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Figure S1. Immuno-blot analysis of TOP2A, PYCR2, and PPL expression in tumour cell lysate samples
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Table S1. Description of patients recruited in the study.

Topotecan 2 cycles, Doxorubicin Pegylated Liposomal 2 cycles

Patient Sample Diagnosis Silverberg FIGO Treatment Age at Survival Surivival
1D type Grade Stage diagnosis Status
As59 CN1 Serous Cystadenocarcinoma NOS G3 lic None 64 5 months Deceased
Serous Cystadenoma/ Early Serous
As68 CN2 NA NA None 64 NA NA
Borderline
Chemonaive Serous Cystadenocarcinoma (Genital 2 years, 10
As71 CN3 NA 1] None 65 Alive
tract) months
1 year, 5
AsT7 CN4 Carcinosarcoma NOS G3 NA None 53 Deceased
months
Chemoreistant 2 years, 8
As62 CR1 Adenocarcinoma NOS Not graded \Y% Carboplatin and Paclitaxel 6 cycles 67 Deceased
(Recurrent) months
Carboplatin/Paclitaxel/Bevacizumab-VGEF Inhibitor (ICON7 Trial) 5 years, 6
As69 CR2 Serous Cystadenocarcinoma NOS G3 Illc 55 Deceased
18 cycles months
Carboplatin and Paclitaxel 6 cycles Gemicitabine and Cisplatin 1 3 years, 2
Chemoreistant AsT72 CR3 Papillary Serous Cystadenocarcinoma G3 Ilic 59 Deceased
cycle months
(Recurrent)
Carboplatin and Paclitaxel 6, AMG-386 182 Trial (Doxorubicin and
As73 CR4 Serous Cystadenocarcinoma NOS G3 Illc AMG-386) 9 cycles, Paclitaxel 6 cycles, Cyclophosphamide 2 cycles, 53 3years, 1 month Deceased

*NOS: Not otherwise stated

*NA: Not available




Table S2. Raw dataset of proteins identified in CN and CR tumor cells.

Protein

Molecul

Gene symbol UniProt Entry* Gene symbol* Accessio Protein Description® ar % ComETBed_A CN_CC;:Cmbln CR—CC;’;“b'” CT— C? Cg\l_ C? CIR— CZR- C?_ C?- R/S((::’\(ICER Ip r
o Weight el el )} value'
Glycine dehydrogenase
[decarboxylating], 95% (<
PLEC_HUMAN | GCSP_HUMAN | GLDC P23378 mitochondrial (EC 1.4.4.2) 113kDa | 048 2 0 2 0 0 0 0 2 0 0 2 19.935029 1 4 59010
(Glycine cleavage system P 3 )
protein) (Glycine
decarboxylase)
Glutathione S-transferase Mu 95% (<
GRP78_HUMAN ESTW*HUMA GSTM3 P21266 3(EC 25.118) (GST class-mu | 27kDa | 0.59 2 0 2 0 0 0 0 3 14 4 0 19'9335029 0.00010
3) (GSTM3-3) (hGSTM3-3) )
CDNA FLI53449, highly o
BADKU3_HUM similar to rRNA 15.454135
H4_HUMAN B BIDKU3 | o 3 (EC 83kDa | 059 16 0 16 0 0 0 0 8 2 4 3 > 0,02010
2.11.)
H2BID_HUMA | QS6FNG_HUMA ! 15450135 | PN
H2B1D_| N HLA-DRB1 QS6FNG | MHC class Il antigen 30kDa | 061 29 0 16 0 0 0 0 0 9 0 0 “ 0.00010
)
Acetyl-CoA carboxylase 1 9596 (<
ANXA2_HUMA | ACACA_HUMA (ACC1) (EC 6.4.1.2) (ACC- 12765008
n n ACACA Quoss | (TS e e n 266kDa | 072 12 0 13 0 0 0 0 12 0 0 0 o 0,0?010
carboxylase (EC 6.3.4.14)]
COCAI_HUMA ! 12070715 | % (<
CHeo_HUMAN | SOCAL COL12A1 Q99715 | Collagen alpha-L(XI1) chain 333kDa | 048 2 1 23 0 0 1 0 12 1 6 4 o7 0.00010
)
Q53G99_HUMA | Q52NV4_HUMA . 11860884 | 0%
Qo369 QoNVA] HRS Q52NV4 | Histidyl-RNA synthetase 57kDa | 052 13 0 12 0 0 0 0 6 0 2 0 o (0.0001
2)
AHNK_HUMAN | CO9B37_HUMA | o) pagap1 c9u837 Rab3 GTPase-activating 11kpa | 028 1 0 1 0 0 0 0 0 9 2 0 10.973886 (oggt?rgz
- N protein catalytic subunit ) 55 '5)
Asparagine synthetase
[glutamine-hydrolyzing] (EC 95% (<
6.3.5.4) (Cell cycle control 10.576974
ATPB_HUMAN | ASNS_HUMAN | ASNS Posa3 | D O e 64kDa | 042 21 1 20 0 0 1 0 9 10 1 0 g 0,0?010
dependent asparagine
synthetase)
DNA, FLIG6063, highly
similar to Homo sapiens 95%
E“isL—H UMAN ] B2RCGE_HUMA B2RCG8 | rhophilin, Rho GTPase 77kDa | 042 10 0 10 0 0 0 0 2 5 0 3 1°'°gg7 914 | (0.0005
binding protein 2 (RHPN2), 3)
MRNA
DNA mismatch repair protein
Msh6 (cDNA FLI55677, 95%
CLHLHUMAN | BDFALHUMA 1 g BADF4L | nhighly similar to DNA 133kDa | 039 9 0 9 0 0 0 0 8 0 1 0 9183674 1 (000t
mismatch repair protein
MSH6)
cDNA FLI77928, highly
similar to Homo sapiens acyl- 95%
PDIAL_HUMAN | ABKZQ7THUMA ABK2Q7 | CoA synthetase medium-chain | 66kDa | 056 9 0 9 0 0 0 0 9 0 0 0 9183674 1 (000t
family member 3 (ACSM3), )
transcript variant 1, mRNA
B3KMSO0_HUM ! ] 91819674 | Oo%
TBB5_HUMAN AN = B3KMS0 Condensin complex subunit 1 157 kDa 0.49 9 0 9 0 0 0 0 8 0 1 0 ) 08 (0.0011
)
Cyclin-dependent kinase
inhibitor 2A, isoforms 1/2/3
(Cyclin-dependent kinase 4 95%
B7Z4V2 HUMA | CD2ALHUMA | (pinoa P427T1 inhibitor A) (CDK41) 17kpa | 051 9 0 9 0 0 0 0 3 6 0 0 91819674 | (0011
N (+1) N i 08
(Multiple tumor suppressor 1) )
(MTS-1) (p16-INKa) (p16-
INK4) (p16INK4A)
Q86YH3_HUMA 82860465 | 2%
ATPA_HUMAN | QB6YHE EARS2 Q86YH3 | EARS2 protein 60kDa | 047 7 0 8 0 0 0 0 1 0 2 4 2850 (0.0024
)
CDNA FLI7612L, highly
similar to Homo sapiens zinc 95%
ﬁz(ﬁi‘)BfHUMA ﬁaKgU@HUMA ABKOUB | finger CCCH-type, antiviral 1 | 101kDa | 0.46 8 0 8 0 0 0 0 2 1 4 0 8'28§§465 (0.0024
(ZC3HAV1), transcript variant )
1, mRNA
— - 95%
MYH9_HUMAN | DBRES3HUMA 1,0 ) DeREg3 | Ubiquitin carboxyl-terminal 23KkDa | 038 8 0 8 0 0 0 0 0 5 3 0 8.2860465 | (5004
N hydrolase isozyme L1 03




95%

B3KUH3_HUM cDNA FLJ39896 fis, clone 7.3901513
LMNA_HUMAN AN B3KUH3 SPLEN2016972 90 kDa 0.59 7 7 0 76 (0.(;051
. . . 95%
C8C504_HUMA CADH6_HUMA Cadherin-6 (Kidney cadherin) 7.3901513
N (+1) N CDH6 P55285 (K-cadherin) 88 kDa 0.82 7 7 0 76 (0.(;051
Aldo-keto reductase family 1
member C1 (EC 1.1.1.-) (20-
alpha-hydroxysteroid
dehydrogenase) (20-alpha-
HSD) (EC 1.1.1.149)
(Chlordecone reductase
homolog HAKRC) 95%
IDHP_HUMAN ﬁchLHUMA AKRICL Q04828 | (Dihydrodiol dehydrogenase 37KkDa | 056 7 7 6 7'39361513 (0.0051
1/2) (DD1/DD2) (High- )
affinity hepatic bile acid-
binding protein) (HBAB)
(Indanol dehydrogenase) (EC
1.1.1.112) (Trans-1,2-
dihydrobenzene-1,2-diol
dehydrogenase) (EC 1.3.1.20)
cDNA FLJ78655, highly 95% (<
I,:‘PPRC*HUMA Q8K5Y7*HUMA ABK5Y7 similar to Homo sapiens 136 kDa 0.5 22 20 11 7'32:?;268 0.00010
exportin 5 (XPO5), mMRNA )
Squalene synthase (SQS) (SS)
(EC 2.5.1.21) (FPP:FPP 95%
E‘:’Z(T%TQ*HUMA FDFT_HUMAN FDFT1 P37268 farnesyltransferase) (Farnesyl- 48 kDa 0.53 13 12 1 6'59{‘92957 (0.0008
diphosphate 7
farnesyltransferase)
cDNA FLJ76489, highly 95%
HSP7C_HUMAN 22“‘33—“”“" ABKAQ3 | similar to Homo sapiens 92kDa | 045 13 12 3 6'591‘5957 (0.0008
sortilin 1 (SORT1), mRNA 7)
E3 ubiquitin-protein ligase
TRIP12 (EC 6.3.2.-) (E3
ubiquitin-protein ligase for 6.4942820 95%
MYOF_HUMAN | TRIPC_HUMAN | TRIP12 Q14669 Arf) (ULF) (Thyroid receptor- 220 kDa 0.43 6 6 0 e © 01"1)
interacting protein 12) (TR- .
interacting protein 12) (TRIP-
12)
A8K984_HUMA Structural maintenance of 6.4942820 95%
KPYM_HUMAN N ABK984 chre protein 136 kDa 0.57 6 6 0 25 (0.011)
cDNA FLJ76830, highly
similar to Homo sapiens
SWI/SNF related, matrix
PRKDC_HUMA A8K5B6_HUMA associated, actin dependent 6.4942820 95%
N N ABKSBS | equlator of chromatin, 114kba | 026 6 6 0 25 (0.011)
subfamily a, member 3
(SMARCAB), transcript
variant 1, mMRNA
D3DNT9_HUM EPH receptor B3, isoform 6.4942820 95%
HS90B_HUMAN AN EPHB3 D3DNT9 CRAa 106 kDa 0.45 6 6 0 25 (0.011)
CDNA FLJ56098, highly o
et Il BADKCB | similar to Sodium bicarbonate | 103kDa | 047 6 6 0 BAT 1 ooy
transporter-like protein11
cDNA FLJ75441, highly
A8K245_HUMA similar to Homo sapiens 6.4942820 95%
ADT2_HUMAN N ABK245 vaccinia related kinase 1 45kba 0.62 6 6 0 25 (0.011)
(VRK1), mMRNA
FLNA_HUMAN ADP-ribosylation factor-like 6.4942820 95%
) ARL3_HUMAN ARL3 P36405 protein 3 20 kDa 0.32 6 6 4 e ©.011)
cDNA FLJ78619, highly
MDHM_HUMA ABKBA6_HUMA similar to Homo sapiens 6.4942820 95%
N (+2) N ABKEAE melanoma cell adhesion 72kba 0.63 6 6 1 25 (0.011)
molecule (MCAM), mRNA
Amine oxidase [flavin-
containing] A (EC 1.4.3.4) 6.4942820 95%
ECHA_HUMAN AOFA_HUMAN MAOA P21397 (Monoamine oxidase type A) 60 kDa 0.39 6 6 3 i ©011)
(MAO-A)
COP9 signalosome complex
subunit 2 (cDNA FLJ52928,
FSHSD3_HUMA B4DIH5_HUMA COPs2 B4DIH5 highly similar to COP9 44 kDa 0.37 5 6 2 6.4942820 95%
N (+2) N ! . 25 (0.011)
signalosome complex subunit
2)
cDNA FLJ51339, highly
ANXA1_HUMA B4DVV7_HUM similar to Methionyl-tRNA 6.4942820 95%
N AN BADVVT | (i nthetase, mitochondrial (EC 58kDa | 0.59 5 6 1 25 (0.011)

6.1.1.10)




UDP-glucose 6-dehydrogenase

95% (<
ACTN4_HUMA (UDP-Glc dehydrogenase) 6.3902146
N UGDH_HUMAN UGDH 060701 (UDP-GIcDH) (UDPGDH) 55 kDa 0.59 26 23 2 15 6 0 65 0.00010
(EC 1.1.1.22)
Pyrroline-5-carboxylate 95% (<
ﬁ“gﬁo—HUMA PSCR2_HUMAN | PYCR2 QU6C36 | reductase 2 (P5C reductase 2) 34kpa | 033 2 2 12 12 12 12 5'816311697 0.00010
(P5CR 2) (EC 1.5.1.2) )
Cleavage and polyadenylation
specificity factor subunit 3
(EC 3.1.27.-) (Cleavage and 95%
polyadenylation specificity 5.5987692
ROA2_HUMAN CPSF3_HUMAN CPSF3 QI9UKF6 factor 73 kDa subunit) (CPSF 77 kDa 0.5 11 10 1 0 7 2 29 (0.(;034
73 kDa subunit) (MRNA 3'-
end-processing endonuclease
CPSF-73)
N 95%
DYHC1_HUMA B4DHQ3_HUM Phosphoserine 5.5987692
N AN B4DHQ3 aminotransferase (EC 2.6.1.52) 45kDa 0.2 u 10 5 4 1 0 29 (0'0)034
Pumilio domain-containing
protein KIAA0020 (HBV X-
transactivated gene 5 protein) 55084384 95%
ENOA_HUMAN K0020_HUMAN KIAA0020 Q15397 (HBV XAg-transactivated 74 kDa 0.46 5 5 2 2 1 0 5 (0.023)
protein 5) (Minor }
histocompatibility antigen HA-
8) (HLA-HAB)
Maleylacetoacetate isomerase
B4DGP8_HUMA (MAAI) (EC 5.2.1.2) (GSTZ1- 5.5084384 95%
N (1) MAAI_HUMAN GSTZ1 043708 1) (Glutathione S-transferase 24 kDa 0.31 5 5 2 1 2 0 M ©.023)
zeta 1) (EC 2.5.1.18)
Ubiquitin-conjugating enzyme
E2 O (EC 6.3.2.19) (Ubiquitin
carrier protein O) (Ubiquitin- o
HSP71_HUMAN HBEZO—HUMA UBE20 QoC0CY | conjugating enzyme E2 0f 230 | 141kDa | 0.37 5 5 0 4 1 0 5'5924384 (0932/"3)
kDa) (Ubiquitin-conjugating .
enzyme E2-230K) (Ubiquitin-
protein ligase O)
Integrator complex subunit 3
(Int3) (SOSS complex subunit
A) (Sensor of single-strand 5.5984384 95%
VIME_HUMAN INT3_HUMAN INTS3 Q68E0L DNA complex subunit A) 118 kDa 0.56 5 5 1 1 2 1 5 (0.023)
(SOSS-A) (Sensor of ssSDNA
subunit A)
Aurora kinase B (EC 2.7.11.1)
(Aurora 1) (Aurora- and IPL1-
like midbody-associated
protein 1) (AIM-1)
(Aurora/IPL1-related kinase 2)
AURKB_HUMA (ARK-2) (Aurora-related 5.5984384 95%
CATD_HUMAN N AURKB Q96GD4 Kinase 2) (STK-1) 39 kDa 0.41 5 5 1 0 4 0 5 ©0.023)
(Serine/threonine-protein
kinase 12) (Serine/threonine-
protein kinase 5)
(Serine/threonine-protein
kinase aurora-B)
Q59GW6_HUM Acetyl-CoA acetyltransferase, 5.5984384 95%
DHX9_HUMAN AN QS9GWE | o colic variant (Fragment) 42 kDa 0.29 5 5 5 0 0 0 5 ©0.023)
cDNA, FLJ92955, highly
EF1A1_HUMAN B2R6H7_HUMA similar to Homo sapiens 5.5984384 95%
(+5) N B2R6HT | iransportin-SR (TRN-SR), 104kDa | 032 5 5 8 1 ! 0 5 (0.023)
mRNA
ANXA5_HUMA E7ESY4_HUMA Metastasis-associated protein 5.5984384 95%
N N MTAL E7ESY4 MTAL 79 kDa 0.6 8 5 1 0 3 0 5 (0.023)
A4QPBO_HUMA B7ZMD7_HUM - 5.5984384 95%
N (+1) AN AMY1A B7ZMD7 Amylase, alpha 1A (Salivary) 58 kDa 0.29 5 5 0 5 0 0 5 (0.023)
cDNA FLJ76281, highly
similar to Homo sapiens DnaJ .
ATIALHUMA | ABKAT2_HUMA ABKAT2 | (Hsp40) homolog, subfamily s5kDa | 037 5 5 3 1 1 0 55984384 ((?(532/;)
C, member 7 (DNAJC7), .
mRNA
Serine/threonine-protein
TFRL_HUMAN E9PKFE_HUMA | popepg E9PKF6 | phosphatase 6 regulatory o4kDa | 041 5 5 0 4 1 0 5.5984384 95%
N subunit 3 5 (0.023)
0
PGK1_HUMAN ﬁaK%ngUMA ABKS59 | CDNA FLI76187 s1kDa | 0.62 5 5 0 0 2 3 559{;4384 (0932/03)
G3P_HUMAN Phospholipase A-2-activating 5.5984384 95%
(+1) PLAP_HUMAN PLAA Q9Y263 protein (PLA2P) (PLAP) 87 kDa 0.35 5 5 2 3 0 0 o ©0.023)
Alcohol dehydrogenase class-3 ,
PDIA4 HUMAN | ADHX HUMAN | ADHS P11766 (EC 1.1.1.1) (Alcohol skpa | 038 5 5 2 3 0 0 5'59%4384 (0932/“3)

dehydrogenase 5) (Alcohol




dehydrogenase class chi chain)
(Alcohol dehydrogenase class-
111) (Glutathione-dependent
formaldehyde dehydrogenase)
(FALDH) (FDH) (GSH-FDH)
(EC 1.1.1-) (S-
(hydroxymethyl)glutathione
dehydrogenase) (EC 1.1.1.284)

Aurora kinase A (EC 2.7.11.1)
(Aurora 2) (Aurora/IPL1-
related kinase 1) (ARK-1)
(Aurora-related kinase 1)
(hARK1) (Breast tumor-

0
DHB4_HUMAN | AURKAHUMA | jpia 014965 | amplified kinase) skDa | 034 5 5 0 5.5084384 95%
N ; . . 5 (0.023)
(Serine/threonine-protein
kinase 15) (Serine/threonine-
protein kinase 6)
(Serine/threonine-protein
kinase aurora-A)
HEAT2_HUMA HEAT repeat-containing 5.5984384 95%
TERA_HUMAN N HEATR2 Q86Y56 protein 2 94 kDa 0.39 5 5 1 5 (0.023)
FAD synthase (EC 2.7.7.2)
(FAD pyrophosphorylase)
(FMN adenylyltransferase) 95%
SERPH_HUMA (Flavin adenine dinucleotide 5.3358515
N FAD1_HUMAN FLAD1 Q8NFF5 synthase) [Includes: 65 kDa 0.41 22 19 11 21 (0.2;]01
Molybdenum cofactor
biosynthesis protein-like
region; FAD synthase region]
Laminin subunit alpha-5 95%
LAMA5_HUMA (Laminin-10 subunit alpha) 5.1010274
H2AY_HUMAN N LAMAS 015230 (Laminin-11 subunit alpha) 400 kDa 0.41 10 9 3 66 (0.0)065
(Laminin-15 subunit alpha)
. N 95%
ABKIA4_HUMA MET7B_HUMA Methyltransferase-like protein 5.1010274
N (+7) N METTL7B Q6UX53 7B (EC 2.1.1-) 28 kDa 0.37 10 9 6 66 (0.0)065
cDNA FLJ57316, highly 95%
35("5)"4—“UMA ﬁ“DLsg—HUMA BADL39 | similar to DNA mismatch 77kDa | 037 10 9 2 5'10618274 (0.0065
repair protein Msh2 )
CDNA FLJ76744, highly
similar to Homo sapiens L1 95%
QCADV—HUMA ﬁBKBg—HUMA ABK139 | cell adhesion molecule 140kDa | 044 10 9 7 5'10618274 (0.0065
(L1CAM), transcript variant 1, )
mRNA
General transcription factor 3C
polypeptide 3 (Transcription
factor 111C 102 kDa subunit) 51010274 95%
EFTU_HUMAN TF3C3_HUMAN GTF3C3 Q9Y5Q9 (TFIIC 102 kDa subunit) 101 kDa 0.52 10 9 4 ) 66 (0.0065
(TFI11IC102) (Transcription )
factor 111C subunit gamma)
(TF3C-gamma)
cDNA FLJ53515, highly 95%
(CjI)LR—HUMAN BADSK8_HUMA BADSK8 | similar to Pogo transposable gskDa | 0.32 10 9 2 5'1061§274 (0.0065
element with ZNF domain )
95%
FOKPGS_HUMA | JBKR9T_HUMA 1 rgcp 13KR97 | Tubulin-specific chaperone D 137kDa | 037 10 9 1 5'1061§274 (0.0065
)
95%
HBA_HUMAN B4ADMB5_HUM B4ADMB CTP synthase (EC 6.3.4.2) 5.1010274
(+1) AN 5 (UTP-ammonia ligase) S6kDa | 051 10 9 5 66 (0'0)065
Low affinity cationic amino 95%
acid transporter 2 (CAT-2) 5.1010274
PPIB_HUMAN CTR2_HUMAN SLC7A2 P52569 (CAT2) (Solute carrier family 72 kDa 0.62 10 9 1 66 (0.0)065
7 member 2)
Lipopolysaccharide-responsive 95%
E9PL22_HUMA and beige-like anchor protein 5.0722796
N (+1) LRBA_HUMAN LRBA P50851 (Beige-like protein) (CDC4- 319 kDa 0.31 21 18 5 99 (0.2;)02
like protein)
cDNA FLJ78061, highly
U520 HUMAN ABK3RZ_HUMA ABK3R2 | similar to Homo sapiens block 84kDa | 027 4 4 2 4.7026206 95%
N e 48 (0.049)
of proliferation 1, mRNA
0
SQRD_HUMAN f\fKNHLHUMA SENP3 J3KNH7 | Sentrin-specific protease 3 65kDa | 0.52 4 4 2 470};’206 (0931‘;)
Nuclear pore complex protein
Nup50 (50 kDa nucleoporin) ,
‘,37(3715‘”47HUMA NUPS0_HUMAN | NUP50 QOUKX7 | (Nuclear pore-associated s0kDa | 042 4 4 2 470};’206 (093 1‘;)

protein 60 kDa-like)
(Nucleoporin Nup50)




B3KX72_HUMA
N (+1)

B4DDT6_HUMA
N

B4DDT6

CDNA FLJ60416

18 kDa

0.26

47026206
48

95%
(0.049)

MPCP_HUMAN
(+1)

E7EU94_HUMA
N

PRPF31

E7EU94

U4/U6 small nuclear
ribonucleoprotein Prp31
(Fragment)

29 kDa

0.36

4.7026206
48

95%
(0.049)

GPDM_HUMAN
(+1)

ABK070_HUMA
N

ABKO070

¢DNA FLJ75157, highly
similar to Homo sapiens G
protein pathway suppressor 1,
transcript variant 1, mRNA

59 kDa

0.39

4.7026206
48

95%
(0.049)

B4E1G2_HUMA
N (+3)

ABKAM9_HUM
AN

ABKAM
9

Peptidyl-prolyl cis-trans
isomerase E (PPlase E) (EC
5.2.1.8)

33 kDa

0.41

4.7026206
48

95%
(0.049)

PHB2_HUMAN

RAB7B_HUMA
N

RAB7B

Q96AHS

Ras-related protein Rab-7b

23 kDa

0.63

4.7026206
48

95%
(0.049)

PHB_HUMAN
(+2)

RABP1_HUMA
N

CRABP1

P29762

Cellular retinoic acid-binding
protein 1 (Cellular retinoic
acid-binding protein 1)
(CRABP-1)

16 kDa

0.56

4.7026206
48

95%
(0.049)

VDAC1_HUMA
N

CRP_HUMAN

CRP

P02741

C-reactive protein [Cleaved
into: C-reactive protein(1-
205)]

25 kDa

0.43

4.7026206
48

95%
(0.049)

ESYT1_HUMAN

C0Q3_HUMAN

coQs3

QINZJ6

Hexaprenyldihydroxybenzoate
methyltransferase,
mitochondrial (EC 2.1.1.114)
(2-polyprenyl-6-
hydroxyphenol methylase)
(EC2.1.1.222) (3.4-
dihydroxy-5-
hexaprenylbenzoate
methyltransferase) (DHHB
methyltransferase) (DHHB-
MT) (DHHB-MTase) (3-
demethylubiquinone-10 3-
methyltransferase) (EC
2.1.1.64)
(Dihydroxyhexaprenylbenzoat
e methyltransferase)

41 kDa

0.28

4.7026206
48

95%
(0.049)

B3KVX6_HUM
AN (+1)

RM20_HUMAN

MRPL20

Q9BYCY

39S ribosomal protein L20,
mitochondrial (L20mt) (MRP-
1.20)

17 kDa

0.53

4.7026206
48

95%
(0.049)

F8W6I7_HUMA
N (+1)

PTX3_HUMAN

PTX3

P26022

Pentraxin-related protein
PTX3 (Pentaxin-related
protein PTX3) (Tumor
necrosis factor alpha-induced
protein 5) (TNF alpha-induced
protein 5) (Tumor necrosis
factor-inducible gene 14
protein) (TSG-14)

42 kDa

0.44

4.7026206
48

95%
(0.049)

B4DJV2_HUMA
N (+1)

NHRF2_HUMA
N

SLCY9A3R2

Q15599

Na(+)/H(+) exchange
regulatory cofactor NHE-RF2
(NHERF-2) (NHE3 kinase A
regulatory protein E3KARP)
(SRY-interacting protein 1)
(SIP-1) (Sodium-hydrogen
exchanger regulatory factor 2)
(Solute carrier family 9
isoform A3 regulatory factor
2) (Tyrosine kinase activator
protein 1) (TKA-1)

37 kDa

0.32

47026206
48

95%
(0.049)

ABNG51_HUMA
N (+1)

GSHO_HUMAN

GCLM

P48507

Glutamate--cysteine ligase
regulatory subunit (GCS light
chain) (Gamma-ECS
regulatory subunit) (Gamma-
glutamylcysteine synthetase
regulatory subunit)
(Glutamate--cysteine ligase
modifier subunit)

31 kDa

0.22

4.7026206
48

95%
(0.049)

HS90A_HUMAN

S35E1_HUMAN

SLC35E1

QIEK37

Solute carrier family 35
member E1

45 kDa

0.41

4.7026206
48

95%
(0.049)

RAB7A_HUMA
N

GMPPA_HUMA
N

GMPPA

Q9616

Mannose-1-phosphate
guanyltransferase alpha (EC
2.7.7.13) (GDP-mannose
pyrophosphorylase A) (GTP-
mannose-1-phosphate
guanylyltransferase alpha)

46 kDa

0.61

4.7026206
48

95%
(0.049)

B3KY95_HUMA
N (+1)

A8K005_HUMA
N

ABKO005

cDNA FLJ77896, highly
similar to Homo sapiens Ras
homolog enriched in brain
(RHEB), mRNA

20 kDa

0.3

4.6033000
25

95%
(0.013)




AT2A2_HUMA
N

A0JP11_HUMA
N

PIK3R4

A0JP11

Phosphoinositide-3-kinase,
regulatory subunit 4

153 kDa

0.32

4.6033000
25

95%
(0.013)

XRCC6_HUMA
N

SAHH3_HUMA
N

AHCYL2

QIEHN2

Putative
adenosylhomocysteinase 3
(AdoHcyase 3) (EC 33.1.1)
(S-adenosyl-L-homocysteine
hydrolase 3) (S-
adenosylhomocysteine
hydrolase-like protein 2)

67 kDa

0.38

4.6033000
25

95%
(0.013)

ODPB_HUMAN

2ABA_HUMAN

PPP2R2A

P63151

Serine/threonine-protein
phosphatase 2A 55 kDa
regulatory subunit B alpha
isoform (PP2A subunit B
isoform B55-alpha) (PP2A
subunit B isoform PR55-alpha)
(PP2A subunit B isoform R2-
alpha) (PP2A subunit B
isoform alpha)

52 kDa

0.39

4.6033000
25

95%
(0.013)

LMNB1_HUMA
N

RBM10_HUMA
N

RBM10

P98175

RNA-binding protein 10 (G
patch domain-containing
protein 9) (RNA-binding motif
protein 10) (RNA-binding
protein S1-1) (S1-1)

104 kDa

4.6033000
25

95%
(0.013)

FLNB_HUMAN

B3GA3_HUMA
N

B3GAT3

094766

Galactosylgalactosylxylosylpr
otein 3-beta-
glucuronosyltransferase 3 (EC
2.4.1.135) (Beta-1,3-
glucuronyltransferase 3)
(Glucuronosyltransferase 1)
(GIcAT-1) (UDP-GICUA:Gal
beta-1,3-Gal-R
glucuronyltransferase)
(GICUAT-1)

37 kDa

0.26

4.6033000
25

95%
(0.013)

Q6FIG4_HUMA
N (+1)

COQ9_HUMAN

coQ9

075208

Ubiquinone biosynthesis
protein COQ9, mitochondrial

36 kDa

0.51

4.6033000
25

95%
(0.013)

BAE2WO_HUMA
N (+1)

B4E1G6_HUMA
N

GALK1

B4E1G6

Galactokinase (Galactokinase
1) (cDNA FLJ56840, highly

similar to Galactokinase (EC

2.7.1.6))

45 kDa

0.39

4.6033000
25

95%
(0.013)

UGGG1_HUMA
N

FPPS_HUMAN

FDPS

P14324

Farnesyl pyrophosphate
synthase (FPP synthase) (FPS)
(EC 2.5.1.10) ((2E, 6E)-
farnesyl diphosphate synthase)
(Dimethylallyltranstransferase)
(EC 2.5.1.1) (Farnesyl
diphosphate synthase)
(Geranyltranstransferase)

48 kDa

0.24

4.6033000
25

95%
(0.013)

ABK486_HUMA
N (+1)

EINZA1_HUMA
N

PRIC295

EINZAL

Peroxisome proliferator
activated receptor interacting
complex protein

293 kDa

0.58

110

21

90

13

40

38

12

4.5963589
64

95% (<
0.00010
)

CMC2_HUMAN
(+1)

WDR75_HUMA
N

WDR75

Q8IWAQ

WD repeat-containing protein
75

95 kDa

0.4

12

4.5652229
97

95%
(0.0035
)

MAOM_HUMA
N

CH3L1_HUMAN

CHI3L1

P36222

Chitinase-3-like protein 1 (39
kDa synovial protein)
(Cartilage glycoprotein 39)
(CGP-39) (GP-39) (NCGP-39)
(YKL-40)

43 kDa

0.44

29

24

18

4.5244843
35

95% (<
0.00010
)

A2A274_HUMA
N (+3)

ALAT2_HUMA
N

GPT2

Q8TD30

Alanine aminotransferase 2
(ALT2) (EC 2.6.1.2)
(Glutamate pyruvate
transaminase 2) (GPT 2)
(Glutamic--alanine
transaminase 2) (Glutamic--
pyruvic trar i 2

58 kDa

0.36

29

24

14

4.5244843
35

95% (<
0.00010
)

B4DIT7_HUMA
N (+1)

PXDN_HUMAN

PXDN

Q92626

Peroxidasin homolog (EC
1.11.1.7) (Melanoma-
associated antigen MG50)
(Vascular peroxidase 1) (p53-
responsive gene 2 protein)

165 kDa

0.37

23

19

10

4.3194433
52

95%
(0.0005
1)

RAB2A_HUMA
N

ABCE1_HUMA
N

ABCE1

P61221

ATP-binding cassette sub-
family E member 1 (2'-5'-
oligoadenylate-binding
protein) (HuHP68) (RNase L
inhibitor) (Ribonuclease 4
inhibitor) (RNS41)

67 kDa

0.68

15

4.2816097
37

95%
(0.0018

K7EKI8_HUMA
N (+1)

RDH10_HUMA
N

RDH10

Q8IZV5

Retinol dehydrogenase 10 (EC
1.1.1.300)

38 kDa

0.35

1

4.2206171
43

95%
(0.0064




Protein O-glucosyltransferase
1 (EC 2.4.1.-) (CAP10-like 46

" 95%
kDa protein) (hCLP46) (KTEL 4.1060784
FAS_HUMAN PGLT1_HUMAN POGLUT1 Q8NBL1 motif-containing protein 1) 46 kDa 0.25 20 18 5 28 (0.8;]09
(Myelodysplastic syndromes
relative protein)
COP9 signalosome complex
subunit 5 (SGN5) o
NUCL_HUMAN | CSN5_HUMAN | COPS5 Q92905 | (Signalosome subunit 5) (EC 3kpa | 021 8 7 0 4'10355369 (0932/3)
3.4.-.-) (Jun activation domain- .
binding protein 1)
Amine oxidase [flavin-
containing] B (cDNA
HNRPM_HUMA | B7Z5H3 HUMA | ;g B7Z5H3 | FLI52418, highly similar to a7ka | 033 8 7 0 4.1055869 95%
N N 0875, " 05 (0.024)
Amine oxidase (flavin-
containing) B (EC 1.4.3.4))
Nuclear migration protein
LDHA_HUMAN | NUDC_HUMAN | NUDC Q9Y266 | nudC (Nuclear distribution BkDa | 047 8 7 o | 41085869 | 9%
a 05 (0.024)
protein C homolog)
Haptoglobin (Zonulin) 95%
QS9GLLHUMA | o1 HumaN HP P00738 [Cleaved into: Haptoglobin 45 kDa 031 16 14 6 40180682 | g 5032
N alpha chain; Haptoglobin beta 5 )
chain]
cDNA FLJ75831, highly
similar to Homo sapiens
AMPL_HUMAN ABKA19_HUMA ABKA19 exportin, tRNA (nuclear 110 kDa 0.47 12 10 0 3.8760212 95%
N 05 (0.012)
export receptor for tRNAs)
(XPOT), MRNA
Cancer-related nucleoside-
triphosphatase (NTPase) (EC
MVP_HUMAN mTPCR*HUMA NTPCR Q9BSD7 3.6.1.15) (Nucleoside 21 kDa 0.36 12 10 7 3'87065212 (093?72)
triphosphate .
phosphohydrolase)
B4DY09_HUMA Scaffold attachment factor B2 3.8760212 95%
N (+2) SAFB2_HUMAN | SAFB2 Q14151 (SAF-B2) 107 kDa 0.29 12 10 2 05 ©0.012)
Complement component C9
ABNNBO_HUMA [Cleaved into: Complement 3.8760212 95%
N (+2) CO9_HUMAN co P02748 component Coa: Complement 63 kDa 0.39 12 10 10 05 ©0.012)
component C9b]
Acyl carrier protein,
mitochondrial (ACP) (CI- 3.8068286 0%
PABP1_HUMAN ACPM_HUMAN NDUFAB1 014561 SDAP) (NADH-ubiguinone 17 kDa 0.28 3 3 0 . 19 (0.10)
oxidoreductase 9.6 kDa ’
subunit)
DLDH_HUMAN EQPPN"LHUMA scyLl E9PPN3 | N-terminal kinase-like protein 74kpa | 032 3 3 0 3'8°f§285 (8%)
Nucleoporin GLE1 (hGLE1) 3.8068286 0%
ITPR3_HUMAN GLE1_HUMAN GLE1 Q53GS7 (GLEL-like protein) 80 kDa 0.21 3 3 0 19 (0.10)
Mediator of DNA damage 3.8068286 0%
PRP8_HUMAN MDC1_HUMAN MDC1 Q14676 checkpoint protein 1 (Nuclear 227 kDa 0.17 3 3 0 . 19 (0.10)
factor with BRCT domains 1) )
CcDNA FLJ56420, highly o
ﬁ'zfl")'szUMA E7Z7F07HUMA B7Z7FO | similar to Aspartyl s4kDa | 0.35 3 3 0 3'8°f§285 (g ﬁ))
aminopeptidase (EC 3.4.11.21) :
Importin-8 (Imp8) (Ran- 3.8068286 0%
DESP_HUMAN IPO8_HUMAN 1PO8 015397 binding protein 8) (RaNBPS) 120 kDa 0.12 3 3 0 10 ©0.10)
ATP-binding cassette sub- N
mﬂfﬂHUMA QBCFLHUMA ABCF2 QoUGE3 | family F member 2 (Iron- 71kDa | 038 3 3 0 3'8°f§285 (g ﬁ))
inhibited ABC transporter 2) :
XRCC5_HUMA A4D212_HUMA DKFZP586J061 DKFZP586J0619 protein 3.8068286 0%
N N 9 AD212 | (1htegrator complex subunity) | 206KDa | 0.28 3 3 0 19 (0.10)
cDNA FLJ10153 fis, clone
HEMBA1003417, highly
ALTALHUMA | B3KM36_HUM B3KM36 | similar to BAG family 24kDa | 039 3 3 0 3.8068286 0%
N AN 19 (0.10)
molecular chaperone regulator
2
Equilibrative nucleoside
transporter 1 (Solute carrier
family 29 (Nucleoside
transporters), member 1, o
ﬁ’\(‘ﬁl)l—HUMA BIKQUIHUM | s1coom B3KQV7 | isoform CRA._b) (cDNA sokDa | 037 3 3 0 88008286 (é) g)
FLJ33172 fis, clone )
ADRGL2002029, highly
similar to Equilibrative
nucleoside transporter 1)
ATP-dependent RNA helicase
B2R6E5_HUMA DDX54_HUMA DDX54 (EC 3.6.4.13) (ATP- 3.8068286 0%
N (+2) N DDX54 Q8TDD1 dependent RNA helicase 99 kba 0.24 8 8 0 19 (0.10)

DP97) (DEAD box RNA
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helicase 97 kDa) (DEAD box
protein 54)

E7ESLO_HUMA 39S ribosomal protein L22, 3.8068286 0%
EF2_HUMAN N MRPL22 E7ESLO mitochondrial 24 kDa 0.3 19 (0.10)
cDNA FLJ56391, highly )
ﬁé}(}ig;)O_HUMA EADZKO—HUMA B4DZKO0 similar to Cysteine protease 57 kDa 0.34 3'80f§286 (gj/j])
ATG4B (EC 3.4.22.-) :
cDNA FLJ76932, highly
B7Z992_HUMA ABKB8C2_HUMA similar to Homo sapiens 3.8068286 0%
N N ABK8C2 tubulin-specific chaperone e 59 kDa 025 19 (0.10)
(TBCE), mRNA
Putative ur ized o
MOES_HUMAN 3658W7—HUMA 1D[;<FZ"565"2° Q658W7 | protein DKFZp666L2010 92kDa | 029 3'8°f§286 (é’ {‘6)
(Fragment) -
[Pyruvate dehydrogenase
(acetyl-transferring)] kinase
isozyme 1, mitochondrial
B7Z7N6_HUMA (cDNA FLJ51565, highly 3.8068286 0%
QCR2_HUMAN N PDK1 B7Z7N6 similar to Pyruvate 41 kDa 0.37 19 (0.10)
dehydrogenase (lipoamide)
kinase isozyme 1 (EC
2.7.11.2))
Probable ATP-dependent RNA
helicase DDX56 (EC 3.6.4.13)
GSTK1_HUMA DDX56_HUMA (ATP-dependent 61 kDa 3.8068286 0%
N N DDX56 Q8NY93 nucleolar RNA helicase) 62kDa 043 19 (0.10)
(DEAD box protein 21)
(DEAD box protein 56)
Mitochondrial ribonuclease P
BIADGT_HUMA MRRP3_HUMA KIAA0391 015091 protein 3 (Mitochondrial 67 kDa 0.34 3.8068286 0%
N (+1) N ) 19 (0.10)
RNase P protein 3)
Vacuolar protein sorting-
COPA_HUMAN HOYEEL_HUMA VPS51 HOYEE1 associated protein 51 homolog 22 kDa 0.27 3.8068286 0%
N 19 (0.10)
(Fragment)
Lys-63-specific det
BRCC36 (EC 3.4.19.-)
(BRCA1-A complex subunit
BRCC3_HUMA BRCC36) (BRCA1/BRCA2- 3.8068286 0%
ECHM_HUMAN N BRCC3 P46736 containing complex subunit 3) 36 kDa 054 19 (0.10)
(BRCA1/BRCA2-containing
complex subunit 36) (BRISC
complex subunit BRCC36)
ERO1A_HUMA Q7Z524_HUMA 3.8068286 0%
N N Q7Z524 HUMEEP 51 kDa 0.27 19 (0.10)
cDNA FLJ76886, highly
similar to Homo sapiens loss
ABKEN3_HUMA of heterozygosity, 11, 3.8068286 0%
HSPBL_HUMAN | ABKBNS | promosomal region 2, gene A | &7 KD | 054 19 (0.10)
(LOH11CR2A), transcript
variant 1, mRNA
B4E380_HUMA B7SBB1_HUMA Aryl hydrocarbon receptor 3.8068286 0%
N N AlP B7SBB1 protein 38 kDa 0.39 10 ©0.10)
Ubiquitin-like modifier-
activating enzyme 7 3.8068286 0%
0ST48_HUMAN UBA7_HUMAN UBA7 P41226 (Ubiquitin-activating enzyme 112 kDa 0.27 . 19 (0.10)
7) (D8) (Ubiquitin-activating -
enzyme E1 homolog)
F5H897_HUMA A2IDC6_HUMA 39S ribosomal protein L28, 3.8068286 0%
N (+2) N MRPL28 A2IDC6 | itachondrial (Fragment) 29kba | 038 19 (0.10)
B3KY51_HUMA cDNA FLJ46863 fis, clone 3.8068286 0%
ODO1_HUMAN N B3KY51 UTERU3011558 78 kDa 0.27 19 (0.10)
Ubiquitin carboxyl-terminal
PRDXL_HUMA | H7C189 HUMA | ;5p, H7C189 | hydrolase (EC 3.4.19.12) 70kDa | 045 3.8068286 0%
N N 19 (0.10)
(Fragment)
B4DWS6_HUM Integrator complex subunit 5 3.8068286 0%
AN (+1) INT5_HUMAN INTS5 Q6P9BY (int5) 108 kDa 0.39 10 ©.10)
Pterin-4-alpha-carbinolamine
dehydratase (PHS) (EC
4.2.1.96) (4-alpha-hydroxy-
tetrahydropterin dehydratase)
(Dimerization cofactor of
E7ENR4_HUMA hepatocyte nuclear factor 1- 3.8068286 0%
N PHS_HUMAN PCBD1 P61457 alpha) (DCoH) (Dimerization 12 kDa 0.3 10 ©.10)

cofactor of HNF1)
(Phenylalanine hydroxylase-
stimulating protein) (Pterin
carbinolamine dehydratase)
(PCD)
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CDNA FLI54655, highly

UBAL_HUMAN E7ZZF7—HUMA B7Z2F7 | similar to Heat shock 70 kDa 66kDa | 0.25 2 0 3 0 2 0 0 3'8°f§286 (g"l/‘:])
protein 12A -
Caspase-6 (CASP-6) (EC
3.4.22.59) (Apoptotic protease o
ﬁa(*ff)zs—HUMA CASP6_HUMAN | CASP6 P55212 Mch-2) [Cleaved into: BkDa | 027 3 0 3 0 3 0 0 3'8°f§286 (g {‘6)
Caspase-6 subunit p18; :
Caspase-6 subunit p11]
Glutamyl-tRNA(GIn)
amidotransferase subunit C, 3.8068286 0%
PROF1_HUMAN GATC_HUMAN GATC 043716 mitochondrial (Glu-AdT 15 kDa 0.73 3 0 3 2 0 0 1 . 19 (0.10)
subunit C) (EC 6.3.5.-) -
(Protein 15E1.2)
Protein HID1 (Down-regulated
ABKAP3_HUMA in multiple cancers 1) (HID1 3.8068286 0%
N (+5) HID1_HUMAN HID1 Q8IV36 domain-containing protein) 89 kDa 031 3 0 3 0 2 1 0 1o ©.10)
(Protein hid-1 homolog)
AMPN_HUMAN F8VWLO_HUM Alpha-globin transcription 3.8068286 0%
(+1) AN TFCP2 FBVWLO | ¢ b s (Fragment) 44 kDa 0.28 3 0 3 1 1 1 0 1o ©0.10)
HNRPL_HUMA A6ND99_HUMA Heparan sulfate 2-O- 3.8068286 0%
N (1) N HS25T1 ABNDY9 cUlfotransferase 1 37 kDa 0.25 3 0 3 0 2 0 1 1o ©.10)
Elongator complex protein 1
(ELP1) (IkappaB kinase 3.8068286 0%
ROA3_HUMAN ELP1_HUMAN IKBKAP 095163 complex-associated protein) 150 kDa 0.36 3 0 3 3 0 0 0 } °
P 19 (0.10)
(IKK complex-associated
protein) (p150)
cDNA, FLJ92320, highly
B2R533_HUMA similar to Homo sapiens 3.8068286 0%
SF3B3_HUMAN N B2R533 glutathione S-transferase theta 28 kDa 027 8 0 3 3 0 0 0 19 (0.10)
2 (GSTT2), MRNA
cDNA FLJ34156 fis, clone
FCBBF3013266, highly
COI9K3_HUMA B3KRF_HUMA B3KRF9 similar to Tsukushi (Leucine- 34 kDa 0.45 3 0 3 0 3 0 0 3.8068286 0%
N (+1) N ! n ! 19 (0.10)
richrepeat-containing protein
54)
G3V4W4_HUM Glucosamine 6-phosphate N- 3.8068286 0%
13L1P8_HUMAN AN GNPNAT1 G3Vv4aw4 acetyltransferase (Fragment) 18 kDa 0.46 3 0 3 0 3 0 0 19 (0.10)
Pachytene checkpoint protein
2 homolog (Human
papillomavirus type 16 E1
protein-binding protein)
(16E1-BP) (HPV16 E1 "
ESQGYLHUMA PCH2_HUMAN | TRIP13 Q15645 | protein-binding protein) sk | 028 3 0 3 3 0 0 0 3'8°f§285 (g ﬁ))
(Thyroid hormone receptor .
interactor 13) (Thyroid
receptor-interacting protein 13)
(TR-interacting protein 13)
(TRIP-13)
cDNA FLJ76656, highly 95%
AATM_HUMAN A8K329_HUMA similar to Homo sapiens 3.7545343
+1) N ABK329 scaffold attachment factor B 103 kDa 0.37 16 3 13 7 0 3 3 47 (0.0)056
(SAFB), mRNA
cDNA FLJ78187, highly 95% (<
STTSA HUMAN | ABK4S4HUMA ABK454 | similar to Homo sapiens 70kDa | 017 37 8 2 9 9 6 6 38625695 1 0.00010
calmegin, MRNA )
DNA topoisomerase 2-alpha 95% (<
E9PCY7_HUMA | TOP2A_HUMA (EC5.99.1.3) (DNA 3.6512360
N (+2) N TOP2A P11388 {opaisomerase I, alpha 174 kDa 0.26 88 20 68 26 18 14 10 6 0.0(;010
isozyme)
Eukaryotic translation
initiation factor 2A (cDNA
RAB14_HUMA B4DQ14_HUMA FLJ58035, highly similar to 3.6078881 95%
N N EIF2A B4DQ14 Homo sapiens eukaryotic 62 kDa 063 7 1 6 3 3 1 0 04 (0.045)
translation initiation factor
(eIF) 2A (eIF2A), MRNA)
28S ribosomal protein S5,
B2ZDQ1L_HUMA RT05_HUMAN MRPS5 P82675 mitochondrial (MRP-S5) 48 kDa 0.49 7 1 6 1 0 1 4 3.6078881 95%
N (+1) - (s5mt) 04 (0.045)
cDNA FLJ60022, highly
i‘:\‘Duol—HUM EADMJQ—HUMA B4DMJ9 similar to DnaJ homolog 24 kDa 0.4 7 1 6 2 1 1 2 3’6035881 ((?304/;)
subfamily B member 6 |
Translation initiation factor
elF-2B subunit alpha (elF-2B 3.6078881 95%
EPIPL_HUMAN EI2BA_HUMAN EIF2B1 Q14232 GDP-GTP exchange factor 34 kDa 0.081 7 1 6 3 3 0 0 04 (0.045)
subunit alpha)
Alanine--tRNA ligase,
ANXA4_HUMA mitochondrial (EC 6.1.1.7) 3.6078881 95%
N (+1) SYAM_HUMAN AARS2 Q5JTZ9 (Alanyl-RNA synthetase) 107 kDa 0.5 7 1 6 5 0 0 1 04 (0.045)

(AlaRS)
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9
SYIM_HUMAN | F210A HUMAN | FAM210A Q9ENDO | Protein FAM210A 3kpa | 029 7 1 6 1 2 2 1| So07sEEL (oggfs)
Peroxisomal membrane
protein PMP34 (cDNA o
nf’(?'l')ZE—HUMA EADUW—HUMA SLC25A17 BADUY7 | FLI57596, highly similar to 3kpa | 028 7 1 6 2 4 0 0 3'6055381 (oggfs)
Peroxisomal membrane ’
protein PMP34)
A8BK7F6_HUMA T 3.5314351 95%
N (+1) VIR_HUMAN KIAA1429 Q69YN4 Protein virilizer homolog 202 kDa 0.39 11 2 9 2 0 7 0 81 (0.021)
Propionyl-CoA carboxylase
alpha chain, mitochondrial
(PCCase subunit alpha) (EC 3.5314351 95%
AIFM1_HUMAN PCCA_HUMAN PCCA P05165 6.4.1.3) (Propanoyl- 80 kDa 0.33 11 2 9 3 0 1 5 81 (0.021)
CoA:carbon dioxide ligase
subunit alpha)
MMS19 nucleotide excision
B2RBR9_HUMA MMS19_HUMA repair protein homolog 3.5314351 95%
N (1) N MMS19 Q96T76 (AMMS19) (MET18 homolog) 113 kDa 0.27 10 2 9 2 5 1 0 ar ©0.021)
(MMS19-like protein)
B4DE36_HUMA : 3.5314351 95%
N (+1) FA98A_HUMAN FAM98A Q8NCAS5 Protein FAM98A 55 kDa 03 11 2 9 3 3 1 2 81 (0.021)
Alanine--tRNA ligase,
cytoplasmic (EC 6.1.1.7) 95% (<
:37(3?;2*'4 UMA SYAC_HUMAN AARS P49588 (Alanyl-tRNA synthetase) 107 kDa 0.39 49 11 37 15 18 6 0 3'491762835 0.00010
(AlaRS) (Renal carcinoma )
antigen NY-REN-42)
Transformation/transcription 95%
(P+L15)L*HUMAN 859FHLHUMA Q59FH1 domain-associated protein 406 kDa 0.47 15 3 12 2 0 9 1 3'49215080 (0.0098
variant (Fragment) )
5'-AMP-activated protein
kinase catalytic subunit alpha-
1 (AMPK subunit alpha-1)
(EC 2.7.11.1) (Acetyl-CoA
carboxylase kinase) (ACACA 95%
GNAI2_HUMAN QAPK:LHUMA PRKAA1L Q13131 kinase) (EC 2.7.11.27) 64 kDa 0.4 15 3 12 5 5 2 0 3'4921(?080 (0.0098
(Hydroxymethylglutaryl-CoA )
reductase kinase) (HMGCR
kinase) (EC 2.7.11.31) (Tau-
protein kinase PRKAA1L) (EC
2.7.11.26)
. 95%
B9A018_HUMA U4/U6.U5 tri-snRNP- 3.4910080
P4HA1_HUMAN N USP39 B9A018 associated protein 2 62 kDa 0.43 15 3 12 0 0 1 1 2 (0.0)098
Protein unc-45 homolog A
(Unc-45A) (GCUNC-45) 95%
3HIDH_HUMAN EMSA*HUMA UNC45A QoH3UL | (Smooth muscle cell- 103kDa | 033 19 4 15 2 8 4 0 3'46963204 (0.0047
associated protein 1) (SMAP- )
1)
cDNA, FLJ93308, highly
similar to Homo sapiens 95% (<
E“‘([:;?‘LHUMA EZREQ*HUMA B2R769 | leukocyte-derived arginine 110kDa | 035 64 15 4 14 1 18 16 3'463‘9441 0.00010
aminopeptidase (LRAP), )
mRNA
. 95%
B7Z5J7_HUMA E7EUY3_HUMA Propionyl-CoA carboxylase 3.3052031
N (+2) N PCCB E7EUY3 beta chain, mitochondrial 56 kDa 0.32 38 9 29 17 1 3 9 95 (O.g;JOZ
cDNA, FLJ92658, highly
similar to Homo sapiens poly 95% (<
ﬁﬁﬁ(s—HUMA B2RSWS_HUM B2RSW3 | (ADP-ribose) polymerase 113kDa | 047 104 % 8 3 3 15 8 82588737 | 0.00010
family, member 1 (PARP1), )
mRNA
- — 95% (<
PCKGM_HUMA M1v485_HUMA SLC34A2- Tyrosine-protein kinase 3.2422923
N N ROS1 M1v4ags receptor (EC 2.7.10.1) 141 kDa 0.32 54 13 40 8 1 14 18 32 0.0(;010
HNRL2_HUMA A7J992_HUMA Pleckstrin homology domain- 3.1868590 95%
N N PHIP ATI992 interacting protein variant 1 207kDa 0.33 1 2 8 4 ° 8 t 72 (0.037)
SPTB2_HUMAN BAEOBL_HUMA B4E0OB1 cDNA FLJ52100 101 kDa 0.21 10 2 8 6 1 1 0 3.1868590 95%
| N 72 (0.037)
Cleft lip and palate
transmembrane protein 1-like
:E\S‘S(EillJ)Bl_HUMA CLP1L_HUMAN CLPTMIL Q96KAS protein (CLPTM1-like protein) 62 kDa 0.44 10 2 8 2 0 4 2 3'187628590 (093?7)
(Cisplatin resistance-related
protein 9) (CRR9p)
RUN and FYVE domain-
containing protein 1 (FYVE- o
CTNALHUMA | RUFYLHUMA 1 Rupy1 QU6T5L | finger protein EIP1) (La- 80kDa | 034 10 2 8 3 2 3 0 8180859 ((?(5)3/';)

binding protein 1) (Rab4-
interacting protein) (Zinc
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finger FYVE domain-
containing protein 12)

. 95%
B4DHJ3_HUMA DNA-directed RNA 3.1277923
CO3_HUMAN N B4DHI3 polymerase (EC 2.7.7.6) 133 kDa 0.24 24 6 19 2 2 12 9% (0.(;031
Polynucleotide 5"-hydroxyl- 31102036 0%
HCD2_HUMAN NOL9_HUMAN NOL9 Q5SY16 kinase NOL9 (EC 2.7.1.-) 79 kDa 0.52 6 1 5 2 2 1 ) 23 (0.084)
(Nucleolar protein 9) .
9
TLNL_HUMAN gSJBMA—HUMA Q5I8M4 | Migration-inducing gene 14 9kDa | 017 6 1 5 0 1 3 3'11%036 (ooo/g "
B7ZB41_HUMA E9PHY5_HUMA i " 3.1102036 0%
N (+1) N EPB41L2 E9PHY5 Band 4.1-like protein 2 104 kDa 0.3 6 1 5 0 5 0 23 (0.084)
Nuclear factor NF-kappa-B
p100 subunit (DNA-binding
factor KBF2) (H2TF1)
(Lymphocyte translocation
chromosome 10 protein) o
ERPA4_HUMAN | NPRBZHUMA ey, QU053 | (Nuclear factor of kappa light 97kDa | 034 6 1 5 0 5 0 3110203 (000/54)
polypeptide gene enhancer in
B-cells 2) (Oncogene Lyt-10)
(Lyt10) [Cleaved into: Nuclear
factor NF-kappa-B p52
subunit]
Glutamyl-tRNA(GIn)
amidotransferase subunit A,
E9PH29_HUMA mitochondrial (Glu-AdT 3.1102036 0%
N (1) GATA_HUMAN QRSLL Q9HORG subunit A) (EC 6.35.-) 57 kDa 0.34 6 1 5 4 0 0 2 (0.088)
(Glutaminyl-tRNA synthase-
like protein 1)
Evolutionarily conserved
signaling intermediate in Toll 3.1102036 0%
QCR1_HUMAN ECSIT_HUMAN ECSIT Q9BQ9S pathway, mitochondrial 49 kDa 0.26 5 1 5 3 0 0 23 (0.084)
(Protein SITPEC)
AO0PJ92_HUMA E9PIN3_HUMA Nuclear RNA export factor 1 3.1102036 0%
N (+2) N NXF1 E9PIN3 (Fragment) 68 kDa 0.31 6 1 5 2 0 3 2 (0.084)
Nucleolar GTP-binding 3.1102036 0%
ERP29_HUMAN NOG2_HUMAN GNL2 Q13823 protein 2 (Autoantigen NGP-1) 84 kDa 0.34 6 1 5 3 0 2 2 (0.084)
Enolase-phosphatase E1 (EC
3.1.3.77) (2,3-diketo-5- "
xATBZ—HUMA ENOPH—HUMA ENOPHL QOUHY7 | methylthio-1-phosphopentane 9kDa | 032 6 1 5 2 0 2 3'11%035 (ooo/g "
phosphatase) (MASA .
homolog)
Urokinase plasminogen
ECHL_HUMAN X‘,?‘QYRG*HUM PLAUR 2"°QYR activator surface receptor 25KkDa | 046 6 1 5 0 0 2 3'11§§°35 (Oog/g "
(Fragment) :
cDNA, FLJ92583, highly o
xDACZfHUMA EZRSRSJ"UMA B2RSR5 | similar to Homo sapiens 9kDa | 034 6 1 5 4 1 0 3'11§§°35 (ooo/g "
glycogenin (GYG), mRNA :
cDNA FLJ39996 fis, clone
A8BK766_HUMA B3KUJ0O_HUMA STOMAZ2002166, highly 3.1102036 0%
N (1) N B3KUIO | imilar to Splicing factor 38 44kba | 047 6 1 5 L 0 3 23 (0.084)
subunit 4
K7ELWO_HUM 30006285 | 0%
LRC59_HUMAN AN - PARK?7 K7ELWO Protein DJ-1 18 kDa 0.33 21 5 16 5 5 3 . 68 (0.0065
)
Basal cell adhesion molecule
(Auberger B antigen) (B-CAM
cell surface glycoprotein) 95%
ﬁs(igylfHUMA BCAM_HUMAN | BCAM P50895 (F8/G253 antigen) (Lutheran 67kDa | 043 2 1 32 14 0 16 3'0333035 (0.0002
antigen) (Lutheran blood 5)
group glycoprotein) (CD
antigen CD239)
B2RSR5_HUMA | QBIAX9_HUMA 30228328 | PN
N (+1) - N - SRPR QB6IAX9 SRPR protein 70 kDa 0.17 65 17 48 18 12 15 ) 4 0.00010
)
RUVB2_HUMA | F8VPD4_HUMA ! 3011386 | 0%
N - N - CAD F8VPD4 CAD protein 236 kDa 0.39 39 10 29 17 7 4 ) 61 (0.0004
9
Agrin [Cleaved into: Agrin N-
terminal 110 kDa subunit;
Agrin C-terminal 110 kDa ,
RHXIS_HUMA | AGRIN.HUMA 1 aGRN 000468 | subunit; Agrin C-terminal 90 217kDa | 031 13 3 10 8 0 2 2’96335781 ((?(532/2;)
kDa fragment (C90); Agrin C-
terminal 22 kDa fragment
(C22)]
NDUS3_HUMA F5GZS0_HUMA Probable ATP-dependent RNA 2.9639781 95%
N N DHX36 F5GZS0 helicase DHX36 113 kDa 0.42 13 3 10 5 2 2 33 (0.029)
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CDNA FLI51385, highly

o
NESRAHUMA | B4DY16_HUMA BADY16 | similar to Ran GTPase- sskDa | 031 13 3 10 2 29639781 o 32/'13)
activating protein 1 .
B4DJK9_HUMA . 2.9639781 95%
ARP2_HUMAN N B4DJK9 Perilipin 45 kDa 0.35 13 3 10 3 23 (0.029)
95%
B2RE88_HUMA | QBNVWT_HUM |\ pnan QBNVW |1 bortin subunit alpha sgkDa | 0.29 49 13 36 18 29277196 | 5 0001
N (+2) AN 7 74 6)
Protein SON (Bax antagonist
selected in saccharomyces 1)
(BASS1) (Negative regulatory 2.9114198 95%
STAT1_HUMAN SON_HUMAN SON P18583 element-binding protein) 264 kDa 0.35 20 5 15 6 05 (0.011)
(NRE-binding protein)
(Protein DBP-5) (SON3)
ABK4AW2_HUM E7D7X9_HUMA Pyrroline-5-carboxylate 2.9114198 95%
AN (+1) N E7D7X9 | reductase (EC 15.1.2) 33kDa | 044 20 5 15 4 05 (0.011)
B2R8NO_HUMA G8JLD3_HUMA ELKS/Rab6-interacting/ CAST 2.9110623 0%
N (1) N ERC1 G8ILD3 family member 1 125 kDa 0.29 2 0 2 0 62 ©0.22)
ABK4Z4_HUMA B3KXX5_HUM Structural maintenance of 2.9110623 0%
N (D) AN BIKXXS | S protein 144 kDa 0.31 2 0 2 0 62 ©0.22)
Centromere protein F (CENP-
E%GMHL‘—HUM EENPF—HUMA CENPF P49454 F) (AH antigen) (Kinetochore 368 kDa 0.12 2 0 2 2 2'91613623 ((?Z;)
protein CENPF) (Mitosin) )
QBPJ75_HUMA | COBA3 HUMA | (1) gpg P12111 Collagen alpha-3(V1) chain 344kDa | 027 2 ) 2 2 29110623 0%
N N 62 (0.22)
Coiled-coil and C2 domain-
containing protein 1A (Akt
kinase-interacting protein 1)
(Five prime repressor element
RS3_HUMAN C2D1A_HUMA CC2D1A Q6P1NO under dual repression-binding 104 kDa 0.52 2 0 2 0 29110623 0%
N : 62 (0.22)
protein 1) (FRE under dual
repression-hinding protein 1)
(Freud-1) (Putative NF-kappa-
B-activating protein 023N)
Rho guanine nucleotide
exchange factor 2 (Guanine
nucleotide exchange factor
ETFA_HUMAN ARHG2_HUMA ARHGEF2 Q92974 H1) (GEF-H1) (Microtubule- 112 kDa 0.33 2 0 2 0 29110623 0%
N 62 (0.22)
regulated Rho-GEF)
(Proliferating cell nucleolar
antigen p40)
CDNA, FLJ96114, highly
similar to Homo sapiens o
0DO2_HUMAN EZRCJ(’*HUMA B2RCJ6 | bromodomain and WD repeat 137kDa | 021 2 0 2 0 2'916120523 ((%'é)
domain containing 2 :
(BRWD2), MRNA
CDNA, FLJ92942, highly o
%R(’i%afHUM EZRGGSfHUMA B2R6G5 | similar to Homo sapiens T- 74k | 033 2 0 2 0 2'916120523 (g ;‘é)
box, brain, 1 (TBR1), mMRNA )
Activity-dependent
neuroprotector homeobox 2.9110623 0%
NU205_HUMAN ADNP_HUMAN ADNP Q9H2PO protein (Activity-dependent 124 kDa 0.15 2 0 2 1 62 ©.22)
neuroprotective protein)
Serine/threonine-protein
kinase Nek9 (EC 2.7.11.1)
(Nerccl kinase) (Never in o
mTCHZfHUMA NEK9_HUMAN | NEK9 Q8TD19 | mitosis A-related kinase 9) 107kDa | 035 2 0 2 0 2'916120523 ((%'é)
(NimA-related protein kinase :
9) (NimA-related kinase 8)
(Nek8)
ATE2E5_HUMA Phosphodiesterase 3B, cGMP- 2.9110623 0%
PYC_HUMAN N PDE3B ATE2ES inhibited 124 kDa 0.25 2 0 2 1 62 (0.22)
cDNA FLJ76836, highly
similar to Homo sapiens
TPIS_HUMAN QSKSGO—HUMA ABK5G0 splicing factor, arginine/serine- 120 kDa 0.56 2 0 2 0 2.916};)623 (g?z)
rich 14 (SFRS14), transcript §
variant 2, nMRNA
B7ZLE5_HUMA Q59ET0_HUMA Glucan , branching enzyme 1 2.9110623 0%
N N QS9ETO variant (Fragment) 86 kDa 02 2 0 2 0 62 (0.22)
Receptor-type tyrosine-protein
ALDOA_HUMA PTPRK_HUMA phosphatase kappa (Protein- 2.9110623 0%
N (+1) N PTPRK Q15262 tyrosine phosphatase kappa) 162 kDa 038 2 0 2 0 62 (0.22)
(R-PTP-kappa) (EC 3.1.3.48)
FACE1_HUMA Fructosamine-3-kinase (EC 2.9110623 0%
N FN3K_HUMAN FN3K Q9H479 2.7.1.) 35 kDa 0.24 2 0 2 0 62 (0.22)
cDNA FLJ53892, highly
H12_HUMAN EADZXLHUMA B4DZX1 similar to Pantothenate kinase 81 kDa 0.36 1 0 2 0 2.916};)623 (g?z)

4 (EC2.7.1.33)
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DNA polymerase delta

Q59GW8_HUM DPOD1_HUMA catalytic subunit (EC 2.7.7.7) 2.9110623 0%
AN N POLD1 P28340 (DNA polymerase subunit 124 kDa 03 62 (0.22)
delta p125)
Kinesin-like protein KIF1A
(Axonal transporter of synaptic
ABK2H4_HUMA vesicles) (Microtubule-based 2.9110623 0%
N (+2) KIF1IA_HUMAN KIF1A Q12756 motor KIF1A) (Unc-104- and 191 kDa 0.3 2 ©022)
KIF1A-related protein) (hUnc-
104)
Trimeric intracellular cation
D3DSQI_HUMA | TM38B_HUMA channel type B (TRIC-B) 2.9110623 0%
N N TMEM38B QINVVO | 7RiCB) (Transmembrane 3Bkba | 021 62 ©.22)
protein 38B)
cDNA FLJ39883 fis, clone o
mﬁfsﬁu"“ if\‘KUHOfHUM B3KUHO | SPLEN2016268, highly s1kDa | 0.23 2'9161§623 (é’g"z)
similar to Protein CHMP7 )
Vamé/Vps39-like protein o
NBSRLHUMA | \ps3g HUMAN | vPs3g QU6JC1 | (TRAPLlike protein) 102kDa | 037 29110623 0%
N 62 (0.22)
(hVamép)
Cell division cycle protein 27
ATPG_HUMAN B4DL80_HUMA homolog (cDNA FLJ57525, 2.9110623 0%
(+1) N cobcar BADL8O | pichiy similar to Cell division 85kDa | 034 62 (0.22)
cycle protein 27 homolog)
cDNA FLJ77346, highly
similar to Homo sapiens
SSSFOUUMA QBKMLHUMA ABK7AL DEAD (Asp-Glu-Ala-Asp) 54 kDa 0.26 2'91613623 ((%02)
box polypeptide 49 (DDX49), h
mRNA
Spermidine synthase (SPDSY)
HNRPD_HUMA | speE HUMAN | SRM P19623 (EC 2.5.1.16) (Putrescine 34kDa | 025 29110623 0%
N - 62 (0.22)
aminopropyltransferase)
B2R7W4_HUM ABKIV7_HUMA 2.9110623 0%
AN (+1) N ABKIV7 ¢DNA FLJ77207 102 kDa 0.26 o ©22)
Protein phosphatase
F8W930_HUMA J3QT22_HUMA 2.9110623 0%
N (+1) N PPME1 J3QT22 3miﬂ11y-l)esterase 1(PME-1) (EC 44 kDa 0.3 62 (0.22)
B2RA56_HUMA HEAT3_HUMA HEAT repeat-containing 2.9110623 0%
N (+1) N HEATR3 Q724Q2 protein 3 75 kDa 0.34 2 ©22)
Neudesin (Cell
immortalization-related protein
QIUMX 2) (Neuron-derived 2.9110623 0%
RL7_HUMAN NENF_HUMAN | NENF 5 neuratrophic factor) (Secreted 19kDa | 038 62 ©.22)
protein of unknown function)
(SPUF protein)
Hydroxymethylglutaryl-CoA
synthase, cytoplasmic (HMG- o
IPYR2_HUMAN HMCSLHUMA HMGCS1 Qu1581 | CoAsynthase) (EC 2.3.3.10) 57 kDa 04 2'916120523 (g ;‘é)
(3-hydroxy-3-methylglutaryl h
coenzyme A synthase)
CcDNA FLJ78382, highly
B3KTM6_HUM ABKOC9_HUMA similar to Homo sapiens C- 2.9110623 0%
AN (+1) N ABKOCY | terminal modulator protein, 12kba | 041 62 ©.22)
transcript variant 2, mRNA
ABCD3_HUMA B4ADMK2_HUM B4ADMK 2.9110623 0%
N AN 2 cDNA FLJ57398 36 kDa 0.26 62 0.22)
cDNA FLJ78373, highly
PML_HUMAN QBKOQLHUMA ABK097 | similar to Homo sapiens PCI skDa | 025 2'916120523 (g'?é)
domain containing 2, MRNA -
Mitochondrial genome N
J3KNGS_HUMA | MGMELHUMA | \1ehiEq QUBQP7 | maintenance exonuclease 1 9kDa | 028 29110623 0%
N (+1) N 62 (0.22)
(EC3.1.-.)
Cystine/glutamate transporter
(Amino acid transport system
CY24B_HUMA xc-) (Calcium channel blocker 2.9110623 0%
N XCT_HUMAN SLC7A11 QYUPYS5S resistance protein CCBRL) 55 kDa 0.27 62 (0.22)
(Solute carrier family 7
member 11) (xCT)
Lysophosphatidic acid
phosphatase type 6 (EC
ACTN1_HUMA 3.1.3.2) (Acid phosphatase 6, 2.9110623 0%
N PPA6_HUMAN ACP6 QINPHO Iysophosphatidic) (Acid 49 kDa 0.48 2 ©022)
phosphatase-like protein 1)
(PACPLL)
Dual specificity mitogen-
activated protein kinase kinase
C9JZR2_HUMA MP2K3_HUMA . . 2.9110623 0%
N (+1) N MAP2K3 P46734 3 (MAP kinase kinase 3) 39 kDa 0.2 62 0.22)

(MAPKK 3) (EC 2.7.12.2)
(MAPK/ERK kinase 3) (MEK
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3) (Stress-activated protein
kinase kinase 2) (SAPK kinase
2) (SAPKK-2) (SAPKK2)

LisH domain-containing
protein ARMC9

ﬁs(*fr'{)"g—HUMA QRMCQ—HUMA ARMC9 Q7z3e5 | (Melanoma/melanocyte- 92kDa | 026 2 2 2'91613623 (82‘2)
specific tumor antigen KU- )
MEL-1) (NS21)
AP2-associated protein kinase 29110623 0%
KAD4_HUMAN AAK1_HUMAN AAK1 Q2Mm218 1 (EC 2.7.11.1) (Adaptor- 104 kDa 0.38 2 2 ) 62 0.22)
i kinase 1) )
Protein FAM127A
‘,3*3(1?)'(5—”“""‘\ F127A HUMAN | FAM127A A6ZKI3 | (Mammalian retrotransposon 13kpa | 037 2 2 2'91613623 (82‘2)
derived protein 8C) -
CTP synthase 2 (EC 6.3.4.2)
B2RWP9_HUM | PYRGZHUMA 1 crpsy QUINRF8 | (CTP synthetase 2) (UTP— 66kDa | 0.23 2 2 29110623 0%
ynirt (0.22)
ammonia ligase 2)
GRPE2_HUMA GrpE protein homolog 2, 2.9110623 0%
GT251_HUMAN N GRPEL2 Q8TAAS mitochondrial (Mt-GrpE#2) 25 kDa 0.28 2 2 62 0.22)
RTN4_HUMAN EADRCB—HUMA B4DRC8 cDNA FLJ50047 38 kDa 0.065 2 2 2'91613623 (gz‘é)
Oxysterol-binding protein-
COFL_HUMAN | OSBLZHUMA 1 ogppi 5 QOHIP3 | related protein 2 (ORP-2) s5kDa | 052 2 2 29110623 (é)";“z)
(OSBP-related protein 2) )
VPS35_HUMAN QZDBWB*HUM GGT7 A5D8W8 Gamma-glutamyltransferase 7 70 kDa 0.33 2 2 2'91613623 (é)u;"z)
K6PP_HUMAN PR38A_HUMAN | PRPF38A QenAvy | Pre-mRNA-splicing factor 37 kDa 0.22 2 2 29110623 0%
38A 62 (0.22)
cDNA FLJ38538 fis, clone
RN213_HUMAN z3KTN5*HUMA B3KTN5 HCHON2001407, highly 51 kDa 0.088 2 2 2'91613623 0%
icF ; ! (0.22)
similar to LanC-like protein 2
Short/branched chain specific
acyl-CoA dehydrogenase,
mitochondrial (SBCAD) (EC
1.3.8.5) (2-methyl branched
QO6AH7_HUMA ACDSB_HUMA chain acyl-CoA 2.8422928 0%
N (+2) N ACADSB P45954 | Gehydrogenase) (2-MEBCAD) | 47KPa | 038 9 7 78 (0.064)
(2-methylbutyryl-coenzyme A
dehydrogenase) (2-
methylbutyryl-CoA
dehydrogenase)
B2R5W3_HUM Q53GS0_HUMA Nucleolar GTP-bindin: 2.8260178 95%
AN N Q53GS0 | rotein 1 (Fragment) o 74kba | 031 16 12 07 (0.023)
Trifunctional purine
biosynthetic protein
adenosine-3 [Includes:
Phosphoribosylamine--glycine
ligase (EC 6.3.4.13)
(Glycinamide ribonucleotide
synthetase) (GARS)
(Phosphoribosylglycinamide
synthetase); 28147492 95%
XPO1_HUMAN PUR2_HUMAN GART P22102 Phosphoribosylformylglycina 108 kDa 0.24 30 22 . o (0.0032
midine cyclo-ligase (EC )
6.3.3.1) (AIR synthase)
(AIRS) (Phosphoribosyl-
aminoimidazole synthetase);
Phosphoribosylglycinamide
formyltransferase (EC 2.1.2.2)
(5'-phosphoribosylglycinamide
transformylase) (GAR
transformylase) (GART)]
E“‘(?Y)El—HUMA SG'BUO—HUMA EIFS Q6IBUO EIF5 protein 49 kDa 0.18 19 14 2'73592161 (33‘1/"7)
1A69_HUMAN BADHL7_HUMA B4DHL7 cDNA FLJ59515 85 kDa 0.37 19 14 27322161 95%
- N 99 (0.017)
Inter-alpha (Globulin)
inhibitor H2 (Inter-alpha
(Globulin) inhibitor H2,
A2RTY6_HUMA isoform CRA_b) (cDNA 2.7004745 95%
SSRP1_HUMAN N ITIH2 A2RTY6 FLJ75038, highly similar to 106 kDa 0.25 12 9 6 (0.049)
Homo sapiens inter-alpha
(globulin) inhibitor H2
(ITIH2), MRNA)
Kinesin-like protein KIF23
ADT3 HUMAN | BAEIKO_HUMA | 0hs papiko | (CDNAFLISBALE highly 78 kDa 06 12 9 2.7004745 95%
N similar to Kinesin-like protein 6 (0.049)

KIF23)
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NOP58_HUMAN

B4DLE7_HUMA
N

B4DLE7

cDNA FLJ50983, highly
similar to Homo sapiens
lysocardiolipin acyltransferase
(LYCAT), transcript variant 1,
mMRNA

39 kDa

0.33

2.7004745
6

95%
(0.049)

Q53GF9_HUMA
N

QU6AH7_HUMA
N

TF

QUBAHT

Transferrin

77 kDa

0.28

117

34

83

11

12

27

13

30

14

2.6779688
6

95% (<
0.00010
)

HSP74_HUMAN
(+1)

B3KQ33_HUMA
N

B3KQ33

cDNA FLJ32715 fis, clone
TESTI2000784, highly similar
to Importin-4

119 kDa

0.27

22

16

2.6643007
39

95%
(0.013)

NDUS1_HUMA
N

J3KN16_HUMA
N

KIAA0368

J3KN16

Proteasome-associated protein
ECM29 homolog

224 kDa

0.3

11

2.6126958
55

95%
(0.037)

TOP2B_HUMA
N

E9PF74_HUMA
N

SLC25A19

E9PF74

Mitochondrial thiamine
pyrophosphate carrier

29 kDa

0.16

11

2.6126958
55

95%
(0.037)

FRIL_HUMAN

FADS2_HUMA
N

FADS2

095864

Fatty acid desaturase 2 (EC
1.14.19.-) (Delta(6) fatty acid
desaturase) (D6D) (Delta(6)
desaturase) (Delta-6
desaturase)

52 kDa

0.51

11

2.6126958
55

95%
(0.037)

CP27A_HUMAN

COASY_HUMA
N

COASY

Q13057

Bifunctional coenzyme A
synthase (CoA synthase)
(NBP) (POV-2) [Includes:
Phosphopantetheine
adenylyltransferase (EC
2.7.7.3) (Dephospho-CoA
pyrophosphorylase)
(Pantetheine-phosphate
adenylyltransferase) (PPAT);
Dephospho-CoA kinase
(DPCK) (EC 2.7.1.24)
(Dephosphocoenzyme A
kinase) (DPCOAK)]

62 kDa

11

2.6126958
55

95%
(0.037)

RL7A_HUMAN

GBF1_HUMAN

GBF1

Q92538

Golgi-specific brefeldin A-
resistance guanine nucleotide
exchange factor 1 (BFA-
resistant GEF 1)

206 kDa

0.26

2.6125334
61

0%
(0.15)

4F2_HUMAN
(+2)

TEX2_HUMAN

TEX2

Q8IWBY

Testis-expressed sequence 2
protein (Transmembrane
protein 96)

125 kDa

0.31

2.6125334
61

0%
(0.15)

ERAP1_HUMA
N

PARN_HUMAN

PARN

095453

Poly(A)-specific ribonuclease
PARN (EC 3.1.13.4)
(Deadenylating nuclease)
(Deadenylation nuclease)
(Polyadenylate-specific
ribonuclease)

73 kDa

0.26

2.6125334
61

0%
(0.15)

PP1A_HUMAN

NPA1P_HUMA
N

URB1

060287

Nucleolar pre-ribosomal-
associated protein 1 (Nucleolar
protein 254 kDa) (URB1
ribosome biogenesis 1
homolog)

254 kDa

0.28

2.6125334
61

0%
(0.15)

B2R4M6_HUMA
N (+1)

D3DNQI_HUM
AN

TLOC1

D3DNQ1L

Translocation protein 1,
isoform CRA_b

41 kDa

0.68

2.6125334
61

0%
(0.15)

A5YM50_HUM
AN (+3)

GDE_HUMAN

AGL

P35573

Glycogen debranching enzyme
(Glycogen debrancher)
[Includes: 4-alpha-
glucanotransferase (EC
2.4.1.25) (Oligo-1,4-1,4-
glucantransferase); Amylo-
alpha-1,6-glucosidase (Amylo-
1,6-glucosidase) (EC 3.2.1.33)
(Dextrin 6-alpha-D-
glucosidase)]

175 kDa

0.44

2.6125334
61

0%
(0.15)

PRDX5_HUMA
N

B4DG11_HUMA
N

B4DG11

cDNA FLJ55382, highly
similar to Hsp70-binding
protein 1

44 kDa

0.45

2.6125334
61

0%
(0.15)

1433Z_HUMAN
(+1)

RRF2M_HUMA
N

GFM2

Q96989

Ribosome-releasing factor 2,
mitochondrial (RRF2mt)
(Elongation factor G 2,
mitochondrial) (EF-G2mt)
(mEF-G 2) (Elongation factor
G2) (NEFG2)

87 kDa

0.48

2.6125334
61

0%
(0.15)

NAMPT_HUMA
N

SYRM_HUMAN

RARS2

Q5T160

Probable arginine--tRNA
ligase, mitochondrial (EC
6.1.1.19) (Arginyl-tRNA
synthetase) (ArgRS)

66 kDa

0.29

2.6125334
61

0%
(0.15)

B7Z1R5_HUMA
N (+1)

Q5LIAI_HUMA
N

UCHL5

Q5LIA9

Ubiquitin carboxyl-terminal
hydrolase isozyme L5
(Fragment)

42 kDa

0.34

2.6125334
61

0%
(0.15)
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EINZAL_HUMA
N

PPIG_HUMAN

PPIG

Q13427

Peptidyl-prolyl cis-trans
isomerase G (PPlase G)
(Peptidyl-prolyl isomerase G)
(EC 5.2.1.8) (CASP10) (Clk-
associating RS-cyclophilin)
(CARS-Cyp) (CARS-
cyclophilin) (SR-cyclophilin)
(SR-cyp) (SReyp)
(Cyclophilin G) (Rotamase G)

89 kDa

0.21

2.6125334
61

0%
(0.15)

ANXA3_HUMA
N

B2RDR4_HUMA
N

B2RDR4

cDNA, FLJ96732, highly
similar to Homo sapiens testis
derived transcript (3 LIM
domains) (TES), transcript
variant 1, mRNA

48 kDa

0.51

2.6125334
61

0%
(0.15)

PRDX6_HUMA
N

B9A062_HUMA
N

MTHFD2

B9A062

Bifunctional
methylenetetrahydrofolate
dehydrogenase/cyclohydrolase
, mitochondrial

24 kDa

0.56

2.6125334
61

0%
(0.15)

ACADM_HUMA
N (+2)

B3KS61_HUMA
N

B3KS61

cDNA FLJ35571 fis, clone
SPLEN2005806, highly
similar to Protein-S-
isoprenylcysteineO-
methyltransferase (EC
2.1.1.100)

22 kDa

2.6125334
61

0%
(0.15)

DDB1_HUMAN

SFXN2_HUMA
N

SFXN2

Q96NB2

Sideroflexin-2

36 kDa

0.2

2.6125334
61

0%
(0.15)

DRA_HUMAN

B7Z4A7_HUMA
N

EVI2B

B7Z4A7

Protein EVI2B (cDNA
FLJ55224, highly similar to
EVI2B protein)

51 kDa

0.26

2.6125334
61

0%
(0.15)

Q8TA92_HUMA
N

FA10_HUMAN

F10

P00742

Coagulation factor X (EC
3.4.21.6) (Stuart factor)
(Stuart-Prower factor)
[Cleaved into: Factor X light
chain; Factor X heavy chain;
Activated factor Xa heavy
chain]

55 kDa

0.15

2.6125334
61

0%
(0.15)

ABK8DY_HUMA
N (+3)

TIGAR_HUMA
N

TIGAR

QINQs8

Fructose-2,6-bisphosphatase
TIGAR (EC 3.1.3.46) (TP53-
induced glycolysis and
apoptosis regulator)

30 kDa

0.35

2.6125334
61

0%
(0.15)

RL10A_HUMAN

DDX46_HUMA
N

DDX46

Q7L014

Probable ATP-dependent RNA
helicase DDX46 (EC 3.6.4.13)
(DEAD box protein 46) (PRP5
homolog)

117 kDa

0.41

38

1

27

14

2.5825893
37

95%
(0.0024
)

J3KN36_HUMA
N (+3)

EF1A1_HUMAN

EEF1A1

P68104

Elongation factor 1-alpha 1
(EF-1-alpha-1) (Elongation
factor Tu) (EF-Tu) (Eukaryotic
elongation factor 1 A-1)
(eEF1A-1) (Leukocyte
receptor cluster member 7)

50 kDa

0.19

317

96

222

28

32

137

40

22

2.5752572
41

95% (<
0.00010
)

B4DZCO_HUMA
N (+2)

TFB2M_HUMA
N

TFB2M

Q9H5Q4

Dimethyladenosine transferase
2, mitochondrial (EC 2.1.1.-)
(Hepatitis C virus NS5A-
transactivated protein 5) (HCV
NS5A-transactivated protein
5) (Mitochondrial 12S rRNA
dimethylase 2) (Mitochondrial
transcription factor B2) (h-
mTFB) (h-mtTFB2)
(hTFB2M) (MtTFB2) (S-
adenosylmethionine-6-N', N'-
adenosyl(rRNA)
dimethyltransferase 2)

45 kDa

0.25

13

2.5530177
5

95%
(0.028)

SF3B1_HUMAN

QOVGA5_HUM
AN

SARS

QOVGAS

SARS protein

58 kDa

0.15

31

22

2.5401069
12

95%
(0.0062

ACOX1_HUMA
N

A2MG_HUMAN

A2M

P01023

Alpha-2-macroglobulin
(Alpha-2-M) (C3 and PZP-like
alpha-2-macroglobulin
domain-containing protein 5)

163 kDa

0.31

31

22

12

2.5401069
12

95%
(0.0062

RS9_HUMAN

B4DIA6_HUMA
N

B4DIAG

cDNA FLJ57064, highly
similar to Alpha crystallin B
chain (Alpha(B)-crystallin)

18 kDa

0.36

34

10

24

2.5134409
27

95%
(0.0048

TOM40_HUMA
N

ATPF1_HUMAN

ATPAF1

Qs5TC12

ATP synthase mitochondrial
F1 complex assembly factor 1
(ATP11 homolog)

36 kDa

0.27

21

15

10

2.5098124
12

95%
(0.021)

TCPB_HUMAN

GNL3_HUMAN

GNL3

Q9BVP2

Guanine nucleotide-binding
protein-like 3 (E2-induced
gene 3 protein) (Novel

62 kDa

0.34

2.4977365
96

0%
(011)
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nucleolar protein 47) (NNP47)
(Nucleolar GTP-binding
protein 3) (N in)

Thioredoxin domain-
containing protein 17 (14 kDa

9
m';ff’—HUMA LXD”—HUMA TXNDCL7 QUBRA2 | thioredoxin-related protein) 14kDa | 046 8 2 6 0 6 0 2'49;g365 (é’ fl)
(TRP14) (Protein 42-9-9) -
(Thioredoxin-like protein 5)
B2R5U1_HUMA D6RGZ2_HUMA : 2.4977365 0%
N (+2) N THOC3 D6RGZ2 THO complex subunit 3 11 kDa 0.3 8 2 6 3 0 2 % (0.41)
Ubiquitin-like-conjugating
enzyme ATG3 (EC 6.3.2.-) o
ﬁ“DHm—HUMA ATG3 HUMAN | ATG3 QUNTE2 | (Autophagy-related protein 3) 3BkDa | 024 8 2 6 5 1 0 2'49;g365 (é’ fl)
(APG3-like) (hApg3) (Protein -
PC3-96)
Cob(I)yrinic acid a,c-diamide o
EF&%VI%HUMA .’1\13KN557HUMA MMAB J3KN55 adenosyltransferase, 18 kDa 0.3 8 2 6 2 0 2 2'499767365 ([?{"1)
mitochondrial )
)0
RS2_HUMAN EMD_HUMAN | EMD PS0402 | Emerin 29kda | 033 8 2 6 2 0 2 24977365 (é’ T
Mitochondrial import inner
ABMXP9_HUM membrane translocase subunit 2.4977365 0%
AN TIM22_HUMAN TIMM22 Q9Y584 Tim22 (Testis-expressed 20 kDa 0.2 8 2 6 1 3 1 9% (©0.11)
sequence 4)
SRPRB_HUMA B4DEX8_HUMA S-adenosylmethionine 2.4977365 0%
N N MAT2A BADEXS | ihase (EC 25.1.6) 40 kDa 0.49 8 2 6 2 0 4 % ©11)
Macrophage migration
inhibitory factor (MIF) (EC
5.3.2.1) (Glycosylation-
inhibiting factor) (GIF) (L- 2.4514499 95%
IFAA3_HUMAN MIF_HUMAN MIF P14174 dopachrome isomerase) (L- 12 kDa 0.37 27 8 19 4 7 5 61 (0.012)
dopachrome tautomerase) (EC
5.3.3.12) (Phenylpyruvate
tautomerase)
Pyruvate dehydrogenase 95%
::‘ETMLHUMA PDPR_HUMAN PDPR Q8NCN5 phosphatase regulatory 99 kDa 0.25 47 14 32 21 2 1 2'447197955 (0.0017
subunit, mitochondrial (PDPr) )
Adenine 95%
EZ(EE;‘G*HUMA APT_HUMAN APRT P07741 phosphoribosyltransferase 20 kDa 0.21 46 14 32 9 15 4 2'447197955 (0.0017
(APRT) (EC 2.4.2.7) )
PSMD2_HUMA Ribosome biogenesis 2.4369785 0%
N (1) RRS1_HUMAN RRS1 Q15050 regulatory protein homolag 41 kDa 0.2 11 3 8 4 0 2 . (0.080)
tRNA methyltransferase 112 2.4369785 0%
TPR_HUMAN TR112_HUMAN TRMT112 QoUI30 homolog (TRM112-like 14 kDa 0.13 11 3 8 5 2 1 ) 68 (0.080)
protein) :
B5BTY4_HUMA 2.4369785 0%
N (+2) COIL_HUMAN COIL P38432 Coilin (p80) 63 kDa 0.26 11 3 8 4 1 2 68 (0.080)
Probable ATP-dependent RNA 95%
ﬁc(f'z'ffHUMA RDX“LHUMA DDX47 QOHOS4 | helicase DDX47 (EC 3.64.13) | 51kpa | 0.23 30 9 2 4 7 6 2'4335200 (0.0095
(DEAD box protein 47) )
cDNA FLJ13371 fis, clone 95%
B2R5SM8_HUMA B3KN29_HUMA PLACE1000656, highly 2.4308200
N (+1) N B3KN29 | Giilar to PRAL family protein | 19KPa | 037 30 9 2a L 12 5 25 (0‘0)095
2
Ubiquitin carboxyl-terminal
hydrolase 5 (EC 3.4.19.12) 95%
EFGM_HUMAN | UBP5_HUMAN | UsPs P45974 égi:’e’:glu[;:;‘:‘%’)‘g(jgmﬁ n5) 9%6kDa | 026 34 10 2 6 15 3 2'4173?539 (0.0073
thicesterase 5) (Ubiquitin- )
specific-processing protease 5)
95%
NDUA9_HUMA THOC2_HUMA THO complex subunit 2 2.3996820
N (+1) N THOC2 Q8NI27 (Tho2) (NTREX120) 183 kDa 0.42 36 1 25 7 1 12 o1 (0.0)056
" 95%
P5CS_HUMAN QSWOHA_HUM | pry QswonHs | Translationally-controlled 2KDa | 029 35 1 25 8 8 6 23996820 | (50056
AN tumor protein 91 )
Eukaryotic translation
ACAD9_HUMA initiation factor 5B (elF-5B) 2.3993800 0%
N IF2P_HUMAN EIF5B 060841 (Translation initiation factor 139 kDa 0.25 14 4 10 3 2 4 4 (0.059)
IF-2)
BAP31_HUMAN D7PBN3_HUMA " . 2.3993800 0%
+1) N D7PBN3 ESRP1/RAF1 fusion protein 119 kDa 0.37 14 4 10 4 3 3 n (0.059)
SUCB2_HUMA Cyclin-G-associated kinase 2.3738244 95%
N GAK_HUMAN GAK 014976 (EC 2.711.1) 143 kDa 0.28 17 5 12 3 6 3 57 (0.044)
Ribosomal blo_geneSIS protein 2.3738244 95%
HM13_HUMAN LAS1L_HUMAN LASIL Q9Y4W2 LASIL (Protein LAS1 83 kDa 0.23 17 5 12 6 2 0 57 (0.044)
homolog)
B7Z6C2_HUMA CDNA FLJ50663, highly 2.3738244 95%
FKBP4_HUMAN N B7Z6C2 similar to 64 kDa 0.35 17 5 12 1 10 1 57 (0.044)
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Phosphoglucomutase-1 (EC
5.4.2.2)

RS8_HUMAN

ASPLK7_HUMA
N

RCC2

AS5PLK7

RCC2 protein (Fragment)

50 kDa

0.46

20

14

2.3553285
3

95%
(0.033)

ABKAWO_HUM
AN (+3)

QBURCA_HUM
AN

QBURC4

Diaphanous 1

141 kDa

0.35

22

16

2.3413251
1

95%
(0.025)

LDHB_HUMAN

ABK607_HUMA
N

ABK607

cDNA FLJ76855, highly
similar to Homo sapiens
exportin 7 (XPO7), mMRNA

124 kDa

0.42

23

16

2.3413251
1

95%
(0.025)

BADLV7_HUMA
N (+2)

Q53GX7_HUMA
N

Q53GX7

Threonyl-tRNA synthetase
variant (Fragment)

83 kDa

0.32

60

19

41

15

13

2.3367784
12

95%
(0.0007
1)

RAB21_HUMA
N

BAZ1B_HUMA
N

BAZ1B

Q9UIGO

Tyrosine-protein kinase
BAZ1B (EC 2.7.10.2)
(Bromodomain adjacent to
zinc finger domain protein 1B)
(Williams syndrome
transcription factor)
(Williams-Beuren syndrome
chromosomal region 10
protein) (Williams-Beuren
syndrome chromosomal region
9 protein) ("WWALp2)

171 kDa

0.4

27

18

14

2.3303571
73

95%
(0.019)

EF1G_HUMAN

PSME3_HUMA
N

PSME3

P61289

Proteasome activator complex
subunit 3 (118 regulator
complex subunit gamma)
(REG-gamma) (Activator of
multicatalytic protease subunit
3) (Ki nuclear autoantigen)
(Proteasome activator 28
subunit gamma) (PA28g)

PA )

30 kDa

26

18

2.3303571
73

95%
(0.019)

VDAC3_HUMA
N

B2R7G6_HUMA
N

B2R7G6

cDNA, FLJ93437, highly
similar to Homo sapiens
histidyl-tRNA synthetase-like
(HARSL), mRNA

57 kDa

0.45

26

18

2.3303571
73

95%
(0.019)

COPB_HUMAN

ACOX3_HUMA
N

ACOX3

015254

Peroxisomal acyl-coenzyme A
oxidase 3 (EC 1.3.3.6)
(Branched-chain acyl-CoA
oxidase) (BRCACOX)
(Pristanoyl-CoA oxidase)

78 kDa

0.27

25

18

2.3303571
73

95%
(0.019)

FBRL_HUMAN

ERGI1_HUMAN

ERGIC1

Q969X5

Endoplasmic reticulum-Golgi
intermediate compartment
protein 1 (ER-Golgi
intermediate compartment 32
kDa protein) (ERGIC-32)

33 kDa

0.3

29

20

2.3215362
83

95%
(0.014)

APMAP_HUMA
N

LBP_HUMAN

LBP

P18428

Lipopolysaccharide-binding
protein (LBP)

53 kDa

0.3

28

20

15

2.3215362
83

95%
(0.014)

S10AB_HUMAN

CLUS_HUMAN

CcLu

P10909

Clusterin (Aging-associated
gene 4 protein)
(Apolipoprotein J) (Apo-J)
(Complement cytolysis
inhibitor) (CLI) (Complement-
associated protein SP-40,40)
(Ku70-binding protein 1)
(NAL/NA2) (Testosterone-
repressed prostate message 2)
(TRPM-2) [Cleaved into:
Clusterin beta chain
(ApoJalpha) (Complement
cytolysis inhibitor a chain);
Clusterin alpha chain
(ApoJbeta) (Complement
cytolysis inhibitor b chain)]

52 kDa

0.41

28

20

2.3215362
83

95%
(0.014)

B2RB23_HUMA
N (+2)

Q4LE36_HUMA
N

ACLY

Q4LE36

ACLY variant protein
(Fragment)

125 kDa

0.27

96

31

64

12

10

24

1

2.2664359
84

95% (<
0.00010
)

Q53HQO_HUMA
N

EFGM_HUMAN

GFM1

QIERPY

Elongation factor G,
mitochondrial (EF-Gmt)
(Elongation factor G 1,
mitochondrial) (MEF-G 1)
(Elongation factor G1)
(hEFG1)

83 kDa

0.42

102

33

68

12

37

10

15

2.2649869
8

95% (<
0.00010
)

MX1_HUMAN

B4DH07_HUMA
N

B4DHO7

cDNA FLJ53321, highly
similar to Homo sapiens
pitrilysin metallopeptidase 1
(PITRM1), mRNA

116 kDa

0.31

111

37

75

11

19

23

2.2332449
59

95% (<
0.00010
)
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AP2A2_HUMAN

B5BTZ6_HUMA
N

STAT3

B5BTZ6

Signal transducer and activator
of transcription

88 kDa

0.22

60

20

4

12

21

2.2267837
52

95%
(0.0012
)

B2R6J2_HUMA
N (+2)

SYYC_HUMAN

YARS

P54577

Tyrosine--tRNA ligase,
cytoplasmic (EC 6.1.1.1)
(Tyrosyl-tRNA synthetase)
(TyrRS) [Cleaved into:
Tyrosine--tRNA ligase,
cytoplasmic, N-terminally
processed]

59 kDa

0.24

28

19

2.2122556
85

95%
(0.022)

ATLA3_HUMA
N (+1)

UMPS_HUMAN

UMPS

P11172

Uridine 5'-monophosphate
synthase (UMP synthase)
[Includes: Orotate
phosphoribosyltransferase
(OPRT) (OPRTase) (EC
2.4.2.10); Orotidine 5'-
phosphate decarboxylase
(ODC) (EC 4.1.1.23)
(OMPdecase)]

52 kDa

0.22

25

17

12

2.2092678
7

95%
(0.029)

F8WI1R7_HUMA
N (+2)

Q53FW8_HUMA
N

Q53FW8

TAP binding protein-like
variant (Fragment)

50 kDa

22

15

11

2.2055643
86

95%
(0.038)

B4DJX1_HUMA
N (+1)

Q53G19_HUMA
N

Q53619

Mitochondrial ribosomal
protein L11 isoform a variant
(Fragment)

21 kDa

0.22

22

15

2.2055643
86

95%
(0.038)

NUMA1_HUMA
N (+1)

DHTK1_HUMA
N

DHTKD1

QUBHY7

Probable 2-oxoglutarate
dehydrogenase E1 component
DHKTD1, mitochondrial (EC
1.2.4.2) (Dehydrogenase E1
and transketolase domain-
containing protein 1)

103 kDa

0.16

11

2.1946363
2

0%
(0.068)

Q32Q12_HUMA
N

B5MCF9_HUM
AN

PES1

B5MCF9

Pescadillo homolog

66 kDa

11

2.1946363
2

0%
(0.068)

NNTM_HUMAN
(+1)

RFA1_HUMAN

RPAL

P27694

Replication protein A 70 kDa
DNA-binding subunit (RP-A
p70) (Replication factor A
protein 1) (RF-A protein 1)
(Single-stranded DNA-binding
protein) [Cleaved into:
Replication protein A 70 kDa
DNA-binding subunit, N-
terminally processed]

68 kDa

0.18

1

2.1946363
2

0%
(0.068)

DHC24_HUMA
N

ANT3_HUMAN

SERPINC1

P01008

Antithrombin-111 (ATIII)
(Serpin C1)

53 kDa

0.23

2.1860703
65

0%
(0.093)

AT7BI36_HUMA
N

DAZP1_HUMA
N

DAZAP1

QIEEPS

DAZ-associated protein 1
(Deleted in azoospermia-
iated protein 1)

43 kDa

0.19

2.1860703
65

0%
(0.093)

SC22B_HUMAN

RTN1_HUMAN

RTN1

Q16799

Reticulon-1 (Neuroendocrine-
specific protein)

84 kDa

0.34

2.1860703
65

0%
(0.093)

Q53HUO_HUMA
N (+1)

B3KRC6_HUMA
N

B3KRC6

cDNA FLJ34004 fis, clone
FCBBF1000232, highly
similar to Cytochrome P450
51A1 (EC 1.14.13.70)

51 kDa

0.37

2.1860703
65

0%
(0.093)

BADLWB_HUM
AN (+4)

Q59E99_HUMA
N

Q59E99

Thrombospondin 1 variant
(Fragment)

135 kDa

0.31

2.1734901
57

0%
(0.13)

MCU_HUMAN

J3KMX1_HUMA
N

NUP88

J3KMX1

Nuclear pore complex protein
Nup88 (Fragment)

79 kDa

0.28

2.1734901
57

(0.13)

CAN1_HUMAN

B4DQJ1_HUMA
N

SNRNP40

B4DQI1

U5 small nuclear
ribonucleoprotein 40 kDa
protein (CDNA FLJ56825,
highly similar to WD repeat
protein 57)

45 kDa

0.24

2.1734901
57

0%
(0.13)

MCCB_HUMAN

MSLN_HUMAN

MSLN

Q13421

Mesothelin (CAK1 antigen)
(Pre-pro-megakaryocyte-
potentiating factor) [Cleaved
into: Megakaryocyte-
potentiating factor (MPF);
Mesothelin, cleaved form]

69 kDa

0.25

2.1734901
57

0%
(0.13)

QALE36_HUMA
N

PURA2_HUMA
N

ADSS

P30520

Adenylosuccinate synthetase
isozyme 2 (AMPSase 2)
(AdSS 2) (EC 6.3.4.4)
(Adenylosuccinate synthetase,
acidic isozyme)
(Adenylosuccinate synthetase,
liver isozyme) (L-type
adenylosuccinate synthetase)
(IMP--aspartate ligase 2)

50 kDa

0.25

2.1734901
57

0%
(0.13)

ABK916_HUMA
N (+2)

B4DTS6_HUMA
N

B4DTS6

CcDNA FLJ54117, highly
similar to CD97 antigen

84 kDa

0.19

2.1734901
57

0%
(0.13)
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GPX1_HUMAN ﬁgPGW—HUMA SERPINGL E9PGN7 | Plasma protease C1 inhibitor sokDa | 041 10 3 7 0 0 0 3 0 2 4 2'1753;‘901 «?"fs)
cDNA FLJ46699 fis, clone
TRACH3013700, highly
GBLP_HUMAN E3KY3°—HUMA B3KY30 | similar to Stress 70 protein 29kDa | 044 10 3 7 1 1 1 0 0 2 4 2'1753;‘901 «?"fs)
chaperonemicrosome- -
i 60 kDa protein
Polyprenol reductase (EC
1.3.1.94) (3-oxo0-5-alpha-
steroid 4-dehydrogenase 3)
PNPT1_HUMAN EORED—HUMA SRD5A3 QUHEPO | (EC13.1.22) (Steroid 5-alpha- | 37kDa | 0.26 10 3 7 3 0 0 0 4 1 2 2'1753;‘901 «?"fs)
reductase 2-like) (Steroid 5- -
alpha-reductase 3) (S5AR 3)
(SR type 3)
Remodeling and spacing factor
1 (Rsf-1) (HBV pX-associated
Q8IWP6_HUMA protein 8) (Hepatitis B virus 2.1531902 0%
Q RSFI_HUMAN | RSF1 QoTzs | e ey (oos 164kDa | 049 7 2 5 1 0 1 0 0 0 2 s o
subunit of RSF chromatin-
remodeling complex)
Replication factor C subunit 1
(Activator 1 140 kDa subunit)
(A1 140 kDa subunit)
(Activator 1 large subunit)
(Activator 1 subunit 1) (DNA- 21531902 0%
OAT_HUMAN RFCL_HUMAN | RFCL P35251 | binding protein PO-GA) 128kDa | 029 7 2 5 0 0 1 1 1 3 0 153 o
(Replication factor C 140 kDa -
subunit) (RF-C 140 kDa
subunit) (RFC140)
(Replication factor C large
subunit)
VPP3_HUMAN E41L5 HUMAN | EPB4ILS 4Q9HCM Band 4.1-like protein 5 g2kDa | 025 7 2 5 1 0 0 1 5 0 0 2'1523;902 (g?'é)
DHB11_HUMA | B7Z787_HUMA B72787 | cDNAFLI54765 48kDa | 044 7 2 5 0 0 0 2 1 1 1 21531902 0%
N N 29 (©0.18)
RNA-binding protein 28
,E\"lAZV"'—HUMA RBM28_HUMA | pgyiog QINWI3 | (RNA-binding motif protein gskDa | 0.9 7 2 5 0 0 0 2 1 4 0 21531902 0%
+1) N & 20 (0.18)
28S ribosomal protein S15,
TACDZ HUMA | gr15 HuMAN MRPS15 Pg2914 mitochondrial (MRP-515) 0kDa | 023 7 2 5 1 0 0 1 1 1 1 21531902 0%
N PO 20 (©.18)
ﬁf\]{(’l"zs)"'—HUM 2&W4ZG—HUM nCG_23833 DEWAZ6 | HCG23833, isoform CRA b 51 kDa 0.2 7 2 5 0 1 0 1 0 2 0 2'15233902 (g'z'é)
DNA, FLJ93375, highly
similar to Homo sapiens
HS105_HUMAN EZWCLHUMA B2R7C2 | ZWI0, kinetochore associated, | 89kDa | 0.25 7 2 5 0 0 2 0 0 2 1 2'15233902 (8"1/“8)
homolog (Drosophila) :
(ZW10), mRNA
Isoaspartyl peptidase/L-
asparaginase (EC 3.4.19.5)
(EC 3.5.1.1) (Asparaginase-
like protein 1) (Beta-aspartyl-
peptidase) (Isoaspartyl
Ef'(fi()ll—”UMA ASCLIHUMA 1 asreL1 Q71266 | dipeptidase) (L-asparagine 2kDa | 031 7 2 5 0 0 0 2 3 1 0 2'1523;902 (é)"fg)
amidohydrolase) [Cleaved '
into: Isoaspartyl peptidase/L-
asparaginase alpha chain;
Isoaspartyl peptidase/L-
asparaginase beta chain]
DNA-directed RNA
ZLODZ—HUMA ﬁgJLUl—HUMA POLR2H CcajLul polymerases I, 11, and 111 17 kDa 0.28 7 2 5 0 0 0 2 2 2 0 2'15;91902 (é)ug)
subunit RPABC3 (Fragment) |
Complement C3 (C3 and PZP-
like alpha-2-macroglobulin
domain-containing protein 1)
[Cleaved into: Complement C3
beta chain; Complement C3
alpha chain; C3a
anaphylatoxin; Acylation
stimulating protein (ASP) 95% (<
EZ(ZJ(Z;)JS*HUMA CO3_HUMAN c3 P0O1024 (C3adesArg); Complement 187kDa | 018 156 54 104 18 1 1 15 14 38 &7 2'13;;’398 0.00010

C3b alpha’ chain; Complement
C3c alpha’ chain fragment 1;
Complement C3dg fragment;
Complement C3g fragment;
Complement C3d fragment;
Complement C3f fragment;
Complement C3c alpha’ chain
fragment 2]

)
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PLAK_HUMAN

SYTM_HUMAN

TARS2

Q9BWI2

Threonine--tRNA ligase,
mitochondrial (EC 6.1.1.3)
(Threonyl-tRNA synthetase)
(ThrRS) (Threonyl-tRNA
synthetase-like 1)

81 kDa

0.34

33

11

22

1

2.1253409
6

95%
(0.018)

ABHDA_HUMA
N

EIF3SM_HUMAN

EIF3M

Q7L2H?

Eukaryotic translation
initiation factor 3 subunit M
(elF3m) (Fetal lung protein
B5) (hFL-B5) (PCI domain-
containing protein 1)

43 kDa

0.31

33

11

22

10

2.1253409
6

95%
(0.018)

ABHDB_HUMA
N

MTOR_HUMAN

MTOR

P42345

Serine/threonine-protein
kinase mTOR (EC 2.7.11.1)
(FK506-binding protein 12-
rapamycin complex-associated
protein 1) (FKBP12-
rapamycin complex-associated
protein) (Mammalian target of
rapamycin) (MTOR)
(Mechanistic target of
rapamycin) (Rapamycin and
FKBP12 target 1) (Rapamycin
target protein 1)

289 kDa

0.23

2.1148776
17

0%
027

ANXA7_HUMA
N (+6)

B3KMQ6_HUM
AN

B3KMQ
6

cDNA FLJ12172 fis, clone
MAMMA1000684, highly
similar to Opioid growth factor
receptor

73 kDa

2.1148776
17

0%
027

B4DV28_HUMA
N (+1)

ATS1_HUMAN

ADAMTS1

Q9UHI8

A disintegrin and
metalloproteinase with
thrombospondin motifs 1
(ADAM-TS 1) (ADAM-TS1)
(ADAMTS-1) (EC 3.4.24.-)
(METH-1)

105 kDa

0.27

2.1148776
17

0%
(027

CY1_HUMAN
(+1)

MTER1_HUMA
N

MTERFD1

QI6E29

mTERF domain-containing
protein 1, mitochondrial
(Mitochondrial transcription
termination factor 3)
(MTERF3)

48 kDa

0.28

2.1148776
17

0%
(027

GSTP1_HUMAN

COQ6_HUMAN

coQ6

Q9Y229

Ubiquinone biosynthesis
monooxygenase COQ6 (EC
1.14.13.-) (Coenzyme Q10
monooxygenase 6)

51 kDa

0.49

2.1148776
17

0%
(027

B3KPS3_HUMA
N (+2)

CSDE1_HUMA
N

CSDE1

075534

Cold shock domain-containing
protein E1 (N-ras upstream
gene protein) (Protein UNR)

89 kDa

0.47

2.1148776
17

0%
(027

HOY8C6_HUMA
N (+1)

ABKAJ7_HUMA
N

ABKAJ7

CcDNA FLJ77222, highly
similar to Homo sapiens UDP-
N-acetyl-alpha-D-
galactosamine:polypeptide N-
acetylgalactosaminyltransferas
e 1 (GalNAc-T1) (GALNTL),
mRNA

64 kDa

2.1148776
17

0%
027

PAI2_HUMAN

AATC_HUMAN

GOT1

P17174

Aspartate aminotransferase,
cytoplasmic (CAspAT) (EC
2.6.1.1) (EC 2.6.1.3) (Cysteine
aminotransferase, cytoplasmic)
(Cysteine transaminase,
cytoplasmic) (cCAT)
(Glutamate oxaloacetate
transaminase 1) (Transaminase
A

46 kDa

0.26

2.1148776
17

P0O210_HUMAN

Q6NURL_HUM
AN

NCAPG

QBNURL

Non-SMC condensin |
complex, subunit G

114 kDa

0.12

2.1148776
17

SGPL1_HUMAN

B4DM85_HUM
AN

B4DM85

cDNA FLJ56002, highly
similar to Kinesin-like protein
KIF2

84 kDa

0.22

2.1148776
17

ABK8UL_HUMA
N (+1)

RENT2_HUMA
N

UPF2

QIHAUS

Regulator of nonsense
transcripts 2 (Nonsense mRNA
reducing factor 2) (Up-
frameshift suppressor 2
homolog) (hUpf2)

148 kDa

0.18

2.1148776
17

F213A_HUMAN

RCL1_HUMAN

RCL1

Q9Y2p8

RNA 3'-terminal phosphate
cyclase-like protein

41 kDa

0.36

2.1148776
17

ABKAP9_HUMA
N (+1)

FAS0A_HUMAN

FAMS0A

Q14320

Protein FAM50A (Protein
HXC-26) (Protein XAP-5)

40 kDa

0.25

2.1148776
17

B7Z6B8_HUMA
N (+1)

0SBP1_HUMAN

0sBP

P22059

Oxysterol-binding protein 1

89 kDa

0.31

2.1148776
17

COX41_HUMA
N

PSB5_HUMAN

PSMB5

P28074

Proteasome subunit beta type-
5 (EC 3.4.25.1) (Macropain
epsilon chain) (Multicatalytic

28 kDa

0.49

2.1148776
17
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endopeptidase complex
epsilon chain) (Proteasome
chain 6) (Proteasome epsilon
chain) (Proteasome subunit
MB1) (Proteasome subunit X)

DSRAD_HUMA
N (+1)

A8MVT4_HUM
AN

MRPL23

ABMVT
4

39S ribosomal protein L23,
mitochondrial

19 kDa

0.12

2.1148776
17

0%
(0.27)

ILVBL_HUMAN

B7Z377_HUMA
N

B72377

cDNA FLJ57937, highly
similar to DNA-directed RNA
polymerase |1 33 kDa
polypeptide (EC 2.7.7.6)

17 kDa

0.19

2.1148776
17

0%
(027

MBB1A_HUMA
N

RMO01_HUMAN

MRPL1

Q9BYD6

39S ribosomal protein L1,
mitochondrial (L1mt) (MRP-

37 kDa

0.13

27

18

2.1029782
32

95%
(0.032)

PLOD3_HUMA
N

B2R739_HUMA
N

B2R739

CDNA, FLJ93269, highly
similar to Homo sapiens
mitochondrial ribosomal
protein L15 (MRPL15),
nuclear gene encoding
mitochondrial protein, nRNA

33 kDa

0.26

27

18

2.1029782
32

95%
(0.032)

RL10_HUMAN

J3KQ32_HUMA
N

OLA1

13KQ32

Obg-like ATPase 1

47 kDa

0.15

27

18

2.1029782
32

95%
(0.032)

SP16H_HUMAN

RBP2_HUMAN

RANBP2

P49792

E3 SUMO-protein ligase
RanBP2 (EC 6.3.2.-) (358 kDa
nucleoporin) (Nuclear pore
complex protein Nup358)
(Nucleoporin Nup358) (Ran-
binding protein 2) (RanBP2)
(p270)

358 kDa

0.19

50

17

33

15

2.1017192
96

95%
(0.0054

CPT2_HUMAN

BDH_HUMAN

BDH1

Q02338

D-beta-hydroxybutyrate
dehydrogenase, mitochondrial
(BDH) (EC 1.1.1.30) (3-
hydroxybutyrate
dehydrogenase)

38 kDa

0.19

49

17

33

13

12

2.1017192
96

95%
(0.0054

XPO2_HUMAN

PLPL6_HUMAN

PNPLAG6

Q8Iv17

Neuropathy target esterase (EC
3.1.1.5) (Patatin-like
phospholipase domain-
containing protein 6)

150 kDa

0.28

24

16

2.0881820
52

95%
(0.042)

P4K2A_HUMAN

NUP98_HUMAN

NUP98

P52948

Nuclear pore complex protein
Nup98-Nup96 [Cleaved into:
Nuclear pore complex protein
Nup98 (98 kDa nucleoporin)
(Nucleoporin Nup98)
(Nup98); Nuclear pore
complex protein Nup96 (96
kDa nucleoporin)
(Nucleoporin Nup96)
(Nup96)]

198 kDa

0.35

44

15

29

2.0846597
46

95%
(0.0091

B2R6D7_HUMA
N (+4)

XPP1_HUMAN

XPNPEP1

QINQW
7

Xaa-Pro aminopeptidase 1 (EC
3.4.11.9) (Aminoacylproline
aminopeptidase) (Cytosolic
aminopeptidase P) (Soluble
aminopeptidase P) (SAmp) (X-
Pro aminopeptidase 1) (X-
prolyl aminopeptidase 1,
soluble)

70 kDa

0.26

21

14

2.0698075
67

0%
(0.057)

RAB5C_HUMA
N

B3KQFO_HUMA
N

B3KQFO

cDNA FLJ90354 fis, clone
NT2RP2003390, highly
similar to Translocation
protein SEC63 homolog

88 kDa

0.39

69

24

45

28

2.0514611
56

95%
(0.0018
)

STT3B_HUMAN

SAHH_HUMAN

AHCY

P23526

Adenosylhomocysteinase
(AdoHcyase) (EC 3.3.1.1) (S-
adenosyl-L-homocysteine
hydrolase)

48 kDa

0.14

32

11

21

2.0338991
8

95%
(0.027)

FUMH_HUMAN

ABKBAT_HUMA
N

ABKBAT

cDNA FLJ76867, highly
similar to Homo sapiens
mannosidase, alpha, class 2B,
member 1 (MAN2B1), mMRNA

114 kDa

0.22

32

11

21

10

11

2.0338991
8

95%
(0.027)

IDH3B_HUMAN

ABK3C3_HUMA
N

ABK3C3

T-complex protein 1 subunit
delta

58 kDa

0.24

76

27

50

12

1

2.0319025
41

95%
(0.0012

F8W1A4_HUMA
N (+1)

RMD3_HUMAN

RMDN3

Q96TC?

Regulator of microtubule
dynamics protein 3 (RMD-3)
(hRMD-3) (Cerebral protein
10) (Protein FAMS2A2)
(Protein FAMB82C) (Protein
tyrosine phosphatase-
interacting protein 51)

52 kDa

0.37

29

10

19

12

2.0155848
36

95%
(0.035)
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(TCPTP-interacting protein

Metaxin-1 (Mitochondrial

2.0155848

95%

QBDH—HUMA MTXL_ HUMAN | MTXL Q13505 | outer membrane import s1kDa | 019 2 10 19 3 0 0 7 6 4 5 4 > 0o
complex protein 1) .
Nuclear pore complex protein
B4DZ67_HUMA Nup107 (cDNA FLJ58739, 2.0155848 95%
LRP1_HUMAN N NUP107 B4DZ67 highly similar to Nuclear pore 103 kDa 0.075 29 10 19 3 3 1 3 3 2 10 4 36 (0.035)
complex protein Nup107)
H7BXI1_HUMA B4DT03_HUMA cDNA FLJ61382, highly 2.0154533 0%
N N BADTO3 | Gimilar to Protein GPRE9A SLkba | 016 15 5 10 3 0 L 1 2 4 2 2 39 (0.10)
Glycylpeptide N-
tetradecanoyltransferase 1 (EC
2.3.1.97) (Myristoyl-
CoA:protein N- 2.0154533 0%
SYEP_HUMAN NMT1_HUMAN NMT1 P30419 myristoyltransferase 1) (NMT 57 kDa 0.15 15 5 10 0 1 0 4 4 4 2 0 39 (0.10)
1) (Type I N-
myristoyltransferase) (Peptide
N-myristoyltransferase 1)
Prostaglandin E synthase 3
(Cytosolic), isoform CRA_c
B3KUY2_HUM (cDNA FLJ40895 fis, clone 2.0154533 0%
VINC_HUMAN AN PTGES3 B3KUY2 UTERU2002294, highly 19 kDa 0.18 15 5 10 0 1 1 3 3 5 2 0 39 (0.10)
similar to Prostaglandin E
synthase 3 (EC 5.3.99.3))
cDNA FLJ53577, highly
MGST1_HUMA B4DZ28_HUMA similar to pre-mRNA-splicing 2.0154533 0%
N (+1) N B4DZ28 factor ATP-dependentRNA 112 kba 027 5 5 10 0 0 2 0 2 0 6 0 39 (0.10)
helicase DHX16 (EC 3.6.1.-)
SFXN1_HUMA SYNE3_HUMA Nesprin-3 (Nuclear envelope 2.0153218 0%
N N SYNE3 Q6ZMZ3 spectrin repeat protein 3) 112 kDa 0.37 2 0 1 0 0 0 1 0 0 1 0 76 (0.47)
HUWEL_HUMA ABKAT4_HUMA ABKA74 cDNA FLJ76065 98 kDa 0.066 1 0 1 0 0 0 0 0 0 2 0 20153218 0%
N N 76 (0.47)
Protein FAM208A (CTCL
EIF3A_HUMAN tumor antigen se89-1) 2.0153218 0%
+2) F208A_HUMAN FAM208A QIUK61 (Retinoblastoma-associated 189 kDa 0.092 1 0 1 0 0 0 0 2 0 0 0 76 (0.47)
protein RAP140)
U2 snRNP-associated SURP
motif-containing protein (140 95%
ﬁa(*fg)T S_HUMA | sRi40 HUMAN | U2SURP 015042 | kDa Ser/Arg-rich domain 118kDa | 029 51 18 33 2 5 4 7 8 4 12 9 1'99625134 (0.0085
protein) (U2-associated protein )
SR140)
9
ﬁCOTngUMA ElTOJZfHUMA GOLGBL F1T032 Golgin subfamily Bmember 1 | 367kDa | 0.29 48 17 3 5 5 6 1 13 1 12 5 1'97g§3“2 (09*21/“1)
B9EJA8_HUMA Proliferating cell nuclear 1.9727668 0%
N (1) PCNA_HUMAN PCNA P12004 antigen (PCNA) (Cyclin) 29 kDa 0.2 12 4 8 0 1 1 2 2 3 2 1 bt ©014)
Inositol-3-phosphate synthase
1 (IPS 1) (EC 5.5.1.4) (Myo-
inositol 1-phosphate synthase) 1.9727668 0%
ARP3_HUMAN INO1_HUMAN ISYNAL QINPH2 (MI-1-P synthase) (MIP 61 kDa 0.22 12 4 8 0 0 0 4 2 4 2 0 ) 27 (0.14)
synthase) (hIPS) (Myo-inositol :
1-phosphate synthase A1)
(hINO1)
Cytosolic purine 5- 1.9727668 0%
SYK_HUMAN SNTC_HUMAN NT5C2 P49902 nucleotidase (EC 3.1.3.5) 65 kDa 0.26 12 4 8 2 0 0 2 0 7 0 1 ) 27 (0.14)
(Cytosolic 5-nucleotidase I1) :
Complement C4-B (Basic
complement C4) (C3 and PZP-
like alpha-2-macroglobulin
domain-containing protein 3)
QL:%AZ—HUMA C0O4B_HUMAN C4B POCOL5 [Cleaved into: Complement C4 193 kDa 0.23 34 12 22 0 2 2 8 3 0 17 3 1'9629126 (09302/09)
beta chain; Complement C4-B
alpha chain; C4a
anaphylatoxin; C4b-B; C4d-B;
Complement C4 gamma chain]
Transferrin receptor protein 1
gTR))((TfR) (TfR1) (Trfr))(TQ) 95% (<
p90) (CD antigen CD71 1.9556345
UFL1_HUMAN TFR1_HUMAN TFRC P02786 [Cleaved into: Transferrin 85 kDa 0.17 322 117 205 29 34 37 20 59 36 47 65 63 0.0(;010
receptor protein 1, serum form
(STIR)]
cDNA FLJ76877, highly
E7EX73_HUMA ABK6E14_HUMA similar to Homo sapiens 1.9467749 95%
N N ABKBI4 | quperkiller viralicidic activity 18kDa | 014 a2 1’ 27 4 4 4 8 4 1 2 0 72 (0.019)
2-like 2 (SKIV2L2), mRNA
Phosphoenolpyruvate
B4DKN9_HUM PCKGC_HUMA carboxykinase, cytosolic 1.9424600 95%
AN (+1) N PCK1 P35558 [GTP] (PEPCK.Q) (EC 69 kDa 0.34 31 11 20 0 0 0 0 2 12 4 3 T (0.038)

41132)
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(Phosphoenolpyruvate
carboxylase)

HNRPF_HUMA
N

ABKIW7_HUM
AN

ABKIW7

cDNA FLJ77440, highly
similar to Homo sapiens
general transcription factor 11, i
(GTF21), transcript variant 2,
mMRNA

110 kDa

0.27

60

22

39

20

1.9387844
53

95%
(0.0059
)

BADRAO_HUM
AN (+1)

ABKEQ8_HUMA
N

ABK6Q8

cDNA FLJ75881, highly
similar to Homo sapiens
transferrin receptor (p90,
CD71) (TFRC), mRNA

85 kDa

0.26

325

119

206

32

59

37

48

64

1.9324107
28

95% (<
0.00010
)

ATPO_HUMAN

FAS_HUMAN

FASN

P49327

Fatty acid synthase (EC
2.3.1.85) [Includes: [Acyl-
carrier-protein] S-
acetyltransferase (EC
2.3.1.38); [Acyl-carrier-
protein] S-malonyltransferase
(EC 2.3.1.39); 3-oxoacyl-
[acyl-carrier-protein] synthase
(EC 2.3.1.41); 3-oxoacyl-
[acyl-carrier-protein] reductase
(EC 1.1.1.100); 3-
hydroxyacyl-[acyl-carrier-
protein] dehydratase (EC
4.2.1.59); Enoyl-[acyl-carrier-
protein] reductase (EC
1.3.1.39); Oleoyl-[acyl-carrier-
protein] hydrolase (EC
3.1.2.14)]

273 kDa

0.46

205

75

130

28

16

43

52

26

1.9289427
3

95% (<
0.00010
)

ASPH_HUMAN

XPO2_HUMAN

CSE1L

P55060

Exportin-2 (Exp2) (Cellular
apoptosis susceptibility
protein) (Chromosome
segregation 1-like protein)
(Importin-alpha re-exporter)

110 kDa

0.18

90

32

56

1

17

12

1.9285055
7

95%
(0.0013

Q53GW1_HUM
AN (+1)

B3KNN9_HUM
AN

B3KNN9

cDNA FLJ30070 fis, clone
ASTRO2000046, highly
similar to CD166 ANTIGEN

62 kDa

0.21

29

10

18

1.9160222
14

0%
(0.051)

Q2TU34_HUMA
N

K7ES61_HUMA
N

MRPL4

K7ES61

39S ribosomal protein L4,
mitochondrial (Fragment)

34 kDa

0.33

28

10

18

19160222
14

0%
(0.051)

A8K781_HUMA
N (+2)

CKAP5_HUMA
N

CKAPS

Q14008

Cytoskeleton-associated
protein 5 (Colonic and hepatic
tumor overexpressed gene
protein) (Ch-TOG)

226 kDa

0.29

1.9100093
27

0%
(0.20)

SYRC_HUMAN

CBPM_HUMAN

CPM

P14384

‘Carboxypeptidase M (CPM)
(EC3.4.17.12)

51 kDa

0.32

1.9100093
27

0%
(0.20)

CBX3_HUMAN

MRP4_HUMAN

ABCC4

015439

Multidrug resistance-
associated protein 4 (ATP-
binding cassette sub-family C
member 4) (MRP/cCMOAT-
related ABC transporter)
(Multi-specific organic anion
transporter B) (MOAT-B)

150 kDa

0.3

1.9100093
27

0%
(0.20)

DOHTE9_HUMA
N (+2)

ANM5_HUMAN

PRMTS

014744

Protein arginine N-
methyltransferase 5 (EC
2.1.1.-) (72 kDa ICIn-binding
protein) (Histone-arginine N-
methyltransferase PRMTS5)
(EC 2.1.1.125) (Jak-binding
protein 1) (Shk1 kinase-
binding protein 1 homolog)
(SKB1 homolog) (SKB1Hs)
[Cleaved into: Protein arginine
N-methyltransferase 5, N-
terminally processed]

73 kDa

0.28

1.9100093
27

0%
(0.20)

A8K132_HUMA
N (+1)

NAGAB_HUMA
N

NAGA

P17050

Alpha-N-
acetylgalactosaminidase (EC
3.2.1.49) (Alpha-galactosidase
B)

47 kDa

0.25

1.9100093
27

0%
(0.20)

DJB11_HUMAN

EI2BE_HUMAN

EIF2B5

Q13144

Translation initiation factor
elF-2B subunit epsilon (elF-
2B GDP-GTP exchange factor
subunit epsilon)

80 kDa

0.2

1.9100093
27

0%
(0.20)

B4DIQ5_HUMA
N (+2)

B7ZLZ2_HUMA
N

EDEM3

B7ZLZ2

ER degradation-enhancing
alpha-mannosidase-like
protein 3 (Uncharacterized
protein)

102 kDa

0.2

1.9100093
27

0%
(0.20)

GBB2_HUMAN

EF1B_HUMAN

EEF1B2

P24534

Elongation factor 1-beta (EF-
1-beta)

25 kDa

0.28

1.9100093
27

0%
(0.20)
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E9PHVA_HUMA DNA-directed RNA 1.0100093 0%
SNAA HUMAN | POLR2D EOPHVA | e aabunit RPBA4 13kDa | 0.39 9 3 6 0 2 1 0 0 0 4 2 P 030)
Isopentenyl-diphosphate
Delta-isomerase 1 (EC 5.3.3.2) o
fflt)m—HUMAN IDI1_HUMAN IDIL Q13907 | (1sopentenyl pyrophosphate 2%kpa | 031 17 6 1 1 3 1 1 4 3 1 3 1'89513035 (é’ fl)
isomerase 1) (IPP isomerase 1) -
(IPPI1)
MLEC_HUMAN ﬁgPDCS—HUMA PTPRS E9PDC5 Rfce”“’"‘ypgtyr°s'"e'p’°te'” 217kDa | 033 17 6 1 0 0 0 0 6 0 0 2 1'89513035 (8?1)
Signal peptidase complex o
NPM_HUMAN B3DP45—HUMA sPCs3 D3DP46 | subunit 3 homolog (S. 20 kDa 0.2 25 9 16 3 1 2 3 2 6 5 3 1'83‘:54327 (ooo/gn
cerevisiae), isoform CRA_a .
Q567R6_HUMA | QALE48_HUMA STAGL variant protein 18844327 0%
R N STAGL Ques | g 146kDa | 061 25 9 16 0 3 0 0 6 0 7 3 . 0067
95%
OXLA_HUMAN ﬁf\lMxpg—HUM MATR3 ABMXPY | Matrin-3 100kpa | 021 107 % 68 4 1 10 15 14 8 3 13 1'8323563 (0.0006
4)
CDNA FLI54622, fighly N
ITAM_HUMAN | BAPDT3_HUMA BADDT3 | similar to Prothrombin (EC 53 kDa 0.2 a 15 2 0 6 4 6 4 1 3 8 1.8778355 95%
N Y 62 (0.026)
Q5VU59_HUMA HOY4R1_HUMA Inosine-5'-monophosphate 1.8761083 95%
M N IMPDH2 HOY4RL | e Y ooty S1kDa | 046 49 18 31 0 1 0 17 7 21 1 1 o oo
cDNA FLI76789, highly o5%
HEAT1_HUMA ABK492_HUMA similar to Homo sapiens 1.8739295
N A ABKag | b hetase 101kDa | 043 65 2% a 5 8 4 7 14 17 7 3 3 (0.0)068
(MARS), mRNA
cDNA, FLI95650, highly o
COPGL_HUMA B2RBR9_HUMA BoRBRy | Similar to Homo sapiens 97 kDa 0.27 177 66 111 8 16 23 19 26 24 i 21 18701881 | 40010
N N karyopherin (importin) beta 1 15 )
(KPNB1), mRNA
95%
E‘gng')(LHUMA NEBIAHUMA | myBBP1A QUBQGO | Myb-binding protein 1A 149kDa | 023 94 35 59 2 8 8 17 17 14 2 6 | ML 1 (00016
)
Heat shock protein HSP 90-
alpha (Heat shock 86 kDa) 95% (<
53£T7HUMAN HS90A_HUMAN | HSPOOAAL PO7900 | (HSP 86) (HSP86) (Renal 85kDa | 016 437 164 273 19 a7 % 59 64 9 73 ag | LBEI0Z4 o 00010
carcinoma antigen NY-REN- )
38)
PC4 and SFRS1-interacting
protein (CLL-associated
antigen KW-7) (Dense fine
d 18561561 |  95%
CHI0_HUMAN | PSIPI_HUMAN | PSIPL 075475 | speckles 70 kDa protein) (OFS | 60kDa | 0.7 46 17 29 1 6 6 4 1 2 10 6 i oo
70) (Lens epithelium-derived
growth factor) (Transcriptional
coactivator p75/p52)
Lanosterol synthase (EC
5.4.99.7) (2,3-epoxysqualene-- o
ﬁﬁ?)(sf“UMA ERG7 HUMAN | LSS P48449 Janosterol cyclase) 83kDa | 029 39 14 2 2 4 7 1 19 0 2 4 1'85;2324 (09*23/‘2)
(Oxidosqualene--lanosterol ’
cyclase) (OSC) (OSC)
Cadherin-1 (CAM 120/80)
(Epithelial cadherin) (E-
CADH1_HUMA cadherin) (Uvomorulin) (CD 1.8510235 0%
RS13_HUMAN N CDH1 PL2BI0 | oo e [l io: | S7KDa | 046 30 1 19 5 2 2 2 7 2 3 7 oy (0084)
E-Cad/CTF1; E-Cad/CTF2; E-
Cad/CTF3]
Delta(24)-sterol reductase (EC
131.72) (24-
dehydrocholesterol reductase) 95%
AOSSTAHUMA | DHC24.HUMA 1 pricras Q15392 | (3-beta-hydroxysterol delta- 60kDa | 019 79 30 50 4 9 3 14 15 1 16 g | LBTEN0 | 40039
(+113) N 74
24-reductase) )
(Diminuto/dwarfl homolog)
(Seladin-1)
DnaJ homolog subfamily A
member 1 (Dnal protein
homolog 2) (HSDJ) (Heat o
E“‘(%T 2HUMA | DIALHUMA 1 pnasar P31689 shock 40 kDa protein 4) (Heat sskpa | 013 15 5 9 0 1 2 2 4 2 0 3 1’83f32755 (é) {“5)
shock protein J2) (HSJ-2) )
(Human DnaJ protein 2) (hDj-
2
cDNA FLI57874, highly
similar to Homo sapiens
EMC1_HUMAN B4DELS_HUMA B4DELS5 succinate dehydrogenase 15 kDa 0.16 14 5 9 1 0 0 5 4 2 2 1 1.8362755 0%
N I ) 13 (0.15)
complex, subunit C, transcript
variant 3, MRNA
cDNA FLJ59607, moderately
J3KTL2_HUMA B4E259_HUMA similar to D-dopachrome 1.8362755 0%
N (+1) N BAE259 | fecarboxylase (EC 4.1.1.84) 25kba | 0.39 14 5 9 0 2 3 0 4 3 2 0 13 (0.15)

(cDNA, FLJ78842, moderately
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similar to D-dopachrome
decarboxylase (EC 4.1.1.84))

PDC6I_HUMAN WDR43_HUMA WD repeat-containing protein 1.8362755 0%
+1) N WDR43 Q15061 23 75 kDa 0.23 14 5 9 1 1 2 2 5 1 2 1 13 (0.15)
cDNA, FLJ94443, highly
similar to Homo sapiens
B2RILO_HUMA NADH dehydrogenase 1.8362755 0%
S10A8_HUMAN N B2RILO (ubiquinone) 1 beta 22 kDa 0.69 14 5 9 3 0 1 1 3 2 4 0 13 (0.15)
subcomplex, 5, 16kDa
(NDUFBS), mRNA
Actin-related protein 2/3
ARPC5_HUMA complex subunit 5 (Arp2/3 1.8362755 0%
RL15_HUMAN N ARPC5 015511 complex 16 kDa subunit) 16 kDa 0.38 14 5 9 1 1 2 1 2 3 2 2 13 (0.15)
(p16-ARC)
B3KNN7_HUM Q6FHI5_HUMA " 1.8362755 0%
AN (+3) N SCAMP3 Q6FHIS SCAMP3 protein (Fragment) 38 kDa 0.27 14 5 9 2 0 3 0 1 2 2 4 13 (0.15)
cDNA, FLJ93045, highly
similar to Homo sapiens
galactosamine (N-acetyl)-6-
RAB1S_HUMA [ B2R6P1_HUMA B2R6PL | sulfate sulfatase sgkDa | 049 14 5 9 5 0 0 0 2 0 4 3 1.8362755 0%
N N > 13 (0.15)
(Morguiosyndrome,
mucopolysaccharidosis type
IVA) (GALNS), mRNA
Oligosaccharyltransferase
EABlAfHUMA OSTC_HUMAN | 0STC QINRPO | complex subunit OSTC 17 kDa 05 14 5 9 1 1 1 2 1 4 2 2 1'831632755 (é)"fs)
(Hydrophobic protein HSF-28) )
B3KMV8_HUM Q86X36_HUMA DEAH (Asp-Glu-Ala-His) box 1.8362755 0%
AN (+1) N DHX8 Q86X36 polypeptide 8 139 kDa 0.26 14 5 9 0 2 0 0 2 0 4 3 13 (0.15)
Creatine kinase B-type (EC
J9JID7_HUMAN KCRB_HUMAN CKB P12277 2.7.3.2) (B-CK) (Creatine 43 kDa 0.31 43 16 27 2 2 1 11 14 6 6 2 1.8338948 95%
(+1) : . 86 (0.028)
kinase B chain)
268 protease regulatory
subunit 7 (26S proteasome
B2RBO6_HUMA PRS7_HUMAN PSMC2 P35998 AAA-ATPase subunit RPT1) 49 kDa 0.16 57 21 35 1 6 5 9 7 19 8 1 1.8245054 95%
N (+3) ) 97 (0.015)
(Proteasome 26S subunit
ATPase 2) (Protein MSS1)
; 95% (<
BGAL_HUMAN F5HB97_HUMA TRAPL F5H897 Heat shock protein 75 kDa, 74 kDa 0.19 209 79 129 17 27 20 15 64 16 25 25 L818TI2L | 400010
(+2) N mitochondrial 19 )
Putative ribosomal RNA
methyltransferase NOP2 (EC
2.1.1.-) (Nucleolar protein 1)
D3DPU2_HUMA (Nucleolar protein 2 homolog) 1.8164624 0%
N NOP2_HUMAN NOP2 P46087 (Proliferating-cell nucleolar 89 kDa 0.21 28 10 17 1 3 3 3 4 6 5 3 57 (0.072)
antigen p120) (Proliferation-
associated nucleolar protein
p120)
La-related protein 7 (La
ribonucleoprotein domain o
m)DiHUMAN ',;‘ARPLHUMA LARP7 Q4603 | family member 7) (P-TEFb- 67kDa | 055 6 2 4 0 0 2 0 2 0 1 1 1'8055537 (g ;“9)
interaction protein for 7SK ’
stability) (PIP7S)
HSBPEL HUMA | \/ros iuMAN | WDR3 Q9UNxa | WD repeat-containing protein 106kDa | 0.035 4 2 4 o o 1 1 3 o o o 1.8086537 0%
N (+1) 3 74 (0.29)
TBC1 domain family member
B4DLN1_HUMA ABK8E1_HUMA 15 (TBC1 domain family, 1.8086537 0%
N N TBC1D15 ABKS8E1 member 15, isoform CRA_d) 52 kDa 0.33 6 2 4 0 1 1 0 2 2 0 0 74 (0.29)
(cDNA FLJ77374)
B4DRS6_HUMA B4DS83_HUMA CcDNA FLJ53179, highly 1.8086537 0%
N N BADSB3 | imilar to Nucleolar protein10 | 74kDa | 038 6 2 4 0 1 L 0 2 1 L 0 74 (0.29)
Coagulation factor V
(Activated protein C cofactor)
(Proaccelerin, labile factor)
REKOSLHUMA | Fas_HUMAN F5 P12259 [Cleaved into: Coagulation 252kDa | 0.15 6 2 4 0 1 0 1 0 4 0 0 1.8086537 0%
(+1) gu 74 (0.29)
factor V heavy chain;
Coagulation factor V light
chain]
Peroxisomal membrane
Q9BTQ7_HUMA protein PEX16 (Peroxin-16) 1.8086537 0%
N (1) PEX16_HUMAN PEX16 Q9Y5Y5 (Peroxisomal biogenesis factor 39 kDa 0.4 6 2 4 0 0 0 2 0 2 1 1 ) ©0.29)
16)
Regulation of nuclear pre-
BADSE2 HUMA | RPRDZ HUMA | popp, Q5VT52 | mRNA domain-containing 156kDa | 0.16 6 2 4 0 0 1 1 0 0 4 0 1.8086537 0%
N (+4) N / 74 (0.29)
protein 2
Acetyl-coenzyme A
synthetase, cytoplasmic (EC o
ﬁRMlO—HUMA ACSA_HUMAN ACSS2 QINR19 6.2.1.1) (Acetate--CoA ligase) 79 kDa 0.33 6 2 4 0 1 1 0 2 1 1 0 1'8078‘?537 (é);og)

(Acetyl-CoA synthetase)
(ACS) (AceCS) (Acyl-CoA
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synthetase short-chain family
member 2) (Acyl-activating
enzyme)

¢DNA FLJ77572, highly
similar to Homo sapiens
intracellular membrane-

9
gf’gﬁ’e—HUMA RBKEUD_HUMA ABKSUO | associated calcium- Bokpa | 012 6 2 4 0 1 1 0 0 1 18086537 (8;‘;3)
independent phospholipase A2 )
gamma (IPLA2(GAMMA)),
mMRNA
Methylosome protein 50
B2R4C0_HUMA B4DP38_HUMA (cDNA FLJ55120, moderately 1.8086537 0%
N (+2) N WDR77 B4DP38 similar to Methylosome 30kDa 038 6 2 4 1 0 1 0 2 0 74 (0.29)
protein 50)
cDNA, FL194921, highly "
CBR1_HUMAN i?\‘RAHLHUM B2RAH7 similar to Homo sapiens prolyl 81 kDa 0.54 6 2 4 0 2 0 0 3 1 1'803‘?537 ([?g"g)
endopeptidase (PREP), mRNA )
Vang-like protein 1 (Loop-tail
VANG1_HUMA protein 2 homolog) (LPP2) 1.8086537 0%
ODPA_HUMAN N VANGL1 Q8TAA9 (Strabismus 2) (Van Gogh-like 60 kDa 0.25 6 2 4 0 0 2 0 2 2 B 029
protein 1)
Apoptosis-inducing factor 2
(EC 1.-.-.-) (Apoptosis-
inducing factor homologous
mitochondrion-associated
SAMS0_HUMA AIFM2_HUMAN AIFM2 Q9BRQ8 inducer of death) (Apoptosis- 41 kDa 0.2 6 2 4 1 0 0 0 2 1 1.8086537 0%
N ELE: 4 74 (0.29)
inducing factor-like
mitochondrion-associated
inducer of death) (p53-
responsive gene 3 protein)
cDNA FLJ58335, highly
RENTLHUMA | BADXES_HUM BADXB6 | similarto GPI transamidase akDa | 02 6 2 4 1 0 1 1 0 0 18086537 o
component PIG-U i}
V-set and immunoglobulin o
lePFG—HUMA VSIG4_ HUMAN | VsIGa QoY279 | domain-containing protein 4 s4xpa | 0084 5 2 4 1 1 0 0 0 1 1'8052537 (gg'é)
(Protein Z391g) )
cDNA, FLJ94599, highly
B2R9X3_HUMA similar to Homo sapiens GDP- 1.8086537 0%
TOIP1_HUMAN N B2R9X3 mannose 4 6-dehydratase 42 kDa 0.14 6 2 4 0 0 2 0 4 0 74 (0.29)
(GMDS), mRNA
SRSF protein kinase 2 (EC
2.7.11.1) (SFRS protein kinase
2) (Serine/arginine-rich
TMM43_HUMA protein-specific kinase 2) (SR- 1.8086537 0%
N SRPK2_HUMAN SRPK2 P78362 protein-specific kinase 2) 78 kDa 0.34 6 2 4 1 0 1 0 3 1 74 (0.29)
[Cleaved into: SRSF protein
kinase 2 N-terminal; SRSF
protein kinase 2 C-terminal]
CcDNA FLJ58227, highly
B3KQFO_HUMA B4E214_HUMA similar to Glutamate--cysteine 1.8086537 0%
N (+1) N B4E2I4 ligase catalytic subunit (EC 66 kDa 024 6 2 4 0 2 0 1 0 3 74 (0.29)
6.3.2.2)
Chaperone activity of bcl
complex-like, mitochondrial
FRLN2_HUMA | ADCK_HUMA - apci Q8NIGO | (Chaperone-ABCL-like) (EC 72kDa | 04 6 2 4 1 0 0 4 0 0 18080537 ( Lo )
2.7.11.-) (aarF domain- §
containing protein kinase 3)
DNA-directed RNA
QBLE%NS_HUMA RGRDJ‘E-HUMA POLRIC D6RDJ3 polymerases | and I11 subunit 14 kDa 0.22 5 2 4 1 0 1 1 2 1 1-80?5537 (é)“g)
RPAC1 (Fragment) i
(C+L1')Cl—HUMAN FA98B_HUMAN FAM98B Q52LJ0 Protein FAM98B 37 kDa 0.4 6 2 4 0 0 2 1 0 0 1-80%?537 ( é)"g)
Peptidyl-prolyl cis-trans
isomerase FKBP4 (PPlase
FKBP4) (EC 5.2.1.8) (51 kDa
FK506-binding protein)
(FKBP51) (52 kDa FK506-
binding protein) (52 kDa
FKBP) (FKBP-52) (59 kDa 95%
DX39A_HUMA immunophilin) (p59) (FK506- 1.8035773
N FKBP4_HUMAN FKBP4 Q02790 binding protein 4) (FKBP-4) 52 kDa 0.29 112 43 70 16 11 15 12 41 13 % (0.0010

(FKBP59) (HSP-binding
immunophilin) (HBI)
(Immunophilin FKBP52)
(Rotamase) [Cleaved into:
Peptidyl-prolyl cis-trans
isomerase FKBP4, N-
terminally processed]
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cDNA FLJ16777 fis, clone

B3KY60_HUMA BRHIP2029567, highly similar 1.7983056 0%
AT131_HUMAN N B3KY60 to Cell division cycle 5-like 92 kDa 0.15 19 7 12 2 5 0 4 49 (0.12)
protein
WD repeat-containing protein
Q53G69_HUMA WDR36_HUMA 36 (T-cell activation WD 1.7983056 0%
N (+2) N WDR36 QBNI36 repeat-containing protein) 105 kba 031 19 7 2 2 8 0 4 49 (0.12)
(TA-WDRP)
Exportin-1 (Expl) 95%
RAP1A_HUMA (Chromosome region 1.7982725
N XPO1_HUMAN XPO1 014980 maintenance 1 protein 123 kDa 0.42 119 45 73 26 27 28 17 12 (0.%]08
homolog)
FUS interacting protein N
ARPCZ_HUMA | Q53GD7_HUMA Q53GD7 | (Serine-arginine rich) 1 3kpa | 032 36 14 23 6 5 5 4 1.7806278 95%
N N { N 02 (0.047)
isoform 2 variant (Fragment)
Carbonyl reductase [NADPH]
1(EC 1.1.1.184) (15-
hydroxyprostaglandin
dehydrogenase [NADP(+)]) 95%
ABKSC3_HUMA CBR1_HUMAN CBR1 P16152 (EC 1.1.1.197) (NADPH- 30 kDa 0.27 81 31 50 13 12 24 11 17797921 (0.0056
N (+1) dependent carbonyl reductase 19 )
1) (Prostaglandin 9-
ketoreductase) (Prostaglandin-
E(2) 9-reductase) (EC
1.1.1.189)
FLOT2_HUMAN EUL“A*HUMA CUL4A Q13619 Cullin-4A (CUL-4A) 88 kDa 0.35 24 9 15 1 7 1 5 1'77‘31647 (00(;/;5)
39S ribosomal protein L37,
mitochondrial (L37mt) (MRP-
EZ(EZ’)\A;L*HUMA RM37_HUMAN MRPL37 QI9BZE1L L37) (39S ribosomal protein 48 kDa 0.28 24 9 15 1 5 0 5 1'77‘31647 (00(;/;5)
L2, mitochondrial) (L2mt) }
(MRP-L2)
V-type proton ATPase 116
kDa subunit a isoform 2 (V-
ATPase 116 kDa isoform a2)
TOM70_HUMA (Lysosomal H(+)-transporting 1.7751647 0%
N VPP2_HUMAN ATP6VOA2 Q9Y487 ATPase VO subunit a2) (TJ6) 98 kDa 0.11 24 9 15 1 4 4 2 4 (0.095)
(Vacuolar proton translocating
ATPase 116 kDa subunit a
isoform 2)
Q86VG2_HUMA ALJUI8_HUMA Chaperonin subunit 6A 1.7689527 95%
N N CCT6A ALUI8 (Fragment) 54 kDa 0.16 42 16 26 5 5 13 5 97 (0.038)
D6RIP3_HUMA A3KMH von Willebrand factor A 1.7594694 0%
N VWA8_HUMAN VWAS 1 domain-containing protein 8 215 kDa 0.27 11 4 7 0 6 0 0 25 ©0.21)
ATP-binding cassette sub-
family B member 10,
mitochondrial (ATP-binding "
ﬁa(*fg 4_HUMA QBCBAHUMA ABCB10 QUINRK6 | cassette transporter 10) (ABC 79kDa | 027 12 4 7 0 2 3 0 1'7523594 ((%“1)
transporter 10 protein) ’
(Mitochondrial ATP-binding
cassette 2) (M-ABC2)
F8VY86_HUMA Tumor suppressor p53-binding 1.7594694 0%
VAT1_HUMAN N TP53BP1 F8VY86 protein 1 214 kDa 0.22 11 4 7 2 2 0 2 25 (0.21)
ES1 protein homolog,
QS9GM9_HUM | 61 uman C210rf33 P30042 | mitochondrial (Protein GT335) | 28kDa | 025 1 4 7 1 5 0 0 1.7594694 0%
AN — ; 25 (0.21)
(Protein KNP-1)
Plasma alpha-L-fucosidase
FUCO2_HUMA (EC 3.2.1.51) (Alpha-L- 1.7594694 0%
LEG1_HUMAN N FUCA2 QIBTY2 fucoside fucohydrolase 2) 54 kDa 0.44 11 4 7 0 3 0 3 25 (0.21)
(Alpha-L-fucosidase 2)
THO complex subunit 1
853EM5—HUMA I‘HOCl—HUMA THOC1 QI6FV9 (Thol) (Nuclear matrix protein 76 kDa 0.19 11 4 7 0 3 0 4 1-753;1594 ((;)Zﬂl)
p84) (p84NS5) (NTREX84) :
Signal recognition particle
MOR210_HUMA subunit SRP68 (SRP68) 1.7594694 0%
N (+1) SRP68_HUMAN SRP68 QOUHBY | Gional recognition particle 68 71 kDa 0.52 11 4 7 1 2 3 2 . ©.21)
kDa protein)
Protein SEC13 homolog
B4DXJL_HUMA (cDNA FLJ56334, highly 1.7594694 0%
K6PL_HUMAN N SEC13 B4DXJ1 similar to SEC13-related 41 kDa 0.22 11 4 7 1 1 2 3 25 (0.21)
protein)
Deoxyuridine 5'-triphosphate
nucleotidohydrolase, 17594694 0%
TCPA_HUMAN DUT_HUMAN DuT P33316 mitochondrial (dUTPase) (EC 27 kDa 0.25 10 4 7 2 4 0 3 25 (0.21)
3,6.1.23) (dUTP :
pyrophosphatase)
Enoyl-CoA delta isomerase 2, 9
B3DV267HUMA ECI2_HUMAN ECI2 075521 | mitochondrial (EC 5.3.3.8) swoa | 013 34 13 2 6 6 10 2 1'74f23947 (000/6“1)

(DRS-1) (Delta(3),delta(2)-
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enoyl-CoA isomerase)
(D3,D2-enoyl-CoA isomerase)
(Diazepam-binding inhibitor-
related protein 1) (DBI-related
protein 1) (Dodecenoyl-CoA
isomerase) (Hepatocellular
carcinoma-associated antigen
88) (Peroxisomal 3,2-trans-
enoyl-CoA isomerase) (PECI)
(Renal carcinoma antigen NY-
REN-1)

cDNA FLJ10772 fis, clone

A8K4I18_HUMA B3KME2_HUM NT2RP4000243, highly 1.7374374 0%
N (+1) AN B3KME2 similar to Cartilage-associated 47 kDa 022 18 6 10 0 2 3 0 2 3 2 4 51 (0.16)
protein
28S ribosomal protein S7,
A8K897_HUMA mitochondrial (MRP-S7) 1.7374374 0%
N (+1) RT07_HUMAN MRPS7 Q9Y2R9 (S7mt) (bMRP-272) 28 kDa 0.18 16 6 10 4 2 0 0 1 0 2 7 51 ©0.16)
(bMRP27a)
)0/
LAGLLH UMA ﬁgJLgSfHUMA MTPN C9JL85 Myotrophin 6 kDa 0.4 17 6 10 0 3 2 1 4 2 1 3 1_73;;374 0%
(0.16)
RNA-binding protein 14
(Paraspeckle protein 2) (PSP2)
(RNA-binding motif protein
14) (RRM-containing
Q62574_HUMA RBM14_HUMA RBM14 QI6PK6 coactivator 69 kDa 0.24 16 6 10 2 0 1 3 4 2 2 2 17374374 0%
N N " 51 (0.16)
activator/modulator)
(Synaptotagmin-interacting
protein) (SYT-interacting
protein)
Glyceraldehyde-3-phosphate
dehydrogenase (GAPDH) (EC 95% (<
ﬁa(*fﬁ%—HUMA G3P_HUMAN GAPDH P04406 1.2.1.12) (Peptidyl-cysteine - | 36kDa | 0.18 203 115 178 23 2 2 4 27 84 4 27 1'72§§363 0.00010
nitrosylase GAPDH) (EC )
2.6.99.-)
cDNA FLJ56153, highly
similar to Homo sapiens o
SYDC_HUMAN ﬁ“DU“Z—HUMA BADU42 | transforming growth factor 72 kDa 03 2 8 13 0 2 4 1 5 1 2 6 1'726‘3455 (g f‘g)
beta regulator 4 (TBRG4), .
transcript variant 1, mRNA
B3KM97_HUM HOYKD8_HUM . . 1.7249455 0%
AN (+1) AN RPL28 HOYKD8 60S ribosomal protein L28 19 kDa 0.25 24 8 13 1 1 1 4 5 6 2 2 o1 (0.13)
Vacuolar protein sorting- N
m‘()f%FofHUMA VPS45_HUMAN | VPS4s $9NRW associated protein 45 (h- 65kDa | 0.32 2% 10 16 3 4 3 0 5 3 5 3 1'71ng55 (g ﬁ))
VPS45) (hIVps45) :
Crooked neck-like protein 1 N
AT183_ HUMAN | CRNLLHUMA | conkin QuBZI0 | (Crooked neck homolog) 100kDa | 018 2 10 16 2 3 3 2 10 0 4 1 1.7169055 0%
N (hcrn) 64 (0.10)
B7Z6F7_HUMA CcDNA FLJ61705, highly 1.7169055 0%
MGN2_HUMAN N B7Z6F7 similar to i 141 kDa 0.48 26 10 16 1 5 2 2 5 5 5 1 64 (0.10)
28S ribosomal protein S27,
mitochondrial (cDNA
THIK_HUMAN | BADRT2HUMA - ygpsy7 BADRT2 | FLI54536, highly similar to 49kpa | 023 % 10 16 3 3 3 1 7 1 2 6 17153055 (é)"f;])
Mitochondrial 28S ribosomal §
protein S27)
Q59GA1_HUMA ABNJA2_HUMA Ubiquitin carboxyl-terminal 1.7113016 0%
N (+2) N USP14 ABNIA2 hydrolase (EC 3.4.19.12) 51 kDa 0.17 30 12 19 2 2 5 2 7 4 7 1 P ©.080)
cDNA FLJ76863, highly
similar to Homo sapiens
QB(E;‘)'—H—HUMA QBKGQO—HUMA ABK690 stress-induced-phosphoprotein 63 kDa 0.12 31 12 19 0 4 4 4 4 5 6 3 1'71315’016 (00(;/8“0)
1 (Hsp70/Hsp90-organizing .
protein) (STIP1), mMRNA
BOILT1_HUMA Cathepsin Z (EC 3.4.18.1) 1.7113016 0%
N (+3) CATZ_HUMAN CcTsz QIUBR2 (Cathepsin P) (Cathepsin X) 34 kDa 0.13 31 12 19 1 7 2 2 3 2 7 7 P ©.080)
95%
Se('fl;(g—HUMA BSBUBLHUMA | guveL BSBUBL | RuvB-like 1 (Fragment) 50kDa | 019 152 60 92 7 16 19 19 39 % 16 1 | T (00008
9
cDNA FLJ51417, highly
ATD3A_HUMA B4DZQ5_HUMA similar to Serine/threonine- 1.7015131 95%
N N B4DZQ5 protein kinase PRP4 homolog 115 kDa 0.18 e 8 3 5 8 6 4 6 1 1 7 54 (0.042)
(EC2.7.11.1)
cDNA FLJ51120, highly
B3KY63_HUMA B7Z747_HUMA similar to Matrix 1.6994897 95%
N N B7Z747 metalloproteinase-9 (EC 66 kDa 0.087 51 20 31 0 10 9 0 0 0 7 22 5 ©0.034)
3.4.24.35)
Arginine--tRNA ligase,
ADAS_HUMAN cytoplasmic (EC 6.1.1.19) 1.6925352 95%
1) SYRC_HUMAN RARS P54136 (ArginyltRNA synthetase) 75 kDa 0.24 80 32 49 5 9 7 11 17 15 14 3 0 (0.010)

(ArgRS)
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Pyruvate kinase PKM (EC
2.7.1.40) (Cytosolic thyroid
hormone-binding protein)
(CTHBP) (Opa-interacting

95% (<

B4DW81_HUM protein 3) (OIP-3) (Pyruvate 1.6764745
AN (+1) KPYM_HUMAN PKM P14618 Kinase 2/3) (Pyruvate kinase 58 kDa 0.43 518 209 313 48 54 48 59 68 108 92 43 95 0.00010
muscle isozyme) (Thyroid
hormone-binding protein 1)
(THBP1) (Tumor M2-PK)
(p58)
cDNA, FLJ93804, highly
Q59G75_HUMA B2R8A2_HUMA similar to Homo sapiens 1.6720023 0%
N (+1) N B2R8A2 ap25L2 protein 25 kDa 0.14 43 17 26 5 4 3 5 6 7 3 11 o (0.054)
(HSGP25L2G), mRNA
B4EOH8_HUMA B3KSI3_HUMA Branched-chain-amino-acid 1.6710292 0%
N (+1) N BCAT2 BIKSIS | aminotransferase (EC 2.6.1.42) | 40KDa | 013 38 1 3 4 4 3 4 13 2 4 4 34 (0.067)
HLA-B associated transcript 3, o
B3KVNO_HUM [ BOUXS3 HUMA | ppqq BOUX83 | isoform CRA a (Large 119kDa | 014 2 1 17 1 4 3 3 5 3 7 2 1.6681583 0%
AN (+3) N orm & . 72 (0.10)
proline-rich protein BAG6)
cDNA FLJ12434 fis, clone
B3KMR5_HUM B3KMR NT2RM1000037, highly 1.6658998 0%
THIL_HUMAN AN 5 similar to Homo sapiens 144 kDa 0.39 24 9 14 1 2 2 4 4 5 4 3 65 (0.13)
KIAA0690 protein
D3DUZ3_HUM " 1.6658998 0%
AN (+2) TM214_HUMAN TMEM214 Q6NUQ4 Transmembrane protein 214 77 kDa 0.21 23 9 14 4 2 3 1 5 1 2 6 65 (0.13)
B7Z7A8_HUMA B1AKV3_HUM : 1.6658998 0%
N (+4) AN uQccl B1AKV3 Protein UQCC1 (Fragment) 29 kDa 0.22 23 9 14 4 3 0 2 5 1 5 3 65 (0.13)
Lon protease homolog,
mitochondrial (EC 3.4.21.-) 95%
RHGO1_HUMA KTEJES HUMA | | onpy K7EJES (Lon protease-like protein) 93 kDa 02 192 77 115 25 20 14 19 50 12 16 38 16644219 1 4 0002
N N (Mitochondrial ATP- 81 4
dependent protease Lon)
(Serine protease 15)
Glutathione S-transferase P 95%
BSMDFS_HUM GSTPL_HUMAN | GSTP1 P09211 (EC 2.5.1.18) (GST class-pi) 23kDa | 027 100 %0 60 7 4 5 24 15 2 13 10 16630279 | 4 o064
AN (+1) 52
(GSTP1-1) )
DBIRD complex subunit
ZNF326 (Zinc finger protein o
ﬁa(*f‘l‘;"z—HUMA ZN326_HUMAN | ZNF326 Q5BKZL | 326) (Zinc finger protein 66kDa | 017 18 7 1 2 2 1 2 2 2 4 3 1'6655605 (g f‘;)
interacting with mRNPs and )
DBC1)
Translocase of inner N
ﬁ‘Q‘(Y%'sfHUMA ESSGGQfHUMA Q53669 | mitochondrial membrane 44 s1kDa | 0.8 79 32 48 10 7 4 1 2 9 5 8 Lesggzgo (09*21/‘2)
homolog (Fragment) :
Lactoylglutathione lyase (EC
4.4.1.5) (Aldoketomutase)
(Glyoxalase 1) (GIx 1) "
ﬁ7E2D87HUMA LGUL HUMAN | GLO1 QU760 | (Ketone-aldehyde mutase) 21kDa | 014 14 5 8 0 0 0 5 3 4 2 0 1'GSZ§°ZB ((%'é)
(Methylglyoxalase) (S-D- :
lactoylglutathione
methylglyoxal lyase)
Protein sel-1 homolog 3 16571028 0%
PTBP1_HUMAN SE1L3_HUMAN SEL1L3 Q68CR1 (Suppressor of lin-12-like 129 kDa 0.12 13 5 8 5 0 0 0 1 0 1 6 . e ©.22)
protein 3) (Sel-1L3) :
Serine/threonine-protein
kinase 3 (cCDNA FLJ16404 fis,
B3KWV6_HUM B3KYA7_HUM STK3 B3KYA7 clone UTERU2008019, highly 59 kDa 0.18 13 5 8 1 0 2 2 3 2 2 1 1.6571028 0%
AN (+1) AN on - g 43 (0.22)
similar to Serine/threonine-
protein kinase 3 (EC 2.7.11.1))
Ribonuclease UK114 (EC 3.1.-
.-) (14.5 kDa translational 1.6571028 0%
AL1B1_HUMAN UK114_HUMAN HRSP12 P52758 inhibitor protein) (p14.5) 14 kDa 0.24 13 5 8 0 2 2 1 3 2 2 1 ) 43 0.22)
(Heat-responsive protein 12) §
(UK114 antigen homolog)
N-sulphoglucosamine
sulphohydrolase (EC 3.10.1.1) 1.6571028 0%
CATA_HUMAN SPHM_HUMAN SGSH P51688 (Sulfoglucosamine 57 kDa 0.29 13 5 8 2 0 1 3 1 0 2 5 43 0.22)
st i (Sulpt
Nuclear receptor coactivator 5 o
ABKIABHUMA | NCOAS HUMA 1 ncoas QUHCD5 | (NCoA-5) (Coactivator 66kDa | 0.24 13 5 8 4 0 0 1 2 0 3 3 1’65131028 ((%“2)
i of AF-2) (CIA) :
39S ribosomal protein L41,
mitochondrial (L41mt) (MRP-
L41) (39S ribosomal protein
F1T0J2_HUMA L27 homolog) (Bcl-2- 1.6571028 0%
N RM41_HUMAN MRPL41 Q8IXM3 interacting mitochondrial 15 kDa 0.056 13 5 8 1 2 1 1 2 2 1 3 23 ©.22)

ribosomal protein L41) (Cell
proliferation-inducing gene 3
protein) (MRP-L27 homolog)
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Arylsulfatase A (ASA) (EC
3.1.6.8) (Cerebroside-

9
ZAMHI—HUMA ARSA_HUMAN | ARSA P15289 sulfatase) [Cleaved into: s4kDa | 031 13 5 8 4 1 1 0 1 1 4 2 1'6513023 (g ;‘é)
Arylsulfatase A component B; h
Arylsulfatase A component C]
Transforming growth factor-
beta-induced protein ig-h3
B5BUB5_HUMA (Beta ig-h3) (Kerato-epithelin) 1.6571028 0%
N(1) BGH3_HUMAN TGFBI Q15582 (RGD-containing collagen- 75 kDa 0.23 13 5 8 0 1 1 3 0 3 1 4 3 ©022)
associated protein) (RGD-
CAP)
FAM3C_HUMA B5BU32_HUMA Thymidine kinase (EC 1.6571028 0%
N N TK1 B5BU32 27.1.21) 25 kDa 0.35 13 5 8 0 4 1 0 1 4 1 2 43 ©022)
Double-stranded RNA-specific
adenosine deaminase
(DRADA) (EC 3.5.4.37) (136
HNRHS HUMA | DSRAD_HUMA | \par PS5265 | kDa double-stranded RNA- 136kDa | 015 69 28 2 4 4 5 14 10 5 18 g | LOSSEO | 9%
N (+1) N A« ; 72 (0.020)
binding protein) (p136)
(Interferon-inducible protein
4) (IF1-4) (K88DSRBP)
cDNA FLJ51036, highly
F8VXC8_HUMA B7Z507_HUMA similar to Matrix 1.6496306 95%
N (+2) N B72507 metalloproteinase-0 72 kDa 0.14 55 22 33 3 11 9 0 0 2 8 23 51 ©.037)
(EC3.4.24.35)
Microsomal glutathione S- 95%
B3KU62_HUMA MGST1_HUMA transferase 1 (Microsomal 1.6486670
N (+2) N MGST1 P10620 GST-1) (EC 25.1.18) 18 kDa 0.22 97 39 58 14 9 10 6 15 19 10 14 2 (0.0)080
(Microsomal GST-I)
Chromosome 12 open reading
QB86UA3_HUMA frame 10 (Chromosome 12 1.6465360 0%
ARF4_HUMAN N C120rf10 Q86UA3 open reading frame 10, 43 kDa 0.42 8 3 5 1 2 0 0 2 2 1 0 78 ©030)
isoform CRA_b)
REST corepressor 1 (REST
ABKOWT_HUM | J3KN32_ HUMA | ponpy 13KN32 | corepressor 1, isoform s3kDa | 0.9 8 3 5 0 1 2 0 2 0 2 1 1.6465360 0%
AN (+3) N CRA a) 78 (0.30)
PSMD6_HUMA RMND1_HUMA QINWS Requi_red for meiotic nuclear 1.6465360 0%
N N RMND1 8 division protein 1 homolog 52 kDa 051 8 3 5 L 1 0 1 3 0 0 2 78 (0.30)
Glutathione S-transferase Mu o
,S\‘MUA—HUMA ESTMZ—HUMA GSTM2 P28161 2 (EC 25.118) (GST class-mu | 26kDa | 0.14 8 3 5 0 0 0 3 1 5 0 0 1'64765360 ((%'6)
2) (GSTM2-2) :
cDNA, FLJ92860, highly
similar to Homo sapiens solute
ANM1_HUMAN B2R6A3_HUMA carrier family 9 1.6465360 0%
+2) N B2R6A3 | (codiumihydrogen exchanger), | S0 KP2 | 033 8 8 5 0 ! ! ! L 0 0 4 78 (0.30)
member 3 regulator 1
(SLC9A3R1), mMRNA
ATP-dependent Clp protease N
H'BCHfHUMA CLPX_HUMAN | cLPX 076031 | ATP-binding subunit clpX- 6okDa | 021 8 3 5 1 0 1 1 3 0 2 0 1'64%’360 (83/:))
like, mitochondrial )
cDNA, FLJ92300, Homo
B2R514_HUMA sapiens COP9 subunit 6 1.6465360 0%
PTN1_HUMAN N B2R514 (MOV34 homolog, 34 kD) 34 kDa 0.28 8 3 5 0 0 0 3 1 4 0 0 78 (0.30)
(COPS6), MRNA
Mitochondrial ribosomal
protein L18, isoform CRA_b o
MPRI_HUMAN | ABK9IDZ_HUMA | oo 19 ABKID2 | (CDNA FLI76688, highly 20KkDa | 0077 8 3 5 1 1 1 1 1 1 1 2 1.6465360 0%
(+1) N e ! 78 (0.30)
similar to Homo sapiens
HSPC071 mRNA)
cDNA, FLI93528, highly
similar to Homo sapiens solute
B2R7N6_HUMA carrier family 1 1.6465360 0%
ODB2_HUMAN N B2R7N6 (glutamatelneutral amino acid 56 kDa 0.17 8 3 5 0 1 2 0 0 1 3 1 78 ©030)
transporter), member 4
(SLC1A4), mRNA
3'(2'),5"-bisphosphate
nucleotidase 1 (cDNA
E%IT)SS—HUMA RADPSS_HUMA | gy BADPS5 | FLI52203, highly similar to 8kpa | 033 8 3 5 0 1 0 2 0 3 2 0 16465360 (S)Z%)
3'(2"),5"-bisphosphate :
nucleotidase 1 (EC 3.1.3.7))
Dynein light chain 2,
cytoplasmic (8 kDa dynein
BOUXBOHUM | DyL HUMAN | DYNLL2 QU6FI2 | light chain b) (DLC8b) 10kpa | 024 8 3 5 0 0 2 1 1 2 1 0 16465360 (S)Z%)
(Dynein light chain LC8-type :
2)
Sister chromatid cohesion
protein PDS5 homolog B 16433181 0%
RS10_HUMAN PDS5B_HUMAN PDS5B QINTIS (Androgen-induced 165 kDa 0.27 44 18 27 2 8 4 4 14 0 1 2 . 16 © 05“6)

proliferation inhibitor)
(Androgen-induced prostate
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proliferative shutoff-associated
protein AS3)

LOX5_HUMAN

EST1_HUMAN

CEs1

P23141

Liver carboxylesterase 1
(Acyl-coenzyme A:cholesterol
acyltransferase) (ACAT)
(Brain carboxylesterase hBr1)
(Carboxylesterase 1) (CE-1)
(hCE-1) (EC 3.1.1.1) (Cocaine
carboxylesterase) (Egasyn)
(HMSE) (Methylumbelliferyl-
acetate deacetylase 1) (EC
3.1.1.56)
(Monocyte/macrophage serine
esterase) (Retinyl ester
hydrolase) (REH) (Serine
esterase 1) (Triacylglycerol
hydrolase) (TGH)

63 kDa

0.26

45

18

27

10

21

16433181
16

0%
(0.056)

SOAT1_HUMA
N

TCPB_HUMAN

CCT2

P78371

T-complex protein 1 subunit
beta (TCP-1-beta) (CCT-beta)

57 kDa

0.12

116

46

68

12

14

23

26

14

1.6415416
24

95%
(0.0047

PRS7_HUMAN

HS90B_HUMAN

HSP90AB1

P08238

Heat shock protein HSP 90-
beta (HSP 90) (Heat shock 84
kDa) (HSP 84) (HSP84)

83 kDa

512

208

305

30

61

56

62

72

106

78

49

1.6414351
15

95% (<
0.00010

ACSS3_HUMAN

A4FTY4_HUMA
N

TXNRD2

A4FTY4

TXNRD2 protein

36 kDa

0.17

35

14

21

10

1.6337248
85

0%
(0.086)

B4DF70_HUMA
N (+1)

GFPT1_HUMAN

GFPT1

Q06210

Glutamine--fructose-6-
phosphate aminotransferase
[isomerizing] 1 (EC 2.6.1.16)
(D-fructose-6-phosphate
amidotransferase 1)
(Glutamine:fructose-6-
phosphate amidotransferase 1)
(GFAT 1) (GFAT1)
(Hexosephosphate
aminotransferase 1)

79 kDa

0.26

56

23

34

20

16277853
9

95%
(0.038)

2AAA_HUMAN
(+2)

Q53HUO_HUMA
N

Q53HUO

Chaperonin containing TCP1,
subunit 8 (Theta) variant
(Fragment)

60 kDa

0.27

101

41

60

18

15

14

16236454
72

95%
(0.0085

RCC1_HUMAN

SYWC_HUMAN

WARS

P23381

Tryptophan--tRNA ligase,
cytoplasmic (EC 6.1.1.2)
(Interferon-induced protein 53)
(IFP53) (Tryptophanyl-tRNA
synthetase) (TrpRS) (WRS)
[Cleaved into: T1-TrpRS; T2-
TrpRS]

53 kDa

0.28

52

21

31

1

20

16230873
16

95%
(0.047)

B4DTA2_HUMA
N

ATD3A_HUMA
N

ATAD3A

QINVI7

ATPase family AAA domain-
containing protein 3A

71 kDa

0.26

70

28

41

14

16175825
61

95%
(0.027)

MGST3_HUMA
N (+2)

DKC1_HUMAN

DKC1

060832

HIACA ribonucleoprotein
complex subunit 4 (EC
5.4.99.-) (CBF5 homolog)
(Dyskerin) (Nopp140-
associated protein of 57 kDa)
(Nucleolar protein NAP57)
(Nucleolar protein family A
member 4) (snoRNP protein
DKC1)

58 kDa

0.24

25

10

15

1.6173515
37

0%
(0.14)

ELAV1_HUMA
N

B4E1Z4_HUMA
N

CFB

B4E1Z4

Complement factor B
(Uncharacterized protein)
(cDNA FLJ55673, highly
similar to Complement factor

141 kDa

0.28

24

10

15

1.6173515
37

PGH1_HUMAN
(+2)

IF2M_HUMAN

MTIF2

P46199

B (EC 3.4.21.47))

Translation initiation factor IF-
2, mitochondrial (IF-2(Mt))
(IF-2Mt) (IF2(mt))

81 kDa

0.22

25

10

15

10

1.6173515
37

SERA_HUMAN

ARP10_HUMAN

ACTR10

QINZ32

Actin-related protein 10
(Actin-related protein 11)
(hARP11)

46 kDa

0.18

1.6172360
9

B5BTZ6_HUMA
N (+2)

HOY2S9_HUMA
N

MPRIP

HOY2S9

Myosin phosphatase Rho-
interacting protein (Fragment)

203 kDa

0.26

16172360
9

HOYK72_HUMA
N (+4)

NIPBL_HUMAN

NIPBL

QBKCT79

Nipped-B-like protein
(Delangin) (SCC2 homolog)

316 kDa

0.24

16172360
9

DDX21_HUMA
N

RRP1B_HUMA
N

RRP1B

Q14684

Ribosomal RNA processing
protein 1 homolog B (RRP1-
like protein B)

84 kDa

0.2

1.6172360
9

RS11_HUMAN

QBAHZ7_HUM
AN

DKFZp686A11
1

QBAHZ7

Putative uncharacterized
protein DKFZp686A111

239 kDa

0.36

16172360
9

B1AVU8_HUM
AN (+4)

ABCA1_HUMA
N

ABCAL

095477

ATP-binding cassette sub-
family A member 1 (ATP-
binding cassette transporter 1)

254 kDa

0.18

16172360
9
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(ABC-1) (ATP-binding
cassette 1) (Cholesterol efflux
regulatory protein)

Q86VX4_HUMA
N (+1)

CHERP_HUMA
N

CHERP

Q8IWX8

Calcium homeostasis
endoplasmic reticulum protein
(ERPROT 213-21) (SR-related
CTD i factor 6)

104 kDa

0.19

16172360
9

0%
(0.46)

ATP5H_HUMA
N

LONP2_HUMA
N

LONP2

QB6WAS

Lon protease homolog 2,
peroxisomal (EC 3.4.21.-)
(Lon protease-like protein 2)
(Lon protease 2) (Peroxisomal
Lon protease)

95 kDa

0.4

16172360
9

0%
(0.46)

DHSB_HUMAN

GLRX3_HUMA
N

GLRX3

076003

Glutaredoxin-3 (PKC-
interacting cousin of
thioredoxin) (PICOT) (PKC-
theta-interacting protein)
(PKCg-interacting protein)
(Thioredoxin-like protein 2)

37 kDa

0.3

1.6172360
9

0%
(0.46)

IPO7_HUMAN

ADAV58_HUMA
N

STRN3

ADAV58

Striatin, calmodulin binding
protein 3 (cDNA FLJ77970,
highly similar to Homo
sapiens nuclear autoantigen
GS2NA mRNA)

78 kDa

0.13

1.6172360
9

0%
(0.46)

SYNE2_HUMA
N

GBRL2_HUMA
N

GABARAPL2

P60520

Gamma-aminobutyric acid
receptor-associated protein-
like 2 (GABA(A) receptor-
associated protein-like 2)
(Ganglioside expression factor
2) (GEF-2) (General protein
transport factor p16) (Golgi-
associated ATPase enhancer of
16 kDa) (GATE-16) (MAP1
light chain 3-related protein)

14 kDa

0.04

1.6172360
9

0%
(0.46)

B3KM81_HUM
AN (+2)

APOBR_HUMA
N

APOBR

QovDs3

Apolipoprotein B receptor
(Apolipoprotein B-100
receptor) (Apolipoprotein B-
48 receptor) (Apolipoprotein
B48 receptor) (apoB-48R)

115 kDa

0.14

16172360
9

0%
(0.46)

Q5NKVB_HUM
AN

MSPD2_HUMA
N

MOSPD2

Q8NHPG

Motile sperm domain-
containing protein 2

60 kDa

0.25

16172360
9

0%
(0.46)

H3BT71_HUMA
N (+1)

QSOX2_HUMA
N

QSOX2

Q6ZRP7

Sulfhydryl oxidase 2 (EC
1.8.3.2) (Neuroblastoma-
derived sulthydryl oxidase)
(Quiescin Q6-like protein 1)

78 kDa

0.2

16172360
9

0%
(0.46)

B3KXC3_HUM
AN (+2)

B4DGF8_HUMA
N

B4DGF8

cDNA FLJ57877, highly
similar to Cleavage and
polyadenylation specificity
factor 7

51 kDa

0.44

16172360
9

0%
(0.46)

PRDX4_HUMA
N

WDR12_HUMA
N

WDR12

Q9GZLT

Ribosome biogenesis protein
WDR12 (WD repeat-
containing protein 12)

48 kDa

0.23

16172360
9

0%
(0.46)

PSMD1_HUMA
N

G9JXB8_HUMA
N

G9JXB8

RON variant E2E3

141 kDa

0.17

16172360
9

0%
(0.46)

BOYIW6_HUMA
N (+2)

GMPPB_HUMA
N

GMPPB

Q9Y5P6

Mannose-1-phosphate
guanyltransferase beta (EC
2.7.7.13) (GDP-mannose
pyrophosphorylase B) (GTP-
mannose-1-phosphate
guanylyltransferase beta)

40 kDa

0.14

1.6172360
9

0%
(0.46)

Q6FHK9_HUMA
N

E9PJB1_HUMA
N

UBXN1

E9PJBL

UBX domain-containing
protein 1 (Fragment)

33 kDa

0.38

1.6172360
9

0%
(0.46)

QB6GMX0_HUM
AN

NO66_HUMAN

NO66

Q9HEW3

Bifunctional lysine-specific
demethylase and histidyl-
hydroxylase NO66 (EC
1.14.11.-) (EC 1.14.11.27)
(60S ribosomal protein L8
histidine hydroxylase)
(Histone lysine demethylase
NO66) (Myc-associated
protein with JmjC domain)
(Nucleolar protein 66)
(hsNO66) (Ribosomal
oxygenase NO66) (ROX)

71 kDa

0.28

1.6172360
9

0%
(0.46)

B7ZLH8_HUMA
N (+2)

B4DFL3_HUMA
N

B4DFL3

cDNA FLJ56661, highly
similar to Proteasome subunit
beta type 4 (EC 3.4.25.1)

18 kDa

0.16

16172360
9

0%
(0.46)

BADYX8_HUM
AN (+1)

A8MY43_HUM
AN

BCKDK

A8BMY43

Branched chain ketoacid
dehydrogenase kinase, isoform
CRA_c ([3-methyl-2-

41 kDa

0.15

16172360
9

0%
(0.46)
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oxobutanoate dehydrogenase
[lipoamide]] kinase,
mitochondrial)

MPPA_HUMAN

HSP7E_HUMAN

HSPA14

QOVDF9

Heat shock 70 kDa protein 14
(HSP70-like protein 1) (Heat
shock protein HSP60)

55 kDa

0.18

16172360
9

0%
(0.46)

Q53G61_HUMA
N (+1)

TPPC5_HUMAN

TRAPPC5

Q8IURD

Trafficking protein particle
complex subunit 5

21 kDa

0.28

16172360
9

0%
(0.46)

B4DZI8_HUMA
N (+1)

B5BUIS_HUMA
N

DUSP3

B5BUIS

Dual specificity phosphatase 3
(Fragment)

21 kDa

0.24

16172360
9

(0.46)

H2AZ_HUMAN

ABK3S0_HUMA
N

ABK3S0

cDNA FLJ76127, highly
similar to Homo sapiens
replication factor C (activator
1) 5, 36.5kDa (RFC5),
transcript variant 1, mRNA

38 kDa

0.31

16172360
9

0%
(0.46)

FXR1_HUMAN

TRMB_HUMAN

METTL1

Q9UBPE

tRNA (guanine-N(7)-)-
methyltransferase (EC
2.1.1.33) (Methyltransferase-
like protein 1) (tRNA
(guanine(46)-N(7))-
methyltransferase)
(tRNA(M7G46)-
methyltransferase)

31 kDa

0.12

1.6172360
9

0%
(0.46)

ABK7NO_HUMA
N

Q58F09_HUMA
N

GCs1

Q58F09

Glucosidase |

92 kDa

125

51

74

13

13

22

14

26

1.6131091
29

95%
(0.0043

Q53HV2_HUMA
N (+2)

TR150_HUMAN

THRAP3

Qovaw1

Thyroid hormone receptor-
associated protein 3 (Thyroid
hormone receptor-associated
protein complex 150 kDa
component) (Trap150)

109 kDa

0.29

20

12

1.6038736
19

0%
(0.18)

IF2B3_HUMAN

TBL3_HUMAN

TBL3

Q12788

Transducin beta-like protein 3
(WD repeat-containing protein
SAZD)

89 kDa

0.25

20

12

1.6038736
19

0%
(0.18)

RAB10_HUMA
N

B3KRI2_HUMA
N

NDUFS7

B3KRI2

NADH dehydrogenase
[ubiquinone] iron-sulfur
protein 7, mitochondrial
(cDNA FLJ34304 fis, clone
FEBRA2007880, highly
similar to NADH-ubiquinone
oxidoreductase 20 kDa
subunit, mitochondrial (EC
1.6.5.3))

22 kDa

0.5

20

12

1.6038736
19

0%
(0.18)

B7ZM99_HUMA
N (+1)

AAKG1_HUMA
N

PRKAG1

P54619

5'-AMP-activated protein
kinase subunit gamma-1
(AMPK gammal) (AMPK
subunit gamma-1) (AMPKg)

38 kDa

0.15

20

12

16038736
19

0%
(0.18)

1433E_HUMAN

PSMD6_HUMA
N

PSMD6

Q15008

268 proteasome non-ATPase
regulatory subunit 6 (26S
proteasome regulatory subunit
RPN7) (26S proteasome
regulatory subunit S10)
(Breast cancer-associated
protein SGA-113M)
(Phosphonoformate immuno-
associated protein 4)
(Proteasome regulatory
particle subunit p44S10)
(p42A)

46 kDa

0.53

54

22

32

11

19

1.6014432
06

95%
(0.049)

IPYR_HUMAN

PYC_HUMAN

PC

P11498

Pyruvate carboxylase,
mitochondrial (EC 6.4.1.1)
(Pyruvic carboxylase) (PCB)

130 kDa

0.38

116

48

69

15

28

10

22

1.5976039
12

95%
(0.0064

SYDM_HUMAN

B4EOU6_HUMA
N

B4EOUG

cDNA FLJ53687, highly
similar to Hsc70-interacting
protein

40 kDa

0.13

1.5829757
93

0%
(0.23)

G6PE_HUMAN
(+1)

A8K521_HUMA
N

ABK521

cDNA FLJ78580, highly
similar to Homo sapiens
MCMS minichromosome
maintenance deficient 5, cell
division cycle 46 (MCMS5),
mRNA

82 kDa

0.19

1.5829757
93

0%
(0.23)

QIBWC7_HUM
AN

E9PH70_HUMA
N

KIDINS220

E9PH70

Kinase D-interacting substrate
of 220 kDa (Fragment)

145 kDa

0.4

15829757
93

0%
(0.23)

B4E3AS_HUMA
N (+1)

TM9S4_HUMA
N

TMOSF4

Q92544

Transmembrane 9 superfamily
member 4

75 kDa

0.28

15829757
93

0%
(0.23)

TOP2A_HUMA
N

FABP5_HUMAN

FABPS

Q01469

Fatty acid-binding protein,
epidermal (Epidermal-type
fatty acid-binding protein) (E-
FABP) (Fatty acid-binding

15 kDa

0.14

15829757
93

0%
(0.23)
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protein 5) (Psoriasis-associated
fatty acid-binding protein
homolog) (PA-FABP)

CCD47_HUMA | B2RIT9_HUMA B2RITO | CcDNA, FLI94551 2%kpa | 017 15 6 9 2 1 1 2 1 4 2 2 1.5829757 0%
N N 93 (0.23)
Protein S100-AL4 (S100 .
ETEW20 HUMA | 510AE HUMAN | S100A14 QUHCY8 | calcium-binding protein AL4) 12kpa | 018 15 6 9 3 2 1 0 3 0 2 4 1.5829757 0%
N (+1) (s114) 93 (0.23)
3-oxoacyl-[acyl-carrier- o
mlv“ss—HUMA 59‘1263—HUMA OXSM C912G3 | protein] synthase, 24kDa | 0076 15 6 9 1 1 1 3 8 1 0 0 1'5353757 (é’;‘g)
mitochondrial (Fragment) )
D-3-phosphoglycerate N
PLXBZ HUMA | gepa HUMAN | PHGDH 043175 | dehydrogenase (3-PGDH) (EC | 57kpa | 0.1 67 28 % 2 8 8 10 12 14 10 4 1.5792738 95%
N 11195) 53 (0.034)
cDNA FLJ12766 fis, clone
NT2RP2001520, highly 95%
DSG2_HUMAN if’\‘KMVE—HUM §3KMV similar to Calcium-binding 75KkDa | 0072 147 60 85 2 9 8 2 2 15 2 25 1'57773023 (0.0034
mitochondrial carrier protein )
Aralarl
Pre-B-cell leukemia
B2R769_HUMA transcription factor-interacting 1.5741377 0%
N (1) PBIPL_HUMAN | PBXIP1 Qo606 | i Hematopoetc 81 kDa 019 40 16 23 4 5 6 2 5 1 5 12 e 00%2)
PBX-interacting protein)
CDNA FLI50442, highly
RBP2_HUMAN B4DDUG_HUM B4DDU6G similar to T-complex protein 1 55 kDa 0.056 51 21 30 0 8 8 5 7 14 8 2 15727363 0%
AN riol- 9 (0.062)
subunit epsilon
Alpha/beta hydrolase domain-
containing protein 11
(Abhydrolase domain-
HEM6_HUMAN | ABHDBHUMA | spipig Q8NFV4 | containing protein 11) (EC 3.- 35 kDa 024 99 a 58 10 6 7 18 20 18 6 14 15705832 95%
N ; 54 (0.014)
.-.=) (Williams-Beuren
syndrome chromosomal region
21 protein)
Ubiquitin-like modifier- 95%
Q96CPS_HUMA | ga1 HUMAN UBAL pP22314 activating enzyme 1 (Protein 118kDa | 018 178 74 104 10 11 24 29 23 36 28 19 15668172 1 (9 0015
N A189) (Ubiquitin-activating 93 )
enzyme E1)
Q53GX7_HUMA Q5TB53_HUMA Transmembrane 9 superfamily 1.5602765 0%
R () N TMOSF3 QSTBS3 | e s (hragment) 30 kDa 025 35 14 20 6 3 3 3 4 7 5 4 7 ©11)
Arginase-2, mitochondrial (EC
E9PC28_HUMA 3.5.3.1) (Kidney-type 1.5566381 0%
N (+1) ARGI2_HUMAN | ARG2 P78540 arginace) (Non-nepatic 39 kDa 013 21 9 13 7 0 2 0 7 5 0 1 " ©18)
arginase) (Type |1 arginase)
CNPYZ_HUMA D3DTC2_HUMA Acyltransferase like 2, isoform 1.5566381 0%
N N AYTL2 DIDTCZ | cpn's 54 kDa 052 2 9 13 7 2 0 0 2 1 5 5 " ©.18)
CDNA FLJ76826, highly
ABK5A4_HUMA similar to Homo sapiens 1.5532571 0%
MRPLHUMAN | ABKSA4 | C o lasmin (ferroxidase) 122kDa | 011 53 22 31 3 8 7 5 12 2 12 4 pe (0.063)
(CP), MRNA
Fumarate hydratase, N
I‘NPOLHUMA FUMH_HUMAN | FH PO7954 mitochondrial (Fumarase) (EC | 55kDa | 0.18 84 35 4 9 12 8 6 2 8 7 13 1'5553034 0932/‘;.
42.1.) (0.025)
Thioredoxin domain-
containing protein 12 (EC
1.8.4.2) (Endoplasmic
reticulum resident protein 18)
AL9AL_HUMA TXD12_HUMA (ER protein 18) (ERp18) 1.5492420 0%
NG N TXNDC12 095881 (Endoplasmic reticutum 19 kDa 021 40 17 24 4 5 5 3 6 5 4 9 s (0.004)
resident protein 19) (ER
protein 19) (ERp19)
(Thioredoxin-like protein p19)
(hTLP19)
Transmembrane and coiled-
coil domain-containing protein
BADIIB HUMA | jajigs HUMAN | TMcoL JIEG 1 (Transmembrane and coiled- | 27kDa | 0.063 a 17 2 3 4 2 8 3 10 5 6 | LS4M0 | 0%
N (+1) - ( embra 2 (0.094)
coil domains 1, isoform
CRA_b)
CDNA FLI51907, highly 95% (<
BIDDUGHUM | Brzav2_HUMA B7z4v2 | similar to Stress-70 protein, 72kDa | 028 659 277 383 74 88 73 44 160 51 80 94 | 15491564 1 500010
(+1) N i - 7
mitochondrial )
2,4-dienoyl-CoA reductase,
mitochondrial (cDNA
RzS07 HUMA | BTZ6B8 HUMA | pecry B7Z6B8 | FLI50204, highly similar to 35 kDa 0.2 92 38 53 9 8 9 12 16 16 10 1 | PSR ((?gﬂz/'i)
2,4-dienoyl-CoA reductase,
mitochondrial (EC 1.3.1.34))
Glutaminyl-peptide
B4E1U9_HUMA QPCTL_HUMA cyclotransferase-like protein 15461781 0%
N N QPCTL QINXS2 | (e e (Golgi-resident 43 kDa 0.22 10 4 6 0 1 1 2 0 4 1 1 o1 ©31)

glutaminyl-peptide
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cyclotransferase) (isoQC)
(9QC)

Q53H34_HUMA

Protein kinase C alpha type

15461781

0%

N (+2) KPCA_HUMAN PRKCA P17252 (PKC-A) (PKC-alpha) (EC 77 kDa 0.19 10 4 6 0 2 1 1 0 1 1 4 61 (0.31)
2.7.11.13)
Disintegrin and
metalloproteinase domain-
containing protein 17 (ADAM
ADA17_HUMA 17) (EC 3.4.24.86) (Snake 1.5461781 0%
SYAC_HUMAN N ADAM17 P78536 venom-like protease) (TNF- 93 kDa 0.19 10 4 6 2 0 2 0 4 0 1 1 61 (0.31)
alpha convertase) (TNF-alpha-
converting enzyme) (CD
antigen CD156b)
Lysosomal Pro-X
carboxypeptidase (EC
3.4.16.2) (Angiotensinase C) o
BZRBIO_HUMA | pep uman PRCP P42785 (Lysosomal carboxypeptidase skDa | 0.5 10 4 6 0 1 3 0 0 0 5 1 1.5461781 0%
N (+1) " : 61 (0.31)
C) (Proline carboxypeptidase)
(Prolylcarboxypeptidase)
(PRCP)
Microsomal glutathione S-
GRHPR_HUMA MGST2_HUMA transferase 2 (Microsomal 1.5461781 0%
N 1) N MGST2 Q99735 GST-2) (EC 25.1.18) 17 kDa 0.27 10 4 6 1 1 0 2 2 2 1 1 o1 ©31)
(Microsomal GST-I1)
TEX10_HUMAN | ARL2_HUMAN ARL2 P36404 ADP-ribosylation factor-like 21 kDa 0.14 10 4 6 0 0 1 3 2 3 1 0 15461781 0%
protein 2 61 (0.31)
AP2M1_HUMA B7WP27_HUMA Pre-mRNA-splicing factor 1.5461781 0%
N (+1) N CwcC22 B7WP27 CWC22 homolog 106 kDa 0.25 10 4 6 1 1 1 1 2 0 2 2 61 (0.31)
Golgi resident protein GCP60
(Acyl-CoA-binding domain-
containing protein 3) (Golgi
complex-associated protein 1)
LEMD2_HUMA (GOCAPL) (Golgi 1.5461781 0%
N GCP60_HUMAN | ACBD3 Q9H3P7 phosphoprotein 1) (GOLPHL) 61 kDa 0.21 9 4 6 1 0 0 3 3 3 0 0 o1 ©031)
(PBR- and PKA-associated
protein 7) (Peripheral
benzodiazepine receptor-
i protein PAP7)
Ubiquitin carboxyl-terminal
hydrolase 10 (EC 3.4.19.12)
Q6N097_HUMA (Deubiquitinating enzyme 10) 1.5461781 0%
N UBP10_HUMAN USP10 Q14694 (Ubiquitin thicesterase 10) 87 kDa 0.19 10 4 6 0 2 2 0 2 0 4 0 61 (0.31)
(Ubiquitin-specific-processing
protease 10)
Serine protease HTRA2,
mitochondrial (EC 3.4.21.108)
(High temperature requirement o
E‘Z(EZ?LHUMA ETRALHUMA HTRA2 043464 | protein A2) (HtrA2) (Omi skpa | 022 10 4 6 1 1 1 1 1 1 3 1 1'54gj781 (g 3/,01)
stress-regulated endoprotease) )
(Serine protease 25) (Serine
proteinase OMI)
»(i(;)SFZ_HUMAN SELT_HUMAN SELT P62341 Selenoprotein T (SelT) 22 kDa 0.19 10 4 6 1 1 1 1 1 2 1 2 1'5425781 (é)u?{“l)
Endophilin-B1 (Bax-
SHLB1_HUMA interacting factor 1) (Bif-1) 1.5461781 0%
APOE_HUMAN N SH3GLB1 Q9Y371 (SH3 domain-containing 41 kDa 0.35 10 4 6 0 1 1 2 0 4 2 0 61 (031)
GRB2-like protein B1)
cDNA FLJ58081, highly
BADPK2_HUMA | BAE2X9_HUMA BAE2X9 | similar to Cleft lip and palate 75kDa | 024 0 12 17 6 3 1 2 1 5 6 6 15422398 0%
N (+2) N t N 09 (0.14)
ransmembrane protein 1
EOY368—HUMA :\}SRCS—HUMA 11SRC5 UBE2L3/KRAS fusion protein 34 kDa 0.28 29 12 17 1 1 3 7 2 7 6 3 1'54592398 (é)ufz)
Developmentally-regulated
GTP-binding protein 1 (DRG-
Q65859_HUMA 1) (Neural precursor cell 1.5422398 0%
N (+3) DRG1_HUMAN DRG1 Q9Y295 expressed developmentally 41 kDa 0.18 29 12 17 0 1 4 7 4 8 5 0 09 (0.14)
down-regulated protein 3)
(NEDD-3)
cDNA, FLJ96156, highly
OCAD1_HUMA B2RCM2_HUM similar to Homo sapiens 1.5413311 0%
N AN B2RCM2 | 1o vIMRNA synthetase 134 kDa 0.3 48 20 28 2 6 7 5 16 5 6 1 24 ©0.078)
(LARS), mRNA
Cytoplasmic dynein 1 heavy 95% (<
B4DGU4_HUM DYHC1_HUMA chain 1 (Cytoplasmic dynein 1.5393627
AN (+4) N DYNC1H1 Q14204 heavy chain 1) (Dynein heavy 532 kDa 0.24 347 146 201 49 32 40 27 40 96 45 26 58 0,0(;010
chain, cytosolic)
T-complex protein 1 subunit ,
fngszUMAN TCPA HUMAN | TCPL P17987 alpha (TCP-1-alpha) (CCT- 60kDa | 016 75 2 8 3 1 10 8 15 15 9 5 15355437 (093_,{“7)

alpha)
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Polypeptide N-
acetylgalactosaminyltransferas
e 2 (EC 2.4.1.41) (Polypeptide
GalNAc transferase 2)
(GalNAc-T2) (pp-GaNTase 2)
(Protein-UDP

Q53EW8_HUM GALT2_HUMA acetylgalactosaminyltransferas 1.5331682 0%
AN (1) N GALNT2 Q10471 ¢2) (UDP- 65 kDa 0.24 36 15 21 6 2 4 4 7 4 6 o7 ©012)
GalNAc:polypeptide N-
acetylgalactosaminyltransferas
e 2) [Cleaved into: Polypeptide
N-
acetylgalactosaminyltransferas
e 2 soluble form]
Methylmalonate-semialdehyde o
BZR7U4_HUMA | J3KNUB_HUMA | 5| pigar J3KNUS | dehydrogenase [acylating], s6kDa | 0.36 2 18 2 5 4 3 1 3 6 4 1.5269330 0%
N (+1) N ! ¢ 65 (0.097)
mitochondrial
DNA-directed RNA
polymerase Il subunit RPB1
(RNA polymerase Il subunit
B1) (EC 2.7.7.6) (DNA-
MOQWZ7_HUM directed RNA polymerase I 1.5268193 0%
AN (+1) RPB1_HUMAN POLR2A P24928 subunit A) (DNA-directed 217 kDa 0.24 17 7 10 2 3 2 0 1 6 3 o1 ©0.23)
RNA polymerase 111 largest
subunit) (RNA-directed RNA
polymerase Il subunit RPB1)
(EC 2.7.7.48)
Serine-threonine kinase
receptor-associated protein
B4DZK8_HUMA B4DNJ6_HUMA (cDNA FLJ51909, highly 1.5268193 0%
N (+2) N STRAP BADNIG similar to Serine-threonine 40 kDa 033 e 7 0 5 ! 0 2 5 3 0 54 (0.23)
kinase receptor-
i otein)
9
ﬁNASl—HUMA E7ER89—HUMA PAPSS2 E7ER8Y | Sulfate adenylyltransferase 70KkDa | 0083 17 7 10 3 3 1 0 8 2 0 1'52565193 (g ;‘g)
cDNA FLJ54595, highly )
'ﬁACTB—HUMA ﬁ“DEM—HUMA BADEI4 | similar to Golgi reassembly- 42 kDa 0.2 17 7 10 1 1 3 2 2 3 3 1'52565193 (gg'g)
stacking protein 2 )
Golgin subfamily A member 2
Q61Q30_HUMA GOGA2_HUMA (130 kDa cis-Golgi matrix 1.5268193 0%
N N GOLGA2 Q08379 protein) (GM120) (GM130 113 kDa 0.22 17 7 10 1 2 3 2 2 6 0 o1 ©0.23)
autoantigen) (Golgin-95)
Gamma-glutamyl carboxylase
(Gamma-glutymyl
carboxylase) (cDNA,
E7ETKO_HUMA ATYAIE_HUMA GGCX ATYA%% FLJ93613, highly similar to 88 kDa 0.36 17 7 10 1 1 1 4 0 3 3 1.5268193 0%
N (+1) N H . 54 (0.23)
lomo sapiens gamma-
glutamyl carboxylase
(GGCX), MRNA)
B4DZQ5_HUMA UPF0568 protein C140rf166 1.5223869 0%
N CN166_HUMAN | Cl4orfl66 QoY224 (CLE? homolog) (CLE) 28 kDa 0.1 50 21 29 3 5 9 7 9 7 7 " (0.080)
cDNA FLJ59211, highly 0
N GaPHIOMA, | SaDIQS_FUMA B4DIQS | similar to Glucosidase 2 60kDa | 018 83 3 a8 8 un | 10 | 1 5 wo| o | MEEERL o
subunit beta |
cDNA FLJ56016, highly
ZDCDG—HUMA 372809—HUMA B7Z809 similar to C-1-tetrahydrofolate 110 kDa 0.28 57 24 33 7 8 7 10 13 9 1 1'5133277 (OO(Z/E:G)
synthase, cytoplasmic )
cDNA, FLJ92825, highly
B2R679_HUMA similar to Homo sapiens 1.5178003 0%
PLD3_HUMAN N B2R679 SARIa gene homolog 1 (S. 22 kDa 0.13 24 10 14 2 2 5 2 9 2 1 74 (0.18)
cerevisiae) (SARA1), mMRNA
Aminoacyl tRNA synthase
complex-interacting
H3BN98_HUMA multifunctional protein 2 1.5178003 0%
N AIMP2_HUMAN AIMP2 Q13155 (Multisynthase complex 35 kDa 0.27 24 10 14 1 3 5 2 9 1 2 74 (0.18)
auxiliary component p38)
(Protein JTV-1)
Biliverdin reductase A (BVR o
ABKEYLHUMA | giea HumAN BLVRA P53004 A) (EC 1.3.1.24) (Biliverdin- 3KkDa | 028 2 10 14 2 2 3 3 5 2 4 1.5178003 0%
N 74 (0.18)
I1X alpha-reductase)
cDNA FLJ76254, highly
ITB4_ HUMAN ABK335_HUMA ABK335 similar to Homo sapiens 36 kDa 0.15 31 13 18 5 4 3 3 2 9 4 1.5125908 0%
N gamma-glutamyl hydrolase 06 (0.15)
(GGH), mRNA
Polyribonucleotide
nucleotidyltransferase 1, 15094303 95%
BDH_HUMAN PNPT1_HUMAN PNPT1 Q8TCS8 mitochondrial (EC 2.7.7.8) (3'- 86 kDa 0.23 92 39 53 11 11 11 22 11 8 12 - 69 © 0207)

5' RNA exonuclease OLD35)
(PNPase old-35)
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(Polynucleotide phosphorylase
1) (PNPase 1) (Polynucleotide
phosphorylase-like protein)

39S ribosomal protein L44,

0
ﬁsglf)el—HUMA RM44_HUMAN | MRPL44 QoHoI2 | mitochondrial (L44mt) (MRP- | 38kpa | 0.15 38 16 2 6 3 2 5 1 2 3 7 1'503922031 (é’ {‘é)
L44) (EC 3.1.26.-) :
cDNA FLJ38675 fis, clone o
ﬁ“([ﬁ)sa—“ UMA E3KTT°—HUMA B3KTTO | IMR322000243, highlysimilar | 42kDa | 0.3 38 16 2 0 3 5 8 7 5 6 4 1'503922031 (é’ {‘é)
to Nucleoporin Nup43 -
CDNA FLJ75392, highly "
ﬁa(*fgfz—HUMA QBKZUZ—HUMA A8K2U2 | similar to Homo sapiens 102kpa | 012 38 16 2 3 3 2 8 7 6 6 3 1'503922031 (é’ {‘é)
hexokinase I (HKII) mRNA -
5
LM%Z—HUMA 39HQB7—HUMA QUHIB7 | Coatomer subunit gamma 89 kDa 01 38 16 2 2 0 3 9 7 8 5 0 1'503922031 (é’ {‘é)
Similar to AFG3 ATPase N
SYNC_HUMAN ‘,38TA92—HUMA Q8TA92 | family gene 3-like 2 (Yeast) %kpa | 018 105 45 61 21 8 10 7 20 10 15 16 1'5013321 (0932/3)
(Fragment) .
Integrin beta-1 (Fibronectin
receptor subunit beta) o
QUZEKI_HUMA 1 1781_HUMAN ITGB1 PO5556 (Glycoprotein I1a) (GPIIA) ggkpa | 011 45 19 2 5 4 5 5 3 3 7 13 | L0ETE (000/;9)
(VLA-4 subunit beta) (CD
antigen CD29)
COIFRT_HUMA | FBWCY5_HUM - ' 15068276 0%
e b RCN2 FBWCY5 | Reticulocalbin-2 39kDa | 04 4 19 2 4 4 3 8 4 6 7 9 % (0069)
Q53HH4_HUMA Q86VX4_HUMA Structural maintenance of 1.5050724 0%
Q R SMmC3 Qsevxa | Stuctural main 142kpa | 019 52 2 30 6 7 7 2 13 1 13 3 0 008
Nucleosome assembly protein
1-like 1 (CDNA FLJ30458 fis,
ADPGK_HUMA | B3KNT8_HUMA clone BRACE2009421, highly 15050724 0%
n 8 NAPIL1 BaknTg | Clone BRACE2008421, b 43kpa | 014 52 2 0 4 4 1 3 8 11 6 5 0 008
ASSEMBLY PROTEIN 1-
LIKE 1)
Heterogeneous nuclear
ribonucleoprotein H3 (hnRNP
GFPTLHUMAN | HINRH3_HUMA 1y enphs P31042 | HB3) (Heterogeneous nuclear 37kpa | 023 66 28 38 4 8 8 7 9 8 14 7 15026597 0%
N 1 ; 44 (0.06)
ribonucleoprotein 2H9)
(hnRNP 2H9)
CCD47_HUMA Coiled-coil domain-containing 1.5026597 0%
SACLHUMAN | & ccoear Qoeazs | ol s6kpa | 024 67 28 38 8 6 5 9 7 9 9 13 20 (0085)
Mitochondrial dicarboxylate
carrier (Uncharacterized
BADLNL_HUMA protein) (CDNA FLJ60124, 15010877 |  95%
RSl4_HUMAN | & SLC25A10 BapLNL | P CONA 48kpa | 036 78 3 n 9 9 7 10 10 18 13 4 o ooty
Mitochondrial dicarboxylate
carrier)
Calcium-binding
mitochondrial carrier protein 95%
HSDL2_HUMA Aralar2 (Citrin) 1.4929146
N CMC2_HUMAN | sSLC25A13 QuUISO | (et (O partae 74kDa | 017 244 104 139 a 18 13 2 % 31 32 37 74 (0.21)309
glutamate carrier 2) (Solute
carrier family 25 member 13)
Enoyl-CoA hydratase,
mitochondrial (EC 4.2.1.17) 95%
ACSLA_HUMA | ecpm Human | Echst P30084 (Enoyl-CoA hydratase 1) 3kDa | 016 194 83 11 2 15 14 25 49 2 17 24 | 14924944 10029
N (+2) 52
(Short-chain enoyl-CoA )
hydratase) (SCEH)
CDNA, FL193299, highly
B2R761_HUMA similar to Homo sapiens sterol 1.4891861 0%
PSDLI_HUMAN | B B2RTSL | o o ey sokDa | 032 53 23 31 5 5 6 8 6 1 6 9 . 008)
MRNA
Filamin-A (FLN-A) (Actin-
binding protein 280) (ABP- 0596 (<
280) (Alpha-filamin) 14863919
H10_HUMAN FLNA_HUMAN | FLNA Paaaz | e ding 81kpa | 027 444 192 255 31 65 80 18 57 3 83 81 o 0.0(;010
protein) (Filamin-1) (Non-
muscle filamin)
cDNA FLI53004, highly "
ESRI99_HUMA | B726B3_HUMA B7Z6B3 | similar to Receptor expression- | 18kDa | 035 2% 1 15 4 2 0 5 3 4 2 6 14853087 0%
N (+1) N ! ! 54 (©0.19)
enhancing protein 5
Heterogeneous nuclear
ribonucleoprotein F (hnRNP
F) (Nucleolin-like protein
B72792_ HUMA | HNRPF_HUMA | \enpr P52597 | mes94-1) [Cleaved into: 46kDa | 028 116 a8 64 9 8 16 15 19 1 21 12 | 14887886 | 95%
N (+1) N 25 (0.021)
Heterogeneous nuclear
ribonucleoprotein F, N-
terminally processed]
MRRP1_HUMA F5H3I5_HUMA CDKS5 regulatory subunit- 1.4828052 0%
N 5 CDK5RAP3 FoHals | o e s 60kDa | 021 19 8 1 3 3 1 1 2 1 5 3 2 )
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28S ribosomal protein S2,

9
PCBPL_HUMAN | RT02_ HUMAN MRPS2 QoY399 | mitochondrial (MRP-52) BkDa | 023 18 8 1 2 2 1 3 2 3 2 4 1'43223052 (é’;‘;‘)
(S2mt) -
Cleavage and polyadenylation
specificity factor subunit 6
(Cleavage and polyadenylation
B7Z4B8_HUMA specificity factor 68 kDa 1.4828052 0%
N CPSF6_HUMAN CPSF6 Q16630 subunit) (CFIm68) (CPSF 68 59 kDa 0.14 19 8 11 0 3 1 4 2 0 8 1 2 (0.24)
kDa subunit) (Pre-mRNA
cleavage factor Im 68 kDa
subunit) (Protein HPBRII-4/7)
cDNA FLJ77763, highly
LMAN1_HUMA A8K813_HUMA similar to Homo sapiens 1.4828052 0%
N (+1) N ABKEL3 prolactin regulatory element 45kDa o1 18 8 u 6 0 1 1 1 3 2 5 2 (0.24)
binding (PREB), mMRNA
C1PHA2_HUMA K7ELC4_HUMA RPL22 K7ELC4 60S ribosomal protein L22 9kDa 0.085 19 8 1 1 2 2 3 3 4 1 3 1.4828052 0%
N N (Fragment) 2 (0.24)
Putative mitochondrial import o
ACTZ HUMAN | 1538 puman | TiMm23e Q5SRD1 | inner membrane translocase 28KkDa | 019 19 8 1 2 2 1 3 3 1 1 6 1.4828052 0%
(+1) mem 2 (0.24)
subunit Tim23B
Q9BR63_HUMA ABKB8D9_HUMA Glucose-6-phosphate 1- 1.4824177 95%
N (+1) N A8K8D9 dehydrogenase (EC 1.1.1.49) 59 kDa 0.15 99 42 56 3 13 15 11 1 14 21 10 N (0.029)
Nucleophosmin (NPM)
(Nucleolar phosphoprotein 1.4794982 95%
LYAG_HUMAN NPM_HUMAN NPM1 P06748 B23) (Nucleolar protein 33 kDa 0.092 7 33 44 7 6 9 11 10 14 10 10 79 (0.049)
NO38) (Numatrin)
Alkyldihydroxyacetonephosph
ate synthase, peroxisomal
(Alkyl-DHAP synthase) (EC 1.4781623 0%
SR140_HUMAN ADAS_HUMAN AGPS 000116 2.5.1.26) (Aging-associated 73 kDa 0.11 70 30 40 16 4 4 7 12 8 8 12 ) >
¢ 29 (0.058)
gene 5 protein)
(Alkylglycerone-phosphate
synthase)
Sequestosome-1 (EBI3-
associated protein of 60 kDa)
(EBIAP) (p60) "
PSD12_ HUMAN ZQSTM—HUMA SQSTM1 Q13501 | (Phosphotyrosine-independent | 48kDa | 0.16 12 5 7 2 2 1 0 2 3 1 2 1'47273353 ((%“1)
ligand for the Lck SH2 domain )
of 62 kDa) (Ubiquitin-binding
protein p62)
Tyrosine-protein phosphatase
non-receptor type 6 (EC
3.1.3.48) (Hematopoietic cell
RAB6B_HUMA protein-tyrosine phosphatase) 1.4779353 0%
N PTN6_HUMAN PTPNG P29350 (Protein-tyrosine phosphatase 68 kDa 0.44 12 5 7 0 1 4 0 0 0 5 3 28 (0.31)
1C) (PTP-1C) (Protein-
tyrosine phosphatase SHP-1)
(SH-PTP1)
Transcription elongation factor
SPT6 (hSPT6) (Histone "
Q53GX6_HUMA | o6 HUMAN | SUPT6H Q7KZ85 | chaperone suppressor of Ty6) 199kDa | 013 12 5 7 0 3 2 0 0 0 7 0 1.4779353 0%
N ) ) 28 (0.31)
(Tat-cotransactivator 2 protein)
(Tat-CT2 protein)
Insulin-degrading enzyme (EC
ARF1_HUMAN 3.4.24.56) (Abeta-degrading 1.4779353 0%
1) IDE_HUMAN IDE P14735 protease) (Insulin protease) 118 kDa 0.31 12 5 7 1 1 1 2 1 4 1 1 2 ©31)
(Insulinase) (Insulysin)
Q53FV3_HUMA COP9 signalosome subunit 4 1.4779353 0%
ITB1_HUMAN N Q53FV3 variant (Fragment) 46 kDa 0.14 11 5 7 0 1 2 2 3 2 2 0 28 (031)
Q53GN4_HUMA ATG9A_HUMA Autophagy-related protein 9A 1.4779353 0%
N (+3) N ATGYA Q723C6 (APGO-like 1) (MATGY) 94 kDa 0.1 12 5 7 1 2 1 1 1 4 1 1 2 ©31)
AB6QKW0_HUM J3K000_HUMA . 1.4779353 0%
AN (+1) N PEPD J3K000 PEPD protein 55 kDa 0.29 12 5 7 1 2 1 1 2 2 1 2 28 (031)
THO complex subunit 6
homolog (Functional o
g?‘\‘NVWLHUM I‘HOCG—HUMA THOC6 Q86W42 spliceosome-associated protein 38 kDa 0.25 12 5 7 0 0 2 3 2 1 3 1 1’4727:353 (é) :fl)
35) (fSAP35) (WD repeat- )
containing protein 58)
Malignant T-cell-amplified o
DHX30_HUMA | MCTSL_HUMA | yiorgy QUULC4 | sequencel (MCT-1) (Multiple | 21kpa | 0.14 12 5 7 0 0 0 5 3 3 1 0 1.4779353 0%
N (+1) N " ) (M 28 (0.31)
copies T-cell malignancies)
9
CRPELHUMA | CAYPLHUMA | caps 013938 | Calcyphosin (Calcyphosing) 21kDa | 037 12 5 7 1 0 0 4 7 0 0 0 1’4727:353 ((%“1)
. . 1.4745583 0%
ECI1_HUMAN APOE_HUMAN APOE P02649 Apolipoprotein E (Apo-E) 36 kDa 0.18 57 24 32 5 3 3 13 0 16 6 1 18 (0.084)
Apoptosis-inducing factor 1, 95%
mitochondrial (EC 1.1.1.-) 1.4726868
AAAS_HUMAN AIFM1_HUMAN AIFM1 095831 (Programmed cell death 67 kDa 0.2 175 75 99 20 20 14 21 39 17 23 21 98 (0.0059

protein 8)
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Leucine-rich PPR motif-

containing protein, 95% (<
ﬁspgx—HUMA ',;‘PPRC—HUMA LRPPRC P42704 mitochondrial (130 kDa 158kDa | 0.088 539 234 306 56 66 58 53 118 4 66 79 1'4633204 0.00010
leucine-rich protein) (LRP
130) (GP130)
Protein NipSnap homolog 2 o
BHRSLH UMA | NiPs2_HUMAN | GBAS 075323 | (NipSnap2) (Glioblastoma- 34kpa | 028 35 15 20 1 3 2 9 4 10 3 3 1'46‘:52407 (é’ {‘g)
amplified sequence) -
B2RBL3_HUMA Inverted formin-2 (HBEBP2- 1.4642407 0%
N (r1) INF2_HUMAN INF2 Q27381 binding protein ©) 136 kDa 0.34 34 15 20 3 4 6 2 2 3 15 0 o ©0.15)
B2RD27_HUMA MYEF2_HUMA Myelin expression factor 2 1.4641272 0%
N (r1) N MYEF2 QIP2KS (MEF-2) (MyEF-2) (MST156) 64 kDa 0.24 5 2 3 0 0 0 2 1 0 2 0 3 ©0.45)
Tetratricopeptide repeat
ARPC3_HUMA G3XAB3_HUM domain 17, isoform CRA_c 1.4641272 0%
N (+2) AN TTC17 G3XAB3 | (Terratricopeptide repeat 109 kDa 0.25 5 2 3 3 0 0 0 1 0 1 1 i ©0.45)
protein 17)
cDNA FLI53863, highly N
ﬁz(ﬁg')\‘g—HUMA Rrz2D6_HUMA B722D6 | similar to Cystathionine beta- sekDa | 0.12 3 2 3 0 0 1 1 1 1 1 0 Lasharz (g 1‘;)
synthase (EC 4.2.1.22) 3
CD82_HUMAN Q559Q5_HUMA NADH-ubiquinone 1.4641272 0%
- - ND2 Q5S9Q5 oxidoreductase chain 2 (EC 39 kDa 0.17 5 2 3 1 0 0 1 1 1 1 0 .
(+2) N 1653 31 (0.45)
4-hydroxyphenylpyruvate
dioxygenase-like protein (EC 1.4641272 0%
VATL_HUMAN HPDL_HUMAN HPDL QI6IR7 1.13.-) (Glyoxalase domain- 39 kDa 0.16 5 2 3 0 1 1 0 2 1 0 0 i ©0.45)
containing protein 1)
Glycine amidinotransferase,
mitochondrial (EC 2.1.4.1) (L-
B4DP27_HUMA GATM_HUMAN | GATM P50440 arginine:glycine 48 kDa 0.3 5 2 3 0 2 0 0 2 1 0 0 14641272 0%
N (+1) o 31 (0.45)
amidinotransferase)
(Transamidinase)
ABK5A4_HUMA ABNJZ9_HUMA Nucleolar complex protein 3 1.4641272 0%
N (+4) N NOC3L ABNJZ9 homolog 93 kDa 0.11 5 2 3 0 0 0 2 1 0 1 1 i ©0.45)
Nucleolar complex protein 4
homolog (NOC4 protein
sMuL_HUMAN | NOCAL_HUMA 1 yoey Q9BVI4 | homolog) (NOC4-like protein) | 58kDa | 0.16 5 2 3 0 1 0 1 0 0 3 0 1.4641272 0%
N . 31 (0.45)
(Nucleolar complex-associated
protein 4-like protein)
mSDHLfHUMA CUL2_HUMAN cuL2 Q13617 Cullin-2 (CUL-2) 87 kDa 0.17 5 2 3 0 0 1 1 1 1 1 0 1'46;11272 ((;)Zﬂs)
B4E2A6_HUMA C9JZG9_HUMA Ubiquitin-conjugating enzyme 1.4641272 0%
N (1) N UBE2H C9JZG9 E2 H (Fragment) 12 kDa 0.18 5 2 3 0 0 0 2 2 0 1 0 i ©0.45)
Sn1-specific diacylglycerol
Ef'(g)QZ—HUMA DGLB_ HUMAN | DAGLB Q8NCG7 | lipase beta (DGL-beta) (EC 74kDa | 023 5 2 3 2 0 0 0 0 1 1 1 Laea1ere ((?Zﬂs)
3.1.1.-) (KCCR13L) :
Glutamine-dependent NAD(+)
synthetase (EC 6.3.5.1) o
no(ﬁ)RLHUMA NADE_HUMAN | NADSYN1 Q61A69 | (NAD(+)synthase [glutamine- | 79kDa | 0.24 5 2 3 0 1 0 1 0 3 0 0 1'46;11272 (g :‘;J.)
hydrolyzing]) (NAD(+) )
synthetase)
Q5JQ44_HUMA AGNFN2_HUMA - 1.4641272 0%
N (+1) N ABIL ABNFN2 | Abl interactor 1 55 kDa 0.34 5 2 3 1 0 1 0 0 2 0 1 3 ©0.45)
NADH-ubiquinone
SYG_HUMAN GILIS5_ HUMA | \ps GILI35 | oxidoreductase chain 5 (EC 67kDa | 018 5 2 3 2 0 0 0 1 0 2 0 1.4641272 0%
N 1653) 31 (0.45)
6PGD_HUMAN 1.4641272 0%
(+3) BYST_HUMAN BYSL Q13895 Bystin 50 kDa 0.22 5 2 3 0 1 0 1 1 0 2 0 3 ©0.45)
Inhibitor of nuclear factor
kappa-B kinase-interacting
protein (I kappa-B kinase- 1.4641272 0%
PDS5B_HUMAN | IKIP_HUMAN IKBIP Q70UQOD interacting protein) (IKBKB- 39 kDa 0.12 5 2 3 2 0 0 0 0 0 2 1 3 0.45)
interacting protein) (IKK-
protein)
RS18_HUMAN GHDC_HUMAN | GHDC Q8N2gg | G domain-containing sgkDa | 041 5 2 3 2 0 0 0 0 0 0 3 14641272 0%
protein 31 (0.45)
G3VOE8 HUMA | 15501 Human | 1soct Quscny | Isochorismatase domain- 2KDa | 021 5 2 3 0 1 1 0 0 0 2 1 14641272 0%
N containing protein 1 31 (0.45)
cDNA FLJ13173 fis, clone
B2RCM2_HUM B3KN09_HUMA NT2RP3003831, highly 1.4641272 0%
AN (+5) N B3KNO9 | Giilar to Endonuclease Glike | 41KDa | 014 5 2 8 2 0 0 0 ! 2 0 1 31 (0.45)
1 (EC 3.1.30.)
Mitochondrial antiviral-
signaling protein (MAVS)
(CARD adapter inducing
LAP2A_HUMA interferon beta) (Cardif) 1.4641272 0%
N MAVS_HUMAN | MAVS Q7z434 (Interferon beta promoter 57 kDa 0.22 5 2 3 1 0 0 1 1 1 1 0 5 ©0.45)

stimulator protein 1) (IPS-1)
(Putative NF-kappa-B-
activating protein 031N)
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(Virus-induced-signaling
adapter) (VISA)

CDNA, FLI94230, highly

ABKIT8_HUMA B2R960_HUMA similar to Homo sapiens 1.4641272 0%
N (1) N B2R9O0 | thioredoxin-like 1 (TXNLL), 82kba | 011 5 2 3 0 0 0 2 0 2 ! 0 31 (0.45)
mMRNA
cDNA FLJ78448, highly
similar to Homo sapiens o
EZ‘EG—HUMA QBKAPQ—HUMA ABKAPY | argininosuccinate synthetase aTkpa | 022 88 38 50 5 8 7 18 13 2 13 1 1'46§§453 (oggfz)
(ASS), transcript variant 1, ’
mMRNA
C9INW5_HUMA H7BXI1_HUMA Extended synaptotagmin-2 1.4622453 95%
N N ESYT2 H7BXI1 (Fragment) 98 kDa 0.31 88 38 50 20 6 5 7 9 16 13 14 ) (0.042)
Succinate dehydrogenase
[ubiquinone] iron-sulfur
NCBPLHUMA | piise HUMAN | SDHB P21912 subunit, mitochondrial (EC 32kDa | 014 51 2 29 7 3 5 7 1 4 7 7 1.4568891 0%
N - 91 (0.10)
1.3.5.1) (Iron-sulfur subunit of
complex 11) (Ip)
cDNA FLJ44436 fis, clone
BOV043_HUMA B3KX11_HUMA UTERU2019706, highly 1.4537413 95%
N (+1) N B3KX11 imilar to T-complex protein 1 58 kDa 0.13 90 39 51 4 14 8 13 17 16 12 6 12 ©0.043)
subunit gamma
Long-chain-fatty-acid--CoA
ACSL4_HUMA ligase 4 (EC 6.2.1.3) (Long- 1.4529663 0%
NUP98_HUMAN N ACSL4 060488 chain acyl-CoA synthetase 4) 79 kDa 0.1 66 29 38 8 9 10 2 9 7 11 10 &7 ©072)
(LACS 4)
Choline transporter-like
OSBLE_HUMA CTL2_HUMAN SLC44A2 Q8IWAS5 protein 2 (Solute carrier family 80 kDa 0.14 44 19 25 14 1 1 3 12 1 6 7 1.4515108 0%
N (+1) 1 (0.13)
44 member 2)
cDNA FLJ76467, highly
similar to Homo sapiens acyl-
S12A2_HUMAN Q8K9T3*HUMA ABKIT3 CoA synthetase long-chain 78 kDa 0.14 83 36 47 9 8 9 10 1 13 12 21 1'455‘?393 (00(;/5"1)
family member 1 (ACSL1),
mRNA
cDNA FLJ56637, highly
RT29_HUMAN B4DLT2_HUMA B4DLT2 similar to Nuclear pore 151 kDa 0.19 84 36 47 11 9 8 9 11 11 14 11 14505393 0%
N ; 14 (0.051)
complex protein Nup155
Putative pre-mRNA-splicing
factor ATP-dependent RNA ,
SYWC_HUMAN BHXH—HUMA DHX15 043143 | helicase DHX15 (EC 3.64.13) | 91kpa | 0.26 137 60 78 7 18 13 2 17 10 31 19 1'4433437 (0931/"6)
(ATP-dependent RNA helicase .
#46) (DEAH box protein 15)
HOY9V9_HUMA | J3QQQ9_HUMA KRAB-A domain-containing 1.4473795 0%
N (+1) N KRBA2 J3QQQ9 protein 2 13 kDa 0.2 22 9 12 2 2 2 3 1 6 2 3 " ©0.28)
RLA2_HUMAN n’DRmeUMA WDR18 QUBV38 ‘l"éD repeat-containing protein 4TkDa | 056 2 9 12 5 0 0 4 6 2 1 3 1'4415795 (8"2/“4)
9
EGFG"‘LHUMA EQPK“LHUMA PYGL E9PK47 | Phosphorylase (EC 2.4.1.1) 94kDa | 026 2 9 12 4 0 0 3 1 7 4 0 1'4415795 ((%';‘)
9
DEK_HUMAN 34[" 15_HUMA B4DII5 Importin subunit alpha 60kDa | 018 2 9 12 1 3 2 3 5 4 3 1 1'4415795 (g ;‘;‘)
Eukaryotic translation
initiation factor 4 gamma 3 1.4473795 0%
MESD_HUMAN IFAG3_HUMAN EIF4G3 043432 (elF-4-gamma 3) (elF-4G 3) 177 kDa 0.29 21 9 12 1 3 2 0 3 3 4 2 . 46 (0.24)
(elFAG 3) (elF-4-gamma I1) :
(elF4GII)
Elongation factor 1-gamma N
Q9DV6_HUMA | eri5 human | EEF1G P26641 (EF-1-gamma) (éEF-18 s0kDa | 0.16 92 % 52 3 9 10 18 10 2 12 6 1.4456496 95%
N (+1) qamma) 34 (0.044)
Programmed cell death protein
J3KNUS_HUMA | PDCD6_HUMA 6 (Apoptosis-linked gene 2 1.4442703 0%
N (+1) N PDCD6 075340 protein) (Probable calciurn- 22 kDa 0.23 37 16 21 3 3 5 6 3 2 5 11 ¥ ©015)
binding protein ALG-2)
Pre-mRNA-processing factor
40 homolog A (Fas ligand-
associated factor 1) (Formin-
binding protein 11) (Formin-
binding protein 3) (Huntingtin 1.4442703 0%
PDPR_HUMAN PR40A_HUMAN PRPF40A 075400 yeast partner A) (Huntingtin- 109 kDa 0.19 37 16 21 3 6 4 4 5 1 5 10 a8 015
interacting protein 10) (HIP-
10) (Huntingtin-interacting
protein A) (Renal carcinoma
antigen NY-REN-6)
17GSS2_HUMA Q6MZM3_HUM DKFZp686C21 Q6MZM Putative uncharacterized 1.4442703 0%
N AN 3 protein DKFZp686C21148 141 kDa 0.42 7 6 2 8 6 8 4 8 ° 9 4 88 (0.15)
Q5XPV6_HUMA Cytochrome P450 1B1 (EC 1.4442703 0%
N CP1B1_HUMAN CYP1B1 Q16678 114.14.1) (CYPIB1) 61 kDa 0.19 37 16 21 5 3 2 6 0 4 8 9 a8 015
Probable global transcription
B5MCA4_HUM SMCAL_HUMA : g 1.4442703 0%
AN (+1) N SMARCAL P28370 activator SNF2L1 (EC 3.6.4.-) 123 kDa 0.11 37 16 21 4 3 5 0 10 1 8 2 a8 ©015)

(ATP: helicase
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SMARCAL) (Nucleosome-
remodeling factor subunit
SNF2L) (SWI/SNF-related
matrix-associated actin-
dependent regulator of
chromatin subfamily A
member 1)

CDP-diacylglycerol--inositol
3-phosphatidyltransferase
(Phosphatidylinositol
synthase), isoform CRA_b

B3KSW0_HUM (cDNA FLJ37149 fis, clone 1.4429890 0%
PSIP1_HUMAN AN CDIPT B3KSWO BRACE2025437, highly 20 kDa 0.11 53 23 30 8 4 3 8 7 8 7 8 po ©11)
similar to CDP-diacylglycerol-
-inositol3-
phosphatidyltransferase (EC
2.7.8.11))
cDNA FLJ76284, highly
similar to Homo sapiens
PGAML HUMA [ ASKAWT_HUM ABKAWT? | succinate-CoA ligase, GDP- 3BKkDa | 031 2 13 17 4 2 2 5 7 3 4 3 1.4339940 0%
N (+1) AN formi : 28 (0.19)
orming, alpha subunit
(SUCLG1), MRNA
Coatomer protein complex,
VATE1_HUMA MO0QXB4_HUM MOQXB subunit epsilon, isoform 1.4285185 0%
N AN CopEe 4 CRA_g (Coatomer subunit 37 kDa 021 5 6 8 0 1 2 2 2 7 0 0 79 (0.31)
epsilon)
Beta-catenin-like protein 1
A8K614_HUMA B4DE16_HUMA (cDNA FLJ53492, highly 1.4285185 0%
N (+1) N CTNNBLL BADE16 similar to Beta-catenin-like 62 kDa 012 14 6 8 0 4 ! ! ! 8 4 0 79 (0.31)
protein 1)
Mitochondrial import inner
ALUI8_HUMA membrane translocase subunit 1.4285185 0%
N TIM14_HUMAN DNAJC19 Q96DA6 TIM14 (DnaJ homolag 12 kDa 0.22 14 6 8 1 1 1 2 2 2 2 2 79 (0.31)
subfamily C member 19)
cDNA FLJ10425 fis, clone N
PRS8_HUMAN ﬁKMM—HUM B3KM74 | NT2RP1000326, highly 30kDa | 025 14 6 8 3 1 0 2 3 1 1 3 1'4255185 (g ;“1)
similar to Metaxin-2 i}
SPON1_HUMA D6R952_HUMA MSMO1 D6RI52 Methylsterol monooxygenase 28 kDa 013 14 6 8 ] 2 ] 2 2 3 ] 1 1.4285185 0%
N N 1 79 (0.31)
cDNA FLJ75088, highly
B3KNT8_HUMA A8BK5M4_HUM similar to Homo sapiens p21 1.4264887 0%
N (+11) AN ABKSMA | COKN1A)-activated kinase2 | o8KPa | 014 39 e 2 0 4 8 5 5 12 4 1 39 (0.16)
(PAK2), MRNA
cDNA FLJ56307, highly
B4DPD5_HUMA similar to Ubil 1.4264887 0%
ECHP_HUMAN N B4DPD5 thioesterase protein OTUBL 35 kDa 0.23 39 17 22 0 5 2 10 8 7 4 3 39 (0.16)
(EC 3.4.-.-)
Q7KZ24_HUMA H3BN98_HUMA Uncharacterized protein 1.4216923 0%
N (1) N H3BN98 (Fragment) 27 kDa 0.2 48 21 27 4 6 4 7 8 12 4 4 2 ©013)
26S proteasome non-ATPase
regulatory subunit 2 (26S
proteasome regulatory subunit
RPN1) (268 proteasome o
BADKB2 HUM | PSMD2 HUMA | poyipy Q13200 | regulatory subunit S2) (265 100kDa | 019 108 a7 60 6 14 13 14 14 20 17 9 14216317 | 95%
AN (+1) N : 16 (0.038)
proteasome subunit p97)
(Protein 55.11) (Tumor
necrosis factor type 1 receptor-
associated protein 2)
,S\‘TMLZ_HUMA C9J911_HUMAN SELI C9J911 Selenoprotein | 44 kDa 0.21 30 10 13 2 0 6 2 6 2 3 2 1'41?62520 ((;)u;il)
NADH-ubiquinone
B2RBA2_HUMA AOSBME_HUM ND1 A0SBM6 oxidoreductase chain 1 (EC 36 kDa 0.22 23 10 13 6 1 2 2 4 4 3 2 14182520 0%
N (+1) AN 1.653) 76 (0.24)
Cyclin-dependent kinase 1
(CDK1) (EC 2.7.11.22) (EC
2.7.11.23) (Cell division 1.4182520 0%
DNJC3_HUMAN CDK1_HUMAN CDK1 P06493 control protein 2 homolog) 34 kDa 0.18 22 10 13 0 4 4 2 3 4 5 1 76 (0.24)
(Cell division protein kinase 1)
(p34 protein kinase)
SCRIB_HUMAN | BOUTLHUMA BOILTL | MYOLF variant protein 125kDa | 0.057 66 20 37 6 12 9 2 3 6 8 19 | M (00(;/;0)
Cytochrome b-c1 complex
subunit 2, mitochondrial 95%
MUTA HUMAN | QCR2 HUMAN | UQCRC2 P22695 (Complex 111 subunit 2) (Core sKa | 023 194 86 109 2 16 19 19 2 16 27 34 | LAIS4032 1 h0g3
protein I1) (Ubiquinol- 1 )
cytochrome-c reductase
complex core protein 2)
DDX46_HUMA B2R7P8_HUMA B2R7P8 c_DNA, FLJ93545, h!ghly 65 kDa 01 20 14 18 0 6 4 4 5 10 3 0 1.4133863 0%
N N similar to Homo sapiens 5- 61 (0.19)
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aminoimidazole-4-
carboxamide ribonucleotide
formyltransferase/IMP
cyclohydrolase (ATIC),

mMRNA
9
NPCL_HUMAN | J3QRUL HUMA | gy J3QRUL | Tyrosine-protein kinase Yes 61kDa | 007 31 14 18 3 4 5 2 7 4 0 4 1.4133863 0%
(+1) N 61 (0.19)
Nuclear pore membrane
glycoprotein 210 (Nuclear
pore protein gp210) (Nuclear o
ﬁa(*fgfs—HUMA PO210_HUMAN | NUP210 QBTEML | envelope pore membrane 205kDa | 0.069 84 37 & 14 8 8 7 17 14 8 9 1'4125985 (000/; "
protein POM 210) (POM210) ’
(Nucleoporin Nup210) (Pore
membrane protein of 210 kDa)
EDX“LH UMA | RCNL HUMAN | RCN1L 015203 | Reticulocalbin-1 9KkDa | 013 a 18 2 8 3 3 4 2 6 5 10 1'“?5’547 (é"’{"e)
Serine/threonine-protein
phosphatase 2A catalytic o
TMX1_HUMAN ZPZAAfHUMA PPP2CA P67775 subunit alpha isoform (PP2A- 3KkDa | 013 a 18 2 1 5 2 10 6 6 9 2 1'“?5’547 (é’ fe)
alpha) (EC 3.1.3.16) :
(Replication protein C) (RP-C)
F5H6U7_HUMA ABQKWO_HUM ABQKW 1.4087072 0%
N (1) AN SHINC3 A SHINC3 28 kDa 0.27 50 22 28 6 4 5 8 3 5 8 12 0 ©13)
cDNA FLJ58682, highly
:34DJQE*H UMA zUS‘W*HUMA B7Z5)7 similar to Vesicle-fusing 82 kDa 0.13 151 67 84 16 12 24 15 18 15 25 27 1'3933702 ((;95602/111)
ATPase (EC 3.6.4.6)
NAD(P) transhydrogenase,
mitochondrial (EC 1.6.1.2)
B4E324_ HUMA NNTM_HUMAN NNT Q13423 (Nicotinamide nucleotide 114 kDa 0.1 97 43 54 17 8 9 9 12 13 17 12 1.3982413 0%
N (+2) e 92 (0.055)
transhydrogenase) (Pyridine
nucleotide transhydrogenase)
ARC1B_HUMA B3KRS5_HUMA Histone deacetylase (EC 1.3967933 0%
N N HDAC2 B3KRS5 3.5.1.98) 52 kDa 0.22 52 23 29 0 7 5 6 0 0 11 7 35 (0.13)
FAS-associated factor 2
(Protein ETEA) (UBX 1.3953152 0%
CISD2_HUMAN FAF2_HUMAN FAF2 Q96CS3 domain-containing protein 3B) 53 kDa 0.37 34 15 19 10 1 3 1 7 1 7 4 ) 3 0
¢ o 5 (0.20)
(UBX domain-containing
protein 8)
cDNA FLI77742, highly
similar to Homo sapiens o
ﬁg({(\ﬁe—HUMA ,‘\}BKGM—HUMA ABKSAS | integrin, alpha 5 (fibronectin 114kDa | 0.085 2 1 14 0 6 5 0 0 1 6 7 1'39935303 (g ;‘;‘)
receptor, alpha polypeptide), :
mRNA
4F2 cell-surface antigen heavy
chain (4F2hc) (4F2 heavy
chain antigen) (Lymphocyte .
(Eizl‘)"/LHUMAN 4F2_HUMAN sLC3A2 P08195 activation antigen 4F2 large 68kDa | 0.14 17 52 65 9 18 19 6 14 12 19 20 1'3913;’105 (09*21‘6)
subunit) (Solute carrier family :
3 member 2) (CD antigen
CD98)
Mucin-16 (MUC-16) (Ovarian
B9EGQ8_HUMA MUC16_HUMA cancer-related tumor marker 2353 1.3910820 0%
N (+2) N Mucie QBWXI7 | cA125) (CA-125) (Ovarian kDa 0.062 16 7 9 6 ! 0 0 7 0 L 1 65 (031)
carcinoma antigen CA125)
Apolipoprotein L2 N
FLII_HUMAN APOLZHUMA 1 apoL2 QUBQES | (Apolipoprotein L-1f) (ApoL- 37kDa | 0084 17 7 9 5 0 0 2 3 1 1 4 1'39613320 ((%“1)
1) :
Endoplasmic reticulum-Golgi
BOQYB9_HUMA E9PFAS_HUMA ERGIC3 E9PFA8 intermediate compartment 45 kDa 0.22 16 7 9 2 2 2 1 3 3 2 1 1.3910820 0%
N N i 65 (0.31)
protein 3
BRCA1-A complex subunit
BRE (BRCA1/BRCA2-
i‘:\‘DGMg—HUM BRE_HUMAN BRE QINXR7 containing complex subunit 44 kDa 0.38 16 7 9 2 1 2 2 1 4 2 2 1.39615?820 ((;)Z"l)
45) (Brain and reproductive i
organ-expressed protein)
cDNA, FLJ92180, highly
mDUVZ—HUMA EZRAQLHUMA B2R4Q7 similar to Homo sapiens brain 14 kDa 0.3 16 7 9 3 1 2 1 1 3 1 4 1’39é§820 ((;)Z“l)
protein 44 (BRP44), mRNA )
Growth factor receptor-bound
A4DOR2_HUMA protein 7 (B47) (Epidermal 1.3910820 0%
N (1) GRB7_HUMAN GRB7 Q14451 growth factor receptor GRB-7) 60 kDa 0.15 16 7 9 1 0 2 4 4 4 1 0 &5 ©31)
(GRBTY adapter protein)
NADH dehydrogenase
[ubiquinone] 1 alpha
subcomplex subunit 4 o
E‘Z(??;BS_HUMA mDUAA—HUMA NDUFA4 000483 (Complex I-MLRQ) (CI- 9 kDa 0.085 16 7 9 5 0 0 2 4 2 2 1 13961;)820 ((%01)

MLRQ) (NADH-ubiquinone
oxidoreductase MLRQ
subunit)
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H15_HUMAN

PHB_HUMAN

PHB

P35232

Prohibitin

30 kDa

0.3

259

116

144

39

19

2

28

54

27

34

1.3877835
7

95%
(0.0044
)

C163A_HUMAN

BAP31_HUMAN

BCAP31

P51572

B-cell receptor-associated
protein 31 (BCR-associated
protein 31) (Bap31) (6C6-AG
tumor-associated antigen)
(Protein CDM) (p28)

28 kDa

0.1

101

45

56

15

13

14

24

1.3862074
84

0%
(0.056)

PTPRF_HUMAN

QCR1_HUMAN

UQCRC1

P31930

Cytochrome b-c1 complex
subunit 1, mitochondrial
(Complex 111 subunit 1) (Core
protein I) (Ubiquinol-
cytochrome-c reductase
complex core protein 1)

53 kDa

0.077

139

62

7

14

13

24

1

21

22

1.3855579
54

95%
(0.030)

G3V198_HUMA
N (+1)

B9A067_HUMA
N

IMMT

B9A067

[} ial inner
protein

79 kDa

0.083

175

79

98

34

15

16

28

13

28

30

1.3852328
02

95%
(0.016)

ARPC4_HUMA
N (+1)

SYEP_HUMAN

EPRS

P07814

Bifunctional
glutamate/proline--tRNA
ligase (Bifunctional
aminoacyl-tRNA synthetase)
(Cell proliferation-inducing
gene 32 protein) (Glutamatyl-
prolyl-tRNA synthetase)
[Includes: Glutamate--tRNA
ligase (EC 6.1.1.17)
(Glutamyl-tRNA synthetase)
(GIuRS); Proline--tRNA ligase
(EC 6.1.1.15) (Prolyl-tRNA
synthetase)]

171 kDa

0.35

82

37

46

14

17

14

10

1.3833019
95

0%
(0.079)

F8VPD4_HUMA
N (+1)

USPOX_HUMA
N

USPOX

Q93008

Probable ubiquitin carboxyl-
terminal hydrolase FAF-X (EC
3.4.19.12) (Deubiquitinating
enzyme FAF-X) (Fat facets in
mammals) (hFAM) (Fat facets
protein-related, X-linked)
(Ubiquitin thioesterase FAF-
X) (Ubiquitin-specific protease
9, X chromosome) (Ubiquitin-
specific-processing protease
FAF-X)

292 kDa

0.097

45

20

25

17

1.3831861
67

0%
(0.26)

B2RAKL_HUM
AN (+1)

B3KNB4_HUM
AN

B3KNB4

cDNA FLJ14168 fis, clone
NT2RP2001440, highly
similar to 14-3-3 protein
gamma

28 kDa

0.11

45

20

25

1.3831861
67

0%
(0.16)

PRS10_HUMAN

ELYS_HUMAN

AHCTF1

Q8WYP
5

Protein ELYS (Embryonic
large molecule derived from
yolk sac) (Protein MEL-28)
(Putative AT-hook-containing
transcription factor 1)

253 kDa

0.27

1.3830704
1

0%
(0.44)

ZNT7_HUMAN

B4DH53_HUMA
N

MAP1S

B4DHS3

MAP1S light chain (cDNA
FLJ55328, highly similar to
Homo sapiens BPY2
interacting protein 1
(BPY2IP1), mRNA)

110 kDa

0.12

1.3830704
1

0%
(0.44)

PPAL_HUMAN

E7EX90_HUMA
N

DCTN1

E7EX90

Dynactin subunit 1
(Uncharacterized protein)

139 kDa

0.2

1.3830704
1

0%
(0.44)

PUR6_HUMAN

EDC4_HUMAN

EDC4

Q6P2E9

Enhancer of mMRNA-decapping
protein 4 (Autoantigen Ge-1)
(Autoantigen RCD-8) (Human
enhancer of decapping large
subunit) (Hedls)

152 kDa

0.32

1.3830704
1

0%
(0.44)

B3KXZ4_HUMA
N

ODBB_HUMAN

BCKDHB

P21953

2-oxoisovalerate
dehydrogenase subunit beta,
mitochondrial (EC 1.2.4.4)
(Branched-chain alpha-keto
acid dehydrogenase E1
component beta chain)
(BCKDE1B) (BCKDH E1-
beta)

43 kDa

0.17

1.3830704
1

0%
(0.44)

AK1AL_HUMA
N

GTPBA_HUMA
N

GTPBP10

A4D1E9

GTP-binding protein 10
(Protein obg homolog 2)
(ObgH2)

43 kDa

0.29

1.3830704
1

0%
(0.44)

HEXB_HUMAN

TMM68_HUMA
N

TMEM68

QIEMHE

Transmembrane protein 68

37 kDa

0.17

1.3830704
1

0%
(0.44)

SCPDL_HUMA
N

NDUB3_HUMA
N

NDUFB3

043676

NADH dehydrogenase
[ubiquinone] 1 beta
subcomplex subunit 3
(Complex 1-B12) (CI-B12)
(NADH-ubiquinone
oxidoreductase B12 subunit)

11 kDa

0.23

1.3830704
1

0%
(0.44)
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EST1_HUMAN RENTY4—HUM cyTB HONTY4 | Cytochrome b ko | 027 9 3 4 1 2 0 0 1 1 1 1 1'3310704 (é’f&)
Trans-2-enoyl-CoA reductase,
CN166_HUMAN mitochondrial (EC 1.3.1.38) 1.3830704 0%
(+1) MECR_HUMAN MECR Q9BVT79 (Nuelear receptor-binding 40 kDa 0.39 7 3 4 1 0 0 2 2 0 0 2 1 (©0.42)
factor 1) (HsNrbf-1) (NRBF-1)
B3KSW0_HUM C9JAF7_HUMA Synaptosomal-associated 1.3830704 0%
AN (+5) N SNAP29 C9JAF7 protein (Fragment) 18 kDa 0.26 7 3 4 1 1 1 0 0 0 1 3 1 (0.44)
Q32Q62_HUMA F5GYJ5_HUMA : " 1.3830704 0%
N (+) N F5GYJ5 Uncharacterized protein 18 kDa 0.14 7 3 4 0 1 2 0 3 0 0 1 1 (0.44)
RBBP4_HUMA H7C525_HUMA Coiled-coil domain-containing 1.3830704 0%
N N cCcDCess H7C525 protein 58 (Fragment) 16 kDa 0.15 7 3 4 0 1 2 0 2 0 2 0 1 (©0.48)
Nicotinate-nucleotide
pyrophosphorylase
[carboxylating] (EC 2.4.2.19) o
@TSBLHUMAN NADC_HUMAN | QPRT Q15274 | (Quinolinate 3kpa | 018 7 3 4 1 1 1 0 3 0 1 0 1'3310704 (é’ :‘2‘)
phosphoribosyltransferase .
[decarboxylating])
(QAPRTase) (QPRTase)
SF3AL HUMAN | RL7L_HUMAN RPL7LL Q6DKIL ?OS ribosomal protein L7-like 29 kDa 0.13 7 3 4 0 0 0 3 0 0 1 3 1'33:;0704 (g‘Z"A)
Fatty-acid amide hydrolase 1
ABK274_HUMA FAAHL_HUMA (EC 3.5.1.99) (Anandamide 1.3830704 0%
N (+1) N FAAH 000519 amidohydrolase 1) (Oleamide 63 kDa 017 7 3 4 3 0 0 0 0 4 0 0 1 (0.44)
hydrolase 1)
Zinc transporter 1 (ZnT-1) 1.3830704 0%
KCRU_HUMAN ZNT1_HUMAN SLC30A1 QIY6EMS5 (Solute carrier family 30 55 kDa 0.17 7 3 4 1 1 1 0 1 0 2 1 ) 1 © 4'2)
member 1) 3
Citrate lyase subunit beta-like
SZNUKLHUM ﬁLYBL*HUMA CLYBL Q8NOX4 protein, mitochondrial (Citrate 37 kDa 0.14 7 3 4 2 1 0 0 3 0 0 1 1'3820704 ((;)ZZ)
lyase beta-like) (EC 4.1.-.-) 3
39S ribosomal protein L48,
mitochondrial (cDNA
FLJ60720, highly similar to
QBNZ55_HUMA BADN34_HUMA MRPL48 B4DN34 Homo sapiens mitochondrial 22 kDa 0.19 7 3 4 1 1 1 0 2 1 0 1 1.3830704 0%
N (+1) N : " 1 (0.44)
ribosomal protein L48
(MRPLA48), transcript variant
1, MRNA)
Tubulin alpha-4A chain
(Tubulin, alpha 1 (Testis 95%
B3KRY3_HUM A8SMUB1_HUM AsMUB specific), isoform CRA_a) 1.3827287
AN (+1) AN TUBA4A 1 (CDNA FLI58687, highly 48 kDa 0.14 390 174 215 48 43 44 39 53 69 48 47 o1 (0.21)307
similar to Tubulin alpha-4
chain)
Cytochrome b-c1 complex
subunit Rieske, mitochondrial
(EC 1.10.2.2) (Complex 111
subunit 5) (Cytochrome b-c1
complex subunit 5) (Rieske
iron-sulfur protein) (RISP) 13793305 0%
DYN2_HUMAN UCRI_HUMAN UQCRFS1 P47985 (Ubiquinol-cytochrome ¢ 30 kDa 0.16 36 16 20 5 4 4 3 8 2 3 7 ) 1 (0.20)
reductase iron-sulfur subunit) h
[Cleaved into: Cytochrome b-
c1 complex subunit 11
(Complex 111 subunit IX)
(Ubiquinol-cytochrome ¢
reductase 8 kDa protein)]
Q6DEN2_HUM F6S0T5_HUMA Lysine-specific histone 1.3793395 0%
AN N KDM1A F6S0T5 demethylase 1A 95 kDa 0.26 36 16 20 2 6 7 1 5 0 12 3 12 (0.20)
28S ribosomal protein S9,
QBWVXT7_HUM | prog HuMAN MRPS9 Pg2933 mitochondrial (MRP-59) skDa | 032 36 16 20 5 6 2 3 8 3 2 7 1.3798395 0%
AN (+1) (Somt) 12 (0.20)
RS7_HUMAN RBNNI4HUMA 1 cpg ABNNI4 | CDO antigen 18kDa | 023 3% 16 20 4 5 5 2 5 6 4 5 18793398 (é)";';])
Deoxynucleoside triphosphate
triphosphohydrolase SAMHD1
(dNTPase) (EC 3.1.5.-)
H3BS72_HUMA SAMH1_HUMA (Dendritic cell-derived IFNG- 1.3788901 0%
NG1) N SAMHD1 Q9Y3z3 induced protein) (DCIP) 72 kDa 0.16 65 29 36 0 8 1 10 3 16 12 5 74 ©11)
(Monocyte protein 5) (MOP-5)
(SAM domain and HD
domain-containing protein 1)
Peroxisomal acyl-coenzyme A
oxidase 1 (AOX) (EC 1.3.3.6) .
G3V203_ HUMA | ACOXI_HUMA | pcoxg Q15067 | (Palmitoyl-CoA oxidase) 74kpa | 035 114 51 63 10 8 10 23 2 32 19 1 | 13770876 95%
N (+2) N " ¢ 73 (0.049)
(Straight-chain acyl-CoA
oxidase) (SCOX)
NDUS8_HUMA Plasma membrane calcium- 1.3756890 0%
N (+1) AT2B1_HUMAN ATP2B1 P20020 transporting ATPase 1 139 kDa 0.15 56 25 31 8 6 4 7 10 0 8 0 04 (0.13)
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(PMCAL) (EC 3.6.3.8)
(Plasma membrane calcium
ATPase isoform 1) (Plasma
membrane calcium pump
isoform 1)

ATP-dependent RNA helicase
DDX39A (EC 3.6.4.13)

1.3739323

0%

f\fKNOO—HUMA BX”A—HUMA DDX39A 000148 | (DEAD box protein 39) sk | 032 75 34 2 2 8 9 15 12 14 12 4 & (008
(Nuclear RNA helicase .
URH49)
APT_HUMAN 372353—HUMA B7Z3E3 | Reticulon 101kDa | 034 27 12 15 5 2 2 3 4 3 3 5 1'37f§377 (guz/j‘)
Chaperonin containing TCP1, o
ABKGKE_HUMA | Q53HVZ_HUMA Q53HV2 | subunit 7 (Eta) variant sokDa | 0.9 48 2 2 1 6 5 9 9 1 5 1 1.3713471 0%
N (+1) N 97 (0.16)
(Fragment)
cDNA, FLJ93891, Homo o
E“‘(Ef; 2HUMA | BZRBGE_HUMA B2R8G6 | sapiens FK506 binding protein | 38kDa | 0.094 a7 21 % 4 10 3 4 6 6 9 5 Lemsan (é’ fe)
8, 38kDa (FKBP8), MRNA )
HEAT repeat-containing
protein 1 (Protein BAP28)
PTGIS_ HUMAN | HEATLHUMA | e nqpy QOHS83 | [Cleaved into: HEAT repeat- 242kDa | 028 67 30 37 5 6 1 18 16 3 1 7 1.3706004 0%
+2) N containing protein 1, N- 34 0.11)
terminally processed]
cDNA FLJ32131 fis, clone 95%
DCXR_HUMAN B3KPS3_HUMA B3KPS3 PEBLM2000267, highly 46 kDa 0.28 412 212 259 57 55 55 46 65 80 60 56 13677410 (0.0003
N similar to Tubulin alpha- 16 4
ubiquitous chain
Serine beta-lactamase-like
SEPT9_HUMAN LACTB_HUMA LACTB P83111 protein LACTB, mitochondrial 61 kDa 0.19 57 26 32 15 5 3 3 1 3 9 19 13662087 0%
N (£C 34 35 (0.13)
95%
RECQ1_HUMA MDHM_HUMA Malate dehydrogenase, 1.3654501
N N MDH2 P40926 mitochondrial (EC 1.1.1.37) 36 kDa 0.19 476 214 261 43 56 49 67 109 55 46 52 54 (0.2;)03
Multifunctional protein ADE2
[Includes:
Phosphoribosylaminoimidazol
e-succinocarboxamide o
33‘('3;31—HUMA PUR6_HUMAN | PAICS P22234 synthase (EC 6.3.2.6) 47 kDa 03 39 17 2 0 6 6 5 1 5 5 1 1'3632“47 ((%%)
(SAICAR synthetase); :
Phosphoribosylaminoimidazol
e carboxylase (EC 4.1.1.21)
(AIR carboxylase) (AIRC)]
Protein FAM162A (E2-
induced gene 5 protein) 1.3651147 0%
RRP5_HUMAN F162A_HUMAN FAM162A Q96A26 (Growth and transformation- 17 kDa 0.051 36 17 21 2 4 3 7 6 3 2 9 2 (0.20)
dependent protein) (HGTD-P)
QOVAB1_HUM B4DE36_HUMA Glucose-6-phosphate 1.3633396 95%
AN N B4DE36 isomerase (EC 5.3.1.9) 60 kDa 0.12 171 7 94 8 20 24 26 23 28 22 22 o1 (0.023)
BUD31 homolog (Yeast),
isoform CRA_b (cDNA
D6RERS5_HUMA B7Z4S9_HUMA FLJ53814, highly similar to 1.3617403 0%
N (+2) N BUD31 B7Z459 Protein G10 homolog) (CDNA, 17 kDa 0.17 18 8 10 2 2 2 2 5 0 4 2 05 ©031)
FLJ79376, highly similar to
Protein G10 homolog)
Selenium-binding protein 1 N
RADES9_HUMA | spp1_HuMAN SELENBPL 013228 | (56 kDa selenium-binding 52kDa | 044 18 8 10 0 1 1 6 2 4 4 0 1'3501;403 ((%“1)
protein) (SBP56) (SP56) )
ELOV1_HUMA B5MCA4_HUM B5MCA Epithelial cell adhesion 1.3605267 0%
N(+1) AN EPCAM 4 molecule 38 kDa 0.079 49 22 27 6 5 4 7 10 4 8 5 81 ©.16)
cDNA FLJ44920 fis, clone 95%
B5MCX3_HUM B3KX72_HUMA BRAMY3011501, highly 1.3581649
AN (+1) N B3KX72 similar to Heterogeneous 83 kDa 0.3 235 107 130 22 33 25 28 39 23 40 28 23 (0.0)098
nuclear ribonucleoprotein U
cDNA, FLI94888, highly
similar to Homo sapiens
G5E972_HUMA B2RAF9_HUMA suppression of tumorigenicity 1.3553995 0%
N (+1) N B2RAF9 14 (colon carcinoma, 95 kDa 0.24 28 13 16 2 4 5 2 5 0 5 6 " ©025)
matriptase, epithin) (ST14),
mRNA
ER membrane protein complex 1.3540062 0%
RTCB_HUMAN EMC1_HUMAN EMC1 Q8N766 subunit 1 112 kDa 0.16 82 37 45 15 6 10 8 8 11 10 16 T ©0.096)
Peroxiredoxin-6 (EC
1.11.1.15) (1-Cys
peroxiredoxin) (1-Cys PRX)
B4E175_HUMA PRDX6_HUMA (24 kDa protein) (Acidic 1.3528515 0%
N N PRDX6 P30041 calcium-independent 25 kDa 02 93 42 51 5 9 9 23 14 17 14 6 93 ©0.081)

phospholipase A2) (aiPLA2)
(EC 3.1.1.-) (Antioxidant
protein 2) (Liver 2D page spot
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40) (Non-selenium glutathione
peroxidase) (NSGPx) (EC
1.11.1.9) (Red blood cells page
spot 12)

cDNA FLJ9038L fis, clone

9
ﬁ3(¥f)27—HUMA E3KQF5—HUMA B3KQF5 | NT2RP2005035, highly 37kDa | 033 39 18 2 6 6 4 2 2 2 8 10 1'3553680 (é’;‘b)
similar to Calumenin §
Splicing factor 3B subunit 3
(Pre-mRNA-splicing factor
SF3b 130 kDa subunit) 1.3490069 95%
MDHC_HUMAN SF3B3_HUMAN SF3B3 Q15393 (SF3b130) (STAF130) 136 kDa 0.29 169 7 93 18 24 23 12 22 13 31 26 8 (0.028)
(Spliceosome-associated
protein 130) (SAP 130)
D6R9P3_HUMA Heterogeneous nuclear 1.3480413 0%
HP1B3_HUMAN N HNRNPAB D6RIP3 ribonucleoprotein A/B 30 kDa 0.13 82 38 46 5 14 11 7 18 5 16 7 04 (0.096)
Signal transducer and activator
of transcription 1-alpha/beta 1.3465249 95%
KCRB_HUMAN STAT1_HUMAN STAT1 P42224 (Transcription factor ISGF-3 87 kDa 0.29 138 63 76 1 14 18 31 5 42 16 13 27 (0.044)
components p91/p84)
cDNA FLJ76817, highly
similar to Homo sapiens non-
54(51;27*HUMA QBKSZS*HUMA ABK525 POU domain containing, 54 kDa 0.2 161 73 88 23 16 14 20 21 14 33 22 1'34(;2323 (093?2)
octamer-binding (NONO),
mRNA
EBP_HUMAN DOHTE9_HUMA | g cosa1 poHTEg | Plasmamembrane citrate 35 kDa 0.17 86 39 47 15 9 6 10 8 18 9 13 1.3423728 0%
N carrier 17 (0.097)
Chromobox protein homolog 1
(HP1Hsbeta)
(Heterochromatin protein 1
B3KR70_HUMA CBX1_HUMAN CBX1 P83916 homolog beta) (HP1 beta) 21 kDa 0.22 54 24 29 5 0 0 6 6 6 12 0 1.3414575 0%
N ; ; 47 (0.16)
(Heterochromatin protein p25)
(M31) (Modifier 1 protein)
(p25beta)
Leukotriene A-4 hydrolase
B4DRA5_HUM LKHA4_HUMA (LTA-4 hydrolase) (EC 1.3408804 0%
AN N LTA4H P09960 3326) (Leukotriene A(4) 69 kDa 0.14 42 19 23 5 3 8 3 7 1 1 4 9 ©0.20)
hydrolase)
B0QZ18_HUMA Eykarymictranslatiun 13309444 0%
- 13L397_HUMAN EIF5A 13L397 initiation factor 5A-1 16 kDa 0.079 31 14 17 2 3 3 6 5 6 2 3 )
N (+2) 14 (0.25)
(Fragment)
A4D210_HUMA F2Z2U8_HUMA - 1.3396883 95%
N (+2) N MYH14 F2z2U8 Myosin-14 231 kDa 0.1 142 65 78 25 8 8 25 13 26 19 21 14 (0.044)
Nucleoporin Nup37 (p37) )
BCAM_HUMAN | \yp37 HUMAN | NuP37 Q8NFH4 | (Nupl07-160 subcomplex 7kDa | 022 20 9 1 0 3 4 2 4 0 5 3 1.3381241 0%
(+3) 02 (0.31)
subunit Nup37)
cDNA FLJ76881, highly
GALT2_HUMA ABKEK7_HUMA similar to Homo sapiens 1.3381241 0%
N N ABK6K7 alycogen synthase 1 (muscle) 84 kDa 0.19 20 9 11 2 2 4 2 2 8 1 0 02 ©031)
(GYS1), mRNA
9
ﬁe(ﬁ)uoﬁu"’m QGNFX&HUMA NUDTS AGNFX8 | ADP-sugar pyrophosphatase 2%kDa | 029 20 9 1 0 2 2 6 4 4 3 0 1'33g212“ (r%un
B3KSI3_HUMA Q5SYZ4_HUMA Cellular retinoic acid-binding 1.3381241 0%
N (+3) N CRABP2 Q5SYZ4 protein 2 (Fragment) 9 kDa 0.27 20 9 11 0 2 3 4 2 5 3 1 02 ©031)
40S ribosomal protein S17 N
RRAS_HUMAN EOYNS&HUMA RPS17L HOYNS8 | (40S ribosomal protein S17- 16kpa | 034 20 9 1 0 3 2 4 3 6 1 1 1'33g212“ (r%un
like) :
Astrocytic phosphoprotein
PEA-15 (Phosphoprotein
enriched in astrocytes 15,
A8BKEV7_HUMA B1AKZ3_HUMA isoform CRA_b) (cDNA 1.3381241 0%
N N PEA15 B1AKZ3 FLJ38560 fis, clone 17 kDa 0.096 19 9 1 0 3 3 3 4 3 3 1 02 (0.31)
HCHON2003642, highly
similar to Astrocytic
in PEA-15)
EQPA\B—HUMA EF2_HUMAN EEF2 P13639 Elongation factor 2 (EF-2) 95 kDa 0.035 191 87 104 17 21 20 29 22 38 28 16 1’33317879 (09302/2)
A8K5M4_HUM Q6FIG4_HUMA . 1.3334927 95%
AN (+1) N RAB1B Q6FIG4 RABIB protein 22 kDa 0.19 244 109 130 31 24 32 23 22 39 30 41 17 (0.014)
Melanoma-associated antigen
D2 (11B6) (Breast cancer-
NEUA_HUMAN MAGD2_HUMA associated gene 1 protein) 1.3328930 0%
+1) N MAGED2 Q9UNF1 (BCG-1) (Hepatocellular 65 kDa 0.14 9 4 5 0 0 2 2 0 4 1 0 3 ©0.43)
carcinoma-associated protein
JCL-1) (MAGE-D2 antigen)
Serrate RNA effector molecule
QHNKZ—HUMA SRRT_HUMAN SRRT Q9BXP5 homolog (Arsenite-resistance 101 kDa 0.032 9 4 5 0 1 2 1 1 0 2 2 1’33§§930 ((;)?3)
protein 2) )
39S ribosomal protein L17, 1.3328930 0%
EMC3_HUMAN RM17_HUMAN MRPL17 QINRX2 mitochondrial (L17mt) (MRP- 20 kDa 0.35 10 4 5 1 1 2 0 1 0 3 1 33 (0.43)
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L17) (LYST-interacting
protein 2)

CDNA FLI54557, highly

1.3328930

0%

PABP2_HUMAN | B7Z700_HUMA B7Z700 | similar to helicase MOV-10 107kpa | 013 9 4 5 1 0 0 3 4 0 1 0
N 33 (0.43)
(EC 3.6.1.-)
Nuclear protein localization o
OFUTL_HUMA | \pi4 HUMAN | NPLOC4 QBTAT6 | protein 4 homolog (Protein 68kDa | 011 9 4 5 0 3 1 0 0 5 0 0 1.3328930 0%
N NPLY) 33 (0.43)
Solute carrier family 15
member 3 (Osteoclast
B4DKM6_HUM transporter) (Peptide 1.3328930 0%
AN (+1) S15A3_HUMAN SLC15A3 Q8lY34 transporter 3) 64 kDa 0.14 9 4 5 0 2 1 1 0 0 1 4 33 (0.43)
(Peptide/histidine transporter
2
E7ESI6_HUMA A1L3A9_HUMA TBC1 domain family, member 1.3328930 0%
N N TBC1D9B A1L3A9 9B (With GRAM domain) 139 kDa 0.13 9 4 5 0 3 0 1 1 3 1 0 23 (0.43)
Translation initiation factor
CPSF1_HUMAN elF-2B subunit gamma (elF- 1.3328930 0%
Py EI2BG_HUMAN EIF2B3 QINR50 2B GDP-GTP exchange factor 50 kDa 0.09 9 4 5 0 1 3 0 3 2 0 0 o ©0.43)
subunit gamma)
B2R7P8_HUMA ABCF3_HUMA ATP-binding cassette sub- 1.3328930 0%
N (+1) N ABCF3 QINUQ8 family F member 3 80 kDa 02 9 4 5 0 2 0 2 3 0 2 0 3 ©0.43)
H3BV16_HUMA F5H013_HUMA Small nuclear 1.3328930 0%
N (+2) N SNRPG F5H013 ribonucleoprotein G 8kDa 0.29 10 4 5 1 0 2 1 0 1 3 1 3 ©0.43)
LKHA4_HUMA Q5JWT2_HUMA Mediator of RNA polymerase 1.3328930 0%
N N MED23 Q5IWT2 11 ranscription subunit 23 157 kDa 02 9 4 5 1 0 1 2 1 0 4 0 3 ©0.43)
Translin, isoform CRA_b
B3KRM8_HUM B3KRM (cDNA FLJ34596 fis, clone 1.3328930 0%
PSB3_HUMAN AN TSN s KIDNE2009191, highly 21 kDa 0.34 9 4 5 0 0 0 3 2 3 0 0 3 ©043)
similar to TRANSLIN)
cDNA FLJ54854, highly
THOCZ_HUMA B7Z5W1_HUMA B7z5W1 similar to Junctional adhesion 33 kDa 0.061 9 4 5 1 1 1 1 1 1 2 1 1.3328030 0%
N N 33 (0.43)
molecule A
TXD12_HUMA E9PS41_HUMA WD repeat-containing protein 1.3328930 0%
N N WDRT74 E9PS41 7 36 kDa 0.44 9 4 5 0 3 0 1 2 0 3 0 38 ©0.43)
Heat shock 70 kDa protein 4
ATPSL_HUMAN HSP74_HUMAN HSPA4 P34932 (HSP70RY) (Heat shock 70- 94 kDa 0.36 125 57 68 3 23 14 17 21 13 25 9 13313626 0%
(+1) : 37 (0.060)
related protein APG-2)
EAHDLHUMA FLII_HUMAN FLII Q13045 Protein flightless-1 homolog 145 kDa 0.28 45 20 24 6 5 4 5 9 5 7 4 1'33%742 (é)u;':])
Receptor-type tyrosine-protein
ALKYQ7_HUM phosphatase F (EC 3.1.3.48) 1.3304742 0%
AN (+2) PTPRF_HUMAN PTPRF P10586 {Leukocyte common antigen 213 kDa 0.091 43 20 24 5 7 5 5 10 0 13 1 16 ©0.20)
related) (LAR)
NSMA3_HUMA Histone HL.5 (Histone H1a) 1.3280841 0%
N H15_HUMAN HIST1H1B P16401 (Histone H1b) (Histone H1s-3) 23 kDa 0.12 68 31 37 2 8 9 13 5 11 7 14 P 014
Calpain small subunit 1
(CSS1) (Calcium-activated
neutral proteinase small
subunit) (CANP small subunit)
NCKM—HU""A CPNSL_HUMAN | CAPNS1 P04632 (Calcium-dependent protease 28kDa | 0.087 33 15 18 4 3 3 5 4 6 3 5 1'32963916 (8)02/':5)
small subunit) (CDPS) :
(Calcium-dependent protease
small subunit 1) (Calpain
regulatory subunit)
1.3263916 0%
TBB6_HUMAN AUP1_HUMAN AUP1 QIY679 Ancient ubiquitous protein 1 53 kDa 0.37 33 15 18 8 1 2 5 0 2 7 9 o5 (0.25)
Isochorismatase domain- 1.3263916 0%
H2AW_HUMAN 1ISOC2_HUMAN 1S0C2 Q96AB3 containing protein 2, 22 kDa 0.31 33 15 18 3 4 2 6 4 5 4 5 )
" s 95 (0.25)
mitochondrial
Q53GD7_HUMA CECR5_HUMA QIBXW Cat eye syndrome critical 1.3263916 0%
N (+2) N CECR5 7 region protein 5 46 kDa 0.23 33 15 18 3 4 5 3 9 2 4 3 o ©0.25)
. 95%
CP2S1_HUMAN | TBB6_HUMAN | TUBB6 QUBUFS bTe”";”C'I';‘S'S’e\‘/")G chain (Tubulin s0kDa | 0.9 300 142 168 48 32 34 2 P 4 36 4% 1'32135021 (0.0070
)
)0/
ﬁZRSGGfHUMA EZNUKLHUM LYN Q6NUK7 | LYN protein (Fragment) 66kDa | 017 44 2 25 4 6 8 3 5 4 1 5 1'3220035 (82/‘6)
Kynurenine--oxoglutarate
transaminase 3 (EC 2.6.1.7)
(Cysteine-S-conjugate beta-
lyase 2) (EC 4.4.1.13) .
ﬁl(ﬁf)BfHUMA KAT3_HUMAN | ccBL2 Q6YP21 | (Kynurenine aminotransferase s1kDa | 022 2 10 12 4 1 4 2 8 0 1 3 131?; 066 (é) 3{“1)
111) (KATIII) (Kynurenine-- )
glyoxylate transaminase) (EC
2.6.1.63) (Kynurenine--
OXC transaminase 111)
NIPs2_HUMAN | ETETKOHUMA 1 pogyy E7ETKO | 40S ribosomal protein S24 15kpa | 047 50 2 2 8 6 3 10 8 14 5 5 Lazar (5?7)
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14-3-3 protein theta (14-3-3

9
ZMHDI—HUMA 1433T HUMAN | YWHAQ P27348 protein T-cell) (14-3-3 protein 28kDa | 0071 59 27 32 5 6 7 9 1 6 8 7 1'31;3172 (g {‘;)
tau) (Protein HS1) -
CDNA FLI51771, highly
similar to SWI/SNF-related
B2RBA6_HUMA B4DZCO_HUMA matrix-associatedactin- 1.3177896 0%
N (1) N BADZCO | e dent requlator of 117 kDa 0.23 97 a4 52 11 10 12 12 30 3 1 9 4 (0.098)
chromatin subfamily A
member5 (EC 3.6.1.-)
cDNA FLJ51028, highly 95%
ﬁa(*fﬁs“—HUMA 372532—HUMA B7z532 | similar to 60 kDa heat shock 27kDa | 016 360 166 195 38 50 46 32 48 38 54 56 1'31;‘3249 (0.0048
protein, mitochondrial )
Acetolactate synthase-like 13135110 0%
RCN1_HUMAN ILVBL_HUMAN ILVBL Al1LOTO protein (EC 2.2.1.-) (IlvB-like 68 kDa 0.33 99 45 53 23 5 3 14 11 15 14 13 ) 62 (0.099)
protein) )
Nuclear pore complex protein o
FBWCYS HUM | G3V198 HUMA |\ pi60 G3Vv198 | Nupl60 (Nucleoporin 160kDa, | 140kDa | 0.8 8 2 % 3 7 5 7 5 5 7 9 1.312476 0%
AN (+1) N : 56 (0.20)
isoform CRA_e)
Nuclear pore complex protein
RM44_HUMAN NU205_HUMAN NUP205 Q92621 Nup205 (2.05 kba - 228 kDa 0.2 137 63 74 14 15 17 18 15 8 35 17 1.3116256 0%
nucleoporin) (Nucleoporin 65 (0.062)
Nup205)
B3KQF5_HUMA ATE2D8_HUMA : 1.3111437 0%
N (+1) N ATP2B4 ATE2D8 ATP2B4 protein 129 kDa 0.3 61 28 33 14 4 2 8 11 5 6 11 68 ©017)
DERL1_HUMA RABGB_HUMA RAB6B QSNRW Ras-related protein Rab-6B 23 kDa 0.18 74 34 40 11 7 6 10 11 14 6 9 1.3103602 0%
N N 1 26 (0.14)
N 95%
GSLG1_HUMA BADGPE_HUMA | nx Bapgpg | Calnexin (CDNA FLIS5574, 72 kDa 0.07 350 165 193 47 38 39 40 45 52 43 53 1.3090335 | 4 o055
N N highly similar to Calnexin) 46 )
Tubulin beta-4A chain 95%
CTL2_HUMAN LBB“A*HUMA TUBB4A P04350 (Tubulin 5 beta) (Tubulin beta- 50 kDa 0.12 496 229 267 65 49 56 60 71 80 63 55 1'303?614 (0.0015
4 chain) )
ELAV1_HUMA ELAV-like protein 1 (Hu- 1.3048182 0%
SPTN2_HUMAN N ELAVL1 Q15717 antigen R) (HUR) 36 kDa 0.067 63 29 34 3 9 13 4 10 6 12 6 24 ©0.17)
Transmembrane emp24
B7Z7G9_HUMA TMED7_HUMA domain-containing protein 7 1.3044058 0%
N N TMED7 Q9Y3B3 (924 family protein gamma-3) 25 kDa 0.14 50 23 27 7 5 5 6 6 9 7 5 5 ©.20)
(p24gamma3) (p27)
268 protease regulatory
subunit 8 (26S proteasome
AAA-ATPase subunit RPT6)
ABK3M9_HUM (Proteasome 26S subunit 1.3037425 0%
AN (+1) PRS8_HUMAN PSMC5 P62195 ATPase 5) (Proteasome 46 kDa 0.29 37 17 20 1 5 5 6 2 12 4 3 11 (0.25)
subunit p45) (Thyroid
hormone receptor-interacting
protein 1) (TRIP1) (p45/SUG)
3-hydroxymethyl-3-
methylglutaryl-Coenzyme A
lyase
(Hydroxymethylglutaricaciduri
a), isoform CRA_b
(Hydroxymethylglutaryl-CoA o
,E\’f'('ﬂ)T 0_HUMA ﬁlAK“‘fHUMA HMGCL BIAK13 | lyase, mitochondrial) (cDNA 2kDa | 019 37 17 20 4 2 3 9 9 3 3 5 1'301317425 ((%';J.)
FLJ16378 fis, clone h
TKIDN2016399, highly
similar to
Hydroxymethylglutaryl-CoA
lyase, mitochondrial (EC
4.13.4))
Structural maintenance of
chromosomes flexible hinge
QB9GKI_HUMA SMHD1_HUMA SMCHD1 AGNHR9 domain-containing protein 1 226 kDa 0.16 37 17 20 0 7 9 2 5 5 10 0 1.3037425 0%
N N h ) 11 (0.25)
(SMC hinge domain-
containing protein 1)
28S ribosomal protein S22,
DNJB1_HUMAN G5E9V5_HUMA mitochondrial (Mitochondrial 1.3037425 0%
+1) N MRPS22 G5E9V5 ribosomal protein S22, isoform 41 kDa 0.23 37 17 20 6 4 3 4 8 2 3 7 11 (0.25)
CRA _a)
Membrane-associated
progesterone receptor
SSRD_HUMAN ZGRCZ—HUMA PGRMC2 015173 component 2 (Progesterone 24 kDa 0.27 37 17 20 3 4 5 5 4 6 4 6 1’301317425 ((;)?5)
membrane-binding protein) )
(Steroid receptor protein DG6)
B2RDWO_HUM Q860C0_HUMA . " 1.3037425 0%
AN (+2) N HLA-DRB1 Q860CO MHC class Il antigen 30 kDa 0.48 37 17 20 1 3 3 9 2 4 2 12 1 (0.25)
Unconventional myosin-le
CSEQVSHUMA | MYOIEHUMA | myore Q12965 | (Myosin-Ic) (Unconventional 127kpa | 03 37 17 20 6 5 4 2 5 0 6 7 1.8037425 ({%“5)

myosin 1E)
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MTA2_HUMAN

MCCA_HUMAN

MCCC1

QI6RQ3

Methylcrotonoyl-CoA
carboxylase subunit alpha,
mitochondrial (MCCase
subunit alpha) (EC 6.4.1.4) (3-
methylcrotonyl-CoA
carboxylase 1) (3-
methylcrotonyl-CoA
carboxylase biotin-containing
subunit) (3-methylcrotonyl-
CoA:carbon dioxide ligase
subunit alpha)

80 kDa

0.13

24

11

13

1.3024596
6

0%
(031)

B4DRV2_HUM
AN (+4)

ALG3_HUMAN

ALG3

Q92685

Dol-P-
Man:Man(5)GIcNAc(2)-PP-
Dol alpha-1,3-
mannosyltransferase (EC
2.4.1.258) (Asparagine-linked
glycosylation protein 3
homolog) (Dol-P-Man-
dependent alpha(1-3)-
mannosyltransferase)
(Dolichyl-P-
Man:Man(5)GIcNAc(2)-PP-
dolichyl mannosyltransferase)
(Dolichyl-phosphate-mannose-
-glycolipid alpha-
mannosyltransferase) (Not56-
like protein)

50 kDa

0.2

23

11

13

1.3024596
6

0%
(031)

B4DYU3_HUM
AN

P3H1_HUMAN

LEPREL

Q32p28

Prolyl 3-hydroxylase 1 (EC
1.14.11.7) (Growth suppressor
1) (Leucine- and proline-
enriched proteoglycan 1)
(Leprecan-1)

83 kDa

0.19

25

11

13

1.3024596
6

0%
(031)

ABK4T6_HUMA
N (+1)

DHB11_HUMA
N

HSD17B11

Q8NBQ5

Estradiol 17-beta-
dehydrogenase 11 (EC
1.1.1.62) (17-beta-
hydroxysteroid dehydrogenase
11) (17-beta-HSD 11)
(17bHSD11) (17betaHSD11)
(17-beta-hydroxysteroid
dehydrogenase XI) (17-beta-
HSD XI) (17betaHSDXI)
(Cutaneous T-cell lymphoma-
associated antigen HD-CL-03)
(CTCL-associated antigen
HD-CL-03)
(Dehydrogenase/reductase
SDR family member 8)
(Retinal short-chain
dehydrogenase/reductase 2)
(retSDR2)

33 kDa

0.24

90

42

49

15

20

16

14

1.3010303
43

0%
012

HMGB1_HUMA
N

PDC6I_HUMAN

PDCD6IP

Q8WUM
4

Programmed cell death 6-
interacting protein (PDCD6-
interacting protein) (ALG-2-
interacting protein 1) (ALG-2-
protein X) (Hp95)

96 kDa

0.23

79

36

42

12

1.3001307
87

0%
(0.14)

TPBG_HUMAN

Q59G75_HUMA
N

Q59G75

Isoleucyl-tRNA synthetase,
cytoplasmic variant
(Fragment)

146 kDa

0.16

65

30

35

10

14

1.2988976
64

0%
(017)

ERGI1_HUMAN

RAB3D_HUMA
N

RAB3D

095716

Ras-related protein Rab-3D

24 kDa

0.17

65

30

35

10

1

1.2988976
64

0%
(017)

B2R6US_HUMA
N (+1)

NBAS_HUMAN

NBAS

A2RRP1

Neuroblastoma-amplified
sequence (Neuroblastoma-
amplified gene protein)

269 kDa

0.43

12987729
68

0%
(0.42)

UCRI_HUMAN

RFC4_HUMAN

RFC4

P35249

Replication factor C subunit 4
(Activator 1 37 kDa subunit)
(A1 37 kDa subunit)
(Activator 1 subunit 4)
(Replication factor C 37 kDa
subunit) (RF-C 37 kDa
subunit) (RFC37)

40 kDa

0.14

1.2987729
68

0%
(0.42)

A8YXX5_HUM
AN

S27A3_HUMAN

SLC27A3

Q5KA4L6

Long-chain fatty acid transport
protein 3 (FATP-3) (Fatty acid
transport protein 3) (EC 6.2.1.-
) (Solute carrier family 27
member 3) (Very long-chain
acyl-CoA synthetase homolog
3) (VLCS-3)

79 kDa

0.16

1.2987729
68

0%
(0.42)

B5BU25_HUMA
N (+2)

E9PKP7_HUMA
N

UBTF

E9PKP7

Nucleolar transcription factor
1

87 kDa

0.14

1.2987729
68

0%
(0.42)
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Formin-like protein 1 (CLL-

PBIPLHUMAN | FMNL_HUMAN | FMNLL 005466 | associated antigen KW-13) 122kpa | 013 1 5 6 0 2 0 3 0 3 2 1 1'29§g729 (SZ"Z)
(Leukocyte formin) )
GMP synthase [glutamine-

F6SOT5_HUMA hydrolyzing] (EC 6.3.5.2) 1.2987729 0%

N GUAA_HUMAN | GMPS P49915 (GMP Synthetase) (Glutamine 77 kDa 0.16 1 5 6 0 1 1 3 1 3 2 0 o8 ©0.47)
amidotransferase)
cDNA, FLJ93148, highly
similar to Homo sapiens

DKC1_HUMAN EZRESQ—HUMA B2RES9 | RCDL required for cell 34kDa | 0086 1 5 6 1 2 1 1 1 3 1 1 1,29(?; 729 (SZ"Z)
differentiation1 homolog (S. .
pombe) (RQCD1), mRNA
cDNA FLJ61095, highly

DDRGK_HUMA B4DK32_HUMA similar to Ubiquitin 1.2987729 0%

N - N — B4DK32 conjugation faqclor N 120 kDa 0.21 1 5 6 0 4 1 0 1 4 1 0 o8 042)
(Fragment)

ATP synthase mitochondrial
EfKSHlfHUMA ATPF2_ HUMAN | ATPAF2 Q8NSML | F1 complex assembly factor 2 3BKkDa | 021 1 5 6 2 2 0 1 4 0 0 2 1.2987729 0%
+2) 68 (0.42)
(ATP12 homolog)
Transmembrane protein 245 1.2987729 0%

ALG1_HUMAN TM245_HUMAN TMEM245 Q9H330 (Protein CG-2) p 101 kDa 0.11 11 5 6 1 2 2 0 2 1 1 2 68 (0.42)
Tryptophan--tRNA ligase,
mitochondrial (cDNA

HOYKWS5_HUM B7Z5X7_HUMA FLJ50844, highly similar to 1.2987729 0%

AN N WARS2 B7Z5X7 Trypmphanyfm}’\‘ A 30 kDa 0.19 11 5 6 0 1 1 3 0 3 0 3 o8 ©.42)
synthetase, mitochondrial (EC
6.1.1.2))

A8K529_HUMA B1AJY5_HUMA 265 proteasome non-ATPase 1.2987729 0%

N (+1) N PSMD10 B1AJY5 reguﬂnory subunit 10 20 kDa 0.12 10 5 6 0 3 1 1 1 4 1 0 68 (0.42)
Eukaryotic translation
initiation factor 6 (elF-6)

i::\‘KMRB*HUM IF6_HUMAN EIF6 P56537 (B(2)GCN homolog) (B4 27 kDa 0.066 11 5 6 0 2 1 2 4 0 1 1 1.2987729 0%

(+1) At 68 (0.42)
integrin interactor) (CAB)
(p27(BBP))
Cytochrome b-c1 complex
subunit 9 (Complex 111 subunit
9) (Complex I11 subunit X)

MAZM—HUMA QCRO_HUMAN | UQCR10 ?QUDW (Cytochrome c1 non-heme 7 7kDa 01 1 5 6 1 1 1 2 2 1 1 2 129?; 729 (g':{“z)
kDa protein) (Ubiquinol- )
cytochrome ¢ reductase
complex 7.2 kDa protein)

RB22A_HUMA Ras-related protein Rab-22A 1.2987729 0%

RMD3_HUMAN N RAB22A Q9UL26 (Rab-22) 22 kDa 0.24 11 5 6 3 0 0 0 0 0 2 0 68 (0.42)
Delta-1-pyrroline-5-
carboxylate synthase (P5CS)

(Aldehyde dehydrogenase

family 18 member A1)

[Includes: Glutamate 5-kinase

(GK) (EC 2.7.2.11) (Gamma- 12081003 0%

AP2A1_HUMAN P5CS_HUMAN ALDH18A1 P54886 glutamyl kinase); Gamma- 87 kDa 0.18 106 49 57 15 15 10 8 20 17 8 13 ) 55 (0.099)
glutamyl phosphate reductase :
(GPR) (EC 1.2.1.41)

(Glutamate-5-semialdehyde
dehydrogenase) (Glutamyl-
gamma-semialdehyde
dehydrogenase)]
RAB4A, member RAS
’,:‘MROZ—H UMA 853GC2—HUMA Q53GC2 oncogene family variant 24 kDa 0.14 52 24 28 7 6 0 0 6 6 7 9 1'2977?931 0%
(0.20)
(Fragment)
LETM1 and EF-hand domain-
containing protein 1,
QOJLQS—HUMA LETMI_HUMA LETM1 095202 mitochondrial (Leucine zipper- 83 kDa 0.11 107 50 58 16 10 16 10 17 6 17 18 1.2046237 0%
(S N EF-hand-containing 8 (0-100)
g
transmembrane protein 1)
Very-long-chain (3R)-3-

PRSGB_HUMAN | H3BSTZHUMA 1 prp apy H3BS72 | hydroxyacyl-[acyl-carrier 47kpa | 012 39 18 2 9 3 3 3 3 9 6 3 12941830 (5?5)
protein] dehydratase 3 )
10 kDa heat shock protein,
mitochondrial (Hsp10) (10 12033443 0%

CPNS1_HUMAN CH10_HUMAN HSPE1 P61604 kDa chaperonin) (Chaperonin 11 kDa 0.18 66 31 36 5 9 10 7 10 9 8 9 ) 58 ©.17)
10) (CPN10) (Early-pregnancy )
factor) (EPF)

Nucleolar protein 58 1.2899562 0%

PRP6_HUMAN NOP58_HUMAN NOP58 Q9Y2X3 (Nucleolar protein 5) 60 kDa 0.073 125 58 67 9 12 17 21 16 17 16 19 49 (0.085)
28S ribosomal protein S35,
mitochondrial (MRP-S35)

ﬁs('ff)T 7T_HUMA | 2735 HUMAN MRPS35 P82673 (S35mt) (285 ribosomal 37kDa | 0098 2 12 14 5 2 2 3 5 2 2 5 1'28f§653 (g;/"l)

protein S28, mitochondrial)
(MRP-528) (S28mt)
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Ribonuclease inhibitor
(Placental ribonuclease

G3V2S9_HUMA inhibitor) (Placental RNase 1.2886653 0%
N RINI_HUMAN RNH1 P13489 inhibitor) 50 kDa 0.51 26 12 14 1 6 4 1 4 4 4 2 13 (0.31)
(Ribonuclease/angiogenin
inhibitor 1) (RAI)
Succinate dehydrogenase
A8BK787_HUMA Q59GW8_HUM complex, subunit A, 1.2871349 0%
N (+1) AN Q59GW8 flavoprotein variant 73 kDa 0.61 127 59 68 10 18 19 12 35 6 13 14 28 (0.085)
(Fragment)
B2R673_HUMA Q32Q12_HUMA . Nucleoside diphosphate kinase 1.2866933 0%
N (+2) N NME1-NME2 Q32Q12 (EC 2.7.4.6) 33 kDa 0.17 85 39 45 9 9 11 11 13 9 13 10 79 (0.14)
Mitochondrial ribonuclease P
protein 1 (Mitochondrial
RNase P protein 1) (EC 2.1.1.-
) (HBV pre-S2 trans-regulated
PTCD3_HUMA MRRP1_HUMA protein 2) (RNA (guanine-9-)- 1.2855679 0%
N N TRMT10C Q7LOY3 methyltransferase domain- 47 kDa 0.18 42 19 22 5 4 4 6 7 3 4 8 21 (0.25)
containing protein 1) (Renal
carcinoma antigen NY-REN-
49) (tRNA methyltransferase
10 homolog C)
B3KUZ7_HUMA QI9BR63_HUMA " 1.2840783 0%
N (+3) N FARSB QI9BR63 FARSB protein (Fragment) 66 kDa 0.15 56 26 30 1 9 8 8 14 9 7 0 23 (0.20)
Nucleolar RNA helicase 2 (EC
3.6.4.13) (DEAD box protein
E&ﬁo“f”UMA RDX2LHUMA | poxay QUNR30 | 21) (Gu-alpha) (Nucleolar 87kpa | 019 70 3 38 3 8 12 9 7 9 19 3 1.2832108 (é)"f?)
RNA helicase Gu) (Nucleolar -
RNA helicase I1) (RH 11/Gu)
SPB6_HUMAN QS67RE_HUMA SSBPL Q567R6 Single-stranded DNA-binding 17 kDa 0.34 86 40 46 13 7 6 14 21 5 6 14 1.2826487 0%
N protein 5 (0.14)
Dolichyl-
diphosphooligosaccharide--
protein glycosyltransferase
subunit STT3A
B2R806_HUMA (Oligosaccharyl transferase 1.2816018 0%
N (+2) STT3A_HUMAN STT3A P46977 subunit STT3A) (STT3-A) 81 kDa 0.19 145 68 78 25 20 15 7 19 27 12 21 35 (0.073)
(EC 2.4.99.18) (B5) (Integral
membrane protein 1)
(Transmembrane protein
TMC)
B4DSN3_HUMA B2RWP9_HUM . 1.2795295 95%
N (+2) AN MYH10 B2RWP9 MYH10 protein 230 kDa 0.11 193 90 103 29 19 14 29 23 16 48 16 5 (0.046)
Elongation factor Tu, 1.2783006 95%
BAIP2_HUMAN EFTU_HUMAN TUFM P49411 mitochondrial (EF-Tu) (P43) 50 kDa 0.18 241 112 128 27 29 29 31 45 11 30 42 06 (0.030)
B4DPD5_HUMA Testis-expressed sequence 10 1.2782622 0%
N (+3) TEX10_HUMAN TEX10 QINXF1 protein 106 kDa 0.23 58 27 31 11 2 2 12 11 6 4 11 35 (0.20)
WD40 repeat-containing
protein SMU1 (Smu-1
suppressor of mec-8 and unc- 12777637 0%
J9JIE6_HUMAN SMU1_HUMAN SMU1 Q2TAY7 52 protein homolog) [Cleaved 58 kDa 0.17 43 20 23 2 7 7 4 6 1 8 8 ) 81 (0.24)
into: WDA40 repeat-containing ’
protein SMU1, N-terminally
processed]
Metastasis-associated protein
MTA2 (Metastasis-associated
MUC16_HUMA MTA2_HUMAN MTA2 094776 1-like 1) (MTA1-L1 protein) 75 kDa 0.004 29 13 15 4 5 4 4 4 1 8 4 1.2768072 0%
N — o 3 56 (0.31)
(p53 target protein in
deacetylase complex)
cDNA FLJ10711 fis, clone
B3KNK5_HUM B3KMC9_HUM B3KMC NT2RP3000917, highly 1.2768072 0%
AN (+1) AN 9 similar to 5'-3' exoribonuclease 109 kba 012 2z 13 15 1 4 6 2 6 0 6 2 56 (0.31)
2 (EC3.1.11-)
NADH dehydrogenase
[ubiquinone] 1 alpha
subcomplex subunit 10,
TOP1_HUMAN mDUAA—HUMA NDUFA10 095299 mitochondrial (Complex I- 41 kDa 0.14 28 13 15 6 2 2 3 6 1 4 4 1275'?68072 (l;)?l)
42KD) (CI-42kD) (NADH- :
ubiquinone oxidoreductase 42
kDa subunit)
RPR1B_HUMA Sepiapterin reductase (SPR) 1.2768072 0%
N SPRE_HUMAN SPR P35270 (EC 1.1.1.153) 28 kDa 0.23 28 13 15 3 4 5 1 2 8 2 3 56 (031)
60S ribosomal protein L35a o
BZR7T8 HUMA | o) 354 HUMAN | RPL35A P18077 (Cell growth-inhibiting gene 13 kDa 03 13 6 7 2 1 2 1 1 3 1 2 1.2740658 0%
N 0 09 (0.41)
33 protein)
ERG7_HUMAN EOLILHUMA NOL11 QOHEHO | Nucleolar protein 11 glkDa | 021 13 6 7 1 3 1 1 3 1 2 1 1'276‘3658 (g:/"l)
Inosine triphosphate 1.2740658 0%
RS25_HUMAN ITPA_HUMAN ITPA Q9BY32 pyrophosphatase (ITPase) 21 kDa 0.26 13 6 7 0 0 0 6 6 1 0 0 09 (©0.41)




(Inosine triphosphatase) (EC
3.6.1.19) (Non-canonical
purine NTP pyrophosphatase)
(Non-standard purine NTP
pyrophosphatase) (Nucleoside-
triphosphate diphosphatase)
(Nucleoside-triphosphate
pyrophosphatase) (NTPase)
(Putative oncogene protein
hlc14-06-p)

RL36_HUMAN

B3KX82_HUMA
N

B3KX82

cDNA FLJ44964 fis, clone
BRAWH2016209, highly
similar to Homo sapiens
synovial apoptosis inhibitor 1,
synoviolin (SYVN1),
transcript variant 2, mMRNA

70 kDa

0.3

1.2740658
09

0%
(0.41)

S10A4_HUMAN

PFD2_HUMAN

PFDN2

QIUHVY

Prefoldin subunit 2

17 kDa

0.36

1.2740658
09

0%
(0.41)

B7ZL00_HUMA
N (+2)

G451P_HUMAN

GADD45GIP1

QSTAES

Growth arrest and DNA
damage-inducible proteins-
interacting protein 1 (39S
ribosomal protein L59,
mitochondrial) (MRP-L59)
(CKII beta-associating protein)
(CRé-interacting factor 1)
(CRIF1) (Papillomavirus L2-
interacting nuclear protein 1)
(PLINP) (PLINP-1) (p53-
responsive gene 6 protein)

25 kDa

1.2740658
09

0%
(0.41)

E7EUY3_HUMA
N

RS8_HUMAN

RPS8

P62241

408 ribosomal protein S8

24 kDa

0.23

107

50

57

13

13

16

18

14

1.2727552
05

0%
(0.12)

LAMC1_HUMA
N

DHX30_HUMA
N

DHX30

Q7L2E3

Putative ATP-dependent RNA
helicase DHX30 (EC 3.6.4.13)
(DEAH box protein 30)

134 kDa

0.065

43

21

24

11

12706612
92

0%
(0.24)

RL3_HUMAN

SCPDL_HUMA
N

SCCPDH

Q8NBX0

Saccharopine dehydrogenase-
like oxidoreductase (EC 1.-.-.-)

47 kDa

0.19

45

21

24

10

12706612
92

0%
(0.24)

K7ELQ9_HUMA
N (+1)

LRP1_HUMAN

LRP1

Q07954

Prolow-density lipoprotein
receptor-related protein 1
(LRP-1) (Alpha-2-
macroglobulin receptor)
(A2MR) (Apolipoprotein E
receptor) (APOER) (CD
antigen CD91) [Cleaved into:
Low-density lipoprotein
receptor-related protein 1 85
kDa subunit (LRP-85); Low-
density lipoprotein receptor-
related protein 1 515 kDa
subunit (LRP-515); Low-
density lipoprotein receptor-
related protein 1 intracellular
domain (LRPICD)]

505 kDa

0.31

7

36

41

13

26

1.2700516
8

0%
017)

ARL8A_HUMA
N (+1)

LDHB_HUMAN

LDHB

P07195

L-lactate dehydrogenase B
chain (LDH-B) (EC 1.1.1.27)
(LDH heart subunit) (LDH-H)
(Renal carcinoma antigen NY-
REN-46)

37 kDa

0.46

107

51

58

14

22

19

15

14

11

1.2698299
05

0%
012

PSME1_HUMA
N (+1)

ESYT1_HUMAN

ESYT1

Q9BSJ8

Extended synaptotagmin-1 (E-
Syt1) (Membrane-bound C2
domain-containing protein)

123 kDa

0.35

252

119

135

45

30

17

32

21

40

43

1.2691027
24

95%
(0.030)

B3KMX0_HUM
AN (+1)

OAT_HUMAN

OAT

P04181

Ornithine aminotransferase,
mitochondrial (EC 2.6.1.13)
(Ornithine delta-
aminotransferase) (Ornithine--
oxo-acid aminotransferase)
[Cleaved into: Ornithine
aminotransferase, hepatic
form; Ornithine
aminotransferase, renal form]

49 kDa

0.2

94

44

50

10

13

12

19

13

1.2682586
8

0%
(0.14)

B4DIA6_HUMA
N (+4)

Q59GM9_HUM
AN

Q59GM9

Phosphorylase (EC 2.4.1.1)
(Fragment)

99 kDa

0.43

62

29

33

12

23

1.2677838
78

0%
(0.20)

STXB3_HUMA
N

B7ZM99_HUMA
N

MTHFD1L

B7ZM99

MTHFDLL protein
(Methylenetetrahydrofolate
dehydrogenase (NADP+
dependent) 1-like)

106 kDa

0.11

62

29

33

12

1

1.2677838
78

0%
(0.20)

Q5QPLY_HUMA
N

TOP2B_HUMA
N

TOP2B

Q02880

DNA topoisomerase 2-beta
(EC 5.99.1.3) (DNA
topoisomerase Il, beta
isozyme)

183 kDa

0.2

111

52

59

15

12

15

12

1.2670145
4

0%
(012
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Neutral amino acid transporter
B(0) (ATB(0)) (Baboon M7
virus receptor) (RD114/simian

MBOA7_HUMA type D retrovirus receptor) 1.2665045 0%
N AAAT_HUMAN SLC1A5 Q15758 (Sodium-dependent neutral 57 kDa 0.13 30 14 16 3 3 5 3 3 4 6 3 8 (0.31)
amino acid transporter type 2)
(Solute carrier family 1
member 5)
Putative ATP-dependent Clp
J3KQUY_HUMA protease proteolytic subunit, 1.2665045 0%
N CLPP_HUMAN CLPP Q16740 mitochondrial (EC 3.4.21.92) 30 kDa 0.082 30 14 16 4 4 2 4 7 3 3 3 8 (031)
(Endopeptidase Clp)
cDNA FLJ77343, highly
similar to Homo sapiens o
m‘fﬂ’ 0_HUMA | R8KC766_HUMA ABK766 | electron-transfer-flavoprotein, 8kDa | 018 162 76 86 21 21 13 2 27 2 17 19 | G0 (000/7“3)
beta polypeptide(ETFB), }
mRNA
B4DG42_HUMA F8W617_HUMA Heterogeneous nuclear 1.2618810 95%
N (+4) N HNRNPAL F8wWeI17 ribonucleoprotein AL 34 kDa 0.098 298 141 159 11 39 44 48 48 22 58 31 03 (0.023)
ATP-binding cassette sub-
B7Z7X8_HUMA ABCD3_HUMA ABCD3 28288 fami YD member 3 (70 kDa 75 kDa 0.076 117 54 61 21 9 9 16 10 2 1 16 1.2616897 0%
N N peroxisomal membrane 39 (0.12)
protein) (PMP70)
RuvB-like 2 (EC 3.6.4.12) (48
kDa TATA box-binding
protein-interacting protein) (48
kDa TBP-interacting protein)
(51 kDa erythrocyte cytosolic
RABSA_HUMA RUVB2_HUMA RUVBL2 Q9Y230 protein) (ECP-51) (INO8O 51 kDa 0.36 149 70 79 11 16 22 22 20 30 17 13 1.2613304 0%
N N ; 62 (0.085)
complex subunit J)
(Repressing pontin 52) (Reptin
52) (TIP49b) (TIP60-
associated protein 54-beta)
(TAP54-beta)
Acylglycerol kinase,
mitochondrial (hAGK) (EC
2.7.1.107) (EC 2.7.1.94) 1.2574701 0%
GCDH_HUMAN AGK_HUMAN AGK Q53H12 (Multiple substrate lipid 47 kDa 0.16 32 15 17 4 4 1 6 6 0 1 8 37 (0.30)
kinase) (HsMuLK) (MuLK)
(Multi-substrate lipid kinase)
F5H569_HUMA H3BN02_HUMA : ~ 1.2574701 0%
N (+2) N ITGAX H3BN02 Integrin alpha-X 129 kDa 0.14 32 15 17 3 5 7 0 0 0 4 13 37 (0.30)
Procollagen-lysine,2-
Q8N7GI_HUMA | PLOD3_HUMA oxoglutarate 5-dioxygenase 3 1.2554846 0%
N N PLOD3 060568 (ECL14114) (Lysyl 85 kDa 0.31 84 40 45 11 14 11 3 15 6 12 15 N ©0.16)
hydroxylase 3) (LH3)
CcDNA FLJ57740, highly
UBP5_HUMAN %DKNUUM BADKNG | similar to Transforming 0KkDa | 014 85 % 45 7 8 1 14 9 2 10 4 1'25753345 (8"1/“6)
protein RhoA )
FBVOX6_HUMA Retinoid-inducible serine 1.2553486 0%
N - RISC_HUMAN SCPEP1 Q9HB40 carboxypeptidase (EC 3.4.16.-) 51 kDa 0.23 16 7 8 0 3 4 0 2 0 4 2 h
(+2) ; ; 82 (0.41)
(Serine carboxypeptidase 1)
Cytochrome b-c1 complex
subunit 7 (Complex I11 subunit
AMRP_HUMAN 7) (Complex 111 subunit VI1) 1.2553486 0%
1) QCR7_HUMAN UQCRB P14927 (QP-C) (Ubiquinol- 14 kDa 0.18 16 7 8 3 1 1 2 2 1 1 4 oy ©.41)
cytochrome c reductase
complex 14 kDa protein)
cDNA FLJ75449, highly
B4DDT3_HUMA ABK6FO_HUMA similar to Homo sapiens 1.2553486 0%
N (1) N ABK6FO aquarius homolog (mouse) 171 kDa 0.21 14 7 8 3 1 1 2 2 0 4 1 oy ©.41)
(AQR), MRNA
Aminopeptidase B (AP-B) (EC
3.4.11.6) (Arginine 1.2553486 0%
LRBA_HUMAN AMPB_HUMAN RNPEP QUH4A4 aminopeptidase) (Arginyl 73 kDa 0.046 15 7 8 0 2 2 3 2 5 0 1 oy ©041)
aminoy
cDNA FLJ90373 fis, clone
B3KQF4_HUMA NT2RP2004606, highly 1.2553486 0%
PARP9_HUMAN N B3KQF4 similar to Metalloproteinase 23 kDa 0.096 15 7 8 0 5 2 0 0 3 2 3 82 (0.41)
inhibitor 1
Lamin-B receptor (Integral
QCATN—HUMA LBR_HUMAN LBR Q14739 nuclear envelope inner 71kDa | 011 15 7 8 2 1 2 2 0 4 2 2 1'25523486 (é)iﬁ)
membrane protein) (LMN2R) .
cDNA FLJ75401, highly
ABK2X4_HUMA similar to Homo sapiens 1.2553486 0%
FKB10_HUMAN N ABK2X4 endoglin (Osler-Rendu-Weber 71 kDa 0.2 15 7 8 2 1 4 0 0 3 3 2 82 (0.41)
syndrome 1), mMRNA
ASNA_HUMAN BGREALHUMA siL D6REAL 'S\‘Iuﬂe""de exchange factor 53kDa | 013 15 7 8 1 3 2 1 1 1 3 3 1'25523486 (g:/"l)




CDNA, FLI93048, highly

BAZ1B_HUMA B2R6P4_HUMA similar to Homo sapiens 1.2553486 0%
N N B2ROPA | naptobrevin-like 1 (SYBLY), | 2°KPa | 011 15 7 8 0 3 2 2 2 0 1 5 82 (0.41)
mMRNA
NAD(P)H dehydrogenase
[quinone] 1 (EC 1.6.5.2)
(Azoreductase) (DT-
diaphorase) (DTD)
EO(XJSZ—HUMA NQOL HUMAN | NQOL P15559 (Menadione reductase) 3kDa | 0032 15 7 8 0 0 1 6 6 0 2 0 1'2552486 (8?1)
(NAD(P)H:quinone .
oxidoreductase 1)
(Phylloquinone reductase)
(Quinone reductase 1) (QR1)
WD repeat domain 1, isoform
E7ENA9_HUMA Q53GN4_HUMA CRA_a (WD repeat-containing 1.2527300 0%
N (1) N WDR1 Q53GN4 protein 1 isoforr‘:\ 1 variant) 66 kDa 0.11 51 24 27 4 9 6 5 4 9 9 5 o ©0.24)
(Fragment)
BAE206_HUMA | TBB2B_HUMA ! ! 12512508 | OO%
N (+2) - N - TuBB2B QI9BVAL Tubulin beta-2B chain 50 kDa 0.11 484 230 257 71 58 51 52 67 73 54 61 ) 21 (0.0)066
Probable ATP-dependent RNA
helicase DDX5 (cDNA
ROA0_HUMAN i?\‘DLWS*HUM DDX5 8BADLW FLJ59339, highly similar to 61 kDa 0.13 161 76 85 17 21 19 20 21 15 32 17 1'2555550 (00(;/8“4)
Probable ATP-dependent RNA }
helicase DDX5 (EC 3.6.1.-))
OCAD2_HUMA ANXA7_HUMA Annexin A7 (Annexin VII 1.2492120 0%
N N ANXA7 P20073 (Annexin-7) gSyneXin) ) 53 kDa 0.41 88 42 47 14 8 10 11 7 17 12 11 77 (0.16)
z‘t(?;Eg*HUMA EQPKULHUMA GANAB E9PKU7 Neutral alpha-glucosidase AB 97 kDa 0.1 366 174 194 42 56 45 32 35 43 51 0 1'242;)740 (5301/07)
cDNA FLJ56092, highly
PX11B_HUMAN zADJSB*HUMA B4DJ38 similar to Pentatricopeptide 84 kDa 0.21 53 25 28 8 5 5 9 10 8 5 6 1'246796640 (é)u;'z)
repeat protein 1 )
Laminin subunit gamma-1
(Laminin B2 chain) (Laminin-
1 subunit gamma) (Laminin-10
subunit gamma) (Lamini
subunit gamma) (La
subunit gamma) (La
Q6URC4_HUM LAMC1_HUMA subunit gamma) (La 1.2423720 0%
AN N LAMC1 P11047 subunit gamma) (Lam 178 kDa 0.086 36 17 19 0 8 8 1 6 2 4 7 6 (0.30)
subunit gamma) (La
subunit gamma) (La
subunit gammay) (Lami
subunit gamma) (S-laminin
subunit gamma) (S-LAM
gamma)
Annexin A3 (35-alpha
calcimedin) (Annexin 111)
(Annexin-3) (Inositol 1,2-
Eﬁ;)l—HUMAN QNXA3—HUMA ANXA3 P12429 cyclic phosphate 2- 36 kDa 0.28 117 54 60 27 1 4 22 17 8 14 21 124;3037 ((;)ufil)
phosphohydrolase) (Lipocortin )
111) (Placental anticoagulant
protein I11) (PAP-II1)
Signal recognition particle
RT09_HUMAN RPRB_HUMA | srpre QOY5M8 | receptor subunit beta (SR-beta) | 30kDa | 0.22 13 54 60 16 12 13 13 19 17 13 12 1'24513037 (é)"ﬁ)
(Protein APMCF1) )
39S ribosomal protein L47,
mitochondrial (L47mt) (MRP- 1.2406788 0%
MOT4_HUMAN RM47_HUMAN MRPL47 QYHD33 L47) (Nasopharyngeal 29 kDa 0.088 17 8 9 3 2 2 1 3 1 1 4 ) 73 (0.40)
carcinoma metastasis-related :
protein 1)
cDNA, FLJ93161, highly
B2RAR6_HUMA B2R6X2_HUMA similar to Homo sapiens 1.2406788 0%
N (+1) N B2R6X2 glucuronidase, beta (GUSB), 75 kba 0.082 w 8 9 2 2 3 1 1 0 3 5 73 (0.40)
mRNA
Paired amphipathic helix
rotein Sin3a (Histone
ALGS HUMAN | ginsp HUMAN | SIN3A Q965T3 seacelylase co(mplex subunit 145kDa | 027 17 8 9 1 1 1 5 1 1 5 2 1.2406788 0%
(+1) Si o 73 (0.40)
in3a) (Transcriptional
corepressor Sin3a)
ABK8G0_HUMA Destrin (Actin-depolymerizing 1.2406788 0%
N (+2) DEST_HUMAN DSTN P60981 factor) (ADF) 19 kDa 0.25 19 8 9 1 2 3 2 2 4 2 2 7 (0.40)
6-phosphofructokinase, muscle
type (EC 2.7.1.11)
(Phosphofructo-1-kinase
\,G'G“‘LH UMA | K6PF HUMAN | PFKM P08237 isozyme A) (PFK-A) gskpa | 012 17 8 9 1 5 1 0 2 5 2 0 1'24%’788 (x?:A:J)

(Phosphofructokinase-M)
(Phosphofructokinase 1)
(Phosphohexokinase)
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9
EGRCZ—HUMA RL7_HUMAN RPL7 P18124 60S ribosomal protein L7 9kDa | 022 116 55 61 13 9 14 20 12 19 1 18 1'23&52437 (é’ {‘;‘)
ERMP1_HUMA Q53EP4_HUMA Ribophorin I variant 1.2373814 95%
N N Q53EP4 (Fragment) 69 kDa 0.13 297 142 157 48 35 32 28 40 34 39 44 88 (0.034)
Q9BQQ5_HUM K7ELQ9_HUMA Transmembrane protein 205 1.2359997 0%
AN N TMEM205 K7ELQ9 (Fragment) 19 kDa 0.43 38 18 20 6 4 0 8 2 7 3 8 24 (0.30)
cDNA FLJ55441, highly )
nz(?g)B—HUMA EAEZOG—HUMA BAE206 | similar to Nuclear pore 127kDa | 061 37 18 20 3 5 3 7 7 1 6 6 1'2353997 (é’g‘b)
complex protein Nup133 )
Heterogeneous nuclear 1.2359997 0%
PR40A_HUMAN ROAO0_HUMAN HNRNPAOQ Q13151 ribonucleoprotein AO (hnRNP 31kDa 0.057 38 18 20 2 6 5 5 7 4 4 5 ) 24 (0.30)
AD) .
F162A_HUMAN | Q8IWP6_HUMA ) 95%
+1) = N = Q8IWP6 Class Vb beta tubulin 50 kDa 0.31 574 274 302 81 62 69 64 77 86 71 67 1.2345206 (0.0056
)
cDNA FLJ54691, highly .
gii‘f;G—HUMA RADIGE_HUMA BADIGE | similar to Thromboxane-A 66kDa | 043 102 a8 53 8 14 18 9 0 14 11 g | 122 (é’ {':5)
synthase (EC 5.3.99.5) -
Eukaryotic initiation factor
4A-NT (eIF-4A-111) (eIF4A-1IT)
(EC 3.6.4.13) (ATP-dependent
RNA helicase DDX48) (ATP-
dependent RNA helicase
elF4A-3) (DEAD box protein
48) (Eukaryotic initiation
§7EPBZ*HUMA IFAA3_HUMAN EIFAA3 P38919 factor 4A-like NUK-34) 47 kDa 0.14 126 58 64 10 12 20 16 27 10 14 14 1'2335016 (é)uﬁ)
(Eukaryotic translation -
initiation factor 4A isoform 3)
(Nuclear matrix protein 265)
(NMP 265) (NNMP 265)
[Cleaved into: Eukaryotic
initiation factor 4A-111, N-
terminally processed]
PGRC1_HUMA B5BTY4_HUMA ATP-dependent RNA helicase 1.2332016 0%
N N DDX3X B5BTY4 DDX3X 73 kDa 0.16 122 58 64 12 18 13 16 19 8 18 19 08 (0.14)
Prohibitin-2 (B-cell receptor-
RAB3D_HUMA associated protein BAP37) (D- 1.2327090 0%
N PHB2_HUMAN PHB2 Q99623 prohibitin) (Repressor of 33 kDa 0.3 248 118 130 36 20 19 42 27 38 28 37 02 (0.052)
estrogen receptor activity)
Coatomer protein complex,
subunit beta 2 (Beta prime),
PP2AA_HUMA B4DZI8_HUMA isoform CRA_b (Coatomer 1.2307505 0%
N N COPB2 B4DZI8 subunit beta’) (cDNA 99 kDa 0.27 61 29 32 6 8 9 6 11 12 6 3 79 (0.24)
FLJ56271, highly similar to
Coatomer subunit beta)
Actin-related protein 2/3
AGK_HUMAN ARPC4_HUMA complex subunit 4 (Arp2/3 1.2302569 0%
) N ARPC4 P59998 complex 20 kDa subunit) 20 kDa 0.2 42 19 21 3 6 5 5 5 7 3 6 5 ©0.30)
(p20-ARC)
AP-3 complex subunit beta-1
(Adapter-related protein
complex 3 subunit beta-1)
(Adaptor protein complex AP- 1.2288718 0%
DDX1_HUMAN AP3B1_HUMAN AP3B1 000203 3 subunit beta-1) (Beta-3A- 121 kDa 0.16 19 9 10 1 2 6 0 1 0 4 5 02 (0.40)
adaptin) (Clathrin assembly
protein complex 3 beta-1 large
chain)
Arachidonate 5-lipoxygenase-
gﬁ""('ﬂ‘;B—HUM ALSAPHUMA 1 aLoxsaP P20292 | activating protein (FLAP) 18kDa | 0087 19 9 10 1 3 5 0 0 3 2 5 12208718 ((?Z%)
(MK-886-hinding protein) )
Mitochondrial intermediate
ilNA(‘i%S—HUM MIPEP_HUMAN | MIPEP Q99797 | peptidase (MIP) (EC 8LkDa | 0072 19 9 10 7 0 3 0 6 0 1 3 12208718 ((?Z%)
3.4.24.59) :
Coiled-coil-helix-coiled-coil-
CP1B1_HUMAN EQJRZG—HUMA CHCHD3 C9JRZ6 helix domain-containing 27 kDa 0.13 19 9 10 2 1 1 5 5 1 1 3 1’2235718 ((;)‘Z;J)
protein 3, mitochondrial 3
A8K494_HUMA cDNA FLJ78440, highly 1.2288718 0%
DPP4_HUMAN N ABK494 similar to Human lactoferrin 78 kDa 0.16 19 9 10 2 2 2 3 3 3 3 1 02 (0.40)
cDNA FLJ31171 fis, clone
B3KP52_HUMA KIDNE2000046, highly 1.2288718 0%
LYRIC_HUMAN N B3KP52 similar to 3-mercaptopyruvate 33 kDa 0.11 19 9 10 2 2 2 3 3 4 2 1 02 (0.40)
sulfurtransferase
cDNA FLJ76924, highly
B5MBZ0_HUM A8K800_HUMA similar to Homo sapiens brix 1.2288718 0%
AN (1) N ABK800 domain containing 1 36 kDa 0.057 19 9 10 1 3 1 4 2 3 3 2 0 (0.40)
(BXDC1), MRNA
AZABI0_HUMA PTPMI_HUMA PTPMT1 QBWUK ::gﬁzhal'lggllg!yiggggosphma 23 kDa 0.14 19 9 10 3 2 2 2 1 4 3 2 1.2268718 0%
N (+2) N 0 protein-ty - 02 (0.40)

1 (EC 3.1.3.27)
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(PTEN:-like phosphatase)
(Phosphoinositide lipid
phosphatase) (Protein-tyrosine
phosphatase mitochondrial 1)
(EC 3.1.3.16) (EC 3.1.3.48)

cDNA FLI57180, highly

CS010_HUMAN | B4DRW3_HUM BADRW | Gimilar to TAR DNA-binding 3skDa | 027 19 9 10 2 2 2 3 2 4 2 2 1.2288718 0%
AN 3 ; 02 (0.40)
protein 43
cDNA FLJ56545, highly
B4DDB9_HUM B4DED6_HUMA similar to ATP-dependent 1.2288718 0%
AN (+1) N BADEDS | RN A helicase DDX50 (EC 72kDa | 023 19 9 10 0 2 4 2 ! 2 6 0 02 (0.40)
3.6.1.-)
SWI/SNF related, matrix
B4E2X9_HUMA Q58EY4_HUMA associated, actin dependent 1.2288718 0%
N N SMARCC1 Q58EY4 requlator of chromatin. 123 kDa 0.1 19 9 10 0 2 2 0 4 0 5 1 02 0.40)
subfamily ¢, member 1
Sodium/potassium-
transporting ATPase subunit
AT1AL_HUMA alpha-1 (Na(+)/K(+) ATPase 1.2269659 95%
EFTS_HUMAN N ATP1AL P05023 alpha-1 subunit) (EC 3.6.3.9) 113 kDa 0.16 326 156 171 44 44 44 23 42 25 45 59 20 (0.033)
(Sodium pump subunit alpha-
1
14-3-3 protein zeta/delta
B4DHS8_HUMA 1433Z_HUMAN YWHAZ P63104 (Protein kinase C inhibitor 28 kDa 0.17 107 51 56 7 13 13 18 20 11 12 13 12269311 0%
N (+1) ; 21 (0.16)
protein 1) (KCIP-1)
Q860C0_HUMA E9PCY7_HUMA | | iNRNPHL EQPCY7 Heterogeneous nuclear 47 kDa 0.27 178 84 92 22 22 17 22 23 18 27 24 1.2249723 0%
N N ribonucleoprotein H 44 (0.096)
Adenylate kinase 4,
mitochondrial (AK 4) (EC
A8K4K9_HUMA 2.7.4.10) (EC 2.7.4.6) 1.2249206 0%
N (+2) KAD4_HUMAN AK4 P27144 (Adenylate Kinase 3-like) 25 kDa 0.23 108 52 57 7 16 21 10 18 15 12 12 97 ©016)
(GTP:AMP
hosphotransferase AK4)
Alpha-aminoadipic
semialdehyde dehydrogenase
(Alpha-AASA dehydrogenase)
(EC 1.2.1.31) (Aldehyde
dehydrogenase family 7 o
ﬁf\"\‘(ﬂ")z—HUM ,’:}UM—HUMA ALDHTAL P49419 member AL) (EC 1.2.1.3) sekDa | 0034 198 95 104 29 27 19 2 52 14 13 27 1'22;26354 (000/r§1)
(Antiquitin-1) (Betaine .
aldehyde dehydrogenase) (EC
1.2.1.8) (Deltal-piperideine-6-
carboxylate dehydrogenase)
(P6c dehydrogenase)
DNA-dependent protein kinase
Q59GW5_HUM PRKDC_HUMA catalytic subunit (DNA-PK 1.2243219 95%
AN (+1) N PRKDC P78527 catalytic subunit) (DNA-PKGcs) 469 kDa 0.15 470 225 246 21 52 67 86 79 52 93 20 o (©0.012)
(EC 2.7.11.1) (DNPK1) (p460)
FSGYRS_HUMA | FSHSD3_ HUMA | rgaqc F5H5D3 | Tubulin alpha-1C chain sgkDa | 011 437 209 228 61 4 50 50 58 65 55 5 | 12215126 95%
N (+2) N 13 (0.018)
9
AUPL_HUMAN EABlafHUMA RAB18 QUNP72 | Ras-related protein Rab-18 23kDa | 016 % 4 & 13 10 1 9 3 18 13 13| 12200656 (g f“g)
. 95%
BASI_HUMAN ATP synthase subunit beta, 1.2207704
+1) ATPB_HUMAN ATP5B P06576 mitochondrial (EC 3.6.3.14) 57 kDa 0.21 793 380 414 96 92 91 101 112 90 99 113 25 (0.0)023
A0S1I7_HUMA ABNEM2_HUM ABNEM . " 1.2191640 0%
N (127D AN HCFC1 2 HCF N-terminal chain 5 213 kDa 0.076 24 10 11 2 3 2 3 2 1 4 4 72 ©039)
cDNA FLJ14222 fis, clone
B4DT31_HUMA B3KNC3_HUM NT2RP3003992, highly 1.2191640 0%
N (+4) AN B3KNC3 similar to Nucleolar complex 85kDa 0.15 2 0 1 0 8 2 5 4 8 8 1 72 (0.39)
protein 2 homolog
39S ribosomal protein L38, 12191640 0%
SAHH_HUMAN RM38_HUMAN MRPL38 Q96DV4 mitochondrial (L38mt) (MRP- 45 kDa 0.16 21 10 11 5 2 1 2 5 2 2 2 T ©039)
L38) :
B4DWI8_HUMA F5H315_HUMA Pre-mRNA-splicing factor 1.2191640 0%
N N XAB2 F5H315 SYFL 100 kDa 0.091 21 10 11 4 1 2 3 7 0 3 1 7 ©039)
NADH dehydrogenase
[ubiquinone] 1 alpha
subcomplex subunit 12 (13
THEM6_HUMA NDUAC_HUMA kDa differentiation-associated 1.2191640 0%
N N NDUFA12 Q9UI09 protein) (Complex I-B17.2) 17 kDa 0.25 21 10 11 5 1 2 2 2 2 3 4 7 ©039)
(CI-B17.2) (CIB17.2)
(NADH-ubiquinone
oxidoreductase subunit B17.2)
Isocitrate dehydrogenase
J3KT73_HUMA [NAD] subunit beta, 1.2187305 0%
N (+2) IDH3B_HUMAN IDH3B 043837 mitochondrial (EC 1.1.1.41) 42 kDa 0.39 92 44 48 12 9 7 16 17 8 10 13 7 ©019)

(Isocitric dehydrogenase

60




subunit beta) (NAD(+)-
specific ICDH subunit beta)

Protein arginine N-
methyltransferase 1 (EC

DEGS1_HUMA 2.1.1.-) (Histone-arginine N- 1.2177892 0%
N ANMI1_HUMAN PRMT1 Q99873 methyltransferase PRMT1) 42 kDa 0.096 68 33 36 12 7 6 8 13 16 6 1 95 0.23)
(EC 2.1.1.125) (Interferon
receptor 1-bound protein 4)
Inorganic pyrophosphatase
EADZl—H UMA 1 1pyR_HUMAN PPAL Q15181 | (EC 3.6.1.1) (Pyrophosphate 3BkDa | 015 69 33 36 2 12 2 17 5 15 12 4 1'21;57 892 (g‘;‘g)
phospho-hydrolase) (PPase) )
KCY_HUMAN EGKPGS—HUMA F6KPGS | Albumin (Fragment) 67kDa | 034 263 126 137 17 30 37 2 2 % 2% 53 1'21;?193 (oog/;s)
ﬁf’('ﬂ)JQ—HUMA mlRLeB—HUMA HLA-A MIRL68 | MHC class I antigen sk | 011 119 57 62 10 15 13 19 0 0 0 32 1'21753043 (r?.?:s)
NADH-cytochrome b5
reductase 3 (B5R)
(Cytochrome b5 reductase)
(EC 1.6.2.2) (Diaphorase-1)
ACOIS HUMA | NBSRSHUMA | cysrs P00387 [Cleaved into: NADH- 34kDa | 038 145 69 75 25 14 14 16 8 2 17 29 | LEME 0%
(0.13)
cytochrome b5 reductase 3
membrane-bound form;
NADH-cytochrome b5
reductase 3 soluble form]
Nucleoprotein TPR (Megator)
ABK4AWT7_HUM NPC-associated intranuclear 1.2145445 0%
AN (+2) TPR_HUMAN TPR P12270 érmein) (Translocated 267 kDa 0.12 96 46 50 14 10 14 8 8 2 25 16 6 ©019)
promoter region protein)
Protein disulfide-isomerase A4
(EC 5.3.4.1) (Endoplasmic
Q5WOH4_HUM reticulum resident protein 70) 10145292 95%
AN - PDIA4_HUMAN PDIA4 P13667 (ER protein 70) (ERp70) 73 kDa 0.22 293 141 153 27 50 39 25 26 38 41 48 :
(+1) S 25 (0.030)
(Endoplasmic reticulum
resident protein 72) (ER
protein 72) (ERp-72) (ERp72)
cDNA FLJ55931, highly
RALA_HUMAN ﬁ“DJB“—HUMA BADIB4 | similar to Isocitrate 35 kDa 03 170 83 % % 17 23 19 30 13 2 2 1'212259080 (8?“1)
dehydrogenase )
Transportin-1 (Importin beta-
GNA13_HUMA TNPO1_HUMA 2) (Karyopherin beta-2) (M9 1.2120236 0%
N N TNPO1 Q92973 region interaction protein) 102 kDa 0.18 48 23 25 3 4 7 9 8 7 10 0 2 (0.29)
(MIP)
Small nuclear
BADRT4_HUMA | Q5XPV6_HUMA Q5XPV6 | ribonucleoprotein-associated 24kDa | 049 49 2 25 4 6 7 5 6 4 8 7 1.2120236 0%
N (+1) N protein 23 (0.29)
CDNA FLJ78244, highly
similar to Homo sapiens
VTNC_HUMAN QBKF@HUN‘A ABK7F6 | eukaryotic translation skDa | 017 176 84 9 10 25 23 2 2 30 % 7 1'2151?184 (8?“1)
initiation factor 4A, isoform 1 ’
(EIF4A1), MRNA
Electron transfer flavoprotein
COIILHUMAN | erep uman | ETFA P13804 subunit alpha, mitochondrial 3sKDa | 0078 149 72 78 19 19 18 16 23 17 18 19 | 12115544 0%
S (Alpha-ETF) 3 (0.13)
Phenylalanine-tRNA ligase
alpha subunit (EC 6.1.1.20) 12110415 0%
PLPL6_HUMAN SYFA_HUMAN FARSA Q9Y285 (CML33) (Phenylalanyl-tRNA 58 kDa 0.075 25 1 12 0 4 4 3 7 5 1 0 ) 59 (0.39)
synthetase alpha subunit) )
(PheRS)
Pre-mRNA-processing factor
19 (Nuclear matrix protein
gol;lB_HUMAN PRP19_HUMAN PRPF19 Q9UMS4 | 200) (PRP19/PSO4 homolog) 55 kDa 01 23 11 12 1 1 5 4 3 3 5 1 1'21;?415 (gug'g)
(hPso4) (Senescence evasion )
factor)
:\:‘O(i:lA)l_HUMA RER1_HUMAN RERL 015258 Protein RERL 23 kDa 0.056 23 11 12 2 2 3 4 5 2 1 4 1'21;5415 (é)_ug';)
MKI67 FHA domain-
interacting nucleolar
phosphoprotein (Nucleolar 12110415 0%
ANK1_HUMAN MK67I_HUMAN NIFK QIBYG3 phosphoprotein Nopp34) 34 kDa 0.087 23 11 12 4 1 1 5 4 3 2 3 59 ©039)
(Nucleolar protein interacting R
with the FHA domain of pKI-
67) (NNIFK)
Probable Xaa-Pro
aminopeptidase 3 (X-Pro 1.2110415 0%
THIO_HUMAN XPP3_HUMAN XPNPEP3 QINQH7 | aminopeptidase 3) (EC 57 kDa 0.49 24 11 12 2 5 0 3 7 0 3 0 5o ©039)

3.4.11.9) (Aminopeptidase P3)
(APP3)
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Heterogeneous nuclear

9
B3KQB4_HUM ROA3 HUMAN | HNRNPA3 P51991 ribonucleoprotein A3 (hnRNP skpa | 022 177 85 92 14 2 20 28 20 8 39 25 | 12107541 0%
AN (+2) A3) 93 (0.11)
E7EX73_HUMA Eukaryotic translation 1.2098960 0%

QOR_HUMAN N EIF4G1 E7EX73 initiation factor 4 gamma 1 159 kDa 0.29 75 36 39 3 10 13 10 13 9 14 4 62 (0.23)

cDNA FLJ75008, highly

similar to Homo sapiens o
ﬁe(';‘g;*z—HUMA ﬁaKs“B—HUMA ABK548 | proline-, glutamic acid-, 120kDa | 02 50 2 2 8 6 3 7 7 5 3 1 Lzoggssz (g ;‘é)

leucine-rich protein 1 )

(PELP1), mRNA

Peroxisomal multifunctional

enzyme type 2 (MFE-2) (17-

beta-hydroxysteroid

dehydrogenase 4) (17-beta-

HSD 4) (D-bifunctional

protein) (DBP)

(Multifunctional protein 2) o
BADIPT HUMA | ppps HUMAN | HSD178B4 PS51659 | (MPF-2) [Cleaved into: (3R)- 80kba | 016 295 142 153 48 31 a 2 29 a3 3 50 | 12000853 0%
N (+1) 13 (0.056)

hydroxyacyl-CoA

dehydrogenase (EC 1.1.1.n12);

Enoyl-CoA hydratase 2 (EC

4.2.1.107) (EC 4.2.1.119) (3-

alpha,7-alpha,12-alpha-

trihydroxy-5-beta-cholest-24-

enoyl-CoA hydratase)]

Cytosolic acyl coenzyme A

thioester hydrolase (cDNA
B7ZKK7_HUMA B4DUX0_HUM FLJ60167, highly similar to 1.2041453 0%
N AN ACOT7 BADUXO | Cicolic acyl coenzyme A 30 kDa 0.18 25 12 13 3 3 3 3 1 2 0 0 P ©038)

thioester hydrolase(EC

3.1.2.2)

Very-long-chain (3R)-3-

hydroxyacyl-[acyl-carrier

protein] dehydratase 2 (EC o
E‘LVRB—HUMA HACDZ—HUMA PTPLB Q6Y1H2 | 4.2.1.134) (3-hydroxyacyl- 28kDa | 031 25 12 13 3 5 3 1 4 3 2 4 1'202‘51453 (g ;‘é)

CoA dehydratase 2) (HACD2) )

(Protein-tyrosine phosphatase-

like member B)

Ubiquitin-like modifier-

activating enzyme 6

(Ubiquitin-activating enzyme o
',;‘AMB"'—HUMA UBA6_HUMAN | UBA6 AOAVTL | 6) (Monacyte protein 4) 118kpa | 011 25 12 13 0 6 3 3 5 6 2 0 1'202‘51453 ((%'é)

(MOP-4) (Ubiquitin-activating )

enzyme E1-like protein 2) (E1-

L2)

Heat shock-related 70 kDa 1.2004941 0%
SYTM_HUMAN HSP72_HUMAN HSPA2 P54652 protein 2 (Heat shock 70 kDa 70 kDa 0.14 201 96 103 0 0 0 24 20 28 27 28 o7 ©.10)

protein 2) .

Heterogeneous nuclear
BADM33_HUM | HNRPM_HUMA |\ pnpm P52272 ribonucleoprotein M ("NRNP 78kDa | 027 199 o7 104 1 0 2 ) 36 19 2 23 | 11996756 0%
AN (+1) N M 02 (0.10)
B7Z815_HUMA B5BU61_HUMA Histone deacetylase (EC 1.1989556 0%
N (+2) N HDAC1 B5BUGL 3.5.1.98) 55 kDa 0.084 56 27 29 5 6 8 8 5 8 10 6 5 (0.28)

Mitochondrial carrier homolog
(Pg;z—HUMAN NTCH2HUMA | MrcHz QoY6Co | 2 (Met-induced mitochondrial BKDa | 012 145 70 75 2 11 15 23 17 20 16 2 | 1198313 (é)"f’s)

protein) )
LAMC2_HUMA J3KT10_HUMA Nuclear pore complex protein 1.1982172 0%
N N NUP85 J3KT10 Nups5 70 kDa 0.12 27 13 14 2 4 2 5 4 3 4 3 62 (0.38)

Interferon-induced 35 kDa 11982172 0%
ITA2_HUMAN IN35_HUMAN IFI35 Pg0217 protein (IFP 35) (1fi-35) 32 kDa 0.11 28 13 14 1 1 2 9 3 3 3 5 2 ©.38)

Importin subunit alpha-5

(Karyopherin subunit alpha-1)

(Nucleoprotein interactor 1)
xATCl—HUMA IMA5_HUMAN KPNA1 P52294 (NPI-1) (RAG cohort protein 60 kDa 0.26 27 13 14 3 4 2 4 6 3 5 1 1'19222172 (é)u;;i)

2) (SRP1-beta) [Cleaved into: )

Importin subunit alpha-5, N-

terminally processed]

Proteasome subunit alpha

type-7 (EC 3.4.25.1) 1.1982172 0%
RM01_HUMAN PSA7_HUMAN PSMA7 014818 (Proteasome subunit RC6-1) 28 kDa 0.18 27 13 14 2 2 3 6 3 3 3 5 62 (038)

(Proteasome subunit XAPC7)
Q59FH1_HUMA Histone H1.2 (Histone Hic) 1.1966638 0%
N H12_HUMAN HIST1H1C P16403 (Histone H1d) (Histone H1s-1) 21 kDa 0.035 117 57 61 5 20 15 17 12 16 14 18 53 (0.18)

26S proteasome non-ATPase

regulatory subunit 1 (26S
B2RB52_HUMA PSMD1_HUMA proteasome regulatory subunit 1.1962474 0%
N (+4) N PSMD1 Q99460 RPN2) (265 proteasome 106 kDa 0.15 58 28 30 3 9 8 8 6 13 8 4 P ©0.28)

regulatory subunit S1) (26S
proteasome subunit p112)
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95%

ABK690_HUMA Tubulin beta chain (Tubulin 1.1954026
N (+2) TBB5_HUMAN TUBB P07437 beta-5 chain) 50 kDa 0.17 676 328 350 93 84 80 73 98 96 75 80 31 (0.(;097
Delta(3,5)-Delta(2,4)-dienoyl-
Q5TBS3_ HUMA | iy Human | EcHL Q13011 | CoA isomerase, mitochondrial | 36kDa | 0.19 150 73 78 16 20 14 2 17 31 10 19 | 11952218 0%
N (+2) (EC5339 29 (0.15)
60 kDa heat shock protein,
mitochondrial (60 kDa
chaperonin) (Chaperonin 60) 95%
ABKAQ5_HUM (CPN60) (Heat shock protein 1.1949375
AN (+1) CH60_HUMAN HSPD1 P10809 60) (HSP-60) (Hsp60) 61 kDa 0.11 869 422 450 86 133 110 91 118 98 120 115 2 (0.(;040
(HUCHAG®0) (Mitochondrial
matrix protein P1) (P60
lymphocyte protein)
F8RZC1_HUMA RABIA_HUMA Ras-related protein Rab-1A 1.1943819 0%
N N RABIA P62820 (YPTL-related protein) 23 kDa 0.12 217 104 111 29 27 30 20 20 32 22 38 05 (0.10)
Mitochondrial-processing
peptidase subunit alpha (EC 1.1937183 0%
F120A_HUMAN MPPA_HUMAN PMPCA Q10713 3.4.24.64) (Alpha-MPF) (P- 58 kDa 0.063 60 29 31 6 6 5 12 14 6 4 7 P 0.28)
55)
AlL172_HUMA D3YTB1_HUMA 60S ribosomal protein L32 1.1930668 0%
N (+2) N RPL32 D3YTB1 (Fragment) 16 kDa 0.19 29 14 15 3 3 3 5 3 10 2 0 50 (0.38)
ATPase, Ca++ transporting,
type 2C, member 1, isoform
EFHD2_HUMA B4E2Q0_HUMA CRA_d (cDNA FLJ55630, 1.1930668 0%
N N ATP2C1 B4E2Q0 highly similar to Calcium- 105 kDa 0.2 29 14 15 5 5 4 0 3 1 4 7 50 (0.38)
transporting ATPase type 2C
member 1 (EC 3.6.3.8))
cDNA FLJ78246, highly
F5GZY0_HUMA ABK566_HUMA similar to Homo sapiens 1.1930668 0%
N N ABKS66 splicing factor 3a, subunit 3, 59 kba 012 2 14 15 0 5 5 4 4 2 5 4 59 (0.38)
60kDa (SF3A3), MRNA
Small nuclear
SCRB2_HUMA ribonucleoprotein Sm D1 (Sm- 1.1930668 0%
N SMD1_HUMAN SNRPD1 P62314 D1) (Sm-b autoantigen) 13 kDa 0.13 29 14 15 3 2 3 6 3 2 6 4 o ©.38)
(snRNP core protein D1)
cDNA, FLJ93451, highly
MCM6_HUMAN B2R710_HUMA similar to Homo sapiens 1.1930668 0%
(+1) N BZR7I0 thioredoxin domain containing 34 kDa 015 2 14 5 3 2 3 6 2 2 5 6 59 (0.38)
14 (TXNDC14), mRNA
cDNA FLJ76011, highly
ABNNI4_HUMA A8BK2D6_HUMA similar to Homo sapiens 1.1930668 0%
N (+3) N ABK2DE | 2 ctamase, beta 2 (LACTB2), 33kDa | 021 2 14 5 ! 4 2 7 6 3 4 2 59 (0.38)
mRNA
F5HOM4_HUMA Lysophospholipid 1.1930668 0%
FUBP2_HUMAN N LPCAT3 F5HOM4 acyltransferase 5 39 kDa 0.12 29 14 15 6 0 2 6 1 7 4 3 59 (0.38)
CcDNA FLJ61290, highly N
ﬁRsmeUMA EADBOJ"UMA BADI30 | similar to Neutral alpha- 113kDa | 021 415 202 215 4 65 51 2 38 &7 56 73 1'191113123 (09*23/“7)
glucosidase AB |
Lipoamide acyltransferase
component of branched-chain
alpha-keto acid dehydrogenase
complex, mitochondrial (EC
2.3.1.168) (Branched-chain
alpha-keto acid dehydrogenase
complex component E2)
(BCKAD-E2) (BCKADE?) 11013512 0%
MFN2_HUMAN 0DB2_HUMAN DBT P11182 (Dihydrolipoamide 53 kDa 0.13 62 30 32 12 4 3 11 12 7 7 6 ) 48 © 2%)
acetyltransferase component of h
branched-chain alpha-keto acid
dehydrogenase complex)
(Dihydrolipoamide branched
chain transacylase)
(Dihydrolipoyllysine-residue
methylpropanoyl)transferase)
Importin-7 (Imp7) (Ran- 1.1913512 0%
MTX1_HUMAN IPO7_HUMAN IPO7 095373 binding protein 7) (RanBP7) 120 kDa 0.14 63 30 32 0 10 13 7 10 8 9 5 oy ©0.28)
ATP synthase subunit O,
QOVGA5_HUM mitochondrial (Oligomycin 1.1908289 0%
AN (+3) ATPO_HUMAN ATP50 P48047 sensitivity conferral protein) 23 kDa 0.19 95 46 49 13 8 8 17 11 13 13 13 74 0.22)
(OSCP)
B4DN31_HUMA B2R4C0O_HUMA " " 1.1891310 0%
N (+2) N B2R4CO 60S ribosomal protein L18a 21 kDa 0.18 64 31 33 7 8 6 10 9 12 6 7 55 (0.28)
Peptidyl-prolyl cis-trans
isomerase FKBP10 (PPlase 1.1885505 0%
FKBP2_HUMAN FKB10_HUMAN FKBP10 QI96AY3 FKBP10) (EC 5.2.1.8) (65 kDa 64 kDa 0.35 30 15 16 1 5 2 7 10 1 3 2 - 63 © 3‘]7)

FK506-binding protein) (65
kDa FKBP) (FKBP-65)
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(FK506-binding protein 10)
(FKBP-10) (Immunophilin
FKBP65) (Rotamase)

HOYF29_HUMA
N

ABK486_HUMA
N

ABKA486

Peptidyl-prolyl cis-trans
isomerase (EC 5.2.1.8)

18 kDa

0.22

206

98

104

30

37

27

37

20

22

11875729
13

0%
(0.12)

VAPB_HUMAN

E9PL22_HUMA
N

HYOU1

E9PL22

Hypoxia up-regulated protein
1

105 kDa

0.25

272

132

140

49

37

20

32

37

32

39

11872036
76

(0.082)

B4DT35_HUMA
N (+3)

AMRP_HUMAN

LRPAP1

P30533

Alpha-2-macroglobulin
receptor-associated protein
(Alpha-2-MRAP) (Low
density lipoprotein receptor-
related protein-associated
protein 1) (RAP)

41 kDa

0.16

33

16

17

1.1845580
96

0%
(037)

B4DVA7_HUM
AN (+1)

DPP4_HUMAN

DPP4

P27487

Dipeptidyl peptidase 4 (EC
3.4.14.5) (ADABP)
(Adenosine deaminase
complexing protein 2) (ADCP-
2) (Dipeptidyl peptidase 1V)
(DPP IV) (T-cell activation
antigen CD26) (TP103) (CD
antigen CD26) [Cleaved into:
Dipeptidyl peptidase 4
membrane form (Dipeptidyl
peptidase IV membrane form);
Dipeptidyl peptidase 4 soluble
form (Dipeptidyl peptidase IV
soluble form)]

88 kDa

0.15

33

16

17

1.1845580
96

0%
(0.37)

RS26_HUMAN

B2RB52_HUMA
N

B2RB52

cDNA, FLJ95314, highly
similar to Homo sapiens
transducin (beta)-like 2
(TBL2), transcript variant 1,
mMRNA

50 kDa

0.31

32

16

17

1.1845580
96

0%
(037)

CUL4A_HUMA
N

PGK1_HUMAN

PGK1

P00558

Phosphoglycerate kinase 1 (EC
2.7.2.3) (Cell migration-
inducing gene 10 protein)
(Primer recognition protein 2)
(PRP 2)

45 kDa

0.15

290

141

149

33

40

46

40

45

2

23

1.1829659
24

0%
(0.079)

VPS45_HUMAN

H13_HUMAN

HIST1H1D

P16402

Histone H1.3 (Histone Hlc)
(Histone H1s-2)

22 kDa

0.11

106

52

55

19

14

12

13

13

17

1.1828292
7

0%
(021)

A2MG_HUMAN

CY1_HUMAN

Ccyc1

P08574

Cytochrome c1, heme protein,
mitochondrial (Complex 11
subunit 4) (Complex 111
subunit 1V/) (Cytochrome b-c1
complex subunit 4)
(Ubiquinol-cytochrome-c¢
reductase complex cytochrome
c1 subunit) (Cytochrome c-1)

35 kDa

0.095

71

35

37

12

1

1.1814761
67

0%
(027

H3BN02_HUMA
N (+1)

Q2TU34_HUMA
N

FBP1

Q2TU34

Fructose-1,6-bisphosphatase 1
(Growth-inhibiting protein 17)
(cDNA FLJ75786, highly
similar to Homo sapiens
fructose-1,6-bisphosphatase 1
(FBP1), mRNA)

37 kDa

0.09

72

35

37

12

13

17

1.1814761
67

0%
027

B2R5V2_HUMA
N (+1)

A1KYQ7_HUM
AN

EIF3C

ALKYQ7

Eukaryotic translation
initiation factor 3 subunit C
(elF3c) (Eukaryotic translation
initiation factor 3 subunit 8)
(elF3 p110)

105 kDa

0.16

35

17

18

1.1810033
47

0%
(0.36)

B2R4D8_HUMA
N (+1)

G3V2S9_HUMA
N

SLIRP

G3Vv2s9

SRA stem-loop-interacting
RNA-binding protein,
mitochondrial

14 kDa

0.21

35

17

18

1.1810033
47

0%
(0.36)

J3KT10_HUMA
N (+1)

B4DWI8_HUMA
N

B4DWI8

cDNA FLJ57805, highly
similar to Homo sapiens
paraspeckle component 1
(PSPC1), transcript variant
alpha, MRNA

53 kDa

0.11

34

17

18

1.1810033
47

0%
(0.36)

ECI2_HUMAN
(+3)

VTNC_HUMAN

VTN

P04004

Vitronectin (VN) (S-protein)
(Serum-spreading factor)
(V75) [Cleaved into:
Vitronectin V65 subunit;
Vitronectin V10 subunit;
Somatomedin-B]

54 kDa

0.18

35

17

18

13

11810033
47

0%
(0.36)

FAF2_HUMAN

B2R8R5_HUMA
N

B2R8R5

cDNA, FLJ94025, highly
similar to Homo sapiens
tripartite motif-containing 28
(TRIM28), MRNA

89 kDa

0.17

148

72

76

19

22

1

14

1.1809449
12

0%
(017)

ETHE1_HUMA
N (+1)

DEGS1_HUMA
N

DEGS1

015121

Sphingolipid delta(4)-
desaturase DES1 (EC 1.14.-.-)
(Cell migration-inducing gene

38 kDa

0.2

37

18

19

11778181
03

0%
(0.36)
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15 protein) (Degenerative
spermatocyte homolog 1)
(Membrane lipid desaturase)

0
IN35_HUMAN E7ZW51—HUMA B7ZW5L | Uncharacterized protein 28kDa | 029 37 18 19 0 0 0 5 0 4 0 1 1'175;3181 (g g‘g)
Splicing factor
FAH2A_HUMA Q86VG2_HUMA proline/glutamine-rich 1.1767598 0%
N N SFPQ QB6VG2 | (oo rimidine tract binding 76 kDa 0.24 78 38 40 12 9 7 11 10 4 12 15 % ©0.26)
protein associated)
Cofilin-1 (18 kDa o
EECAl—HUMA COFL HUMAN | CFL1 P23528 phosphoprotein) (p18) 19kpa | 015 120 58 61 8 14 14 2 13 2 13 12 1'17g§513 (8;‘6)
(Cofilin, non-muscle isoform) )
Acetyl-coenzyme A
BADLC3_HUMA | ACATN_HUMA transporter 1 (AT-1) (Acetyl- 11749476 0%
N(2) N SLC33AL 000400 CoA transporter 1) (Solute 61 kDa 0.19 39 19 20 8 3 4 4 6 4 6 5 2 ©0.36)
carrier family 33 member 1)
Spondin-1 (F-spondin) o
FA49B HUMAN | SPONLHUMA 1 opony QUHCBG | (Vascular smooth muscle cell o1kpa | 028 ) 20 2 4 8 4 4 7 2 5 7 1.1723474 0%
N > 63 (0.35)
growth-promoting factor)
Heat shock cognate 71 kDa 11699867 95%
OAS2_HUMAN HSP7C_HUMAN | HSPA8 P11142 protein (Heat shock 70 kDa 71 kDa 0.17 597 292 305 73 9% 69 55 63 80 86 76 R (©0.027)
protein 8) )
cDNA FLJ46429 fis, clone
B3KXZ4_HUMA THYMU3014372, highly 11699811 0%
RMO09_HUMAN N BIKXZ4 | girvilar to DNA replication 91 kDa 0.21 42 21 22 0 11 8 1 12 4 5 0 o ©0.35)
licensing factor MCM2
NADH dehydrogenase
[ubiquinone] iron-sulfur
protein 8, mitochondrial (EC
NDUS8_HUMA 1.6.5.3) (EC 1.6.99.3) 11699811 0%
INF2_HUMAN N NDUFS8 000217 (Complex 1-33KD) (C1-23KD) 24 kDa 0.13 43 21 22 6 4 5 6 5 4 6 8 0 ©.35)
(NADH-ubiquinone
oxidoreductase 23 kDa
subunit) (TYKY subunit)
Translocon-associated protein
PRS4_HUMAN SSRD_HUMAN SSR4 P51571 subunit delta (TRAP-delta) 19 kDa 018 43 21 22 5 3 3 10 3 6 7 6 1.1699811 0%
(Signal sequence receptor 82 (0.35)
subunit delta) (SSR-delta)
S“HJ‘LHUMA Q3R0T77HUMA A3ROT7 | Liver histone Hie 2kDa | 012 134 66 69 0 2 17 20 14 17 16 21 “61967 2 (é)"z/'i))
Dolichyl-
diphosphooligosaccharide--
protein glycosyltransferase
subunit STT3B o
ﬁa('fffsfHUMA STT38 HUMAN | STT3B Q8TCl2 | (Oligosaccharyl transferase 94kDa | 024 88 4 4 17 8 10 9 10 13 1 12 1'1535053 ((%';J.)
subunit STT3B) (STT3-B) (EC "
2.4.99.18) (Source of
immunodominant MHC-
iated peptides homolog)
L-xylulose reductase (XR) (EC
1.1.1.10) (Carbonyl reductase
B3KUF6_HUMA 11) (Dicarbonyl/L-xylulose 11678186 0%
N 1) DCXR_HUMAN | DCXR QUZAWL | tase) (Kidney dicarbonyl 26 kDa 0.27 46 22 23 1 8 8 5 5 9 4 6 o1 ©0.35)
reductase) (kiDCR) (Sperm
surface protein P34H)
Synaptotagmin binding,
BADEKZ_HUMA | Q59GL1_HUMA Q59GL1 | cytoplasmic RNA interacting 60kDa | 0.19 193 95 9% 10 33 34 2 2 4 50 21 | 11668739 0%
N (+2) N asmIC 63 (0.15)
protein variant (Fragment)
Heat shock protein beta-1
(HspB1) (28 kDa heat shock
protein) (Estrogen-regulated 11662737 0%
CHP1_HUMAN HSPB1_HUMAN | HSPB1 P04792 24 kDa protein) (Heat shock 23 kDa 0.46 147 71 74 11 17 22 23 18 32 15 11 s ©.19)
27 kDa protein) (HSP 27) )
(Stress-responsive protein 27)
(SRP27)
D
RABA3_ HUMA | RABTA_HUMA | pagra P51149 Ras-related protein Rab-7a 23kpa | 027 250 123 128 36 30 30 30 30 23 34 40 | 11649662 0%
N (+1) N 35 (0.12)
CDNA FLJ50978, highly
similar to Dihydrolipoyllysine-
residue 0
JSKTE4_HUMA B4DIXL_HUMA B4DJX1 acetyltransferasecomponent of 63 kDa 0.22 100 49 51 19 1 12 10 16 8 1 16 1.1642898 0%
N (+4) N 78 (0.25)
pyruvate dehydrogenase
complex, mitochondrial (EC
2.31.12)
Membrane-associated 9
COILIE_ HUMAN | PGRCLHUMA | pepyvicy 000264 | progesterone receptor 2Kpa | 025 49 2 25 6 3 6 9 4 9 7 5 1.1640077 0%
(+2) N 28 (0.34)
component 1 (mPR)
)0/
;MELLHUMA ;8W1R77HUMA MYL6 FEWIR7 | Myosin light polypeptide 6 16kDa | 0082 101 50 52 13 1 10 17 8 13 17 12 1'16833220 (gz/ix)
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A4_HUMAN
(+2)

SUCB2_HUMA
N

SuCLG2

Q96199

Succinyl-CoA ligase [GDP-
forming] subunit beta,
mitochondrial (EC 6.2.1.4)
(GTP-specific succinyl-CoA
synthetase subunit beta)
(Succinyl-CoA synthetase
beta-G chain) (SCS-betaG)

47 kDa

0.13

105

51

53

12

11

21

10

1

1

11625875
7

0%
(0.24)

GHC1_HUMAN

Q53HH4_HUMA
N

Q53HH4

Ras-GTPase-activating protein
SH3-domain-binding protein
variant (Fragment)

52 kDa

0.11

53

26

27

13

12

1.1607567
55

0%
(0.33)

R4GN98_HUMA
N (+1)

VATE1_HUMA
N

ATP6VIEL

P36543

V-type proton ATPase subunit
E 1 (V-ATPase subunit E 1)
(V-ATPase 31 kDa subunit)
(p31) (Vacuolar proton pump
subunit E 1)

26 kDa

0.38

52

26

27

10

1.1607567
55

0%
(0.33)

HTAI2_HUMAN

ECHA_HUMAN

HADHA

P40939

Trifunctional enzyme subunit
alpha, mitochondrial (78 kDa
gastrin-binding protein) (TP-
alpha) [Includes: Long-chain
enoyl-CoA hydratase (EC
4.2.1.17); Long chain 3-
hydroxyacyl-CoA
dehydrogenase (EC 1.1.1.211)]

83 kDa

0.27

461

2217

235

82

56

45

42

48

33

55

98

11593880
12

0%
(0.056)

Q53FNO_HUMA
N

HOYK72_HUMA
N

SEC11A

HOYK72

SEC11-like 1 (S. cerevisiae),
isoform CRA_a (Signal
peptidase complex catalytic
subunit SEC11A)

19 kDa

0.19

55

27

28

10

1.1593040
7

0%
(0.33)

TALDO_HUMA
N

BOYIW6_HUMA
N

ARCN1

BOYIW6

Avrchain 1, isoform CRA_a
(Coatomer subunit delta)
(Coatomer subunit delta
variant 2)

62 kDa

0.28

55

27

28

11

13

1.1593040
7

0%
(0.33)

B4E1Z4_HUMA
N

J3KN36_HUMA
N

NOMO3

J3KN36

Nodal modulator 3

139 kDa

0.041

114

56

58

14

10

13

12

13

21

11588532
33

0%
(0.24)

B3KMC9_HUM
AN (+3)

GPDM_HUMAN

GPD2

P43304

Glycerol-3-phosphate
dehydrogenase, mitochondrial
(GPD-M) (GPDH-M) (EC
1.1.5.3) (MtGPD)

81 kDa

0.15

232

115

119

38

30

20

18

30

50

1.1584030
43

0%
(0.14)

C9JVN9_HUMA
N

Q96CP5_HUMA
N

PMPCB

Q96CP5

PMPCB protein (Fragment)

54 kDa

0.15

58

28

29

11579508
31

0%
(0.33)

TNAP2_HUMA
N

ECI1_HUMAN

ECI1

P42126

Enoyl-CoA delta isomerase 1,
mitochondrial (EC 5.3.3.8)
(3,2-trans-enoyl-CoA
isomerase) (Delta(3),Delta(2)-
enoyl-CoA isomerase)
(D3,D2-enoyl-CoA isomerase)
(Dodecenoyl-CoA isomerase)

33 kDa

0.21

57

28

29

11579508
31

0%
(0.33)

RS12_HUMAN

RLA2_HUMAN

RPLP2

P05387

60S acidic ribosomal protein
P2 (Renal carcinoma antigen
NY-REN-44)

12 kDa

0.32

57

28

29

11579508
31

0%
(0.33)

EIF3M_HUMAN

B4DJA5_HUMA
N

RABSA

B4DJAS

Ras-related protein Rab-5A
(cDNA FLJ51867, highly
similar to Ras-related protein
Rab-5A)

22 kDa

0.28

57

28

29

11579508
31

0%
(0.33)

ABKAHL_HUM
AN (+1)

ABK7H3_HUMA
N

ABK7H3

cDNA FLJ77670, highly
similar to Homo sapiens
ribosomal protein S15a
(RPS15A), MRNA

15 kDa

0.11

58

28

29

10

14

1.1579508
31

0%
(0.33)

COR1B_HUMA
N

B2R5SM9_HUMA
N

B2R5M9

cDNA, FLI92537, highly
similar to Homo sapiens
procollagen-lysine, 2-
oxoglutarate 5-dioxygenase
(lysine hydroxylase, Ehlers-
Danlos syndrome type V1)
(PLOD), mRNA

84 kDa

0.12

120

59

61

17

14

14

17

21

1.1569108
21

0%
(0.23)

TIDC1_HUMAN

XRCC5_HUMA
N

XRCC5

P13010

X-ray repair cross-
complementing protein 5 (EC
3.6.4.-) (86 kDa subunit of Ku
antigen) (ATP-dependent
DNA helicase 2 subunit 2)
(ATP-dependent DNA
helicase 11 80 kDa subunit)
(CTC box-binding factor 85
kDa subunit) (CTC85)
(CTCBF) (DNA repair protein
XRCCS) (Ku80) (Ku86)
(Lupus Ku autoantigen protein
p86) (Nuclear factor 1V)
(Thyroid-lupus autoantigen)
(TLAA) (X-ray repair

83 kDa

0.15

182

90

93

33

24

26

17

1.1566262
81

0%
(017)

c ing defective
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repair in Chinese hamster cells
5 (double-strand-break
rejoining))

RL11_HUMAN

B4DPK2_HUMA
N

B4DPK2

cDNA FLJ59729, highly
similar to DnaJ homolog
subfamily C member 11

59 kDa

0.24

61

30

31

14

10

1

1.1555045
06

0%
(032)

1SOC2_HUMAN
(+2)

B3KM97_HUM
AN

B3KM97

CDNA FLJ10554 fis, clone
NT2RP2002385, highly
similar to Synaptic
glycoprotein SC2

36 kDa

0.16

70

35

36

10

10

11505713
42

0%
(031)

SPTC1_HUMAN

HNRL2_HUMA
N

HNRNPUL2

QIKMD
3

Heterogeneous nuclear
ribonucleoprotein U-like
protein 2 (Scaffold-attachment
factor A2) (SAF-A2)

85 kDa

0.13

151

75

7

23

16

16

42

12

11491395
64

0%
(021)

ASMUBL_HUM
AN (+1)

B2RB06_HUMA
N

B2RB06

CDNA, FLJ95242, highly
similar to Homo sapiens L-3-
hydroxyacyl-Coenzyme A
dehydrogenase, short chain
(HADHSC), mRNA

34 kDa

0.43

7

38

39

12

11

10

1.1482157
89

0%
(0.30)

APOOL_HUMA
N

TOM70_HUMA
N

TOMM70A

094826

Mitochondrial import receptor
subunit TOM70
(Mitochondrial precursor
proteins import receptor)
(Translocase of outer
membrane 70 kDa subunit)

67 kDa

0.28

76

38

39

10

13

10

12

1.1482157
89

0%
(0.30)

RM13_HUMAN

VDAC3_HUMA
N

VDAC3

Qo277

Voltage-dependent anion-
selective channel protein 3
(VDAC-3) ("VDAC3) (Outer
mitochondrial membrane
protein porin 3)

31 kDa

0.32

159

79

81

14

21

19

27

20

16

1.1476826
61

0%
(0.21)

MCAT_HUMAN

CBX3_HUMAN

CBX3

Q13185

Chromobox protein homolog 3
(HECH) (Heterochromatin
protein 1 homolog gamma)
(HP1 gamma) (Modifier 2
protein)

21 kDa

0.31

90

44

45

13

14

12

10

15

1.1444437
55

0%
(0.29)

B4DHI3_HUMA
N (+2)

F213A_HUMAN

FAM213A

Q9BRXS

Redox-regulatory protein
FAM213A (Peroxiredoxin-like
2 activated in M-CSF
stimulated monocytes)
(Protein PAMM)

26 kDa

0.13

97

48

49

10

14

18

11424410
63

0%
(0.28)

AL4A1_HUMA
N

XRCC6_HUMA
N

XRCC6

P12956

X-ray repair cross-
complementing protein 6 (EC
3.6.4.-) (EC 4.2.99.-) (5-
deoxyribose-5-phosphate lyase
Ku70) (5-dRP lyase Ku70)
(70 kDa subunit of Ku antigen)
(ATP-dependent DNA
helicase 2 subunit 1) (ATP-
dependent DNA helicase I 70
kDa subunit) (CTC box-
binding factor 75 kDa subunit)
(CTCT75) (CTCBF) (DNA
repair protein XRCC6) (Lupus
Ku autoantigen protein p70)
(Ku70) (Thyroid-lupus
autoantigen) (TLAA) (X-ray
repair complementing
defective repair in Chinese
hamster cells 6)

70 kDa

0.11

221

110

112

31

34

28

33

26

30

22

1.1399607
37

0%
017)

Q53EY4_HUMA
N (+1)

TOM40_HUMA
N

TOMM40

096008

Mitochondrial import receptor
subunit TOMA40 homolog
(Protein Haymaker)
(Translocase of outer
membrane 40 kDa subunit
homolog) (p38.5)

38 kDa

0.43

113

56

57

10

24

16

18

1.1392781
27

0%
(027

SYCM_HUMAN

CALR_HUMAN

CALR

P27797

Calreticulin (CRP55)
(Calregulin) (Endoplasmic
reticulum resident protein 60)
(ERp60) (HACBP) (grp60)

48 kDa

0.16

267

134

135

43

25

28

42

39

11281341
74

0%
(017)

DNM1L_HUMA
N

ABK9A4_HUMA
N

ABK9A4

cDNA FLJ75154, highly
similar to Homo sapiens
heterogeneous nuclear
ribonucleoprotein C (C1/C2),
mRNA

34 kDa

0.15

303

151

152

40

44

44

26

46

38

11272392
2

0%
(0.15)

A8KA435_HUMA
N (+1)

PRP8_HUMAN

PRPF8

Q6P2Q9

Pre-mRNA-processing-
splicing factor 8 (220 kDa U5
snRNP-specific protein)
(PRP8 homolog) (Splicing
factor Prp8) (p220)

274 kDa

0.097

193

96

96

27

21

16

36

21

11197725
55

0%
(0.23)
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Voltage-dependent anion-
selective channel protein 2

9
ﬁDAm—HUMA \,GDACZ—HUMA VDAC?2 P45880 (VDAC-2) ('VDAC2) (Outer 32kDa | 0068 143 7 7 19 14 17 20 17 2 18 15 1'113?;294 (é’;‘;)
mitochondrial membrane §
protein porin 2)
NADH dehydrogenase
[ubiquinone] iron-sulfur
protein 3, mitochondrial (EC
NDUS3_HUMA 1.6.5.3) (EC 1.6.99.3) 1.1197294 0%
SORL_HUMAN N NDUFS3 075489 (Complex I-30kD) (CI-30kD) 30 kDa 0.056 142 71 71 27 15 11 20 20 15 18 18 39 ©.27)
(NADH-ubiquinone
oxidoreductase 30 kDa
subunit)
)0/
mATmeUMA S‘GP”S*HUMA ITGB2 Q6PIT5 Integrin beta (Fragment) gakDa | 011 126 63 63 1 25 19 7 0 1 2 2 “13; 156 (é’ g‘g)
NADH-cytochrome b5
reductase 1 (bSR.1) (EC
NAKD2_HUMA NB5R1_HUMA 1.6.2.2) (HUmb5R2) 1.1197156 0%
N N CYBSR1 QUUHQS | (A S P)Hquinone 34 kDa 0.15 125 63 63 28 8 8 20 3 21 14 26 s ©0.28)
oxidoreductase type 3
polypeptide A2)
Vacuolar protein sorting-
associated protein 35
DDX47_HUMA VPS35_HUMAN VPS35 Q96QK1 (hVPS35) (Maternal- 92 kDa 0.14 120 60 60 10 12 20 18 14 18 16 12 1.1197104 0%
N (+1) ” @ . 78 (0.29)
embryonic 3) (Vesicle protein
sorting 35)
408 ribosomal protein S2 (40S
BZR6X6_HUMA | per HuMAN RPS2 P15880 ribosomal protein S4) (Protein 31kDa | 014 108 55 55 10 15 12 18 15 2 8 8 1.1197018 0%
N (+1) LLRep3) 61 (0.30)
NADH dehydrogenase
[ubiquinone] 1 alpha
subcomplex subunit 9, o
2?\"3(856—””“' mDUAg—HUMA NDUFA9 Q16795 | mitochondrial (Complex I- ko | 011 108 54 54 % 10 8 12 14 6 18 16 1'113?;001 (r%i))
39kD) (CI-39kD) (NADH- :
ubiquinone oxidoreductase 39
kDa subunit)
9
IF2M_HuMAN | ATHASHUMA 1 ag g Q6DD88 | Atlastin-3 (EC 3.6.5.-) 61kDa | 013 98 a9 a9 20 9 5 15 7 1 12 T I (gg'é)
Procollagen-lysine,2-
ARP10_HUMAN PLOD2_HUMA oxoglutarate 5-dioxygenase 2 1.1196863 0%
(+2) N PLOD2 000469 (ECL14114) (Lysyl 85 kDa 0.058 92 46 46 7 19 18 2 9 6 17 15 o1 ©037)
hydroxylase 2) (LH2)
Integrin alpha-M (CD11
antigen-like family member B)
(CR-3 alpha chain) (Cell
surface glycoprotein MAC-1 1.1196846 0%
SEP15_HUMAN ITAM_HUMAN ITGAM P11215 subunit alpha) (Leukocyte 127 kDa 0.25 90 45 45 9 15 17 4 0 3 18 24 31 (0.33)
adhesion receptor MO1)
(Neutrophil adherence
receptor) (CD antigen CD11b)
Sodium/potassium-
transporting ATPase subunit
beta-3 (Sodium/potassium- 1.1196691 0%
SPRY4_HUMAN AT1B3_HUMAN ATP1B3 P54709 dependent ATPase subunit 32 kDa 0.28 72 36 36 7 10 10 10 10 9 7 10 29 (0.35)
beta-3) (ATPB-3) (CD antigen
CD298)
Poly(rC)-binding protein 1
(Alpha-CP1) (Heterogeneous
RZRTES_HUMA | pcBp1_HUMAN | PCBPI Q15365 | nuclear ribonucleoprotein E1) 37kDa | 0032 63 31 31 5 9 7 10 10 9 8 5 1'“35605 (é)"g“?)
(hnRNP E1) (Nucleic acid- i
binding protein SUB2.3)
Asparagine--tRNA ligase,
cytoplasmic (EC 6.1.1.22) 1.1196536 0%
SYNM_HUMAN SYNC_HUMAN NARS 043776 (Asparaginyl-tRNA 63 kDa 0.14 54 27 27 1 8 6 12 10 12 5 1 3 (0.38)
synthetase) (AsnRS)
Alpha-centractin (Centractin)
CQO62_HUMAN (ARP1) (Actin-RPV) 1.1196536 0%
+2) ACTZ_HUMAN ACTRIA P61163 (Centrosome-associated actin 43 kDa 0.25 54 27 27 5 10 6 6 4 11 6 6 3 (038)
homolog)
60S ribosomal protein L24
ABKGAT_HUMA | COINWS_HUMA | pp) oy COINW5 | (Ribosomal protein L24, 18 kDa 01 52 2 2 5 7 5 9 8 8 4 6 1.1196519 0%
N (+3) N | 09 (0.39)
isoform CRA_e)
D3YTB1_HUMA Q7KZ24_HUMA Nuclease sensitive element 1.1196519 0%
N (+2) N Q7KZ24 binding protein-1 35 kDa 0.41 51 26 26 1 11 12 2 9 2 8 7 09 ©0.39)
Putative uncharacterized o
BZRAF9_HUMA | Q65859 HUMA | r7i6egi134 | Q65859 | protein DKFZp6661134 swpa | 0083 50 25 25 6 7 6 5 4 10 5 6 1.1196501 0%
N (+1) N (Fragment) 87 (0.39)
B2RCX0_HUMA E5RI99_HUMA RPL30 E5RI90 60S ribosomal protein L30 13 kDa 017 50 25 25 6 4 6 9 5 7 7 5 1.1196501 0%
N N (Fragment) 87 (0.39)
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PXDN_HUMAN

SYG_HUMAN

GARS

P41250

Glycine--tRNA ligase (EC
6.1.1.14) (Diadenosine
tetraphosphate synthetase)
(AP-4-A synthetase) (Glycyl-
tRNA synthetase) (GlyRS)

83 kDa

0.1

50

25

25

14

11196501
87

0%
(0.39)

CTL1_HUMAN

PRS10_HUMAN

PSMC6

P62333

268 protease regulatory
subunit 10B (26S proteasome
AAA-ATPase subunit RPT4)
(Proteasome 26S subunit
ATPase 6) (Proteasome
subunit p42)

44 kDa

0.11

50

25

25

1

11196501
87

0%
(0.39)

B2RBB2_HUMA
N (+2)

B7Z7X8_HUMA
N

ATL2

B7Z7X8

Atlastin-2 (cDNA FLJ51152,
highly similar to Homo
sapiens ADP-ribosylation
factor-like 6 interacting protein
2 (ARL6IP2), MRNA)

65 kDa

0.15

47

24

24

1.1196484
65

0%
(0.40)

B3KNC3_HUM
AN

QOVABL_HUM
AN

TIMM50

QOVABL

Translocase of inner
mitochondrial membrane 50
homolog (S. cerevisiae)

50 kDa

0.12

46

23

23

1.1196467
44

0%
(0.40)

CBPD_HUMAN

DDX18_HUMA
N

DDX18

QINVPL

ATP-dependent RNA helicase
DDX18 (EC 3.6.4.13) (DEAD
box protein 18) (Myc-
regulated DEAD box protein)
(MrDb)

75 kDa

0.075

44

22

22

1.1196450
22

0%
(0.40)

HOYL69_HUMA
N (+2)

BOQZ18_HUMA
N

CPNE1

BOQZ18

Copine-1 (HCG38213, isoform
CRA_b)

60 kDa

0.24

44

22

22

10

1.1196450
22

0%
(0.40)

J3KQ48_HUMA
N (+2)

1433F_HUMAN

YWHAH

Q04917

14-3-3 protein eta (Protein
AS1)

28 kDa

42

21

21

1.1196433

0%
(0.41)

IMAS_HUMAN
(+1)

SF3A1_HUMAN

SF3AL

Q15459

Splicing factor 3A subunit 1
(SF3a120) (Spliceosome-
associated protein 114) (SAP
114)

89 kDa

0.16

40

20

20

11

1.1196415
79

0%
(0.41)

CECR5_HUMA
N

NSMA3_HUMA
N

SMPD4

QINXE4

Sphingomyelin
phosphodiesterase 4 (EC
3.1.4.12) (Neutral
sphingomyelinase 3) (NSMase-
3) (nSMase3) (Neutral
sphingomyelinase I11)

93 kDa

0.14

41

20

20

1.1196415
79

0%
(0.41)

ABKEVE_HUMA
N (+4)

STXB3_HUMA
N

STXBP3

000186

Syntaxin-binding protein 3
(Platelet Secl protein) (PSP)
(Protein unc-18 homolog 3)
(Unc18-3) (Protein unc-18
homolog C) (Unc-18C)

68 kDa

0.12

39

20

20

11196415
79

0%
(0.41)

13L397_HUMAN
(+2)

MBOA7_HUMA
N

MBOAT7

QI6N66

Lysophospholipid
acyltransferase 7 (LPLAT 7)
(EC2.3.1.-) (1-
acylglycerophosphatidylinosit
ol O-acyltransferase) (EC
2.3.1.n4) (Bladder and breast
carcinoma-overexpressed gene
1 protein) (Leukocyte receptor
cluster member 4)
(Lysophosphatidylinositol
acyltransferase) (LPIAT)
(Lyso-PI acyltransferase)
(Membrane-bound O-
acyltransferase domain-
containing protein 7) (O-
acyltransferase domain-
containing protein 7) (h-mboa-
7)

53 kDa

0.17

37

19

19

1.1196398
57

0%
(0.42)

RB12B_HUMAN

B4DRV2_HUM
AN

B4DRV2

cDNA FLJ53646, highly
similar to Succinyl-CoA ligase
(ADP-forming) beta-chain,
mitochondrial (EC 6.2.1.5)

44 kDa

0.063

36

18

18

10

1.1196381
36

0%
(0.43)

11SRC5_HUMA
N

A8KS529_HUMA
N

ABKS529

cDNA FLJ76184, highly
similar to Homo sapiens
NOL1/NOP2/Sun domain
family, member 2 (NSUN2),
mRNA

86 kDa

0.14

36

18

18

1.1196381
36

0%
(0.43)

STING_HUMAN

B7ZL00_HUMA
N

SEC31A

B7ZL00

Protein transport protein
Sec31A (SEC31A protein)

128 kDa

0.14

34

17

17

11196364
15

0%
(0.43)

B4DU42_HUMA
N (+1)

RL3_HUMAN

RPL3

P39023

60S ribosomal protein L3
(HIV-1 TAR RNA-binding
protein B) (TARBP-B)

46 kDa

0.09

34

17

17

11196364
15

0%
(0.43)

PGLT1_HUMAN

E7ENA9_HUMA
N

NCSTN

E7ENA9

Nicastrin

50 kDa

0.17

34

17

17

11196364
15

0%
(0.43)

DHRS3_HUMA
N (+1)

KCY_HUMAN

CMPK1

P30085

UMP-CMP kinase (EC
2.7.4.14) (Deoxycytidylate

22 kDa

0.2

34

17

17

11196364
15

0%
(0.43)
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kinase) (CK) (dCMP kinase)
(Nucleoside-diphosphate
kinase) (EC 2.7.4.6) (Uridine
monophosphate/cytidine
monophosphate kinase)
(UMP/CMP kinase)
(UMP/CMPK)

ABK454_HUMA
N

B7ZKK7_HUMA
N

EIF2AK2

B7ZKK7

EIF2AK2 protein

62 kDa

0.1

34

17

17

12

11196364
15

0%
(0.43)

ACL6A_HUMA
N (+1)

PTCD3_HUMA
N

PTCD3

QIBEY7

Pentatricopeptide repeat
domain-containing protein 3,
mitochondrial (28S ribosomal
protein S39, mitochondrial)
(MRP-S39) (Transformation-
related gene 15 protein) (TRG-
15)

79 kDa

0.12

32

16

16

1.1196346
93

0%
(0.44)

XPP1_HUMAN

Q53HI4_HUMA
N

Q53HI4

Minichromosome maintenance
protein 3 variant (Fragment)

91 kDa

0.095

30

15

15

11196329
72

0%
(0.44)

PSMD8_HUMA
N

IMA3_HUMAN

KPNA4

000629

Importin subunit alpha-3
(Importin alpha Q1) (Qip1)
(Karyopherin subunit alpha-4)

58 kDa

0.15

30

15

15

1.1196329
72

0%
(0.44)

MNDA_HUMA
N

CAZA2_HUMA
N

CAPZA2

P47755

F-actin-capping protein
subunit alpha-2 (CapZ alpha-
2)

33 kDa

0.23

31

15

15

1.1196329
72

0%
(0.44)

ABKBA5_HUMA
N (+2)

Q59GW5_HUM
AN

Q59GWS5

Tripartite motif-containing 25
variant (Fragment)

72 kDa

0.078

28

14

14

10

1.1196312
51

0%
(0.45)

MYO1B_HUMA
N

CSK22_HUMAN

CSNK2A2

P19784

Casein kinase Il subunit alpha’
(CK Il alpha)) (EC 2.7.11.1)

41 kDa

0.12

28

14

14

1.1196312
51

(0.45)

J3QRS3_HUMA
N

RM19_HUMAN

MRPL19

P49406

39S ribosomal protein L19,
mitochondrial (L19mt) (MRP-
L19) (39S ribosomal protein
L15, mitochondrial) (L15mt)
(MRP-L15)

34 kDa

0.18

26

13

13

1.1196295
3

0%
(0.46)

IMA3_HUMAN

F5H5P2_HUMA
N

BCKDHA

F5H5P2

2-oxoisovalerate
dehydrogenase subunit alpha,
mitochondrial
(Uncharacterized protein)

54 kDa

0.12

26

13

13

1.1196295
3

0%
(0.46)

PSDE_HUMAN

G3V256_HUMA
N

ATP6V1D

G3Vv2s6

V-type proton ATPase subunit
D

22 kDa

0.16

26

13

13

1.1196295
3

0%
(0.46)

B2R739_HUMA
N

C9JJ19_HUMAN

MRPS34

C9JJ19

28S ribosomal protein S34,
mitochondrial

26 kDa

0.33

24

12

12

1.1196278
09

(0.47)

DOUU70_HUMA
N (+4)

AGAL_HUMAN

GLA

P06280

Alpha-galactosidase A (EC
3.2.1.22) (Alpha-D-
galactosidase A) (Alpha-D-
galactoside galactohydrolase)
(Melibiase) (A

49 kDa

0.06

24

12

12

11196278
09

0%
(0.47)

MARH5_HUMA
N

MKO01_HUMAN

MAPK1

P28482

Mitogen-activated protein
kinase 1 (MAP kinase 1)
(MAPK 1) (EC 2.7.11.24)
(ERTL) (Extracellular signal-
regulated kinase 2) (ERK-2)
(MAP kinase isoform p42)
(p42-MAPK) (Mitogen-
activated protein kinase 2)
(MAP kinase 2) (MAPK 2)

41 kDa

0.29

23

1

1

11196260
88

0%
(0.47)

NAGK_HUMAN

HINT2_HUMAN

HINT2

QIBX68

Histidine triad nucleotide-
binding protein 2,
mitochondrial (HINT-2) (EC
3.---) (HINT-3) (HIT-17kDa)
(PKCI-1-related HIT protein)

17 kDa

0.3

22

1

1

11196260
88

0%
(0.47)

STX7_HUMAN

ALG2_HUMAN

ALG2

Q9H553

Alpha-1,3/1,6-
mannosyltransferase ALG2
(EC 2.4.1.132) (EC 2.4.1.257)
(Asparagine-linked
glycosylation protein 2
homolog) (GDP-
Man:Man(1)GIcNAc(2)-PP-
Dol alpha-1,3-
mannosyltransferase) (GDP-
Man:Man(1)GIcNAc(2)-PP-
dolichol mannosyltransferase)
(GDP-
Man:Man(2)GIcNAc(2)-PP-
Dol alpha-1,6-
mannosyltransferase)

47 kDa

0.16

23

11

11

1.1196260
88

0%
(0.47)

RASL1_HUMA
N

DNJA2_HUMA
N

DNAJA2

060884

DnaJ homolog subfamily A
member 2 (Cell cycle
progression restoration gene 3
protein) (Dnj3) (Dj3) (HIRA-

46 kDa

0.17

10

10

11196243
67

0%
(0.48)
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interacting protein 4) (Renal
carcinoma antigen NY-REN-
14)

NDUAA_HUMA
N

ICT1_HUMAN

ICT1

Q14197

Peptidyl-tRNA hydrolase
ICT1, mitochondrial (EC
3.1.1.29) (39S ribosomal
protein L58, mitochondrial)
(MRP-L58) (Digestion
substraction 1) (DS-1)
(Immature colon carcinoma
transcript 1 protein)

24 kDa

0.12

20

10

10

11196243
67

0%
(0.48)

RAB5B_HUMA
N

IMA4_HUMAN

KPNA3

000505

Importin subunit alpha-4
(Importin alpha Q2) (Qip2)
(Karyopherin subunit alpha-3)
(SRP1-gamma)

58 kDa

0.33

10

10

1.1196243
67

0%
(0.48)

CB047_HUMAN

ABK968_HUMA
N

ABK968

cDNA FLJ77757

85 kDa

0.19

11196226
46

0%
(0.49)

RAP1B_HUMA
N

ERH_HUMAN

ERH

P84090

Enhancer of rudimentary
homolog

12 kDa

0.42

11196226
46

0%
(0.49)

ABKOTI_HUMA
N (+1)

LPCT4_HUMAN

LPCAT4

Q643R3

Lysophospholipid
acyltransferase LPCAT4 (1-
acylglycerol-3-phosphate O-
acyltransferase 7) (1-AGP
acyltransferase 7) (1-AGPAT
7 (-
acylglycerophosphocholine O-
acyltransferase) (EC 2.3.1.23)
(1-acylglycerophosphoserine
O-acyltransferase) (EC
2.3.1.6) (1-
alkenylglycerophosphoethanol
amine O-acyltransferase) (EC
2.3.1.121) (1-
alkylglycerophosphocholine
O-acetyltransferase) (EC
2.3.1.67) (Acyltransferase-like
3) (Lysophosphatidylcholine
acyltransferase 4)
(Lysophosphatidylethanolamin
e acyltransferase 2) (EC
2.3.1.n7) (Plasmalogen
synthase)

57 kDa

0.24

11196226
46

0%
(0.49)

OXSR1_HUMA
N

NDUA5_HUMA
N

NDUFAS5

Q16718

NADH dehydrogenase
[ubiquinone] 1 alpha
subcomplex subunit 5
(Complex I subunit B13)
(Complex 1-13kD-B) (CI-
13kD-B) (NADH-ubiquinone
oxidoreductase 13 kDa-B
subunit)

13 kDa

0.14

1.1196226
46

0%
(0.49)

B7Z1V4_HUMA
N (+2)

PGAM5_HUMA
N

PGAM5

Q96HS1

Serine/threonine-protein
phosphatase PGAMS5,
mitochondrial (EC 3.1.3.16)
(Bcl-XL-binding protein v68)
(Phosphoglycerate mutase
family member 5)

32 kDa

0.12

1.1196209
25

0%
(0.50)

RUXE_HUMAN

B2RCZ4_HUMA
N

B2RCZ4

cDNA, FLJ96384, highly
similar to Homo sapiens
protein kinase C, iota
(PRKCI), MRNA

67 kDa

0.29

1.1196209
25

0%
(0.50)

RS20_HUMAN

LMF2_HUMAN

LMF2

Q9BU23

Lipase maturation factor 2
(Transmembrane protein
112B) (Transmembrane
protein 153)

80 kDa

0.19

11196209
25

0%
(0.50)

B4E2Q0_HUMA
N

B7Z7P8_HUMA
N

ETF1

B7Z7P8

Eukaryotic peptide chain
release factor subunit 1 (cDNA
FLJ56175, highly similar to
Eukaryotic peptide chain
release factor subunitl)

47 kDa

0.082

11196209
25

0%
(0.50)

PSME3_HUMA
N

DPP3_HUMAN

DPP3

QINY33

Dipeptidyl peptidase 3 (EC
3.4.14.4) (Dipeptidyl
aminopeptidase I11)
(Dipeptidyl arylamidase 111)
(Dipeptidyl peptidase I11)
(DPP 111) (Er inase B)

83 kDa

0.2

11196209
25

0%
(0.50)

SON_HUMAN

H3BSH7_HUMA
N

CIRH1A

H3BSH7

Cirhin (Fragment)

78 kDa

0.035

11196209
25

0%
(0.50)

AAAT_HUMAN
(+2)

EMC7_HUMAN

EMC7

QINPAQ

ER membrane protein complex
subunit 7

26 kDa

0.11

11196209
25

0%
(0.50)
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cDNA FLJ90789 fis, clone

Q53GD1_HUMA B3KQN7_HUM THYR01001523, highly 1.1196209 0%
N AN B3KQN7 similar to G-protein coupled 77 kDa 025 16 25 (0.50)
receptor 56
cDNA FLJ36069 fis, clone
Q53GS0_HUMA B3KSEO_HUMA TESTI2019406, highly similar 1.1196209 0%
N N B3KSEO | 1 HEME OXYGENASE 2 36kba | 013 16 25 (0.50)
(EC 1.14.99.3)
ATPase family AAA domain- o
EPCLl—HUMA ﬁTADl—HUMA ATADL Q8NBUS | containing protein 1 (EC skpa | 038 16 1'11356209 ((%‘6)
3.6.1.3) (Thorase) )
NFUL iron-sulfur cluster
scaffold homolog, 1.1196209 0%
PERM_HUMAN NFU1_HUMAN NFU1 Q9UMSO mitochondrial (HIRA- 28 kDa 0.14 16 25 (0.50)
interacting protein 5)
Prenylated Rab acceptor 11196192 0%
CLPP_HUMAN PRAF1_HUMAN RABAC1 QouI14 protein 1 (PRA1 family 21 kDa 0.17 15 04 (052)
protein 1) )
)0
f“‘EZSLHUMA NOP9 HUMAN | NOP9 Q86U38 | Nucleolar protein 9 6okDa | 008 14 1'1109‘?192 (é’;"z)
B4DZJ7_HUMA Transcription elongation factor 1.1196192 0%
CH3L1_HUMAN N B4DZJ7 SPT5 118 kDa 0.33 14 04 (0.52)
cDNA FLJ32632 fis, clone
SYNOV1000190, highly
similar to Alpha-1,3-
B2RBD5_HUMA B3KQ18_HUMA e 1.1196192 0%
N (+1) N B3KQ18 mf\nnosyl-glycoprmelnz-beta- 51 kDa 0.41 14 04 (052)
acetylglucosaminyltransferase
(EC 2.4.1.101)
Gamma-soluble NSF
attachment protein (SNA_P- 11196192 0%
CD47_HUMAN SNAG_HUMAN NAPG Q99747 gamma) (N-ethylmaleimide- 35 kDa 0.084 14
m 04 (0.52)
sensitive factor attachment
protein gamma)
Casein kinase Il subunit beta
E7EQT4_HUMA | CSKZB_HUMA | (g0 P67870 (CK Il beta) (Phosvitin) 25KDa | 0048 14 1.1196182 0%
N N ’ 04 (0.52)
(Protein G5a)
Transmembrane emp24
ARL1_HUMAN TMEDS5_HUMA domain-containing protein 5 1.1196192 0%
(+1) N TMEDS5 Q9Y3AG (p24 family protein gamma-2) 26 kDa 028 14 04 (0.52)
(p24gamma?) (p28)
Transmembrane emp24
domain-containing protein 1
(Interleukin-1 receptor-like 1 o
(Cﬁ)TszUMAN LMEDLHUMA TMED1 013445 | ligand) (Putative T1/ST2 25KkDa | 013 14 1'1135192 (g ;‘é)
receptor-binding protein) (p24 :
family protein gamma-1)
(Tp24) (p24gammal)
cDNA, FLJ79014, highly
B7ZA00_HUMA similar to cAMP-dependent 1.1196174 0%
CSK2z HUMAN | BTZA00 | otein kinase, beta-catalytic 36 kDa 02 12 83 (0.53)
subunit (EC 2.7.11.11)
RNA-binding protein 25
(Arg/Glu/Asp-rich protein of
A8K566_HUMA RBM25_HUMA 120 kDa) (RED120) (Protein 1.1196157 0%
N (+4) N RBM25 P49756 5164) (RNA-binding motif 100kDa | 011 10 62 (0.55)
protein 25) (RNA-binding
region-containing protein 7)
Isobutyryl-CoA
dehydrogenase, mitochondrial
(EC 1.3.99.-) (Activator-
GNAQ_HUMAN QCADB—HUMA ACAD8 QIUKU7 recruited cofactor 42 kDa 45 kDa 0.18 9 1'1125157 (é)ugg)
component) (ARC42) (Acyl- )
CoA dehydrogenase family
member 8) (ACAD-8)
Proteasome subunit beta type-
2 (EC 3.4.25.1) (Macropain
5NTD_HUMAN subunit C7-1) (Multicatalytic 1.1196157 0%
+3) PSB2_HUMAN PSMB2 P49721 endopeptidase complex 23 kDa 0.2 10 2 055
subunit C7-1) (Proteasome
component C7-1)
Cleavage and polyadenylation
specificity factor subunit 2
B3KNN9_HUM (Cleavage and polyadenylation 1.1196157 0%
AN (+1) CPSF2_HUMAN | CPSF2 Q9P210 spectficity factor 100 kDa 88 kDa 0.15 10 P ©038)
subunit) (CPSF 100 kDa
subunit)
J3KP14_HUMA Adenosine 3'-phospho 5'- 0.003 1.1196157 0%
N (+1) $35B2_HUMAN SLC35B2 Q8TB61 phosphosulfate transporter 1 48 kDa 9 10 62 (0.55)
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(PAPS transporter 1) (Putative
MAPK-activating protein
PM15) (Putative NF-kappa-B-
activating protein 48) (Solute
carrier family 35 member B2)

Trimethyllysine dioxygenase,
mitochondrial (EC 1.14.11.8)
(Epsilon-trimethyllysine 2-
oxoglutarate dioxygenase)

9
LBP_HUMAN TMLH_HUMAN | TMLHE QUNVHG | (Epsilon-trimethyllysine s0kDa | 013 10 1'1135157 (é’g‘g)
hydroxylase) (TML )
hydroxylase) (TML-alpha-
ketoglutarate dioxygenase)
(TML dioxygenase) (TMLD)
cDNA, FLJ94903, highly
similar to Homo sapiens o
TM214_HUMAN i?\‘RAGS*HUM B2RAG5 glyceronephosphate O- 77 kDa 0.11 10 1.11693157 (8;"5)
acyltransferase (GNPAT), }
mRNA
Negative elongation factor
B3KMBE HUM | HOUIBD_HUMA | ) HOUIBD | CID (THL-like (Drosophila), 67KkDa | 0063 10 1.1196157 0%
AN (+1) N : 62 (0.55)
isoform CRA_b)
Cytoplasmic dynein 1 light
intermediate chain 2 (cDNA
CRNL1_HUMA B4DZP4_HUMA DYNCI1LI2 B4DZP4 FLJ52924, highly similar to 45 kDa 0.13 10 1.1196157 0%
N (+1) N c N . . 62 (0.55)
ytoplasmic dynein 1 light
intermediate chain 2)
39S ribosomal protein L24,
B7Z6B3 HUMA | phios HUMAN | MRPL24 Q96A35 | mitochondrial (L24mt) (MRP- 25kDa | 025 10 1.1196157 0%
N (+1) L24) 62 (0.55)
RNA-binding protein Musashi
D3DQ69_HUMA B4ADHE8_HUMA homolog 2 (cDNA FLJ56904, 1.1196157 0%
N () N Msi2 BADHES | piohiy similar to RNA-binding | 3> kP2 | 0.036 10 62 (0.55)
protein Musashi homolog 2)
CISD1_HUMAN ESBUM—HUMA YKT6 BSBUSBL | YKTG6v-SNARE protein 2kDa | 034 10 1'11g25157 (r??s)
PP4748 (RAB24, member o
FCL_HUMAN QBWYG7_HUM | pagog QBWY67 | RAS oncogene family, isoform | 21kDa | 0.8 10 1.1196157 0%
AN CRA 1) 62 (0.55)
Cytuc_hrome b-245 light chain
(Cytochrome b(558) alpha
chain) (Cytochrome b558
subunit alpha) (Neutrophil
PAFA2_HUMA CY24A_HUMA cytochrome b 22 kDa 1.1196140 0%
N N CYBA P13498 polypeptide) (Superoxide- 21kDa | 0.24 8 2 (0.57)
generating NADPH oxidase
light chain subunit) (p22
phagocyte B-cytochrome)
(p22-phox) (p22phox)
9
pemc_Human | BOQYKOHUM - pygpy BOQYKO | RNA-binding protein EWS 65kDa | 019 8 11196140 ((%“7)
Cytochrome ¢ oxidase subunit
B7Z3E3_HUMA COX5B_HUMA 5B, mitochondrial 1.1196140 0%
N (+2) N COXsB P10606 (Cytochrome c oxidase 14kDa 0.045 8 42 (0.57)
polypeptide Vb)
cDNA FLJ51496, highly
RTEE)B—H UMA EADP%—HUMA B4DP99 similar to Tyrosine-protein 45 kDa 0.29 8 1'1125140 (é)ug“?)
kinase CSK (EC 2.7.10.2) :
Poly [ADP-ribose] polymerase
4 (PARP-4) (EC 2.4.2.30) (193
kDa vault protein) (ADP-
ribosyltransferase diphtheria 11196140 0%
RM19_HUMAN PARP4_HUMAN PARP4 QYUKK3 toxin-like 4) (ARTD4) (PARP- 193 kDa 0.15 8 :
- - 42 (0.57)
related/lalphal-related
H5/proline-rich) (PH5P)
(Vault poly(ADP-ribose)
polymerase) (VPARP)
Calcium/calmodulin-
dependent protein kinase
(CaM kinase) Il gamma,
B3KN29_HUMA Q5SWX3_HUM CAMK2G Q55WX isoform CRA _n 58 kDa 0.16 8 1.1196140 0%
N (+1) AN 3 ! i 22 (0.57)
(Calcium/calmodulin-
dependent protein kinase type
11 subunit gamma)
Signal recognition particle
ARK72_HUMA subunit SRP72 (SRP72) 1.1196140 0%
N (+1) SRP72_HUMAN | SRP72 076094 | (ignal recognition particle 72 | 70XPa | 0.19 8 a2 (057)

kDa protein)
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Retinol dehydrogenase 11 (EC
1.1.1.300) (Androgen-
regulated short-chain

B7Z6F7_HUMA RDH11_HUMA dehydrogenase/reductase 1) 1.1196140 0%

N (+1) N RDHL1 Q8TC12 (HCV core-hinding protein 35 kDa 0.078 42 (0.57)
HCBP12) (Prostate short-chain
dehydrogenase/reductase 1)

(Retinal reductase 1) (RalR1)
Negative elongation factor B o

IMPA3 HUMAN | NELFB_HUMA 1 \p g Q8WX92 | (NELF-B) (Cofactor of 66kDa | 011 1.1196140 0%

N 2 (0.57)
BRCAL)
Protein transport protein Sec61
subunit alpha isoform 1
SPRE_HUMAN | BADRELHUMA 1 o0 rping Baprer | (CDNA FLIS9739, highly s3kDa | 0.39 1.1196140 0%
N similar to Protein transport 42 (0.57)
protein Sec61 subunit alpha
isoform 1)
CADH1_HUMA QINXW DnaJ homolog subfamily B 1.1196140 0%
N (+2) DJB12_HUMAN DNAJB12 by member 12 42 kDa 0.088 Py ©057)
ABXND5_HUM " 1.1196140 0%

PPT1_HUMAN AN ABXND5 Ribonuclease T2 36 kDa 0.14 P (057)
Protein Niban (Cell growth-

RASN_HUMAN | NIBANHUMA - payioon Q9BzQ8 | inhibiting gene 39 protein) 103kDa | 025 11196140 (é)";“?)
(Protein FAM129A) )
Cytochrome P450 4F11 (EC 1.1196140 0%

CYTB_HUMAN CP4FB_HUMAN CYP4F11 Q9HBI6 1.14.14.1) (CYPIVFL1) 60 kDa 0.34 2 (0.57)

HNRH2_HUMA C9JEJ2_HUMA Choline-phosphate 1.1196140 0%

N N PCYTIA ColER cytidylyltransferase A 43 kba 02 42 (0.57)
Dermcidin (EC 3.4.-.-)

RL23A_HUMAN | DCD_HUMAN DCD P81605 (Preproteolysin) [Cleaved into: 11 kDa 0.37 1.1196140 0%
Survival-promoting peptide; 42 (0.57)
DCD-1]

B4DZ67_HUMA 13VM54_HUMA N-terminus deleted lysine- 1.1196123 0%

N (+1) N KDM2A 13VM54 specific demethylase 2A 131 kDa 012 21 (0.60)
Chloride channel CLIC-like

vAsP_HUmAN | CLCCLHUMA 1 ¢ coq Q96366 | protein 1 (Mid-L-related 62kDa | 022 11196128 | 0%

N ! " 21 (0.60)
chloride channel protein 1)
U6 snRNA-associated Sm-like

PIGT_HUMAN LSM4_HUMAN LSM4 Q9Y4Z0 protein LSm4 (Glycine-rich 15 kDa 0.13 1'11296123 0%

! 1 (0.60)
protein) (GRP)
cDNA FLJ55863, highly
similar to Serine/threonine-

MCCA_HUMAN EADSW—HUMA BADSD7 | protein phosphatase 2A 56 65kDa | 0.6 “1216123 (é)"g':))
kDa regulatory subunit delta .
isoform

K7ES61_HUMA Q53FA5_HUMA Protein translocation complex 1.1196123 0%

N (1) N QS3FAS | eta variant (Fragment) 10kDa | 025 21 (0.60)

9

PPAS_HUMAN EQE'SSfHUMA PCM1 BOEISS PCM1 protein 228kDa | 0.16 1'112915123 (ggj))
Nuclear transport factor 2 11196123 0%

SPTA1_HUMAN NTF2_HUMAN NUTF2 P61970 (NTF-2) (Placental protein 15) 14 kDa 0.06 -

(PP15) 21 (0.60)

PAX3- and PAX7-binding )
ﬁOXGCfHUMA EAXBLHUMA PAXBP1 QUY5B6 | protein 1 (GC-rich sequence 105kDa | 037 1'112915123 (ggj))

DNA-binding factor 1) :

Ubiquitin-like modifier-

activating enzyme ATG7

(ATG12-activating enzyme E1 11196123 0%

AP1B1_HUMAN ATG7_HUMAN ATG7 095352 ATGT) (Autophagy-related 78 kDa 0.18 - 21 (0.60)
protein 7) (APG7-like) :
(hAGP7) (Ubiquitin-activating
enzyme E1-like protein)

D-glucuronyl C5-epimerase
(EC 5.1.3.17) (Heparan sulfate
C5-epimerase) (Hsepi)

A8BK2Y2_HUMA (Heparin/heparan 1.1196123 0%

N (+1) GLCE_HUMAN GLCE 094923 sulfate:glucuronic acid C5- 70 kDa 021 21 (0.60)
epimerase) (Heparosan-N-
sulfate-glucuronate 5-
6-phosphogluconolactonase 1.1196123 0%

CN37_HUMAN 6PGL_HUMAN PGLS 095336 (6PGL) (EC 3.1.131) 28 kDa 0.16 21 ©0.60)

QNXAQ—HUMA SNX27_HUMAN SNX27 Q96L92 Sorting nexin-27 61 kDa 0.44 1’11295123 ((;)Z:J)
cDNA FLJ59630, highly

B4DPG9_HUMA similar to Growth hormone- 1.1196123 0%

ALG3_HUMAN N B4DPGY inducible transmembrane 38 kDa 0.046 21 (0.60)

protein
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1-acyl-sn-glycerol-3-
phosphate acyltransferase
gamma (EC 2.3.1.51) (1-
acylglycerol-3-phosphate O-

9
CLUS_HUMAN | PLCC_HUMAN | AGPAT3 QINRZ7 | acyltransferase 3) (1-AGP ko | 015 1'1135123 (é’g‘b)
acyltransferase 3) (1-AGPAT .
3) (Lysophosphatidic acid
acyltransferase gamma)
(LPAAT-gamma)
Monoacylglycerol lipase
ABHDS6 (EC 3.1.1.23) (2- "
RMD1_HUMAN QBHD@HUMA ABHDG Q9BV23 | arachidonoylglycerol sKkDa | 022 1'11295123 (é’ é‘B)
hydrolase) (Abhydrolase .
domain-containing protein 6)
B2R7G6_HUMA E7EQ01_HUMA Caspase-8 subunit p10 1.1196123 0%
N (+1) N CASP8 E7EQO1L (Fragment) 14 kDa 0.097 o1 0.60)
cDNA FLJ61100, highly
CCARL HUMA | B4DEFS_HUMA BADEF8 | similar to 39S ribosomal 3KkDa | 0082 1.1196123 0%
N N ; : . 21 (0.60)
protein L45, mitochondrial
TRIMA47 protein (Tripartite
AP3B1_HUMAN Q96AD0_HUMA motif-containing 47, isoform 1.1196123 0%
(+1) N TRIM47 QU6ADO | CRA ) (Tripartite motif- 44kDa | 0052 21 (0.60)
containing protein 47)
cDNA FLJ60347, highly
similar to Homo sapiens
LMODLH UMA zADTOLHUMA B4DTO1 hydroxyacylglutathione 33 kDa 0.16 1'112916123 (é)ugi])
hydrolase (HAGH), transcript .
variant 1, mRNA
cDNA FLJ39539 fis, clone
B3KUB8_HUM PUAEN2008228, highly 1.1196123 0%
FISL_HUMAN AN B3KUBS similar to Platelet glycoprotein 53 kDa 035 21 (0.60)
4
RT3 HUMAN | EZEMWIHUM - gpg EYEMW | ES biquitin-protein ligase 300kDa | 0071 1.1196106 (é)"g'j‘)
cDNA FLJ61230, highly N
ABK2Q6_HUMA | BADG57_HUMA BADGS7 | similar to PHD finger protein 69kDa | 015 1.1196106 0%
N (+1) N " (0.64)
Proteasome subunit alpha
type-1 (EC 3.4.25.1) (30 kDa
prosomal protein) (PROS-30)
Q504R6_HUMA (Macropain subunit C2) 0%
N PSA1_HUMAN PSMAL P25786 (Multicatalytic endopeptidase 30 kDa 0.25 1.1196106 ©0.64)
complex subunit C2)
(Proteasome component C2)
(Proteasome nu chain)
BOUX83_HUMA F5GYG5_HUMA Oligoribonuclease, 0%
N (+1) N REXO2 F5GYG5 mitochondrial 25 kDa 0.075 1.1196106 (0.64)
SAFB-like transcription o
',;‘T(?giHUMA SLTM_HUMAN | SLTM ggNWH modulator (Modulator of 1u7kDa | 021 1.1196106 ((%';‘)
estrogen-induced transcription) )
SMD1_HUMAN ESKT“*HUMA B3KTA3 | Fascin 52 kDa 0.2 1.1196106 (gz“A)
CcDNA FLJ53798, highly
B4DRT2_HUMA B7Z3U1_HUMA similar to Long-chain fatty 0%
N (+1) N B7Z3UL | cid transport protein 1 (EC 7kba | 019 11196106 | (g g
6.2.1.-)
NADH dehydrogenase
[ubiquinone] 1 beta
subcomplex subunit 11,
HOYKD8_HUM NDUBB_HUMA mitochondrial (Complex I- 0%
AN (+2) N NDUFB11 QINX14 £555) (CI-E555) (NADH- 17 kDa 0.21 1.1196106 ©.64)
ubiquinone oxidoreductase
ESSS subunit) (Neuronal
protein 17.3) (Np17.3) (p17.3)
B2R710_HUMA B4DQQ5_HUM cDNA FLJ53159, highly 0%
N (+1) AN B4DQQS similar to Nucleoporin NDC1 63 kba 017 11196106 (0.64)
39S ribosomal protein L16,
B2R9S4_HUMA RM16_HUMAN MRPL16 QINX20 mitochondrial (L16mt) (MRP- 28 kDa 0.1 1.1196106 0%
N (+2) - L16) (0.64)
cDNA FLJ53010, highly
B2R6F5_HUMA B4DJ54_HUMA similar to Soluble calcium- 0%
N (+1) N B4DJ>4 activated nucleotidase 1 (EC 39 kba 0.091 1.1196106 (0.64)
3.6.1.6)
TBB4A_HUMA Signal transducer and activator 0%
N STAT2_HUMAN | STAT2 P52630 of transcription 2 (p113) 98 kDa 0.44 1.1196106 ©0.64)
Actin-related protein 2/3
ATPF1_HUMAN ARP5L_HUMA complex subunit 5-like protein 0%
1) N ARPC5L QIBPX5 (Arp2/3 complex 16 kDa 17 kDa 0.27 1.1196106 ©.64)

subunit 2) (ARC16-2)
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cDNA FLJ14670 fis, clone

9

UMPS_HUMAN E3KN'8—HUMA B3KNIS | NT2RP2003272, highly 63kDa | 013 1.1196106 (é’ g‘;‘)
similar to Ubiquilin-1 |

— - - o

PUF60_HUMAN ﬁgPNm—HUMA TRAPPC4 E9PNT0 Ig;f;ce';"“sgbpu'gltff particle 9kDa | 014 1.1196106 (é’g‘;‘)

ACTBL_HUMA B1ALI9_HUMA Thioredoxin interacting 0%

N N TXNIP B1ALI9 protein (Fragment) 34 kDa 0.23 1.1196106 (0.64)
cDNA, FLJ93976, highly )

QLATZ—HUMA EZRSNLHUMA B2RENL | similar to Homo sapiens COP9 | 23kDa | 0.7 1.1196106 (é’g‘;‘)
homolog (COP9), mMRNA }

Q53R32_HUMA Putative ur ized 0%

CD109_ HUMAN | RPIA Q53R32 protein RPIA (Fragment) 20 kDa 0.065 1.1196106 ©0.64)
Nicotinate
phosphoribosyltransferase

C9J8U2_HUMA (Nicotinate 0%

PPB1_HUMAN N NAPRT1 C9J8U2 phosphoribosyltransferase 52 kDa 0.2 1.1196106 (0.64)
domain containing 1, isoform
CRA &)

Interferon-induced protein
with tetratricopeptide repeats 5

ABK5Y7_HUMA B4DDV1_HUM (cDNA FLJ53857, highly 0%

N (+1) AN IFITS B4DDVL similar to Interferon-induced 51 kba 01 1.1196106 (0.64)
protein with tetratricopeptide
repeats 5)

A8BK2D6_HUMA P " 1.1196088 0%

N (+1) ZN292_HUMAN ZNF292 060281 Zinc finger protein 292 305 kDa 0.2 8 (0.72)
Exosome component 10 (EC
3.1.13.-) (Autoantigen PM/Scl
2) (P100 polymyositis-
scleroderma overlap
syndrome-associated

34:5']3*'4 UMA E‘XOSX*HUMA EXOSC10 Q01780 autoantigen) 101 kDa 0.096 1'1126088 (é)u;ﬂz)
(Polymyositis/scleroderma .
autoantigen 100 kDa)

(PM/Scl-100)

(Polymyositis/scleroderma

autoantigen 2)

Protein polybromo-1 (hPB1) o
ffﬁ3—HUMAN PB1_HUMAN PBRML1 Q86U86 | (BRGL-associated factor 180) 193kDa | 025 1'11%5083 (g ;‘é)

(BAF180) (Polybromo-1D) .

RM47 HUMAN | CBP_HUMAN CREBBP Q2793 g?i%}’;”d'”g protein (EC 265kDa | 0.088 1'11%5083 (g';'é)
ADP-ribose pyrophosphatase,
mitochondrial (EC 3.6.1.13)

(ADP-ribose diphosphatase)
ADP-ribose
SYYC HUMAN NUDT9_HUMA NUDTS QoBWIL éhosphohydrmase) (Adenosine 39kDa 011 1.1196088 0%
= N diphosphoribose : 8 (0.72)
pyrophosphatase) (ADPR-
PPase) (Nucleoside
diphosphate-linked moiety X
motif 9) (Nudix motif 9)
ATPase family AAA domain-

F5HOM4_HUMA ATAD5_HUMA containing protein 5 1.1196088 0%

N (+1) N ATADS QU6QES (Chromosome fragility- 208 kDa 0.22 8 (0.72)
associated gene 1 protein)

Paf1, RNA polymerase II
associated factor, homolog (S.

RNJAZ—HUMA XﬁQX%—HUM PAF1 MO0QX35 cerevisiae), isoform CRA_c 55 kDa 0.14 1'1126088 (é)u;“z)
(RNA polymerase 11- )
associated factor 1 homolog)

RPB1_HUMAN STRP1_HUMAN | STRIP1 Q5VSL9 (S;:gé?l;'gﬂai'gf)pmte'" 1 96kDa | 0.039 1'11%6088 (é)";"z)
Coronin-7 (Crn7) (70 kDa WD o

NUP37_HUMAN EOROLHUMA CORO7 P57737 repeat tumor rejection antigen 101 kDa 0.17 1’1126088 ((;);02)
homolog) |
Cullin-associated NEDD8-
dissociated protein 2 (Cullin-
associated and neddylation-
dissociated protein 2)

i‘;f’(%o—”w CANDZHUMA | canp2 075155 | (Epididymis tissue protein Li 135kDa | 031 11196088 (g?z)
169) (TBP-interacting protein .
of 120 kDa B) (TBP-
interacting protein 120B)

(p120 CAND2)
DnaJ homolog subfamily C o

RM37 HUMAN | DNJCO_HUMAN | DNAJICO ?BWXX member 9 (DnaJ protein 0kDa | 019 1‘“26088 ({%"2)
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F5GWP8_HUM A8BK4P8_HUMA 1.1196088 0%
AN N ABK4P8 cDNA FLJ75337 171 kDa 0.27 g ©.72)
Large subunit GTPase 1 1.1196088 0%
UGDH_HUMAN | LSG1_HUMAN LSG1 Q9H089 homolog (hLsg1) (EC 3.6.1.-) 75 kDa 0.23 s ©72)
ACOX3_HUMA Huntingtin (Huntington 1.1196088 0%
N (+1) HD_HUMAN HTT P42858 disease protein) (HD protein) 348 kDa 014 8 (0.72)
Gem-associated protein 4 o
DYSF_HUMAN EEM"‘—HUMA GEMING P57678 (Gemin-4) (Component of 120kDa | 0.056 1'1136083 (g;‘é)
gems 4) (p97) i
B2R6Q2_HUMA Alkaline phosphatase (EC 1.1196088 0%
MKO01_HUMAN N B2R6Q2 3.13.0) 57 kDa 0.19 ) ©.72)
FAKD5_HUMA FAST kinase domain- 1.1196088 0%
PSA7_HUMAN N FASTKD5 Q7L8L6 containing protein 5 87 kDa 0.21 ) ©.72)
B4DP80_HUMA Coiled-coil domain-containing 1.1196088 0%
N CC115_HUMAN CCDC115 QI96NTO protein 115 20 kDa 0.26 ) ©.72)
B7XGC2_HUM ABK5N3_HUMA Palmitoyltransferase (EC 1.1196088 0%
AN N ABK5N3 231.) 71 kDa 0.46 s ©77)
Charged multivesicular body
protein 2a (Chromatin-
modifying protein 2a)
B3GQE6_HUMA | CHM2A_HUMA (CHMP2a) (Putative breast 1.1196088 0%
N (+2) N CHMP2A 043633 adenocarcinoma marker BC-2) 25 kDa 013 8 (0.72)
(Vacuolar protein sorting-
associated protein 2-1) (Vps2-
1) (hVps2-1)
B3KUB6_HUM Pre-rRNA-processing protein 1.1196088 0%
AN TSR1_HUMAN TSR1 Q2NL82 TSR1 homolog 92 kDa 0.075 8 ©.72)
Atrial natriuretic peptide
receptor 1 (EC 4.6.1.2) (Atrial
ANPRA_HUMA natriuretic peptide receptor 1.1196088 0%
DRG1_HUMAN N NPRL P16066 ype A) (ANP-A) (ANPRA) 119 kDa 0.23 s ©72)
(NPR-A) (Guanylate cyclase
A) (GC-A)
Probable ATP-dependent RNA
SYJ2B_HUMAN BDXGO*HUMA DDX60 Qs8ly21 helicase DDX60 (EC 3.6.4.13) 198 kDa 0.25 1.1126088 (é)u;ﬂz)
(DEAD box protein 60) .
cDNA FLJ76104, highly
similar to Homo sapiens
NOP2_HUMAN Q8K367*HUMA ABK367 carboxylesterase 2 (intestine, 69 kDa 0.067 1'1126088 (é)u;"z)
liver) (CES?), transcript .
variant 1, mRNA
cDNA, FLJ95615, highly
similar to Homo sapiens
P3H1_HUMAN EZRBPS—HUMA B2RBP3 ubiquitin-activating enzyme 52 kDa 0.077 1'11%6088 (é)u;"z)
E1C (UBA3 homolog, :
yeast)(UBELC), mRNA
F5H5P2_HUMA E7ETU7_HUMA 39S ribosomal protein L3, 1.1196088 0%
N (+3) N MRPL3 E7ETUT | mitochondrial 42kba | 011 8 ©0.72)
Iron-sulfur cluster assembly 2
F5H3I5_HUMA homolog, mitochondrial 1.1196088 0%
N ISCA2_HUMAN ISCA2 Q86U28 (HESB-like domain-containing 16 kDa 0.092 P ©.712)
protein 1)
CDNA FLJ58174, highly
CLD3_HUMAN %DM D3_HUM ?DMD similar to WW domain- 65kDa | 019 1'1135083 (g';'é)
binding protein 11 |
SLAM family member 8 (B-
lymphocyte activator o
E‘Z(FngAfHUMA SLAF8_HUMAN | SLAMFS QoPOVE | macrophage expressed) 2kDa | 022 1'1135083 (g;'é)
(BCM:-like membrane protein) :
(CD antigen CD353)
NADH dehydrogenase
[ubiquinone] 1 beta
subcomplex subunit 1 o
ﬁ%"l?sfHUMA mDUBLHUMA NDUFBL 075438 | (Complex I-MNLL) (CI- 7kDa 038 1'11%5083 (g;'é)
MNLL) (NADH-ubiquinone .
oxidoreductase MNLL
subunit)
ADP-ribosylation factor-
E‘ABQA—HUMA QRFRP—HUMA ARFRP1 Q13795 related protein 1 (ARF-related 23 kDa 0.21 1’11%6088 (g?z)
protein 1) (ARP) .
B3KY60_HUMA C9J712_HUMA - 1.1196088 0%
N (+1) N PFN2 C9J712 Profilin-2 10 kDa 0.086 8 0.72)
DCAKD_HUMA Q8wWvC Dephospho-CoA kinase 1.1196088 0%
CLICS_HUMAN N DCAKD 6 domain-containing protein 27kba 015 8 (0.72)
WD repeat-containing protein
QB3HGT_HUMA | WDR82 HUMA | \yprgy Q6UXN9 | 82 (Protein TMEM113) 35kDa | 0049 1.1196088 0%
N (+1) N 8 (0.72)
(Swd2)
SC61G_HUMAN ESKNA—HUMA B8K1J4 Signal protein 28 kDa 0.37 1.11%6088 ((;)302)
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Alpha-1,2-
mannosyltransferase ALG9
(EC 2.4.1.259) (EC 2.4.1.261)
(Asparagine-linked
glycosylation protein 9
homolog) (Disrupted in bipolar

9
RSFL_HUMAN ALGY_HUMAN | ALGY QUH6US | disorder protein 1) (Dol-P- 70kDa | 0035 2 1 1 1 0 0 0 0 0 0 1 1'1126083 (g ;‘é)
Man:Man(6)GIcNAc(2)-PP- .
Dol alpha-1,2-
mannosyltransferase) (Dol-P-
Man:Man(8)GIcNAc(2)-PP-
Dol alpha-1,2-
mannosyltransferase)
cDNA FLJ61199, highly N
SYFA_HUMAN zAElszHUMA BAE126 | similar to UBX domain- gkDa | 011 2 1 1 0 0 1 0 1 0 0 0 1'1126088 (é’;"z)
containing protein 7 .
Dual specificity protein
phosphatase 23 (EC 3.1.3.16)
)0
ﬁﬁg?iHUMA DUS23 HUMAN | DUSP23 Q9BVI7 (mEaCSS('jlu';";g)ec(i';i"c‘;‘(ym“'ecu'a’ 17kpa | 012 2 1 1 0 0 0 1 0 1 0 0 1'1126088 (é’;"z)
phosphatase 3) (LDP-3) (VH1-
like phosphatase Z)
Q53GA0_HUMA F8VX04_HUMA Sodium-coupled neutral amino 1.1196088 0%
N (+1) N SLC38A1L F8VX04 acid transporter 1 56 kDa 0.25 2 1 1 0 1 0 0 1 0 0 0 3 ©72)
ATP-dependent RNA helicase
A (RHA) (EC 3.6.4.13) 11135008 0%
PRP19_HUMAN DHX9_HUMAN DHX9 Q08211 (DEAH box protein 9) 141 kDa 0.13 346 174 173 23 54 44 53 49 25 62 37 = ©016)
(Leukophysin) (LKP) (Nuclear -
DNA helicase 11) (NDH Il)
cDNA FLJ61181, highly
similar to Homo sapiens o
ﬁa(*f%': 7_HUMA %DWSS—HUM BADWS | hydroxysteraid (17-beta) 34kpa | 017 182 %2 9 30 18 17 2 19 2 2 2 1'1055414 ((%‘é)
dehydrogenase 12 )
(HSD17B12), mRNA
9
EADSO—H UMA ﬁOPJQZ—HUMA NOP56 AOPJ92 NOPS6 protein (Fragment) 50kDa | 0051 161 81 80 13 17 21 30 15 2 23 2 1'1061“63 (g ;‘é)
B4DXK8_HUM ATP synthase subunit alpha, 1.1020093 0%
AN (+1) ATPA_HUMAN ATP5A1 P25705 mitochondrial 60 kDa 0.082 611 309 304 100 68 63 79 64 80 67 95 16 (0.11)
Procollagen
galactosyltransferase 1 (EC
2.4.1.50) (Collagen beta(1- o
ﬁNOTl—HUMA GT251 HUMAN | COLGALTL Q8NBJ5 | O)galactosyltransferase 1) 72kDa | 0042 12 57 56 9 2 18 7 10 10 15 2 1'1053670 (g ;‘g)
(Glycosyltransferase 25 family ’
member 1) (Hydroxylysine
galactosyltransferase 1)
Profilin-1 (Epididymis tissue 1.0964712 0%
WFS1_HUMAN PROF1_HUMAN PFN1 P07737 protein Li 184) (Profilin 1) 15 kDa 0.079 188 95 93 11 22 27 35 16 36 26 16 77 (0.28)
60S ribosomal protein L10
A5PLK7_HUMA (Laminin receptor homolog) 1.0937751 0%
N (1) RL10_HUMAN RPL10 P27635 (Protein QM) (Tumor 25 kDa 0.13 83 22 Zil 10 9 12 11 10 7 13 11 8 ©0.38)
suppressor QM)
E9PLK3_HUMA Puromycin-sensitive 1.0937751 0%
P5CR2_HUMAN N NPEPPS E9PLK3 aminopeptidase 103 kDa 0.24 81 42 41 12 7 6 17 15 7 11 7 78 ©038)
D6RA47_HUMA SFXN1_HUMA Sideroflexin-1 (Tricarboxylate 1.0931607 0%
N (+3) N SFXN1 Q9HIB4 carrier protein) (TCC) 36 kDa 0.14 81 41 40 15 6 9 11 10 13 8 9 50 ©038)
NU188_HUMAN QOS3T1—HUMA cox2 A0S3T1 gymcmome ¢ oxidase subunit 26kDa | 0.069 79 il 40 14 10 6 11 10 10 9 11 1'095%507 ((?Z'é)
cDNA FLJ51671, highly
PDIP2_HUMAN EUBAZ—HUMA B7Z8A2 similar to Prenylcysteine 55 kDa 0.23 164 83 81 40 16 12 15 12 38 17 14 1'0"?91370 (803{%)
oxidase (EC 1.8.3.5) )
Acetyl-CoA acetyltransferase,
FCGRN_HUMA mitochondrial (EC 2.3.1.9) 1.0918405 0%
N THIL_HUMAN ACAT1 P24752 (Acetoacetyl-CoA thiolase) 45 kDa 0.13 7 39 38 9 10 11 9 15 6 6 11 &7 ©039)
(T2)
cDNA FLJ78586, highly
similar to Homo sapiens
VAMP (vesicle-associated
membrane protein)-associated
B7Z4A1_HUMA A8BKA83_HUMA protein A, 33kDa (VAPA), 1.0903827 0%
N (+1) N ABKAS83 MRNA (CDNA, FLI96653, 27 kDa 02 73 37 36 12 8 8 9 9 11 7 9 18 ©039)
Homo sapiens VAMP (vesicle-
associated membrane protein)-
associated protein A, 33kDa
(VAPA), MRNA)
cDNA FLJ78686, highly
ABK883_HUMA ABK897_HUMA similar to Homo sapiens 1.0895952 0%
N N ABK897 nucleoporin 93kDa (NUPS3), 93 kDa 0.1 7 36 35 5 10 11 10 10 4 12 9 6 (0.40)

mMRNA
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GTP-binding nuclear protein

AGR2_HUMAN B5MDF5_HUM Ran (RAN, member RAS 1.0895952 0%
+3) AN RAN BSMDFS | 0" Cogene family, isoform 26 kDa 0.36 7 36 35 7 9 6 14 10 14 7 4 6 ©0.40)
CRA ©)
Splicing factor,
arginine/serine-rich 10 o
ﬁ“gﬁm—“ UMA gngAl—HUMA Q59GAL | (Transformer 2 homolog, 32kDa | 021 69 35 34 7 8 9 1 1 6 9 8 1'03&7 643 (é’ :‘B)
Drosophila) variant .
(Fragment)
9
SYLM_HUMAN EPNE?’—HUMA CPNE3 075131 | Copine-3 (Copine IT) 60kDa | 011 69 35 34 19 5 6 8 10 10 8 6 1'03&7 643 (é’ :‘B)
9
1PO9_HUMAN EABN—HUMA RABL0 P61026 Ras-related protein Rab-10 23kDa | 0067 128 65 63 20 17 15 13 12 14 17 2 1'0353349 (é’g‘;‘)
9
\,GACM—HUMA ﬁe'Q?’o—HUMA PABPC4 Q61Q30 | PABPCA protein 72kDa | 011 127 65 63 9 19 21 17 20 13 18 13 1'0353349 (é’ g‘;‘)
Sterol O-acyltransferase 1 (EC
2.3.1.26) (Acyl-coenzyme o
FOAMS_HUMA | SDATLHUMA 1 s0aT1 P35610 Accholesterol acyltransferase 65kDa | 0.22 61 3 30 8 9 10 4 1 3 6 2 | LOBS26T (g fz)
1) (ACAT-1) (Cholesterol .
acyltransferase 1)
cDNA, FLI93632, highly
similar to Homo sapiens
CATS_HUMAN ii‘WW{HUM B2R7W4 heterogeneous nuclear 71 kDa 0.21 185 95 92 18 33 23 22 33 9 31 20 1'0833?220 (é)u;i])
ribonucleoprotein R (HNRPR), )
mRNA
Peptidyl-prolyl cis-trans
isomerase B (PPlase B) (EC 1.0845610 0%
RT02_HUMAN PPIB_HUMAN PPIB P23284 5.2.1.8) (CYP-S1) 24 kDa 0.061 248 126 122 28 27 27 43 12 37 34 38 : g
- 53 0.27)
(Cyclophilin B) (Rotamase B)
(S-cyclophilin) (SCYLP)
cDNA FLJ78483, highly
similar to Homo sapiens
D3DP46_HUMA ABKAPS_HUMA ABKAP3 elongation factor Tu GTP 109 kDa 0.18 185 94 91 27 25 24 20 19 13 32 28 10844539 0%
N (+1) N - . 2L 25 (0.31)
binding domain containing 2
(EFTUD2), MRNA
cDNA FLJ16830 fis, clone
UTERU3022536, highly o
NACD2_HUMA | B3KY63_HUMA B3KY63 | similar to Chromodomain 215kDa | 0.004 55 28 27 3 7 8 1 11 2 9 5 | 108609 (g :“3)
helicase-DNA-binding protein )
4 (EC 3.6.1.-)
Structural maintenance of
PSA5_HUMAN SMC1A_HUMA chromosomes protein 1A 1.0813609 0%
+1) N SMC1A Q14683 (SMC protein 1A) (SMC-1- 143 kDa 0.25 56 28 27 7 7 13 1 12 0 13 4 76 (0.43)
alpha) (SMC-1A) (Sh1.8)
268 proteasome non-ATPase
regulatory subunit 12 (26S o
mﬁ’fﬁLHUMA PSD12 HUMAN | PSMD12 000232 | proteasome regulatory subunit | 53kpa | 0.11 55 28 27 7 7 6 8 6 1 7 2 1'03715509 (g :‘é)
RPN5) (26 proteasome -
regulatory subunit p55)
LTOR1_HUMA F5H6U7_HUMA Vesicle transport protein 1.0813609 0%
N N GOLT1B F5H6U7 GOT1B 14 kDa 0.3 55 28 27 10 7 7 4 4 8 5 10 76 (0.43)
Myosin-9 (Cellular myosin
heavy chain, type A) (Myosin
heavy chain 9) (Myosin heavy
chain, non-muscle 11a) (Non- 1.0807666 0%
EIF3I_HUMAN MYH9_HUMAN MYH9 P35579 muscle myosin heavy chain A) 227 kDa 0.21 615 313 302 48 92 94 81 37 75 102 89 ) 86 ©.17)
(NMMHC-A) (Non-muscle §
myosin heavy chain 1a)
(NMMHC I1-a) (NMMHC-
11A)
Medium-chain specific acyl-
ACADM_HUMA CoA dehydrogenase, 1.0805561 0%
MIF_HUMAN N ACADM P11310 mitochondrial (MCAD) (EC 47 kDa 0.17 109 56 54 7 25 22 3 22 9 10 13 9 ©037)
1.3.8.7)
cDNA FLJ38589 fis, clone
ATP5I_HUMAN E3KTQ2—HUMA B3KTQ2 HCHON2010074, highly 42 kDa 051 53 27 26 9 4 3 11 8 2 6 10 1’08;)5043 (gﬁ)
similar to LACTADHERIN 3
Oxysterol-binding protein-
TMX4_HUMAN (,\)‘SBLS—HUMA OSBPL8 QIBZF1 related protein 8 (ORP-8) 101 kDa 0.17 49 25 24 9 7 8 1 0 3 14 6 1’07;53813 ((;)Zes)
(OSBP-related protein 8) 3
Sarcoplasmic/endoplasmic
reticulum calcium ATPase 3
QBKSOQ—HUMA QTZA?’—HUMA ATP2A3 Q93084 (SERCAB3) (SR Ca(2+)- 114 kDa 0.17 50 25 24 0 7 10 4 4 0 0 12 1’07;53813 ((;)ZOS)
ATPase 3) (EC 3.6.3.8) -
(Calcium pump 3)
cDNA FLJ60148, highly
B3KWW5_HUM B4ADTA2_HUMA similar to Homo sapiens 1.0759669 0%
AN (+3) N BADTAZ | | ogeneous nuclear 30 kDa 0.13 97 50 48 7 19 12 12 16 0 22 6 > ©0.39)

ribonucleoprotein D-like
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(HNRPDL), transcript variant
2, mMRNA

B4DVY2_HUM

CDNA FLI54184, highly

1.0752904

0%

UBA6_HUMAN AN B4DVY2 Zn;‘lr:ﬁrr]to Tropomyosin alpha- 26 kDa 0.1 46 24 23 0 5 8 8 4 4 7 7 79 (0.46)
6-phosphofructokinase, liver
type (EC 2.7.1.11)
CKAP5_HUMA (Phosphofructo-1-kinase 1.0741892 0%
N K6PL_HUMAN PFKL P17858 isozyme B) (PFK-B) 85 kDa 0.043 93 48 46 2 17 15 14 17 15 12 2 38 (0.40)
(Phosphofructokinase 1)
(Phosphohexokinase)
Phosphate carrier protein,
mitochondrial (Phosphate o
A4D2QO_HUMA | \ioep HuMAN | SLC25A3 QU0325 | transport protein) (PTP) 40 kDa 01 235 120 115 2 27 23 28 2 2 2 3 | LO735587 0%
N ¢ y 32 (0.31)
(Solute carrier family 25
member 3)
Peroxisomal bifunctional
enzyme (PBE) (PBFE)
[Includes: Enoyl-CoA o
JN3KN167HUMA ECHP_HUMAN | EHHADH Q08426 | hydratase/32-trans-enoyl-CoA | 79kDa | 0.039 83 2 2 3 8 10 1 5 1 5 10 1'07213728 (é’ :"7)
isomerase (EC 4.2.1.17) (EC .
5.3.3.8); 3-hydroxyacyl-CoA
dehydrogenase (EC 1.1.1.35)]
cDNA, FLI94965, highly
J3QQQ9_HUMA B2RAK1_HUM similar to Homo sapiens 1.0714728 0%
N (+4) AN B2RAKL leucyl/cystinyl aminopeptidase 117kba 046 4 2 2a 10 6 4 2 3 1 7 0 29 (0.47)
(LNPEP), mMRNA
cDNA FLJ33764 fis, clone
BRCOC2000360, highly
(PESI*HUMAN z3KR70*HUMA B3KR70 similar to Vacuolar ATP 48 kDa 0.13 43 22 21 5 5 6 6 3 0 9 9 1'07213728 (é)Z"?)
synthase subunit S1 (EC .
3.6.3.14)
cDNA, FLI95407, highly
similar to Homo sapiens o
ALGLLAUMA | B2RBAS_HUMA B2RBAG | MCM?7 minichromosome 8lkDa | 0083 a3 2 2 0 10 13 0 12 3 5 o | OTAT (g :“7)
maintenance deficient 7 (S. )
cerevisiae) (MCM7), mRNA
Catenin beta-1 (cDNA
QGPKB2_HUMA | BADGUA HUM | -y ngp BADGU4 | FLI57878, highly similar to 85kDa | 0.091 89 45 43 14 14 9 8 16 2 16 9 1.0712349 0%
N AN A 98 (0.41)
Beta-catenin)
N-acylsphingosine o
,E\"Z(Figzg—HUMA B3DSQ1—HUMA ASAHL D3DSQL | amidohydrolase (Acid 61kDa | 0.25 131 67 64 19 17 14 17 5 9 19 3 1'0731‘577 (83/)“7)
ceramidase) 1, isoform CRA ¢ )
NBAS_HUMAN | MLEC_HUMAN | MLEC Q4165 | Malectin a2koa | 09 86 a 2 16 9 9 10 8 12 8 15 | HOT063 (g'Z“l)
Sterol-4-alpha-carboxylate 3-
NSDHL_HUMA dehydrogenase, 1.0693068 0%
ITPR2_HUMAN N NSDHL Q15738 decarboxylating (EC 42 kDa 0.044 41 21 20 8 2 5 6 6 5 3 6 67 (0.47)
1.1.1.170) (Protein H105e3)
DnaJ homolog subfamily B
member 1 (DnaJ protein
homolog 1) (Heat shock 40 1.0693068 0%
TR150_HUMAN DNJB1_HUMAN DNAJB1 P25685 KDa protein 1) (HSP40) (Heat 38 kDa 0.058 41 21 20 3 5 4 9 5 8 2 6 67 (0.47)
shock protein 40) (Human
Dna] protein 1) (hDj-1)
CSTF3_HUMAN | BIAVQSHUM 0 BIAVQ5 | Mucin-1subunit alpha 49kDa | 0063 a 2 20 10 2 3 6 8 0 4 8 1.0893068 (g'j{“?)
Isoleucine--tRNA ligase,
SQSTM_HUMA mitochondrial (EC 6.1.1.5) 1.0677614 0%
N SYIM_HUMAN IARS2 QINSE4 (Isoleucyl-RNA synthetase) 114 kDa 0.14 166 85 81 27 22 16 22 26 12 19 24 67 ©036)
(1leRS)
6-phosphofructokinase type C
(EC 2.7.1.11) (6~
phosphofructokinase, platelet 1.0673871 0%
RM39_HUMAN K6PP_HUMAN PFKP Q01813 type) (Phosphofructo-1-kinase 86 kDa 0.11 123 63 60 11 19 15 17 20 18 16 6 02 © 3°9)
isozyme C) (PFK-C) )
(Phosphofructokinase 1)
(Phosphohexokinase)
Full-length cDNA 5-PRIME
B4DDP6_HUMA | Q53GF9_HUMA end of clone CSODF013YM24 1.0673871 0%
N (+2) N Q53GF9 of Fetal brain of Homo sapiens 26 kDa 0.081 125 63 60 17 13 14 19 10 19 13 19 02 ©0.39)
(Human) variant (Fragment)
9
FTESI3HUMA | BIEGQS HUMA | smarcas BOEGQ8 | SMARCA protein 189kDa | 0.099 39 20 19 6 6 5 3 4 0 9 6 10653372 (é) :%)
cDNA FLJ59571, highly
APOA1_HUMA B4DZF2_HUMA similar to Eukaryotic 1.0669372 0%
N N BaDZF2 translation initiation factor 110 kDa 03 b 2 19 0 6 10 4 7 4 6 1 12 (0.48)

4gamma 2
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GCSP_HUMAN

HOY8C6_HUMA
N

IPOS

HOY8C6

Importin-5 (Fragment)

124 kDa

0.13

81

41

39

11

12

14

1.0666445
4

0%
(042)

RL35_HUMAN

H3BLZ8_HUMA
N

DDX17

H3BLZ8

Probable ATP-dependent RNA
helicase DDX17

80 kDa

0.19

157

81

7

23

20

20

17

21

19

1.0652295
53

(037)

K7ELWO_HUM
AN (+1)

TMX1_HUMAN

TMX1

Q9H3N1L

Thioredoxin-related
transmembrane protein 1
(Thioredoxin domain-
containing protein 1)
(Transmembrane Trx-related
protein)

32 kDa

0.42

37

19

18

1.0643336
86

0%
(0.49)

COX5A_HUMA
N (+1)

C9JLI6_HUMAN

RPS27L

CalLI6

408 ribosomal protein S27

11 kDa

0.15

37

19

18

1.0643336
86

0%
(0.49)

Q96K24_HUMA
N

BADSQ5_HUMA
N

B4DSQS5

cDNA FLJ53608, highly
similar to Protein transport
protein Sec23A

83 kDa

0.19

37

19

18

1.0643336
86

0%
(0.49)

ABKEK7_HUMA
N (+1)

B7ZB41_HUMA
N

B7zB41

cDNA, FLJ79405, highly
similar to Homo sapiens solute
carrier family 25, member 24,
transcript variant 1, mMRNA

53 kDa

0.12

149

7

73

14

23

13

18

16

26

1.0624394
91

0%
(0.38)

KAT3_HUMAN

GSTK1_HUMA
N

GSTK1

Q9Y2Q3

Glutathione S-transferase
kappa 1 (EC 2.5.1.18) (GST
13-13) (GST class-kappa)
(GSTK1-1) (hGSTK1)
(Glutathione S-transferase
subunit 13)

25 kDa

184

95

90

20

31

26

15

20

30

1.0615244
64

0%
(0.36)

G3V256_HUMA
N (+2)

QS3EY4_HUMA
N

QS3EY4

RAB31, member RAS
oncogene family variant
(Fragment)

22 kDa

0.21

35

18

17

1.0614598
43

0%
(0.50)

B3KME2_HUM
AN (+3)

ACAD9_HUMA
N

ACAD9

Q9H845

Acyl-CoA dehydrogenase
family member 9,
mitochondrial (ACAD-9) (EC
1.3.99.-)

69 kDa

0.17

106

55

52

15

20

14

15

1.0599386
52

0%
(0.41)

Q6IBUO_HUMA
N

SC22B_HUMAN

SEC22B

075396

Vesicle-trafficking protein
SEC22b (ER-Golgi SNARE of
24 kDa) (ERS-24) (ERS24)
(SEC22 vesicle-trafficking
protein homolog B) (SEC22
vesicle-trafficking protein-like
1

25 kDa

0.084

105

54

51

16

14

12

18

1.0588562
11

0%
(042)

B4DLN7_HUMA
N

G3V0I5S_HUMA
N

NDUFV1

G3V0I5

NADH dehydrogenase
(Ubiquinone) flavoprotein 1,
51kDa, isoform CRA_c
(NADH dehydrogenase
[ubiquinone] flavoprotein 1,
mitochondrial)

50 kDa

0.17

69

35

33

1.0578622
04

0%
(0.45)

NDUA6_HUMA
N

UBR4_HUMAN

UBR4

Q5T4ST

E3 ubiquitin-protein ligase
UBR4 (EC 6.3.2.-) (600 kDa
retinoblastoma protein-
associated factor) (N-recognin-
4) (Retinoblastoma-associated
factor of 600 kDa) (RBAF600)
(P600) (Zinc finger UBR1-
type protein 1)

574 kDa

0.32

31

16

15

1.0547131
59

0%
(051)

A8MXB9_HUM
AN

B4DJP7_HUMA
N

SNRPD3

B4DJP7

Small nuclear
ribonucleoprotein Sm D3
(cDNA FLJ51872, highly
similar to Small nuclear
ribonucleoprotein Sm D3)

13 kDa

0.18

31

16

15

1.0547131
59

0%
(0.51)

HINT2_HUMAN

SPTC1_HUMAN

SPTLC1

015269

Serine palmitoyltransferase 1
(EC 2.3.1.50) (Long chain
base biosynthesis protein 1)
(LCB 1) (Serine-palmitoyl-
CoA transferase 1) (SPT 1)
(SPT1)

53 kDa

0.29

31

16

15

1.0547131
59

0%
(0.51)

TRA2A_HUMA
N

MPRI_HUMAN

IGF2R

P11717

Cation-independent mannose-
6-phosphate receptor (CI Man-
6-P receptor) (CI-MPR)
(M6PR) (300 kDa mannose 6-
phosphate receptor) (MPR
300) (Insulin-like growth
factor 2 receptor) (Insulin-like
growth factor 11 receptor)
(IGF-11 receptor) (M6P/IGF2
receptor) (M6P/IGF2R) (CD
antigen CD222)

274 kDa

0.082

65

33

31

12

10

10

1.0542517
81

0%
(0.46)

RDH14_HUMA
N

FBRL_HUMAN

FBL

P22087

rRNA 2'-O-methyltransferase
fibrillarin (EC 2.1.1.-) (34 kDa
nucleolar scleroderma antigen)

34 kDa

0.14

97

50

47

12

21

13

10

12

12

1.0541047
05

0%
(0.43)
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B4DVD7_HUM B5BUB5_HUMA " 1.0522838 0%
AN (+2) N SSB B5BUB5S Autoantigen La (Fragment) 47 kDa 0.35 62 32 30 0 9 8 15 12 11 4 3 48 (0.47)
Eukaryotic initiation factor
GRB2_HUMAN 4A-11 (eIF-4A-11) (elF4A-11) 1.0520528 0%
(1) IF4A2_HUMAN EIF4A2 Q14240 (EC 3.6.4.13) (ATP-dependent 46 kDa 0.18 127 65 61 0 17 13 26 17 22 0 0 pre ©0.47)
RNA helicase elF4A-2)
78 kDa glucose-regulated
protein (GRP-78)
(Endoplasmic reticulum
HPRT_HUMAN lumenal Ca(2+)-binding 1.0515258 0%
+1) GRP78_HUMAN HSPAS5 P11021 protein grp78) (Heat shock 70 72 kDa 0.27 1108 571 536 135 180 138 119 114 132 147 144 2 (0.19)
kDa protein 5)
(Immunoglobulin heavy chain-
binding protein) (BiP)
Spliceosome RNA helicase
DDX39B (EC 3.6.4.13) (56
kDa U2AF65-associated o
ZDSSAfHUMA BX”BfHUMA DDX398 Q13838 | protein) (ATP-dependentRNA | 49kDa | 0.073 0 48 45 3 12 1 2 13 1 16 5 1'0514399 (é’ ﬁ)
helicase p47) (DEAD box .
protein UAP56) (HLA-B-
associated transcript 1 protein)
DPYL2_HUMA B7Z815_HUMA Ubiquitin carboxyl-terminal 1.0507173 0%
N (+1) N USP7 B72815 hydrolase (£G 3.4.19.12) 126 kDa 0.25 29 15 14 0 4 4 7 1 2 7 2 o4 ©52)
Small nuclear
Q53FW8_HUMA ribonucleoprotein E (snRNP- 1.0507173 0%
N (1) RUXE_HUMAN SNRPE P62304 E) (5m protein £) (Sm-E) 11 kDa 0.18 29 15 14 3 3 5 4 3 4 4 3 o4 ©52)
(SME)
Aflatoxin B1 aldehyde
reductase member 2 (EC
1.1.1.n11) (AFB1 aldehyde
GNAI3_HUMAN QRKH*HUMA AKR7A2 043488 reductase 1) (AFB1-AR 1) 40 kDa 0.26 29 15 14 5 2 3 5 4 3 4 3 1'0521173 (é)u;“z)
(Aldoketoreductase 7) )
(Succinic semialdehyde
reductase) (SSA reductase)
cDNA FLJ58459, highly
RM38_HUMAN %DRAO—HUM BADRAO | similar to RNA-binding s6kDa | 0092 % 4 4 0 14 13 20 1 6 16 10 1'0455493 (g':{“s)
region-containing protein 2 )
VP26A_HUMAN | RABMHUMA 1 pagy, P61106 | Ras-related protein Rab-14 24kpa | 025 177 91 85 2 2 2 2 16 25 20 24 | L0 (g':ﬁ))
Dynamin-1-like protein (EC
3.6.5.5) (Dnm1p/Vpslp-like
protein) (DVLP) (Dynamin
family member proline-rich
B2R6X2_HUMA DNMI1L_HUMA carboxyl-terminal domain less) 1.0461977 0%
N (+1) N DNMI1L 000429 (Dymple) (Dynamin-like 82 kDa 0.061 27 14 13 1 5 4 4 2 8 1 2 56 (0.53)
protein) (Dynamin-like protein
4) (Dynamin-like protein 1V)
(HdynIV) (Dynamin-related
protein 1)
J3KQ32 HUMA | gppis Human | 42248 060613 | 15 kDa selenoprotein 18kpa | 0.19 27 14 13 2 4 6 2 2 3 3 5 1.0461977 0%
N (+1) 56 (0.53)
4-
trimethylaminobutyraldehyde
dehydrogenase (TMABADH)
(EC 1.2.1.47) (Aldehyde
dehydrogenase E3 isozyme)
ABK217_HUMA AL9AL HUMA (Aldehyde dehydrogenase 1.0456000 0%
N (+1) N ALDH9AL P49189 family 9 member AL) (EC 54 kDa 0.22 56 29 27 4 9 7 9 12 9 4 2 pe ©0.48)
1.2.1.3) (Gamma-
aminobutyraldehyde
dehydrogenase) (EC 1.2.1.19)
(R-aminobutyraldehyde
dehydrogenase)
26S proteasome non-ATPase
regulatory subunit 13 (26S
proteasome regulatory subunit
NDUB4_HUMA | psiyi3 HuMAN | PSMD13 Q9UNM | ppoNg) (265 proteasome sKa | 018 84 44 n 3 14 6 2 1 15 1 3 1.0454046 0%
N 6 € 46 (0.46)
regulatory subunit S11) (26S
proteasome regulatory subunit
p40.5)
M1VPF6_HUMA CD74- Tyrosine-protein kinase 1.0454046 0%
ICT1_HUMAN N ROSL C6;R32 M1VPF6 receptor (EC 2.7.10.1) 91 kDa 0.13 85 44 41 11 12 10 11 8 6 10 17 26 (0.46)
QBLEUS_HUMA | A2A274 HUMA | )y A2A274 | Aconitate hydratase, g8kDa | 012 229 119 11 36 36 34 12 39 13 2 31 | 10451928 0%
N N mitochondrial 22 (0.38)
cDNA, FLJ92973, highly o
BALZg"l”)OfHUM EZRGJLHUMA B2R6J2 | similar to Homo sapiens villin 69kDa | 0086 169 88 82 3 20 18 19 2 2 2 19 1'046‘23906 (g ﬁ)
2 (ezrin) (VIL2), mMRNA -
Minor histocompatibility 1.0440548 0%
LY75_HUMAN HM13_HUMAN HM13 Q8TCT9 antigen H13 (EC 3.4.23.-) 41 kDa 0.064 112 58 54 17 18 12 11 9 12 12 21 7 (0.44)
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(Intramembrane protease 1)
(IMP-1) (IMPAS-1) (hIMP1)
(Presenilin-like protein 3)
(Signal peptide peptidase)

Glyoxylate

GRHPR_HUMA reductase/hydroxypyruvate 1.0430677 0%
HXK3_HUMAN N GRHPR Q9UBQ7 reductase (EC 1.1.1.79) (EC 36 kDa 0.15 54 28 26 3 11 4 10 12 5 4 4 o1 (0.49)
1.1.1.81)
28S ribosomal protein S29,
mitochondrial (MRP-S29)
C9JJ19_HUMAN (S29mt) (Death-associated 1.0430677 0%
(+1) RT29_HUMAN DAP3 P51398 protein 3) (DAP-3) (lonizing 46 kDa 0.1 54 28 26 8 8 5 7 9 4 5 8 o1 (0.49)
radiation resistance conferring
protein)
Lysine--tRNA ligase (EC o
BADJIAS_HUMA | sy HumMAN KARS 015046 | 6.1.1.6) (Lysyl-tRNA 68kDa | 0.36 81 2 39 5 2 14 4 17 7 1 4 1.0419688 0%
N (+1) 44 (0.47)
synthetase) (LysRS)
ABCF1_HUMA MNDA_HUMA Myeloid cell nuclear 1.0410440 0%
N N MNDA P41218 differentiation antigen 46 kDa 0.05 25 13 12 0 4 4 5 0 8 4 1 59 (0.54)
Q9HBK7_HUM A8K2Q6_HUMA Peptidyl-prolyl cis-trans 1.0410440 0%
AN (+1) N ABK2Q6 isomerase (EC 5.2..8) 23 kDa 0.074 25 13 12 2 4 3 4 4 1 2 5 9 ©.54)
cDNA FLJ56357, highly
B2RCZ4_HUMA B4DP80_HUMA similar to Homo sapiens 1.0410440 0%
N(+2) N B4DP80 apolipoprotein A-1 binding 34 kDa 0.11 25 13 12 2 3 1 7 3 4 2 3 9 ©0.54)
protein (APOA1BP), mRNA
Eukaryotic translation
initiation factor 3 subunit K
B2RAGL_HUMA | BADVD7_HUM EIF3K BADVD? | (elF3K) (Eukaryotic translation | 25kDa | 0.29 24 13 1 2 4 2 5 2 6 3 1 1.0410440 0%
N (+3) AN 16K h 59 (0.54)
initiation factor 3 subunit 12)
(elF-3 p25)
ATP-binding cassette sub-
family B member 7,
AOSBME_HUM ABCB7_HUMA | \pcpy 075027 mitochondrial (ATP-binding 83kDa | 012 25 13 1 4 2 2 5 5 3 2 2 1.0410440 0%
AN (+202) N 59 (0.54)
cassette transporter 7) (ABC
transporter 7 protein)
Acyl-CoA synthetase family
BSBUOL_HUMA | Acsra HUMAN | ACSF2 Q96CM8 | member 2, mitochondrial (EC 68kDa | 014 52 27 2 13 6 4 4 10 3 5 7 1.0403561 0%
N (+1) 6.2.1.) 75 (0.50)
Q3KQZ2_HUM ACTBL_HUMA Beta-actin-like protein 2 1.0403150 0%
AN (+1) N ACTBL2 Q562R1 (Kappa-actin) 42 kDa 0.13 321 168 156 42 46 37 45 33 39 53 33 45 0.37)
cDNA, FLJ95457, highly
B2RBD5_HUMA similar to Homo sapiens 1.0401980 0%
RAC2_HUMAN N B2RBD5 tubulin, beta, 4 (TUBBA), 50 kDa 0.2 431 224 208 72 54 50 49 0 57 0 52 09 (0.34)
mRNA
Sorting and assembly
machinery component 50 o
ﬁ"SApr UMA ZAMSOfHUMA SAMMS0 QoY512 | homolog (Transformation- s2kDa | 027 80 a 38 13 8 3 17 10 15 6 7 1'°4gj29° (g :“7)
related gene 3 protein) (TRG- ’
3)
Aspartate aminotransferase,
mitochondrial (MAspAT) (EC
2.6.1.1) (EC 2.6.1.7) (Fatty
acid-binding protein) (FABP-
1) (Glutamate oxaloacetate
transaminase 2) (Kynurenine
aminotransferase 4) 1.0382282 0%
GAK_HUMAN AATM_HUMAN GOT2 P00505 (Kynurenine aminotransferase 48 kDa 0.076 181 95 88 26 24 21 24 41 13 13 20 67 (0.42)
1V) (Kynurenine--oxoglutarate
transaminase 4) (Kynurenine--
oxoglutarate transaminase V)
(Plasma membrane-associated
fatty acid-binding protein)
(FABPpm) (T1 inase A)
Phospholipase D3 (PLD 3)
(EC 3.1.4.4) (Choline
phosphatase 3) (HindlIl K4L
RBUTZHUMA | b pg HumAN | PLD3 Q8Iv08 | homolog) (Hu-K4) sskDa | 0.5 49 2 2 5 8 5 8 2 5 10 7 1’036?:457 ((%%)
(Phosphatidylcholine- :
hydrolyzing phospholipase
D3)
MIPEP_HUMAN | AAAS HUMAN | AAAS QINRGY | Aladin (Adracalin) 60kDa | 0073 50 % 2% 1 7 4 4 7 9 3 5 LosTaasT ({%“0)
Phosphoglycerate mutase 1
(EC 3.1.3.13) (EC 5.4.2.11) "
LMED‘LHUMA ZGAMLHUMA PGAM1 P18669 (EC 5.4.2.4) (BPG-dependent 29 kDa 0.2 50 2 2 6 7 4 10 5 9 8 2 1'0367;‘457 (g é%)
PGAM 1) (Phosphoglycerate )
mutase isozyme B) (PGAM-B)
AIMP2_HUMAN STML2_HUMA Stomatin-like protein 2, 1.0374457 0%
(1) N STOML2 QouIzZ1 mitochondrial (SLP-2) 39 kDa 0.12 50 26 24 5 7 8 6 7 7 5 5 64 (0.50)
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(EPBT72-like protein 2)
(Paraprotein target 7)
(Paratarg-7)

XPRI_HUMAN | RABZLHUMA 1 pagy Q9UL25 | Ras-related protein Rab-21 24kpa | 007 101 53 a9 15 16 13 9 9 12 15 13 | OS2 (SZ‘;)
ADP/ATP translocase 3
(ADP,ATP carrier protein 3)
(ADP,ATP carrier protein, o
33(*&)7 4_HUMA 1 ADT3 HUMAN | SLC25A6 P12236 isoform T2) (ANT 2) (Adenine | 33kDa | 0.041 337 174 161 53 % 34 51 29 49 38 4 1'°3g56385 (g g‘é)
nucleotide translocator 3) )
(ANT 3) (Solute carrier family
25 member 6)
Transgelin-2 (Epididymis o
ABKBT8_HUMA | TAGLZ HUMA | 176 np P37802 tissue protein Li 7€) (SM22- 2kDa | 037 74 39 36 6 1 12 10 12 9 6 9 1.0361755 0%
N (+1) N 71 (0.48)
alpha homolog)
Eukaryotic translation
initiation factor 3 subunit |
(elF3i) (Eukaryotic translation
PTNG_HUMAN | £10a) Human EIF3I 013347 | initiation factor 3 subunit 2) 37 kDa 01 2 12 1 0 3 4 5 1 6 3 1 1035127 0%
(+2) : - 04 (0.55)
(TGF-beta receptor-interacting
protein 1) (TRIP-1) (elF-3-
beta) (elF3 p36)
RAB25_HUMA Ras-related protein Rab-25 1.0351127 0%
RT07_HUMAN N RAB25 P57735 (CATX-8) 23 kDa 0.24 23 12 11 4 2 2 4 3 6 2 0 04 (0.55)
ER membrane protein complex
LAMB2_HUMA subunit 4 (Cell proliferation- 1.0351127 0%
N EMC4_HUMAN EMC4 Q5J8M3 inducing gene 17 protein) 20 kDa 0.059 23 12 11 3 3 3 3 2 3 3 3 o1 ©55)
(Trar protein 85)
Elongation of very long chain
fatty acids protein 1 (EC
2.3.1.199) (3-keto acyl-CoA
ELOV1_HUMA synthase ELOVL1) (ELOVL 1.0343137 0%
LASIL_ HUMAN | ELOVL1 QIBW60 fatty acid elongase 1) (ELOVL 33 kDa 0.13 50 25 23 6 7 7 5 5 4 7 8 0 ©51)
FA elongase 1) (Very-long-
chain 3-oxoacyl-CoA synthase
1)
cDNA, FLJ96923, highly )
ﬁE(’fSLHUMA EZRE%—HUMA B2RE46 | similar to Homo sapiens 69kDa | 0092 122 64 59 18 19 18 9 14 14 17 14 1'0335‘3403 (g :“6)
ribophorin 11 (RPN2), mRNA i
Protein disulfide-isomerase
(PDI) (EC 5.3.4.1) (Cellular 1.0328872 0%
BIEA_HUMAN PDIA1_HUMAN P4HB P07237 thyroid hormone-binding 57 kDa 0.23 614 321 296 67 102 98 58 37 97 82 82 . 07 (0.34)
protein) (Prolyl 4-hydroxylase ’
subunit beta) (p55)
Plasminogen activator
inhibitor 2 (PAI-2) (Monocyte
Arg-serpin) (Placental 1.0322431 0%
TBL3_HUMAN PAI2_HUMAN SERPINB2 P05120 plasminagen activator 47 kDa 0.14 96 50 46 4 26 19 1 0 2 20 24 17 (0.47)
inhibitor) (Serpin B2)
(Urokinase inhibitor)
CcDNA FLJ75526, highly
similar to Homo sapiens
EDELZ—H UMA 'I:‘BKGYl—HUMA ABK6BY1 proliferation-associated 2G4, 41 kDa 0.11 45 24 22 1 6 8 9 5 11 4 2 1'0323337 (8?2)
38kDa (PA2G4), mMRNA :
(Fragment)
B7Z6C2_HUMA Lysosomal acid phosphatase 1.0309337 0%
N PPAL_HUMAN ACP2 P11117 (LAP) (EC 3.1.3.2) 48 kDa 0.13 46 24 22 5 7 8 4 1 2 7 12 69 (052)
ER membrane protein complex
B3KS98_HUMA EMC3_HUMAN EMC3 Q9P0I2 subunit 3 (Transmembrane 30 kDa 0.074 46 24 22 10 5 4 5 4 7 5 6 1.0309337 0%
N _ protein 111) 69 (052)
QOPNF2_HUMA RABSA_HUMA Ras-related protein Rab-8A 1.0305025 0%
N N RAB8BA P61006 (Oncogene c-mel) 24 kDa 0.044 95 49 45 13 15 12 9 8 11 14 13 14 (0.48)
Heterogeneous nuclear
’,:‘AYOE’B—H UMA ROA2_HUMAN HNRNPA2B1 P22626 ribonucleoproteins A2/B1 37 kDa 0.07 407 212 195 27 64 53 70 55 22 76 42 1'0323375 (é)ugﬂg)
(hnRNP A2/B1) :
Alpha-enolase (EC 4.2.1.11)
(2-phospho-D-glycerate hydro-
lyase) (C-myc promoter-
binding protein) (Enolase 1) 0%
RINI_HUMAN ENOA_HUMAN ENO1 P06733 (MBP-1} (MPB.1) (Non- 47 kDa 0.18 354 184 169 32 38 41 75 56 52 32 30 1.0290198 ©0.40)
neural enolase) (NNE)
(Phosphopyruvate hydratase)
(Plasminogen-binding protein)
Alpha-soluble NSF attachment
protein (SNAP-alpha) (N- o
E“(Ezl‘)’sfHUMA SNAA_HUMAN | NAPA P54920 ethylmaleimide-sensiti 3KkDa | 0074 92 48 44 1 1 9 17 8 12 9 15 1'023;3912 (g 4{%)

factor attachment protein
alpha)
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5
EAB“B—H UMA geFG“—HUMA RABG6A Q6FGX3 | RABSA protein 24kDa | 035 93 48 4 14 12 10 12 8 14 9 13 1'02;3?912 (é’ :‘;3)
CDNA FLI53478, highly N
PDXK_HUMAN ﬁADVEl—HUMA BADVEL | similar to Galectin-3-binding 64kDa | 011 115 60 55 2 8 1 19 8 2 15 1 1'0253315 (é’ :"7)
protein )
Cytochrome ¢ oxidase subunit
BADLBS_HUMA | COX5A_HUMA 5/, mitochondrial 1.0282132 0%
NGH N COXBA P20674 Gy oahrom e ovidase 17kpa | 0056 21 1 10 4 2 3 2 2 2 2 4 e 0%)
polypeptide Va)
Ras-related C3 botulinum o
%GXMZ—HUM RAC2_ HUMAN | RAC2 P15153 toxin substrate 2 (GX) (Small 21kDa | 0074 20 1 10 3 2 4 1 0 2 3 5 1,023372132 (é’ é‘g)
G protein) (p21-Rac2) )
cDNA FLJ50848, highly
similar to Homo sapiens o
ELYS_HUMAN EnelLHUMA B7Z611 | suppressor of varl, 3-like 1(S. | 71kDa | 0015 2 1 10 1 3 5 2 5 3 2 0 1,023372132 (é’ é‘g)
cerevisiae) (SUPV3L1), :
mRNA (Fragment)
39S ribosomal protein L49,
A8K2U2_HUMA mitochondrial (L49mt) (MRP- 1.0282132 0%
oy RMA9_HUMAN | MRPL49 Quos | e ALy 19kpa | 018 21 1 10 4 2 3 2 2 1 6 1 pi o)
(NOF) (Protein NOF1)
[RCBA_HUMA | H7C579_HUMA Omega-amidase NIT2 1.0282132 0%
5 H NIT2 Hrcsre | QTeder) 20kDa | 0096 2 1 10 0 3 3 5 2 6 2 0 2 0%)
Methylmalonyl-CoA mutase,
B4E3I3_HUMA mitochondrial (MCM) (EC 1.0272751 0%
NGD MUTA_HUMAN | MUT P22033 55905 Moty 83kDa | 012 e 3 2 7 6 5 4 13 1 4 3 T2 0
CoA isomerase)
ANT3_HUMAN | RS7_HUMAN RPS7 P62081 40 ribosomal protein S7 22kDa | 0065 4 3 2 6 4 7 6 7 8 3 3 Lozzrst (é)";“z)
Q59GK9_HUMA Ribosomal protein L21 variant 1.0272751 0%
ALG2_HUMAN | Q Qsecke | Heone) 19kDa | 0094 4 3 2 6 6 5 6 5 6 4 6 72 0
Serine
FABD_HUMAN B4E1G2_HUMA B4E1G2 hydroxymethyltransferase (EC 49 kDa 0.11 252 131 120 31 34 30 38 42 30 24 25 1.0265272 0%
N 2121 B 043
UDP-glucose:glycoprotein
glucosyltransferase 1 (UGT1)
(hUGTL) (EC 2.4.1.-) (UDP--
ESKSE7_HUMA | UGGGLHUMA | ;567y QONYU2 | Gleglycoprotein 177kDa | 016 225 17 107 29 3 31 3 21 2 23 q | 1024%26 0%
N N 93 (0.44)
glucosyltransferase) (UDP-
glucose ceramide
glucosyltransferase-like 1)
Coatomer subunit gamma-1
X‘VDR%—HUMA ﬁOPGl—HUMA COPG1 Q9Y678 | (Gamma-1-coat protein) 98kDa | 013 88 46 2 3 15 12 16 10 20 10 2 1'025‘58390 (SZ';)
(Gamma-1-COP) -
BADVY2_HUM | FoIQY8_HUMA - MHC class | antigen 1.0248390 0%
AN o) N HLA-A FOIQYE | (it 38 kDa 03 88 46 a2 0 12 8 16 0 0 0 21 oy 049)
CIPHAZ_HUMA - Tyrosine-protein Kinase 10233020 0%
BPHL_HUMAN | & KIFSB-ALK ClPHAZ | e 168kDa | 025 a2 2 20 7 7 6 2 2 8 7 3 o 0%
5
ﬁe(';‘ffsfHUMA NUCL_HUMAN | NCL P19338 Nucleolin (Protein C23) 77 kDa 03 216 13 103 7 33 36 37 31 2 30 16 1'02;96413 (g :‘;J.)
Safcop'aSmiC/endOp'aSmiC
reticulum calcium ATPase 2
(SERCA2) (SR Ca(2+)-
ATPase 2) (EC 3.6.3.8)
(Calcium pump 2) (Calcium- 5
ﬁs('fffsfHUMA ,’:}TZALHUMA ATP2A2 P16615 transporting ATPase 115kDa | 0.041 237 124 13 4 32 30 16 2 14 3 45 1'0241;114 (g :‘;J.)
sarcoplasmic reticulum type, :
slow twitch skeletal muscle
isoform) (Endoplasmic
reticulum class 1/2 Ca(2+)
ATPase)
Nuclear mitotic apparatus N
AT7I992_ HUMA | NUMALHUMA | a1 014980 | protein 1 (NUMA protein) (SP- | 238kDa | 0.035 105 55 50 14 14 2 6 9 2 2 1 | 10200993 0%
N (+1) N protel 81 (0.49)
antigen)
NAD kinase 2, mitochondrial
(EC 2.7.1.23) (Mitochondrial
RISC_HUMAN RAKD2HUMA | NaDK2 Q4GON4 | NAD kinase) (NAD kinase 49kDa | 0095 19 10 9 3 2 3 2 4 0 1 4 10200875 ((%%)
domain-containing protein 1, :
mitochondrial)
Sister chromatid cohesion
protein PDS5 homolog A (Cell
PDS5A_HUMA proliferation-inducing gene 54 1.0200875 0%
ASNS_HUMAN | F PDS5A Q2oRFT | B e e chrormna 151kDa | 022 19 10 9 1 2 2 5 4 0 5 0 e 0%)
cohesion protein 112) (SCC-
112)
CCARNA
TRNT1_HUMA nucleotidyltransferase 1, 1.0200875 0%
RERL_HUMAN | [ TRNTL BRIl | e (£e 2.7.772) s0kDa | 0.5 19 10 9 2 4 0 4 4 3 1 1 e %)

(Mitochondrial tRNA
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nucleotidyl transferase, CCA-
adding) (mt CCA-adding
enzyme) (mt tRNA CCA-
diphosphorylase) (mt tRNA
CCA-pyrophosphorylase) (mt
tRNA adenylyltransferase)

B7Z611_HUMA
N (+1)

PLBL1_HUMAN

PLBD1

Q6P4AB

Phospholipase B-like 1 (EC
3.1.1.-) (LAMA-like protein 1)
(Lamina ancestor homolog 1)
(Phospholipase B domain-
containing protein 1)

63 kDa

0.15

10

1.0200875
25

0%
(058)

F5H1S9_HUMA
N

ABKEV7_HUMA
N

ABKEV7

CDNA FLJ76053, highly
similar to Homo sapiens Ras-
GTPase activating protein SH3
domain-binding protein 2
(G3BP2), transcript variant 3,
mRNA

51 kDa

0.15

40

21

19

1.0189718
82

0%
(0.54)

PPOX_HUMAN

B3KUZ7_HUMA
N

B3KUZ7

cDNA FLJ40986 fis, clone
UTERU2014898, highly
similar to Vacuolar ATP
synthase subunit H (EC
3.6.3.14)

56 kDa

0.065

40

21

19

1.0189718
82

0%
(0.54)

BIG2_HUMAN

F8VXC8_HUMA
N

SMARCC2

F8VXC8

SWI/SNF complex subunit
SMARCC2

136 kDa

0.035

60

32

29

11

13

1.0185961
07

0%
(052

UTRO_HUMAN

13L1P8_HUMAN

SLC25A11

13L1P8

Mitochondrial 2-
oxoglutarate/malate carrier
protein (Fragment)

32 kDa

0.021

186

98

89

32

19

31

17

29

16

26

1.0181026
14

0%
(0.47)

ARGI2_HUMAN

DLDH_HUMAN

DLD

P09622

Dihydrolipoyl dehydrogenase,
mitochondrial (EC 1.8.1.4)
(Dihydrolipoamide
dehydrogenase) (Glycine
cleavage system L protein)

54 kDa

206

108

98

24

32

32

23

20

23

1.0171484
83

0%
(0.47)

ISG15_HUMAN

PRDX5_HUMA
N

PRDX5

P30044

Peroxiredoxin-5,
mitochondrial (EC 1.11.1.15)
(Alu corepressor 1)
(Antioxidant enzyme B166)
(AOEBL166) (Liver tissue 2D-
page spot 71B) (PLP)
(Peroxiredoxin V) (Prx-V)
(Peroxisomal antioxidant
enzyme) (TPx type VI)
(Thioredoxin peroxidase
PMP20) (Thioredoxin
reductase)

22 kDa

0.37

119

63

57

12

22

14

12

13

18

1.0150630
76

0%
(0.50)

ATMAP1_HUM
AN

A5YMS53_HUM
AN

ITGAV

A5YM53

ITGAV protein

116 kDa

0.093

98

52

47

14

16

1.0144878
33

0%
(051)

MK671_HUMAN

B4E324_HUMA
N

B4E324

cDNA FLJ60397, highly
similar to Lysosomal
protective protein (EC
3.4.16.5)

54 kDa

0.14

38

20

18

1.0142343
61

0%
(0.55)

ABK329_HUMA
N (+4)

HP1B3_HUMAN

HP1BP3

Q5SSJ5

Heterochromatin protein 1-
binding protein 3 (Protein
HP1-BP74)

61 kDa

0.082

38

20

18

1.0142343
61

0%
(0.55)

DNJA1_HUMA
N

A4D210_HUMA
N

EIF3B

A4D210

Eukaryotic translation
initiation factor 3 subunit B
(elF3b) (Eukaryotic translation
initiation factor 3 subunit 9)
(elF-3-eta)

89 kDa

0.086

38

20

18

1.0142343
61

0%
(0.55)

Q53G19_HUMA
N (+1)

Q53HV1_HUMA
N

Q53HV1L

Ribosomal protein S4, X-
linked X isoform variant
(Fragment)

30 kDa

0.31

139

73

66

20

23

20

21

13

10

1.0140666
28

0%
(0.49)

ABCD1_HUMA
N

0ODO02_HUMAN

DLST

P36957

Dihydrolipoyllysine-residue
succinyltransferase component
of 2-oxoglutarate
dehydrogenase complex,
mitochondrial (EC 2.3.1.61)
(2-oxoglutarate dehydrogenase
complex component E2)
(OGDC-E2)
(Dihydrolipoamide
succinyltransferase component
of 2-oxoglutarate
dehydrogenase complex)
(E2K)

49 kDa

0.079

139

73

66

14

15

18

20

18

1.0140666
28

0%
(0.49)

A8K9B9_HUMA
N (+1)

HNRPL_HUMA
N

HNRNPL

P14866

Heterogeneous nuclear
ribonucleoprotein L (nnRNP
3]

64 kDa

0.18

178

94

85

31

22

12

37

14

1.0138327
2

0%
(0.48)

ACACA_HUMA
N

A8K6E51_HUMA
N

ABK651

cDNA FLJ75700, highly
similar to Homo sapiens

31 kDa

0.065

n

41

37

17

1

10

11

1.0136143
92

0%
(052)
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complement component 1, q
subcomponent binding protein
(C1QBP), nuclear gene
encoding mitochondrial
protein, MRNA

cDNA FLJ16143 fis, clone

APOO_HUMAN B3KY95_HUMA BRAMY2038516, highly 1.0132088 0%
+2) N B3KY95 similar to Protein disulfide- 53 kDa 0.22 237 125 113 27 35 33 31 25 34 22 32 14 (0.48)
isomerase A6 (EC 5.3.4.1)
Inorganic pyrophosphatase 2,
mitochondrial (EC 3.6.1.1) o
H3BVBO_HUMA | 1ovpo HUMAN | PPA2 QoH2U2 | (Pyrophosphatase SID6-306) 3kDa | 015 137 72 65 16 23 18 15 21 15 6 23 | 10126240 0%
N 69 (0.50)
(Pyrophosphate phospho-
hydrolase 2) (PPase 2)
Rho GTPase-activating protein
1 (CDC42 GTPase-activating
protein) (GTPase-activating
ABK7H3_HUMA | RHGO1_HUMA protein rhoOGAP) (Rho- 1.0121278 0%
N (+2) N ARHGAP1 Q07960 Felated small GTPase protein 50 kDa 0.38 57 30 27 6 5 7 12 2 13 8 4 s )
activator) (Rho-type GTPase-
activating protein 1) (p50-
RhoGAP)
B1AKV3_HUM 14-3-3 protein epsilon (14-3- 1.0103821 0%
AN (+1) 1433E_HUMAN YWHAE P62258 3 29 kDa 0.22 95 50 45 10 14 13 13 17 9 11 8 50 (0.52)
cDNA FLJ61651, highly
VPP2_HUMAN B4E205_HUMA B4E205 similar to Protein transport 96 kDa 0.091 18 9 8 1 4 3 1 3 1 3 1 1.0108766 0%
N ; 32 (0.59)
protein Sec24A
Sorting nexin-2 (cDNA
GOXQ39_HUMA BADEK4_HUMA SNX2 B4DEK4 FLJ51799, highly similar to 46 kDa 0.063 17 9 8 1 2 2 4 2 4 0 2 1.0108766 0%
N (+1) N Sorti . 32 (0.59)
orting nexin-2)
cDNA FLJ60706, highly
ARHL2_HUMA B4DMRO_HUM B4DMR similar to Serine/threonine- 1.0103766 0%
N AN 0 protein kinase 24 (EC 38kba | 018 1 9 8 0 2 L 6 2 2 3 1 2 (0.59)
2.7.111)
Q4LE60_HUMA TNPO2 variant protein 1.0103766 0%
URP2_HUMAN N TNPO2 QA4LEGO (Fragment) 118 kDa 0.1 17 9 8 0 0 4 5 3 1 4 0 2 (0.59)
Histone H2B type 1-B o
COPZL HUMA | H2BIB_HUMA | yriopg Pa3778 (Histone H2B.1) (Histone 14kpa | 025 846 447 403 11 %2 o7 148 | 128 9 64 122 | 10097618 0%
N (+6) N 94 (0.43)
H2B.f) (H2B/f)
Cleavage and polyadenylation
specificity factor subunit 1
ABK607_HUMA (Cleavage and polyadenylation 1.0090291 0%
N (+2) CPSF1_HUMAN CPSF1 Q10570 specificity factor 160 kDa 161 kDa 0.12 37 19 17 3 5 4 7 3 1 8 4 06 (0.56)
subunit) (CPSF 160 kDa
subunit)
14-3-3 protein beta/alpha
(Protein 1054) (Protein kinase
C inhibitor protein 1) (KCIP- 1.0085731 0%
FAD1_HUMAN 1433B_HUMAN YWHAB P31946 1) [Cleaved into: 14-3-3 28 kDa 0.17 55 29 26 5 8 7 9 8 0 6 8 62 (0.54)
protein beta/alpha, N-
terminally processed]
B3KQ33_HUMA | QBTBKS_HUMA | pp) ¢ QBTBKS | 60S ribosomal protein L6 33KkDa | 0088 127 68 61 15 17 15 2 16 16 15 14 | 10064377 0%
N (+1) N 04 (0.51)
Prolyl 4-hydroxylase subunit
alpha-2 (4-PH alpha-2) (EC "
GSTM3HUMA | b2 HUMAN | PaHA2 015460 | 1.14.11.2) (Procollagen- 61kDa | 0.36 53 28 25 1 16 1 0 8 1 6 10 1'°°;g755 (gg'g)
proline,2-oxoglutarate-4- i
dioxygenase subunit alpha-2)
Phosphatidylinositol 4-kinase
type 2-alpha (EC 2.7.1.67) 1.0035859 0%
SAP18_HUMAN P4K2A_HUMAN PI4K2A Q9BTUG (Phosphatidylinositol 4-kinase 54 kDa 0.2 89 47 42 26 10 9 4 1 10 11 20 95 (0.53)
type Il-alpha)
AGAL_HUMAN DRS7B_HUMA Dehydrogenase/reductase SDR 1.0032832 0%
) N DHRS7B Q6IANO family member 78 (EC 1.1-) 35 kDa 0.096 34 18 16 7 1 3 7 4 3 4 5 % ©57)
ATP synthase subunit gamma,
RADELS_HUMA | ATpPG_HUMAN | ATPSCL P36542 mitochondrial (F-ATPase Bkpa | 028 124 66 59 21 10 16 19 13 18 8 19 1’00533688 ((%“2)
gamma subunit) 3
Heterogeneous nuclear
ribonucleoprotein H2 (hnRNP
H2) (FTP-3) (Heterogeneous
B4DGM3_HUM HNRH2_HUMA nuclear ribonucleoprotein H') 1.0013082 0%
AN (+4) N HNRNPH2 P55795 (hnRNP HY) [Cleaved into: 49 kDa 0.069 122 65 58 14 16 14 21 16 15 17 10 36 (053)
Heterogeneous nuclear
ribonucleoprotein H2, N-
terminally processed]
Histone H2B type 1-D (HIRA-
TOR1B_HUMA H2B1D_HUMA interacting protein 2) (Histone 1.0013054 0%
N N HIST1H2BD P58876 H2B.1 B) (Histone H2B.b) 14 kDa 0.26 855 453 405 112 96 96 150 130 93 64 121 29 (0.48)

(H2B/b)
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C9JRZ6_HUMA
N

VDAC1_HUMA
N

VDAC1

P21796

Voltage-dependent anion-
selective channel protein 1
(VDAC-1) ('VDAC1) (Outer
mitochondrial membrane
protein porin 1)
(Plasmalemmal porin) (Porin
31HL) (Porin 31HM)

31 kDa

0.19

248

131

17

40

26

30

35

23

34

27

34

1.0010853
41

0%
(051)

B2L13_HUMAN

G3VOE8_HUMA
N

PCBP2

G3VOE8

Poly(RC) binding protein 2,
isoform CRA_f (Poly(rC)-
binding protein 2)

33 kDa

0.21

51

27

24

10

1.0007091
59

0%
(0.56)

RAB25_HUMA
N

PLAK_HUMAN

JUP

P14923

Junction plakoglobin (Catenin
gamma) (Desmoplakin 111)
(Desmoplakin-3)

82 kDa

0.22

142

74

66

18

17

20

17

22

1.0005777
93

0%
(053)

ABKAH7_HUM
AN (+2)

MCCB_HUMAN

Mccc2

Q9HCCO

Methylcrotonoyl-CoA
carboxylase beta chain,
mitochondrial (MCCase
subunit beta) (EC 6.4.1.4) (3-
methylcrotonyl-CoA
carboxylase 2) (3-
methylcrotonyl-CoA
carboxylase non-biotin-
containing subunit) (3-
methylcrotonyl-CoA:carbon
dioxide ligase subunit beta)

61 kDa

0.15

105

55

49

19

11

12

10

17

1.0001806
05

0%
(053)

B4E2S3_HUMA
N

ABK7T4_HUMA
N

ABKTT4

cDNA FLI75774, highly
similar to Homo sapiens lectin,
mannose-binding 2 (LMAN2),
mMRNA

40 kDa

0.057

68

36

32

10

13

1.0006217
16

0%
(0.55)

CPSF6_HUMAN
(+1)

SF01_HUMAN

SF1

Q15637

Splicing factor 1 (Mammalian
branch point-binding protein)
(BBP) (mBBP) (Transcription
factor ZFM1) (Zinc finger
gene in MEN1 locus) (Zinc
finger protein 162)

68 kDa

0.11

1.0014355
99

0%
(0.59)

D3DTC2_HUMA
N (+1)

PP1R7_HUMAN

PPP1R7

Q15435

Protein phosphatase 1
regulatory subunit 7 (Protein
phosphatase 1 regulatory
subunit 22)

42 kDa

0.14

1.0014355
99

0%
(0.59)

MOQXB4_HUM
AN

CKLF6_HUMA
N

CMTM6

QINXT76

CKLF-like MARVEL
transmembrane domain-
containing protein 6
(Chemokine-like factor
superfamily member 6)

20 kDa

0.19

1.0014355
99

0%
(0.59)

H13_HUMAN

K7EIN2_HUMA
N

NUDT16L1

K7EIN2

Protein syndesmos (Fragment)

22 kDa

0.37

1.0014355
99

0%
(059)

PADI2_HUMAN

PPP6_HUMAN

PPP6C

000743

Serine/threonine-protein
phosphatase 6 catalytic subunit
(PP6C) (EC 3.1.3.16) [Cleaved
into: Serine/threonine-protein
phosphatase 6 catalytic
subunit, N-terminally
processed]

35 kDa

0.11

1.0014355
99

0%
(0.59)

B2RMN7_HUM
AN (+2)

HCD2_HUMAN

HSD17B10

Q99714

3-hydroxyacyl-CoA
dehydrogenase type-2 (EC
1.1.1.35) (17-beta-
hydroxysteroid dehydrogenase
10) (17-beta-HSD 10) (EC
1.1.1.51) (3-hydroxy-2-
methylbutyryl-CoA
dehydrogenase) (EC 1.1.1.178)
(3-hydroxyacyl-CoA
dehydrogenase type 11)
(Endoplasmic reticulum-
associated amyloid beta-
peptide-binding protein)
(Mitochondrial ribonuclease P
protein 2) (Mitochondrial
RNase P protein 2) (Short-
chain type
dehydrogenase/reductase
XH98G2) (Type Il HADH)

27 kDa

0.059

171

91

81

23

24

21

20

1.0017665
9

0%
(053)

A8K494_HUMA
N (+7)

B2R4D8_HUMA
N

B2R4D8

60S ribosomal protein L27

16 kDa

0.086

32

17

15

1.0031017
45

0%
(0.56)

B3KRI2_HUMA
N (+1)

ABKAHL_HUM
AN

ABKAH1

cDNA FLJ75839, highly
similar to Homo sapiens
phosphatidylserine synthase 1
(PTDSS1), mMRNA

55 kDa

0.11

31

17

15

1.0031017
45

0%
(0.56)
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cDNA FLJ78564, highly
similar to Homo sapiens
aldehyde dehydrogenase 5
family, member Al (succinate-

1.0031017

0%

NDUAB—HUMA QBK“S—HUMA ABK435 | semialdehyde dehydrogenase) 57kDa | 0.24 32 17 15 2 6 4 5 7 1 5 2 (oo
(ALDHSAL), nuclear gene 45 :
encoding mitochondrial
protein, transcript variant 2,
mRNA
ADP-dependent glucokinase -

BAi"i"fg)s—HUM QDPGK—HUMA ADPGK Q9BRR6 | (ADP-GK) (ADPGK) (EC 54kDa | 0.081 50 2 2 6 4 9 7 1 8 4 1 1.0036689 (g‘;‘g)
2.7.1.147) (RbBP-35) 45 )
Polypyrimidine tract-binding
protein 1 (PTB) (57 kDa RNA- - 0%

LMF2_HUMAN PTBP1_HUMAN PTBP1 P26599 binding protein PPTB-1) 57 kDa 0.078 65 35 31 3 8 14 10 8 5 13 4 1.0039550 © 5‘2)
(Heterogeneous nuclear 21 }
ribonucleoprotein I) (hnRNP 1)

Beta-galactosidase (EC B

GSHR HUMAN | BGAL_HUMAN | GLBL P16278 3.2.1.23) (Acid beta- 76kDa | 014 84 44 39 16 1 10 7 7 5 16 12 | 10041275 0%
galactosidase) (Lactase) 99 (0.54)
(Elastin receptor 1)

GTP:AMP phosphotransferase
AK3, mitochondrial (EC -

RHTKLHUMA KAD3_HUMAN AK3 QU7 2.7.4.10) (Adenylate kinase 3) 26 kDa 0.047 83 44 39 16 11 10 7 18 5 4 12 1.0041275 (é)u;'z)
(AK 3) (Adenylate kinase 3 99 )
alpha-like 1)

J3KRX2_HUMA RAB5C_HUMA Ras-related protein Rab-5C - 0%

N N RABS5C P51148 (L1880) (RABSL) 23 kDa 0.17 100 53 47 17 14 13 9 10 14 9 15 1.00;}431 ©053)
Protein PML (Promyelocytic

WDR18_HUMA leukemia protein) (RING " 0%

N PML_HUMAN PML P29590 finger protein 71) (Tripartite 98 kDa 0.11 133 71 63 38 5 8 20 10 14 22 17 1.0061;,883 ©053)
motif-containing protein 19)

Clathrin heavy chain 1 - 0%

ITA6_HUMAN CLH1_HUMAN CLTC Q00610 (Clathrin heavy chain on 192 kDa 0.071 707 375 333 68 118 126 65 91 81 78 84 1.0054294 (0.51)
chromosome 17) (CLH-17) 38 )
Pyruvate dehydrogenase E1 ~

COR1A_HUMA component subunit beta, 0%

N ODPB_HUMAN PDHB P11177 mitochondrial (PDHEL-B) (EC 39 kDa 0.091 246 131 116 29 34 35 34 44 25 22 25 1,0087;498 (0.51)
1.24.1)
cDNA FLJ75031, highly
similar to Homo sapiens - o

,E\"Z(Fﬁ’)‘“fHUMA RBKO32_HUMA ABK032 | translocation associated a3kpa | 017 46 25 2 9 5 5 6 4 5 7 6 | 10084229 (g;';‘)
membrane protein 1 97 ’
(TRAM1), MRNA

N )0/
ﬁPOLZfH UMA | VIME_HUMAN | VIM P08670 Vimentin s4kDa | 011 387 207 183 4 4 56 60 9 2 86 47 | 10095403 (g ;‘6)

03 )

N )0/

BADHL7_HUMA | po15 HumaN RPS12 P25398 40S ribosomal protein S12 15kDa | 0092 30 16 14 1 5 4 6 7 3 3 1 1.0103117 0%

N (+6) 54 (0.56)

ABK6H9_HUMA | APOOL_HUMA Apolipoprotein O-like (Protein - 0%

N (+1) N APOOL Q6UXV4 FAMI21A) 29 kDa 0.085 30 16 14 7 1 1 7 5 3 2 4 1,01503117 (0.56)

J3KQ48_HUMA Peptidyl-tRNA hydrolase 2, - 0%

S12A7_HUMAN N PTRH2 J3KQ48 mitochondrial 19 kDa 0.077 30 16 14 5 4 4 3 5 2 3 4 1,0135117 (0.56)
Actin-like protein 6A (53 kDa
BRG1-associated factor A) -

ACL6A_HUMA (Actin-related protein Baf53a) 0%

LGUL_HUMAN N ACTL6A 096019 (ArpNbeta) (BRG1-associated 47 kDa 0.32 30 16 14 5 4 5 2 5 1 3 5 1.01;)3117 ©056)
factor 53A) (BAF53A)

(INO80 complex subunit K)
cDNA FLJ75422, highly
similar to Homo sapiens - o

’,:‘MRLGS—HUMA QSKOTQ—HUMA ABKOT9 capping protein (actin 33 kDa 0.34 31 16 14 4 4 2 6 5 3 3 3 1.0103117 (é)g“e)
filament) muscle Z-line, alpha 54 )
1, MRNA
Mitochondrial fission 1 protein
(FIS1 homolog) (hFis1) - 0%

QCR7_HUMAN FIS1_HUMAN FIS1 Q9Y3D6 (Tetratricopeptide repeat 17 kDa 05 30 16 14 5 2 2 7 2 3 4 5 1.0103117 ©056)
protein 11) (TPR repeat 54 )
protein 11)
cDNA FLJ41699 fis, clone
HCHON2004776, highly - o

ZN326_ HUMAN | B3KVX6_HUM B3KVX6 | similar to Homo sapiens sgkDa | 0.05 236 126 11 4 %0 % 2 5 27 35 44 | 10125475 0%

AN ; (0.50)
cytoskeleton-associated 04

protein 4 (CKAP4), mRNA
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F5H315_HUMA
N (+3)

ADT2_HUMAN

SLC25A5

P05141

ADP/ATP translocase 2
(ADP,ATP carrier protein 2)
(ADP,ATP carrier protein,
fibroblast isoform) (Adenine
nucleotide translocator 2)
(ANT 2) (Solute carrier family
25 member 5) [Cleaved into:
ADP/ATP translocase 2, N-
terminally processed]

33 kDa

0.1

427

227

200

57

54

45

75

48

65

44

46

1.0130396
83

0%
(0.48)

F8W7U8_HUMA
N (+1)

ABK590_HUMA
N

ABKS590

CDNA FLI77456, highly
similar to Homo sapiens
interleukin enhancer binding
factor 3, 90kDa (ILF3),
transcript variant 2, mMRNA

76 kDa

0.059

188

100

88

33

26

25

40

18

1.0132797
85

0%
(0.50)

E7D7X9_HUMA
N (+2)

CISD2_HUMAN

CISD2

Q8N5K1L

CDGSH iron-sulfur domain-
containing protein 2
(Endoplasmic reticulum
intermembrane small protein)
(MitoNEET-related 1 protein)
(Miner1) (Nutrient-deprivation
autophagy factor-1) (NAF-1)

15 kDa

0.18

45

24

21

1.0136042
56

0%
(0.54)

APEX1_HUMA
N

OFUT1_HUMA
N

POFUT1

Q9H488

GDP-fucose protein O-
fucosyltransferase 1 (EC
2.4.1.221) (Peptide-O-
fucosyltransferase 1) (O-FucT-
1)

44 kDa

45

24

21

1.0136042
56

0%
(0.54)

GOGA4_HUMA
N (+1)

PABP1_HUMAN

PABPC1

P11940

Polyadenylate-binding protein
1 (PABP-1) (Poly(A)-binding
protein 1)

71 kDa

219

116

102

39

36

25

31

25

23

1.0143017
69

0%
(0.49)

SE1L3_HUMAN

COPA_HUMAN

COPA

P53621

Coatomer subunit alpha
(Alpha-coat protein) (Alpha-
COP) (HEP-COP) (HEPCOP)
[Cleaved into: Xenin
(Xenopsin-related peptide);
Proxenin]

138 kDa

0.052

185

99

87

29

19

22

16

23

1.0146421
66

0%
(0.50)

UN45A_HUMA
N

ITA6_HUMAN

ITGA6

P23229

Integrin alpha-6 (CD49
antigen-like family member F)
(VLA-6) (CD antigen CD49f)
[Cleaved into: Integrin alpha-6
heavy chain; Integrin alpha-6
light chain]

127 kDa

0.11

1.0163700
31

0%
(0.59)

BCAT1_HUMA
N

B4DTY9_HUMA
N

ITGB3

B4DTY9

Integrin beta

84 kDa

0.11

1.0163700
31

0%
(059)

APIM2_HUMA
N (+2)

PWP2_HUMAN

PWP2

Q15269

Periodic tryptophan protein 2
homolog

102 kDa

0.13

1.0163700
31

0%
(059)

B7Z7P8_HUMA
N (+2)

ABK885_HUMA
N

ABK885

cDNA FLJ77179, highly
similar to Homo sapiens
sorting nexin 6 (SNX6)
mRNA

47 kDa

0.16

1.0163700
31

0%
(0.59)

PRAF1_HUMAN

ANAG_HUMAN

NAGLU

P54802

Alpha-N-
acetylglucosaminidase (EC
3.2.1.50) (N-acetyl-alpha-
glucosaminidase) (NAG)
[Cleaved into: Alpha-N-
acetylglucosaminidase 82 kDa
form; Alpha-N-
acetylglucosaminidase 77 kDa
form]

82 kDa

0.16

1.0163700
31

0%
(0.59)

ACSF3_HUMAN

PA1B3_HUMAN

PAFAH1B3

Q15102

Platelet-activating factor
acetylhydrolase 1B subunit
gamma (EC 3.1.1.47) (PAF
acetylhydrolase 29 kDa
subunit) (PAF-AH 29 kDa
subunit) (PAF-AH subunit
gamma) (PAFAH subunit
gamma)

26 kDa

0.1

1.0163700
31

0%
(0.59)

IF2A_HUMAN

LTOR2_HUMA
N

LAMTOR2

Q9Y2Q5

Ragulator complex protein
LAMTOR?2 (Endosomal
adaptor protein pl4) (Late
endosomal/lysosomal Mp1-
interacting protein) (Late
endosomal/lysosomal adaptor
and MAPK and MTOR
activator 2) (Mitogen-activated
protein-binding protein-
interacting protein) (MAPBP-
interacting protein)

14 kDa

0.37

1.0163700
31

0%
(0.59)
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(Roadblock domain-containing
protein 3)

Aldehyde dehydrogenase

family 3 member B1 (EC - 0%
RFC4_HUMAN AL3B1_HUMAN ALDH3B1 P43353 1.2.1.5) (Aldehyde 52 kDa 0.11 13 7 6 2 0 0 3 0 0 2 0 1,013(?3700 (0.59)
dehydrogenase 7)
ATP-dependent zinc
metalloprotease YME1L1 (EC
3.4.24.-) (ATP-dependent - o
22?3—HUMAN ;\:ME'J—HUMA YMELLL QU6TA2 | metalloprotease FtsH1) (Meg- gskDa | 0.09 2 15 13 5 5 3 2 7 0 3 3 1.0185335 (g é‘g)
4) (Presenilin-associated 01 )
metalloprotease) (PAMP)
(YME1-like protein 1)
i 1 N )0
LAMAS_ HUMA | o060 HUMAN | Cl7orfe2 QoBQAg | Uncharacterized protein 21kpa | 0007 2 15 13 4 3 2 6 0 7 2 4 1.0185335 0%
N C170rf62 6 o1 (0.55)
Palmitoyl-protein thioesterase B
- )0
SPT6H_HUMAN | PPT1_HUMAN PPTL P50897 1(PPT-1) (EC 3.12.22) 34KkDa | 0052 27 15 13 2 6 4 3 2 1 4 6 1.0185335 0%
(Palmitoyl-protein hydrolase o1 (0.55)
1)
Regulator of microtubule -
(E_:\{I)(M*HUMAN RMD1_HUMAN RMDN1 Q96DB5 dynamics protein 1 (RMD-1) 36 kDa 0.21 28 15 13 6 3 2 4 5 0 6 2 1.0185335 (é)u;g)
(hRMD-1) (Protein FAM82B) 01 :
Q05BS6_HUMA Nucleoporin NUP188 N 0%
N (+2) NU188_HUMAN NUP188 Q5SRE5 homolog (hNup188) 196 kDa 0.057 28 15 13 2 2 6 5 1 1 10 1 1.013?335 (0.55)
cDNA FLJ76654, highly
similar to Homo sapiens CD44 _
ERH_HUMAN ABK309_HUMA A8K30g | @ntigen (homing function and 39 kDa 0.32 28 15 13 2 5 6 2 0 3 7 3 1.0185335 0%
N Indian blood group system) o1 (0.55)
(CD44), transcript variant 4,
mRNA
Chitobiosyldiphosphodolichol
beta-mannosyltransferase (EC
2.4.1.142) (Asparagine-linked
glycosylation protein 1
homolog) (Beta-1,4-
mannosyltransferase) (GDP- - 0%
SIN3A_HUMAN ALG1_HUMAN ALG1 Q9BT22 Man:GIcNAc2-PP-dolichol 53 kDa 0.06 43 23 20 9 5 3 6 2 4 5 9 1.0192730 (0.53)
mannosyltransferase) (GDP- 33 )
mannose-dolichol
diphosphochitobiose
mannosyltransferase)
(Mannosyltransferase-1) (MT-
1) (hMat-1)
L-amino-acid oxidase (LAAO)
(LAO) (EC 1.4.3.2) - "
ﬁQszfHUMA OXLA_HUMAN | IL411 QU6RQY | (Interleukin-d-induced protein 63kDa | 019 7 39 34 13 3 6 17 0 14 7 14 | 10198734 (8;“1)
1) (IL4-induced protein 1) 99 :
(Protein Fig-1) (hFIG1)
Arylacetamide deacetylase- -
QB(ES)B—HUMA ~,J\‘3KN69_HUMA NCEH1 J3KN69 like 1 (Neutral cholesterol 49 kDa 0.1 133 71 62 25 17 21 9 3 12 14 33 1.0202826 ((?Zﬂg)
ester hydrolase 1) 54 3
cDNA PSEC0175 fis, clone
A8K1D2_HUMA B3KQT9_HUMA OVARC1000169, highly . 0%
N (+1) N B3KQT9 similar to Protein disulfide- 54 kDa 0.16 527 284 248 65 80 74 65 35 53 75 84 1.02572575 (0.43)
isomerase A3 (EC 5.3.4.1)
cDNA FLI77762, highly
similar to Homo sapiens -
oD HHOMA | JBREULHUMA ABKBUL | cullin-associated and 136kDa | 018 8 46 40 7 n | 1| 1 | u | 10 | B o | oemozn | B
neddylation-dissociated 1 1 )
(CANDL1), mRNA
HSDL1_HUMA Moesin (Membrane-organizing N 0%
N (+1) MOES_HUMAN MSN P26038 extension spike protein) 68 kDa 0.14 172 93 81 16 33 26 19 15 21 23 22 1.02?1’375114 (0.48)
Acyl-CoA synthetase short-
chain family member 3, - 0%
NOP9_HUMAN ACSS3_HUMAN ACSS3 QYH6R3 mitochondrial (EC 6.2.1.1) 75 kDa 0.072 56 30 26 16 2 2 10 7 0 9 10 1.0242897 © 502)
(Acyl-CoA synthetase short- 28 :
chain family member 3)
TRNTLHUMA | A4QPBO_HUMA | 6 ppy AagpBo | 'Q motif containing GTPase 189kDa | 0.1 329 177 154 4 39 44 52 23 36 56 40 1.0255524 0%
N N activating protein 1 54 (0.44)
RETST_HUMA Q9BTQ7_HUMA Similar to ribosomal protein N 0%
N N Q9BTQ7 123 (Fragment) 14 kDa 0.11 83 45 39 11 16 7 11 12 9 8 10 1,02;3;314 (0.50)
F8W914_HUMA Tyrosine-protein phosphatase > 0%
N (+1) PTN1_HUMAN PTPN1 P18031 non-receptor type 1 (EC 50 kDa 0.27 69 37 32 6 11 15 5 5 8 1 8 1025711972 (0.50)
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3.1.3.48) (Protein-tyrosine

1B) (PTP-1B)

RU2B_HUMAN

PSDE_HUMAN

PSMD14

000487

26S proteasome non-ATPase
regulatory subunit 14 (EC
3.4.19.-) (26S proteasome
regulatory subunit RPN11)
(26S proteasome-associated
PAD1 homolog 1)

35 kDa

0.12

26

14

12

1.0279960
6

0%
(054)

JAGN1_HUMA
N

AGR2_HUMAN

AGR2

095994

Anterior gradient protein 2
homolog (AG-2) (hAG-2)
(HPCB) (Secreted cement
gland protein XAG-2
homolog)

20 kDa

0.14

26

14

12

1.0279960
6

0%
(054)

Q53HP9_HUMA
N

PSB1_HUMAN

PSMB1

P20618

Proteasome subunit beta type-
1 (EC 3.4.25.1) (Macropain
subunit C5) (Multicatalytic
endopeptidase complex
subunit C5) (Proteasome
component C5) (Proteasome
gamma chain)

26 kDa

0.12

26

14

12

1.0279960
6

0%
(0.54)

B4DTY9_HUMA
N (+3)

RDH14_HUMA
N

RDH14

QOHBH5

Retinol dehydrogenase 14 (EC
1.1.1.-) (Alcohol
dehydrogenase PAN2)

37 kDa

0.071

26

14

12

1.0279960
6

0%
(0.54)

B3KX23_HUMA
N (+1)

G6PE_HUMAN

H6PD

095479

GDH/6PGL endoplasmic
bifunctional protein [Includes:
Glucose 1-dehydrogenase (EC
1.1.1.47) (Hexose-6-phosphate
dehydrogenase); 6-
phosphogluconolactonase
(6PGL) (EC 3.1.1.31)]

89 kDa

0.095

54

29

25

10

10

1.0292859
42

0%
(0.51)

F8VXY3_HUMA
N (+2)

RS14_HUMAN

RPS14

P62263

408 ribosomal protein S14

16 kDa

0.19

53

29

25

10

1.0292859
42

0%
(051)

U2AF1_HUMAN

ARM10_HUMA
N

ARMC10

Q8N2F6

Armadillo repeat-containing
protein 10 (Splicing variant
involved in
hepatocarcinogenesis protein)

38 kDa

0.12

82

44

38

13

11

12

10

1.0297252
88

0%
(0.49)

SURF1_HUMAN

B4DF70_HUMA
N

B4DF70

cDNA FLJ60461, highly
similar to Peroxiredoxin-2 (EC
1.11.1.15)

20 kDa

0.13

82

44

38

12

12

10

12

1.0297252
88

0%
(0.49)

ABK6FO_HUMA
N (+1)

B4E2W0O_HUMA
N

HADHB

B4E2WO

3-ketoacyl-CoA thiolase
(cDNA FLJ56214, highly
similar to Trifunctional
enzyme subunit beta,
mitochondrial)

49 kDa

0.036

235

126

109

36

29

37

35

15

36

1.0309454
18

0%
(0.44)

Q55YZ4_HUMA
N (+1)

AMPL_HUMAN

P28838

Cytosol aminopeptidase (EC
3.4.11.1) (Leucine
aminopeptidase 3) (LAP-3)
(Leucyl aminopeptidase)
(Peptidase S) (Proline
aminopeptidase) (EC 3.4.11.5)
(Prolyl aminopeptidase)

56 kDa

0.23

207

111

96

24

50

27

17

1.0309811
58

0%
(0.45)

B2R518_HUMA
N (+1)

ALDOA_HUMA
N

ALDOA

P04075

Fructose-bisphosphate aldolase
A (EC 4.1.2.13) (Lung cancer
antigen NY-LU-1) (Muscle-
type aldolase)

39 kDa

0.22

122

66

57

16

29

14

20

15

1.0311999
41

0%
(0.47)

HOYN88_HUMA
N

AL3A2_HUMA
N

ALDH3A2

P51648

Fatty aldehyde dehydrogenase
(EC 1.2.1.3) (Aldehyde
dehydrogenase 10) (Aldehyde
dehydrogenase family 3
member A2) (Microsomal
aldehyde dehydrogenase)

55 kDa

0.16

95

51

44

17

12

17

1.0313634
68

0%
(0.48)

TBB2B_HUMA
N

2AAA_HUMAN

PPP2R1A

P30153

Serine/threonine-protein
phosphatase 2A 65 kDa
regulatory subunit A alpha
isoform (Medium tumor
antigen-associated 61 kDa
protein) (PP2A subunit A
isoform PR65-alpha) (PP2A
subunit A isoform R1-alpha)

65 kDa

0.46

67

36

31

12

11

10

1.0316635
93

0%
(0.50)

VWA8_HUMAN

Q9BQQ5_HUM
AN

L27a

Q9BQQS

Ribosomal protein L27a

12 kDa

0.053

39

21

18

1.0323770
52

0%
(052)

E7EVP7_HUMA
N (+1)

CN37_HUMAN

CNP

P09543

2',3"-cyclic-nucleotide 3'-
phosphodiesterase (CNP)
(CNPase) (EC 3.1.4.37)

48 kDa

0.045

1.0360830
42

0%
(058)

ABCBA_HUMA
N

PPOX_HUMAN

PPOX

P50336

Protoporphyrinogen oxidase
(PPO) (EC 1.3.3.4)

51 kDa

0.057

1.0360830
42

0%
(0.58)




cDNA FLJ76871, highly
similar to Homo sapiens

- )0/

ﬁAPKl—HUMA QBKGGQ—HUMA ABK6GY | DEAH (Asp-Glu-Ala-His)box | 140kDa | 0.12 12 6 5 2 1 1 0 1.0360830 (é’g‘é)
polypeptide 38 (DHX38), 42 )
mMRNA
Toll-like receptor 2 R

E7ER89_HUMA (Toll/interleukin-1 receptor- 0%

N (1) TLR2_HUMAN TLR2 060603 like protein 4) (CD antigen 90 kDa 0.14 1 6 5 1 0 1 1 1,03;5;)830 ©0.58)
CD282)
cDNA FLJ76823, highly _

HPT_HUMAN A8K588_HUMA similar to Homo sapiens 0%

(+2) N ABKS8S splicing factor, arginine/serine- 39kDa 0.29 u 6 5 4 B 2 1 1'03‘?3830 (0.58)
rich 6 (SFRS6), MRNA
Fibronectin type Il domain-
containing protein 3B (Factor - o

m‘igfszUMA END387HUMA FNDC3B Q53EP0 | for adipocyte differentiation 133KkDa | 0.098 1 6 5 2 0 0 2 1.0360830 (é’ ;‘g)
104) (HCV NS5A-binding 2 :
protein 37)

Nuclear pore complex protein B

K7ELC4_HUMA Nup214 (214 kDa 0%

N (+4) NU214_HUMAN | NUP214 P35658 nudleaporin) (Nucleoporin 214 kDa 0.32 11 6 5 3 0 0 1 1.03?;)830 ©.58)
Nup214) (Protein CAN)

TFB2M_HUMA SNX3_HUMAN SNX3 060493 Sorting nexin-3 (Protein 19kDa | 0.096 10 6 5 1 1 1 2 1.0360830 0%

N SDP3) - (0.58)

F8VUI3_HUMA BADXVS_HUM B4DXV9 cDNA FLJ53678 46 kDa 0.047 11 6 5 2 0 0 1 1.0360830 0%

N AN 2 (0.58)
cDNA, FLJ92633, highly
similar to Homo sapiens -

PM14_HUMAN 52R5U77HUMA B2R5U7 CCAAT-box-binding 114 kDa 03 11 6 5 3 1 0 0 1.0360830 (é)u;'g)
transcription factor (CBF2), 42 )
mRNA
Activated RNA polymerase |1 -

EE%;LHUMAN gSQGZA*HUMA Q59G24 transcription cofactor 4 variant 15 kDa 0.059 11 6 5 0 3 0 1 1.0360830 (é)ugﬂg)
(Fragment) 42 )
Peroxisomal membrane - o

2‘,‘\‘[’(“1';0—"'“"" ZXMPZ—HUMA PXMP2 QUNR77 | protein 2 (22 kDa peroxisomal | 22kpa | 0.16 1 6 5 2 2 2 1 1.0360830 (gg'é)
membrane protein) 42 )
cDNA FLJ30150 fis, clone ~

B3KNQ2_HUM BRACE2000300, highly 0%

S27A3_HUMAN AN B3KNQ2 similar to Transmembrane 16 kDa 0.047 1 6 5 1 1 0 1 1,03?;)830 (0.58)
protein TPARL
CcDNA FLJ76904, highly
similar to Homo sapiens R

AMPB_HUMAN ABK7A4_HUMA methionine 0%

(+1) N ABKTA4 adenosyltransferase 11, beta 36kDa 011 1 6 5 3 2 0 ! 1'03232330 (0.58)
(MAT2B), transcript variant 2,
mRNA
CUGBP Elav-like family
member 1 (CELF-1) (50 kDa
nuclear polyadenylated RNA-
binding protein) (Bruno-like
protein 2) (CUG triplet repeat
RNA-binding protein 1)

PCAT2_HUMA (CUG-BPL1) (CUG-BP- and - 0%

N CELF1_HUMAN CELF1 Q92879 ETR-3-like factor 1) 52 kDa 0.075 11 6 5 1 3 0 0 1.03;5;)830 (0.58)
(Deadenylation factor CUG-

BP) (Embryo deadenylation

element-binding protein

homolog) (EDEN-BP

homolog) (RNA-binding

protein BRUNOL-2)

cDNA FLJ61180, highly =

GALE_HUMAN | BDWCAHUM BADWE | imilar to Chioride 28 kDa 0.2 1 6 5 2 2 1 0 1.0360830 (é)"g'é)
intracellular channel protein 4 42 3

mDUAC—HUMA RS13_HUMAN RPS13 P62277 405 ribosomal protein S13 17kDa | 017 65 35 30 7 1 13 5 1.0360964 0%

(+1) 92 (0.49)
3-hydroxyisobutyryl-CoA
hydrolase, mitochondrial (EC ~
HIBCH_HUMA 3.1.2.4) (3-hydroxyisobutyryl- 0%

RM49_HUMAN N HIBCH Q6NVY1 coenzyme A hydrolase) (HIB- 43 kDa 0.23 65 35 30 10 11 5 13 1,03;3;)964 (0.49)

CoA hydrolase) (HIBYL-
CoA-H)
cDNA FLJ10471 fis, clone - o

B4DSQ5_HUMA | B3KMSL_HUM B3KM8L | NT2RP2000045, highly sokDa | 012 65 35 30 7 12 1 9 1.0360964 0%

N (+2) AN - (0.49)
similar to DnaJ homolog 92
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subfamily A member 3,
mitochondrial

DEST_HUMAN

RNA-binding protein 12B

1.0390033

0%

RB12B_HUMAN | RBM12B Q8IXT5 | (RNA-binding motif protein 118kDa | 019 2 13 11 2 3 3 5 3 0 6 2
(+1) AN P (053)
Poly(U)-binding-splicing
factor PUF60 (60 kDa
poly(U)-binding-splicing
factor) (FUSE-binding protein- - 0%
PEF1_HUMAN | PUF60_HUMAN | PUF60 QOUHX1 | interacting repressor) (FBP- 60kDa | 0085 25 13 11 0 4 6 3 2 1 7 1 Lososs |
interacting repressor) (Ro- 02 )
binding protein 1) (RoBP1)
(Siah-binding protein 1) (Siah-
BP1)
U3 small nucleolar RNA-
associated protein 15 homolog ~
B7ZINI_HUMA | BADXK8_HUM (cDNA FLI57656, highly 0%
N Bt UTPIS Bapxkg | (DNAFLISTES highy s6kDa | 026 2 13 1 4 2 2 5 7 0 2 2 1030033 | 'y
RNA-associated protein 15
homolog)
z“g%“‘fHUMA CATS_HUMAN | CTSs P25774 | Cathepsin S (EC 3.4.22.27) 37kDa | 0064 2% 13 11 0 7 5 0 0 0 3 8 1.0390033 (é)";g)
02 -
NADH dehydrogenase
[ubiquinone] 1 alpha
subcomplex subunit 6 -
B724S9 HUMA | NDUAG_HUMA | 5 ycpg PSesse | (Complex I-B14) (CI-B14) 18kDa | 0.12 2% 13 11 3 4 4 2 5 1 3 2 1.0390033 0%
N (+2) N 1-B14) (C ! (053)
(LYR motif-containing protein 02
6) (NADH-ubiquinone
oxidoreductase B14 subunit)
A3ROT7_HUMA Apolipoprotein O (Protein o 0%
e APOO_HUMAN | APOO QuBURs | AROIORS 22kDa | 034 2 13 1 4 3 2 4 3 2 3 3 N
Phosphatidate - o
BIAKZ3_HUMA | B3KMS5_HUM B3KMI5 | cytidylyltransferase (EC s1kDa | 017 2 13 1 5 3 3 2 1 3 3 4 1.0390033 0%
N (+2) AN (053)
2.7.7.41) 02
CDNA FLI54775, highly - "
HSBSH7_HUMA | BAEL75_HUMA BAEL75 | similar to Syntaxin-binding 68kDa | 0039 37 20 17 10 2 5 3 2 3 7 5 1.0400058 0%
N N 2 ©051)
protein 2 78
cDNA FLI76282, highly
similar to Homo sapiens - o
PLBLL_HUMAN QBK“TG—HUMA ABKA4TG | proteasome (prosome, sekDa | 0.12 37 20 17 1 2 2 14 3 10 3 1 1.0400058 (8?1)
macropain) 26S subunit, non- 78 :
ATPase, 5 (PSMD5), mRNA
Endoplasmic reticulum - )
AAKGLHUMA | ERMPLHUMA | poyipy Q7z2K6 | metallopeptidase 1 (EC 3.4--) | 100kDa | 0.19 38 20 17 10 5 4 2 5 2 3 7 1.0400058 0%
N N 2 ©051)
(Felix-ina) 78
cAMP-dependent protein B )
EBMZ@HUMA §7EPBLHUMA PRKARLA K7EPB2 | Kinase type I-alpha regulatory 34kDa | 0039 37 20 17 5 3 3 9 5 4 7 1 1.0400058 (8;“1)
subunit (Fragment) 78 :
Synaptophysin-like 1, isoform B )
H7C579_ HUMA | A4DORZ_HUMA | qyp A4DOR2 | CRA. b (Synaptophysin-like 2%kpa | 027 52 27 2 5 7 5 10 6 7 6 4 1.0405142 0%
N (+1) N (0.50)
protein) 06
Aldehyde dehydrogenase X,
mitochondrial (EC 1.2.1.3) - .
RIRWUBHUM | AL1B1_HUMAN | ALDH1BI P30837 (Aldehyde dehydrogenase 5) 57kDa | 042 76 a 35 2 9 5 5 19 3 4 10 | 10410207 (g :“8)
(Aldehyde dehydrogenase 99 )
family 1 member B1)
BADKQS_HUM | psg HUMAN RPS9 P46781 | 40S ribosomal protein S9 28kpa | 048 102 55 a7 14 14 13 14 13 13 1 9 1.0412926 0%
AN (+1) s pod (0.46)
CDNA FLI54552, highly B
AGRIN_HUMA | BADUQL HUM BADUQL | similar to Heterogeneous 49kDa | 0057 178 9% 82 8 27 2 35 20 14 2 20 | 1.0434205 0%
0 s (0.42)
nuclear ribonucleoprotein K 23
Triosephosphate isomerase N
DSDWVO_HUM | 1pi5 humaN TPIL P60174 | (TIM)(EC5.3.L1) (Triose- 31kpa | 01 137 7% 63 1 18 13 3 16 29 1 7 10461333 0%
AN (+5) — f (0.43)
isomerase) !
Protein ERGIC-53 (ER-Golgi
intermediate compartment 53 ~
ABK7S8_HUMA | LMANL_HUMA KDa protein) (Gp58) 0%
b 5 LMANL PagzsT | epecific | 58KDa | 0.1 a7 % 2 6 7 9 4 6 5 4 7 N
lectin MR60) (Lectin
mannose-binding 1)
Eukaryotic translation
initiation factor 3 subunit L ~
B72954_HUMA BOQY89_HUMA (elF3l) (Eukaryotic translation 0%
N s EIF3L BoQvey | (oIS (Eukaryoric tansa 71kDa | 0047 a8 % 2 2 9 8 8 6 7 6 3 Ll

interacting protein)
(Eukaryotic translation
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initiation factor 3 subunit E-

protein)

STRN_HUMAN

QBWVX7_HUM
AN

QBWVX
7

Ribosomal protein S19
(Fragment)

17 kDa

0.063

48

26

22

1.0468525
65

0%
(0.49)

E9PF74_HUMA
N (+3)

2B1G_HUMAN

HLA-DRB1

Q29974

HLA class 11
histocompatibility antigen,
DRB1-16 beta chain (MHC
class Il antigen DRB1*16)
(DR-16) (DR16)

30 kDa

0.23

48

26

22

10

1.0468525
65

0%
(0.49)

Q86UA3_HUMA
N

AMPN_HUMAN

ANPEP

P15144

Aminopeptidase N (AP-N)
(hAPN) (EC 3.4.11.2) (Alanyl
aminopeptidase)
(Aminopeptidase M) (AP-M)
(Microsomal aminopeptidase)
(Myeloid plasma membrane
glycoprotein CD13) (gp150)
(CD antigen CD13)

110 kDa

0.09

161

87

74

43

15

15

28

26

1.0475281
9

0%
(0.42)

EX0S2_HUMA
N

AP2A1_HUMAN

AP2A1

095782

/AP-2 complex subunit alpha-1
(100 kDa coated vesicle
protein A) (Adapter-related
protein complex 2 subunit
alpha-1) (Adaptor protein
complex AP-2 subunit alpha-
1) (Alpha-adaptin A) (Alphal-
adaptin) (Clathrin assembly
protein complex 2 alpha-A
large chain) (Plasma
membrane adaptor HA2/AP2
adaptin alpha A subunit)

108 kDa

0.21

99

53

45

17

10

11

14

11

1.0477000
25

0%
(0.45)

ABK3BO_HUMA
N (+2)

J3KNOO_HUMA
N

NDUFA13

J3KNOO

NADH dehydrogenase
(Ubiquinone) 1 alpha
subcomplex, 13 (NADH
dehydrogenase [ubiquinone] 1
alpha subcomplex subunit 13)

26 kDa

0.19

35

19

16

1.0485190
a1

0%
(0.50)

A9ICQZE_HUMA
N (+2)

AQILQ5_HUMA
N

BXDC2

AOILQS

BXDC2 protein (Fragment)

39 kDa

0.033

35

19

16

1.0485190
41

0%
(0.50)

SBP1_HUMAN

GCDH_HUMAN

GCDH

Q92947

Glutaryl-CoA dehydrogenase,
mitochondrial (GCD) (EC
1.3.8.6)

48 kDa

0.17

35

19

16

10

1.0485190
47

0%
(0.50)

ABKAQY_HUMA
N (+2)

B4DLC3_HUMA
N

B4DLC3

Claudin

18 kDa

0.13

35

19

16

1.0485190
47

0%
(0.50)

B3KQF4_HUMA
N (+2)

RM09_HUMAN

MRPL9

Q9BYD2

39S ribosomal protein L9,
mitochondrial (L9mt) (MRP-
L9)

30 kDa

0.19

35

19

16

1.0485190
47

0%
(0.50)

F8VY86_HUMA
N (+1)

B4DEK2_HUMA
N

B4DEK2

CcDNA FLJ59182, highly
similar to Splicing factor,
arginine/serine-rich 7

19 kDa

0.037

35

19

16

1.0485190
47

0%
(0.50)

B4E259_HUMA
N

SP16H_HUMAN

SUPT16H

Q9Y5B9

FACT complex subunit SPT16
(Chromatin-specific
transcription elongation factor
140 kDa subunit) (FACT 140
kDa subunit) (FACTp140)
(Facilitates chromatin
transcription complex subunit
SPT16) (hSPT16)

120 kDa

0.11

85

46

39

14

16

26

1.0485358
87

0%
(0.46)

COTL1_HUMA
N

U520_HUMAN

SNRNP200

075643

U5 small nuclear
ribonucleoprotein 200 kDa
helicase (EC 3.6.4.13)
(Activating signal cointegrator
1 complex subunit 3-like 1)
(BRR2 homolog) (U5 snRNP-
specific 200 kDa protein) (U5-
200KD)

245 kDa

0.2

259

140

119

43

47

27

29

11

50

30

1.0492416
64

0%
(0.38)

ABCE1_HUMA
N

DDB1_HUMAN

DDB1

Q16531

DNA damage-binding protein
1 (DDB p127 subunit) (DNA
damage-binding protein a)
(DDBa) (Damage-specific
DNA-binding protein 1) (HBV
X-associated protein 1) (XAP-
1) (UV-damaged DNA-
binding factor) (UV-damaged
DNA-binding protein 1) (UV-
DDB 1) (XPE-binding factor)
(XPE-BF) (Xeroderma
pigmentosum group E-
complementing protein)
(XPCe)

127 kDa

0.11

107

59

50

16

15

19

1.0500606
3

0%
(0.44)
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Heat shock 70 kDa protein

E7EMW7_HUM 1A/1B (Heat shock 70 kDa N 0%
AN (+2) HSP71_HUMAN HSPA1A P08107 protein 1/2) (HSP70-L/HSP70- 70 kDa 0.016 415 225 191 40 66 55 64 53 36 64 40 1,05213814 (0.34)
2) (HSP70.1/HSP70.2)
SRRM2_HUMA D3DQ69_HUMA SERPINE1 mRNA binding N 0%
N N SERBP1 D3DQ69 protein 1, isoform CRA_¢ 49 kDa 0.011 22 12 10 2 2 5 4 4 0 3 3 1,05413671 (0.53)
Xenotropic and polytropic
retrovirus receptor 1 (Protein B
E9PFA8_HUMA SYG1 homolog) (Xenotropic 0%
N (+4) XPR1_HUMAN XPR1 Q9UBH6 and polytropic murine 82 kDa 0.073 22 12 10 1 5 4 2 3 2 3 2 1,05413671 (0.53)
leukemia virus receptor X3)
(X-receptor)
CAPRL_HUMA | 019707 HUMA | A boB1 otg7o7 | MHCclassITHLADQ-Deta-l | o5\ | g ug 2 12 10 1 4 3 3 0 2 1 7 1.0519671 0%
N N (Fragment) 3 (0.53)
Serpin H1 (47 kDa heat shock
protein) (Arsenic-
transactivated protein 3)
(AsTP3) (Cell proliferation- -
BAEOUE_HUMA SERPH_HUMA SERPINH1 P50454 inducing gene 14 protein) 46 kDa 0.11 315 171 145 38 53 43 38 33 35 39 38 1.0520735 0%
N (+2) N Mg ! (0.36)
(Collagen-binding protein) 35
(Colligin) (Rheumatoid
arthritis-related antigen RA-
A47)
Aspartyl/asparaginyl beta-
hydroxylase (EC 1.14.11.16)
A8K521_HUMA (Aspartate beta-hydroxylase) ~ 0%
N ASPH_HUMAN ASPH Q12797 (ASP beta-hydroxylase) 86 kDa 0.084 83 45 38 20 12 7 6 9 7 11 11 1.0572;1951 (0.45)
(Peptide-aspartate beta-
dioxygenase)
cDNA FLJ35079 fis, clone
PLACE6005283, highly - .
$2540_HUMAN ﬁKRw—HUM B3KRY3 | similar to Lysosome- ko | 015 45 25 2 7 6 6 6 5 1 5 10 | 10537605 (g :“8)
associated membrane 42 !
glycoprotein 1
ATE2Y5_HUMA DnaJ (Hsp40) homolog, - 0%
AGO2_HUMAN N DNAJC13 ATE2Y5 subfamily C, member 13 254 kDa 0.1 129 70 59 25 21 19 5 15 6 21 17 1,05?5924 (0.42)
ATP synthase subunit d, - N
LRC47_HUMAN ﬁTPSH—HUMA ATPSH 075947 | mitochondrial (ATPase 18kpa | 014 57 3 2 6 7 6 12 3 6 5 12 | 10570805 (g :“7)
subunit d) 85 )
Aspartate--tRNA ligase, ~
B4DWAO_HUM mitochondrial (EC 6.1.1.12) 0%
AN (+1) SYDM_HUMAN DARS2 Q6P148 (Aspartyl-tRNA synthetase) 74 kDa 0.076 58 31 26 8 12 5 7 12 1 6 7 1,058753805 (0.47)
(AspRS)
OCIA domain-containing - N
,E\’“‘(Ei')'sfHUMA ECADLHUMA OCIADL QUNX40 | protein 1 (Ovarian carcinoma 28kDa | 014 57 3 2 13 6 3 9 3 10 6 7 1.0570805 (g :“7)
immunoreactive antigen) 85 )
Lysosomal alpha-glucosidase
(EC 3.2.1.20) (Acid maltase) .
USMG5_HUMA (Aglucosidase alfa) [Cleaved 0%
N LYAG_HUMAN GAA P10253 into: 76 kDa lysosomal alpha- 105 kDa 0.43 57 31 26 4 13 7 7 7 6 8 5 1.05;;)805 (0.47)
glucosidase; 70 kDa lysosomal
alpha-glucosidase]
LDLR chaperone MESD
(Mesoderm development ~
IVD_HUMAN candidate 2) (Mesoderm 0%
2 MESD_HUMAN MESDC2 Q14696 development protein) (Renal 26 kDa 0.14 34 18 15 4 6 2 7 1 3 4 7 1.05??798 ©050)
carcinoma antigen NY-REN-
61)
MCA3 HUMAN | QOQPLS_HUMA | oy QsQpLg | RNA-binding protein Raly 25kDa | 019 3 18 15 4 4 5 6 4 3 3 5 1.0580798 0%
N (Fragment) 21 (0.50)
F8VQX6_HUMA Methyltransferase-like protein o 0%
TI23B_HUMAN N METTL7A F8VQX6 7A (Fragment) 21 kDa 0.11 33 18 15 4 2 5 7 4 4 4 3 1,05283798 (0.50)
ATPase ASNAL (EC 3.6.--)
(Avrsenical pump-driving
ATPase) (Arsenite-stimulated - o
ﬁiﬁ?o—HU""A ASNA_HUMAN | ASNAL 043681 ATPase) (Transmembrane 39kDa | 013 33 18 15 5 4 3 6 6 0 5 4 1.0580798 ((%%)
domain recognition complex 21 )
40 kDa ATPase subunit)
(hARSA-I) (hASNA-1)
CcDNA FLJ56344, highly - o
B7Z587_ HUMA | BADHS8_HUMA BADHS8 | similar to Implantation- sakoa | 018 33 18 15 7 6 3 3 1 7 3 5 1.0580798 0%
N (+1) N a d (0.50)
associated protein 21
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Platelet endothelial cell

B2R4C1_HUMA PECA1_HUMA adhesion molecule (PECAM- N 0%
N (1) N PECAM1 P16284 1) (EndoCAM) (GPIIA) 83 kDa 0.18 33 18 15 3 7 5 3 0 4 7 4 1,05;33798 ©0.50)
(PECAL) (CD antigen CD31)
Cytochrome c¢ oxidase subunit
4 isoform 1, mitochondrial B
A8K4AM4_HUM COX41_HUMA (Cytochrome c oxidase 0%
AN (+1) N CoX4l1 P13073 polypeptide V) (Cytochrome 20 kDa 0.076 90 50 42 12 13 10 15 13 8 9 11 1,0538;1216 ©0.43)
¢ oxidase subunit 1V isoform
1) (COX IV-1)
- )0/
KTERCE_HUMA | ETENR_HUMA | 1y E7ENR4 | Hexokinase-l 106kpa | 021 160 87 7 16 26 2 2 10 2 19 13 | 10616516 ((%‘5)
01 )
GOGA2_HUMA Q7Z7TM4_HUMA Superoxide dismutase (EC ' 0%
N N SoD2 Q7Z7M4 1.15.1.1) (Fragment) 24 kDa 0.09 252 137 115 34 42 45 16 7 37 24 48 1.063:132 035
Endoplasmin (94 kDa glucose-
regulated protein) (GRP-94) ~
MAGD2_ HUMA | enpl HUMAN | HsPooB1 P14625 (Heat shack protein 90 kDa 92kDa | 0059 652 356 299 83 w | 60 37 52 105 | 104 | 10630228 0%
N beta member 1) (Tumor 06 (0.24)
rejection antigen 1) (gp96
homolog)
H3BN55_HUMA Tubulin--tyrosine ligase-like - 0%
N (+1) TTL12_HUMAN TTLL12 Q14166 protein 12 74 kDa 0.36 8 5 4 0 1 0 3 1 3 0 0 1.0643:052 ©57)
Protein LAP2 (Densin-180- -
WDR61_HUMA LAP2_HUMAN ERBB2IP QU6RTL like protein) (Erbb2- 158 kDa 0.15 9 5 4 3 0 2 0 1 0 2 1 1.0633052 0%
N - ; ; . (0.57)
interacting protein) (Erbi 48
Parafibromin (Cell division
B2R802_HUMA CDC73_HUMA cycle protein 73 homolog) - 0%
N (+1) N cDC73 Q6P1J9 (Hyperparathyroidism 2 61 kDa 0.17 9 5 4 0 1 2 2 1 1 2 0 1.0643:052 ©57)
protein)
IF4A2_HUMAN BIALA9_HUMA | popsy BIALAg | Ribose-phosphate 24 kDa 0.36 9 5 4 0 4 1 0 0 4 0 0 1.0633052 0%
N pyrophosphokinase 1 28 (0.57)
K0020_HUMAN ﬁgKZNSfHUMA ABK2N5 Integrin beta 86 kDa 0.052 9 5 4 1 2 2 0 0 1 0 3 1.0633052 (é)ug';)
48 )
Pro-cathepsin H [Cleaved into:
Cathepsin H mini chain; - o
,E\"“(Ezl‘)'"e—HUMA CATH_HUMAN | CTSH P09G68 Cathepsin H (EC 3.4.22.16); 37kDa | 0045 9 5 4 0 2 3 0 0 0 3 1 1.0633052 (85/)“7)
Cathepsin H heavy chain; 48 )
Cathepsin H light chain]
Interferon regulatory factor 2- - N
ﬁOGALHUMA 12BPL_HUMAN | IRF2BPL QOH1B7 | binding protein-like (Enhanced | 83kDa | 0071 9 5 4 0 2 2 1 1 0 3 1 1.0633052 (8;“7)
at puberty protein 1) 48 :
MYEF2_HUMA PLRKT_HUMA Plasminogen receptor (KT) . 0%
N N PLGRKT Q9HBL7 (PIg-R(KT)) 17 kDa 0.075 9 5 4 3 1 0 1 0 2 0 2 1,06435052 (©.57)
MX2_HUMAN COIZ8T_HUMA | rpiEmi068 coizgr | Transmembrane protein 1068 12kpa | 024 9 5 4 5 0 0 0 0 1 1 2 1.0633052 0%
N (Fragment) 28 (0.57)
General transcription factor 3C
polypeptide 4 (EC 2.3.1.48)
(TF3C-delta) (Transcription - o%
IDI1_HUMAN TF3C4_HUMAN GTF3C4 QI9UKNS factor 111C 90 kDa subunit) 92 kDa 0.093 9 5 4 0 0 3 2 2 0 1 0 1.0633052 (0.57)
(TFIIC 90 kDa subunit) 48 )
(TFIIIC90) (Transcription
factor 111C subunit delta)
WDR43_HUMA C9JTZ6_HUMA 5'-nucleotidase domain- - 0%
N N NT5DC2 CoJTZ6 containing protein 2 61 kDa 0.034 9 5 4 0 2 3 0 2 0 2 0 1.0633052 (0.57)
cDNA FLJ41961 fis, clone
E9PH70_HUMA B3KW23_HUM PUAEN2004083, highly - 0%
N (1) AN BIKW23 | (o to Nucleoporin 59 kDa 0.048 9 5 4 0 0 2 3 0 0 3 1 1.0633052 ©57)
48
p58/p45
28S ribosomal protein S31, - "
I‘Mgs“—HUMA RT31_HUMAN MRPS31 Q92665 mitochondrial (MRP-S31) 45kDa | 0.047 9 5 4 3 0 1 1 1 0 0 3 1.0633052 ((%“7)
(S31mt) (Imogen 38) 48 3
cDNA, FLI92068, highly
similar to Homo sapiens Rho -
EAB?’Q—HUMA EZRAF?’—HUMA B2R4F3 GDP dissociation inhibitor 23 kDa 0.097 9 5 4 1 2 1 1 1 1 1 1 1.0633052 (5?7)
(GDI) beta a8 :
(ARHGDIB),mRNA
Low molecular weight N
BIPLE7_HUMA BSMCC7_HUM ACP1 B5MCC7 phosphotyrosine protein 12 kDa 0.22 10 5 4 0 2 1 2 1 2 1 0 1.0633052 0%
N (+3) AN 48 (0.57)
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39S ribosomal protein L14,
mitochondrial (L14mt) (MRP-

N )0
24('35)15—““""’* RM14_HUMAN | MRPL14 Q6P1L8 | L14) (39S ribosomal protein 16kpa | 0082 9 5 4 2 2 1 0 2 0 0 2 1.0633052 (gg‘;)
L32, mitochondrial) (L32mt) 48 )
(MRP-L32)
Mitogen-activated protein
kinase kinase 1, isoform
CRA_d (cDNA FLJ58770, - "
EHKLS—HUMA EADFYS—HUMA MAP2K1 BADFY5 | highly similar to Dual sk | 013 9 5 4 0 2 0 3 0 2 2 0 1.0633052 (gg‘;)
specificity mitogen-activated 48 )
protein kinase kinase 1 (EC
2.712.2))
cDNA FLJ55065, highly - "
PCKGC_HUMA [ BADIBL HUMA BADIBL | similar to Integral membrane 25KkDa | 025 9 5 4 1 1 3 0 4 0 0 0 1.0633052 0%
N N ; (0.57)
protein 2C 48
B4DDM6_HUM COX20_HUMA Cytochrome c oxidase protein N 0%
AN (+2) N COX20 Q5RI15 20 homolog 13 kDa 0.13 9 5 4 1 1 1 2 1 1 1 1 1.06:)5052 ©057)
Q5VWZ Lysophospholipase-like - 0%
RT25_HUMAN LYPL1L HUMAN LYPLAL1 2 protein 1 (EC 3.1.2.-) 26 kDa 0.21 9 5 4 0 2 2 1 3 0 0 1 1.06:):052 (0.57)
ESQFM*HUMA EQPBRG*HUMA TMEM201 E9PBR6 Transmembrane protein 201 70 kDa 0.2 9 5 4 4 0 0 1 2 0 0 2 1.0633052 (50;07)
48 )
Cathepsin D (EC 3.4.23.5)
A8MV58_HUM [Cleaved into: Cathepsin D - 0%
AN (+1) CATD_HUMAN CTSD P07339 light chain; Cathepsin D heavy 45 kDa 0.039 359 196 164 53 46 50 47 18 28 55 63 1.065('53993 (0.30)
chain]
Apolipoprotein A-1 (Apo-Al)
(ApoA-I) (Apolipoprotein Al) -
AZRTY6_HUMA APOAL_HUMA APOA1 P02647 [Cleaved into: Truncated 31 kDa 0.055 20 11 9 1 2 0 8 1 1 0 7 1.0674602 0%
N (+3) N ¢ ° (0.52)
apolipoprotein A-1 46
(Apolipoprotein A-1(1-242))]
Hypoxanthine-guanine ~
phosphoribosyltransferase 0%
SFO1_HUMAN HPRT_HUMAN HPRT1 P00492 (HGPRT) (HGPRTase) (EC 25 kDa 0.045 20 11 9 0 1 4 6 5 2 2 0 1,06;;602 (0.52)
2.4.2.8)
Q86XM2_HUM ADDL1 protein (Adducin 1 - 0%
CACP_HUMAN AN ADD1 QBOXM2 | (o oha-adducin) 73 kDa 0.12 20 11 9 1 5 3 2 1 1 5 2 1,06Zé1602 ©052)
Fermitin family homolog 3 ~
MET7B_HUMA (Kindlin-3) (MIG2-like 0%
N URP2_HUMAN FERMT3 Q86UX7 protein) (Unc-112-related 76 kDa 0.16 19 1 9 0 2 8 1 0 4 1 4 1,06};602 (0.52)
protein 2)
cDNA FLJ75165, highly ~
ABK7S8_HUMA similar to Homo sapiens 0%
F13A_HUMAN N ABK7S8 BCL2-antagonistkiller 1 23 kDa 0.12 20 1 9 1 2 3 5 2 1 3 3 1,06};602 (0.52)
(BAK1), mRNA
Eukaryotic translation
elongation factor 1 epsilon-1
(Aminoacyl tRNA synthetase R
IFIT2_HUMAN complex-interacting 0%
*+2) MCA3_HUMAN EEFIE1 043324 multifunctional protein 3) 20 kDa 0.12 20 1 9 1 2 2 6 2 3 2 2 1,06};602 (0.52)
(Elongation factor p18)
(Multisynthase complex
auxiliary component p18)
Nicotinamide
phosphoribosyltransferase
(NAmPRTase) (Nampt) (EC -
PTPML_HUMA NAMPT_HUMA NAMPT P43490 2.4.2.12) (Pre-B-cell colony- 56 kDa 0.27 108 60 50 3 21 24 12 7 19 16 9 1.0675027 0%
N N ‘ (0.40)
enhancing factor 1) (Pre-B 48
cell-enhancing factor)
(Visfatin)
60S ribosomal protein L11 N
CYBSB_HUMA | 111 HUMAN RPL11 P62913 (CLL-associated antigen KW- 20kDa | 0089 31 17 14 4 4 4 5 5 4 2 3 1.0688942 0%
N (+5) - 12) e (0.49)
cDNA, FLJ95416, highly
B2RBB2_HUMA similar to Homo sapiens o 0%
1433T_HUMAN N B2RBB2 phosphatidylinositol glycan, 62 kDa 0.22 31 17 14 7 2 2 6 5 1 1 7 1,06?78942 (0.49)
class S (PIGS), mMRNA
BADIVS_ HUMA | pEK_HUMAN DEK P35659 | Protein DEK 43kDa | 0095 2 23 19 2 6 7 8 5 5 5 4 10696228 0%
N (+2) = o4 (0.47)
Mitochondrial Rho GTPase 2
B4DRW3_HUM MIRO2_HUMA (MIRO-2) (hMiro-2) (EC o 0%
AN N RHOT2 Q8IXI1 3.65.-) (Ras homolog gene 68 kDa 0.091 42 23 19 8 6 6 3 3 2 8 6 106;3‘?228 (0.47)

family member T2)
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FABP5_HUMAN

RADI_HUMAN

RDX

P35241

Radixin

69 kDa

0.29

73

41

34

12

10

1.0705779

0%

s (0.43)
Ras-related protein Rap-1b - o
STX8_HUMAN EAPlB—HUMA RAP1B P61224 (GTP-binding protein smg 21kDa | 018 97 53 4 13 1 17 1 10 13 14 7 1.0708690 (g :"1)
p21B) 3 -
CAAX prenyl protease 1
homolog (EC 3.4.24.84)
(Farnesylated proteins- B
B2R983_HUMA FACE1_HUMA converting enzyme 1) (FACE- 0%
N N ZMPSTE24 oS | e 55 kDa 0.2 128 7 59 17 19 15 20 17 12 12 wo| o | g
endoprotease 1) (Zinc
metalloproteinase Ste24
homolog)
cDNA, FLI94705, highly B
LPCT4_HUMAN zZRA%fHUMA B2RAS6 | similar to Homo sapiens 62KkDa | 012 125 70 58 2 9 10 2 7 15 14 2 | 1o741386 (é"’g‘g)
nicalin (LOC56926), mMRNA 25 )
- 0
QSLJAQ_HUMA | Q29849 HUMA Q29849 | Lymphocyte antigen sKa | 012 106 58 48 17 0 0 0 0 9 0 19 | 10745836 0%
N (+1) N s (0.39)
CDNA FLI75273, highly
similar to Homo sapiens solute
ABK6G9_HUMA ABK787_HUMA carrier family 25 - 0%
NeD A ABKTET | e ior adenine | 23KD2 | 0,022 338 182 151 49 a3 36 56 35 4 38 B | oo | g
nucleotide translocator),
member 4, MRNA
cDNA FLJ75085, highly
ARF6_HUMAN ABK3A8_HUMA similar to Homo sapiens - 0%
il A ABKIAE | e e tase 88kDa | 018 62 3 28 6 9 9 10 6 9 8 4 Lo764215 | g
(QARS), mRNA
cDNA FLJ32377 fis, clone -
B2RILO_HUMA | Q96MH4_HUM QU6MH4 | SKMUS1000014, highly 44kpa | 015 126 69 57 21 17 16 18 16 15 12 14| 10772420 0%
N (+3) AN KN - higf (0.37)
similar to Polyubiquitin 9 81
Heterogeneous nuclear
AN32A_HUMA HNRPD_HUMA ribonucleoprotein DO (hnRNP - 0%
Nea N HNRNPD QLo | o Anue. 38kpa | 025 126 69 57 9 17 2 2 14 10 25 8 U e
binding protein 1)
cDNA FLJ14795 fis, clone
NT2RP4001219, highly .
ABK964_HUMA B3KNK5_HUM similar to Homo sapiens Dnal 0%
NG o BIKNKS | o olog. ity 69kDa | 0077 " 2 18 9 2 6 5 3 3 2 10 | 1o | gl
C, member 10 (DNAJC10),
mRNA
Dolichyl-
diphosphooligosaccharide--
protein glycosyltransferase - 0%
LSM1_HUMAN | DAD1 HUMAN | DADI P61803 subunit DADI (Oligosaccharyl | 12 kDa 03 " 2 18 7 4 5 7 5 4 4 5 Lorersss | oo
transferase subunit DAD1) 84 ’
(EC 2.4.99.18) (Defender
against cell death 1) (DAD-1)
N )0/
QOHIBTHUMA 1 11_HumaN HISTLIHIA QV2539 | Histone HL.1 (Histone Hla) 2Kpa | 011 ) 2 18 0 0 0 13 0 0 0 5 1.0787898 (g :“6)
84 -
Tropomyosin alpha-1 chain -
E9PHYS HUMA | 1ovig HuMAN | TPML P09493 (Alpha-tropomyosin) 33kDa | 0.047 39 2 18 4 0 7 6 0 0 5 0 1.0787898 0%
N (+1) - : (0.46)
(Tropomyosin-1) 84
cDNA FLJ51660, highly -
FDFT_HUMAN | B4DY09_HUMA BADY09 | similar to Interleukin 39 kDa 0.2 210 115 95 21 33 26 36 2 9 28 34 | 10788841 0%
- N nter (0.32)
enhancer-binding 