518
56645
31245
39563
26912
25526
46808
15703
29402
18987
81024
140001
133986
46529
54155
53968
17292
19562
33317
28488
73606
34684
14386
72425
121468
7161
15758
70999
79037
119838
198949
21114
141059
69560
61793
22377
44711
72022
93551
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TBC1D8B
TBCA
TBL3
TBP
TBRG4
TCEB1
TCEB2
TCERG1
TCOF1
TECR
TEX10
TFAM
TFIP11
TGM1
THOC1
THOC2
THOCG6
THRAP3
TIAL
TIALL
TIMM13
TIMM50
TJIP1

TKT
TMCC3
TMCO1
TMED10
TMED2
TMEM109
TMEM167A
TMEM189
TMEM194A
TMEM201
TMEM33
TMEMA43
TMEM97
TMOD3
TMPO
TMPRSS13

TBC1 domain f QOIIM8
Tubulin-specifiB4DT30
Transducin bet Q12788
TATA-box-binc HOY6DS8
Protein TBRG4 H7C4R5
Transcription e RAGMYS8
Transcription e I3LOM9
Transcription e 014776
Treacle proteinJ3KQ96
Very-long-chai Q9NZ01
Testis-express QINXF1
Transcription f H7BYN3
Tuftelin-interacQ9UBB9
Protein-glutam HOYLT9
THO complex < J3KT14
THO complex s Q8NI27
THO complex < Q86W42
Thyroid hormoiQ9Y2W1
Nucleolysin TI/ F8W8I6
Nucleolysin TI#Q01085
Mitochondrial i Q9Y5L4
Mitochondrial i MOROC3
Tight junction |G3V1L9
Transketolase B4E022
Transmembrar G3V207
Transmembrar J3QQY?2
Transmembrar P49755
Transmembrar F5GX39
Transmembrar Q9BVC6
Protein kish-A Q8TBQ9
HCG2044781 CG3V2F7
Transmembrar G3V5K2
Transmembrar HOY4Rb5
Transmembrar D6RAAG
Transmembrar Q9BTV4
Transmembrar J3KT68
Tropomodulin- HOYKU1
Lamina-associ P42167
Transmembrar J3KQC6

128627
15781
88978
11605
29590

6963
15592

123823

144040
36011

105608
25662
96758
23400
28089

182659
37511

108601
42808
43421
10493
28204

197339
62839
50143
11365
24960
13622
26194

8054
42181
12019
59803
25207
44847
10969
20889
75446
63127
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TMX1 Thioredoxin-re G3V448

TNRC6B Isoform 2 of Tr Q9UPQ9-1

TOMM?20 Mitochondrial i Q15388
TOMM22 Mitochondrial i QINS69
TOMMA40 Mitochondrial 1096008

TOMMb Mitochondrial i F8W8Z9
TOP1 DNA topoisomP11387
TOP2A DNA topoisomi P11388
TOP2B DNA topoisomiE9PCY5
TP53 Cellular tumor P04637
TPI1 Triosephospha P60174
TPM3 Tropomyosin 3 Q5VU58
TPR Nucleoprotein P12270
TRA2A Transformer-2 Q13595
TRA2B Transformer-2 P62995
TRAM1 Translocating ¢ G3XAN4
TRAP1 Heat shock prcI3LOK7
TRIM21 E3 ubiquitin-pr F5H012
TRIM23 E3 ubiquitin-pr P36406
TRIM28 Transcription itQ13263
TRIM6-TRIM3:Protein TRIM6- B2ZRNG4
TRMU Mitochondrial 1075648
TRRAP Transformatior HOY4W?2
TSPAN10 Tetraspanin-1CQ9H1Z9
TTN Titin (Fragmen H7C1P9
TUBA1A Tubulin alpha- Q71U36
TUBALC Tubulin alpha- F5H5D3
TUBA4B Putative tubuliiQ9H853
TUBB Tubulin beta ct P07437
TUBB2B Tubulin beta-2 Q9BVA1
TUBBS3 Tubulin beta-3 Q13509
TUBB4B Tubulin beta-4 P68371
TUFM Elongation fact P49411
TUSC3 Tumor suppres D6RA37
TXN Thioredoxin O$P10599
TXNL4A Thioredoxin-lik KTESL1
U2AF1 Splicing factor Q01081
U2AF2 Splicing factor KTENG2

U2SURP U2 snRNP-ass 015042

11904
182703
16288
15512
37869
10969
90669
174276
130398
43625
30772
33202
267131
32669
33646
33414
57184
54047
64025
88493
97666
47714
405650
36475
109167
50104
57693
27534
49639
49921
50400
49799
49510
33068
11730
8457
27854
53467
118219
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UBA1
UBAb2
UBB
UBEZM
UBEZNL
UBTF
UCHL1
UFC1
UFL1
UGGT1
UGT2B15
UQCR10
UQCRC1
UQCRC2
URB1
USMG5
USP17L24
USP28
USP39
USP9X
UTP14C
UTP15
UTP18
UTP20
UTP3
uTS2
VAMP?2
VAPA
VAPB
VARS
VCP
VDAC1
VDAC2
VDAC3
VIM
WAPAL
WARS
WBP11
WDR12

Ubiquitin-like r Q5JRR6
Ubiquitin-60S 1 MOR1V7
Ubiquitin (FragJ3QS39
NEDD8-conjug MOQX69
Putative ubiqui Q5JXB2
Nucleolar trans E9PKP7
Ubiquitin carbc D6R956
Ubiquitin-fold 1Q9Y3C8
E3 UFM1-prote 094874
UDP-glucose:g Q9NYU2
UDP-glucuroncP54855
Cytochrome b- Q9UDW1
Cytochrome b- P31930
Cytochrome b- H3BP04
Nucleolar pre-r060287
Up-regulated d Q96IX5
Ubiquitin carbc QOWX57
Ubiquitin carbc HOYG96
U4/U6.U5 tri-s B9A018
Probable ubiquQ93008
U3 small nucle Q5TAP6
U3 small nucle HOY8P4
U3 small nucle Q9Y5J1
Small subunit 1075691
Something abo QINQZ?2
Urotensin-2 O Q5H8X8
Vesicle-associiJ3QRU4
Vesicle-associiQ9PO0OLO
Vesicle-associi095292
Valine--tRNA IIHOY426
Transitional en P55072
Voltage-depen P21796
Voltage-depen BADKM5
Voltage-depen F5H740
Vimentin OS=FP08670
Wings apart-lik Q7Z5K2
Tryptophan--tF P23381
WW domain-bi F5H5G4
Ribosome biog Q9GZL7

56816
12795
10463
8234
17366
87380
26823
19446
89540
177078
60996
7304
52612
19460
254227
6453
59673
41909
62005
292094
87135
61393
61964
318182
54525
16266
12243
21875
27211
32490
89266
30754
27462
30738
53619
132863
53132
23147
47678
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WDR18
WDR3
WDR33
WDR36
WDR43
WDR5
WDRT7
WDR82
WHSCI1L1
WNK2
XAB2
XPNPEP3
XPO1
XRCCbH
XRCC6
XRN2
YBX1
YEATS?2
YIF1B
YLPM1
YTHDC1
YWHAB
YWHAE
YWHAG
YWHAH
YWHAQ
YWHAZ
ZBBX
ZC3H14
ZC3H3
ZFYVEI9
ZMYM?2
ZMYM4
ZMYMO6NB
ZMYNDS8
ZNF326
ZNF638
ZNF687
ZRANB?2

WD repeat-cor USKQC1
WD repeat-cor QQUNX4
pre-mRNA 3~ Q9C0J8
WD repeat-cor Q8NI36
WD repeat-cor Q15061
WD repeat-cor P61964
Methylosome [ B4DP38
WD repeat-cor Q6UXN9
Histone-lysine B7ZL11
Serine/threonitHOY7T5
Pre-mRNA-spl F5H315
Probable Xaa-IQINQH7
Exportin-1 0S=014980
X-ray repair crcP13010
X-ray repair crcP12956
5~-3~ exoriborB4DZC3
Nuclease-sens HOY449
YEATS domain HOY6M®6
Protein YIF1B tQ5BJH7

Isoform 4 of YL P49750-4

YTH domain-c«J3QR0O7
14-3-3 protein P31946
14-3-3 protein P62258
14-3-3 protein P61981
14-3-3 protein A2IDB2
14-3-3 protein P27348
14-3-3 protein E7EX29
Zinc finger B-b F2Z370
Zinc finger CCCHOYJA?2
Zinc finger CC(Q8IXZ?2
Zinc finger FY\H3BN64
Zinc finger MY Q9UBW7
Zinc finger MY Q5VZL5
Uncharacterize Q8NCS4
Protein kinase Q2HXV1
DBIRD comple Q5BKZ1
Zinc finger prof Q14966
Zinc finger protHOY5I5
Zinc finger Rar 095218

43321
106032
145799
105255

74843

36565

36701

35056
160212
234438

99617

56997
123306

82652

69799
102351

41991

21152

34413
241495

85536

28065

29155

28285

28201

27747

28019

87945

73271
101878

29680
154810
172677

16873
126336

65613
220488

75622

37382
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ZSCAN? Zinc finger and F5GY18 22609



gene name protein score group
DDX3X 218
ELAVL1 182
ILF2 590 mMRNA binding
PABPC1 33
SRRT 107
SNRPD1 259
SNRPD2 161
SNRPD3 38 Sm
SNRPE 66
SNRPG 101
SNRPA 112 Ul
PHF5A 78
SF3Al 1062
SF3A2 565
SF3A3 1019
SF3B1
SF3B14 U2
SF3B2
SF3B3
SF3B4 181
SF3B5 127
SNRPA1 307
SNRPB2 307
CHERP 1107
DDX42 35
DDX46 38
DHX15 1481
DNAJCS8 666 U2 rel
RBM17 739
SMNDC1 106
U2AF1 200
U2AF2 783
BUB3 118
C190rf43 197




DDX17 225
DDX5 267
FUS 213 A
RBM10 990
RBM39 92
RBM5 1226
SF1 655
SUGP1 914
EFTUD2 170
PRPF6 48
PRPF8 _ U5
SNRNP200 1276
SNRNP40 61
NHP2L1 57
U4/U6
PRPF3 30
HSPAS 817
Prp19
PRPF19 171
AQR 47 Prp19 rel
GNB2L1 84 co
MATR3 588
LSM6 62 LSm
SRSF1 4
SRSF10
SRSF2 40 SR
SRSF9 351
TRA2A 46
TRA2B 113
HNRNPAO 99
HNRNPA1 129
HNRNPA2B1 132
HNRNPC 265
HNRNPD 194
HNRNPH1 45
HNRNPHS3 102
HNRNPK 132
HNRNPM 386 hnRNP
HNRNPR 553
HNRNPU 224




HNRNPUL1 256
PCBP1 30
PTBP1 183

RALY 125
RBMX 214
SYNCRIP 387
C160rf80 199
CIRBP 6
ILF3 749 MISC
KHDRBS1 402
PRMT5 85
ACIN1 46
DDX39B 72
EIF4A3 197 £ JCTREX
MAGOH 46
RBMSA 76
SAP18 48
2 124
4 34
7 133
8 39
ACAT1 220
ACTL6A 17
ACTN4 133
ADAR 486
AGO1 77
AHNAK 79
AK2 201
AKAPS 175
ALDOA 343
ALDOC 172
ANKFY1 55
ANP32A 219
ANP32B 205
ANXA2 60
ANXAG 47
API5 69
APRT 22




ARF4 148
ARF6 38
ATP13A1 35
ATP5A1 149
ATPS5D 114
ATP5G1 34
ATP5L 40
ATPIF1 38
BCAP31 157
BLOC1S6 40
BOLA2 53
C140rf166 330
C19o0rf10 64
C10BP 116
C210rf33 54
CALM2 50
CALR 252
CAND1 38
CBX1 41
CCT4 163
CCT5 58
CCT8 31
CFL1 33
CFTR 35
CHD4 111
CHN1 30
CKAP5 123
CKB 103
CKMT1A 71
CLTC 653
CNPY2 52
CNTNAP4 11
COMT 47
COPB2 47
COPG2 48
COXT7A2 59
CPA5 30
CPSF1 76




CPSF6 223
CPSF7 150
CPVL 88
CRTAP 178
CS 73
CSNK2B-LY6G5B-1181 68
CTBP2 32
CTTNBP2 2
CYCS 50
DAD1 91
DAPP1 1
DAZAP1 84
DCXR 56
DDB1 119
DDX1 70
DDX39A 62
DHCRY 35
DIABLO 66
DLD 200
DNAI2 32
DNAJA2 36
DNAJA3 42
DNAJC10 35
DNMT1 34
DYNC1H1 774
ECHS1 79
ECI1 54
EDC4 32
EDF1 48
EEF1A1P5 28
EEF1A2 429
EEF1G 232
EEF2 22
EIF4A2 33
EIF4H 82
EIF5A 203
ENDOV 30
ENO1 193




EP400 32
ERP29 75
ETFA 92
ETFB 82
EWSR1 4
FARP2 33
FASN 40
FBL 34
FLNA 364
FUBP1 143
GANAB 200
GAPDH 204
GCN1L1 256
GIGYF2 42
GK 39
GNA12 42
GNAS 42
GNB1 40
GOT2 116
GPI 131
GSTO1 38
GTF2I 43
H2AFZ 99
H3F3A 8
HDAC4 33
HIST1H2AG 228
HIST1IH2BN 142
HMGB1P1 34
HNRNPDL 57
HNRNPL 58
HNRNPUL2 636
HSD17B10 49
HSD17B12 162
HSD17B4 220
HSP90AAl 292
HSP90B1 197
HSPA4 56
HSPAS 1097




HSPAG 100
HSPA9 514
HSPD1 303
HSPE1 89
IGLLS 1
IREB2 74
KATNAL2 51
KBTBD3 1
KHSRP 58
KLRC4-KLRK1 34
LAMAS 33
LANCL1 50
LCN1 134
LDHA 107
LDHB 131
LEPRE1 275
LIG3 32
LIMA1 14
LMNA 149
LMNB1 461
LMNB2 255
LUC7L2 77
MAP1B 68
MDH2 175
MDN1 171
METTL3 35
MSH2 35
MT-CO2 37
MYEF2 42
MYL12A 36
NCL 936
NDUFS3 93
NKRF 123
NME1-NME2 142
NMES3 30
NONO 111
NPM1 210
NUDT16L1 91

ungrouped




NUDT21 563
NUP210 71
P4HB 266
PA2G4 93
PABPN1 38
PARP1 73
PCMT1 28
PCNP 433
PDIA3 341
PDIA4 32
PELP1 31
PFKP 34
PFN1 37
PGAM1 38
PGK1 133
PHB 189
PHB2 272
PHGDH 136
PLOD1 246
POLR2A 125
PPIA 157
PPIB 72
PPIF 163
PPP2CB 32
PPP6R2 32
PRAF2 56
PRC1 5
PRDX2 13
PRDX3 1
PRDX4 163
PRDX6 48
PRKCSH 77
PRKDC 753
PRPF39 15
PSMA1 31
PSMAS 82
PSMB5 115
PTMA 52




RAB10 142
RAB15 91
RAB33B 31
RAB35 91
RAB5C 126
RABGA 31
RAD50 85
RAN 94
RAP1B 34
RBBP4 121
RBM14 405
RBM15 52
RBM6 330
RBMXL1 237
RBP3 30
RCC1 31
RCC2 40
RECQL 40
RGPD1 57
RHCE 34
RP1 33
RPL12 79
RPN1 36
RPS5 88
RPSAP58 48
RTCB 329
RTN1 38
RTN3 78
RUFY?2 4
RUVBL1 99
S100A8 79
SAFB 660
SCAMP1 77
SEC22B 89
SET 142
SFRS3 97
SFSWAP 40
SLC25A10 60




SLC25A11 48
SLC25A3 39
SLC25A5 257

SLIRP 33
SMARCA4 a7
SMARCC2 86
SMC1A 33
SMC4 220
SNRPN 214
SOD1 94
SPIN2B 32
SPRR3 38
SPTAN1 116
SPTBN1 72
STMN1 134
STMN2 94
TAF15 81
TARDBP 39
TBCA 53
TCEB1 41
TCEB2 108
TMCC3 35
TMED10 69
TMED2 32
TMEM97 32
TMPO 35
TPI1 83
TPR 156
TRIM23 38
TRMU 35
TUBA1A 608
TUBA1C 374
TUBA4B 12
TUBB 134
TUBB3 381
TUBB4B 140
TUFM 319

TXN




UBB 52
UBE2M 1
UCHL1 32
VAPB 63

VCP 131
VDAC1 158
VDAC2 132
VDAC3 44

VIM 885
WARS 37
WDR18 43
WDR33 40

XPNPEP3 4
XRCC5 82
XRCC6 221
YEATS2 35
YWHAB 112
YWHAE 137
YWHAG 254
YWHAQ 56
YWHAZ 189

ZFYVE19 46
ZNF326 361




protein score

high

1000
500

low



GeneName

A2M
AARD
AATF
ABCB6
ACAA2
ACAT1
ACIN1
ACOT13
ACP1
ACSL1
ACTA1
ACTB
ACTBL2
ACTC1
ACTG1
ACTL6A
ACTN1
ACTN4
ADAD?2
ADAR
ADC
ADNP
AGL
AGO1
AGO2
AGO3
AHCTF1
AHCY
AHNAK
AIFM1
AK2
AKAPS8

prot_desc prot_acc
1 Uncharacterize MOQYC6
2 Uncharacterize F5H423
3 Uncharacterize HOYHGO
4 Uncharacterize H7TBZT4
5 Ig kappa chain P01614
6 Uncharacterize H7COC1
Alpha-2-macro P01023
Alanine and arf Q4LEZ3
Protein AATF CQINY61
ATP-binding ce H7TBXK9
3-ketoacyl-Co/ KTEMEO
Acetyl-CoA ace P24752
Apoptotic chroiS4R3H4
Acyl-coenzyme QINPJ3
Low molecular F2Z2Q9
Long-chain-fat HOY9U7
Actin, alpha sk Q5T8M7
Actin, cytoplasiP60709
Beta-actin-like Q562R1
Actin, alpha ca P68032
Actin, cytoplasi13L1U9
Actin-like prote 096019
Alpha-actinin--G3V2W4
Alpha-actinin-2043707
Adenosine dea H3BNP6
Double-strand¢e HOYCK3
Arginine decarl Q96A70
Activity-depencQ9H2P0
Glycogen debr: P35573
Protein argona Q9UL18
Protein argona Q9UKV8
Protein argona Q9H9G7
Protein ELYS CQ8WYP5
Adenosylhomo P23526
Neuroblast diff Q09666
Apoptosis-indL 095831
Adenylate kina FBW1A4
A-kinase anchc043823

prot_mass

12045
23331
59149
10832
12668
21328
163188
17564
63094
77498
36260
45171
145355
14951
7496
32788
37800
41710
41976
41992
23830
47430
102993
104788
28653
140739
49947
123485
174652
97152
97146
97298
252342
47685
628699
66859
25614
76061

prot_.score
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AKAPSL
AKR1A1
AKR1B1
ALDH18A1
ALDOA
ALDOC
ALG13
ALYREF
ANKFY1
ANP32A
ANP32B
ANP32C
ANXAZ
ANXA5
ANXAG
APEX1
APH1B
APOB
APOBEC3C
APRT
ARF3
ARF4
ARF5
ARF6
ARHGEF17
ARHGEF18
ARHGEF19
ARL1
ARLSEB
ARPC3
ARPC4-TTLL3
ASAP?2
ATAD3B
ATIC
ATP13A1
ATP1A1
ATP5A1
ATP5B
ATP5C1

A-kinase anchcQ9ULX6
Alcohol dehydr Q5T621
Aldose reducta E9QPCX2
Delta-1-pyrroli P54886
Fructose-bispt H3BPS8
Fructose-bisph P09972
Isoform 2 of PLQI9NP73-2
THO complex < E9PB61
Ankyrin repeat Q9P2R3
Acidic leucine- HOYN26
Acidic leucine- Q5T6W8
Acidic leucine- 043423
Annexin (Fragr HOYKL9
Annexin OS=H D6RBL5
Annexin (Fragr HOYC77
DNA-(apurinic G3V3M6
Gamma-secret HOYKZ9
Apolipoprotein P04114
DNA dC->dU-¢QINRW3
Adenine phosp H3BOB1
ADP-ribosylatiiB7ZB63
ADP-ribosylatiP18085
ADP-ribosylatiiP84085
ADP-ribosylatiiP62330
Rho guanine ntQ96PE2
Rho guanine ntM0QZS0
Rho guanine ntHOY4D8
ADP-ribosylatitB4ADWW1
ADP-ribosylatiiB4DI85
Actin-related p F8VR50
Protein ARPC4 H7COA3
Arf-GAP with S043150
ATPase family Q5T9A4
Phosphoribosy F5GWY?2
Probable catiotrQ9HD?20
Sodium/potass P05023
ATP synthase :K7ENP3
ATP synthase :F8VPV9
ATP synthase :B4DL14

71604
16506
29426
87248
39315
39431
18213
27541
128318
19985
28770
26746
19518
29319
10129
29172
20749
515283
22811
17551
20588
20498
20517
20069
221535
91352
34549
18554
18630
9720
21045
111581
72527
58579
132870
112824
59714
56525
27495
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ATP5D
ATP5G1

ATP5J2-PTCD:

ATP5L
ATP50
ATP6VOC
ATP6V1C1
ATPIF1
BAG2
BAG4
BANF1
BARD1
BAX
BAZ1B
BCAP31
BCAS2
BCLAF1
BEAN1
bK150C2.9
BLOC1S6
BMS1
BOLA2
BPTF
BRI3BP
BRIX1
BSG
BUB3
BUD31
BYSL
C10o0rfl115
Cllorf3l
Cllorf84
Cl2orf23
Cl4orfl66
Cl60rf80
C19orfl10
C190rf43
Clorfle7
C1QBP

ATP synthase :P30049
ATP synthase ID6R9H7
Pentatricopept G3V325
ATP synthase :E9PN17
ATP synthase :H7C086
V-type proton /P27449
V-type proton /E7EV59
ATPase inhibit Q9UII2

BAG family mo B4DXE?2
BAG family mo 095429
Barrier-to-autc 075531
BRCAl-associctE7TEUI3

Apoptosis regu Q07812
Tyrosine-prote Q9UIGO
B-cell receptor P51572
Pre-mRNA-spl 075934
Bcl-2-associatt E9PK09

Isoform 3 of PrQ3B7T3-3

BK150C2.9 pro Q6ICH2
Biogenesis of | H3BNE3
Ribosome biog Q14692
BolA-like prote H3BTWO
Nucleosome-re FbGXFb
BRI3-binding p Q8WY22
Ribosome biog Q8TDNG6
Basigin OS=HcP35613
Mitotic checkp J3QT28
Protein BUD31 C9JNV?2
Bystin OS=Hor Q13895
Putative uncha Q5QP74
Selenoprotein IHOYE28
Uncharacterize Q9BUA3
UPF0444 trans Q8WUH6
UPFO0568 prote Q9Y224
UPF0468 prote Q9Y6A4
UPF0556 prote Q969H8
Uncharacterize Q9BQ61
Uncharacterize HOY5F2
Complement c(I3L3B0

17479
10188
84057
8447
8128
15725
35686
12241
20176
49563
10052
62141
21171
170796
27974
26115
83183
22331
24136
13587
145716
10110
271364
27818
41375
42174
31684
13559
49570
10337
10435
41011
11741
28051
22760
18783
18408
68415
31343
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C21orf33
C2CD4B
C4A
C7orf50
CACNG6
CACYBP
CALCOCO1
CALM2
CALR
CALU
CAND1
CANX
CAPZA2
CAPZB
CARHSP1
CASP14
CBR1
CBX1
CBX3
CBX5
CCAR1
CCAR?2
CCDC58
CCDC86
CCNK
CCR9
CCT2
CCT4
CCT5
CCT6A
CCT7
CCT8
CD2BP2
CDC5L
CDK1
CEBPZ
CENPB
CENPV
CEP85

ES1 protein ho H7C1F6
C2 calcium-dej A6NLJO
Complement C POCOL4
Uncharacterize C9JQVO0
Voltage-depen Q9BXT2
Calcyclin-bindi Q9HB71
Calcium-bindir Q9P1Z72
Calmodulin (Fr HOY7A7
Calreticulin (FrK7EJB9
Calumenin 0S- 043852
Cullin-associat Q86VP6
Calnexin OS=FB4DGP8
F-actin-cappin P47755
Capping protei BIAK87
Calcium-regule Q9Y2V2
Caspase-14 O¢P31944
Carbonyl reduc B4DFK7
Chromobox prcJ3KS05
Chromobox prc Q13185
Chromobox prc P45973
Cell division cy FbH1H2
Cell cycle and ¢{HOYB24
Coiled-coil donQ4VC31
Coiled-coil donB4DY99
Cyclin-K OS=F G3V5E1
C-C chemokine P51686
T-complex protF5GWF6
T-complex proiP50991
T-complex protB4DYD8
T-complex protB4DPJ8
T-complex proi F5GZK5
T-complex proiBADEM7
CD2 antigen ¢y 095400
Cell division cy Q99459
Cyclin-depend¢EBRIU6G
CCAAT/enhancQ03701
Major centrom P07199

Isoform 3 of CeQ7Z7K6-3

Centrosomal piQ6P2H3

217429
38745
192664
21870
28111
26194
77289
20749
48112
37084
136289
71458
32929
29277
15882
27662
18750
20115
20798
22211
132739
68881
16609
12735
43377
41987
57452
57888
49495
54833
59329
57608
37623
92194
21724
120898
65132
29927
85586
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CEPS85L
CFL1
CGGBP1
CHCHD3
CHD4
CHD8
CHERP
CHN1
CHTOP
CIRBP
CIRH1A
CISD2
CKAP4
CKAP5
CKB
CLASP2
CLTC
CMAS
CNIH4
CNPY2
CNTNAP4
COIL
COLGALT1
COMT
COPA
COPB1
COPB2
COPE
COPZ1
CORO1C
COX17
COX4l1
COX5A
COX5B
COX6B1
COXTAZ2
CPA5
CPSF1
CPSF2

Centrosomal piQ5SZL2
Cofilin 1 (Non- G3V1A4
CGG triplet rep QQUFWS8
Coiled-coil-hel G3V1K1
Chromodomair F5GWX5
Chromodomair HOYJG4
Calcium homecJ3QK89
N-chimaerin O:B82796
Chromatin targ Q9Y3Y2
Cold-inducible B4E2X2
Cirhin (Fragme H3BSH7
CDGSH iron-stI13L1IN9
Cytoskeleton-£ Q07065
Cytoskeleton-£ Q14008
Creatine kinas¢ HOYJGO
CLIP-associati B3KR06
Clathrin heavy Q00610
N-acylneurami F5H296
Protein cornich A6GNLH6
Protein canopy F8VXJ7
Contactin-assc F5H107
Coilin 0OS=Hon P38432
Procollagen ga MOQX72
Catechol O-me ETEMS6
Coatomer subL P53621
Coatomer subL E9PP73
Coatomer prot¢B4DZI8
Coatomer prote MOQXB4
Coatomer subL F8VS17
Coronin OS=HB4E3S0
Cytochrome c (C9J8T6
Cytochrome ¢ (P13073
Cytochrome ¢ ¢H3BNX8
Cytochrome ¢ (P10606
Cytochrome ¢ (K7EQD3
Cytochrome ¢ ¢HOUIO6
Carboxypeptidi Q8WXQ8
Cleavage and Q10570
Cleavage and r Q9P210

91751
16801
18809
15549
216967
101664
104868
31322
26380
28342
77894
5141
65983
225352
42617
49127
191493
9190
15760
19040
139833
62570
71590
24822
138258
55502
98984
36901
18363
41577
10846
19564
17224
13687
4781
12836
49005
160782
88431
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CPSF3
CPSF4
CPSFb6
CPSF7
CPVL
CRBN
CRNKL1
CROCC
CRTAP
CS
CSEIL
CSNK2A1

Cleavage and  GBE9W3
Cleavage and ( B7Z7B0
Cleavage and  FBWJN3
Cleavage and  F5H669
Probable serint Q9H3G5H
Protein cereblcJ3QT87
Crooked neck- Q5JY65
Rootletin (Frag BIAKDS
Cartilage-assoi 075718
Citrate synthasB4DJV?2
Exportin-2 0S=B4DUCH
Casein kinase E7EU96

CSNK2B-LY6G Chimera CSNKQ5SRQ3

CSTA
CSTB
CSTF2
CTNND1
CTSD
CTTN
CTTNBP2
CYB5B
CYB5R3
CYCS
DAD1
DAPP1
DARS
DAZAP1
DBI
DBN1
DCAF13
DCAKD
DCD
DCUN1D5
DCXR
DDB1
DDOST
DDT
DDX1
DDX17

Cystatin-A 0S=C9JOE4
Cystatin-B 0S=P04080
Cleavage stimt ETEWR4
Catenin delta-:C9JZR2
Cathepsin D ligH7C1V0
Src substrate cH7C314
Cortactin-bindiHOY448
Cytochrome b5 H3BUX?2
NADH-cytochriB1AHF3
Cytochrome c (C9JFR7
Dolichyl-dipho: F5GXX5
Dual adapter fcJ3KNB3
Aspartate--tRNC9J7S3
DAZ-associate K7TEQO02
Acyl-CoA-bindiP07108
Drebrin (Fragm D6RFI1
DDB1- and CU Q9NVO06
Dephospho-Co K7TESP4
Dermcidin OS=P81605
DCN1-like prot HOYCN4
L-xylulose redt J3KRZ4
DNA damage-t Q16531
Dolichyl-dipho:U3KQ84
D-dopachrome J3KQ18
ATP-dependen Q92499
Probable ATP- H3BLZ8

73430
21942
52238
41241
54129
45424
99111
149087
46532
50400
110346
45282
26656
7082
11133
62902
104784
20359
25079
125549
15707
16686
11326
9548
30156
19957
24789
10038
13428
51369
24162
11277
22918
23945
126887
46548
14184
82380
80389
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DDX18
DDX21
DDX23
DDX24
DDX27
DDX31
DDX39
DDX39A
DDX39B
DDX3X
DDX3Y
DDX46
DDX5
DDX50
DDX54
DDX55
DENR
DHCRY
DHX15
DHX30
DHX36
DHX9
DIABLO
DIDO1
DKC1

ATP-dependen QINVP1
Nucleolar RNA Q9NR30
Probable ATP- Q9BUQS
ATP-dependen G3V529
Probable ATP- Q96GQ7
Probable ATP- F8WAJO
ATP-dependenB1Q2N1
ATP-dependen 000148
Spliceosome R B4D1J6

ATP-dependen 000571

Uncharacterize BADXX7
Probable ATP- Q7L014
Probable ATP- J3KTA4
ATP-dependenQ9BQ39
ATP-dependenQ8TDD1
ATP-dependen F5H5U2
Density-regula F8VVL1
7-dehydrochol¢ EQPIP9

Putative pre-m 043143

Putative ATP-c H7BXY3
Probable ATP- F5GZS0
ATP-dependen Q08211

Diablo homolog F5GXT8
Death-inducer Q9BTCO
H/ACA ribonuc 060832

DKFZp781K13 NADH dehydro Q5H9R2

DLD
DNAJA1
DNAJA3
DNAJCI0
DNAJC?2
DNAJCS8
DNAJC9
DNTTIP2
DOLPP1
DPM3
DPY30
DPYSL5
DRAP1

Dihydrolipoyl d BADHGO
Dnal homolog P31689
Dnal homolog E7ES32
Dnal homolog Q8IXB1
Dnal homolog Q99543
Dnal homolog 075937
DnaJ homolog Q8WXX5
Deoxynucleotic J3KP30
Dolichyldiphos Q86YN1
Dolichol-phosg Q9P2X0
Protein dpy-30 Q9C005
Dihydropyrimid ETEWB4
Drl-associatec C9JCC6

75359
87290
95524
91424
89779
80895
30469
49098
48794
73198
72886
117290
69044
82514
98534
65149
17759
12078
90875
130469
113016
140869
15243
243723
57638
13554
43560
44839
33061
91021
71952
29823
29891
66135
27013
10087
11243
20853
23190
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DSG1
DSP
DUT
DYNC1H1
DYNLL2
DYNLRB1
EBNA1BP?2
EBP
ECH1
ECHS1
ECI1
EDF1
EEFIAL
EEFIALIPS
EEFIA2
EEF1B2
EEF1D
EEFIEL
EEF1G
EEF2
EFCAB4B
EFTUDZ2
EIF1IAY
EIF3A
EIF3K
EIF4AAL
EIFAA3
EIFAB
EIFAE
EIFAG1
EIFAH
EIF5A
EIF6
ELAVL1
EMD
EMG1
ENO1
ENO2
ENY2

Desmoglein-11Q02413
Desmoplakin CP15924
Deoxyuridine 5 HOYKCH
Cytoplasmic dy Q14204
Dynein light ch Q96FJ2
Dynein light ch BIAKR6
EBNA1 binding H7C2Q8
3-beta-hydroxy Q15125
Delta(3,5)-Deli Q13011
Enoyl-CoA hyd P30084
Enoyl-CoA delt H3BS70
Endothelial diff 060869
Elongation fact Q5JR01
Putative elong¢ Q5VTEOD
Elongation fact Q05639
Elongation fact P24534
Elongation fact HOYCK7
Eukaryotic tran HOYAL7Y
Elongation fact BADTG2
Elongation fact P13639
EF-hand calciuHOYFI5
116 kDa Ub s K7EJ81
Eukaryotic tran AGNJH9
Eukaryotic tran F5H335
Eukaryotic tranB7ZAM9
Eukaryotic initi P60842
Eukaryotic initi P38919
Eukaryotic tranB4DS13
Eukaryotic tran HOY&J7
Eukaryotic tranE7TEUU4
Eukaryotic tran Q15056
Eukaryotic tran13L397
Eukaryotic tran P56537
ELAV-like prot:B4DVBS8
Emerin OS=Ho P50402
Ribosomal RN/V9GYP5H
Alpha-enolase P06733
Enolase OS=H FHHOCS8
Transcription a QINPAS

113676
331569
23724
532072
10343
16242
40659
26336
35793
31367
32795
16359
15926
50153
50438
24748
22934
15330
56114
95277
13969
108215
14446
162537
24468
46125
46841
69657
18455
171535
27368
16108
26582
38972
28976
26581
47139
34741
11521
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EP400
EPB41L2
ERH
ERLINZ
ERP29
ETFA
ETFB
EWSR1
EXOSC10
EXOSC4
EXOSC5H
EXOSC6
EZR
FABP5
FAM103A1
FAM124B
FAM136A
FAM160A1
FAM184B
FAM188B
FAM213A
FAMO98A
FARP2
FASN
FAU

FBL
FBLL1
FCF1
FEN1
FHL1
FICD
FIPIL1
FKBP10

E1A-binding pr Q96L91
Band 4.1-like p Q6ZSX4
Enhancer of ru P84090
Erlin-2 (Fragm(ESRHW4
Endoplasmic re P30040
Electron transf HOYK49
Electron transf P38117
RNA-binding p BOQYKO
Exosome comp Q01780
Exosome comg E9PI41
Exosome comg MORO50
Exosome comp Q5RKV6
Ezrin OS=Hom E7TEQR4
Fatty acid-bind Q01469
RNMT-activati Q9BTL3
Protein FAM12 Q9H5Z6
Protein FAM13E7EQY1
Protein FAM16 Q05DH4
Protein FAM18 Q9ULE4
Protein FAM18 Q4GO0OA6
Redox-regulatc Q9BRX8
Protein FAM98 B4DT23
FERM, RhoGEFF5GZ84
Fatty acid synt P49327
40S ribosomal E9PR30
rRNA 2~-0-me P22087
rRNA/tRNA 2~ RAGMW7
Chromosome 1G3V154
Flap endonucle I3L3E9
Four and a hali Q5JXH7
Adenosine mor J3KP49
Pre-mRNA 3~-Q6UN15
Peptidyl-prolyl K7ELI6

FKBP12-Exip2 Peptidyl-prolyl Q1JUQ5

FKBP3
FKBPS8
FLG
FLGZ
FLII

Peptidyl-prolyl Q00688
Peptidyl-prolyl J3KQ73
Filaggrin OS=FP20930
Filaggrin-2 0S:Q5D862
Protein flightle Q13045

343276
22715
12251
37701
28975
30202
21826
64889

100768
28395
21243
28218
69370
15155
14373
50929
26758

116547

120969
84319
25747
34066
72217

213254
10898
33763
34782
21933
17899
23310
19252
66487
18858
10112
25161
47114

434922

247928
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FLNA
FMR1
FNBP4
FTH1
FTSJ3
FUBP1
FUBP3
FUS
FXR2
GANAB
GAPDH
GAR1
GATAD2B
GCN1L1
GDI2
GEMINZ
GIPC1
GIPC2
GJAS8
GLO1
GLRX5
GMPS
GNA12
GNAS
GNB1
GNB2L1
GNG12
GNGb5
GNL2
GNL3
GNL3L
GOT2
GPI
GRB2
GRM1
GRN
GRPEL1
GSTO1
GSTP1

Filamin-A OS= Q5HY54
Fragile X ment:G3V0JO

Formin-binding Q8N3X1
Ferritin OS=HcG3V192
pre-rRNA proccQ81Y81

Far upstream e B4DT31
Far upstream € Q96124

RNA-binding p H3BPE7
Fragile X mentiP51116

Neutral alpha-§ F5H6X6
Glyceraldehyde ETEUTSH
H/ACA ribonuc QINY12
Transcriptional Q8WXI9
Translational a Q92616
Rab GDP disso Q55X86
Gem-associate HOYDP6
PDZ domain-cc014908
PDZ domain-ctQ8TF65
Gap junction al P48165

Lactoylglutathi Q04760
Glutaredoxin-r« Q86SX6
GMP synthase F8W720
Guanine nucle(Q03113
Guanine nuclecQbJWF2
Guanine nucle(B1IAKQS8
Guanine nuclecHOY8W?2
Guanine nuclecQ9UBI6
Guanine nuclecP63218

Nucleolar GTP- Q13823
Guanine nuclecQ9BVP?2
Guanine nuclec Q9INVNS
Aspartate amir ETERW?2
Glucose-6-pho K7EQ48
Growth factor rP62993

Metabotropic g FBW805
Paragranulin (F K7EKL3
GrpE protein hcQOHAV7
Glutathione S--P78417

Glutathione S--A8BMX94

2176378
66745
110198
17643
96499
69821
61602
53465
74178
106807
36030
22334
65220
292572
17771
22112
36027
34333
48199
20764
16618
65887
44251
110956
12277
30244
8001
7314
83603
61954
65532
43002
53368
25190
101407
41321
24264
27548
19468
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GTF2I
GTF3C1
GTPBP4
H1FO

H1FX
H2AFX
H2AFY
H2AFY?2
H2AFZ
H3F3A
H3F3B
HBAZ

HBD

HBE1
HCFC1
HDAC2
HDAC4
HEATR1
HES6
HINT1
HINTZ2
HISTIHIA
HISTIHIC
HISTIH1D
HISTIH1E
HISTIHZAA
HISTIH2AC
HISTIH2AD
HISTIH2AG
HIST1IH2B)J
HISTIH2BL
HISTIHZBN
HISTIHAA
HIST2H2AA3
HIST2H2AB
HIST2H3PS2
HIST3H2A
HIST3H2BB
HMG20A

General transc P78347
General transc Q12789
Nucleolar GTP- Q9BZE4
Histone H1.0 CP07305
Histone H1x 0{Q92522
Histone H2AX P16104
Core histone m 075367
Core histone m Q9P0OM6
Histone H2A.Z POCOS5
Histone H3 OS B4DEBI1
Histone H3 (Fr K7TEKQ7
HCG1745306, i G3VIN2
Hemoglobin su E9PFT6
Hemoglobin su ASMUF7
HCF N-termine AGNEM?2
Histone deacet B3KRS5H
Histone deacet F5GX36
HEAT repeat-c Q9H583
Transcription cH7C020
Histidine triad P49773
Histidine triad Q9BX68
Histone H1.1 CQ02539
Histone H1.2 CP16403
Histone H1.3 CP16402
Histone H1.4 CP10412
Histone H2A ty Q96QV6
Histone H2A ty Q93077
Histone H2A ty P20671
Histone H2A ty POC0OS8
Histone H2B ty P06899
Histone H2B ty Q99880
Histone H2B O U3KQKO
Histone H4 OS P62805
Histone H2A ty Q6FI113
Histone H2A ty Q8IUE6
Histone H3 OS Q5TEC6
Histone H2A ty Q7L7L0
Histone H2B ty Q8N257
High mobility g QINP66

112346
238725
73918
20850
22474
15135
39592
40033
13545
14044
14905
11940
15410
9464
213343
51965
72986
242215
17010
13793
17151
21829
21352
22336
21852
14225
14097
14099
14083
13896
13944
18792
11360
14087
13987
15421
14113
13900
40119
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HMGA1
HMGB1
HMGB?2
HNRNPAO
HNRNPA1
HNRNPA2B1
HNRNPA3
HNRNPAB
HNRNPC
HNRNPD
HNRNPDL
HNRNPF
HNRNPH1
HNRNPH2
HNRNPH3
HNRNPK
HNRNPL
HNRNPM
HNRNPR
HNRNPU
HNRNPUL1
HNRNPULZ2
HOXB9
HP1BP3
HPRT1
HRNR
HSD17B10
HSD17B12
HSD17B4
HSP90AA1
HSP90AB1
HSPY90AB2P
HSP90B1
HSPA1A
HSPA1L
HSPA4
HSPAbS
HSPAG
HSPAS8

High mobility g H7BYM®6
High mobility g Q5T7C4
High mobility g D6R9A6
Heterogeneous Q13151
Heterogeneous F8W6I7
Heterogeneous P22626
Heterogeneous P51991
Heterogeneous D6RIP3
Heterogeneous G3V4Cl1
Heterogeneous Q14103
Heterogeneous 014979
Heterogeneous P52597
Heterogeneous HOYB39
Heterogeneous P55795
Isoform 2 of HeP31942-2
Heterogeneous Q5T6WH
Heterogeneous MOQXS5H
Heterogeneous P52272
Heterogeneous S4R3J4
Heterogeneous Q00839
Heterogeneous MOQYI8
Heterogeneous Q1KMD3
Homeobox pro P17482
Heterochromat Q5S5SJ5
Hypoxanthine- P00492
Hornerin OS=FQ86YZ3
3-hydroxyacyl- Q5H928
Estradiol 17-be Q53GQ0
Peroxisomal m ETER27
Full-length cDI Q86U12
Heat shock prc P08238
Putative heat s Q58FF8
Endoplasmin CP14625
Heat shock 70 P08107
Heat shock 70 P34931
Heat shock 70 P34932
78 kDa glucose P11021
Heat shock 70 P17066
Heat shock cog E9PI65

34274
24878
24019
30822
38723
37407
39571
30284
33550
38410
46409
45643
51197
49232
36903
50944
64092
77464
70899
90528
95679
85052
28041
61169
24564
282228
26906
34302
53894
84607
83212
44321
92411
70009
70331
94271
72288
70984
70854
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HSPA9
HSPD1
HSPE1
HTATSF1
HYPK
IARS
IGF2BP1
IGHG1
IGHG?2
IGLC2
IGLL5

IK

ILF2
ILF3
IMMT
IMP3
IMP4
ING5
INO8O
IQGAP2
IREB2
IRGC
IRS4
ITPRIPL2
JAGN1
JUP
KATNAL2
KBTBD3
KCNK1
KCTD6
KDELR1
KHDRBS1
KHSRP
KIAA0020
KIAA0408
KIAA1429
KIF5A
KLHL22
KM-PA-2

Stress-70 prote P38646
60 kDa heat shP10809
10 kDa heat shP61604
HIV Tat-specifi Q5H918
Huntingtin-inte J3QT56
Isoleucine--tRI J3KR24
Insulin-like gro QINZI8
lg gamma-1 ch P01857
lg gamma-2 ch P01859
lg lambda-2 ch POCGO05
Immunoglobuli B9A064
Protein Red (FID6REL4
Interleukin enh Q12905
Interleukin enh K7ELV3
Mitochondrial iBOA067
U3 small nucle Q9NV31
U3 small nucle HOY714
Inhibitor of gro Q8WYHS
DNA helicase | HOYMNbS
Ras GTPase-atE7TEWC?2
I[ron-responsive P48200
Interferon-indu Q6NXRO0
Insulin recepto 014654
Inositol 1,4,5-t1Q3MIP1
Protein jagunal Q8N5M9
Junction plakogP14923
Katanin p60 ATK7EIJ8
Kelch repeat aiG3V161
Potassium cha Q5T5E6
BTB/POZ dom Q8NC69
ER lumen prote Q8NBW?7
KH domain-co1 Q07666
Far upstream e MOROI5
Pumilio domair Q15397
Uncharacterize H3BRBS8
Protein virilizer Q69YN4
Kinesin heavy (J3KNA1
Kelch-like prot B7Z2G1
Ribosome biog Q96025

73635
61016
10925
20127
9243
131680
63441
36083
35878
11287
23049
24742
43035
95748
78925
21837
31926
27733
127886
160235
104978
50257
133685
58409
21111
81693
38097
60637
27513
217592
24526
48197
73070
73538
33371
201898
107187
55532
71885
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KPNB1
KRR1
KTN1
LAMA4
LAMAS
LANCL1
LASIL
LBR
LDHA
LDHALG6B
LDHB
LEMD2
LEPRE1
LEPREL4
LGALS3BP
LGI1
LIG3
LIMA1
LIMCH1
LINC00479
LLPH
LMNA
LMNB1
LMNB2
LOC646903
LRMP
LRPPRC
LRRC27
LRRC59
LSM?2
LSM3
LSM4
LSM6
LSM7
LUCTL2
LUCT7L3
LYAR
MACF1
MAGEC1

Importin subun Q14974
KRR1 small sulQ13601
Kinectin OS=H Q86UP2
Laminin subun HOYAP9
Laminin subun 015230
LanC-like prote FSWDS9
Ribosomal biog Q9Y4W?2
Lamin-B recep Q14739
L-lactate dehy(F5GXY?2
L-lactate dehy«Q9BYZ2
L-lactate dehycABMW50
LEM domain-c D6R958
Prolyl 3-hydrox Q32P28
Synaptonemal K7EJO3
Galectin-3-bincQ08380
Leucine-rich gl 095970
DNA ligase 3 CP49916
LIM domain an Q9UHB6
LIM and calpor HOY8P3
Putative uncha Q96M42
Protein LLP ho Q9BRT6
Prelamin-A/C (P02545
Lamin-B1 OS=P20700
Lamin B2, isofcJ9JID7
LOC646903 prcQ96EG4
Processed lym|F5H006
Leucine-rich P P42704
Leucine-rich re HOY4ND
Leucine-rich re Q96AG4
U6 snRNA-ass Q9Y333
U6 snRNA-ass P62310
U6 snRNA-ass U3KQK1
U6 snRNA-ass P62312
U6 snRNA-ass K7TEML7
Putative RNA-1Q9Y383
Cisplatin resist J3KPP4
Cell growth-reg QINX58
Microtubule-ac H3BPE1
MAGEC1 prote AOPKO03

97108
43638
156179
20794
399479
9277
83013
70658
36665
41916
36615
5903
83341
9536
65289
63777
112835
85173
103438
15199
15215
74095
66368
69906
15828
50394
157805
29196
34909
10828
11838
13796
9122
6934
46486
58185
43588
856346
23732
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MAGOH
MAGOHB
MAK16
MAPIA
MAP1B
MAP4
MAPRE1
MAPREZ2
MATR3
MBD3
MCM3
MCMb5
MCOLN3
MDC1
MDH2
MDN1
MEAF6
MEN1
MERTK
MEX3A
MGST1
MGST2
MGST3
MIF
MKI67
MOB1B
MOB2
MOGS
MOV10
MPDU1
MPHOSPH10
MPHOSPHG6
MRE11A
MRPL10
MRPL11
MRPL17
MRPL21
MRPL22
MRPL23

Mago-nashi ho BLARP8
Protein mago r Q96A72
Protein MAK1€ HOYBV6
MAP1 light che J3AKPX8
Microtubule-as P46821
Microtubule-as ETEVAQ
Microtubule-as Q15691
Microtubule-as K7EL66
Matrin-3 (Frag D6R991
Methyl-CpG bilK7EIE8
DNA replicatioiBADWW4
DNA replicatiorBIAHA9
Mucolipin 3, istBIANB7
Mediator of DNQ14676
Malate dehydrcG3XALO
Midasin OS=H Q9NU22
Chromatin moc Q9HAF1
Menin OS=Hor ETEN32
Tyrosine-prote E9PHX8
RNA-binding p A1L020
Microsomal glt P10620
Microsomal glt Q99735
Microsomal glt Q5VV87
Macrophage mP14174
Antigen KI-67 (P46013
MOB kinase acQ7L9L4
MOB kinase ac Q70lA6
Mannosyl-oligc Q13724
Mov10, Molone Q5JR04
Mannose-P-da13L1D2
U3 small nucle 000566
M-phase phosjH3BNKS
Double-strand B3KTC7
39S ribosomal Q7Z7HS8
39S ribosomal Q9Y3B7
39S ribosomal E9PKV?2
39S ribosomal H3BUYO
39S ribosomal J3KQY1
39S ribosomal A6NJD9

12836
17265
16653
305484
270468
245292
29980
15026
88305
26306
95848
25928
37219
226529
35481
632420
21622
61381
90964
54139
17587
16610
14370
12468
358474
25075
26909
91861
107142
6475
78816
6732
81020
29264
20670
16361
21513
26458
18518
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MRPL38
MRPS10
MRPS16
MRPS17
MRPS2
MRPS21
MRPS23
MRPS28
MRPS35
MRTO4
MSH?2
MSHG6
MSN
MT-CO2
MTA1
MTA2
MTHFD1
MTPN
MXRAS8
MYBBP1A
MYCBP
MYEF2
MYH10
MYH11
MYH14
MYH7
MYH9
MYL12A
MYL6
MYO1B
MYO1C
MYO1D
NAA38
NACA
NAPIL1
NASP
NAT10
NAT14
NCBP1

39S ribosomal B3KN96
28S ribosomal P82664
28S ribosomal B4E032
28S ribosomal I3LOE3
28S ribosomal Q5T8A0D
28S ribosomal P82921
28S ribosomal J3QLR8
28S ribosomal Q9Y2Q9
28S ribosomal P82673
MRNA turnovel QOUKD2
DNA mismatch E9PHAG
DNA mismatch P52701
Moesin OS=HcP26038
Cytochrome ¢ (P00403
Metastasis-as<E7TESY4
Metastasis-as< 094776
C-1-tetrahydro F5H2F4
Myotrophin OS C9JL85
Matrix-remode B3KTR6
Myb-binding pi1Q9BQGO
C-Myc-binding Q99417
Myelin express Q9P2K5
Myosin-10 OS= F8W6L6
Myosin-11 OS=P35749
Myosin-14 0S=F2Z2U8
Myosin-7 OS=/P12883
Myosin-9 OS=/P35579
Myosin regulat J3QRS3
Myosin light pc G3V1V0
Unconventiona E9PDF6
Unconventiona F5H6EZ2
Unconventiona J3QRN6
N-alpha-acetyl F2Z22Y6
Nascent polype HOYHX9
Nucleosome asHOYH88
Nuclear autoar P49321
N-acetyltransfe Q9HOAO
N-acetyltransfe MOR1E3
Nuclear cap-bi Q09161

22957
22985
13820
25704
30460
10734
17506
20830
36821
27543
103122
152689
67778
25548
79323
74976
110544
5701
47942
148762
11959
64081
230635
227199
231075
222959
226392
20444
18026
128400
118920
111219
7367
22930
21065
85186
115657
17831
91781
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NCBP2
NCL
NCOAb
NDUFA4
NDUFAG6
NDUFS3
NDUFS7
NEDDS
NENF
NGDN
NHP2
NHP2L1
NIFK
NIP7
NKRF
NLE1
NME1
NME1-NMEZ2
NME2
NME3
NME4
NMNAT1
NO66
NOC2L
NOC3L
NOC4L
NOL10
NOL11
NOL6
NOLY
NOL9
NOLC1
NOM1
NONO
NOP10
NOP14
NOP16
NOP2
NOP56

Nuclear cap-bi FSWE41
Nucleolin 0S=/P19338
Nuclear recept Q9HCD5
NADH dehydro 000483
NADH dehydro R4AGN43
NADH dehydro 075489
NADH dehydro B3KRI2
NEDD8 OS=HcQ15843
Neudesin OS= Q9UMX5
Neuroguidin (F HOYJ17
H/ACA ribonuc QINX24
NHP2-like prot P55769
MKI167 FHA do Q9BYG3
60S ribosome ¢ Q9Y221
NF-kappa-B-re 015226
Notchless prot KTERN7
Nucleoside dip P15531
Nucleoside dip F6XY72
Nucleoside dip P22392
Nucleoside dip Q13232
Nucleoside dip F2Z2X0
Nicotinamide nQ9HAN9
Bifunctional lys Q9H6W3
Nucleolar com;Q9Y3T9
Nucleolar comjA6NJZ9
Nucleolar comjQ9BVI4
Nucleolar prote F5H6G7
Nucleolar prote Q9H8HO
Nucleolar prote G8JLKY
Nucleolar prote QQUMY1
Polynucleotide Q55Y16
Nucleolar and (Q14978
Nucleolar MIF£ZQ5C9Z74
Non-POU dom C9IZL7
H/ACA ribonuc QINPE3
Nucleolar prote E9PFKbH
Nucleolar prote Q9Y3Cl1
Putative riboso P46087
Nucleolar prote 000567

6195
76568
65496

9364

8504
30223
22188

9066
18845
30040
17190
14165
34201
20450
77624
13709
17138
32621
17287
19003
25444
31913
71041
84866
92566
58431
74336
81072

121957
29409
79272
73560
96198
54197

7701
88810
21175
89247
66009
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NOP58
NPEPPS
NPM1
NPM3
NSA2
NTMT1
NUDT16L1
NUDT21
NUMA1
NUP107
NUP133
NUP153
NUP155
NUP160
NUP188
NUP205
NUP210
NUP214
NUP35
NUP43
NUP62
NUP85
NUP88
NUP93
NUP98
NUPL1
NVL
NXF1
OGT
OLA1l
ORC5H
OTuD4
PAHB
PA2G4
PABPC1
PAFAH1B2
PAK1IP1
PAN3
PARKY

Nucleolar prote Q9Y2X3
Puromycin-sen B7Z463
Nucleophosmir PO6748
Nucleoplasmin O75607
Ribosome biog 095478
N-terminal Xaz Q9BV86
Protein syndes Q9BRJ7
Cleavage and  H3BND3
Isoform 2 of Nt Q14980-2
Nuclear pore ctB4DZ67
Nuclear pore ciF5H5C2
Nuclear pore ctF6QR24
Nuclear pore ctE9PF10
Nuclear pore ¢tQ12769
Nucleoporin NIQ5SRES
Nuclear pore ¢:Q92621
Nuclear pore m Q8TEM1
Nuclear pore ciP35658
Nucleoporin NIBADYB4
Nucleoporin Nt Q8NFH3
Nuclear pore g MOQXNbS
Nuclear pore ciJ3KT10
Nuclear pore ciJ3KMX1
Nuclear pore ctQ8N1F7
Nuclear pore ciJ3KP29
Nucleoporin p£ Q5JRG1
Nuclear valosir 015381
Nuclear RNA e ESPIN3
UDP-N-acetylg 015294
Obg-like ATPa:J3KQ32
Origin recognit 043913
OTU domain ccG3VO0I6
Uncharacterize F5H8J2
Proliferation-a:F8VR77
Polyadenylate- HOYAP?2
Platelet-activa J3KNE3
p2l-activated jQONWT1
Isoform 2 of P£Q58A45-2
Protein DJ-1 O K7ELWO

59541
94456
32555
19331
30047
25371
23323
26211
238115
103109
127262
157240
148000
162017
195917
227776
204983
213488
33099
42124
45588
70133
78831
93430
177290
49065
94991
68065
116850
46908
50251
123968
57081
43759
65706
18345
43936
64424
17898
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PARP1
PAXBP1
PBRM1
PCBD1
PCBP1
PCBP2
PCID2
PCMT1
PCNA
PCNP
PCNXL4
PDCD11
PDCD5
PDCD6
PDHB
PDIA3
PDIA4
PDIAG
PDS5B
PEBP1
PEF1
PELP1
PES1
PEX6
PFDN2
PFKFB3
PFN1
PFN2
PGAM1
PGAM?2
PGAMbS
PGK1
PGRMC1
PHB
PHB2
PHF5A
PHGDH
PHIP
PIN1

Poly [ADP-ribo P09874
PAX3- and PA>Q9Y5B6
Protein polybrc ETEVG2
Pterin-4-alpha P61457
Poly(rC)-bindir Q15365
Poly(RC) bindiiG3VOES
PCl domain-co Q5JVF3
Protein-L-isoa! J3KP72
Proliferating ce P12004
PEST proteolyt Q8WW12
Pecanex-like p HOYJN3
Protein RRP5 + Q14690
Programmed ciBADE64
Programmed ¢ 075340
Pyruvate dehyc F8WF02
Thioredoxin (FIH7BZJ3
Protein disulfic P13667
Protein disulfic BbMCQ5
Sister chromat Q9NTI5
Phosphatidylet P30086
Peflin OS=Hon Q9UBV8
Proline-, glutar I3L3A8
Pescadillo homr BBMCF9
Peroxin Pexbp Q8WYQO
Prefoldin suburQ9UHV9
6-phosphofruc HOY483
Profilin-1 OS=I1P07737
Profilin OS=Hc G5E9Q6
Phosphoglycer P18669
Phosphoglycer P15259
Serine/threoniiQ96HS1
Phosphoglycer B7Z7A9
Membrane-ass B7Z1L3
Prohibitin (FrajE7TESE?2
Prohibitin-2 OS J3KPX7
PHD finger-like Q7RTVO0
D-3-phosphogl Q5S5ZU1
PH-interacting Q8WWQO0
Peptidyl-prolyl K7TEN45

113012
104739
168399
11992
37474
33475
46000
30296
28750
18913
13206
208570
14988
21855
27633
54929
72887
53228
164563
21044
30361
124865
66036
77694
16638
52551
15045
20773
28786
28748
31985
41402
15869
26875
33382
12397
53051
206560
9938
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PIN4
PIP
PKM
PLEC
PLOD1
PLOD3
PLRG1
PNN
PNO1
POFUTZ2
POGZ
POLDIP3
POLG2
POLR2A
POLR2B
POLR2C
POLR2D
POLR2E
POLR2H
POLR2K
POLR2L
PPA1
PPA2
PPAN
PPHLN1
PPIA
PPIB
PPIF
PPIH
PPIL1
PPP1CA
PPP1CC
PPP2RIA
PPP2R2A
PRADC1
PRAF2
PRC1
PRDX1
PRDX2

Peptidyl-prolyl Q9Y237
Prolactin-inducP12273
Pyruvate kinas H3BQ34
Isoform 2 of PI Q15149-2
Procollagen-ly: BADR87
Procollagen-ly: 060568
Pleiotropic regtABMW61
Pinin OS=Hom Q9H307
RNA-binding p QINRX1
GDP-fucose prQ9Y2G5
Pogo transpos:Q7Z3K3
Polymerase de B4ADMM?2
DNA polymeratQ9UHN1
DNA-directed IP24928
DNA-directed I1C9J2Y9
DNA-directed P19387
DNA-directed E9PB93
DNA-directed IP19388
DNA-directed IC9JBJ6
DNA-directed P53803
DNA-directed IP62875
Inorganic pyrof Q5SQT6
Inorganic pyrof HOY9DS8
HCG2033702, i ASMV53
Periphilin-1 (F1F8VPY7
Peptidyl-prolyl FEWEG5
Peptidyl-prolyl P23284
Peptidyl-prolyl P30405
Peptidyl-prolyl C9JQD4
Peptidyl-prolyl Q9Y3C6
Serine/threonitEQPMD7
Serine/threonii F8VYES
Serine/threoniiB3KQV6
Serine/threonitESRFR9
Protease-assorQ9BSGO
PRA1 family pr A6NP52
Protein regulat HOYL53
Peroxiredoxin- Q06830
Peroxiredoxin-,P32119

13801
16562
30701
531466
88217
84731
57146
81565
27907
49944
155245
20211
54876
217039
132971
31422
12259
24536
12950
6999
7640
19969
25619
47116
19327
18001
23728
22026
15790
18225
28879
34927
45575
22992
21029
19246
23061
22096
21878
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PRDX3
PRDX4
PRDX5
PRDX6
PRKCSH
PRKDC
PRMT1
PRMT5
PRPF19
PRPF3
PRPF31
PRPF39
PRPF4
PRPFA40A
PRPF6
PRPF8
PRPS1
PRSS3
PRSS33
PSAP
PSIP1
PSMA1
PSMA?2
PSMA3
PSMA4
PSMAbD
PSMAS8
PSMB1
PSMB5
PSMB6
PSMC1
PSMD10
PSMD8
PSPC1
PTBP1
PTBP?2
PTBP3
PTGES3
PTMA

Thioredoxin-de E9PH29
Peroxiredoxin--H7C3T4
Peroxiredoxin-'P30044
Peroxiredoxin-1P30041
Glucosidase 2 K7EJ70
DNA-depender P78527
Protein arginin HOYDE4
Protein arginin 014744
Pre-mRNA-pro Q9UMS4
U4/U6 small niB4DSY9
U4/U6 small niETESAS8
Pre-mRNA-pro Q86UA1
U4/U6 small ni043172
Pre-mRNA-pro 075400
Pre-mRNA-pro 094906
Pre-mRNA-pro Q6P2Q9
Ribose-phosphB1ALA9
Trypsin-3 (Frag BIAN99
Serine proteas(13L3D7
Saposin-D 0S=B1AVUS
PC4 and SFRS 075475
Proteasome suF5GX11
Proteasome suH3BT36
Proteasome suP25788
Proteasome suHOYKSO
Proteasome suP28066
Proteasome su Q8TAA3
Proteasome suP20618
Proteasome suP28074
Proteasome suP28072
26S protease rB4DR63
26S proteasom B1AJY5
26S proteasom R4GMR5
Paraspeckle cc Q8WXF1
Polypyrimidine K7EK45
Polypyrimidine B4DI28
Polypyrimidine 095758
Prostaglandin IBADDC6
Thymosin alph. H7C2N1

25822
30521
22073
25019
60154
468788
27003
72638
55146
31869
55421
78381
58412
108737
106858
213427
24068
19389
25382
61652
60067
26488
5007
28415
20062
26394
28512
26472
28462
25341
41141
20204
32531
58706
57186
59583
59652
14563
15849
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PTS
PUF60
PWP2
PYCR1
PYROXD2
QIL1
QPCT
RAB10
RAB11A
RAB15
RAB33B
RAB35
RAB3GAP?2
RAB4B
RABSA
RAB5C
RABGA
RAB7A
RABSB
RAD50
RAD52
RAE1
RALY
RALYL
RAN
RANBP1
RANBP?2
RANGAP1
RAP1B
RB1CC1
RBBP4
RBBP5
RBBP7
RBM10
RBM12B
RBM14
RBM15
RBM17
RBM20

6-pyruvoyl tetriE9PNN3
Poly(U)-bindin HOYEM1
Periodic trypto Q15269
Pyrroline-5-carJ3KQ22
Pyridine nuclec Q8N2H3
Protein QIL1 O Q5XKPO
Glutaminyl-per Q16769
Ras-related prcP61026
Ras-related prcH3BMH?2
Ras-related prcP59190
Ras-related prcQ9H082
Ras-related prcF5H157
Rab3 GTPase- Q9H2M9
HCG1995540, i Q6PIK3
Ras-related prcB4DJAS
Ras-related prcP51148
Ras-related prcHOYGL6
Ras-related prcC91Z2Z0
Ras-related prcHOYMN7
DNA repair pro Q92878
Isoform beta 01P43351-2
MRNA export f P78406
RNA-binding p QQUKM9
RNA-binding R B3KT61
GTP-binding ntHOYFC6
Ran-specific G C9JDM3
E3 SUMO-prot P49792
Ran GTPase-a F8W7I9
Ras-related prcF5GWUS8
RB1-inducible Q8TDY2
Histone-bindin HOYCTbH
Retinoblastom: Q15291
Histone-bindin E9PC52
Isoform 3 of RI'P98175-3
RNA-binding p Q8IXT5H
RNA-binding p Q96PK6
Putative RNA-tQ96T37
Splicing factor Q5W010
RNA-binding p Q5T481

8908
35810
102387
26423
63027
13079
40851
225271
17657
24375
25701
21201
155886
13528
22164
23468
22746
13067
10478
153797
24524
40942
32444
31055
26799
23296
357974
57738
15737
182975
47626
59116
46909
103469
118030
69449
107124
44934
134274
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RBM25
RBM28
RBM3
RBM34
RBM39
RBM4
RBM45
RBMb5
RBM6
RBMEA
RBMX
RBMXL1
RCC1
RCC2
RCL1
RCN1
RCN2
RCOR1
RECQL
REEP5
REM1
REXO4
RFC1
RFC2
RFC4
RFC5
RGPD3
RGPD4
RGS3
RHCE
RHEB
RHOC
RIF1
RMDN1
RNF123
RNF13
RNF216
RNPS1
ROCK2

RNA-binding p P49756
RNA-binding p H7C5G8
Putative RNA-1P98179
RNA-binding p P42696
RNA-binding p E1P5S2
RNA-binding p E9PBb1
RNA-binding p Q8IUH3
RNA-binding p C9J9P7
RNA-binding p BADNY1
RNA-binding p Q9Y5S9
RNA-binding m P38159
RNA binding m Q96E39
Regulator of ck C9JW69
Protein RCC2 (Q9P258
RCL1 OS=Homr Q5VZU1
Reticulocalbin-B7Z1M1
Reticulocalbin-HOYL43
REST corepres J3KN32
ATP-dependenP46063
Receptor expre E2ZQRG8
GTP-binding p1075628
RNA exonuclee Q9GZR?2
Replication fac P35251
Replication fac P35250
Replication fac C9JZI1
Replication fac P40937
RanBP2-like ar J3AKNEO
RanBP2-like ar J3KNY6
Regulator of G-B3KUB2
Blood group RFrHOYCJ8
GTP-binding p1C9J931
Rho-related GT1Q5JR08
Telomere-asso Q5UIPO
Regulator of m HOYBD9
E3 ubiquitin-pr Q5XP14
E3 ubiquitin-pr C9J8T4
E3 ubiquitin-pr QONWF9

RNA-binding p H3BMM9

Rho-associatec D6REE7

100124
21267
17160
48535
40516
26270
53469
92097

113859
19877
42306
42116
39559
56049
40817
33006
17709
53295
73410
18109
32927
46643

128175
39132
36854
38472

198270

198072
66436

8389
8668
21566

214294
18414

148420
17918
99342
31681
50695
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RP1
RPA1
RPA2
RPA3
RPF2
RPL10
RPL10A
RPL1OL
RPL11
RPL12
RPL13
RPL13A
RPL14
RPL15
RPL17
RPL18
RPL18A
RPL19
RPL21
RPL22
RPL23
RPL23A
RPL24
RPL26
RPL26L1
RPL27
RPL27A
RPL28
RPL3
RPL30
RPL31
RPL32
RPL34
RPL35
RPL35A
RPL36
RPL36A
RPL37A
RPL38

Oxygen-regulalP56715 240511

Replication pro P27694 68095
Replication proQ5TEJ7 19421
Replication pro BbMC59 9165
Ribosome prod Q9H7B2 35560
60S ribosomal F8W7C6 18580
60S ribosomal P62906 24816
60S ribosomal Q96L21 24503
60S ribosomal P62913 20240
60S ribosomal P30050 17808
60S ribosomal P26373 24247
60S ribosomal P40429 23562
60S ribosomal P50914 23417
60S ribosomal P61313 24131
60S ribosomal J3KRX5 20158
60S ribosomal G3V203 18962
60S ribosomal MOR1A7 18067
Ribosomal protJ3KTE4 23233
60S ribosomal MOR181 14140
60S ribosomal K7EJTH 10416
60S ribosomal J3KT29 14856
60S ribosomal P62750 17792
60S ribosomal C9JNW5 17532
60S ribosomal P61254 17248
60S ribosomal E5RIT6 15197
60S ribosomal P61353 16460
60S ribosomal E9PLL6 12194
60S ribosomal P46779 19060
60S ribosomal P39023 46080
60S ribosomal E5RI99 12648
60S ribosomal B7Z4C8 15109
60S ribosomal D3YTB1 15607
60S ribosomal P49207 13284
60S ribosomal F27388 10638
60S ribosomal P18077 12530
60S ribosomal Q9Y3US8 12246
60S ribosomal HOY5B4 15291
60S ribosomal P61513 10268
60S ribosomal J3KT73 7560
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RPL4
RPL5
RPL6
RPLY
RPL7A
RPL7L1
RPLS8
RPL9
RPLPO
RPLP1
RPLP2
RPN1
RPN2
RPRD1B
RPS10

60S ribosomal P36578
60S ribosomal P46777
60S ribosomal Q02878
60S ribosomal P18124
60S ribosomal P62424
60S ribosomal Q6DKI1
60S ribosomal P62917
60S ribosomal HOY9V9
60S acidic ribo P05388
60S acidic ribo P05386
60S acidic ribo P05387
Dolichyl-dipho«P04843
Dolichyl-diphotF2Z3K5
Regulation of rQINQG5
40S ribosomal P46783

RPS10-NUDT3 Protein RPS10- S4R435

RPS11
RPS12
RPS13
RPS14
RPS15
RPS15A
RPS16
RPS17
RPS17L
RPS18
RPS19
RPS19BP1
RPS2
RPS20
RPS21
RPS23
RPS24
RPS25
RPS26
RPS26P11
RPS27L
RPS28
RPS29

40S ribosomal P62280
40S ribosomal P25398
40S ribosomal P62277
40S ribosomal P62263
40S ribosomal K7EJ78
40S ribosomal P62244
40S ribosomal MOR210
40S ribosomal HOYK46
40S ribosomal POCW22
40S ribosomal P62269
40S ribosomal MOQXK4
Active regulato Q86WX3
40S ribosomal P15880
40S ribosomal P60866
40S ribosomal Q8WVC?2
40S ribosomal P62266
40S ribosomal E7ETKO
40S ribosomal P62851
40S ribosomal P62854
Putative 40S ri Q5JNZ5
40S ribosomal HOYMV8
40S ribosomal P62857
40S ribosomal P62273

47667
34341
32708
29207
29977
28643
28007
21557
34252
11507
11658
68527
17797
36877
18886
32576
18419
14505
17212
16263
17712
14830
14410
21629
15540
17708
16051
15424
31305
13364

8844
15798
15187
13734
13007
12994
11338

7836

6672

o O

42

O O O O O

70
23

O 01 O O O O

189

190
23
61
52
92

54
261

56

241

54

31
43

SO O B kP O O Ok O O O O N Ol m O NN F- kP O 0 O & O O O O O O O Fr OO oo o o — o o



RPS3
RPS3A
RPS4X
RPS5
RPS6
RPS7
RPS8
RPS9
RPSA
RPSAP58
RRNAD1
RRP1
RRP12
RRP1B
RRP7A
RRP9
RRS1
RSL1D1
RSL24D1
RTCB
RTN1
RTN3
RTN4
RUFY2
RUVBL1
RUVBL2
RYR1
S100A10
S100A11
S100A7
S100A8
S100A9
SAFB
SAFB2
SAMM50
SAP18
SAR1A
SATB2
SCAF8

40S ribosomal P23396
40S ribosomal P61247
40S ribosomal P62701
40S ribosomal MOROFO
40S ribosomal P62753
40S ribosomal P62081
40S ribosomal Q5JR95
40S ribosomal P46781
40S ribosomal C9J9K3
40S ribosomal A6NEQ09
Protein RRNAL Q4VX71
Ribosomal RN/P56182
RRP12-like prc Q5JTH9
Ribosomal RN/ Q14684
Ribosomal RN/ Q9Y3A4
U3 small nucle 043818
Ribosome biog Q15050
Ribosomal L1 ¢076021
Probable riboscQ9UHA3
tRNA-splicing 1Q9Y3I0
Reticulon OS='A8MT72
Reticulon-3 0S 095197
Reticulon OS=F8W914
RUN and FYVEHOYD93
RuvB-like 1 0SQ9Y265
RuvB-like 2 0SB3KQ59
Ryanodine rece MOR014
Protein S100-AP60903
Protein S100-AP31949
Protein S100-AP31151
Protein S100-AP05109
Protein S100-AP06702
Scaffold attach Q15424
Scaffold attach Q14151
Sorting and assABMZI2
Histone deacet 000422
GTP-binding p1Q5SQT8
DNA-binding p C9JR56
Protein SCAF8 B7Z888

26671
29926
29579
22377
28663
22113
21866
22578
29487
32888
29655
52807
143611
84375
32314
51809
41168
54939
19608
55175
21848
112541
37121
71390
50196
46277
100290
11196
11733
11464
10828
13234
102580
107408
28477
17550
13653
75988
147254
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SCGB1D2
SCP2
SDAD1
SECI11A
SECI16A
SEC22B
SEC23A
SEC23B
SEC24C
SEC61B
SEC61G
SEHIL
SENP3

Secretoglobin 1095969
Non-specific lijP22307
Protein SDA1 F QI9NVU7
SEC11-like 1 ({HOYKT72
Protein transpcJ3KNL6
Vesicle-traffick 075396
Protein transpcF5H365
Protein transpcQ5QPE1
Protein transpc E7TEP0O
Protein transpcS4R3B5
Protein transpcP60059
Nucleoporin SEQ96EE3
Sentrin-specifi JAKNH7

15-Sep 15 kDa seleno; 060613

SERPINH1
SET

SF1
SF3A1
SF3A2
SF3A3
SF3B1
SF3B14
SF3B2
SF3B3
SF3B4
SF3B5
SFN
SFPQ
SFRS3
SFSWAP
SHMT2
SHROOM3
SIGMAR1
SKIV2L2
SKP1
SLC12A7
SLC22A5
SLC25A1
SLC25A10

Serpin H1 (Fra E9PIG2
Protein SET 0£Q01105
Splicing factor FSWEV5
Splicing factor F8WB66
Splicing factor KTEMTO
Splicing factor ETEUTS
Splicing factor 075533
Pre-mRNA bra Q9Y3B4
Splicing factor EQPPJO
Splicing factor H3BMBO
Splicing factor Q15427
Splicing factor Q9BWIJ5
14-3-3 protein P31947
Splicing factor, P23246
Serine/arginine BAE241
Splicing factor, Q12872
Serine hydroxy G3V2Y4
Protein Shroon Q8TF72
Sigma non-opitQ99720
Superkiller vira F5H7E2
S-phase kinase P63208
Solute carrier f Q9Y666
Solute carrier f H7C1R8
Tricarboxylate P53007
Mitochondrial «tB4ADLN1

9918
58956
79820
18976

251738
24578
82916
86424

111914

9968

7736
39623
64841
17780
17351
33469
80569
88831
49224
58812

145738
14576
100165
135492
44357
10129
27757
76102
14194
104758
25660
216724
25112
106746
18708
119029
15573
33991
48069
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SLC25A11
SLC25A3
SLC25A5
SLC25A6
SLFN11
SLIRP
SMADG6
SMARCA1
SMARCA4
SMARCAbS
SMARCC1
SMARCC2
SMARCE1
SMC1A
SMC1B
SMC3
SMC4
SMCHD1
SMNDC1
SMU1
SND1
SNRNP200
SNRNP40
SNRNP70
SNRPA
SNRPA1
SNRPB2
SNRPC
SNRPD1
SNRPD2
SNRPD3
SNRPE
SNRPF
SNRPG
SNRPN
SNX12
SNX9
SOD1
SOD2

Mitochondrial ©I13L1P8
Phosphate carn F8VVM?2
ADP/ATP tran<P05141
ADP/ATP tran<P12236
Schlafen familyQ7Z7L1
SRA stem-loop HOYJ40
Isoform B of M 043541-2
Probable globa P28370
SMARCA4 isof Q9HBD4
SWI/SNF-relat 060264
SWI/SNF com Q92922
SWI/SNF comy F8VXC8
SWI/SNF-relat J3QKS7
Structural mair Q14683
Structural mair Q8NDV3
Structural mair QQUQE7
Structural mair E9PD53
Structural mair J3KTLS8
Survival of mot 075940
WDA40 repeat-cQ2TAY7
Staphylococcal Q7KZF4
U5 small nucle 075643
U5 small nucle B4DQJ1
U1l small nucle MOQYR1
U1l small nucle MOQXK2
U2 small nucle P09661
U2 small nucle P0O8579
Ul small nucle P09234
Small nuclear r P62314
Small nuclear r P62316
Small nuclear r BADJP7
Small nuclear r P62304
Small nuclear r P62306
Small nuclear r F5H013
Small nuclear r B3KVR1
Sorting nexin-1Q9UMY4
Sorting nexin-€Q9Y5X1
Superoxide dis H7BYH4
Superoxide dis B3KUK?2

32162
36138
32831
32845
102770
10843
26219
122527
188031
121828
122790
136100
33413
143144
143818
141454
144365
155549
26694
57507
101934
244353
44488
51526
31259
28398
25470
17381
13273
13518
13283
10797
9719
8490
25059
19718
66550
15926
19718
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138
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SON
SP140L
SPIN1
SPIN2B
SPTAN1
SPTBN1
SRCAP
SRCRB4D
SRP14
SRP68
SRP72
SRP9
SRPK1
SRPK2
SRPRB
SRRM?2
SRRT
SRSF1
SRSF10
SRSF2
SRSF4
SRSF5
SRSF6
SRSF7
SRSF9
SSB
SSBP1
SSR4
SSRP1
STK17A
STK38
STK38L
STMN1
STMN2
STOML2
STRBP
STRN4
SUB1
SUGP1

Protein SON O P18583
Nuclear body pH7BYP4
Spindlin-1 0S=Q9Y657
Spindlin-2B (F1Q5JZB8
Spectrin alpha A6NG51
Spectrin beta ¢ Q01082
Helicase SRCA Q6ZRS2
Scavenger rece Q8WTU2
Signal recognit HOYLA?2
Signal recognit F5H5Y3
Signal recognit RAGNC1
Signal recognit E9PE20
SRSF protein k H3BLV9
SRSF protein k H7C5L6
Signal recognit H7C4H2
Serine/arginine Q9UQ35
Serrate RNA ef H7C3A1
Serine/arginine J3KTL2
Serine/arginine Q5JRI1
Serine/arginine J3KP15
Serine/arginine S4R2X6
Serine/arginine Q13243
Serine/arginine Q13247
Serine/arginine C9JAB2
Serine/arginine Q13242
Lupus La prote P05455
Single-strande E7TEUY5
Translocon-as<P51571
FACT complex Q08945
Serine/threonitQOUEES
Serine/threonitQ15208
Serine/threoniiQ9Y2H1
Stathmin (Frag A2A2D0
Stathmin OS=t E5RGX5
Stomatin-like f BAE1K7
Spermatid peri Q96SI19
Striatin-4 (Frag R4GN16
Activated RNA P53999
SURP and G-p Q8IWZ8

263664
46190
29582
29140

284772

274439

343343
60779
14561
60247
24794

7663
75992
33320
17602

299438
56698
28312
20900
15518
17939
31245
39563
26912
25526
46808
15703
18987
81024
46529
54155
53968
17292
19562
33317
73606
34684
14386
72425

78
39
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SULT1A1
SUN?2
SUPT16H
SURF4
SURF6
SYMPK
SYNCRIP
TAF12
TAF15
TAGLN2
TARDBP
TARS
TAX1BP1
TBCA
TBL3
TCEB1
TCEB2
TCERG1
TCOF1
TECR
TEX10
TFAM
TFCP2
TFG
TFIP11
THOC2
THOCG6
THRAP3
TIAL1
TIALL
TIMM13
TIMM50
TIMMS8A
TKT
TLNZ
TMCC3
TMCO1
TMED10
TMED2

Sulfotransferas H3BRYb
SUN domain-c BOQY63
FACT complex Q9Y5B9
Surfeit 4 OS=FQ5T8U5
Surfeit locus p1 075683
Symplekin 0S=Q92797
Heterogeneous 060506
Transcription i1Q16514
TATA-binding 1Q92804
Transgelin-2 O P37802
TAR DNA-bind BIAKP7
Threonine--tRI G3XAN9
Tax1-binding p B8ZZD4
Tubulin-specifiEBRHG6
Transducin bet Q12788
Transcription e RAGMYS8
Transcription e I3LOM9
Transcription e 014776
Treacle proteinJ3KQ96
Very-long-chai B3KSQ1
Testis-express QINXF1
Transcription f H7BYN3
Alpha-globin tr FBVWLO
Protein TFG (F C9JJP5
Tuftelin-interacQ9UBB9
THO complex s Q8NI27
THO complex s Q86W42
Thyroid hormorQ9Y2W1
Nucleolysin TI/C9JTN7

Isoform 2 of NtQ01085-2

Mitochondrial iQ9Y5L4
Mitochondrial i MOR0OO03
Mitochondrial i 060220
Transketolase B4E022
Talin-2 (Fragm HOYMT1
Transmembrar G3V207
Transmembrar J3QQY?2
Transmembrar P49755
Transmembrar F5GX39

32604
25384
119838
21114
41426
141059
69560
17913
61793
22377
33441
72022
93551
15053
88978
6963
15592
123823
144040
37443
105608
25662
43906
20352
96758
182659
37511
108601
42808
43421
10493
28204
10991
62839
154631
50143
11365
24960
13622
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TMED9
TMEM109

TMEM167A

TMEM189

TMEM194A
TMEM200C

TMEM205
TMEM33
TMEMA43
TMEM97
TMPO
TMPRSS13
TNPO3
TNRC6B
TNRC6C
TOMM22
TOMMA40
TOMMbS
TOP1
TOP2A
TOP2B
TOR1A
TP53
TPI1
TPM1
TPM3
TPR
TPT1
TRA2A
TRA2B
TRAM1
TRANK1
TRAP1
TRAPPC3
TRDN
TRIM21
TRIM23
TRIM28
TRIM46

Transmembrar Q9BVK6
Transmembrar Q9BVC6
Protein kish-A Q8TBQ9
HCG2044781 CG3V2F7
Transmembrar G3V5K2
Transmembrar AGNKL6
Transmembrar Q6UW68
Transmembrar D6RAAG
Transmembrar Q9BTV4
Transmembrar J3KT68
Lamina-associ P42167
Transmembrar J3KQC6
Transportin-3 (C9J7E5
Isoform 2 of Tr Q9UPQ9-1
Trinucleotide rtG3XABS8
Mitochondrial i QINS69
Mitochondrial i 096008
Mitochondrial i F8W8Z9
DNA topoisomP11387
DNA topoisomiP11388
DNA topoisom: Q02880
Torsin-1A OS=014656
Cellular tumor P04637
Triosephospha U3KPZ0
Tropomyosin a HOYK48
Tropomyosin 3 Q5VU58
Nucleoprotein P12270
Translationally HOYCXO0
Transformer-2 Q13595
Transformer-2 P62995
Translocating ¢ G3XAN4
TPR and ankyr BTWP88
Heat shock prcI3LOK7
Trafficking pro ABNKE1
Triadin OS=Ho Q5SWK9
E3 ubiquitin-pr F5H012
E3 ubiquitin-pr P36406
Transcription it MOROK9
Tripartite motif F5GYKO

217260
26194
8054
42181
12019
63889
21184
25207
44847
20834
75446
63127
107978
182703
179211
15512
37869
10969
90669
174276
183152
37784
43625
30772
28563
33202
267131
9091
32669
33646
33414
273309
57184
13335
80708
54047
64025
88493
69510
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TRIP12
TRMT112

TRNAUIAP

TRRAP
TSPAN10
TTN
TUBAIA
TUBA1C
TUBA4B
TUBAL3
TUBB
TUBB2B
TUBB3
TUBB4B
TUBB6
TUFM
TXN
TXNDC12
TXNDC17
TXNL4A
U2AF1
U2AF2
U2SURP
UBA1
UBAb2
UBB
UBEZ2I
UBEZL3
UBEZM
UBEZNL
UBTF
UCHL1
UFC1
UFL1
UGGT1
UGT2B15
UQCR10
URB1
USMGbH

E3 ubiquitin-pr Q14669 220296

tRNA methyltre JAKNG5 13567
tRNA selenocy: QINXO7 32477
Transformatior HOY4W2 405650
Tetraspanin-1(Q9H1Z9 36475
Titin (Fragmen H7C1P9 109167
Tubulin alpha- Q71U36 50104
Tubulin alpha- F5H5D3 57693
Putative tubuliiQ9H853 27534
Tubulin alpha cABNHL?2 49877
Tubulin beta ct Q5JP53 47736
Tubulin beta-2 Q9BVA1 49921
Tubulin beta-3 Q13509 50400
Tubulin beta-4 P68371 49799
Tubulin beta-6 Q9BUFbH 49825
Elongation fact P49411 49510
Thioredoxin OSP10599 11730
Thioredoxin do 095881 19194
Thioredoxin do I3LOK2 8366
Thioredoxin-lik KTESL1 16775
Splicing factor Q01081 27854
Splicing factor K7TENG2 53467
U2 snRNP-ass 015042 118219
Ubiquitin-like r Q5JRR9 117774
Ubiquitin-60S 1 P62987 14719
Ubiquitin (Frag J3QS39 10463
SUMO-conjuge BOQYN7 20444
Ubiquitin-conjt P68036 17850
NEDD8-conjug P61081 20887
Putative ubiqui Q5JXB2 17366
Nucleolar trans E9PKP7 87380
Ubiquitin carbc D6R956 26823
Ubiquitin-fold 1Q9Y3C8 19446
E3 UFM1-prote 094874 89540
UDP-glucose:g QINYU2 177078
UDP-glucuroncP54855 60996
Cytochrome b- Q9UDW1 7304
Nucleolar pre-r060287 254227

Up-regulated d Q961X5 6453
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USP17L24
USP39
USP9X
UTPI1L
UTP14A
UTP15
UTP18
UTP20
UTP3
UTP6
uTS2
VAC14
VAPA
VAPB
VAT1
VCP
VDAC1
VDAC2
VDAC3
VIM
VMA21
VPS35
VTN
WDR12
WDR18
WDR26
WDR3
WDR33
WDR36
WDR43
WDR46
WDR65
WDR74
WDRT75
WDRT7
WNT16
WRB
XP32
XPNPEP3

Ubiquitin carbc QOWX57
U4/U6.U5 tri-s B9A018
Probable ubiquQ93008
Probable U3 sr Q9Y3A2
U3 small nucle F8WDO0O
U3 small nucle HOY8P4
U3 small nucle Q9Y5J1
Small subunit 075691
Something abo QINQZ2
U3 small nucle QINYH9
Urotensin-2 O¢ Q5H8X8
Protein VAC14 H3BN23
Vesicle-associ: Q9P0LO0
Vesicle-associi EbRK64
Synaptic vesicl KTEJM4
Transitional en P55072
Voltage-depen P21796
Voltage-depen BADKM5
Voltage-depen F5H740
Vimentin OS=FP08670
Vacuolar ATPa Q3ZAQ7
Vacuolar prote Q96QK1
Vitronectin OS: P04004
Ribosome biog Q9GZL7
WD repeat-cor USKQC1
WD repeat-cor HOY9R3
WD repeat-cor QQUNX4
pre-mRNA 3~ Q9C0J8
WD repeat-cor Q8NI36
WD repeat-cor Q15061
WD repeat-cor 015213
WD repeat-cor H7C4D4
WD repeat-cor Q6RFH5
WD repeat-cor Q8IWAOQ
Methylosome  HOY711
Protein Wnt-1€ Q9UBV4
Tail-anchored |H7C384
Skin-specific p Q5T750
Probable Xaa-tQINQH7

59673
62005
292094
30428
82164
61393
61964
318182
54525
70149
16266
4527
21875
7796
3348
89266
30754
27462
30738
53619
11347
91649
54271
47678
43321
33225
106032
145799
105255
74843
68029
9380
42415
94438
31079
40663
9013
26219
56997
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XPO1
XRCC1
XRCC5
XRCC6
XRN2
YBX1
YEATS2
YIF1B
YLPM1
YTHDC1
YTHDC2
YWHAB
YWHAE
YWHAG
YWHAH
YWHAQ
YWHAZ
ZADH2
ZBBX
/BTB46
ZC3H3
ZMYND8
INF277
ZNF326
ZNF638
ZSWIM8

Exportin-1 0S=014980
DNA repair pro F5H8D7
X-ray repair crcP13010
X-ray repair crcP12956
5~-3~ exoriborB4DZC3
Nuclease-sens HOY449
YEATS domain HOY6M®6
Protein YIF1B (Q5BJH7
YLP motif-contF8VU51
YTH domain-c(J3QR07
Probable ATP- Q9H6S0
14-3-3 protein P31946
14-3-3 protein P62258
14-3-3 protein P61981
14-3-3 protein A2IDB2
14-3-3 protein P27348
14-3-3 protein BOAZS6
Zinc-binding al J3KTQ8
Zinc finger B-b F2Z370
Zinc finger and Q86UZ6
Zinc finger CC(Q8IXZ?2
Protein kinase Q2HXV1
Zinc finger prot GAE9M4
DBIRD comple Q5BKZ1
Zinc finger prof Q14966
Zinc finger SW S4R393

123306
65924
82652
69799

102351
41991
21152
34413

160641
85536

160147
28065
29155
28285
28201
27747
28019
16158
87945
64043

101878

126336
33831
65613

220488

192863
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gene nane protein score group
ILF2 633 MRNA binding
SNRPD1 103
SNRPD2 354
SNRPD3 53 sm
SNRPE 181
SNRPF 116
SNRPG 91
SNRNP70 109
SNRPA 138 Ul
SNRPC 72
PHF5A 155
SF3A1 1598
SF3A2 782
SF3A3 1631
SF3B14 161 U2
SF3B2 2018
SF3B4 332
SF3B5 263
SNRPA1 666
SNRPB2 400
CHERP 1622
DDX46 31
DHX15 1456
DNAJCS8 704
RBM17 1190 U2 rel
SMNDC1 140
U2AF1 200
U2AF2 981
U2SURP 1908
C190rf43 563
CCAR1 1961
DDX17 192
FUS 32
RBM10 1403 A




RBM39 277
RBM5 1819
SF1 754
SUGP1 1610
CD2BP2 49
EFTUD2 145
PRPF6 161
U5
PRPF8 1900
SNRNP200 1944
TXNL4A 31
PPIH 39
PRPF3 30 u4/ué
PRPF4 43
HSPAS 1019
Prp19
PRPF19 79
CRNKL1 79 Prp19 rel
IK 34 B
SMU1 71
MATR3 257 co
RBM4 95
SRSF1 108
SRSF10 27
SRSF7 33 SR
SRSF9 266
TRA2A 98
TRA2B 134
HNRNPAO 127
HNRNPA2B1 403
HNRNPAB 78
HNRNPC 373
HNRNPD 87
HNRNPF 54
HNRNPH1 79
HNRNPH3 232 hnRNP
HNRNPM 847
HNRNPR 354
HNRNPU 19
PCBP1 100




RALY 89
RBMX 353
SYNCRIP 450
C160rf80 207
CIRBP 20
MISC
ILF3 553
KHDRBS1 47
ACINL 23 EJC/TREX
SAP18 241
A2M 3
AARD 39
ACSL1 32
ACTB 56
ACTC1 67
ACTL6A 1
ADAR 577
AGO3 86
AKAPS8 204
AKAPSL 144
ALG13 32
ANP32A 1
ANP32B 32
ANP32C 98
APOBEC3C 90
ARF6 69
ARHGEF17 33
ARL1 70
ASAP2 4
ATP6V1C1 31
BAG4 43
BLOC1S6 68
C120rf23 47
Cl4orf166 373
ClQBP 82
CALCOCO1 30
CALU 31
CCNK 31
CEPS85 31




CHDA4 308
CKAP5 14
CPAS5 30
CPSF1 264
CPSF2 186
CPSF3 76
CPSF6 219
CPSF7 304
CPVL 292
CRBN 59
CRTAP 313
CTTNBP2 1
DAPP1 11
DDB1 132
DDX1 170
DDX21 46
DDX39 11
DDX3Y 140
DHX30 55
DNAJA3 44
DSG1 43
DYNC1H1 1706
DYNLL2 37
EEF1A1 44
ENY2 101
EP400 36
ERH 12
FAM124B 33
FAM188B 40
FAM98A 39
FARP2 37
FBL 164
FBLL1 86
FIP1L1 63
FLG 9
FNBP4 30
GCN1L1 141
GIPC2 19




GJAS8 30
GRB2 71
GTF2I 12
H3F3A 102
HDAC2 48
HIST1H2AG 67
HIST1H2BN 86
HNRNPDL 27
HNRNPUL2 574
HSPAS 97
HSPAG 46
HSPA9 429
IGHG1 32
IGHG2 7
IGLL5 88
INO80 32
IREB2 74
ITPRIPL2 9
KBTBD3 1
KIAA0408 31
LAMAS 32
LANCL1 41
LEPRE1 517
LMNA 74
LMNB1 1103
LMNB2 232
LRMP 3
LUC7L3 127
MAP1B 116
MDN1 538
MEX3A 42
MOGS 52
MOV10 70
MRPL22 35
MRPS35 51
MSH6 144
MYBBP1A 154
MYEF2 117




MYH10 33
MYH7 32
NKRF 199
NMES3 182
NME4 31
NTMT1 8
NUDT16L1 64
NUDT21 574
NUMA1 105
NUP205 107
NUP210 75
PBRM1 33
PCNP 565
PDCD6 242
PELP1 55
PEX6 12
PLOD1 416
PLOD3 155
POLG2 26
POLR2A 68
POLR2C 42
POLR2H 61
PPIB 61
PRC1 3
PRKDC 534
PRPF39 221
RAB15 22
RAB33B 19
RAB35 22
RABGA 19
RABS8B 104
RANBP2 148
RB1CC1 49
RBBP4 93
RBBP5 40
RBM14 551
RBM15 92
RBM45 71

ungrouped




RBM6 182
RBMXL1 276
RCN1 156
RCN2 51
RP1 36
RPL17 121
RPL26 108
RPS17L 54
RPS26P11 31
RPS5 2
RTCB 230
RTN1 37
RTN3 46
RUFY2 36
RUVBL2 48
RYR1 32
SAFB 342
SAFB2 390
SAMMS0 3
SEC16A 34
SEC23B 87
SFRS3 8
SFSWAP 90
SLC22A5 34
SLC25A5 108
SMARCA4 553
SMARCC2 83
SMC1A 116
SNRPN 345
SON 78
SP140L 39
SRCRB4D 43
SSRP1 44
STK17A 2
STRBP 55
TAF12 32
TARDBP 42
TCEB1 43




TCEB2 7
TCOF1 35
TIMM50 73
TMPO 99
TMPRSS13 16
TNPO3 100
TRANK1 31
TRIM21 4
TUBA1A 970
TUBALC 294
TUBA4B 36
TUBB 92
TUBB2B 96
TUBB3 465
TUBB4B 139
TUBB6 35
UBB 110
VIM 693
WDR26 54
WDR33 73
WDR65 34
XP32 33
XPNPEP3 4
XRCC6 31
YWHAB 16
YWHAG 213
YWHAZ 229
ZADH2 37
ZBBX 30
ZMYNDS8 46
ZNF326 256




protein score

high

1000
500

low



