
 

Fig. S1 CUT&Tag and RNA-seq analysis of F_HBO1 and F_HBO1 SA expressed 

OMM2.3 cells. 

(A) Signal intensities and heatmap analysis of Flag-tagged HBO1 and HBO1 SA at the 

peak center (± 3 kb) in OMM2.3 cells. (B) Read density distribution of CUT&Tag 

signals for F_HBO1 and F_HBO1 SA. (C) Fragment size distribution of F_HBO1 and 

F_HBO1 SA samples. (D) Bar graph showing the number of genes associated with 

F_HBO1 and F_HBO1 SA in OMM2.3 cells. (E) Venn diagram illustrating the overlap 

between differentially expressed genes in F_HBO1 SA vs. F_HBO1 (gray) and 

differentially expressed genes after 48 hours of treatment with 20 μM WM-3835 

(yellow). (F) Heatmap of gene expression for the 377 overlapping differentially 

expressed genes identified in (E). Data were normalized to pairwise WT_untreated or 

F_HBO1 cells and represent the average of two replicates per condition.  
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Fig. S2 GO analysis of differentially expressed genes regulated by HBO1 or HBO1 

SA. 

(A) GO enrichment analysis of 631 co-bound genes (HBO1 and HBO1 SA) showing 

differential expression following WM-3835 treatment. (B) GO enrichment analysis of 

319 co-bound genes (HBO1 and HBO1 SA) exhibiting differential expression upon 
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Ser50/53 mutation. (C) GO enrichment analysis of 1,437 genes specifically bound by 

HBO1 SA and differentially expressed after WM-3835 treatment. (D) GO enrichment 

analysis of 635 genes specifically bound by HBO1 SA and differentially expressed 

upon Ser50/53 mutation. 

  



 

Fig. S3 HBO1 expression in indicated cell lines. 

(A) Immunoblot analysis of endogenous HBO1 protein levels across multiple cell lines. 

(B) RT-qPCR validation of HBO1 knockdown and overexpression efficiency in 

OMM2.3 cells. (C) WB confirmation of HBO1 knockdown and overexpression 

efficiency in OMM2.3 and 92.1 cell lines.  
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Fig. S4 Cell cycle analysis of melanoma cell lines treated with WM-3835.  

(A) Flow cytometry analysis of cell cycle distribution in melanoma cell lines treated 

with WM-3835 for 0, 12, 24, and 48 hours. Cells were stained with propidium iodide 

(PI) and analyzed for DNA content to determine the percentage of cells in G0/G1, S, 

and G2/M phases.  
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Fig. S5 HBO1 regulates replication stress response (RSR). 

(A) Correlation analysis between HBO1 expression and RSR signature scores across 

TCGA tumor (n=33), TCGA normal (n=23), and GTEx (n=52) cohorts. Pearson 

correlation coefficient (R) and corresponding p-values are shown (red box highlights 

significant correlations with p<0.05). (B) Western blot analysis of key RSR pathway 

proteins in 92.1 cells treated with hydroxyurea (HU; 2mM for 0, 4, and 24 hours) in 

combination with WM-3835 (0 or 20μM for 48 hours). 
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Fig. S6 Clinical correlation and functional analysis of HBO1 phosphorylation in 

melanoma.  

(A) Quantitative analysis of HBO1 pS50/53-positive cells in melanoma specimens. 

Scatter plots show HBO1 pS50/53 positivity and H-scores stratified by: (i) Clark level 
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(I-V), (ii) Breslow thickness (≤4 mm vs >4 mm), and (iii) lymph node metastasis status 

(yes/no). (B) Cell cycle profiling by flow cytometry in OMM2.3 cells. Comparative 

analysis of cell cycle distribution (G0/G1, S, G2/M phases) among WT, F_HBO1 and 

F_HBO1 SA overexpressed OMM2.3 cells. 



Protein IDs Protein names Gene names Fasta headers Number of proteins Peptides Razor + unique peptidesUnique peptides Sequence coverage [%] Mol. weight [kDa] Intensity Intensity 2_3_INPUT Intensity 2_3_IP iBAQ iBAQ 2_3_INPUT iBAQ 2_3_IP
A0A023T6R1;P61326;Q96A72;F5H6N1;F5H6P7;F5H3U9 Protein mago nashi homolog;Protein mago nashi homolog 2FLJ10292;MAGOH;MAGOHBA0A023T6R1_HUMAN Mago nashi protein OS=Homo sapiens OX=9606 GN=FLJ10292 PE=2 SV=1;MGN_HUMAN Protein mago nashi homolog OS=Homo sapiens OX=9606 GN=MAGOH PE=1 SV=1;MGN2_HUMAN Protein mago nashi homolog 2 OS=Homo sapiens OX=9606 GN=MAGOHB PE=1 SV=1;F5H6N1_HUM6 3 3 3 23 17.276 75194000 43846000 0 7519400 4384600 0
Q9Y5S9;A0A023T787;A0A0J9YW13 RNA-binding protein 8A RBM8A;RBM8 RBM8A_HUMAN RNA-binding protein 8A OS=Homo sapiens OX=9606 GN=RBM8A PE=1 SV=1;A0A023T787_HUMAN RNA-binding protein 8A OS=Homo sapiens OX=9606 GN=RBM8 PE=2 SV=1;A0A0J9YW13_HUMAN RNA-binding protein 8A (Fragment) OS=Homo sapiens OX=9606 PE=1 SV=13 3 3 3 16.1 19.889 2.01E+08 58441000 0 25149000 7305200 0
Q6ZTK5;B4DKC1;A0A0C4DFM1;A0A024QYR3;Q92544 Transmembrane 9 superfamily member 4TM9SF4 Q6ZTK5_HUMAN Transmembrane 9 superfamily member OS=Homo sapiens OX=9606 PE=2 SV=1;B4DKC1_HUMAN Transmembrane 9 superfamily member OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0C4DFM1_HUMAN Transmembrane 9 superfamily member OS=Homo sapiens OX=9606 GN=TM9SF4 PE=1 S5 1 1 1 1.7 61.168 14190000 0 0 1091600 0 0
B3KSG9;A0A024QYR8;Q99805 Transmembrane 9 superfamily member 2TM9SF2 B3KSG9_HUMAN Transmembrane 9 superfamily member OS=Homo sapiens OX=9606 PE=2 SV=1;A0A024QYR8_HUMAN Transmembrane 9 superfamily member OS=Homo sapiens OX=9606 GN=TM9SF2 PE=2 SV=1;TM9S2_HUMAN Transmembrane 9 superfamily member 2 OS=Homo sapiens OX=9606 GN=TM3 4 4 4 6.6 65.43 1.2E+08 13341000 0 7502100 833840 0
P09972;B7Z1N6;A0A024QZ64;B7Z3K9;B7Z1Y2;K7EKH5;C9J8F3;J3KSV6;J3QKP5;B7Z1Z9;A8MVZ9;B7Z3K7;B7Z1H6;J3QKK1;Q8NHT3;A0A3B3IS80;B7Z1L5;A8K430;P05062Fructose-bisphosphate aldolase C;Fructose-bisphosphate aldolaseALDOC ALDOC_HUMAN Fructose-bisphosphate aldolase C OS=Homo sapiens OX=9606 GN=ALDOC PE=1 SV=2;B7Z1N6_HUMAN Fructose-bisphosphate aldolase OS=Homo sapiens OX=9606 PE=2 SV=1;A0A024QZ64_HUMAN Fructose-bisphosphate aldolase OS=Homo sapiens OX=9606 PE=2 SV=1;B7Z3K9_H19 6 2 2 17.9 39.455 40639000 30252000 0 1766900 1315300 0
Q13535 Serine/threonine-protein kinase ATRATR Q13535|ATR_HUMAN Serine/threonine-protein kinase ATR OS=Homo sapiens OX=9606 GN=ATR PE=1 SV=3 1 5 5 5 1.25 301.36326 4856.875 4028.31934 828.5553 4856.875 4028.31934 828.5553
A0A024QZ77;Q96C19;H0Y4Y4;Q7Z2R5;Q59EU6 EF-hand domain-containing protein D2EFHD2 A0A024QZ77_HUMAN Testicular tissue protein Li 62 OS=Homo sapiens OX=9606 PE=2 SV=1;EFHD2_HUMAN EF-hand domain-containing protein D2 OS=Homo sapiens OX=9606 GN=EFHD2 PE=1 SV=1;H0Y4Y4_HUMAN EF-hand domain family member D2 (Fragment) OS=Homo sapiens OX=9606 G5 5 5 4 22.1 26.697 3.09E+08 270200000 350800 28047000 24564000 31891
A0A024QZC1;O95400;A0A0S2Z5J7;Q5QTR6 CD2 antigen cytoplasmic tail-binding protein 2CD2BP2 A0A024QZC1_HUMAN CD2 binding protein 2 isoform 1 (Fragment) OS=Homo sapiens OX=9606 GN=CD2BP2 PE=2 SV=1;CD2B2_HUMAN CD2 antigen cytoplasmic tail-binding protein 2 OS=Homo sapiens OX=9606 GN=CD2BP2 PE=1 SV=1;A0A0S2Z5J7_HUMAN CD2 binding protein 2 isoform 2 4 2 2 2 6.5 37.646 62856000 40557000 22299000 4835100 3119700 1715300
A0A024QZP7;Q5H9N4;P06493;I6L9I5;B7Z3D6;E5RIU6 Cyclin-dependent kinase 1CDC2;DKFZp686L20222;CDK1A0A024QZP7_HUMAN Cyclin dependent kinase 1 OS=Homo sapiens OX=9606 GN=CDK1 PE=1 SV=1;Q5H9N4_HUMAN Uncharacterized protein DKFZp686L20222 OS=Homo sapiens OX=9606 GN=DKFZp686L20222 PE=3 SV=1;CDK1_HUMAN Cyclin-dependent kinase 1 OS=Homo sapiens OX=9606 GN=CDK6 6 6 5 25.9 34.081 2.94E+08 69367000 4695800 15492000 3650900 247150
Q5JR08;P61586;P08134;A0A024R0C8;A0A024R324;A0A994J514;Q5JR05;Q5JR07;A0A7I2V3G1;C9JNR4;E9PQH6;B4DKN9;Q9BVT0;C9JX21;U3KQA9;Q5JR06;E9PN11;A0A7I2YQV1;A0A0B6XK12;U3KQV3;P62745Transforming protein RhoA;Rho-related GTP-binding protein RhoCRHOC;RHOA;ARHA Q5JR08_HUMAN Ras homolog family member C (Fragment) OS=Homo sapiens OX=9606 GN=RHOC PE=1 SV=8;RHOA_HUMAN Transforming protein RhoA OS=Homo sapiens OX=9606 GN=RHOA PE=1 SV=1;RHOC_HUMAN Rho-related GTP-binding protein RhoC OS=Homo sapiens OX=9606 GN=RHOC PE=21 3 3 3 20.7 21.523 4.53E+08 249990000 0 56639000 31249000 0
B4DJP0;A0A024R0H7;Q9BQA1 Methylosome protein 50 WDR77 B4DJP0_HUMAN cDNA FLJ60601, highly similar to Methylosome protein 50 OS=Homo sapiens OX=9606 PE=2 SV=1;A0A024R0H7_HUMAN Testis tissue sperm-binding protein Li 44a OS=Homo sapiens OX=9606 PE=2 SV=1;MEP50_HUMAN Methylosome protein WDR77 OS=Homo sapiens OX=963 1 1 1 13.4 12.051 31461000 9931500 0 4494500 1418800 0
A0A024R0L6;Q15102;M0R389;M0R1K3;M0QXS6;M0R323;M0QZT2Platelet-activating factor acetylhydrolase IB subunit gammaPAFAH1B3 A0A024R0L6_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 PE=2 SV=1;PA1B3_HUMAN Platelet-activating factor acetylhydrolase IB subunit alpha1 OS=Homo sapiens OX=9606 GN=PAFAH1B3 PE=1 SV=1;M0R389_HUMAN Platelet activating factor ace7 4 4 4 16.5 25.734 2.03E+08 113330000 0 12695000 7083000 0
A0A0S2Z4N8;A0A024R0V4;P50552;A0A0S2Z4I7;A0A0S2Z4I9;A0A994J508;A0A994J7X3;K7ENL7;A0A0S2Z4H6;K7EM16;K7ENR7;K7EQD0;K7EIG8Vasodilator-stimulated phosphoproteinVASP A0A0S2Z4N8_HUMAN Vasodilator-stimulated phosphoprotein isoform 2 (Fragment) OS=Homo sapiens OX=9606 GN=VASP PE=2 SV=1;A0A024R0V4_HUMAN Vasodilator-stimulated phosphoprotein isoform 1 (Fragment) OS=Homo sapiens OX=9606 GN=VASP PE=2 SV=1;VASP_HUMAN Vasodilat13 8 8 8 27.4 35.427 4.26E+08 201540000 18596000 23672000 11197000 1033100
A0A087WTV5;A0A087WWR4;B3KU13;A0A0S2Z4G1;A0A024R0Y4;O75478Transcriptional adapter 2-alphaTADA2A;TADA2L A0A087WTV5_HUMAN Transcriptional adapter 2-alpha (Fragment) OS=Homo sapiens OX=9606 GN=TADA2A PE=1 SV=1;A0A087WWR4_HUMAN Transcriptional adaptor 2 (ADA2 homolog, yeast)-like, isoform CRA_c OS=Homo sapiens OX=9606 GN=TADA2A PE=1 SV=1;B3KU13_HUMAN Transcript6 1 1 1 5.2 22.871 0 0 0 0 0 0
A0A0S2Z4A1;A0A024R0Y5;P08237;F8VZI0;A0A2R8Y891;A0A0S2Z4I1;Q96I60;B4E162;F8VSF7;A0A0S2Z4A8;F8VP00;F8VX13;F8VZQ1;F8VYK8;F8VUB8;F8VW30;F8VTQ3;A0A8V8TMY4;P78457;Q5VSR5;A0A7I2V3Z0;Q7KYX9;F8VVE3;P17858;Q01813ATP-dependent 6-phosphofructokinase;ATP-dependent 6-phosphofructokinase, muscle typePFKM A0A0S2Z4A1_HUMAN Phosphofructokinase muscle isoform 3 (Fragment) OS=Homo sapiens OX=9606 GN=PFKM PE=2 SV=1;A0A024R0Y5_HUMAN ATP-dependent 6-phosphofructokinase (Fragment) OS=Homo sapiens OX=9606 GN=PFKM PE=2 SV=1;PFKAM_HUMAN ATP-dependent 6-phosphofructoki25 5 5 5 9.9 79.236 81032000 20676000 0 2613900 666960 0
A0A024R1A3;P22314;B4DDE4;B4DL67;Q5JRR6;B3KUJ2;Q5JRR9;Q5JRS0;Q5JRS2;Q5JRS1;Q5JRS3;Q712V1;Q8WY81Ubiquitin-like modifier-activating enzyme 1UBE1;UBA1 A0A024R1A3_HUMAN E1 ubiquitin-activating enzyme OS=Homo sapiens OX=9606 PE=2 SV=1;UBA1_HUMAN Ubiquitin-like modifier-activating enzyme 1 OS=Homo sapiens OX=9606 GN=UBA1 PE=1 SV=3;B4DDE4_HUMAN cDNA FLJ54582, highly similar to Ubiquitin-activating enzyme E1 13 28 28 28 32.2 117.85 4.41E+09 2449300000 48919000 81706000 45357000 905910
A0A024R1R8;Q9Y2S6 Translation machinery-associated protein 7hCG_2014768;TMA7 TMA7B_HUMAN Translation machinery-associated protein 7B OS=Homo sapiens OX=9606 GN=TMA7B PE=3 SV=1;TMA7_HUMAN Translation machinery-associated protein 7 OS=Homo sapiens OX=9606 GN=TMA7 PE=1 SV=12 1 1 1 14.1 7.0913 2.26E+08 99750000 0 75236000 33250000 0
A0A9L9PY56;P13861;A0A9L9PXM7;A0A024R2W3;A8KAH7;A0A0S2Z472;A0A9L9PXB4;H7C330;A0A9L9PXB0;C9J830;A0A0K0K1I3;A0A9L9PY59;A0A9L9PXP9;H7C4A9;H7C1L0;O60380;B3KY43;Q6DHZ2;P31323cAMP-dependent protein kinase type II-alpha regulatory subunitPRKAR2A A0A9L9PY56_HUMAN Protein kinase cAMP-dependent type II regulatory subunit alpha OS=Homo sapiens OX=9606 GN=PRKAR2A PE=1 SV=1;KAP2_HUMAN cAMP-dependent protein kinase type II-alpha regulatory subunit OS=Homo sapiens OX=9606 GN=PRKAR2A PE=1 SV=2;A0A9L9PXM7_H19 8 8 8 25.3 42.181 4.21E+08 181100000 65295000 17556000 7546000 2720600
P07858;A0A7P0NGZ6;E9PHZ5;A0A7I2V440;B4DMY4;A0A7I2V668;B3KUJ8;A0A024R374;A8K2H4;B4DL49;E9PQM1;E9PR21;A0A7I2YQK9;Q8TAC7;A0A7I2V4Z9;R4GMQ5;Q6LAF9;E9PSG5Cathepsin B;Cathepsin B light chain;Cathepsin B heavy chainCTSB CATB_HUMAN Cathepsin B OS=Homo sapiens OX=9606 GN=CTSB PE=1 SV=3;A0A7P0NGZ6_HUMAN Cathepsin B OS=Homo sapiens OX=9606 GN=CTSB PE=1 SV=1;E9PHZ5_HUMAN Cathepsin B OS=Homo sapiens OX=9606 GN=CTSB PE=1 SV=9;A0A7I2V440_HUMAN Cathepsin B OS=Homo sapiens OX=9606 18 3 3 3 13.6 37.821 74443000 0 0 3918100 0 0
F8W696;A0A024R3E3;P02647 Apolipoprotein A-I;Proapolipoprotein A-I;Truncated apolipoprotein A-IAPOA1 F8W696_HUMAN Apolipoprotein A1 OS=Homo sapiens OX=9606 GN=APOA1 PE=1 SV=1;A0A024R3E3_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 PE=2 SV=1;APOA1_HUMAN Apolipoprotein A-I OS=Homo sapiens OX=9606 GN=APOA1 PE=1 SV=13 1 1 1 6.5 27.908 1.14E+08 39200000 0 7104900 2450000 0
F8WC82;A0A9L9PY51;C9J4N2;C9K058;Q86UR0;A0A9L9PXN9;A0A9L9PX21;A0A0S2Z5X8;B8ZZ77;A0A024R3V4;A0A0S2Z5A8;B4DN80;Q9H2H8Peptidyl-prolyl cis-trans isomerase;Peptidyl-prolyl cis-trans isomerase-like 3PPIL3 F8WC82_HUMAN Peptidylprolyl isomerase like 3 OS=Homo sapiens OX=9606 GN=PPIL3 PE=1 SV=1;A0A9L9PY51_HUMAN Peptidylprolyl isomerase like 3 OS=Homo sapiens OX=9606 GN=PPIL3 PE=1 SV=1;C9J4N2_HUMAN Peptidylprolyl isomerase like 3 (Fragment) OS=Homo sapiens OX=913 1 1 1 22.6 6.329 19501000 5193000 0 4875100 1298200 0
P10809;A0A7I2YQK6;A0A024R3X4;B3GQS7;B7Z597;A0A7I2V2X6;B7Z4F6;A0A7I2V599;B7Z5E7;A0A7I2V5M1;C9JL25;A0A7I2V369;A0A7I2YQ71;A0A7I2V5K3;B7Z532;Q53SE2;E7ESH4;E7EXB4;A0A0S2Z41560 kDa heat shock protein, mitochondrialHSPD1 CH60_HUMAN 60 kDa heat shock protein, mitochondrial OS=Homo sapiens OX=9606 GN=HSPD1 PE=1 SV=2;A0A7I2YQK6_HUMAN 60 kDa heat shock protein, mitochondrial OS=Homo sapiens OX=9606 GN=HSPD1 PE=1 SV=1;A0A024R3X4_HUMAN 60 kDa heat shock protein, mitochondrial (F19 4 4 4 12.4 61.054 1.42E+08 6774000 27774000 4422100 211690 867940
A0A024R3Y6;O75874;V9HW78;Q6FI37;Q6FIA4;B2R5M8;Q0QER2;C9J4N6;B4DXS4;C9JJE5;A0A0A0U6N4;C9JLU6;B4DSZ6;Q53GL5;P48735;Q13584Isocitrate dehydrogenase [NADP] cytoplasmic;Isocitrate dehydrogenase [NADP]IDH1;HEL-216 A0A024R3Y6_HUMAN Isocitrate dehydrogenase [NADP] OS=Homo sapiens OX=9606 GN=HEL-S-26 PE=2 SV=1;IDHC_HUMAN Isocitrate dehydrogenase [NADP] cytoplasmic OS=Homo sapiens OX=9606 GN=IDH1 PE=1 SV=2;V9HW78_HUMAN Isocitrate dehydrogenase [NADP] OS=Homo sapiens OX=16 18 18 18 50.5 46.659 4.61E+09 222620000 15408000 1.84E+08 8904700 616310
A0A024R3Z1;A0A669KB77;P11137;A8K5Y1;Q59FX9;Q16296;E7EV03;Q6NYC5Microtubule-associated protein;Microtubule-associated protein 2MAP2;4R-MAP2 A0A024R3Z1_HUMAN Microtubule-associated protein OS=Homo sapiens OX=9606 GN=MAP2 PE=1 SV=1;A0A669KB77_HUMAN Microtubule-associated protein OS=Homo sapiens OX=9606 GN=MAP2 PE=1 SV=1;MTAP2_HUMAN Microtubule-associated protein 2 OS=Homo sapiens OX=9606 GN=MAP28 4 4 4 2.5 202.86 53397000 43009000 10388000 593300 477880 115420
Q00341;A0A024R4E5;B2R5V9;B4DKR8;H0Y394;Q6ZS03;Q96CF6;H7C0A4;Q5HYC5;C9JIZ1;C9JES8;C9JZI8;C9J5E5;C9JHZ8;C9JHS7;Q6ZN49;C9JK79;C9JT62;Q2HJC8;H7BZC3;H7C2D1;C9JHN6;C9JEJ8;C9JBS3;C9JQ82;C9JMQ6;C9J739;C9JHS9Vigilin HDLBP VIGLN_HUMAN Vigilin OS=Homo sapiens OX=9606 GN=HDLBP PE=1 SV=2;A0A024R4E5_HUMAN High density lipoprotein binding protein OS=Homo sapiens OX=9606 GN=HDLBP PE=1 SV=1;B2R5V9_HUMAN cDNA, FLJ92652, highly similar to Homo sapiens high density lipoprotein binding28 20 20 20 18.8 141.45 8.4E+08 48708000 18676000 12732000 738000 282960
P06733;A0A024R4F1;A0A2R8Y6G6;E2DRY6;K7EM90;A0A2R8YEM5;A4UCS8;A0A2R8Y879;A4QMW8;A0A2R8Y6I8;L0R849;K7ERS8;F5H0C8;P09104;Q6FHV6;A0A2R8YEG5;A0A2R8Y798;A8K3B0;L0R6S1;E5RGZ4;K7EKN2;F5H1C3;E5RG95;Q9NPL4;E5RI09;K7EPM1Alpha-enolase;Enolase ENO1 ENOA_HUMAN Alpha-enolase OS=Homo sapiens OX=9606 GN=ENO1 PE=1 SV=2;A0A024R4F1_HUMAN phosphopyruvate hydratase OS=Homo sapiens OX=9606 GN=HEL-S-17 PE=2 SV=1;A0A2R8Y6G6_HUMAN phosphopyruvate hydratase OS=Homo sapiens OX=9606 GN=ENO1 PE=1 SV=1;E2DRY6_HUMAN ph26 22 22 20 67.1 47.168 2.29E+10 12779000000 224560000 1.04E+09 580870000 10207000
G3XAL0;B3KTM1;Q0QF37;Q75MT9;Q6FHZ0;A0A024R4K3;P40926Malate dehydrogenase;Malate dehydrogenase, mitochondrialMDH2 G3XAL0_HUMAN Malate dehydrogenase OS=Homo sapiens OX=9606 GN=MDH2 PE=1 SV=1;B3KTM1_HUMAN Malate dehydrogenase OS=Homo sapiens OX=9606 PE=2 SV=1;Q0QF37_HUMAN Malate dehydrogenase (Fragment) OS=Homo sapiens OX=9606 GN=MDH2 PE=2 SV=1;Q75MT9_HUMAN Malate dehyd7 2 2 2 8.7 24.594 1.36E+08 46396000 0 10424000 3568900 0
A0A024R4T4;P61081;M0QX69;M0QYI6 NEDD8-conjugating enzyme Ubc12UBE2M A0A024R4T4_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 GN=UBE2M PE=2 SV=1;UBC12_HUMAN NEDD8-conjugating enzyme Ubc12 OS=Homo sapiens OX=9606 GN=UBE2M PE=1 SV=1;M0QX69_HUMAN Ubiquitin conjugating enzyme E2 M (Fragment) OS=Homo s4 3 3 3 15.8 20.9 2.34E+08 83423000 0 21249000 7583900 0
A0A024R542;Q9C0C2;B3KXS7;A0A2R8Y5C4;E9PKK0;E9PKE7;Q86TK2182 kDa tankyrase-1-binding proteinTNKS1BP1 A0A024R542_HUMAN Testis secretory sperm-binding protein Li 206a OS=Homo sapiens OX=9606 PE=2 SV=1;TB182_HUMAN 182 kDa tankyrase-1-binding protein OS=Homo sapiens OX=9606 GN=TNKS1BP1 PE=1 SV=4;B3KXS7_HUMAN cDNA FLJ45975 fis, clone PLACE7018479, highly simil7 10 10 10 6.5 181.79 2.6E+08 89533000 34529000 2954900 1017400 392380
C9J2Z4;C9JC03;B4DZH9;B4DMV9;B4DR44;B4DTR4;B2R5U3;A0A024R571;Q9H4M9;C9JDQ8;Q9NZN3EH domain-containing protein 1EHD1 C9J2Z4_HUMAN EH domain containing 1 (Fragment) OS=Homo sapiens OX=9606 GN=EHD1 PE=1 SV=1;C9JC03_HUMAN EH domain containing 1 (Fragment) OS=Homo sapiens OX=9606 GN=EHD1 PE=1 SV=1;B4DZH9_HUMAN cDNA FLJ55166, highly similar to EH-domain-containing protein 1 O11 3 2 2 11.1 34.721 20346000 0 0 1196800 0 0
Q6FGX3;A0A024R5J5;P20340;B7Z5Z9;Q53ET8;Q9NRW1;F5H3K7;C9JU14;J3KR73;Q6AZ91;C9JB90;C9J0I2;F5GX61;Q53S08;Q14964Ras-related protein Rab-6A;Ras-related protein Rab-6BRAB6A;RAB6B Q6FGX3_HUMAN RAB6A protein OS=Homo sapiens OX=9606 GN=RAB6A PE=2 SV=1;A0A024R5J5_HUMAN H.sapiens ras-related Hrab6 protein OS=Homo sapiens OX=9606 GN=RAB6A PE=2 SV=1;RAB6A_HUMAN Ras-related protein Rab-6A OS=Homo sapiens OX=9606 GN=RAB6A PE=1 SV=3;B7Z5Z9_H15 6 6 6 30.8 23.549 5.36E+08 155240000 45422000 41230000 11942000 3494000
B4E1L0;A0A024R5Q7;P30520 Adenylosuccinate synthetase isozyme 2ADSS B4E1L0_HUMAN Adenylosuccinate synthetase isozyme 2 OS=Homo sapiens OX=9606 GN=ADSS PE=2 SV=1;A0A024R5Q7_HUMAN Adenylosuccinate synthetase isozyme 2 OS=Homo sapiens OX=9606 GN=ADSS PE=2 SV=1;PURA2_HUMAN Adenylosuccinate synthetase isozyme 2 OS=Homo sapiens 3 3 3 3 9.9 47.938 70847000 22056000 5088100 3728800 1160800 267800
P07355;A0A024R5Z7;V9HW65;H0YMW4;H0YN42;H0YMU9;H0YMD0;A6NMY6;H0YM50;H0YL33;B4DNH8;B3KRQ1;H0YKS4;H0YNB8;H0YNP5;A0A7I2V4P4;H0YMM1;H0YN28;H0YKX9;H0YMT9;H0YLV6;H0YKZ7;H0YKL9;H0YKV8;H0YNA0;H0YMD9;H0YKN4;H0YLE2Annexin A2;Annexin;Putative annexin A2-like proteinANXA2;HEL-S-270;ANXA2P2ANXA2_HUMAN Annexin A2 OS=Homo sapiens OX=9606 GN=ANXA2 PE=1 SV=2;A0A024R5Z7_HUMAN Annexin OS=Homo sapiens OX=9606 GN=ANXA2 PE=2 SV=1;V9HW65_HUMAN Annexin OS=Homo sapiens OX=9606 GN=HEL-S-270 PE=2 SV=1;H0YMW4_HUMAN Annexin OS=Homo sapiens OX=9606 GN=ANXA2 28 23 23 23 72 38.604 1.3E+10 7662800000 765180000 5.66E+08 333170000 33269000
H3BTA2;A0A024R625;P60510;Q5U086;H3BV22;I3L4X0;H3BPN5;H3BVE3Serine/threonine-protein phosphatase;Serine/threonine-protein phosphatase 4 catalytic subunitPPP4C H3BTA2_HUMAN Serine/threonine-protein phosphatase (Fragment) OS=Homo sapiens OX=9606 GN=PPP4C PE=1 SV=1;A0A024R625_HUMAN Serine/threonine-protein phosphatase OS=Homo sapiens OX=9606 GN=PPP4C PE=2 SV=1;PP4C_HUMAN Serine/threonine-protein phosphatase 4 catal8 6 5 5 29.2 30.561 2.45E+08 96806000 0 18863000 7446600 0
Q86TY5;Q6FGL0;A0A024R693;Q59FR8;P17931;Q6NVH9;G3V3R6Galectin;Galectin-3 LGALS3;hCG_22119 Q86TY5_HUMAN Galectin OS=Homo sapiens OX=9606 PE=2 SV=1;Q6FGL0_HUMAN Galectin (Fragment) OS=Homo sapiens OX=9606 GN=LGALS3 PE=2 SV=1;A0A024R693_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 PE=2 SV=1;Q59FR8_HUMAN Galectin (Fragme7 6 6 6 52.1 13.897 1.32E+09 0 24473000 1.47E+08 0 2719200
P12814;A0A804HII9;A0A024R694;A0A804HKE2;A0A804HK61;A0A804HLD0;A0A7I2V4Y4;A0A804HLF4;A0A804HJU8;A0A804HIN7;A0A804HL31;H9KV75;B7Z565;Q86TX4;B4DFY0;B3KUX9;B7Z2W3;A1L0V1;G3V2N5;A0A804HJQ9;H7C5W8;B4DRP5;H0YJW3;G3V2W4;H0YJ11;A0A804HJN7;A0A494C033;B7Z4V1;A0A494C166;A0A804HKG0;G3V2X9;A0A494C060;A0A804HIY0;G3V5M4;Q5ZEZ4;A0A494C0Q3;G3V2E8;Q4JCP9;B7Z4P8;G3V380;A0A494C031Alpha-actinin-1 ACTN1 ACTN1_HUMAN Alpha-actinin-1 OS=Homo sapiens OX=9606 GN=ACTN1 PE=1 SV=2;A0A804HII9_HUMAN Actinin alpha 1 OS=Homo sapiens OX=9606 GN=ACTN1 PE=1 SV=1;A0A024R694_HUMAN Actinin, alpha 1, isoform CRA_a OS=Homo sapiens OX=9606 GN=ACTN1 PE=2 SV=1;A0A804HKE2_HUMAN 41 44 28 25 59.8 103.06 4.25E+09 2416500000 9381200 81654000 46471000 180410
G3V2V8;J3KMY5;Q53HV6;A0A024R6C0;G3V3E8;E7EMS2;B4DV10;G3V3D1;P61916;B2R4S5;H0YIZ1Epididymal secretory protein E1NPC2 G3V2V8_HUMAN NPC intracellular cholesterol transporter 2 (Fragment) OS=Homo sapiens OX=9606 GN=NPC2 PE=1 SV=1;J3KMY5_HUMAN NPC intracellular cholesterol transporter 2 OS=Homo sapiens OX=9606 GN=NPC2 PE=1 SV=1;Q53HV6_HUMAN NPC intracellular cholesterol tran11 2 2 2 21.3 13.078 53899000 9191200 0 7699800 1313000 0
P23381;A0A024R6K8;H0YJP3 Tryptophan--tRNA ligase, cytoplasmic;T1-TrpRS;T2-TrpRSWARS SYWC_HUMAN Tryptophan--tRNA ligase, cytoplasmic OS=Homo sapiens OX=9606 GN=WARS1 PE=1 SV=2;A0A024R6K8_HUMAN Tryptophan--tRNA ligase, cytoplasmic OS=Homo sapiens OX=9606 PE=2 SV=1;H0YJP3_HUMAN tryptophan--tRNA ligase (Fragment) OS=Homo sapiens OX=9606 GN=WA3 3 3 3 9.1 53.165 75058000 41726000 5147200 3263400 1814200 223790
A0A024R6M6;A8K5J7;Q9UL15 BAG family molecular chaperone regulator 5BAG5 A0A024R6M6_HUMAN BCL2-associated athanogene 5 OS=Homo sapiens OX=9606 GN=BAG5 PE=2 SV=1;A8K5J7_HUMAN cDNA FLJ77290, highly similar to Homo sapiens BCL2-associated athanogene 5 (BAG5), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;BAG5_HUMAN BAG family molecular c3 1 1 1 2 51.199 0 0 0 0 0 0
Q92900;A0A024R7L5;A0A994J4L7;A0A8A5YP40;A0A994J597;A0A994J773;A0A8A5YP91;A0A8A5YQV3;A0A8A5YNG5;A0A8A5YNF9;B3KY55;A0A8A5YPS5;A0A059XBJ1;Q6ZUC8;A0A059X4U2;A0A059XAJ5;A0A059XG67Regulator of nonsense transcripts 1UPF1 RENT1_HUMAN Regulator of nonsense transcripts 1 OS=Homo sapiens OX=9606 GN=UPF1 PE=1 SV=2;A0A024R7L5_HUMAN UPF1 OS=Homo sapiens OX=9606 GN=UPF1 PE=2 SV=1;A0A994J4L7_HUMAN UPF1 RNA helicase and ATPase OS=Homo sapiens OX=9606 GN=UPF1 PE=1 SV=1;A0A8A5YP40_HUM17 6 6 6 5.9 124.34 1.26E+08 0 26200000 2167200 0 451730
A0A024R7W9;Q92905;Q59GH5;E5RHH5;E5RFS1;E5RG35;E5RK55;E5RHF2COP9 signalosome complex subunit 5COPS5 A0A024R7W9_HUMAN COP9 constitutive photomorphogenic homolog subunit 5 (Arabidopsis), isoform CRA_a OS=Homo sapiens OX=9606 GN=COPS5 PE=2 SV=1;CSN5_HUMAN COP9 signalosome complex subunit 5 OS=Homo sapiens OX=9606 GN=COPS5 PE=1 SV=4;Q59GH5_HUMAN COP9 signalo8 5 5 5 16.2 37.578 2.3E+08 72236000 11729000 13542000 4249200 689950
A0A024R861;O00743;B7Z3E2;Q5T1S7 Serine/threonine-protein phosphatase;Serine/threonine-protein phosphatase 6 catalytic subunit;Serine/threonine-protein phosphatase 6 catalytic subunit, N-terminally processedPPP6C A0A024R861_HUMAN Serine/threonine-protein phosphatase (Fragment) OS=Homo sapiens OX=9606 GN=PPP6C PE=2 SV=1;PPP6_HUMAN Serine/threonine-protein phosphatase 6 catalytic subunit OS=Homo sapiens OX=9606 GN=PPP6C PE=1 SV=1;B7Z3E2_HUMAN protein-serine/threonine4 4 4 4 16.1 35.144 1.59E+08 71867000 7280800 9948100 4491700 455050
P07237;A0A7P0TA71;A0A7P0TA35;A0A7P0TB26;A0A024R8S5;I3L4M2;A0A7P0TA97;A0A7P0T8X1;H7BZ94;B4DUA5;A0A7P0T8C0;B4DNL5;A0A7P0T8J3;I3L3P5;A0A7P0T9K9;B4DLN6;A0A7P0T9U6;I3L0S0;H0Y3Z3;A0A7P0T9D6;I3L514;Q96C96;A0A7P0Z4J0;B4DJS0;A0A7P0Z4S2;B3KTQ9;A0A7P0TAX9;I3NI03;A0A7P0TBP8;A0A7P0T9S9;A0A7P0Z476;B4DNP9;I3L3U6;I3L1Y5;A0A7P0T9E3;A0A7P0T940;A0A7P0Z4B2;A0A7P0TBA3;A0A7P0Z4F8Protein disulfide-isomeraseP4HB PDIA1_HUMAN Protein disulfide-isomerase OS=Homo sapiens OX=9606 GN=P4HB PE=1 SV=3;A0A7P0TA71_HUMAN Protein disulfide-isomerase OS=Homo sapiens OX=9606 GN=P4HB PE=1 SV=1;A0A7P0TA35_HUMAN Protein disulfide-isomerase OS=Homo sapiens OX=9606 GN=P4HB PE=1 SV=1;39 31 31 31 60.4 57.116 1.46E+10 6297200000 475140000 4.18E+08 179920000 13576000
A0A024R9I0;P21283;E7EV59;B7Z593 V-type proton ATPase subunit C 1ATP6V1C1 A0A024R9I0_HUMAN V-type proton ATPase subunit C OS=Homo sapiens OX=9606 GN=ATP6V1C1 PE=2 SV=1;VATC1_HUMAN V-type proton ATPase subunit C 1 OS=Homo sapiens OX=9606 GN=ATP6V1C1 PE=1 SV=4;E7EV59_HUMAN V-type proton ATPase subunit C OS=Homo sapiens OX=9606 GN=4 9 9 9 22.5 43.941 4.47E+08 182970000 35654000 16552000 6776600 1320500
H0Y9L2;D6RIF6;A0A024R9T6;Q9P270 SLAIN motif-containing protein 2SLAIN2;hCG_17415 H0Y9L2_HUMAN SLAIN motif family member 2 (Fragment) OS=Homo sapiens OX=9606 GN=SLAIN2 PE=1 SV=1;D6RIF6_HUMAN SLAIN motif family member 2 OS=Homo sapiens OX=9606 GN=SLAIN2 PE=1 SV=1;A0A024R9T6_HUMAN HCG17415, isoform CRA_a OS=Homo sapiens OX=9606 GN=SLAIN2 4 1 1 1 6.5 17.541 7284800 7284800 0 1040700 1040700 0
Q53GF5;A0A024RA52;P25787;A0A7I2V2H3;A0A7I2YQP7;C9JCK5;H3BT36;Q6MZI6Proteasome subunit alpha type;Proteasome subunit alpha type-2PSMA2 Q53GF5_HUMAN Proteasome subunit alpha type (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A024RA52_HUMAN Proteasome subunit alpha type OS=Homo sapiens OX=9606 GN=PSMA2 PE=1 SV=1;PSA2_HUMAN Proteasome subunit alpha type-2 OS=Homo sapiens OX=9606 GN=PSMA2 PE8 8 8 8 38.9 25.84 3.97E+08 167680000 169630 30558000 12899000 13048
B4DPQ6;A0A024RA87;B4DNE4;G3V1Q4;A0A023T695;A0A0U1RRE1;Q5JXL7;A0A0U1RRM2;A0A0U1RRH9;A4D1Y2;J3QRT6;J3KSZ7;Q6ZU15;O432367-Sep B4DPQ6_HUMAN Septin OS=Homo sapiens OX=9606 PE=2 SV=1;A0A024RA87_HUMAN Septin OS=Homo sapiens OX=9606 GN=SEPTIN7 PE=1 SV=1;B4DNE4_HUMAN Septin OS=Homo sapiens OX=9606 PE=2 SV=1;G3V1Q4_HUMAN Septin OS=Homo sapiens OX=9606 GN=SEPTIN7 PE=1 SV=2;A0A023T695_HUM14 14 14 0 31 44.902 2.06E+09 321970000 949820000 1.03E+08 16098000 47491000
A5PLK7;A0A024RAC5;Q9P258 Protein RCC2 RCC2 A5PLK7_HUMAN RCC2 protein (Fragment) OS=Homo sapiens OX=9606 GN=RCC2 PE=2 SV=1;A0A024RAC5_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 GN=RCC2 PE=2 SV=1;RCC2_HUMAN Protein RCC2 OS=Homo sapiens OX=9606 GN=RCC2 PE=1 SV=23 16 16 16 41.6 49.678 2.69E+09 694920000 650080000 1.03E+08 26728000 25003000
Q5URX0;A0A024RAJ6;P07686;H0YA83;H0Y9B6 Beta-hexosaminidase;Beta-hexosaminidase subunit beta;Beta-hexosaminidase subunit beta chain B;Beta-hexosaminidase subunit beta chain AHEXB Q5URX0_HUMAN beta-N-acetylhexosaminidase OS=Homo sapiens OX=9606 GN=HEXB PE=1 SV=1;A0A024RAJ6_HUMAN Beta-hexosaminidase OS=Homo sapiens OX=9606 GN=HEXB PE=2 SV=1;HEXB_HUMAN Beta-hexosaminidase subunit beta OS=Homo sapiens OX=9606 GN=HEXB PE=1 SV=4;H0YA83_H5 3 3 3 10.9 38.258 48885000 0 0 2444200 0 0
P09651;F8W6I7;A0A024RB53;A0A7I2V3R8;A0A7I2V3W0;Q6IPF2;Q0VAC0;A0A7I2V2L6;Q9BSM5;F8VZ49;Q32P51;A0A7I2YQX9;B4E0B5;B4DP35;F8VTQ5;A0A2R8Y4L2;H0YH80;F8W646;A0A7I2V5U9;Q3MI39;A0A7I2YQ85;A0A7I2V334;A0A7I2YQY2;A0A7I2V2X1;A0A7I2V4F8;A0A7I2V3U8;A0A7I2V360;A0A7I2V2M7;A0A7I2V2Q7;A0A7I2V520;A0A7I2V459;A0A7I2V4P7;A0A7I2V2F1;A0A7I2V453;A0A7I2V2R4;A0A7I2V666;A0A7I2V661;A0A7I2V5P1;A0A7I2V5N7;A0A7I2V4E2;A0A7I2V3K5;A0A7I2V497;F8VYN5;A0A7I2V3W4;A0A7I2V5H0;A0A7I2YQV3;A0A7I2V3C7;A0A7I2V4M0;A0A7I2V2Z4;A0A7I2V5T1Heterogeneous nuclear ribonucleoprotein A1;Heterogeneous nuclear ribonucleoprotein A1, N-terminally processed;Heterogeneous nuclear ribonucleoprotein A1-like 2HNRNPA1;HNRPA1;HNRNPA1L2ROA1_HUMAN Heterogeneous nuclear ribonucleoprotein A1 OS=Homo sapiens OX=9606 GN=HNRNPA1 PE=1 SV=5;F8W6I7_HUMAN Heterogeneous nuclear ribonucleoprotein A1 OS=Homo sapiens OX=9606 GN=HNRNPA1 PE=1 SV=2;A0A024RB53_HUMAN Epididymis secretory sperm binding prot50 14 13 12 45.7 38.746 6.12E+09 1181700000 201600000 3.4E+08 65650000 11200000
A0A024RBB5;F8VW96;Q16527;F8VQR7 Cysteine and glycine-rich protein 2CSRP2 A0A024RBB5_HUMAN Cysteine and glycine-rich protein 2, isoform CRA_a OS=Homo sapiens OX=9606 GN=CSRP2 PE=2 SV=1;F8VW96_HUMAN Cysteine and glycine rich protein 2 OS=Homo sapiens OX=9606 GN=CSRP2 PE=1 SV=1;CSRP2_HUMAN Cysteine and glycine-rich protein 2 OS=Ho4 5 5 5 32.6 20.954 1.41E+08 0 0 12862000 0 0
H0YFA9;B4DTT0;Q7Z3X3;H7C3P4;A8K6V6;A0A024RBC5;F6S8M0;B4E284;P15586;F5H4C6;A0A0S2Z3S2N-acetylglucosamine-6-sulfataseGNS;DKFZp686E12166H0YFA9_HUMAN Glucosamine (N-acetyl)-6-sulfatase (Fragment) OS=Homo sapiens OX=9606 GN=GNS PE=1 SV=1;B4DTT0_HUMAN N-acetylglucosamine-6-sulfatase OS=Homo sapiens OX=9606 PE=2 SV=1;Q7Z3X3_HUMAN N-acetylglucosamine-6-sulfatase OS=Homo sapiens OX=9606 GN=DKFZp11 4 4 4 12.9 34.608 1.11E+08 28001000 22465000 10082000 2545500 2042300
Q13838;Q5STU3;A0A024RCM3;A0A0G2JJZ9;A0A140T9X3;F6WLT2;F6TRA5;F6S4E6;A0A0A0MT12;Q59G92;B4DP52;A0A140T996;F6UJC5;B4DIJ6;A0A140TA18;A0A140T9X9;A0A140T9L4;A0A140T973;A0A140T9K1;B4DIZ8;F6R6M7;F6QYI9;H0Y400;A0A0G2JJL7;Q7KYK3;K7EN69;B4DF34;A0A0G2JHN7;A0A286SD65;A0A286SD67;A0A286SD52;A0A286SD59;A0A286SD63;A0A286SD64;K7ENP6;F6U6E2;Q69YT6;A0A286SD68;K7EIL8;F6S2B7;F6SXL5;B4DH55;K7EL56;A0A140T9N3;H0YCC6;A0A140T9K2Spliceosome RNA helicase DDX39BDDX39B;hCG_2005638DX39B_HUMAN Spliceosome RNA helicase DDX39B OS=Homo sapiens OX=9606 GN=DDX39B PE=1 SV=1;Q5STU3_HUMAN RNA helicase OS=Homo sapiens OX=9606 GN=DDX39B PE=1 SV=2;A0A024RCM3_HUMAN RNA helicase OS=Homo sapiens OX=9606 PE=4 SV=1;A0A0G2JJZ9_HUMAN Spliceosome RNA h46 10 10 3 25 48.991 1.61E+09 137520000 1507500 84711000 7238100 79340
P46379;A0A7I2V508;A0A0G2JK23;A0A024RCM4;A0A1U9X7A6;A0A1U9X7A9;A0A7P0MQS5;A0A0G2JL47;F6UR09;A0A0G2JJM1;X6REW1;F6S6P2;F6U341;F6X9W3;F6VEM6;F6WML8;A0A1B0GX79;A0A0G2JJR8;A0A7I2V3H1;F6XTU0;F6U1F2;H0Y710;F6TC96Large proline-rich protein BAG6BAG6 BAG6_HUMAN Large proline-rich protein BAG6 OS=Homo sapiens OX=9606 GN=BAG6 PE=1 SV=2;A0A7I2V508_HUMAN Large proline-rich protein BAG6 OS=Homo sapiens OX=9606 GN=BAG6 PE=1 SV=1;A0A0G2JK23_HUMAN Large proline-rich protein BAG6 OS=Homo sapiens OX=9606 GN=BAG623 4 4 4 3.6 119.41 1.01E+08 52158000 0 3052800 1580500 0
A0A1U9X9D5;A0A1U9X9C8;A0A1U9X9C7;A0A1U9X9C4;A0A1U9X9C1;A0A1U9X9A3;A0A1U9X9A1;A0A024RCN6;P26640;A0A140T936;B4DT32;A0A140T954;A2ABF4;A0A0G2JJT9;A0A140T904Valine--tRNA ligase VARS A0A1U9X9D5_HUMAN Valine--tRNA ligase OS=Homo sapiens OX=9606 PE=3 SV=2;A0A1U9X9C8_HUMAN Valine--tRNA ligase OS=Homo sapiens OX=9606 PE=1 SV=1;A0A1U9X9C7_HUMAN Valine--tRNA ligase OS=Homo sapiens OX=9606 PE=1 SV=1;A0A1U9X9C4_HUMAN Valine--tRNA ligase OS=Hom15 18 18 18 19.5 140.46 7.91E+08 256700000 0 13406000 4350900 0
B4DWZ0;B7ZAS6;B4DNS8;Q6P458;Q0EFC6;B4DYK6;A0A1U9X7R2;A0A024RCR2;P36915;A8MPZ0;A2AB27;Q86Z07;A0A140T8Y2;Q96QB8Guanine nucleotide-binding protein-like 1GNL1;HSR1 B4DWZ0_HUMAN cDNA FLJ52448, moderately similar to Guanine nucleotide-binding protein-like 1 OS=Homo sapiens OX=9606 PE=2 SV=1;B7ZAS6_HUMAN cDNA, FLJ79290, highly similar to Guanine nucleotide-binding protein-like 1 OS=Homo sapiens OX=9606 PE=2 SV=1;B4DNS8_14 2 2 2 4.5 45.32 23602000 9014400 0 983410 375600 0
A8K6Q9;A0A024RDV9;Q8N0X7;B4DXT5;B3KML8;B3KMI3;A0A0S2Z510Spartin SPG20 A8K6Q9_HUMAN cDNA FLJ75882, highly similar to Homo sapiens spastic paraplegia 20, spartin (Troyer syndrome) (SPG20), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;A0A024RDV9_HUMAN Spastic paraplegia 20 isoform 1 (Fragment) OS=Homo sapiens OX=9606 GN=SPG20 PE=2 SV7 3 3 3 5.9 72.831 45837000 9493700 0 1527900 316460 0
P04439;X5MI21;A0A4P2SSI7;A0A5A4LLF6;A0A5H2UHU6;A0A5H2UHK1;A0A5H2UF78;A0A6B7KV80;A0A5A4LJA0;A0A5A4LTQ0;A0A5A4LLH1;A0A4P2SRY5;A0A0N9MPC4;A0A5A4LLF0;A0A5A4LI86;F8LSY2;A0A5A4LH43;A0A3G4R8Q7;A0A6C0SGK5;F8T1H2;A0A110BIQ6;A0A6C1HWG5;A0A6C1HWE5;A0A6C0VB37;A0A6C0SGT3;A0A6C0TKS0;A0A678ZVN3;A0A6C0SGG6;A0A6B7KQ45;A0A583ZB92;A0A6B9KAI8;A0A6B9KGV8;A0A5H2UYR7;A0A060VD16;A0A097PED7;A0A5H2WTZ8;A0A455JTM2;A0A455JS07;A0A411GA17;A0A410P7W7;A0A9L9PY26;A0A410JA26;A0A5A4M307;A0A5H2UYP3;A0A060GTH2;G8FV57;A0A5H2UYK0;G8FQ53;A0A5H2UYJ8;A0A5H2UYT5;A0A5H2UUW3;A0A5H2UUH1;A0A5H2UUF9;A0A5H2UU86;A0A5H2UT43;A0A5H2UIC5;A0A5H2UI71;A0A5H2UI54;A0A076L0P9;A0A678ZGZ8;A0A7R9KAX6;A0A649ZU83;A0A866VWG0;A0A649UPT4;A0A8F4JG78;A0A583ZB83;A0A5A4M334;A0A6B7FVM4;A0A0D6K972;A0A7D3UWS0;X5MFE4;A0A678ZW80;A0A060VCY5;A0A060VCY6;A0A678ZN67;X5MFD7;A0A678ZWL4;A0A7I8AUN1;A0A3G5BD32;A0A678ZMH4;A0A2U3QLH8;A0A678ZKK9;A0A3G2LWU0;A0A6B7FTH0;A0A6B9KHB8;A0A6B7FTH7;A0A6B7FU34;A0A6B7FUZ8;B1PT16;A0A090KKC3;A0A0U5LBS5;A0A6B7HHU0;A0A6B7HG58;Q6IVJ9;A5PHP7;A0A0A1EAW8;A0A6B7HGE9;A
B9KFK9;A0A6B9KAH8;B2G4X0;B2G4X1;A0A678ZVM5;A0A6B7IFQ5;A0A6B7IDW6;A0A6B7ICX9;A0A6B7IBZ7;A0A6B7HHT7;A0A6B7HGQ4;A0A6B7HGQ0;A0A6B7HGN9;A0A6B7HGN3;A0A6B7HHU7;A0A346FLH7;A0A286R617;A0A6B9WHU5;F6IQE3;A0A2P1G6E1;A0A2K9VPV3;A0A2K9VPV4;A0A2K9VPV8;A0A2K9VPW0;A0A2K9VPW2;A0A2K9VPW3;A0A2K9VPW9;A0A6B7FWJ4;A0A2K9VPV0;E3WHS6;F6IQL9;A0A678ZWL7;G9MCL5;H9TV73;A0A2P1CQH4;I2GAE0;I2GAE1;A0A2K9VPV6;A0A6B9KNP2;B9WPQ7;A0A2I6J4D9;A0A3S6RG19;A0A0U5Q074;A0A411CX79;A0A125RL88;A0A583ZBC1;A0A0S4XRH9;A0A5H2UIF3;A0A0U3CJ72;A0A0U5PZ31;A0A678ZX55;A0A8F2PMX5;A0A8F4GAC3;A0A0U5PXI8;A0A0U5PXL2;A0A0U5PXM5;A0A090KME2;A0A5A4LJ79;A0A4P2SSE9;A0A5A4LHG3;A0A5A4LHD7;A0A455JRX1;A0A8F5J0E1;A0A0U5Q1V3;A0A0S4XR94;A0A2P1FZJ4;A0A330NMI6;A0A678ZIC5;A0A8E4NFK9;A0A0S4XQT2;A0A0S4XQX0;A0A0S4XQX6;A0A0S4XR33;A0A0S4XRG6;A0A0U5Q1Q2;A0A7S5GRV6;A0A5H2UF95;A0A866W2K2;A0A493QP44;A0A482PB03;A0A0S4XRW0;A0A8F5FV40;A0A0U5Q0S0;A0A2R3U9Y9;A0A2P9FIF6;A0A2P9FIG5;A0A6C0SED3;A0A678ZGT6;A0A678ZGZ9;A0A5Q0TX06;A0A1G4HPU6;A0A6C1HXA0;A0A1G4HPZ1;A0A6G9W1F6;A0A678ZVJ3;A0A1D3KYL9;A0A6F8VIG4;A
A0A142L065;A0A3S6RFL4;A0A142J2A5;F6IQQ6;F6IQQ7;A0A3G2YV06;A0A3S6RFK9;A0A3S6RFM0;A0A3S6RFM7;A0A142FK33;A0A142DDR8;A0A142BS56;A0A3S6RFK2;A0A3G4R8Q9;A0A3G4R1E9;A0A142J2G8;A0A142J2H1;A0A3G2YUZ4;A0A142J2H2;A0A3G2LWW4;A0A3G2LWR5;A0A3S6RFJ8;A0A3S6RFI3;A0A142J2A7;A0A3S6RFI1;A0A345F0V4;A0A0S2IKY7;A0A3S6RFH5;A0A3Q9JRD4;A0A3Q8VP37;A0A141MJG6;A0A141MJG7;A0A141MJG8;A0A141MJH1;F6IQB9;F6IQH2;A0A6M5WT88;F6IQH8;V5NQR7;F6IQI5;F6IQR0;V5NQS5;F6IQM2;V5NQA4;F6IQJ3;F6IQH5;F6IQH6;F6IQH7;F6IQH9;F6IQJ0;F6IQI0;F6IQI1;F6IQI2;F6IQI3;V5NQT0;V5NQE9;V5NQT5;F6IQI6;F6IQI7;F6IQI8;V5NQR3;V5NQG2;V5NQF8;V5NQF4;A0A4Y5RU83;A0A3Q9BIB8;F6IQQ8;F4NBX7;V5NRE8;V5NSV6;V5NRD2;V5NQA7;V5NQB2;V5NQB5;V5NQB9;A0A6B9V3B6;A0A6B9QH15;A0A7T3RIQ2;V5NQC2;V5NQC6;V5NQC9;V5NQE0;V5NQE5;V5NRD7;F6IQJ6;F6IQI9;A0A6C0NSP3;F6IQE0;F6IQM4;V5NRC4;V5NRC9;V5NQZ9;V5NQX4;F6IQM7;F4NC20;V5NQY1;V5NQW5;V5NQU7;F6IQM3;V5NQW2;A0A6B9Y1D4;V5NQX2;A0A2R4KPC2;V5NQW6;V5NQW9;A0A6C0TDD8;F6IQM5;V5NQX0;F6IQM6;V5NQU3;V5NQV7;V5NRB9;V5NRB3;V5NRA9;V5NRA5;A0A6B9XPK7;F6IQJ1;F6IQJ2;F6IQJ5;A0A6C0SH34;F6IQJ4;AHLA class I histocompatibility antigen, A-3 alpha chainHLA-A;HLA;HLA-B;HLA-A24AKHLAA_HUMAN HLA class I histocompatibility antigen, A alpha chain OS=Homo sapiens OX=9606 GN=HLA-A PE=1 SV=2;X5MI21_HUMAN MHC class I antigen (Fragment) OS=Homo sapiens OX=9606 GN=HLA-A PE=3 SV=1;A0A4P2SSI7_HUMAN MHC class I antigen OS=Homo sapiens OX=9606 7034 3 3 0 7.9 40.84 1.36E+08 9085400 0 6496800 432640 0
H0Y7V4;A0A075B6F3;Q96JB1 Dynein heavy chain 8, axonemalDNAH8 H0Y7V4_HUMAN Dynein axonemal heavy chain 8 OS=Homo sapiens OX=9606 GN=DNAH8 PE=1 SV=1;A0A075B6F3_HUMAN Dynein axonemal heavy chain 8 OS=Homo sapiens OX=9606 GN=DNAH8 PE=1 SV=2;DYH8_HUMAN Dynein axonemal heavy chain 8 OS=Homo sapiens OX=9606 GN=DNAH8 PE=1 S3 1 1 1 0.2 478.87 0 0 0 0 0 0
A0A0C4DGU3;A0A075B6F6;A0A0S2Z6F0;A0A3B3IT72;A0A0S2Z5V7;A0A3B3IUB5;Q8TCT9Minor histocompatibility antigen H13HM13 A0A0C4DGU3_HUMAN Histocompatibility minor 13 OS=Homo sapiens OX=9606 GN=HM13 PE=1 SV=1;A0A075B6F6_HUMAN Histocompatibility minor 13 (Fragment) OS=Homo sapiens OX=9606 GN=HM13 PE=1 SV=1;A0A0S2Z6F0_HUMAN Histocompatibility 13 isoform 2 OS=Homo sapiens OX=9607 1 1 1 8.4 15.432 36935000 12302000 0 5276400 1757400 0
A8K670;A0A075B6F9;Q9Y314;M0R1T7;M0QX85;B4DUN3;M0R1K2;M0R3B2Nitric oxide synthase-interacting proteinNOSIP A8K670_HUMAN Nitric oxide synthase-interacting protein OS=Homo sapiens OX=9606 PE=2 SV=1;A0A075B6F9_HUMAN Nitric oxide synthase-interacting protein OS=Homo sapiens OX=9606 GN=NOSIP PE=1 SV=1;NOSIP_HUMAN Nitric oxide synthase-interacting protein OS=Homo sap8 2 2 2 8 33.184 34805000 0 7098900 2047300 0 417580
C9JIE4;A0A075B7B1;O15061 Synemin SYNM C9JIE4_HUMAN Synemin OS=Homo sapiens OX=9606 GN=SYNM PE=1 SV=2;A0A075B7B1_HUMAN Desmuslin, isoform CRA_a OS=Homo sapiens OX=9606 GN=SYNM PE=1 SV=1;SYNEM_HUMAN Synemin OS=Homo sapiens OX=9606 GN=SYNM PE=1 SV=33 2 2 2 5.6 39.069 5100800 0 0 204030 0 0
U3KQE2;K7EM73;K7EIV0;A0A075B7C0;A0A0C4DGQ5;P04632;U3KPR7;K7EKD8;K7ELJ7Calpain small subunit 1 CAPNS1 U3KQE2_HUMAN Calpain small subunit 1 (Fragment) OS=Homo sapiens OX=9606 GN=CAPNS1 PE=1 SV=1;K7EM73_HUMAN Calpain small subunit 1 (Fragment) OS=Homo sapiens OX=9606 GN=CAPNS1 PE=1 SV=1;K7EIV0_HUMAN Calpain small subunit 1 (Fragment) OS=Homo sapiens OX=9606 9 3 3 3 23.6 18.445 61628000 41336000 0 6847600 4592800 0
A0A080YUZ5;Q96KX0 Lysozyme-like protein 4 LYZA;LYZL4 A0A080YUZ5_HUMAN Lysozyme A OS=Homo sapiens OX=9606 GN=LYZA PE=3 SV=1;LYZL4_HUMAN Lysozyme-like protein 4 OS=Homo sapiens OX=9606 GN=LYZL4 PE=2 SV=12 1 1 1 6.2 16.433 0 0 0 0 0 0
A0A087WT20;Q9NV06;E5RHM4;B3KME9 DDB1- and CUL4-associated factor 13DCAF13 A0A087WT20_HUMAN DDB1- and CUL4-associated factor 13 OS=Homo sapiens OX=9606 GN=DCAF13 PE=1 SV=1;DCA13_HUMAN DDB1- and CUL4-associated factor 13 OS=Homo sapiens OX=9606 GN=DCAF13 PE=1 SV=2;E5RHM4_HUMAN DDB1 and CUL4 associated factor 13 OS=Homo sapiens OX=4 2 2 2 3.9 67.55 17212000 0 6694100 478100 0 185950
B7WPH3;A0A0R4J2E1;A0A087WT21;Q9BXF3 Cat eye syndrome critical region protein 2CECR2 B7WPH3_HUMAN CECR2 histone acetyl-lysine reader OS=Homo sapiens OX=9606 GN=CECR2 PE=1 SV=2;A0A0R4J2E1_HUMAN Cat eye syndrome critical region protein 2 OS=Homo sapiens OX=9606 GN=CECR2 PE=1 SV=1;A0A087WT21_HUMAN CECR2 histone acetyl-lysine reader OS=Homo sa4 1 1 1 1.2 143.05 0 0 0 0 0 0
Q4V328;A0A994J724;A0A994J3X9;A0A994J6M6;A0A087WXA6;A0A994J489;A0A994J4J8;A0A994J436;A0A994J7A3;A0A994J4B5;A0A994J6S6;A0A994J6Q0;A0A994J472;A0A994J4U4;A0A994J4F7;A0A994J447;A0A994J6V9;A8K7Z3;A0A994J463;A0A994J4A2;A0A994J4H5;A0A994J484;A0A994J6U6;A0A994J720;A0A994J4V2;A0A994J488;A0A994J783;A0A087WT45;A0A994J7B3;A0A994J4H0;A0A994J446;A0A994J4E1;A0A994J772;A0A994J4M4;A0A994J6P1;A0A994J790;A0A087WWF2;A0A994J799;A0A994J3Y7;A0A994J6X0;A0A994J452;A0A994J4G1;A0A994J4D1;A0A994J4N3;A0A994J4V9;A0A994J745;A0A087WW92;A0A994J6U0;A0A994J467GRIP1-associated protein 1GRIPAP1 GRAP1_HUMAN GRIP1-associated protein 1 OS=Homo sapiens OX=9606 GN=GRIPAP1 PE=1 SV=2;A0A994J724_HUMAN GRIP1 associated protein 1 OS=Homo sapiens OX=9606 GN=GRIPAP1 PE=1 SV=1;A0A994J3X9_HUMAN GRIP1 associated protein 1 OS=Homo sapiens OX=9606 GN=GRIPAP1 PE=149 4 4 4 5.4 96.004 31289000 27252000 4037100 665730 579830 85896
A0A087WTB8;Q5TBK7;A0A140VJZ4;P15374 Ubiquitin carboxyl-terminal hydrolase;Ubiquitin carboxyl-terminal hydrolase isozyme L3UCHL3 A0A087WTB8_HUMAN Ubiquitin carboxyl-terminal hydrolase OS=Homo sapiens OX=9606 GN=UCHL3 PE=1 SV=1;Q5TBK7_HUMAN Ubiquitin C-terminal hydrolase L3 (Fragment) OS=Homo sapiens OX=9606 GN=UCHL3 PE=1 SV=1;A0A140VJZ4_HUMAN Ubiquitin carboxyl-terminal hydrolase OS4 3 3 3 22.2 21.945 1.11E+08 68933000 0 10064000 6266700 0
D6RIY0;Q4W5N2;A0A087WTY0;Q15928;B4DXR9 Zinc finger protein 141;Zinc finger protein 732ZNF141;ZNF732 D6RIY0_HUMAN Zinc finger protein 141 OS=Homo sapiens OX=9606 GN=ZNF141 PE=1 SV=1;Q4W5N2_HUMAN Uncharacterized protein ZNF141 (Fragment) OS=Homo sapiens OX=9606 GN=ZNF141 PE=4 SV=1;A0A087WTY0_HUMAN Zinc finger protein 732 (Fragment) OS=Homo sapiens OX=9606 5 1 1 1 6 23.325 0 0 0 0 0 0
A0A087WUE2;A0A494BZT8;Q9Y6A5;Q8IX09;C9JA91;E7EMT0;B4E355;B4DYJ1Transforming acidic coiled-coil-containing protein 3TACC3;ERIC-1s A0A087WUE2_HUMAN Transforming acidic coiled-coil containing protein 3 OS=Homo sapiens OX=9606 GN=TACC3 PE=1 SV=1;A0A494BZT8_HUMAN Transforming acidic coiled-coil containing protein 3 OS=Homo sapiens OX=9606 GN=TACC3 PE=1 SV=1;TACC3_HUMAN Transforming acidi8 2 2 2 4.2 53.449 18816000 15068000 0 896000 717540 0
B4DTA2;A0A087WUK2;O14979;B4DGN3 Heterogeneous nuclear ribonucleoprotein D-likeHNRNPDL B4DTA2_HUMAN cDNA FLJ60148, highly similar to Homo sapiens heterogeneous nuclear ribonucleoprotein D-like (HNRPDL), transcript variant 2, mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;A0A087WUK2_HUMAN Heterogeneous nuclear ribonucleoprotein D like OS=Homo sapiens4 5 4 4 17.7 30.214 3.27E+08 139560000 13850000 25123000 10736000 1065400
Q8N5A0;A0A087WUT6;O60841;B3KM86;A0JLR8;Q05CQ1 Eukaryotic translation initiation factor 5BEIF5B Q8N5A0_HUMAN Eukaryotic translation initiation factor 5B OS=Homo sapiens OX=9606 GN=EIF5B PE=1 SV=1;A0A087WUT6_HUMAN Eukaryotic translation initiation factor 5B OS=Homo sapiens OX=9606 GN=EIF5B PE=1 SV=1;IF2P_HUMAN Eukaryotic translation initiation factor 6 9 9 9 10.1 138.8 3.15E+08 106420000 48520000 6176300 2086700 951380
A0A087WUV8;A0A7P0T8A7;B4DY23;A0A7P0TB04;A0A7P0TA85;Q54A51;B4DNE1;P35613Basigin BSG;hEMMPRIN A0A087WUV8_HUMAN Basigin (Ok blood group) OS=Homo sapiens OX=9606 GN=BSG PE=1 SV=1;A0A7P0T8A7_HUMAN Basigin (Ok blood group) OS=Homo sapiens OX=9606 GN=BSG PE=1 SV=1;B4DY23_HUMAN cDNA FLJ61188, highly similar to Basigin OS=Homo sapiens OX=9606 PE=2 SV=1;A08 1 1 1 9.5 20.542 15645000 0 0 1303700 0 0
D3DWY0;C9J2V2;A0A087X0G7;A0A087WUW6;A0A087X1B1;A0A8I5KQX1;Q9Y6K9;C9JN51;A0A8I5KQX5NF-kappa-B essential modulatorIKBKG D3DWY0_HUMAN Inhibitor of kappa light polypeptide gene enhancer in B-cells, kinase gamma, isoform CRA_b OS=Homo sapiens OX=9606 GN=IKBKG PE=1 SV=1;C9J2V2_HUMAN Inhibitor of nuclear factor kappa B kinase regulatory subunit gamma OS=Homo sapiens OX=9606 GN=I9 2 2 2 8.4 32.514 15576000 15576000 0 819770 819770 0
Q6IB68;A0A087WV05;Q99417;A0A0D9SEI7 C-Myc-binding protein MYCBP Q6IB68_HUMAN MYCBP protein OS=Homo sapiens OX=9606 GN=MYCBP PE=2 SV=1;A0A087WV05_HUMAN c-Myc-binding protein OS=Homo sapiens OX=9606 PE=3 SV=1;MYCBP_HUMAN c-Myc-binding protein OS=Homo sapiens OX=9606 GN=MYCBP PE=1 SV=3;A0A0D9SEI7_HUMAN MYC binding protein4 2 2 2 19.4 11.953 1.51E+08 59385000 23538000 21628000 8483500 3362600
P17612;P22694;A0A8V8TL59;B4E2L0;B2RB89;A8K8B9;A0A087WVC4;B7ZA00;B1APG3;A0A7I2V5J4;B1APF7;B1APF9;K7ERP6;B1APF8;B1APG2;Q15136;B1APG0;B1APG1;B7Z708;A0A7I2YQ82cAMP-dependent protein kinase catalytic subunit alpha;cAMP-dependent protein kinase catalytic subunit betaPRKACA;PRKACB;KIN27KAPCA_HUMAN cAMP-dependent protein kinase catalytic subunit alpha OS=Homo sapiens OX=9606 GN=PRKACA PE=1 SV=2;KAPCB_HUMAN cAMP-dependent protein kinase catalytic subunit beta OS=Homo sapiens OX=9606 GN=PRKACB PE=1 SV=2;A0A8V8TL59_HUMAN cAMP-dependent prote20 3 3 3 7.7 40.589 1.08E+08 22299000 22716000 5994600 1238800 1262000
A0A087WY94;A0A087WVD7;Q9Y3D8 Adenylate kinase isoenzyme 6TAF9;AK6 A0A087WY94_HUMAN Adenylate kinase 6 OS=Homo sapiens OX=9606 GN=AK6 PE=1 SV=1;A0A087WVD7_HUMAN Adenylate kinase 6 OS=Homo sapiens OX=9606 GN=AK6 PE=1 SV=1;KAD6_HUMAN Adenylate kinase isoenzyme 6 OS=Homo sapiens OX=9606 GN=AK6 PE=1 SV=13 1 1 1 19.1 4.9969 17999000 15806000 2192900 8999400 7902900 1096500
O14646;A0A087WVF4;A0A994J7K7;A0A8V8TRB2;B7ZML1;H3BTW3;A0A8Q3WKT9;Q461N2;H0YJG4;A0A0D9SEU0;B4DR07;A8K9Y5;B4DLD8;A0A1B0GTU9;O14647;Q3L8U1;Q9P2D1Chromodomain-helicase-DNA-binding protein 1CHD1 CHD1_HUMAN Chromodomain-helicase-DNA-binding protein 1 OS=Homo sapiens OX=9606 GN=CHD1 PE=1 SV=2;A0A087WVF4_HUMAN DNA helicase OS=Homo sapiens OX=9606 GN=CHD1 PE=1 SV=2;A0A994J7K7_HUMAN DNA helicase OS=Homo sapiens OX=9606 GN=CHD1 PE=1 SV=117 5 5 4 2.9 196.69 56804000 0 33279000 676240 0 396180
K4DI81;A0A0A0MSE8;A0A087WVK1;Q5TZN3;B2R4U3;O00762 Ubiquitin-conjugating enzyme E2 CUBE2C K4DI81_HUMAN Ubiquitin conjugating enzyme E2 C OS=Homo sapiens OX=9606 GN=UBE2C PE=1 SV=1;A0A0A0MSE8_HUMAN Ubiquitin conjugating enzyme E2 C OS=Homo sapiens OX=9606 GN=UBE2C PE=1 SV=1;A0A087WVK1_HUMAN Ubiquitin conjugating enzyme E2 C OS=Homo sapiens OX=966 1 1 1 22 5.1169 33950000 33950000 0 11317000 11317000 0
Q00610;A0A8V8TQ14;K7EJJ5;A0A087WVQ6;A0A8V8TR47;A0A8V8TRF0;A0A8V8TQK1;A0A8V8TRE8;A0A8V8TQK3;A0A8V8TQ18;J3KRF5;J3KS13;A0A087WX41;P53675;A0A8V8TQK7;A4FU99;F5H5N6Clathrin heavy chain 1;Clathrin heavy chainCLTC CLH1_HUMAN Clathrin heavy chain 1 OS=Homo sapiens OX=9606 GN=CLTC PE=1 SV=5;A0A8V8TQ14_HUMAN Clathrin heavy chain OS=Homo sapiens OX=9606 GN=CLTC PE=1 SV=1;K7EJJ5_HUMAN Clathrin heavy chain OS=Homo sapiens OX=9606 GN=CLTC PE=1 SV=2;A0A087WVQ6_HUMAN Clathri17 32 32 32 24.5 191.61 1.8E+09 257860000 45470000 19947000 2865200 505220
Q99460;Q05CW6;B2R6D0;A0A7I2V5C8;A0A087WW66;A0A7I2V262;A0A7I2YQY1;A0A7I2V2K8;Q05BX4;A0A7P0MW50;A0A7I2V641;A0A7I2V4X0;A0A7I2YQI9;A0A7I2V523;A0A7I2V479;A0A7I2V491;C9J9M4;A0A7I2V4A5;H7BZR626S proteasome non-ATPase regulatory subunit 1PSMD1 PSMD1_HUMAN 26S proteasome non-ATPase regulatory subunit 1 OS=Homo sapiens OX=9606 GN=PSMD1 PE=1 SV=2;Q05CW6_HUMAN 26S proteasome non-ATPase regulatory subunit 1 (Fragment) OS=Homo sapiens OX=9606 GN=PSMD1 PE=2 SV=1;B2R6D0_HUMAN 26S proteasome non-ATPase r19 5 5 5 7 105.84 1.47E+08 40368000 3803600 3118600 858900 80928
A0A8V8TMZ6;A0A8V8TN02;A0A087WWF6;A0A8V8TPA6;C9JLE1;H7C1B3;A0A8V8TMJ5;A0A8V8TMJ0;B4DP28;A0A8V8TPA1;C9JHC7;A0A8V8TNY7;A0A8V8TN07;A0A8V8TMK0;C9IZD2;A0A8V8TPB6;P49005DNA polymerase delta subunit 2POLD2 A0A8V8TMZ6_HUMAN DNA polymerase delta 2, accessory subunit OS=Homo sapiens OX=9606 GN=POLD2 PE=1 SV=1;A0A8V8TN02_HUMAN DNA polymerase delta 2, accessory subunit OS=Homo sapiens OX=9606 GN=POLD2 PE=1 SV=1;A0A087WWF6_HUMAN DNA polymerase delta subunit 2 OS=H17 1 1 1 16.9 9.3884 25760000 0 15645000 5152000 0 3129100
A0A087WYV3;B4DYA9;A0A0D9SEW3;A0A087WXF8;Q9NP64;A0A087WXU5Nucleolar protein of 40 kDaZCCHC17 A0A087WYV3_HUMAN Zinc finger CCHC-type containing 17 OS=Homo sapiens OX=9606 GN=ZCCHC17 PE=1 SV=1;B4DYA9_HUMAN cDNA FLJ52942, highly similar to Nucleolar protein of 40 kDa OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0D9SEW3_HUMAN Zinc finger CCHC-type containing 6 2 2 2 12.3 20.451 0 0 0 0 0 0
A0A087WXM6;J3QQT2;J3QLC8;J3KRX5;A0A0A0MRF8;A0A0A6YYL6;P18621;J3KRB3;A0A087WWH0;J3QS96;A0A087WY81;A4D1R6;A4D1R560S ribosomal protein L17RPL17;RPL17-C18orf32A0A087WXM6_HUMAN Large ribosomal subunit protein uL22 (Fragment) OS=Homo sapiens OX=9606 GN=RPL17 PE=1 SV=1;J3QQT2_HUMAN Large ribosomal subunit protein uL22 (Fragment) OS=Homo sapiens OX=9606 GN=RPL17 PE=1 SV=1;J3QLC8_HUMAN Large ribosomal subunit protein13 6 6 6 44.4 19.586 3.78E+09 1526300000 91556000 4.2E+08 169590000 10173000
Q9C063;A0A087WY55;Q9NP79;Q5TGM0 Vacuolar protein sorting-associated protein VTA1 homologVTA1 Q9C063_HUMAN LYST-interacting protein LIP5 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A087WY55_HUMAN Chromosome 6 open reading frame 55, isoform CRA_b OS=Homo sapiens OX=9606 GN=VTA1 PE=1 SV=1;VTA1_HUMAN Vacuolar protein sorting-associated protein VTA14 2 2 2 8.5 25.804 19128000 19128000 0 1594000 1594000 0
B4DTI4;B7Z4N2;A0A8I5KWD3;B4DJB1;C9JJD3;B4DFM1;H7C4C3;A0A087WY71;C9JGT8;C9JPV8;E9PFW3;B4DNB9;Q96CW1AP-2 complex subunit muAP2M1 B4DTI4_HUMAN AP-2 complex subunit mu OS=Homo sapiens OX=9606 PE=2 SV=1;B7Z4N2_HUMAN AP-2 complex subunit mu OS=Homo sapiens OX=9606 PE=2 SV=1;A0A8I5KWD3_HUMAN AP-2 complex subunit mu OS=Homo sapiens OX=9606 GN=AP2M1 PE=1 SV=1;B4DJB1_HUMAN AP-2 complex subu13 1 1 1 4.9 34.857 6679400 0 0 417460 0 0
A0A087WYC0;A0A8I5KT73;A0A1W2PQY5;A0A8I5KNZ1;A0A8I5QJQ7;A0A6Q8KRG2;B7ZC06;A0A8I5KZ68;A0A8J9BZL8;Q08379;Q5PXD5;Q5HYE0Golgin subfamily A member 2GOLGA2 A0A087WYC0_HUMAN Golgin A2 (Fragment) OS=Homo sapiens OX=9606 GN=GOLGA2 PE=1 SV=2;A0A8I5KT73_HUMAN Golgin A2 (Fragment) OS=Homo sapiens OX=9606 GN=GOLGA2 PE=1 SV=1;A0A1W2PQY5_HUMAN Golgin A2 (Fragment) OS=Homo sapiens OX=9606 GN=GOLGA2 PE=1 SV=2;A0A8I5KNZ112 3 3 3 4.1 90.882 54887000 19590000 1691200 1444400 515520 44505
B1AP61;Q9Y4N4;B4E255;B3KMC4;B4DPK9;Q9NVB8;B4DF48;A0A087WYF6;F8W7U3;J3KP36;E7ESD2;B7ZME8;A8K5W5;Q9Y4E1;Q641Q2WASH complex subunit FAM21C;WASH complex subunit FAM21AFAM21A;DKFZp434O171;FAM21CB1AP61_HUMAN WASH complex subunit 2A (Fragment) OS=Homo sapiens OX=9606 GN=WASHC2A PE=1 SV=1;Q9Y4N4_HUMAN Uncharacterized protein DKFZp434O171 (Fragment) OS=Homo sapiens OX=9606 GN=DKFZp434O171 PE=2 SV=2;B4E255_HUMAN cDNA FLJ61057, highly similar to Protei15 1 1 1 9.6 17.637 34114000 15766000 0 3411400 1576600 0
A0A2U3TZH4;A0A087WYF8;Q53GG5;D6RAF1;A0A2R8Y6L7 PDZ and LIM domain protein 3PDLIM3 A0A2U3TZH4_HUMAN PDZ and LIM domain 3 OS=Homo sapiens OX=9606 GN=PDLIM3 PE=1 SV=1;A0A087WYF8_HUMAN PDZ and LIM domain 3 OS=Homo sapiens OX=9606 GN=PDLIM3 PE=1 SV=2;PDLI3_HUMAN PDZ and LIM domain protein 3 OS=Homo sapiens OX=9606 GN=PDLIM3 PE=1 SV=15 3 3 3 22.3 21.754 73751000 18068000 5682400 6145900 1505700 473530
A0A087WYJ2;A0A2R8Y705;Q308M6;M0R2B7;P28340;M0QXE6;M0QXQ2;M0QZR8;Q59FA0DNA polymerase;DNA polymerase delta catalytic subunitPOLD1 A0A087WYJ2_HUMAN DNA polymerase OS=Homo sapiens OX=9606 GN=POLD1 PE=1 SV=1;A0A2R8Y705_HUMAN DNA polymerase OS=Homo sapiens OX=9606 GN=POLD1 PE=1 SV=2;Q308M6_HUMAN DNA polymerase OS=Homo sapiens OX=9606 PE=2 SV=1;M0R2B7_HUMAN DNA polymerase OS=Homo sapiens 9 2 2 2 1.8 121.18 25240000 0 10928000 388310 0 168130
A0A087WYR0;P09132;A0A2U3TZN1;A0A087WWU9;D6RBG4;A0A2R8Y4M3Signal recognition particle 19 kDa proteinSRP19 A0A087WYR0_HUMAN Signal recognition particle 19 kDa protein OS=Homo sapiens OX=9606 GN=SRP19 PE=1 SV=1;SRP19_HUMAN Signal recognition particle 19 kDa protein OS=Homo sapiens OX=9606 GN=SRP19 PE=1 SV=3;A0A2U3TZN1_HUMAN Signal recognition particle 19 kDa pro6 3 3 3 34.2 13.654 1.63E+08 77655000 0 27216000 12943000 0
Q6FGS1;A0A087WYR3;O43399;Q53GA0;B4DDV4;Q5J908;A0A087WZ51Tumor protein D54 TPD52L2 Q6FGS1_HUMAN TPD52L2 protein OS=Homo sapiens OX=9606 GN=TPD52L2 PE=1 SV=1;A0A087WYR3_HUMAN TPD52 like 2 OS=Homo sapiens OX=9606 GN=TPD52L2 PE=1 SV=1;TPD54_HUMAN Tumor protein D54 OS=Homo sapiens OX=9606 GN=TPD52L2 PE=1 SV=2;Q53GA0_HUMAN Tumor protein D52-l7 8 8 2 48.1 22.237 1.28E+09 446970000 14266000 1.07E+08 37247000 1188900
A0A087WYT3;B3KUY2;Q15185;B4DDC6 Prostaglandin E synthase 3PTGES3 A0A087WYT3_HUMAN Prostaglandin E synthase 3 OS=Homo sapiens OX=9606 GN=PTGES3 PE=1 SV=1;B3KUY2_HUMAN Prostaglandin E synthase 3 OS=Homo sapiens OX=9606 GN=PTGES3 PE=2 SV=1;TEBP_HUMAN Prostaglandin E synthase 3 OS=Homo sapiens OX=9606 GN=PTGES3 PE=1 SV=1;B44 6 6 6 40.9 19.155 2.5E+09 927550000 0 3.12E+08 115940000 0
A0A087WYT5;A0A0A1HAV9;Q53GC2;P20338 Ras-related protein Rab-4ARAB4A A0A087WYT5_HUMAN RAB4A, member RAS oncogene family OS=Homo sapiens OX=9606 GN=RAB4A PE=1 SV=1;A0A0A1HAV9_HUMAN Ras-related protein Rab-4 OS=Homo sapiens OX=9606 PE=2 SV=1;Q53GC2_HUMAN Ras-related protein Rab-4 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;R4 1 1 1 11.5 12.505 11313000 3721300 0 1616100 531620 0
A0A087WZ13;Q8IY67;K7EKR9 Ribonucleoprotein PTB-binding 1RAVER1 A0A087WZ13_HUMAN Ribonucleoprotein, PTB binding 1 OS=Homo sapiens OX=9606 GN=RAVER1 PE=1 SV=1;RAVR1_HUMAN Ribonucleoprotein PTB-binding 1 OS=Homo sapiens OX=9606 GN=RAVER1 PE=1 SV=13 6 6 6 11.6 77.843 1.72E+08 10274000 56582000 6864100 410970 2263300
Q9HBI1;A0A087WZB5;B0QYP8 Beta-parvin PARVB PARVB_HUMAN Beta-parvin OS=Homo sapiens OX=9606 GN=PARVB PE=1 SV=1;A0A087WZB5_HUMAN Parvin beta OS=Homo sapiens OX=9606 GN=PARVB PE=1 SV=1;B0QYP8_HUMAN Parvin beta (Fragment) OS=Homo sapiens OX=9606 GN=PARVB PE=1 SV=13 3 3 2 11.3 41.714 16275000 0 9356000 904150 0 519780
C9JUT4;A0A087WZF1;B7ZLW0;Q93052;C9JE51;C9J2R5;C9JIY7;C9JT42;C9J3U9;C9J1K7;C9J5C8;C9J4E3;C9JXK9;B7Z871;B7Z8W0Lipoma-preferred partnerLPP C9JUT4_HUMAN LIM domain containing preferred translocation partner in lipoma OS=Homo sapiens OX=9606 GN=LPP PE=1 SV=1;A0A087WZF1_HUMAN LIM domain containing preferred translocation partner in lipoma OS=Homo sapiens OX=9606 GN=LPP PE=1 SV=1;B7ZLW0_HUMAN LPP15 2 2 2 8.4 45.345 32597000 10309000 0 1715600 542600 0
H0Y9S9;A0A8V8TMN4;B4DGV1;A0A087WZV0;O43314 Inositol hexakisphosphate and diphosphoinositol-pentakisphosphate kinase 2PPIP5K2 H0Y9S9_HUMAN Inositol hexakisphosphate and diphosphoinositol-pentakisphosphate kinase (Fragment) OS=Homo sapiens OX=9606 GN=PPIP5K2 PE=1 SV=1;A0A8V8TMN4_HUMAN Inositol hexakisphosphate and diphosphoinositol-pentakisphosphate kinase OS=Homo sapiens OX=9606 5 1 1 1 4.5 45.034 0 0 0 0 0 0
A0A087WZX7;B4DDG7;E7ENJ6;B4DN99;B3KNH5;Q59EK3;Q9BXS5;K7EPJ8;K7EJL1;K7ER75;K7ENA7AP-1 complex subunit mu-1AP1M1 A0A087WZX7_HUMAN Adaptor related protein complex 1 subunit mu 1 (Fragment) OS=Homo sapiens OX=9606 GN=AP1M1 PE=1 SV=1;B4DDG7_HUMAN cDNA FLJ57898, highly similar to Adaptor-relatedprotein complex 1 mu-1 subunit OS=Homo sapiens OX=9606 PE=2 SV=1;E7ENJ6_HUMAN11 3 3 3 32 14.756 43744000 5859300 0 4860400 651040 0
Q9Y4L1;A0A494C039;A0A384P5T6;B3KXH0;B7Z2N4;K7EQK2;A0A087X054;A0A8Q3SHG4;B7Z602;A0A0G2JRS0;J3QQH7;J3QLE9;E9PJ21;B7Z766;Q05D91;A0A087WWI4;Q6IN67;J3KTF1;J3QL06;B7Z4E6;A0A8Q3SHP7;A0A0G2JRG7;A0A0G2JRT9;Q9BST8;A0A0G2JR88;Q68D25;A0A0G2JR71Hypoxia up-regulated protein 1HYOU1 HYOU1_HUMAN Hypoxia up-regulated protein 1 OS=Homo sapiens OX=9606 GN=HYOU1 PE=1 SV=1;A0A494C039_HUMAN Hypoxia up-regulated 1 OS=Homo sapiens OX=9606 GN=HYOU1 PE=1 SV=1;A0A384P5T6_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 PE=27 9 9 9 9.3 111.33 2.49E+08 18129000 0 4874600 355470 0
A0A087X0H9;Q5T8P6;B4DZH7;E2PSN0;B3KY61 RNA-binding protein 26 RBM26 A0A087X0H9_HUMAN RNA binding motif protein 26 OS=Homo sapiens OX=9606 GN=RBM26 PE=1 SV=1;RBM26_HUMAN RNA-binding protein 26 OS=Homo sapiens OX=9606 GN=RBM26 PE=1 SV=35 10 10 9 11.2 113.79 3.6E+08 17394000 126100000 10586000 511600 3708900
A0A0G2JNH2;A0A7I2V5U5;Q6MZU1;G5E9E7;A9CQZ8;A0A087X0K9;G3V1L9;Q07157;Q68DX9;B4DZK4;H0Y3R8;Q9H317;H0YKB1Tight junction protein ZO-1DKFZp686A1195;TJP1;DKFZp686M05161A0A0G2JNH2_HUMAN Tight junction protein ZO-1 OS=Homo sapiens OX=9606 GN=TJP1 PE=1 SV=1;A0A7I2V5U5_HUMAN Tight junction protein 1 OS=Homo sapiens OX=9606 GN=TJP1 PE=1 SV=1;Q6MZU1_HUMAN Uncharacterized protein DKFZp686A1195 OS=Homo sapiens OX=9606 GN=DKFZp6813 11 11 11 7.6 187.85 1.95E+08 8749800 147630000 2162300 97220 1640400
A0A8Q3WKX1;A0A8Q3WLG9;A0A8Q3WKX9;A0A087X0M4;Q9BWU0;B4DV74;A0A8Q3WKX3;A0A087WWF4;H7C256Kanadaptin SLC4A1AP A0A8Q3WKX1_HUMAN Solute carrier family 4 member 1 adaptor protein OS=Homo sapiens OX=9606 GN=SLC4A1AP PE=1 SV=1;A0A8Q3WLG9_HUMAN Solute carrier family 4 member 1 adaptor protein OS=Homo sapiens OX=9606 GN=SLC4A1AP PE=1 SV=1;A0A8Q3WKX9_HUMAN Solute carrier 9 6 6 6 19.6 43.517 81013000 60250000 4521900 3522300 2619600 196600
A0A087X0Q1;Q7Z739;Q8NA80;A0A024R7W5;Q96MZ5;B4DPX9;A0A087WY31;Q8N3V9;Q658Z6;B4DT65;Q9BYJ9;B3KTL8;A0A087X0C3;S4R373YTH domain-containing family protein 3YTHDF3;DKFZp451A052;DKFZp451J085A0A087X0Q1_HUMAN YTH domain-containing family protein OS=Homo sapiens OX=9606 GN=YTHDF3 PE=1 SV=1;YTHD3_HUMAN YTH domain-containing family protein 3 OS=Homo sapiens OX=9606 GN=YTHDF3 PE=1 SV=1;Q8NA80_HUMAN YTH domain-containing family protein OS=Homo sapie14 8 8 7 17.7 63.674 2.37E+08 15225000 4894000 11836000 761240 244700
Q9NR08;F4MH53;A0A6Q8PGN0;A0A096LPD8;F4MH32;E1U0S6;F5H5V6;F4MH52;E1U1M9;F4MH46;A0A6Q8PG92;F4MHK3;F4MH60;F4MH63;E1NZ98;F4MH42;F4MH27;F4MHA0;A0A087X248;F4MH91;F4MH29;A0A6Q8PFD0;F4MH64;F4MH39;F4MH31;A0A6Q8PG32;F4MHC1;F4MH75;F4MH49;E1U0S7;B7ZKN5;F5H8B4;F4MH35;A0A6Q8PHB6;A0A8C8KHL4;A0A804HJV1;F4MHJ5;F8W8R6;B7ZKN1;Q59HG3;A0A087X0Y2;F4MH40;F4MH50;F5GWV3;F4MH62;A0A804HJA2;F4MH92;A0A087X2I9;A0A6Q8PFK0;F5H3N7;E1U198;F5H6S1;B7ZKN6;F4MH36;F4MH65;E1NZ93;E1NZ79;B4DG81;F4MH57;F4MH73;F4MH34;B4E253;F4MHI3;F4MHI0;E1NZ88;E1NZ95;H0Y6I7;E1U1M3;E1NZ94;F4MH37;F4MH43;F4MH55;F4MH48;F4MH38;F4MH45;F4MHB2;F4MHJ0;A0A804HI49;E1U0S4;B4E0L8;Q86TD1;A0A087X0R0;F4MHH6;F4MH98;F4MH44;F4MHK2;F4MHD9;F4MHR8;F4MHE7;F4MH61;A0A804HKG5;A0A6Q8PHJ0;F4MH83;F4MH58;F4MH66;E1U1M6;F4MH54;E1U1M2;F4MHH8;E1NZ81;F4MHS7;F4MH41;E1U1M4;F4MHC2;F4MH59;O15550;F4MH28;O14607Lysine-specific demethylase 6A;Histone demethylase UTYUTY;UTX;KDM6A;DKFZp451J023Q9NR08_HUMAN Ubiquitous TPR-motif protein Y isoform (Fragment) OS=Homo sapiens OX=9606 GN=UTY PE=4 SV=1;F4MH53_HUMAN Ubiquitously transcribed tetratricopeptide repeat protein Y-linked transcript variant 39 OS=Homo sapiens OX=9606 GN=UTY PE=2 SV=1;A0A6Q8PGN108 1 1 1 5.6 25.51 0 0 0 0 0 0
A0A087X0W9;Q8N6M0 OTU domain-containing protein 6BOTUD6B A0A087X0W9_HUMAN ubiquitinyl hydrolase 1 OS=Homo sapiens OX=9606 GN=OTUD6B PE=1 SV=1;OTU6B_HUMAN Deubiquitinase OTUD6B OS=Homo sapiens OX=9606 GN=OTUD6B PE=1 SV=12 1 1 1 4 37.325 24042000 10501000 0 1717300 750080 0
A0A087X0X3;P52272;Q59ES8;Q7KYM9;Q6P2D7;M0R2I7;M0R2T0;M0R019;B4DEG4;M0QYQ7;M0R0N3;M0QY96;Q8TCM5;M0QYL3;M0R0Y6Heterogeneous nuclear ribonucleoprotein MHNRNPM;ORF;HNRPMA0A087X0X3_HUMAN Heterogeneous nuclear ribonucleoprotein M OS=Homo sapiens OX=9606 GN=HNRNPM PE=1 SV=1;HNRPM_HUMAN Heterogeneous nuclear ribonucleoprotein M OS=Homo sapiens OX=9606 GN=HNRNPM PE=1 SV=3;Q59ES8_HUMAN Heterogeneous nuclear ribonucleoprotein M 15 26 26 10 39.9 77.569 1.92E+09 321750000 237850000 40944000 6845800 5060600
A0A087X121;B3KM65;Q9Y2R4 Probable ATP-dependent RNA helicase DDX52DDX52 A0A087X121_HUMAN DExD-box helicase 52 (Fragment) OS=Homo sapiens OX=9606 GN=DDX52 PE=1 SV=1;B3KM65_HUMAN RNA helicase OS=Homo sapiens OX=9606 PE=2 SV=1;DDX52_HUMAN Probable ATP-dependent RNA helicase DDX52 OS=Homo sapiens OX=9606 GN=DDX52 PE=1 SV=43 1 1 1 14.8 12.887 0 0 0 0 0 0
A0A087X142;B7ZVZ1;A6NMH6;A6NFQ9;F8W8I8;Q92599;C9J4G8;C9JV02;A0A0A0MRP8Septin-8 8-Sep A0A087X142_HUMAN Septin OS=Homo sapiens OX=9606 GN=SEPTIN8 PE=1 SV=1;B7ZVZ1_HUMAN Septin OS=Homo sapiens OX=9606 GN=SEPT8 PE=2 SV=1;A6NMH6_HUMAN Septin OS=Homo sapiens OX=9606 GN=SEPTIN8 PE=1 SV=1;A6NFQ9_HUMAN Septin OS=Homo sapiens OX=9606 GN=SEPTIN8 PE=19 6 5 5 16.9 49.355 1.09E+08 25809000 31824000 5718600 1358400 1675000
B4DXH2;B4DUZ3;A0A087X1E4;P53365 Arfaptin-2 ARFIP2 B4DXH2_HUMAN cDNA FLJ51138, highly similar to Arfaptin-2 OS=Homo sapiens OX=9606 PE=2 SV=1;B4DUZ3_HUMAN cDNA FLJ51105, highly similar to Arfaptin-2 OS=Homo sapiens OX=9606 PE=2 SV=1;A0A087X1E4_HUMAN ADP ribosylation factor interacting protein 2 OS=Homo sap4 3 3 3 11 35.758 34316000 5933400 0 2287700 395560 0
A0A087X1G4;Q4G134;Q86X67 Nucleoside diphosphate-linked moiety X motif 13NUDT13 A0A087X1G4_HUMAN Nudix (Nucleoside diphosphate linked moiety X)-type motif 13, isoform CRA_c OS=Homo sapiens OX=9606 GN=NUDT13 PE=1 SV=1;Q4G134_HUMAN NUDT13 protein OS=Homo sapiens OX=9606 GN=NUDT13 PE=2 SV=1;NUD13_HUMAN NAD(P)H pyrophosphatase NUDT13, mit3 1 1 1 3.3 27.156 1.23E+08 0 57306000 9468000 0 4408100
Q86SZ7;Q6FHK9;Q2TNB3;A0A087X1Z3;Q9UL46;H0YM70;H0YKU2Proteasome activator complex subunit 2PSME2 Q86SZ7_HUMAN Full-length cDNA clone CS0DJ015YJ12 of T cells (Jurkat cell line) of Homo sapiens (human) OS=Homo sapiens OX=9606 GN=PSME2 PE=2 SV=1;Q6FHK9_HUMAN PSME2 protein OS=Homo sapiens OX=9606 GN=PSME2 PE=2 SV=1;Q2TNB3_HUMAN Cell migration-inducing pro7 8 8 8 42.3 27.401 6.05E+08 300380000 0 43199000 21456000 0
Q9NWB1;I3L1D4;A0A8Q3SI75;A0A087X2B1;A0A804HJM2;A0A994J531;A0A0G2JRA5;F8WSN4;A0A8Q3SI19;X5D7T5;A0A6Q8PFM4;A0A8Q3SI58;X5DNY3;B7Z1U7;A0A8Q3WKT3;F8VZG9;A0A6Q8PH77;B7ZLH9;B0QYY4;O43251;A0A0G2JRD1;S4R3K7;S4R469;F8VR27;Q8TCM0;F8VZY7;A0A286YEU2;Q59HD3;A0A804HKG7;A0A6Q8PHA3;A0A6Q8PGE0;B0QYV1;X5DP44;F8VRS4;B0QYY7;A0A0G2JSB3RNA binding protein fox-1 homolog 1;RNA binding protein fox-1 homolog;RNA binding protein fox-1 homolog 2RBFOX1;RBFOX2;A2BP1;DKFZp547L059RFOX1_HUMAN RNA binding protein fox-1 homolog 1 OS=Homo sapiens OX=9606 GN=RBFOX1 PE=1 SV=2;I3L1D4_HUMAN RNA binding protein fox-1 homolog 1 OS=Homo sapiens OX=9606 GN=RBFOX1 PE=1 SV=2;A0A8Q3SI75_HUMAN RNA binding protein fox-1 homolog 2 OS=Homo sapiens OX36 2 2 2 6 42.784 44203000 0 0 4420300 0 0
V9HW24;A0A087X2I1;P62333;H0YJC0;H0YJX2;B4DR91;H0YJS8 26S protease regulatory subunit 10BHEL-S-73;PSMC6 V9HW24_HUMAN Epididymis secretory protein Li 73 OS=Homo sapiens OX=9606 GN=HEL-S-73 PE=2 SV=1;A0A087X2I1_HUMAN Proteasome 26S subunit, ATPase 6 OS=Homo sapiens OX=9606 GN=PSMC6 PE=1 SV=1;PRS10_HUMAN 26S proteasome regulatory subunit 10B OS=Homo sapiens OX=7 6 6 6 17.2 44.16 1.38E+08 67474000 0 6556100 3213100 0
A0A090N7T9;Q12765;C9K052;B8ZZP4;C9J7U9;B4DE46;B4DH22;B4DIV7Secernin-1 SCRN1 A0A090N7T9_HUMAN Secernin 1 OS=Homo sapiens OX=9606 GN=SCRN1 PE=3 SV=1;SCRN1_HUMAN Secernin-1 OS=Homo sapiens OX=9606 GN=SCRN1 PE=1 SV=2;C9K052_HUMAN Secernin 1 (Fragment) OS=Homo sapiens OX=9606 GN=SCRN1 PE=1 SV=1;B8ZZP4_HUMAN Secernin 1 OS=Homo sapiens O8 4 4 4 9.9 46.382 1.49E+08 56216000 0 8744400 3306800 0
B3KTW0;A0A590UJ56;A0A590UJC4;A0A590UK34;A0A590UJ21;A0A090N7U0;Q13616;A0A590UJR3;A0A590UJ50;A0A590UJM8;B4DLA3;A0A590UJA0;Q75MQ1;A0A590UJ97;B3KU45Cullin-1 CUL1 B3KTW0_HUMAN cDNA FLJ38844 fis, clone MESAN2003662, highly similar to Cullin-1 OS=Homo sapiens OX=9606 PE=2 SV=1;A0A590UJ56_HUMAN Cullin 1 OS=Homo sapiens OX=9606 GN=CUL1 PE=1 SV=1;A0A590UJC4_HUMAN Cullin 1 OS=Homo sapiens OX=9606 GN=CUL1 PE=1 SV=1;A0A590U15 5 5 5 9.7 69.885 84196000 0 7426200 2338800 0 206280
A0A090N7V5;O75223;M0QZK8;H7BZK5;B3KMN7;B8ZZK2 Gamma-glutamylcyclotransferaseC7orf24;GGCT A0A090N7V5_HUMAN gamma-glutamylcyclotransferase OS=Homo sapiens OX=9606 GN=C7orf24 PE=4 SV=1;GGCT_HUMAN Gamma-glutamylcyclotransferase OS=Homo sapiens OX=9606 GN=GGCT PE=1 SV=1;M0QZK8_HUMAN gamma-glutamylcyclotransferase OS=Homo sapiens OX=9606 PE=1 SV=1;H6 5 5 5 31.9 21.007 4.28E+08 274030000 5811000 32950000 21079000 447000
A0A090N7V8;Q9NWM8;H7C1Z9;H9XW20;F8WBZ0 Peptidyl-prolyl cis-trans isomerase FKBP14;Peptidyl-prolyl cis-trans isomeraseFKBP14 A0A090N7V8_HUMAN peptidylprolyl isomerase OS=Homo sapiens OX=9606 GN=FKBP14 PE=4 SV=1;FKB14_HUMAN Peptidyl-prolyl cis-trans isomerase FKBP14 OS=Homo sapiens OX=9606 GN=FKBP14 PE=1 SV=1;H7C1Z9_HUMAN peptidylprolyl isomerase (Fragment) OS=Homo sapiens OX=9605 3 3 3 20.4 24.171 34927000 6138800 0 3175200 558070 0
A0A090N7X1;A0A090N7Y2;Q9UG63;C9JHK9;C9JZV3 ATP-binding cassette sub-family F member 2ABCF2 A0A090N7X1_HUMAN ATP-binding cassette, sub-family F (GCN20), member 2 OS=Homo sapiens OX=9606 GN=ABCF2 PE=4 SV=1;A0A090N7Y2_HUMAN ATP-binding cassette, sub-family F (GCN20), member 2 OS=Homo sapiens OX=9606 GN=ABCF2 PE=4 SV=1;ABCF2_HUMAN ATP-binding casset5 6 6 6 10 71.289 2.42E+08 8880300 70977000 7342900 269100 2150800
B7Z230;B3KQQ0;A0A090N8P3;O95302;B7Z1U8;A0A090N7W0;A7YQ73;C9J4P8;B7ZAH5;B7Z994;Q75LS8Peptidyl-prolyl cis-trans isomerase FKBP9FKBP9 B7Z230_HUMAN peptidylprolyl isomerase OS=Homo sapiens OX=9606 PE=2 SV=1;B3KQQ0_HUMAN peptidylprolyl isomerase OS=Homo sapiens OX=9606 PE=2 SV=1;A0A090N8P3_HUMAN peptidylprolyl isomerase OS=Homo sapiens OX=9606 GN=FKBP9 PE=4 SV=1;FKBP9_HUMAN Peptidyl-prolyl11 3 3 3 8.8 47.808 70474000 44662000 0 3355900 2126800 0
A0A090N8Y2;P13667;A0A499FI48;C9JMN9 Protein disulfide-isomerase A4ERP70;PDIA4 A0A090N8Y2_HUMAN Protein disulfide-isomerase A4 OS=Homo sapiens OX=9606 GN=ERP70 PE=2 SV=1;PDIA4_HUMAN Protein disulfide-isomerase A4 OS=Homo sapiens OX=9606 GN=PDIA4 PE=1 SV=2;A0A499FI48_HUMAN Protein disulfide-isomerase OS=Homo sapiens OX=9606 GN=PDIA4 P4 24 24 24 40.5 72.932 2.93E+09 720570000 14318000 77160000 18962000 376780
B8ZZF8;A0A090N8Y5;Q9Y4Y9 U6 snRNA-associated Sm-like protein LSm5LSM5 B8ZZF8_HUMAN LSM5 homolog, U6 small nuclear RNA and mRNA degradation associated OS=Homo sapiens OX=9606 GN=LSM5 PE=1 SV=1;A0A090N8Y5_HUMAN U6 snRNA-associated Sm-like protein LSm5 OS=Homo sapiens OX=9606 GN=LSM5 PE=3 SV=1;LSM5_HUMAN U6 snRNA-associated Sm-3 1 1 1 29.7 7.0202 7836100 4178700 0 3918100 2089400 0
C9J931;Q6NZ61;A8K005;A0A090N900;Q15382;C9J469 GTP-binding protein RhebRHEB C9J931_HUMAN Ras homolog, mTORC1 binding OS=Homo sapiens OX=9606 GN=RHEB PE=1 SV=1;Q6NZ61_HUMAN Ras homolog enriched in brain OS=Homo sapiens OX=9606 GN=RHEB PE=2 SV=1;A8K005_HUMAN cDNA FLJ77896, highly similar to Homo sapiens Ras homolog enriched in brain6 4 4 4 57 8.6739 1.14E+08 0 0 18930000 0 0
A0A8V8TMB0;A0A0G2JN56;P0DUQ2;P0DUQ1;B7ZW04;A3QJZ7;A0A1B0GU46;A0A0G2JP20;A0A096LNW4;H0Y7S4;Q5VXH4;Q5TYX0;O60813;O60810;A6NGN4Putative PRAME family member 26;PRAME family member 6;PRAME family member 5;PRAME family member 11;PRAME family member 4;PRAME family member 25PRAMEF9;LOC101929983;PRAMEF25;PRAMEF26;PRAMEF6;PRAMEF5;PRAMEF11;PRAMEF4A0A8V8TMB0_HUMAN PRAME family member 26 OS=Homo sapiens OX=9606 GN=PRAMEF26 PE=4 SV=1;A0A0G2JN56_HUMAN PRAME family member 25 OS=Homo sapiens OX=9606 GN=PRAMEF25 PE=3 SV=1;PRAM9_HUMAN PRAME family member 9 OS=Homo sapiens OX=9606 GN=PRAMEF9 PE=1 SV=1;PRA1515 1 1 1 1.8 45.416 0 0 0 0 0 0
P30566;A0A7P0T8E4;A0A7P0Z472;A0A7P0T9A7;B4DP46;A0A096LNY6;A0A0A6YY92;Q71UA4;X5D8S6;A0A096LNY5;A0A1B0GTJ7;A0A1B0GWJ0;A0A384E0N4;B4DUM2;X5D7W4;X5D7V4;A0A1B0GWF8;X5D2Z4;X5DP48;A0A096LP92;A0A096LNY4;A0A096LP72;A0A1W2PRX2;B4DEP1;A0A1B0GTG9Adenylosuccinate lyase ADSL PUR8_HUMAN Adenylosuccinate lyase OS=Homo sapiens OX=9606 GN=ADSL PE=1 SV=2;A0A7P0T8E4_HUMAN Adenylosuccinate lyase OS=Homo sapiens OX=9606 GN=ADSL PE=1 SV=1;A0A7P0Z472_HUMAN Adenylosuccinate lyase OS=Homo sapiens OX=9606 GN=ADSL PE=1 SV=1;A0A7P0T9A7_HUMAN25 3 3 3 7.2 54.889 99228000 56187000 0 3969100 2247500 0
Q13098;A0A9L9PXT0;A0A9L9PX62;A8K070;A0A096LPJ3;A0A096LP07;B4DND6;C9JFE4;J3KRJ4;J3KSA5;J3QS84;J3KRE8;J3QL53;J3QLT0;J3QLE8;J3KTB0;J3QS88;J3QQX0COP9 signalosome complex subunit 1GPS1 CSN1_HUMAN COP9 signalosome complex subunit 1 OS=Homo sapiens OX=9606 GN=GPS1 PE=1 SV=4;A0A9L9PXT0_HUMAN G protein pathway suppressor 1 OS=Homo sapiens OX=9606 GN=GPS1 PE=1 SV=1;A0A9L9PX62_HUMAN G protein pathway suppressor 1 OS=Homo sapiens OX=9606 GN=GPS18 6 6 6 15.5 55.536 1.99E+08 80349000 0 11083000 4463800 0
A8K2B4;A0A4D6J698;A0A097PID1;A0A097PIC4;A0A0U1RRM6;Q8N8S7;A0A8Q3WLE0;Q6ZSB8;A0A075B6E5;Q6ZT55;A0A0U1RQP7Protein enabled homolog ENAH A8K2B4_HUMAN cDNA FLJ77490, highly similar to Homo sapiens enabled homolog (Drosophila) (ENAH), transcript variant 2, mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;A0A4D6J698_HUMAN Mena delta 11a OS=Homo sapiens OX=9606 PE=2 SV=1;A0A097PID1_HUMAN Mammalian enable11 4 4 4 7 63.996 1.08E+08 54409000 0 4889700 2473200 0
B2RB99;B4DXL5;A0A0A0MQR2;Q9BY42;A2A2L5 Protein RTF2 homolog RTFDC1 B2RB99_HUMAN Replication termination factor 2 OS=Homo sapiens OX=9606 PE=2 SV=1;B4DXL5_HUMAN Replication termination factor 2 OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0A0MQR2_HUMAN Replication termination factor 2 OS=Homo sapiens OX=9606 GN=RTF2 PE=1 SV=1;RTF25 3 3 3 14.1 33.798 86269000 42171000 34609000 5074700 2480700 2035800
H0YC05;Q9H8G4;E9PM57;A8MUE8;A8MXR8;A0A0A8K9A6;A0A0A0MQS0;F8W9L8;A8MW92PHD finger protein 20-like protein 1PHF20L1;URLC1 H0YC05_HUMAN PHD finger protein 20 like 1 (Fragment) OS=Homo sapiens OX=9606 GN=PHF20L1 PE=1 SV=1;Q9H8G4_HUMAN cDNA FLJ13649 fis, clone PLACE1011399, weakly similar to Homo sapiens CGI-72 protein mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;E9PM57_HUMAN PHD fing9 1 1 1 8.9 12.386 0 0 0 0 0 0
B2RCJ4;A0A0A0MQU6;Q9H2E6;Q96JU9;Q96SW4;Q96T04;H0Y8V9;Q96SY4;Q8NC49;Q96SM8Semaphorin-6A SEMA6A B2RCJ4_HUMAN cDNA, FLJ96110, highly similar to Homo sapiens sema domain, transmembrane domain (TM), andcytoplasmic domain, (semaphorin) 6A (SEMA6A), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0A0MQU6_HUMAN Sema domain, transmembrane domain (TM), and cytopla10 3 3 3 3.2 114.33 32073000 0 0 654550 0 0
Q9NR56;A0A0A0MQX8;C9JP00;H7C4T5;Q5VZF2;A0A7P0T9I3;A0A994J506;A0A994J509;A2A3S3;O95205;A0PJJ3;Q86VM6;B1AKI6;C9J4T8;A0A8V8TM16;B1AKI2;B4E3F7;A0A8I5KU79;Q9NUK0;A0A8V8TNS0;C9JCX1;B4E233;H7C4Y1;B4DLS5Muscleblind-like protein 1;Muscleblind-like protein 2;Muscleblind-like protein 3MBNL1;MBNL2;MBLL;MBNL3MBNL1_HUMAN Muscleblind-like protein 1 OS=Homo sapiens OX=9606 GN=MBNL1 PE=1 SV=2;A0A0A0MQX8_HUMAN Muscleblind like splicing regulator 1 OS=Homo sapiens OX=9606 GN=MBNL1 PE=1 SV=1;C9JP00_HUMAN Muscleblind like splicing regulator 1 OS=Homo sapiens OX=9606 G24 4 4 4 8.8 41.817 1.61E+08 75847000 6473200 14590000 6895100 588480
A8K3W4;A0A0A0MRA5;B7Z4B8;A8K6U7;Q9BUJ2;A8K5K0;M0R3F1;M0QYZ0;M0R203;M0QZV6;M0R0K8;M0QYI8;B3KM60;M0QYM5Heterogeneous nuclear ribonucleoprotein U-like protein 1HNRNPUL1 A8K3W4_HUMAN cDNA FLJ75163, highly similar to Homo sapiens heterogeneous nuclear ribonucleoprotein U-like 1 (HNRPUL1), transcript variant 4, mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0A0MRA5_HUMAN Heterogeneous nuclear ribonucleoprotein U like 1 OS=Homo sa14 17 17 17 26.7 84.821 8.33E+08 128520000 70611000 25230000 3894500 2139700
Q99996;A0A7P0T939;A0A0A0MRF6;A0A7P0TBH8;A0A7P0TBI4;A0A7P0Z4N5;A0A7P0T928;A0A7P0T9A9;A0A7P0T8N5;A0A7P0Z4Q5;A0A7P0TAX3;A0A7P0TAD6;A0A7P0TAA2;Q96KG3;A4D1E4;Q5IBP5;A0A2R8Y590;H7BYL6;A0A7P0TAJ1;Q5GIA7;A0A7P0T9E2;A0A6I8PUD8;B3KQF9;Q6PJH3;A0A7P0TB09A-kinase anchor protein 9AKAP9 AKAP9_HUMAN A-kinase anchor protein 9 OS=Homo sapiens OX=9606 GN=AKAP9 PE=1 SV=4;A0A7P0T939_HUMAN A-kinase anchoring protein 9 OS=Homo sapiens OX=9606 GN=AKAP9 PE=1 SV=1;A0A0A0MRF6_HUMAN A-kinase anchoring protein 9 OS=Homo sapiens OX=9606 GN=AKAP9 PE=1 SV25 11 11 11 2.9 452.98 1.72E+08 38111000 92239000 720930 160130 387560
A0A0A0MRI1;Q8IXQ4 GPALPP motifs-containing protein 1GPALPP1 A0A0A0MRI1_HUMAN GPALPP motifs-containing protein 1 OS=Homo sapiens OX=9606 GN=GPALPP1 PE=1 SV=1;GPAM1_HUMAN GPALPP motifs-containing protein 1 OS=Homo sapiens OX=9606 GN=GPALPP1 PE=1 SV=12 3 3 3 8.9 37.971 73959000 21848000 9041400 4622500 1365500 565080
A8K885;A0A0A0MRI2;Q9UNH7;H0YJF8;G3V4Z5;G3V5X9;G3V2U1;G3V5U2;Q5QTQ6;Q5QPE5;B4DJS7Sorting nexin-6;Sorting nexin-6, N-terminally processedSNX6 A8K885_HUMAN Sorting nexin OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0A0MRI2_HUMAN Sorting nexin OS=Homo sapiens OX=9606 GN=SNX6 PE=1 SV=1;SNX6_HUMAN Sorting nexin-6 OS=Homo sapiens OX=9606 GN=SNX6 PE=1 SV=1;H0YJF8_HUMAN Sorting nexin 6 OS=Homo sapiens OX=9606 11 3 3 2 7.1 46.647 73933000 19934000 1189200 3214500 866680 51704
A0A0A0MRJ7;P12259 Coagulation factor V;Coagulation factor V heavy chain;Coagulation factor V light chainF5 A0A0A0MRJ7_HUMAN Coagulation factor V OS=Homo sapiens OX=9606 GN=F5 PE=1 SV=1;FA5_HUMAN Coagulation factor V OS=Homo sapiens OX=9606 GN=F5 PE=1 SV=42 1 1 1 1.1 252.23 0 0 0 0 0 0
A0A590UK22;A0A590UKB0;A0A590UJ75;A0A0D9SGC1;A0A0A0MRM8;A0A1Y0BRN0;A0A1Y0BRN3;A0A590UJ40;Q9UM54Unconventional myosin-VIMYO6 A0A590UK22_HUMAN Myosin VI (Fragment) OS=Homo sapiens OX=9606 GN=MYO6 PE=1 SV=1;A0A590UKB0_HUMAN Myosin VI (Fragment) OS=Homo sapiens OX=9606 GN=MYO6 PE=1 SV=1;A0A590UJ75_HUMAN Myosin VI (Fragment) OS=Homo sapiens OX=9606 GN=MYO6 PE=1 SV=1;A0A0D9SGC1_HUMAN9 1 1 1 0.9 100.44 0 0 0 0 0 0
D7EZH4;Q86UA8;A0A0A0MRP6;B7ZLQ5;P28370;B7ZAX9;B4DZC0;O60264Probable global transcription activator SNF2L1;SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A member 5SMARCA1;SMARCA5 D7EZH4_HUMAN SNF2LT OS=Homo sapiens OX=9606 PE=2 SV=1;Q86UA8_HUMAN SMARCA1 protein (Fragment) OS=Homo sapiens OX=9606 GN=SMARCA1 PE=2 SV=2;A0A0A0MRP6_HUMAN SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 1 OS8 2 2 2 2.3 89.325 37214000 8959800 10369000 979310 235780 272870
Q5TAL4;Q53G33;A0A0A0MRR7;P09234;Q5TAL2 U1 small nuclear ribonucleoprotein CSNRPC Q5TAL4_HUMAN U1 small nuclear ribonucleoprotein C OS=Homo sapiens OX=9606 GN=SNRPC PE=1 SV=1;Q53G33_HUMAN Small nuclear ribonucleoprotein polypeptide C variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0A0MRR7_HUMAN U1 small nuclear ribonucleoprotein5 3 3 3 24.5 17.394 9.94E+08 116280000 210140000 1.66E+08 19380000 35023000
X6RA56;A0A0A0MRV8;Q8NB28;X6RLR1;O75935;X6RCK5 Dynactin subunit 3 DCTN3 X6RA56_HUMAN Dynactin subunit 3 OS=Homo sapiens OX=9606 GN=DCTN3 PE=1 SV=1;A0A0A0MRV8_HUMAN Dynactin subunit 3 (Fragment) OS=Homo sapiens OX=9606 GN=DCTN3 PE=1 SV=6;Q8NB28_HUMAN Dynactin 3 (P22), isoform CRA_a OS=Homo sapiens OX=9606 GN=DCTN3 PE=2 SV=1;X6R6 2 2 2 13.4 16.091 49907000 25340000 0 6238300 3167500 0
A0A0A0MS07;Q6N095;S6B291;Q6N096;V9HW68;A8K008;Q6N089;Q6MZV7;Q5EFE5;Q6PYX1;Q6MZQ6;Q6N094;Q6N097;Q7Z351;Q8NF17;Q6N030;Q6GMX6;P0DOX5;P01857;Q5EBM2;A0A5J6KJ24;A0A9H3ZR93;A0A9H4DHQ2;Q86TT2;P01860;Q6N093;P01859;Q6MZU6;P01861;S6BAM6;Q6MZX7;S6BAN1;S6BGE5;S6AWD9;S6BGE0;S6C4Q7;S6B2A6Ig gamma-1 chain C region;Ig gamma-3 chain C region;Ig gamma-2 chain C region;Ig gamma-4 chain C regionIGHG1;DKFZp686K03196;DKFZp686I15196;HEL-214;DKFZp686P15220;DKFZp686C11235;DKFZp686G11190;DKFZp686O01196;DKFZp686H20196;DKFZp686N02209;FLJ00385;DKFZp686I15212;IGH@;IGHG3;DKFZp686I04196;IGHG2;DKFZp686C15213;IGHG4;DKFZp686M24218A0A0A0MS07_HUMAN Immunoglobulin heavy constant gamma 1 (Fragment) OS=Homo sapiens OX=9606 GN=IGHG1 PE=1 SV=1;Q6N095_HUMAN Ig-like domain-containing protein OS=Homo sapiens OX=9606 GN=DKFZp686K03196 PE=1 SV=1;S6B291_HUMAN IgG H chain OS=Homo sapiens OX=960637 2 2 2 5.1 31.983 1.36E+10 20035000 7298300000 1.04E+09 1541200 561410000
A0A0A0MSA4;Q9Y2J2;A0A0A0MRA8;A8K968;B3KY28;B7Z8M8;A0A0J9YY18;B7Z2G3;B3KT50;B7Z2D7;A0A1B0GTF8;B7Z338;B2RB02;A0A0J9YW31;Q96HL7;A0A0J9YWS4;J3QS55;A0A0J9YWE1;I6L9B1;Q59FD8;E9PII3;A0A0J9YWN0;A0A0J9YW26;E9PK52;A0A2R8Y5B3;E9PHY5;O43491;A0A994J5B1;J3QS83Band 4.1-like protein 3;Band 4.1-like protein 3, N-terminally processedEPB41L3 A0A0A0MSA4_HUMAN Erythrocyte membrane protein band 4.1 like 3 OS=Homo sapiens OX=9606 GN=EPB41L3 PE=1 SV=1;E41L3_HUMAN Band 4.1-like protein 3 OS=Homo sapiens OX=9606 GN=EPB41L3 PE=1 SV=2;A0A0A0MRA8_HUMAN Erythrocyte membrane protein band 4.1 like 3 OS=Hom29 6 6 6 7.5 116.17 69410000 11493000 32522000 1137900 188410 533140
H0Y8Y3;A0A0A0MSP3;Q59FC9;B7Z481;B7Z8X5;Q96HC4 PDZ and LIM domain protein 5PDLIM5 H0Y8Y3_HUMAN PDZ and LIM domain 5 (Fragment) OS=Homo sapiens OX=9606 GN=PDLIM5 PE=1 SV=1;A0A0A0MSP3_HUMAN PDZ and LIM domain 5 OS=Homo sapiens OX=9606 GN=PDLIM5 PE=1 SV=1;Q59FC9_HUMAN Enigma homolog (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B7Z481_HUMAN6 1 1 1 3.5 24.871 0 0 0 0 0 0
P41252;Q59G75;A0A0A0MSX9;A0A804HJN6;Q7Z3U5;A0A804HL54;J3KR24;A0A804HHW9;Q7Z355;A0A804HJ36;Q6P0M4;A0A804HIV9;B4DVX2;A0A804HK69;A0A804HKU1;Q9P1N9;Q7L4K8;A0A804HIG2;A0A804HKW6Isoleucine--tRNA ligase, cytoplasmicIARS;DKFZp686L0869;DKFZp686L17145SYIC_HUMAN Isoleucine--tRNA ligase, cytoplasmic OS=Homo sapiens OX=9606 GN=IARS1 PE=1 SV=2;Q59G75_HUMAN isoleucine--tRNA ligase (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0A0MSX9_HUMAN isoleucine--tRNA ligase OS=Homo sapiens OX=9606 GN=IARS1 PE=1 SV=119 8 8 8 7.8 144.5 1.34E+08 5918500 0 2309600 102040 0
A3KFI9;A0A0A0MSZ9;B4DDG3;Q05048 Cleavage stimulation factor subunit 1CSTF1 A3KFI9_HUMAN Cleavage stimulation factor 50 kDa subunit (Fragment) OS=Homo sapiens OX=9606 GN=CSTF1 PE=1 SV=1;A0A0A0MSZ9_HUMAN Cleavage stimulation factor 50 kDa subunit (Fragment) OS=Homo sapiens OX=9606 GN=CSTF1 PE=1 SV=1;B4DDG3_HUMAN Cleavage stimulatio4 1 1 1 11.3 15.594 0 0 0 0 0 0
A0A0A0MT09;Q38J66;Q561W4;Q12972;Q6ICT4 Nuclear inhibitor of protein phosphatase 1;Activator of RNA decayPPP1R8 A0A0A0MT09_HUMAN Protein phosphatase 1 regulatory subunit 8 (Fragment) OS=Homo sapiens OX=9606 GN=PPP1R8 PE=1 SV=1;Q38J66_HUMAN Protein phosphatase 1 regulatory subunit 8 testis splice variant (Fragment) OS=Homo sapiens OX=9606 GN=PPP1R8 PE=2 SV=1;Q561W4_H5 2 2 2 12.7 22.284 36002000 15912000 0 6000300 2652100 0
B7Z876;B7Z3A4;A0A0A0MT33;Q9UPN6;Q8NDE9;Q9H8B2;Q59EY7;Q05BU5Protein SCAF8 SCAF8;DKFZp434J2412B7Z876_HUMAN cDNA FLJ55551, highly similar to RNA-binding protein 16 OS=Homo sapiens OX=9606 PE=2 SV=1;B7Z3A4_HUMAN cDNA FLJ56906, highly similar to RNA-binding protein 16 OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0A0MT33_HUMAN SR-related CTD associated factor 8 9 9 9 8.2 145.16 1.86E+08 0 77240000 4657500 0 1931000
Q3LIE7;B7ZAV4;A0A0A0MTI1;Q15392;B7Z546;B7Z919 Delta(24)-sterol reductaseNbla03646;DHCR24 Q3LIE7_HUMAN Uncharacterized protein Nbla03646 OS=Homo sapiens OX=9606 GN=Nbla03646 PE=1 SV=1;B7ZAV4_HUMAN cDNA, FLJ79318, highly similar to 24-dehydrocholesterol reductase OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0A0MTI1_HUMAN 24-dehydrocholesterol reductase 6 2 2 2 5.9 49.436 41470000 6435300 0 2439400 378550 0
Q13617;Q5T2B5;A0A0A0MTN0;A0A8I5QJI3;A0A8I5KYP8;A0A140VKB1;A0A8I5KUA9;A0A8I5KQQ5;A0A8I5KU22;A0A8I5KYZ8;A0A0D9SET6;A0A8I5KYM7;A0A8I5KV54;A0A8I5KXB2;A0A8I5KPX0;A0A8I5QKN3;A0A8I5KS98;A0A8I5KTY5;A0A8I5KVE2;A0A8I5KWB8;A0A8I5KVR3Cullin-2 CUL2 CUL2_HUMAN Cullin-2 OS=Homo sapiens OX=9606 GN=CUL2 PE=1 SV=2;Q5T2B5_HUMAN Cullin 2 OS=Homo sapiens OX=9606 GN=CUL2 PE=1 SV=2;A0A0A0MTN0_HUMAN Cullin 2 OS=Homo sapiens OX=9606 GN=CUL2 PE=1 SV=1;A0A8I5QJI3_HUMAN Cullin 2 OS=Homo sapiens OX=9606 GN=CUL2 PE=121 2 2 2 2.8 86.982 7625800 0 0 181570 0 0
C0JYZ2;A0A0A0MTS7;Q8WZ42;A0A0A0MRA3;A0A0C4DG59 Titin TTN C0JYZ2_HUMAN Titin OS=Homo sapiens OX=9606 GN=TTN PE=3 SV=1;A0A0A0MTS7_HUMAN Titin OS=Homo sapiens OX=9606 GN=TTN PE=1 SV=1;TITIN_HUMAN Titin OS=Homo sapiens OX=9606 GN=TTN PE=1 SV=4;A0A0A0MRA3_HUMAN Titin OS=Homo sapiens OX=9606 GN=TTN PE=1 SV=15 4 4 4 0.1 3713.7 0 0 0 0 0 0
Q13148;A0A0A0N0L3;A0A0A0N0M3;B4DRW3;A0A087WYY0;A0A087X260;G3V162;B1AKP7;A0A087WX29;K7EN94;A0A0A0N0N3;K7EJM5;A0A087WV68;A0A087WXQ5;A0A087WYE7;A0A087WXV3;A0A087WX67;A0A087WW61;A0A087WZC9;A0A087WZM1TAR DNA-binding protein 43TARDBP;TDP43 TADBP_HUMAN TAR DNA-binding protein 43 OS=Homo sapiens OX=9606 GN=TARDBP PE=1 SV=1;A0A0A0N0L3_HUMAN TAR DNA-binding protein 43 OS=Homo sapiens OX=9606 GN=TDP43 PE=2 SV=1;A0A0A0N0M3_HUMAN TAR DNA-binding protein 43 OS=Homo sapiens OX=9606 GN=TARDBP PE=1 SV=20 5 5 5 15.9 44.739 2.59E+08 60224000 6092900 19941000 4632600 468680
A0A0C4DGE7;A0A0A0RAS4;Q86UK5;Q4W5A4;E9PFT2;Q4W5B1 Limbin EVC2 A0A0C4DGE7_HUMAN Ellis van Creveld syndrome 2 (Limbin), isoform CRA_c OS=Homo sapiens OX=9606 GN=EVC2 PE=1 SV=1;A0A0A0RAS4_HUMAN Ellis van Creveld syndrome 2 protein OS=Homo sapiens OX=9606 GN=EVC2 PE=4 SV=1;LBN_HUMAN Limbin OS=Homo sapiens OX=9606 GN=EVC26 2 2 2 2.1 133.07 6.71E+08 154100000 169360000 11178000 2568400 2822700
Q3B7W7;B4E2C1;A0A0A6YYA0;Q9Y3B3 Transmembrane emp24 domain-containing protein 7TMED7;TMED7-TICAM2Q3B7W7_HUMAN TMED7 protein (Fragment) OS=Homo sapiens OX=9606 GN=TMED7 PE=2 SV=1;B4E2C1_HUMAN cDNA FLJ57776, highly similar to Transmembrane emp24 domain-containing protein 7 OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0A6YYA0_HUMAN Protein TMED7-TICAM2 OS=Homo s4 2 2 2 21.6 15.204 96547000 6599400 7813100 13792000 942780 1116200
A0A0A7KU15;A0A2R8Y5M3;A0A1V1FM02;X5D9D2;A0A2R8Y5S3;I6MBV4;A0A2R8Y5N2;A0A2R8YFV7;A8KAM8;A0A1G4P1I6;Q59F04;A0A1V1FGH6;Q32NF0;Q59IT9;A0A2R8Y6W1;A0A2R8Y7E9;Q0VAM5;Q86WV8;A0A2R8YD74;A0A2R8YGX7;Q5UBV6;B7Z4G2;B7Z604;P09619;Q92574Receptor protein-tyrosine kinase;Platelet-derived growth factor receptor beta;HamartinTSC1-PDGFRB fusion;TSC1;NIN/PDGFRB fusion;PDGFRBA0A0A7KU15_HUMAN receptor protein-tyrosine kinase (Fragment) OS=Homo sapiens OX=9606 GN=TSC1-PDGFRB fusion PE=2 SV=1;A0A2R8Y5M3_HUMAN TSC complex subunit 1 (Fragment) OS=Homo sapiens OX=9606 GN=TSC1 PE=1 SV=1;A0A1V1FM02_HUMAN Hamartin OS=Homo sapiens OX=9625 2 2 2 1.5 154.57 8562800 0 0 133790 0 0
Q6I7N8;A0A0B4J1V9;Q9NRZ9;A0A087WSW7;F6RPV8;Q9NW36;B1ALG6Lymphoid-specific helicaseHELLS Q6I7N8_HUMAN Lymphoid specific helicase variant9 OS=Homo sapiens OX=9606 GN=HELLS PE=2 SV=1;A0A0B4J1V9_HUMAN Helicase, lymphoid specific OS=Homo sapiens OX=9606 GN=HELLS PE=1 SV=1;HELLS_HUMAN Lymphoid-specific helicase OS=Homo sapiens OX=9606 GN=HELLS PE=17 6 6 6 8.7 93.961 83145000 0 14306000 2078600 0 357650
A0A0B4J1Z1;B4DEK2;C9JAB2;Q16629;Q8NB80;F8WEA1 Serine/arginine-rich splicing factor 7SRSF7 A0A0B4J1Z1_HUMAN Serine and arginine rich splicing factor 7 OS=Homo sapiens OX=9606 GN=SRSF7 PE=1 SV=1;B4DEK2_HUMAN cDNA FLJ59182, highly similar to Splicing factor, arginine/serine-rich 7 OS=Homo sapiens OX=9606 PE=2 SV=1;C9JAB2_HUMAN Serine and arginine 6 7 6 6 49.6 15.763 5.96E+08 192400000 0 74522000 24050000 0
F5H895;A0A0B4J239;F5GXX5;Q53G02;P61803 Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit DAD1DAD1 F5H895_HUMAN Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit DAD1 OS=Homo sapiens OX=9606 GN=DAD1 PE=1 SV=1;A0A0B4J239_HUMAN Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit DAD1 OS=Homo sapiens OX=9606 GN=DAD1 5 1 1 1 18.5 7.2883 24806000 11870000 0 12403000 5934800 0
F8VV32;A0A0B4J259;B2R4C5;P61626 Lysozyme;Lysozyme C LYZ F8VV32_HUMAN Lysozyme OS=Homo sapiens OX=9606 GN=LYZ PE=1 SV=1;A0A0B4J259_HUMAN Lysozyme OS=Homo sapiens OX=9606 GN=LYZ PE=1 SV=1;B2R4C5_HUMAN C-type lysozyme OS=Homo sapiens OX=9606 GN=LYZ PE=2 SV=1;LYSC_HUMAN Lysozyme C OS=Homo sapiens OX=9606 GN=LYZ PE=4 2 2 2 18.3 11.488 1.27E+08 18616000 65565000 15913000 2327000 8195700
Q9BV28;B2RBD5;A0A0B4J269;Q13509;Q53G92;Q3ZCR3 Tubulin beta-3 chain TUBB3 Q9BV28_HUMAN Tubulin beta chain (Fragment) OS=Homo sapiens OX=9606 GN=TUBB3 PE=2 SV=2;B2RBD5_HUMAN Tubulin beta chain OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0B4J269_HUMAN G-protein coupled receptors family 1 profile domain-containing protein OS=Homo sapiens 6 12 2 0 33.3 45.622 69399000 37996000 0 3855500 2110900 0
F8WF49;A0A0B4J2C2;Q9Y2H0;A0A087X246 Disks large-associated protein 4DLGAP4 F8WF49_HUMAN DLG associated protein 4 OS=Homo sapiens OX=9606 GN=DLGAP4 PE=1 SV=1;A0A0B4J2C2_HUMAN DLG associated protein 4 OS=Homo sapiens OX=9606 GN=DLGAP4 PE=1 SV=1;DLGP4_HUMAN Disks large-associated protein 4 OS=Homo sapiens OX=9606 GN=DLGAP4 PE=1 SV=34 2 2 2 12.7 26.941 48411000 17017000 0 3723900 1309000 0
A0A0P1J1R0;Q5W0H4;A0A0B4J2C3;P13693;J3KPG2;E9PJF7;B4DKJ4;Q9NXW1;H0YCX0;Q56UQ5;Q9UP43;B4DLD6;Q9HAU6Translationally-controlled tumor proteinTPT1 A0A0P1J1R0_HUMAN Translationally-controlled tumor protein OS=Homo sapiens OX=9606 GN=seTCTP PE=3 SV=1;Q5W0H4_HUMAN Tumor protein, translationally-controlled 1 OS=Homo sapiens OX=9606 GN=TPT1 PE=1 SV=1;A0A0B4J2C3_HUMAN Tumor protein, translationally-control13 5 5 5 37.2 19.595 1.68E+09 941880000 0 2.39E+08 134550000 0
M0QZE1;M0QXD1;A0A0C3SFZ9;A0A8V8TMX9;A0A8V8TPA0;M0QYA9;B7ZAZ3;A0A8V8TNC3;A0A8V8TP91;A0A8V8TPM7;A0A8V8TMV7;M0R1K4;M0QZI9;M0R3E5;M0R3E7;A0A8V8TPN1;O14526F-BAR domain only protein 1FCHO1 M0QZE1_HUMAN FCH and mu domain containing endocytic adaptor 1 (Fragment) OS=Homo sapiens OX=9606 GN=FCHO1 PE=1 SV=8;M0QXD1_HUMAN F-BAR domain only protein 1 (Fragment) OS=Homo sapiens OX=9606 GN=FCHO1 PE=1 SV=1;A0A0C3SFZ9_HUMAN FCH and mu domain containing17 1 1 1 7.5 15.375 0 0 0 0 0 0
P43490;A0A0C4DFS8;A0A7P0T9I9;A0A7P0T8L3;A0A7P0T973;A0A7P0TAS5;A0A7P0T931;A0A7P0T862;A0A7P0T8D2;A0A7P0T895;A0A7P0TBB7;A0A7P0T941;A0A7P0TA73;A0A7P0Z466;B7Z8W6;A0A7P0T8R4;A0A7P0Z4N0;A0A7P0T9F0;A0A7P0TB17;A0A7P0T8Z3;A0A7P0TAI8Nicotinamide phosphoribosyltransferaseNAMPT NAMPT_HUMAN Nicotinamide phosphoribosyltransferase OS=Homo sapiens OX=9606 GN=NAMPT PE=1 SV=1;A0A0C4DFS8_HUMAN Nicotinamide phosphoribosyltransferase OS=Homo sapiens OX=9606 GN=NAMPT PE=1 SV=1;A0A7P0T9I9_HUMAN Nicotinamide phosphoribosyltransferase OS=Homo21 3 3 3 6.5 55.52 73647000 35024000 0 2539600 1207700 0
B2RCX0;A0A0C4DFV9;A0A8J8YYJ1;P0DME0 Protein SETSIP SET;SETSIP B2RCX0_HUMAN cDNA, FLJ96345, Homo sapiens SET translocation (myeloid leukemia-associated) (SET),mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0C4DFV9_HUMAN SET nuclear proto-oncogene OS=Homo sapiens OX=9606 GN=SET PE=1 SV=2;A0A8J8YYJ1_HUMAN SET nuclear proto-o4 8 8 1 43.3 32.134 9.96E+09 3187700000 16564000 1.11E+09 354190000 1840400
C9J9K3;A0A8V8TMX1;A0A0C4DG17;A0A8V8TLA4;P08865;A0A8I5KQE6;Q96RS2;F8WD59;A0A8V8TMP3;A0A8V8TMZ840S ribosomal protein SA RPSA C9J9K3_HUMAN 40S ribosomal protein SA (Fragment) OS=Homo sapiens OX=9606 GN=RPSA PE=1 SV=8;A0A8V8TMX1_HUMAN 40S ribosomal protein SA OS=Homo sapiens OX=9606 GN=RPSA PE=1 SV=1;A0A0C4DG17_HUMAN Small ribosomal subunit protein uS2 OS=Homo sapiens OX=9606 GN=R10 11 11 11 56.7 29.404 7.98E+09 3543200000 19080000 6.14E+08 272550000 1467700
A0A0C4DG73;H7C183;Q70CQ2 Ubiquitin carboxyl-terminal hydrolase;Ubiquitin carboxyl-terminal hydrolase 34USP34 A0A0C4DG73_HUMAN Ubiquitin carboxyl-terminal hydrolase (Fragment) OS=Homo sapiens OX=9606 GN=USP34 PE=1 SV=1;H7C183_HUMAN ubiquitinyl hydrolase 1 (Fragment) OS=Homo sapiens OX=9606 GN=USP34 PE=1 SV=1;UBP34_HUMAN Ubiquitin carboxyl-terminal hydrolase 34 OS=3 1 1 1 1.7 94.343 0 0 0 0 0 0
A8K6X3;A0A0C4DG89;Q7L014;D6RJA6 Probable ATP-dependent RNA helicase DDX46DDX46 A8K6X3_HUMAN RNA helicase OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0C4DG89_HUMAN RNA helicase OS=Homo sapiens OX=9606 GN=DDX46 PE=1 SV=1;DDX46_HUMAN Probable ATP-dependent RNA helicase DDX46 OS=Homo sapiens OX=9606 GN=DDX46 PE=1 SV=24 16 16 16 15.5 117.47 6.12E+08 14258000 166810000 11549000 269010 3147400
H7C5K0;Q59GQ7;A0A0C4DGA6;A8K5B6;Q14527 Helicase-like transcription factorHLTF H7C5K0_HUMAN Helicase like transcription factor (Fragment) OS=Homo sapiens OX=9606 GN=HLTF PE=1 SV=1;Q59GQ7_HUMAN SWI/SNF-related matrix-associated actin-dependent regulator of chromatin a3 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0C4DGA6_HU5 2 2 2 5.4 48.033 33012000 3167300 9624400 1650600 158360 481220
A0A0C4DGB0;Q9UIL1 Short coiled-coil protein SCOC A0A0C4DGB0_HUMAN Short coiled-coil protein OS=Homo sapiens OX=9606 GN=SCOC PE=1 SV=1;SCOC_HUMAN Short coiled-coil protein OS=Homo sapiens OX=9606 GN=SCOC PE=1 SV=22 1 1 1 22 9.3544 1.12E+08 55535000 0 37298000 18512000 0
P20810;B7Z574;E7ES10;B7Z5T9;E9PCH5;A0A6Q8PG72;E7EVY3;A0A6Q8PGG5;A0A6Q8PGN6;A0A1S5UZ18;A0A0C4DGB5;A0A6Q8PH20;B7Z4U9;E9PDE4;B7Z6N0;A0A6Q8PFE5;A0A6Q8PFF6;Q6AZE3;Q59HE3;H0Y7F0;B7Z5T6;B2RCJ7;H0Y9H6;Q86YM9;E7EQA0;H0YD33;B2RDU1;E7EQ12;B7Z7L4;B7Z8S8;A8K8C4;Q15786;F8W7E0;A0A6Q8PFL0;Q13940;H0YA91;A0A0C4DGD1;E7EQK6;B7Z8U1;E9PSG1;H0Y944;A0A6Q8PFR3;D6RBR1;D6RGF7;A0A3G1T4K9;D6RAA8Calpastatin CAST ICAL_HUMAN Calpastatin OS=Homo sapiens OX=9606 GN=CAST PE=1 SV=4;B7Z574_HUMAN Calpastatin OS=Homo sapiens OX=9606 GN=CAST PE=1 SV=1;E7ES10_HUMAN Calpastatin (Fragment) OS=Homo sapiens OX=9606 GN=CAST PE=1 SV=1;B7Z5T9_HUMAN Calpastatin OS=Homo sapiens OX=9646 11 11 11 19.8 76.572 5.14E+08 320580000 3229700 15563000 9714500 97869
A0A2R8YD40;F5GWX5;B3KY63;A0A2R8YDJ9;A0A2R8YFK9;A0A2R8Y4X2;A0A2R8Y5J0;A0A2R8YFD8;A0A2U3TZM0;A0A2R8Y212;A0A2R8Y521;A0A0C4DGG9;Q14839;A0A2R8Y425;A0A2R8YDW2;A0A2R8YER1;A0A2R8Y8C1;A0A2R8Y445;A0A2R8Y7I0;A0A2R8Y5M9;A0A2R8Y7M9;A0A2R8Y5Z7;A0A2R8YE38;Q8TDI0;A0A2R8Y685;K7EMY3;Q659D0;Q659F1;B3KRD4;Q6ZU36;A0A2R8Y8B3;A0A2R8Y7X1Chromodomain-helicase-DNA-binding protein 4CHD4 A0A2R8YD40_HUMAN DNA helicase (Fragment) OS=Homo sapiens OX=9606 GN=CHD4 PE=1 SV=1;F5GWX5_HUMAN DNA helicase OS=Homo sapiens OX=9606 GN=CHD4 PE=1 SV=1;B3KY63_HUMAN DNA helicase OS=Homo sapiens OX=9606 PE=2 SV=1;A0A2R8YDJ9_HUMAN DNA helicase (Fragment) OS=H32 26 26 20 20.1 170.47 1E+09 50540000 280750000 12996000 656360 3646200
Q6P2E5;A0A0C4DGH1;Q5XG92 Carboxylic ester hydrolase;Carboxylesterase 4ACES8;CES4A Q6P2E5_HUMAN Carboxylic ester hydrolase (Fragment) OS=Homo sapiens OX=9606 GN=CES8 PE=2 SV=1;A0A0C4DGH1_HUMAN Carboxylic ester hydrolase (Fragment) OS=Homo sapiens OX=9606 GN=CES4A PE=1 SV=1;EST4A_HUMAN Carboxylesterase 4A OS=Homo sapiens OX=9606 GN=CES4A 3 1 1 1 1.8 49.976 0 0 0 0 0 0
Q7Z2E5;B4DMF7;J3QRU8;A0A0C4DGN6;Q59FC3;Q9Y2X7;J3QLH1;B4DS81ARF GTPase-activating protein GIT1DKFZp686G1540;GIT1Q7Z2E5_HUMAN Uncharacterized protein DKFZp686G1540 OS=Homo sapiens OX=9606 GN=DKFZp686G1540 PE=2 SV=1;B4DMF7_HUMAN cDNA FLJ58515, highly similar to ARF GTPase-activating protein GIT1 OS=Homo sapiens OX=9606 PE=2 SV=1;J3QRU8_HUMAN GIT ArfGAP 1 OS=Homo sapie8 2 2 2 6.3 42.294 60084000 0 30418000 3004200 0 1520900
A0A0C4DGP4 PRKCSH A0A0C4DGP4_HUMAN Protein kinase C substrate 80K-H (Fragment) OS=Homo sapiens OX=9606 GN=PRKCSH PE=1 SV=1 1 7 1 1 44.5 22.628 1.17E+08 64413000 0 14673000 8051600 0
A0A0D4WP22 ATP6 A0A0D4WP22_HUMAN ATP synthase subunit a (Fragment) OS=Homo sapiens OX=9606 GN=ATP6 PE=3 SV=1 1 1 1 1 9 20.636 0 0 0 0 0 0
P21127;Q9UQ88;A0A0D9SEN2;A0A0D9SER5;Q5QPR3;A0A0D9SEI3;B4E3D9;Q4VBY6;Q5QPR4;A4VCI5;Q6P5Y5;Q96CA8;B4E0N4;B4E0M9;J3KS35;E7ESP2;Q3SWV2;Q6PK02;Q05C84;A0A087X1I0;B4DWE4;A0A087WYI9;A0A1B0GYL8;A0A1B0H6K7;E9PFJ2;Q13882;Q5QPQ9Cyclin-dependent kinase 11B;Cyclin-dependent kinase 11ACDK11B;CDK11A;CDC2L2;CDC2L1CD11B_HUMAN Cyclin-dependent kinase 11B OS=Homo sapiens OX=9606 GN=CDK11B PE=1 SV=4;CD11A_HUMAN Cyclin-dependent kinase 11A OS=Homo sapiens OX=9606 GN=CDK11A PE=1 SV=4;A0A0D9SEN2_HUMAN Cyclin dependent kinase 11B OS=Homo sapiens OX=9606 GN=CDK11B PE=1 SV=127 8 8 8 12.1 92.619 2.3E+08 19204000 104970000 5901200 492420 2691500
A0A0D9SEM9 DDX39A A0A0D9SEM9_HUMAN DExD-box helicase 39A (Fragment) OS=Homo sapiens OX=9606 GN=DDX39A PE=1 SV=1 1 4 1 1 40.6 10.925 52606000 33384000 19222000 8767700 5564000 3203600
A0A2U3TZJ9;A0A2R8Y774;O00571;B5BTY4;A0A0D9SF53;A0A2R8YFR4;A0A2R8Y5G6;A0A0D9SFB3;A0A2R8YF78;A0A2R8Y645;A0A0D9SG12;A0A2R8YCW1;A0A2R8YFS5;A0A2R8Y4A4;Q59GX6;F6S8Q4;A0A2R8Y7T2;A0A2R8YDT5;A0A2R8YDH3;B4DLU5;O15523;Q5S4N1;B4E010;B4E132;A0A0J9YVQ7;A0A087WVZ1;B4E3C4;C9J081;A0A2R8Y650;A0A2R8YCU0;Q9NQI0;D6RCM4;C9J8G5;B4DLA0;H0Y960;A0A2R8YF89;A0A2R8Y4D2ATP-dependent RNA helicase DDX3X;ATP-dependent RNA helicase DDX3YDDX3X;DDX3Y A0A2U3TZJ9_HUMAN RNA helicase OS=Homo sapiens OX=9606 GN=DDX3X PE=1 SV=1;A0A2R8Y774_HUMAN RNA helicase OS=Homo sapiens OX=9606 GN=DDX3X PE=1 SV=1;DDX3X_HUMAN ATP-dependent RNA helicase DDX3X OS=Homo sapiens OX=9606 GN=DDX3X PE=1 SV=3;B5BTY4_HUMAN RNA helic37 22 21 21 39.3 73.214 9.39E+08 63754000 377190000 24068000 1634700 9671500
B7Z475;C9JLJ1;A0A0D9SF63;Q9BZK7;C9JCK0;C9JBN1;A0A0D9SF25;A0A1B0GUU2;C9IYU9;A0A1B0GVH3;A0A068L529F-box-like/WD repeat-containing protein TBL1XR1TBL1XR1;TBLR1-RARA fusionB7Z475_HUMAN cDNA FLJ55712, highly similar to F-box-like/WD repeat protein TBL1XR1 OS=Homo sapiens OX=9606 PE=2 SV=1;C9JLJ1_HUMAN TBL1X/Y related 1 OS=Homo sapiens OX=9606 GN=TBL1XR1 PE=1 SV=2;A0A0D9SF63_HUMAN TBL1X/Y related 1 OS=Homo sapiens OX=9606 GN=T11 2 2 2 9.3 40.756 94381000 37901000 0 4719000 1895000 0
A0A0D9SG71;B4DWT6;A0A0R4J2E5;Q53G86;Q53G67;A0A8Q3SIL6;P49459Ubiquitin-conjugating enzyme E2 AUBE2A A0A0D9SG71_HUMAN Ubiquitin conjugating enzyme E2 A OS=Homo sapiens OX=9606 GN=UBE2A PE=1 SV=1;B4DWT6_HUMAN cDNA FLJ51703, highly similar to Ubiquitin-conjugating enzyme E2 A OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0R4J2E5_HUMAN Ubiquitin conjugating enzyme E27 1 1 1 8.4 13.635 39029000 18235000 0 9757300 4558700 0
Q5JRC6;A0A0D9SGE8;Q8IWS0;B4E138;A0A8I5QJH7;A0A8I5KVG8PHD finger protein 6 PHF6 Q5JRC6_HUMAN PHD finger protein 6 OS=Homo sapiens OX=9606 GN=PHF6 PE=1 SV=1;A0A0D9SGE8_HUMAN PHD finger protein 6 OS=Homo sapiens OX=9606 GN=PHF6 PE=1 SV=1;PHF6_HUMAN PHD finger protein 6 OS=Homo sapiens OX=9606 GN=PHF6 PE=1 SV=1;B4E138_HUMAN cDNA FLJ509406 4 4 4 15.4 36.43 1.91E+08 9661300 45162000 10599000 536740 2509000
K7END0;Q13110;K7ES53;K7EP97;J3KNX4;A0A0D9SGJ8;Q2TAK8PWWP domain-containing protein MUM1MUM1;MUM-1 K7END0_HUMAN PWWP domain containing 3A, DNA repair factor (Fragment) OS=Homo sapiens OX=9606 GN=PWWP3A PE=4 SV=3;Q13110_HUMAN Melanoma ubiquitous mutated protein (Fragment) OS=Homo sapiens OX=9606 GN=MUM-1 PE=4 SV=1;K7ES53_HUMAN PWWP domain containing 3A, 7 1 1 1 19.1 5.6126 0 0 0 0 0 0
P51114;A0A0F7KYT8;A0A8V8TMQ1;A0A0F7L1S3;A0A0F7L0Q8;A0A8V8TNP6;B4DXZ6;B4DM21;E9PFF5;B4DGH9;E7EU85;B4DM78;C9JAJ4;C9JY20;C9JZE0;B4DZ17;A0A0F7L2Z7;B4DFH8;H7C4S4;C9IZ22;C9J5B4;A0A8V8TM97;C9JYQ6Fragile X mental retardation syndrome-related protein 1FXR1 FXR1_HUMAN RNA-binding protein FXR1 OS=Homo sapiens OX=9606 GN=FXR1 PE=1 SV=3;A0A0F7KYT8_HUMAN RNA-binding protein FXR1 OS=Homo sapiens OX=9606 GN=FXR1 PE=2 SV=1;A0A8V8TMQ1_HUMAN RNA-binding protein FXR1 OS=Homo sapiens OX=9606 GN=FXR1 PE=1 SV=1;A0A0F7L1S323 12 12 10 24.6 69.72 5.67E+08 106270000 111380000 20241000 3795500 3977800
A0A0F7NGI8;Q32MZ4;Q05D04;B4DPC0;A0A8V8TLX7;Q9H3B7;C9JTC6Leucine-rich repeat flightless-interacting protein 1LRRFIP1 A0A0F7NGI8_HUMAN Leucine rich repeat (In FLII) interacting protein 1, isoform CRA_c OS=Homo sapiens OX=9606 GN=LRRFIP1 PE=2 SV=1;LRRF1_HUMAN Leucine-rich repeat flightless-interacting protein 1 OS=Homo sapiens OX=9606 GN=LRRFIP1 PE=1 SV=2;Q05D04_HUMAN LRRF7 20 20 19 33.9 82.688 1.38E+09 897390000 149860000 43140000 28044000 4683000
P0DMV8;P0DMV9;A0A0G2JIW1;A0A1U9X7W4;A8K5I0;Q59EJ3;B4DNT8;B4DFN9;B4DWK5;B4DI39;B4E388;B4E1S9;B4DVU9;B3KTT5;V9GZ37;B4DNX1;B4DNV4;B4E1T6;Q9UQC1Heat shock 70 kDa protein 1A;Heat shock 70 kDa protein 1BHSPA1A;HSPA1B;HEL-S-103HS71A_HUMAN Heat shock 70 kDa protein 1A OS=Homo sapiens OX=9606 GN=HSPA1A PE=1 SV=1;HS71B_HUMAN Heat shock 70 kDa protein 1B OS=Homo sapiens OX=9606 GN=HSPA1B PE=1 SV=1;A0A0G2JIW1_HUMAN Heat shock 70 kDa protein 1B OS=Homo sapiens OX=9606 GN=HSPA1B PE=1 S19 17 14 8 27 70.051 1.61E+09 940370000 103470000 50447000 29387000 3233500
P25440;A0A1U9X7B3;A0A0G2JK44;A0A140T9E9;H0Y6K2;X5CF57;A0A1U9X7B8;A0A1U9X7A8;A0A1U9X7B4;A0A140T9V2;A0A140T9F7;A0A0G2JHL0;U3KQA6;A0A140T9I1;A0A0G2JHN8;U3KPW0;E9PIQ3;H0YDJ7Bromodomain-containing protein 2BRD2 BRD2_HUMAN Bromodomain-containing protein 2 OS=Homo sapiens OX=9606 GN=BRD2 PE=1 SV=2;A0A1U9X7B3_HUMAN BRD2 OS=Homo sapiens OX=9606 PE=4 SV=1;A0A0G2JK44_HUMAN Bromodomain-containing protein 2 OS=Homo sapiens OX=9606 GN=BRD2 PE=1 SV=1;A0A140T9E9_HUMAN Bromo18 7 6 6 10.2 88.06 2.17E+08 46063000 56829000 6036200 1279500 1578600
N0E466;A0A1U9X7J2;N0E4C7;Q5SRQ3;A0A7I2YQ78;Q5SRQ6;N0E472;A0A0G2JM12;P67870Casein kinase II subunit betaCSNK2B;CSNK2B-LY6G5B-1181;CSNK2B-LY6G5B--991N0E466_HUMAN Casein kinase II subunit beta OS=Homo sapiens OX=9606 GN=CSNK2B PE=2 SV=1;A0A1U9X7J2_HUMAN Casein kinase II subunit beta OS=Homo sapiens OX=9606 PE=3 SV=1;N0E4C7_HUMAN Casein kinase II subunit beta OS=Homo sapiens OX=9606 GN=CSNK2B PE=2 SV=1;Q9 2 2 2 15.2 14.568 1.23E+08 38577000 15319000 20582000 6429500 2553200
A0A0G2JR78;Q9NY99 Gamma-2-syntrophin SNTG2 A0A0G2JR78_HUMAN Gamma-2-syntrophin (Fragment) OS=Homo sapiens OX=9606 GN=SNTG2 PE=4 SV=1;SNTG2_HUMAN Gamma-2-syntrophin OS=Homo sapiens OX=9606 GN=SNTG2 PE=1 SV=22 1 1 1 3 26.483 4.53E+08 103460000 143510000 32349000 7389800 10251000
A0A0J9YYL3;A0A0J9YVP6;E9PQ56;A0A0J9YXJ8;A0A0J9YXX5;H0YEM1;A0A994J6L7;E9PL19;Q9UHX1;A0A0J9YVR6;A0A0J9YWM1;E9PN18;E9PMU7;A0A0J9YXC6;H0YCP8;A0A994J6K6Poly(U)-binding-splicing factor PUF60PUF60 A0A0J9YYL3_HUMAN Poly(U)-binding-splicing factor PUF60 (Fragment) OS=Homo sapiens OX=9606 GN=PUF60 PE=1 SV=1;A0A0J9YVP6_HUMAN Poly(U)-binding-splicing factor PUF60 (Fragment) OS=Homo sapiens OX=9606 GN=PUF60 PE=1 SV=1;E9PQ56_HUMAN Poly(U)-binding-splicing 16 13 13 13 31.3 54.626 1.07E+09 375440000 112420000 42889000 15018000 4496800
C9JV74;A0A0J9YX42 LMNTD2 C9JV74_HUMAN Lamin tail domain containing 2 (Fragment) OS=Homo sapiens OX=9606 GN=LMNTD2 PE=1 SV=1;A0A0J9YX42_HUMAN Lamin tail domain-containing protein 2 (Fragment) OS=Homo sapiens OX=9606 GN=LMNTD2 PE=1 SV=12 1 1 1 5.3 33.457 0 0 0 0 0 0
O75190;B4DVN1;A7UJ17;A0A0J9YX62;C9J2C4;C9J2P2;B4DNN5;B4DMJ9;E9PH18;B4DNF1;F8WCZ4;C9JDX6;C9JDR7;C9JB42;B4DJY6;C9JRD2;Q49A72;A0A140VJI2;Q8NHS0;C9JXB9;Q8WWF6;P25686;A8K0R1;C9JN01DnaJ homolog subfamily B member 6DNAJB6 DNJB6_HUMAN DnaJ homolog subfamily B member 6 OS=Homo sapiens OX=9606 GN=DNAJB6 PE=1 SV=2;B4DVN1_HUMAN cDNA FLJ52214, highly similar to DnaJ homolog subfamily B member 6 OS=Homo sapiens OX=9606 PE=2 SV=1;A7UJ17_HUMAN DnaJ OS=Homo sapiens OX=9606 PE=2 SV=1;24 3 3 3 10.4 36.087 1.14E+08 0 3897200 8731000 0 299790
A0A0J9YYJ0;Q8N129 Protein canopy homolog 4CNPY4 A0A0J9YYJ0_HUMAN Canopy FGF signaling regulator 4 (Fragment) OS=Homo sapiens OX=9606 GN=CNPY4 PE=1 SV=1;CNPY4_HUMAN Protein canopy homolog 4 OS=Homo sapiens OX=9606 GN=CNPY4 PE=1 SV=12 2 2 2 18.6 13.171 67272000 11921000 0 9610200 1703000 0
Q05DH1;A0A0K0K1K4;O14818;H0Y586;B0YJ74;Q8TAA3;A0A087WYS6;Q4G1B8;F5GY34Proteasome subunit alpha type;Proteasome subunit alpha type-7;Proteasome subunit alpha type-7-likePSMA7;PSMA8 Q05DH1_HUMAN Proteasome subunit alpha type (Fragment) OS=Homo sapiens OX=9606 GN=PSMA7 PE=2 SV=1;A0A0K0K1K4_HUMAN Proteasome subunit alpha type OS=Homo sapiens OX=9606 GN=HEL-S-276 PE=2 SV=1;PSA7_HUMAN Proteasome subunit alpha type-7 OS=Homo sapiens OX=9609 8 8 8 41.6 26.713 1.07E+09 677240000 3504300 76573000 48375000 250310
A0A0K0K1K7;O95336;M0R261;M0R0U3;M0R1L2 6-phosphogluconolactonasePGLS A0A0K0K1K7_HUMAN 6-phosphogluconolactonase OS=Homo sapiens OX=9606 GN=HEL-S-304 PE=2 SV=1;6PGL_HUMAN 6-phosphogluconolactonase OS=Homo sapiens OX=9606 GN=PGLS PE=1 SV=2;M0R261_HUMAN 6-phosphogluconolactonase (Fragment) OS=Homo sapiens OX=9606 GN=PGLS PE=1 5 4 4 4 26 27.547 1.27E+08 86141000 0 9742900 6626300 0
A0A384NQ35;A0A0K0K1L8;Q06323;Q6FHU3;Q86SZ9;H0YLU2;H0YKK6Proteasome activator complex subunit 1PSME1 A0A384NQ35_HUMAN Epididymis secretory sperm binding protein (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0K0K1L8_HUMAN Epididymis secretory sperm binding protein Li 129m OS=Homo sapiens OX=9606 GN=HEL-S-129m PE=2 SV=1;PSME1_HUMAN Proteasome activator co7 10 10 10 43.3 28.52 1.37E+09 717780000 5419200 91463000 47852000 361280
A0A3S8NFS6;A0A0K0Q2Z1;A0A2S0BDD1;P01008;A0A3Q8Q4D0;A0A2H4R0R4;Q9UE54;Q8TCE1Antithrombin-III SERPINC1 A0A3S8NFS6_HUMAN ATIII-T1 OS=Homo sapiens OX=9606 PE=3 SV=1;A0A0K0Q2Z1_HUMAN Antithrombin-III OS=Homo sapiens OX=9606 GN=SERPINC1 PE=2 SV=1;A0A2S0BDD1_HUMAN Antithrombin-III OS=Homo sapiens OX=9606 GN=ATIII-R2 PE=2 SV=1;ANT3_HUMAN Antithrombin-III OS=Homo 8 4 4 4 9.7 47.102 2.7E+08 0 153920000 11229000 0 6413400
A0A385HW02;A0A385HW63;P69905;A0A1S5UZ39;A0A1K0GXZ1;A0A0K2BMD8;A0A385HVY8;A0A385HVZ2;A0A2R8Y7C0;A0A385HW21;D1MGQ2;E9M4D4;Q4ZGM8;U6A216;I1VZV6;U3PXP0;A0A385HW00;G3V1N2;V9H1D9;E1B2D1;Q9BX83;Q96T46;E9LUX2;Q86YQ1;Q9NQT3;Q6J1Z9;Q86YL2;Q86YQ4;Q1W6G9;P78461;P02008Hemoglobin subunit alphaHBA1;HBA2 A0A385HW02_HUMAN Mutant hemoglobin subunit alpha 2 OS=Homo sapiens OX=9606 GN=HBA2 PE=3 SV=1;A0A385HW63_HUMAN Mutant hemoglobin subunit alpha 2 OS=Homo sapiens OX=9606 GN=HBA2 PE=3 SV=1;HBA_HUMAN Hemoglobin subunit alpha OS=Homo sapiens OX=9606 GN=HBA1 PE=31 3 3 3 21.8 15.285 1.35E+08 27658000 22495000 16900000 3457300 2811900
D6R991;D6REM6;Q68D11;A0A0R4J2E8;A8MXP9;P43243;D6RAM9;D6RAY2;D6RBI2;D6RE02;D6RIA2;H0Y8T4;Q5CZA7;B4DF66;B3KM87;B4DRS1Matrin-3 MATR3;DKFZp686K23100;DKFZp686K0542D6R991_HUMAN Matrin 3 (Fragment) OS=Homo sapiens OX=9606 GN=MATR3 PE=1 SV=1;D6REM6_HUMAN Matrin 3 OS=Homo sapiens OX=9606 GN=MATR3 PE=1 SV=1;Q68D11_HUMAN Uncharacterized protein DKFZp686K23100 OS=Homo sapiens OX=9606 GN=DKFZp686K23100 PE=2 SV=1;A0A0R4J2E8_16 2 2 2 4.6 48.159 23449000 4713800 4135200 1116600 224470 196920
A0A0R4J2F3;P0DPB6 A0A0R4J2F3_HUMAN DNA-directed RNA polymerases I and III subunit RPAC2 OS=Homo sapiens OX=9606 GN=POLR1D PE=1 SV=1;RPAC2_HUMAN DNA-directed RNA polymerases I and III subunit RPAC2 OS=Homo sapiens OX=9606 GN=POLR1D PE=1 SV=12 2 2 2 26.7 13.262 37355000 16385000 0 7471100 3277100 0
A0A1W2PRD8;A0A0S1TJ81;A0A1W2PPA2;A0A0S1TL27;A0A1X7SBS6;A0A1W2PNI2;A0A977NV57;O95259Potassium voltage-gated channel subfamily H member 1KCNH1 A0A1W2PRD8_HUMAN Potassium voltage-gated channel subfamily H member 1 (Fragment) OS=Homo sapiens OX=9606 GN=KCNH1 PE=1 SV=1;A0A0S1TJ81_HUMAN Potassium voltage-gated channel subfamily H member 1 OS=Homo sapiens OX=9606 GN=KCNH1 PE=1 SV=1;A0A1W2PPA2_HUMAN Po8 1 1 1 3.8 22.299 1.04E+08 16920000 27246000 9448500 1538100 2476900
A0A0S2Z377;A0A0S2Z2Z6;P08133;A8K3Q7;B7Z582;E5RK69;Q6ZP35;E7EMC6;E5RK63;A0A0S2Z301;E5RJF5;E5RFF0;E5RI05;H0YC77;E5RIU8;E5RJR0Annexin A6;Annexin ANXA6 A0A0S2Z377_HUMAN Annexin (Fragment) OS=Homo sapiens OX=9606 GN=ANXA6 PE=1 SV=1;A0A0S2Z2Z6_HUMAN Annexin (Fragment) OS=Homo sapiens OX=9606 GN=ANXA6 PE=2 SV=1;ANXA6_HUMAN Annexin A6 OS=Homo sapiens OX=9606 GN=ANXA6 PE=1 SV=3;A8K3Q7_HUMAN Annexin OS=Homo sap16 22 22 22 34.3 75.276 1.59E+09 816930000 0 36939000 18998000 0
A0A0S2Z3B2 A0A0S2Z3B2_HUMAN Dystrophin OS=Homo sapiens OX=9606 GN=DMD PE=1 SV=1 1 1 1 1 3.7 24.779 0 0 0 0 0 0
Q5QP59;A0A0S2Z3D2;Q5TE63;Q5QP56;Q9H1R6;A0A7I2V597;A0A0S2Z3C5;Q5TE64;Q07817Bcl-2-like protein 1 BCL2L1 Q5QP59_HUMAN Bcl-2-like protein 1 (Fragment) OS=Homo sapiens OX=9606 GN=BCL2L1 PE=1 SV=1;A0A0S2Z3D2_HUMAN Bcl-2-like protein 1 OS=Homo sapiens OX=9606 GN=BCL2L1 PE=1 SV=1;Q5TE63_HUMAN Bcl-2-like protein 1 OS=Homo sapiens OX=9606 GN=BCL2L1 PE=2 SV=1;Q5QP56_9 1 1 1 20.8 5.5479 0 0 0 0 0 0
A0A0S2Z3D5;P02649;A0A346DBY2;J9ZVQ3;H0Y7L5;A0A0S2Z3V0;A0A0S2Z3J5;A0A0S2Z3B1;E9PEV4;E7ERP7;Q6LBZ1;Q6LA97;D9ZB55;Q6ZP45Apolipoprotein E APOE A0A0S2Z3D5_HUMAN Apolipoprotein E isoform 1 (Fragment) OS=Homo sapiens OX=9606 GN=APOE PE=2 SV=1;APOE_HUMAN Apolipoprotein E OS=Homo sapiens OX=9606 GN=APOE PE=1 SV=1;A0A346DBY2_HUMAN Apolipoprotein E (Fragment) OS=Homo sapiens OX=9606 GN=APOE PE=3 SV=1;J914 10 10 10 32.2 36.154 2.81E+08 0 0 12772000 0 0
A0A0S2Z3G9;O43707;F5GXS2;A0A8V8TL71;H7C144;Q96BG6;B4E337;B4DSX0;A0A0S2Z3X3;A0A0S2Z3C0;K7EP19;B3W6H4;A0A7R6M8N3;A0A7R6M8F2;D6RH00;B3W6H3Alpha-actinin-4 ACTN4 A0A0S2Z3G9_HUMAN Actinin alpha 4 isoform 1 (Fragment) OS=Homo sapiens OX=9606 GN=ACTN4 PE=2 SV=1;ACTN4_HUMAN Alpha-actinin-4 OS=Homo sapiens OX=9606 GN=ACTN4 PE=1 SV=2;F5GXS2_HUMAN Actinin alpha 4 OS=Homo sapiens OX=9606 GN=ACTN4 PE=1 SV=3;A0A8V8TL71_HUMAN16 56 56 38 68.5 104.85 2.02E+10 5834000000 40617000 3.67E+08 106070000 738490
C9JW69;Q5T081;A0A0S2Z3I4;A0A0S2Z404;P18754;C9JRH2;C9J3R0;C9JMJ4;C9JQZ4Regulator of chromosome condensationRCC1 C9JW69_HUMAN Regulator of chromosome condensation 1 (Fragment) OS=Homo sapiens OX=9606 GN=RCC1 PE=1 SV=1;Q5T081_HUMAN CHC1 protein (Fragment) OS=Homo sapiens OX=9606 GN=RCC1 PE=2 SV=1;A0A0S2Z3I4_HUMAN Regulator of chromosome condensation 1 isoform 3 (Fragm9 3 3 3 11.3 39.584 47951000 23657000 7168400 2997000 1478600 448020
A0A0S2Z3K9;I3L297;L7RT18;A0A0S2Z3Q4;P46108 Adapter molecule crk CRK A0A0S2Z3K9_HUMAN V-crk sarcoma virus CT10 oncogene-like protein isoform 2 OS=Homo sapiens OX=9606 GN=CRK PE=2 SV=1;I3L297_HUMAN CRK proto-oncogene, adaptor protein OS=Homo sapiens OX=9606 GN=CRK PE=1 SV=1;L7RT18_HUMAN V-crk sarcoma virus CT10 oncogene homo5 1 1 1 7.4 22.905 55739000 31885000 0 3716000 2125700 0
A0A0S2Z3L2;P16615;H7C5W9;Q8N3X5;Q7Z675;Q7Z6E5;O14983;H3BVB2Sarcoplasmic/endoplasmic reticulum calcium ATPase 2;Calcium-transporting ATPase;Sarcoplasmic/endoplasmic reticulum calcium ATPase 1ATP2A2;DKFZp779O2152;DKFZp779G2251;ATP2A1A0A0S2Z3L2_HUMAN P-type Ca(2+) transporter (Fragment) OS=Homo sapiens OX=9606 GN=ATP2A2 PE=2 SV=1;AT2A2_HUMAN Sarcoplasmic/endoplasmic reticulum calcium ATPase 2 OS=Homo sapiens OX=9606 GN=ATP2A2 PE=1 SV=1;H7C5W9_HUMAN P-type Ca(2+) transporter (Fragment) 8 4 4 4 4.6 114.76 92957000 0 0 2020800 0 0
Q96CJ7;A0A2R8YGM9;B4DRQ6;A0A2R8Y6K4;A0A0S2Z3V9;E9PLN6;F8WB53;A0A8C8KDW0;A0A2R8YET7;A6NCB9;A0A804HHY3;A0A0S2Z3Q2;E7ESD5;E7EQM5;A8KAG7;Q0P517;E7ETN2;Q66T69;B3KXR1;O60647;F2Z2Y1;O00167;Q99502;O95677Eyes absent homolog;Eyes absent homolog 2;Eyes absent homolog 1;Eyes absent homolog 4EYA4;EYA1;EYA2;Eab1Q96CJ7_HUMAN Eyes absent homolog (Fragment) OS=Homo sapiens OX=9606 GN=EYA4 PE=2 SV=2;A0A2R8YGM9_HUMAN Eyes absent homolog OS=Homo sapiens OX=9606 GN=EYA1 PE=1 SV=1;B4DRQ6_HUMAN Eyes absent homolog OS=Homo sapiens OX=9606 PE=2 SV=1;A0A2R8Y6K4_HUMAN Eyes ab24 1 1 1 1.7 45.476 0 0 0 0 0 0
A0A0S2Z423;A0A0S2Z3W7;Q9BY32 Inosine triphosphate pyrophosphataseITPA A0A0S2Z423_HUMAN Inosine triphosphatase isoform 2 (Fragment) OS=Homo sapiens OX=9606 GN=ITPA PE=2 SV=1;A0A0S2Z3W7_HUMAN Epididymis secretory sperm binding protein (Fragment) OS=Homo sapiens OX=9606 GN=ITPA PE=2 SV=1;ITPA_HUMAN Inosine triphosphate pyrophos3 2 2 2 16.3 16.833 1.5E+08 94731000 0 21423000 13533000 0
B4DVE1;A0A0S2Z3Y1;Q08380;K7EJY8;K7ESM3;K7EKQ5;K7EP36;B4DI70;B4DWA8;B3KP88;B4DDG4Galectin-3-binding proteinLGALS3BP B4DVE1_HUMAN Galectin-3-binding protein OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0S2Z3Y1_HUMAN Galectin-3-binding protein (Fragment) OS=Homo sapiens OX=9606 GN=LGALS3BP PE=2 SV=1;LG3BP_HUMAN Galectin-3-binding protein OS=Homo sapiens OX=9606 GN=LGALS3BP PE=1 S11 2 2 2 3.8 64.096 29265000 0 0 1125600 0 0
B4DHC5;A0A0S2Z444;A0A0S2Z3Y3;A0A0S2Z3Z1;A0A0S2Z462;P52594;C9J2I0;B8ZZY2Arf-GAP domain and FG repeat-containing protein 1AGFG1 B4DHC5_HUMAN cDNA FLJ57927, highly similar to Nucleoporin-like protein RIP OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0S2Z444_HUMAN ArfGAP with FG repeats 1 isoform 1 (Fragment) OS=Homo sapiens OX=9606 GN=AGFG1 PE=2 SV=1;A0A0S2Z3Y3_HUMAN ArfGAP with FG repeats 18 2 2 2 9.3 46.506 43867000 8124000 0 3374400 624920 0
A0A0S2Z466;F8WEL3;B5MC10;A8MTD3;G5E9F5;A0A0S2Z469;B5MC53;B5MCF8;A0A0S2Z3Z9;E7EX18;P39210Protein Mpv17 MPV17 A0A0S2Z466_HUMAN MpV17 mitochondrial inner membrane protein isoform 4 OS=Homo sapiens OX=9606 GN=MPV17 PE=2 SV=1;F8WEL3_HUMAN Mitochondrial inner membrane protein MPV17 OS=Homo sapiens OX=9606 GN=MPV17 PE=1 SV=1;B5MC10_HUMAN Mitochondrial inner membrane pr11 1 1 1 12.5 7.7828 40433000 0 40433000 13478000 0 13478000
P02538;A0A0S2Z428;A8K2I0;B4DRU6;B4DRR0;B4DWU6;O95678;F8VUG2;F8W1U3;A0A0S2Z427;Q8IWY7;K7ELP4;U3KPR1;P78386;Q14533;P78385;O43790;B4DN72;A0JNT2;K7EJU1;A8K872;B4DXK4;H0YHD9;A0A1X7SCE1;B4DIR1;K7EKH9;H0YIC5Keratin, type II cytoskeletal 6AKRT6A K2C6A_HUMAN Keratin, type II cytoskeletal 6A OS=Homo sapiens OX=9606 GN=KRT6A PE=1 SV=3;A0A0S2Z428_HUMAN HCG2039812, isoform CRA_b (Fragment) OS=Homo sapiens OX=9606 GN=KRT6A PE=2 SV=1;A8K2I0_HUMAN cDNA FLJ78504, highly similar to Homo sapiens keratin 6A (27 33 1 1 46.5 60.044 63022000 36947000 15139000 2100700 1231600 504640
A0A0S2Z448;B7Z4N5;P42568;Q6MZE2;Q6LEQ8 Protein AF-9 MLLT3;DKFZp686D09204;LTG9/MLLT3A0A0S2Z448_HUMAN Myeloid/lymphoid or mixed-lineage leukemia translocated to 3 isoform 1 (Fragment) OS=Homo sapiens OX=9606 GN=MLLT3 PE=2 SV=1;B7Z4N5_HUMAN cDNA FLJ58676, highly similar to Protein AF-9 OS=Homo sapiens OX=9606 PE=2 SV=1;AF9_HUMAN Protein AF-5 2 2 2 3.9 63.351 0 0 0 0 0 0
A0A0S2Z470;Q96FT4;A0A0S2Z456;Q92733;H0YE12;H0Y679;A0A0S2Z483Proline-rich protein PRCCPRCC A0A0S2Z470_HUMAN Papillary renal cell carcinoma isoform 3 (Fragment) OS=Homo sapiens OX=9606 GN=PRCC PE=1 SV=1;Q96FT4_HUMAN Papillary renal cell carcinoma (Translocation-associated) OS=Homo sapiens OX=9606 GN=PRCC PE=2 SV=1;A0A0S2Z456_HUMAN Papillary renal7 6 6 6 16.8 48.959 2.05E+08 13426000 44440000 12083000 789780 2614100
V9HWH2;V9HW77;A0A0S2Z471;P12277;B4DP56;G3V4N7;H0YJG0;G3V461;G3V2I1Creatine kinase B-type HEL-S-29;HEL-211;CKBV9HWH2_HUMAN creatine kinase OS=Homo sapiens OX=9606 GN=HEL-S-29 PE=1 SV=1;V9HW77_HUMAN creatine kinase OS=Homo sapiens OX=9606 GN=HEL-211 PE=2 SV=1;A0A0S2Z471_HUMAN creatine kinase (Fragment) OS=Homo sapiens OX=9606 GN=CKB PE=1 SV=1;KCRB_HUMAN Creatine ki9 9 9 9 30.7 42.644 1.17E+09 1011000000 11011000 68760000 59472000 647710
P14923;A0A0S2Z487;A0A0S2Z495;C9J826;C9JK18;C9JKY1;C9JTX4;Q7KZ86;A0A2R8Y750;B5BU28;A0A2R8Y7Z0;A0A2R8YCH5;B4DGU4;A0A2R8Y5Z1;A0A2R8Y543;B4DL06;A0A2R8Y5C3;B4DSW9;A0A2R8Y804;A0A2R8Y5A3;P35222;A0A2R8Y6G0Junction plakoglobin JUP PLAK_HUMAN Junction plakoglobin OS=Homo sapiens OX=9606 GN=JUP PE=1 SV=3;A0A0S2Z487_HUMAN Junction plakoglobin isoform 1 (Fragment) OS=Homo sapiens OX=9606 GN=JUP PE=2 SV=122 13 13 8 19.7 81.744 4.93E+08 214440000 235260000 10728000 4661700 5114400
A0A0S2Z489;O00232;A0A0S2Z476;J3KTJ5;J3KSK1 26S proteasome non-ATPase regulatory subunit 12PSMD12 A0A0S2Z489_HUMAN Proteasome (Prosome, macropain) 26S subunit, non-ATPase, 12, isoform CRA_a (Fragment) OS=Homo sapiens OX=9606 GN=PSMD12 PE=2 SV=1;PSD12_HUMAN 26S proteasome non-ATPase regulatory subunit 12 OS=Homo sapiens OX=9606 GN=PSMD12 PE=1 SV=3;A0A0S5 7 7 7 16.7 52.904 1.53E+08 43441000 2708400 6101500 1737700 108340
P06748;A0A7I2V5S2;A0A0S2Z491;A0A7I2YQC0;A0A140VJQ2;A4ZU86;A0A0S2Z4G7;Q9BTI9;E5RI98;A0A7I2V433;A0A7I2V2X9;A0A7I2V3U2;A0A7I2V4G8;A0A7I2V5J8;A0A7I2V579;A0A7I2V3G5;V9HVU7;E5RGW4Nucleophosmin NPM1 NPM_HUMAN Nucleophosmin OS=Homo sapiens OX=9606 GN=NPM1 PE=1 SV=2;A0A7I2V5S2_HUMAN Nucleophosmin OS=Homo sapiens OX=9606 GN=NPM1 PE=1 SV=1;A0A0S2Z491_HUMAN Nucleophosmin (Fragment) OS=Homo sapiens OX=9606 GN=NPM1 PE=2 SV=1;A0A7I2YQC0_HUMAN Nucleophosmin OS18 14 14 7 45.2 32.575 3.45E+10 13063000000 1458300000 2.88E+09 1088600000 121520000
Q5QNY5;A0A0S2Z497;P40855;H0YDY4;E9PS71;B7Z8B3;B7Z6I5;H0YJ60;B7Z2P6Peroxisomal biogenesis factor 19PEX19 Q5QNY5_HUMAN Peroxisomal biogenesis factor 19 (Fragment) OS=Homo sapiens OX=9606 GN=PEX19 PE=1 SV=1;A0A0S2Z497_HUMAN Peroxisomal biogenesis factor 19 (Fragment) OS=Homo sapiens OX=9606 GN=PEX19 PE=2 SV=1;PEX19_HUMAN Peroxisomal biogenesis factor 19 OS=Homo9 2 2 2 7.7 26.137 17074000 8750600 904710 1004300 514740 53218
B2RBA6;A0A0S2Z4A5;P33993;C6EMX8;B4DDF5;B3KUD7;Q9H4N9;A0A0S2Z441;C9J8M6DNA helicase;DNA replication licensing factor MCM7MCM7 B2RBA6_HUMAN DNA replication licensing factor MCM7 OS=Homo sapiens OX=9606 GN=MCM7 PE=2 SV=1;A0A0S2Z4A5_HUMAN DNA replication licensing factor MCM7 (Fragment) OS=Homo sapiens OX=9606 GN=MCM7 PE=2 SV=1;MCM7_HUMAN DNA replication licensing factor MCM7 OS=Hom9 20 20 20 32.1 81.279 9.72E+08 116800000 44018000 25572000 3073600 1158400
E7ETC2;A0A0S2Z4B5;A0A0S2Z4C6;Q08209;E9PPC8;E9PK68;B7Z781;Q5F2F8;P16298;Q9UMB2;Q9UMM5Serine/threonine-protein phosphatase;Serine/threonine-protein phosphatase 2B catalytic subunit alpha isoform;Serine/threonine-protein phosphatase 2B catalytic subunit beta isoformPPP3CA;PPP3CB E7ETC2_HUMAN Serine/threonine-protein phosphatase OS=Homo sapiens OX=9606 GN=PPP3CA PE=1 SV=1;A0A0S2Z4B5_HUMAN Serine/threonine-protein phosphatase (Fragment) OS=Homo sapiens OX=9606 GN=PPP3CA PE=2 SV=1;A0A0S2Z4C6_HUMAN Serine/threonine-protein phosphatase11 3 3 3 9 47.815 1.67E+08 92139000 0 9261300 5118800 0
A0A804HI24;A0A0S2Z4C3;P07954;A0A0S2Z3S9;A0A0S2Z3W2;A0A0S2Z3X6;A0A0S2Z4H0;A0A804HKE6Fumarate hydratase, mitochondrialFH A0A804HI24_HUMAN Fumarate hydratase, mitochondrial OS=Homo sapiens OX=9606 GN=FH PE=1 SV=1;A0A0S2Z4C3_HUMAN Fumarate hydratase, mitochondrial (Fragment) OS=Homo sapiens OX=9606 GN=FH PE=2 SV=1;FUMH_HUMAN Fumarate hydratase, mitochondrial OS=Homo sapiens OX8 2 2 2 5.8 51.342 24535000 7435400 0 981420 297420 0
A0A0S2Z4C5;P04271 Protein S100-B S100B A0A0S2Z4C5_HUMAN Protein S100 (Fragment) OS=Homo sapiens OX=9606 GN=S100B PE=2 SV=1;S100B_HUMAN Protein S100-B OS=Homo sapiens OX=9606 GN=S100B PE=1 SV=22 1 1 1 16.3 10.713 1.66E+08 166420000 0 55473000 55473000 0
A0A0S2Z4G4;B2RDE1;Q5HYB6;A0A087WWU8;A0A0S2Z4I4;B4DWT5;Q8NAG3;B4DQ80;A0A0S2Z4G8;Q5VU62;Q6LDX7;D6R904;Q8NI98;A0A494C0G0;H0YL80;Q5VU61;A0A494C034DKFZp686J1372;TPM3A0A0S2Z4G4_HUMAN Tropomyosin 3 isoform 1 (Fragment) OS=Homo sapiens OX=9606 GN=TPM3 PE=2 SV=1;B2RDE1_HUMAN cDNA, FLJ96568, highly similar to Homo sapiens tropomyosin 3 (TPM3), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;Q5HYB6_HUMAN Epididymis luminal protein 117 23 23 4 66.5 29.032 2.06E+10 13004000000 429920000 1.29E+09 812730000 26870000
A0A0S2Z4H2;P23297;Q5T7Y5;Q5T7Y4;Q5T7Y6 Protein S100-A1;Protein S100S100A1 A0A0S2Z4H2_HUMAN Protein S100 (Fragment) OS=Homo sapiens OX=9606 GN=S100A1 PE=2 SV=1;S10A1_HUMAN Protein S100-A1 OS=Homo sapiens OX=9606 GN=S100A1 PE=1 SV=2;Q5T7Y5_HUMAN S100 calcium binding protein A1 (Fragment) OS=Homo sapiens OX=9606 GN=S100A1 PE=1 SV=15 2 2 2 38.3 10.546 1.73E+09 929650000 11144000 5.77E+08 309880000 3714600
A0A804HK88;A0A2R8YDT8;A0A2R8YF45;E7ER27;A0A804HKU2;A0A2R8YD50;B4DSD0;A0A804HK65;E7EPL9;B4DDM5;B2R659;A0A0S2Z4J1;P51659;A0A804HKB5Peroxisomal multifunctional enzyme type 2;(3R)-hydroxyacyl-CoA dehydrogenase;Enoyl-CoA hydratase 2HSD17B4 A0A804HK88_HUMAN Hydroxysteroid 17-beta dehydrogenase 4 OS=Homo sapiens OX=9606 GN=HSD17B4 PE=1 SV=1;A0A2R8YDT8_HUMAN Hydroxysteroid 17-beta dehydrogenase 4 (Fragment) OS=Homo sapiens OX=9606 GN=HSD17B4 PE=1 SV=1;A0A2R8YF45_HUMAN Hydroxysteroid 17-beta deh14 2 2 2 17.4 15.933 24533000 3358000 0 2453300 335800 0
H3BV55;B2R6D4;A0A291FGD1;A0A0S2Z4J6;O15305;B7Z922;B7Z3M6;B7Z419;H3BPH4;H3BRM0;B7Z6A1;Q59F02;A0A804HKA7Phosphomannomutase;Phosphomannomutase 2PMM2 H3BV55_HUMAN Phosphomannomutase OS=Homo sapiens OX=9606 GN=PMM2 PE=1 SV=1;B2R6D4_HUMAN Phosphomannomutase OS=Homo sapiens OX=9606 PE=2 SV=1;A0A291FGD1_HUMAN Phosphomannomutase OS=Homo sapiens OX=9606 GN=PMM2 PE=2 SV=1;A0A0S2Z4J6_HUMAN Phosphomannomutase (F13 2 2 2 11.4 25.256 31832000 20614000 0 2122200 1374300 0
A0A0S2Z4Q3;A0A0S2Z4K2;P62633;Q6T598;A0A0S2Z4P7;D6RAT4Cellular nucleic acid-binding proteinCNBP A0A0S2Z4Q3_HUMAN CCHC-type zinc finger nucleic acid binding protein isoform 1 (Fragment) OS=Homo sapiens OX=9606 GN=CNBP PE=2 SV=1;A0A0S2Z4K2_HUMAN CCHC-type zinc finger nucleic acid binding protein isoform 3 (Fragment) OS=Homo sapiens OX=9606 GN=CNBP PE=26 10 10 10 61.2 18.742 5.49E+09 2151800000 19195000 4.57E+08 179320000 1599500
B4E1L6;A0A3B3IRK9;Q9NSD0;Q16519;G5E9F8;A0A3B3ISJ1;A0A0S2Z4K3;A0A0S2Z4L3;P07225;Q8IVH1;Q1W148;A0A3B3IUA6;Q16441Vitamin K-dependent protein SPROS1 B4E1L6_HUMAN cDNA FLJ56936, highly similar to Vitamin K-dependent protein S OS=Homo sapiens OX=9606 PE=2 SV=1;A0A3B3IRK9_HUMAN Protein S OS=Homo sapiens OX=9606 GN=PROS1 PE=1 SV=1;Q9NSD0_HUMAN Protein S OS=Homo sapiens OX=9606 PE=2 SV=1;Q16519_HUMAN Protei13 2 2 2 3.8 47.331 33573000 7629500 0 1865200 423860 0
O14964;A0A7I2V2K2;A0A7I2V637;A0A0S2Z4R4;A0A7I2V3J3;A0A7I2V2R9;A0A7I2V2W5;A0A7I2V2D8;A0A7I2V3F9;A0A7I2V3I8;A0A7I2V5A2;A0A7I2V6E0;A0A0S2Z4Q4;A0A7I2V3Z1;B4E1E2;I3L1P5;A0A7I2YQD1;A0A7I2V5A3;A0A7I2V5N3;B4DFP5;A0A7I2V331;A0A7I2V307;A0A7I2V5W6Hepatocyte growth factor-regulated tyrosine kinase substrateHGS HGS_HUMAN Hepatocyte growth factor-regulated tyrosine kinase substrate OS=Homo sapiens OX=9606 GN=HGS PE=1 SV=1;A0A7I2V2K2_HUMAN Hepatocyte growth factor-regulated tyrosine kinase substrate OS=Homo sapiens OX=9606 GN=HGS PE=1 SV=1;A0A7I2V637_HUMAN Hepatocy23 2 2 2 3 86.191 53248000 16425000 2042000 2129900 657000 81679
A0A6Q8PFX2;A0A0S2Z4R1;P54577;A0A6Q8PFC1;A0A6Q8PF15;A0A0C4DGZ5;A0A6Q8PFX4Tyrosine--tRNA ligase, cytoplasmic;Tyrosine--tRNA ligase, cytoplasmic, N-terminally processedYARS A0A6Q8PFX2_HUMAN Tyrosine--tRNA ligase OS=Homo sapiens OX=9606 GN=YARS1 PE=1 SV=1;A0A0S2Z4R1_HUMAN Tyrosine--tRNA ligase (Fragment) OS=Homo sapiens OX=9606 GN=YARS PE=2 SV=1;SYYC_HUMAN Tyrosine--tRNA ligase, cytoplasmic OS=Homo sapiens OX=9606 GN=YARS1 PE=7 16 16 16 35.7 53.592 6.23E+08 372320000 5090800 18331000 10951000 149730
Q53HJ4;B2R7C5;A0A0S2Z4T1;P25205;J3KQ69;B4DUQ9;A0A499FHX9;A0A0S2Z492;Q8NHX6;B4DS46;Q7Z6P5DNA helicase;DNA replication licensing factor MCM3MCM3;HCC5 Q53HJ4_HUMAN DNA replication licensing factor MCM3 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B2R7C5_HUMAN DNA replication licensing factor MCM3 OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0S2Z4T1_HUMAN DNA replication licensing factor MCM3 (Fragment) OS=Homo s11 35 35 35 49.1 90.98 4.29E+09 360820000 1198200000 84073000 7074900 23494000
A0A0S2Z4V5;O60828;A0A0S2Z556;A0A5H1ZRR1;H7C053;Q4VY28Polyglutamine-binding protein 1PQBP1 A0A0S2Z4V5_HUMAN Polyglutamine binding protein 1 isoform 1 (Fragment) OS=Homo sapiens OX=9606 GN=PQBP1 PE=2 SV=1;PQBP1_HUMAN Polyglutamine-binding protein 1 OS=Homo sapiens OX=9606 GN=PQBP1 PE=1 SV=1;A0A0S2Z556_HUMAN Polyglutamine binding protein 1 isoform6 7 7 7 39.2 30.472 1.54E+09 87937000 736880000 1.54E+08 8793700 73688000
A0A0S2Z4X1;A0A0S2Z4W4;Q7Z3D7;P98175;Q6PKH5 RNA-binding protein 10 DKFZp686E2459;RBM10A0A0S2Z4X1_HUMAN Epididymis secretory sperm binding protein (Fragment) OS=Homo sapiens OX=9606 GN=RBM10 PE=2 SV=1;A0A0S2Z4W4_HUMAN RNA binding motif protein 10 isoform 2 (Fragment) OS=Homo sapiens OX=9606 GN=RBM10 PE=2 SV=1;Q7Z3D7_HUMAN Uncharacterized pro5 5 5 5 7.4 94.369 76016000 8385400 50846000 2171900 239580 1452700
A0A0S2Z4Y4;A0A0S2Z5H3;Q14677;H0YD52 Clathrin interactor 1 CLINT1 A0A0S2Z4Y4_HUMAN Clathrin interactor 1 isoform 1 (Fragment) OS=Homo sapiens OX=9606 GN=CLINT1 PE=2 SV=1;A0A0S2Z5H3_HUMAN Clathrin interactor 1 isoform 2 (Fragment) OS=Homo sapiens OX=9606 GN=CLINT1 PE=2 SV=1;EPN4_HUMAN Clathrin interactor 1 OS=Homo sapiens4 10 10 10 20.2 68.259 4.66E+08 39586000 156690000 21197000 1799400 7122400
A0A0S2Z4Z0;Q96PK6;B4DNG4;Q59GV2;A0A0S2Z567 RNA-binding protein 14 RBM14 A0A0S2Z4Z0_HUMAN RNA binding motif protein 14 isoform 1 (Fragment) OS=Homo sapiens OX=9606 GN=RBM14 PE=2 SV=1;RBM14_HUMAN RNA-binding protein 14 OS=Homo sapiens OX=9606 GN=RBM14 PE=1 SV=2;B4DNG4_HUMAN cDNA FLJ59137, highly similar to RNA-binding protein 145 5 5 5 9.7 69.491 82980000 0 64450000 3607800 0 2802200
A0A0S2Z4Z2;H3BP71;A8K6K1;A0A0S2Z537;O75150;Q6ZN99;B4DMM1;H3BQ99;H3BUL6;I3L332;H3BS50;B3KQV1;B4DEN2;B4DFU2;A0A087WTK2;B4E313E3 ubiquitin-protein ligase BRE1BRNF40 A0A0S2Z4Z2_HUMAN E3 ubiquitin protein ligase OS=Homo sapiens OX=9606 GN=RNF40 PE=2 SV=1;H3BP71_HUMAN E3 ubiquitin protein ligase OS=Homo sapiens OX=9606 GN=RNF40 PE=1 SV=2;A8K6K1_HUMAN E3 ubiquitin protein ligase OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0S2Z5316 6 6 6 7.1 107.25 1.5E+08 14997000 29906000 3122600 312430 623030
A0A7I2V4J2;A8K525;A0A0S2Z4Z9;A0A7I2V5Y7;A0A7I2V535;Q15233;A0A7P0MRW0;A0A7I2V4K9;A0A7I2V4N2;A0A7I2V464;H7C367;C9JYS8;C9IZL7;A0A0S2Z4E7;C9J4X2;A0A7I2YQK8Non-POU domain-containing octamer-binding proteinNONO A0A7I2V4J2_HUMAN Non-POU domain containing octamer binding OS=Homo sapiens OX=9606 GN=NONO PE=1 SV=1;A8K525_HUMAN cDNA FLJ76817, highly similar to Homo sapiens non-POU domain containing, octamer-binding (NONO), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0S216 19 18 18 42.1 53.818 3.14E+09 399050000 754430000 1.49E+08 19002000 35925000
K7EQ02;K7EQ55;K7EK33;A0A0S2Z569;Q5IRN2;Q96EP5 DAZ-associated protein 1DAZAP1;DAZAP1/MEF2D fusionK7EQ02_HUMAN DAZ associated protein 1 (Fragment) OS=Homo sapiens OX=9606 GN=DAZAP1 PE=1 SV=2;K7EQ55_HUMAN DAZ associated protein 1 OS=Homo sapiens OX=9606 GN=DAZAP1 PE=1 SV=2;K7EK33_HUMAN DAZ associated protein 1 OS=Homo sapiens OX=9606 GN=DAZAP1 PE=1 SV=26 5 5 5 22 35.02 7.72E+08 178130000 960340 77181000 17813000 96034
A0A0S2Z575;A0A0S2Z583;Q8TC12;G3V2G6;G3V234;H0YIZ8;B3KQ19;H0YJ46Retinol dehydrogenase 11RDH11 A0A0S2Z575_HUMAN Retinol dehydrogenase 11 isoform 2 OS=Homo sapiens OX=9606 GN=RDH11 PE=2 SV=1;A0A0S2Z583_HUMAN Retinol dehydrogenase 11 isoform 1 (Fragment) OS=Homo sapiens OX=9606 GN=RDH11 PE=2 SV=1;RDH11_HUMAN Retinol dehydrogenase 11 OS=Homo sapiens OX8 3 3 3 17.7 26.332 54138000 751500 0 4164400 57808 0
A0A0S2Z590;O15116 U6 snRNA-associated Sm-like protein LSm1LSM1 A0A0S2Z590_HUMAN U6 snRNA-associated Sm-like protein LSm1 (Fragment) OS=Homo sapiens OX=9606 GN=LSM1 PE=2 SV=1;LSM1_HUMAN U6 snRNA-associated Sm-like protein LSm1 OS=Homo sapiens OX=9606 GN=LSM1 PE=1 SV=12 1 1 1 12 15.179 1.64E+08 28789000 0 27392000 4798200 0
Q9UHD8;A0A0S2Z5A5;Q1WWK5;A0A0S2Z5W9;A0A6Q8PHC2;K7EL40;K7ENL0;B4DTL7;K7EJV0;K7EPY1;K7EK18;K7EQD7;K7EIE4;K7ER14;K7ER52;K7EJ51;K7EJZ2;K7ENQ5;K7EN52;K7EKN4;K7ER34;K7EQ08Septin-9 9-Sep SEPT9_HUMAN Septin-9 OS=Homo sapiens OX=9606 GN=SEPTIN9 PE=1 SV=2;A0A0S2Z5A5_HUMAN Septin 9 isoform 1 (Fragment) OS=Homo sapiens OX=9606 GN=SEPT9 PE=2 SV=1;Q1WWK5_HUMAN SEPT9 protein (Fragment) OS=Homo sapiens OX=9606 GN=SEPT9 PE=2 SV=122 19 19 17 40.8 65.401 1.55E+09 298220000 853680000 36954000 7100400 20326000
A0A0S2Z5C3;Q9NWT1 p21-activated protein kinase-interacting protein 1PAK1IP1 A0A0S2Z5C3_HUMAN PAK1 interacting protein 1 isoform 1 (Fragment) OS=Homo sapiens OX=9606 GN=PAK1IP1 PE=2 SV=1;PK1IP_HUMAN p21-activated protein kinase-interacting protein 1 OS=Homo sapiens OX=9606 GN=PAK1IP1 PE=1 SV=22 2 2 2 4.6 43.963 34771000 3727900 27109000 1738500 186390 1355400
Q53FV3;A0A0S2Z5H7;D6RAX7;Q9BT78;B3KM48;D6RFN0;D6RD63COP9 signalosome complex subunit 4COPS4 Q53FV3_HUMAN COP9 signalosome complex subunit 4 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0S2Z5H7_HUMAN COP9 signalosome complex subunit 4 (Fragment) OS=Homo sapiens OX=9606 GN=COPS4 PE=2 SV=1;D6RAX7_HUMAN COP9 constitutive photomorphogenic-like prot7 10 10 10 31.8 46.267 4.16E+08 164270000 0 15996000 6318200 0
A0A0S2Z5I7;Q9Y3A5;A0A8V8TLR8;A0A8V8TLA5;A0A8V8TLC6;A0A8V8TMS1;A0A8V8TMR6;A0A0S2Z5F7;A0A8V8TLS5;A0A8V8TN15;F8WE72Ribosome maturation protein SBDSSBDS A0A0S2Z5I7_HUMAN Ribosome maturation protein SBDS (Fragment) OS=Homo sapiens OX=9606 GN=SBDS PE=2 SV=1;SBDS_HUMAN Ribosome maturation protein SBDS OS=Homo sapiens OX=9606 GN=SBDS PE=1 SV=4;A0A8V8TLR8_HUMAN Ribosome maturation protein SBDS OS=Homo sapiens O11 5 5 5 22.4 28.763 1.92E+08 47656000 5858700 11319000 2803300 344630
O00203;A0A0S2Z5J4;A8K586;A0A8Q3WKJ9;A0A8Q3WL34;A0A8Q3WKK0;A0A8Q3SIS1;A0A8Q3SHS3;A0A8Q3SHR2;A0A8Q3WKN2;A0A8Q3SI03;A0A8Q3SHW6;A0A8Q3SHU2;A0A8Q3WKF8;A0A8Q3SIM7;A0A0S2Z4Z4;A0A8Q3WKI5;Q3MNE1;A0A8Q3SHP3;B4E0B2;A0A8Q3SHS6;A0A590UJU0;A0A8Q3SHV5;A0A590UKC4;A0A2R8Y2A8;A0A5F9UJV3;A0A590UJU7;Q68CN5;Q13367;A0A590UJE5;B3KUS4;A0A590UK04;A0A590UJ60;H0YBD0;A0A590UK64;A0A590UKD3;A0A0S2Z4X7AP-3 complex subunit beta-1;AP-3 complex subunit betaAP3B1 AP3B1_HUMAN AP-3 complex subunit beta-1 OS=Homo sapiens OX=9606 GN=AP3B1 PE=1 SV=3;A0A0S2Z5J4_HUMAN Adaptor-related protein complex 3 beta 1 subunit isoform 1 (Fragment) OS=Homo sapiens OX=9606 GN=AP3B1 PE=2 SV=1;A8K586_HUMAN AP-3 complex subunit beta OS=H37 22 22 22 19.7 121.32 1.1E+09 76745000 590520000 19930000 1395400 10737000
A0A0S2Z5L0;A0A0S2Z5P2;Q9BRX5;A0A0S2Z5L4;A0A0S2Z5L3 DNA replication complex GINS protein PSF3GINS3 A0A0S2Z5L0_HUMAN DNA replication complex GINS protein PSF3 (Fragment) OS=Homo sapiens OX=9606 GN=GINS3 PE=2 SV=1;A0A0S2Z5P2_HUMAN DNA replication complex GINS protein PSF3 (Fragment) OS=Homo sapiens OX=9606 GN=GINS3 PE=2 SV=1;PSF3_HUMAN DNA replication com5 3 3 3 15.3 24.534 57601000 11685000 0 4430800 898880 0
A0A0S2Z5P5;Q9BTE3 Mini-chromosome maintenance complex-binding proteinMCMBP A0A0S2Z5P5_HUMAN Mini-chromosome maintenance complex-binding protein (Fragment) OS=Homo sapiens OX=9606 GN=MCMBP PE=2 SV=1;MCMBP_HUMAN Mini-chromosome maintenance complex-binding protein OS=Homo sapiens OX=9606 GN=MCMBP PE=1 SV=22 1 1 1 1.6 72.748 8713000 0 0 272280 0 0
Q8NBJ7;C9JL30;C9J660;J3KQJ1;A0A384ME15;A0A0S2Z5Q3;E9PBT8;B4DQ27;A0A0S2Z548;B4DLK7;A8MXB9;H7C3B2;A0A494C1B1;Q75LP3;F8WA42;A0A0S2Z5C4;J3QT17;B4DN71;E9PG02;F8WEX5;F8WES7;F8WEV7Sulfatase-modifying factor 2SUMF2;DKFZP566I1024SUMF2_HUMAN Inactive C-alpha-formylglycine-generating enzyme 2 OS=Homo sapiens OX=9606 GN=SUMF2 PE=1 SV=2;C9JL30_HUMAN Sulfatase modifying factor 2 (Fragment) OS=Homo sapiens OX=9606 GN=SUMF2 PE=1 SV=10;C9J660_HUMAN Sulfatase modifying factor 2 OS=Homo sap22 4 4 4 16.6 33.843 1.11E+08 18923000 0 7379700 1261500 0
C9IYN3;A8K894;V9GYK2;A0A0S2Z6K1;A0A0S2Z5U3;Q8WVV9;B7WPG3;H7C464;H7BXH8;A0A0S2Z610;C9JJZ7Heterogeneous nuclear ribonucleoprotein L-likeHNRNPLL C9IYN3_HUMAN Heterogeneous nuclear ribonucleoprotein L like OS=Homo sapiens OX=9606 GN=HNRNPLL PE=1 SV=2;A8K894_HUMAN cDNA FLJ77927 OS=Homo sapiens OX=9606 PE=2 SV=1;V9GYK2_HUMAN Heterogeneous nuclear ribonucleoprotein L like OS=Homo sapiens OX=9606 GN=HNR11 7 7 7 18.8 59.663 1.92E+08 32484000 14430000 6610500 1120100 497590
A0A0S2Z5Y2;A0A0S2Z6P4;A0A0S2Z5Z3 A0A0S2Z5Y2_HUMAN Chromosome 6 open reading frame 142 isoform 1 (Fragment) OS=Homo sapiens OX=9606 GN=C6orf142 PE=2 SV=1;A0A0S2Z6P4_HUMAN Chromosome 6 open reading frame 142 isoform 7 (Fragment) OS=Homo sapiens OX=9606 GN=C6orf142 PE=2 SV=1;A0A0S2Z5Z3_HUMAN3 5 1 1 37.2 25.665 78832000 59271000 0 6064000 4559300 0
A0A0S2Z5Y6;A0A0S2Z601;A0A2R8Y653;Q9BZX2;Q9HA47 Uridine-cytidine kinase 2;Uridine-cytidine kinase 1UCK2;UCK1 A0A0S2Z5Y6_HUMAN uridine/cytidine kinase (Fragment) OS=Homo sapiens OX=9606 GN=UCK1 PE=1 SV=1;A0A0S2Z601_HUMAN Uridine-cytidine kinase (Fragment) OS=Homo sapiens OX=9606 GN=UCK1 PE=2 SV=1;A0A2R8Y653_HUMAN uridine/cytidine kinase OS=Homo sapiens OX=9606 GN=5 1 1 1 3.8 23.892 9474400 0 1748300 789530 0 145690
H0YMA4;A0A0U1RQM0;Q15004;H0YKX3;G9G6D7;A0A0U1RQC1PCNA-associated factor KIAA0101 H0YMA4_HUMAN PCNA-associated factor OS=Homo sapiens OX=9606 GN=PCLAF PE=1 SV=1;A0A0U1RQM0_HUMAN PCNA-associated factor OS=Homo sapiens OX=9606 PE=1 SV=1;PAF15_HUMAN PCNA-associated factor OS=Homo sapiens OX=9606 GN=PCLAF PE=1 SV=1;H0YKX3_HUMAN PCNA-associa6 3 3 3 33 12.398 80340000 34053000 0 13390000 5675400 0
A0A0U1RQS5;B3KNS4 hCG_2043597 A0A0U1RQS5_HUMAN Endogenous retrovirus group K3 member 1 (Fragment) OS=Homo sapiens OX=9606 GN=ERVK3-1 PE=1 SV=1;B3KNS4_HUMAN Endogenous retrovirus group K3 member 1 OS=Homo sapiens OX=9606 GN=ERVK3-1 PE=1 SV=12 1 1 1 19.4 10.604 35342000 23252000 0 7068400 4650300 0
A0A994J5W6;A0A0U1RQT9;C9JYN0;A0A994J5J4;A8K865;A4D0R1;A0A994J846;Q16563Synaptophysin-like protein 1SYPL1;SYPL A0A994J5W6_HUMAN Synaptophysin like 1 OS=Homo sapiens OX=9606 GN=SYPL1 PE=1 SV=1;A0A0U1RQT9_HUMAN Synaptophysin like 1 (Fragment) OS=Homo sapiens OX=9606 GN=SYPL1 PE=1 SV=1;C9JYN0_HUMAN Synaptophysin like 1 OS=Homo sapiens OX=9606 GN=SYPL1 PE=1 SV=1;A0A9948 1 1 1 14.1 8.6481 35322000 0 0 5887100 0 0
V9GYY9;H0YIX9;A0A0U1RRA6;B5MCU0;B5MCG9;Q9Y2K5 R3H domain-containing protein 2R3HDM2 V9GYY9_HUMAN SUZ domain-containing protein (Fragment) OS=Homo sapiens OX=9606 PE=4 SV=1;H0YIX9_HUMAN R3H domain containing 2 (Fragment) OS=Homo sapiens OX=9606 GN=R3HDM2 PE=1 SV=1;A0A0U1RRA6_HUMAN R3H domain containing 2 OS=Homo sapiens OX=9606 GN=R3HDM2 P6 1 1 1 17.2 7.5562 0 0 0 0 0 0
Q9UMR2;I3L0H8;A0A0U4B4U6;F6QDS0;Q7Z4W5;Q53G16;Q9HBZ9;Q2NL95;B4DS24;H3BQK0;Q9NUU7;I3L352;H3BMQ5;Q69YM2;B4DL69;Q68DY7;Q59FQ9;H3BN59;H3BTB3ATP-dependent RNA helicase DDX19B;ATP-dependent RNA helicase DDX19ADDX19B;DDX19A;DKFZp762C1313;hCG_1998531;DKFZp686C21137DD19B_HUMAN ATP-dependent RNA helicase DDX19B OS=Homo sapiens OX=9606 GN=DDX19B PE=1 SV=1;I3L0H8_HUMAN DEAD-box helicase 19A OS=Homo sapiens OX=9606 GN=DDX19A PE=1 SV=1;A0A0U4B4U6_HUMAN RNA helicase OS=Homo sapiens OX=9606 PE=2 SV=1;F6QDS0_HUMAN RNA helica19 4 4 4 9.6 53.926 53105000 0 0 1966900 0 0
A0A0X9UWJ6;A0A5C2G8A1;A0A5C2FY35 A0A0X9UWJ6_HUMAN MS-B1 light chain variable region (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A5C2G8A1_HUMAN IGL c3855_light_IGKV1D-39_IGKJ1 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A5C2FY35_HUMAN IGL c1802_light_IGKV1D-39_IGKJ1 (Fragment) OS=Hom3 1 1 1 15 11.501 48033000 0 27486000 16011000 0 9162100
Q5U0A0;A0A109NGN6;P28066 Proteasome subunit alpha type;Proteasome subunit alpha type-5PSMA5 Q5U0A0_HUMAN Proteasome subunit alpha type OS=Homo sapiens OX=9606 PE=2 SV=1;A0A109NGN6_HUMAN Proteasome subunit alpha type OS=Homo sapiens OX=9606 PE=2 SV=1;PSA5_HUMAN Proteasome subunit alpha type-5 OS=Homo sapiens OX=9606 GN=PSMA5 PE=1 SV=33 6 6 6 36.5 26.425 1.69E+09 1026800000 9365200 1.54E+08 93348000 851380
Q86SI3;Q86SF4;Q86SF1;A0A126GW41;Q8NGB8 Olfactory receptor;Olfactory receptor 4F15OR4F15 Q86SI3_HUMAN Olfactory receptor (Fragment) OS=Homo sapiens OX=9606 PE=3 SV=1;Q86SF4_HUMAN Olfactory receptor (Fragment) OS=Homo sapiens OX=9606 PE=3 SV=1;Q86SF1_HUMAN Olfactory receptor (Fragment) OS=Homo sapiens OX=9606 PE=3 SV=1;A0A126GW41_HUMAN Olfactor5 1 1 1 2.6 35.065 0 0 0 0 0 0
A0A126LB18 A0A126LB18_HUMAN Alkaline exonuclease OS=Homo sapiens OX=9606 GN=U70 PE=3 SV=1 1 1 1 1 3.1 56.628 0 0 0 0 0 0
A0A126LB35 A0A126LB35_HUMAN Glycoprotein gQ OS=Homo sapiens OX=9606 GN=U100 PE=4 SV=1 1 1 1 1 2.8 74.276 0 0 0 0 0 0
A0A140CZL6;A0A140CZL5;Q05DJ2;J3QSB7;A0A140CZL4;A0A384ME80;Q13126;Q6FHT1;Q6FHP1;B4DUC8;Q8WV80;A0A2R8Y4K0;F8WES2Purine nucleoside phosphorylase;S-methyl-5-thioadenosine phosphorylaseMTAP A0A140CZL6_HUMAN Purine nucleoside phosphorylase OS=Homo sapiens OX=9606 GN=MTAP-ANRIL fusion PE=2 SV=1;A0A140CZL5_HUMAN Purine nucleoside phosphorylase OS=Homo sapiens OX=9606 GN=MTAP-ANRIL fusion PE=2 SV=1;Q05DJ2_HUMAN Purine nucleoside phosphorylase OS=13 7 7 7 30.9 25.613 1.3E+08 78034000 0 7643100 4590200 0
H0Y7N1;A0A140T971;Q5SSV3;Q5SRR8;V9HW53;O95865 N(G),N(G)-dimethylarginine dimethylaminohydrolase 2DDAH2;HEL-S-277 H0Y7N1_HUMAN dimethylargininase (Fragment) OS=Homo sapiens OX=9606 GN=DDAH2 PE=1 SV=1;A0A140T971_HUMAN dimethylargininase (Fragment) OS=Homo sapiens OX=9606 GN=DDAH2 PE=1 SV=1;Q5SSV3_HUMAN dimethylargininase (Fragment) OS=Homo sapiens OX=9606 GN=DDAH2 PE=16 3 3 3 18.1 19.962 85491000 5341400 0 9498900 593490 0
A0A5F9ZH72;A0A5F9ZH31;Q86U79;A0A140VJE0;A0A5K1VW54;A0A5K1VW94;P55263;A0A5F9ZH76;A0A5F9ZH83;A0A5F9ZGZ8;A0A5F9ZHJ1Adenosine kinase ADK A0A5F9ZH72_HUMAN Adenosine kinase OS=Homo sapiens OX=9606 GN=ADK PE=1 SV=1;A0A5F9ZH31_HUMAN Adenosine kinase OS=Homo sapiens OX=9606 GN=ADK PE=1 SV=1;Q86U79_HUMAN Adenosine kinase OS=Homo sapiens OX=9606 PE=2 SV=1;A0A140VJE0_HUMAN Adenosine kinase OS=Homo 11 2 2 2 11.8 25.942 44970000 17890000 0 3459200 1376200 0
F8VRR3;F8VQZ7;A0A140VJE3;P50579;Q96B43;G3V1U3;B3KWL6;F8VZX9;F8VY03Methionine aminopeptidase 2;Methionine aminopeptidaseMETAP2 F8VRR3_HUMAN Methionine aminopeptidase 2 OS=Homo sapiens OX=9606 GN=METAP2 PE=1 SV=1;F8VQZ7_HUMAN Methionine aminopeptidase 2 OS=Homo sapiens OX=9606 GN=METAP2 PE=1 SV=1;A0A140VJE3_HUMAN Methionine aminopeptidase 2 OS=Homo sapiens OX=9606 GN=METAP2 PE=2 SV9 4 4 4 8.8 48.876 1.57E+08 38755000 3652200 7465600 1845500 173910
A0A140VJF3;O43684;J3QT28;B4DDM6;J3QSX4 Mitotic checkpoint protein BUB3BUB3 A0A140VJF3_HUMAN Testicular tissue protein Li 27 OS=Homo sapiens OX=9606 PE=2 SV=1;BUB3_HUMAN Mitotic checkpoint protein BUB3 OS=Homo sapiens OX=9606 GN=BUB3 PE=1 SV=1;J3QT28_HUMAN BUB3 mitotic checkpoint protein (Fragment) OS=Homo sapiens OX=9606 GN=BUB3 5 13 13 13 48.8 36.954 1.51E+09 123540000 295220000 1E+08 8235700 19681000
P53004;A0A140VJF4;C9J1E1 Biliverdin reductase A BLVRA BIEA_HUMAN Biliverdin reductase A OS=Homo sapiens OX=9606 GN=BLVRA PE=1 SV=2;A0A140VJF4_HUMAN Biliverdin reductase A OS=Homo sapiens OX=9606 PE=2 SV=13 4 4 4 15.2 33.428 1.1E+08 37230000 2866300 6899600 2326900 179140
A0A140VJI7;Q16610 Extracellular matrix protein 1ECM1 A0A140VJI7_HUMAN Testicular tissue protein Li 61 OS=Homo sapiens OX=9606 PE=2 SV=1;ECM1_HUMAN Extracellular matrix protein 1 OS=Homo sapiens OX=9606 GN=ECM1 PE=1 SV=22 2 2 2 4.4 60.673 39414000 39414000 0 1271400 1271400 0
U3KQT1;A0A140VJJ2;P10768;H7BZT7;X6RA14 S-formylglutathione hydrolaseESD U3KQT1_HUMAN S-formylglutathione hydrolase OS=Homo sapiens OX=9606 GN=ESD PE=1 SV=2;A0A140VJJ2_HUMAN S-formylglutathione hydrolase OS=Homo sapiens OX=9606 GN=ESD PE=2 SV=1;ESTD_HUMAN S-formylglutathione hydrolase OS=Homo sapiens OX=9606 GN=ESD PE=1 SV=2;H75 5 5 5 30.2 28.995 3.56E+08 218300000 0 25407000 15593000 0
P62873;B2R6K4;E7EP32;F6X3N5;A0A6Q8PG88;A0A140VJJ8;A0A994J3T6;A0A7I2S2S9;P62879;Q9HAV0;Q6FHM2;A0A6Q8PFW8;A8K3F6;H7C5J5;A0A6Q8PFV8;C9JIS1;A0A6Q8PFE0;B1AKQ8;C9JXA5;A0A994J6X8;F6UT28;C9JZN1;A0A2L0WW42;Q59G26;C9JD14;F1T0G5;F1T0G4;E9PCP0;F5H0S8;Q71UM7;P16520;B3KVK2;F5H100;F5H8J8;B4DLV5;Q71UM6Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1;Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-2;Guanine nucleotide-binding protein subunit beta-4GNB1;GNB2;GNB4 GBB1_HUMAN Guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1 OS=Homo sapiens OX=9606 GN=GNB1 PE=1 SV=3;B2R6K4_HUMAN cDNA, FLJ92996, highly similar to Homo sapiens guanine nucleotide binding protein (G protein), beta polypeptide 1 (GNB1), mRN36 3 3 3 9.1 37.377 1.45E+08 13121000 10001000 11136000 1009300 769340
A0A140VJK1;O76003 Glutaredoxin-3 GLRX3 A0A140VJK1_HUMAN Testicular tissue protein Li 75 OS=Homo sapiens OX=9606 PE=2 SV=1;GLRX3_HUMAN Glutaredoxin-3 OS=Homo sapiens OX=9606 GN=GLRX3 PE=1 SV=22 5 5 5 17.3 37.432 2.67E+08 141270000 0 14833000 7848200 0
B4DUT7;Q53F90;A0A140VJK6;P49915 GMP synthase [glutamine-hydrolyzing]GMPS B4DUT7_HUMAN GMP synthase (glutamine-hydrolyzing) OS=Homo sapiens OX=9606 PE=2 SV=1;Q53F90_HUMAN GMP synthase (glutamine-hydrolyzing) (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A140VJK6_HUMAN GMP synthase (glutamine-hydrolyzing) OS=Homo sapiens OX=96064 5 5 5 9.7 71.24 1.3E+08 26465000 8859500 3253500 661620 221490
V9GYS5;V9GZ04;A0A140VJK7;Q7Z4H3 HD domain-containing protein 2HDDC2 V9GYS5_HUMAN HD domain containing 2 OS=Homo sapiens OX=9606 GN=HDDC2 PE=1 SV=1;V9GZ04_HUMAN HD domain containing 2 OS=Homo sapiens OX=9606 GN=HDDC2 PE=1 SV=1;A0A140VJK7_HUMAN 5-deoxynucleotidase HDDC2 OS=Homo sapiens OX=9606 PE=2 SV=1;HDDC2_HUMAN 5-deoxy4 1 1 1 13.1 12.276 0 0 0 0 0 0
Q6LET3;A0A140VJL3;P00492 Hypoxanthine-guanine phosphoribosyltransferaseHPRT1 Q6LET3_HUMAN Hypoxanthine phosphoribosyltransferase (Fragment) OS=Homo sapiens OX=9606 GN=HPRT1 PE=2 SV=1;A0A140VJL3_HUMAN Hypoxanthine phosphoribosyltransferase OS=Homo sapiens OX=9606 GN=HPRT1 PE=2 SV=1;HPRT_HUMAN Hypoxanthine-guanine phosphoribosyltrans3 2 2 2 10.6 24.588 59032000 29613000 0 4540900 2277900 0
A0A140VJL8;P29218;H0YBL1;E5RG94;E5RHE9;E5RI82;E5RIP7;E5RGY4Inositol monophosphatase 1IMPA1 A0A140VJL8_HUMAN Inositol-1-monophosphatase OS=Homo sapiens OX=9606 PE=2 SV=1;IMPA1_HUMAN Inositol monophosphatase 1 OS=Homo sapiens OX=9606 GN=IMPA1 PE=1 SV=1;H0YBL1_HUMAN Inositol-1-monophosphatase (Fragment) OS=Homo sapiens OX=9606 GN=IMPA1 PE=1 SV=18 3 3 3 12.5 36.694 76378000 7684000 0 4243200 426890 0
A0A140VJP2;A0A8Q3WK80;Q9NZL9;A0A8Q3WK74;A8K7A4;A0A8Q3WK84;H7C0X7;B7Z1X8;A0A8Q3SIE5;A0A8Q3WK93;A0A8Q3WLC0;A0A8Q3WKR9;A0A8Q3WLP1;E5RJR3Methionine adenosyltransferase 2 subunit betaMAT2B A0A140VJP2_HUMAN Methionine adenosyltransferase 2 subunit beta OS=Homo sapiens OX=9606 PE=2 SV=1;A0A8Q3WK80_HUMAN Methionine adenosyltransferase 2 subunit beta OS=Homo sapiens OX=9606 GN=MAT2B PE=1 SV=1;MAT2B_HUMAN Methionine adenosyltransferase 2 subunit 14 7 7 7 27.8 37.551 2.57E+08 36673000 0 13502000 1930200 0
A0A140VJP5;P31153;B4DEX8;B4E1K2;B4DN74;A8K455;Q00266;B4DFQ8S-adenosylmethionine synthase isoform type-2;S-adenosylmethionine synthaseMAT2A A0A140VJP5_HUMAN S-adenosylmethionine synthase OS=Homo sapiens OX=9606 PE=2 SV=1;METK2_HUMAN S-adenosylmethionine synthase isoform type-2 OS=Homo sapiens OX=9606 GN=MAT2A PE=1 SV=1;B4DEX8_HUMAN S-adenosylmethionine synthase OS=Homo sapiens OX=9606 GN=MAT2A8 10 10 10 31.6 43.66 8.76E+08 216120000 0 48675000 12006000 0
Q8WVB5;Q8TDC4;A0A140VJP8;Q8N339;P80297;P04732;P02795;P13640Metallothionein;Metallothionein-1M;Metallothionein-1X;Metallothionein-1E;Metallothionein-2;Metallothionein-1GMT1X;MT1M;MT1E;MT2A;MT1GQ8WVB5_HUMAN Metallothionein OS=Homo sapiens OX=9606 GN=MT1X PE=2 SV=1;Q8TDC4_HUMAN Metallothionein OS=Homo sapiens OX=9606 PE=2 SV=1;A0A140VJP8_HUMAN Metallothionein OS=Homo sapiens OX=9606 PE=2 SV=1;MT1M_HUMAN Metallothionein-1M OS=Homo sapiens OX=9606 G8 1 1 1 19.7 6.0542 7549900 0 0 2516600 0 0
B4DLR9;B4DIZ6;A0A140VJQ3;K7EIN2;B2RD96;Q96DE0;Q9BRJ7 U8 snoRNA-decapping enzyme;Protein syndesmosNUDT16L1;NUDT16 B4DLR9_HUMAN cDNA FLJ53804, highly similar to Nucleoside diphosphate-linked moiety X motif 16 OS=Homo sapiens OX=9606 PE=1 SV=1;B4DIZ6_HUMAN cDNA FLJ57941, highly similar to Nucleoside diphosphate-linked moiety X motif16 OS=Homo sapiens OX=9606 PE=2 SV=1;A7 1 1 1 7.4 16.12 2730700 0 0 303410 0 0
P12955;A0A494C165;A0A140VJR2;J3K000;K7ES25;A0A8V8TLL9;A0A8V8TLR1;A0A8V8TLP4;A0A8V8TNF2;A0A8V8TN48;A0A8V8TLP2;A0A8V8TLN7;A0A494C194;A0A8V8TLR6;A0A8V8TM86;A0A8V8TN70;V9GYE4;V9GYL0;A0A8V8TNH5;A0A8V8TM81Xaa-Pro dipeptidase PEPD PEPD_HUMAN Xaa-Pro dipeptidase OS=Homo sapiens OX=9606 GN=PEPD PE=1 SV=3;A0A494C165_HUMAN Peptidase D OS=Homo sapiens OX=9606 GN=PEPD PE=1 SV=2;A0A140VJR2_HUMAN Testicular tissue protein Li 138 OS=Homo sapiens OX=9606 PE=2 SV=1;J3K000_HUMAN PEPD protein OS20 19 19 19 46 54.548 2.03E+09 1250300000 10237000 84752000 52096000 426540
P62714;A0A140VJS0;Q8WZ56;Q5U0I7;B3KRM2;P67775;B3KUN1;A0A8V8TQA1;A0A8V8TRB3;Q6I9T8;B3KQ51;A0A8V8TQU8;E5RHC1;E7ESG8;H0YC23;H0YBN9;A0A8V8TRA6;E5RFI3;B7Z2C5;E5RJX4Serine/threonine-protein phosphatase 2A catalytic subunit beta isoform;Serine/threonine-protein phosphatase;Serine/threonine-protein phosphatase 2A catalytic subunit alpha isoformPPP2CB;PPP2CA PP2AB_HUMAN Serine/threonine-protein phosphatase 2A catalytic subunit beta isoform OS=Homo sapiens OX=9606 GN=PPP2CB PE=1 SV=1;A0A140VJS0_HUMAN Serine/threonine-protein phosphatase OS=Homo sapiens OX=9606 PE=2 SV=1;Q8WZ56_HUMAN Serine/threonine-protein pho20 11 11 10 42.4 35.575 1.07E+09 441470000 7370800 66944000 27592000 460670
J3QLH6;J3KRP2;J3QSA9;J3QQM1;J3QRR3;Q59GS3;A0A994J6V8;A0A140VJS3;P62195;J3QRW1;J3QSE0;A0A994J6H0;A0A994J3X6;A0A6Q8PGU6;Q8NB9026S protease regulatory subunit 8PSMC5 J3QLH6_HUMAN Proteasome 26S subunit, ATPase 5 (Fragment) OS=Homo sapiens OX=9606 GN=PSMC5 PE=1 SV=1;J3KRP2_HUMAN Proteasome 26S subunit, ATPase 5 (Fragment) OS=Homo sapiens OX=9606 GN=PSMC5 PE=1 SV=1;J3QSA9_HUMAN Proteasome 26S subunit, ATPase 5 (Fragment)15 5 5 5 27.4 24.236 1.29E+08 78001000 0 9892300 6000100 0
A0A140VJS6;P49721;B7Z478;A0A087WVV1;Q59FJ0 Proteasome subunit beta type-2;Proteasome subunit beta typePSMB2 A0A140VJS6_HUMAN Proteasome subunit beta OS=Homo sapiens OX=9606 PE=2 SV=1;PSB2_HUMAN Proteasome subunit beta type-2 OS=Homo sapiens OX=9606 GN=PSMB2 PE=1 SV=1;B7Z478_HUMAN Proteasome subunit beta OS=Homo sapiens OX=9606 GN=PSMB2 PE=2 SV=1;A0A087WVV1_HUMAN5 5 5 5 28.4 22.836 3.73E+08 175080000 0 37295000 17508000 0
A0A140VJS7 A0A140VJS7_HUMAN proteasome endopeptidase complex OS=Homo sapiens OX=9606 PE=2 SV=1 1 8 1 1 53.8 17.782 13318000 13318000 0 1331800 1331800 0
Q56VW8;A0A140VJT0;P63151;A0A590UJY3;A0A590UJJ1;Q66LE6;E5RFR9;Q6PEG1;Q6IN90;Q6ZP32;E5RIY1;Q9NZ48;Q59GC6;Q00005;Q9Y2T4Serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B;Serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform;Serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B delta isoformPPP2R2A;PPP2R2D Q56VW8_HUMAN Serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B OS=Homo sapiens OX=9606 PE=2 SV=1;A0A140VJT0_HUMAN Serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B OS=Homo sapiens OX=9606 PE=2 SV=1;2ABA_HUMAN Serine/thre15 5 5 5 13 51.647 2.77E+08 50168000 0 11528000 2090300 0
Q5QPM9;Q5QPM7;A0A140VJT2;Q92530;B4DUJ0;B4DFK1 Proteasome inhibitor PI31 subunitPSMF1 Q5QPM9_HUMAN Proteasome inhibitor PI31 subunit (Fragment) OS=Homo sapiens OX=9606 GN=PSMF1 PE=1 SV=1;Q5QPM7_HUMAN Proteasome inhibitor PI31 subunit OS=Homo sapiens OX=9606 GN=PSMF1 PE=1 SV=2;A0A140VJT2_HUMAN Proteasome inhibitor PI31 subunit OS=Homo sapien6 2 2 2 14.8 20.593 66080000 45731000 0 11013000 7621800 0
A0A140VJT8;P13489;H0YCR7;E9PMJ3;E9PLZ3;E9PIM9 Ribonuclease inhibitor RNH1 A0A140VJT8_HUMAN Ribonuclease inhibitor OS=Homo sapiens OX=9606 PE=2 SV=1;RINI_HUMAN Ribonuclease inhibitor OS=Homo sapiens OX=9606 GN=RNH1 PE=1 SV=2;H0YCR7_HUMAN Ribonuclease inhibitor (Fragment) OS=Homo sapiens OX=9606 GN=RNH1 PE=1 SV=16 5 5 5 13.9 49.973 1.36E+08 67219000 6112400 5215800 2585400 235090
A0A140VJW5;P14868;C9J7S3;C9JLC1;Q53T60;Q53R85;C9JQM9;H7BZ35Aspartate--tRNA ligase, cytoplasmicDARS A0A140VJW5_HUMAN Aspartate--tRNA ligase, cytoplasmic OS=Homo sapiens OX=9606 PE=2 SV=1;SYDC_HUMAN Aspartate--tRNA ligase, cytoplasmic OS=Homo sapiens OX=9606 GN=DARS1 PE=1 SV=2;C9J7S3_HUMAN Aspartyl-tRNA synthetase (Fragment) OS=Homo sapiens OX=9606 GN=DAR8 9 9 9 22.2 57.136 1.92E+08 44656000 0 5183600 1206900 0
A0A140VJY7;Q9BRA2;I3L2R6;I3L0K2;I3L3M7 Thioredoxin domain-containing protein 17TXNDC17 A0A140VJY7_HUMAN Thioredoxin domain-containing protein 17 OS=Homo sapiens OX=9606 PE=2 SV=1;TXD17_HUMAN Thioredoxin domain-containing protein 17 OS=Homo sapiens OX=9606 GN=TXNDC17 PE=1 SV=1;I3L2R6_HUMAN Thioredoxin domain-containing protein 17 OS=Homo sapi5 4 4 4 32.5 13.941 3.61E+08 248570000 0 45137000 31071000 0
A0A140VJZ1;P45974 Ubiquitin carboxyl-terminal hydrolase 5USP5 A0A140VJZ1_HUMAN Ubiquitin carboxyl-terminal hydrolase OS=Homo sapiens OX=9606 PE=2 SV=1;UBP5_HUMAN Ubiquitin carboxyl-terminal hydrolase 5 OS=Homo sapiens OX=9606 GN=USP5 PE=1 SV=22 4 4 4 5.8 95.785 92866000 37274000 0 2381200 955750 0
A0A140VK00;P25311 Zinc-alpha-2-glycoproteinAZGP1 A0A140VK00_HUMAN Testicular tissue protein Li 227 OS=Homo sapiens OX=9606 PE=2 SV=1;ZA2G_HUMAN Zinc-alpha-2-glycoprotein OS=Homo sapiens OX=9606 GN=AZGP1 PE=1 SV=22 1 1 1 3.4 34.258 40501000 11961000 10209000 2250100 664490 567150
A0A140VK27;P09960;B4DVZ8;Q59ES1;B4DEH5;Q49AK0 Leukotriene A-4 hydrolase;Leukotriene A(4) hydrolaseLTA4H A0A140VK27_HUMAN Leukotriene A(4) hydrolase OS=Homo sapiens OX=9606 PE=2 SV=1;LKHA4_HUMAN Leukotriene A-4 hydrolase OS=Homo sapiens OX=9606 GN=LTA4H PE=1 SV=2;B4DVZ8_HUMAN Leukotriene A(4) hydrolase OS=Homo sapiens OX=9606 PE=2 SV=1;Q59ES1_HUMAN Leukotrien6 5 5 5 8.7 69.284 86787000 5193100 0 2479600 148380 0
E9PM69;R4GNH3;A8K781;A0A140VK42;P17980;E9PMD8;E9PKD5;E9PLG2;E9PN5026S protease regulatory subunit 6APSMC3 E9PM69_HUMAN Proteasome 26S subunit, ATPase 3 OS=Homo sapiens OX=9606 GN=PSMC3 PE=1 SV=1;R4GNH3_HUMAN Proteasome 26S subunit, ATPase 3 OS=Homo sapiens OX=9606 GN=PSMC3 PE=1 SV=1;A8K781_HUMAN cDNA FLJ75299, highly similar to Xenopus laevis proteasome (proso9 5 5 5 17.9 44.323 1.41E+08 92125000 0 5233900 3412000 0
Q6IB71;A0A140VK43;P25788;G3V4X5 Proteasome subunit alpha type;Proteasome subunit alpha type-3PSMA3 Q6IB71_HUMAN Proteasome subunit alpha type OS=Homo sapiens OX=9606 GN=PSMA3 PE=2 SV=1;A0A140VK43_HUMAN Proteasome subunit alpha type OS=Homo sapiens OX=9606 PE=2 SV=1;PSA3_HUMAN Proteasome subunit alpha type-3 OS=Homo sapiens OX=9606 GN=PSMA3 PE=1 SV=24 9 9 9 31 28.415 1.37E+09 802480000 30309000 1.05E+08 61729000 2331500
A0A140VK44;G3V5Z7;P60900;G3V295;G3V3I1;G3V3U4;Q9BZ93;G3V4S5;G3V2S7;Q59F72;H0YJC4Proteasome subunit alpha type;Proteasome subunit alpha type-6PSMA6 A0A140VK44_HUMAN Proteasome subunit alpha type OS=Homo sapiens OX=9606 PE=2 SV=1;G3V5Z7_HUMAN Proteasome subunit alpha type OS=Homo sapiens OX=9606 GN=PSMA6 PE=1 SV=1;PSA6_HUMAN Proteasome subunit alpha type-6 OS=Homo sapiens OX=9606 GN=PSMA6 PE=1 SV=1;G3V11 13 13 13 59.3 27.399 1.9E+09 1042500000 10316000 1.12E+08 61324000 606840
Q53FT8;A0A140VK45;P20618;Q59GN1 Proteasome subunit beta type;Proteasome subunit beta type-1PSMB1 Q53FT8_HUMAN Proteasome subunit beta (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A140VK45_HUMAN Proteasome subunit beta OS=Homo sapiens OX=9606 PE=2 SV=1;PSB1_HUMAN Proteasome subunit beta type-1 OS=Homo sapiens OX=9606 GN=PSMB1 PE=1 SV=24 6 6 6 27.4 26.491 7.27E+08 481280000 0 51917000 34377000 0
P28070;A0A140VK46;B4DFL3 Proteasome subunit beta type-4PSMB4 PSB4_HUMAN Proteasome subunit beta type-4 OS=Homo sapiens OX=9606 GN=PSMB4 PE=1 SV=4;A0A140VK46_HUMAN Proteasome subunit beta OS=Homo sapiens OX=9606 PE=2 SV=13 4 4 4 17.8 29.204 5.26E+08 290570000 1772200 47846000 26415000 161100
B2R5U1;A0A140VK49;Q59FF0;Q7KZF4;B4E299;B3KU67;I6TRR8;H7C597Staphylococcal nuclease domain-containing protein 1SND1 B2R5U1_HUMAN Staphylococcal nuclease domain-containing protein OS=Homo sapiens OX=9606 PE=2 SV=1;A0A140VK49_HUMAN Staphylococcal nuclease domain-containing protein OS=Homo sapiens OX=9606 GN=SND1 PE=2 SV=1;Q59FF0_HUMAN Staphylococcal nuclease domain-contai8 27 27 27 33.9 99.67 2.63E+09 297940000 287990000 50585000 5729600 5538300
A0A140VK53;Q9UQ35;A0A994J493;Q05BI2;Q05CV9;A0A087X1W1;I3L1I8;I3L182;Q9UQ39;I3L4D8;I3L3Q8;O60382Serine/arginine repetitive matrix protein 2SRRM2;KIAA0324 A0A140VK53_HUMAN Testicular secretory protein Li 53 OS=Homo sapiens OX=9606 PE=2 SV=1;SRRM2_HUMAN Serine/arginine repetitive matrix protein 2 OS=Homo sapiens OX=9606 GN=SRRM2 PE=1 SV=2;A0A994J493_HUMAN Serine/arginine repetitive matrix 2 (Fragment) OS=Homo12 2 2 2 1.1 299.61 38529000 21234000 0 321070 176950 0
A0A140VK56;P37837;F2Z393;B4DID5;Q9UMF8;E9PM01;E9PKI8 Transaldolase TALDO1 A0A140VK56_HUMAN Transaldolase OS=Homo sapiens OX=9606 PE=2 SV=1;TALDO_HUMAN Transaldolase OS=Homo sapiens OX=9606 GN=TALDO1 PE=1 SV=2;F2Z393_HUMAN Transaldolase OS=Homo sapiens OX=9606 GN=TALDO1 PE=1 SV=17 12 12 12 33.8 37.54 1.96E+09 824420000 5511900 1.15E+08 48495000 324230
A0A140VK65;P21281;H0YC04;Q59HF3;B4DQI9;B4DFM5;E5RGH6V-type proton ATPase subunit B, brain isoformATP6V1B2 A0A140VK65_HUMAN Vacuolar proton pump subunit B OS=Homo sapiens OX=9606 PE=2 SV=1;VATB2_HUMAN V-type proton ATPase subunit B, brain isoform OS=Homo sapiens OX=9606 GN=ATP6V1B2 PE=1 SV=3;H0YC04_HUMAN ATPase H+ transporting V1 subunit B2 (Fragment) OS=Homo s7 6 6 6 15.9 56.5 1.16E+08 31541000 0 4658100 1261700 0
B7Z1I2;Q2TU84;A0A140VK69;P17174 Aspartate aminotransferase;Aspartate aminotransferase, cytoplasmicGIG18;GOT1 B7Z1I2_HUMAN Aspartate aminotransferase OS=Homo sapiens OX=9606 PE=2 SV=1;Q2TU84_HUMAN Aspartate aminotransferase OS=Homo sapiens OX=9606 GN=GIG18 PE=2 SV=1;A0A140VK69_HUMAN Aspartate aminotransferase OS=Homo sapiens OX=9606 PE=2 SV=1;AATC_HUMAN Aspartate 4 12 12 12 39.9 41.004 5.94E+08 355630000 0 29709000 17781000 0
C9JX88;A0A140VK70;P35998;Q75L23;C9JLS9;B7Z571 26S protease regulatory subunit 7PSMC2 C9JX88_HUMAN Proteasome 26S subunit, ATPase 2 OS=Homo sapiens OX=9606 GN=PSMC2 PE=1 SV=1;A0A140VK70_HUMAN Testis secretory sperm-binding protein Li 197a OS=Homo sapiens OX=9606 PE=2 SV=1;PRS7_HUMAN 26S proteasome regulatory subunit 7 OS=Homo sapiens OX=9606 10 10 10 24 48.263 3.27E+08 168670000 7219400 11670000 6024100 257840
A0A140VK73;Q9NPH2;B3KSG0;B7Z3K3;J3KRH4;J3QS51 Inositol-3-phosphate synthase 1ISYNA1 A0A140VK73_HUMAN Inositol-3-phosphate synthase 1 OS=Homo sapiens OX=9606 PE=2 SV=1;INO1_HUMAN Inositol-3-phosphate synthase 1 OS=Homo sapiens OX=9606 GN=ISYNA1 PE=1 SV=1;B3KSG0_HUMAN Inositol-3-phosphate synthase 1 OS=Homo sapiens OX=9606 PE=2 SV=1;B7Z3K3_6 7 7 7 17 61.067 3.42E+08 216970000 0 16299000 10332000 0
F8VY04;A0A5K1VW67;F8W1A4;A0A140VK93;P54819;F8VPP1;A0A8Q3SHW4;B4DLK2;G3V213;F8VZG5;A0A5F9ZHP2Adenylate kinase 2, mitochondrial;Adenylate kinase 2, mitochondrial;Adenylate kinase 2, mitochondrial, N-terminally processedAK2 F8VY04_HUMAN nucleoside-diphosphate kinase OS=Homo sapiens OX=9606 GN=AK2 PE=1 SV=1;A0A5K1VW67_HUMAN nucleoside-diphosphate kinase OS=Homo sapiens OX=9606 GN=AK2 PE=1 SV=1;F8W1A4_HUMAN Adenylate kinase 2, mitochondrial OS=Homo sapiens OX=9606 GN=AK2 PE=1 S11 3 3 3 23.2 21.226 15658000 0 0 1423500 0 0
A0A140VK94;P43487;F6WQW2;C9JXG8;C9JJ34;B7Z6U1;B4DE76;C9JGV6;B3KUP2;C9JDM3;C9JIC6;Q5T0Z6;A0A8Q3SIW0;Q9C010Ran-specific GTPase-activating proteinRANBP1 A0A140VK94_HUMAN RAN binding protein 1, isoform CRA_g OS=Homo sapiens OX=9606 GN=RANBP1 PE=2 SV=1;RANG_HUMAN Ran-specific GTPase-activating protein OS=Homo sapiens OX=9606 GN=RANBP1 PE=1 SV=1;F6WQW2_HUMAN RAN binding protein 1 OS=Homo sapiens OX=9606 GN=RA14 7 7 7 50.7 23.31 4.45E+09 3691600000 0 5.56E+08 461450000 0
A0A140VKA0;B7Z6G4;B4DPW5;Q9NYG1;C9J813;B4E3I0;A0A6Q8PGI1;Q7Z2Y9;Q5HY93;C9JEK3;REV__H0YEF9;REV__H0YH95;REV__E9PJZ7;REV__B7Z7Y5;REV__H0YHK3;REV__Q13136;REV__A0A2R8Y7R9;REV__G3V200;REV__O75334;REV__Q4LE62CALD1 A0A140VKA0_HUMAN Caldesmon 1, isoform CRA_i OS=Homo sapiens OX=9606 GN=CALD1 PE=2 SV=1;B7Z6G4_HUMAN cDNA FLJ53193, highly similar to Homo sapiens caldesmon 1 (CALD1), transcript variant 5, mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;B4DPW5_HUMAN cDNA FLJ59374, 20 23 1 0 42.4 62.663 2.94E+08 80012000 55649000 13377000 3636900 2529500
A0A140VKA6;P50502;Q0IJ56;B4E0U6;Q8NFI4;Q3KNR6;Q1XBU6;B7ZA40;H7C3I1;Q8IZP2;F6VDH7;Q1XBU7;F8WAQ7Hsc70-interacting protein;Putative protein FAM10A5;Putative protein FAM10A4ST13;ST13P5;ST13P4 A0A140VKA6_HUMAN Testis secretory sperm-binding protein Li 233m OS=Homo sapiens OX=9606 PE=2 SV=1;F10A1_HUMAN Hsc70-interacting protein OS=Homo sapiens OX=9606 GN=ST13 PE=1 SV=2;Q0IJ56_HUMAN ST13 protein (Fragment) OS=Homo sapiens OX=9606 GN=ST13 PE=2 SV=113 9 9 9 29 41.331 4.47E+09 2780200000 15545000 4.06E+08 252740000 1413200
A0A140VKA9;P09417;B7Z415;D6RGG7;H0Y8F7;D6RHJ7 Dihydropteridine reductaseQDPR A0A140VKA9_HUMAN Testis secretory sperm-binding protein Li 236P OS=Homo sapiens OX=9606 PE=2 SV=1;DHPR_HUMAN Dihydropteridine reductase OS=Homo sapiens OX=9606 GN=QDPR PE=1 SV=2;B7Z415_HUMAN Quinoid dihydropteridine reductase OS=Homo sapiens OX=9606 GN=QDP6 5 5 5 29.1 25.789 3.41E+08 273110000 3277600 24391000 19508000 234110
Q16881;B2R5P6;A0A140VKC9;Q6ZR44;A0A182DWI3;B7Z2S5;E9PIR7;E9PKD3;A0A0B4J225;E9PIZ5;A0A096LPD9;Q9NNW7;E9PKI4;A0A182DWF3;Q59ET7;D3YTF8;Q6M1B7;A0A182DWF2;Q17RE6;E9PLT3;B3KUQ5;A0A096LPK7;E7EWK1;A4FTY4;E9PRI8Thioredoxin reductase 1, cytoplasmicTXNRD1 TRXR1_HUMAN Thioredoxin reductase 1, cytoplasmic OS=Homo sapiens OX=9606 GN=TXNRD1 PE=1 SV=3;B2R5P6_HUMAN thioredoxin-disulfide reductase OS=Homo sapiens OX=9606 PE=2 SV=1;A0A140VKC9_HUMAN thioredoxin-disulfide reductase OS=Homo sapiens OX=9606 PE=2 SV=1;Q25 7 7 7 14.8 70.905 5.26E+08 155050000 3891900 16449000 4845300 121620
D6REZ4;A0A140VKD0;A0A1B0GWD8;Q9C093 Sperm flagellar protein 2 SPEF2 D6REZ4_HUMAN Sperm flagellar 2 OS=Homo sapiens OX=9606 GN=SPEF2 PE=1 SV=1;A0A140VKD0_HUMAN Testis tissue sperm-binding protein Li 47a OS=Homo sapiens OX=9606 PE=2 SV=1;A0A1B0GWD8_HUMAN Sperm flagellar 2 OS=Homo sapiens OX=9606 GN=SPEF2 PE=1 SV=1;SPEF2_HUMA4 1 1 1 1.7 108.55 0 0 0 0 0 0
E9PDE8;Q53ZP9;A0A140VKE7;O95757;B4DXT2;B4DZR0;D6RJ96;B3KNM0Heat shock 70 kDa protein 4LHSPA4L E9PDE8_HUMAN Heat shock protein family A (Hsp70) member 4 like OS=Homo sapiens OX=9606 GN=HSPA4L PE=1 SV=1;Q53ZP9_HUMAN Heat shock protein apg-1 OS=Homo sapiens OX=9606 PE=2 SV=1;A0A140VKE7_HUMAN Testis tissue sperm-binding protein Li 64n OS=Homo sapiens O8 6 4 4 9.1 91.953 83690000 24597000 5817600 1641000 482290 114070
Q53SA6;E9PGG1;E7EU01;E7EUM4;E7ERR6;E7ERH4;E7ET01;E7ETL8;E7EQU2;E7ESD3;E7EMU4;E7EV09;E7EQL5;B4DPZ3;A0A140VKE9;Q13409Cytoplasmic dynein 1 intermediate chain 2DNCI2;DYNC1I2 Q53SA6_HUMAN Uncharacterized protein DNCI2 (Fragment) OS=Homo sapiens OX=9606 GN=DNCI2 PE=4 SV=1;E9PGG1_HUMAN Dynein cytoplasmic 1 intermediate chain 2 (Fragment) OS=Homo sapiens OX=9606 GN=DYNC1I2 PE=1 SV=1;E7EU01_HUMAN Dynein cytoplasmic 1 intermediate c16 1 1 1 18.7 8.849 30933000 14958000 0 15467000 7479100 0
A0A140VKF2;O00487;Q53TH1;Q96DE8;Q4ZG77;Q59G89 26S proteasome non-ATPase regulatory subunit 14PSMD14 A0A140VKF2_HUMAN Testis tissue sperm-binding protein Li 69n OS=Homo sapiens OX=9606 PE=2 SV=1;PSDE_HUMAN 26S proteasome non-ATPase regulatory subunit 14 OS=Homo sapiens OX=9606 GN=PSMD14 PE=1 SV=1;Q53TH1_HUMAN Uncharacterized protein PSMD14 (Fragment) OS=H6 3 3 3 8.7 34.577 1.1E+08 54973000 0 7354100 3664900 0
A0A7P0TAJ5;A0A7P0TAE3;A0A140VKH3;Q9ULX6 A-kinase anchor protein 8-likeAKAP8L A0A7P0TAJ5_HUMAN A-kinase anchoring protein 8 like OS=Homo sapiens OX=9606 GN=AKAP8L PE=1 SV=1;A0A7P0TAE3_HUMAN A-kinase anchoring protein 8 like OS=Homo sapiens OX=9606 GN=AKAP8L PE=1 SV=1;A0A140VKH3_HUMAN Testis tissue sperm-binding protein Li 90mP OS=Ho4 2 2 2 5 59.788 21494000 11622000 0 1131300 611670 0
F5GXR3;A0A158RFU3;P20962 Parathymosin PTMS F5GXR3_HUMAN Parathymosin OS=Homo sapiens OX=9606 GN=PTMS PE=1 SV=1;A0A158RFU3_HUMAN Parathymosin OS=Homo sapiens OX=9606 GN=PTMS PE=2 SV=1;PTMS_HUMAN Parathymosin OS=Homo sapiens OX=9606 GN=PTMS PE=1 SV=23 1 1 1 10.6 12.074 2.6E+08 145640000 0 86600000 48548000 0
A0A158RFU6;A0A6Q8PG52;A0A6Q8PH84;P51149;C9J8S3;B4DPH9;C9J592;C9IZZ0;A0A6Q8PGE6;C9J4V0;C9J4S4;C9J7D1;A0A6Q8PF79Ras-related protein Rab-7aRAB7A A0A158RFU6_HUMAN RAB7, member RAS oncogene family, isoform CRA_a OS=Homo sapiens OX=9606 GN=RAB7A PE=2 SV=1;A0A6Q8PG52_HUMAN RAB7A, member RAS oncogene family OS=Homo sapiens OX=9606 GN=RAB7A PE=1 SV=1;A0A6Q8PH84_HUMAN RAB7A, member RAS oncogene family OS=13 8 8 8 43.5 23.489 1.4E+09 378410000 118470000 1E+08 27029000 8462000
B4E1V0;B2MV14;B7ZAL5;E7EQB2;B3KSL2;E7ER44;Q2TUW9;V9HWI4;W8QEY1;Q5EK51;B3VMW0;A8K494;A0A161I202;P02788Lactotransferrin;Lactoferricin-H;Kaliocin-1;Lactoferroxin-A;Lactoferroxin-B;Lactoferroxin-CLTF;HEL110 B4E1V0_HUMAN cDNA FLJ54839, highly similar to Lactotransferrin OS=Homo sapiens OX=9606 PE=2 SV=1;B2MV14_HUMAN Truncated lactoferrin OS=Homo sapiens OX=9606 GN=LTF PE=3 SV=1;B7ZAL5_HUMAN cDNA, FLJ79229, highly similar to Lactotransferrin OS=Homo sapiens OX=14 1 1 1 3 33.025 1.15E+08 38576000 6809600 5470500 1836900 324270
A0A1B0GTV9;A0A1B0GUH0;P56715 Oxygen-regulated protein 1RP1 A0A1B0GTV9_HUMAN RP1 axonemal microtubule associated OS=Homo sapiens OX=9606 GN=RP1 PE=1 SV=1;A0A1B0GUH0_HUMAN RP1 axonemal microtubule associated OS=Homo sapiens OX=9606 GN=RP1 PE=1 SV=1;RP1_HUMAN Oxygen-regulated protein 1 OS=Homo sapiens OX=9606 GN=RP1 3 1 1 1 1 123.68 1.39E+08 57066000 34364000 2208900 905810 545460
A0A3B3ISZ5;B7Z954;A0A3B3IRI3;A0A3B3ITE1;A0A1B0GTW1;A0A2R8YDH4;Q9UDY2;A0A3B3IS03Tight junction protein ZO-2TJP2 A0A3B3ISZ5_HUMAN Tight junction protein 2 OS=Homo sapiens OX=9606 GN=TJP2 PE=1 SV=1;B7Z954_HUMAN cDNA FLJ61560, highly similar to Tight junction protein ZO-2 OS=Homo sapiens OX=9606 PE=2 SV=1;A0A3B3IRI3_HUMAN Tight junction protein 2 OS=Homo sapiens OX=9608 11 11 1 10.1 123.58 2.14E+08 5669900 166670000 3559100 94499 2777800
A0A1B0GTZ4;B3KVM3;Q9C098 Serine/threonine-protein kinase DCLK3hCG_16695;DCLK3 A0A1B0GTZ4_HUMAN Doublecortin like kinase 3 OS=Homo sapiens OX=9606 GN=DCLK3 PE=1 SV=1;B3KVM3_HUMAN HCG16695 OS=Homo sapiens OX=9606 GN=hCG_16695 PE=2 SV=1;DCLK3_HUMAN Serine/threonine-protein kinase DCLK3 OS=Homo sapiens OX=9606 GN=DCLK3 PE=2 SV=23 2 2 2 2.9 92.426 26819000 7161900 0 638540 170520 0
A0A2R8Y640;B4DV47;A0A2R8YHB3;A0A1B0GUB2;A0A3B3IRP5;Q6P1J9Parafibromin CDC73 A0A2R8Y640_HUMAN Cell division cycle 73 OS=Homo sapiens OX=9606 GN=CDC73 PE=1 SV=1;B4DV47_HUMAN cDNA FLJ57893, highly similar to Parafibromin OS=Homo sapiens OX=9606 PE=2 SV=1;A0A2R8YHB3_HUMAN Cell division cycle 73 OS=Homo sapiens OX=9606 GN=CDC73 PE=1 SV6 1 1 1 5.1 22.526 14710000 0 9064000 1225800 0 755340
F8W787;A0A1B0GW44;A0A1B0GV23;A0A1B0GVD5;A0A1B0GWE8;V9HWI3;C9JH19;P07339;H7C469;A0A1B0GVP3;A0A1B0GU92;A0A1B0GU03;F8WD96;A0A0S2Z3L4;A0A1B0GVF1Cathepsin D;Cathepsin D light chain;Cathepsin D heavy chainCTSD;HEL-S-130P F8W787_HUMAN Cathepsin D OS=Homo sapiens OX=9606 GN=CTSD PE=1 SV=2;A0A1B0GW44_HUMAN Cathepsin D OS=Homo sapiens OX=9606 GN=CTSD PE=1 SV=1;A0A1B0GV23_HUMAN Cathepsin D OS=Homo sapiens OX=9606 GN=CTSD PE=1 SV=1;A0A1B0GVD5_HUMAN Cathepsin D OS=Homo sapiens OX15 8 8 8 24.7 40.783 6.53E+08 34733000 28585000 36267000 1929600 1588100
P13645;A0A1B0GVI3;Q7Z3Y7;Q2M2I5;Q7Z3Y8;Q7Z3Z0;Q99456;A0A3B3ITG2;Q14525;C4AM86;Q6ZPD6;Q15323;K7EQH6;Q14532;O76014;Q6A165;O76015;O76013;Q7Z3Y9;Q92764Keratin, type I cytoskeletal 10KRT10 K1C10_HUMAN Keratin, type I cytoskeletal 10 OS=Homo sapiens OX=9606 GN=KRT10 PE=1 SV=6;A0A1B0GVI3_HUMAN Keratin 10 OS=Homo sapiens OX=9606 GN=KRT10 PE=1 SV=220 42 42 34 66.3 58.826 7.09E+10 23456000000 27314000000 2.73E+09 902170000 1050500000
A0A1B0GVQ2;Q96MI9 Cytosolic carboxypeptidase 4AGBL1 A0A1B0GVQ2_HUMAN tubulin-glutamate carboxypeptidase OS=Homo sapiens OX=9606 GN=AGBL1 PE=1 SV=2;CBPC4_HUMAN Cytosolic carboxypeptidase 4 OS=Homo sapiens OX=9606 GN=AGBL1 PE=1 SV=32 1 1 1 1.3 125.67 0 0 0 0 0 0
H0YMT1;A0A1B0GVU7;G1UI21;Q9Y4G6;B4DGF3 Talin-2 TLN2 H0YMT1_HUMAN Talin 2 (Fragment) OS=Homo sapiens OX=9606 GN=TLN2 PE=1 SV=1;A0A1B0GVU7_HUMAN Talin-2 OS=Homo sapiens OX=9606 GN=TLN2 PE=1 SV=1;G1UI21_HUMAN Talin-2 OS=Homo sapiens OX=9606 GN=TLN2 PE=2 SV=1;TLN2_HUMAN Talin-2 OS=Homo sapiens OX=9606 GN=TLN2 P5 5 1 1 3.7 154.73 5.56E+08 510750000 42196000 6867400 6305600 520930
A0A494BZY8;A0A1B0GVZ4;A0A494C0Q8;P06132;A0A494C1D8;A0A494C1T3;A0A494C007;H0Y5R6;A0A494C0S8;Q5T446;A0A1B0GVN9;A0A494C085;A0A494C0P4;Q71UD4;B4DHV6;B4DEM5Uroporphyrinogen decarboxylaseUROD A0A494BZY8_HUMAN Uroporphyrinogen decarboxylase OS=Homo sapiens OX=9606 GN=UROD PE=1 SV=1;A0A1B0GVZ4_HUMAN Uroporphyrinogen decarboxylase OS=Homo sapiens OX=9606 GN=UROD PE=1 SV=1;A0A494C0Q8_HUMAN Uroporphyrinogen decarboxylase OS=Homo sapiens OX=9606 GN=U16 3 3 3 11.9 31.778 52490000 30371000 0 4037700 2336300 0
B4DGM5;B4DL52;A0A1B0GW95;Q96ST2;H7C0U1 Protein IWS1 homolog IWS1 B4DGM5_HUMAN cDNA FLJ53983, highly similar to IWS1 homolog OS=Homo sapiens OX=9606 PE=2 SV=1;B4DL52_HUMAN cDNA FLJ54017, highly similar to IWS1 homolog OS=Homo sapiens OX=9606 PE=2 SV=1;A0A1B0GW95_HUMAN Interacts with SUPT6H, CTD assembly factor 1 OS=Homo 5 4 4 4 5.6 82.121 1.24E+08 60086000 10684000 3106000 1502100 267100
P68871;Q4TZM4;Q14473;Q52MT0;Q4JLR8;Q3LR79;Q0Z944;E9NGZ5;B3VL05;Q8IUL9;A1YZ08;Q6V0K9;A0A1B4WRL5;Q8IZI0;Q9BWU5;Q9BWV6;A0A2R8Y7R2;Q9GZL9;B3VL86;C8C504;D9YZU5;A0A481SHK9;B2M1S6;Q6J1Z7;Q4TWB7;Q3Y9I8;Q14477;Q4F786;K4EN30;A0A0J9YWK4;Q670S4;D5FZW3;B3VL12;Q5XTR9;Q9UK54;J7LKS8;E9PFT6;Q7Z7B3;Q9H1I6;Q9HAR8;A0N071;O95412;B3VL31;D1MGQ0;B2M1S8;A0A3G5AXY7;F8W6P5;P02042;Q7Z2K5;Q9UP81;B3VL17;B5ANL9;A0A2R3Z0D6;A0A2S1CVU8;A9YUX2;Q14484;Q9UBV6;Q9BXA2;O95408;E9M263;Q86VF0Hemoglobin subunit beta;LVV-hemorphin-7;Spinorphin;Hemoglobin subunit deltaHBB;HBD;HBD/HBB HBB_HUMAN Hemoglobin subunit beta OS=Homo sapiens OX=9606 GN=HBB PE=1 SV=2;Q4TZM4_HUMAN Hemoglobin beta chain (Fragment) OS=Homo sapiens OX=9606 GN=HBB PE=3 SV=1;Q14473_HUMAN Globin family profile domain-containing protein OS=Homo sapiens OX=9606 PE=3 SV=161 2 2 2 12.2 15.998 38249000 10238000 12204000 3477100 930700 1109400
Q59GB4;A0A1C7CYX9;Q16555;Q53ET2;Q8NAN9;A9CQZ2;A9CQZ4;E5RFU4;B4DLZ4Dihydropyrimidinase-related protein 2DPYSL2 Q59GB4_HUMAN Dihydropyrimidinase-like 2 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A1C7CYX9_HUMAN Dihydropyrimidinase like 2 OS=Homo sapiens OX=9606 GN=DPYSL2 PE=1 SV=1;DPYL2_HUMAN Dihydropyrimidinase-related protein 2 OS=Homo sapiens OX=9606 G9 15 15 7 34.4 68.183 4.12E+08 34874000 2641400 11453000 968730 73372
A0A1C7CYZ1;Q8TD08 Mitogen-activated protein kinase 15MAPK15 A0A1C7CYZ1_HUMAN Mitogen-activated protein kinase 15 (Fragment) OS=Homo sapiens OX=9606 GN=MAPK15 PE=1 SV=1;MK15_HUMAN Mitogen-activated protein kinase 15 OS=Homo sapiens OX=9606 GN=MAPK15 PE=1 SV=12 1 1 1 2.9 30.955 1.11E+08 57730000 7303200 7366400 3848700 486880
M0R151;M0QYW4;A0A1R3UDR5;Q9UBX7 Kallikrein-11;Kallikrein-11 inactive chain 1;Kallikrein-11 inactive chain 2KLK11 M0R151_HUMAN Kallikrein related peptidase 11 OS=Homo sapiens OX=9606 GN=KLK11 PE=1 SV=1;M0QYW4_HUMAN Kallikrein related peptidase 11 (Fragment) OS=Homo sapiens OX=9606 GN=KLK11 PE=1 SV=1;A0A1R3UDR5_HUMAN Kallikrein G OS=Homo sapiens OX=9606 GN=KLNG PE=4 SV4 1 1 1 6.4 11.979 0 0 0 0 0 0
A0A1S5UZ17;Q9Y608;C9JSU1;C9JJC9;C9JC17;C9J321;C9J0U5;H7C3N9Leucine-rich repeat flightless-interacting protein 2LRRFIP2 A0A1S5UZ17_HUMAN Leucine-rich repeat flightless-interacting protein 2 OS=Homo sapiens OX=9606 GN=LRRFIP2 PE=2 SV=1;LRRF2_HUMAN Leucine-rich repeat flightless-interacting protein 2 OS=Homo sapiens OX=9606 GN=LRRFIP2 PE=1 SV=1;C9JSU1_HUMAN LRR binding FLII i8 3 2 2 7.4 49.343 50517000 20299000 10659000 2658800 1068400 561010
H0Y8V7;H0YAB3;D6RHZ5;H7BXG7;A0A1S5UZ19;D6REX3;O94979;H0Y9K1Protein transport protein Sec31ASEC31A H0Y8V7_HUMAN SEC31 homolog A, COPII coat complex component (Fragment) OS=Homo sapiens OX=9606 GN=SEC31A PE=1 SV=8;H0YAB3_HUMAN SEC31 homolog A, COPII coat complex component (Fragment) OS=Homo sapiens OX=9606 GN=SEC31A PE=1 SV=1;D6RHZ5_HUMAN SEC31 homolog A8 2 2 2 5.6 31.827 28330000 0 0 2023600 0 0
A0A804HIY9;A0A804HIK8;A0A804HIN3;A0A804HIP9;A0A804HJC5;A0A804HI91;A0A804HJ49;A0A804HLF3;A0A804HKT9;C9IZQ6;A0A1S5UZ29;H7BXZ5;A0A804HLI0;O60229Kalirin KALRN A0A804HIY9_HUMAN Kalirin RhoGEF kinase (Fragment) OS=Homo sapiens OX=9606 GN=KALRN PE=1 SV=1;A0A804HIK8_HUMAN Kalirin RhoGEF kinase (Fragment) OS=Homo sapiens OX=9606 GN=KALRN PE=1 SV=1;A0A804HIN3_HUMAN Kalirin RhoGEF kinase OS=Homo sapiens OX=9606 GN=KALR14 1 1 1 1 103.48 0 0 0 0 0 0
A0A1U9X609;Q5STZ8;Q8NE71;Q2L6I2;Q59F96;H0YGW7;B4DNU2;A0A0G2JJB9;A0A0G2JIC2;F5GYK6;A0PJ72ATP-binding cassette sub-family F member 1ABCF1 A0A1U9X609_HUMAN ABCF1 OS=Homo sapiens OX=9606 PE=4 SV=1;Q5STZ8_HUMAN ATP binding cassette subfamily F member 1 OS=Homo sapiens OX=9606 GN=ABCF1 PE=1 SV=10;ABCF1_HUMAN ATP-binding cassette sub-family F member 1 OS=Homo sapiens OX=9606 GN=ABCF1 PE=1 SV=2;Q211 13 13 13 18.6 95.925 8.85E+08 68127000 367480000 23915000 1841300 9931800
B4DNU0;Q53HH3;A0A1U9X7S4;Q92759 General transcription factor IIH subunit 4GTF2H4 B4DNU0_HUMAN General transcription factor IIH subunit 4 OS=Homo sapiens OX=9606 PE=2 SV=1;Q53HH3_HUMAN General transcription factor IIH subunit 4 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A1U9X7S4_HUMAN General transcription factor IIH subunit 4 OS=Ho4 2 2 2 5.4 43.372 1.36E+08 0 9195100 7549900 0 510840
A0A1U9X839;H9ZYJ1;A0A1U9X830;P18615;A0A0A0MT02;B7Z6T4;A2ABK4;A0A0G2JI50;E9PD43;A0A0A0MSN9;B4DZZ3Negative elongation factor ENELF-E;NELFE;RDBP A0A1U9X839_HUMAN Negative elongation factor E OS=Homo sapiens OX=9606 PE=3 SV=1;H9ZYJ1_HUMAN Negative elongation factor E OS=Homo sapiens OX=9606 GN=NELF-E PE=2 SV=1;A0A1U9X830_HUMAN Negative elongation factor E OS=Homo sapiens OX=9606 PE=3 SV=1;NELFE_HUMA11 5 5 5 15.3 42.968 1.88E+08 80406000 50931000 9919700 4231900 2680600
X6RFN3;B4DVB5;B4DW57;A0A1U9X8F2;A0A1U9X8F1;Q99496;Q06587E3 ubiquitin-protein ligase RING2;E3 ubiquitin-protein ligase RING1RNF2;RING1 X6RFN3_HUMAN RING-type E3 ubiquitin transferase (Fragment) OS=Homo sapiens OX=9606 GN=RNF2 PE=1 SV=2;B4DVB5_HUMAN RING-type E3 ubiquitin transferase OS=Homo sapiens OX=9606 PE=2 SV=1;B4DW57_HUMAN RING-type E3 ubiquitin transferase OS=Homo sapiens OX=9606 P7 1 1 1 5.7 27.277 35840000 13917000 0 3982200 1546300 0
P48634;A0A1U9X982;A0A1U9X9A9;A0A1U9X999;A0A1U9X998;A0A1U9X988;A0A1U9X996;A0A1U9X985;A0A1U9X977;A0A1U9X975;A0A1U9X974;A0A1U9X9A5;A0A1U9X987;A0A1U9X972;A0A1U9X993;B4DZ56;B4DLY2Protein PRRC2A PRRC2A PRC2A_HUMAN Protein PRRC2A OS=Homo sapiens OX=9606 GN=PRRC2A PE=1 SV=3;A0A1U9X982_HUMAN PRRC2A OS=Homo sapiens OX=9606 PE=4 SV=1;A0A1U9X9A9_HUMAN PRRC2A OS=Homo sapiens OX=9606 PE=4 SV=1;A0A1U9X999_HUMAN PRRC2A OS=Homo sapiens OX=9606 PE=4 SV=1;A0A1U9X998_17 10 9 9 6.8 228.86 2.23E+08 47821000 5999100 2102800 451140 56595
A0A1W2PNR9;Q9Y5U9 Immediate early response 3-interacting protein 1IER3IP1 A0A1W2PNR9_HUMAN Immediate early response 3-interacting protein 1 OS=Homo sapiens OX=9606 GN=IER3IP1 PE=1 SV=1;IR3IP_HUMAN Immediate early response 3-interacting protein 1 OS=Homo sapiens OX=9606 GN=IER3IP1 PE=1 SV=12 1 1 1 29 7.6079 23840000 0 0 7946600 0 0
A0A1W2PQH0;B4DXH3;A0A1W2PPC6;A0A804HJ11;B2R6Z9;B3KY32;Q9H3H5UDP-N-acetylglucosamine--dolichyl-phosphate N-acetylglucosaminephosphotransferaseDPAGT1 A0A1W2PQH0_HUMAN UDP-N-acetylglucosamine--dolichyl-phosphate N-acetylglucosaminephosphotransferase (Fragment) OS=Homo sapiens OX=9606 GN=DPAGT1 PE=1 SV=1;B4DXH3_HUMAN UDP-N-acetylglucosamine--dolichyl-phosphate N-acetylglucosaminephosphotransferase OS=Homo7 1 1 1 8.1 19.57 0 0 0 0 0 0
A0A384MTX4;A0A1W2PPZ5;P23193;B7Z4W0;A0A1W2PRL9;B7Z4S1;E5RIS7;A0A0A0MT58;Q6IB64;Q15560;E5RK46;A0A1W2PS15;E5RFI1;E5RJ93;Q5JRI7Transcription elongation factor A protein 1TCEA1 A0A384MTX4_HUMAN Transcription elongation factor OS=Homo sapiens OX=9606 PE=2 SV=1;A0A1W2PPZ5_HUMAN Transcription elongation factor (Fragment) OS=Homo sapiens OX=9606 GN=TCEA1 PE=1 SV=1;TCEA1_HUMAN Transcription elongation factor A protein 1 OS=Homo sapien15 6 6 6 23.9 33.969 5.6E+08 241780000 36123000 32966000 14222000 2124900
B4DTK0;B4DWP0;B7Z9R8;E9PNM1;Q6IAX1;B4DND3;A0A1W2PQ47;P37268Squalene synthase FDFT1 B4DTK0_HUMAN Squalene synthase OS=Homo sapiens OX=9606 PE=2 SV=1;B4DWP0_HUMAN Squalene synthase OS=Homo sapiens OX=9606 PE=2 SV=1;B7Z9R8_HUMAN Squalene synthase OS=Homo sapiens OX=9606 PE=2 SV=1;E9PNM1_HUMAN Squalene synthase OS=Homo sapiens OX=9606 GN=FDF8 1 1 1 5.7 20.424 14665000 0 0 1222100 0 0
J3KTD2;A0A1W2PQI7;Q86VV8 Rotatin RTTN J3KTD2_HUMAN Rotatin OS=Homo sapiens OX=9606 GN=RTTN PE=1 SV=1;A0A1W2PQI7_HUMAN Rotatin OS=Homo sapiens OX=9606 GN=RTTN PE=1 SV=1;RTTN_HUMAN Rotatin OS=Homo sapiens OX=9606 GN=RTTN PE=1 SV=33 1 1 1 1.4 56.318 1.91E+08 37020000 14715000 7629700 1480800 588610
A0A1W2PQS6;F6U211;A0A2R8Y7H1;S4R435;A0A2R8YFH6;A0A2R8Y6L3;Q14489 RPS10;RPS10-NUDT3A0A1W2PQS6_HUMAN diphosphoinositol-polyphosphate diphosphatase OS=Homo sapiens OX=9606 GN=RPS10-NUDT3 PE=3 SV=1;F6U211_HUMAN Ribosomal protein S10 OS=Homo sapiens OX=9606 GN=RPS10 PE=3 SV=1;A0A2R8Y7H1_HUMAN Ribosomal protein S10 OS=Homo sapiens OX=9606 GN=7 8 1 0 27.1 33.14 34900000 17004000 0 2492800 1214600 0
A0A1W2PS02;A0A8V8TMM8;A0A8V8TLM3;Q9Y244 Proteasome maturation proteinPOMP A0A1W2PS02_HUMAN Chromosome 13 open reading frame 12, isoform CRA_a OS=Homo sapiens OX=9606 GN=POMP PE=1 SV=1;A0A8V8TMM8_HUMAN Proteasome maturation protein OS=Homo sapiens OX=9606 GN=POMP PE=1 SV=1;A0A8V8TLM3_HUMAN Proteasome maturation protein OS=Homo sa4 1 1 1 12.5 9.0533 0 0 0 0 0 0
A0A1W5KJW8 A0A1W5KJW8_HUMAN Monoamine oxidase A (Fragment) OS=Homo sapiens OX=9606 GN=MAOA PE=4 SV=1 1 1 1 1 28.3 6.2796 0 0 0 0 0 0
A0A1X7SBZ2;A0A5H1ZRQ2;Q59F66;Q92841;B4DZQ7;A0A0U1RQJ0;Q9UQL5Probable ATP-dependent RNA helicase DDX17DDX17 A0A1X7SBZ2_HUMAN RNA helicase OS=Homo sapiens OX=9606 GN=DDX17 PE=1 SV=1;A0A5H1ZRQ2_HUMAN RNA helicase OS=Homo sapiens OX=9606 GN=DDX17 PE=1 SV=2;Q59F66_HUMAN RNA helicase (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;DDX17_HUMAN Probable ATP-dependent RNA 7 22 13 13 31.8 80.253 1E+09 128580000 350670000 27127000 3475100 9477500
H7C1C4;A0A223PQH6;A6NEM2;P51610 Host cell factor 1;HCF N-terminal chain 1;HCF N-terminal chain 2;HCF N-terminal chain 3;HCF N-terminal chain 4;HCF N-terminal chain 5;HCF N-terminal chain 6;HCF C-terminal chain 1;HCF C-terminal chain 2;HCF C-terminal chain 3;HCF C-terminal chain 4;HCF C-terminal chain 5;HCF C-terminal chain 6HCFC1 H7C1C4_HUMAN Host cell factor C1 (Fragment) OS=Homo sapiens OX=9606 GN=HCFC1 PE=1 SV=1;A0A223PQH6_HUMAN HCFC1 OS=Homo sapiens OX=9606 PE=4 SV=1;A6NEM2_HUMAN Host cell factor C1 OS=Homo sapiens OX=9606 GN=HCFC1 PE=1 SV=2;HCFC1_HUMAN Host cell factor 1 OS=Ho4 2 2 2 4.4 63.078 40569000 15532000 0 2704600 1035400 0
A0A248RGE3;Q5RKT7;B2RDW1;P62979;Q8WYN9 Ubiquitin-40S ribosomal protein S27a;Ubiquitin;40S ribosomal protein S27aRPS27A;HEL112 A0A248RGE3_HUMAN Ubiquitin-ribosomal protein eS31 fusion protein (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;Q5RKT7_HUMAN Ubiquitin-ribosomal protein eS31 fusion protein OS=Homo sapiens OX=9606 GN=RPS27A PE=1 SV=1;B2RDW1_HUMAN Ubiquitin-ribosomal protein 5 10 10 3 63.4 16.717 1.41E+10 5589900000 1866400000 2.36E+09 931650000 311060000
A0A286SD20 A0A286SD20_HUMAN Neurofibromin 2 (Fragment) OS=Homo sapiens OX=9606 GN=NF2 PE=4 SV=1 1 1 1 1 22.4 6.9479 0 0 0 0 0 0
O43175;A0A286YF22;V9HW79;A0A2C9F2M7;B3KSC3;A0A286YFA2;A0A286YFL2;Q9UMY2;A0A286YFM8;Q8N5M8;A0A286YF78;Q9UMY3;A0A286YFB2;A0A286YFC8;A0A286YER3;A0A286YFE1;A0A286YF34;A0A286YFK5;A0A286YFF3;Q96RV7;Q96RV5;Q96RV6;Q96RV9D-3-phosphoglycerate dehydrogenasePHGDH;HEL-S-113;PGDH3SERA_HUMAN D-3-phosphoglycerate dehydrogenase OS=Homo sapiens OX=9606 GN=PHGDH PE=1 SV=4;A0A286YF22_HUMAN D-3-phosphoglycerate dehydrogenase OS=Homo sapiens OX=9606 GN=PHGDH PE=1 SV=1;V9HW79_HUMAN D-3-phosphoglycerate dehydrogenase OS=Homo sapiens OX=9606 23 12 12 12 28.5 56.65 5.44E+08 538100000 6345200 22685000 22421000 264380
A0A286YFD6;P31350;B3KS26;A0A7P0SBL1;Q8N6S3;Q6AI41;H0YAV1;Q7LG56Ribonucleoside-diphosphate reductase subunit M2RRM2 A0A286YFD6_HUMAN Ribonucleotide reductase regulatory subunit M2 OS=Homo sapiens OX=9606 GN=RRM2 PE=1 SV=1;RIR2_HUMAN Ribonucleoside-diphosphate reductase subunit M2 OS=Homo sapiens OX=9606 GN=RRM2 PE=1 SV=1;B3KS26_HUMAN cDNA FLJ16813 fis, clone THYMU3030238 6 6 6 17.4 42.906 81655000 70282000 4046500 3550200 3055700 175940
P11413;Q0PHS5;E7EUI8;A0A384NL00;A8K8D9;A0A8G1M3Q3;B4DYA7;A0A8Q3SIN6;Q2VF42;Q2Q9H2;Q2Q9B7;A0A8Q3WL95;A0A8Q3SJB9;A0A4P8W0G4;A0A8Q3WL80;E7EM57;A0A8Q3WLT0;A0A8Q3WL93;Q0PHS1;E9PD92;A0A8Q3WL83;A0A8Q3WL90;A0A2H4QGB2;A0A2H4QGB8;A0A2H4QGB6;A0A8Q3SIS5;A7IZZ3;A0A6G9IW12Glucose-6-phosphate 1-dehydrogenaseG6PD G6PD_HUMAN Glucose-6-phosphate 1-dehydrogenase OS=Homo sapiens OX=9606 GN=G6PD PE=1 SV=4;Q0PHS5_HUMAN Glucose-6-phosphate dehydrogenase (Fragment) OS=Homo sapiens OX=9606 GN=G6PD PE=4 SV=1;E7EUI8_HUMAN Glucose-6-phosphate 1-dehydrogenase OS=Homo sapiens OX28 2 2 2 4.5 59.256 26793000 13428000 0 765530 383670 0
A0A8I5KT39;H3BRR7;M4QHP2;E7EVM7;A0A2H4UKA7;Q92508;Q9H5I5Piezo-type mechanosensitive ion channel component;Piezo-type mechanosensitive ion channel component 1;Piezo-type mechanosensitive ion channel component 2PIEZO1;PIEZO2 A0A8I5KT39_HUMAN Piezo type mechanosensitive ion channel component 2 (Fragment) OS=Homo sapiens OX=9606 GN=PIEZO2 PE=4 SV=1;H3BRR7_HUMAN Piezo type mechanosensitive ion channel component 1 (Fragment) OS=Homo sapiens OX=9606 GN=PIEZO1 PE=1 SV=1;M4QHP2_HUMAN7 1 1 1 10.3 12.51 0 0 0 0 0 0
A0A2R8Y430;V9HWJ1;P48637;B7Z1C5;B7Z514;A0A2R8Y5T7;A0A2R8Y7I7;A0A2R8YF34;A0A2R8Y6Q7;A0A2R8Y2F2;A0A2R8Y2X9;A0A2R8Y6Y6;A0A2R8Y4V9;A0A2R8Y790;A0A2R8Y446;A0A0S2Z4J7Glutathione synthetase HEL-S-64p;GSS A0A2R8Y430_HUMAN Glutathione synthetase OS=Homo sapiens OX=9606 GN=GSS PE=1 SV=1;V9HWJ1_HUMAN Glutathione synthetase OS=Homo sapiens OX=9606 GN=HEL-S-64p PE=2 SV=1;GSHB_HUMAN Glutathione synthetase OS=Homo sapiens OX=9606 GN=GSS PE=1 SV=1;B7Z1C5_HUMAN Glut16 8 8 8 18.7 49.976 2.98E+08 285130000 0 11446000 10967000 0
A0A2R8Y4W2;A0A2R8YE63;Q12929;B4E3T6;F5H1B5;H0YFG1;F5H2B8;F5GYM8;F5H3Q6;F5H0R8Epidermal growth factor receptor kinase substrate 8EPS8 A0A2R8Y4W2_HUMAN Epidermal growth factor receptor pathway substrate 8 OS=Homo sapiens OX=9606 GN=EPS8 PE=1 SV=1;A0A2R8YE63_HUMAN Epidermal growth factor receptor pathway substrate 8 OS=Homo sapiens OX=9606 GN=EPS8 PE=1 SV=1;EPS8_HUMAN Epidermal growth fact10 10 10 10 14.5 92.75 3.21E+08 54152000 202450000 9182900 1547200 5784300
P68400;B5BUH5;A0A2R8YD58;E7EU96;A0A2R8Y5A0;B2R6D7;Q5U5J2;Q2I0Y7;A0A2R8YF43;A0A2R8YFU2;A0A2R8YDP2;Q8NEV1;A0A2R8Y4D6;A0A2R8Y4H0;V9GYA2;A0A2R8YDY7;A0A2R8YEW1;A0A087WY74;A0A2R8YCK2;A0A2R8YCC9;V9GYW6;A0A2R8YF47;V9GY80;A0A2R8YEL7;A0A2R8Y797;A0A2R8Y3W6;A0A2R8Y7T1Casein kinase II subunit alpha;Casein kinase II subunit alpha 3CSNK2A1;CSNK2A3 CSK21_HUMAN Casein kinase II subunit alpha OS=Homo sapiens OX=9606 GN=CSNK2A1 PE=1 SV=1;B5BUH5_HUMAN Casein kinase II alpha 1 subunit isoform a (Fragment) OS=Homo sapiens OX=9606 GN=CSNK2A1 PE=2 SV=1;A0A2R8YD58_HUMAN Casein kinase 2 alpha 1 OS=Homo sapiens27 10 10 10 29.2 45.143 8.07E+08 394100000 147220000 44818000 21895000 8179000
D6RDJ3;H0Y723;B4DEC2;A0A2R8Y8D6;A0A2R8YEY5;E7EQB9;A0A2R8YEZ4;Q96HT3;A0A2R8Y5D3;O15160DNA-directed RNA polymerases I and III subunit RPAC1POLR1C D6RDJ3_HUMAN RNA polymerase I and III subunit C (Fragment) OS=Homo sapiens OX=9606 GN=POLR1C PE=1 SV=1;H0Y723_HUMAN RNA polymerase I and III subunit C (Fragment) OS=Homo sapiens OX=9606 GN=POLR1C PE=1 SV=1;B4DEC2_HUMAN cDNA FLJ57708, highly similar to DNA-10 2 2 2 25 14.205 70213000 27434000 0 10030000 3919100 0
A0A2R8YCI0;A0A2R8YFI2;A0A2R8YEA4;A0A2R8Y5H3;A0A2U3TZL3;A0A2R8Y7Q9;A0A2R8YEK8;A0A2R8YE18;A0A2R8Y5S9;A0A2R8Y7C5;Q9Y5P4Collagen type IV alpha-3-binding proteinCOL4A3BP A0A2R8YCI0_HUMAN Ceramide transporter 1 OS=Homo sapiens OX=9606 GN=CERT1 PE=1 SV=1;A0A2R8YFI2_HUMAN Sesquipedalian OS=Homo sapiens OX=9606 GN=CERT1 PE=1 SV=1;A0A2R8YEA4_HUMAN Sesquipedalian OS=Homo sapiens OX=9606 GN=CERT1 PE=1 SV=1;A0A2R8Y5H3_HUMAN Cerami11 1 1 1 6 22.596 8811200 0 0 629370 0 0
B3KY47;A0A2R8Y5P9;Q8TF72;Q6ZVL3;B4E244 Protein Shroom3 SHROOM3 B3KY47_HUMAN cDNA FLJ46841 fis, clone UTERU3000670, highly similar to Homo sapiens shroom (SHRM), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;A0A2R8Y5P9_HUMAN Shroom family member 3 OS=Homo sapiens OX=9606 GN=SHROOM3 PE=1 SV=1;SHRM3_HUMAN Protein Shroom3 OS=Hom5 2 2 2 1.4 192.59 2.57E+10 20860000 10703000000 2.73E+08 221910 113860000
A0A2R8Y604;B3KPN2;A0A2R8YE27;A0A2R8YE71;A0A2R8Y7K8;A0A2R8Y5S6;A0A2R8Y622;A0A2R8YGJ7;A0A2U3TZH5;A0A2R8Y700;A0A2R8Y7A1;A0A2R8YED7;Q8WXI2Connector enhancer of kinase suppressor of ras 2CNKSR2 A0A2R8Y604_HUMAN Connector enhancer of kinase suppressor of Ras 2 (Fragment) OS=Homo sapiens OX=9606 GN=CNKSR2 PE=1 SV=1;B3KPN2_HUMAN cDNA FLJ31987 fis, clone NT2RP7008855, highly similar to Connector enhancer of kinase suppressor of ras 2 OS=Homo sapiens 13 1 1 1 5.5 29.56 0 0 0 0 0 0
B0YJ88;A0A2R8Y5S7;P35241;B7Z2S7;A0A2R8Y7M3;Q9NST9;A0A2R8Y4H6Radixin RDX B0YJ88_HUMAN Radixin OS=Homo sapiens OX=9606 GN=RDX PE=2 SV=1;A0A2R8Y5S7_HUMAN Radixin OS=Homo sapiens OX=9606 GN=RDX PE=1 SV=1;RADI_HUMAN Radixin OS=Homo sapiens OX=9606 GN=RDX PE=1 SV=1;B7Z2S7_HUMAN cDNA FLJ58499, highly similar to Radixin OS=Homo sapien7 14 4 4 20.4 68.563 1.38E+08 73192000 5182000 4435900 2361000 167160
Q14204;A0A7P0TA13;A0A2R8Y5T0;A0A2R8Y706;A0A7P0T9R4;A0A7P0T9C4;A0A7P0TAW9;A0A7P0T7V5;A0A7P0TB75;A0A7P0T9K2;A0A2R8Y6H2;A0A7P0T916;A0A7P0TAF3;A0A7P0TBJ7;A0A7P0T8N2;A0A7P0T8W5;A0A7P0T9F1;A0A2R8YFZ7;A0A7P0TAM4;A0A7P0T825;A0A2R8YGC7;A0A7P0TB64;A0A7P0TAV5;A0A7P0T990;A0A804HHY6;A0A7P0T942;A0A7P0T9S3;A0A7P0T934;Q6P2H7;A0A7P0T9Y3;A0A7P0TAS7;A0A7P0TBC9;B4DSR6;Q92862Cytoplasmic dynein 1 heavy chain 1DYNC1H1 DYHC1_HUMAN Cytoplasmic dynein 1 heavy chain 1 OS=Homo sapiens OX=9606 GN=DYNC1H1 PE=1 SV=5;A0A7P0TA13_HUMAN Dynein cytoplasmic 1 heavy chain 1 OS=Homo sapiens OX=9606 GN=DYNC1H1 PE=1 SV=1;A0A2R8Y5T0_HUMAN Dynein cytoplasmic 1 heavy chain 1 OS=Homo sapiens34 12 12 12 2.8 532.4 1.78E+08 33584000 0 694290 130680 0
X5DQZ7;A0A994J4E2;X5D926;A0A994J7E8;A0A7I2YMD7;A0A994J4K6;A0A994J707;A0A2R8Y6B6;A0A7I2UQ36;A0A994J702;A0A994J430;Q7L4Q3;P07203Glutathione peroxidase;Glutathione peroxidase 1GPX1 X5DQZ7_HUMAN Glutathione peroxidase 1 isoform A OS=Homo sapiens OX=9606 GN=GPX1 PE=2 SV=1;A0A994J4E2_HUMAN Glutathione peroxidase 1 OS=Homo sapiens OX=9606 GN=GPX1 PE=1 SV=1;X5D926_HUMAN Glutathione peroxidase 1 isoform A OS=Homo sapiens OX=9606 GN=GPX1 PE13 1 1 1 30.4 4.6014 0 0 0 0 0 0
A0A2R8Y6J3;B3KTM6;A2RUM7;P46777;Q59GX9;Q5T7N0;Q9BUV4;A0A2R8Y4A260S ribosomal protein L5 RPL5 A0A2R8Y6J3_HUMAN Ribosomal protein L5 (Fragment) OS=Homo sapiens OX=9606 GN=RPL5 PE=1 SV=1;B3KTM6_HUMAN Ribosomal protein L5, isoform CRA_b OS=Homo sapiens OX=9606 GN=RPL5 PE=2 SV=1;A2RUM7_HUMAN Ribosomal protein L5 OS=Homo sapiens OX=9606 GN=RPL5 PE=2 SV=8 9 9 9 39.1 27.045 2.86E+09 940370000 42561000 2.6E+08 85488000 3869200
A0A2R8Y6J6;A0A590UJM0;Q9Y5Y9 Sodium channel protein type 10 subunit alphaSCN10A A0A2R8Y6J6_HUMAN Sodium channel protein OS=Homo sapiens OX=9606 GN=SCN10A PE=1 SV=1;A0A590UJM0_HUMAN Sodium channel protein OS=Homo sapiens OX=9606 GN=SCN10A PE=3 SV=1;SCNAA_HUMAN Sodium channel protein type 10 subunit alpha OS=Homo sapiens OX=9606 GN=SCN13 1 1 1 0.7 220.5 0 0 0 0 0 0
A0A2R8Y7W8;A0A2R8Y6W5;Q16626 Male-enhanced antigen 1MEA1 A0A2R8Y7W8_HUMAN Male-enhanced antigen 1 OS=Homo sapiens OX=9606 GN=MEA1 PE=1 SV=1;A0A2R8Y6W5_HUMAN Male-enhanced antigen 1 OS=Homo sapiens OX=9606 GN=MEA1 PE=1 SV=1;MEA1_HUMAN Male-enhanced antigen 1 OS=Homo sapiens OX=9606 GN=MEA1 PE=1 SV=23 1 1 1 7.6 18.544 0 0 0 0 0 0
B3KTH1;B3KRG2;Q53HW5;A8K359;A0A2R8Y6W8;P19447 TFIIH basal transcription factor complex helicase XPB subunitERCC3 B3KTH1_HUMAN General transcription and DNA repair factor IIH helicase subunit XPB OS=Homo sapiens OX=9606 PE=2 SV=1;B3KRG2_HUMAN General transcription and DNA repair factor IIH helicase subunit XPB OS=Homo sapiens OX=9606 PE=2 SV=1;Q53HW5_HUMAN General tra6 1 1 1 1.1 81.885 12544000 0 7189500 313600 0 179740
A0A2R8YCT7;Q496C9;A0A2R8Y6X2;Q8TEA8;A0A087WZV9 D-tyrosyl-tRNA(Tyr) deacylase;D-tyrosyl-tRNA(Tyr) deacylase 1DTD1 A0A2R8YCT7_HUMAN D-aminoacyl-tRNA deacylase OS=Homo sapiens OX=9606 GN=DTD1 PE=1 SV=1;Q496C9_HUMAN D-aminoacyl-tRNA deacylase OS=Homo sapiens OX=9606 GN=DTD1 PE=2 SV=1;A0A2R8Y6X2_HUMAN D-aminoacyl-tRNA deacylase OS=Homo sapiens OX=9606 GN=DTD1 PE=1 SV=1;DT5 2 2 2 18.1 14.535 1.14E+08 48825000 30819000 19017000 8137500 5136500
Q3V6T2;A0A2U3TZV9;A0A2R8Y7B1;A0A2R8YG73;A0A2R8Y4W8;A0A2R8Y4X4;A0A2R8YGU1;A0A2R8Y820;A0A2R8Y885;A0A2R8YCU9;Q6DCA5;H7C2C6;A0A2R8Y7D4;A0A2R8YDS8;H0Y470;A0A2R8YG52;Q9ULK8;Q9UI01;H0Y7U8;O14997;Q6PAV0;A0A2R8Y6B2;A0A2R8Y7D9;A0A2R8Y5D7;Q9NW05;Q86YH1;A0A2R8Y4Z5;B4DSN0;H0Y7K3;B3KW94;A0A2R8Y802;A0A2R8Y4C6Girdin CCDC88A GRDN_HUMAN Girdin OS=Homo sapiens OX=9606 GN=CCDC88A PE=1 SV=2;A0A2U3TZV9_HUMAN Coiled-coil domain containing 88A OS=Homo sapiens OX=9606 GN=CCDC88A PE=1 SV=1;A0A2R8Y7B1_HUMAN Coiled-coil domain containing 88A OS=Homo sapiens OX=9606 GN=CCDC88A PE=1 SV=1;A32 10 10 10 5.5 216.04 2.17E+08 84856000 80548000 2309900 902720 856890
B1ALA9;P60891;A0A2R8Y7H4;Q53FW2;Q15244;A0A140VK41;B2R860;A0A0B4J207;A0A6Q8PGF9;A0A6Q8PHK9;B1ALA7;B7ZB02;A0A6Q8PG82;A0A6Q8PEU0;A0A6Q8PHI4;P11908;P21108Ribose-phosphate pyrophosphokinase 1;Ribose-phosphate pyrophosphokinase 2;Ribose-phosphate pyrophosphokinase 3PRPS1;PRPS1L1;PRPS2B1ALA9_HUMAN Phosphoribosyl pyrophosphate synthetase 1 OS=Homo sapiens OX=9606 GN=PRPS1 PE=1 SV=2;PRPS1_HUMAN Ribose-phosphate pyrophosphokinase 1 OS=Homo sapiens OX=9606 GN=PRPS1 PE=1 SV=2;A0A2R8Y7H4_HUMAN Ribose-phosphate pyrophosphokinase OS=Homo sapien17 2 2 2 7.4 31.392 68456000 25123000 0 4026800 1477800 0
Q59FZ5;A0A2R8Y7R9;Q13136;B3KVS8 Liprin-alpha-1 PPFIA1 Q59FZ5_HUMAN PTPRF interacting protein alpha 1 isoform b variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A2R8Y7R9_HUMAN PTPRF interacting protein alpha 1 (Fragment) OS=Homo sapiens OX=9606 GN=PPFIA1 PE=1 SV=1;LIPA1_HUMAN Liprin-alpha-1 OS=Homo sapie4 2 2 2 3.7 77.755 32089000 5923400 17373000 1002800 185110 542900
A0A2R8Y811;P62263;E5RH77;A4D1M5 40S ribosomal protein S14RPS14 A0A2R8Y811_HUMAN Ribosomal protein S14 (Fragment) OS=Homo sapiens OX=9606 GN=RPS14 PE=1 SV=1;RS14_HUMAN Small ribosomal subunit protein uS11 OS=Homo sapiens OX=9606 GN=RPS14 PE=1 SV=3;E5RH77_HUMAN Ribosomal protein S14 OS=Homo sapiens OX=9606 GN=RPS14 PE=14 4 4 4 34.7 16.159 2.54E+09 460240000 256450000 6.35E+08 115060000 64114000
E7ETK0;A0A2R8Y849;A0A2R8YD14;P62847;A0A2R8Y8A0 40S ribosomal protein S24RPS24 E7ETK0_HUMAN 40S ribosomal protein S24 OS=Homo sapiens OX=9606 GN=RPS24 PE=1 SV=1;A0A2R8Y849_HUMAN 40S ribosomal protein S24 OS=Homo sapiens OX=9606 GN=RPS24 PE=1 SV=1;A0A2R8YD14_HUMAN 40S ribosomal protein S24 OS=Homo sapiens OX=9606 GN=RPS24 PE=1 SV=1;RS5 7 7 7 46.6 15.197 2.03E+09 267190000 137450000 3.38E+08 44531000 22908000
A0A2R8Y851;P62273;A0A2R8Y6P7;A0A087WTT6 40S ribosomal protein S29RPS29 A0A2R8Y851_HUMAN Small ribosomal subunit protein uS14 OS=Homo sapiens OX=9606 GN=RPS29 PE=1 SV=1;RS29_HUMAN Small ribosomal subunit protein uS14 OS=Homo sapiens OX=9606 GN=RPS29 PE=1 SV=2;A0A2R8Y6P7_HUMAN Small ribosomal subunit protein uS14 (Fragment) OS=4 2 2 2 20.7 10.256 1.36E+09 167720000 368210000 3.41E+08 41929000 92053000
A0A2R8Y8A7;Q96L92;A0A2R8YD75;H7C603;A0A2R8Y871;A0A5H1ZRP6Sorting nexin-27 SNX27 A0A2R8Y8A7_HUMAN Sorting nexin 27 OS=Homo sapiens OX=9606 GN=SNX27 PE=1 SV=1;SNX27_HUMAN Sorting nexin-27 OS=Homo sapiens OX=9606 GN=SNX27 PE=1 SV=2;A0A2R8YD75_HUMAN Sorting nexin 27 (Fragment) OS=Homo sapiens OX=9606 GN=SNX27 PE=1 SV=1;H7C603_HUMAN Sortin6 2 2 2 4.7 46.675 21066000 0 0 1003100 0 0
A0A2R8YGB7 A0A2R8YGB7_HUMAN Ribosomal protein S6 kinase A3 (Fragment) OS=Homo sapiens OX=9606 GN=RPS6KA3 PE=1 SV=1 1 1 1 1 13.6 9.0605 0 0 0 0 0 0
A0A2R8YH48 A0A2R8YH48_HUMAN Sarcoglycan epsilon OS=Homo sapiens OX=9606 GN=SGCE PE=4 SV=1 1 1 1 1 32.3 7.0731 0 0 0 0 0 0
A0A2X0SFK9;Q6P4F7 Rho GTPase-activating protein 11AARHGAP11A A0A2X0SFK9_HUMAN ARHGAP11A (Fragment) OS=Homo sapiens OX=9606 GN=ARHGAP11A PE=4 SV=1;RHGBA_HUMAN Rho GTPase-activating protein 11A OS=Homo sapiens OX=9606 GN=ARHGAP11A PE=1 SV=22 1 1 1 1.5 114.09 0 0 0 0 0 0
H7BZ39;B4DDI2;B4DV69;B4DPF7;A0A2X0SG27;Q8N5V2 Ephexin-1 NGEF H7BZ39_HUMAN Neuronal guanine nucleotide exchange factor (Fragment) OS=Homo sapiens OX=9606 GN=NGEF PE=1 SV=2;B4DDI2_HUMAN cDNA FLJ59455, highly similar to Homo sapiens neuronal guanine nucleotide exchange factor (NGEF), mRNA OS=Homo sapiens OX=9606 PE=2 S6 1 1 1 10 17.452 0 0 0 0 0 0
Q6PJQ0;B3KS00;B4DK23;A0A2X0SSG1;Q9C0H5 Rho GTPase-activating protein 39KIAA1688;ARHGAP39 Q6PJQ0_HUMAN KIAA1688 protein (Fragment) OS=Homo sapiens OX=9606 GN=KIAA1688 PE=2 SV=1;B3KS00_HUMAN cDNA FLJ35182 fis, clone PLACE6015445, moderately similar to PUTATIVE PREOPTIC REGULATORY FACTOR-2 OS=Homo sapiens OX=9606 PE=2 SV=1;B4DK23_HUMAN cDNA FLJ615 1 1 1 3.3 27.778 0 0 0 0 0 0
A0A2X0SYS0;Q13017;G3V360;G3V444 Rho GTPase-activating protein 5ARHGAP5 A0A2X0SYS0_HUMAN ARHGAP5 (Fragment) OS=Homo sapiens OX=9606 GN=ARHGAP5 PE=4 SV=1;RHG05_HUMAN Rho GTPase-activating protein 5 OS=Homo sapiens OX=9606 GN=ARHGAP5 PE=1 SV=24 6 6 6 4.9 172.68 58364000 0 47701000 788710 0 644600
A0A2X0SZ31;Q70Z35 Phosphatidylinositol 3,4,5-trisphosphate-dependent Rac exchanger 2 proteinPREX2 A0A2X0SZ31_HUMAN PREX2 (Fragment) OS=Homo sapiens OX=9606 GN=PREX2 PE=4 SV=1;PREX2_HUMAN Phosphatidylinositol 3,4,5-trisphosphate-dependent Rac exchanger 2 protein OS=Homo sapiens OX=9606 GN=PREX2 PE=1 SV=12 1 1 1 1.4 182.85 0 0 0 0 0 0
A0A2Z4T009;E5RGN3;Q6IBA3;E5RIM7;O00244 Copper transport protein ATOX1ATOX1 A0A2Z4T009_HUMAN ATOX1 protein (Fragment) OS=Homo sapiens OX=9606 GN=Atox1 PE=4 SV=1;E5RGN3_HUMAN Antioxidant 1 copper chaperone OS=Homo sapiens OX=9606 GN=ATOX1 PE=1 SV=1;Q6IBA3_HUMAN ATOX1 protein OS=Homo sapiens OX=9606 GN=ATOX1 PE=2 SV=1;E5RIM7_HUMAN A5 2 2 2 65 4.4822 3.95E+08 279810000 0 1.32E+08 93269000 0
A0A2Z6ATB6;Q16643;D6R9W4;B3KSQ7;D6RCR4;D6RFI1;B7Z2Z0;D6R9Q9Drebrin DBN1 A0A2Z6ATB6_HUMAN Drebrin A OS=Homo sapiens OX=9606 GN=DBN1 PE=2 SV=1;DREB_HUMAN Drebrin OS=Homo sapiens OX=9606 GN=DBN1 PE=1 SV=4;D6R9W4_HUMAN Drebrin 1 (Fragment) OS=Homo sapiens OX=9606 GN=DBN1 PE=1 SV=1;B3KSQ7_HUMAN Drebrin 1, isoform CRA_d OS=Homo sapi8 10 10 10 16.3 76.309 7.47E+08 132090000 18098000 24913000 4402900 603280
A0A384MDK7;F6S8N6;P22061;B7Z972;A0A3F2YNX8;F8WDT3;F8WAV5;F8WAX2;H7C4X2;C9J0F2Protein-L-isoaspartate O-methyltransferase;Protein-L-isoaspartate(D-aspartate) O-methyltransferasePCMT1 A0A384MDK7_HUMAN Protein-L-isoaspartate O-methyltransferase OS=Homo sapiens OX=9606 PE=2 SV=1;F6S8N6_HUMAN Protein-L-isoaspartate (D-aspartate) O-methyltransferase OS=Homo sapiens OX=9606 GN=PCMT1 PE=1 SV=1;PIMT_HUMAN Protein-L-isoaspartate(D-aspartate) O-10 5 5 5 24.2 24.636 5.26E+08 236240000 50036000 43833000 19686000 4169700
A0A8I5KUS5;A0A384MDL3;Q15370;B8ZZU8;I3L0M9;A0A0B4J296Transcription elongation factor B polypeptide 2TCEB2 A0A8I5KUS5_HUMAN Elongin B OS=Homo sapiens OX=9606 GN=ELOB PE=1 SV=1;A0A384MDL3_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 PE=2 SV=1;ELOB_HUMAN Elongin-B OS=Homo sapiens OX=9606 GN=ELOB PE=1 SV=1;B8ZZU8_HUMAN Elongin B OS=Homo6 8 8 8 73.9 10.45 1.31E+09 646870000 55180000 1.64E+08 80859000 6897400
B1Q3B3;B1Q3B4;A0A384MDR3;Q6S4P3;P02792 Ferritin;Ferritin light chain FTL;FTL variant B1Q3B3_HUMAN Ferritin (Fragment) OS=Homo sapiens OX=9606 GN=FTL PE=3 SV=1;B1Q3B4_HUMAN Ferritin OS=Homo sapiens OX=9606 GN=FTL variant PE=3 SV=1;A0A384MDR3_HUMAN Ferritin OS=Homo sapiens OX=9606 GN=FTL PE=2 SV=1;Q6S4P3_HUMAN Ferritin OS=Homo sapiens OX=9605 1 1 1 16.3 10.346 19807000 19807000 0 3301200 3301200 0
A0A384MDT2;P55795;B4DFK9;B4DP00 Heterogeneous nuclear ribonucleoprotein H2HNRNPH2 A0A384MDT2_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 PE=2 SV=1;HNRH2_HUMAN Heterogeneous nuclear ribonucleoprotein H2 OS=Homo sapiens OX=9606 GN=HNRNPH2 PE=1 SV=1;B4DFK9_HUMAN cDNA FLJ57964, highly similar to Heterogeneous nu4 12 5 5 30.5 49.263 2.94E+08 47536000 5553400 17315000 2796200 326670
P54652;A0A384MDT7;B3KUS2 Heat shock-related 70 kDa protein 2HSPA2 HSP72_HUMAN Heat shock-related 70 kDa protein 2 OS=Homo sapiens OX=9606 GN=HSPA2 PE=1 SV=1;A0A384MDT7_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 PE=2 SV=1;B3KUS2_HUMAN cDNA FLJ40505 fis, clone TESTI2045562, highly similar to H3 22 9 7 37.4 70.02 6.02E+08 0 0 17194000 0 0
B3KTX4;A0A7I2V4Y9;A0A384MDU9;V9HW58;Q53H88;Q13561;A0A7I2V4H4;A8K8J9;F8W1I6;H0YI98;F8VW18;A0A7I2V390;F8VRV7;H0YHL1;A0A7I2V5R4;A0A7I2V2Z2Dynactin subunit 2 HEL-S-77;DCTN2 B3KTX4_HUMAN Dynactin subunit 2 OS=Homo sapiens OX=9606 PE=2 SV=1;A0A7I2V4Y9_HUMAN Dynactin subunit 2 OS=Homo sapiens OX=9606 GN=DCTN2 PE=1 SV=1;A0A384MDU9_HUMAN Dynactin subunit 2 OS=Homo sapiens OX=9606 GN=DCTN2 PE=2 SV=1;V9HW58_HUMAN Dynactin subunit 2 16 10 10 10 29.6 41.701 8.65E+08 532770000 40816000 41199000 25370000 1943600
K7ES52;K7ERJ1;B5BU32;A0A384MDV9;K7ERV3;P04183 Thymidine kinase;Thymidine kinase, cytosolicTK1 K7ES52_HUMAN Thymidine kinase OS=Homo sapiens OX=9606 GN=TK1 PE=1 SV=1;K7ERJ1_HUMAN Thymidine kinase (Fragment) OS=Homo sapiens OX=9606 GN=TK1 PE=1 SV=1;B5BU32_HUMAN Thymidine kinase OS=Homo sapiens OX=9606 GN=TK1 PE=2 SV=1;A0A384MDV9_HUMAN Thymidine kinas6 1 1 1 5.6 19.786 16177000 16177000 0 1797400 1797400 0
B4DKZ2;B4DG22;B1AXG1;B7ZB17;A0A384MDW3;P51812;A0A2R8Y603;Q7Z2J4Ribosomal protein S6 kinase alpha-3RPS6KA3 B4DKZ2_HUMAN non-specific serine/threonine protein kinase OS=Homo sapiens OX=9606 PE=2 SV=1;B4DG22_HUMAN non-specific serine/threonine protein kinase OS=Homo sapiens OX=9606 GN=RPS6KA3 PE=1 SV=1;B1AXG1_HUMAN non-specific serine/threonine protein kinase OS=8 4 4 4 5.9 80.595 1.94E+08 50050000 49852000 4411300 1137500 1133000
H7C320;Q12915;A0A384MDW6;Q96C23;H7C1B5 Aldose 1-epimerase GALM;Ibd1 H7C320_HUMAN Galactose mutarotase (Fragment) OS=Homo sapiens OX=9606 GN=GALM PE=1 SV=1;Q12915_HUMAN Galactose mutarotase (Fragment) OS=Homo sapiens OX=9606 GN=Ibd1 PE=2 SV=1;A0A384MDW6_HUMAN Aldose 1-epimerase OS=Homo sapiens OX=9606 PE=2 SV=1;GALM_HUMAN G5 2 2 2 12.4 21.349 37379000 33858000 0 4672300 4232200 0
B4DKT9;B4DU00;B4E2G8;A0A384MDY0;P35221;B3KSR8;G3XAM7;H0YBB8;E5RGY7;E5RJ41;E5RIB1;Q49AD3;A0A804HI07;A8K141;Q9UI47;P26232Catenin alpha-1 CTNNA1 B4DKT9_HUMAN cDNA FLJ54052, highly similar to Alpha-1 catenin (Cadherin-associated protein) OS=Homo sapiens OX=9606 PE=2 SV=1;B4DU00_HUMAN cDNA FLJ54547, highly similar to Alpha-1 catenin (Cadherin-associated protein) OS=Homo sapiens OX=9606 PE=2 SV=1;B4E216 4 4 4 5.4 86.64 82879000 5177400 8297100 1973300 123270 197550
S4R371;A0A384MDY5;P05413;Q6IBD7;S4R3A2 Fatty acid-binding protein, heartFABP3 S4R371_HUMAN Fatty acid binding protein 3 (Fragment) OS=Homo sapiens OX=9606 GN=FABP3 PE=1 SV=1;A0A384MDY5_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 PE=2 SV=1;FABPH_HUMAN Fatty acid-binding protein, heart OS=Homo sapiens OX=95 5 5 5 38.6 14.787 4.6E+08 7915100 42541000 41813000 719550 3867300
Q53HG7;A0A384MDY8;Q14247;Q76MU0;B3KRK4;B4E358;H0YCD9;H0YEV2;A0A0B6XJY7Src substrate cortactin CTTN;EMS1 Q53HG7_HUMAN Cortactin isoform a variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A384MDY8_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 PE=2 SV=1;SRC8_HUMAN Src substrate cortactin OS=Homo sapiens OX=9606 GN=CTTN PE=1 SV=29 26 26 26 49.5 61.557 1.46E+10 3133900000 7439500000 5.4E+08 116070000 275540000
A0A384ME16;Q6ICN0;B3KR50;B0LPF3;P62993;J3KT38;J3QRL5 Growth factor receptor-bound protein 2GRB2 A0A384ME16_HUMAN Epididymis secretory sperm binding protein (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;Q6ICN0_HUMAN GRB2 protein (Fragment) OS=Homo sapiens OX=9606 GN=GRB2 PE=2 SV=1;B3KR50_HUMAN cDNA FLJ33691 fis, clone BRAWH2002976, highly similar to GR7 4 4 4 18.1 24.946 1.86E+08 51621000 0 13268000 3687200 0
A0A7I2V5L3;Q53H34;A0A384ME37;P40429;A0A7I2V2L9;Q9BSQ6;Q5QTS3;M0QYS1;Q8J015;Q0VGL3;B4DNC8;Q6NVV1;M0QZU1;A0A096LPE060S ribosomal protein L13aRPL13A;RPL13a A0A7I2V5L3_HUMAN Large ribosomal subunit protein uL13 OS=Homo sapiens OX=9606 GN=RPL13A PE=1 SV=1;Q53H34_HUMAN Large ribosomal subunit protein uL13 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A384ME37_HUMAN Large ribosomal subunit protein uL13 OS=Homo s14 7 7 7 36.2 21.716 1.46E+09 246150000 66236000 1.46E+08 24615000 6623600
Q59F44;A0A384ME44;P00167;J3KNC7 Cytochrome b5 CYB5A Q59F44_HUMAN Cytochrome b-5 isoform 1 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A384ME44_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 PE=2 SV=1;CYB5_HUMAN Cytochrome b5 OS=Homo sapiens OX=9606 GN=CYB5A PE=1 SV=24 3 3 3 27.3 14.572 97600000 29891000 2657300 12200000 3736400 332160
G3V3D2;G3V5V8;G3V5H6;G3V2V4;G3V287;G3V4A9;G3V2E1;B3KP74;A8KAE2;Q6FI63;A8K3L6;V9HVY9;A0A384MEC0;Q9P0W8Spermatogenesis-associated protein 7SPATA7;HEL-S-296 G3V3D2_HUMAN Spermatogenesis associated 7 OS=Homo sapiens OX=9606 GN=SPATA7 PE=1 SV=1;G3V5V8_HUMAN Spermatogenesis associated 7 OS=Homo sapiens OX=9606 GN=SPATA7 PE=1 SV=1;G3V5H6_HUMAN Spermatogenesis associated 7 OS=Homo sapiens OX=9606 GN=SPATA7 PE=1 SV=14 1 1 1 16.7 4.7625 7.24E+09 1669500000 1709500000 2.41E+09 556500000 569830000
B3KXN5;A0A6Q8PHB5;A8K6K2;A0A384MED8;A0A6Q8PHP0;P49902;REV__M0QX83;REV__H0YES7;Q5JUV6;REV__A0A804HLB1;REV__F5GWJ3;REV__B7ZL43;REV__Q17RW3;REV__A0A1B0GW38Cytosolic purine 5-nucleotidaseNT5C2 B3KXN5_HUMAN cDNA FLJ45768 fis, clone NETRP2000961, highly similar to Cytosolic purine 5-nucleotidase OS=Homo sapiens OX=9606 PE=2 SV=1;A0A6Q8PHB5_HUMAN 5-nucleotidase, cytosolic II OS=Homo sapiens OX=9606 GN=NT5C2 PE=1 SV=1;A8K6K2_HUMAN cDNA FLJ75877, h14 2 2 2 5.9 46.849 14379000 7499300 0 653590 340880 0
A0A8I5KU76;A0A8I5KW59;A0A384MEE7;Q9BS26;A0A8I5KVZ0;A0A8I5KTR3Endoplasmic reticulum resident protein 44ERP44 A0A8I5KU76_HUMAN Endoplasmic reticulum protein 44 OS=Homo sapiens OX=9606 GN=ERP44 PE=1 SV=1;A0A8I5KW59_HUMAN Endoplasmic reticulum protein 44 OS=Homo sapiens OX=9606 GN=ERP44 PE=1 SV=1;A0A384MEE7_HUMAN Epididymis secretory sperm binding protein OS=Homo sa6 8 8 8 25.3 39.916 4.2E+08 38065000 0 22126000 2003400 0
B3KTA3;A0A384MEG1;Q16658;C9JFC0;A0A0A0MSB2;B3KTM9;C9JPH9Fascin FSCN1 B3KTA3_HUMAN Fascin OS=Homo sapiens OX=9606 PE=2 SV=1;A0A384MEG1_HUMAN Fascin OS=Homo sapiens OX=9606 PE=2 SV=1;FSCN1_HUMAN Fascin OS=Homo sapiens OX=9606 GN=FSCN1 PE=1 SV=37 14 14 14 35 52.276 1.11E+09 51125000 20502000 41096000 1893500 759350
P31943;G8JLB6;A0A384MEJ3;E9PCY7;A0A9L9PY23;D6RBM0;D6RIU0;D6RFM3;D6RIT2;E5RGV0;H0YB39;D6RIH9;D6RAM1;D6R9T0;D6RDU3;D6RJ04;E5RGH4;E7EN40;E7EQJ0;Q68DG4;H0YBD7;H0YAQ2;H0YBG7;B4DP51;D6RDL0;D6RF17;D6R9D3Heterogeneous nuclear ribonucleoprotein H;Heterogeneous nuclear ribonucleoprotein H, N-terminally processedHNRNPH1 HNRH1_HUMAN Heterogeneous nuclear ribonucleoprotein H OS=Homo sapiens OX=9606 GN=HNRNPH1 PE=1 SV=4;G8JLB6_HUMAN Heterogeneous nuclear ribonucleoprotein H1 OS=Homo sapiens OX=9606 GN=HNRNPH1 PE=1 SV=1;A0A384MEJ3_HUMAN Epididymis secretory sperm binding prot27 14 14 6 43.2 49.229 8.19E+09 2272700000 759440000 4.55E+08 126260000 42191000
A0A384MQX1;A0A6Q8PFJ0;P02545;A0A804HL68;Q5I6Y5;A0A6Q8PHQ9;Q8N519;A0A6Q8PF80;A0A6Q8PGH0;A0A6Q8PFM1;A0A6Q8PF59;W5X314;A0A6Q8PFF5;B4DZT3;A0A0A7M1X5Prelamin-A/C;Lamin-A/C LMNA A0A384MQX1_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 PE=2 SV=1;A0A6Q8PFJ0_HUMAN Lamin A/C OS=Homo sapiens OX=9606 GN=LMNA PE=1 SV=1;LMNA_HUMAN Prelamin-A/C OS=Homo sapiens OX=9606 GN=LMNA PE=1 SV=1;A0A804HL68_HUMAN Lamin A/C 15 38 38 3 60.5 74.139 1.09E+10 8356900000 190720000 2.66E+08 203830000 4651600
Q5JPE4;A0A384MR19;F8VXU5;Q9UBQ0;E9RKB4;Q05DG7 Vacuolar protein sorting-associated protein 29DKFZp667O202;VPS29Q5JPE4_HUMAN Vacuolar protein sorting-associated protein 29 OS=Homo sapiens OX=9606 GN=DKFZp667O202 PE=3 SV=1;A0A384MR19_HUMAN Vacuolar protein sorting-associated protein 29 OS=Homo sapiens OX=9606 PE=2 SV=1;F8VXU5_HUMAN Vacuolar protein sorting-associated6 3 3 3 17.7 20.392 2.08E+08 55916000 0 20849000 5591600 0
P09382;A0A384MR27;F8WEI7 Galectin-1 LGALS1 LEG1_HUMAN Galectin-1 OS=Homo sapiens OX=9606 GN=LGALS1 PE=1 SV=2;A0A384MR27_HUMAN Galectin OS=Homo sapiens OX=9606 PE=2 SV=13 8 8 8 77.8 14.716 3.67E+09 2265600000 14889000 4.08E+08 251730000 1654300
A0A384MR46;Q16655 Melanoma antigen recognized by T-cells 1MLANA A0A384MR46_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 PE=2 SV=1;MAR1_HUMAN Melanoma antigen recognized by T-cells 1 OS=Homo sapiens OX=9606 GN=MLANA PE=1 SV=12 1 1 1 12.7 13.157 17474000 8589400 0 3494700 1717900 0
B2R7T8;A0A384MR50;B1AK88;B4DWA6;P47756;B1AK87;B1AK85;A0A6I8PRV6;Q7L4N0;A0A6I8PIN8F-actin-capping protein subunit betaCAPZB B2R7T8_HUMAN F-actin-capping protein subunit beta OS=Homo sapiens OX=9606 PE=2 SV=1;A0A384MR50_HUMAN F-actin-capping protein subunit beta OS=Homo sapiens OX=9606 PE=2 SV=1;B1AK88_HUMAN F-actin-capping protein subunit beta OS=Homo sapiens OX=9606 GN=CAPZB P10 11 11 11 39.7 30.656 1.45E+09 945020000 31360000 90930000 59064000 1960000
A0A384MR55;Q96CN4 EVI5-like protein EVI5L A0A384MR55_HUMAN Ecotropic viral integration site 5-like, isoform CRA_a OS=Homo sapiens OX=9606 GN=EVI5L PE=2 SV=1;EVI5L_HUMAN EVI5-like protein OS=Homo sapiens OX=9606 GN=EVI5L PE=1 SV=12 1 1 1 1.3 91.375 0 0 0 0 0 0
A0A384MTI8;Q96C86;A0A3B3ITF0;Q53G42 m7GpppX diphosphatase DCPS A0A384MTI8_HUMAN m7GpppX diphosphatase OS=Homo sapiens OX=9606 GN=DCPS PE=2 SV=1;DCPS_HUMAN m7GpppX diphosphatase OS=Homo sapiens OX=9606 GN=DCPS PE=1 SV=2;A0A3B3ITF0_HUMAN m7GpppX diphosphatase OS=Homo sapiens OX=9606 GN=DCPS PE=1 SV=1;Q53G42_HUMAN m7Gppp4 3 3 3 8.9 38.608 24185000 13929000 0 1343600 773840 0
A0A384MTL2;P37802;X6RJP6;B7Z5A2;C9J5W6;Q9UI15 Transgelin-2 TAGLN2 A0A384MTL2_HUMAN Transgelin OS=Homo sapiens OX=9606 PE=2 SV=1;TAGL2_HUMAN Transgelin-2 OS=Homo sapiens OX=9606 GN=TAGLN2 PE=1 SV=3;X6RJP6_HUMAN Transgelin 2 (Fragment) OS=Homo sapiens OX=9606 GN=TAGLN2 PE=1 SV=16 13 13 13 84.4 22.391 4.04E+09 2333800000 70985000 3.11E+08 179520000 5460400
P23526;A0A384MTQ3;Q1RMG2 Adenosylhomocysteinase AHCY SAHH_HUMAN Adenosylhomocysteinase OS=Homo sapiens OX=9606 GN=AHCY PE=1 SV=4;A0A384MTQ3_HUMAN Adenosylhomocysteinase OS=Homo sapiens OX=9606 PE=2 SV=1;Q1RMG2_HUMAN Adenosylhomocysteinase OS=Homo sapiens OX=9606 GN=AHCY PE=2 SV=13 15 15 15 35.9 47.716 2.1E+09 878660000 26289000 1.05E+08 43933000 1314400
B5BUB1;A0A384MTR5;Q9Y265;E7ETR0;B3KRS7;H7C4G5 RuvB-like 1 RUVBL1 B5BUB1_HUMAN RuvB-like helicase (Fragment) OS=Homo sapiens OX=9606 GN=RUVBL1 PE=2 SV=1;A0A384MTR5_HUMAN RuvB-like helicase OS=Homo sapiens OX=9606 PE=2 SV=1;RUVB1_HUMAN RuvB-like 1 OS=Homo sapiens OX=9606 GN=RUVBL1 PE=1 SV=1;E7ETR0_HUMAN RuvB-like helicase6 7 7 7 16.2 50.215 2.9E+08 26511000 6275100 13170000 1205000 285230
A0A384MTW7;P15531 Nucleoside diphosphate kinase ANME1 A0A384MTW7_HUMAN Nucleoside diphosphate kinase OS=Homo sapiens OX=9606 PE=2 SV=1;NDKA_HUMAN Nucleoside diphosphate kinase A OS=Homo sapiens OX=9606 GN=NME1 PE=1 SV=12 11 2 2 86.2 17.149 8.62E+08 498160000 0 95724000 55352000 0
Q14019;A0A384MTY2;H3BT58 Coactosin-like protein COTL1 COTL1_HUMAN Coactosin-like protein OS=Homo sapiens OX=9606 GN=COTL1 PE=1 SV=3;A0A384MTY2_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 PE=2 SV=1;H3BT58_HUMAN Coactosin like F-actin binding protein 1 OS=Homo sapiens OX=9606 GN=COT3 5 5 5 41.5 15.945 3.29E+08 125030000 0 36537000 13892000 0
A0A384N5Z8;A0A8Q3WMA7;P23246;Q9BSV4;Q86VG2;Q6PIX2;H0Y9K7;H0Y9U2Splicing factor, proline- and glutamine-richSFPQ A0A384N5Z8_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 PE=2 SV=1;A0A8Q3WMA7_HUMAN Splicing factor proline and glutamine rich OS=Homo sapiens OX=9606 GN=SFPQ PE=1 SV=1;SFPQ_HUMAN Splicing factor, proline- and glutamine-rich OS=H8 20 20 19 30.6 76.149 3.84E+09 1094600000 713600000 1.28E+08 36488000 23787000
A0A384N605;Q5M7Z5;U3KQ56;Q9UBQ7 Glyoxylate reductase/hydroxypyruvate reductaseGRHPR A0A384N605_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 PE=2 SV=1;Q5M7Z5_HUMAN GRHPR protein (Fragment) OS=Homo sapiens OX=9606 GN=GRHPR PE=2 SV=1;U3KQ56_HUMAN Glyoxylate and hydroxypyruvate reductase OS=Homo sapiens OX=9606 GN=4 2 2 2 9.5 35.668 98728000 29337000 0 6581900 1955800 0
Q9UNM1;A0A384N6A4;P61604;B8ZZL8;B8ZZ54;S4R3N1 10 kDa heat shock protein, mitochondrialEPFP1;HSPE1;HSPE1-MOB4Q9UNM1_HUMAN 10 kDa heat shock protein, mitochondrial (Fragment) OS=Homo sapiens OX=9606 GN=EPFP1 PE=3 SV=1;A0A384N6A4_HUMAN 10 kDa heat shock protein, mitochondrial OS=Homo sapiens OX=9606 PE=2 SV=1;CH10_HUMAN 10 kDa heat shock protein, mitochondrial OS=H6 4 4 4 44.3 10.295 1.07E+08 30064000 0 17821000 5010600 0
A0A384N6B9;Q15366;B4DRD7;H3BRU6;F8VZX2;F8W0G4;F8VXH9;H3BSS4;F8W1G6;J3QT27;H3BND9;F8VTZ0Poly(rC)-binding protein 2PCBP2 A0A384N6B9_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 PE=2 SV=1;PCBP2_HUMAN Poly(rC)-binding protein 2 OS=Homo sapiens OX=9606 GN=PCBP2 PE=1 SV=1;B4DRD7_HUMAN cDNA FLJ54752, highly similar to Poly(rC)-binding protein 2 OS=Homo12 11 7 0 35.8 38.651 7.11E+08 256120000 0 41814000 15066000 0
B2R959;Q6NTA2;A0A384N6C7;A0A3B3ITJ4;P14866;M0QXS5;M0QYT0;M0R076;B4DPK8Heterogeneous nuclear ribonucleoprotein LHNRNPL B2R959_HUMAN cDNA, FLJ94229, highly similar to Homo sapiens heterogeneous nuclear ribonucleoprotein L (HNRPL),mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;Q6NTA2_HUMAN HNRNPL protein (Fragment) OS=Homo sapiens OX=9606 GN=HNRNPL PE=2 SV=2;A0A384N6C7_HUMAN Epididy9 5 5 5 14.9 60.249 1.11E+08 0 13012000 5856700 0 684850
H0YE82;H7C1L7;H0YEB7;C9JEV6;H7C3G9;A0A384N6G7;Q9UJ70N-acetyl-D-glucosamine kinaseNAGK H0YE82_HUMAN N-acetylglucosamine kinase (Fragment) OS=Homo sapiens OX=9606 GN=NAGK PE=1 SV=2;H7C1L7_HUMAN N-acetyl-D-glucosamine kinase OS=Homo sapiens OX=9606 GN=NAGK PE=1 SV=2;H0YEB7_HUMAN N-acetyl-D-glucosamine kinase (Fragment) OS=Homo sapiens OX=9606 7 2 2 2 27.4 8.8309 35611000 28465000 0 11870000 9488400 0
A0A384N6H6;Q15019;C9J938;C9JB25;C9IZU3;H7C310;C9JQJ4;H7C2Y0;C9JZI2;A0A1B0GXJ2;C9JFT1;F8WB65;C9JT15;C9JSE7Septin-2 2-Sep A0A384N6H6_HUMAN Septin OS=Homo sapiens OX=9606 PE=2 SV=1;SEPT2_HUMAN Septin-2 OS=Homo sapiens OX=9606 GN=SEPTIN2 PE=1 SV=1;C9J938_HUMAN Septin 2 (Fragment) OS=Homo sapiens OX=9606 GN=SEPTIN2 PE=1 SV=1;C9JB25_HUMAN Septin 2 (Fragment) OS=Homo sapiens OX=9614 10 10 1 34.5 42.684 1.41E+09 379900000 410290000 67333000 18090000 19538000
J3KS17;B4DPN0;D9IWP9;A0A384NKM6;P02749 Beta-2-glycoprotein 1 APOH J3KS17_HUMAN Apolipoprotein H (Fragment) OS=Homo sapiens OX=9606 GN=APOH PE=1 SV=1;B4DPN0_HUMAN Beta-2-glycoprotein 1 OS=Homo sapiens OX=9606 PE=2 SV=1;D9IWP9_HUMAN Beta-2-glycoprotein 1 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A384NKM6_HUMAN Beta-2-5 1 1 1 8.7 11.552 91327000 45611000 0 18265000 9122300 0
A0A384NKW7;P55060;B4DM31;B4DM67;B4DUC5;B4DS32;B4DPS6Exportin-2 CSE1L A0A384NKW7_HUMAN Exportin-2 OS=Homo sapiens OX=9606 PE=2 SV=1;XPO2_HUMAN Exportin-2 OS=Homo sapiens OX=9606 GN=CSE1L PE=1 SV=3;B4DM31_HUMAN Exportin-2 OS=Homo sapiens OX=9606 PE=2 SV=1;B4DM67_HUMAN cDNA FLJ59343, highly similar to Exportin-2 OS=Homo sapien7 16 16 16 19.5 110.42 1.37E+09 556230000 0 26269000 10697000 0
Q53FC7;B3KSM6;B2R6X5;A0A384NKX5;P17066;B4DHP5;P48741Heat shock 70 kDa protein 6;Putative heat shock 70 kDa protein 7HSPA6;HSPA7 Q53FC7_HUMAN Heat shock 70kDa protein 6 (HSP70B) variant (Fragment) OS=Homo sapiens OX=9606 PE=1 SV=1;B3KSM6_HUMAN cDNA FLJ36606 fis, clone TRACH2015654, highly similar to HEAT SHOCK 70 kDa PROTEIN 6 OS=Homo sapiens OX=9606 PE=2 SV=1;B2R6X5_HUMAN cDNA, FL7 10 1 1 16 71.003 2.27E+09 992620000 107500000 61348000 26827000 2905400
A0A384NL22;P49720;A0A087WXQ8;A0A087WY10;A0A087WUL2Proteasome subunit beta type-3PSMB3 A0A384NL22_HUMAN Proteasome subunit beta OS=Homo sapiens OX=9606 GN=PSMB3 PE=2 SV=1;PSB3_HUMAN Proteasome subunit beta type-3 OS=Homo sapiens OX=9606 GN=PSMB3 PE=1 SV=2;A0A087WXQ8_HUMAN Proteasome 20S subunit beta 3 OS=Homo sapiens OX=9606 GN=PSMB3 PE=1 SV5 4 4 4 26.3 22.949 1.21E+09 744080000 0 1.34E+08 82675000 0
Q5QPP1;Q5QPP3;Q5QPP4;A0A384NL38;Q14376 UDP-glucose 4-epimeraseGALE Q5QPP1_HUMAN UDP-galactose-4-epimerase (Fragment) OS=Homo sapiens OX=9606 GN=GALE PE=1 SV=1;Q5QPP3_HUMAN UDP-glucose 4-epimerase (Fragment) OS=Homo sapiens OX=9606 GN=GALE PE=1 SV=1;Q5QPP4_HUMAN UDP-glucose 4-epimerase (Fragment) OS=Homo sapiens OX=9606 GN5 1 1 1 7.2 21.432 26119000 10763000 0 2611900 1076300 0
B3KM97;A0A384NL45;B3KSQ1;M0R2N5;Q9NZ01 Very-long-chain enoyl-CoA reductaseTECR B3KM97_HUMAN very-long-chain enoyl-CoA reductase OS=Homo sapiens OX=9606 PE=2 SV=1;A0A384NL45_HUMAN very-long-chain enoyl-CoA reductase OS=Homo sapiens OX=9606 PE=2 SV=1;B3KSQ1_HUMAN very-long-chain enoyl-CoA reductase OS=Homo sapiens OX=9606 PE=2 SV=1;M0R5 1 1 1 2.9 36.053 52099000 23892000 0 4007600 1837900 0
A0A384NL53;P16152;E9PQ63;A8MTM1;V9HW40;Q53F60;O75828Carbonyl reductase [NADPH] 1CBR1 A0A384NL53_HUMAN Carbonyl reductase (NADPH) OS=Homo sapiens OX=9606 PE=2 SV=1;CBR1_HUMAN Carbonyl reductase [NADPH] 1 OS=Homo sapiens OX=9606 GN=CBR1 PE=1 SV=3;E9PQ63_HUMAN Carbonyl reductase 1 OS=Homo sapiens OX=9606 GN=CBR1 PE=1 SV=1;A8MTM1_HUMAN Carbony7 6 6 6 26.7 30.375 3.53E+08 267360000 0 20793000 15727000 0
A0A7I2V2R3;A0A7I2V402;A0A384NL63;P51991;A0A7I2V5D8;A0A7I2V4J6;B4DDB6;A0A7I2V4G0;B4E3E6;B4E036;Q65ZQ3;Q66K53;Q8NFG3;H7C1J8Heterogeneous nuclear ribonucleoprotein A3HNRNPA3;HNRPA3 A0A7I2V2R3_HUMAN Heterogeneous nuclear ribonucleoprotein A3 OS=Homo sapiens OX=9606 GN=HNRNPA3 PE=1 SV=1;A0A7I2V402_HUMAN Heterogeneous nuclear ribonucleoprotein A3 OS=Homo sapiens OX=9606 GN=HNRNPA3 PE=1 SV=1;A0A384NL63_HUMAN Epididymis secretory sperm bi14 11 10 10 38.1 35.411 1.07E+09 394450000 83292000 59249000 21914000 4627300
Q53XJ5;A0A384NLA0;A0A494C1N0;P26885 Peptidyl-prolyl cis-trans isomerase;Peptidyl-prolyl cis-trans isomerase FKBP2FKBP2 Q53XJ5_HUMAN peptidylprolyl isomerase OS=Homo sapiens OX=9606 GN=FKBP2 PE=2 SV=1;A0A384NLA0_HUMAN peptidylprolyl isomerase OS=Homo sapiens OX=9606 PE=2 SV=1;A0A494C1N0_HUMAN peptidylprolyl isomerase OS=Homo sapiens OX=9606 GN=FKBP2 PE=1 SV=1;FKBP2_HUMAN Pe4 1 1 1 8.5 15.649 1.19E+08 39928000 0 16959000 5703900 0
A0A384NPQ2;Q06830;A0A0A0MSI0;B2R4P2;A0A0A0MRQ5 Peroxiredoxin-1 PRDX1 A0A384NPQ2_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 PE=2 SV=1;PRDX1_HUMAN Peroxiredoxin-1 OS=Homo sapiens OX=9606 GN=PRDX1 PE=1 SV=1;A0A0A0MSI0_HUMAN Peroxiredoxin-1 (Fragment) OS=Homo sapiens OX=9606 GN=PRDX1 PE=1 SV=1;B2R45 14 14 11 72.9 22.11 6.31E+09 2511500000 224890000 4.21E+08 167440000 14993000
A0A384NPU2;P49773;D6REP8;D6RE99;H0YC49;D6RD60;A0A6Q8PGQ8;D6RC06;A4D2H4Histidine triad nucleotide-binding protein 1HINT1 A0A384NPU2_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 GN=HINT1 PE=2 SV=1;HINT1_HUMAN Adenosine 5-monophosphoramidase HINT1 OS=Homo sapiens OX=9606 GN=HINT1 PE=1 SV=2;D6REP8_HUMAN Histidine triad nucleotide binding protein 1 O9 4 4 4 35.7 13.802 1.27E+09 538970000 0 1.59E+08 67371000 0
A0A384NPU5;Q15084 Protein disulfide-isomerase A6PDIA6 A0A384NPU5_HUMAN Protein disulfide-isomerase A6 OS=Homo sapiens OX=9606 PE=2 SV=1;PDIA6_HUMAN Protein disulfide-isomerase A6 OS=Homo sapiens OX=9606 GN=PDIA6 PE=1 SV=12 11 11 11 31.8 48.121 2.62E+09 868390000 60389000 1.54E+08 51081000 3552300
A0A384NPW1;P51858;B2RDE8;A8K8G0;B7Z958;B7Z525 Hepatoma-derived growth factorHDGF A0A384NPW1_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 PE=2 SV=1;HDGF_HUMAN Hepatoma-derived growth factor OS=Homo sapiens OX=9606 GN=HDGF PE=1 SV=1;B2RDE8_HUMAN cDNA, FLJ96580, highly similar to Homo sapiens hepatoma-derived g6 15 15 14 71.7 26.788 3.3E+09 1499100000 9019000 1.94E+08 88181000 530530
B4DWN1;A8K7T4;A0A384NPY7;Q12907;D6RIU4;D6RDX1;A0A8Q3WK65;D6RBV2Vesicular integral-membrane protein VIP36LMAN2 B4DWN1_HUMAN cDNA FLJ52285, highly similar to Vesicular integral-membrane protein VIP36 OS=Homo sapiens OX=9606 PE=2 SV=1;A8K7T4_HUMAN cDNA FLJ75774, highly similar to Homo sapiens lectin, mannose-binding 2 (LMAN2), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;A8 2 2 2 7 32.577 24075000 0 0 1416200 0 0
Q14498;B7Z4L7;B4E1M7;A0A384NQ03;Q68DD9;B3KWX7;B4DLM0;B4DRA0;Q6MZY7;Q6N037;Q7Z3L0;H0Y4X3;A0A0U1RQH7;G3XAC6;A0A0U1RQW2;A0A0S2Z5D9;Q86U06;G3V5Z6;Q5QP22;H0YJJ3;Q5QP23;Q6IA98;B2RDP1;B7Z8M4;A0A0S2Z5J3;A0A0S2Z5I1;G3XAP0;A0A087X122RNA-binding protein 39 RBM39;DKFZp781C0423;DKFZp686C17209;DKFZp686A11192;DKFZp781I1140RBM39_HUMAN RNA-binding protein 39 OS=Homo sapiens OX=9606 GN=RBM39 PE=1 SV=2;B7Z4L7_HUMAN cDNA FLJ59035, highly similar to RNA-binding region-containing protein 2 OS=Homo sapiens OX=9606 PE=2 SV=1;B4E1M7_HUMAN cDNA FLJ58465, highly similar to RNA-binding 28 8 8 8 18.9 59.379 3.33E+08 24477000 0 13878000 1019900 0
Q71U02;Q6IBG1;A0A384NY64;P24844;Q2F834;J3KTJ1 Myosin regulatory light polypeptide 9MYL9;MYL12A Q71U02_HUMAN Regulatory myosin light chain long version OS=Homo sapiens OX=9606 PE=2 SV=1;Q6IBG1_HUMAN MYL9 protein OS=Homo sapiens OX=9606 GN=MYL9 PE=2 SV=1;A0A384NY64_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 PE=2 SV=1;MYL96 8 2 2 50.6 19.893 81063000 37811000 43252000 9007000 4201200 4805800
B2R761;A0A384NY87;P22307;B4E0J3;H0YF61 Non-specific lipid-transfer proteinSCP2 B2R761_HUMAN Sterol carrier protein 2 OS=Homo sapiens OX=9606 PE=2 SV=1;A0A384NY87_HUMAN Sterol carrier protein 2 OS=Homo sapiens OX=9606 PE=2 SV=1;SCP2_HUMAN Sterol carrier protein 2 OS=Homo sapiens OX=9606 GN=SCP2 PE=1 SV=2;B4E0J3_HUMAN cDNA FLJ58965, hi5 2 2 2 3.7 59.021 38368000 0 0 1421000 0 0
A0A384NYL6;P53677;E5RJ52;H0YBA0;E7ER80;H0YBM0;E5RI83 AP-3 complex subunit mu-2AP3M2 A0A384NYL6_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 PE=2 SV=1;AP3M2_HUMAN AP-3 complex subunit mu-2 OS=Homo sapiens OX=9606 GN=AP3M2 PE=1 SV=1;E5RJ52_HUMAN Adaptor related protein complex 3 subunit mu 2 (Fragment) OS=Homo sa7 6 4 4 20.3 46.977 85063000 0 61871000 3866500 0 2812300
A0A384NYN5;V9HWK2;P18206;B3KXA2;B4E3Q9;B4DKC9;B4DTM7;A0A096LPE1Vinculin HEL114;VCL A0A384NYN5_HUMAN Vinculin OS=Homo sapiens OX=9606 PE=2 SV=1;V9HWK2_HUMAN Vinculin OS=Homo sapiens OX=9606 GN=HEL114 PE=2 SV=1;VINC_HUMAN Vinculin OS=Homo sapiens OX=9606 GN=VCL PE=1 SV=4;B3KXA2_HUMAN Vinculin OS=Homo sapiens OX=9606 PE=2 SV=1;B4E3Q9_HUMAN 8 27 27 27 30.3 116.74 1.25E+09 580460000 35405000 16713000 7739400 472060
P07437;Q5SU16;A0A384NYT8;Q5JP53;B7ZAF0;B4DY90;Q6LC01;Q5ST81;B7ZAK1;B4DQN9;B4DMU8;B4E052;Q9BUU9;B4DMJ5;Q96B85;B4DXZ5;Q1KSF8;Q6P602;A4UCT2;G3V2A3;Q9H4B7;A4UCU2;M0R1I1;I0CMK4;G3V2N6;G3V3R4;G3V2R8;G3V5W4Tubulin beta chain TUBB TBB5_HUMAN Tubulin beta chain OS=Homo sapiens OX=9606 GN=TUBB PE=1 SV=2;Q5SU16_HUMAN Tubulin beta chain OS=Homo sapiens OX=9606 GN=TUBB PE=1 SV=1;A0A384NYT8_HUMAN Tubulin beta chain (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;Q5JP53_HUMAN Tubulin beta cha28 22 6 5 62.4 49.67 9.97E+09 5407700000 229910000 4.99E+08 270380000 11496000
E9PLF1;E9PHN7;A8HT81;E9PHN6;Q0D2I8;A0A384P5E9;F6XZQ7;P28161;H3BQT3;X5DNN9;B9ZVX7;A0A140VKE3;Q03013;Q9UE37;X5D7U4Glutathione S-transferase Mu 2;Glutathione S-transferase Mu 4GSTM2;GSTM1;GSTM4E9PLF1_HUMAN Glutathione S-transferase mu 2 (Fragment) OS=Homo sapiens OX=9606 GN=GSTM2 PE=1 SV=2;E9PHN7_HUMAN Glutathione S-transferase OS=Homo sapiens OX=9606 GN=GSTM2 PE=1 SV=2;A8HT81_HUMAN Glutathione S-transferase (Fragment) OS=Homo sapiens OX=9606 GN15 3 2 0 23.1 17.369 47112000 6158300 0 3926000 513190 0
A0A7I2V2G2;A0A7I2V2S7;D6RCD7;B7Z4V2;V9HW84;A0A384P5G6;Q8N1C8;P38646;A1XP52;B7Z1V7;A0A7I2YQB2;A0A7I2V3F7;B7Z4T3;A0A3B3ITI4;H0Y8K0Stress-70 protein, mitochondrialHSPA9;HEL-S-124m A0A7I2V2G2_HUMAN Stress-70 protein, mitochondrial OS=Homo sapiens OX=9606 GN=HSPA9 PE=1 SV=1;A0A7I2V2S7_HUMAN Stress-70 protein, mitochondrial OS=Homo sapiens OX=9606 GN=HSPA9 PE=1 SV=1;D6RCD7_HUMAN Stress-70 protein, mitochondrial OS=Homo sapiens OX=9606 15 3 2 2 6.2 66.601 22955000 4564700 0 675140 134260 0
B4DY28;A0A384P5K2;P21291;Q9BTA4;Q6ZMS3;B4E2T4;E9PND2;E9PS42;Q59EQ5;E9PP21;B3KVC9;Q6AI18;Q6AWD1Cysteine and glycine-rich protein 1CSRP1;DKFZp686M148B4DY28_HUMAN cDNA FLJ61189, highly similar to Cysteine and glycine-rich protein 1 OS=Homo sapiens OX=9606 PE=2 SV=1;A0A384P5K2_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 PE=2 SV=1;CSRP1_HUMAN Cysteine and glycine-rich protein 13 10 10 10 66.3 20.042 9.64E+08 38596000 12978000 80291000 3216300 1081500
A0A384P5L6;P16930 Fumarylacetoacetase FAH A0A384P5L6_HUMAN Fumarylacetoacetase OS=Homo sapiens OX=9606 PE=2 SV=1;FAAA_HUMAN Fumarylacetoacetase OS=Homo sapiens OX=9606 GN=FAH PE=1 SV=22 2 2 2 5 46.374 63762000 48040000 0 2772300 2088700 0
A0A384P5Q0;P04040;B4DWK8;Q8TAK2 Catalase CAT A0A384P5Q0_HUMAN Catalase OS=Homo sapiens OX=9606 PE=2 SV=1;CATA_HUMAN Catalase OS=Homo sapiens OX=9606 GN=CAT PE=1 SV=3;B4DWK8_HUMAN Catalase OS=Homo sapiens OX=9606 PE=2 SV=14 10 10 10 23.1 59.755 3.51E+08 205060000 62779000 12115000 7070900 2164800
D6RGI3;A0A384P5S0;D6RER5;Q9NVA2;D6RDU5;H0Y961;Q96KC0;D6RDP1;D6R9Y6;B4E049;H0Y9G8Septin-11 11-Sep D6RGI3_HUMAN Septin OS=Homo sapiens OX=9606 GN=SEPTIN11 PE=1 SV=1;A0A384P5S0_HUMAN Septin OS=Homo sapiens OX=9606 PE=2 SV=1;D6RER5_HUMAN Septin OS=Homo sapiens OX=9606 GN=SEPTIN11 PE=1 SV=1;SEP11_HUMAN Septin-11 OS=Homo sapiens OX=9606 GN=SEPTIN11 PE=1 SV=11 9 9 5 25.4 49.005 1.17E+09 435980000 437080000 55821000 20761000 20813000
H0YN26;Q6PKH8;Q08AJ6;A0A384P5U2;P39687;Q3KPI8;Q1AHP8;H7BZ09;O95626;O43423Acidic leucine-rich nuclear phosphoprotein 32 family member AANP32A H0YN26_HUMAN Acidic leucine-rich nuclear phosphoprotein 32 family member OS=Homo sapiens OX=9606 GN=ANP32A PE=1 SV=1;Q6PKH8_HUMAN Acidic leucine-rich nuclear phosphoprotein 32 family member (Fragment) OS=Homo sapiens OX=9606 GN=ANP32A PE=2 SV=1;Q08AJ6_HUMA10 11 11 8 50.3 19.997 5.09E+09 2538000000 196550000 5.65E+08 282000000 21839000
P16070;A0A385KNS5;A8K309;B4DN59;H0YD13;H0YCV9;H0Y5E4;H0Y2P0;H0YDW7;A0A1Z1VXF2;C1PHC3;H0YDX6;Q86UZ1;E9PKC6;B4E2X0;H0YD17;H0YE40;C1PHC4CD44 antigen CD44 CD44_HUMAN CD44 antigen OS=Homo sapiens OX=9606 GN=CD44 PE=1 SV=3;A0A385KNS5_HUMAN CD44 antigen OS=Homo sapiens OX=9606 GN=CD44 PE=4 SV=1;A8K309_HUMAN CD44 antigen OS=Homo sapiens OX=9606 PE=2 SV=1;B4DN59_HUMAN CD44 antigen OS=Homo sapiens OX=9606 PE=2 SV=18 4 4 4 6.1 81.537 2.35E+09 340620000 8811400 87145000 12616000 326350
A0A7G8KP84;A0A386NCT4;A0A386NC05;A0A386NCA1;A0A386NCW0;A0A386NC51;A0A386NFW8;A0A386NC04;A0A386NDA4;A0A386NG36;A0A386NC12;Q86YC2Partner and localizer of BRCA2PALB2 A0A7G8KP84_HUMAN Truncated partner and localizer of BRCA2 OS=Homo sapiens OX=9606 GN=PALB2 PE=2 SV=1;A0A386NCT4_HUMAN Truncated partner and localizer of BRCA2 OS=Homo sapiens OX=9606 GN=PALB2 PE=2 SV=1;A0A386NC05_HUMAN Truncated partner and localizer of BR12 1 1 1 6.7 17.049 0 0 0 0 0 0
A0A3B3ITB8;A0A8Q3WL40;A0A3B3IRQ8;A0A3B3ITF6;A0A8Q3WKZ7;B4DMB5;A0A3B3IRI2;P17812;A0A8Q3WL00;A0A8Q3WL12;A0A3B3ISY3;A0A3B3ITH9;B7Z9C4;B4E1E0;Q9NRF8CTP synthase;CTP synthase 1;CTP synthase 2CTPS1;CTPS2 A0A3B3ITB8_HUMAN CTP synthase 1 OS=Homo sapiens OX=9606 GN=CTPS1 PE=1 SV=1;A0A8Q3WL40_HUMAN CTP synthase OS=Homo sapiens OX=9606 GN=CTPS1 PE=1 SV=1;A0A3B3IRQ8_HUMAN CTP synthase OS=Homo sapiens OX=9606 GN=CTPS1 PE=1 SV=1;A0A3B3ITF6_HUMAN CTP synthase OS=Ho15 2 2 2 7.2 37.68 6067100 0 0 379200 0 0
A0A3B3IRL5;C9J381;B4DNJ7;B3KRZ3;Q6ZNB1;Q5H9Q6;P20839;C9K0R9;C9J029;H7C5T1;H7C511Inosine-5-monophosphate dehydrogenase;Inosine-5-monophosphate dehydrogenase 1IMPDH1;IMPDH;DKFZp781N0678A0A3B3IRL5_HUMAN Inosine-5-monophosphate dehydrogenase (Fragment) OS=Homo sapiens OX=9606 GN=IMPDH1 PE=1 SV=1;C9J381_HUMAN Inosine-5-monophosphate dehydrogenase OS=Homo sapiens OX=9606 GN=IMPDH1 PE=1 SV=1;B4DNJ7_HUMAN Inosine-5-monophosphate dehydrogena11 5 4 4 10.2 54.272 78168000 27539000 11788000 3398600 1197300 512540
A0A3B3IRR6;A0A3B3IT54;A0A3B3ITA3;Q9H7E9 UPF0488 protein C8orf33 C8orf33 A0A3B3IRR6_HUMAN Chromosome 8 open reading frame 33 OS=Homo sapiens OX=9606 GN=C8orf33 PE=1 SV=1;A0A3B3IT54_HUMAN Chromosome 8 open reading frame 33 OS=Homo sapiens OX=9606 GN=C8orf33 PE=1 SV=1;A0A3B3ITA3_HUMAN Chromosome 8 open reading frame 33 OS=Homo sa4 1 1 1 7.1 24.465 0 0 0 0 0 0
B8ZZF0;C9JIR6;A0A3B3IS24;A8K599;Q4J6C0;B3KP90;O75688 Protein phosphatase 1B PPM1B B8ZZF0_HUMAN protein-serine/threonine phosphatase (Fragment) OS=Homo sapiens OX=9606 GN=PPM1B PE=1 SV=2;C9JIR6_HUMAN protein-serine/threonine phosphatase (Fragment) OS=Homo sapiens OX=9606 GN=PPM1B PE=1 SV=1;A0A3B3IS24_HUMAN protein-serine/threonine phosph7 2 2 1 8.3 33.232 38240000 22328000 0 2390000 1395500 0
A0A3B3IS84;P53621;A0A3B3ISC6;A0A3B3IT15;A0A3B3ISK1;A0A3B3ITV3;A0A3B3IU89;A0A3B3IS23;A0A3B3ITX2;A0A3B3ITI7Coatomer subunit alpha;Xenin;ProxeninCOPA A0A3B3IS84_HUMAN Coatomer subunit alpha OS=Homo sapiens OX=9606 GN=COPA PE=1 SV=1;COPA_HUMAN Coatomer subunit alpha OS=Homo sapiens OX=9606 GN=COPA PE=1 SV=2;A0A3B3ISC6_HUMAN COPI coat complex subunit alpha (Fragment) OS=Homo sapiens OX=9606 GN=COPA PE=1 S10 6 6 6 6.1 136.11 94353000 0 5118700 1387500 0 75275
B4DLJ7;B2R5R1;A0A3B3ISS6;Q14956;B4DLL8;B4DN79;B4DLL5;A8K7R3;B4E3D4;Q96F58;Q8IXJ5;B4DKZ5Transmembrane glycoprotein NMBGPNMB B4DLJ7_HUMAN cDNA FLJ59334, highly similar to Transmembrane glycoprotein NMB OS=Homo sapiens OX=9606 PE=2 SV=1;B2R5R1_HUMAN cDNA, FLJ92578, highly similar to Homo sapiens glycoprotein (transmembrane) nmb (GPNMB), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;A0A312 3 3 3 8.8 57.212 1.39E+08 0 5607500 6600600 0 267020
E5RI59;A0A3B3IT50;Q8NHS2 Putative aspartate aminotransferase, cytoplasmic 2GOT1L1 E5RI59_HUMAN Glutamic-oxaloacetic transaminase 1 like 1 (Fragment) OS=Homo sapiens OX=9606 GN=GOT1L1 PE=1 SV=2;A0A3B3IT50_HUMAN Beta-3 adrenergic receptor (Fragment) OS=Homo sapiens OX=9606 PE=4 SV=1;AATC2_HUMAN Putative aspartate aminotransferase, cytopla3 1 1 1 10.2 17.358 0 0 0 0 0 0
A0A3B3ITC6;B4DM44;I3L0M7;I3L2W9;Q9UG07;Q8WVA8;B4E2D6;I3L2N2;B4DLQ0;Q92997;O14641Segment polarity protein dishevelled homolog DVL-3;Segment polarity protein dishevelled homolog DVL-2DVL2;DKFZp586M1622;DVL3A0A3B3ITC6_HUMAN Dishevelled segment polarity protein 3 (Fragment) OS=Homo sapiens OX=9606 GN=DVL3 PE=1 SV=1;B4DM44_HUMAN cDNA FLJ57324, highly similar to Segment polarity protein dishevelled homolog DVL-2 OS=Homo sapiens OX=9606 PE=2 SV=1;I3L0M7_HUMAN Dis11 1 1 1 9.2 14.533 12937000 0 8677100 1848100 0 1239600
Q6KEF9;E7EPB6;Q2I0A9;Q2I0A3;Q20BJ8;Q20BH0;Q20BI4;A0A8V8TNH2;A0A8V8TNN0;Q99989;A0A8V8TPV6;Q20BI6;A0A8I5KVV2;A0A3B3ITE0;A0A3B3ITW5;A0A8I5KVL1;P13569Cystic fibrosis transmembrane conductance regulatorCFTR Q6KEF9_HUMAN Cystic fibrosis transmembrane conductance regulator (Fragment) OS=Homo sapiens OX=9606 GN=CFTR PE=4 SV=1;E7EPB6_HUMAN Cystic fibrosis transmembrane conductance regulator (Fragment) OS=Homo sapiens OX=9606 GN=CFTR PE=1 SV=1;Q2I0A9_HUMAN Cystic 17 1 1 1 4.6 27.358 0 0 0 0 0 0
A0A3B3ITK7;P36871;B4DFP1;B4DDQ8;B7Z6C2;Q9H1D2 Phosphoglucomutase-1 PGM1 A0A3B3ITK7_HUMAN Phosphoglucomutase 1 OS=Homo sapiens OX=9606 GN=PGM1 PE=1 SV=1;PGM1_HUMAN Phosphoglucomutase-1 OS=Homo sapiens OX=9606 GN=PGM1 PE=1 SV=3;B4DFP1_HUMAN cDNA FLJ51818, highly similar to Phosphoglucomutase-1 OS=Homo sapiens OX=9606 PE=2 SV=1;B6 9 9 9 17.1 63.957 2.31E+08 151400000 0 6994800 4587900 0
A0A3B3ITT5;Q6IPI1;P47914 60S ribosomal protein L29RPL29 A0A3B3ITT5_HUMAN 60S ribosomal protein L29 OS=Homo sapiens OX=9606 GN=RPL29 PE=1 SV=1;Q6IPI1_HUMAN 60S ribosomal protein L29 OS=Homo sapiens OX=9606 GN=RPL29 PE=2 SV=1;RL29_HUMAN Large ribosomal subunit protein eL29 OS=Homo sapiens OX=9606 GN=RPL29 PE=1 SV3 2 2 2 13.8 18.512 2.27E+09 1062200000 35197000 4.55E+08 212440000 7039300
A0A3B3ITZ9;Q9Y2W1;Q7Z5U1;Q05D20;Q6P0P7;Q6PJV4 Thyroid hormone receptor-associated protein 3THRAP3 A0A3B3ITZ9_HUMAN Thyroid hormone receptor associated protein 3 OS=Homo sapiens OX=9606 GN=THRAP3 PE=1 SV=1;TR150_HUMAN Thyroid hormone receptor-associated protein 3 OS=Homo sapiens OX=9606 GN=THRAP3 PE=1 SV=2;Q7Z5U1_HUMAN THRAP3 protein (Fragment) OS=Homo 6 3 3 3 4.8 103.52 31543000 10755000 0 769350 262320 0
A0A3B3IUA2;A0A3B3ISK4;Q6FHM6;B1AHD1;P55769 NHP2-like protein 1;NHP2-like protein 1, N-terminally processedNHP2L1 A0A3B3IUA2_HUMAN Ribonucloprotein OS=Homo sapiens OX=9606 GN=SNU13 PE=1 SV=1;A0A3B3ISK4_HUMAN Small nuclear ribonucleoprotein 13 OS=Homo sapiens OX=9606 GN=SNU13 PE=4 SV=1;Q6FHM6_HUMAN Ribonucloprotein OS=Homo sapiens OX=9606 GN=NHP2L1 PE=2 SV=1;B1AHD1_HUM5 2 2 2 8.1 30.162 6.99E+08 424130000 6873600 58268000 35344000 572800
A0A3S6H7E9;E9PKG1;Q99873;A0A3S6H7X4;A0A3Q8AM27;A0A3S6H812;Q5U8W9;A0A3Q8AIR8;A0A3Q8APW9;A0A3Q8B022;A0A3Q8ATF5;A0A3S6H7G3;A0A3S6H7Z6;A0A3Q8APX7;A0A3S6H942;A0A3S6H7K8;E9PIX6;A0A3S6H824;A0A3Q8B027;B4DJ87;A0A3Q8BCI7;A0A3S6H7Y4;E9PQ98;H0YDE4;E9PNR9;A0A3S6H950;A0A3Q8AIS2;A0A3Q8B4M4;A0A3Q8BCJ2;A0A3Q8APY3;A0A3S6H765;A0A3S6H8A6;A0A3S6H960;A0A3Q8AIS5;A0A3Q8B4N0;A0A3Q8B9M1;A0A3S6H758;A0A3S6H7W7;A0A3Q8B9M7;A0A3Q8AX88;A0A3S6H8B5;A0A3S6H7X9;A0A3Q8ATG4;A0A3S6H767;A0A3Q8B032;A0A3S6H8W3;A0A3Q8AX95;A0A3S6H7E4;A0A3Q8AIS8;A0A3S6H8V5;A0A3S6H761;A0A3S6H7Y8;A0A3Q8AM22;E9PMW9;Q9NR22;Q59GT2;E9PMZ2Protein arginine N-methyltransferase 1PRMT1;HRMT1L2 A0A3S6H7E9_HUMAN Protein arginine N-methyltransferase 1 transcript variant 39 OS=Homo sapiens OX=9606 GN=PRMT1 PE=2 SV=1;E9PKG1_HUMAN Protein arginine methyltransferase 1 OS=Homo sapiens OX=9606 GN=PRMT1 PE=1 SV=1;ANM1_HUMAN Protein arginine N-methyltransf57 16 16 16 47.6 40.036 2.83E+09 396900000 19097000 1.23E+08 17256000 830320
B3KMZ6;B2RDF5;A0A3R5W301;Q9UBT2;B3KNA3;U3KQ93;U3KQ55;K7ES38;K7ESK7;K7EPL2SUMO-activating enzyme subunit 2UBA2 B3KMZ6_HUMAN SUMO-activating enzyme subunit 2 OS=Homo sapiens OX=9606 PE=2 SV=1;B2RDF5_HUMAN SUMO-activating enzyme subunit 2 OS=Homo sapiens OX=9606 PE=2 SV=1;A0A3R5W301_HUMAN UBA2/WTIP fusion protein OS=Homo sapiens OX=9606 PE=2 SV=1;SAE2_HUMAN SUMO-acti10 4 4 4 7.8 71.161 1.36E+08 15341000 17510000 4683800 528980 603800
A0A482E8B0 A0A482E8B0_HUMAN Glycoside hydrolase family 78 alpha-L-rhamnosidase B OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 1.9 63.396 0 0 0 0 0 0
H0Y993;A0A494C028;P35659;B4DFG0;B4DNW3;H0Y8X0;D6RDA2;A0A494C198;D6R9L5;Q6MZJ9Protein DEK DEK H0Y993_HUMAN DEK oncogene (DNA binding), isoform CRA_b OS=Homo sapiens OX=9606 GN=DEK PE=1 SV=2;A0A494C028_HUMAN DEK proto-oncogene OS=Homo sapiens OX=9606 GN=DEK PE=1 SV=1;DEK_HUMAN Protein DEK OS=Homo sapiens OX=9606 GN=DEK PE=1 SV=1;B4DFG0_HUMAN DEK pro10 9 9 9 23.9 43.247 9.39E+08 271620000 152090000 42681000 12347000 6913200
A8K719;A0A494C0A9;Q13951;J3KS23;H3BSC0;J3KRT0 Core-binding factor subunit betaCBFB A8K719_HUMAN cDNA FLJ76413, highly similar to Homo sapiens core-binding factor, beta subunit (CBFB), transcript variant 1, mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;A0A494C0A9_HUMAN Core-binding factor subunit beta OS=Homo sapiens OX=9606 GN=CBFB PE=1 SV=1;PE6 3 3 3 17.6 21.919 90277000 44059000 0 11285000 5507400 0
O95453;A0A494C0W0;A0A8V8TMN8;A0A494C0K5;A0A494C1N1;A0A494C0Q2;A0A494C1K5;A0A494C0P9;A0A494C0Q6;A0A494BZW7;A0A494BZU6;A0A494C1G3;A0A494C156;B3KN69;H3BRK1;B4E0E8;A0A494C002;F5H1Z4Poly(A)-specific ribonuclease PARNPARN PARN_HUMAN Poly(A)-specific ribonuclease PARN OS=Homo sapiens OX=9606 GN=PARN PE=1 SV=1;A0A494C0W0_HUMAN Poly(A)-specific ribonuclease PARN OS=Homo sapiens OX=9606 GN=PARN PE=1 SV=1;A0A8V8TMN8_HUMAN Poly(A)-specific ribonuclease PARN OS=Homo sapiens OX=96018 3 3 3 5.3 73.45 73668000 4627200 22160000 2540300 159560 764150
K7EP07;K7EK42;A0A494C0X0;Q99426 Tubulin-folding cofactor BTBCB K7EP07_HUMAN Tubulin folding cofactor B (Fragment) OS=Homo sapiens OX=9606 GN=TBCB PE=1 SV=8;K7EK42_HUMAN Tubulin folding cofactor B OS=Homo sapiens OX=9606 GN=TBCB PE=1 SV=1;A0A494C0X0_HUMAN Tubulin folding cofactor B OS=Homo sapiens OX=9606 GN=TBCB PE=1 4 4 4 4 24.9 19.251 2.24E+08 122190000 4898300 17226000 9399500 376790
Q71UI9;P0C0S5;A0A494C189;C9J0D1;Q96KK5;A0A0U1RR32;A0A3B3IS11;Q08AJ9;B2R5B3;C9J386;B2R5B6;A4FTV9;A0A0U1RRH7;A3KPC7;Q99878;P04908;P0C0S8;Q6FI13;Q7L7L0;Q93077;P20671;Q96QV6;Q16777;P16104;Q9BTM1;B4E0B3;H0YFX9;Q8IUE6;V9GZN0Histone H2A.V;Histone H2A.Z;Histone H2A;Histone H2A type 1-H;Histone H2A type 1-J;Histone H2A type 1-B/E;Histone H2A type 1;Histone H2A type 2-A;Histone H2A type 3;Histone H2A type 1-C;Histone H2A type 1-D;Histone H2A type 1-A;Histone H2A type 2-C;Histone H2AX;Histone H2A.JH2AFV;H2AFZ;HIST1H2AH;HIST1H2AB;HIST1H2AK;HIST1H2AJ;HIST1H2AG;HIST2H2AA3;HIST3H2A;HIST1H2AC;HIST1H2AD;HIST1H2AA;HIST2H2AC;H2AFX;H2AFJH2AV_HUMAN Histone H2A.V OS=Homo sapiens OX=9606 GN=H2AZ2 PE=1 SV=3;H2AZ_HUMAN Histone H2A.Z OS=Homo sapiens OX=9606 GN=H2AZ1 PE=1 SV=2;A0A494C189_HUMAN Histone H2A OS=Homo sapiens OX=9606 GN=H2AZ1 PE=1 SV=1;C9J0D1_HUMAN Histone H2A OS=Homo sapiens OX=960629 4 4 4 43 13.509 6.32E+08 140050000 137620000 1.26E+08 28010000 27523000
A0A499FJL2;A0A494C1E0;Q15031 Probable leucine--tRNA ligase, mitochondrialLARS2 A0A499FJL2_HUMAN leucine--tRNA ligase OS=Homo sapiens OX=9606 GN=LARS2 PE=1 SV=1;A0A494C1E0_HUMAN leucine--tRNA ligase OS=Homo sapiens OX=9606 GN=LARS2 PE=1 SV=1;SYLM_HUMAN Leucine--tRNA ligase, mitochondrial OS=Homo sapiens OX=9606 GN=LARS2 PE=1 SV=23 1 1 1 2.3 64.622 0 0 0 0 0 0
A0A494C1T2;A0A8V8TL50;V9GZ78;A0A8V8TMA4;A0A8V8TKT4;V9GYY3;F5H2F4;B7Z809;P11586;A0A8V8TKR5;A0A8V8TKS0;A0A8V8TMA9;A0A8V8TL46C-1-tetrahydrofolate synthase, cytoplasmic;Methylenetetrahydrofolate dehydrogenase;Methenyltetrahydrofolate cyclohydrolase;Formyltetrahydrofolate synthetase;C-1-tetrahydrofolate synthase, cytoplasmic, N-terminally processedMTHFD1 A0A494C1T2_HUMAN C-1-tetrahydrofolate synthase, cytoplasmic (Fragment) OS=Homo sapiens OX=9606 GN=MTHFD1 PE=1 SV=1;A0A8V8TL50_HUMAN C-1-tetrahydrofolate synthase, cytoplasmic OS=Homo sapiens OX=9606 GN=MTHFD1 PE=1 SV=1;V9GZ78_HUMAN C-1-tetrahydrofolate syn13 6 6 6 10.2 69.704 2.84E+08 67388000 0 8605400 2042100 0
A0A499FI31;A0A9E8DG70;Q15020;B4DRG9;H0YHU8;B4DYA2;B4E3R6Squamous cell carcinoma antigen recognized by T-cells 3SART3 A0A499FI31_HUMAN Spliceosome associated factor 3, U4/U6 recycling protein OS=Homo sapiens OX=9606 GN=SART3 PE=1 SV=1;A0A9E8DG70_HUMAN SART3-RARG fusion protein OS=Homo sapiens OX=9606 PE=2 SV=1;SART3_HUMAN Squamous cell carcinoma antigen recognized by T-ce7 3 3 3 3.2 111.96 60270000 0 0 1137200 0 0
A0A5C2G5A1;A0A5C2GTC7;A0A5C2GFS7;A0A5C2GAX8;A0A5C2G5G2;A0A5C2G4U9;A0A5C2G0N7;A0A5C2G0A9;A0A5C2FX38;A0A5C2FWL2;A0A5C2FUD7;A0A5C2G2E1;A0A4P8J9P8A0A5C2G5A1_HUMAN IGL c3606_light_IGKV1-12_IGKJ4 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A5C2GTC7_HUMAN IG c147_light_IGKV1-12_IGKJ1 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A5C2GFS7_HUMAN IGH + IGL c219_light_IGKV1-12_IGKJ4 (Fragment) OS=Homo 13 1 1 1 15.1 11.332 0 0 0 0 0 0
A0A590UJJ7;V9GYX6;A0A590UJ71;A8K996;Q92698 DNA repair and recombination protein RAD54-likeRAD54L A0A590UJJ7_HUMAN RAD54 like OS=Homo sapiens OX=9606 GN=RAD54L PE=1 SV=1;V9GYX6_HUMAN RAD54 like (Fragment) OS=Homo sapiens OX=9606 GN=RAD54L PE=1 SV=2;A0A590UJ71_HUMAN RAD54 like (Fragment) OS=Homo sapiens OX=9606 GN=RAD54L PE=1 SV=1;A8K996_HUMAN cDNA FLJ75 1 1 1 12.6 14.87 0 0 0 0 0 0
Q14722;A0A590UJJ4;A0A590UJB6;A0A5F9UN28;A8K1X9;B2R615;B2R776;Q6FG22;Q6FG44;B0AZM0;B7Z435;C9JQ60;Q5TG84;Q5TG81;A0A590UJY1;Q13303;A0A087X1P8;C9JBV8;A0A590UJU1;Q5MJQ3;F8W6W4;Q5TG78;B7Z8E5;A0A590UJB8Voltage-gated potassium channel subunit beta-1;Voltage-gated potassium channel subunit beta-2KCNAB1;KCNAB2 KCAB1_HUMAN Voltage-gated potassium channel subunit beta-1 OS=Homo sapiens OX=9606 GN=KCNAB1 PE=1 SV=1;A0A590UJJ4_HUMAN Voltage-gated potassium channel subunit beta-2 OS=Homo sapiens OX=9606 GN=KCNAB2 PE=1 SV=1;A0A590UJB6_HUMAN Voltage-gated potassium chan24 2 2 2 3.6 46.563 86547000 41433000 4057300 3762900 1801400 176410
A0A590UJK4;A0A590UK01;A0A590UJP7;Q59GY3;A8K588;A0A590UK80;Q13247;V9HVZ0;B5BU15;A0A0D9SEM4;Q53F45;A8K644;Q08170;B4DEM8;Q59EF5Serine/arginine-rich splicing factor 6SRSF6;HEL-S-91;SFRS6A0A590UJK4_HUMAN Serine and arginine rich splicing factor 6 OS=Homo sapiens OX=9606 GN=SRSF6 PE=1 SV=1;A0A590UK01_HUMAN Serine and arginine rich splicing factor 6 OS=Homo sapiens OX=9606 GN=SRSF6 PE=1 SV=1;A0A590UJP7_HUMAN Serine and arginine rich splicing15 12 12 11 46.9 26.306 2.86E+09 923360000 52782000 2.38E+08 76947000 4398500
A0A5C2FTW2 A0A5C2FTW2_HUMAN IGL c152_light_IGKV1D-13_IGKJ5 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 15 11.387 6.34E+08 0 338240000 2.11E+08 0 112750000
A0A7T0LNT8;A0A5C2GLD4;A0A5C2GDQ1;A0A5C2FXR0;A0A5C2G971;A0A7T0LNI2;A0A5C2FUD8;A0A5C2GUY4;A0A5C2GU10;A0A5C2GK90;A0A5C2GK53;A0A5C2GAS1;A0A5C2FX67;A0A5C2FWJ8;A0A5C2FWA6;A0A5C2G713;A0A5C2FXQ4;A0A5C2GH63A0A7T0LNT8_HUMAN Immunglobulin kappa chain variable region (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A5C2GLD4_HUMAN IG c846_light_IGKV1-5_IGKJ1 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A5C2GDQ1_HUMAN IGH + IGL c614_light_IGKV1-5_IGKJ1 (Fragment)18 1 1 1 10.4 11.588 40876000 0 16976000 13625000 0 5658700
A0A5C2FXP4 A0A5C2FXP4_HUMAN IGL c1699_light_IGKV1D-13_IGKJ3 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 7.5 11.405 1.55E+09 0 936300000 3.88E+08 0 234080000
A0A5C2G2X5 A0A5C2G2X5_HUMAN IGL c3264_light_IGKV1-5_IGKJ2 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 10.3 11.741 1.16E+09 0 1155000000 3.85E+08 0 385010000
A0A5C2G324;A0A5C2GNZ8;A0A5C2GVT6;A0A5C2GKP7;A0A5C2GA18;A0A5C2FXC7;A0A5C2G7Q5;A0A5C2G3H0;A0A5C2G9K1;A0A5C2GL31;A0A5C2G8A2;A0A5C2GRC4;A0A5C2GV79;A0A5C2GW25;A0A5C2GX52;A0A5C2FYI1;A0A5C2FWC2;A0A5C2G823;A0A5C2GFN9;A0A5C2G4V6;A0A5C2G7Z3;A0A5C2GD98;A0A5C2FVM6;A0A5C2GT02;A0A5C2G1M5;A0A5C2G4M4;A0A5C2G2Y5;A0A5C2GJI4;A0A5C2GJM6;A0A5C2G3L2;A0A5C2GJZ8;A0A5C2GXY9;A0A5C2GZP9;A0A5C2GLB7;A0A5C2G734;A0A5C2GXN4;A0A5C2G5L3;A0A5C2GK65;A0A5C2GC07;A0A5C2G1Y7;A0A5C2G131;A0A5C2G9M2;A0A5C2GBZ2;A0A5C2GBZ7;A0A5C2G715;A0A5C2GVU5;A0A5C2FZK9;A0A5C2FZP8;A0A5C2GD65;A0A5C2H393;A0A5C2GPY7;A0A5C2G147;A0A5C2FU83;A0A5C2FXA4;A0A5C2GLA9;A0A5C2GRV9;A0A5C2G0A7;A0A5C2G0P9;A0A5C2FWG3;A0A5C2GKE5;A0A5C2G0G3;A0A5C2H3T0;A0A5C2GT19;A0A5C2GL52;A0A5C2GWF9;A0A5C2GWI9;A0A5C2GJ87;A0A5C2GXW9;A0A5C2FX56;V9HW34HEL-213 A0A5C2G324_HUMAN IGL c3314_light_IGKV3-11_IGKJ2 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A5C2GNZ8_HUMAN IG c1067_light_IGKV3-20_IGKJ1 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A5C2GVT6_HUMAN IG c609_light_IGKV3-11_IGKJ3 (Fragment) OS=Homo sapien70 2 2 1 14.8 11.867 8.83E+08 0 475790000 1.26E+08 0 67970000
A0A5C2G3P2 A0A5C2G3P2_HUMAN IGL c2565_light_IGKV3-15_IGKJ4 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 8.4 11.539 3.46E+08 0 166530000 86575000 0 41633000
A0A5C2GV57;A0A5C2GTI8;A0A5C2GTW6;A0A5C2G445 A0A5C2GV57_HUMAN IG c673_light_IGKV1D-13_IGKJ2 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A5C2GTI8_HUMAN IG c784_light_IGKV1D-13_IGKJ4 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A5C2GTW6_HUMAN IG c383_light_IGKV1D-13_IGKJ4 (Fragment) OS=Homo sapien4 1 1 1 15 11.672 42526000 0 19209000 14175000 0 6403200
A0A5C2G4C3 A0A5C2G4C3_HUMAN IGL c2785_light_IGLV2-11_IGLJ3 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 9.9 11.712 0 0 0 0 0 0
A0A5C2G6D4 A0A5C2G6D4_HUMAN IGL c4210_light_IGLV1-44_IGLJ2 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 11.8 11.405 0 0 0 0 0 0
A0A5C2G723 A0A5C2G723_HUMAN IGH c392_heavy__IGHV4-59B_IGHD6-13_IGHJ5 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 16.5 13.166 0 0 0 0 0 0
A0A5C2G781;A0A5C2GXX2 A0A5C2G781_HUMAN IGL c3567_light_IGKV1-39_IGKJ2 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A5C2GXX2_HUMAN IG c1602_light_IGKV1D-13_IGKJ3 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=12 1 1 1 15 11.473 2.55E+08 0 157420000 85161000 0 52473000
A0A5C2GBI6;A0A5C2GAN3 A0A5C2GBI6_HUMAN IGH + IGL c551_heavy_IGHV4-34_IGHD5-18_IGHJ4 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A5C2GAN3_HUMAN IGH + IGL c316_heavy_IGHV4-34_IGHD5-18_IGHJ4 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=12 1 1 1 11.6 13.339 1.05E+08 0 105250000 15035000 0 15035000
A0A7S5EV57;A0A7S5EUL2;A0A7S5EU78;A0A5C2GQ97;A0A5C2GBN3;A0A7S5BZJ2;A0A5C2GB83;A0A7S5C2X8;A0A5C2GXC2;A0A7S5ETJ9A0A7S5EV57_HUMAN IGH c3121_heavy_IGHV5-51_IGHD6-25_IGHJ4 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A7S5EUL2_HUMAN IGH c1050_heavy_IGHV5-51_IGHD6-25_IGHJ4 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A7S5EU78_HUMAN IGH c1726_heavy_IGHV5-51_IGHD3-22_I10 1 1 1 8.4 13.33 0 0 0 0 0 0
A0A5C2GFX4 A0A5C2GFX4_HUMAN IGH + IGL c71_light_IGKV1-9_IGKJ2 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 15 11.585 3.77E+08 0 292500000 1.26E+08 0 97500000
A0A5C2GHE3 A0A5C2GHE3_HUMAN IG c593_light_IGKV1D-13_IGKJ2 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 14.7 11.93 30435000 0 12455000 10145000 0 4151600
A0A5C2GL96 A0A5C2GL96_HUMAN IG c136_light_IGKV1-9_IGKJ3 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 15.1 11.378 6.66E+08 12103000 380970000 2.22E+08 4034400 126990000
A0A5C2GR01 A0A5C2GR01_HUMAN IG c319_heavy_IGHV3-30_IGHD3-22_IGHJ3 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 12.1 13.615 0 0 0 0 0 0
A0A5C2GSM7 A0A5C2GSM7_HUMAN IG c327_light_IGLV3-25_IGLJ3 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 17.8 11.328 0 0 0 0 0 0
A0A5C2GVB2 A0A5C2GVB2_HUMAN IG c1504_light_IGKV1-12_IGKJ5 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 15 11.573 91765000 0 55257000 30588000 0 18419000
A0A5F9UP49;Q9BRK5;H0Y3T6;A0A5F9UJX7;G3V1E2 45 kDa calcium-binding proteinSDF4 A0A5F9UP49_HUMAN 45 kDa calcium-binding protein OS=Homo sapiens OX=9606 GN=SDF4 PE=1 SV=1;CAB45_HUMAN 45 kDa calcium-binding protein OS=Homo sapiens OX=9606 GN=SDF4 PE=1 SV=1;H0Y3T6_HUMAN 45 kDa calcium-binding protein (Fragment) OS=Homo sapiens OX=9606 GN5 4 4 4 17.5 40.936 1.54E+08 29595000 24857000 9075800 1740900 1462200
A0A5F9UY30;O43493 Trans-Golgi network integral membrane protein 2TGOLN2 A0A5F9UY30_HUMAN Trans-golgi network protein 2 OS=Homo sapiens OX=9606 GN=TGOLN2 PE=1 SV=1;TGON2_HUMAN Trans-Golgi network integral membrane protein 2 OS=Homo sapiens OX=9606 GN=TGOLN2 PE=1 SV=42 2 2 2 5.7 47.773 34052000 7183600 0 1362100 287350 0
A0A5F9ZGN6;P05089 Arginase-1 ARG1 A0A5F9ZGN6_HUMAN Arginase OS=Homo sapiens OX=9606 GN=ARG1 PE=1 SV=1;ARGI1_HUMAN Arginase-1 OS=Homo sapiens OX=9606 GN=ARG1 PE=1 SV=22 1 1 1 3.6 32.702 28894000 15721000 8054100 1805900 982560 503380
Q5U077;A0A5F9ZHM4;P07195;A0A3B3IS95;A8MW50;C9J7H8;F5H793;Q59G78L-lactate dehydrogenase;L-lactate dehydrogenase B chainLDHB Q5U077_HUMAN L-lactate dehydrogenase OS=Homo sapiens OX=9606 GN=LDHB PE=2 SV=1;A0A5F9ZHM4_HUMAN L-lactate dehydrogenase OS=Homo sapiens OX=9606 GN=LDHB PE=1 SV=1;LDHB_HUMAN L-lactate dehydrogenase B chain OS=Homo sapiens OX=9606 GN=LDHB PE=1 SV=2;A0A3B3IS98 17 17 16 48.8 36.638 9.27E+09 3260000000 41609000 5.45E+08 191770000 2447600
A0A5H1ZRP4;Q8WX92 Negative elongation factor BNELFB A0A5H1ZRP4_HUMAN Negative elongation factor B OS=Homo sapiens OX=9606 GN=NELFB PE=1 SV=1;NELFB_HUMAN Negative elongation factor B OS=Homo sapiens OX=9606 GN=NELFB PE=1 SV=12 3 3 3 5.9 70.038 67872000 20254000 29805000 2121000 632950 931410
V9HWF2;A0A5K1VW95;P40925;B9A041;C9JF79;C9JRL4;B8ZZ51;C9JLV6Malate dehydrogenase;Malate dehydrogenase, cytoplasmicHEL-S-32;MDH1 V9HWF2_HUMAN Malate dehydrogenase OS=Homo sapiens OX=9606 GN=HEL-S-32 PE=2 SV=1;A0A5K1VW95_HUMAN Malate dehydrogenase OS=Homo sapiens OX=9606 GN=MDH1 PE=1 SV=1;MDHC_HUMAN Malate dehydrogenase, cytoplasmic OS=Homo sapiens OX=9606 GN=MDH1 PE=1 SV=4;B9A041_HU8 10 10 10 31.4 36.426 2.21E+09 1439800000 8683400 1.47E+08 95989000 578890
Q96FS1;A0A669KB62;A0A669KB05;Q68DU0;C9JZR2;H0YC95;O60716;E9PKY0;Q7KZJ3Catenin delta-1 CTNND1;DKFZp781O2021Q96FS1_HUMAN CTNND1 protein (Fragment) OS=Homo sapiens OX=9606 GN=CTNND1 PE=2 SV=2;A0A669KB62_HUMAN Catenin delta 1 OS=Homo sapiens OX=9606 GN=CTNND1 PE=1 SV=1;A0A669KB05_HUMAN Catenin delta 1 OS=Homo sapiens OX=9606 GN=CTNND1 PE=1 SV=1;Q68DU0_HUMAN Unchar9 2 2 2 2.5 92.387 60014000 0 38727000 1395700 0 900620
Q4W5L2;H6UYS5;E7EPV7;A0A669KB41;A0A669KBH5;P37840;D6RA31;F6L6N6;H6UYS7;H6UYS0;A0A2Z5HU10;G4Y815;G4Y816;Q16143Alpha-synuclein SNCA;NACP Q4W5L2_HUMAN Alpha-synuclein (Fragment) OS=Homo sapiens OX=9606 GN=SNCA PE=3 SV=1;H6UYS5_HUMAN Alpha-synuclein OS=Homo sapiens OX=9606 GN=SNCA PE=2 SV=1;E7EPV7_HUMAN Alpha-synuclein OS=Homo sapiens OX=9606 GN=SNCA PE=1 SV=1;A0A669KB41_HUMAN Alpha-synuclein14 3 3 3 37.3 10.19 1.5E+08 22986000 5303300 24948000 3831000 883890
Q6DHZ8;B2RBM8;A0A669KBJ7;Q9H2P0;A0A2R8YCL6 Activity-dependent neuroprotector homeobox proteinADNP Q6DHZ8_HUMAN Activity-dependent neuroprotector homeobox OS=Homo sapiens OX=9606 GN=ADNP PE=2 SV=1;B2RBM8_HUMAN cDNA, FLJ95596, highly similar to Homo sapiens activity-dependent neuroprotector (ADNP), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;A0A669KBJ7_HUMAN 5 2 2 2 2.3 123.45 15997000 0 8975700 258010 0 144770
B7Z855;B7ZAX6;Q6U8A4;A0A669KBL1;Q93009;H3BND8;B7Z7T5Ubiquitin carboxyl-terminal hydrolase;Ubiquitin carboxyl-terminal hydrolase 7USP7 B7Z855_HUMAN Ubiquitin carboxyl-terminal hydrolase 7 OS=Homo sapiens OX=9606 PE=2 SV=1;B7ZAX6_HUMAN Ubiquitin carboxyl-terminal hydrolase 7 OS=Homo sapiens OX=9606 PE=2 SV=1;Q6U8A4_HUMAN Ubiquitin carboxyl-terminal hydrolase 7 (Fragment) OS=Homo sapiens OX7 6 6 6 6 117.03 1.64E+08 7278300 30255000 2731900 121300 504250
A0A679KTH4 A0A679KTH4_HUMAN beta-galactosidase (Fragment) OS=Homo sapiens OX=9606 GN=EmGFP-LacZ-E2F-TdTom PE=3 SV=1 1 1 1 1 1.8 145.52 3.03E+08 37742000 152590000 4885800 608740 2461100
A0A6I8PIS1;V9HW89;Q00796;A0A6I8PRA7;H0YKB3;B4DKI2 Sorbitol dehydrogenase HEL-S-95n;SORD A0A6I8PIS1_HUMAN Sorbitol dehydrogenase OS=Homo sapiens OX=9606 GN=SORD PE=1 SV=1;V9HW89_HUMAN Sorbitol dehydrogenase OS=Homo sapiens OX=9606 GN=HEL-S-95n PE=2 SV=1;DHSO_HUMAN Sorbitol dehydrogenase OS=Homo sapiens OX=9606 GN=SORD PE=1 SV=4;A0A6I8PRA7_HUMA6 4 4 4 17.9 27.076 97443000 72014000 0 6090200 4500900 0
Q9P2J5;B2RCM2;A0A6I8PIV1;A0A6I8PIT3;A0A6I8PL42;B4E266;B4DER1;A0A6I8PRS0;Q9H8E3;A0A6I8PLB8;A0A6I8PS05;A0A6I8PLB3;A0A6I8PIP7;A0A6I8PTV8;Q9HAM7;Q9NPU8;B3KXA9;A0A6I8PRU9;Q9NVC0;A0A6I8PRP1;Q6NVI4;Q9P0T1;Q0VGM8;Q9NVP8Leucine--tRNA ligase, cytoplasmicLARS;DKFZp762P233 SYLC_HUMAN Leucine--tRNA ligase, cytoplasmic OS=Homo sapiens OX=9606 GN=LARS1 PE=1 SV=2;B2RCM2_HUMAN leucine--tRNA ligase OS=Homo sapiens OX=9606 PE=2 SV=1;A0A6I8PIV1_HUMAN leucine--tRNA ligase OS=Homo sapiens OX=9606 GN=LARS1 PE=1 SV=1;A0A6I8PIT3_HUMAN le24 14 14 14 13 134.46 3.92E+08 24868000 0 6330000 401090 0
Q99615;A0A6I8PRZ0;A0A6I8PU73;A8K4T2;Q59EH7;A0A6I8PUD4;A0A6I8PS32;A0A6I8PUC2;A0A6I8PU89;A0A6I8PLE7;A0A6I8PR89;B7Z9W6;A0A6I8PIK4;B4DKK3;K7ER44;K7EIH8;K7EPP7;K7EK03;K7EN19;K7ESP1;K7EJV7;K7EJL5DnaJ homolog subfamily C member 7DNAJC7 DNJC7_HUMAN DnaJ homolog subfamily C member 7 OS=Homo sapiens OX=9606 GN=DNAJC7 PE=1 SV=2;A0A6I8PRZ0_HUMAN DnaJ heat shock protein family (Hsp40) member C7 (Fragment) OS=Homo sapiens OX=9606 GN=DNAJC7 PE=1 SV=1;A0A6I8PU73_HUMAN DnaJ heat shock protein fami22 5 5 5 10.7 56.44 1.32E+08 67667000 17980000 4137600 2114600 561880

Table S1 _OMM2.3 IP-MS proteins



A0A6I8PS08;A0A6I8PRR9;H0YMP8;Q8TF62 Phospholipid-transporting ATPase;Probable phospholipid-transporting ATPase IMATP8B4 A0A6I8PS08_HUMAN ATPase phospholipid transporting 8B4 (putative) (Fragment) OS=Homo sapiens OX=9606 GN=ATP8B4 PE=1 SV=1;A0A6I8PRR9_HUMAN ATPase phospholipid transporting 8B4 (putative) OS=Homo sapiens OX=9606 GN=ATP8B4 PE=1 SV=1;H0YMP8_HUMAN Phospholipid-t4 1 1 1 4.6 26.57 0 0 0 0 0 0
J3KTC1;B4DM51;B4DHE8;A0A6Q8PF05;Q96DH6 RNA-binding protein Musashi homolog 2MSI2 J3KTC1_HUMAN Musashi RNA binding protein 2 (Fragment) OS=Homo sapiens OX=9606 GN=MSI2 PE=1 SV=8;B4DM51_HUMAN Musashi RNA binding protein 2 OS=Homo sapiens OX=9606 GN=MSI2 PE=1 SV=1;B4DHE8_HUMAN Musashi RNA binding protein 2 OS=Homo sapiens OX=9606 GN=MSI2 5 1 1 1 11.4 15.46 45675000 9954300 0 6525000 1422000 0
P49588;H3BPK7;A0A6Q8PGN5;A0A6Q8PFY2;A0A6Q8PF33;A0A6Q8PGE8;A0A6Q8PFK3;A0A6Q8PGR9;A0A6Q8PHJ2;A0A6Q8PGB5;A0A6Q8PH44;A0A6Q8PHP7;A0A6Q8PHP3;A0A6Q8PF77;A0A6Q8PG28;A0A6Q8PG62;A0A6Q8PGI8Alanine--tRNA ligase, cytoplasmicAARS SYAC_HUMAN Alanine--tRNA ligase, cytoplasmic OS=Homo sapiens OX=9606 GN=AARS1 PE=1 SV=2;H3BPK7_HUMAN Alanine--tRNA ligase OS=Homo sapiens OX=9606 GN=AARS1 PE=1 SV=4;A0A6Q8PGN5_HUMAN Alanine--tRNA ligase OS=Homo sapiens OX=9606 GN=AARS1 PE=1 SV=1;A0A6Q8PFY217 6 6 6 8.1 106.81 1.85E+08 50627000 0 3633200 992690 0
P12081;E7ETE2;A0A6Q8PF47;A0A6Q8PHA5;A0A6Q8PFF2;B4E1C5;A0A2R8Y5P7;Q52NV4;B2R7G6;A0A2R8Y3N3;A0A6Q8PF07;B3KWE1;A0A2R8Y6I1;B4DDD8;A0A6Q8PHE3;B4DEA2;D6RJE6;A0A6Q8PFN6;A0A6Q8PFG9;P49590;A0A2R8YCI2;D6RB22;B4DDN8;B4DSY5;B4DQ67;A0A2R8Y5E8;A0A6Q8PHQ0;A0A2R8Y4X6;D6RF05Histidine--tRNA ligase, cytoplasmic;Probable histidine--tRNA ligase, mitochondrialHARS;HRS;HARS2 HARS1_HUMAN Histidine--tRNA ligase, cytoplasmic OS=Homo sapiens OX=9606 GN=HARS1 PE=1 SV=2;E7ETE2_HUMAN Histidine--tRNA ligase, cytoplasmic OS=Homo sapiens OX=9606 GN=HARS1 PE=1 SV=2;A0A6Q8PF47_HUMAN Histidine--tRNA ligase, cytoplasmic OS=Homo sapiens OX=929 3 3 3 5.1 57.41 50262000 13480000 4691900 1795100 481410 167570
B0AZS5;A0A6Q8PGH7;A0A6Q8PFA6;A0A6Q8PG37;A0A6Q8PH57;B4DM85;O00139;H0Y8H2;D6R9M0;A0A6Q8PGG1Kinesin-like protein;Kinesin-like protein KIF2AKIF2A B0AZS5_HUMAN Kinesin-like protein OS=Homo sapiens OX=9606 PE=2 SV=1;A0A6Q8PGH7_HUMAN Kinesin-like protein (Fragment) OS=Homo sapiens OX=9606 GN=KIF2A PE=1 SV=1;A0A6Q8PFA6_HUMAN Kinesin-like protein OS=Homo sapiens OX=9606 GN=KIF2A PE=1 SV=1;A0A6Q8PG37_HUMA10 2 2 2 2.9 75.028 23727000 0 3111100 741460 0 97222
A6NLD2;B7Z3H8;A0A6Q8PGS9;A0A6Q8PGA3;A0A6Q8PGV8;A0A6Q8PFJ4;O95140Mitofusin-2 MFN2 A6NLD2_HUMAN cDNA FLJ11885 fis, clone HEMBA1007203, highly similar to Transmembrane GTPase MFN2 OS=Homo sapiens OX=9606 PE=2 SV=4;B7Z3H8_HUMAN cDNA FLJ57997, highly similar to Transmembrane GTPase MFN2 OS=Homo sapiens OX=9606 PE=2 SV=1;A0A6Q8PGS9_HUMAN Mit7 1 1 1 2.8 52.987 0 0 0 0 0 0
A0A6Q8PFU3;P43034;A0A6Q8PFT2;A0A6Q8PG63;A0A6Q8PH33;I3L495;B4DF38;I3L3N5;B4DZN3Platelet-activating factor acetylhydrolase IB subunit alphaPAFAH1B1 A0A6Q8PFU3_HUMAN Platelet-activating factor acetylhydrolase IB subunit alpha OS=Homo sapiens OX=9606 GN=PAFAH1B1 PE=1 SV=1;LIS1_HUMAN Platelet-activating factor acetylhydrolase IB subunit beta OS=Homo sapiens OX=9606 GN=PAFAH1B1 PE=1 SV=2;A0A6Q8PFT2_HUMAN 9 4 4 4 12.6 48.77 65106000 19895000 0 2604200 795800 0
Q92734;A0A6Q8PFY7;Q7Z426;A0A6Q8PG00;A0A6Q8PF40;Q05BK6;Q7Z427;A0A6Q8PGS4;A0A6Q8PG04;A0A6Q8PH27;A0A6Q8PH89;A0A6Q8PFC4;C9JJP5;Q8TDJ5;C9JUE0;A0A6Q8PF51;C9JTY3Protein TFG;Tyrosine-protein kinase receptorTFG;TFG/ALK fusion TFG_HUMAN Protein TFG OS=Homo sapiens OX=9606 GN=TFG PE=1 SV=2;A0A6Q8PFY7_HUMAN Trafficking from ER to golgi regulator OS=Homo sapiens OX=9606 GN=TFG PE=1 SV=1;Q7Z426_HUMAN Putative MAPK activating protein OS=Homo sapiens OX=9606 PE=2 SV=1;A0A6Q8PG00_HUMAN17 6 6 6 18 43.447 3.67E+08 267440000 4828900 26210000 19103000 344920
A0A6Q8PGW4;A0A6Q8PGI6;A0A6Q8PGA8;A0A6Q8PHH9;P41250;A0A6Q8PGZ8;A0A6Q8PHI7;H7C443;A0A6Q8PFZ6;A0A6Q8PH49;A0A6Q8PF45;Q75MN1;A0A6Q8PFV5;A0A6Q8PGZ9;F8WCK4;A0A6Q8PGN7Glycine--tRNA ligase GARS A0A6Q8PGW4_HUMAN glycine--tRNA ligase OS=Homo sapiens OX=9606 GN=GARS1 PE=1 SV=1;A0A6Q8PGI6_HUMAN Glycine--tRNA ligase OS=Homo sapiens OX=9606 GN=GARS1 PE=1 SV=1;A0A6Q8PGA8_HUMAN Glycine--tRNA ligase OS=Homo sapiens OX=9606 GN=GARS1 PE=1 SV=1;A0A6Q8PHH9_HU16 21 21 21 41.9 69.931 2.21E+09 1561100000 0 65026000 45916000 0
A0A7I2PJZ2;P10636;A0A7P0T936;A0A0G2JQJ7;A0A0G2JPD5;A0A0G2JS76;A0A0G2JMX7;I3L2Z2Microtubule-associated protein tauMAPT A0A7I2PJZ2_HUMAN Microtubule-associated protein OS=Homo sapiens OX=9606 GN=MAPT PE=1 SV=1;TAU_HUMAN Microtubule-associated protein tau OS=Homo sapiens OX=9606 GN=MAPT PE=1 SV=5;A0A7P0T936_HUMAN Microtubule-associated protein OS=Homo sapiens OX=9606 GN=MAPT8 5 5 1 7.7 86.91 1.74E+08 148030000 16687000 3952200 3364300 379250
A0A7I2PLE3;B4DSB3;B3KTM0;I3L170;B4DSE3 Microtubule-associated proteinMAPT A0A7I2PLE3_HUMAN Microtubule-associated protein OS=Homo sapiens OX=9606 GN=MAPT PE=1 SV=1;B4DSB3_HUMAN Microtubule-associated protein OS=Homo sapiens OX=9606 PE=2 SV=1;B3KTM0_HUMAN Microtubule-associated protein OS=Homo sapiens OX=9606 PE=2 SV=1;I3L170_HUM5 5 1 1 9.2 76.815 48470000 44398000 4072500 1242800 1138400 104420
A0A7I2V258;H0Y938;H0YAC7;P35606 Coatomer subunit beta COPB2 A0A7I2V258_HUMAN Coatomer subunit beta OS=Homo sapiens OX=9606 GN=COPB2 PE=1 SV=1;H0Y938_HUMAN Coatomer subunit beta OS=Homo sapiens OX=9606 GN=COPB2 PE=1 SV=2;H0YAC7_HUMAN Coatomer subunit beta OS=Homo sapiens OX=9606 GN=COPB2 PE=1 SV=2;COPB2_HUMAN Coa4 3 3 3 3.5 93.579 27120000 0 0 589560 0 0
F8VZJ2;A0A7I2V2K5;H0YHX9;A0A7I2V473;Q13765;E9PAV3;F8W0W4;F8VNW4;B4DDI8;F8VZ58;A8K6N6;Q9BZK3Nascent polypeptide-associated complex subunit alpha;Nascent polypeptide-associated complex subunit alpha, muscle-specific formNACA F8VZJ2_HUMAN Nascent polypeptide associated complex subunit alpha OS=Homo sapiens OX=9606 GN=NACA PE=1 SV=1;A0A7I2V2K5_HUMAN Nascent polypeptide associated complex subunit alpha OS=Homo sapiens OX=9606 GN=NACA PE=1 SV=1;H0YHX9_HUMAN Nascent polypeptide ass12 6 6 6 56.6 15.016 5.15E+09 2208800000 309520000 8.58E+08 368140000 51587000
A0A7I2V430;A0A7I2V2M5;A0A7I2V4F0;A3RJH1;Q92499;A0A7I2YQ77;A0A087WZ71;F1T0B3;A0A7I2V4J3;A0A087X2G1;B4DP70;A0A7I2V421;A0A7I2V5X8;A0A7I2YQD0;A0A7I2V4Q0ATP-dependent RNA helicase DDX1DDX1 A0A7I2V430_HUMAN ATP-dependent RNA helicase OS=Homo sapiens OX=9606 GN=DDX1 PE=1 SV=1;A0A7I2V2M5_HUMAN ATP-dependent RNA helicase OS=Homo sapiens OX=9606 GN=DDX1 PE=1 SV=1;A0A7I2V4F0_HUMAN ATP-dependent RNA helicase OS=Homo sapiens OX=9606 GN=DDX1 PE=1 SV=15 19 19 19 34.4 77.86 1.67E+09 64273000 675670000 41685000 1606800 16892000
A0A7I2V5C5;H0YCY8;A0A7I2V6E3;B4DJQ8;A0A7I2V466;A0A7I2V2Q8;P53634;I3V9T0;A0A7I2V5L5;A0A7I2V2F3;A0A7I2V4Z3;A0A7I2V3A2;A0A7I2V2V5;A0A7I2V5J2;A0A7I2V3M6;A0A7I2YQT5Dipeptidyl peptidase 1;Dipeptidyl peptidase 1 exclusion domain chain;Dipeptidyl peptidase 1 heavy chain;Dipeptidyl peptidase 1 light chainCTSC A0A7I2V5C5_HUMAN Dipeptidyl peptidase 1 OS=Homo sapiens OX=9606 GN=CTSC PE=1 SV=1;H0YCY8_HUMAN Dipeptidyl peptidase 1 OS=Homo sapiens OX=9606 GN=CTSC PE=1 SV=9;A0A7I2V6E3_HUMAN Cathepsin C OS=Homo sapiens OX=9606 GN=CTSC PE=1 SV=1;B4DJQ8_HUMAN Dipeptidyl p16 2 2 2 6.3 33.913 36962000 0 0 2310100 0 0
A0A7I2V697;A0A7I2V4T9;A0A7I2V2U2;B4DEA6;A0A7I2V5Z3;A0A7I2V588;O43765;K7EMD6Small glutamine-rich tetratricopeptide repeat-containing protein alphaSGTA A0A7I2V697_HUMAN Small glutamine rich tetratricopeptide repeat co-chaperone alpha OS=Homo sapiens OX=9606 GN=SGTA PE=1 SV=1;A0A7I2V4T9_HUMAN Small glutamine rich tetratricopeptide repeat co-chaperone alpha OS=Homo sapiens OX=9606 GN=SGTA PE=1 SV=1;A0A7I2V28 5 5 5 21.8 28.54 6.61E+08 396580000 6047300 55114000 33049000 503940
A0A7I2V351;A0A7I2V487;Q7Z726;A8K7D9;A0A7I2YQE1;P52292;A0A7I2V3Z3;J3QLL0;J3KS65Importin subunit alpha;Importin subunit alpha-1KPNA2 A0A7I2V351_HUMAN Importin subunit alpha OS=Homo sapiens OX=9606 GN=KPNA2 PE=1 SV=1;A0A7I2V487_HUMAN Importin subunit alpha OS=Homo sapiens OX=9606 GN=KPNA2 PE=1 SV=1;Q7Z726_HUMAN Importin subunit alpha OS=Homo sapiens OX=9606 GN=KPNA2 PE=1 SV=1;A8K7D9_HUMA9 4 4 4 9.9 55.086 3.2E+08 119060000 39578000 15234000 5669700 1884700
A0A7I2V365;A0A7I2V4I0;A0A7I2V692;A0A7I2V4H7;A0A7I2V4A6;H7BYJ3;A0A7I2YQJ8;A0A7I2V2G7CIT A0A7I2V365_HUMAN Citron rho-interacting serine/threonine kinase OS=Homo sapiens OX=9606 GN=CIT PE=1 SV=1;A0A7I2V4I0_HUMAN Citron rho-interacting serine/threonine kinase OS=Homo sapiens OX=9606 GN=CIT PE=1 SV=1;A0A7I2V692_HUMAN Citron rho-interacting serine8 10 10 2 6.4 177.09 1.26E+08 4356600 89799000 1301300 44913 925760
E9PP11;A0A7I2V604;B7Z6T6;E9PPZ2;B3KTP2;A0A8V8TQ95;B3KU93;B7Z4B2;A0A7I2V389;E9PLK3;B7Z899;A0A7I2V3W8;A6NEC2;P55786Puromycin-sensitive aminopeptidase-like protein;Puromycin-sensitive aminopeptidaseNPEPPS;NPEPPSL1 E9PP11_HUMAN Aminopeptidase puromycin sensitive (Fragment) OS=Homo sapiens OX=9606 GN=NPEPPS PE=1 SV=1;A0A7I2V604_HUMAN Aminopeptidase puromycin sensitive OS=Homo sapiens OX=9606 GN=NPEPPS PE=1 SV=1;B7Z6T6_HUMAN cDNA FLJ58835, highly similar to Puromycin-s14 1 1 1 6.5 22.302 17270000 5342000 0 1570000 485630 0
A0A7I2V3A1;Q9UES0;A0A7I2V4L6;B5BU81;A4D2J0;A0A7I2V3V7;O15498;H7C3K7Synaptobrevin homolog YKT6YKT6 A0A7I2V3A1_HUMAN YKT6 v-SNARE homolog OS=Homo sapiens OX=9606 GN=YKT6 PE=1 SV=1;Q9UES0_HUMAN SNARE protein Ykt6 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A7I2V4L6_HUMAN YKT6 v-SNARE homolog OS=Homo sapiens OX=9606 GN=YKT6 PE=1 SV=1;B5BU81_HUMAN YKT6 v8 2 2 2 9.4 20.129 11341000 0 0 1031000 0 0
A0A7I2V428;C9JLB1;A0A7I2V3F3;P19338;H7BY16;A0A7I2V5M5;A0A7I2V2U7;B3KTP9;A0A7I2V699;Q9BQ02;B3KM80;A0A7I2V349;A0A7I2V506;Q6ZS99;A0A7I2V2S8Nucleolin NCL A0A7I2V428_HUMAN Nucleolin OS=Homo sapiens OX=9606 GN=NCL PE=1 SV=1;C9JLB1_HUMAN Nucleolin OS=Homo sapiens OX=9606 GN=NCL PE=1 SV=2;A0A7I2V3F3_HUMAN Nucleolin OS=Homo sapiens OX=9606 GN=NCL PE=1 SV=1;NUCL_HUMAN Nucleolin OS=Homo sapiens OX=9606 GN=NCL PE=115 34 34 34 39.8 74.739 4.61E+10 16708000000 720000000 1.32E+09 477380000 20571000
P60228;A0A7I2V3I0;Q6IAX5;A0A7I2V3S3;A0A7I2V2H9;A0A7I2V2W0;A0A7I2V4B4;A0A7I2V5Z6;B2R806;A0A7I2V3I2;B3KW56;E5RGA2;H0YBP5;A0A7I2V5P9;A0A7I2V4G3;E5RHS5;A0A161SXE1;A0A7I2V570;A0A7I2V429;A0A7I2V3W9;H0YBR5;A0A7I2V2Q9;H0YAW4;A0A7I2V5K7;A0A7I2V2S9;E5RII3;E5RJ25;E5RIP5Eukaryotic translation initiation factor 3 subunit EEIF3E EIF3E_HUMAN Eukaryotic translation initiation factor 3 subunit E OS=Homo sapiens OX=9606 GN=EIF3E PE=1 SV=1;A0A7I2V3I0_HUMAN Eukaryotic translation initiation factor 3 subunit E OS=Homo sapiens OX=9606 GN=EIF3E PE=1 SV=1;Q6IAX5_HUMAN Eukaryotic translation28 26 26 26 68.5 52.22 1.03E+10 531040000 5934800000 3.67E+08 18966000 211960000
A0A7I2V647;A0A7I2V3P9;A0A7I2V382;A0A7I2V3Z6;H0YAE3;A0A7I2V481;A0A7I2V3R7;A0A7I2V547;A0A7I2YQL7A0A7I2V647_HUMAN G3BP stress granule assembly factor 2 OS=Homo sapiens OX=9606 GN=G3BP2 PE=1 SV=1;A0A7I2V3P9_HUMAN G3BP stress granule assembly factor 2 OS=Homo sapiens OX=9606 GN=G3BP2 PE=1 SV=19 6 1 1 23.4 40.197 0 0 0 0 0 0
A0A7I2V457;Q96RS6 NudC domain-containing protein 1NUDCD1 A0A7I2V457_HUMAN NudC domain-containing protein 1 OS=Homo sapiens OX=9606 GN=NUDCD1 PE=1 SV=1;NUDC1_HUMAN NudC domain-containing protein 1 OS=Homo sapiens OX=9606 GN=NUDCD1 PE=1 SV=22 2 2 2 4.2 53.776 28068000 0 0 1169500 0 0
Q9HBQ7;A0A7I2V484;A0A7I2V5M3;B3KQK4;A5PLM9;P07711 Cathepsin L1;Cathepsin L1 heavy chain;Cathepsin L1 light chainCTSL;CTSL1 Q9HBQ7_HUMAN Cathepsin L, isoform CRA_b OS=Homo sapiens OX=9606 GN=CTSL PE=2 SV=1;A0A7I2V484_HUMAN Cathepsin L OS=Homo sapiens OX=9606 GN=CTSL PE=1 SV=1;A0A7I2V5M3_HUMAN Cathepsin L OS=Homo sapiens OX=9606 GN=CTSL PE=1 SV=1;B3KQK4_HUMAN cDNA FLJ90619 fis, 6 1 1 1 9.3 16.838 7428500 0 0 1485700 0 0
Q6PJ96;A0A7I2V4I5;Q5T200;A0A087WX14 Zinc finger CCCH domain-containing protein 13ZC3H13 Q6PJ96_HUMAN ZC3H13 protein (Fragment) OS=Homo sapiens OX=9606 GN=ZC3H13 PE=2 SV=1;A0A7I2V4I5_HUMAN Zinc finger CCCH-type containing 13 OS=Homo sapiens OX=9606 GN=ZC3H13 PE=1 SV=1;ZC3HD_HUMAN Zinc finger CCCH domain-containing protein 13 OS=Homo sapiens OX4 2 2 2 7.8 32.523 9688000 0 0 645870 0 0
A0A7I2V4L7;B1ANR0;Q6IQ30;Q13310;A0A7I2V5W9;H0Y5F5;A0A7I2V598;H0YEQ8;Q15164;H0YCC8;A0A7I2V4V6;Q59GZ7;H0YEU6;Q53GL4;Q147Y3;Q3B867Polyadenylate-binding protein;Polyadenylate-binding protein 4PABPC4 A0A7I2V4L7_HUMAN Polyadenylate-binding protein OS=Homo sapiens OX=9606 GN=PABPC4 PE=1 SV=1;B1ANR0_HUMAN Polyadenylate-binding protein OS=Homo sapiens OX=9606 GN=PABPC4 PE=1 SV=1;Q6IQ30_HUMAN Polyadenylate-binding protein OS=Homo sapiens OX=9606 GN=PABPC4 P16 12 4 4 25.8 66.499 81330000 3722000 26623000 2464500 112790 806770
A0A7I2V4V1 A0A7I2V4V1_HUMAN Peptidyl-prolyl cis-trans isomerase OS=Homo sapiens OX=9606 GN=PPIA PE=1 SV=1 1 4 1 1 85 6.4271 99451000 39617000 0 24863000 9904300 0
A0A7I2V4X1;Q9Y6X0 SET-binding protein SETBP1 A0A7I2V4X1_HUMAN SET binding protein 1 OS=Homo sapiens OX=9606 GN=SETBP1 PE=1 SV=1;SETBP_HUMAN SET-binding protein OS=Homo sapiens OX=9606 GN=SETBP1 PE=1 SV=32 1 1 1 0.5 169.24 0 0 0 0 0 0
P30419;A0A7I2V539;Q96HI4;A0A7I2V3X4;A0A7I2V3U5;A0A7I2V4Y5;B7Z8J4;K7EN82;Q9Y465;B4DXS1;A0A7I2V3M5;B3KT39;B4DHU9;Q5VUC6;K7EN42;Q5VUC7;B2RCF3;O60551;A4FU65Glycylpeptide N-tetradecanoyltransferase 1;Glycylpeptide N-tetradecanoyltransferaseNMT1 NMT1_HUMAN Glycylpeptide N-tetradecanoyltransferase 1 OS=Homo sapiens OX=9606 GN=NMT1 PE=1 SV=2;A0A7I2V539_HUMAN Glycylpeptide N-tetradecanoyltransferase OS=Homo sapiens OX=9606 GN=NMT1 PE=1 SV=1;Q96HI4_HUMAN Glycylpeptide N-tetradecanoyltransferase (Fragm19 9 9 9 22.4 56.806 4.17E+08 172000000 84977000 19879000 8190300 4046500
P26358;A0A7I2V5D0;A0A7I2YQQ0;A0A7I2YQA8;A0A7I2V490;Q59FP7;A0A7I2V5F1;I6L9H2;A0A7I2V5F6;B3KVA0;K7ENW7;A0A7I2V311;A0A7I2V2G5;K7EJL0;K7EMU8;A0A7I2V3F8;K7ENQ6;K7ERQ1DNA (cytosine-5)-methyltransferase 1;DNA (cytosine-5)-methyltransferaseDNMT1 DNMT1_HUMAN DNA (cytosine-5)-methyltransferase 1 OS=Homo sapiens OX=9606 GN=DNMT1 PE=1 SV=2;A0A7I2V5D0_HUMAN DNA (cytosine-5)-methyltransferase OS=Homo sapiens OX=9606 GN=DNMT1 PE=1 SV=1;A0A7I2YQQ0_HUMAN DNA (cytosine-5)-methyltransferase OS=Homo sapiens O18 25 25 25 16.9 183.16 1.48E+09 116740000 531410000 19411000 1536000 6992300
G3V4F7;A0A7P0PJI2;B4DDS7;A0A7I2V5K0;P61011;G3V480;A0A7I2V584;A0A7I2V5S0Signal recognition particle 54 kDa proteinSRP54 G3V4F7_HUMAN Signal recognition particle 54 kDa protein OS=Homo sapiens OX=9606 GN=SRP54 PE=1 SV=1;A0A7P0PJI2_HUMAN Signal recognition particle 54 kDa protein OS=Homo sapiens OX=9606 GN=SRP54 PE=1 SV=1;B4DDS7_HUMAN Signal recognition particle 54 kDa protei8 12 12 12 27.5 48.67 3.52E+08 64161000 0 13050000 2376300 0
Q04637;Q4LE58;B2RU06;B2RU10;A0A7I2Y1C3;B4DGF1;B4DSI9;Q96I65;C9J6B6;C9JF13;H7C044;A0A6Q8PFB2;C9JHW9;F8WCF2;O95065;H7C0V6;A0A0A0MSA7;Q59GJ0;A0A0U1RQK7;A0A8I5KT99;A0A8J9G7U8;A0A804HJV5;A0A8I5QJH9;A0A8I5KV92;B4DXR2;B1AN91;REV__J3KQX6;REV__C9JQZ6;REV__Q86XB5;B1AN92;REV__F5H7J8;REV__Q8NEG2;O43432Eukaryotic translation initiation factor 4 gamma 1EIF4G1;EIF4G1 variant proteinIF4G1_HUMAN Eukaryotic translation initiation factor 4 gamma 1 OS=Homo sapiens OX=9606 GN=EIF4G1 PE=1 SV=4;Q4LE58_HUMAN eIF4G1 variant protein (Fragment) OS=Homo sapiens OX=9606 GN=EIF4G1 variant protein PE=2 SV=1;B2RU06_HUMAN eIF4G1 protein OS=Homo sapien33 20 20 1 14.6 175.49 1.14E+09 162430000 363310000 16739000 2388700 5342800
A0A7I2YQ95;H7C4F6;O00629;A0A7I2V340;A0A7I2V333 Importin subunit alpha-3 KPNA4 A0A7I2YQ95_HUMAN Importin subunit alpha OS=Homo sapiens OX=9606 GN=KPNA4 PE=1 SV=1;H7C4F6_HUMAN Importin subunit alpha OS=Homo sapiens OX=9606 GN=KPNA4 PE=1 SV=2;IMA3_HUMAN Importin subunit alpha-3 OS=Homo sapiens OX=9606 GN=KPNA4 PE=1 SV=1;A0A7I2V340_HUMA5 4 2 2 9.4 53.034 5.27E+08 174240000 19690000 35144000 11616000 1312700
Q13347;A0A7I2YQF8;Q53HU7;Q5U0F4;A0A7I2V3U3;A0A7P0MRT9;A0A7I2YQI2;A0A7I2V613;A0A7I2V607;A0A7I2V3N2;A0A7I2V2M3;A0A7I2V640;A0A7I2V685;A0A7I2YQC8;A0A7I2YQT9;A0A7I2YQU2;A0A7I2V5V8;Q5TFK1;A0A7I2YQI6;A0A7I2V4S8;A0A7I2V3K6;A0A7I2V4C2;A0A7I2YQP9;A0A7I2V391;A0A7I2YQN1;Q9P1D9;A0A7I2V5E4;A0A7I2V3T4;A0A7I2YQX4;A0A7I2V415Eukaryotic translation initiation factor 3 subunit IEIF3I EIF3I_HUMAN Eukaryotic translation initiation factor 3 subunit I OS=Homo sapiens OX=9606 GN=EIF3I PE=1 SV=1;A0A7I2YQF8_HUMAN Eukaryotic translation initiation factor 3 subunit I OS=Homo sapiens OX=9606 GN=EIF3I PE=1 SV=1;Q53HU7_HUMAN Eukaryotic translation30 17 17 17 73.2 36.501 1.3E+10 1003600000 7202500000 6.82E+08 52824000 379080000
J3QR09;J3KTE4;Q53G49;A0A7I2YQG2;P84098;Q8IWR8;A0A7I2V638;A0A7I2V4U6;A0A7I2V2L0;A0A7I2V512Ribosomal protein L19;60S ribosomal protein L19RPL19 J3QR09_HUMAN Ribosomal protein L19 OS=Homo sapiens OX=9606 GN=RPL19 PE=1 SV=1;J3KTE4_HUMAN Ribosomal protein L19 OS=Homo sapiens OX=9606 GN=RPL19 PE=1 SV=1;Q53G49_HUMAN Ribosomal protein L19 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A7I2YQG2_HUMAN Rib10 4 4 4 21.2 23.134 2.41E+09 689850000 84460000 4.02E+08 114970000 14077000
A0A7I2YQN2;Q05CK9;O60506;A0A7I2V4Z0;Q59GL1;B2R8Z8;A0A7I2V346;B7Z645;A0A7I2V2F2;A0A7I2V309;A0A7I2V5Q6;A0A7I2YQV8;B7Z213;F6UXX1;Q6MZS5;Q0VGD6;B2R7W4;O43390;A0A6Q8PH31;B4DMB1;A0A6Q8PEX7;A0A7I2V4J0;A0A6Q8PH35;B4DT28;B4DMD1;A0A6Q8PHG0;H0YAA0;A0A7I2V2F0Heterogeneous nuclear ribonucleoprotein QSYNCRIP A0A7I2YQN2_HUMAN Synaptotagmin binding cytoplasmic RNA interacting protein OS=Homo sapiens OX=9606 GN=SYNCRIP PE=1 SV=1;Q05CK9_HUMAN SYNCRIP protein (Fragment) OS=Homo sapiens OX=9606 GN=SYNCRIP PE=2 SV=1;HNRPQ_HUMAN Heterogeneous nuclear ribonucleoprotein28 21 21 21 40.6 62.527 2.39E+09 440140000 14412000 82361000 15177000 496950
Q13283;Q5U0Q1;Q6FI03;A0A7I2YQN9;A0A7I2V5M7;Q53HH4;Q32P45;A0A7P0P2U7;A0A7I2YQU8;A0A7I2V651;B7Z8K4;Q6ZP53;A0A7I2V548;A0A7I2V2S5;E5RJU8;E5RH42;E5RIF8;A0A7I2V565;A0A7I2YQH0;A0A7I2V4Y8;A0A7I2YQM1;A0A7I2V2V1;A0A7I2V3C4;A0A7I2V2X7;A0A7I2V4D8;E5RH00;A0A7I2V326;A0A7I2V533;A0A7I2V494;A0A7I2YQQ8;A0A7I2YQB1;A0A7I2V496;A0A7I2V5H1;A0A7I2YQF2;E5RI46Ras GTPase-activating protein-binding protein 1G3BP1;DKFZp686L1159;G3BPG3BP1_HUMAN Ras GTPase-activating protein-binding protein 1 OS=Homo sapiens OX=9606 GN=G3BP1 PE=1 SV=1;Q5U0Q1_HUMAN Ras-GTPase-activating protein SH3-domain-binding protein OS=Homo sapiens OX=9606 GN=G3BP PE=2 SV=1;Q6FI03_HUMAN G3BP protein OS=Homo sapiens35 16 16 15 46.4 52.164 1.99E+09 447630000 69244000 90332000 20347000 3147500
Q8N2U3;A0A7P0MNE9;Q7Z5F4;P35030;A0A7P0MP65 Trypsin-3 PRSS3 Q8N2U3_HUMAN PRSS3 protein (Fragment) OS=Homo sapiens OX=9606 GN=PRSS3 PE=1 SV=1;A0A7P0MNE9_HUMAN Serine protease 3 OS=Homo sapiens OX=9606 GN=PRSS3 PE=1 SV=1;Q7Z5F4_HUMAN Protease serine 4 isoform B OS=Homo sapiens OX=9606 PE=2 SV=1;TRY3_HUMAN Trypsin-3 O5 2 1 1 13.5 27.091 0 0 0 0 0 0
A0A7P0S5H5;P60866;E5RJX2;G3XAN0;E5RIP1 40S ribosomal protein S20RPS20 A0A7P0S5H5_HUMAN Small ribosomal subunit protein uS10 (Fragment) OS=Homo sapiens OX=9606 GN=RPS20 PE=1 SV=1;RS20_HUMAN Small ribosomal subunit protein uS10 OS=Homo sapiens OX=9606 GN=RPS20 PE=1 SV=1;E5RJX2_HUMAN Ribosomal protein S20 OS=Homo sapiens OX=9605 4 4 4 27.9 15.312 3.46E+09 775170000 226340000 6.92E+08 155030000 45269000
A0A7P0SNI2;Q15562 Transcriptional enhancer factor TEF-4TEAD2 A0A7P0SNI2_HUMAN Transcriptional enhancer factor TEF-5 OS=Homo sapiens OX=9606 GN=TEAD3 PE=1 SV=1;TEAD2_HUMAN Transcriptional enhancer factor TEF-4 OS=Homo sapiens OX=9606 GN=TEAD2 PE=1 SV=22 1 1 1 1.8 48.701 0 0 0 0 0 0
A0A7P0T8M5;A0A7P0TAV4;A0A7P0T8I3;A0A7P0TAC3;A0A7P0T887;Q8IYL3UPF0688 protein C1orf174C1orf174 A0A7P0T8M5_HUMAN Chromosome 1 open reading frame 174 OS=Homo sapiens OX=9606 GN=C1orf174 PE=1 SV=1;A0A7P0TAV4_HUMAN Chromosome 1 open reading frame 174 OS=Homo sapiens OX=9606 GN=C1orf174 PE=1 SV=1;A0A7P0T8I3_HUMAN Chromosome 1 open reading frame 174 OS=Ho6 1 1 1 26.4 5.4932 9325800 0 0 4662900 0 0
A0A7P0T893;Q8NE02;O43823;Q9UG73;M0QX51;A0A7P0TBC8 A-kinase anchor protein 8AKAP8;DKFZp586B1222A0A7P0T893_HUMAN A-kinase anchoring protein 8 OS=Homo sapiens OX=9606 GN=AKAP8 PE=1 SV=1;Q8NE02_HUMAN AKAP8 protein OS=Homo sapiens OX=9606 GN=AKAP8 PE=2 SV=1;AKAP8_HUMAN A-kinase anchor protein 8 OS=Homo sapiens OX=9606 GN=AKAP8 PE=1 SV=1;Q9UG73_HUMAN Unc6 2 2 2 4.4 74.846 7901400 4095900 1215700 292640 151700 45025
A0A7P0T8C6;A8K9U6;Q7Z2W4;A0A514C937;C9J6P4;Q05DV5 Zinc finger CCCH-type antiviral protein 1ZC3HAV1 A0A7P0T8C6_HUMAN Zinc finger CCCH-type containing, antiviral 1 OS=Homo sapiens OX=9606 GN=ZC3HAV1 PE=1 SV=1;A8K9U6_HUMAN cDNA FLJ76121, highly similar to Homo sapiens zinc finger CCCH-type, antiviral 1 (ZC3HAV1), transcript variant 1, mRNA OS=Homo sapiens 6 5 5 5 9.6 85.195 92311000 4444300 2590200 1964100 94560 55111
O95061;Q59ES5;B3KXH8;A0A7P0T8Z7;A0A7P0TBI9;A0A7P0Z4A2;A0A7P0Z4A5;A0A7P0T8D4;B2RAU5;A0A7P0T8S8;A0A7P0T8Z2;A0A7P0T8C7;Q9Y5X1Sorting nexin;Sorting nexin-9WISP;SNX9 O95061_HUMAN WASP interactor protein (Fragment) OS=Homo sapiens OX=9606 GN=WISP PE=2 SV=2;Q59ES5_HUMAN Sorting nexin 9 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B3KXH8_HUMAN cDNA FLJ45417 fis, clone BRHIP3033811, highly similar to Sorting nexin-13 2 2 2 7.5 34.828 29287000 0 22380000 3254100 0 2486700
P08195;A0A7P0T8F1;A0A7P0TAN7;A0A7P0Z4A0;A0A7P0T9F7;F5GZS6;A0A7P0TBF8;B4E2Z3;A0A7P0TAS6;A0A7P0T8U7;A0A7P0Z4P5;F5GZI0;A0A7P0TAT7;F5H056;H0YH36;F5H867;H0YFS2;A0A7P0T853;B4E3E4;F5H0E2;H0YFX44F2 cell-surface antigen heavy chainSLC3A2 4F2_HUMAN Amino acid transporter heavy chain SLC3A2 OS=Homo sapiens OX=9606 GN=SLC3A2 PE=1 SV=3;A0A7P0T8F1_HUMAN Solute carrier family 3 member 2 OS=Homo sapiens OX=9606 GN=SLC3A2 PE=1 SV=1;A0A7P0TAN7_HUMAN Solute carrier family 3 member 2 OS=Homo sapiens 21 3 3 3 7 67.993 57302000 0 0 1975900 0 0
Q9UBR2;A0A7P0T8I6;Q5U000;A0A7P0T989;A0A7P0T9U1;A0A7P0Z469;A0A7P0T9G9;A0A7P0T8X2;A0A7P0T900;A0A7P0TBM7;A0A7P0Z4L7;A0A7P0TB41;A0A7P0TBB5;A0A7P0Z4R9;A0A7P0TAD4;A0A7P0TAT6;A0A7P0T9U4;A0A7P0T926;A0A7P0TA25Cathepsin Z CTSZ CATZ_HUMAN Cathepsin Z OS=Homo sapiens OX=9606 GN=CTSZ PE=1 SV=1;A0A7P0T8I6_HUMAN cathepsin X OS=Homo sapiens OX=9606 GN=CTSZ PE=1 SV=1;Q5U000_HUMAN cathepsin X OS=Homo sapiens OX=9606 PE=2 SV=1;A0A7P0T989_HUMAN cathepsin X OS=Homo sapiens OX=9606 GN=CTSZ 19 3 3 3 9.6 33.868 1.68E+08 37882000 16926000 15286000 3443800 1538700
A0A7P0T8L6;A0A7P0TB52;A0A7P0TBB1;B3KN05;A0A7P0TA76;B2RBE0;O95573;F5GWH2;A0A7P0TBL9;H7BYZ7;A0A7P0T905Long-chain-fatty-acid--CoA ligase 3ACSL3 A0A7P0T8L6_HUMAN Acyl-CoA synthetase long chain family member 3 OS=Homo sapiens OX=9606 GN=ACSL3 PE=1 SV=1;A0A7P0TB52_HUMAN Acyl-CoA synthetase long chain family member 3 OS=Homo sapiens OX=9606 GN=ACSL3 PE=1 SV=1;A0A7P0TBB1_HUMAN Acyl-CoA synthetase long 11 2 1 1 3.7 62.824 21500000 3305900 0 767870 118070 0
A0A7P0T8N8;O14776;G3V220;B7Z921 Transcription elongation regulator 1TCERG1 A0A7P0T8N8_HUMAN Transcription elongation regulator 1 OS=Homo sapiens OX=9606 GN=TCERG1 PE=1 SV=1;TCRG1_HUMAN Transcription elongation regulator 1 OS=Homo sapiens OX=9606 GN=TCERG1 PE=1 SV=2;G3V220_HUMAN Transcription elongation regulator 1 OS=Homo sapiens4 14 14 14 12.6 126 6.23E+08 69668000 103710000 14830000 1658800 2469200
P27824;A0A7P0TAE9;A0A7P0T937;A0A7P0TB65;A0A7P0T840;A0A7P0T8G1;A0A7P0T9L0;D6RGY2;A0A7P0Z484;A0A7P0Z4D6;A0A7P0TAR9;Q6ZP56;Q16094;A0A7P0Z4H2;A0A7P0TAN9;A0A7P0T8N1;D6RFL1;D6RAU8;D6RAQ8;D6RD16Calnexin CANX CALX_HUMAN Calnexin OS=Homo sapiens OX=9606 GN=CANX PE=1 SV=2;A0A7P0TAE9_HUMAN Calnexin OS=Homo sapiens OX=9606 GN=CANX PE=1 SV=1;A0A7P0T937_HUMAN Calnexin OS=Homo sapiens OX=9606 GN=CANX PE=1 SV=1;A0A7P0TB65_HUMAN Calnexin OS=Homo sapiens OX=9606 GN=CANX 20 19 19 19 30.2 67.567 3.46E+09 686470000 409840000 1.08E+08 21452000 12808000
A0A9L9PXE4;A0A7P0T9U7;A0A9L9PXR5;H7C561;Q15637;B4DJU4;B4DX42;B4DSE4;C9J792;A0A9L9PXU0;Q14820;F8WEV5Splicing factor 1 SF1 A0A9L9PXE4_HUMAN Splicing factor 1 OS=Homo sapiens OX=9606 GN=SF1 PE=1 SV=1;A0A7P0T9U7_HUMAN Splicing factor 1 OS=Homo sapiens OX=9606 GN=SF1 PE=1 SV=1;A0A9L9PXR5_HUMAN Splicing factor 1 OS=Homo sapiens OX=9606 GN=SF1 PE=1 SV=1;H7C561_HUMAN Splicing factor12 10 10 10 18.3 80.672 1.9E+09 585860000 77873000 86168000 26630000 3539700
A0A804HJV8;Q75MN6;A0A7P0Z448;A0A7P0TA60;A7MBM6;H7BY37;A0A804HKS3;A0A7P0TAI3;Q8NEZ4Histone-lysine N-methyltransferase 2CMLL3;KMT2C A0A804HJV8_HUMAN Lysine methyltransferase 2C (Fragment) OS=Homo sapiens OX=9606 GN=KMT2C PE=1 SV=1;Q75MN6_HUMAN Uncharacterized protein MLL3 (Fragment) OS=Homo sapiens OX=9606 GN=MLL3 PE=4 SV=1;A0A7P0Z448_HUMAN Lysine methyltransferase 2C (Fragment) OS=Hom9 1 1 1 0.6 225.05 0 0 0 0 0 0
P14625;A0A7P0TAT8;V9HWP2;Q5CAQ5;H0YIV0;A0A7P0TAE1;A0A7P0T823;A0A7P0T917;A0A087WT78;A0A7P0TAY2;Q59FC6;B4DU71;B4DHT9;A0A7P0TBC2;Q96GW1;A0A7P0T885;A0A7P0T8R3;A0A7P0Z405;B4DQX3;Q58FF2;Q58FF3;F8W026;A0A7P0TAG4;A0A7P0Z4B4;A0A7P0T8C8;A0A7P0TAC2Endoplasmin HSP90B1;HEL-S-125m;TRA1ENPL_HUMAN Endoplasmin OS=Homo sapiens OX=9606 GN=HSP90B1 PE=1 SV=1;A0A7P0TAT8_HUMAN Heat shock protein 90 beta family member 1 OS=Homo sapiens OX=9606 GN=HSP90B1 PE=1 SV=1;V9HWP2_HUMAN Epididymis luminal protein 35 OS=Homo sapiens OX=9606 GN=HEL-S-125m PE26 35 33 33 44.5 92.468 7.33E+09 610320000 230440000 1.83E+08 15258000 5761000
P55072;A0A7P0TAW3;C9JUP7;A0A7P0T8A3;A0A7I2V540;A0A7P0T8Q5;A0A7P0TAQ1;Q96IF9;A0A7P0Z4C6;Q0IIN5;Q9NTC4;A0A7I2V2Y2;A0A7I2V5G8;Q9HAP1;Q9HAP0;A0A7P0TAY0;A0A7P0TA22;A0A7P0T9X5;A0A7P0T971;A0A7P0TBK7;A0A7P0Z4D1;A0A7P0T946;A0A7P0T8Q4;A0A7P0T8D6Transitional endoplasmic reticulum ATPaseVCP;DKFZp434K0126 TERA_HUMAN Transitional endoplasmic reticulum ATPase OS=Homo sapiens OX=9606 GN=VCP PE=1 SV=4;A0A7P0TAW3_HUMAN Transitional endoplasmic reticulum ATPase OS=Homo sapiens OX=9606 GN=VCP PE=1 SV=1;C9JUP7_HUMAN Transitional endoplasmic reticulum ATPase OS=Homo24 34 34 34 52 89.321 9.29E+09 1519900000 3231000000 2.06E+08 33775000 71800000
A0A7P0Z497;V9HWC6;P23284;A0A7P0TB45;A0A7P0T7U3 Peptidyl-prolyl cis-trans isomerase;Peptidyl-prolyl cis-trans isomerase BHEL-S-39;PPIB A0A7P0Z497_HUMAN Peptidyl-prolyl cis-trans isomerase OS=Homo sapiens OX=9606 GN=PPIB PE=1 SV=1;V9HWC6_HUMAN Peptidyl-prolyl cis-trans isomerase OS=Homo sapiens OX=9606 GN=HEL-S-39 PE=2 SV=1;PPIB_HUMAN Peptidyl-prolyl cis-trans isomerase B OS=Homo sapiens O5 10 10 10 56.9 20.21 3.94E+09 662710000 749040000 3.58E+08 60246000 68095000
Q16531;A0A7P0Z4B9;A0A7P0T965;F5GY55;B7Z2A1;A0A7P0TAK7;A0A7P0Z3Z5;A0A7P0T870;A0A7P0TB30;B4DSA8;B4DZP5;F5GWI0;A0A7P0Z4L2;F5GZY8;B7Z859;F5H2L3;F5H198;A0A7P0TAX4DNA damage-binding protein 1DDB1 DDB1_HUMAN DNA damage-binding protein 1 OS=Homo sapiens OX=9606 GN=DDB1 PE=1 SV=1;A0A7P0Z4B9_HUMAN DNA damage-binding protein 1 OS=Homo sapiens OX=9606 GN=DDB1 PE=1 SV=1;A0A7P0T965_HUMAN DNA damage-binding protein 1 OS=Homo sapiens OX=9606 GN=DDB1 PE=1 SV=18 15 15 15 14.8 126.97 5.74E+08 50746000 14235000 10432000 922650 258810
E9PQ18;A0A7P0Z4L6;Q6ZNB5 Putative short transient receptor potential channel 2-like proteinE9PQ18_HUMAN XRCC1 N-terminal domain containing 1, N-terminal like OS=Homo sapiens OX=9606 GN=XNDC1N PE=4 SV=3;A0A7P0Z4L6_HUMAN DNA-repair protein Xrcc1 N-terminal domain-containing protein OS=Homo sapiens OX=9606 GN=LOC100133315 PE=4 SV=1;XNDC1_HUMAN Prot3 1 1 1 3.8 29.495 0 0 0 0 0 0
A0A7S5C089 A0A7S5C089_HUMAN IGH c1798_heavy_IGHV4-39_IGHD6-19_IGHJ3 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 17.4 13.058 0 0 0 0 0 0
A0A7S5EVH7 A0A7S5EVH7_HUMAN IGH c44_heavy_IGHV1-69_IGHD5-24_IGHJ6 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 10.3 13.677 0 0 0 0 0 0
A0A7U3L5H2;O43320 Fibroblast growth factor 16FGF16 A0A7U3L5H2_HUMAN Fibroblast growth factor OS=Homo sapiens OX=9606 GN=FGF4C PE=3 SV=1;FGF16_HUMAN Fibroblast growth factor 16 OS=Homo sapiens OX=9606 GN=FGF16 PE=1 SV=12 1 1 1 5.3 23.759 0 0 0 0 0 0
F6WIT2;A6PVN5;A0A804CD06;Q15257;Q5T949;B4DZF8;A6PVN7;A6PVN8;C9IZ76;A6PVN6;B7ZBQ0;Q68CR8;B4DLX5Serine/threonine-protein phosphatase 2A activatorPPP2R4 F6WIT2_HUMAN Serine/threonine-protein phosphatase 2A activator OS=Homo sapiens OX=9606 GN=PTPA PE=1 SV=1;A6PVN5_HUMAN Serine/threonine-protein phosphatase 2A activator OS=Homo sapiens OX=9606 GN=PTPA PE=1 SV=1;A0A804CD06_HUMAN Serine/threonine-protein phos13 4 4 4 16 32.936 68201000 53822000 0 4871500 3844500 0
A0A804HHS8;C9J1X0;A4D1P6;A0A804HJP3;A0A804HI90;A0A804HKV2WD repeat-containing protein 91WDR91 A0A804HHS8_HUMAN WD repeat-containing protein 91 OS=Homo sapiens OX=9606 GN=WDR91 PE=1 SV=1;C9J1X0_HUMAN WD repeat-containing protein 91 OS=Homo sapiens OX=9606 GN=WDR91 PE=1 SV=1;WDR91_HUMAN WD repeat-containing protein 91 OS=Homo sapiens OX=9606 GN=WDR916 2 2 2 3.3 77.197 29792000 0 0 805180 0 0
A0A804HIB8;A0A804HKC5;Q53HD9;Q53GE7;Q99614;H0YB37;A0A804HHT7;A0A804HKI4Tetratricopeptide repeat protein 1TTC1 A0A804HIB8_HUMAN Tetratricopeptide repeat domain 1 OS=Homo sapiens OX=9606 GN=TTC1 PE=1 SV=1;A0A804HKC5_HUMAN Tetratricopeptide repeat domain 1 OS=Homo sapiens OX=9606 GN=TTC1 PE=1 SV=1;Q53HD9_HUMAN Tetratricopeptide repeat domain 1 variant (Fragment) OS=H8 4 4 4 21.7 22.081 1.7E+08 116220000 0 15461000 10565000 0
A0A804HJS2;A0A804HIQ1;Q9NZJ4 Sacsin SACS A0A804HJS2_HUMAN Sacsin molecular chaperone OS=Homo sapiens OX=9606 GN=SACS PE=1 SV=1;A0A804HIQ1_HUMAN Sacsin molecular chaperone OS=Homo sapiens OX=9606 GN=SACS PE=1 SV=1;SACS_HUMAN Sacsin OS=Homo sapiens OX=9606 GN=SACS PE=1 SV=23 1 1 1 0.4 245.63 0 0 0 0 0 0
A0A804HLK9;A0A804HJ09;Q14126;A0A804HJQ3;J3KSI6;A0A804HIA2Desmoglein-2 DSG2 A0A804HLK9_HUMAN Desmoglein 2 (Fragment) OS=Homo sapiens OX=9606 GN=DSG2 PE=1 SV=1;A0A804HJ09_HUMAN Desmoglein 2 (Fragment) OS=Homo sapiens OX=9606 GN=DSG2 PE=1 SV=1;DSG2_HUMAN Desmoglein-2 OS=Homo sapiens OX=9606 GN=DSG2 PE=1 SV=2;A0A804HJQ3_HUMAN Desmogl6 2 2 2 9.2 34.212 19448000 0 3005700 1389200 0 214690
B7Z2C0;Q68DV6;E9PP16;B7Z7G3;A0A804HJY3;A0A804HKA2;Q8ND30Liprin-beta-2 DKFZp781K06126;PPFIBP2B7Z2C0_HUMAN cDNA FLJ59621, highly similar to Liprin-beta-2 OS=Homo sapiens OX=9606 PE=2 SV=1;Q68DV6_HUMAN Uncharacterized protein DKFZp781K06126 OS=Homo sapiens OX=9606 GN=DKFZp781K06126 PE=2 SV=1;E9PP16_HUMAN PPFIA binding protein 2 OS=Homo sapiens OX=967 1 1 1 2.1 57.904 0 0 0 0 0 0
A0A804HL72;A0A804HK76;O75369;A0A804HJC2;Q68CT4;E7EN95Filamin-B FLNB A0A804HL72_HUMAN Filamin B OS=Homo sapiens OX=9606 GN=FLNB PE=1 SV=1;A0A804HK76_HUMAN Filamin B OS=Homo sapiens OX=9606 GN=FLNB PE=1 SV=1;FLNB_HUMAN Filamin-B OS=Homo sapiens OX=9606 GN=FLNB PE=1 SV=2;A0A804HJC2_HUMAN Filamin B OS=Homo sapiens OX=9606 GN=F6 11 3 3 4.4 243.09 28930000 14463000 0 231440 115700 0
O00170;A5JGZ4;D0EKE5;C0JXB8;C0JXB9;C8CHN4;C8CK04;C8CK05;D0EKE4;D0EKE6;D5LTB3;B7SBB1;A0A804HKH9;A0A804HJ38;A0A804HIX8;A0A804HKK3;D2CVN5;V9GYQ3;E9PMH2;A0A804HKP8;A0A804HKL7;A0A804HJ46;D0EKE7;A7KS92;A8BQF1;A3RDR8;E5L4L0;A7YDK7;B3TMT2;A7KS94;A7YDK1AH receptor-interacting protein;Peptidyl-prolyl cis-trans isomeraseAIP AIP_HUMAN AH receptor-interacting protein OS=Homo sapiens OX=9606 GN=AIP PE=1 SV=3;A5JGZ4_HUMAN peptidylprolyl isomerase (Fragment) OS=Homo sapiens OX=9606 GN=AIP PE=4 SV=1;D0EKE5_HUMAN peptidylprolyl isomerase OS=Homo sapiens OX=9606 GN=AIP PE=4 SV=1;C0JX31 7 7 7 23 37.664 2.52E+08 157490000 0 14847000 9264300 0
A0A8C8MUD1;Q12904;A0A804HJ47;B4DNK3;A0A5F9ZHC5;A0A8C8KIA0;D6R937Aminoacyl tRNA synthase complex-interacting multifunctional protein 1;Endothelial monocyte-activating polypeptide 2AIMP1 A0A8C8MUD1_HUMAN Aminoacyl tRNA synthetase complex interacting multifunctional protein 1 OS=Homo sapiens OX=9606 GN=AIMP1 PE=1 SV=1;AIMP1_HUMAN Aminoacyl tRNA synthase complex-interacting multifunctional protein 1 OS=Homo sapiens OX=9606 GN=AIMP1 PE=1 SV=27 6 6 6 34 28.43 3.32E+08 100030000 0 20737000 6251900 0
Q6UX04;A0A8I5KY88;A0A8I5KX65;A0A8I5KZ67;A0A8I5KP46;A0A8I5KQK1;D6REK3;A0A8I5KU89;A0A8I5KUW8;A0A8I5KQW2;A0A8I5KRF5;A0A8I5KRH9;A0A8I5KXM7;A0A8I5KT14;A0A8I5KPF6;A0A8I5KW10;A0A8I5KST0;A0A8I5KUR8Peptidyl-prolyl cis-trans isomerase CWC27 homologCWC27 CWC27_HUMAN Spliceosome-associated protein CWC27 homolog OS=Homo sapiens OX=9606 GN=CWC27 PE=1 SV=1;A0A8I5KY88_HUMAN CWC27 spliceosome associated cyclophilin OS=Homo sapiens OX=9606 GN=CWC27 PE=1 SV=1;A0A8I5KX65_HUMAN CWC27 spliceosome associated cyclophil18 2 2 2 5.5 53.846 21761000 4263000 5306300 1208900 236830 294790
O75534;Q9GZV0;A0A8I5QKX0;A0A8I5KV85;A0A8I5KPJ6;A0A8I5KXH5;A0A8I5KW72;A0A8I5KPC0;A0A8I5QJA6;A0A8I5KXL1;Q96L66;A0A8I5KTQ3;A0A8I5KYL8;E9PNG3;E9PLT0;A0A8I5KWW0;A0A8I5KPQ8;A0A8I5KS07;A0A8I5KW29;A0A8I5KYL4;A0A8I5KNL1;Q9UG93;Q8WU01;E9PLD4;E9PKN4;Q9UG12;A0A8I5KYY8;E9PJK7Cold shock domain-containing protein E1CSDE1;UNR CSDE1_HUMAN Cold shock domain-containing protein E1 OS=Homo sapiens OX=9606 GN=CSDE1 PE=1 SV=2;Q9GZV0_HUMAN cDNA FLJ12454 fis, clone NT2RM1000555, highly similar to UNR PROTEIN OS=Homo sapiens OX=9606 PE=2 SV=1;A0A8I5QKX0_HUMAN Cold shock domain containing28 26 26 26 32.6 88.884 1.64E+09 891280000 47491000 35749000 19376000 1032400
P00387;A0A8J8YWN6;A0A8I5KW26;A0A8I5KR71;A0A8I5QKX1;A0A8J8Z3C6;Q6ZVI6;A0A8I5KYU1;A0A8I5QKT9;A0A8I5KPU0;B1AHF3;A0A8I5KVD2;A0A8I5QKL2;A0A087WZB1;A0A8I5KUA5;A0A8I5KTF9;A0A8I5KNV1;A0A8I5KXI5NADH-cytochrome b5 reductase 3;NADH-cytochrome b5 reductase 3 membrane-bound form;NADH-cytochrome b5 reductase 3 soluble form;NADH-cytochrome b5 reductaseCYB5R3 NB5R3_HUMAN NADH-cytochrome b5 reductase 3 OS=Homo sapiens OX=9606 GN=CYB5R3 PE=1 SV=3;A0A8J8YWN6_HUMAN cytochrome-b5 reductase OS=Homo sapiens OX=9606 GN=CYB5R3 PE=1 SV=1;A0A8I5KW26_HUMAN cytochrome-b5 reductase OS=Homo sapiens OX=9606 GN=CYB5R3 PE=1 SV=118 8 8 8 29.2 34.234 4.84E+08 209000000 14471000 34543000 14928000 1033700
A0A8I5KS71;Q5VXV3;Q01105;A0A8I5KTZ2 Protein SET SET A0A8I5KS71_HUMAN SET nuclear proto-oncogene OS=Homo sapiens OX=9606 GN=SET PE=1 SV=1;Q5VXV3_HUMAN SET OS=Homo sapiens OX=9606 GN=SET PE=2 SV=1;SET_HUMAN Protein SET OS=Homo sapiens OX=9606 GN=SET PE=1 SV=34 8 1 1 54.1 26.779 1.35E+08 53522000 0 19285000 7646000 0
A0A8I5KSP1;A0A8I5KWU3;Q6PKG0;E5RH50;A0A0B4J210;H0YC33;E5RHK4;H0YAN4;H0YBW1La-related protein 1 LARP1 A0A8I5KSP1_HUMAN La ribonucleoprotein 1, translational regulator OS=Homo sapiens OX=9606 GN=LARP1 PE=1 SV=1;A0A8I5KWU3_HUMAN La ribonucleoprotein 1, translational regulator OS=Homo sapiens OX=9606 GN=LARP1 PE=1 SV=1;LARP1_HUMAN La-related protein 1 OS=Homo9 5 5 5 7.3 99.122 1.26E+08 0 7085400 2573000 0 144600
A0A8I5KSY3;D6RFH4;A0A8I5QKN7;A0A8I5KYK4;J3QR91;A0A8I5KSY8;O43169;A0A8I5KX20;A0A8I5QJ67;Q5HYD9;A0A8I5KP74;H3BUX2;A0A8I5KVH4Cytochrome b5 type B CYB5B;DKFZp686M0619A0A8I5KSY3_HUMAN Cytochrome b5 type B OS=Homo sapiens OX=9606 GN=CYB5B PE=1 SV=1;D6RFH4_HUMAN Cytochrome b5 type B OS=Homo sapiens OX=9606 GN=CYB5B PE=1 SV=3;A0A8I5QKN7_HUMAN Cytochrome b5 type B OS=Homo sapiens OX=9606 GN=CYB5B PE=1 SV=1;A0A8I5KYK4_HUMAN 13 3 3 3 40.4 12.481 41853000 6827400 0 10463000 1706800 0
A0A8I5KSZ3;A0A8I5KUI4;A0A8Q3WK75;A0A8Q3SHH4;A0A8Q3SHF1;H0YA82;A0A8Q3SHG9;A0A8Q3SHN7;Q4G0J3;D6R9Z6;D6RFF0;A0A8I5KYN2;A0A8I5KQG7La-related protein 7 LARP7 A0A8I5KSZ3_HUMAN La-related protein 7 OS=Homo sapiens OX=9606 GN=LARP7 PE=1 SV=1;A0A8I5KUI4_HUMAN La ribonucleoprotein 7, transcriptional regulator OS=Homo sapiens OX=9606 GN=LARP7 PE=1 SV=1;A0A8Q3WK75_HUMAN La-related protein 7 OS=Homo sapiens OX=9606 GN=13 3 3 3 7.9 54.674 64305000 5038400 16660000 2572200 201540 666380
A0A8I5QKW0;E9PKK4;G3V1A9;A0A8I5KT00;P42695 Condensin-2 complex subunit D3NCAPD3 A0A8I5QKW0_HUMAN Non-SMC condensin II complex subunit D3 (Fragment) OS=Homo sapiens OX=9606 GN=NCAPD3 PE=1 SV=1;E9PKK4_HUMAN Non-SMC condensin II complex subunit D3 OS=Homo sapiens OX=9606 GN=NCAPD3 PE=1 SV=1;G3V1A9_HUMAN Condensin-2 complex subunit D3 OS=5 1 1 1 5.4 31.185 0 0 0 0 0 0
A0A8I5KY79;E9PP78;A0A8I5KZ12;A0A8I5KU12;A0A8I5QL46;A0A8I5KUS8;A0A8J9AK24;A0A8I5KTW5;Q96CU9FAD-dependent oxidoreductase domain-containing protein 1FOXRED1 A0A8I5KY79_HUMAN FAD dependent oxidoreductase domain containing 1 OS=Homo sapiens OX=9606 GN=FOXRED1 PE=1 SV=1;E9PP78_HUMAN FAD dependent oxidoreductase domain containing 1 OS=Homo sapiens OX=9606 GN=FOXRED1 PE=1 SV=1;A0A8I5KZ12_HUMAN FAD dependent oxidore9 1 1 1 10.7 16.585 0 0 0 0 0 0
A0A8I5KUD9;Q9UQ13;X6RI37;B4DDN9;A0A8I5KUQ6;A0A8I5QJS4Leucine-rich repeat protein SHOC-2SHOC2 A0A8I5KUD9_HUMAN SHOC2 leucine rich repeat scaffold protein OS=Homo sapiens OX=9606 GN=SHOC2 PE=1 SV=1;SHOC2_HUMAN Leucine-rich repeat protein SHOC-2 OS=Homo sapiens OX=9606 GN=SHOC2 PE=1 SV=2;X6RI37_HUMAN SHOC2 leucine rich repeat scaffold protein OS=Homo6 2 2 2 4.4 57.934 50109000 0 9590600 2386100 0 456690
A0A8I5KUE3;A0A8I5KYZ1;E9PMV1;Q15149;A0A8I5KSD5;H0YDN1;Q96IE3;A0A075B730;P58107Plectin PLEC A0A8I5KUE3_HUMAN Plectin OS=Homo sapiens OX=9606 GN=PLEC PE=1 SV=1;A0A8I5KYZ1_HUMAN Plectin OS=Homo sapiens OX=9606 GN=PLEC PE=1 SV=1;E9PMV1_HUMAN Plectin OS=Homo sapiens OX=9606 GN=PLEC PE=1 SV=2;PLEC_HUMAN Plectin OS=Homo sapiens OX=9606 GN=PLEC PE=1 SV=9 90 90 89 21.5 513.72 3.69E+09 1051800000 827830000 13164000 3756400 2956500
P35579;A0A8I5KWT8;A0A0U4BW16;Q86XU5;B4E3S1;Q6ZNL4;Q99529;A0A8I5KYI1;Q5BKV1;A0A8I5KU92;Q7Z7R0;B1AH99;A0A494C024;O14794;Q2PS10;O14729;Q68D89;A0A2R8Y4C3;REV__B4DQZ7;REV__S4R3H4;REV__E7EQT4;REV__Q9UKV3;Q9UMJ0Myosin-9 MYH9 MYH9_HUMAN Myosin-9 OS=Homo sapiens OX=9606 GN=MYH9 PE=1 SV=4;A0A8I5KWT8_HUMAN Myosin heavy chain 9 OS=Homo sapiens OX=9606 GN=MYH9 PE=1 SV=1;A0A0U4BW16_HUMAN Non-muscle myosin heavy chain 9 OS=Homo sapiens OX=9606 GN=MYH9 PE=2 SV=1;Q86XU5_HUMAN MYH9 prote23 89 89 73 48.2 226.53 1.72E+10 287680000 5905200000 1.66E+08 2766200 56781000
A0A8I5KZ38;P35580;Q9UE82;G1UI33;A0A8I5KSC2;A0A8I5KTT7 Myosin-10 MYH10 A0A8I5KZ38_HUMAN Myosin heavy chain 10 OS=Homo sapiens OX=9606 GN=MYH10 PE=1 SV=1;MYH10_HUMAN Myosin-10 OS=Homo sapiens OX=9606 GN=MYH10 PE=1 SV=36 25 15 14 12.3 230.16 4.1E+08 27628000 145120000 3982900 268240 1408900
A0A8I5QKL8;A0A8I5QL08;M0QX72;Q8NBJ5 Procollagen galactosyltransferase 1COLGALT1 A0A8I5QKL8_HUMAN Collagen beta(1-O)galactosyltransferase 1 OS=Homo sapiens OX=9606 GN=COLGALT1 PE=1 SV=1;A0A8I5QL08_HUMAN Collagen beta(1-O)galactosyltransferase 1 OS=Homo sapiens OX=9606 GN=COLGALT1 PE=1 SV=1;M0QX72_HUMAN Collagen beta(1-O)galactosyltrans4 1 1 1 5.3 31.843 21593000 8996800 0 1542400 642630 0
P14649;A0A8Q3SIC5;A0A8Q3SIF0 Myosin light chain 6B MYL6B MYL6B_HUMAN Myosin light chain 6B OS=Homo sapiens OX=9606 GN=MYL6B PE=1 SV=1;A0A8Q3SIC5_HUMAN Myosin light chain 6B OS=Homo sapiens OX=9606 GN=MYL6B PE=1 SV=13 3 1 1 15.9 22.764 49540000 4270100 3448600 3538600 305010 246330
Q59GS8;A0A8Q3SID6;P01031;A0A8V8TMU5 Complement C5;Complement C5 beta chain;Complement C5 alpha chain;C5a anaphylatoxin;Complement C5 alpha chainC5 Q59GS8_HUMAN Complement component 5 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A8Q3SID6_HUMAN Complement C5 OS=Homo sapiens OX=9606 GN=C5 PE=4 SV=1;CO5_HUMAN Complement C5 OS=Homo sapiens OX=9606 GN=C5 PE=1 SV=4;A0A8V8TMU5_HUMAN Complement C5 O4 4 4 4 5.6 123.35 48002000 0 35727000 960040 0 714550
E9PNP0;A0A8Q3SIL9;A0A8Q3WMC5;A0A8Q3SIE2;H0YD68;B4DZ83;A0A8Q3WL67;Q9ULJ1Outer dense fiber protein 2-likeODF2L E9PNP0_HUMAN Outer dense fiber of sperm tails 2 like (Fragment) OS=Homo sapiens OX=9606 GN=ODF2L PE=1 SV=1;A0A8Q3SIL9_HUMAN Outer dense fiber of sperm tails 2 like OS=Homo sapiens OX=9606 GN=ODF2L PE=1 SV=1;A0A8Q3WMC5_HUMAN Outer dense fiber of sperm tails8 1 1 1 6.6 28.288 0 0 0 0 0 0
H0Y638;A8K2P3;A0A8Q3SJF6;A0A8Q3SIU1;Q9UJF2 Ras GTPase-activating protein nGAPRASAL2 H0Y638_HUMAN RAS protein activator like 2 (Fragment) OS=Homo sapiens OX=9606 GN=RASAL2 PE=1 SV=1;A8K2P3_HUMAN cDNA FLJ77041, highly similar to Homo sapiens RAS protein activator like 2 (RASAL2), transcript variant 1, mRNA (Fragment) OS=Homo sapiens OX=96065 2 2 2 3.3 77.741 20384000 0 11529000 536410 0 303400
O94875;A0A8Q3WKH1;A0A8V8TMC7;A0A9L9PXP6;A0A8Q3WKK4;C9JWC3;A0A8Q3WKF2;B7Z997;H7BXR3;A0A8Q3WLU7;H7C1R7;H7BZK1;A0A8V8TMD6;A0A8V8TNC1;B3KPU4;A0A8Q3SHW0;B7Z3D7;A0A8Q3WLK0;H7BZX1;C9J3W4;C9JL62;A0A3B3ITL8;C9IZ89;A0A8V8TLU4Sorbin and SH3 domain-containing protein 2SORBS2 SRBS2_HUMAN Sorbin and SH3 domain-containing protein 2 OS=Homo sapiens OX=9606 GN=SORBS2 PE=1 SV=3;A0A8Q3WKH1_HUMAN Sorbin and SH3 domain containing 2 OS=Homo sapiens OX=9606 GN=SORBS2 PE=1 SV=1;A0A8V8TMC7_HUMAN Sorbin and SH3 domain containing 2 OS=Homo s24 7 7 7 8.8 124.11 1.69E+08 26839000 100940000 3126500 497020 1869300
E7EMD0;B4DDH3;B4DKM8;B4DJI8;A0A9L9PXL8;A0A8V8NE24;A0A9L9PXN4;Q63HL4;B2R6E5;A8K3B4;A0A9L9PY49;Q59ED7;H0Y4R2;P16435;B4E305NADPH--cytochrome P450 reductasePOR;DKFZp686G04235E7EMD0_HUMAN Cytochrome p450 oxidoreductase OS=Homo sapiens OX=9606 GN=POR PE=1 SV=1;B4DDH3_HUMAN cDNA FLJ50749, highly similar to NADPH--cytochrome P450 reductase OS=Homo sapiens OX=9606 PE=2 SV=1;B4DKM8_HUMAN cDNA FLJ52316, highly similar to NADPH--cytoc15 5 5 5 15.3 47.401 1.28E+08 27882000 2462000 4931900 1072400 94692
A0A8V8TKR9;V9HWC0;P26038;Q6PJT4;Q6PKD3;Q05CU6;B7Z4C7;V9GZ54;Q9UJU1;E9PQ82;E9PNV3;A0A2R8Y5P0Moesin HEL70;MSN A0A8V8TKR9_HUMAN Moesin OS=Homo sapiens OX=9606 GN=MSN PE=1 SV=1;V9HWC0_HUMAN Epididymis luminal protein 70 OS=Homo sapiens OX=9606 GN=HEL70 PE=2 SV=1;MOES_HUMAN Moesin OS=Homo sapiens OX=9606 GN=MSN PE=1 SV=3;Q6PJT4_HUMAN MSN protein (Fragment) OS=Homo sa12 26 26 16 39.4 66.605 4.31E+09 2527500000 14971000 1.31E+08 76592000 453670
A6PVD3;A0A8V8TM01;P56693;H0Y5N4;A0A8I5KW15;A0A494C0R1;U5XK50;U5XJZ1;U5XMM4;B4DI77;P57073;P48436Transcription factor SOX-10SOX10 A6PVD3_HUMAN SRY-box transcription factor 10 (Fragment) OS=Homo sapiens OX=9606 GN=SOX10 PE=1 SV=1;A0A8V8TM01_HUMAN SRY-box transcription factor 10 OS=Homo sapiens OX=9606 GN=SOX10 PE=1 SV=1;SOX10_HUMAN Transcription factor SOX-10 OS=Homo sapiens OX=9606 G12 9 9 9 48.8 23.301 5.09E+08 226630000 6488700 50897000 22663000 648870
Q68D08;A0A8V8TMP7;Q9NUQ9;E5RI16;E5RJE1;E5RIR8;E5RJL8;E5RGI7;Q3ZTR9;E5RK81;E5RH75;E5RK61;E5RFS4;E5RHU5Protein FAM49B DKFZp686B04128;FAM49BQ68D08_HUMAN Uncharacterized protein DKFZp686B04128 OS=Homo sapiens OX=9606 GN=DKFZp686B04128 PE=2 SV=1;A0A8V8TMP7_HUMAN CYFIP related Rac1 interactor B OS=Homo sapiens OX=9606 GN=CYRIB PE=1 SV=1;CYRIB_HUMAN CYFIP-related Rac1 interactor B OS=Homo sapiens 14 7 7 7 30.6 36.75 2.17E+08 147400000 0 11407000 7757600 0
F8W8K9;A0A8V8TPK7;A0A8V8TNP8;A0A8V8TPZ3;G5E966;A0A8V8TN74;A0A8V8TN69;B8ZZZ1;Q53R44;Q96PC3AP-1 complex subunit sigma-3AP1S3 F8W8K9_HUMAN Adaptor related protein complex 1 subunit sigma 3 OS=Homo sapiens OX=9606 GN=AP1S3 PE=1 SV=1;A0A8V8TPK7_HUMAN Adaptor related protein complex 1 subunit sigma 3 OS=Homo sapiens OX=9606 GN=AP1S3 PE=1 SV=1;A0A8V8TNP8_HUMAN Adaptor related protein10 1 1 1 12.7 7.7583 0 0 0 0 0 0
A0A8V8TQ15;A0A8V8TNE2;Q9NPD8;A0A8V8TN93 Ubiquitin-conjugating enzyme E2 TUBE2T A0A8V8TQ15_HUMAN Ubiquitin conjugating enzyme E2 T OS=Homo sapiens OX=9606 GN=UBE2T PE=1 SV=1;A0A8V8TNE2_HUMAN Ubiquitin conjugating enzyme E2 T OS=Homo sapiens OX=9606 GN=UBE2T PE=1 SV=1;UBE2T_HUMAN Ubiquitin-conjugating enzyme E2 T OS=Homo sapiens OX=9604 2 2 2 13.4 18.018 54762000 14072000 0 7823100 2010400 0
B7Z6E8;A0A8V8TQF6;A0A8V8TQU1;A0A8V8TNW8;Q5JPT6;A0A8V8TP27;Q5JPT2;Q96B97;A0A8V8TQD8SH3 domain-containing kinase-binding protein 1SH3KBP1 B7Z6E8_HUMAN cDNA FLJ59425, highly similar to SH3-domain kinase-binding protein 1 OS=Homo sapiens OX=9606 PE=2 SV=1;A0A8V8TQF6_HUMAN SH3 domain containing kinase binding protein 1 OS=Homo sapiens OX=9606 GN=SH3KBP1 PE=1 SV=1;A0A8V8TQU1_HUMAN SH3 domain con9 3 3 1 7.4 44.234 1.16E+08 90938000 0 5265900 4133500 0
V9HWB8;A0A8V8TNX9;P14618;B4DNK4;Q8WUW7;Q9UKK4;Q9UK31;Q9NYI7Pyruvate kinase;Pyruvate kinase PKMHEL-S-30;PKM;PKM2V9HWB8_HUMAN Pyruvate kinase OS=Homo sapiens OX=9606 GN=HEL-S-30 PE=1 SV=1;A0A8V8TNX9_HUMAN Pyruvate kinase OS=Homo sapiens OX=9606 GN=PKM PE=1 SV=1;KPYM_HUMAN Pyruvate kinase PKM OS=Homo sapiens OX=9606 GN=PKM PE=1 SV=4;B4DNK4_HUMAN Pyruvate kinase OS=Hom8 26 26 2 53.1 57.936 5.31E+09 2488100000 70867000 1.61E+08 75397000 2147500
A0A8V8TNZ5;A0A8V8TQC0;P84077;P61204;A0A8V8TNZ0;A0A8V8TQP8;B4DEB9;F5H423;B4E190;B4DJC8;B4DN70;F5H0C7;A0A8V8TP92;A0A8V8TP99;H0YGG7ADP-ribosylation factor 1;ADP-ribosylation factor 3ARF1;ARF3 A0A8V8TNZ5_HUMAN ADP-ribosylation factor (Fragment) OS=Homo sapiens OX=9606 GN=ARF1 PE=1 SV=1;A0A8V8TQC0_HUMAN ADP-ribosylation factor (Fragment) OS=Homo sapiens OX=9606 GN=ARF1 PE=1 SV=1;ARF1_HUMAN ADP-ribosylation factor 1 OS=Homo sapiens OX=9606 GN=ARF115 8 8 4 65.8 18.146 2.51E+09 598670000 8829200 2.51E+08 59867000 882920
P18858;F5GZ28;A0A8V8TQC4;A0A8V8TQQ7;A0A8V8TPH8;A0A8V8TNZ9;A0A8V8TP03;B4DM52;Q59HG7;M0R0Q7;A0A8V8TQC8;A0A8V8TPB0;B4E135;B4DUE1;A0A8V8TPH4;A0A8V8TQQ3;M0R254DNA ligase 1;DNA ligase LIG1 DNLI1_HUMAN DNA ligase 1 OS=Homo sapiens OX=9606 GN=LIG1 PE=1 SV=1;F5GZ28_HUMAN DNA ligase OS=Homo sapiens OX=9606 GN=LIG1 PE=1 SV=1;A0A8V8TQC4_HUMAN DNA ligase OS=Homo sapiens OX=9606 GN=LIG1 PE=1 SV=1;A0A8V8TQQ7_HUMAN DNA ligase OS=Homo sapiens OX=9606 G17 2 2 2 2.8 101.73 29548000 0 0 579380 0 0
A0A8V8TPI8;H0Y6I0;A0A8V8TQI6;A0A9L9PX25;C9J0Y3;Q13439;A8K3D5;Q9H2G3;A0A076NA11;C9JHJ5;B4DTF3;Q86W71;A0A9L9PXP4;E7EVX2Golgin subfamily A member 4GOLGA4 A0A8V8TPI8_HUMAN Golgin A4 OS=Homo sapiens OX=9606 GN=GOLGA4 PE=1 SV=1;H0Y6I0_HUMAN Golgi autoantigen, golgin subfamily a, 4, isoform CRA_a OS=Homo sapiens OX=9606 GN=GOLGA4 PE=1 SV=2;A0A8V8TQI6_HUMAN Golgin A4 OS=Homo sapiens OX=9606 GN=GOLGA4 PE=1 SV=1;A14 11 11 11 5.2 262.51 2.05E+08 43914000 9263300 1499200 320540 67615
A0A8V8TPK8;A0A8V8TQT0;A0A8V8TQE5;A0A8V8TQE9;Q9NPE3H/ACA ribonucleoprotein complex subunit 3NOP10 A0A8V8TPK8_HUMAN Nucleolar protein 10 OS=Homo sapiens OX=9606 GN=NOP10 PE=1 SV=1;A0A8V8TQT0_HUMAN Nucleolar protein 10 OS=Homo sapiens OX=9606 GN=NOP10 PE=1 SV=1;A0A8V8TQE5_HUMAN Nucleolar protein 10 OS=Homo sapiens OX=9606 GN=NOP10 PE=1 SV=1;A0A8V8TQE9_HU5 1 1 1 19 4.9548 23049000 3841700 6561300 11525000 1920900 3280700
A0A8V8TQH6;A0A8V8TPY8;A0A8V8TRD4;Q8IV08 Phospholipase D3 PLD3 A0A8V8TQH6_HUMAN Phospholipase D family member 3 OS=Homo sapiens OX=9606 GN=PLD3 PE=1 SV=1;A0A8V8TPY8_HUMAN Phospholipase D family member 3 OS=Homo sapiens OX=9606 GN=PLD3 PE=1 SV=2;A0A8V8TRD4_HUMAN Phospholipase D family member 3 OS=Homo sapiens OX=9606 G4 1 1 1 2.6 52.063 8610500 0 0 506500 0 0
A0A8V8TQ34;B2RBE5;Q9BXJ9;B4E2T6;A0A8V8TPI7;A0A0B4J1W3;Q58F05;A0A8V8TQT7;A4FU51;Q6N069N-alpha-acetyltransferase 15, NatA auxiliary subunitNAA15;NARG1 A0A8V8TQ34_HUMAN N-alpha-acetyltransferase 15, NatA auxiliary subunit OS=Homo sapiens OX=9606 GN=NAA15 PE=1 SV=1;B2RBE5_HUMAN cDNA, FLJ95468, highly similar to Homo sapiens transcriptional coactivator tubedown-100 (TBDN100),transcript variant 1, mRNA OS=Ho10 6 6 6 7.3 95.936 1.26E+08 27604000 3387200 2569600 563350 69126
Q5U0B3;R4GMR5;V9HW09;A0A8V8TQ44;P48556;K7EJR3;A0A8V8TPK1;A0A8V8TR48;K7EJC1;B4E2Y4;K7ERW626S proteasome non-ATPase regulatory subunit 8PSMD8;HEL-S-91n Q5U0B3_HUMAN 26S proteasome non-ATPase regulatory subunit 8 OS=Homo sapiens OX=9606 PE=2 SV=1;R4GMR5_HUMAN 26S proteasome non-ATPase regulatory subunit 8 OS=Homo sapiens OX=9606 GN=PSMD8 PE=1 SV=1;V9HW09_HUMAN 26S proteasome non-ATPase regulatory subunit 811 7 7 7 25.3 29.921 4.06E+08 288550000 0 23857000 16974000 0
A0A8V8TQ71;V9HW04;P62140;B7ZB67;B4DJ75;A0A8V8TRH9;H0Y3Y6;C9JP48;B4E163;C9J9S3;A0A8V8TR83;B4DNE3;C4TNW6;F8WE71;F8W1A0Serine/threonine-protein phosphatase;Serine/threonine-protein phosphatase PP1-beta catalytic subunitHEL-S-80p;PPP1CB A0A8V8TQ71_HUMAN Serine/threonine-protein phosphatase OS=Homo sapiens OX=9606 GN=PPP1CB PE=1 SV=1;V9HW04_HUMAN Serine/threonine-protein phosphatase OS=Homo sapiens OX=9606 GN=HEL-S-80p PE=2 SV=1;PP1B_HUMAN Serine/threonine-protein phosphatase PP1-beta cata15 12 3 3 45.3 35.9 3.45E+08 94668000 109290000 20312000 5568700 6428700
A0A8V8TQ76;A0A8V8TRI2;A0A8V8TR86;B3KY11;A8KA56;Q9BUQ8;H0YI52Probable ATP-dependent RNA helicase DDX23DDX23 A0A8V8TQ76_HUMAN RNA helicase (Fragment) OS=Homo sapiens OX=9606 GN=DDX23 PE=1 SV=1;A0A8V8TRI2_HUMAN RNA helicase (Fragment) OS=Homo sapiens OX=9606 GN=DDX23 PE=1 SV=1;A0A8V8TR86_HUMAN RNA helicase OS=Homo sapiens OX=9606 GN=DDX23 PE=1 SV=1;B3KY11_HUMAN RN7 3 3 3 6.7 51.518 36638000 0 30262000 1465500 0 1210500
Q1L838;A0A8V8TQJ0;P52701;A0A494C0M1;A0A8V8TQW9;A0A8V8TPJ4;F8WAX8;A0A8V8TPR2;Q3SWU9;C9JH55;F8W7G9;C9J8Y8;C9J7Y7DNA mismatch repair protein Msh6GTBP;MSH6 Q1L838_HUMAN GTBP-ALT OS=Homo sapiens OX=9606 GN=GTBP PE=4 SV=1;A0A8V8TQJ0_HUMAN DNA mismatch repair protein OS=Homo sapiens OX=9606 GN=MSH6 PE=1 SV=1;MSH6_HUMAN DNA mismatch repair protein Msh6 OS=Homo sapiens OX=9606 GN=MSH6 PE=1 SV=2;A0A494C0M1_HUMAN DN13 8 8 8 8.3 121.09 1.25E+08 25159000 1685400 2190000 441380 29569
A0A994J3G5;A0A994J6L8;A0A994J402;A0A8V8TQT5;A0A994J3M8;F8VZ52;F8VUJ9;B4DYR6;O00429Dynamin-1-like protein DNM1L A0A994J3G5_HUMAN Dynamin 1 like OS=Homo sapiens OX=9606 GN=DNM1L PE=1 SV=1;A0A994J6L8_HUMAN Dynamin 1 like OS=Homo sapiens OX=9606 GN=DNM1L PE=1 SV=1;A0A994J402_HUMAN Dynamin 1 like OS=Homo sapiens OX=9606 GN=DNM1L PE=1 SV=1;A0A8V8TQT5_HUMAN Dynamin 1 like9 1 1 1 2.3 62.952 0 0 0 0 0 0
A0A8V8TQW4;O14617;Q6PK82;A0A2R8Y4J3;A0A087WYN6;B3KSV6;K7ELX8AP-3 complex subunit delta-1AP3D1 A0A8V8TQW4_HUMAN AP-3 complex subunit delta OS=Homo sapiens OX=9606 GN=AP3D1 PE=1 SV=1;AP3D1_HUMAN AP-3 complex subunit delta-1 OS=Homo sapiens OX=9606 GN=AP3D1 PE=1 SV=1;Q6PK82_HUMAN AP3D1 protein (Fragment) OS=Homo sapiens OX=9606 GN=AP3D1 PE=2 SV=17 17 17 16 18.6 135.42 1.07E+09 61489000 637920000 20604000 1182500 12268000
A0A8V8TR54;Q12873;B4DLC6;A0A5F9ZHX5;K7EPV1;K7ESA5;B4DKV1;Q2TAZ1;Q6ZSZ4;F2Z2R5Chromodomain-helicase-DNA-binding protein 3CHD3 A0A8V8TR54_HUMAN DNA helicase OS=Homo sapiens OX=9606 GN=CHD3 PE=1 SV=1;CHD3_HUMAN Chromodomain-helicase-DNA-binding protein 3 OS=Homo sapiens OX=9606 GN=CHD3 PE=1 SV=3;B4DLC6_HUMAN cDNA FLJ59330, highly similar to Chromodomain helicase-DNA-binding protein10 7 1 1 3 238.54 16411000 10458000 5952900 174580 111250 63329
R4GMU8;E9PLX3;A0A8Z5A536;O43504 Ragulator complex protein LAMTOR5LAMTOR5 R4GMU8_HUMAN Ragulator complex protein LAMTOR5 OS=Homo sapiens OX=9606 GN=LAMTOR5 PE=1 SV=1;E9PLX3_HUMAN Ragulator complex protein LAMTOR5 OS=Homo sapiens OX=9606 GN=LAMTOR5 PE=1 SV=1;A0A8Z5A536_HUMAN Ragulator complex protein LAMTOR5 OS=Homo sapiens OX=964 1 1 1 25.3 8.2153 35990000 35990000 0 8997600 8997600 0
B4DDF7;P30153;C9J9C1;A0A994J3H1;A8K7B7;A0A994J3N8;A8K3H8;B4DQY1;B4DE69;Q8NB89;B3KQV6;B4E1Q0;E9PH38;P30154;A8K8B0;A0A994J6A3;B7Z1G3;H0YDG7;M0R0K6;E9PHZ6;E9PNM7;E9PPI5;M0QXG4Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoformPPP2R1A B4DDF7_HUMAN cDNA FLJ53296, highly similar to Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform OS=Homo sapiens OX=9606 PE=2 SV=1;2AAA_HUMAN Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform O23 18 18 18 42.8 64.181 1.73E+09 773050000 19721000 54005000 24158000 616270
A0A994J3M7;A0A994J6E6;A0A994J6S5;A0A9L9PXC2;A0A9L9PX47;E7ETU9;B4DHG3;C9JXZ0;O00469Procollagen-lysine,2-oxoglutarate 5-dioxygenase 2PLOD2 A0A994J3M7_HUMAN Procollagen-lysine,2-oxoglutarate 5-dioxygenase 2 OS=Homo sapiens OX=9606 GN=PLOD2 PE=1 SV=1;A0A994J6E6_HUMAN Procollagen-lysine,2-oxoglutarate 5-dioxygenase 2 OS=Homo sapiens OX=9606 GN=PLOD2 PE=1 SV=1;A0A994J6S5_HUMAN Procollagen-lysine,9 1 1 1 4.3 31.584 0 0 0 0 0 0
A0A994J440;D6RF44 HNRNPD A0A994J440_HUMAN Heterogeneous nuclear ribonucleoprotein D OS=Homo sapiens OX=9606 GN=HNRNPD PE=1 SV=1;D6RF44_HUMAN Heterogeneous nuclear ribonucleoprotein D (Fragment) OS=Homo sapiens OX=9606 GN=HNRNPD PE=1 SV=82 13 1 1 44.7 29.282 21484000 0 0 1953100 0 0
I3L3Z8;A0A994J6E8;A0A994J491;Q6P2Q9;A0A994J6S8;I3L0J9;B4DK16;Q53GM6;Q6JH02;Q6JH03;I3L1T8Pre-mRNA-processing-splicing factor 8PRPF8 I3L3Z8_HUMAN Pre-mRNA processing factor 8 OS=Homo sapiens OX=9606 GN=PRPF8 PE=1 SV=2;A0A994J6E8_HUMAN Pre-mRNA processing factor 8 OS=Homo sapiens OX=9606 GN=PRPF8 PE=1 SV=1;A0A994J491_HUMAN Pre-mRNA processing factor 8 OS=Homo sapiens OX=9606 GN=PRPF8 PE=11 22 22 22 10.8 266.36 5.56E+08 40141000 364610000 4561200 329030 2988600
C9JXB8;A0A994J4A5;C9JNW5;V9HW01;P83731 60S ribosomal protein L24RPL24;HEL-S-310 C9JXB8_HUMAN Ribosomal protein L24 OS=Homo sapiens OX=9606 GN=RPL24 PE=1 SV=1;A0A994J4A5_HUMAN Ribosomal protein L24 OS=Homo sapiens OX=9606 GN=RPL24 PE=1 SV=1;C9JNW5_HUMAN Ribosomal protein L24 OS=Homo sapiens OX=9606 GN=RPL24 PE=1 SV=1;V9HW01_HUMAN Epidi5 6 6 6 47.1 14.369 2.74E+09 941260000 24204000 3.91E+08 134470000 3457700
A0A994J4E9;A0A994J6U9;B4DUQ1;A0A994J4S7;A0A994J4U9;Q5EC54;P61978;B4DFF1;Q5T6W2;A0A994J6T5;B3KU16;A0A994J795;S4R359;S4R457Heterogeneous nuclear ribonucleoprotein KHNRPK;HNRNPK A0A994J4E9_HUMAN Heterogeneous nuclear ribonucleoprotein K OS=Homo sapiens OX=9606 GN=HNRNPK PE=1 SV=1;A0A994J6U9_HUMAN Heterogeneous nuclear ribonucleoprotein K OS=Homo sapiens OX=9606 GN=HNRNPK PE=1 SV=1;B4DUQ1_HUMAN Heterogeneous nuclear ribonucleoprote14 20 20 3 54 47.962 2.47E+10 6312100000 744040000 9.88E+08 252480000 29762000
A0A994J4N4;E9PKP7;A8K962;P17480;O00164;B4DNQ1;Q05BZ1;B4DLB0;E9PMM2;Q9BQR2;E9PLT2Nucleolar transcription factor 1UBTF A0A994J4N4_HUMAN Upstream binding transcription factor OS=Homo sapiens OX=9606 GN=UBTF PE=1 SV=1;E9PKP7_HUMAN Upstream binding transcription factor OS=Homo sapiens OX=9606 GN=UBTF PE=1 SV=1;A8K962_HUMAN cDNA FLJ77827, highly similar to Human upstream bindi11 4 4 4 8.2 72.203 2.03E+08 20955000 73000000 6540100 675980 2354800
A0A994J4R1;Q14103;B4DTC3;H0Y8G5;Q12771;D6RAF8;D6RBQ9;D6RD83;B4E0W4;A0A994J4B1Heterogeneous nuclear ribonucleoprotein D0HNRNPD A0A994J4R1_HUMAN Heterogeneous nuclear ribonucleoprotein D (Fragment) OS=Homo sapiens OX=9606 GN=HNRNPD PE=1 SV=1;HNRPD_HUMAN Heterogeneous nuclear ribonucleoprotein D0 OS=Homo sapiens OX=9606 GN=HNRNPD PE=1 SV=1;B4DTC3_HUMAN cDNA FLJ54150, highly similar 10 13 13 1 42.1 34.066 1.18E+10 3207500000 104110000 9.09E+08 246730000 8008400
A0A994J4R3;Q92522 Histone H1x H1FX A0A994J4R3_HUMAN H1.10 linker histone OS=Homo sapiens OX=9606 GN=H1-10 PE=1 SV=1;H1X_HUMAN Histone H1.10 OS=Homo sapiens OX=9606 GN=H1-10 PE=1 SV=12 4 4 4 16.7 27.855 3.61E+08 72885000 48226000 27771000 5606500 3709700
B3KN10;B4DWG1;A0A994J542;Q9Y6Y8 SEC23-interacting proteinSEC23IP B3KN10_HUMAN cDNA FLJ13176 fis, clone NT2RP3003846, highly similar to SEC23-interacting protein OS=Homo sapiens OX=9606 PE=2 SV=1;B4DWG1_HUMAN cDNA FLJ55643, highly similar to SEC23-interacting protein OS=Homo sapiens OX=9606 PE=2 SV=1;A0A994J542_HUMAN SEC4 1 1 1 3.7 42.557 0 0 0 0 0 0
B3KR37;B7Z240;A0A994J5W4;Q7Z5V0;B1AUU8;A0A994J5J3;A0A994J5A3;P42566Epidermal growth factor receptor substrate 15EPS15 B3KR37_HUMAN cDNA FLJ33617 fis, clone BRAMY2019055, highly similar to Epidermal growth factor receptor substrate 15 OS=Homo sapiens OX=9606 PE=2 SV=1;B7Z240_HUMAN cDNA FLJ55050, highly similar to Epidermal growth factor receptor substrate 15 OS=Homo sapien8 1 1 1 2.6 55.95 5330500 5330500 0 231760 231760 0
A4D2P2;A4D2P1;A4D2P0;A0A994J6T1;P63000;P60763;J3KSC4;J3QLK0;B1AH77;B1AH80;P15153;B1AH78;Q59FQ0Ras-related C3 botulinum toxin substrate 1;Ras-related C3 botulinum toxin substrate 3;Ras-related C3 botulinum toxin substrate 2RAC1;RAC3;RAC2 A4D2P2_HUMAN Ras-related C3 botulinum toxin substrate 1 (Rho family, small GTP binding protein Rac1) OS=Homo sapiens OX=9606 GN=RAC1 PE=4 SV=1;A4D2P1_HUMAN Ras-related C3 botulinum toxin substrate 1 (Rho family, small GTP binding protein Rac1) OS=Homo sapi13 6 6 6 48.6 16.797 5.24E+08 335790000 7535000 74861000 47970000 1076400
A0A994J6X9;I3L0A5;B7Z5Z3;B3KU63;T2CZM2;F5H0I3;T2CYZ2;P35711;P35712Transcription factor SOX-5;Transcription factor SOX-6SOX5;SOX6 A0A994J6X9_HUMAN SRY-box transcription factor 5 OS=Homo sapiens OX=9606 GN=SOX5 PE=1 SV=1;I3L0A5_HUMAN SRY-box transcription factor 5 OS=Homo sapiens OX=9606 GN=SOX5 PE=1 SV=1;B7Z5Z3_HUMAN cDNA FLJ55780, highly similar to Transcription factor SOX-5 OS=Homo9 1 1 1 2.1 40.949 0 0 0 0 0 0
A0A994J749;A0A384N6C2;P12268;A0A7I2V2T3;H0Y4R1;E7ETK5;A0A7I2YQK5;B7Z1G4;Q6QE17;Q6RUP9;A0A994J6Q4;A1L3Z9;A0A994J492;Q6RUP8;A0A994J751;A0A994J4P1;A0A994J424;Q2TAL8Inosine-5-monophosphate dehydrogenase 2IMPDH2 A0A994J749_HUMAN Inosine-5-monophosphate dehydrogenase OS=Homo sapiens OX=9606 GN=IMPDH PE=3 SV=1;A0A384N6C2_HUMAN Inosine-5-monophosphate dehydrogenase OS=Homo sapiens OX=9606 GN=IMPDH PE=2 SV=1;IMDH2_HUMAN Inosine-5-monophosphate dehydrogenase 2 OS=Ho18 19 19 18 19.1 131.68 3.01E+09 1598100000 266400000 77095000 40978000 6830800
A0A994J771;Q92614;B4DYM1;B4E0T8;B4DZ32;H0YEV9 Unconventional myosin-XVIIIaMYO18A A0A994J771_HUMAN Myosin XVIIIA OS=Homo sapiens OX=9606 GN=MYO18A PE=1 SV=1;MY18A_HUMAN Unconventional myosin-XVIIIa OS=Homo sapiens OX=9606 GN=MYO18A PE=1 SV=3;B4DYM1_HUMAN cDNA FLJ60372, highly similar to Myosin-18A OS=Homo sapiens OX=9606 PE=2 SV=1;B4E0T6 14 14 14 8.1 232.47 3.42E+08 72078000 185000000 3321200 699780 1796100
A0A994J782 A0A994J782_HUMAN Heterogeneous nuclear ribonucleoprotein K (Fragment) OS=Homo sapiens OX=9606 GN=HNRNPK PE=1 SV=1 1 18 1 1 46.8 49.803 2.95E+08 136730000 0 12839000 5944600 0
A0A994J7A4;B2RTX2;Q8WX93 Palladin PALLD A0A994J7A4_HUMAN Palladin, cytoskeletal associated protein OS=Homo sapiens OX=9606 GN=PALLD PE=1 SV=1;B2RTX2_HUMAN Palladin, cytoskeletal associated protein OS=Homo sapiens OX=9606 GN=PALLD PE=2 SV=1;PALLD_HUMAN Palladin OS=Homo sapiens OX=9606 GN=PALLD PE3 1 1 1 1.9 52.139 14084000 12155000 1928800 612350 528490 83860
B4DG89;A0A994J7H4;Q8TAT6 Nuclear protein localization protein 4 homologNPLOC4 B4DG89_HUMAN cDNA FLJ57969, highly similar to Nuclear protein localization protein 4 homolog OS=Homo sapiens OX=9606 PE=2 SV=1;A0A994J7H4_HUMAN NPL4 homolog, ubiquitin recognition factor OS=Homo sapiens OX=9606 GN=NPLOC4 PE=1 SV=1;NPL4_HUMAN Nuclear protei3 3 3 3 7.5 51.549 67419000 8642100 0 3064500 392820 0
A0A994J7P9;P51116 Fragile X mental retardation syndrome-related protein 2FXR2 A0A994J7P9_HUMAN FMR1 autosomal homolog 2 OS=Homo sapiens OX=9606 GN=FXR2 PE=1 SV=1;FXR2_HUMAN RNA-binding protein FXR2 OS=Homo sapiens OX=9606 GN=FXR2 PE=1 SV=22 4 2 2 10.1 80.84 2.51E+09 0 838990000 66019000 0 22079000
A0A9L9PY11;A0A9L9PX63;Q13242;A0A9L9PXJ8;A8K3M9;H0YIB4;S4R3G0;B4DFT9;A0A9L9PXI1;A0A9L9PWX6;A0A9L9PXJ2Serine/arginine-rich splicing factor 9SRSF9 A0A9L9PY11_HUMAN Serine and arginine rich splicing factor 9 OS=Homo sapiens OX=9606 GN=SRSF9 PE=1 SV=1;A0A9L9PX63_HUMAN Serine and arginine rich splicing factor 9 OS=Homo sapiens OX=9606 GN=SRSF9 PE=1 SV=1;SRSF9_HUMAN Serine/arginine-rich splicing factor 911 4 3 3 20.6 22.244 52870000 8685100 3752400 3776400 620360 268030
Q02818;A0A9L9PXH6;C9JKZ2;A8K7Q1;Q53GX6;A0A9L9PXG8;A0A9L9PXW6;A0A9L9PYB2;H7BZI1;A0A9L9PYB5;B4DZX0;A0A9L9PXA1;A0A9L9PYA9;A0A9L9PXT8;A0A9L9PX96;A0A9L9PXU2;A0A9L9PXW3;A0A9L9PXH3;Q96BA4;B3KUR6;C9J3C1;C9JBD3Nucleobindin-1 NUCB1 NUCB1_HUMAN Nucleobindin-1 OS=Homo sapiens OX=9606 GN=NUCB1 PE=1 SV=4;A0A9L9PXH6_HUMAN Nucleobindin 1 OS=Homo sapiens OX=9606 GN=NUCB1 PE=1 SV=1;C9JKZ2_HUMAN Nucleobindin 1 OS=Homo sapiens OX=9606 GN=NUCB1 PE=1 SV=9;A8K7Q1_HUMAN cDNA FLJ77770, highly simil22 13 13 13 30.6 53.879 2.3E+09 78661000 19328000 82273000 2809300 690300
B4E2S7;A0A9L9PXQ4;P13473;B7Z2R9 Lysosome-associated membrane glycoprotein 2LAMP2 B4E2S7_HUMAN cDNA FLJ58780, highly similar to Homo sapiens lysosomal-associated membrane protein 2 (LAMP2), transcript variant LAMP2B, mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;A0A9L9PXQ4_HUMAN Lysosomal associated membrane protein 2 OS=Homo sapiens OX=9606 G4 4 4 4 8 39.811 2.4E+08 29948000 22933000 15002000 1871700 1433300
A0A9L9PY76;A0A8Q3SI21;A0A8Q3SI83;A0A087WX83;A0A075B749;A0A8Q3WM32;A0A994J5E0;Q5VU43Myomegalin PDE4DIP A0A9L9PY76_HUMAN Phosphodiesterase 4D interacting protein OS=Homo sapiens OX=9606 GN=PDE4DIP PE=1 SV=1;A0A8Q3SI21_HUMAN Phosphodiesterase 4D interacting protein OS=Homo sapiens OX=9606 GN=PDE4DIP PE=1 SV=1;A0A8Q3SI83_HUMAN Phosphodiesterase 4D interacting 8 2 2 2 1.2 256.26 14123000 0 0 113890 0 0
A0AVP6;Q5H8X8;O95399 Urotensin-2 UTS2 A0AVP6_HUMAN UTS2 protein OS=Homo sapiens OX=9606 GN=UTS2 PE=2 SV=1;Q5H8X8_HUMAN Urotensin 2 OS=Homo sapiens OX=9606 GN=UTS2 PE=1 SV=1;UTS2_HUMAN Urotensin-2 OS=Homo sapiens OX=9606 GN=UTS2 PE=1 SV=13 1 1 1 8.5 10.994 4.19E+08 153750000 21495000 69845000 25624000 3582500
A0M8W4;Q15819;G3V113;H0YBX6 Ubiquitin-conjugating enzyme E2 variant 2UBE2V2 A0M8W4_HUMAN Ubiquitin-conjugating enzyme E2 variant 2 OS=Homo sapiens OX=9606 GN=UBE2V2 PE=2 SV=1;UB2V2_HUMAN Ubiquitin-conjugating enzyme E2 variant 2 OS=Homo sapiens OX=9606 GN=UBE2V2 PE=1 SV=4;G3V113_HUMAN Ubiquitin conjugating enzyme E2 V2 OS=Homo sap4 5 5 2 35.9 16.363 5.72E+08 256420000 7231900 57164000 25642000 723190
A0MNN4;Q2TAY7 WD40 repeat-containing protein SMU1;WD40 repeat-containing protein SMU1, N-terminally processedSMU1 A0MNN4_HUMAN WD40 repeat-containing protein SMU1 OS=Homo sapiens OX=9606 GN=SMU1 PE=2 SV=1;SMU1_HUMAN WD40 repeat-containing protein SMU1 OS=Homo sapiens OX=9606 GN=SMU1 PE=1 SV=22 2 2 2 5.3 57.543 27227000 0 4659100 1047200 0 179200
A0PJ47;B7Z1C7;B7Z2F6;B7Z2Z1;B7Z5X3;B7ZLP5;A8K329;Q15424;Q14151Scaffold attachment factor B1;Scaffold attachment factor B2SAFB2;SAFB A0PJ47_HUMAN SAFB2 protein (Fragment) OS=Homo sapiens OX=9606 GN=SAFB2 PE=2 SV=1;B7Z1C7_HUMAN cDNA FLJ59451, highly similar to Scaffold attachment factor B OS=Homo sapiens OX=9606 PE=2 SV=1;B7Z2F6_HUMAN cDNA FLJ54744, highly similar to Scaffold attachment 9 1 1 1 1.9 56.918 11621000 11621000 0 611650 611650 0
A1A508;Q86W20;A6XGL3;Q9BYE2 Transmembrane protease serine 13PRSS3;PRSS1;TMPRSS13A1A508_HUMAN PRSS3 protein OS=Homo sapiens OX=9606 GN=PRSS3 PE=2 SV=1;Q86W20_HUMAN Protease serine 1 (Fragment) OS=Homo sapiens OX=9606 GN=PRSS1 PE=4 SV=1;A6XGL3_HUMAN Protease serine 1 OS=Homo sapiens OX=9606 GN=PRSS1 PE=1 SV=1;TMPSD_HUMAN Transmembrane p4 2 2 0 8.5 26.487 1.45E+11 34471000000 38121000000 1.61E+10 3830100000 4235700000
A1A525;B2RCD9;Q9HBT8;P0CG31 Zinc finger protein 286A;Putative zinc finger protein 286BZNF286A;ZNF286B A1A525_HUMAN ZNF286A protein OS=Homo sapiens OX=9606 GN=ZNF286A PE=2 SV=1;B2RCD9_HUMAN cDNA, FLJ96014, highly similar to Homo sapiens zinc finger protein 286 (ZNF286), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;Z286A_HUMAN Zinc finger protein 286A OS=Homo sapi4 2 2 2 5.4 47.472 0 0 0 0 0 0
B4DVQ5;A1KYQ7;Q99613;B5ME19;B4DDN4;B4DVU3;B4DRU0;B4E2Z6;B3KNZ4;Q3B7B9;H3BPE3;H3BPE4;H3BTY8Eukaryotic translation initiation factor 3 subunit C;Eukaryotic translation initiation factor 3 subunit C-like proteinEIF3C;EIF3CL B4DVQ5_HUMAN Eukaryotic translation initiation factor 3 subunit C OS=Homo sapiens OX=9606 GN=EIF3C PE=2 SV=1;A1KYQ7_HUMAN Eukaryotic translation initiation factor 3 subunit C OS=Homo sapiens OX=9606 GN=EIF3C PE=2 SV=1;EIF3C_HUMAN Eukaryotic translation ini13 27 27 27 33.7 103.64 5.11E+09 281330000 2893400000 1.22E+08 6698400 68891000
A1L461;Q9UBZ9 DNA repair protein REV1 REV1 A1L461_HUMAN DNA repair protein REV1 OS=Homo sapiens OX=9606 GN=REV1 PE=2 SV=1;REV1_HUMAN DNA repair protein REV1 OS=Homo sapiens OX=9606 GN=REV1 PE=1 SV=12 1 1 1 0.7 138.15 70265000 0 0 1033300 0 0
A2A283;F8WCE4;B5MCD7;O43759 Synaptogyrin-1 SYNGR1 A2A283_HUMAN Synaptogyrin 1 OS=Homo sapiens OX=9606 GN=SYNGR1 PE=1 SV=1;F8WCE4_HUMAN Synaptogyrin 1 OS=Homo sapiens OX=9606 GN=SYNGR1 PE=1 SV=1;B5MCD7_HUMAN Synaptogyrin 1 OS=Homo sapiens OX=9606 GN=SYNGR1 PE=1 SV=1;SNG1_HUMAN Synaptogyrin-1 OS=Homo sapien4 1 1 1 10.2 12.79 21904000 0 0 5476000 0 0
Q96DV6;A2A3R6;P62753;A2A3R5;A2A3R7;Q9BZU1 40S ribosomal protein S6 RPS6 Q96DV6_HUMAN 40S ribosomal protein S6 OS=Homo sapiens OX=9606 GN=RPS6 PE=2 SV=1;A2A3R6_HUMAN 40S ribosomal protein S6 OS=Homo sapiens OX=9606 GN=RPS6 PE=2 SV=1;RS6_HUMAN Small ribosomal subunit protein eS6 OS=Homo sapiens OX=9606 GN=RPS6 PE=1 SV=1;A2A3R5_H6 9 9 9 35.7 28.708 2.78E+09 644590000 57465000 3.47E+08 80574000 7183100
A2BEK1;O60927 Protein phosphatase 1 regulatory subunit 11PPP1R11 A2BEK1_HUMAN E3 ubiquitin-protein ligase PPP1R11 OS=Homo sapiens OX=9606 GN=PPP1R11 PE=2 SV=1;PP1RB_HUMAN E3 ubiquitin-protein ligase PPP1R11 OS=Homo sapiens OX=9606 GN=PPP1R11 PE=1 SV=12 1 1 1 11.9 13.952 65664000 47113000 0 13133000 9422600 0
A2I2P0;Q16526 Cryptochrome-1 CRY1 A2I2P0_HUMAN Cryptochrome 1 (Photolyase-like), isoform CRA_a OS=Homo sapiens OX=9606 GN=CRY1 PE=2 SV=1;CRY1_HUMAN Cryptochrome-1 OS=Homo sapiens OX=9606 GN=CRY1 PE=1 SV=12 1 1 1 2 66.394 0 0 0 0 0 0
B4DM79;Q5T985;A2RTY6;P19823 Inter-alpha-trypsin inhibitor heavy chain H2ITIH2 B4DM79_HUMAN cDNA FLJ53848, highly similar to Inter-alpha-trypsin inhibitor heavy chain H2 OS=Homo sapiens OX=9606 PE=2 SV=1;Q5T985_HUMAN Inter-alpha-trypsin inhibitor heavy chain 2 OS=Homo sapiens OX=9606 GN=ITIH2 PE=1 SV=1;A2RTY6_HUMAN Inter-alpha (Globu4 2 2 2 4.1 60.703 35770000 14662000 0 1625900 666450 0
B4DF53;B4DF82;A2RUI7;Q8NDW4 Zinc finger protein 248 ZNF248 B4DF53_HUMAN cDNA FLJ53551, highly similar to Zinc finger protein 248 OS=Homo sapiens OX=9606 PE=2 SV=1;B4DF82_HUMAN cDNA FLJ53532, highly similar to Zinc finger protein 248 OS=Homo sapiens OX=9606 PE=2 SV=1;A2RUI7_HUMAN Zinc finger protein 248 OS=Homo sap4 1 1 1 7.3 26.587 0 0 0 0 0 0
A2VCQ5 MAFK A2VCQ5_HUMAN MAFK protein (Fragment) OS=Homo sapiens OX=9606 GN=MAFK PE=2 SV=1 1 3 1 1 52.9 9.816 18679000 3408600 11524000 3113100 568100 1920700
A3KFL5;Q13868;A0A8I5QL34;B4E001;A0A8I5KV47;B3KQW2;A0A8I5KVY3;A3KFL2Exosome complex component RRP4EXOSC2 A3KFL5_HUMAN Ribosomal RNA-processing protein 4 OS=Homo sapiens OX=9606 GN=EXOSC2 PE=1 SV=3;EXOS2_HUMAN Exosome complex component RRP4 OS=Homo sapiens OX=9606 GN=EXOSC2 PE=1 SV=2;A0A8I5QL34_HUMAN Exosome component 2 OS=Homo sapiens OX=9606 GN=EXOSC2 PE=1 S8 2 2 2 8.9 33.565 51257000 15813000 0 3942900 1216400 0
A3KN83;Q9NVJ3;B3KUC1 Protein strawberry notch homolog 1SBNO1 SBNO1_HUMAN Protein strawberry notch homolog 1 OS=Homo sapiens OX=9606 GN=SBNO1 PE=1 SV=1 3 3 3 3 2.5 154.31 31741000 0 12456000 495950 0 194630
B0YIW2;A3KPE2;P02656 Apolipoprotein C-III APOC3 B0YIW2_HUMAN Apolipoprotein C-III OS=Homo sapiens OX=9606 GN=APOC3 PE=1 SV=1;A3KPE2_HUMAN Apolipoprotein C-III OS=Homo sapiens OX=9606 GN=APOC3 PE=2 SV=1;APOC3_HUMAN Apolipoprotein C-III OS=Homo sapiens OX=9606 GN=APOC3 PE=1 SV=13 1 1 1 13.7 12.815 11155000 2623500 0 1394400 327940 0
Q4VB24;A3R0T8;P10412;B2R984;A3R0T7;P16402;A1L407;P22492Histone H1.4;Histone H1.3HIST1H1E;HIST1H1D Q4VB24_HUMAN Histone cluster 1, H1e OS=Homo sapiens OX=9606 GN=HIST1H1E PE=2 SV=1;A3R0T8_HUMAN Histone 1, H1e OS=Homo sapiens OX=9606 GN=HIST1H1E PE=2 SV=1;H14_HUMAN Histone H1.4 OS=Homo sapiens OX=9606 GN=H1-4 PE=1 SV=2;B2R984_HUMAN cDNA, FLJ94268, highly8 9 2 2 35.2 21.893 7.76E+08 94946000 173110000 86182000 10550000 19234000
Q53GE2;Q53GC7;A4D0V4;P47755;C9JUG7;F8W9N7;B4DE01 F-actin-capping protein subunit alpha-2CAPZA2 Q53GE2_HUMAN F-actin-capping protein subunit alpha (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;Q53GC7_HUMAN F-actin-capping protein subunit alpha (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A4D0V4_HUMAN F-actin-capping protein subunit alpha OS=Homo sapie7 3 2 2 15.4 32.967 41733000 20965000 7100300 3210200 1612700 546180
A4D0W0;O95777;F2Z2Y6;C9JIZ0;C9JNV3 U6 snRNA-associated Sm-like protein LSm8LSM8 A4D0W0_HUMAN U6 snRNA-associated Sm-like protein LSm8 OS=Homo sapiens OX=9606 GN=LSM8 PE=2 SV=1;LSM8_HUMAN U6 snRNA-associated Sm-like protein LSm8 OS=Homo sapiens OX=9606 GN=LSM8 PE=1 SV=3;F2Z2Y6_HUMAN U6 snRNA-associated Sm-like protein LSm8 OS=Homo sapi5 3 3 3 30.2 10.403 1.64E+08 86364000 0 23378000 12338000 0
C9J1Z8;A4D0Z3;P84085;B4DLJ3 ADP-ribosylation factor 5 ARF5 C9J1Z8_HUMAN ADP ribosylation factor 5 (Fragment) OS=Homo sapiens OX=9606 GN=ARF5 PE=1 SV=1;A4D0Z3_HUMAN ADP-ribosylation factor OS=Homo sapiens OX=9606 GN=ARF5 PE=2 SV=1;ARF5_HUMAN ADP-ribosylation factor 5 OS=Homo sapiens OX=9606 GN=ARF5 PE=1 SV=2;B4DLJ34 6 2 2 51.3 17.107 81757000 14168000 0 9084200 1574200 0
B3KS56;B2RDB1;A4D0Z4;Q96CN9 GRIP and coiled-coil domain-containing protein 1GCC1 B3KS56_HUMAN cDNA FLJ35559 fis, clone SPLEN2005009, highly similar to GRIP and coiled-coil domain-containing protein 1 OS=Homo sapiens OX=9606 PE=2 SV=1;B2RDB1_HUMAN cDNA, FLJ96533, highly similar to Homo sapiens golgi coiled-coil 1 (GCC1), mRNA OS=Homo sa4 1 1 1 1.9 68.517 19421000 9316700 0 571200 274020 0
B5MC59;A4D105;P35244 Replication protein A 14 kDa subunitRPA3 B5MC59_HUMAN Replication protein A3 OS=Homo sapiens OX=9606 GN=RPA3 PE=1 SV=1;A4D105_HUMAN Replication protein A3, 14kDa OS=Homo sapiens OX=9606 GN=RPA3 PE=2 SV=1;RFA3_HUMAN Replication protein A 14 kDa subunit OS=Homo sapiens OX=9606 GN=RPA3 PE=1 SV=13 4 4 4 67.1 9.1703 5.07E+08 151320000 0 1.01E+08 30264000 0
A4D177;Q13185;S4R2Y4;C9JMM0;B8ZZ43;K7ELA4 Chromobox protein homolog 3CBX3 A4D177_HUMAN Chromobox homolog 3 (HP1 gamma homolog, Drosophila) OS=Homo sapiens OX=9606 GN=CBX3 PE=4 SV=1;CBX3_HUMAN Chromobox protein homolog 3 OS=Homo sapiens OX=9606 GN=CBX3 PE=1 SV=46 8 8 6 56.3 20.811 2.63E+09 972100000 89791000 3.76E+08 138870000 12827000
H7C4M9;C9JZG9;C9JZY6;A4D1L5;P62256;C9J8Q9 Ubiquitin-conjugating enzyme E2 HUBE2H H7C4M9_HUMAN Ubiquitin conjugating enzyme E2 H (Fragment) OS=Homo sapiens OX=9606 GN=UBE2H PE=1 SV=1;C9JZG9_HUMAN Ubiquitin conjugating enzyme E2 H (Fragment) OS=Homo sapiens OX=9606 GN=UBE2H PE=1 SV=1;C9JZY6_HUMAN Ubiquitin conjugating enzyme E2 H (Fragme6 3 3 3 64.5 7.0801 90366000 10433000 0 30122000 3477700 0
B4DJV6;A4D1X5;Q92556 Engulfment and cell motility protein 1ELMO1 B4DJV6_HUMAN cDNA FLJ54007, highly similar to Engulfment and cell motility protein 1(CED-12 homolog) OS=Homo sapiens OX=9606 PE=2 SV=1;A4D1X5_HUMAN Engulfment and cell motility 1 (Ced-12 homolog, C. elegans) OS=Homo sapiens OX=9606 GN=ELMO1 PE=2 SV=1;ELMO13 1 1 1 2.2 73.012 0 0 0 0 0 0
A4D210;P55884;B4DV79;B4DXN6;Q96G38;Q86UM1;C9JZG1;C9JQN7;Q59FS8Eukaryotic translation initiation factor 3 subunit BEIF3B A4D210_HUMAN Eukaryotic translation initiation factor 3 subunit B OS=Homo sapiens OX=9606 GN=EIF3S9 PE=3 SV=1;EIF3B_HUMAN Eukaryotic translation initiation factor 3 subunit B OS=Homo sapiens OX=9606 GN=EIF3B PE=1 SV=3;B4DV79_HUMAN Eukaryotic translation in9 35 35 35 53.3 88.679 1.34E+10 155130000 8598200000 3.73E+08 4309300 238840000
A4D218;Q9Y6D9 Mitotic spindle assembly checkpoint protein MAD1MAD1L1 A4D218_HUMAN MAD1 mitotic arrest deficient-like 1 (Yeast) OS=Homo sapiens OX=9606 GN=MAD1L1 PE=3 SV=1;MD1L1_HUMAN Mitotic spindle assembly checkpoint protein MAD1 OS=Homo sapiens OX=9606 GN=MAD1L1 PE=1 SV=22 3 3 3 4.5 91.72 62499000 13528000 5854300 1302100 281840 121960
A4D275;O15143;C9JEY1;C9K057;A0A1W2PNV4 Actin-related protein 2/3 complex subunit 1BARPC1B A4D275_HUMAN Actin-related protein 2/3 complex subunit OS=Homo sapiens OX=9606 GN=ARPC1B PE=2 SV=1;ARC1B_HUMAN Actin-related protein 2/3 complex subunit 1B OS=Homo sapiens OX=9606 GN=ARPC1B PE=1 SV=3;C9JEY1_HUMAN Actin related protein 2/3 complex subunit 15 2 2 2 8.3 40.949 97787000 28520000 4939200 5432600 1584500 274400
A4QPB0;P46940;A0A0J9YXZ5;H0YLE8;Q6P1N4;B4E2M0;Q5FWG8;B4DNP4;Q05DN7;A0A087WWP1;H0YKA5;A0A087X225;Q96PA3Ras GTPase-activating-like protein IQGAP1IQGAP1 A4QPB0_HUMAN IQ motif containing GTPase activating protein 1 OS=Homo sapiens OX=9606 GN=IQGAP1 PE=1 SV=1;IQGA1_HUMAN Ras GTPase-activating-like protein IQGAP1 OS=Homo sapiens OX=9606 GN=IQGAP1 PE=1 SV=1;A0A0J9YXZ5_HUMAN IQ motif containing GTPase activatin13 27 27 27 19 189.28 7.49E+08 116300000 173920000 9026500 1401200 2095500
A4UCT9;B4DQD4;A8K683;Q13287 N-myc-interactor NMI A4UCT9_HUMAN N-myc-interactor (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B4DQD4_HUMAN cDNA FLJ58389, highly similar to N-myc-interactor OS=Homo sapiens OX=9606 PE=2 SV=1;A8K683_HUMAN cDNA FLJ75708, highly similar to Homo sapiens N-myc (and STAT) interact4 1 1 1 8.3 13.735 18139000 18139000 0 2591200 2591200 0
A5D8W6;B3KTM8;Q9UBU8;H0YNE0;H0YMJ0 Mortality factor 4-like protein 1MORF4L1 A5D8W6_HUMAN Mortality factor 4 like 1 OS=Homo sapiens OX=9606 GN=MORF4L1 PE=2 SV=1;B3KTM8_HUMAN Mortality factor 4 like 1 OS=Homo sapiens OX=9606 GN=MORF4L1 PE=1 SV=1;MO4L1_HUMAN Mortality factor 4-like protein 1 OS=Homo sapiens OX=9606 GN=MORF4L1 PE=1 SV5 2 1 1 7.1 37.26 9737900 0 9737900 572820 0 572820
Q05BW3;A5PKT9 NES Q05BW3_HUMAN NES protein (Fragment) OS=Homo sapiens OX=9606 GN=NES PE=2 SV=1;A5PKT9_HUMAN NES protein (Fragment) OS=Homo sapiens OX=9606 GN=NES PE=2 SV=12 27 1 1 52.4 65.352 99462000 0 0 2617400 0 0
M0R2S2;A5PKY0;B4DQX5;M0R165;A8K5P4;B4DME4;Q9UBC2 Epidermal growth factor receptor substrate 15-like 1EPS15L1 M0R2S2_HUMAN Epidermal growth factor receptor pathway substrate 15 like 1 OS=Homo sapiens OX=9606 GN=EPS15L1 PE=1 SV=1;A5PKY0_HUMAN EPS15L1 protein (Fragment) OS=Homo sapiens OX=9606 GN=EPS15L1 PE=2 SV=1;B4DQX5_HUMAN cDNA FLJ56132, highly similar to Epider7 3 3 3 7.4 49.856 75497000 15491000 9937600 2796200 573730 368060
A8K7S0;A5PLN4;Q8IWZ8;B3KS44 SURP and G-patch domain-containing protein 1SF4;SUGP1 A8K7S0_HUMAN cDNA FLJ75478, highly similar to Homo sapiens splicing factor 4 (SF4), transcript variant a, mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;A5PLN4_HUMAN Splicing factor 4 OS=Homo sapiens OX=9606 GN=SF4 PE=2 SV=1;SUGP1_HUMAN SURP and G-patch domain-con4 2 2 2 5.4 72.442 43865000 6539200 0 1329200 198160 0
A5Y5A3;H0YC42;P55327 Tumor protein D52 TPD52 A5Y5A3_HUMAN PC1/MRPS28 fusion protein OS=Homo sapiens OX=9606 PE=2 SV=1;H0YC42_HUMAN Tumor protein D52 OS=Homo sapiens OX=9606 PE=1 SV=2;TPD52_HUMAN Tumor protein D52 OS=Homo sapiens OX=9606 GN=TPD52 PE=1 SV=23 2 2 2 9.4 31.18 60868000 0 0 4682200 0 0
A6MUU8 MIF A6MUU8_HUMAN Macrophage migration inhibitory factor OS=Homo sapiens OX=9606 GN=MIF PE=2 SV=1 1 4 2 2 33.6 12.396 50991000 35936000 0 10198000 7187200 0
A6NCC9;E9PME3;C9JHT9;C9JJV1;Q9Y5U2 Protein TSSC4 TSSC4 A6NCC9_HUMAN U5 small nuclear ribonucleoprotein TSSC4 OS=Homo sapiens OX=9606 GN=TSSC4 PE=1 SV=1;E9PME3_HUMAN U5 small nuclear ribonucleoprotein TSSC4 (Fragment) OS=Homo sapiens OX=9606 GN=TSSC4 PE=1 SV=1;C9JHT9_HUMAN U5 small nuclear ribonucleoprotein TSS5 2 2 2 16.5 13.847 37997000 21292000 14274000 4221900 2365800 1586000
A6NF51;V9HWF9;O95861;F8VVW8;F8VZG4;F8W1J0 3(2),5-bisphosphate nucleotidase 1BPNT1;HEL20 A6NF51_HUMAN 3(2), 5-bisphosphate nucleotidase 1 OS=Homo sapiens OX=9606 GN=BPNT1 PE=1 SV=2;V9HWF9_HUMAN Epididymis luminal protein 20 OS=Homo sapiens OX=9606 GN=HEL20 PE=2 SV=1;BPNT1_HUMAN 3(2),5-bisphosphate nucleotidase 1 OS=Homo sapiens OX=9606 G6 3 3 3 10 31.707 82326000 64696000 7203600 4332900 3405100 379140
A6NJU6;A6NFX8;Q9UKK9;A6NCQ0;H0YEY4;C9JYY9 ADP-sugar pyrophosphataseNUDT5 A6NJU6_HUMAN Nudix hydrolase 5 OS=Homo sapiens OX=9606 GN=NUDT5 PE=1 SV=2;A6NFX8_HUMAN Nudix hydrolase 5 OS=Homo sapiens OX=9606 GN=NUDT5 PE=1 SV=1;NUDT5_HUMAN ADP-sugar pyrophosphatase OS=Homo sapiens OX=9606 GN=NUDT5 PE=1 SV=1;A6NCQ0_HUMAN Nudix hydrolas6 5 5 5 34.4 20.629 2.77E+08 85705000 861800 34674000 10713000 107730
H3BMT0;H3BTV5;H3BU16;A6NGP5;H3BMV3;B4DL85;Q9H910;H3BMM8;B4E1P3Hematological and neurological expressed 1-like proteinHN1L H3BMT0_HUMAN Jupiter microtubule associated homolog 2 (Fragment) OS=Homo sapiens OX=9606 GN=JPT2 PE=1 SV=1;H3BTV5_HUMAN Jupiter microtubule associated homolog 2 (Fragment) OS=Homo sapiens OX=9606 GN=JPT2 PE=1 SV=1;H3BU16_HUMAN Jupiter microtubule associate9 3 3 3 39.1 12.23 1.42E+08 69061000 2736000 20242000 9865800 390860
A6NHL2 Tubulin alpha chain-like 3TUBAL3 TBAL3_HUMAN Tubulin alpha chain-like 3 OS=Homo sapiens OX=9606 GN=TUBAL3 PE=1 SV=2 1 5 1 1 10.3 49.908 1.62E+08 161850000 0 6743900 6743900 0
A6NJA2;B2RD79;P54578;B3KTG4;J3QQT6;J3KS55 Ubiquitin carboxyl-terminal hydrolase;Ubiquitin carboxyl-terminal hydrolase 14USP14 A6NJA2_HUMAN Ubiquitin carboxyl-terminal hydrolase OS=Homo sapiens OX=9606 GN=USP14 PE=1 SV=2;B2RD79_HUMAN Ubiquitin carboxyl-terminal hydrolase OS=Homo sapiens OX=9606 PE=2 SV=1;UBP14_HUMAN Ubiquitin carboxyl-terminal hydrolase 14 OS=Homo sapiens OX=9606 6 5 5 5 11.2 51.086 3.09E+08 72640000 16890000 12882000 3026700 703750
A6NJX0;A8K7N4;Q9H4F1 Alpha-N-acetyl-neuraminyl-2,3-beta-galactosyl-1,3-N-acetyl-galactosaminide alpha-2,6-sialyltransferaseST6GALNAC4 A6NJX0_HUMAN ST6 N-acetylgalactosaminide alpha-2,6-sialyltransferase 4 (Fragment) OS=Homo sapiens OX=9606 GN=ST6GALNAC4 PE=1 SV=9;A8K7N4_HUMAN ST6 (Alpha-N-acetyl-neuraminyl-2,3-beta-galactosyl-1, 3)-N-acetylgalactosaminide alpha-2,6-sialyltransferase 4, i3 1 1 1 6 23.086 0 0 0 0 0 0
A6NK59 Ankyrin repeat and SOCS box protein 14ASB14 ASB14_HUMAN Ankyrin repeat and SOCS box protein 14 OS=Homo sapiens OX=9606 GN=ASB14 PE=2 SV=2 1 1 1 1 3.2 65.331 0 0 0 0 0 0
A6NKB8;Q7RU04;Q9H4A4 Aminopeptidase B RNPEP A6NKB8_HUMAN Arginyl aminopeptidase OS=Homo sapiens OX=9606 GN=RNPEP PE=1 SV=1;Q7RU04_HUMAN Aminopeptidase B OS=Homo sapiens OX=9606 GN=RNPEP PE=3 SV=1;AMPB_HUMAN Aminopeptidase B OS=Homo sapiens OX=9606 GN=RNPEP PE=1 SV=23 2 2 2 3.8 68.168 2.8E+08 0 0 9047400 0 0
A6NKZ2;P51606;H7C1A7;H7C2G7;H7C317 N-acylglucosamine 2-epimeraseRENBP A6NKZ2_HUMAN N-acylglucosamine 2-epimerase OS=Homo sapiens OX=9606 GN=RENBP PE=1 SV=2;RENBP_HUMAN N-acylglucosamine 2-epimerase OS=Homo sapiens OX=9606 GN=RENBP PE=1 SV=35 7 7 7 19.9 47.065 3.71E+08 240610000 0 19522000 12664000 0
A6NL93;P05114;Q6NSG7;Q3B790;A6NEL0;F2Z2W6;F2Z2Y5;H7BXJ5;A0A494C035Non-histone chromosomal protein HMG-14HMGN1 A6NL93_HUMAN High mobility group nucleosome binding domain 1 OS=Homo sapiens OX=9606 GN=HMGN1 PE=1 SV=1;HMGN1_HUMAN Non-histone chromosomal protein HMG-14 OS=Homo sapiens OX=9606 GN=HMGN1 PE=1 SV=3;Q6NSG7_HUMAN High-mobility group nucleosome binding domain9 3 3 3 33.3 9.5355 2.29E+08 67086000 7530600 57256000 16771000 1882600
A6NLH6;Q53HE6;Q9P003 Protein cornichon homolog 4CNIH4 A6NLH6_HUMAN Cornichon family AMPA receptor auxiliary protein 4 OS=Homo sapiens OX=9606 GN=CNIH4 PE=1 SV=1;Q53HE6_HUMAN HSPC163 protein variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;CNIH4_HUMAN Protein cornichon homolog 4 OS=Homo sapiens OX=9606 GN=3 1 1 1 14.6 15.771 23301000 0 0 11651000 0 0
A6NLM8;P51571 Translocon-associated protein subunit deltaSSR4 A6NLM8_HUMAN Translocon-associated protein subunit delta OS=Homo sapiens OX=9606 GN=SSR4 PE=1 SV=1;SSRD_HUMAN Translocon-associated protein subunit delta OS=Homo sapiens OX=9606 GN=SSR4 PE=1 SV=12 1 1 1 7.4 16.245 21736000 8590100 0 3622600 1431700 0
E9PJK1;E9PRJ8;H0YDL9;H0YDJ9;E9PIF1;A6NMH8;H0YEE2;P60033;Q59FS9Tetraspanin;CD81 antigenCD81 E9PJK1_HUMAN CD81 molecule OS=Homo sapiens OX=9606 GN=CD81 PE=1 SV=1;E9PRJ8_HUMAN Tetraspanin (Fragment) OS=Homo sapiens OX=9606 GN=CD81 PE=1 SV=1;H0YDL9_HUMAN Tetraspanin (Fragment) OS=Homo sapiens OX=9606 GN=CD81 PE=1 SV=1;H0YDJ9_HUMAN Tetraspanin (Fragm9 2 2 2 14.5 17.963 1.72E+08 0 0 34461000 0 0
A6NMQ3;Q5T5H1;O43768;A0A1W2PRU0 Alpha-endosulfine ENSA A6NMQ3_HUMAN Endosulfine alpha OS=Homo sapiens OX=9606 GN=ENSA PE=1 SV=2;Q5T5H1_HUMAN Endosulfine alpha OS=Homo sapiens OX=9606 GN=ENSA PE=1 SV=1;ENSA_HUMAN Alpha-endosulfine OS=Homo sapiens OX=9606 GN=ENSA PE=1 SV=1;A0A1W2PRU0_HUMAN Endosulfine alpha OS=H4 3 2 2 20.7 15.634 1.84E+08 115960000 0 20491000 12884000 0
Q9H8A8;A6PVX1;H0Y532;B4DPI7;V9HWG1;Q13228 Selenium-binding protein 1SELENBP1;HEL-S-134PQ9H8A8_HUMAN Methanethiol oxidase OS=Homo sapiens OX=9606 GN=SELENBP1 PE=2 SV=1;A6PVX1_HUMAN Methanethiol oxidase (Fragment) OS=Homo sapiens OX=9606 GN=SELENBP1 PE=1 SV=1;H0Y532_HUMAN Methanethiol oxidase (Fragment) OS=Homo sapiens OX=9606 GN=SELENBP1 PE=16 2 2 2 13.6 25.953 13986000 0 0 1165500 0 0
A6PWM2;Q6UXH1 Cysteine-rich with EGF-like domain protein 2CRELD2 A6PWM2_HUMAN Cysteine rich with EGF like domains 2 (Fragment) OS=Homo sapiens OX=9606 GN=CRELD2 PE=1 SV=1;CREL2_HUMAN Protein disulfide isomerase CRELD2 OS=Homo sapiens OX=9606 GN=CRELD2 PE=1 SV=12 2 2 2 9.6 25.129 59735000 14306000 0 4977900 1192200 0
A6QKW0;P57088;D6RAA6;H0Y8N0;J3KN43;D6RBY2 Transmembrane protein 33SHINC3;TMEM33 A6QKW0_HUMAN SHINC3 OS=Homo sapiens OX=9606 GN=SHINC3 PE=2 SV=1;TMM33_HUMAN Transmembrane protein 33 OS=Homo sapiens OX=9606 GN=TMEM33 PE=1 SV=2;D6RAA6_HUMAN Transmembrane protein 33 (Fragment) OS=Homo sapiens OX=9606 GN=TMEM33 PE=1 SV=16 7 7 7 26.3 27.951 4.4E+08 44253000 28429000 39958000 4023000 2584400
A6XNE3;A8K686;P13284 Gamma-interferon-inducible lysosomal thiol reductaseIFI30 A6XNE3_HUMAN Interferon gamma-inducible protein 30 preproprotein OS=Homo sapiens OX=9606 PE=2 SV=1;A8K686_HUMAN cDNA FLJ77316, highly similar to Homo sapiens interferon, gamma-inducible protein 30 (IFI30), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;GILT_HUMAN 3 1 1 1 8.2 25.673 16759000 0 0 1862100 0 0
A7BI36;Q9P2E9;A1A5C4;F8W7S5;A1A5C5;B3KSG1;A0A087WU26;A2A2S5;Q32NB1;V9GY78Ribosome-binding protein 1RRBP1 A7BI36_HUMAN p180/ribosome receptor OS=Homo sapiens OX=9606 GN=RRBP1 PE=2 SV=2;RRBP1_HUMAN Ribosome-binding protein 1 OS=Homo sapiens OX=9606 GN=RRBP1 PE=1 SV=5;A1A5C4_HUMAN RRBP1 protein OS=Homo sapiens OX=9606 GN=RRBP1 PE=2 SV=1;F8W7S5_HUMAN Ribosome bin10 12 12 12 11.9 165.75 2.7E+08 48096000 10528000 2501900 445330 97484
A7XZE4;V9HW25;B4E3P1 TPM2b;HEL-S-273 A7XZE4_HUMAN Beta tropomyosin isoform OS=Homo sapiens OX=9606 GN=TPM2 PE=1 SV=1;V9HW25_HUMAN Epididymis secretory protein Li 273 OS=Homo sapiens OX=9606 GN=HEL-S-273 PE=2 SV=1;B4E3P1_HUMAN cDNA FLJ57036, highly similar to Homo sapiens tropomyosin 2 (beta) 3 13 2 2 37 33.026 2.33E+08 207640000 23995000 14588000 12977000 1499700
A8IK34;Q6AI12 Ankyrin repeat domain-containing protein 40ANKRD40 A8IK34_HUMAN Ankyrin repeat domain 40 OS=Homo sapiens OX=9606 GN=ANKRD40 PE=2 SV=1;ANR40_HUMAN Ankyrin repeat domain-containing protein 40 OS=Homo sapiens OX=9606 GN=ANKRD40 PE=1 SV=22 3 3 3 9.8 41.088 28350000 0 4890600 1771900 0 305660
A8K067;B4DI19;Q53HG6;A8MVQ3;B4DKY1;B4DPV7;P49589 Cysteine--tRNA ligase, cytoplasmicCARS A8K067_HUMAN cysteine--tRNA ligase (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B4DI19_HUMAN cysteine--tRNA ligase OS=Homo sapiens OX=9606 PE=2 SV=1;Q53HG6_HUMAN cysteine--tRNA ligase (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A8MVQ3_HUMAN cysteine--tRNA7 1 1 1 1.7 73.423 26310000 9115200 0 730840 253200 0
A8K0B6;Q53H01;Q13510;A0A1B0GUH5;A0A1B0GTM3;A0A1B0GUA4;A0A1B0GW68;A0A1B0GUW4;A0A1B0GUG1;A0A1B0GUE3;B3KUZ6;A0A1B0GTP7;A0A1B0GTZ5;E7EMM4;A0A1B0GV06;B1B5S8;B1B5T0;B1B5T7;A0A1B0GW66;B1B5Q8;B1B5Q9;B1B5Q0;A0A1B0GVG2;B1B5Q3;A0A1B0GU62;A0A1B0GVE7;B1B5R8;B1B5P6;A0A1B0GUJ3;B1B5S7;B1B5S6Acid ceramidase;Acid ceramidase subunit alpha;Acid ceramidase subunit betaASAH1 A8K0B6_HUMAN ceramidase OS=Homo sapiens OX=9606 PE=2 SV=1;Q53H01_HUMAN ceramidase (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;ASAH1_HUMAN Acid ceramidase OS=Homo sapiens OX=9606 GN=ASAH1 PE=1 SV=5;A0A1B0GUH5_HUMAN ceramidase OS=Homo sapiens OX=9606 GN=ASA31 6 6 6 14.2 44.673 2.73E+08 27220000 11876000 11359000 1134200 494840
B3KQM8;B4E2D8;A8K0E7;Q08174 Protocadherin-1 PCDH1 B3KQM8_HUMAN cDNA FLJ90752 fis, clone PLACE3000181, highly similar to Homo sapiens protocadherin 1 (cadherin-like 1) (PCDH1), transcript variant 2, mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;B4E2D8_HUMAN cDNA FLJ59655, highly similar to Protocadherin-1 OS=Homo4 1 1 1 0.9 108.61 0 0 0 0 0 0
K7EIY6;A8K0Q1;Q9BV68;U3KQF4;O60372;Q9NPN4 E3 ubiquitin-protein ligase RNF126RNF126 K7EIY6_HUMAN RING-type E3 ubiquitin transferase (Fragment) OS=Homo sapiens OX=9606 GN=RNF126 PE=1 SV=7;A8K0Q1_HUMAN cDNA FLJ77001, highly similar to Homo sapiens ring finger protein 126 (RNF126), transcript variant 2, mRNA OS=Homo sapiens OX=9606 PE=2 SV=16 4 4 4 19.1 30.785 69735000 48150000 12339000 8716800 6018700 1542400
A8K0R7 Zinc finger protein 839 ZNF839 ZN839_HUMAN Zinc finger protein 839 OS=Homo sapiens OX=9606 GN=ZNF839 PE=2 SV=1 1 1 1 1 1.5 87.483 0 0 0 0 0 0
A8K122;Q6P995 Protein FAM171B KIAA1946;FAM171B A8K122_HUMAN KIAA1946, isoform CRA_b OS=Homo sapiens OX=9606 GN=KIAA1946 PE=2 SV=1;F171B_HUMAN Protein FAM171B OS=Homo sapiens OX=9606 GN=FAM171B PE=2 SV=32 1 1 1 1.1 92.308 0 0 0 0 0 0
A8K1J3;P54725;A0A494C0B4;K7ENJ0;K7ELW1;K7EQ16;B4DDJ7 UV excision repair protein RAD23 homolog ARAD23A A8K1J3_HUMAN UV excision repair protein RAD23 OS=Homo sapiens OX=9606 PE=2 SV=1;RD23A_HUMAN UV excision repair protein RAD23 homolog A OS=Homo sapiens OX=9606 GN=RAD23A PE=1 SV=1;A0A494C0B4_HUMAN RAD23 homolog A, nucleotide excision repair protein OS=Homo 7 6 3 3 20.4 39.466 1.85E+08 133210000 0 14200000 10247000 0
H3BNE1;H3BR18;H3BM38;H3BPJ0;A8K287;O00161;H3BNG6;H3BU94Synaptosomal-associated protein;Synaptosomal-associated protein 23SNAP23 H3BNE1_HUMAN Synaptosome associated protein 23 OS=Homo sapiens OX=9606 GN=SNAP23 PE=1 SV=1;H3BR18_HUMAN Synaptosomal-associated protein (Fragment) OS=Homo sapiens OX=9606 GN=SNAP23 PE=1 SV=1;H3BM38_HUMAN Synaptosomal-associated protein (Fragment) OS=Homo s8 2 2 2 26.8 11.14 20377000 12970000 0 2911100 1852800 0
A8K2I7;O14908;K7EM11;K7ESN1 PDZ domain-containing protein GIPC1GIPC1 A8K2I7_HUMAN cDNA FLJ76072, highly similar to Homo sapiens GIPC PDZ domain containing family, member 1 (GIPC1), transcript variant 1, mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;GIPC1_HUMAN PDZ domain-containing protein GIPC1 OS=Homo sapiens OX=9606 GN=GIPC1 PE4 4 4 4 13.8 36.039 1.59E+08 73129000 0 10591000 4875300 0
A8K2M0;P43686 26S protease regulatory subunit 6BPSMC4 A8K2M0_HUMAN Proteasome (Prosome, macropain) 26S subunit, ATPase, 4, isoform CRA_b OS=Homo sapiens OX=9606 GN=PSMC4 PE=2 SV=1;PRS6B_HUMAN 26S proteasome regulatory subunit 6B OS=Homo sapiens OX=9606 GN=PSMC4 PE=1 SV=22 8 8 8 19.1 47.366 3.88E+08 237970000 2424700 15538000 9518800 96989
A8K2U2;P52789;Q68E10;E9PB90;Q53SG7;Q53QX9;Q7Z7Q6;Q09LL6Hexokinase;Hexokinase-2HK2;DKFZp686M1669A8K2U2_HUMAN hexokinase OS=Homo sapiens OX=9606 PE=2 SV=1;HXK2_HUMAN Hexokinase-2 OS=Homo sapiens OX=9606 GN=HK2 PE=1 SV=2;Q68E10_HUMAN hexokinase OS=Homo sapiens OX=9606 GN=DKFZp686M1669 PE=2 SV=1;E9PB90_HUMAN hexokinase OS=Homo sapiens OX=9606 GN=HK2 PE=8 8 4 4 8.2 102.36 81705000 24129000 0 1702200 502680 0
B4DLM5;B4DG88;A8K2W6;Q13093 Platelet-activating factor acetylhydrolasePLA2G7 B4DLM5_HUMAN cDNA FLJ52187, highly similar to Platelet-activating factor acetylhydrolaseprecursor OS=Homo sapiens OX=9606 PE=2 SV=1;B4DG88_HUMAN cDNA FLJ50138, highly similar to Platelet-activating factor acetylhydrolase OS=Homo sapiens OX=9606 PE=2 SV=1;A4 1 1 1 11.7 15.568 0 0 0 0 0 0
H3BR35;Q7KZX8;B2RCT6;A8K2W7;B4DQM6;P15170;Q8IYD1 Eukaryotic peptide chain release factor GTP-binding subunit ERF3A;Eukaryotic peptide chain release factor GTP-binding subunit ERF3BGSPT1;GSPT2 H3BR35_HUMAN G1 to S phase transition 1 (Fragment) OS=Homo sapiens OX=9606 GN=GSPT1 PE=1 SV=1;Q7KZX8_HUMAN G1 to S phase transition 1 OS=Homo sapiens OX=9606 PE=2 SV=1;B2RCT6_HUMAN cDNA, FLJ96276, highly similar to Homo sapiens G1 to S phase transition 1 (7 3 3 3 6.1 52.832 1.91E+08 99096000 0 7641400 3963800 0
Q5TFE4;A8K2Z3;Q5QPD0 5-nucleotidase domain-containing protein 1NT5DC1 NT5D1_HUMAN 5-nucleotidase domain-containing protein 1 OS=Homo sapiens OX=9606 GN=NT5DC1 PE=1 SV=1;A8K2Z3_HUMAN cDNA FLJ76092, highly similar to Homo sapiens 5-nucleotidase, cytosolic II-like 1 (NT5C2L1), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;Q5QPD0_HUM3 2 2 2 5.9 51.844 29705000 0 9292100 1188200 0 371680
A8K335;Q92820;A0A7I2YQQ3;A0A7I2V5X9;B4DVI2;A0A7I2V5P2Gamma-glutamyl hydrolaseGGH A8K335_HUMAN folate gamma-glutamyl hydrolase OS=Homo sapiens OX=9606 PE=2 SV=1;GGH_HUMAN Gamma-glutamyl hydrolase OS=Homo sapiens OX=9606 GN=GGH PE=1 SV=2;A0A7I2YQQ3_HUMAN folate gamma-glutamyl hydrolase OS=Homo sapiens OX=9606 GN=GGH PE=1 SV=16 7 7 7 24.2 36.047 3.04E+08 16894000 0 19001000 1055900 0
P47897;A8K3A8;Q53HS0;B4DNN3;A0A1B0GVU9;Q96AW5;B4DDN1;Q9BUZ3;Q9H3A5;A0A0U1RQT0;C9J165;B7Z840;H7C0R3;A0A0U1RQQ5;A0A0U1RQE9;A0A1B0GTT3;A0A0U1RRI9;A0A0U1RQL2;A0A0U1RQU2;A0A0U1RQM8;B4DTH6;I3QNU8;F2Z2V6;A0A0U1RRJ7;A0A0U1RR66;A0A0U1RQJ6;A0A0U1RQX5;A0A0U1RRC8;A0A0U1RQX9;A0A0U1RR79;A0A0U1RQC3Glutamine--tRNA ligase QARS SYQ_HUMAN Glutamine--tRNA ligase OS=Homo sapiens OX=9606 GN=QARS1 PE=1 SV=1;A8K3A8_HUMAN glutamine--tRNA ligase OS=Homo sapiens OX=9606 PE=2 SV=1;Q53HS0_HUMAN glutamine--tRNA ligase (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B4DNN3_HUMAN glutamine--tRNA 31 13 13 13 17.5 87.798 3.03E+08 73361000 2656500 6739400 1630200 59034
B7Z4K5;A8MT72;Q6IAX4;A8K3B9;Q2NKQ5;Q16799 Reticulon;Reticulon-1 RTN1 B7Z4K5_HUMAN Reticulon OS=Homo sapiens OX=9606 PE=2 SV=1;A8MT72_HUMAN Reticulon OS=Homo sapiens OX=9606 GN=RTN1 PE=1 SV=1;Q6IAX4_HUMAN Reticulon OS=Homo sapiens OX=9606 GN=RTN1 PE=2 SV=1;A8K3B9_HUMAN Reticulon OS=Homo sapiens OX=9606 PE=2 SV=1;Q2NKQ5_HUMAN6 2 2 2 8.3 21.848 5.4E+08 153080000 11613000 67494000 19135000 1451600
A8K3C3;P50991;B7Z9L0;B7Z2Z8;B7Z2F4 T-complex protein 1 subunit deltaCCT4 A8K3C3_HUMAN T-complex protein 1 subunit delta OS=Homo sapiens OX=9606 PE=2 SV=1;TCPD_HUMAN T-complex protein 1 subunit delta OS=Homo sapiens OX=9606 GN=CCT4 PE=1 SV=4;B7Z9L0_HUMAN T-complex protein 1 subunit delta OS=Homo sapiens OX=9606 PE=2 SV=1;B7Z2Z8_5 14 14 14 28.8 57.952 7.36E+08 106540000 60604000 22305000 3228600 1836500
A8K3C5;J3KPP4;O95232;D6RDI2;Q6PKC2;Q86Y74;B4DJ96;E7EN55;C9JL41;H0YBV7;H0YAR4Luc7-like protein 3 LUC7L3;CROP A8K3C5_HUMAN cDNA FLJ77715, highly similar to Homo sapiens cisplatin resistance-associated overexpressed protein(LUC7A), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;J3KPP4_HUMAN Cisplatin resistance-associated overexpressed protein, isoform CRA_b OS=Homo sapien11 3 3 3 10 51.442 46964000 519340 0 2471800 27334 0
A8K3S1;P46926;B3KMV2;D6R9P4;D6RFF8;D6RAY7;Q8TDQ7;V9GYK3;D6R917;D6RB13;V9GYW0Glucosamine-6-phosphate isomerase;Glucosamine-6-phosphate isomerase 1;Glucosamine-6-phosphate isomerase 2GNPDA1;GNPDA2 A8K3S1_HUMAN Glucosamine-6-phosphate isomerase OS=Homo sapiens OX=9606 PE=2 SV=1;GNPI1_HUMAN Glucosamine-6-phosphate isomerase 1 OS=Homo sapiens OX=9606 GN=GNPDA1 PE=1 SV=1;B3KMV2_HUMAN Glucosamine-6-phosphate isomerase OS=Homo sapiens OX=9606 PE=2 SV=1;D611 6 6 6 25.6 32.678 5.05E+08 226290000 4428300 31562000 14143000 276770
A8K432;P48048 ATP-sensitive inward rectifier potassium channel 1KCNJ1 A8K432_HUMAN cDNA FLJ76032, highly similar to Homo sapiens potassium inwardly-rectifying channel, subfamily J, member 1 (KCNJ1), transcript variant rom-k1, mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;KCNJ1_HUMAN ATP-sensitive inward rectifier potassium channel 2 1 1 1 3.1 44.782 0 0 0 0 0 0
P62937;A8K486;V9HWF5;B2RE56;Q71V99;B4DM82;F8WE65;C9J5S7;A0A0H2UH34;P0DN26;A0A7I2V5J5;A0A0B4J2A2;A0A075B759;Q9Y536;F5H284;A0A075B767;P0DN37;B2RXF3;E5RIZ5;A0A7P0S768Peptidyl-prolyl cis-trans isomerase A;Peptidyl-prolyl cis-trans isomerase A, N-terminally processed;Peptidyl-prolyl cis-trans isomerasePPIA;HEL-S-69p PPIA_HUMAN Peptidyl-prolyl cis-trans isomerase A OS=Homo sapiens OX=9606 GN=PPIA PE=1 SV=2;A8K486_HUMAN Peptidyl-prolyl cis-trans isomerase OS=Homo sapiens OX=9606 PE=2 SV=1;V9HWF5_HUMAN Peptidyl-prolyl cis-trans isomerase OS=Homo sapiens OX=9606 GN=HEL-S-20 13 13 10 77.6 18.012 1.33E+10 5184600000 71210000 1.33E+09 518460000 7121000
A8K492;P56192;B4DF61;B4E0E9;H0YHV5;H0YIP0;H0YI94;H0YIC2;H0YHL6;H0YI27;F5H2V6Methionine--tRNA ligase, cytoplasmicMARS A8K492_HUMAN Methionine--tRNA ligase, cytoplasmic OS=Homo sapiens OX=9606 PE=2 SV=1;SYMC_HUMAN Methionine--tRNA ligase, cytoplasmic OS=Homo sapiens OX=9606 GN=MARS1 PE=1 SV=2;B4DF61_HUMAN Methionine--tRNA ligase, cytoplasmic OS=Homo sapiens OX=9606 PE=2 SV11 13 13 13 16.6 101.14 4.54E+08 72519000 0 11085000 1768800 0
Q9BXS6;A8K4B4;H0YMD2 Nucleolar and spindle-associated protein 1NUSAP1 NUSAP_HUMAN Nucleolar and spindle-associated protein 1 OS=Homo sapiens OX=9606 GN=NUSAP1 PE=1 SV=1;A8K4B4_HUMAN cDNA FLJ78441, highly similar to Homo sapiens nucleolar and spindle associated protein 1 (NUSAP1),mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;H0YMD2_3 4 4 4 11.3 49.451 78241000 55102000 3649300 3260000 2295900 152050
Q6NZ55;A8K4C8;P26373;J3QSB4;H3BTH3;O60250;B4DGL7 60S ribosomal protein L13RPL13 Q6NZ55_HUMAN 60S ribosomal protein L13 OS=Homo sapiens OX=9606 GN=RPL13 PE=1 SV=1;A8K4C8_HUMAN 60S ribosomal protein L13 OS=Homo sapiens OX=9606 GN=RPL13 PE=2 SV=1;RL13_HUMAN Large ribosomal subunit protein eL13 OS=Homo sapiens OX=9606 GN=RPL13 PE=1 SV=4;J7 6 6 6 29.9 24.265 2.51E+09 950040000 54857000 2.79E+08 105560000 6095200
Q59H57;B4DR70;A8K4H1;Q8TBR3;Q6IBQ5;Q13344;P35637;H3BPE7;Q70T18RNA-binding protein FUS FUS Q59H57_HUMAN Fusion (Involved in t(12;16) in malignant liposarcoma) isoform a variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B4DR70_HUMAN cDNA FLJ58049, highly similar to RNA-binding protein FUS OS=Homo sapiens OX=9606 PE=2 SV=1;A8K4H1_HUMAN cDNA FLJ9 11 11 9 41 31.994 9.43E+09 3473700000 792780000 7.86E+08 289480000 66065000
Q53H22;A8K4H7;Q06203;Q59G63 AmidophosphoribosyltransferasePPAT Q53H22_HUMAN Amidophosphoribosyltransferase (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A8K4H7_HUMAN Amidophosphoribosyltransferase OS=Homo sapiens OX=9606 GN=PPAT PE=2 SV=1;PUR1_HUMAN Amidophosphoribosyltransferase OS=Homo sapiens OX=9606 GN=PPAT PE=1 SV4 2 2 2 4.1 57.384 30571000 7701500 0 1222800 308060 0
A8K4M5;O60563;Q9NR57;A0A1W2PQ16 Cyclin-T1 CCNT1 A8K4M5_HUMAN Cyclin-T1 OS=Homo sapiens OX=9606 PE=2 SV=1;CCNT1_HUMAN Cyclin-T1 OS=Homo sapiens OX=9606 GN=CCNT1 PE=1 SV=1;Q9NR57_HUMAN Cyclin T1 (Fragment) OS=Homo sapiens OX=9606 PE=4 SV=1;A0A1W2PQ16_HUMAN Cyclin T1 (Fragment) OS=Homo sapiens OX=9606 GN=C4 4 4 4 5.4 80.585 1.46E+08 9007100 58622000 5607200 346430 2254700
F8WCL1;F8WEK4;F8WB14;F8WDW0;F8WEN8;F2Z2Z3;A8K4S2;Q8WVP7Limb region 1 protein homologLMBR1 F8WCL1_HUMAN Limb development membrane protein 1 OS=Homo sapiens OX=9606 GN=LMBR1 PE=1 SV=1;F8WEK4_HUMAN Limb development membrane protein 1 OS=Homo sapiens OX=9606 GN=LMBR1 PE=1 SV=1;F8WB14_HUMAN Limb development membrane protein 1 OS=Homo sapiens OX=96068 1 1 1 26.3 4.463 13534000 13534000 0 4511300 4511300 0
C9J470;B4DRG7;E9PHA2;A8K4T8;Q15003;C9JZP1 Condensin complex subunit 2NCAPH C9J470_HUMAN Condensin complex subunit 2 (Fragment) OS=Homo sapiens OX=9606 GN=NCAPH PE=1 SV=8;B4DRG7_HUMAN Condensin complex subunit 2 OS=Homo sapiens OX=9606 PE=2 SV=1;E9PHA2_HUMAN Condensin complex subunit 2 OS=Homo sapiens OX=9606 GN=NCAPH PE=1 SV=1;A86 2 2 2 3.8 68.011 29017000 16736000 0 1000600 577100 0
Q6NXR8;A8K4W0;P61247;B7Z3M5;H0Y8L7;E9PFI5;H0Y9Y4;D6RG13;D6RAT0;D6RB09;D6RI02;D6RED7;D6RAS7;D6R9B6;D6RGE0;A4D1I140S ribosomal protein S3aRPS3A Q6NXR8_HUMAN Small ribosomal subunit protein eS1 OS=Homo sapiens OX=9606 GN=RPS3A PE=1 SV=1;A8K4W0_HUMAN Small ribosomal subunit protein eS1 OS=Homo sapiens OX=9606 GN=RPS3A PE=2 SV=1;RS3A_HUMAN Small ribosomal subunit protein eS1 OS=Homo sapiens OX=9606 G16 13 13 13 45.5 29.975 5.06E+09 728450000 196950000 2.98E+08 42850000 11585000
Q59GW6;A8K4W5;Q9BWD1 Acetyl-CoA acetyltransferase, cytosolicACAT2 Q59GW6_HUMAN Acetyl-CoA acetyltransferase, cytosolic variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A8K4W5_HUMAN cDNA FLJ76813, highly similar to Homo sapiens acetyl-Coenzyme A acetyltransferase 2 (acetoacetyl Coenzyme A thiolase), mRNA OS=Homo sapie3 6 6 6 16.6 42.135 2.79E+08 223050000 4297600 16389000 13121000 252800
P05388;Q53HK9;A8K4Z4;Q53HW2;F8VWS0;Q6NSF2;F8VU65;F8VZS0;B4E3D5;F8VW21;G3V210;F8VRK7;F8VPE8;F8VQY6;Q8NHW5;F8VS58;F8VWV4;Q3MHV2;F8W1K860S acidic ribosomal protein P0;60S acidic ribosomal protein P0-likeRPLP0;RPLP0P6 RLA0_HUMAN Large ribosomal subunit protein uL10 OS=Homo sapiens OX=9606 GN=RPLP0 PE=1 SV=1;Q53HK9_HUMAN 60S acidic ribosomal protein P0 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A8K4Z4_HUMAN 60S acidic ribosomal protein P0 OS=Homo sapiens OX=9606 PE=2 S19 9 9 9 41.6 34.273 2.65E+09 378050000 256160000 2.04E+08 29081000 19705000
H3BPC4;H3BQQ9;A8K503;Q7KZS0;B0QYN7;P63279 SUMO-conjugating enzyme UBC9UBE2I H3BPC4_HUMAN Ubiquitin conjugating enzyme E2 I OS=Homo sapiens OX=9606 GN=UBE2I PE=1 SV=3;H3BQQ9_HUMAN SUMO-conjugating enzyme UBC9 (Fragment) OS=Homo sapiens OX=9606 GN=UBE2I PE=1 SV=1;A8K503_HUMAN cDNA FLJ76182, highly similar to Homo sapiens ubiquitin-c6 2 2 2 29.7 8.3486 1.16E+08 40154000 0 23156000 8030800 0
A8K517;P62266;D6RD47;D6RDJ2;D6RIX0;D6R9I7 40S ribosomal protein S23RPS23 A8K517_HUMAN Small ribosomal subunit protein uS12 OS=Homo sapiens OX=9606 GN=RPS23 PE=2 SV=1;RS23_HUMAN Small ribosomal subunit protein uS12 OS=Homo sapiens OX=9606 GN=RPS23 PE=1 SV=3;D6RD47_HUMAN Small ribosomal subunit protein uS12 OS=Homo sapiens OX=9606 5 5 5 29.4 15.807 1.71E+09 399750000 55041000 2.85E+08 66624000 9173500
B3KMP6;A8K520;O94903 Proline synthase co-transcribed bacterial homolog proteinPROSC B3KMP6_HUMAN Pyridoxal phosphate homeostasis protein OS=Homo sapiens OX=9606 GN=PROSC PE=2 SV=1;A8K520_HUMAN Pyridoxal phosphate homeostasis protein OS=Homo sapiens OX=9606 GN=PROSC PE=2 SV=1;PLPHP_HUMAN Pyridoxal phosphate homeostasis protein OS=Homo sapi3 1 1 1 3.8 25.937 49623000 17730000 15542000 4511200 1611800 1412900
Q53FG5;B1AHB0;A8K521;P33992;B4DQ39;B1AHB1;B3KVF0;B4DVK5;Q59F49;B1AHB2;B1AHA9DNA helicase;DNA replication licensing factor MCM5MCM5 Q53FG5_HUMAN DNA replication licensing factor MCM5 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B1AHB0_HUMAN DNA replication licensing factor MCM5 OS=Homo sapiens OX=9606 GN=MCM5 PE=1 SV=1;A8K521_HUMAN DNA replication licensing factor MCM5 OS=Homo sapiens 11 24 24 24 39 82.236 3.38E+09 574440000 715970000 80537000 13677000 17047000
Q12906;F4ZW65;A8K590;F4ZW64;F4ZW66;B4DFG4;Q59GP7;B4DDF3;K7EKJ9;K7EQR9;K7ER69;K7ERM6;K7EJ09;A0A0S2Z5K8;V9HWK4;K7EM82;K7ENK6;Q96SI9;K7EKY0;K7EQ75Interleukin enhancer-binding factor 3ILF3 ILF3_HUMAN Interleukin enhancer-binding factor 3 OS=Homo sapiens OX=9606 GN=ILF3 PE=1 SV=3;F4ZW65_HUMAN NF90b OS=Homo sapiens OX=9606 PE=2 SV=1;A8K590_HUMAN cDNA FLJ77456, highly similar to Homo sapiens interleukin enhancer binding factor 3, 90kDa (ILF3), 20 17 17 17 21.3 95.337 1.18E+09 290410000 64413000 32002000 7849000 1740900
Q2TSD2;A8K5C4;Q01085;O15187;B4DHS3;Q59G49;Q49AS9;E7ETJ9Nucleolysin TIAR TIAL1 Q2TSD2_HUMAN Aging-associated gene 7 protein OS=Homo sapiens OX=9606 PE=2 SV=1;A8K5C4_HUMAN cDNA FLJ76290, highly similar to Homo sapiens TIA1 cytotoxic granule-associated RNA bindingprotein-like 1 (TIAL1), transcript variant 1, mRNA OS=Homo sapiens OX=9608 5 5 2 14.4 41.462 2.74E+08 53866000 0 17120000 3366600 0
A8K5D9;Q9NQW6;B4DSL6;H7C3S1;H7C1K5;H7C167;C9JJT6;H7C1C2Actin-binding protein anillinANLN A8K5D9_HUMAN cDNA FLJ77424, highly similar to Homo sapiens anillin, actin binding protein (scraps homolog, Drosophila), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;ANLN_HUMAN Anillin OS=Homo sapiens OX=9606 GN=ANLN PE=1 SV=2;B4DSL6_HUMAN cDNA FLJ57190, highly s8 9 9 9 8.7 119.9 2.37E+08 33536000 149280000 4312400 609740 2714200
B5LY64;E9PFD2;B5LY67;B5LY69;B5LY71;A8K5J1;P11172 Orotidine 5-phosphate decarboxylase;Uridine 5-monophosphate synthase;Orotate phosphoribosyltransferase;Orotidine 5-phosphate decarboxylaseUMPS B5LY64_HUMAN Orotidine 5-phosphate decarboxylase OS=Homo sapiens OX=9606 GN=UMPS PE=2 SV=1;E9PFD2_HUMAN Uridine monophosphate synthetase OS=Homo sapiens OX=9606 GN=UMPS PE=1 SV=1;B5LY67_HUMAN Uridine monophosphate synthetase isoform E OS=Homo sapiens OX=97 1 1 1 3.3 33.051 0 0 0 0 0 0
A8K5S3;P53990;F5GXM3;H3BQF7;H3BMU1;B4DXC9;H3BUI0;J3KR23;B4DLP1IST1 homolog IST1 A8K5S3_HUMAN IST1 homolog OS=Homo sapiens OX=9606 PE=2 SV=1;IST1_HUMAN IST1 homolog OS=Homo sapiens OX=9606 GN=IST1 PE=1 SV=1;F5GXM3_HUMAN IST1 homolog (Fragment) OS=Homo sapiens OX=9606 GN=IST1 PE=1 SV=1;H3BQF7_HUMAN IST1 homolog (Fragment) OS=Homo sapien9 2 2 2 7.7 39.766 66333000 26154000 0 6030200 2377700 0
A8K5T7;Q9Y2Z0;A8K7W3;B4DYC6;Q9P1S2 Suppressor of G2 allele of SKP1 homologSUGT1 A8K5T7_HUMAN cDNA FLJ75365, highly similar to Homo sapiens SUGT1B (SUGT1) mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;SGT1_HUMAN Protein SGT1 homolog OS=Homo sapiens OX=9606 GN=SUGT1 PE=1 SV=3;A8K7W3_HUMAN cDNA FLJ75780, highly similar to Homo sapiens SGT1, sup5 8 8 8 27.4 41.052 2.22E+08 72174000 0 10554000 3436900 0
A8K5Y7;Q9HAV4;B3KPQ5;Q9H8N6;B3KNC6;E2QRM3;H0Y9I3 Exportin-5 XPO5 A8K5Y7_HUMAN cDNA FLJ78655, highly similar to Homo sapiens exportin 5 (XPO5), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;XPO5_HUMAN Exportin-5 OS=Homo sapiens OX=9606 GN=XPO5 PE=1 SV=1;B3KPQ5_HUMAN cDNA FLJ32057 fis, clone NTONG2001642, highly similar to Expor7 6 6 6 5.2 136.31 9.75E+08 336430000 558930000 15227000 5256800 8733300
A8K607;E7ESC6;Q9UIA9;B4DSP8;H0YBE1;Q96M10;Q546R4;Q9H2T7Exportin-7 XPO7 A8K607_HUMAN cDNA FLJ76855, highly similar to Homo sapiens exportin 7 (XPO7), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;E7ESC6_HUMAN Exportin 7 OS=Homo sapiens OX=9606 GN=XPO7 PE=1 SV=1;XPO7_HUMAN Exportin-7 OS=Homo sapiens OX=9606 GN=XPO7 PE=1 SV=3;B4DSP8_HU8 6 6 6 6 123.93 1.44E+08 35490000 0 2670900 657210 0
O95793;A8K622;Q59F99;Q5JW30;B3KRE0;Q6PJX3;Q5JW28;B4DPJ9;E7EVJ4;E7EPX0;Q4LE57;F6UDC6;A8K276;Q2TBD5;B7Z1P6;E5RJN7;Q9NUL3;E7EVI1Double-stranded RNA-binding protein Staufen homolog 1STAU1 STAU1_HUMAN Double-stranded RNA-binding protein Staufen homolog 1 OS=Homo sapiens OX=9606 GN=STAU1 PE=1 SV=2;A8K622_HUMAN cDNA FLJ75871, highly similar to Homo sapiens staufen, RNA binding protein (STAU), transcript variant T3, mRNA OS=Homo sapiens OX=960618 8 8 8 17.5 63.182 4.49E+08 155100000 59919000 14042000 4847000 1872500
V9HW72;A8K690;P31948;F5H783;H0YGI8;F5GXD8 Stress-induced-phosphoprotein 1HEL-S-94n;STIP1 V9HW72_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 GN=HEL-S-94n PE=2 SV=1;A8K690_HUMAN cDNA FLJ76863, highly similar to Homo sapiens stress-induced-phosphoprotein 1 (Hsp70/Hsp90-organizing protein) (STIP1), mRNA OS=Homo sapiens6 28 28 28 51.4 62.639 7.01E+09 3835200000 0 2E+08 109580000 0
B3KXZ9;B2R642;A8K6A6;P43121 Cell surface glycoprotein MUC18MCAM B3KXZ9_HUMAN cDNA FLJ46477 fis, clone THYMU3025118, highly similar to Cell surface glycoprotein MUC18 OS=Homo sapiens OX=9606 PE=2 SV=1;B2R642_HUMAN cDNA, FLJ92775, highly similar to Homo sapiens melanoma cell adhesion molecule (MCAM), mRNA OS=Homo sapiens4 2 2 2 3.6 59.019 87819000 16392000 11216000 3136400 585430 400560
B4DET0;A8K6G9;Q92620;B4DM30;H3BQT9;H3BV01;J3KRT1;J3KTG2;J3KSA8;H3BMS7;B4DN69Pre-mRNA-splicing factor ATP-dependent RNA helicase PRP16DHX38 B4DET0_HUMAN RNA helicase OS=Homo sapiens OX=9606 PE=2 SV=1;A8K6G9_HUMAN RNA helicase OS=Homo sapiens OX=9606 PE=2 SV=1;PRP16_HUMAN Pre-mRNA-splicing factor ATP-dependent RNA helicase PRP16 OS=Homo sapiens OX=9606 GN=DHX38 PE=1 SV=2;B4DM30_HUMAN RNA helica11 14 14 14 13.6 139.68 4.22E+08 66807000 153160000 7144500 1132300 2595900
A8K6Q8;A0A8V8TLM6;P02786;A0A8V8TM41;G3V0E5;A0A8V8TLK7;A0A8V8TLN0;A0A8V8TM46;A0A8V8TN37;B7Z2I6;A0A8V8TND0;A0A8V8TLK4;F8WBE5Transferrin receptor protein 1;Transferrin receptor protein 1, serum formTFRC A8K6Q8_HUMAN Transferrin receptor protein 1 OS=Homo sapiens OX=9606 PE=2 SV=1;A0A8V8TLM6_HUMAN Transferrin receptor protein 1 OS=Homo sapiens OX=9606 GN=TFRC PE=1 SV=1;TFR1_HUMAN Transferrin receptor protein 1 OS=Homo sapiens OX=9606 GN=TFRC PE=1 SV=2;A0A813 18 18 18 29.9 84.872 1.16E+09 150670000 104890000 29790000 3863400 2689500
A8K6V7;Q9UN86;A0A7I2V3E2;A0A7I2YQD9;A0A7I2YQS2;D6RAC7;D6RB17;D6RBR0;D6RBW8;D6R9A4;D6RGJ4;A0A7I2V2R0Ras GTPase-activating protein-binding protein 2G3BP2 A8K6V7_HUMAN cDNA FLJ76053, highly similar to Homo sapiens Ras-GTPase activating protein SH3 domain-binding protein 2 (G3BP2), transcript variant 3, mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;G3BP2_HUMAN Ras GTPase-activating protein-binding protein 2 OS=Homo 12 8 7 2 26.7 50.816 1.04E+09 318180000 201860000 54893000 16746000 10624000
A8K6Y1;Q6PIN5;Q9UQ80;Q05D08;F8VR77;F8W0A3;H0YIN7;F8VZ69Proliferation-associated protein 2G4PA2G4 A8K6Y1_HUMAN cDNA FLJ75526, highly similar to Homo sapiens proliferation-associated 2G4, 38kDa (PA2G4), mRNA (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;Q6PIN5_HUMAN PA2G4 protein (Fragment) OS=Homo sapiens OX=9606 GN=PA2G4 PE=2 SV=1;PA2G4_HUMAN Prolifera8 16 16 16 52 40.911 3.24E+09 1020500000 31003000 1.54E+08 48594000 1476300
B4DMI9;A8K732;Q15398 Disks large-associated protein 5DLGAP5 B4DMI9_HUMAN cDNA FLJ55894, highly similar to Discs large homolog 7 OS=Homo sapiens OX=9606 PE=2 SV=1;A8K732_HUMAN cDNA FLJ78771, highly similar to Homo sapiens discs, large homolog 7 (Drosophila), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;DLGP5_HUMAN Disks l3 1 1 1 1 88.928 24981000 9043100 15938000 594800 215310 379480
P60842;A8K7F6;A8K088;J3KT12;Q59F68;J3QS69;B4DNH2;J3QL43;J3KSZ0;J3QR64;J3QLN6;B4E047;B4DKP9;J3QKZ9;J3KS25;J3KTN0;B4E102;J3KSN7;J3QL52;Q86WD0;E7EMV8;J3KS93;Q59GT8;F8WE11;E9PBH4;J3QQP0;Q5JWW0;C9JUF0Eukaryotic initiation factor 4A-IEIF4A1 IF4A1_HUMAN Eukaryotic initiation factor 4A-I OS=Homo sapiens OX=9606 GN=EIF4A1 PE=1 SV=1;A8K7F6_HUMAN ATP-dependent RNA helicase OS=Homo sapiens OX=9606 PE=2 SV=1;A8K088_HUMAN ATP-dependent RNA helicase OS=Homo sapiens OX=9606 PE=2 SV=1;J3KT12_HUMAN ATP-d28 19 19 8 43.1 46.153 3.28E+09 897770000 141600000 1.43E+08 39033000 6156600
B4DG62;P19367;A8K7J7;A0A994J761;B3KXY9;Q59FD4;A0A994J753;A0A994J758;A0A994J6R1;A0A994J428;A0A994J4Q0;A0A994J432;A0A994J4Q4;B3KRA9;A0A994J6R6;A0A994J4P6;A0A994J4A4;A0A994J499;B1AR62;A0A994J6Q7;A8K4Q9;B3KT70;Q71V75;A0A2R8Y626;Q59H08;Q2TB90;P52790;B4E0J9Hexokinase;Hexokinase-1HK1 B4DG62_HUMAN hexokinase OS=Homo sapiens OX=9606 PE=2 SV=1;HXK1_HUMAN Hexokinase-1 OS=Homo sapiens OX=9606 GN=HK1 PE=1 SV=3;A8K7J7_HUMAN hexokinase OS=Homo sapiens OX=9606 PE=2 SV=1;A0A994J761_HUMAN hexokinase OS=Homo sapiens OX=9606 GN=HK1 PE=1 SV=1;B3KXY928 27 27 23 33 102.31 2.84E+09 206280000 0 59220000 4297400 0
E7EW69;A8K7M3;E7EX04;B5ME97;Q9P0V9;B7Z371;Q59H84;Q9H9P7;Q9NSH2;B7Z277;F5H1F2;Q9Y3S8;F5GYV2;C9JEW2;C9JNR7Septin-10 10-Sep E7EW69_HUMAN Septin OS=Homo sapiens OX=9606 GN=SEPTIN10 PE=1 SV=1;A8K7M3_HUMAN Septin OS=Homo sapiens OX=9606 PE=2 SV=1;E7EX04_HUMAN Septin OS=Homo sapiens OX=9606 GN=SEPTIN10 PE=1 SV=1;B5ME97_HUMAN Septin 10 OS=Homo sapiens OX=9606 GN=SEPTIN10 PE=1 SV=2;S15 8 8 8 21.6 52.145 2.89E+08 12253000 194820000 13142000 556930 8855500
A8K7N0;E7EPB3;A0PJ62;B7Z6S8;Q6IPH7;P50914;A8K3Q9 60S ribosomal protein L14RPL14 A8K7N0_HUMAN Large ribosomal subunit protein eL14 OS=Homo sapiens OX=9606 PE=2 SV=1;E7EPB3_HUMAN Large ribosomal subunit protein eL14 OS=Homo sapiens OX=9606 GN=RPL14 PE=1 SV=1;A0PJ62_HUMAN Large ribosomal subunit protein eL14 (Fragment) OS=Homo sapiens OX7 6 6 6 31.7 23.646 1.74E+09 339460000 43163000 2.91E+08 56577000 7193800
A8K7Q2;E9PS65;Q96BE0;Q96H53;E9PM13;Q9NZ87;Q9NWW3;A4D110 HSPA8 A8K7Q2_HUMAN Heat shock protein family A (Hsp70) member 8 OS=Homo sapiens OX=9606 GN=HSPA8 PE=1 SV=1;E9PS65_HUMAN Heat shock protein family A (Hsp70) member 8 (Fragment) OS=Homo sapiens OX=9606 GN=HSPA8 PE=1 SV=1;Q96BE0_HUMAN Heat shock cognate 71 kDa prot8 24 1 1 57.3 45.338 16455000 9832800 0 866070 517510 0
Q53HM6;B3KY12;A8K7V1;Q12874;A8K566;B4DW90 Splicing factor 3A subunit 3SF3A3 Q53HM6_HUMAN Splicing factor 3a, subunit 3 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B3KY12_HUMAN cDNA FLJ46581 fis, clone THYMU3043200, highly similar to Splicing factor 3A subunit 3 OS=Homo sapiens OX=9606 PE=2 SV=1;A8K7V1_HUMAN cDNA FLJ78053,6 11 11 11 23.6 58.876 7.65E+08 198310000 239670000 31859000 8263000 9986100
A8K878;P55145 Mesencephalic astrocyte-derived neurotrophic factorMANF A8K878_HUMAN cDNA FLJ77177, highly similar to Homo sapiens arginine-rich, mutated in early stage tumors (ARMET), mRNA OS=Homo sapiens OX=9606 PE=1 SV=1;MANF_HUMAN Mesencephalic astrocyte-derived neurotrophic factor OS=Homo sapiens OX=9606 GN=MANF PE=1 SV=32 1 1 1 5.4 21.143 51728000 20603000 2646500 5172800 2060300 264650
B4DX01;A8K8F0;Q9Y3E8;B3KV49;B7Z403;Q9HC38;I3L3Q4;I3L1I0;I3L1F4Glyoxalase domain-containing protein 4GLOD4 B4DX01_HUMAN cDNA FLJ59092 OS=Homo sapiens OX=9606 PE=2 SV=1;A8K8F0_HUMAN cDNA FLJ76436 OS=Homo sapiens OX=9606 PE=2 SV=1;Q9Y3E8_HUMAN CGI-150 protein OS=Homo sapiens OX=9606 PE=2 SV=1;B3KV49_HUMAN cDNA FLJ16128 fis, clone BRACE2038269, moderately similar 9 9 9 9 32.1 30.52 4.82E+08 261820000 4219000 26783000 14546000 234390
H9A532;A8K8T9;Q8WWL7 G2/mitotic-specific cyclin-B3CCNB3 H9A532_HUMAN BCL6 corepressor-cyclin B3 fusion protein OS=Homo sapiens OX=9606 PE=2 SV=1;A8K8T9_HUMAN cDNA FLJ77187, highly similar to Homo sapiens cyclin B3 (CCNB3), transcript variant 3, mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;CCNB3_HUMAN G2/mitotic-speci3 1 1 1 0.4 337.72 0 0 0 0 0 0
A8K8U1;Q86VP6;A0A0C4DGH5;B3KMG3;H0YH27 Cullin-associated NEDD8-dissociated protein 1CAND1 A8K8U1_HUMAN cDNA FLJ77762, highly similar to Homo sapiens cullin-associated and neddylation-dissociated 1 (CAND1), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;CAND1_HUMAN Cullin-associated NEDD8-dissociated protein 1 OS=Homo sapiens OX=9606 GN=CAND1 PE=1 SV=2;5 14 14 14 13.7 136.32 7.18E+08 62898000 11944000 11585000 1014500 192650
A8K922;J3QQJ5;Q9Y2L5 Trafficking protein particle complex subunit 8TRAPPC8 A8K922_HUMAN cDNA FLJ78765 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;J3QQJ5_HUMAN Trafficking protein particle complex subunit 8 OS=Homo sapiens OX=9606 GN=TRAPPC8 PE=1 SV=1;TPPC8_HUMAN Trafficking protein particle complex subunit 8 OS=Homo sapiens OX=93 1 1 1 0.9 131.35 0 0 0 0 0 0
A8K946;O43148;K7EP06;Q05D80;B7Z3U8;Q05DQ2;B7Z8S9;K7ERH6;Q9UEB8;K7EPP5mRNA cap guanine-N7 methyltransferaseRNMT A8K946_HUMAN mRNA cap guanine-N7 methyltransferase OS=Homo sapiens OX=9606 PE=2 SV=1;MCES_HUMAN mRNA cap guanine-N7 methyltransferase OS=Homo sapiens OX=9606 GN=RNMT PE=1 SV=1;K7EP06_HUMAN mRNA (guanine-N(7))-methyltransferase OS=Homo sapiens OX=9606 GN=RN10 13 13 13 33.3 57.75 1.1E+09 29209000 309320000 37865000 1007200 10666000
P07910;G3V2Q1;G3V4C1;B2R5W2;B4DY08;G3V576;G3V4W0;B2R603;B3KX96;A8K9A4;Q6PKD2;P0DMR1;B7ZW38;B2RXH8;G3V4M8;O60812;G3V575;G3V555;A0A0G2JPF8;G3V5X6;G3V3K6;A0A0G2JNQ3;G3V251;B4DSU6;B4DMJ1;G3V2H6;Q569J8;G3V2D6;B4DQQ2;G3V5V7Heterogeneous nuclear ribonucleoproteins C1/C2;Heterogeneous nuclear ribonucleoprotein C-like 4;Heterogeneous nuclear ribonucleoprotein C-like 3;Heterogeneous nuclear ribonucleoprotein C-like 2;Heterogeneous nuclear ribonucleoprotein C-like 1HNRNPC;HNRPCL1;HNRNPCL4;HNRNPCL3;HNRNPCL2;HNRNPCL1;HNRPCHNRPC_HUMAN Heterogeneous nuclear ribonucleoproteins C1/C2 OS=Homo sapiens OX=9606 GN=HNRNPC PE=1 SV=4;G3V2Q1_HUMAN Heterogeneous nuclear ribonucleoprotein C OS=Homo sapiens OX=9606 GN=HNRNPC PE=1 SV=1;G3V4C1_HUMAN Heterogeneous nuclear ribonucleoprotein C30 4 4 4 13.7 33.67 2.24E+08 88930000 10199000 13172000 5231200 599960
Q53Y97;Q53FB7;A8K9A5;P04818 Thymidylate synthase TYMS Q53Y97_HUMAN Thymidylate synthase OS=Homo sapiens OX=9606 GN=TYMS PE=2 SV=1;Q53FB7_HUMAN Thymidylate synthase (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A8K9A5_HUMAN Thymidylate synthase OS=Homo sapiens OX=9606 PE=2 SV=1;TYSY_HUMAN Thymidylate synthase O4 1 1 1 5.1 35.716 0 0 0 0 0 0
A8K9B9;Q9H223 EH domain-containing protein 4EHD4 A8K9B9_HUMAN cDNA FLJ77391, highly similar to Homo sapiens EH-domain containing 4 (EHD4), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;EHD4_HUMAN EH domain-containing protein 4 OS=Homo sapiens OX=9606 GN=EHD4 PE=1 SV=12 3 3 2 7.2 61.155 90244000 22380000 0 2911100 721940 0
Q9Y450;A8K9E1;B3KNB9;D9YZV0;B7Z1K2;J3QT46;H0YDX7;B7Z524;H0YES5;Q9NSX9;Q9P0A5;E9PN23;E9PHZ9;E9PLR4;E9PMN1;G5E991;E9PJ90HBS1-like protein HBS1L HBS1L_HUMAN HBS1-like protein OS=Homo sapiens OX=9606 GN=HBS1L PE=1 SV=1;A8K9E1_HUMAN HBS1-like protein OS=Homo sapiens OX=9606 PE=2 SV=1;B3KNB9_HUMAN HBS1-like protein OS=Homo sapiens OX=9606 PE=2 SV=1;D9YZV0_HUMAN HBS1-like protein OS=Homo sapiens OX=96017 10 10 10 16.4 75.472 3.34E+08 89053000 132910000 8793100 2343500 3497700
Q99879;P58876;U3KQK0;I6L9F7;A8K9J7;B4DR52;B2R4S9;P62807;Q5QNW6;Q93079;Q0D2M2;Q99877;Q99880;P57053;O60814;P06899;P23527;P33778;Q16778;Q8N257;Q96A08;A0A2R8Y619;L0R4T3Histone H2B type 1-M;Histone H2B type 1-D;Histone H2B;Histone H2B type 1-C/E/F/G/I;Histone H2B type 2-F;Histone H2B type 1-H;Histone H2B type 1-N;Histone H2B type 1-L;Histone H2B type F-S;Histone H2B type 1-K;Histone H2B type 1-J;Histone H2B type 1-O;Histone H2B type 1-B;Histone H2B type 2-E;Histone H2B type 3-BHIST1H2BM;HIST1H2BD;HIST1H2BN;HIST1H2BI;HIST1H2BC;HIST2H2BF;HIST1H2BH;HIST1H2BL;H2BFS;HIST1H2BK;HIST1H2BJ;HIST1H2BO;HIST1H2BB;HIST2H2BE;HIST3H2BBH2B1M_HUMAN Histone H2B type 1-M OS=Homo sapiens OX=9606 GN=H2BC14 PE=1 SV=3;H2B1D_HUMAN Histone H2B type 1-D OS=Homo sapiens OX=9606 GN=H2BC5 PE=1 SV=2;U3KQK0_HUMAN Histone H2B OS=Homo sapiens OX=9606 GN=H2BC15 PE=1 SV=1;I6L9F7_HUMAN Histone H2B (Fragment23 5 5 5 35.7 13.989 1.06E+09 358380000 101110000 1.52E+08 51197000 14444000
F6KPG5;A8K9P0;B2RBS8;P02768;H0YA55;B4DPR2;A0A0C4DGB6;Q56G89;B4DPP6;C9JKR2;D6RHD5;B7WNR0;A0A087WWT3;H7C013Serum albumin ALB F6KPG5_HUMAN Albumin (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A8K9P0_HUMAN cDNA FLJ78413, highly similar to Homo sapiens albumin, mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;B2RBS8_HUMAN cDNA, FLJ95666, highly similar to Homo sapiens albumin (ALB), mRNA OS=14 13 13 13 17.9 66.531 3.11E+10 2840500000 9004700000 8.64E+08 78904000 250130000
A8K9T3;P33121;E7EPM6;B4E0R0;H0Y9Z9;A0A994J7S4;B7Z3Z9;D6RER0;Q108N1;H0Y9U7;Q108N2;D6RG07;B4DX30;A0A8C8KCK5;A0A8C8L3F5;Q9ULC5Long-chain-fatty-acid--CoA ligase 1ACSL1 A8K9T3_HUMAN Long-chain-fatty-acid--CoA ligase OS=Homo sapiens OX=9606 PE=2 SV=1;ACSL1_HUMAN Long-chain-fatty-acid--CoA ligase 1 OS=Homo sapiens OX=9606 GN=ACSL1 PE=1 SV=1;E7EPM6_HUMAN Long-chain-fatty-acid--CoA ligase OS=Homo sapiens OX=9606 GN=ACSL1 PE=116 17 17 17 26.5 77.951 9.71E+08 21575000 22421000 25565000 567760 590010
A8K9U0;Q9BWF3;E9PB51;Q9BQ04;E9PLB0;E9PM61;D6R9K7;U3KQD5;J3QRR5RNA-binding protein 4;RNA-binding protein 4BRBM4;RBM4B A8K9U0_HUMAN cDNA FLJ78260, highly similar to Homo sapiens RNA binding motif protein 4, mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;RBM4_HUMAN RNA-binding protein 4 OS=Homo sapiens OX=9606 GN=RBM4 PE=1 SV=1;E9PB51_HUMAN RNA binding motif protein 4 (Fragment) OS9 11 11 11 36 40.283 4.42E+08 81744000 88899000 24560000 4541300 4938800
B4DEJ6;B3KT28;A8K9X5;Q9UNN5 FAS-associated factor 1 FAF1 B4DEJ6_HUMAN cDNA FLJ50752, highly similar to FAS-associated factor 1 OS=Homo sapiens OX=9606 PE=2 SV=1;B3KT28_HUMAN Fas associated factor 1 OS=Homo sapiens OX=9606 GN=FAF1 PE=1 SV=1;A8K9X5_HUMAN cDNA FLJ76472, highly similar to Homo sapiens Fas (TNFRSF6) 4 1 1 1 2.9 47.108 0 0 0 0 0 0
B7ZLX8;B3KU11;B0YJ56;A8KA30;Q9BXW6 Oxysterol-binding protein;Oxysterol-binding protein-related protein 1OSBPL1A B7ZLX8_HUMAN Oxysterol-binding protein OS=Homo sapiens OX=9606 GN=OSBPL1A PE=2 SV=1;B3KU11_HUMAN Oxysterol-binding protein OS=Homo sapiens OX=9606 PE=2 SV=1;B0YJ56_HUMAN Oxysterol-binding protein OS=Homo sapiens OX=9606 GN=OSBPL1A PE=2 SV=1;A8KA30_HUMAN Ox5 1 1 1 0.7 108.49 79858000 0 38352000 1452000 0 697300
A8KA83;Q9P0L0 Vesicle-associated membrane protein-associated protein AVAPA A8KA83_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 PE=1 SV=1;VAPA_HUMAN Vesicle-associated membrane protein-associated protein A OS=Homo sapiens OX=9606 GN=VAPA PE=1 SV=32 2 2 2 9.9 27.317 1.3E+08 50122000 10093000 9976800 3855500 776390
H7BYE6;B4DN07;A8KAL3;O43182;B7Z8H7;B4DN35;Q59HG6 Rho GTPase-activating protein 6ARHGAP6 H7BYE6_HUMAN Rho GTPase activating protein 6 (Fragment) OS=Homo sapiens OX=9606 GN=ARHGAP6 PE=1 SV=1;B4DN07_HUMAN Rho GTPase activating protein 6 OS=Homo sapiens OX=9606 GN=ARHGAP6 PE=1 SV=1;A8KAL3_HUMAN cDNA FLJ77478, highly similar to Homo sapiens Rho GT7 2 2 2 4.5 67.311 0 0 0 0 0 0
Q5JV87;F8VWL0;F8VX55;A8KAN5;Q9NZI6;Q12800;Q9NZI7 Transcription factor CP2-like protein 1;Alpha-globin transcription factor CP2;Upstream-binding protein 1DKFZp564C0164;TFCP2;TFCP2L1;UBP1Q5JV87_HUMAN Uncharacterized protein DKFZp564C0164 (Fragment) OS=Homo sapiens OX=9606 GN=DKFZp564C0164 PE=2 SV=1;F8VWL0_HUMAN Transcription factor CP2 (Fragment) OS=Homo sapiens OX=9606 GN=TFCP2 PE=1 SV=1;F8VX55_HUMAN Transcription factor CP2 OS=Homo sapie7 1 1 1 3 30.687 6338200 0 6338200 487560 0 487560
B4DZB1;B3KX19;Q6IBM8;A8KAP3;Q15029;Q8IXJ3;K7EP67;B3KWY2;K7EJ74116 kDa U5 small nuclear ribonucleoprotein componentU5-116KD;EFTUD2;SNRP116B4DZB1_HUMAN 116 kDa U5 small nuclear ribonucleoprotein component OS=Homo sapiens OX=9606 PE=2 SV=1;B3KX19_HUMAN 116 kDa U5 small nuclear ribonucleoprotein component OS=Homo sapiens OX=9606 PE=2 SV=1;Q6IBM8_HUMAN 116 kDa U5 small nuclear ribonucleoprotein 9 13 12 12 16.1 103.82 3.09E+08 20487000 200810000 5713700 379390 3718700
A8KAQ3;Q99523 Sortilin SORT1 A8KAQ3_HUMAN cDNA FLJ76489, highly similar to Homo sapiens sortilin 1 (SORT1), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;SORT_HUMAN Sortilin OS=Homo sapiens OX=9606 GN=SORT1 PE=1 SV=32 1 1 1 1.8 92.036 11873000 0 0 359780 0 0
A8KAQ5;P08621;M0QYR1;B3KPV0 U1 small nuclear ribonucleoprotein 70 kDaSNRNP70 A8KAQ5_HUMAN U1 small nuclear ribonucleoprotein 70 kDa OS=Homo sapiens OX=9606 PE=2 SV=1;RU17_HUMAN U1 small nuclear ribonucleoprotein 70 kDa OS=Homo sapiens OX=9606 GN=SNRNP70 PE=1 SV=2;M0QYR1_HUMAN Small nuclear ribonucleoprotein U1 subunit 70 (Fragment)4 7 7 7 15.8 51.495 6.35E+08 258750000 104320000 37323000 15221000 6136300
A8MU27;A8MUA9;P55854 Small ubiquitin-related modifier 3SUMO3 A8MU27_HUMAN Small ubiquitin like modifier 3 OS=Homo sapiens OX=9606 GN=SUMO3 PE=1 SV=1;A8MUA9_HUMAN SMT3 suppressor of mif two 3 homolog 3 (Yeast), isoform CRA_d OS=Homo sapiens OX=9606 GN=SUMO3 PE=1 SV=1;SUMO3_HUMAN Small ubiquitin-related modifier 3 OS=3 2 2 1 14.3 16.956 1.69E+09 640400000 11540000 2.41E+08 91485000 1648500
Q49AN9;F5H013;P62308;A8MWD9;C9JVQ0 Small nuclear ribonucleoprotein G;Putative small nuclear ribonucleoprotein G-like protein 15SNRPG;SNRPGP15 Q49AN9_HUMAN Small nuclear ribonucleoprotein G OS=Homo sapiens OX=9606 GN=SNRPG PE=1 SV=1;F5H013_HUMAN Small nuclear ribonucleoprotein G OS=Homo sapiens OX=9606 GN=SNRPG PE=1 SV=1;RUXG_HUMAN Small nuclear ribonucleoprotein G OS=Homo sapiens OX=9606 GN=SNRP5 2 2 2 29.7 7.1013 8.49E+08 79911000 272270000 4.25E+08 39955000 136130000
Q49AG4;G3V1J5;A8QI98;Q9Y2L1;F2Z2C0 Exosome complex exonuclease RRP44DIS3 Q49AG4_HUMAN DIS3 protein OS=Homo sapiens OX=9606 GN=DIS3 PE=2 SV=1;G3V1J5_HUMAN DIS3 homolog, exosome endoribonuclease and 3-5 exoribonuclease OS=Homo sapiens OX=9606 GN=DIS3 PE=1 SV=1;A8QI98_HUMAN DIS3 OS=Homo sapiens OX=9606 PE=2 SV=1;RRP44_HUMAN Exos5 3 3 3 3.8 90.598 21129000 0 0 491370 0 0
A8YXX4;P15104;A0A2R8YDT1;Q9NSP3;Q2TU80;B4DWM6;A1L199Glutamine synthetase PIG59;GLUL;DKFZp434M0813;PIG43A8YXX4_HUMAN Glutamine synthetase OS=Homo sapiens OX=9606 GN=PIG59 PE=2 SV=1;GLNA_HUMAN Glutamine synthetase OS=Homo sapiens OX=9606 GN=GLUL PE=1 SV=4;A0A2R8YDT1_HUMAN Glutamine synthetase OS=Homo sapiens OX=9606 GN=GLUL PE=1 SV=1;Q9NSP3_HUMAN Uncharacteri7 6 6 6 19.8 42.064 3.02E+08 150640000 0 20135000 10043000 0
A9J4F5;O00488 Zinc finger protein 593 ZNF593 A9J4F5_HUMAN Zinc finger protein 593 OS=Homo sapiens OX=9606 GN=ZNF593 PE=1 SV=1;ZN593_HUMAN Zinc finger protein 593 OS=Homo sapiens OX=9606 GN=ZNF593 PE=1 SV=22 4 4 4 25 17.136 3.45E+08 75476000 140010000 57495000 12579000 23335000
A9UFC0;B2CIS9;P31944 Caspase-14;Caspase-14 subunit p17, mature form;Caspase-14 subunit p10, mature form;Caspase-14 subunit p20, intermediate form;Caspase-14 subunit p8, intermediate formCASP14 A9UFC0_HUMAN Caspase 14 OS=Homo sapiens OX=9606 GN=CASP14 PE=2 SV=1;B2CIS9_HUMAN Caspase 14, apoptosis-related cysteine peptidase OS=Homo sapiens OX=9606 GN=CASP14 PE=2 SV=1;CASPE_HUMAN Caspase-14 OS=Homo sapiens OX=9606 GN=CASP14 PE=1 SV=23 1 1 1 3.3 27.666 71439000 34242000 0 4762600 2282800 0
B0AZQ4;Q86VX4;Q9UQE7 Structural maintenance of chromosomes protein;Structural maintenance of chromosomes protein 3SMC3 B0AZQ4_HUMAN Structural maintenance of chromosomes protein OS=Homo sapiens OX=9606 PE=2 SV=1;Q86VX4_HUMAN Structural maintenance of chromosomes protein OS=Homo sapiens OX=9606 GN=SMC3 PE=2 SV=1;SMC3_HUMAN Structural maintenance of chromosomes protein 3 OS=3 2 2 2 2 141.53 37955000 9986200 0 583920 153630 0
B0AZV8 B0AZV8_HUMAN cDNA, FLJ79548, highly similar to AP-3 complex subunit delta-1 OS=Homo sapiens OX=9606 PE=2 SV=1 1 2 1 1 10.9 24.168 15959000 0 15959000 1329900 0 1329900
O60825;B0FLL2;B4DY91;Q68DE0;B4DI16;F6RAZ1;F6XNB3;F2Z2I2;Q5VX20;Q5W015;B7Z8A0;Q4VBA8;B2R6L2;Q66S35;A0A1W2PNV9;B7Z7U8;B7Z5C3;I1Z9G4;Q5XLC3;Q4VBA9;I1Z9G3;O60352;A0A1W2PR17;Q16877;P16118;Q168756-phosphofructo-2-kinase/fructose-2,6-bisphosphatase 2;6-phosphofructo-2-kinase;Fructose-2,6-bisphosphatasePFKFB2;DKFZp781D2217F262_HUMAN 6-phosphofructo-2-kinase/fructose-2,6-bisphosphatase 2 OS=Homo sapiens OX=9606 GN=PFKFB2 PE=1 SV=2;B0FLL2_HUMAN 6-phosphofructo-2-kinase/fructose-2, 6-bisphosphatase 2 transcript variant 3 OS=Homo sapiens OX=9606 GN=PFKFB2 PE=2 SV=1;B4DY91_HUMAN26 6 6 6 11.3 58.476 91028000 20358000 57876000 2600800 581670 1653600
B0QY89;Q9Y262;B4DQF6;B3KPB9;B0QY90;B3KNG0;Q8N7H0;Q7Z5X3;C9JHP4;C9K0Q7;B4DEH4;H7C3A0;H0Y7E6Eukaryotic translation initiation factor 3 subunit LEIF3L B0QY89_HUMAN Eukaryotic translation initiation factor 3 subunit L OS=Homo sapiens OX=9606 GN=EIF3L PE=1 SV=1;EIF3L_HUMAN Eukaryotic translation initiation factor 3 subunit L OS=Homo sapiens OX=9606 GN=EIF3L PE=1 SV=1;B4DQF6_HUMAN Eukaryotic translation ini13 24 24 24 43.5 70.901 1.19E+10 413760000 6820500000 3.98E+08 13792000 227350000
B0QYK0;Q01844;A0A0D9SFL3;C9JGE3;H7BY36 RNA-binding protein EWSEWSR1 B0QYK0_HUMAN EWS RNA binding protein 1 OS=Homo sapiens OX=9606 GN=EWSR1 PE=1 SV=1;EWS_HUMAN RNA-binding protein EWS OS=Homo sapiens OX=9606 GN=EWSR1 PE=1 SV=1;A0A0D9SFL3_HUMAN EWS RNA binding protein 1 OS=Homo sapiens OX=9606 GN=EWSR1 PE=1 SV=1;C9JGE3_HUMA5 6 6 5 13.9 64.929 1.79E+09 604010000 53754000 1.06E+08 35530000 3162000
Q99829;B0QZ18;F2Z2V0;Q59EI4;A6PVH9;E7ENH5;Q5JX60;Q5JX45;Q5JX44;Q5JX59;H0Y524;Q5JX58;Q5JX55;Q5JX52;Q5JX61;Q5JX56;Q5JX54Copine-1 CPNE1 CPNE1_HUMAN Copine-1 OS=Homo sapiens OX=9606 GN=CPNE1 PE=1 SV=1;B0QZ18_HUMAN Copine 1 OS=Homo sapiens OX=9606 GN=CPNE1 PE=1 SV=1;F2Z2V0_HUMAN Copine 1 (Fragment) OS=Homo sapiens OX=9606 GN=CPNE1 PE=1 SV=1;Q59EI4_HUMAN Copine I variant (Fragment) OS=Homo sa17 4 4 4 8.2 59.058 1.68E+08 100430000 0 9309400 5579400 0
B0QZK4;Q5SSJ5;Q5SWC8 Heterochromatin protein 1-binding protein 3HP1BP3 B0QZK4_HUMAN Heterochromatin protein 1 binding protein 3 (Fragment) OS=Homo sapiens OX=9606 GN=HP1BP3 PE=1 SV=1;HP1B3_HUMAN Heterochromatin protein 1-binding protein 3 OS=Homo sapiens OX=9606 GN=HP1BP3 PE=1 SV=1;Q5SWC8_HUMAN Heterochromatin protein 1 bindi3 2 2 2 7.1 28.515 25663000 12253000 5149600 1833100 875240 367830
B0YIW5;Q6MZV5;B0YIW6;P48444 Coatomer subunit delta ARCN1;DKFZp686M09245B0YIW5_HUMAN Coatomer subunit delta OS=Homo sapiens OX=9606 GN=ARCN1 PE=2 SV=1;Q6MZV5_HUMAN Coatomer subunit delta OS=Homo sapiens OX=9606 GN=DKFZp686M09245 PE=2 SV=1;B0YIW6_HUMAN Coatomer subunit delta OS=Homo sapiens OX=9606 GN=ARCN1 PE=1 SV=1;COPD_HUMAN4 2 2 2 4.9 57.21 20858000 0 0 772510 0 0
B0YIX2 TEX12 B0YIX2_HUMAN Testis-expressed sequence 12 protein variant 1 OS=Homo sapiens OX=9606 GN=TEX12 PE=4 SV=1 1 1 1 1 11.4 14.175 0 0 0 0 0 0
Q2TBD1;B0YJ47;O76041 Nebulette NEBL Q2TBD1_HUMAN NEBL protein OS=Homo sapiens OX=9606 GN=NEBL PE=2 SV=1;B0YJ47_HUMAN Nebulette variant 4 OS=Homo sapiens OX=9606 GN=NEBL PE=4 SV=1;NEBL_HUMAN Nebulette OS=Homo sapiens OX=9606 GN=NEBL PE=1 SV=13 1 1 1 1 82.588 0 0 0 0 0 0
B0YJ53;P40261 Nicotinamide N-methyltransferaseNNMT B0YJ53_HUMAN NNMT protein OS=Homo sapiens OX=9606 GN=NNMT PE=2 SV=1;NNMT_HUMAN Nicotinamide N-methyltransferase OS=Homo sapiens OX=9606 GN=NNMT PE=1 SV=12 1 1 1 3.4 29.574 2.8E+08 279800000 0 23316000 23316000 0
B4DM58;B0YJ76;P00374;C9JJ68;B3KV46;Q86XF0 Dihydrofolate reductase DHFR;DYR B4DM58_HUMAN Dihydrofolate reductase OS=Homo sapiens OX=9606 GN=DHFR PE=1 SV=1;B0YJ76_HUMAN Dihydrofolate reductase OS=Homo sapiens OX=9606 GN=DYR PE=1 SV=1;DYR_HUMAN Dihydrofolate reductase OS=Homo sapiens OX=9606 GN=DHFR PE=1 SV=26 3 3 3 21.7 14.5 95459000 12009000 0 9545900 1200900 0
B0ZBD0;Q8WVX7;P39019;A0A075B6E2;M0R2L9;M0QYF7;M0R14040S ribosomal protein S19RPS19 B0ZBD0_HUMAN Small ribosomal subunit protein eS19 OS=Homo sapiens OX=9606 GN=RPS19 PE=2 SV=1;Q8WVX7_HUMAN Small ribosomal subunit protein eS19 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;RS19_HUMAN Small ribosomal subunit protein eS19 OS=Homo sapiens OX=97 12 12 12 60.7 16.06 9.65E+09 2065300000 1052300000 9.65E+08 206530000 105230000
H0Y4U8;B1AHQ3;Q8N523;Q9UBB9 Tuftelin-interacting protein 11TFIP11 H0Y4U8_HUMAN Tuftelin interacting protein 11 (Fragment) OS=Homo sapiens OX=9606 GN=TFIP11 PE=1 SV=8;B1AHQ3_HUMAN Tuftelin interacting protein 11 (Fragment) OS=Homo sapiens OX=9606 GN=TFIP11 PE=4 SV=1;Q8N523_HUMAN Tuftelin-interacting protein 11 OS=Homo sap4 1 1 1 6.3 21.197 6658400 0 6658400 1109700 0 1109700
B1AJY5;B1AJY7;O75832;B1AJY6 26S proteasome non-ATPase regulatory subunit 10PSMD10 B1AJY5_HUMAN Proteasome 26S subunit, non-ATPase 10 OS=Homo sapiens OX=9606 GN=PSMD10 PE=1 SV=1;B1AJY7_HUMAN Proteasome 26S subunit, non-ATPase 10 OS=Homo sapiens OX=9606 GN=PSMD10 PE=1 SV=1;PSD10_HUMAN 26S proteasome non-ATPase regulatory subunit 10 OS=Hom4 5 5 5 30.3 20.217 2.06E+08 152730000 0 20592000 15273000 0
B1AKR6;B4DFR2;Q9NP97 Dynein light chain roadblock-type 1DYNLRB1 B1AKR6_HUMAN Dynein light chain roadblock-type 1 OS=Homo sapiens OX=9606 GN=DYNLRB1 PE=1 SV=1;B4DFR2_HUMAN cDNA FLJ59194, moderately similar to Dynein light chain 2A, cytoplasmic OS=Homo sapiens OX=9606 PE=2 SV=1;DLRB1_HUMAN Dynein light chain roadblock-ty3 1 1 1 10.8 16.253 51778000 30091000 0 6472200 3761400 0
Q6FHL9;B1AKZ4;Q15121;B1AKZ5 Astrocytic phosphoprotein PEA-15PEA15 Q6FHL9_HUMAN Astrocytic phosphoprotein PEA-15 OS=Homo sapiens OX=9606 GN=PEA15 PE=2 SV=1;B1AKZ4_HUMAN Astrocytic phosphoprotein PEA-15 OS=Homo sapiens OX=9606 GN=PEA15 PE=2 SV=1;PEA15_HUMAN Astrocytic phosphoprotein PEA-15 OS=Homo sapiens OX=9606 GN=PEA15 4 6 6 6 49.2 15.068 7.69E+08 610970000 0 1.1E+08 87282000 0
B1ALK7;A0A2R8YG42;A0A8V8TQ72;B7Z6G2;E7EUY6;Q14155;A0A2X0SF98;E7EU80;Q5W9H1;C9JDI6;A0A2X0SSH0;C9JAD7;B7Z3C7;E9PDQ5;Q8N4Q3;B7Z6D9;Q5ZEZ3;B1ANY6;Q15052;B7Z344ARHGEF7 B1ALK7_HUMAN Rho guanine nucleotide exchange factor 7 OS=Homo sapiens OX=9606 GN=ARHGEF7 PE=1 SV=1;A0A2R8YG42_HUMAN Rho guanine nucleotide exchange factor 7 OS=Homo sapiens OX=9606 GN=ARHGEF7 PE=1 SV=1;A0A8V8TQ72_HUMAN Rho guanine nucleotide exchange facto20 6 6 6 8.1 79.831 1.97E+08 0 116290000 5188600 0 3060200
B4DJZ4;B1ALM7;B1ALM8;B1ALM4;Q6IAJ3;Q6FIF9;B1ALM5;B4E1H4;Q9P0T7Transmembrane protein 9TMEM9 B4DJZ4_HUMAN cDNA FLJ59912, moderately similar to Transmembrane protein 9 OS=Homo sapiens OX=9606 PE=2 SV=1;B1ALM7_HUMAN Transmembrane protein 9 (Fragment) OS=Homo sapiens OX=9606 GN=TMEM9 PE=1 SV=1;B1ALM8_HUMAN Transmembrane protein 9 (Fragment) OS=Homo s9 1 1 1 7.7 14.388 0 0 0 0 0 0
B1AQP2;Q9UHV9 Prefoldin subunit 2 PFDN2 B1AQP2_HUMAN Prefoldin subunit 2 OS=Homo sapiens OX=9606 GN=PFDN2 PE=2 SV=1;PFD2_HUMAN Prefoldin subunit 2 OS=Homo sapiens OX=9606 GN=PFDN2 PE=1 SV=12 5 5 5 36.4 16.648 7.48E+08 509370000 4118000 74752000 50937000 411800
Q96IR1;B2R491;P62701;Q53HV1;C9JEH7;A4FU11;Q496E4;Q8TD47;P22090;Q53HI6;B7Z1M640S ribosomal protein S4;40S ribosomal protein S4, X isoformRPS4X Q96IR1_HUMAN RPS4X protein (Fragment) OS=Homo sapiens OX=9606 GN=RPS4X PE=2 SV=2;B2R491_HUMAN 40S ribosomal protein S4 OS=Homo sapiens OX=9606 GN=RPS4X PE=2 SV=1;RS4X_HUMAN Small ribosomal subunit protein eS4, X isoform OS=Homo sapiens OX=9606 GN=RPS4X PE=11 15 15 15 60.9 27.259 6.4E+09 1362100000 617310000 4E+08 85134000 38582000
B2R4C1;P62899;H7C2W9;C9JU56;B7Z4E3;B7Z4C8;B8ZZK4;Q76N5360S ribosomal protein L31RPL31 B2R4C1_HUMAN Large ribosomal subunit protein eL31 OS=Homo sapiens OX=9606 PE=2 SV=1;RL31_HUMAN Large ribosomal subunit protein eL31 OS=Homo sapiens OX=9606 GN=RPL31 PE=1 SV=1;H7C2W9_HUMAN Large ribosomal subunit protein eL31 (Fragment) OS=Homo sapiens OX=98 7 7 7 52 14.495 4.82E+09 2108200000 173620000 6.88E+08 301170000 24803000
C9JZD1;B4DM63;Q2LE71;B2R4D5;O15145;F8VR50 Actin-related protein 2/3 complex subunit 3ARPC3 C9JZD1_HUMAN Actin related protein 2/3 complex subunit 3 (Fragment) OS=Homo sapiens OX=9606 GN=ARPC3 PE=1 SV=1;B4DM63_HUMAN Actin-related protein 2/3 complex subunit 3 OS=Homo sapiens OX=9606 PE=2 SV=1;Q2LE71_HUMAN Actin-related protein 2/3 complex subunit6 2 2 2 24.2 11.546 1.29E+08 71737000 0 32353000 17934000 0
E4W6B6;B2R4D8;P61353;K7ELC7;K7EQQ9;K7ERY7;Q6LCU2 60S ribosomal protein L27RPL27 E4W6B6_HUMAN Large ribosomal subunit protein eL27 (Fragment) OS=Homo sapiens OX=9606 GN=RPL27 PE=2 SV=1;B2R4D8_HUMAN 60S ribosomal protein L27 OS=Homo sapiens OX=9606 PE=2 SV=1;RL27_HUMAN Large ribosomal subunit protein eL27 OS=Homo sapiens OX=9606 GN=RPL27 5 5 5 46 14.257 2.45E+09 839070000 82863000 3.49E+08 119870000 11838000
Q92572;B2R4I8;F5H459 AP-3 complex subunit sigma-1AP3S1 AP3S1_HUMAN AP-3 complex subunit sigma-1 OS=Homo sapiens OX=9606 GN=AP3S1 PE=1 SV=1;B2R4I8_HUMAN cDNA, FLJ92106, highly similar to Homo sapiens adaptor-related protein complex 3, sigma 1 subunit(AP3S1), mRNA OS=Homo sapiens OX=9606 PE=2 SV=13 7 7 7 36.8 21.732 7.25E+08 42192000 350670000 80579000 4688000 38964000
B2R4M6;P06702 Protein S100;Protein S100-A9S100A9 B2R4M6_HUMAN Protein S100 OS=Homo sapiens OX=9606 PE=2 SV=1;S10A9_HUMAN Protein S100-A9 OS=Homo sapiens OX=9606 GN=S100A9 PE=1 SV=12 3 3 3 30.7 13.21 1.03E+08 33861000 42832000 12908000 4232600 5354000
Q0VAS5;B2R4R0;P62805;Q6B823 Histone H4 HIST1H4H;HIST1H4AQ0VAS5_HUMAN Histone H4 OS=Homo sapiens OX=9606 GN=HIST1H4H PE=1 SV=1;B2R4R0_HUMAN Histone H4 OS=Homo sapiens OX=9606 GN=HIST1H4L PE=2 SV=1;H4_HUMAN Histone H4 OS=Homo sapiens OX=9606 GN=H4C1 PE=1 SV=24 3 3 3 31.1 11.314 1.71E+08 41816000 28794000 28422000 6969400 4799000
B2R4R9;P62857 40S ribosomal protein S28RPS28 B2R4R9_HUMAN Small ribosomal subunit protein eS28 OS=Homo sapiens OX=9606 GN=RPS28 PE=2 SV=1;RS28_HUMAN Small ribosomal subunit protein eS28 OS=Homo sapiens OX=9606 GN=RPS28 PE=1 SV=12 3 3 3 46.4 7.8409 1.69E+09 415520000 66650000 5.64E+08 138510000 22217000
Q969Q0;B2R4V2;R4GN19 60S ribosomal protein L36a-likeRPL36AL;RPL36A RL36L_HUMAN Ribosomal protein eL42-like OS=Homo sapiens OX=9606 GN=RPL36AL PE=1 SV=3;B2R4V2_HUMAN cDNA, FLJ92227, highly similar to Homo sapiens ribosomal protein L36a-like (RPL36AL), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;R4GN19_HUMAN Ribosomal protein L33 4 4 1 24.5 12.469 1.98E+09 760140000 79481000 4.95E+08 190040000 19870000
B2R4W8;P62244;I3L3P7;A8K7H3;I3L246;H3BV27;H3BT37;I3L303;H3BVC740S ribosomal protein S15ahCG_1994130;RPS15AB2R4W8_HUMAN Small ribosomal subunit protein uS8 OS=Homo sapiens OX=9606 GN=hCG_1994130 PE=2 SV=1;RS15A_HUMAN Small ribosomal subunit protein uS8 OS=Homo sapiens OX=9606 GN=RPS15A PE=1 SV=2;I3L3P7_HUMAN 40S ribosomal protein S15a OS=Homo sapiens OX=9606 GN9 8 8 3 57.7 14.839 2.69E+09 641400000 112760000 3.36E+08 80175000 14096000
B2R514;E7EM64;Q7L5N1;B4DHR8 COP9 signalosome complex subunit 6COPS6 B2R514_HUMAN COP9 signalosome complex subunit 6 OS=Homo sapiens OX=9606 PE=2 SV=1;E7EM64_HUMAN COP9 signalosome complex subunit 6 OS=Homo sapiens OX=9606 GN=COPS6 PE=1 SV=1;CSN6_HUMAN COP9 signalosome complex subunit 6 OS=Homo sapiens OX=9606 GN=COPS6 PE=14 2 2 2 7.4 33.575 53824000 16123000 0 4140300 1240200 0
B2R5H5;P62310 U6 snRNA-associated Sm-like protein LSm3LSM3 B2R5H5_HUMAN U6 snRNA-associated Sm-like protein LSm3 OS=Homo sapiens OX=9606 GN=LSM3 PE=2 SV=1;LSM3_HUMAN U6 snRNA-associated Sm-like protein LSm3 OS=Homo sapiens OX=9606 GN=LSM3 PE=1 SV=22 2 2 2 19.6 11.829 1.63E+08 46758000 0 54275000 15586000 0
B2R5I8;Q13637 Ras-related protein Rab-32RAB32 B2R5I8_HUMAN Ras-related protein Rab OS=Homo sapiens OX=9606 PE=2 SV=1;RAB32_HUMAN Ras-related protein Rab-32 OS=Homo sapiens OX=9606 GN=RAB32 PE=1 SV=32 3 1 1 13.8 24.956 17716000 0 2833000 1265400 0 202360
Q8N5Y3;B2R5R5;P46976;G5E9W8;B4DSX6;C9JQ42 Glycogenin-1 GYG1 Q8N5Y3_HUMAN GYG1 protein (Fragment) OS=Homo sapiens OX=9606 GN=GYG1 PE=2 SV=2;B2R5R5_HUMAN cDNA, FLJ92583, highly similar to Homo sapiens glycogenin (GYG), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;GLYG_HUMAN Glycogenin-1 OS=Homo sapiens OX=9606 GN=GYG1 PE=16 4 4 4 14.8 37.246 2.77E+08 243890000 3843400 23066000 20324000 320290
P10644;B2R5T5;Q68DQ4;K7EM13;K7EPB2;K7EJ40;K7EK41;K7EIE5;Q15300;K7EMU2;X6RAV4;K7EMZ6;A6YCE1;A6YCE2;K7EPR5;K7EQK3;Q96P62;Q6NS41;H7BYW5;C9JSK5;A8K099;B4DM81;P31321;K7EKR1cAMP-dependent protein kinase type I-alpha regulatory subunit;cAMP-dependent protein kinase type I-alpha regulatory subunit, N-terminally processedPRKAR1A;DKFZp779L0468KAP0_HUMAN cAMP-dependent protein kinase type I-alpha regulatory subunit OS=Homo sapiens OX=9606 GN=PRKAR1A PE=1 SV=1;B2R5T5_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 GN=PRKAR1A PE=2 SV=1;Q68DQ4_HUMAN Uncharacterized protein 24 14 14 14 40.4 42.981 6.08E+08 90077000 2843900 32023000 4740900 149680
B4DT77;B4DWU2;B4DHY4;Q53HM8;B2R7L2;B2R657;P20073 Annexin;Annexin A7 ANXA7 B4DT77_HUMAN Annexin OS=Homo sapiens OX=9606 PE=2 SV=1;B4DWU2_HUMAN Annexin OS=Homo sapiens OX=9606 PE=2 SV=1;B4DHY4_HUMAN Annexin OS=Homo sapiens OX=9606 PE=2 SV=1;Q53HM8_HUMAN Annexin (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B2R7L2_HUMAN Annexin OS=H7 5 5 5 14.9 37.805 1.26E+08 32293000 7512700 5721900 1467900 341480
Q6IAU5;B2R665;O15355;B4DDC8;B3KXL8;Q96IN7;Q59GB2 Protein phosphatase 1G PPM1G Q6IAU5_HUMAN PPM1G protein OS=Homo sapiens OX=9606 GN=PPM1G PE=2 SV=1;B2R665_HUMAN cDNA, FLJ92810, highly similar to Homo sapiens protein phosphatase 1G (formerly 2C), magnesium-dependent, gamma isoform (PPM1G), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;PPM1G7 10 10 10 21.2 59.271 6.67E+08 352860000 19983000 26679000 14114000 799340
Q5SQT9;B2R679;Q9NR31;Q5SQT8;Q6FID4;Q8NG23;H0Y5E8 GTP-binding protein SAR1aSAR1A;SARA1 Q5SQT9_HUMAN SAR1 gene homolog A (S. cerevisiae), isoform CRA_a OS=Homo sapiens OX=9606 GN=SAR1A PE=2 SV=1;B2R679_HUMAN cDNA, FLJ92825, highly similar to Homo sapiens SAR1a gene homolog 1 (S. cerevisiae) (SARA1), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;SAR17 4 4 2 25.8 22.367 3.13E+08 66901000 850770 31297000 6690100 85077
J3QRP6;B2R6A3;O14745;B3KSV9 Na(+)/H(+) exchange regulatory cofactor NHE-RF;Na(+)/H(+) exchange regulatory cofactor NHE-RF1SLC9A3R1 J3QRP6_HUMAN SLC9A3 regulator 1 (Fragment) OS=Homo sapiens OX=9606 GN=NHERF1 PE=1 SV=1;B2R6A3_HUMAN Na(+)/H(+) exchange regulatory cofactor NHE-RF OS=Homo sapiens OX=9606 PE=2 SV=1;NHRF1_HUMAN Na(+)/H(+) exchange regulatory cofactor NHE-RF1 OS=Homo sapiens4 3 3 3 16.7 22.871 64716000 42936000 0 4978100 3302800 0
B7Z6B3;B2R6C4;Q00765;B7Z2A3;E2QRG8;B7Z332;B7Z510;H0Y8J8Receptor expression-enhancing protein;Receptor expression-enhancing protein 5REEP5 B7Z6B3_HUMAN Receptor expression-enhancing protein OS=Homo sapiens OX=9606 PE=2 SV=1;B2R6C4_HUMAN Receptor expression-enhancing protein OS=Homo sapiens OX=9606 PE=2 SV=1;REEP5_HUMAN Receptor expression-enhancing protein 5 OS=Homo sapiens OX=9606 GN=REEP5 P8 5 5 5 24.4 17.758 9.63E+08 481610000 3860800 1.93E+08 96322000 772160
J3QQS6;J3KRZ9;B2R6D8;Q9H3Q1 Cdc42 effector protein 4 CDC42EP4 J3QQS6_HUMAN CDC42 effector protein 4 (Fragment) OS=Homo sapiens OX=9606 GN=CDC42EP4 PE=1 SV=1;J3KRZ9_HUMAN CDC42 effector protein 4 (Fragment) OS=Homo sapiens OX=9606 GN=CDC42EP4 PE=1 SV=1;B2R6D8_HUMAN CDC42 effector protein (Rho GTPase binding) 4, isofor4 1 1 1 19.2 7.8025 17190000 0 0 3437900 0 0
B4DKX4;B2R6E2;Q53EL6;Q5VZS7 Programmed cell death protein 4PDCD4 B4DKX4_HUMAN Programmed cell death protein 4 OS=Homo sapiens OX=9606 PE=2 SV=1;B2R6E2_HUMAN Programmed cell death protein 4 OS=Homo sapiens OX=9606 PE=2 SV=1;PDCD4_HUMAN Programmed cell death protein 4 OS=Homo sapiens OX=9606 GN=PDCD4 PE=1 SV=24 8 8 8 22.2 50.228 4.4E+08 177560000 28374000 18327000 7398400 1182200
B2R6F3;P84103;A0A087X2D0;REV__P84103;REV__B2R6F3 Serine/arginine-rich splicing factor 3SFRS3;SRSF3 B2R6F3_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 GN=SFRS3 PE=2 SV=1;SRSF3_HUMAN Serine/arginine-rich splicing factor 3 OS=Homo sapiens OX=9606 GN=SRSF3 PE=1 SV=1;A0A087X2D0_HUMAN Serine and arginine rich splicing factor 3 OS=5 8 8 7 44.5 19.329 3.32E+09 886670000 47310000 4.74E+08 126670000 6758500
E9PFH4;B2R6H7;C9J7E5;Q9Y5L0 Transportin-3 TNPO3 E9PFH4_HUMAN Transportin 3 OS=Homo sapiens OX=9606 GN=TNPO3 PE=1 SV=1;B2R6H7_HUMAN cDNA, FLJ92955, highly similar to Homo sapiens transportin-SR (TRN-SR), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;C9J7E5_HUMAN Transportin 3 OS=Homo sapiens OX=9606 GN=TNPO3 PE4 2 2 2 2.6 96.669 31804000 7959400 0 815490 204090 0
Q6NUR7;B2R6J2;P15311;V9HW42;B7Z437;B7Z5V2;J7M2B1;Q9UJZ8;Q9UJZ6;Q9UK20;Q9UJZ2;Q9UJZ7;B7Z9R6Ezrin;Tyrosine-protein kinase receptorEZR;HEL-S-105;EZR-ROS1Q6NUR7_HUMAN Ezrin OS=Homo sapiens OX=9606 GN=EZR PE=2 SV=1;B2R6J2_HUMAN cDNA, FLJ92973, highly similar to Homo sapiens villin 2 (ezrin) (VIL2), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;EZRI_HUMAN Ezrin OS=Homo sapiens OX=9606 GN=EZR PE=1 SV=4;V9HW42_HUMAN E13 18 10 10 26.5 69.241 6.76E+08 301520000 9488300 20499000 9136900 287520
B2R6L0;Q13885;A0A384MEE3;Q9BVA1;O43209;B7Z4N1;A5D907;A5D906;Q9UGA2;A1L195;A0A075B736;Q5SQY0;A6NNZ2;A1L196Tubulin beta-2A chain;Tubulin beta-2B chainTUBB2A;TUBB2B;DKFZp566F223B2R6L0_HUMAN Tubulin beta chain OS=Homo sapiens OX=9606 PE=2 SV=1;TBB2A_HUMAN Tubulin beta-2A chain OS=Homo sapiens OX=9606 GN=TUBB2A PE=1 SV=1;A0A384MEE3_HUMAN Tubulin beta chain OS=Homo sapiens OX=9606 PE=2 SV=1;TBB2B_HUMAN Tubulin beta-2B chain OS=Homo 14 17 2 1 46.1 49.896 91503000 60530000 0 4575200 3026500 0
Q9BPW0;H0YDU8;B4DDZ8;Q53FR0;B2R6R6;P53041;B4DLP6;A8MU39;Q59F46;B7Z1I1Serine/threonine-protein phosphatase;Serine/threonine-protein phosphatase 5PPP5C Q9BPW0_HUMAN Serine/threonine-protein phosphatase (Fragment) OS=Homo sapiens OX=9606 GN=PPP5C PE=2 SV=2;H0YDU8_HUMAN Serine/threonine-protein phosphatase (Fragment) OS=Homo sapiens OX=9606 GN=PPP5C PE=1 SV=1;B4DDZ8_HUMAN Serine/threonine-protein phosphatas10 4 4 4 10.3 55.096 1.4E+08 84920000 0 5387100 3266200 0
B2R6S9;P30533;A8K8F6;A0A3B3IRQ7;D6REW6 Alpha-2-macroglobulin receptor-associated proteinLRPAP1 B2R6S9_HUMAN cDNA, FLJ93097, highly similar to Homo sapiens low density lipoprotein receptor-related protein associated protein 1 (LRPAP1), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;AMRP_HUMAN Alpha-2-macroglobulin receptor-associated protein OS=Homo sapiens 5 12 12 12 29.7 41.48 2.23E+09 452320000 824030000 1.12E+08 22616000 41201000
B2R6U8;O43809;H3BND3;H3BV41;Q5HYH5 Cleavage and polyadenylation specificity factor subunit 5NUDT21 B2R6U8_HUMAN Cleavage and polyadenylation specificity factor subunit 5 OS=Homo sapiens OX=9606 PE=2 SV=1;CPSF5_HUMAN Cleavage and polyadenylation specificity factor subunit 5 OS=Homo sapiens OX=9606 GN=NUDT21 PE=1 SV=1;H3BND3_HUMAN Cleavage and polyadenyla5 13 13 13 58.6 26.215 1.1E+09 97032000 36767000 78566000 6930900 2626200
Q53FS4;B2R774;P49257 Protein ERGIC-53 LMAN1 Q53FS4_HUMAN Lectin, mannose-binding, 1 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B2R774_HUMAN cDNA, FLJ93313, highly similar to Homo sapiens lectin, mannose-binding, 1 (LMAN1), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;LMAN1_HUMAN Protein ERGIC-533 3 3 3 8.6 57.557 96121000 4354500 8110300 4806000 217720 405520
B4DM28;B4DLS8;Q53GV6;B2R791;O43395 U4/U6 small nuclear ribonucleoprotein Prp3PRPF3 B4DM28_HUMAN U4/U6 small nuclear ribonucleoprotein Prp3 OS=Homo sapiens OX=9606 PE=2 SV=1;B4DLS8_HUMAN U4/U6 small nuclear ribonucleoprotein Prp3 OS=Homo sapiens OX=9606 PE=2 SV=1;Q53GV6_HUMAN U4/U6 small nuclear ribonucleoprotein Prp3 (Fragment) OS=Homo s5 2 2 2 2.4 72.103 49985000 26773000 11427000 1612400 863630 368620
B2R7D2;Q9UNW1 Multiple inositol polyphosphate phosphatase 1MINPP1 B2R7D2_HUMAN Multiple inositol polyphosphate phosphatase 1 OS=Homo sapiens OX=9606 PE=2 SV=1;MINP1_HUMAN Multiple inositol polyphosphate phosphatase 1 OS=Homo sapiens OX=9606 GN=MINPP1 PE=1 SV=12 1 1 1 2.9 55.12 0 0 0 0 0 0
B2R7D3;H0YDT0;Q96D71;E9PMG1;Q59GG6;H0YE89;H7C1V2;H7C225;H0YCF0;H0YCR2;B4DQQ8;Q8NFH8RalBP1-associated Eps domain-containing protein 1REPS1 B2R7D3_HUMAN cDNA, FLJ93390, highly similar to Homo sapiens RALBP1 associated Eps domain containing 1 (REPS1),mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;H0YDT0_HUMAN RALBP1 associated Eps domain containing 1 (Fragment) OS=Homo sapiens OX=9606 GN=REPS1 PE=1 SV=12 5 5 5 7.8 80.847 2.03E+08 24555000 65272000 5353900 646190 1717700
B2R7E8;P15927;B4DL94;Q5TEJ0;B4DUL2;B4DQD9;Q5TEJ7 Replication protein A 32 kDa subunitRPA2 B2R7E8_HUMAN cDNA, FLJ93412, highly similar to Homo sapiens replication protein A2, 32kDa (RPA2), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;RFA2_HUMAN Replication protein A 32 kDa subunit OS=Homo sapiens OX=9606 GN=RPA2 PE=1 SV=1;B4DL94_HUMAN cDNA FLJ51490, h7 3 3 3 17.8 29.263 2.96E+08 62012000 0 29554000 6201200 0
Q13155;B2R7M3;A8MU58 Aminoacyl tRNA synthase complex-interacting multifunctional protein 2AIMP2 AIMP2_HUMAN Aminoacyl tRNA synthase complex-interacting multifunctional protein 2 OS=Homo sapiens OX=9606 GN=AIMP2 PE=1 SV=2;B2R7M3_HUMAN Aminoacyl tRNA synthase complex-interacting multifunctional protein 2 OS=Homo sapiens OX=9606 PE=2 SV=1;A8MU58_HUMAN A3 3 3 3 15.6 35.348 55127000 0 0 3242800 0 0
B4DP06;V9HWH7;B2R7P8;P31939;C9JLK0;H7C1S2 Bifunctional purine biosynthesis protein PURH;Phosphoribosylaminoimidazolecarboxamide formyltransferase;IMP cyclohydrolaseHEL-S-70p;ATIC B4DP06_HUMAN Bifunctional purine biosynthesis protein ATIC OS=Homo sapiens OX=9606 PE=2 SV=1;V9HWH7_HUMAN Bifunctional purine biosynthesis protein ATIC OS=Homo sapiens OX=9606 GN=HEL-S-70p PE=2 SV=1;B2R7P8_HUMAN Bifunctional purine biosynthesis protein ATI6 6 6 6 13.1 58.661 1.44E+08 80704000 0 4352200 2445600 0
B4DQT8;B2R7U5;B4E1J8;Q9NVJ2;Q96BM9 ADP-ribosylation factor-like protein 8B;ADP-ribosylation factor-like protein 8AARL8B;ARL8A B4DQT8_HUMAN cDNA FLJ61158, highly similar to ADP-ribosylation factor-like protein 8B OS=Homo sapiens OX=9606 PE=2 SV=1;B2R7U5_HUMAN cDNA, FLJ93607 OS=Homo sapiens OX=9606 PE=2 SV=1;B4E1J8_HUMAN cDNA FLJ56285, highly similar to ADP-ribosylation factor-like5 1 1 1 5.1 20.598 17147000 13747000 0 1558800 1249700 0
Q6IAP9;Q5T1M7;B2R7V4;Q59EL4;O43172 U4/U6 small nuclear ribonucleoprotein Prp4PRPF4 Q6IAP9_HUMAN PRPF4 protein OS=Homo sapiens OX=9606 GN=PRPF4 PE=2 SV=1;Q5T1M7_HUMAN 60 kDa U4/U6 snRNP-specific spliceosomal protein OS=Homo sapiens OX=9606 GN=PRPF4 PE=2 SV=1;B2R7V4_HUMAN cDNA, FLJ93619, highly similar to Homo sapiens PRP4 pre-mRNA process5 1 1 1 2.3 58.306 0 0 0 0 0 0
B2R802;P09012;M0R268;M0QXK2;M0R221;M0R2B8;M0QZG7;B4DDC7;M0R0G9U1 small nuclear ribonucleoprotein ASNRPA B2R802_HUMAN U1 small nuclear ribonucleoprotein A OS=Homo sapiens OX=9606 PE=2 SV=1;SNRPA_HUMAN U1 small nuclear ribonucleoprotein A OS=Homo sapiens OX=9606 GN=SNRPA PE=1 SV=3;M0R268_HUMAN Small nuclear ribonucleoprotein polypeptide A (Fragment) OS=Homo sa9 8 8 6 28.4 31.307 1.18E+09 132730000 295670000 98023000 11061000 24639000
P26196;B2R858;Q8IV96 Probable ATP-dependent RNA helicase DDX6DDX6 DDX6_HUMAN Probable ATP-dependent RNA helicase DDX6 OS=Homo sapiens OX=9606 GN=DDX6 PE=1 SV=2;B2R858_HUMAN RNA helicase OS=Homo sapiens OX=9606 PE=2 SV=13 12 12 12 32.7 54.416 6.68E+08 36048000 39810000 23851000 1287400 1421800
K7ES04;Q5JR82;B2R891;Q9NZQ9 Tropomodulin-4 TMOD4 K7ES04_HUMAN Tropomodulin 4 OS=Homo sapiens OX=9606 GN=TMOD4 PE=1 SV=1;Q5JR82_HUMAN Tropomodulin 4 (Fragment) OS=Homo sapiens OX=9606 GN=TMOD4 PE=1 SV=1;B2R891_HUMAN cDNA, FLJ93792, highly similar to Homo sapiens tropomodulin 4 (muscle) (TMOD4), mRNA OS=Ho4 1 1 1 20.9 5.2196 0 0 0 0 0 0
B2R8A2;Q9BVK6 Transmembrane emp24 domain-containing protein 9TMED9 B2R8A2_HUMAN cDNA, FLJ93804, highly similar to Homo sapiens gp25L2 protein (HSGP25L2G), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;TMED9_HUMAN Transmembrane emp24 domain-containing protein 9 OS=Homo sapiens OX=9606 GN=TMED9 PE=1 SV=22 3 3 3 18.7 25.077 4.26E+08 40474000 86864000 35511000 3372800 7238700
E9PKB5;B5BUD5;B2R8E4;P35813;E9PL75;E9PJN3 Protein phosphatase 1A PPM1A E9PKB5_HUMAN Protein phosphatase, Mg2+/Mn2+ dependent 1A (Fragment) OS=Homo sapiens OX=9606 GN=PPM1A PE=1 SV=1;B5BUD5_HUMAN protein-serine/threonine phosphatase (Fragment) OS=Homo sapiens OX=9606 GN=PPM1A PE=2 SV=1;B2R8E4_HUMAN protein-serine/threonine pho6 2 1 1 12.3 20.644 0 0 0 0 0 0
Q53G50;B2R8F3;O15479 Melanoma-associated antigen B2MAGEB2 Q53G50_HUMAN Melanoma antigen, family B, 2 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B2R8F3_HUMAN cDNA, FLJ93871, highly similar to Homo sapiens melanoma antigen, family B, 2 (MAGEB2), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;MAGB2_HUMAN Melanoma-3 1 1 1 2.5 35.322 2.25E+08 0 0 17284000 0 0
H7C3S9;E9PGT6;B2R8N1;Q99627 COP9 signalosome complex subunit 8COPS8 H7C3S9_HUMAN COP9 signalosome subunit 8 (Fragment) OS=Homo sapiens OX=9606 GN=COPS8 PE=1 SV=1;E9PGT6_HUMAN COP9 signalosome subunit 8 OS=Homo sapiens OX=9606 GN=COPS8 PE=1 SV=1;B2R8N1_HUMAN COP9 signalosome complex subunit 8 OS=Homo sapiens OX=9606 PE=2 SV4 2 2 2 32.5 8.9341 75868000 32431000 0 18967000 8107700 0
H7BZN1;H7C1T3;C9J050;B4E322;B2R8P1;C9JEJ2;P49585;Q9Y5K3Choline-phosphate cytidylyltransferase A;Choline-phosphate cytidylyltransferase BPCYT1A;PCYT1B H7BZN1_HUMAN choline-phosphate cytidylyltransferase (Fragment) OS=Homo sapiens OX=9606 GN=PCYT1A PE=1 SV=1;H7C1T3_HUMAN choline-phosphate cytidylyltransferase (Fragment) OS=Homo sapiens OX=9606 GN=PCYT1A PE=1 SV=1;C9J050_HUMAN choline-phosphate cytidylyltr8 2 2 2 24.1 15.769 50494000 9217000 3898700 5610500 1024100 433190
B2R8R5;Q13263;M0R0K9;M0R3C0;M0R2I3 Transcription intermediary factor 1-betaTRIM28 B2R8R5_HUMAN cDNA, FLJ94025, highly similar to Homo sapiens tripartite motif-containing 28 (TRIM28), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;TIF1B_HUMAN Transcription intermediary factor 1-beta OS=Homo sapiens OX=9606 GN=TRIM28 PE=1 SV=55 23 23 23 36 88.559 2.7E+09 742860000 33490000 84369000 23214000 1046600
V9HW51;B2R960;O43396;Q59G46;K7ER96;K7EML9;B3KT45;K7EPB7;K7EKG2Thioredoxin-like protein 1HEL-S-114;TXNL1 V9HW51_HUMAN Epididymis secretory protein Li 114 OS=Homo sapiens OX=9606 GN=HEL-S-114 PE=2 SV=1;B2R960_HUMAN cDNA, FLJ94230, highly similar to Homo sapiens thioredoxin-like 1 (TXNL1), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;TXNL1_HUMAN Thioredoxin-like prot9 8 8 8 38.4 32.251 7.94E+08 483090000 36633000 52935000 32206000 2442200
V9HWG9;B2R983;P78417;Q5TA02;Q5TA01 Glutathione S-transferase omega-1HEL-S-21;GSTO1 V9HWG9_HUMAN Glutathione S-transferase omega OS=Homo sapiens OX=9606 GN=HEL-S-21 PE=2 SV=1;B2R983_HUMAN Glutathione S-transferase omega OS=Homo sapiens OX=9606 PE=2 SV=1;GSTO1_HUMAN Glutathione S-transferase omega-1 OS=Homo sapiens OX=9606 GN=GSTO1 PE=1 SV5 7 7 7 28.2 27.566 7.99E+08 418950000 0 57070000 29925000 0
Q13542;B2R9B9;Q6FG68 Eukaryotic translation initiation factor 4E-binding protein 2EIF4EBP2 4EBP2_HUMAN Eukaryotic translation initiation factor 4E-binding protein 2 OS=Homo sapiens OX=9606 GN=EIF4EBP2 PE=1 SV=1;B2R9B9_HUMAN cDNA, FLJ94321, highly similar to Homo sapiens eukaryotic translation initiation factor 4E binding protein 2 (EIF4EBP2), mR3 2 2 2 23.3 12.939 1.13E+08 22883000 0 28244000 5720700 0
Q59ET3;B2R9K8;P40227;A1JUI8;B4DPJ8;B4DN39;Q92526;J3KRI6T-complex protein 1 subunit zetaCCT6A Q59ET3_HUMAN Chaperonin containing TCP1, subunit 6A isoform a variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B2R9K8_HUMAN cDNA, FLJ94440, highly similar to Homo sapiens chaperonin containing TCP1, subunit 6A (zeta 1)(CCT6A), mRNA OS=Homo sapiens OX=98 14 14 14 25.1 57.761 7.26E+08 120020000 0 27935000 4616100 0
B2R9L6;B5BU53;P50750 Cyclin-dependent kinase 9CDK9 B2R9L6_HUMAN cDNA, FLJ94450, highly similar to Homo sapiens cyclin-dependent kinase 9 (CDC2-related kinase) (CDK9), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;B5BU53_HUMAN Cyclin-dependent kinase 9 OS=Homo sapiens OX=9606 GN=CDK9 PE=2 SV=1;CDK9_HUMAN Cyclin-de3 3 3 3 8.9 42.747 38000000 0 29355000 2000000 0 1545000
Q9BVC6;B2R9T9;B4E1S3 Transmembrane protein 109TMEM109 TM109_HUMAN Voltage-gated monoatomic cation channel TMEM109 OS=Homo sapiens OX=9606 GN=TMEM109 PE=1 SV=1;B2R9T9_HUMAN cDNA, FLJ94551 OS=Homo sapiens OX=9606 PE=2 SV=1;B4E1S3_HUMAN cDNA FLJ57860, highly similar to Transmembrane protein 109 OS=Homo sapiens O3 2 2 2 8.6 26.21 1.03E+08 25498000 9500100 12862000 3187200 1187500
B2RAH5;O14974;F8VZN8;H0YHI8;A0A3B3ISH4;H0YIS3;H0YIM2;H0YIS4;A0A0U1RQZ1;F8VW28;H0YHL8;O60237;H0YIL7;E1CKY7;A0A994J7P4Protein phosphatase 1 regulatory subunit;Protein phosphatase 1 regulatory subunit 12APPP1R12A B2RAH5_HUMAN Protein phosphatase 1 regulatory subunit OS=Homo sapiens OX=9606 PE=2 SV=1;MYPT1_HUMAN Protein phosphatase 1 regulatory subunit 12A OS=Homo sapiens OX=9606 GN=PPP1R12A PE=1 SV=1;F8VZN8_HUMAN Protein phosphatase 1 regulatory subunit 12A (Fragme15 22 22 22 24.5 115.33 1.18E+09 127150000 729360000 24485000 2649000 15195000
Q9ULX3;B2RAR2;H3BUR4 RNA-binding protein NOB1NOB1 NOB1_HUMAN RNA-binding protein NOB1 OS=Homo sapiens OX=9606 GN=NOB1 PE=1 SV=1;B2RAR2_HUMAN RNA-binding protein NOB1 OS=Homo sapiens OX=9606 PE=2 SV=1;H3BUR4_HUMAN NIN1 (RPN12) binding protein 1 homolog OS=Homo sapiens OX=9606 GN=NOB1 PE=1 SV=13 3 3 3 7.5 46.674 56952000 3556000 22941000 2476200 154610 997420
B2RAR3;Q9BXR0 Queuine tRNA-ribosyltransferaseQTRT1 B2RAR3_HUMAN Queuine tRNA-ribosyltransferase catalytic subunit 1 OS=Homo sapiens OX=9606 GN=QTRT1 PE=2 SV=1;TGT_HUMAN Queuine tRNA-ribosyltransferase catalytic subunit 1 OS=Homo sapiens OX=9606 GN=QTRT1 PE=1 SV=32 1 1 1 3.5 43.989 7995700 7995700 0 444210 444210 0
B2RAW0;P98082;D6REB1;D6RIA5;D6RFF7 Disabled homolog 2 DAB2 B2RAW0_HUMAN cDNA, FLJ95154, highly similar to Homo sapiens disabled homolog 2, mitogen-responsive phosphoprotein (Drosophila) (DAB2), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;DAB2_HUMAN Disabled homolog 2 OS=Homo sapiens OX=9606 GN=DAB2 PE=1 SV=3;D6REB1_HUM5 3 3 3 4.2 82.469 39494000 3319300 0 1316500 110640 0
B2RAY1;Q92783;B4DZT2;C9J1E5;A6NMU3;O75886 Signal transducing adapter molecule 1STAM B2RAY1_HUMAN cDNA, FLJ95184, highly similar to Homo sapiens signal transducing adaptor molecule (SH3 domain and ITAM motif) 1 (STAM), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;STAM1_HUMAN Signal transducing adapter molecule 1 OS=Homo sapiens OX=9606 GN=STAM P6 3 3 3 5.7 59.149 39347000 10701000 0 1967400 535070 0
B2RB07;Q5LJA5;Q5LJA9;Q9Y5K5;H0Y6Y4;B4DW59;B7Z9U9;Q5LJB0;H0Y4E0;H0Y636;H0Y4K0;B4DKB3Ubiquitin carboxyl-terminal hydrolase;Ubiquitin carboxyl-terminal hydrolase isozyme L5UCHL5 B2RB07_HUMAN Ubiquitin carboxyl-terminal hydrolase OS=Homo sapiens OX=9606 PE=2 SV=1;Q5LJA5_HUMAN Ubiquitin carboxyl-terminal hydrolase OS=Homo sapiens OX=9606 GN=UCHL5 PE=1 SV=1;Q5LJA9_HUMAN Ubiquitin carboxyl-terminal hydrolase (Fragment) OS=Homo sapiens12 8 8 8 24.9 37.616 4.02E+08 175130000 0 22359000 9729200 0
B2RB72;B3KMC8;O75554 WW domain-binding protein 4WBP4 B2RB72_HUMAN cDNA, FLJ95344, highly similar to Homo sapiens WW domain binding protein 4 (formin binding protein 21) (WBP4), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;B3KMC8_HUMAN cDNA FLJ10695 fis, clone NT2RP3000403, highly similar to WW domain-binding prote3 1 1 1 2.9 42.534 37171000 10767000 10509000 2478100 717780 700610
B2RBH1 B2RBH1_HUMAN cDNA, FLJ95507, highly similar to Homo sapiens pleckstrin homology domain containing, family A (phosphoinositide binding specific) member 1 (PLEKHA1), mRNA OS=Homo sapiens OX=9606 PE=2 SV=11 1 1 1 2.5 45.551 0 0 0 0 0 0
Q53GS5;B2RBI2;Q96A49;B4DHY7;B4E1C9 Synapse-associated protein 1SYAP1 Q53GS5_HUMAN SYAP1 protein variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B2RBI2_HUMAN cDNA, FLJ95525, highly similar to Homo sapiens synapse associated protein 1, SAP47 homolog (Drosophila) (SYAP1), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;SYAP1_HUMAN5 2 2 2 8.5 39.934 52542000 29302000 0 4041700 2254000 0
H9XFB4;Q9Y6B5;B2RCU6;Q13177;O75914;E9PM17;B7Z3K0;B3KNX7;A8K5M4;A8KAN3;Q13153Non-specific serine/threonine protein kinase;Serine/threonine-protein kinase PAK 2;PAK-2p27;PAK-2p34;Serine/threonine-protein kinase PAK 3;Serine/threonine-protein kinase PAK 1PAK2;PAK3;PAK1 H9XFB4_HUMAN p21 protein (Cdc42/Rac)-activated kinase 2 (Fragment) OS=Homo sapiens OX=9606 GN=PAK2 PE=4 SV=1;Q9Y6B5_HUMAN non-specific serine/threonine protein kinase OS=Homo sapiens OX=9606 PE=2 SV=1;B2RCU6_HUMAN Serine/threonine-protein kinase PAK 3 OS=H11 2 2 2 40.8 5.6955 68701000 30699000 0 13740000 6139900 0
B2RD27;P51665;H3BNT7;H3BTM8;B4DXI8;H3BQV2 26S proteasome non-ATPase regulatory subunit 7PSMD7 B2RD27_HUMAN cDNA, FLJ96428, highly similar to Homo sapiens proteasome (prosome, macropain) 26S subunit, non-ATPase, 7 (Mov34 homolog) (PSMD7), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;PSMD7_HUMAN 26S proteasome non-ATPase regulatory subunit 7 OS=Homo sapien6 7 7 7 25 37.011 2.79E+08 119230000 0 18603000 7948700 0
G3V5L5;G3V580;C9JSX3;B2RDD7;O14744;G3V2L6;G3V2X6;H0YJX6;B4DV00Protein arginine N-methyltransferase 5;Protein arginine N-methyltransferase 5;Protein arginine N-methyltransferase 5, N-terminally processedPRMT5 G3V5L5_HUMAN Protein arginine methyltransferase 5 (Fragment) OS=Homo sapiens OX=9606 GN=PRMT5 PE=1 SV=8;G3V580_HUMAN Protein arginine methyltransferase 5 (Fragment) OS=Homo sapiens OX=9606 GN=PRMT5 PE=1 SV=1;C9JSX3_HUMAN Protein arginine methyltransferase 9 2 2 2 10.7 19.617 70103000 12147000 20192000 7010300 1214700 2019200
B5MCF9;B2RDF2;O00541;F6VXF5;B3KTZ6;H7C267 Pescadillo homolog PES1 B5MCF9_HUMAN Pescadillo homolog OS=Homo sapiens OX=9606 GN=PES1 PE=1 SV=1;B2RDF2_HUMAN Pescadillo homolog OS=Homo sapiens OX=9606 GN=PES1 PE=2 SV=1;PESC_HUMAN Pescadillo homolog OS=Homo sapiens OX=9606 GN=PES1 PE=1 SV=1;F6VXF5_HUMAN Pescadillo homolog 1, c6 8 8 8 15.8 66.077 3.96E+08 2663000 101230000 13212000 88767 3374200
Q8TCJ8;Q8NCK5;B2RDP6;Q9BQ67 Glutamate-rich WD repeat-containing protein 1DKFZp564C172;GRWD1Q8TCJ8_HUMAN Uncharacterized protein DKFZp564C172 OS=Homo sapiens OX=9606 GN=DKFZp564C172 PE=2 SV=1;Q8NCK5_HUMAN cDNA FLJ90195 fis, clone MAMMA1001310 OS=Homo sapiens OX=9606 PE=2 SV=1;B2RDP6_HUMAN cDNA, FLJ96709, highly similar to Homo sapiens glutamate r4 1 1 1 3.1 49.447 0 0 0 0 0 0
B2RDT8;Q9Y5X2;C9J8E6;C9J014;C9J271 Sorting nexin-8 SNX8 B2RDT8_HUMAN cDNA, FLJ96764, highly similar to Homo sapiens sorting nexin 8 (SNX8), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;SNX8_HUMAN Sorting nexin-8 OS=Homo sapiens OX=9606 GN=SNX8 PE=1 SV=1;C9J8E6_HUMAN Sorting nexin 8 (Fragment) OS=Homo sapiens OX=9606 5 2 2 2 5.2 52.597 28443000 22869000 0 1292900 1039500 0
P0DP24;P0DP23;B4DJ51;P0DP25;B2RDW0;E7EMB3;Q9BRL5;A8K1M2;M0QZ52;F8WBR5;G3V479;Q96HY3;A0A590UJI2;G3V361;G3V226;P27482;A0A590UJC0;B4DUI9;C9J7T9;P02585CALM3;CALM2;CALM1CALM2_HUMAN Calmodulin-2 OS=Homo sapiens OX=9606 GN=CALM2 PE=1 SV=1;CALM1_HUMAN Calmodulin-1 OS=Homo sapiens OX=9606 GN=CALM1 PE=1 SV=1;B4DJ51_HUMAN Calmodulin 1 (Phosphorylase kinase, delta), isoform CRA_a OS=Homo sapiens OX=9606 GN=HEL-S-72 PE=1 SV=1;CAL20 10 10 10 57.7 16.837 1.01E+10 5341100000 184930000 1.12E+09 593460000 20548000
B2RDW9;O00178 GTP-binding protein 1 GTPBP1 B2RDW9_HUMAN cDNA, FLJ96803, highly similar to Homo sapiens GTP binding protein 1 (GTPBP1), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;GTPB1_HUMAN GTP-binding protein 1 OS=Homo sapiens OX=9606 GN=GTPBP1 PE=1 SV=32 1 1 1 2.1 63.477 19825000 0 0 762510 0 0
B2RDX5;Q53GX7;P26639;Q5M7Z9;B4DKZ9;B3KTN2;D6RCA5;D6R9F8;D6RDJ6;D6RBR8Threonine--tRNA ligase, cytoplasmicTARS B2RDX5_HUMAN threonine--tRNA ligase OS=Homo sapiens OX=9606 PE=1 SV=1;Q53GX7_HUMAN threonine--tRNA ligase (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;SYTC_HUMAN Threonine--tRNA ligase 1, cytoplasmic OS=Homo sapiens OX=9606 GN=TARS1 PE=1 SV=3;Q5M7Z9_HUMAN 10 6 6 6 7.7 82.113 1.11E+08 25556000 0 2711800 623320 0
B4DIU0;B2RDZ9;Q15024 Exosome complex component RRP42EXOSC7 B4DIU0_HUMAN cDNA FLJ58391, highly similar to Exosome complex exonuclease RRP42 OS=Homo sapiens OX=9606 PE=2 SV=1;B2RDZ9_HUMAN cDNA, FLJ96850 OS=Homo sapiens OX=9606 PE=2 SV=1;EXOS7_HUMAN Exosome complex component RRP42 OS=Homo sapiens OX=9606 GN=EXOSC7 PE3 2 2 2 14 17.925 27056000 24122000 1581200 2705600 2412200 158120
Q5JSL0;Q5JSK6;B2RE40;P82970;Q5JSK8;Q5JSK9;Q5JSK7 High mobility group nucleosome-binding domain-containing protein 5HMGN5 Q5JSL0_HUMAN High mobility group nucleosome binding domain 5 (Fragment) OS=Homo sapiens OX=9606 GN=HMGN5 PE=1 SV=1;Q5JSK6_HUMAN High mobility group nucleosome binding domain 5 (Fragment) OS=Homo sapiens OX=9606 GN=HMGN5 PE=1 SV=1;B2RE40_HUMAN cDNA, FLJ96917 4 4 4 32.4 16.496 3.5E+08 85253000 0 38892000 9472600 0
D5MQE1;B2RE59;Q92600;F8WBZ6;B4DJE1 Cell differentiation protein RCD1 homologRQCD1 D5MQE1_HUMAN CCR4-NOT transcription complex subunit 9 OS=Homo sapiens OX=9606 GN=RQCD1 PE=2 SV=1;B2RE59_HUMAN CCR4-NOT transcription complex subunit 9 OS=Homo sapiens OX=9606 PE=2 SV=1;CNOT9_HUMAN CCR4-NOT transcription complex subunit 9 OS=Homo sapiens OX5 5 5 5 19.4 33.631 1.18E+08 35947000 0 6936500 2114600 0
B4DHU5;B4DDF4;B2RWM5;Q6FHE4;B4DUT8;Q99439;A0A087X271;A0A087X1X5;H3BVI6;B4DN57;Q53GK7;Q6FHC3;U3KPS3;H3BQH0Calponin;Calponin-2 CNN2 B4DHU5_HUMAN cDNA FLJ52495, highly similar to Calponin-2 OS=Homo sapiens OX=9606 PE=2 SV=1;B4DDF4_HUMAN Calponin OS=Homo sapiens OX=9606 GN=CNN2 PE=1 SV=1;B2RWM5_HUMAN Calponin (Fragment) OS=Homo sapiens OX=9606 GN=CNN2 PE=2 SV=1;Q6FHE4_HUMAN Calponin OS=H14 5 4 4 21.8 31.011 1.08E+08 97009000 0 9799800 8819000 0
B2ZZ89;Q01082;A0A087WUZ3;K9MS24;F8W6C1;B4DIF8;A4QPE4;B2RMN7;Q59FP5;P11277;Q71VG2;Q8WYB3Spectrin beta chain, non-erythrocytic 1SPTBN1 B2ZZ89_HUMAN Spectrin beta chain OS=Homo sapiens OX=9606 GN=SPTBN1 PE=2 SV=1;SPTB2_HUMAN Spectrin beta chain, non-erythrocytic 1 OS=Homo sapiens OX=9606 GN=SPTBN1 PE=1 SV=2;A0A087WUZ3_HUMAN Spectrin beta chain OS=Homo sapiens OX=9606 GN=SPTBN1 PE=1 SV=1;K912 80 80 75 41.6 274.61 7.23E+09 1184400000 1438200000 50882000 8340700 10128000
B3KM36;B3KN59;O95816 BAG family molecular chaperone regulator 2BAG2 B3KM36_HUMAN cDNA FLJ10153 fis, clone HEMBA1003417, highly similar to BAG family molecular chaperone regulator 2 OS=Homo sapiens OX=9606 PE=2 SV=1;B3KN59_HUMAN cDNA FLJ13673 fis, clone PLACE1011858, highly similar to BAG family molecular chaperone regulato3 4 4 4 18.5 23.712 2.25E+08 124080000 3839500 16094000 8862800 274250
E5RGH2;H0YAV9;Q96IQ6;B3KM57;Q9UIV1 CCR4-NOT transcription complex subunit 7CNOT7 E5RGH2_HUMAN poly(A)-specific ribonuclease (Fragment) OS=Homo sapiens OX=9606 GN=CNOT7 PE=1 SV=1;H0YAV9_HUMAN poly(A)-specific ribonuclease (Fragment) OS=Homo sapiens OX=9606 GN=CNOT7 PE=1 SV=1;Q96IQ6_HUMAN poly(A)-specific ribonuclease OS=Homo sapiens OX=5 1 1 1 10.9 17.034 46796000 0 40216000 5849500 0 5027000
B5MCH7;B7Z4K8;E7ETZ4;B3KM68;Q9Y6E2;B5MCE7;E9PFD4;Q75MG1;E7EMS9;E9PFE3;B7Z6N5;C9JF98;F8WDX8Basic leucine zipper and W2 domain-containing protein 2BZW2 B5MCH7_HUMAN Basic leucine zipper and W2 domains 2 OS=Homo sapiens OX=9606 GN=BZW2 PE=1 SV=1;B7Z4K8_HUMAN cDNA FLJ52869, highly similar to Homo sapiens basic leucine zipper and W2 domains 2 (BZW2), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;E7ETZ4_HUMAN Basic 13 8 7 7 21 39.445 2.66E+08 130040000 13644000 11575000 5654000 593230
B3KMB8;Q9NYY8 FAST kinase domain-containing protein 2FASTKD2 B3KMB8_HUMAN cDNA FLJ10654 fis, clone NT2RP2005901, highly similar to FAST kinase domains-containing protein 2 OS=Homo sapiens OX=9606 PE=2 SV=1;FAKD2_HUMAN FAST kinase domain-containing protein 2, mitochondrial OS=Homo sapiens OX=9606 GN=FASTKD2 PE=1 SV=12 1 1 1 3 81.434 0 0 0 0 0 0
B4DZC3;B3KMC9;Q9H0D6;B4E0B9 5-3 exoribonuclease 2 XRN2 B4DZC3_HUMAN 5-3 exoribonuclease OS=Homo sapiens OX=9606 PE=2 SV=1;B3KMC9_HUMAN 5-3 exoribonuclease OS=Homo sapiens OX=9606 PE=2 SV=1;XRN2_HUMAN 5-3 exoribonuclease 2 OS=Homo sapiens OX=9606 GN=XRN2 PE=1 SV=1;B4E0B9_HUMAN 5-3 exoribonuclease OS=Hom4 13 13 13 15.6 102.42 9.99E+08 56862000 95536000 22697000 1292300 2171300
B3KMN6 B3KMN6_HUMAN cDNA FLJ11714 fis, clone HEMBA1005219, highly similar to Protein CHMP7 OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 4.3 23.328 0 0 0 0 0 0
B3KMX0;P33991;B4DLA6;A0A3B3IT92;A0A3B3IU45;A0A3B3ITP6;A0A3B3IS57;E5RG31;A0A8V8TKP2;A4FS09;A0A3B3IRR8;Q6ZMK4;A0A0S2Z618;A0A0S2Z5Q9;E5RFR3;A0A3B3ISC1;A0A494C100;Q9UJA3;E5RG53DNA replication licensing factor MCM4MCM4 B3KMX0_HUMAN DNA replication licensing factor MCM4 OS=Homo sapiens OX=9606 PE=2 SV=1;MCM4_HUMAN DNA replication licensing factor MCM4 OS=Homo sapiens OX=9606 GN=MCM4 PE=1 SV=5;B4DLA6_HUMAN DNA replication licensing factor MCM4 OS=Homo sapiens OX=9606 PE=2 19 15 15 15 20 96.603 8.23E+08 94992000 33832000 18278000 2110900 751830
Q53G58;B3KN06;Q59EA2;Q9ULV4;B4DMH3;F8W1H8;F8VUX3;F8VSA4;F8VRE9;F8VTT6;F8VVB7;B4E3S0;B7Z9V0;F8VV53;H0YHL7Coronin;Coronin-1C CORO1C Q53G58_HUMAN Coronin (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B3KN06_HUMAN Coronin OS=Homo sapiens OX=9606 PE=2 SV=1;Q59EA2_HUMAN Coronin (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;COR1C_HUMAN Coronin-1C OS=Homo sapiens OX=9606 GN=CORO1C PE=1 SV=1;B415 5 5 5 10.1 53.28 2.39E+08 10018000 54250000 12567000 527260 2855200
B3KN49;O94992 Protein HEXIM1 HEXIM1 B3KN49_HUMAN cDNA FLJ13562 fis, clone PLACE1008080, highly similar to Homo sapiens hexamethylene bis-acetamide inducible 1 (HEXIM1), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;HEXI1_HUMAN Protein HEXIM1 OS=Homo sapiens OX=9606 GN=HEXIM1 PE=1 SV=12 4 4 4 13.9 40.607 4.78E+08 201900000 156590000 36743000 15531000 12045000
B3KNC8;Q9UPZ3 Hermansky-Pudlak syndrome 5 proteinHPS5 B3KNC8_HUMAN cDNA FLJ14258 fis, clone PLACE1001036, highly similar to Hermansky-Pudlak syndrome 5 protein OS=Homo sapiens OX=9606 PE=2 SV=1;HPS5_HUMAN BLOC-2 complex member HPS5 OS=Homo sapiens OX=9606 GN=HPS5 PE=1 SV=22 1 1 1 2.3 54.105 0 0 0 0 0 0
B3KNG6;H0Y875;B3KQK3 CALU B3KNG6_HUMAN cDNA FLJ14554 fis, clone NT2RM2001839, highly similar to Calumenin OS=Homo sapiens OX=9606 PE=2 SV=1;H0Y875_HUMAN Calumenin (Fragment) OS=Homo sapiens OX=9606 GN=CALU PE=1 SV=13 12 1 1 54.6 37.106 31177000 31177000 0 1948500 1948500 0
B3KNI8;B3KNI2;Q9UMX0;Q59FJ2;B4DZF1;Q9UHD9;B4DM19 Ubiquilin-1;Ubiquilin-2 UBQLN1;UBQLN2 B3KNI8_HUMAN cDNA FLJ14670 fis, clone NT2RP2003272, highly similar to Ubiquilin-1 OS=Homo sapiens OX=9606 PE=2 SV=1;B3KNI2_HUMAN cDNA FLJ14650 fis, clone NT2RP2002185, highly similar to Ubiquilin-1 OS=Homo sapiens OX=9606 PE=2 SV=1;UBQL1_HUMAN Ubiquilin-1 7 10 10 7 23.1 62.546 2.45E+09 1095800000 4025300 1.75E+08 78273000 287520
B3KNK9;Q8NBJ4 Golgi membrane protein 1GOLPH2;GOLM1 B3KNK9_HUMAN Epididymis luminal protein 46 OS=Homo sapiens OX=9606 GN=GOLPH2 PE=2 SV=1;GOLM1_HUMAN Golgi membrane protein 1 OS=Homo sapiens OX=9606 GN=GOLM1 PE=1 SV=12 1 1 1 2.5 45.333 25859000 7787200 0 1034400 311490 0
B3KNN7;B4DEB0;Q6IBN0;O43242;B4DPM7;Q96N86;B4DV84;Q8N9M2;O95325;H0YGV826S proteasome non-ATPase regulatory subunit 3PSMD3 B3KNN7_HUMAN cDNA FLJ30049 fis, clone ADRGL1000033, highly similar to 26S proteasome non-ATPase regulatory subunit 3 OS=Homo sapiens OX=9606 PE=2 SV=1;B4DEB0_HUMAN cDNA FLJ56054, highly similar to 26S proteasome non-ATPase regulatory subunit 3 OS=Homo sapi10 6 6 6 11 57.232 1.37E+08 58786000 979230 4139200 1781400 29674
B3KNT0;Q96B17;Q96SB3 Neurabin-2 PPP1R9B B3KNT0_HUMAN cDNA FLJ30345 fis, clone BRACE2007522, highly similar to Neurabin-2 OS=Homo sapiens OX=9606 PE=2 SV=1;Q96B17_HUMAN PPP1R9B protein (Fragment) OS=Homo sapiens OX=9606 GN=PPP1R9B PE=2 SV=1;NEB2_HUMAN Neurabin-2 OS=Homo sapiens OX=9606 GN=PPP1R9B3 2 2 2 6.9 35.13 26058000 0 22640000 2368900 0 2058200
B3KPP5 B3KPP5_HUMAN cDNA FLJ32030 fis, clone NTONG2000040, highly similar to Actin, alpha cardiac OS=Homo sapiens OX=9606 PE=2 SV=11 5 1 1 22.6 20.944 54457000 8911200 21255000 6050800 990130 2361700
P68363;B3KPS3;B3KT06;A8JZY9;P68366;B4DDU2;F8VVB9;F8VQQ4;B4DN58;F8VS66;C9JDS9;F8VRZ4;F8VWV9;F8VX09;C9JEV8;C9JQ00;C9JJQ8;Q15670;C9JDL2;F8VRK0;Q6QMJ5;C9K0S6;A0A7P0Z4A1;F8W0F6Tubulin alpha-1B chain;Tubulin alpha-4A chainTUBA1B;TUBA4A TBA1B_HUMAN Tubulin alpha-1B chain OS=Homo sapiens OX=9606 GN=TUBA1B PE=1 SV=1;B3KPS3_HUMAN Tubulin alpha chain OS=Homo sapiens OX=9606 PE=2 SV=1;B3KT06_HUMAN Tubulin alpha chain OS=Homo sapiens OX=9606 PE=2 SV=1;A8JZY9_HUMAN Tubulin alpha chain OS=Homo sa24 18 1 1 52.3 50.151 1.33E+09 551480000 47491000 63509000 26261000 2261500
Q5H9P4;B3KPZ0;Q9P2R3 Rabankyrin-5 DKFZp686M19106;ANKFY1Q5H9P4_HUMAN Uncharacterized protein DKFZp686M19106 (Fragment) OS=Homo sapiens OX=9606 GN=DKFZp686M19106 PE=4 SV=1;B3KPZ0_HUMAN cDNA FLJ32485 fis, clone SKNMC2001596, highly similar to Ankyrin repeat and FYVE domain-containing protein 1 (Fragment) OS=Homo 3 2 2 2 3.2 99.823 3787500 0 0 97117 0 0
Q8TEX9;B3KQ33;H0YN14;Q59FI4;Q6I9Y8;B3KPS9;B3KT38;B3KTB3;B3KSQ4;B3KPY9;H0YLV0;Q59H62;H0YL92;B4DXR7;H0YMR4;H0YKG5;H0YN07;H0YK93Importin-4 IPO4 IPO4_HUMAN Importin-4 OS=Homo sapiens OX=9606 GN=IPO4 PE=1 SV=2;B3KQ33_HUMAN cDNA FLJ32715 fis, clone TESTI2000784, highly similar to Importin-4 OS=Homo sapiens OX=9606 PE=2 SV=1;H0YN14_HUMAN Importin 4 OS=Homo sapiens OX=9606 GN=IPO4 PE=1 SV=1;Q59FI4_HUMA18 7 7 7 7.2 118.71 2.3E+08 153520000 4395500 4414900 2952400 84528
B3KQ41;Q86W77;D3DUE4;F6WF08;Q6ZW76;K7EPL7 Ankyrin repeat and SAM domain-containing protein 3ANKS3 B3KQ41_HUMAN cDNA FLJ32767 fis, clone TESTI2001869, highly similar to Ankyrin repeat and SAM domain-containing protein 3 OS=Homo sapiens OX=9606 PE=2 SV=1;Q86W77_HUMAN ANKS3 protein OS=Homo sapiens OX=9606 GN=ANKS3 PE=2 SV=1;D3DUE4_HUMAN Ankyrin repeat and6 2 2 2 6 45.008 0 0 0 0 0 0
B3KQ71;B4DWL6;Q9H4A6;D6REM1;B3KQJ9;B3KS18;B4DDX1;Q5T5I6;Q9H4A5Golgi phosphoprotein 3;Golgi phosphoprotein 3-likeGOLPH3;GOLPH3L B3KQ71_HUMAN cDNA FLJ32982 fis, clone THYMU1000002, highly similar to Golgi phosphoprotein 3 OS=Homo sapiens OX=9606 PE=2 SV=1;B4DWL6_HUMAN cDNA FLJ55806, highly similar to Golgi phosphoprotein 3 OS=Homo sapiens OX=9606 PE=2 SV=1;GOLP3_HUMAN Golgi phosphop9 2 2 2 7.5 32.054 2.74E+08 42355000 162370000 18239000 2823700 10825000
B3KQA0;Q9Y605;B4E1T3;B4DTJ7 MORF4 family-associated protein 1MRFAP1 B3KQA0_HUMAN cDNA FLJ90015 fis, clone HEMBA1000634, highly similar to Homo sapiens Mof4 family associated protein 1 (MRFAP1), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;MOFA1_HUMAN MORF4 family-associated protein 1 OS=Homo sapiens OX=9606 GN=MRFAP1 PE=1 SV=1;B4 3 3 3 33.1 14.55 1.22E+08 73084000 0 30417000 18271000 0
B4DZZ0;B3KQB4;O75915;F8WF90;C9JQU6;F8WF33;B4DWQ6 PRA1 family protein 3 ARL6IP5 B4DZZ0_HUMAN PRA1 family protein OS=Homo sapiens OX=9606 PE=2 SV=1;B3KQB4_HUMAN PRA1 family protein OS=Homo sapiens OX=9606 PE=2 SV=1;PRAF3_HUMAN PRA1 family protein 3 OS=Homo sapiens OX=9606 GN=ARL6IP5 PE=1 SV=1;F8WF90_HUMAN PRA1 family protein OS=Homo sa7 2 2 2 10.9 19.206 3E+08 113610000 7845500 49934000 18935000 1307600
B3KQD7;H7C2Z4;Q5TZV8;Q12894 Interferon-related developmental regulator 2IFRD2 B3KQD7_HUMAN cDNA FLJ90282 fis, clone NT2RP1000551, highly similar to Interferon-related developmental regulator 2 OS=Homo sapiens OX=9606 PE=2 SV=1;H7C2Z4_HUMAN Interferon related developmental regulator 2 (Fragment) OS=Homo sapiens OX=9606 GN=IFRD2 PE=1 4 2 2 2 7.2 48.047 7009900 0 2686100 438120 0 167880
Q6IAW5;B3KQF5;O43852 Calumenin CALU Q6IAW5_HUMAN CALU protein OS=Homo sapiens OX=9606 GN=CALU PE=2 SV=1;B3KQF5_HUMAN cDNA FLJ90381 fis, clone NT2RP2005035, highly similar to Calumenin OS=Homo sapiens OX=9606 PE=2 SV=1;CALU_HUMAN Calumenin OS=Homo sapiens OX=9606 GN=CALU PE=1 SV=23 14 14 3 62.2 37.106 7.31E+09 2394800000 35529000 4.57E+08 149680000 2220600
Q9UG85;B3KQQ3;O60568;H7C2S8 Procollagen-lysine,2-oxoglutarate 5-dioxygenase 3DKFZp564O1822;PLOD3Q9UG85_HUMAN Uncharacterized protein DKFZp564O1822 (Fragment) OS=Homo sapiens OX=9606 GN=DKFZp564O1822 PE=2 SV=1;B3KQQ3_HUMAN procollagen-lysine 5-dioxygenase OS=Homo sapiens OX=9606 PE=2 SV=1;PLOD3_HUMAN Multifunctional procollagen lysine hydroxylase and 4 3 3 3 10.7 42.394 66989000 5591900 0 3044900 254180 0
P30101;V9HVY3;B3KQT9;A0A8I5KT88;B3KQT2;A0A8I5KNU9;A0A8I5KW33;A0A8I5KS72;A0A8I5QKQ5;A0A8I5KW00;A0A8I5KPY2;A0A8I5KXC9;A0A8I5KRV3;B4DDM1;B4DJ98;A0A8I5KYJ6;A0A8I5KXE2;A0A8I5KP58;A0A8I5QJM1;H7BZJ3;A0A8I5KTA1Protein disulfide-isomerase A3;Protein disulfide-isomerasePDIA3;HEL-S-269 PDIA3_HUMAN Protein disulfide-isomerase A3 OS=Homo sapiens OX=9606 GN=PDIA3 PE=1 SV=4;V9HVY3_HUMAN Protein disulfide-isomerase OS=Homo sapiens OX=9606 GN=HEL-S-269 PE=2 SV=1;B3KQT9_HUMAN Protein disulfide-isomerase OS=Homo sapiens OX=9606 PE=2 SV=1;A0A8I5K21 21 21 21 48.9 56.782 9.31E+09 1509100000 118310000 3.21E+08 52037000 4079500
E9PP67;E9PQ25;Q8N8J5;F2Z2Y8;B3KR28;E7EN89;Q6FIE9;Q59FB9;Q9H0E2Toll-interacting protein TOLLIP E9PP67_HUMAN Toll interacting protein OS=Homo sapiens OX=9606 GN=TOLLIP PE=1 SV=1;E9PQ25_HUMAN Toll interacting protein (Fragment) OS=Homo sapiens OX=9606 GN=TOLLIP PE=1 SV=1;Q8N8J5_HUMAN cDNA FLJ39374 fis, clone PEBLM2008576, highly similar to Homo sapien9 1 1 1 7.3 20.273 28954000 7897200 0 4825700 1316200 0
B3KRK8;B0YJC5;Q45VM7;A0A384NPX1;A5Z217;Q45VM8;L7RDA5;Q53SB5;Q45VM6;P17661;Q9H319;H7C5W5;B3KWQ6;P41219;A0A7R6M6U0;Q96GE1;B4DUI0;A5YM63;L7R9R4;E7ESP9;B3KQI5;Q5RLN2;Q8TCR7;B3KXJ0;B4DJT7;B4DR43;Q16352;P07196;E7EMV2;B4DE66;F8W835;A0A1W2PRT3;Q59EM6;P07197VIM B3KRK8_HUMAN cDNA FLJ34494 fis, clone HLUNG2005030, highly similar to VIMENTIN OS=Homo sapiens OX=9606 PE=2 SV=1;B0YJC5_HUMAN Vimentin OS=Homo sapiens OX=9606 GN=VIM PE=1 SV=134 52 1 1 87.5 46.976 4.66E+08 143000000 129120000 15019000 4613000 4165200
B4DHR0;B3KRW4;Q9H5N1;H3BNR8;H3BU67;H3BNR2;H3BT64;Q49AT6Rab GTPase-binding effector protein 2RABEP2 B4DHR0_HUMAN Rabaptin, RAB GTPase binding effector protein 2 OS=Homo sapiens OX=9606 GN=RABEP2 PE=1 SV=1;B3KRW4_HUMAN cDNA FLJ34980 fis, clone OCBBF2000522, highly similar to Rab GTPase-binding effector protein 2 OS=Homo sapiens OX=9606 PE=2 SV=1;RABE2_HUM8 2 2 2 4.6 56.112 22616000 9743400 0 837620 360870 0
P11279;B3KRY3;Q59FZ0 Lysosome-associated membrane glycoprotein 1LAMP1 LAMP1_HUMAN Lysosome-associated membrane glycoprotein 1 OS=Homo sapiens OX=9606 GN=LAMP1 PE=1 SV=3;B3KRY3_HUMAN cDNA FLJ35079 fis, clone PLACE6005283, highly similar to Lysosome-associated membrane glycoprotein 1 OS=Homo sapiens OX=9606 PE=2 SV=1;Q59FZ0_HU3 2 2 2 4.8 44.882 1.54E+08 15736000 27501000 8080100 828200 1447400
B3KRY5;Q6NZI2 Polymerase I and transcript release factorPTRF B3KRY5_HUMAN cDNA FLJ35087 fis, clone PLACE6005546, highly similar to Polymerase I and transcript release factor OS=Homo sapiens OX=9606 PE=2 SV=1;CAVN1_HUMAN Caveolae-associated protein 1 OS=Homo sapiens OX=9606 GN=CAVIN1 PE=1 SV=12 1 1 1 5.2 39.045 0 0 0 0 0 0
B4DEC5;B3KS62;Q9C037;H7C0Q6 E3 ubiquitin-protein ligase TRIM4TRIM4 B4DEC5_HUMAN cDNA FLJ60086, highly similar to Tripartite motif-containing protein 4 OS=Homo sapiens OX=9606 PE=2 SV=1;B3KS62_HUMAN cDNA FLJ35573 fis, clone SPLEN2005927, highly similar to Tripartite motif-containing protein 4 OS=Homo sapiens OX=9606 PE=2 S4 2 2 2 8.8 37.692 35723000 10902000 16877000 1786200 545120 843830
Q6IB98;Q53HR0;B3KS98;O15372;Q5BKY2;Q53HG0;E5RJT0;E5RGU4;E5RFW7;B4DJN9;E5RFH0;E5RHC7;E5RH59Eukaryotic translation initiation factor 3 subunit HEIF3S3;EIF3H Q6IB98_HUMAN Eukaryotic translation initiation factor 3 subunit H OS=Homo sapiens OX=9606 GN=EIF3S3 PE=1 SV=1;Q53HR0_HUMAN Eukaryotic translation initiation factor 3, subunit 3 gamma, 40kDa variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B3KS98_HUMAN 13 19 19 19 58.8 39.93 8.06E+09 634000000 4685300000 4.03E+08 31700000 234260000
B4DMT5;H0YDT6;B3KSH1;O00303;B4DEW9;A0A7I2YQA0;Q9BX72;A0A1W2PP79;A0A7I2V4S2Eukaryotic translation initiation factor 3 subunit FEIF3F B4DMT5_HUMAN Eukaryotic translation initiation factor 3 subunit F OS=Homo sapiens OX=9606 GN=EIF3F PE=2 SV=1;H0YDT6_HUMAN Eukaryotic translation initiation factor 3 subunit F OS=Homo sapiens OX=9606 GN=EIF3F PE=1 SV=2;B3KSH1_HUMAN Eukaryotic translation in9 14 14 14 59.9 33.24 9.36E+09 486580000 5367000000 6.24E+08 32439000 357800000
Q0VAK7;B3KSJ3;Q9BZI7 Regulator of nonsense transcripts 3BUPF3B Q0VAK7_HUMAN UPF3B protein OS=Homo sapiens OX=9606 GN=UPF3B PE=2 SV=1;B3KSJ3_HUMAN cDNA FLJ36409 fis, clone THYMU2010448, highly similar to Regulator of nonsense transcripts 3B OS=Homo sapiens OX=9606 PE=2 SV=1;REN3B_HUMAN Regulator of nonsense transcripts3 2 2 2 10.1 25.462 32338000 19717000 12621000 3593200 2190800 1402400
C9JMC5;I3L3I9;E9PNN6;B3KSJ6;Q6PKA6;Q8N9T9;P30838 Aldehyde dehydrogenase;Aldehyde dehydrogenase, dimeric NADP-preferringALDH3A1 C9JMC5_HUMAN Aldehyde dehydrogenase 3 family member A1 (Fragment) OS=Homo sapiens OX=9606 GN=ALDH3A1 PE=1 SV=1;I3L3I9_HUMAN Aldehyde dehydrogenase 3 family member A1 OS=Homo sapiens OX=9606 GN=ALDH3A1 PE=1 SV=1;E9PNN6_HUMAN Aldehyde dehydrogenase 3 family 7 1 1 1 3.2 41.647 0 0 0 0 0 0
B3KX64;B3KTI4;Q08AD1 Calmodulin-regulated spectrin-associated protein 2CAMSAP2 B3KX64_HUMAN cDNA FLJ44873 fis, clone BRAMY2023939, highly similar to Homo sapiens calmodulin regulated spectrin-associated protein 1-like 1 (CAMSAP1L1), mRNA (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B3KTI4_HUMAN cDNA FLJ38321 fis, clone FCBBF3024225, 3 1 1 1 2.3 77.976 0 0 0 0 0 0
B3KTJ9;Q8N163;G3V119;H0YB24;E2PSM9;E5RFJ3;E5RGU7;H0YC58;H0YC69;E5RHJ4;E5RHH8Cell cycle and apoptosis regulator protein 2CCAR2 B3KTJ9_HUMAN cDNA FLJ38393 fis, clone FEBRA2007212 OS=Homo sapiens OX=9606 PE=2 SV=1;CCAR2_HUMAN Cell cycle and apoptosis regulator protein 2 OS=Homo sapiens OX=9606 GN=CCAR2 PE=1 SV=2;G3V119_HUMAN Cell cycle and apoptosis regulator 2 OS=Homo sapiens OX=9611 18 18 18 22.4 102.93 9.26E+08 76246000 101380000 18523000 1524900 2027500
B4DWZ7;B3KTN5;Q9NS86 LanC-like protein 2 LANCL2 B4DWZ7_HUMAN cDNA FLJ56802, highly similar to LanC-like protein 2 OS=Homo sapiens OX=9606 PE=2 SV=1;B3KTN5_HUMAN cDNA FLJ38538 fis, clone HCHON2001407, highly similar to LanC-like protein 2 OS=Homo sapiens OX=9606 PE=2 SV=1;LANC2_HUMAN LanC-like protein 2 3 2 2 2 5.3 48.884 11999000 4925600 7073500 545410 223890 321520
B3KTW4;E9PH82;A0A8I5KR56;A0A8I5QKV5;A0A8I5KZA5;I6L9E8;Q8NCA5;B4DT23;B4DY25;Q05CT2Protein FAM98A FAM98A B3KTW4_HUMAN cDNA FLJ38868 fis, clone MESAN2013211, highly similar to Protein FAM98A OS=Homo sapiens OX=9606 PE=2 SV=1;E9PH82_HUMAN Family with sequence similarity 98 member A OS=Homo sapiens OX=9606 GN=FAM98A PE=1 SV=1;A0A8I5KR56_HUMAN Family with sequenc10 4 4 4 11.5 37.259 3.75E+08 14395000 101040000 22074000 846790 5943300
B3KUG0;H3BQH3;Q9H863;Q8TBB5;Q9UF94 Kelch domain-containing protein 4KLHDC4;DKFZp434G0522B3KUG0_HUMAN cDNA FLJ39778 fis, clone SPLEN2001710, highly similar to Kelch domain-containing protein 4 OS=Homo sapiens OX=9606 PE=2 SV=1;H3BQH3_HUMAN Kelch domain containing 4 (Fragment) OS=Homo sapiens OX=9606 GN=KLHDC4 PE=1 SV=8;Q9H863_HUMAN cDNA FLJ1395 2 2 2 9.8 27.123 4.21E+08 239120000 16604000 35073000 19927000 1383600
B3KUG8;Q9UEE5 Serine/threonine-protein kinase 17ASTK17A B3KUG8_HUMAN cDNA FLJ39851 fis, clone SPLEN2014860, highly similar to Serine/threonine-protein kinase 17A OS=Homo sapiens OX=9606 PE=2 SV=1;ST17A_HUMAN Serine/threonine-protein kinase 17A OS=Homo sapiens OX=9606 GN=STK17A PE=1 SV=22 1 1 1 7.5 18.228 0 0 0 0 0 0
Q53FG6;B3KUJ0;Q15427;Q5SZ64 Splicing factor 3B subunit 4SF3B4 Q53FG6_HUMAN Splicing factor 3b, subunit 4 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B3KUJ0_HUMAN cDNA FLJ39996 fis, clone STOMA2002166, highly similar to Splicing factor 3B subunit 4 OS=Homo sapiens OX=9606 PE=2 SV=1;SF3B4_HUMAN Splicing factor4 3 3 3 8.3 44.386 1.21E+08 26556000 64066000 7534500 1659700 4004100
B3KVJ5;E9PD53;B3KXX5;Q9NTJ3 Structural maintenance of chromosomes protein;Structural maintenance of chromosomes protein 4SMC4 B3KVJ5_HUMAN cDNA FLJ16648 fis, clone TESTI4035508, highly similar to Structural maintenance of chromosomes 4-like 1 protein OS=Homo sapiens OX=9606 PE=2 SV=1;E9PD53_HUMAN Structural maintenance of chromosomes protein OS=Homo sapiens OX=9606 GN=SMC4 PE=1 S4 1 1 1 1 101.07 12921000 5340100 0 263700 108980 0
B3KVT4;Q59EN9;Q14849 StAR-related lipid transfer protein 3STARD3 B3KVT4_HUMAN cDNA FLJ41370 fis, clone BRCAN2006323, highly similar to MLN 64 PROTEIN OS=Homo sapiens OX=9606 PE=2 SV=1;Q59EN9_HUMAN Steroidogenic acute regulatory protein related variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;STAR3_HUMAN StAR-related3 1 1 1 5 15.571 8.84E+09 1736400000 2857900000 1.26E+09 248050000 408270000
Q6ZSP7;B3KVU7;Q53XM7;O95292;B4DNS4;Q6ZR82 Vesicle-associated membrane protein-associated protein B/CVAPB Q6ZSP7_HUMAN cDNA FLJ45319 fis, clone BRHIP3005801, highly similar to Homo sapiens VAMP (vesicle-associated membrane protein)-associated protein B and C (VAPB) OS=Homo sapiens OX=9606 PE=2 SV=1;B3KVU7_HUMAN cDNA FLJ41544 fis, clone CERVX2002430, highly sim6 2 2 2 18.4 16.531 47818000 18490000 0 4347100 1680900 0
B3KW34;Q969M3;E5RGR9;E5RHH4 Protein YIPF;Protein YIPF5YIPF5 B3KW34_HUMAN cDNA FLJ42071 fis, clone SYNOV2014157, highly similar to Protein YIPF5 OS=Homo sapiens OX=9606 PE=2 SV=1;YIPF5_HUMAN Protein YIPF5 OS=Homo sapiens OX=9606 GN=YIPF5 PE=1 SV=1;E5RGR9_HUMAN Yip1 domain family member 5 (Fragment) OS=Homo sapiens O4 2 2 2 8.2 28.031 22897000 0 0 11448000 0 0
B3KW52;H3BRL3;O14562 Ubiquitin domain-containing protein UBFD1UBFD1 B3KW52_HUMAN cDNA FLJ42145 fis, clone TESTI4000228, highly similar to Mus musculus ubiquitin family domain containing 1 (Ubfd1), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;H3BRL3_HUMAN Ubiquitin family domain containing 1 OS=Homo sapiens OX=9606 GN=UBFD1 PE=1 3 1 1 1 5.9 21.146 13914000 0 0 1987700 0 0
B3KWW3;F5GZ06;B3KXY2;Q7Z745 Maestro heat-like repeat-containing protein family member 2BMROH2B B3KWW3_HUMAN cDNA FLJ44017 fis, clone TESTI4025920, weakly similar to Homo sapiens maestro (MRO), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;F5GZ06_HUMAN Maestro heat like repeat family member 2B OS=Homo sapiens OX=9606 GN=MROH2B PE=1 SV=1;B3KXY2_HUMAN cDNA FL4 2 2 2 1.9 115.33 26671000 0 17893000 467920 0 313910
B4DXQ8;B3KWX6;Q53EY5;B3KX14;Q15014;Q5JXX1;Q5JXX2;Q5JXX6;Q0VAE4;H0YLJ3Mortality factor 4-like protein 2MORF4L2 B4DXQ8_HUMAN cDNA FLJ52940, highly similar to Mortality factor 4-like protein 2 OS=Homo sapiens OX=9606 PE=2 SV=1;B3KWX6_HUMAN cDNA FLJ44127 fis, clone THYMU2006420, highly similar to Mortality factor 4-like protein 2 OS=Homo sapiens OX=9606 PE=2 SV=1;Q53E10 4 4 3 20 29.132 97332000 35824000 15947000 6083200 2239000 996710
B3KX11;Q59H77;P49368;B4DUR8;Q2TU64;E9PRC8;Q5SZX6;E9PQ35;E9PM09;Q5SZX9;Q5SZW8T-complex protein 1 subunit gammaCCT3 B3KX11_HUMAN T-complex protein 1 subunit gamma OS=Homo sapiens OX=9606 PE=2 SV=1;Q59H77_HUMAN T-complex protein 1 subunit gamma (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;TCPG_HUMAN T-complex protein 1 subunit gamma OS=Homo sapiens OX=9606 GN=CCT3 PE=1 S11 12 12 12 24.1 57.945 4.32E+08 49624000 0 13493000 1550700 0
B3KXZ4;H0Y8E6;B7Z8Z6;P49736;B4DSV5;Q9BWF4 DNA helicase;DNA replication licensing factor MCM2MCM2 B3KXZ4_HUMAN DNA replication licensing factor MCM2 OS=Homo sapiens OX=9606 PE=2 SV=1;H0Y8E6_HUMAN DNA replication licensing factor MCM2 (Fragment) OS=Homo sapiens OX=9606 GN=MCM2 PE=1 SV=1;B7Z8Z6_HUMAN DNA replication licensing factor MCM2 OS=Homo sapiens 6 17 17 17 24.3 91.271 5.73E+08 73484000 0 13650000 1749600 0
E7EUH7;B3KY42;Q96PZ0;B3KRB2;H0Y863 Pseudouridylate synthase 7 homologPUS7 E7EUH7_HUMAN Pseudouridine synthase 7 OS=Homo sapiens OX=9606 GN=PUS7 PE=1 SV=1;B3KY42_HUMAN cDNA FLJ46788 fis, clone TRACH3028855, highly similar to Pseudouridylate synthase 7 homolog OS=Homo sapiens OX=9606 PE=2 SV=1;PUS7_HUMAN Pseudouridylate synthase 75 7 7 7 18.1 50.552 1.39E+08 48108000 0 5554800 1924300 0
E9PL01;B4DDB9;E9PI68;Q15005;E9PRB9 Signal peptidase complex subunit 2SPCS2 E9PL01_HUMAN Signal peptidase complex subunit 2 OS=Homo sapiens OX=9606 GN=SPCS2 PE=1 SV=1;B4DDB9_HUMAN Signal peptidase complex subunit 2 OS=Homo sapiens OX=9606 PE=2 SV=1;E9PI68_HUMAN Signal peptidase complex subunit 2 OS=Homo sapiens OX=9606 GN=SPCS2 PE5 2 2 2 11.5 17.027 56296000 22818000 4744900 6255200 2535300 527220
B4DDD6;B4DXL9;B4DUF9 DBNL B4DDD6_HUMAN Drebrin like OS=Homo sapiens OX=9606 GN=DBNL PE=1 SV=1;B4DXL9_HUMAN cDNA FLJ53677, highly similar to Drebrin-like protein OS=Homo sapiens OX=9606 PE=2 SV=1;B4DUF9_HUMAN cDNA FLJ59432, highly similar to Drebrin-like protein OS=Homo sapiens OX=93 6 1 1 17.2 45.746 8176800 8176800 0 454270 454270 0
B7ZAQ8;B4DDM3;B4DUG8;B4DLL7;B4DE48;B4DQ37;B4DTB8;Q15036Sorting nexin-17 SNX17 B7ZAQ8_HUMAN cDNA, FLJ79272, highly similar to Sorting nexin-17 OS=Homo sapiens OX=9606 PE=2 SV=1;B4DDM3_HUMAN Sorting nexin 17, isoform CRA_a OS=Homo sapiens OX=9606 GN=SNX17 PE=2 SV=1;B4DUG8_HUMAN cDNA FLJ51103, highly similar to Sorting nexin-17 OS=Homo8 1 1 1 4.3 28.433 0 0 0 0 0 0
Q14764;X5D2M8;B4DDR2;X5D7K9;B4DP93;B4DXN0;X5DNU0;X5D7S8;X5DP24;X5D7R7;X5DP17;H3BQK6;H3BRL2;H3BNF6;H3BUK7;H3BP76;H3BNF2;H3BQE7;H3BUP3;H3BPZ2Major vault protein MVP MVP_HUMAN Major vault protein OS=Homo sapiens OX=9606 GN=MVP PE=1 SV=4;X5D2M8_HUMAN Major vault protein (Fragment) OS=Homo sapiens OX=9606 GN=MVP PE=2 SV=1;B4DDR2_HUMAN Major vault protein OS=Homo sapiens OX=9606 PE=2 SV=1;X5D7K9_HUMAN Major vault protein 20 12 12 12 16.3 99.326 3.11E+08 36094000 252650000 7230900 839400 5875500
B4DDR3;E9PQK6 B4DDR3_HUMAN cDNA FLJ52148, highly similar to Apoptosis inhibitor 5 OS=Homo sapiens OX=9606 PE=2 SV=1 2 8 1 1 30.5 37.507 36395000 8891200 0 2140900 523010 0
Q69EZ8;B4DDT3;E9PIT3;P00734;Q86WA1;Q8TD58 Prothrombin;Activation peptide fragment 1;Activation peptide fragment 2;Thrombin light chain;Thrombin heavy chainF2 Q69EZ8_HUMAN Prothrombin (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B4DDT3_HUMAN cDNA FLJ54622, highly similar to Prothrombin OS=Homo sapiens OX=9606 PE=2 SV=1;E9PIT3_HUMAN Prothrombin OS=Homo sapiens OX=9606 GN=F2 PE=1 SV=1;THRB_HUMAN Prothrombin OS=Hom6 2 2 2 5.8 33.637 67597000 0 49608000 4224800 0 3100500
J3KT68;B4DDT6;Q5BJF2 Transmembrane protein 97TMEM97 J3KT68_HUMAN Transmembrane protein 97 OS=Homo sapiens OX=9606 GN=TMEM97 PE=1 SV=1;B4DDT6_HUMAN Sigma intracellular receptor 2 OS=Homo sapiens OX=9606 PE=2 SV=1;SGMR2_HUMAN Sigma intracellular receptor 2 OS=Homo sapiens OX=9606 GN=TMEM97 PE=1 SV=13 1 1 1 8.7 10.976 15003000 6352400 0 3000600 1270500 0
B4DDX2;Q07666;B4E043;B2R7B5;A0A6Q8PGH5;B3KTS3;Q5VWX1;A0A994J7I5;O75525KH domain-containing, RNA-binding, signal transduction-associated protein 1KHDRBS1 B4DDX2_HUMAN cDNA FLJ54590, highly similar to KH domain-containing, RNA-binding, signaltransduction-associated protein 1 OS=Homo sapiens OX=9606 PE=2 SV=1;KHDR1_HUMAN KH domain-containing, RNA-binding, signal transduction-associated protein 1 OS=Homo sapie9 6 6 6 17.7 46.459 1.17E+09 213300000 185410000 97752000 17775000 15451000
B4DE59;K7EMS3;I6L965;F8VZY9;B2RA03;P05783 B4DE59_HUMAN cDNA FLJ60424, highly similar to Junction plakoglobin OS=Homo sapiens OX=9606 PE=2 SV=1 6 11 1 0 19.9 62.615 47064000 14722000 16381000 1206800 377490 420010
B4DE91;P49189;B4DX14;B4DYY1 4-trimethylaminobutyraldehyde dehydrogenaseALDH9A1 B4DE91_HUMAN cDNA FLJ55534, highly similar to 4-trimethylaminobutyraldehyde dehydrogenase OS=Homo sapiens OX=9606 PE=2 SV=1;AL9A1_HUMAN 4-trimethylaminobutyraldehyde dehydrogenase OS=Homo sapiens OX=9606 GN=ALDH9A1 PE=1 SV=3;B4DX14_HUMAN cDNA FLJ53231, hig4 4 4 4 10.3 52.769 1.29E+08 35486000 0 5357800 1478600 0
B4DEA3;P54727;B7ZA74;B7Z4W4;Q53F10;Q5W0S5;Q5W0S4;H0Y579UV excision repair protein RAD23 homolog BRAD23B B4DEA3_HUMAN UV excision repair protein RAD23 OS=Homo sapiens OX=9606 PE=2 SV=1;RD23B_HUMAN UV excision repair protein RAD23 homolog B OS=Homo sapiens OX=9606 GN=RAD23B PE=1 SV=1;B7ZA74_HUMAN UV excision repair protein RAD23 OS=Homo sapiens OX=9606 PE=2 SV8 11 11 8 40 42.309 2.39E+09 1299800000 7676000 1.99E+08 108320000 639660
B4DEI4;Q9H8Y8;B4DQF1;B4DNR1;F8WEG2 Golgi reassembly-stacking protein 2GORASP2 B4DEI4_HUMAN cDNA FLJ54595, highly similar to Golgi reassembly-stacking protein 2 OS=Homo sapiens OX=9606 PE=2 SV=1;GORS2_HUMAN Golgi reassembly-stacking protein 2 OS=Homo sapiens OX=9606 GN=GORASP2 PE=1 SV=3;B4DQF1_HUMAN cDNA FLJ55810, highly similar to G5 4 4 4 9.6 42.044 3.27E+08 118730000 0 25173000 9132800 0
B4DEP6;E7EX17;B4DRM3;P23588;B4DS01;F8VSC7;F8VP89;Q7Z5Y0;F8W0K0;F8VX11;F8VYE9;F8VRU1;Q6AI40Eukaryotic translation initiation factor 4BEIF4B B4DEP6_HUMAN cDNA FLJ59206, highly similar to Eukaryotic translation initiation factor 4B OS=Homo sapiens OX=9606 PE=2 SV=1;E7EX17_HUMAN Eukaryotic translation initiation factor 4B OS=Homo sapiens OX=9606 GN=EIF4B PE=1 SV=1;B4DRM3_HUMAN cDNA FLJ54492, high13 23 23 23 43.6 66.127 8.49E+09 1284400000 4114300000 3.14E+08 47572000 152380000
B4DF70;V9HW12;P32119;A6NIW5 Peroxiredoxin-2 HEL-S-2a;PRDX2 B4DF70_HUMAN cDNA FLJ60461, highly similar to Peroxiredoxin-2 OS=Homo sapiens OX=9606 PE=2 SV=1;V9HW12_HUMAN Epididymis secretory sperm binding protein Li 2a OS=Homo sapiens OX=9606 GN=HEL-S-2a PE=2 SV=1;PRDX2_HUMAN Peroxiredoxin-2 OS=Homo sapiens OX=9606 4 8 7 7 38.8 20.107 9.2E+08 4916500 11488000 76678000 409710 957320
J3QLI4;B4E143;B4DGA3;E7EPS8;P28827 Protein-tyrosine-phosphatase;Receptor-type tyrosine-protein phosphatase muPTPRM J3QLI4_HUMAN Protein tyrosine phosphatase receptor type M (Fragment) OS=Homo sapiens OX=9606 GN=PTPRM PE=1 SV=1;B4E143_HUMAN cDNA FLJ58084, highly similar to Receptor-type tyrosine-protein phosphatase mu OS=Homo sapiens OX=9606 PE=2 SV=1;B4DGA3_HUMAN prote5 1 1 1 8.1 18.695 0 0 0 0 0 0
Q07866;B5BU63;E7EVH7;Q7RTP8;G3V5R9;Q7RTQ4;Q7RTQ0;Q7RTQ1;Q7RTQ2;G3V3H3;Q7RTQ8;B4DGB3;F8W6L3;B4DS14;G3V2E7;G5E9S8;Q7RTQ7;Q7RTQ9;Q7Z5D5;G3V2P7;C9J8T5;H0YG16;C9JZE5;H0YJT3;H0YJL0;Q9NSK0;H0YJU9Kinesin light chain 1 KLC1;KNS2 KLC1_HUMAN Kinesin light chain 1 OS=Homo sapiens OX=9606 GN=KLC1 PE=1 SV=2;B5BU63_HUMAN Kinesin light chain OS=Homo sapiens OX=9606 GN=KLC1 PE=2 SV=1;E7EVH7_HUMAN Kinesin light chain OS=Homo sapiens OX=9606 PE=3 SV=2;Q7RTP8_HUMAN Kinesin light chain OS=Hom27 3 3 3 5.6 65.309 10648000 5041000 0 295760 140030 0
Q96SI1;B4DGD9;V9GYY8 BTB/POZ domain-containing protein KCTD15KCTD15 KCD15_HUMAN BTB/POZ domain-containing protein KCTD15 OS=Homo sapiens OX=9606 GN=KCTD15 PE=1 SV=1;B4DGD9_HUMAN cDNA FLJ61112, highly similar to BTB/POZ domain-containing protein KCTD15 OS=Homo sapiens OX=9606 PE=2 SV=1;V9GYY8_HUMAN Potassium channel tetrame3 2 2 2 6 31.942 46714000 7315000 1452500 2747900 430290 85444
F5H669;B4DGF8;Q8N684;J3QT54;F5H6M0;F5H047;F5H5B7;F5H1W4;F5H2K8;F5H6P5;F5H6A8;F5GXA3;C9JM38;C9J286;C9J323Cleavage and polyadenylation specificity factor subunit 7CPSF7 F5H669_HUMAN Cleavage and polyadenylation specific factor 7 (Fragment) OS=Homo sapiens OX=9606 GN=CPSF7 PE=1 SV=1;B4DGF8_HUMAN cDNA FLJ57877, highly similar to Cleavage and polyadenylation specificity factor 7 OS=Homo sapiens OX=9606 PE=2 SV=1;CPSF7_HUMAN 15 7 7 7 21.7 41.265 2.38E+08 6256500 14126000 12503000 329290 743500
B4DGK4 SYT7 B4DGK4_HUMAN Alternative protein SYT7 OS=Homo sapiens OX=9606 GN=SYT7 PE=2 SV=1 1 1 1 1 6.6 13.173 91519000 15966000 28594000 30506000 5322000 9531200
E9PJV7;B4DGR7 SNX19 E9PJV7_HUMAN Sorting nexin 19 OS=Homo sapiens OX=9606 GN=SNX19 PE=1 SV=1;B4DGR7_HUMAN cDNA FLJ52577, highly similar to Sorting nexin-19 OS=Homo sapiens OX=9606 PE=2 SV=12 1 1 1 4.3 25.826 0 0 0 0 0 0
K7EQH4;K7EJP1;B4DGW3;K7ERX7;K7EK77;V9HW26;P25705;K7ENJ4ATP synthase subunit alpha;ATP synthase subunit alpha, mitochondrialATP5A1;HEL-S-123mK7EQH4_HUMAN ATP synthase F1 subunit alpha (Fragment) OS=Homo sapiens OX=9606 GN=ATP5F1A PE=1 SV=1;K7EJP1_HUMAN ATP synthase F1 subunit alpha (Fragment) OS=Homo sapiens OX=9606 GN=ATP5F1A PE=1 SV=8;B4DGW3_HUMAN cDNA FLJ54625, highly similar to ATP synthase8 2 2 2 19.8 11.715 18314000 0 16045000 2616300 0 2292200
G3XAH6;B4DHB8;B4DYF4;P51003;H0YJL4;B7ZA53;B4DZL2 Poly(A) polymerase alpha PAPOLA G3XAH6_HUMAN Poly(A) polymerase OS=Homo sapiens OX=9606 GN=PAPOLA PE=1 SV=1;B4DHB8_HUMAN Poly(A) polymerase OS=Homo sapiens OX=9606 PE=2 SV=1;B4DYF4_HUMAN Poly(A) polymerase OS=Homo sapiens OX=9606 PE=2 SV=1;PAPOA_HUMAN Poly(A) polymerase alpha OS=Homo sap7 2 2 2 3.2 80.625 7726700 0 0 203330 0 0
B4DHF6;B4DIN7;O00308 NEDD4-like E3 ubiquitin-protein ligase WWP2WWP2 B4DHF6_HUMAN HECT-type E3 ubiquitin transferase OS=Homo sapiens OX=9606 PE=2 SV=1;B4DIN7_HUMAN E3 ubiquitin-protein ligase OS=Homo sapiens OX=9606 PE=2 SV=1;WWP2_HUMAN NEDD4-like E3 ubiquitin-protein ligase WWP2 OS=Homo sapiens OX=9606 GN=WWP2 PE=1 SV=23 1 1 1 2.7 57.78 0 0 0 0 0 0
B4DHQ3;Q9Y617;B4DHX7;A9LS35 Phosphoserine aminotransferasePSAT1 B4DHQ3_HUMAN Phosphoserine aminotransferase OS=Homo sapiens OX=9606 PE=2 SV=1;SERC_HUMAN Phosphoserine aminotransferase OS=Homo sapiens OX=9606 GN=PSAT1 PE=1 SV=24 9 9 9 24.1 45.355 5E+08 10764000 0 22726000 489260 0
B4DHW6;B4E099;Q8NFT6 Protein DBF4 homolog B DBF4B B4DHW6_HUMAN cDNA FLJ54930, highly similar to Homo sapiens Dbf4-related factor 1 (DRF1), transcript variant 2, mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;B4E099_HUMAN DBF4 zinc finger B OS=Homo sapiens OX=9606 GN=DBF4B PE=1 SV=1;DBF4B_HUMAN Protein DBF4 homolo3 1 1 1 6.5 16.713 6.85E+08 148400000 227180000 85592000 18550000 28398000
B4DI43 B4DI43_HUMAN cDNA FLJ60262, weakly similar to Zinc finger protein 81 OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 10.8 22.641 2.84E+08 53149000 97188000 28392000 5314900 9718800
B4DIH5;Q53HJ0;Q59EL2;P61201;B2R6N0;H0YMC2;H0YKU5 COP9 signalosome complex subunit 2COPS2 B4DIH5_HUMAN COP9 signalosome subunit 2 OS=Homo sapiens OX=9606 GN=COPS2 PE=1 SV=1;Q53HJ0_HUMAN COP9 constitutive photomorphogenic homolog subunit 2 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;Q59EL2_HUMAN COP9 constitutive photomorphogenic homolo7 5 5 5 16.1 44.228 2.3E+08 91850000 2339600 12118000 4834200 123140
B4DIZ2;P61086;D6RDM7;B3KSH4 Ubiquitin-conjugating enzyme E2 KUBE2K;HIP2 B4DIZ2_HUMAN cDNA FLJ57995, moderately similar to Ubiquitin-conjugating enzyme E2-25 kDa OS=Homo sapiens OX=9606 PE=2 SV=1;UBE2K_HUMAN Ubiquitin-conjugating enzyme E2 K OS=Homo sapiens OX=9606 GN=UBE2K PE=1 SV=3;D6RDM7_HUMAN Ubiquitin conjugating enzyme E24 5 5 5 35.3 15.81 2.64E+09 1077200000 0 2.94E+08 119690000 0
V9HWJ0;B4DJ30;Q14697;F5H6X6;B4DSM6;B4DIW2;E9PKU7;B4DZ53;E9PNH1;Q9BS14Neutral alpha-glucosidase ABHEL-S-164nA;GANABV9HWJ0_HUMAN Epididymis secretory sperm binding protein Li 164nA OS=Homo sapiens OX=9606 GN=HEL-S-164nA PE=2 SV=1;B4DJ30_HUMAN cDNA FLJ61290, highly similar to Neutral alpha-glucosidase AB OS=Homo sapiens OX=9606 PE=2 SV=1;GANAB_HUMAN Neutral alpha-glucosi10 32 32 32 36.9 106.87 5.73E+09 1032600000 19138000 1.33E+08 24014000 445080
B4DJK4;B4E0Q4;B4DZJ7;O00267 Transcription elongation factor SPT5SUPT5H B4DJK4_HUMAN cDNA FLJ54005, highly similar to Transcription elongation factor SPT5 OS=Homo sapiens OX=9606 PE=2 SV=1;B4E0Q4_HUMAN Transcription elongation factor SPT5 OS=Homo sapiens OX=9606 GN=SUPT5H PE=2 SV=1;B4DZJ7_HUMAN Transcription elongation factor 4 5 5 5 7.6 96.913 1.33E+08 19858000 7959300 3238100 484340 194130
B4DNH6;B4DJK9;Q6FHZ7;Q99541 Perilipin;Perilipin-2 ADFP;PLIN2 B4DNH6_HUMAN Perilipin OS=Homo sapiens OX=9606 PE=2 SV=1;B4DJK9_HUMAN Perilipin OS=Homo sapiens OX=9606 PE=2 SV=1;Q6FHZ7_HUMAN Perilipin OS=Homo sapiens OX=9606 GN=ADFP PE=2 SV=1;PLIN2_HUMAN Perilipin-2 OS=Homo sapiens OX=9606 GN=PLIN2 PE=1 SV=24 2 2 2 6.3 38.457 56095000 11025000 0 2804800 551250 0
K7ELL7;B4DJQ5;P14314;A0A0S2Z4D8;A0A0S2Z4W7;K7EPW7;A0A7I2V2T6;A2VCQ4;A0A0S2Z4A0;K7EKX1;K7EJ70;K7EIP3Glucosidase 2 subunit betaPRKCSH K7ELL7_HUMAN Glucosidase 2 subunit beta OS=Homo sapiens OX=9606 GN=PRKCSH PE=1 SV=1;B4DJQ5_HUMAN Glucosidase 2 subunit beta OS=Homo sapiens OX=9606 PE=2 SV=1;GLU2B_HUMAN Glucosidase 2 subunit beta OS=Homo sapiens OX=9606 GN=PRKCSH PE=1 SV=2;A0A0S2Z4D8_HUMA12 23 23 17 49.9 60.192 1.15E+10 3538600000 61677000 5.76E+08 176930000 3083800
C9JTK6;Q53SW9;B4DK14;J3KQ32;Q9NTK5 Obg-like ATPase 1 OLA1;PTD004 C9JTK6_HUMAN Obg like ATPase 1 (Fragment) OS=Homo sapiens OX=9606 GN=OLA1 PE=1 SV=1;Q53SW9_HUMAN Uncharacterized protein PTD004 (Fragment) OS=Homo sapiens OX=9606 GN=PTD004 PE=4 SV=1;B4DK14_HUMAN cDNA FLJ58890, highly similar to GTP-binding protein PTD004 5 1 1 1 12.9 12.302 9485900 1118300 0 1355100 159750 0
B4DK97;Q5T655 Cilia- and flagella-associated protein 58CFAP58 B4DK97_HUMAN cDNA FLJ52096 OS=Homo sapiens OX=9606 PE=2 SV=1;CFA58_HUMAN Cilia- and flagella-associated protein 58 OS=Homo sapiens OX=9606 GN=CFAP58 PE=1 SV=12 1 1 1 1.3 64.437 0 0 0 0 0 0
B4DKK0;B4DNR3;B4DQI4;F8W9U3;V9HW87;Q96IU4 Alpha/beta hydrolase domain-containing protein 14BABHD14B;HEL-S-299B4DKK0_HUMAN cDNA FLJ52511, highly similar to Abhydrolase domain-containing protein 14B OS=Homo sapiens OX=9606 PE=2 SV=1;B4DNR3_HUMAN cDNA FLJ52710, highly similar to Abhydrolase domain-containing protein 14B OS=Homo sapiens OX=9606 PE=2 SV=1;B4DQI4_HUMAN6 1 1 1 7.7 13.911 36880000 15191000 0 7375900 3038200 0
B4E0Q6;B4DKZ7;Q86YP4;A0A0U1RR30;A0A0U1RRM1;B3KSZ4;Q8WXI9Transcriptional repressor p66-alpha;Transcriptional repressor p66-betaGATAD2A;GATAD2B B4E0Q6_HUMAN cDNA FLJ60209, highly similar to Transcriptional repressor p66 alpha OS=Homo sapiens OX=9606 PE=2 SV=1;B4DKZ7_HUMAN cDNA FLJ55704, highly similar to Transcriptional repressor p66 alpha OS=Homo sapiens OX=9606 PE=2 SV=1;P66A_HUMAN Transcription7 2 2 2 8.8 28.651 31176000 0 14516000 2078400 0 967740
B4DLC0 B4DLC0_HUMAN cDNA FLJ58476, highly similar to Poly(rC)-binding protein 2 OS=Homo sapiens OX=9606 PE=2 SV=1 1 10 1 0 41.2 32.165 61829000 26239000 0 4416400 1874200 0
B4DZR3;E7ET52;B7ZAW1;B4DLH3;Q32MA5;Q8WW38 Zinc finger protein ZFPM2ZFPM2 B4DZR3_HUMAN cDNA FLJ59826, highly similar to Zinc finger protein ZFPM2 OS=Homo sapiens OX=9606 PE=2 SV=1;E7ET52_HUMAN Zinc finger protein, FOG family member 2 OS=Homo sapiens OX=9606 GN=ZFPM2 PE=1 SV=1;B7ZAW1_HUMAN cDNA, FLJ79325, highly similar to Zinc f6 1 1 1 1.2 98.065 10125000 0 5959100 202490 0 119180
B4DLR8;Q3B792;P15559;H3BRK3;Q53G81;H3BNV2;B4DQP5 NAD(P)H dehydrogenase [quinone] 1NQO1 B4DLR8_HUMAN NAD(P)H quinone dehydrogenase 1 OS=Homo sapiens OX=9606 GN=NQO1 PE=1 SV=1;Q3B792_HUMAN NQO1 protein (Fragment) OS=Homo sapiens OX=9606 GN=NQO1 PE=2 SV=1;NQO1_HUMAN NAD(P)H dehydrogenase [quinone] 1 OS=Homo sapiens OX=9606 GN=NQO1 PE=1 SV=1;H3B7 7 7 7 43.6 22.793 1.75E+09 392200000 0 1.59E+08 35655000 0
P50395;B4DLV7;Q6IAT1;B3KVE3;Q5SX87;Q8TB95;A0A0S2Z3X8;B4DHX4;P31150;Q5SX91;Q5SX86;V9GYF8;B4DH24;Q5SX90;V9GYJ7;G5E9U5;B4E070Rab GDP dissociation inhibitor betaGDI2 GDIB_HUMAN Rab GDP dissociation inhibitor beta OS=Homo sapiens OX=9606 GN=GDI2 PE=1 SV=2;B4DLV7_HUMAN Rab GDP dissociation inhibitor OS=Homo sapiens OX=9606 PE=2 SV=1;Q6IAT1_HUMAN Rab GDP dissociation inhibitor OS=Homo sapiens OX=9606 GN=GDI2 PE=2 SV=117 18 18 18 46.7 50.663 8.07E+08 198800000 5835900 28837000 7099900 208420
K7ER83;B4DLW4;K7EL81;Q9BZL4 Protein phosphatase 1 regulatory subunit 12CPPP1R12C K7ER83_HUMAN Protein phosphatase 1 regulatory subunit 12C (Fragment) OS=Homo sapiens OX=9606 GN=PPP1R12C PE=1 SV=1;B4DLW4_HUMAN cDNA FLJ60300, highly similar to Homo sapiens protein phosphatase 1, regulatory (inhibitor) subunit 12C (PPP1R12C), mRNA OS=Homo4 2 2 2 5.1 26.658 10769000 1175000 2684800 828410 90384 206520
E9PS21;E9PLY8;E9PLQ2;B4E1V8;E9PB18;B4DLZ2;B4DMI7;Q6UXG2UPF0577 protein KIAA1324KIAA1324 E9PS21_HUMAN Endosome-lysosome associated apoptosis and autophagy regulator 1 (Fragment) OS=Homo sapiens OX=9606 GN=ELAPOR1 PE=1 SV=1;E9PLY8_HUMAN Endosome-lysosome associated apoptosis and autophagy regulator 1 (Fragment) OS=Homo sapiens OX=9606 GN=ELAPOR8 1 1 1 5.3 16.805 2.74E+08 53218000 69952000 39096000 7602600 9993200
B4DM33;Q15691;A2VCR0;C9JB30;B2R5W6;Q9UPY8 Microtubule-associated protein RP/EB family member 1MAPRE1 B4DM33_HUMAN cDNA FLJ52068, highly similar to Microtubule-associated protein RP/EB family member 1 OS=Homo sapiens OX=9606 PE=2 SV=1;MARE1_HUMAN Microtubule-associated protein RP/EB family member 1 OS=Homo sapiens OX=9606 GN=MAPRE1 PE=1 SV=3;A2VCR0_HUMAN M6 9 9 9 45.8 26.582 1.05E+09 640790000 20396000 75271000 45770000 1456900
M0R117;B4DM74;Q02543;M0R3D6;B4DM94;M0R1A7;B4DUV3;Q53HD3;B2R4C0;Q32XH3;M0R0P7;Q76N5460S ribosomal protein L18aRPL18A M0R117_HUMAN 60S ribosomal protein L18a OS=Homo sapiens OX=9606 GN=RPL18A PE=1 SV=1;B4DM74_HUMAN 60S ribosomal protein L18a OS=Homo sapiens OX=9606 PE=2 SV=1;RL18A_HUMAN Large ribosomal subunit protein eL20 OS=Homo sapiens OX=9606 GN=RPL18A PE=1 SV=2;M0R3D12 8 8 8 50 18.079 1.19E+09 178370000 33678000 1.32E+08 19819000 3742000
C9JRU6;C9J0B2;C9J8R4;B4DM76;C9JVE2;Q96GG9 DCN1-like protein;DCN1-like protein 1DCUN1D1 C9JRU6_HUMAN Defective in cullin neddylation 1 domain containing 1 (Fragment) OS=Homo sapiens OX=9606 GN=DCUN1D1 PE=1 SV=1;C9J0B2_HUMAN DCN1-like protein (Fragment) OS=Homo sapiens OX=9606 GN=DCUN1D1 PE=1 SV=1;C9J8R4_HUMAN DCN1-like protein (Fragment) OS=H6 1 1 1 16 8.7797 45416000 11831000 9384100 7569300 1971800 1564000
B4DMD3;B4DY34;Q9Y2W2;F5H5G4;F5GXS9 WW domain-binding protein 11WBP11 B4DMD3_HUMAN cDNA FLJ58174, highly similar to WW domain-binding protein 11 OS=Homo sapiens OX=9606 PE=2 SV=1;B4DY34_HUMAN cDNA FLJ60194, highly similar to WW domain-binding protein 11 OS=Homo sapiens OX=9606 PE=2 SV=1;WBP11_HUMAN WW domain-binding protein 5 15 15 15 25.5 64.907 3.16E+09 1802000000 414570000 1.17E+08 66742000 15354000
Q5MNZ6;B4DMI6;I3L4S6 WD repeat domain phosphoinositide-interacting protein 3WDR45B;WDR45L WIPI3_HUMAN WD repeat domain phosphoinositide-interacting protein 3 OS=Homo sapiens OX=9606 GN=WDR45B PE=1 SV=2;B4DMI6_HUMAN WDR45-like, isoform CRA_f OS=Homo sapiens OX=9606 GN=WDR45L PE=2 SV=1;I3L4S6_HUMAN WD repeat domain 45B (Fragment) OS=Homo sapiens 3 2 2 2 6.4 38.121 61989000 5036400 0 5165700 419700 0
B4DMJ6;Q59GY2;P36578;H3BM89;B4DMJ2;Q53G74;B4DFI6;H3BTP7;H3BU31;B4DP8260S ribosomal protein L4 RPL4 B4DMJ6_HUMAN Large ribosomal subunit protein uL4 OS=Homo sapiens OX=9606 PE=2 SV=1;Q59GY2_HUMAN Large ribosomal subunit protein uL4 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;RL4_HUMAN Large ribosomal subunit protein uL4 OS=Homo sapiens OX=9606 GN=RPL4 P10 15 15 15 38.9 46.012 2.79E+09 548930000 79968000 1.86E+08 36595000 5331200
B4DMK6;Q9NP77 RNA polymerase II subunit A C-terminal domain phosphatase SSU72SSU72 B4DMK6_HUMAN RNA polymerase II subunit A C-terminal domain phosphatase SSU72 OS=Homo sapiens OX=9606 PE=2 SV=1;SSU72_HUMAN RNA polymerase II subunit A C-terminal domain phosphatase SSU72 OS=Homo sapiens OX=9606 GN=SSU72 PE=1 SV=12 3 3 3 19.7 20.26 52894000 0 4164300 4808600 0 378580
B4DMR7 B4DMR7_HUMAN ADP-ribosyl cyclase/cyclic ADP-ribose hydrolase OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 12.8 10.759 0 0 0 0 0 0
D6R9P3;D6RD18;B4DMY3;D6RBZ0;Q53F64;Q99729 Heterogeneous nuclear ribonucleoprotein A/BHNRNPAB D6R9P3_HUMAN Heterogeneous nuclear ribonucleoprotein A/B OS=Homo sapiens OX=9606 GN=HNRNPAB PE=1 SV=1;D6RD18_HUMAN Heterogeneous nuclear ribonucleoprotein A/B OS=Homo sapiens OX=9606 GN=HNRNPAB PE=1 SV=1;B4DMY3_HUMAN cDNA FLJ60713, highly similar to Homo s6 9 9 9 35.4 30.302 3.12E+09 1011400000 21752000 2.4E+08 77801000 1673300
B4DN01;H7C3P9;Q9UNS2 COP9 signalosome complex subunit 3COPS3 B4DN01_HUMAN cDNA FLJ57332, highly similar to COP9 signalosome complex subunit 3 OS=Homo sapiens OX=9606 PE=2 SV=1;H7C3P9_HUMAN COP9 signalosome subunit 3 OS=Homo sapiens OX=9606 GN=COPS3 PE=1 SV=2;CSN3_HUMAN COP9 signalosome complex subunit 3 OS=Homo sapi3 3 3 3 15 33.572 1.78E+08 95125000 0 9347700 5006600 0
C9J0J7;G5E9Q6;B4DNH1;C9J712;C9JQ45;P35080;C9J2N0 Profilin;Profilin-2 PFN2 C9J0J7_HUMAN Profilin OS=Homo sapiens OX=9606 GN=PFN2 PE=1 SV=1;G5E9Q6_HUMAN Profilin OS=Homo sapiens OX=9606 GN=PFN2 PE=1 SV=1;B4DNH1_HUMAN Profilin OS=Homo sapiens OX=9606 PE=2 SV=1;C9J712_HUMAN Profilin OS=Homo sapiens OX=9606 GN=PFN2 PE=1 SV=1;C9JQ45_H7 4 4 4 49.5 9.8402 3.2E+08 142850000 0 53344000 23808000 0
B4DNI1;B7ZA90;B4DQ06;Q7Z422 SUZ domain-containing protein 1SZRD1 B4DNI1_HUMAN cDNA FLJ54298 OS=Homo sapiens OX=9606 PE=2 SV=1;B7ZA90_HUMAN cDNA, FLJ79104 OS=Homo sapiens OX=9606 PE=2 SV=1;B4DQ06_HUMAN cDNA FLJ51932 OS=Homo sapiens OX=9606 PE=2 SV=1;SZRD1_HUMAN SUZ domain-containing protein 1 OS=Homo sapiens OX=9606 GN=S4 1 1 1 5.7 15.785 51450000 25809000 0 7350100 3687000 0
B4E0I8;B4DNN4;Q53GZ5;P23921;B4DXD1;E9PL69;B4DXB0;B4DS95Ribonucleoside-diphosphate reductase;Ribonucleoside-diphosphate reductase large subunitRRM1 B4E0I8_HUMAN Ribonucleoside-diphosphate reductase OS=Homo sapiens OX=9606 PE=2 SV=1;B4DNN4_HUMAN Ribonucleoside-diphosphate reductase OS=Homo sapiens OX=9606 PE=2 SV=1;Q53GZ5_HUMAN Ribonucleoside-diphosphate reductase (Fragment) OS=Homo sapiens OX=9606 PE=8 2 2 2 2.7 79.229 48217000 6459600 0 1205400 161490 0
B4DP80;Q8NCW5 NAD(P)H-hydrate epimeraseAPOA1BP B4DP80_HUMAN NAD(P)H-hydrate epimerase OS=Homo sapiens OX=9606 GN=APOA1BP PE=2 SV=1;NNRE_HUMAN NAD(P)H-hydrate epimerase OS=Homo sapiens OX=9606 GN=NAXE PE=1 SV=22 1 1 1 5.9 33.627 81262000 38358000 0 5078900 2397300 0
B4DP97;P78324 Tyrosine-protein phosphatase non-receptor type substrate 1SIRPA B4DP97_HUMAN cDNA FLJ52934, highly similar to Tyrosine-protein phosphatase non-receptortype substrate 1 OS=Homo sapiens OX=9606 PE=2 SV=1;SHPS1_HUMAN Tyrosine-protein phosphatase non-receptor type substrate 1 OS=Homo sapiens OX=9606 GN=SIRPA PE=1 SV=22 1 1 1 2.3 52.903 21987000 0 0 879480 0 0
F5GYN4;Q659F9;B4DPD5;Q96FW1;F5H6Q1;F5GYJ8;F5H4F3;F5H3F0;B4E053;B3KUV5Ubiquitin thioesterase OTUB1OTUB1;DKFZp564E242F5GYN4_HUMAN ubiquitinyl hydrolase 1 OS=Homo sapiens OX=9606 GN=OTUB1 PE=1 SV=1;Q659F9_HUMAN Ubiquitin thioesterase OS=Homo sapiens OX=9606 GN=DKFZp564E242 PE=2 SV=1;B4DPD5_HUMAN Ubiquitin thioesterase OS=Homo sapiens OX=9606 PE=2 SV=1;OTUB1_HUMAN Ubiquiti10 6 6 6 29.9 28.05 6.56E+08 429130000 0 50426000 33010000 0
B4DPJ2;Q6ICS0;Q5T0G8;Q59EP1;P50995;B7Z6L0;H0Y6E1 Annexin;Annexin A11 ANXA11 B4DPJ2_HUMAN Annexin OS=Homo sapiens OX=9606 PE=2 SV=1;Q6ICS0_HUMAN Annexin (Fragment) OS=Homo sapiens OX=9606 GN=ANXA11 PE=2 SV=1;Q5T0G8_HUMAN Annexin OS=Homo sapiens OX=9606 GN=ANXA11 PE=1 SV=1;Q59EP1_HUMAN Annexin (Fragment) OS=Homo sapiens OX=9606 PE=27 6 6 6 16.8 45.597 2.6E+08 113290000 0 12995000 5664700 0
B4DPV2;H0Y4U7;Q8WWZ4;Q8IUA7 ATP-binding cassette sub-family A member 10;ATP-binding cassette sub-family A member 9ABCA9;ABCA10 B4DPV2_HUMAN cDNA FLJ51271, highly similar to Homo sapiens ATP-binding cassette, sub-family A (ABC1), member 10 (ABCA10), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;H0Y4U7_HUMAN ATP binding cassette subfamily A member 9 OS=Homo sapiens OX=9606 GN=ABCA9 PE=1 SV4 1 1 1 2.1 60.889 0 0 0 0 0 0
B4DQ75 DAP B4DQ75_HUMAN Death associated protein OS=Homo sapiens OX=9606 GN=DAP PE=1 SV=1 1 1 1 1 3.4 23.223 0 0 0 0 0 0
B4DQW0;Q53FR9;Q9P000 COMM domain-containing protein 9COMMD9 B4DQW0_HUMAN cDNA FLJ51530, highly similar to COMM domain-containing protein 9 OS=Homo sapiens OX=9606 PE=2 SV=1;Q53FR9_HUMAN COMM domain containing 9 variant (Fragment) OS=Homo sapiens OX=9606 GN=COMMD9 PE=2 SV=1;COMD9_HUMAN COMM domain-containing protein3 2 2 2 10.1 18.689 35312000 20379000 0 3531200 2037900 0
B4DR16;P40616;F8VP99;F8W1Z8;F8VP63;B4DZG7;F8VYN9 ADP-ribosylation factor-like protein 1ARL1 B4DR16_HUMAN cDNA FLJ53084, highly similar to ADP-ribosylation factor-like protein 1 OS=Homo sapiens OX=9606 PE=2 SV=1;ARL1_HUMAN ADP-ribosylation factor-like protein 1 OS=Homo sapiens OX=9606 GN=ARL1 PE=1 SV=1;F8VP99_HUMAN ADP ribosylation factor like GTP7 2 2 2 18.1 16.781 69396000 25018000 0 9913700 3574000 0
C9JF40;B4DR62;Q96KR4 Leishmanolysin-like peptidaseLMLN C9JF40_HUMAN Leishmanolysin like peptidase (Fragment) OS=Homo sapiens OX=9606 GN=LMLN PE=1 SV=1;B4DR62_HUMAN Leishmanolysin-like peptidase OS=Homo sapiens OX=9606 PE=2 SV=1;LMLN_HUMAN Leishmanolysin-like peptidase OS=Homo sapiens OX=9606 GN=LMLN PE=2 SV=23 1 1 1 11.9 17.164 0 0 0 0 0 0
Q9Y6E0;Q5U0E6;B4DT57;Q6FG81;Q6P0Y1;Q5JV98;B4DR80;H0Y630;B3KRS6;B4E0Y9;Q96BA2;A0A024R4B2;Q499L9;Q8NBY1;C9JDH9;B4DVS7;Q5JV99;A0A0S2Z4Y2;B4DMA5;B4E185;Q9NWX4;Q5CZ67;H7C279;Q96SR7;C9J232;C9JCC0;C9J6L2;Q9P289;O00506;B4DMR0Serine/threonine-protein kinase 24;Serine/threonine-protein kinase 24 36 kDa subunit;Serine/threonine-protein kinase 24 12 kDa subunit;Serine/threonine-protein kinase 26;Serine/threonine-protein kinase 25STK24;HEL-S-95;STK26;STK25;MST4;DKFZp686J1430STK24_HUMAN Serine/threonine-protein kinase 24 OS=Homo sapiens OX=9606 GN=STK24 PE=1 SV=1;Q5U0E6_HUMAN Epididymis secretory protein Li 95 OS=Homo sapiens OX=9606 GN=HEL-S-95 PE=2 SV=1;B4DT57_HUMAN cDNA FLJ61383, highly similar to Serine/threonine-protein k30 2 2 2 5 49.307 43825000 10104000 0 2086900 481120 0
B4DRS4;O43719;Q5H919;Q5H918 HIV Tat-specific factor 1 HTATSF1 B4DRS4_HUMAN cDNA FLJ60139, highly similar to Homo sapiens HIV TAT specific factor 1 (HTATSF1), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;HTSF1_HUMAN HIV Tat-specific factor 1 OS=Homo sapiens OX=9606 GN=HTATSF1 PE=1 SV=1;Q5H919_HUMAN HIV-1 Tat specific factor4 10 10 10 14.8 82.021 2.51E+08 70967000 76476000 5336300 1509900 1627200
Q99733;B7ZAK9;B4DS05;B7ZB83;C9JZI7;A0A994J3W0;B7ZAC7;C9J6D1;A0A2U9QGI0;A8MXH2;E9PKT8;A0A0J9YXQ2;E9PNJ7;E9PS34;E9PJJ2;E9PNW0;E9PP22;E9PKI2;C9J1B1;H0YCI4Nucleosome assembly protein 1-like 4NAP1L4 NP1L4_HUMAN Nucleosome assembly protein 1-like 4 OS=Homo sapiens OX=9606 GN=NAP1L4 PE=1 SV=1;B7ZAK9_HUMAN cDNA, FLJ79223, highly similar to Nucleosome assembly protein 1-like 4 OS=Homo sapiens OX=9606 PE=2 SV=1;B4DS05_HUMAN cDNA FLJ59403, highly similar to20 7 6 6 24 42.823 3.56E+08 287770000 0 22269000 17986000 0
B7ZAY6;B4DSN3;G5EA31;P53992 Protein transport protein Sec24CSEC24C B7ZAY6_HUMAN cDNA, FLJ79350, highly similar to Protein transport protein Sec24C OS=Homo sapiens OX=9606 PE=2 SV=1;B4DSN3_HUMAN cDNA FLJ60345, highly similar to Protein transport protein Sec24C OS=Homo sapiens OX=9606 PE=2 SV=1;G5EA31_HUMAN SEC24 homolog C,4 1 1 1 3.8 38.154 4.02E+08 0 390670000 26782000 0 26045000
B4DSQ5;B4DF60;F5H365;Q15436;B4E0Q9;G3V5X8;G3V4Q2;G3V4V1;G3V1W4;G3V3G5;G3V2R6Protein transport protein Sec23ASEC23A B4DSQ5_HUMAN Protein transport protein SEC23 OS=Homo sapiens OX=9606 PE=2 SV=1;B4DF60_HUMAN Protein transport protein SEC23 OS=Homo sapiens OX=9606 PE=2 SV=1;F5H365_HUMAN Protein transport protein SEC23 OS=Homo sapiens OX=9606 GN=SEC23A PE=1 SV=1;SC23A_HUM11 5 5 5 8.7 82.927 66847000 3205900 0 1806700 86645 0
E7ER68;B4DUD8;Q658Y4;G3V120;H0YBR6 Protein FAM91A1 FAM91A1 E7ER68_HUMAN Family with sequence similarity 91 member A1 OS=Homo sapiens OX=9606 GN=FAM91A1 PE=1 SV=1;B4DUD8_HUMAN cDNA FLJ57597 OS=Homo sapiens OX=9606 PE=2 SV=1;F91A1_HUMAN Protein FAM91A1 OS=Homo sapiens OX=9606 GN=FAM91A1 PE=1 SV=3;G3V120_HUMAN Family5 3 3 3 5.1 88.986 28512000 0 0 731080 0 0
B4DUG4;Q3MHD2;K7ELG9 Protein LSM12 homolog LSM12 B4DUG4_HUMAN cDNA FLJ51308 OS=Homo sapiens OX=9606 PE=2 SV=1;LSM12_HUMAN Protein LSM12 OS=Homo sapiens OX=9606 GN=LSM12 PE=1 SV=2;K7ELG9_HUMAN LSM12 homolog OS=Homo sapiens OX=9606 GN=LSM12 PE=1 SV=13 3 3 3 26.5 12.508 1.91E+08 21286000 70760000 31822000 3547700 11793000
B4E318;B4DUS0;Q9P287 BRCA2 and CDKN1A-interacting proteinBCCIP B4E318_HUMAN BRCA2 and CDKN1A-interacting protein OS=Homo sapiens OX=9606 PE=2 SV=1;B4DUS0_HUMAN BRCA2 and CDKN1A-interacting protein OS=Homo sapiens OX=9606 PE=2 SV=1;BCCIP_HUMAN BRCA2 and CDKN1A-interacting protein OS=Homo sapiens OX=9606 GN=BCCIP PE=1 S3 2 2 2 9.2 29.797 1.34E+08 66260000 5032800 8383400 4141300 314550
Q96KP4;B4DV28;J3QKT2;J3QRD0;B4DPF1;A0A087WYZ1;J3KSV5;J3QL02;J3QKQ0;J3QLU1;J3QR27;J3QQN6;J3QRA8;Q9NW02;Q9NUV1;J3KSS4;J3KRD5;A0A087WVS2;Q9H7K8;J3QRP4;J3QRH4Cytosolic non-specific dipeptidaseCNDP2 CNDP2_HUMAN Cytosolic non-specific dipeptidase OS=Homo sapiens OX=9606 GN=CNDP2 PE=1 SV=2;B4DV28_HUMAN cDNA FLJ54170, highly similar to Cytosolic nonspecific dipeptidase OS=Homo sapiens OX=9606 PE=2 SV=1;J3QKT2_HUMAN Carnosine dipeptidase 2 (Fragment) OS=H21 12 12 12 32.8 52.878 4.43E+08 112260000 6170000 16394000 4157800 228520
B4DVI7;Q9UHB9;Q96K98;Q96K97;B3KMI9 Signal recognition particle subunit SRP68SRP68 B4DVI7_HUMAN Signal recognition particle subunit SRP68 OS=Homo sapiens OX=9606 PE=2 SV=1;SRP68_HUMAN Signal recognition particle subunit SRP68 OS=Homo sapiens OX=9606 GN=SRP68 PE=1 SV=2;Q96K98_HUMAN cDNA FLJ14414 fis, clone HEMBA1004847, highly similar to 5 5 5 5 10.6 60.226 1.68E+08 17143000 30577000 5597500 571430 1019200
B4DVJ0 Glucose-6-phosphate isomerase B4DVJ0_HUMAN Glucose-6-phosphate isomerase OS=Homo sapiens OX=9606 PE=2 SV=1 1 15 15 1 41.6 59.99 4.55E+09 2180200000 58819000 1.75E+08 83855000 2262300
J3QLE5;Q66K91;Q5XPV6;B4DVS0;X5DP00;Q53HE7;Q9UIS4;Q15182;P63162;P14678;J3KRY3;S4R3P3;Q6LBS1Small nuclear ribonucleoprotein-associated protein;Small nuclear ribonucleoprotein-associated protein N;Small nuclear ribonucleoprotein-associated proteins B and BSNRPN;SNRPB J3QLE5_HUMAN Small nuclear ribonucleoprotein polypeptide N (Fragment) OS=Homo sapiens OX=9606 GN=SNRPN PE=1 SV=1;Q66K91_HUMAN Small nuclear ribonucleoprotein-associated protein OS=Homo sapiens OX=9606 GN=SNRPB PE=1 SV=1;Q5XPV6_HUMAN Small nuclear ribonucle13 5 5 5 26.6 17.546 1.39E+09 212780000 421510000 1.39E+08 21278000 42151000
H7C0E5;B4DVT8;H7BZM7;O75312 Zinc finger protein ZPR1 ZPR1 H7C0E5_HUMAN ZPR1 zinc finger (Fragment) OS=Homo sapiens OX=9606 GN=ZPR1 PE=1 SV=1;B4DVT8_HUMAN cDNA FLJ60173, highly similar to Zinc-finger protein ZPR1 OS=Homo sapiens OX=9606 PE=2 SV=1;H7BZM7_HUMAN ZPR1 zinc finger (Fragment) OS=Homo sapiens OX=9606 GN=4 2 2 2 4.9 42.542 32816000 32816000 0 1562700 1562700 0
B4DW31;Q9UHY1 Nuclear receptor-binding proteinNRBP1 B4DW31_HUMAN cDNA FLJ54186, highly similar to Nuclear receptor-binding protein OS=Homo sapiens OX=9606 PE=2 SV=1;NRBP_HUMAN Nuclear receptor-binding protein OS=Homo sapiens OX=9606 GN=NRBP1 PE=1 SV=12 1 1 1 2.7 57.957 30507000 8755600 0 1906700 547220 0
B4DWA0;P17096;Q5T6U8;Q6IPL9 High mobility group protein HMG-I/HMG-YHMGA1 B4DWA0_HUMAN cDNA FLJ54188, moderately similar to High mobility group protein HMG-I/HMG-Y OS=Homo sapiens OX=9606 PE=2 SV=1;HMGA1_HUMAN High mobility group protein HMG-I/HMG-Y OS=Homo sapiens OX=9606 GN=HMGA1 PE=1 SV=34 3 3 3 7.6 34.301 8.28E+08 402790000 171620000 82794000 40279000 17162000
B4DWC4;Q6FIC5;Q9Y696;Q9NVF8;B3KTR3 Chloride intracellular channel protein;Chloride intracellular channel protein 4CLIC4 B4DWC4_HUMAN Chloride intracellular channel protein OS=Homo sapiens OX=9606 PE=2 SV=1;Q6FIC5_HUMAN Chloride intracellular channel protein OS=Homo sapiens OX=9606 GN=CLIC4 PE=2 SV=1;CLIC4_HUMAN Chloride intracellular channel protein 4 OS=Homo sapiens OX=9605 5 5 5 24.1 27.818 3.7E+08 171710000 0 26427000 12265000 0
B4DWD9;H7BYC8;Q8TCX1 Cytoplasmic dynein 2 light intermediate chain 1DYNC2LI1 B4DWD9_HUMAN cDNA FLJ60184, highly similar to Homo sapiens dynein 2 light intermediate chain (D2LIC), transcript variant 1, mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;H7BYC8_HUMAN Cytoplasmic dynein 2 light intermediate chain 1 (Fragment) OS=Homo sapiens OX=963 1 1 1 4.9 25.792 0 0 0 0 0 0
Q8WXF1;B4DWI8;X6RDA4 Paraspeckle component 1PSPC1 PSPC1_HUMAN Paraspeckle component 1 OS=Homo sapiens OX=9606 GN=PSPC1 PE=1 SV=1;B4DWI8_HUMAN Paraspeckle component 1 OS=Homo sapiens OX=9606 PE=2 SV=1;X6RDA4_HUMAN Paraspeckle component 1 (Fragment) OS=Homo sapiens OX=9606 GN=PSPC1 PE=1 SV=13 16 16 16 38.8 58.743 1.96E+09 639690000 342680000 97968000 31984000 17134000
B4DWW8;E7EVX8;Q8WWY3;E7EU94;E7ESX0;E7EN72 U4/U6 small nuclear ribonucleoprotein Prp31PRPF31 B4DWW8_HUMAN U4/U6 small nuclear ribonucleoprotein Prp31 OS=Homo sapiens OX=9606 PE=2 SV=1;E7EVX8_HUMAN U4/U6 small nuclear ribonucleoprotein Prp31 OS=Homo sapiens OX=9606 GN=PRPF31 PE=1 SV=1;PRP31_HUMAN U4/U6 small nuclear ribonucleoprotein Prp31 OS=Homo 6 2 2 2 5.3 50.159 41114000 0 6438100 2418500 0 378710
B4DX19;P27169 Serum paraoxonase/arylesterase 1PON1 B4DX19_HUMAN Paraoxonase OS=Homo sapiens OX=9606 PE=2 SV=1;PON1_HUMAN Serum paraoxonase/arylesterase 1 OS=Homo sapiens OX=9606 GN=PON1 PE=1 SV=32 1 1 1 3.1 39.721 57509000 0 57509000 4792500 0 4792500
E2QRN5;F8WEJ9;C9IYN9;B4DX46;Q6GMV2 SET and MYND domain-containing protein 5SMYD5 E2QRN5_HUMAN SMYD family member 5 OS=Homo sapiens OX=9606 GN=SMYD5 PE=1 SV=1;F8WEJ9_HUMAN SMYD family member 5 OS=Homo sapiens OX=9606 GN=SMYD5 PE=1 SV=1;C9IYN9_HUMAN SMYD family member 5 (Fragment) OS=Homo sapiens OX=9606 GN=SMYD5 PE=1 SV=1;B4DX46_HUMAN H5 1 1 1 12.9 7.771 11649000 11649000 0 2912200 2912200 0
F5H6I7;B4DXC4;Q6DD88;F5GWF8 Atlastin-3 ATL3 F5H6I7_HUMAN Atlastin GTPase 3 OS=Homo sapiens OX=9606 GN=ATL3 PE=1 SV=1;B4DXC4_HUMAN cDNA FLJ58636, moderately similar to Atlastin OS=Homo sapiens OX=9606 PE=2 SV=1;ATLA3_HUMAN Atlastin-3 OS=Homo sapiens OX=9606 GN=ATL3 PE=1 SV=14 6 6 6 12.8 58.772 1.73E+08 33549000 8088200 7224500 1397900 337010
B4DY09;Q53FG3;F4ZW62;Q12905;F4ZW63;X6R6Z1;A0A0A0MRL0Interleukin enhancer-binding factor 2ILF2 B4DY09_HUMAN Interleukin enhancer binding factor 2 OS=Homo sapiens OX=9606 GN=ILF2 PE=1 SV=1;Q53FG3_HUMAN Interleukin enhancer binding factor 2 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;F4ZW62_HUMAN NF45 OS=Homo sapiens OX=9606 PE=1 SV=1;ILF2_HU7 7 7 7 24.4 38.91 3.39E+08 26868000 41660000 19969000 1580500 2450600
H0Y4Q3;B4E0U0;B4DY16;P46060 Ran GTPase-activating protein 1RANGAP1 H0Y4Q3_HUMAN Ran GTPase activating protein 1 (Fragment) OS=Homo sapiens OX=9606 GN=RANGAP1 PE=1 SV=1;B4E0U0_HUMAN cDNA FLJ61018, highly similar to Ran GTPase-activating protein 1 OS=Homo sapiens OX=9606 PE=2 SV=1;B4DY16_HUMAN cDNA FLJ51385, highly similar 4 3 3 3 15 26.797 52127000 4013500 0 5212700 401350 0
B4DY69;Q7RTT4;Q16384 Protein SSX8;Protein SSX1SSX8;SSX1 B4DY69_HUMAN cDNA FLJ56587, highly similar to Protein SSX8 OS=Homo sapiens OX=9606 PE=2 SV=1;SSX8_HUMAN Putative protein SSX8 OS=Homo sapiens OX=9606 GN=SSX8P PE=5 SV=2;SSX1_HUMAN Protein SSX1 OS=Homo sapiens OX=9606 GN=SSX1 PE=1 SV=23 1 1 1 10.3 14.625 0 0 0 0 0 0
B4DZ51;B7Z8A5;B7ZAI3;B4E014;Q9UBD5 Origin recognition complex subunit 3ORC3 B4DZ51_HUMAN cDNA FLJ59790, highly similar to Origin recognition complex subunit 3 OS=Homo sapiens OX=9606 PE=2 SV=1;B7Z8A5_HUMAN cDNA FLJ56522, highly similar to Origin recognition complex subunit 3 OS=Homo sapiens OX=9606 PE=2 SV=1;B7ZAI3_HUMAN cDNA, FLJ5 1 1 1 2.7 51.186 6513100 0 0 325650 0 0
B4DZF6;Q59F94;Q9NRR5;Q9H8R7;H0YDS0 Ubiquilin-4 UBQLN4 B4DZF6_HUMAN cDNA FLJ54206, highly similar to Ubiquilin-4 OS=Homo sapiens OX=9606 PE=2 SV=1;Q59F94_HUMAN Ataxin-1 ubiquitin-like interacting protein variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;UBQL4_HUMAN Ubiquilin-4 OS=Homo sapiens OX=9606 GN=UBQ5 7 4 4 17.6 62.185 1.11E+08 33434000 0 6165100 1857400 0
B4E2V5;B4DZK8;P27105;B4E310 Erythrocyte band 7 integral membrane proteinSTOM B4E2V5_HUMAN cDNA FLJ52062, highly similar to Erythrocyte band 7 integral membrane protein OS=Homo sapiens OX=9606 PE=2 SV=1;B4DZK8_HUMAN cDNA FLJ61192, highly similar to Erythrocyte band 7 integral membrane protein OS=Homo sapiens OX=9606 PE=2 SV=1;STOM_H4 3 3 3 13.1 25.964 63533000 16802000 10514000 4538100 1200200 750990
H0YDJ3;B4DZQ5;Q13523 Serine/threonine-protein kinase PRP4 homologPRPF4B H0YDJ3_HUMAN Serine/threonine-protein kinase PRP4 homolog (Fragment) OS=Homo sapiens OX=9606 GN=PRPF4B PE=1 SV=1;B4DZQ5_HUMAN Serine/threonine-protein kinase PRP4 homolog OS=Homo sapiens OX=9606 PE=2 SV=1;PRP4B_HUMAN Serine/threonine-protein kinase PRP4 ho3 1 1 1 1.4 68.4 0 0 0 0 0 0
B4E0V1;B4DZT1;B8ZZS4;Q9H8Y5 Ankyrin repeat and zinc finger domain-containing protein 1ANKZF1 B4E0V1_HUMAN cDNA FLJ58218, highly similar to Ankyrin repeat and zinc fingerdomain-containing protein 1 OS=Homo sapiens OX=9606 PE=2 SV=1;B4DZT1_HUMAN cDNA FLJ57244, highly similar to Ankyrin repeat and zinc fingerdomain-containing protein 1 OS=Homo sapien4 1 1 1 3.7 24.351 0 0 0 0 0 0



B4E074;Q9NVX2;K7ERN7;B4E303;A0A0A0MRH0 Notchless protein homolog 1NLE1 B4E074_HUMAN Notchless protein homolog 1 OS=Homo sapiens OX=9606 PE=2 SV=1;NLE1_HUMAN Notchless protein homolog 1 OS=Homo sapiens OX=9606 GN=NLE1 PE=1 SV=4;K7ERN7_HUMAN Notchless homolog 1 OS=Homo sapiens OX=9606 GN=NLE1 PE=1 SV=1;B4E303_HUMAN Notchless pr5 2 2 2 5 50.729 50638000 8229900 9316700 2301700 374090 423490
E9PQP7;B4E0C2;B4DTT7;B4DYU6;H0YEN2;H7BXH2;E9PKF6;Q5H9R7;H0YDW1Serine/threonine-protein phosphatase 6 regulatory subunit 3PPP6R3 E9PQP7_HUMAN Protein phosphatase 6 regulatory subunit 3 OS=Homo sapiens OX=9606 GN=PPP6R3 PE=1 SV=1;B4E0C2_HUMAN cDNA FLJ59647, highly similar to SAPS domain family member 3 OS=Homo sapiens OX=9606 PE=2 SV=1;B4DTT7_HUMAN cDNA FLJ53458, highly similar to SA9 3 3 3 4.8 70.843 26405000 4132800 9517200 910520 142510 328180
B4E0S6;O43143 Pre-mRNA-splicing factor ATP-dependent RNA helicase DHX15DHX15 B4E0S6_HUMAN RNA helicase OS=Homo sapiens OX=9606 PE=2 SV=1;DHX15_HUMAN ATP-dependent RNA helicase DHX15 OS=Homo sapiens OX=9606 GN=DHX15 PE=1 SV=22 18 18 18 25.5 89.546 9.89E+08 24698000 541760000 25364000 633270 13891000
B4E0W3;F6RY50;Q96FS4 Signal-induced proliferation-associated protein 1SIPA1 B4E0W3_HUMAN cDNA FLJ60386, moderately similar to Signal-induced proliferation-associated protein 1 OS=Homo sapiens OX=9606 PE=2 SV=1;F6RY50_HUMAN Signal-induced proliferation-associated 1 OS=Homo sapiens OX=9606 GN=SIPA1 PE=1 SV=1;SIPA1_HUMAN Signal-induc3 2 2 2 2.6 101.81 7.2E+08 533100000 0 15314000 11342000 0
B4E0X8;A0A384MDX9;A0A994J3Q8;C9JSZ1;B4DWL1;Q59FU3;A0A994J6G7 FUBP1 B4E0X8_HUMAN cDNA FLJ61021, highly similar to Far upstream element-binding protein 1 OS=Homo sapiens OX=9606 PE=2 SV=1;A0A384MDX9_HUMAN Epididymis secretory sperm binding protein OS=Homo sapiens OX=9606 PE=2 SV=1;A0A994J3Q8_HUMAN Far upstream element bindi7 30 26 1 57.4 66.231 5.98E+09 1338600000 0 1.99E+08 44621000 0
B4E195;R4GNB1;B4E2K0;Q4L235;B4DFZ3;B7ZAI1 Acyl-CoA synthetase family member 4AASDH B4E195_HUMAN cDNA FLJ51442, highly similar to Homo sapiens 2-aminoadipic 6-semialdehyde dehydrogenase (AASDH), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;R4GNB1_HUMAN Aminoadipate-semialdehyde dehydrogenase OS=Homo sapiens OX=9606 GN=AASDH PE=1 SV=2;B4E2K0_HUM6 3 3 3 5.2 89.02 59531000 15753000 24382000 1384400 366350 567030
B4E1S6;M1VE83;M1VKI3;P31431 Syndecan;Tyrosine-protein kinase receptor;Syndecan-4SDC4;SDC4-ROS1_S4;R34;SDC4-ROS1_S4;R32B4E1S6_HUMAN Syndecan OS=Homo sapiens OX=9606 GN=SDC4 PE=2 SV=1;M1VE83_HUMAN Tyrosine-protein kinase receptor OS=Homo sapiens OX=9606 GN=SDC4-ROS1_S4;R34 PE=2 SV=1;M1VKI3_HUMAN Tyrosine-protein kinase receptor OS=Homo sapiens OX=9606 GN=SDC4-ROS1_S4;R32 PE4 1 1 1 10.3 13.91 0 0 0 0 0 0
B4E1T1;B4DL32;H0YI76;H0YIN9;F8VU69 B4E1T1_HUMAN cDNA FLJ54081, highly similar to Keratin, type II cytoskeletal 5 OS=Homo sapiens OX=9606 PE=2 SV=1;B4DL32_HUMAN cDNA FLJ59922, highly similar to Keratin, type II cytoskeletal 5 OS=Homo sapiens OX=9606 PE=2 SV=15 36 1 0 48.5 58.85 0 0 0 0 0 0
B4E1U9;P60953;B7ZAY4;B4DMH5;A0A8Q3WLC5;A0A590UJK8;A0A8Q3SI43;Q5JYX0;Q9UJM1;A0A494C1M1;Q9UJM0;A0A494BZX6;A0A3B3IRV0;A0A8Q3WKT2Cell division control protein 42 homologCDC42 B4E1U9_HUMAN Cell division control protein 42 homolog OS=Homo sapiens OX=9606 PE=2 SV=1;CDC42_HUMAN Cell division control protein 42 homolog OS=Homo sapiens OX=9606 GN=CDC42 PE=1 SV=2;B7ZAY4_HUMAN cDNA, FLJ79348, highly similar to Cell division control pro14 6 6 6 28.8 26.528 5.09E+08 268820000 2515300 46292000 24439000 228670
B4E231;H0Y720;Q9UPQ9 Trinucleotide repeat-containing gene 6B proteinTNRC6B B4E231_HUMAN cDNA FLJ50360, highly similar to Mus musculus trinucleotide repeat containing 6b (Tnrc6b), transcript variant 1, mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;H0Y720_HUMAN Trinucleotide repeat containing adaptor 6B (Fragment) OS=Homo sapiens OX=9606 3 3 3 3 5 81.819 32198000 0 32198000 1006200 0 1006200
B4E273;P53367;Q8N8M9;B7ZA10 Arfaptin-1 ARFIP1 B4E273_HUMAN ADP-ribosylation factor interacting protein 1 (Arfaptin 1), isoform CRA_b OS=Homo sapiens OX=9606 GN=ARFIP1 PE=2 SV=1;ARFP1_HUMAN Arfaptin-1 OS=Homo sapiens OX=9606 GN=ARFIP1 PE=1 SV=2;Q8N8M9_HUMAN cDNA FLJ39190 fis, clone OCBBF2004647, highly4 2 2 2 9.1 41.738 28819000 5566100 0 1440900 278310 0
C9JVY5;B4E2K2;Q9Y2D5 A-kinase anchor protein 2AKAP2 C9JVY5_HUMAN PALM2 and AKAP2 fusion (Fragment) OS=Homo sapiens OX=9606 GN=PALM2AKAP2 PE=1 SV=1;B4E2K2_HUMAN cDNA FLJ55665, highly similar to A-kinase anchor protein 2 OS=Homo sapiens OX=9606 PE=2 SV=1;PLAK2_HUMAN PALM2-AKAP2 fusion protein OS=Homo sapiens 3 2 2 2 3.1 85.282 21968000 15316000 0 665700 464110 0
B4E2U0;P52209;B4DL86;K7EM49;K7EPF6;K7EMN2;A9Z1X1;B4DV686-phosphogluconate dehydrogenase, decarboxylatingPGD B4E2U0_HUMAN 6-phosphogluconate dehydrogenase, decarboxylating OS=Homo sapiens OX=9606 PE=2 SV=1;6PGD_HUMAN 6-phosphogluconate dehydrogenase, decarboxylating OS=Homo sapiens OX=9606 GN=PGD PE=1 SV=3;B4DL86_HUMAN 6-phosphogluconate dehydrogenase, decarboxyl8 7 7 7 20.8 50.792 2.18E+08 26109000 2155000 9464500 1135200 93697
B4E3V2;Q13502;Q13501 Sequestosome-1 SQSTM1 B4E3V2_HUMAN cDNA FLJ52854, highly similar to Sequestosome-1 OS=Homo sapiens OX=9606 PE=2 SV=1;Q13502_HUMAN Phosphotyrosine independent ligand p62B for the Lck SH2 domain B-cell isoform (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;SQSTM_HUMAN Sequestosome-3 2 2 2 10.1 31.827 84153000 74910000 0 6010900 5350700 0
Q6IBR8;B5BU01;P20042;Q96I16;Q3B7I9;Q59GZ3 Eukaryotic translation initiation factor 2 subunit 2EIF2S2 Q6IBR8_HUMAN Eukaryotic translation initiation factor 2, subunit 2 beta, 38kDa OS=Homo sapiens OX=9606 GN=EIF2S2 PE=2 SV=1;B5BU01_HUMAN Eukaryotic translation initiation factor 2 beta OS=Homo sapiens OX=9606 GN=EIF2S2 PE=2 SV=1;IF2B_HUMAN Eukaryotic transl6 17 17 17 49.8 38.388 3.02E+09 301390000 1603700000 1.51E+08 15069000 80183000
B5BU08;Q01081;Q8WU68;A0A1B0GW87;M0QYK5;Q69YM7;M0R2N4;Q7Z780;K7EJH3;K7EJM7Splicing factor U2AF 35 kDa subunit;Splicing factor U2AF 26 kDa subunitU2AF1;U2AF1L4 B5BU08_HUMAN U2 small nuclear RNA auxillary factor 1 isoform a OS=Homo sapiens OX=9606 GN=U2AF1 PE=2 SV=1;U2AF1_HUMAN Splicing factor U2AF 35 kDa subunit OS=Homo sapiens OX=9606 GN=U2AF1 PE=1 SV=3;U2AF4_HUMAN Splicing factor U2AF 26 kDa subunit OS=Homo sap10 8 8 8 39.2 27.873 1.04E+09 164030000 14985000 94478000 14912000 1362300
B5BU78;Q12974;Q93096;A0A3B3ISR8;E9PMY3;E9PML8;E9PJC0;E9PRR9;A0A0D9SGK2Protein tyrosine phosphatase type IVA 2;Protein tyrosine phosphatase type IVA 1PTP4A1;PTP4A2 B5BU78_HUMAN Protein tyrosine phosphatase type IVA protein 1 OS=Homo sapiens OX=9606 GN=PTP4A1 PE=2 SV=1;TP4A2_HUMAN Protein tyrosine phosphatase type IVA 2 OS=Homo sapiens OX=9606 GN=PTP4A2 PE=1 SV=1;TP4A1_HUMAN Protein tyrosine phosphatase type IVA 1 OS=9 2 2 2 13.3 19.787 3.2E+08 133090000 94916000 35543000 14787000 10546000
B5BU83;P16949;Q96CE4;A0A140VJW2;A2A2D0;Q59G27;B7Z1W4;E7EVN3;E5RIR6;B7Z4K3;Q9H169;A0A8J8ZEH8;Q8NCA8;A0A0J9YXY4;A0A0J9YW36;Q9NZ72;REV__A8MTU8;REV__B3KXZ7;REV__B4DLQ8;REV__B4DGV9;REV__B4DEU6;REV__B3KR77;REV__P36956;H7BZ55Stathmin STMN1 B5BU83_HUMAN Stathmin OS=Homo sapiens OX=9606 GN=STMN1 PE=2 SV=1;STMN1_HUMAN Stathmin OS=Homo sapiens OX=9606 GN=STMN1 PE=1 SV=3;Q96CE4_HUMAN Stathmin OS=Homo sapiens OX=9606 GN=STMN1 PE=1 SV=1;A0A140VJW2_HUMAN Stathmin OS=Homo sapiens OX=9606 PE=2 SV=1;A224 10 10 8 45 17.33 5.91E+09 3572900000 11766000 6.57E+08 396990000 1307300
Q9Y5A9;B5BU99;S4R3V3 YTH domain-containing family protein 2YTHDF2 YTHD2_HUMAN YTH domain-containing family protein 2 OS=Homo sapiens OX=9606 GN=YTHDF2 PE=1 SV=2;B5BU99_HUMAN YTH domain-containing family protein OS=Homo sapiens OX=9606 GN=YTHDF2 PE=2 SV=13 3 2 2 6 62.333 1.06E+08 37486000 18324000 5318200 1874300 916220
B5BUB5;P05455;E7ERC4;Q14730;E9PGX9;E9PFL9;Q9UMH5;Q9UMH7;Q2F832;Q9UMH6Lupus La protein SSB B5BUB5_HUMAN Autoantigen La (Fragment) OS=Homo sapiens OX=9606 GN=SSB PE=2 SV=1;LA_HUMAN Lupus La protein OS=Homo sapiens OX=9606 GN=SSB PE=1 SV=2;E7ERC4_HUMAN Small RNA binding exonuclease protection factor La (Fragment) OS=Homo sapiens OX=9606 GN=SSB PE=10 18 18 18 42.4 46.867 2.83E+09 1089100000 11680000 1.29E+08 49505000 530930
B5BUI8;P51452;K7ES89;K7ELG5 Dual specificity protein phosphatase 3DUSP3 B5BUI8_HUMAN Dual specificity protein phosphatase (Fragment) OS=Homo sapiens OX=9606 GN=DUSP3 PE=2 SV=1;DUS3_HUMAN Dual specificity protein phosphatase 3 OS=Homo sapiens OX=9606 GN=DUSP3 PE=1 SV=1;K7ES89_HUMAN Dual specificity protein phosphatase (Fragment4 4 4 4 26.5 20.577 1.59E+08 88527000 0 14435000 8047900 0
B5MDF5;P62826;J3KQE5;F5H018;H0YFC6;B4DV51;A0A087X0W0;Q96QB7;Q0EFC9GTP-binding nuclear protein RanRAN B5MDF5_HUMAN GTP-binding nuclear protein Ran OS=Homo sapiens OX=9606 GN=RAN PE=1 SV=1;RAN_HUMAN GTP-binding nuclear protein Ran OS=Homo sapiens OX=9606 GN=RAN PE=1 SV=3;J3KQE5_HUMAN GTP-binding nuclear protein Ran (Fragment) OS=Homo sapiens OX=9606 GN=RAN 9 6 6 6 27.5 26.224 1.87E+09 448220000 38144000 1.87E+08 44822000 3814400
B6ETL5;Q96RD7 Pannexin;Pannexin-1 PANX1 B6ETL5_HUMAN Pannexin OS=Homo sapiens OX=9606 GN=PANX1 PE=2 SV=1;PANX1_HUMAN Pannexin-1 OS=Homo sapiens OX=9606 GN=PANX1 PE=1 SV=42 1 1 1 2.6 47.936 0 0 0 0 0 0
B7Z7W3;Q3V639;Q8IZ09;B7Z7M7;B7Z1K6;Q99962;Q7Z376 Endophilin-A1 SH3GL2;DKFZp686B23205B7Z7W3_HUMAN cDNA FLJ52909, highly similar to SH3-containing GRB2-like protein 2 OS=Homo sapiens OX=9606 PE=2 SV=1;Q3V639_HUMAN Endophilin A1 BAR domain OS=Homo sapiens OX=9606 GN=SH3GL2 PE=2 SV=1;Q8IZ09_HUMAN SH3GL2 protein OS=Homo sapiens OX=9606 GN=SH3G7 3 1 1 15.8 21.774 0 0 0 0 0 0
B7Z915;B7ZB61;B7Z2W5;Q7Z3U6;Q9NZL6 Ral guanine nucleotide dissociation stimulator-like 1RGL1;DKFZp686C2469B7Z915_HUMAN cDNA FLJ52394, highly similar to Ral guanine nucleotide dissociation stimulator-like 1 OS=Homo sapiens OX=9606 PE=2 SV=1;B7ZB61_HUMAN cDNA, FLJ79425, highly similar to Ral guanine nucleotide dissociation stimulator-like 1 OS=Homo sapiens OX=965 1 1 1 1.5 83.539 0 0 0 0 0 0
B7Z2X4;B7Z992;A0A0A0MS51;B7Z9A0;A0A8V8TND7;B7Z6N2;A0A0A0MT01;A0A384MEF1;P06396;B7Z4U6;B3KS49;Q5T0I0;A0A0U1RQL8;Q69YR8;V9H1C1Gelsolin GSN B7Z2X4_HUMAN Gelsolin OS=Homo sapiens OX=9606 PE=2 SV=1;B7Z992_HUMAN Gelsolin OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0A0MS51_HUMAN Gelsolin OS=Homo sapiens OX=9606 GN=GSN PE=1 SV=1;B7Z9A0_HUMAN Gelsolin OS=Homo sapiens OX=9606 PE=2 SV=1;A0A8V8TND7_HUMAN Gels15 14 14 14 21.3 77.788 1.06E+09 690850000 8558100 34144000 22285000 276070
B7Z361;B7Z3E3;B7Z8W8;O95197 Reticulon;Reticulon-3 RTN3 B7Z361_HUMAN Reticulon OS=Homo sapiens OX=9606 PE=2 SV=1;B7Z3E3_HUMAN Reticulon OS=Homo sapiens OX=9606 PE=2 SV=1;B7Z8W8_HUMAN Reticulon OS=Homo sapiens OX=9606 PE=2 SV=1;RTN3_HUMAN Reticulon-3 OS=Homo sapiens OX=9606 GN=RTN3 PE=1 SV=24 1 1 1 5.4 22.928 6.07E+08 135100000 10490000 1.01E+08 22517000 1748300
B7Z385;Q5JPJ8;P40123;E9PDI2;B7Z4M3;F8WEW0 Adenylyl cyclase-associated protein;Adenylyl cyclase-associated protein 2CAP2;DKFZp686D0714B7Z385_HUMAN Adenylyl cyclase-associated protein OS=Homo sapiens OX=9606 GN=CAP2 PE=1 SV=1;Q5JPJ8_HUMAN Adenylyl cyclase-associated protein OS=Homo sapiens OX=9606 GN=DKFZp686D0714 PE=2 SV=1;CAP2_HUMAN Adenylyl cyclase-associated protein 2 OS=Homo sapiens 6 5 5 5 19.7 39.911 1.63E+08 67817000 4617200 7399400 3082600 209870
P05023;B7Z3V1;Q58I23;B3KW93;B7Z9V4;A0A0S2Z3W6;B2RAQ4;Q53ES0;A0A2R8YEY8;B1AKY9;B7Z3F8;Q5TC02;B3KRI1;M0R116;B7Z1Q9;B4DIQ8;H0Y7C1;B3KV59;B4E0R9;B3KX35;B3KSY7;B3KNQ8;B7Z1N5;Q5TC01;A0A0A0MT26;P13637;P50993;Q13733;P54707Sodium/potassium-transporting ATPase subunit alpha-1;Sodium/potassium-transporting ATPase subunit alpha-3;Sodium/potassium-transporting ATPase subunit alpha-2;Sodium/potassium-transporting ATPase subunit alpha-4;Potassium-transporting ATPase alpha chain 2ATP1A1;ATP1A2;ATP1A3;ATP1A4;ATP12AAT1A1_HUMAN Sodium/potassium-transporting ATPase subunit alpha-1 OS=Homo sapiens OX=9606 GN=ATP1A1 PE=1 SV=1;B7Z3V1_HUMAN Sodium/potassium-transporting ATPase subunit alpha (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;Q58I23_HUMAN Na+/K+ transporting ATPas29 2 2 2 1.7 112.89 28345000 5799900 12423000 629880 128890 276060
Q5QPE4;B7Z476;Q53FH8;Q6P5V6;Q9Y5X3 Sorting nexin-5 SNX5 Q5QPE4_HUMAN Sorting nexin 5 (Fragment) OS=Homo sapiens OX=9606 GN=SNX5 PE=1 SV=7;B7Z476_HUMAN cDNA FLJ55170, highly similar to Sorting nexin-5 OS=Homo sapiens OX=9606 PE=2 SV=1;Q53FH8_HUMAN Sorting nexin 5 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 S5 2 1 1 10.9 26.596 20236000 7020700 0 1445500 501480 0
B7Z4M1 Reticulon RTN3 B7Z4M1_HUMAN Reticulon OS=Homo sapiens OX=9606 GN=RTN3 PE=1 SV=1 1 1 1 1 12.2 12.747 1.25E+08 36891000 0 41641000 12297000 0
B7Z4N6;E5RGX5;Q93045 Stathmin;Stathmin-2 STMN2 B7Z4N6_HUMAN Stathmin OS=Homo sapiens OX=9606 PE=2 SV=1;E5RGX5_HUMAN Stathmin OS=Homo sapiens OX=9606 GN=STMN2 PE=1 SV=1;STMN2_HUMAN Stathmin-2 OS=Homo sapiens OX=9606 GN=STMN2 PE=1 SV=33 3 1 1 10.7 19.705 1.9E+09 909150000 2761400 2.11E+08 101020000 306830
B7Z4Q0;B7Z6L2;Q9NP61;H0Y6A0 ADP-ribosylation factor GTPase-activating protein 3ARFGAP3 B7Z4Q0_HUMAN cDNA FLJ55728, highly similar to ADP-ribosylation factor GTPase-activating protein 3 OS=Homo sapiens OX=9606 PE=2 SV=1;B7Z6L2_HUMAN cDNA FLJ54156, highly similar to ADP-ribosylation factor GTPase-activating protein 3 OS=Homo sapiens OX=9606 PE4 3 3 3 7.7 48.969 30130000 3803100 20802000 1115900 140850 770460
C9JZB0;B7Z4V9;Q9BT40 Inositol polyphosphate 5-phosphatase KINPP5K C9JZB0_HUMAN phosphoinositide 5-phosphatase (Fragment) OS=Homo sapiens OX=9606 GN=INPP5K PE=1 SV=1;B7Z4V9_HUMAN phosphoinositide 5-phosphatase OS=Homo sapiens OX=9606 PE=2 SV=1;INP5K_HUMAN Inositol polyphosphate 5-phosphatase K OS=Homo sapiens OX=9606 GN=I3 1 1 1 4.4 26.723 14726000 0 0 981750 0 0
D6RA57;B7Z504;H0Y9X1;Q96EY4;D6RE67;D6RC31 Translation machinery-associated protein 16TMA16 D6RA57_HUMAN Translation machinery-associated protein 16 OS=Homo sapiens OX=9606 GN=TMA16 PE=1 SV=1;B7Z504_HUMAN Translation machinery-associated protein 16 OS=Homo sapiens OX=9606 PE=2 SV=1;H0Y9X1_HUMAN Translation machinery-associated protein 16 (Fragmen6 2 2 2 16 17.155 1.65E+08 31868000 0 27562000 5311300 0
B7Z517 B7Z517_HUMAN cDNA FLJ59040, highly similar to LINE-1 reverse transcriptase homolog OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 3.9 21.244 0 0 0 0 0 0
B7Z592;Q8WU90;F8WB26;H7C466;F8WF67 Zinc finger CCCH domain-containing protein 15ZC3H15 B7Z592_HUMAN Zinc finger CCCH domain-containing protein 15 OS=Homo sapiens OX=9606 PE=2 SV=1;ZC3HF_HUMAN Zinc finger CCCH domain-containing protein 15 OS=Homo sapiens OX=9606 GN=ZC3H15 PE=1 SV=15 11 11 11 26.5 44.89 5.13E+08 102830000 77893000 20516000 4113200 3115700
Q1ZYL5;F5H7S3;H7BYY1;B7Z596;D9YZV7;H0YKJ4;H0YK48;B7Z722;A0A494BZZ2;Q59GR8;H0YN06;Q07413TPM1 Q1ZYL5_HUMAN Tropomyosin 1 alpha variant 6 OS=Homo sapiens OX=9606 PE=2 SV=1;F5H7S3_HUMAN Tropomyosin 1 OS=Homo sapiens OX=9606 GN=TPM1 PE=1 SV=2;H7BYY1_HUMAN Tropomyosin 1 OS=Homo sapiens OX=9606 GN=TPM1 PE=1 SV=1;B7Z596_HUMAN Tropomyosin 1 OS=Homo sapien12 12 8 3 42 28.508 1.01E+09 567660000 68653000 72032000 40547000 4903800
Q5T8U5;Q5T8U7;B7Z605;O15260;B7Z8F3;B7Z7A8 Surfeit locus protein 4 SURF4 Q5T8U5_HUMAN Surfeit locus protein 4 OS=Homo sapiens OX=9606 GN=SURF4 PE=1 SV=1;Q5T8U7_HUMAN Surfeit locus protein 4 OS=Homo sapiens OX=9606 GN=SURF4 PE=3 SV=1;B7Z605_HUMAN Surfeit locus protein 4 OS=Homo sapiens OX=9606 PE=2 SV=1;SURF4_HUMAN Surfeit locus6 2 2 2 16.7 21.127 5667900 0 735690 629770 0 81743
K7EQB6;K7ERZ5;B7Z6I3;P49916 DNA ligase;DNA ligase 3 LIG3 K7EQB6_HUMAN DNA ligase 3 (Fragment) OS=Homo sapiens OX=9606 GN=LIG3 PE=1 SV=1;K7ERZ5_HUMAN DNA ligase 3 (Fragment) OS=Homo sapiens OX=9606 GN=LIG3 PE=1 SV=1;B7Z6I3_HUMAN DNA ligase OS=Homo sapiens OX=9606 PE=2 SV=1;DNLI3_HUMAN DNA ligase 3 OS=Homo sapiens4 1 1 1 6.5 20.94 0 0 0 0 0 0
B7Z6K5;Q9BQI0;A6PVM9;Q5JUP3 Allograft inflammatory factor 1-likeAIF1L B7Z6K5_HUMAN cDNA FLJ54805, highly similar to Ionized calcium-binding adapter molecule 2 OS=Homo sapiens OX=9606 PE=2 SV=1;AIF1L_HUMAN Allograft inflammatory factor 1-like OS=Homo sapiens OX=9606 GN=AIF1L PE=1 SV=1;A6PVM9_HUMAN Allograft inflammatory facto4 2 2 2 11.6 17.473 25090000 0 0 2280900 0 0
P68032;B7Z6P1;P68133;P63267;P62736;D2JYH4;A8K3K1;A6NL76;B3KW67;Q7Z7J6;A0A804HKV3;B4DUI8;Q13707;B7Z6I1;F6QUT6;C9JFL5;B8ZZJ2;F8WB63;F6UVQ4;F8WCH0;K4EP00;K4EQ44;K4ENJ5;Q562T6;Q562Q6;A0A173GMX0;Q562T0;Q562R6;Q562R5;Q562R0;Q562Q9;Q562Y4;Q562Q4;Q562X2;Q562T4;Q562Q0;Q562P8;Q562X1;Q562L3;Q562T8;Q562U0;Q562U1;Q562W2;Q562X0;Q562X6;Q562T3;Q562X4;Q562Q2;Q562Q8;Q562T5;Q562X7Actin, alpha cardiac muscle 1;Actin, alpha skeletal muscle;Actin, gamma-enteric smooth muscle;Actin, aortic smooth muscleACTC1;ACTA1;ACTG2;ACTA2ACTC_HUMAN Actin, alpha cardiac muscle 1 OS=Homo sapiens OX=9606 GN=ACTC1 PE=1 SV=1;B7Z6P1_HUMAN cDNA FLJ53662, highly similar to Actin, alpha skeletal muscle OS=Homo sapiens OX=9606 PE=2 SV=1;ACTS_HUMAN Actin, alpha skeletal muscle OS=Homo sapiens OX=960651 13 1 1 30.2 42.019 5.15E+09 1904200000 204740000 2.58E+08 95211000 10237000
B7Z6S0;Q9H2J4;C9JST4;H7BZP2 Phosducin-like protein 3 PDCL3 B7Z6S0_HUMAN cDNA FLJ51322, highly similar to Phosducin-like protein 3 OS=Homo sapiens OX=9606 PE=2 SV=1;PDCL3_HUMAN Phosducin-like protein 3 OS=Homo sapiens OX=9606 GN=PDCL3 PE=1 SV=1;C9JST4_HUMAN Phosducin like 3 (Fragment) OS=Homo sapiens OX=9606 GN=PDC4 2 2 2 10.1 24.941 21093000 14942000 0 1757700 1245200 0
Q53FI7;B7Z6U8;Q13642;Q5JXH7;B7Z9A1;B7Z5V0;A0A494C0D6;Q5JXI8;B7Z4B7;Q5JXI2;Q5JXI3;Q5JXH8;A0A0D9SFZ9;B7Z5T3;Q5JXH9;A0A0D9SFB0;A0A0D9SFI6;Q5JXI0;A0A0D9SGB2;A0A0D9SGD1;B3KRI9;A0A494C0J3Four and a half LIM domains protein 1FHL1 Q53FI7_HUMAN Four and a half LIM domains 1 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B7Z6U8_HUMAN cDNA FLJ53665, highly similar to Four and a half LIM domains protein 1 OS=Homo sapiens OX=9606 PE=2 SV=1;FHL1_HUMAN Four and a half LIM domains pro22 4 4 4 17.5 31.895 1.81E+08 8971500 80778000 10628000 527730 4751600
F5H7I4;B7Z8U2;B7Z726;Q06547 GA-binding protein subunit beta-1GABPB1 F5H7I4_HUMAN GA binding protein transcription factor subunit beta 1 OS=Homo sapiens OX=9606 GN=GABPB1 PE=1 SV=1;B7Z8U2_HUMAN cDNA FLJ57282, highly similar to GA-binding protein beta chain OS=Homo sapiens OX=9606 PE=2 SV=1;B7Z726_HUMAN cDNA FLJ60177, highly4 1 1 1 2.8 34.196 49488000 22940000 6845300 6185900 2867500 855660
B7Z7A4;O14530;B8ZZX4;F8WBV5;G3XAJ4;F8WCJ3 Thioredoxin domain-containing protein 9TXNDC9 B7Z7A4_HUMAN cDNA FLJ55148, highly similar to Thioredoxin domain-containing protein 9 OS=Homo sapiens OX=9606 PE=2 SV=1;TXND9_HUMAN Thioredoxin domain-containing protein 9 OS=Homo sapiens OX=9606 GN=TXNDC9 PE=1 SV=2;B8ZZX4_HUMAN Thioredoxin domain containi6 4 4 4 18.3 24.539 45223000 36017000 0 3768600 3001400 0
B7Z7F3;Q9H6Z4;B7Z5P4;Q308M8;Q53GE1;K7EIJ4;A0A384ME25;K7ESQ0;K7EN31;K7EMH9;K7EID7;K7ENB9;B7Z664Ran-binding protein 3 RANBP3 B7Z7F3_HUMAN RAN binding protein 3 OS=Homo sapiens OX=9606 GN=RANBP3 PE=1 SV=1;RANB3_HUMAN Ran-binding protein 3 OS=Homo sapiens OX=9606 GN=RANBP3 PE=1 SV=1;B7Z5P4_HUMAN cDNA FLJ55542, highly similar to Ran-binding protein 3 OS=Homo sapiens OX=9606 PE=2 SV13 10 10 10 22.7 52.894 6.59E+08 426690000 0 29965000 19395000 0
Q59EA0;B7Z7P2;Q5H9Q2;A0A804HLD2;A2A305;A0A0D9SFI5;A0A804HIK1;A0A804HLJ4;Q9P0H6;B4DRB6;B4DH66;B4DZ54;A0A8C8MQ70;A0A8C8KGQ8;Q5T6F2Ubiquitin-associated protein 2DKFZp781G1976;UBAP2Q59EA0_HUMAN Ubiquitin associated protein 2 isoform 3 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B7Z7P2_HUMAN cDNA FLJ61633, highly similar to Homo sapiens ubiquitin associated protein 2 (UBAP2), transcript variant 1, mRNA OS=Homo sapiens OX=960615 2 2 2 26.3 10.92 32582000 19439000 0 6516300 3887800 0
B7Z7P8;P62495;I3L492;D6RCB3;D6RJE8 Eukaryotic peptide chain release factor subunit 1ETF1 B7Z7P8_HUMAN Eukaryotic peptide chain release factor subunit 1 OS=Homo sapiens OX=9606 GN=ETF1 PE=1 SV=1;ERF1_HUMAN Eukaryotic peptide chain release factor subunit 1 OS=Homo sapiens OX=9606 GN=ETF1 PE=1 SV=35 7 7 7 19.1 47.475 1.59E+08 25238000 0 6640600 1051600 0
B7Z894 B7Z894_HUMAN cDNA FLJ54948, highly similar to Homo sapiens cyclin J (CCNJ), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 6.1 24.204 0 0 0 0 0 0
P62820;Q5U0I6;B7Z8M7;E7END7;Q9H1C9;Q96RD8;Q92928;Q53SX4;G5ELZ5;G3V196;G5EMR8;B4DMS1;H0YNE9;A0A2R8YDI9;G5ELZ6;Q59EP4;H0YMN7;B3KTE3;Q92927;H0YL94;H0YLJ8;A0A2R8YFB8;P61006;Q92930;P59190Ras-related protein Rab-1ARAB1A RAB1A_HUMAN Ras-related protein Rab-1A OS=Homo sapiens OX=9606 GN=RAB1A PE=1 SV=3;Q5U0I6_HUMAN H.sapiens ras-related Hrab1A protein OS=Homo sapiens OX=9606 GN=RAB1A PE=2 SV=1;B7Z8M7_HUMAN cDNA FLJ57768, highly similar to Ras-related protein Rab-1A OS=Homo 25 6 6 1 37.1 22.677 8.3E+08 248010000 59347000 55338000 16534000 3956500
B7Z8Q2;P02765;B7Z556;C9JV77 Alpha-2-HS-glycoprotein;Alpha-2-HS-glycoprotein chain A;Alpha-2-HS-glycoprotein chain BAHSG B7Z8Q2_HUMAN Alpha-2-HS-glycoprotein OS=Homo sapiens OX=9606 PE=2 SV=1;FETUA_HUMAN Alpha-2-HS-glycoprotein OS=Homo sapiens OX=9606 GN=AHSG PE=1 SV=2;B7Z556_HUMAN Alpha-2-HS-glycoprotein OS=Homo sapiens OX=9606 PE=2 SV=14 3 3 3 4.6 46.626 2.44E+09 1238500000 0 1.63E+08 82568000 0
B7Z905;Q86YQ7;O14939 Phospholipase D2 PLD2 B7Z905_HUMAN phospholipase D OS=Homo sapiens OX=9606 PE=2 SV=1;Q86YQ7_HUMAN phospholipase D (Fragment) OS=Homo sapiens OX=9606 GN=PLD2 PE=2 SV=1;PLD2_HUMAN Phospholipase D2 OS=Homo sapiens OX=9606 GN=PLD2 PE=1 SV=23 1 1 1 2 57.259 0 0 0 0 0 0
Q9NVD7;B7Z952;E9PS97 Alpha-parvin PARVA PARVA_HUMAN Alpha-parvin OS=Homo sapiens OX=9606 GN=PARVA PE=1 SV=1;B7Z952_HUMAN cDNA FLJ54827, highly similar to Alpha-parvin OS=Homo sapiens OX=9606 PE=2 SV=1;E9PS97_HUMAN Parvin alpha (Fragment) OS=Homo sapiens OX=9606 GN=PARVA PE=1 SV=13 2 1 1 7.3 42.243 0 0 0 0 0 0
Q5T7C4;B7Z965;Q59GW1;P09429;A0A286R9D9;B3KQ05;B2RPK0;Q75MM1;Q9NYD7;A0A286R9F1;Q53TD0;P23497High mobility group protein B1;Putative high mobility group protein B1-like 1HMGB1;HMGB1P1 Q5T7C4_HUMAN High mobility group box 1 OS=Homo sapiens OX=9606 GN=HMGB1 PE=1 SV=1;B7Z965_HUMAN cDNA FLJ56337, highly similar to High mobility group protein B1 OS=Homo sapiens OX=9606 PE=2 SV=1;Q59GW1_HUMAN High-mobility group box 1 variant (Fragment) OS=Ho12 12 12 11 54.4 18.311 1.26E+10 5898800000 250660000 2.52E+09 1179800000 50132000
F8VV59;F8W118;B7Z9C2;F8VRJ2;H0YIV4;B7Z2V4;F5H4R6;F8W0J6;F8VY35;F8VUX1;F8VXI6;F8W020;H0YHC3;P55209;F8W543;H0YH88;B7Z5H0;F8VVB5Nucleosome assembly protein 1-like 1NAP1L1 F8VV59_HUMAN Nucleosome assembly protein 1 like 1 OS=Homo sapiens OX=9606 GN=NAP1L1 PE=1 SV=1;F8W118_HUMAN Nucleosome assembly protein 1 like 1 (Fragment) OS=Homo sapiens OX=9606 GN=NAP1L1 PE=1 SV=1;B7Z9C2_HUMAN Nucleosome assembly protein 1 like 1 OS=Homo18 7 7 6 24.8 38.028 3.54E+09 1814700000 3466000 3.22E+08 164980000 315090
F8WFB9;B7ZC39;B7ZC38;Q9NR46;H7C1Z6;A0A140VJU5;A0A994J549;A0A087WW40;Q9Y371Endophilin-B2;Endophilin-B1SH3GLB2;SH3GLB1 F8WFB9_HUMAN SH3 domain containing GRB2 like, endophilin B2 OS=Homo sapiens OX=9606 GN=SH3GLB2 PE=1 SV=1;B7ZC39_HUMAN SH3 domain containing GRB2 like, endophilin B2 OS=Homo sapiens OX=9606 GN=SH3GLB2 PE=1 SV=1;B7ZC38_HUMAN SH3 domain containing GRB2 like, 9 2 2 2 15.7 14.481 18637000 8265100 0 2662400 1180700 0
F5H2B9;B7ZKM7;H0YNH8;B7ZKM6;Q9BZF9 Uveal autoantigen with coiled-coil domains and ankyrin repeatsUACA F5H2B9_HUMAN Uveal autoantigen with coiled-coil domains and ankyrin repeats OS=Homo sapiens OX=9606 GN=UACA PE=1 SV=1;B7ZKM7_HUMAN UACA protein OS=Homo sapiens OX=9606 GN=UACA PE=2 SV=1;H0YNH8_HUMAN Uveal autoantigen with coiled-coil domains and ankyrin re5 9 9 9 7 150.53 1.55E+08 7091200 58832000 2122800 97139 805920
B7ZM87;O75044;Q5VZB5;A0A1S5UZH8;B7Z3G4;A0A075B7B5;B4DFE5;Q5VZB4;B4DDU0;A0A286YEY3;P0DMP2;A0A075B7E9;P0DJJ0;Q5VZB3;A0A075B7E6;B1AKK3;B3KM24;A0A087X0L1;E9PDX4;A0A2X0SFI2;A0A087WW56;A0A075B743;G5EA48;Q7Z6B7;A0A087X1G6SLIT-ROBO Rho GTPase-activating protein 2SRGAP2 B7ZM87_HUMAN SLIT-ROBO Rho GTPase activating protein 2 OS=Homo sapiens OX=9606 GN=SRGAP2 PE=1 SV=1;SRGP2_HUMAN SLIT-ROBO Rho GTPase-activating protein 2 OS=Homo sapiens OX=9606 GN=SRGAP2 PE=1 SV=3;Q5VZB5_HUMAN SLIT-ROBO Rho GTPase activating protein 2 (Fra25 17 17 17 20.9 120.74 4.04E+08 20091000 248210000 8082400 401830 4964200
C9JEL3;B9A044;B8ZZ50;Q59FE1;Q53RG0;O60573;A0A8I5KT16;B4E1E4;B9A023;A0A8I5KSA5;B8ZZL3Eukaryotic translation initiation factor 4E type 2EIF4E2;tmp_locus_9 C9JEL3_HUMAN Eukaryotic translation initiation factor 4E family member 2 (Fragment) OS=Homo sapiens OX=9606 GN=EIF4E2 PE=1 SV=1;B9A044_HUMAN Eukaryotic translation initiation factor 4E family member 2 OS=Homo sapiens OX=9606 GN=EIF4E2 PE=1 SV=1;B8ZZ50_HUMA11 4 4 4 26.3 24.602 2.39E+08 5505000 121350000 21753000 500460 11032000
B8ZZN6;P63165;B8ZZJ0;B8ZZ67;B9A032;G2XKQ0;A0A5P8PBC0 Small ubiquitin-related modifier 1;Small ubiquitin-related modifierSUMO1 B8ZZN6_HUMAN Small ubiquitin like modifier 1 OS=Homo sapiens OX=9606 GN=SUMO1 PE=1 SV=1;SUMO1_HUMAN Small ubiquitin-related modifier 1 OS=Homo sapiens OX=9606 GN=SUMO1 PE=1 SV=1;B8ZZJ0_HUMAN Small ubiquitin like modifier 1 OS=Homo sapiens OX=9606 GN=SUMO1 7 2 2 2 14.4 16.645 1.52E+08 85310000 7053900 16873000 9478900 783760
P06454;Q15202;Q15204;Q53S24;Q86YS2;V9HVW6;Q8TBK9;B8ZZQ6;Q15200;H7C2N1;B8ZZA1;B8ZZW7;Q7KZ52;Q15203;Q15254;Q9NYD3;Q9UMZ1;V9HVW7;Q7Z4R6Prothymosin alpha;Prothymosin alpha, N-terminally processed;Thymosin alpha-1PTMA;PTMAP7 PTMA_HUMAN Prothymosin alpha OS=Homo sapiens OX=9606 GN=PTMA PE=1 SV=2;Q15202_HUMAN Prothymosin alpha OS=Homo sapiens OX=9606 PE=3 SV=2;Q15204_HUMAN Prothymosin alpha OS=Homo sapiens OX=9606 PE=3 SV=2;Q53S24_HUMAN Prothymosin, alpha OS=Homo sapiens OX=960619 5 5 5 35.1 12.203 5.14E+09 3351600000 76382000 1.71E+09 1117200000 25461000
C7DJS2 GSTP1 C7DJS2_HUMAN Glutathione S-transferase (Fragment) OS=Homo sapiens OX=9606 GN=GSTP1 PE=2 SV=1 1 5 2 2 37.7 16.667 1.47E+09 520480000 0 2.11E+08 74354000 0
C9IZS8;V9HVY7;Q03936 Zinc finger protein 92 ZNF92;HEL-203 C9IZS8_HUMAN Zinc finger protein 92 OS=Homo sapiens OX=9606 GN=ZNF92 PE=1 SV=1;V9HVY7_HUMAN Epididymis luminal protein 203 OS=Homo sapiens OX=9606 GN=HEL-203 PE=2 SV=1;ZNF92_HUMAN Zinc finger protein 92 OS=Homo sapiens OX=9606 GN=ZNF92 PE=1 SV=23 1 1 1 2.4 59.438 0 0 0 0 0 0
C9JQS8;C9JR84;C9J038;Q9GZV5 WW domain-containing transcription regulator protein 1WWTR1 C9JQS8_HUMAN WW domain containing transcription regulator 1 (Fragment) OS=Homo sapiens OX=9606 GN=WWTR1 PE=1 SV=1;C9JR84_HUMAN WW domain containing transcription regulator 1 (Fragment) OS=Homo sapiens OX=9606 GN=WWTR1 PE=1 SV=1;C9J038_HUMAN WW domain conta4 1 1 1 12.8 11.269 20997000 20997000 0 4199400 4199400 0
C9J0E4;P01040 Cystatin-A;Cystatin-A, N-terminally processedCSTA C9J0E4_HUMAN Cystatin A OS=Homo sapiens OX=9606 GN=CSTA PE=1 SV=1;CYTA_HUMAN Cystatin-A OS=Homo sapiens OX=9606 GN=CSTA PE=1 SV=12 3 3 3 42.9 7.0861 5.87E+08 35410000 43688000 1.17E+08 7082000 8737700
C9J0K6;P30626;B4DHQ6 Sorcin SRI C9J0K6_HUMAN Sorcin OS=Homo sapiens OX=9606 GN=SRI PE=1 SV=1;SORCN_HUMAN Sorcin OS=Homo sapiens OX=9606 GN=SRI PE=1 SV=1;B4DHQ6_HUMAN Sorcin OS=Homo sapiens OX=9606 GN=SRI PE=1 SV=13 5 5 5 32.3 17.605 2.65E+08 163900000 0 20347000 12608000 0
Q10567;C9J1E7;A8K0G3;A8K916;A0A087WU93;A0A087WZQ6;A0A140VJE8;P63010;A0A087WYD1;B4DWG4;A0A087X253;Q68DI0;B4DG47;B4DS79;K7ERB2;B4E261;K7EN71AP-1 complex subunit beta-1;AP complex subunit beta;AP-2 complex subunit betaAP1B1;AP2B1 AP1B1_HUMAN AP-1 complex subunit beta-1 OS=Homo sapiens OX=9606 GN=AP1B1 PE=1 SV=3;C9J1E7_HUMAN Adaptor related protein complex 1 subunit beta 1 (Fragment) OS=Homo sapiens OX=9606 GN=AP1B1 PE=1 SV=1;A8K0G3_HUMAN AP complex subunit beta OS=Homo sapiens OX=917 7 7 7 8.5 104.61 1.7E+08 27223000 5202300 3862400 618710 118230
C9J4K0;Q9BVC5 Ashwin C2orf49 C9J4K0_HUMAN Ashwin OS=Homo sapiens OX=9606 GN=C2orf49 PE=1 SV=1;ASHWN_HUMAN Ashwin OS=Homo sapiens OX=9606 GN=C2orf49 PE=1 SV=12 1 1 1 8.9 21.356 21231000 6466600 0 1769300 538890 0
C9J4Z3;P61513;M0R0A1;Q6P4E4;E9PEL3;M0R2L6;G5E9R3;A6NKH360S ribosomal protein L37aRPL37A C9J4Z3_HUMAN Ribosomal protein L37a OS=Homo sapiens OX=9606 GN=RPL37A PE=1 SV=1;RL37A_HUMAN Large ribosomal subunit protein eL43 OS=Homo sapiens OX=9606 GN=RPL37A PE=1 SV=2;M0R0A1_HUMAN Ribosomal protein L37a OS=Homo sapiens OX=9606 GN=RPL37A PE=1 SV=1;Q6P8 5 5 5 69.1 7.624 6.87E+08 109200000 81609000 1.72E+08 27299000 20402000
H7C5M9;C9JSA3;C9JND6;C9J6F3;C9J5C3;Q9BUL8;C9J932;C9J363Programmed cell death protein 10PDCD10 H7C5M9_HUMAN Programmed cell death 10 (Fragment) OS=Homo sapiens OX=9606 GN=PDCD10 PE=1 SV=1;C9JSA3_HUMAN Programmed cell death 10 (Fragment) OS=Homo sapiens OX=9606 GN=PDCD10 PE=1 SV=1;C9JND6_HUMAN Programmed cell death 10 (Fragment) OS=Homo sapiens OX=968 2 2 2 19.7 14.117 72443000 29366000 0 12074000 4894400 0
C9J5D1;E7EQ69;Q9GZZ1;B0AZT5;C9JZU6;C9J5J3;A0A0D9SF32;F8WCK0N-alpha-acetyltransferase 50NAA50 C9J5D1_HUMAN N-alpha-acetyltransferase 50, NatE catalytic subunit OS=Homo sapiens OX=9606 GN=NAA50 PE=1 SV=1;E7EQ69_HUMAN N-alpha-acetyltransferase 50, NatE catalytic subunit OS=Homo sapiens OX=9606 GN=NAA50 PE=1 SV=1;NAA50_HUMAN N-alpha-acetyltransferase 8 7 7 7 51.2 14.886 2.62E+08 162720000 0 32766000 20340000 0
C9J6X5;H7C472;P15907 Beta-galactoside alpha-2,6-sialyltransferase 1ST6GAL1 C9J6X5_HUMAN ST6 beta-galactoside alpha-2,6-sialyltransferase 1 (Fragment) OS=Homo sapiens OX=9606 GN=ST6GAL1 PE=1 SV=1;H7C472_HUMAN ST6 beta-galactoside alpha-2,6-sialyltransferase 1 (Fragment) OS=Homo sapiens OX=9606 GN=ST6GAL1 PE=1 SV=1;SIAT1_HUMAN Beta3 1 1 1 7.1 14.547 0 0 0 0 0 0
C9JBI3;Q53EY1;P78330;A0A1D5RMN5;C9JEJ7;F8WD74 Phosphoserine phosphatasePSPH C9JBI3_HUMAN phosphoserine phosphatase (Fragment) OS=Homo sapiens OX=9606 GN=PSPH PE=1 SV=1;Q53EY1_HUMAN phosphoserine phosphatase (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;SERB_HUMAN Phosphoserine phosphatase OS=Homo sapiens OX=9606 GN=PSPH PE=1 SV=2;A6 3 3 3 12.3 20.745 2.63E+08 60168000 23606000 21938000 5014000 1967200
E9PNC7;C9JCC6;Q14919;E9PQX9 Dr1-associated corepressorDRAP1 E9PNC7_HUMAN DR1 associated protein 1 (Fragment) OS=Homo sapiens OX=9606 GN=DRAP1 PE=1 SV=8;C9JCC6_HUMAN DR1 associated protein 1 OS=Homo sapiens OX=9606 GN=DRAP1 PE=1 SV=1;NC2A_HUMAN Dr1-associated corepressor OS=Homo sapiens OX=9606 GN=DRAP1 PE=1 SV=3;E94 2 2 2 13.5 16.561 92583000 51328000 4139700 18517000 10266000 827940
C9JE82;C9JVC9;Q9NY47 Voltage-dependent calcium channel subunit alpha-2/delta-2;Voltage-dependent calcium channel subunit alpha-2-2;Voltage-dependent calcium channel subunit delta-2CACNA2D2 C9JE82_HUMAN Calcium voltage-gated channel auxiliary subunit alpha2delta 2 OS=Homo sapiens OX=9606 GN=CACNA2D2 PE=1 SV=1;C9JVC9_HUMAN Calcium voltage-gated channel auxiliary subunit alpha2delta 2 OS=Homo sapiens OX=9606 GN=CACNA2D2 PE=1 SV=1;CA2D2_HUMAN Vo3 1 1 1 1.1 129.21 0 0 0 0 0 0
C9JFR7;G4XXL9;P99999 Cytochrome c CYCS C9JFR7_HUMAN Cytochrome c (Fragment) OS=Homo sapiens OX=9606 GN=CYCS PE=1 SV=1;G4XXL9_HUMAN Cytochrome c OS=Homo sapiens OX=9606 GN=CYCS PE=3 SV=1;CYC_HUMAN Cytochrome c OS=Homo sapiens OX=9606 GN=CYCS PE=1 SV=23 1 1 1 10.9 11.333 31034000 9596900 0 5172400 1599500 0
C9JIG9;O95747 Serine/threonine-protein kinase OSR1OXSR1 C9JIG9_HUMAN non-specific serine/threonine protein kinase OS=Homo sapiens OX=9606 GN=OXSR1 PE=1 SV=1;OXSR1_HUMAN Serine/threonine-protein kinase OSR1 OS=Homo sapiens OX=9606 GN=OXSR1 PE=1 SV=12 2 2 2 4.9 51.856 25997000 18697000 0 1238000 890320 0
C9JJU7;Q9NSI2 Protein FAM207A FAM207A C9JJU7_HUMAN SLX9 ribosome biogenesis factor (Fragment) OS=Homo sapiens OX=9606 GN=SLX9 PE=1 SV=1;SLX9_HUMAN Ribosome biogenesis protein SLX9 homolog OS=Homo sapiens OX=9606 GN=SLX9 PE=1 SV=22 1 1 1 5.9 22.217 25654000 7052000 9173900 3206800 881500 1146700
C9JKQ0 SETD8 C9JKQ0_HUMAN [histone H4]-lysine(20) N-methyltransferase (Fragment) OS=Homo sapiens OX=9606 GN=KMT5A PE=1 SV=1 1 1 1 1 5.7 34.025 0 0 0 0 0 0
C9JLU1;P52434 DNA-directed RNA polymerases I, II, and III subunit RPABC3POLR2H C9JLU1_HUMAN RNA polymerase II, I and III subunit H (Fragment) OS=Homo sapiens OX=9606 GN=POLR2H PE=1 SV=8;RPAB3_HUMAN DNA-directed RNA polymerases I, II, and III subunit RPABC3 OS=Homo sapiens OX=9606 GN=POLR2H PE=1 SV=42 3 3 3 26.4 16.925 1.26E+08 70249000 11658000 14012000 7805500 1295400
I3L2L5;I3L317;I3L4Q0;C9JLW8 Protein FAM195B FAM195B I3L2L5_HUMAN MAPK regulated corepressor interacting protein 1 OS=Homo sapiens OX=9606 GN=MCRIP1 PE=1 SV=1;I3L317_HUMAN MAPK regulated corepressor interacting protein 1 OS=Homo sapiens OX=9606 GN=MCRIP1 PE=1 SV=1;I3L4Q0_HUMAN HCG1818442, isoform CRA_a OS=Ho4 1 1 1 12 10.463 36012000 12175000 0 6002000 2029200 0
K7EK67;C9JME7;Q96SR6 Zinc finger protein 382 ZNF382 K7EK67_HUMAN Zinc finger protein 382 (Fragment) OS=Homo sapiens OX=9606 GN=ZNF382 PE=4 SV=1;C9JME7_HUMAN Zinc finger protein 382 OS=Homo sapiens OX=9606 GN=ZNF382 PE=1 SV=1;ZN382_HUMAN Zinc finger protein 382 OS=Homo sapiens OX=9606 GN=ZNF382 PE=2 SV=33 1 1 1 4.9 21.635 3.2E+08 176100000 90224000 29117000 16009000 8202100
C9JQG7 CDYL C9JQG7_HUMAN Chromodomain Y like (Fragment) OS=Homo sapiens OX=9606 GN=CDYL PE=1 SV=1 1 1 1 1 5.3 19.276 0 0 0 0 0 0
C9JQT7;Q05CV7;H7C5H5;Q6AI38;Q4AEJ3;Q4AEJ4;Q8IWA4 Mitofusin-1 MFN1;DKFZp762F247;hfzo1;hfzo2C9JQT7_HUMAN Mitofusin 1 (Fragment) OS=Homo sapiens OX=9606 GN=MFN1 PE=1 SV=1;Q05CV7_HUMAN MFN1 protein (Fragment) OS=Homo sapiens OX=9606 GN=MFN1 PE=2 SV=1;H7C5H5_HUMAN Mitofusin 1 (Fragment) OS=Homo sapiens OX=9606 GN=MFN1 PE=1 SV=1;Q6AI38_HUMAN Uncharac7 1 1 1 9.7 14.428 5915600 0 5915600 1183100 0 1183100
C9JQV0;Q9BRJ6;H7C0T1;H7C2R9 Uncharacterized protein C7orf50C7orf50 C9JQV0_HUMAN Chromosome 7 open reading frame 50 (Fragment) OS=Homo sapiens OX=9606 GN=C7orf50 PE=1 SV=1;CG050_HUMAN Uncharacterized protein C7orf50 OS=Homo sapiens OX=9606 GN=C7orf50 PE=1 SV=1;H7C0T1_HUMAN Chromosome 7 open reading frame 50 (Fragment) OS=H4 2 2 2 17.2 21.883 47096000 9564600 0 5887000 1195600 0
C9JYQ9;H0Y8C2;Q6P5R6 60S ribosomal protein L22-like 1RPL22L1 C9JYQ9_HUMAN Ribosomal protein L22 like 1 OS=Homo sapiens OX=9606 GN=RPL22L1 PE=1 SV=1;H0Y8C2_HUMAN HCG15121, isoform CRA_a (Fragment) OS=Homo sapiens OX=9606 GN=RPL22L1 PE=1 SV=1;RL22L_HUMAN Ribosomal protein eL22-like OS=Homo sapiens OX=9606 GN=RPL22L1 P3 3 3 3 39.7 14.478 6.86E+08 5314000 12317000 1.71E+08 1328500 3079200
C9K080;M1VE86;M1V487;Q6UXM1 Tyrosine-protein kinase receptor;Leucine-rich repeats and immunoglobulin-like domains protein 3LRIG3;LRIG3(NM_001136051)-ROS1;LRIG3(NM_153377)-ROS1C9K080_HUMAN Leucine rich repeats and immunoglobulin like domains 3 OS=Homo sapiens OX=9606 GN=LRIG3 PE=1 SV=2;M1VE86_HUMAN Tyrosine-protein kinase receptor OS=Homo sapiens OX=9606 GN=LRIG3(NM_001136051)-ROS1 PE=2 SV=1;M1V487_HUMAN Tyrosine-protein kinase 4 1 1 1 1.8 69.406 0 0 0 0 0 0
D0PNI1;P63104;E7EX29;B0AZS6;B7Z2E6;H0YB80;E7ESK7;E9PD24;E7EVZ2;E5RIR4;Q2F831;E5RGE1;Q6LD6214-3-3 protein zeta/deltaYWHAZ D0PNI1_HUMAN Epididymis luminal protein 4 OS=Homo sapiens OX=9606 GN=YWHAZ PE=2 SV=1;1433Z_HUMAN 14-3-3 protein zeta/delta OS=Homo sapiens OX=9606 GN=YWHAZ PE=1 SV=1;E7EX29_HUMAN Tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein zeta (13 19 19 13 66.5 27.745 4.8E+10 29442000000 216700000 3.43E+09 2103000000 15478000
D3DPU2;Q01518;B2RDY9;B4DI38;B4DNW7;B4DNY3;B4DNA3;B4DUZ8;Q5T0R1;Q5T0R9;Q5T0R2;Q5T0R3;Q5T0R4;Q5T0R5;Q5T0R6;Q5T0R7;Q5T0S3;Q5T0R8Adenylyl cyclase-associated protein;Adenylyl cyclase-associated protein 1CAP1 D3DPU2_HUMAN Adenylyl cyclase-associated protein OS=Homo sapiens OX=9606 GN=CAP1 PE=2 SV=1;CAP1_HUMAN Adenylyl cyclase-associated protein 1 OS=Homo sapiens OX=9606 GN=CAP1 PE=1 SV=5;B2RDY9_HUMAN Adenylyl cyclase-associated protein OS=Homo sapiens OX=9606 P18 17 17 17 45.3 51.672 2.9E+09 1851200000 13107000 1.04E+08 66113000 468110
F6U1T9;D3YTA9;H7BYZ3;Q86YQ0;P63098 Calcineurin subunit B type 1PPP3R1;HZGJ F6U1T9_HUMAN Protein phosphatase 3 regulatory subunit B, alpha OS=Homo sapiens OX=9606 GN=PPP3R1 PE=1 SV=1;D3YTA9_HUMAN Protein phosphatase 3 regulatory subunit B, alpha OS=Homo sapiens OX=9606 GN=PPP3R1 PE=1 SV=1;H7BYZ3_HUMAN EF-hand domain-containing pro5 1 1 1 6.2 18.208 17484000 0 0 1942700 0 0
D6R9I9;P61221;D6RGF4;H0Y990 ATP-binding cassette sub-family E member 1ABCE1 D6R9I9_HUMAN ATP binding cassette subfamily E member 1 OS=Homo sapiens OX=9606 GN=ABCE1 PE=1 SV=1;ABCE1_HUMAN ATP-binding cassette sub-family E member 1 OS=Homo sapiens OX=9606 GN=ABCE1 PE=1 SV=1;D6RGF4_HUMAN ATP binding cassette subfamily E member 1 (Frag4 4 4 4 12.4 47.037 71068000 9356300 0 3384200 445540 0
D6RA00;Q9UHY7;Q7Z508 Enolase-phosphatase E1 ENOPH1 D6RA00_HUMAN Enolase-phosphatase 1 OS=Homo sapiens OX=9606 GN=ENOPH1 PE=1 SV=1;ENOPH_HUMAN Enolase-phosphatase E1 OS=Homo sapiens OX=9606 GN=ENOPH1 PE=1 SV=1;Q7Z508_HUMAN MasA OS=Homo sapiens OX=9606 PE=2 SV=13 2 2 2 13.9 19.187 39869000 16684000 3750100 3624500 1516700 340910
Q32Q75;X5D7E3;D6RBW1;P06730;B7Z2T1;H0Y8J7;D6RFJ3 Eukaryotic translation initiation factor 4EEIF4E Q32Q75_HUMAN Eukaryotic translation initiation factor 4E OS=Homo sapiens OX=9606 GN=EIF4E PE=2 SV=1;X5D7E3_HUMAN Eukaryotic translation initiation factor 4E isoform A (Fragment) OS=Homo sapiens OX=9606 GN=EIF4E PE=2 SV=1;D6RBW1_HUMAN Eukaryotic translation7 5 5 5 25.3 25.067 3.77E+08 89948000 65070000 34266000 8177100 5915400
D6RCD0;Q8NBQ5 Estradiol 17-beta-dehydrogenase 11HSD17B11 D6RCD0_HUMAN Hydroxysteroid 17-beta dehydrogenase 11 OS=Homo sapiens OX=9606 GN=HSD17B11 PE=1 SV=2;DHB11_HUMAN Estradiol 17-beta-dehydrogenase 11 OS=Homo sapiens OX=9606 GN=HSD17B11 PE=1 SV=42 2 2 2 10.2 28.102 41544000 0 0 2596500 0 0
D6RD69;Q53F37;Q9Y6B6;X1WI22;D6RAA2;D6RDB2;D6R9R5;Q9H029GTP-binding protein SAR1bSAR1B;SAR1A D6RD69_HUMAN Secretion associated Ras related GTPase 1B (Fragment) OS=Homo sapiens OX=9606 GN=SAR1B PE=1 SV=1;Q53F37_HUMAN SAR1a gene homolog 2 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;SAR1B_HUMAN GTP-binding protein SAR1b OS=Homo sapiens OX=968 3 1 1 18.2 19.047 21523000 5163600 0 3074700 737660 0
D6RDG4;Q8NA72 Centrosomal protein POC5POC5 D6RDG4_HUMAN Centrosomal protein POC5 OS=Homo sapiens OX=9606 GN=POC5 PE=1 SV=1;POC5_HUMAN Centrosomal protein POC5 OS=Homo sapiens OX=9606 GN=POC5 PE=1 SV=22 1 1 1 2.2 60.351 0 0 0 0 0 0
D6RF76;Q8NEF3 Coiled-coil domain-containing protein 112CCDC112 D6RF76_HUMAN Coiled-coil domain containing 112 OS=Homo sapiens OX=9606 GN=CCDC112 PE=1 SV=1;CC112_HUMAN Coiled-coil domain-containing protein 112 OS=Homo sapiens OX=9606 GN=CCDC112 PE=1 SV=22 2 2 2 6 49.666 2.72E+08 64013000 86377000 11827000 2783200 3755500
D6RGY8;D6RFI3;Q9HAM0;Q5JTD5;E7EQR8;Q9GZM5;H0Y9A1 Protein YIPF;Protein YIPF3;Protein YIPF3, 36 kDa form IIIYIPF3 D6RGY8_HUMAN Yip1 domain family member 3 (Fragment) OS=Homo sapiens OX=9606 GN=YIPF3 PE=1 SV=1;D6RFI3_HUMAN Yip1 domain family member 3 (Fragment) OS=Homo sapiens OX=9606 GN=YIPF3 PE=1 SV=1;Q9HAM0_HUMAN cDNA FLJ11371 fis, clone HEMBA1000356, highly similar7 2 2 2 18.3 12.29 26773000 10904000 0 4462100 1817300 0
H0Y9N4;D6RJ90;Q9Y6G5 COMM domain-containing protein 10COMMD10 H0Y9N4_HUMAN COMM domain containing 10 (Fragment) OS=Homo sapiens OX=9606 GN=COMMD10 PE=1 SV=1;D6RJ90_HUMAN COMM domain containing 10 OS=Homo sapiens OX=9606 GN=COMMD10 PE=1 SV=1;COMDA_HUMAN COMM domain-containing protein 10 OS=Homo sapiens OX=9606 GN=COMM3 2 2 2 13.2 14.043 5437500 5437500 0 679690 679690 0
D9IAI1;P30086;A0A0K0K1J6;B4DRT4 Phosphatidylethanolamine-binding protein 1;Hippocampal cholinergic neurostimulating peptideHEL-S-34;PEBP1 D9IAI1_HUMAN Epididymis secretory protein Li 34 OS=Homo sapiens OX=9606 GN=HEL-S-34 PE=2 SV=1;PEBP1_HUMAN Phosphatidylethanolamine-binding protein 1 OS=Homo sapiens OX=9606 GN=PEBP1 PE=1 SV=3;A0A0K0K1J6_HUMAN Epididymis secretory protein Li 96 (Fragment) O4 10 10 4 73.3 21.057 3.69E+09 1684300000 0 3.69E+08 168430000 0
H0YGP9;E1B6W4;Q9P068;Q7L4I2 Arginine/serine-rich coiled-coil protein 2RSRC2 H0YGP9_HUMAN Arginine and serine rich coiled-coil 2 (Fragment) OS=Homo sapiens OX=9606 GN=RSRC2 PE=1 SV=1;E1B6W4_HUMAN Arginine and serine rich coiled-coil 2 (Fragment) OS=Homo sapiens OX=9606 GN=RSRC2 PE=1 SV=1;Q9P068_HUMAN HSPC314 (Fragment) OS=Homo sapi4 1 1 1 6.8 21.577 21061000 5250000 0 5265300 1312500 0
H7C608;E2QRF9;Q53GD9;O75496;C9K0U5 Geminin GMNN H7C608_HUMAN Geminin DNA replication inhibitor (Fragment) OS=Homo sapiens OX=9606 GN=GMNN PE=1 SV=1;E2QRF9_HUMAN Geminin DNA replication inhibitor (Fragment) OS=Homo sapiens OX=9606 GN=GMNN PE=1 SV=1;Q53GD9_HUMAN Geminin variant (Fragment) OS=Homo sapiens 5 2 2 2 31.4 11.37 57888000 33816000 0 11578000 6763200 0
Q6FGM6;E5KN59;E5KN55;Q08752 Peptidyl-prolyl cis-trans isomerase DPPID Q6FGM6_HUMAN PPID protein OS=Homo sapiens OX=9606 GN=PPID PE=2 SV=1;E5KN59_HUMAN Peptidyl-prolyl cis-trans isomerase D OS=Homo sapiens OX=9606 PE=4 SV=1;E5KN55_HUMAN Peptidyl-prolyl cis-trans isomerase D OS=Homo sapiens OX=9606 PE=1 SV=1;PPID_HUMAN Peptidy4 1 1 1 2.4 40.772 14221000 0 0 568830 0 0
E5RFM9;O75410;B4E3H6;H0YBT8;H0YAY0;E7EVI4;B4DH49;Q5HYH0;E7ET87;B4DHF7;B4E3L7;R4GMT7;E5RJG6;B4E0Z9Transforming acidic coiled-coil-containing protein 1TACC1;DKFZp686K18126E5RFM9_HUMAN Transforming acidic coiled-coil containing protein 1 OS=Homo sapiens OX=9606 GN=TACC1 PE=1 SV=2;TACC1_HUMAN Transforming acidic coiled-coil-containing protein 1 OS=Homo sapiens OX=9606 GN=TACC1 PE=1 SV=2;B4E3H6_HUMAN Transforming acidic coiled14 6 6 6 8.2 81.611 66091000 3787300 0 1612000 92374 0
E5RFP0;Q8WVJ2 NudC domain-containing protein 2NUDCD2 E5RFP0_HUMAN NudC domain containing 2 OS=Homo sapiens OX=9606 GN=NUDCD2 PE=1 SV=1;NUDC2_HUMAN NudC domain-containing protein 2 OS=Homo sapiens OX=9606 GN=NUDCD2 PE=1 SV=12 2 2 2 22 14.745 39606000 8272800 0 6601000 1378800 0
E5RHG8;Q15369;R4GMY8;A0A8I5KYG1;A0A8J9AD82 Transcription elongation factor B polypeptide 1TCEB1 E5RHG8_HUMAN Elongin-C (Fragment) OS=Homo sapiens OX=9606 GN=ELOC PE=1 SV=1;ELOC_HUMAN Elongin-C OS=Homo sapiens OX=9606 GN=ELOC PE=1 SV=1;R4GMY8_HUMAN Elongin C OS=Homo sapiens OX=9606 GN=ELOC PE=1 SV=1;A0A8I5KYG1_HUMAN Elongin-C OS=Homo sapiens OX=9606 G5 4 4 4 62.9 9.9601 1.05E+09 542130000 43158000 1.5E+08 77447000 6165400
E5RHV4;H0YAP1;E5RHR6;Q9HB72;Q9Y5V0 Zinc finger protein 706 ZNF706 E5RHV4_HUMAN Zinc finger protein 706 OS=Homo sapiens OX=9606 GN=ZNF706 PE=1 SV=1;H0YAP1_HUMAN Zinc finger protein 706 (Fragment) OS=Homo sapiens OX=9606 GN=ZNF706 PE=1 SV=1;E5RHR6_HUMAN Zinc finger protein 706 OS=Homo sapiens OX=9606 GN=ZNF706 PE=1 SV=1;Q95 1 1 1 22.9 5.2721 37348000 6579900 4836000 37348000 6579900 4836000
E5RHT6;F8W1U7;F8VWH9;Q8N6T3;E5RHH7;E5RHC5;Q53F62 ADP-ribosylation factor GTPase-activating protein 1ARFGAP1 E5RHT6_HUMAN ADP ribosylation factor GTPase activating protein 1 (Fragment) OS=Homo sapiens OX=9606 GN=ARFGAP1 PE=1 SV=2;F8W1U7_HUMAN ADP ribosylation factor GTPase activating protein 1 (Fragment) OS=Homo sapiens OX=9606 GN=ARFGAP1 PE=1 SV=1;F8VWH9_HUMAN A7 2 2 2 11.1 26.555 21970000 0 0 1690000 0 0
E5RI56;P63208;E5RJR5;E7ERH2;F8W8N3;E5RGM3 S-phase kinase-associated protein 1SKP1 E5RI56_HUMAN S-phase kinase-associated protein 1 OS=Homo sapiens OX=9606 PE=3 SV=2;SKP1_HUMAN S-phase kinase-associated protein 1 OS=Homo sapiens OX=9606 GN=SKP1 PE=1 SV=2;E5RJR5_HUMAN S-phase kinase-associated protein 1 OS=Homo sapiens OX=9606 GN=SKP1 PE=6 5 5 5 27.4 22.727 7.13E+08 266700000 20083000 59427000 22225000 1673600
E5RIJ0;H0YBJ0;I1WZN9;E7EW18;Q53EV2;P06746 DNA polymerase beta POLB E5RIJ0_HUMAN DNA polymerase OS=Homo sapiens OX=9606 GN=POLB PE=1 SV=1;H0YBJ0_HUMAN DNA polymerase (Fragment) OS=Homo sapiens OX=9606 GN=POLB PE=1 SV=1;I1WZN9_HUMAN DNA polymerase (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;E7EW18_HUMAN DNA polymerase beta6 2 2 2 11.4 21.816 30724000 0 3414600 2560300 0 284550
E5RIT6;Q9UNX3;E5RHH1;J3KS10 60S ribosomal protein L26-like 1RPL26L1 E5RIT6_HUMAN Ribosomal protein L26 like 1 (Fragment) OS=Homo sapiens OX=9606 GN=RPL26L1 PE=1 SV=1;RL26L_HUMAN Ribosomal protein uL24-like OS=Homo sapiens OX=9606 GN=RPL26L1 PE=1 SV=14 7 1 1 43.8 15.207 1E+08 29505000 0 16700000 4917500 0
E5RIW3;Q6FGD7;E5RJD8;O75347;E5RHG6;E5RIX8;A0A494C144 Tubulin-specific chaperone ATBCA E5RIW3_HUMAN Tubulin-specific chaperone A OS=Homo sapiens OX=9606 GN=TBCA PE=1 SV=1;Q6FGD7_HUMAN Tubulin-specific chaperone A OS=Homo sapiens OX=9606 GN=TBCA PE=2 SV=1;E5RJD8_HUMAN Tubulin-specific chaperone A OS=Homo sapiens OX=9606 GN=TBCA PE=1 SV=1;TBCA7 8 8 8 72.6 10.08 2.29E+09 1743500000 0 3.82E+08 290590000 0
Q86UE4;E5RJU9;H0YB56 Protein LYRIC MTDH LYRIC_HUMAN Protein LYRIC OS=Homo sapiens OX=9606 GN=MTDH PE=1 SV=2;E5RJU9_HUMAN Metadherin OS=Homo sapiens OX=9606 GN=MTDH PE=1 SV=1;H0YB56_HUMAN Metadherin (Fragment) OS=Homo sapiens OX=9606 GN=MTDH PE=1 SV=13 3 3 3 5.3 63.836 60671000 0 19032000 2528000 0 793000
E7DVW5;Q01469;I6L8B7;A8MUU1 Fatty acid-binding protein, epidermalFABP5 E7DVW5_HUMAN Fatty acid binding protein 5 (Psoriasis-associated) OS=Homo sapiens OX=9606 GN=FABP5 PE=3 SV=1;FABP5_HUMAN Fatty acid-binding protein 5 OS=Homo sapiens OX=9606 GN=FABP5 PE=1 SV=3;I6L8B7_HUMAN Fatty acid binding protein 5 OS=Homo sapiens OX=9604 8 8 8 66.7 15.164 3.8E+09 2379800000 60698000 4.75E+08 297470000 7587200
E7EMN6;P41236;Q6NXS1;Q6NXS2;E7EUI7;Q6ZU68 Protein phosphatase inhibitor 2;Protein phosphatase inhibitor 2-like protein 3PPP1R2;PPP1R2P3 E7EMN6_HUMAN Protein phosphatase 1 regulatory inhibitor subunit 2 (Fragment) OS=Homo sapiens OX=9606 GN=PPP1R2 PE=1 SV=1;IPP2_HUMAN Protein phosphatase inhibitor 2 OS=Homo sapiens OX=9606 GN=PPP1R2 PE=1 SV=2;IPP2B_HUMAN Protein phosphatase inhibitor 2 fami6 4 4 4 25.9 19.245 1.47E+08 88073000 3203400 18427000 11009000 400420
Q86YQ8;E7ENV7;Q8N7E6 Copine-8 CPNE8 CPNE8_HUMAN Copine-8 OS=Homo sapiens OX=9606 GN=CPNE8 PE=1 SV=2;E7ENV7_HUMAN Copine 8 OS=Homo sapiens OX=9606 GN=CPNE8 PE=1 SV=2;Q8N7E6_HUMAN cDNA FLJ25727 fis, clone TST05479 OS=Homo sapiens OX=9606 PE=2 SV=13 2 2 2 4.3 63.107 17980000 0 0 620010 0 0
Q4TT76;E7EV99;E7ENY0;P35611;H0Y9H2;A0A804HL01;Q96D30;H0YFD8;D6RF25;B4DPW4;Q05DK5;P35612Alpha-adducin LA04NC01-25A3.2-001;ADD1Q4TT76_HUMAN OTTHUMP00000041238 (Fragment) OS=Homo sapiens OX=9606 GN=LA04NC01-25A3.2-001 PE=3 SV=1;E7EV99_HUMAN Adducin 1 OS=Homo sapiens OX=9606 GN=ADD1 PE=1 SV=1;E7ENY0_HUMAN Adducin 1 OS=Homo sapiens OX=9606 GN=ADD1 PE=1 SV=1;ADDA_HUMAN Alpha-adducin O12 4 4 4 9.1 45.949 1.23E+08 0 50280000 7718400 0 3142500
E7EPN9;Q9Y520;B4DQN8;B4DM27;A0A2R8YET2;H7C5N8;A0A2R8Y7F4;B4E3S2;Q9BU62Protein PRRC2C PRRC2C E7EPN9_HUMAN Proline rich coiled-coil 2C OS=Homo sapiens OX=9606 GN=PRRC2C PE=1 SV=1;PRC2C_HUMAN Protein PRRC2C OS=Homo sapiens OX=9606 GN=PRRC2C PE=1 SV=49 15 15 14 7 308.77 3.86E+08 125740000 41538000 3864200 1257400 415380
P07477;E7EQ64;Q53ZX8;Q7Z5F3;A6XMV9;Q5NV56;Q3SY19;Q3SY20;A0A0J9YYC8;Q53ZX9;Q6PK75;H0Y8D1;Q86W17;Q45KI0;Q53ZX7;Q8NHM4;P07478;A6XMV8Trypsin-1;Alpha-trypsin chain 1;Alpha-trypsin chain 2;Putative trypsin-6;Trypsin-2PRSS1;TRY8;PRSS2;PRSS3P2TRY1_HUMAN Serine protease 1 OS=Homo sapiens OX=9606 GN=PRSS1 PE=1 SV=1;E7EQ64_HUMAN Serine protease 1 OS=Homo sapiens OX=9606 GN=PRSS1 PE=1 SV=1;Q53ZX8_HUMAN Protease serine 1 (Fragment) OS=Homo sapiens OX=9606 GN=PRSS1 PE=4 SV=1;Q7Z5F3_HUMAN Protease ser18 2 1 1 11.3 26.558 71754000 26745000 26729000 8969300 3343100 3341100
E7EQG2;Q14240;Q9NZE6;Q96B07;B4DJX6 Eukaryotic initiation factor 4A-II;Eukaryotic initiation factor 4A-II, N-terminally processedEIF4A2 E7EQG2_HUMAN ATP-dependent RNA helicase OS=Homo sapiens OX=9606 GN=EIF4A2 PE=1 SV=1;IF4A2_HUMAN Eukaryotic initiation factor 4A-II OS=Homo sapiens OX=9606 GN=EIF4A2 PE=1 SV=2;Q9NZE6_HUMAN BM-010 OS=Homo sapiens OX=9606 GN=EIF4A2 PE=2 SV=1;Q96B07_HUMAN eIF45 12 1 1 34.5 41.29 6305100 0 0 300240 0 0
E9PES6;E7ES08;E7EQU1;O15347;Q7Z684;Q16466 High mobility group protein B3HMGB3;DKFZp779G118E9PES6_HUMAN High mobility group box 3 (Fragment) OS=Homo sapiens OX=9606 GN=HMGB3 PE=1 SV=1;E7ES08_HUMAN High mobility group box 3 (Fragment) OS=Homo sapiens OX=9606 GN=HMGB3 PE=1 SV=1;E7EQU1_HUMAN High mobility group box 3 (Fragment) OS=Homo sapiens OX=96 3 3 3 22.9 17.522 1.87E+08 64086000 0 37401000 12817000 0
E7ESG2;Q1RMC5;Q9HAW4 Claspin CLSPN E7ESG2_HUMAN Claspin OS=Homo sapiens OX=9606 GN=CLSPN PE=1 SV=1;Q1RMC5_HUMAN Claspin homolog (Xenopus laevis) OS=Homo sapiens OX=9606 GN=CLSPN PE=2 SV=1;CLSPN_HUMAN Claspin OS=Homo sapiens OX=9606 GN=CLSPN PE=1 SV=33 1 1 1 1.1 145.31 4379100 0 4379100 74223 0 74223
P61224;F5H7Y6;E7ESV4;F5GX62;A6NIZ1;P62834;A8KAH9;Q5U0C3;Q9BXV4;F5H6R7;F5H004;F5H4H0;B7ZAY2;F5GYB5;F5GZG1;B7ZB78;F5H823;F5H500;F5H0B7;F5H491;F5GWU8;F5H077;F5GYH7;F8WBC0Ras-related protein Rap-1b;Ras-related protein Rap-1b-like protein;Ras-related protein Rap-1ARAP1B;RAP1A RAP1B_HUMAN Ras-related protein Rap-1b OS=Homo sapiens OX=9606 GN=RAP1B PE=1 SV=1;F5H7Y6_HUMAN small monomeric GTPase OS=Homo sapiens OX=9606 GN=RAP1B PE=1 SV=1;E7ESV4_HUMAN small monomeric GTPase (Fragment) OS=Homo sapiens OX=9606 GN=RAP1B PE=1 SV=1;F5GX624 4 4 4 23.9 20.825 1.27E+08 20757000 3472500 12661000 2075700 347250
Q59FW1;H0Y4T7;E7ESY4;Q13330 Metastasis-associated protein MTA1MTA1 Q59FW1_HUMAN Metastasis associated protein variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;H0Y4T7_HUMAN Metastasis associated 1 (Fragment) OS=Homo sapiens OX=9606 GN=MTA1 PE=1 SV=1;E7ESY4_HUMAN Metastasis associated 1 OS=Homo sapiens OX=9606 GN=MTA1 P4 1 1 1 2.3 57.299 0 0 0 0 0 0
E7EX73;E9PGM1;E7EUU4;C9K073;C9J2Z7 EIF4G1 E7EX73_HUMAN Eukaryotic translation initiation factor 4 gamma 1 OS=Homo sapiens OX=9606 GN=EIF4G1 PE=1 SV=1;E9PGM1_HUMAN Eukaryotic translation initiation factor 4 gamma 1 OS=Homo sapiens OX=9606 GN=EIF4G1 PE=1 SV=1;E7EUU4_HUMAN Eukaryotic translation init5 20 1 1 16.3 158.64 18544000 0 8224700 280960 0 124620
F6RRE2;E7EV10;Q9BTC8 Metastasis-associated protein MTA3MTA3 F6RRE2_HUMAN Metastasis associated 1 family member 3 OS=Homo sapiens OX=9606 GN=MTA3 PE=1 SV=1;E7EV10_HUMAN Metastasis associated 1 family member 3 OS=Homo sapiens OX=9606 GN=MTA3 PE=1 SV=1;MTA3_HUMAN Metastasis-associated protein MTA3 OS=Homo sapiens OX=93 1 1 1 3.5 60.895 0 0 0 0 0 0
Q86U62;Q6IBT1;E9KL30;Q99436 Proteasome subunit beta type;Proteasome subunit beta type-7PSMB7 Q86U62_HUMAN Proteasome subunit beta OS=Homo sapiens OX=9606 PE=2 SV=1;Q6IBT1_HUMAN Proteasome subunit beta OS=Homo sapiens OX=9606 GN=PSMB7 PE=2 SV=1;E9KL30_HUMAN Proteasome subunit beta OS=Homo sapiens OX=9606 PE=2 SV=1;PSB7_HUMAN Proteasome subunit beta4 1 1 1 4 30.018 1.42E+08 98861000 0 12946000 8987400 0
P63244;E9KL35;J3KPE3;H0YAF8;H0Y8W2;D6RAC2;H0YAM7;D6REE5;D6R9L0;D6R9Z1;D6RHH4;D6RFX4;B4DVD2;D6RF23;D6RFZ9;H0Y8R5;D6RBD0;E9PD14;D6RAU2;B4E0C3;D6RHJ5;H0Y9P0;D6RGK8;B4DWC6;D6R909;D6RDI0Guanine nucleotide-binding protein subunit beta-2-like 1;Guanine nucleotide-binding protein subunit beta-2-like 1, N-terminally processedGNB2L1 RACK1_HUMAN Small ribosomal subunit protein RACK1 OS=Homo sapiens OX=9606 GN=RACK1 PE=1 SV=3;E9KL35_HUMAN Small ribosomal subunit protein RACK1 OS=Homo sapiens OX=9606 PE=1 SV=1;J3KPE3_HUMAN Small ribosomal subunit protein RACK1 OS=Homo sapiens OX=9606 GN=26 16 16 16 67.5 35.076 3.08E+09 424510000 0 1.54E+08 21225000 0
E9PB61;Q86V81 THO complex subunit 4 ALYREF E9PB61_HUMAN Aly/REF export factor OS=Homo sapiens OX=9606 GN=ALYREF PE=1 SV=1;THOC4_HUMAN THO complex subunit 4 OS=Homo sapiens OX=9606 GN=ALYREF PE=1 SV=32 7 7 7 40.2 27.557 1.52E+09 601920000 49648000 1.09E+08 42994000 3546300
E9PBS1;P22234;B4DGX3;D6RF62 Multifunctional protein ADE2;Phosphoribosylaminoimidazole-succinocarboxamide synthase;Phosphoribosylaminoimidazole carboxylasePAICS E9PBS1_HUMAN Bifunctional phosphoribosylaminoimidazole carboxylase/phosphoribosylaminoimidazole succinocarboxamide synthetase (Fragment) OS=Homo sapiens OX=9606 GN=PAICS PE=1 SV=1;PUR6_HUMAN Bifunctional phosphoribosylaminoimidazole carboxylase/phosphoribo4 14 14 14 34.4 45.651 1.22E+09 563530000 5582000 64088000 29660000 293790
E9PCJ7;Q05DA8;Q8N806;B2RDC9;H0YJY4 Putative E3 ubiquitin-protein ligase UBR7UBR7 E9PCJ7_HUMAN Putative E3 ubiquitin-protein ligase UBR7 OS=Homo sapiens OX=9606 GN=UBR7 PE=1 SV=2;Q05DA8_HUMAN UBR7 protein OS=Homo sapiens OX=9606 GN=UBR7 PE=2 SV=1;UBR7_HUMAN Putative E3 ubiquitin-protein ligase UBR7 OS=Homo sapiens OX=9606 GN=UBR7 PE=1 S5 3 3 3 8.9 41.155 48092000 42878000 0 2290100 2041800 0
E9PF17;Q59FG9;P13611 Versican core protein VCAN E9PF17_HUMAN Versican OS=Homo sapiens OX=9606 GN=VCAN PE=1 SV=2;Q59FG9_HUMAN Chondroitin sulfate proteoglycan 2 (Versican) variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;CSPG2_HUMAN Versican core protein OS=Homo sapiens OX=9606 GN=VCAN PE=1 SV=33 1 1 1 0.6 176.83 0 0 0 0 0 0
Q0VG55;E9PF55 TNS1 Q0VG55_HUMAN TNS1 protein OS=Homo sapiens OX=9606 GN=TNS1 PE=2 SV=1;E9PF55_HUMAN Tensin 1 OS=Homo sapiens OX=9606 GN=TNS1 PE=1 SV=12 1 1 1 0.5 184.29 0 0 0 0 0 0
E9PFJ4;A0A0S2Z6I7;D6RD42;D6RHX6;E2QRH6;H0Y8L5;A0A0S2Z5S8 MLIP E9PFJ4_HUMAN Muscular LMNA interacting protein (Fragment) OS=Homo sapiens OX=9606 GN=MLIP PE=1 SV=1;A0A0S2Z6I7_HUMAN Chromosome 6 open reading frame 142 isoform 2 (Fragment) OS=Homo sapiens OX=9606 GN=C6orf142 PE=1 SV=1;D6RD42_HUMAN Muscular LMNA interacti7 7 7 1 44.9 21.319 9.8E+08 733630000 0 89087000 66694000 0
E9PGZ1;Q6PJM5 CALD1 E9PGZ1_HUMAN Caldesmon 1 OS=Homo sapiens OX=9606 GN=CALD1 PE=1 SV=1;Q6PJM5_HUMAN CALD1 protein (Fragment) OS=Homo sapiens OX=9606 GN=CALD1 PE=2 SV=12 23 23 0 42.2 61.705 3.61E+09 916830000 653120000 1.57E+08 39862000 28397000
E9PJ81;Q04323;B4DNC6;B4E0P8;A0A087WTZ5;E9PRQ7;Q05BV2;E9PS08;B4DU88UBX domain-containing protein 1UBXN1 E9PJ81_HUMAN UBX domain protein 1 (Fragment) OS=Homo sapiens OX=9606 GN=UBXN1 PE=1 SV=1;UBXN1_HUMAN UBX domain-containing protein 1 OS=Homo sapiens OX=9606 GN=UBXN1 PE=1 SV=2;B4DNC6_HUMAN cDNA FLJ58850, highly similar to UBA/UBX 33.3 kDa protein OS=Homo sa9 6 6 6 19.3 32.611 3.6E+08 164760000 4884000 25692000 11768000 348860
E9PJB2;E9PPG8;Q53FT3 Protein Hikeshi C11orf73 E9PJB2_HUMAN Protein Hikeshi OS=Homo sapiens OX=9606 GN=HIKESHI PE=1 SV=1;E9PPG8_HUMAN Protein Hikeshi OS=Homo sapiens OX=9606 GN=HIKESHI PE=1 SV=1;HIKES_HUMAN Protein Hikeshi OS=Homo sapiens OX=9606 GN=HIKESHI PE=1 SV=23 1 1 1 14.1 9.9994 12530000 7525400 0 6265200 3762700 0
E9PJF0;Q8NHX0;E9PQW4;L7RXH5;P27361;Q7Z3H5;E9PBK7;H0YDH9;K7ELV1;K7EN18;B4E104;P31152;Q16659Mitogen-activated protein kinase;Mitogen-activated protein kinase 3MAPK3;DKFZp686O0215E9PJF0_HUMAN Mitogen-activated protein kinase OS=Homo sapiens OX=9606 GN=MAPK3 PE=1 SV=1;Q8NHX0_HUMAN mitogen-activated protein kinase OS=Homo sapiens OX=9606 PE=2 SV=1;E9PQW4_HUMAN Mitogen-activated protein kinase OS=Homo sapiens OX=9606 GN=MAPK3 PE=1 SV=13 4 1 1 14.2 35.737 0 0 0 0 0 0
E9PJH8;P50454;B4DN87;A8K259;E9PR70;E9PPV6;E9PK86;E9PMI5;Q9NPA9;E9PKH2;E9PNX1;E9PQ34;E9PIG2;E9PRS3;E9PLA6Serpin H1 SERPINH1 E9PJH8_HUMAN Serpin family H member 1 (Fragment) OS=Homo sapiens OX=9606 GN=SERPINH1 PE=1 SV=2;SERPH_HUMAN Serpin H1 OS=Homo sapiens OX=9606 GN=SERPINH1 PE=1 SV=2;B4DN87_HUMAN cDNA FLJ52569, highly similar to Collagen-binding protein 2 OS=Homo sapiens OX=915 13 13 13 46.1 40.953 9.71E+08 3906300 0 46245000 186020 0
E9PL10;Q6PJ77;Q96K17 Transcription factor BTF3;Transcription factor BTF3 homolog 4BTF3L4 E9PL10_HUMAN Transcription factor BTF3 OS=Homo sapiens OX=9606 GN=BTF3L4 PE=1 SV=1;Q6PJ77_HUMAN Transcription factor BTF3 (Fragment) OS=Homo sapiens OX=9606 GN=BTF3L4 PE=2 SV=1;BT3L4_HUMAN Transcription factor BTF3 homolog 4 OS=Homo sapiens OX=9606 GN=BTF33 4 4 4 40 15.779 3.98E+08 176280000 46150000 56854000 25183000 6592900
F8VSA6;E9PS38;S4R3E9;E9PL57;Q15843 NEDD8 NEDD8;NEDD8-MDP1F8VSA6_HUMAN NEDD8 ubiquitin like modifier OS=Homo sapiens OX=9606 GN=NEDD8 PE=4 SV=1;E9PS38_HUMAN NEDD8-MDP1 readthrough OS=Homo sapiens OX=9606 GN=NEDD8-MDP1 PE=4 SV=2;S4R3E9_HUMAN NEDD8 OS=Homo sapiens OX=9606 GN=NEDD8-MDP1 PE=3 SV=1;E9PL57_HUMAN NEDD8-5 2 2 2 28 5.8668 1.42E+08 86016000 0 71146000 43008000 0
E9PLD0;Q9H0U4;Q6FIG4 Ras-related protein Rab-1BRAB1B E9PLD0_HUMAN RAB1B, member RAS oncogene family OS=Homo sapiens OX=9606 GN=RAB1B PE=1 SV=1;RAB1B_HUMAN Ras-related protein Rab-1B OS=Homo sapiens OX=9606 GN=RAB1B PE=1 SV=1;Q6FIG4_HUMAN RAB1B protein OS=Homo sapiens OX=9606 GN=RAB1B PE=2 SV=13 6 1 1 46.7 18.483 72618000 16171000 3600300 5586000 1243900 276940
E9PQD0;E9PS30;E9PLI6;E9PS76;Q8N9N8 Probable RNA-binding protein EIF1ADEIF1AD E9PQD0_HUMAN Eukaryotic translation initiation factor 1A domain containing OS=Homo sapiens OX=9606 GN=EIF1AD PE=1 SV=1;E9PS30_HUMAN Probable RNA-binding protein EIF1AD (Fragment) OS=Homo sapiens OX=9606 GN=EIF1AD PE=1 SV=1;E9PLI6_HUMAN Probable RNA-binding5 1 1 1 25 7.3314 21931000 0 4376400 7310400 0 1458800
Q9BQQ5;E9PLL6;Q6NZ52;P46776;E9PJD9 60S ribosomal protein L27aL27a;RPL27A Q9BQQ5_HUMAN Ribosomal protein L27a OS=Homo sapiens OX=9606 GN=L27a PE=4 SV=1;E9PLL6_HUMAN Ribosomal protein L27a OS=Homo sapiens OX=9606 GN=RPL27A PE=1 SV=1;Q6NZ52_HUMAN Large ribosomal subunit protein uL15 OS=Homo sapiens OX=9606 GN=RPL27A PE=2 SV=1;RL275 4 4 4 29.2 12.015 1.11E+09 312660000 39248000 1.85E+08 52110000 6541300
E9PPJ5;E9PLM6;P21741 Midkine MDK E9PPJ5_HUMAN Midkine (Fragment) OS=Homo sapiens OX=9606 GN=MDK PE=1 SV=1;E9PLM6_HUMAN Midkine OS=Homo sapiens OX=9606 GN=MDK PE=1 SV=1;MK_HUMAN Midkine OS=Homo sapiens OX=9606 GN=MDK PE=1 SV=13 1 1 1 7.6 14.374 11100000 0 0 1585700 0 0
E9PRZ9;E9PM92;O00193 Small acidic protein C11orf58;SMAP E9PRZ9_HUMAN Chromosome 11 open reading frame 58 (Fragment) OS=Homo sapiens OX=9606 GN=C11orf58 PE=1 SV=1;E9PM92_HUMAN Small acidic protein OS=Homo sapiens OX=9606 GN=C11orf58 PE=1 SV=2;SMAP_HUMAN Small acidic protein OS=Homo sapiens OX=9606 GN=SMAP PE=1 S3 2 2 2 25.6 10.038 5.68E+08 236870000 47947000 1.14E+08 47374000 9589400
E9PMI6;J3KN38;P54105;Q9P1H0;E9PJF4 Methylosome subunit pIClnCLNS1A E9PMI6_HUMAN Methylosome subunit pICln OS=Homo sapiens OX=9606 GN=CLNS1A PE=1 SV=1;J3KN38_HUMAN Methylosome subunit pICln OS=Homo sapiens OX=9606 GN=CLNS1A PE=1 SV=1;ICLN_HUMAN Methylosome subunit pICln OS=Homo sapiens OX=9606 GN=CLNS1A PE=1 SV=1;Q9P1H0_HU5 2 2 2 19.2 18.259 1.29E+08 41108000 0 18440000 5872500 0
Q9NQP4;E9PQY2;B2R548 Prefoldin subunit 4 PFDN4 PFD4_HUMAN Prefoldin subunit 4 OS=Homo sapiens OX=9606 GN=PFDN4 PE=1 SV=1;E9PQY2_HUMAN Prefoldin subunit 4 OS=Homo sapiens OX=9606 GN=PFDN4 PE=1 SV=1;B2R548_HUMAN Prefoldin subunit 4 OS=Homo sapiens OX=9606 PE=2 SV=13 2 2 2 20.1 15.314 0 0 0 0 0 0
E9PR30;P62861 40S ribosomal protein S30FAU E9PR30_HUMAN FAU ubiquitin like and ribosomal protein S30 fusion OS=Homo sapiens OX=9606 GN=FAU PE=1 SV=1;RS30_HUMAN Ubiquitin-like FUBI-ribosomal protein eS30 fusion protein OS=Homo sapiens OX=9606 GN=FAU PE=1 SV=22 1 1 1 10.2 10.905 2.23E+09 579790000 351400000 5.58E+08 144950000 87850000
L0R588;E9PRG8;E9PLD3;A0A494BXY3 Uncharacterized protein C11orf98C11orf48;C11orf98 L0R588_HUMAN Alternative protein C11orf48 OS=Homo sapiens OX=9606 GN=C11orf48 PE=4 SV=1;CK098_HUMAN Uncharacterized protein C11orf98 OS=Homo sapiens OX=9606 GN=C11orf98 PE=4 SV=2;E9PLD3_HUMAN Uncharacterized protein OS=Homo sapiens OX=9606 PE=4 SV=1;A0A4944 3 3 3 21.4 18.396 4.55E+08 139780000 6249800 75751000 23296000 1041600
F1JVV5;Q53RU9;E9PAR2;Q59FC7;G5E998;B2R8K4;Q53X93;Q5U0J5;F1JVV6;P18846;P16220;A9Z0R7;Q71E78;C3UMV4;C3UMV3;C3UMV2Cyclic AMP-dependent transcription factor ATF-1;Cyclic AMP-responsive element-binding protein 1EWSR1/ATF1 fusion;CREB1;CREM;ATF1F1JVV5_HUMAN EWSR1/ATF1 fusion protein type 1 OS=Homo sapiens OX=9606 GN=EWSR1/ATF1 fusion PE=2 SV=1;Q53RU9_HUMAN Uncharacterized protein CREB1 (Fragment) OS=Homo sapiens OX=9606 GN=CREB1 PE=4 SV=1;E9PAR2_HUMAN cAMP responsive element modulator OS=Homo sap16 3 2 2 7.4 57.066 41691000 33373000 0 5955900 4767500 0
F1T0F0;Q6QNY1;A0A087X1N6;J3QRU7 Biogenesis of lysosome-related organelles complex 1 subunit 2BLOC1S2 F1T0F0_HUMAN Biogenesis of lysosome-related organelles complex 1 subunit 2 OS=Homo sapiens OX=9606 GN=BLOC1S2 PE=2 SV=1;BL1S2_HUMAN Biogenesis of lysosome-related organelles complex 1 subunit 2 OS=Homo sapiens OX=9606 GN=BLOC1S2 PE=1 SV=1;A0A087X1N6_HUMAN 4 2 2 2 13.4 15.961 49498000 27433000 0 7071200 3919000 0
F2Z2T0;Q3YEC7;G3V154;B3KSV0;Q9NWD6;Q9NW45;B3KXX7;H0Y7H6Rab-like protein 6 RABL6 F2Z2T0_HUMAN RAB, member RAS oncogene family like 6 OS=Homo sapiens OX=9606 GN=RABL6 PE=1 SV=1;RABL6_HUMAN Rab-like protein 6 OS=Homo sapiens OX=9606 GN=RABL6 PE=1 SV=2;G3V154_HUMAN Chromosome 9 open reading frame 86, isoform CRA_d OS=Homo sapiens OX=9606 8 6 6 6 13.8 53.859 4.28E+08 25062000 117180000 21411000 1253100 5858800
G1UI32;F2Z2Y4;V9HWC3;O00764 Pyridoxal kinase PDXK;HEL-S-1a G1UI32_HUMAN Pyridoxal kinase (Fragment) OS=Homo sapiens OX=9606 GN=PDXK PE=2 SV=1;F2Z2Y4_HUMAN Pyridoxal kinase OS=Homo sapiens OX=9606 GN=PDXK PE=1 SV=1;V9HWC3_HUMAN Pyridoxal kinase OS=Homo sapiens OX=9606 GN=HEL-S-1a PE=2 SV=1;PDXK_HUMAN Pyridoxal kina4 1 1 1 8.4 18.967 2789400 136490 0 398480 19499 0
F2ZC09;Q15654;Q68D94 Thyroid receptor-interacting protein 6TRIP6i4;TRIP6;DKFZp686J22257F2ZC09_HUMAN Thyroid hormone receptor interacting protein 6 isoform 4 OS=Homo sapiens OX=9606 GN=TRIP6i4 PE=2 SV=1;TRIP6_HUMAN Thyroid receptor-interacting protein 6 OS=Homo sapiens OX=9606 GN=TRIP6 PE=1 SV=3;Q68D94_HUMAN Uncharacterized protein DKFZp686J23 2 2 2 23.6 17.207 51932000 29563000 0 6491500 3695400 0
F5H497;F5GWA4;Q9H3F6 BTB/POZ domain-containing adapter for CUL3-mediated RhoA degradation protein 3KCTD10 F5H497_HUMAN Potassium channel tetramerization domain containing 10 (Fragment) OS=Homo sapiens OX=9606 GN=KCTD10 PE=1 SV=1;F5GWA4_HUMAN Potassium channel tetramerization domain containing 10 OS=Homo sapiens OX=9606 GN=KCTD10 PE=1 SV=1;BACD3_HUMAN BTB/POZ d3 1 1 1 9.1 19.395 0 0 0 0 0 0
F5H6X0;F5GXG6;H0YFF7;F5GX35;F5H4K7;Q8NEI1;F5GWD3;Q13889General transcription factor IIH subunit 3GTF2H3 F5H6X0_HUMAN General transcription factor IIH subunit 3 (Fragment) OS=Homo sapiens OX=9606 GN=GTF2H3 PE=1 SV=1;F5GXG6_HUMAN General transcription factor IIH subunit 3 (Fragment) OS=Homo sapiens OX=9606 GN=GTF2H3 PE=1 SV=1;H0YFF7_HUMAN General transcription8 1 1 1 9.5 16.368 15356000 0 8600700 2193600 0 1228700
F5GWI9;F5GXZ7;F5GZ97;Q9Y3C0 WASH complex subunit CCDC53CCDC53 F5GWI9_HUMAN WASH complex subunit 3 OS=Homo sapiens OX=9606 GN=WASHC3 PE=1 SV=1;F5GXZ7_HUMAN WASH complex subunit 3 OS=Homo sapiens OX=9606 GN=WASHC3 PE=1 SV=1;F5GZ97_HUMAN WASH complex subunit 3 OS=Homo sapiens OX=9606 GN=WASHC3 PE=1 SV=1;WASC3_HUMAN WASH4 1 1 1 7.1 18.534 8841400 8841400 0 1105200 1105200 0
F5GWV0;F5H4P3;Q6NXE6;F5H7V0;F5GZP0;F5H3X1;F5H052;F5H2X2;F5H2K4;B4E1N1;Q68CW5Armadillo repeat-containing protein 6ARMC6;DKFZp762A1314F5GWV0_HUMAN Armadillo repeat containing 6 (Fragment) OS=Homo sapiens OX=9606 GN=ARMC6 PE=1 SV=8;F5H4P3_HUMAN Armadillo repeat containing 6 (Fragment) OS=Homo sapiens OX=9606 GN=ARMC6 PE=1 SV=1;ARMC6_HUMAN Armadillo repeat-containing protein 6 OS=Homo sapi11 2 2 2 7 28.108 49488000 41150000 0 4499000 3740900 0
F5GXS8;F5GYM3;Q96PU8;F5H5U6;F5H8C8;H0YGD6;H0YG47 Protein quaking QKI F5GXS8_HUMAN QKI, KH domain containing RNA binding (Fragment) OS=Homo sapiens OX=9606 GN=QKI PE=1 SV=1;F5GYM3_HUMAN QKI, KH domain containing RNA binding (Fragment) OS=Homo sapiens OX=9606 GN=QKI PE=1 SV=1;QKI_HUMAN KH domain-containing RNA-binding protein7 2 2 2 15 18.015 60927000 16751000 0 8703900 2393000 0
Q53GA7;F5H5D3;Q9BQE3;B7Z1K5;Q8N532 Tubulin alpha-1C chain TUBA1C Q53GA7_HUMAN Tubulin alpha chain (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;F5H5D3_HUMAN Tubulin alpha chain OS=Homo sapiens OX=9606 GN=TUBA1C PE=1 SV=1;TBA1C_HUMAN Tubulin alpha-1C chain OS=Homo sapiens OX=9606 GN=TUBA1C PE=1 SV=1;B7Z1K5_HUMAN Tubulin a5 18 1 1 52.6 49.823 79790000 39998000 0 3799500 1904700 0
F6TR53;Q9H7U7;Q53T59;B5MC96;A0A494C0K6;A0A0D9SFN1 HCLS1-binding protein 3 HS1BP3 F6TR53_HUMAN HCLS1 binding protein 3 OS=Homo sapiens OX=9606 GN=HS1BP3 PE=1 SV=1;Q9H7U7_HUMAN cDNA FLJ14249 fis, clone OVARC1001200, weakly similar to Mus musculus HS1 binding protein 3 OS=Homo sapiens OX=9606 PE=2 SV=1;H1BP3_HUMAN HCLS1-binding protein 3 6 4 4 4 24.9 23.6 1.57E+08 93391000 0 14234000 8490100 0
F8VNT9;F8VV56;F8W022;F8VWK8;W6A4U0;P08962 Tetraspanin;CD63 antigenCD63 F8VNT9_HUMAN CD63 molecule (Fragment) OS=Homo sapiens OX=9606 GN=CD63 PE=1 SV=1;F8VV56_HUMAN CD63 molecule OS=Homo sapiens OX=9606 GN=CD63 PE=1 SV=1;F8W022_HUMAN Tetraspanin (Fragment) OS=Homo sapiens OX=9606 GN=CD63 PE=1 SV=1;F8VWK8_HUMAN Tetraspanin (Fra6 2 2 2 13.5 14.265 3.39E+08 48463000 21902000 1.13E+08 16154000 7300600
F8VR84;Q8WYI2;F8VQQ3;Q96CT6;Q9HB07;H3BPH3 UPF0160 protein MYG1, mitochondrialC12orf10;MST024 F8VR84_HUMAN MYG1 exonuclease OS=Homo sapiens OX=9606 GN=MYG1 PE=1 SV=1;Q8WYI2_HUMAN C12orf10 protein OS=Homo sapiens OX=9606 GN=MST024 PE=2 SV=1;F8VQQ3_HUMAN MYG1 exonuclease OS=Homo sapiens OX=9606 GN=MYG1 PE=1 SV=1;Q96CT6_HUMAN C12orf10 protein (Fragmen6 3 3 3 14.1 24.058 71966000 37342000 0 5535800 2872500 0
F8VU51;P49750;H0YI23;B4DMQ9;H0YIQ2;Q8NF45;Q86YA8 YLP motif-containing protein 1YLPM1;FLJ00353 F8VU51_HUMAN YLP motif containing 1 OS=Homo sapiens OX=9606 GN=YLPM1 PE=1 SV=1;YLPM1_HUMAN YLP motif-containing protein 1 OS=Homo sapiens OX=9606 GN=YLPM1 PE=1 SV=4;H0YI23_HUMAN YLP motif containing 1 (Fragment) OS=Homo sapiens OX=9606 GN=YLPM1 PE=1 SV=1;B7 3 3 3 2.5 160.74 22860000 0 20612000 408210 0 368070
Q9UPN1;F8VYE8;F8W0W8;P36873;F8VR82;A0A087WYY5 Serine/threonine-protein phosphatase;Serine/threonine-protein phosphatase PP1-gamma catalytic subunitPPP1CC Q9UPN1_HUMAN Serine/threonine-protein phosphatase (Fragment) OS=Homo sapiens OX=9606 GN=PPP1CC PE=3 SV=1;F8VYE8_HUMAN Serine/threonine-protein phosphatase OS=Homo sapiens OX=9606 GN=PPP1CC PE=1 SV=1;F8W0W8_HUMAN Serine/threonine-protein phosphatase OS=Homo6 10 1 1 41.8 33.773 0 0 0 0 0 0
F8VZC6;P40967;F8VYZ1;F8VZV2;F8W1D1;F8VXH8;H0YIJ2 Melanocyte protein PMEL;M-alpha;M-betaPMEL F8VZC6_HUMAN Premelanosome protein (Fragment) OS=Homo sapiens OX=9606 GN=PMEL PE=1 SV=1;PMEL_HUMAN Melanocyte protein PMEL OS=Homo sapiens OX=9606 GN=PMEL PE=1 SV=2;F8VYZ1_HUMAN Premelanosome protein (Fragment) OS=Homo sapiens OX=9606 GN=PMEL PE=1 SV=1;F8V7 3 3 3 10.1 31.726 1.39E+08 0 0 15395000 0 0
F8W0P7;H0YH81;Q0QEN7;V9HW31;P06576 ATP synthase subunit beta;ATP synthase subunit beta, mitochondrialATP5B;HEL-S-271 F8W0P7_HUMAN ATP synthase F1 subunit beta (Fragment) OS=Homo sapiens OX=9606 GN=ATP5F1B PE=1 SV=2;H0YH81_HUMAN ATP synthase subunit beta (Fragment) OS=Homo sapiens OX=9606 GN=ATP5F1B PE=1 SV=1;Q0QEN7_HUMAN ATP synthase subunit beta (Fragment) OS=Homo sapie5 2 2 2 11.1 28.392 15110000 0 0 888800 0 0
F8W1R7;G3V1V0;P60660;J3KND3;G8JLA2;B7Z6Z4;F8VPF3;G3V1Y7;Q6IBG5;F8VZU9;F8W180;H0YI43;F8W1I5;B4E368;F8VXL3;A0A8Q3SI90Myosin light polypeptide 6MYL6 F8W1R7_HUMAN Myosin light chain 6 OS=Homo sapiens OX=9606 GN=MYL6 PE=1 SV=1;G3V1V0_HUMAN Myosin light chain 6 OS=Homo sapiens OX=9606 GN=MYL6 PE=1 SV=1;MYL6_HUMAN Myosin light polypeptide 6 OS=Homo sapiens OX=9606 GN=MYL6 PE=1 SV=2;J3KND3_HUMAN Myosin ligh16 9 9 7 62.8 16.29 5.86E+09 1504700000 1598600000 5.86E+08 150470000 159860000
F8W1S1;Q7RTS7;Q86Y46;Q3SY84;H0YIG3 Keratin, type II cytoskeletal 74;Keratin, type II cytoskeletal 73;Keratin, type II cytoskeletal 71KRT74;KRT73;KRT71 F8W1S1_HUMAN Keratin 74 OS=Homo sapiens OX=9606 GN=KRT74 PE=1 SV=1;K2C74_HUMAN Keratin, type II cytoskeletal 74 OS=Homo sapiens OX=9606 GN=KRT74 PE=1 SV=2;K2C73_HUMAN Keratin, type II cytoskeletal 73 OS=Homo sapiens OX=9606 GN=KRT73 PE=1 SV=1;K2C71_HUMAN K5 4 1 0 5.3 59.406 76485000 34211000 27867000 2467300 1103600 898930
P62910;F8W727;D3YTB1 60S ribosomal protein L32RPL32 RL32_HUMAN Large ribosomal subunit protein eL32 OS=Homo sapiens OX=9606 GN=RPL32 PE=1 SV=2;F8W727_HUMAN Ribosomal protein L32 OS=Homo sapiens OX=9606 GN=RPL32 PE=1 SV=1;D3YTB1_HUMAN Ribosomal protein L32 (Fragment) OS=Homo sapiens OX=9606 GN=RPL32 PE=1 SV=3 7 7 7 48.9 15.86 2.16E+09 495340000 0 3.09E+08 70762000 0
F8W785;O00461 Golgi integral membrane protein 4GOLIM4 F8W785_HUMAN Golgi integral membrane protein 4 OS=Homo sapiens OX=9606 GN=GOLIM4 PE=1 SV=1;GOLI4_HUMAN Golgi integral membrane protein 4 OS=Homo sapiens OX=9606 GN=GOLIM4 PE=1 SV=12 3 3 3 5.5 78.759 41300000 27022000 0 1086800 711100 0
F8W7C6;X1WI28;X5D2T3;P27635;H7C123;H7C2C5;Q96L21;X5D7P1;B8A6G2;X5D2W5;A6QRI960S ribosomal protein L10;60S ribosomal protein L10-likeRPL10;RPL10L F8W7C6_HUMAN Ribosomal protein L10 OS=Homo sapiens OX=9606 GN=RPL10 PE=1 SV=2;X1WI28_HUMAN Ribosomal protein L10 (Fragment) OS=Homo sapiens OX=9606 GN=RPL10 PE=1 SV=7;X5D2T3_HUMAN Ribosomal protein L10 isoform A (Fragment) OS=Homo sapiens OX=9606 GN=RPL10 11 5 5 5 30.1 18.565 5.22E+08 114990000 0 65214000 14374000 0
F8W8I6;Q59G98;P31483;E5RGV5;C9JTN7;B4E0E5;E7ETC0;A6NKZ9;F8WE16;H7BY49Nucleolysin TIA-1 isoform p40TIA1;TIAL1 F8W8I6_HUMAN TIA1 cytotoxic granule associated RNA binding protein OS=Homo sapiens OX=9606 GN=TIA1 PE=1 SV=1;Q59G98_HUMAN TIA1 protein variant (Fragment) OS=Homo sapiens OX=9606 PE=4 SV=1;TIA1_HUMAN Cytotoxic granule associated RNA binding protein TIA1 OS=10 4 1 1 11.7 42.835 28438000 8983400 0 1895800 598890 0
F8WAE5;Q9BY44;H7C5Q3;C9IZE1;H7C5R5 Eukaryotic translation initiation factor 2A;Eukaryotic translation initiation factor 2A, N-terminally processedEIF2A F8WAE5_HUMAN Eukaryotic translation initiation factor 2A OS=Homo sapiens OX=9606 GN=EIF2A PE=1 SV=1;EIF2A_HUMAN Eukaryotic translation initiation factor 2A OS=Homo sapiens OX=9606 GN=EIF2A PE=1 SV=35 3 3 3 6 64.449 36669000 0 0 1182900 0 0
K7ENK9;K7EKX0;Q6FGG2;J3QRU4;F8WCA0;L7N2F9;Q15836;P63027;F5GZV7;A8K0D3;B4DZX9;B4DJY5;P23763Vesicle-associated membrane protein 3;Vesicle-associated membrane protein 2;Vesicle-associated membrane protein 1VAMP2;VAMP3;VAMP1K7ENK9_HUMAN Vesicle associated membrane protein 2 OS=Homo sapiens OX=9606 GN=VAMP2 PE=3 SV=1;K7EKX0_HUMAN Vesicle associated membrane protein 3 OS=Homo sapiens OX=9606 GN=VAMP3 PE=3 SV=1;Q6FGG2_HUMAN VAMP3 protein OS=Homo sapiens OX=9606 GN=VAMP3 PE=2 SV=13 2 2 2 35.3 7.7752 1.41E+08 25695000 29326000 47089000 8565100 9775400
F8WCF6;P59998;F8WDD7;H7C0A3;A0A0A6YYG9;R4GN08;Q9H7Z5;F8WE39Actin-related protein 2/3 complex subunit 4ARPC4-TTLL3;ARPC4 F8WCF6_HUMAN Actin-related protein 2/3 complex subunit 4 OS=Homo sapiens OX=9606 GN=ARPC4-TTLL3 PE=3 SV=1;ARPC4_HUMAN Actin-related protein 2/3 complex subunit 4 OS=Homo sapiens OX=9606 GN=ARPC4 PE=1 SV=3;F8WDD7_HUMAN Actin related protein 2/3 complex subu8 4 4 4 19.9 21.058 4.31E+08 145290000 0 43147000 14529000 0
H7C072;F8WCP5;Q13769 THO complex subunit 5 homologTHOC5 H7C072_HUMAN THO complex subunit 5 (Fragment) OS=Homo sapiens OX=9606 GN=THOC5 PE=1 SV=8;F8WCP5_HUMAN THO complex subunit 5 OS=Homo sapiens OX=9606 GN=THOC5 PE=1 SV=1;THOC5_HUMAN THO complex subunit 5 homolog OS=Homo sapiens OX=9606 GN=THOC5 PE=1 SV=23 1 1 1 11.5 30.143 0 0 0 0 0 0
P09496;F8WF69;C9J8P9 Clathrin light chain A CLTA CLCA_HUMAN Clathrin light chain A OS=Homo sapiens OX=9606 GN=CLTA PE=1 SV=1;F8WF69_HUMAN Clathrin light chain OS=Homo sapiens OX=9606 GN=CLTA PE=1 SV=13 4 4 4 13.3 27.076 9.61E+08 419610000 9984400 1.37E+08 59945000 1426300
F8WJN3;Q16630;A0A2P1M905;A0A2P1M8Z1;B4DSU9;F8W084;A0A3B3ISW1Cleavage and polyadenylation specificity factor subunit 6CPSF6 F8WJN3_HUMAN Cleavage and polyadenylation specificity factor subunit 6 OS=Homo sapiens OX=9606 GN=CPSF6 PE=1 SV=1;CPSF6_HUMAN Cleavage and polyadenylation specificity factor subunit 6 OS=Homo sapiens OX=9606 GN=CPSF6 PE=1 SV=27 12 12 12 31 52.269 1.27E+09 272920000 169590000 84541000 18194000 11306000
Q0QEW2;G3V203;H0YHA7;J3QQ67;Q07020;F8VUA6;F8VYV2;B4DDY5;A0A075B7A060S ribosomal protein L18RPL18 Q0QEW2_HUMAN Ribosomal protein L18 (Fragment) OS=Homo sapiens OX=9606 GN=RPL18 PE=2 SV=1;G3V203_HUMAN Ribosomal protein L18 OS=Homo sapiens OX=9606 GN=RPL18 PE=1 SV=1;H0YHA7_HUMAN Ribosomal protein L18 (Fragment) OS=Homo sapiens OX=9606 GN=RPL18 PE=1 SV=1;9 5 5 5 35.4 18.732 1.81E+09 395250000 62899000 3.01E+08 65874000 10483000
G3V2T6;Q9H6D7 HAUS augmin-like complex subunit 4HAUS4 G3V2T6_HUMAN HAUS augmin-like complex subunit 4 (Fragment) OS=Homo sapiens OX=9606 PE=4 SV=2;HAUS4_HUMAN HAUS augmin-like complex subunit 4 OS=Homo sapiens OX=9606 GN=HAUS4 PE=1 SV=12 1 1 1 7.3 22.553 0 0 0 0 0 0
Q6I9S2;G3V3A4;Q13573;Q0D2M5;Q6P151;G3V4X8;B7Z9X2;B4DY36;B4DEG7;G3V5R3;Q9ULA6SNW domain-containing protein 1SNW1 Q6I9S2_HUMAN SNW domain-containing protein 1 OS=Homo sapiens OX=9606 GN=SNW1 PE=2 SV=1;G3V3A4_HUMAN SNW domain-containing protein 1 OS=Homo sapiens OX=9606 GN=SNW1 PE=1 SV=1;SNW1_HUMAN SNW domain-containing protein 1 OS=Homo sapiens OX=9606 GN=SNW1 PE=1 SV11 4 4 4 8.2 61.449 2.94E+08 107690000 54352000 11747000 4307700 2174100
G3V3W9;O95433 Activator of 90 kDa heat shock protein ATPase homolog 1AHSA1 G3V3W9_HUMAN Activator of HSP90 ATPase activity 1 OS=Homo sapiens OX=9606 GN=AHSA1 PE=1 SV=1;AHSA1_HUMAN Activator of 90 kDa heat shock protein ATPase homolog 1 OS=Homo sapiens OX=9606 GN=AHSA1 PE=1 SV=12 2 2 2 23 11.62 50806000 23848000 0 7258000 3406800 0
M0QYG8;M0R1D2;M0R0C1;M0QYJ8;Q8TDZ6;G3V4P8;P60983;O60234Glia maturation factor beta;Glia maturation factor gammaGMFG;GMFB M0QYG8_HUMAN Glia maturation factor gamma OS=Homo sapiens OX=9606 GN=GMFG PE=1 SV=1;M0R1D2_HUMAN Glia maturation factor OS=Homo sapiens OX=9606 GN=GMFG PE=1 SV=1;M0R0C1_HUMAN Glia maturation factor OS=Homo sapiens OX=9606 GN=GMFG PE=1 SV=1;M0QYJ8_HUMAN Gli8 1 1 1 9.7 10.99 1.83E+08 76090000 0 26108000 10870000 0
G3V5E4;Q96EK6;G3V4W4 Glucosamine 6-phosphate N-acetyltransferaseGNPNAT1 G3V5E4_HUMAN Glucosamine 6-phosphate N-acetyltransferase OS=Homo sapiens OX=9606 GN=GNPNAT1 PE=1 SV=1;GNA1_HUMAN Glucosamine 6-phosphate N-acetyltransferase OS=Homo sapiens OX=9606 GN=GNPNAT1 PE=1 SV=1;G3V4W4_HUMAN Glucosamine 6-phosphate N-acetyltransfera3 2 2 2 22.1 12.976 25992000 11385000 0 4331900 1897400 0
V9HWH6;Q8N7G1;G3V5M2;P00491;G3V2H3;Q9P1G4;A0A8V8TL37Purine nucleoside phosphorylaseHEL-S-156an;PNP V9HWH6_HUMAN Purine nucleoside phosphorylase OS=Homo sapiens OX=9606 GN=HEL-S-156an PE=2 SV=1;Q8N7G1_HUMAN Purine nucleoside phosphorylase OS=Homo sapiens OX=9606 PE=2 SV=1;G3V5M2_HUMAN Purine nucleoside phosphorylase OS=Homo sapiens OX=9606 GN=PNP PE=1 SV7 4 4 4 20.4 32.118 84553000 3187800 0 4697400 177100 0
G3V5T9;P24941;E7ESI2;B4DDL9;G3V317;Q00526 Cyclin-dependent kinase 2CDK2 G3V5T9_HUMAN Cyclin dependent kinase 2 OS=Homo sapiens OX=9606 GN=CDK2 PE=1 SV=1;CDK2_HUMAN Cyclin-dependent kinase 2 OS=Homo sapiens OX=9606 GN=CDK2 PE=1 SV=2;E7ESI2_HUMAN Cyclin dependent kinase 2 OS=Homo sapiens OX=9606 GN=CDK2 PE=1 SV=1;B4DDL9_HUMAN cD6 5 4 4 16.2 39.178 1.63E+08 61970000 0 8594100 3261600 0
G3V5V3;O60524;G3V547;G3V4D9 Nuclear export mediator factor NEMFNEMF G3V5V3_HUMAN Nuclear export mediator factor (Fragment) OS=Homo sapiens OX=9606 GN=NEMF PE=1 SV=8;NEMF_HUMAN Ribosome quality control complex subunit NEMF OS=Homo sapiens OX=9606 GN=NEMF PE=1 SV=44 4 4 4 3.9 113.95 53662000 0 38032000 1118000 0 792320
Q92879;G5EA30;E9PQK4;E9PSH0;E9PKU1;E9PKA1;F5H0D8;F5H4Y5;B2RA86;A0A1B0GUN8;E9PC62;A0A1B0GU44;B4DS31;A0A0J9YX66;B4DT00;Q5VZZ6;B4DDE7;V9GYD9;B4DIB6;B4DSZ2;A0A0J9YXJ0;O95319CUGBP Elav-like family member 1CELF1 CELF1_HUMAN CUGBP Elav-like family member 1 OS=Homo sapiens OX=9606 GN=CELF1 PE=1 SV=2;G5EA30_HUMAN CUG triplet repeat, RNA binding protein 1, isoform CRA_c OS=Homo sapiens OX=9606 GN=CELF1 PE=1 SV=1;E9PQK4_HUMAN CUGBP Elav-like family member 1 (Fragment) 22 6 6 6 13.4 52.063 2.9E+08 22071000 0 18106000 1379400 0
G8JLD3;X6RLX0;Q8IUD2;K7EPD6;B4DG07;X6RM00;A0A8I5KT07;A0A8I5KS52;K7EPP6;K7EKH8;A0A8J9C065ELKS/Rab6-interacting/CAST family member 1ERC1 G8JLD3_HUMAN ELKS/RAB6-interacting/CAST family member 1 OS=Homo sapiens OX=9606 GN=ERC1 PE=1 SV=1;X6RLX0_HUMAN ELKS/RAB6-interacting/CAST family member 1 OS=Homo sapiens OX=9606 GN=ERC1 PE=1 SV=1;RB6I2_HUMAN ELKS/Rab6-interacting/CAST family member 1 OS=Ho11 3 3 3 2.9 124.82 37273000 19199000 2250600 677700 349070 40920
H0UI80;X6RLT1;Q8IXH7 Negative elongation factor C/DTH1L;NELFCD H0UI80_HUMAN Negative elongation factor complex member C/D OS=Homo sapiens OX=9606 GN=NELFCD PE=1 SV=1;X6RLT1_HUMAN Negative elongation factor complex member C/D (Fragment) OS=Homo sapiens OX=9606 GN=NELFCD PE=1 SV=1;NELFD_HUMAN Negative elongation factor 3 2 2 2 3.2 67.346 66838000 23700000 18930000 2784900 987500 788740
H0Y2V6;Q5SW79;A6H8X9;B2RTS4;B4DL23;H0Y4T4;Q6AZE1;B3KME6;E5RGW7;E5RG47;E7EWM2;E7EMW0;B4DS35;Q96L14Centrosomal protein of 170 kDaCEP170 H0Y2V6_HUMAN Centrosomal protein 170 (Fragment) OS=Homo sapiens OX=9606 GN=CEP170 PE=1 SV=1;CE170_HUMAN Centrosomal protein of 170 kDa OS=Homo sapiens OX=9606 GN=CEP170 PE=1 SV=1;A6H8X9_HUMAN Centrosomal protein 170kDa OS=Homo sapiens OX=9606 GN=CEP170 PE=14 6 6 6 4.9 171.97 1.7E+08 52526000 39883000 2098200 648460 492380
H0Y2Y8;Q15942;Q96AF9;B4DQR8;Q28617;B4DY85;Q9BUS0;C9IZ41;H7C3D3Zyxin ZYX H0Y2Y8_HUMAN Zyxin (Fragment) OS=Homo sapiens OX=9606 GN=ZYX PE=1 SV=1;ZYX_HUMAN Zyxin OS=Homo sapiens OX=9606 GN=ZYX PE=1 SV=1;Q96AF9_HUMAN ZYX protein (Fragment) OS=Homo sapiens OX=9606 GN=ZYX PE=2 SV=2;B4DQR8_HUMAN cDNA FLJ53160, highly similar to Zyxin9 5 5 5 16.5 57.643 1.54E+08 63570000 0 6982700 2889500 0
H0Y5B4;H7BZ11;J3KQN4;P83881;H7BY91;H0Y3V9 60S ribosomal protein L36aRPL36A;RPL36A-HNRNPH2H0Y5B4_HUMAN Ribosomal protein L36a OS=Homo sapiens OX=9606 GN=RPL36A PE=3 SV=2;H7BZ11_HUMAN RPL36A-HNRNPH2 readthrough OS=Homo sapiens OX=9606 GN=RPL36A-HNRNPH2 PE=3 SV=2;J3KQN4_HUMAN Ribosomal protein L36a OS=Homo sapiens OX=9606 GN=RPL36A PE=1 SV=1;RL366 4 1 1 23.2 13.228 4.72E+08 172340000 10710000 94420000 34468000 2142000
H0Y614;P61960 Ubiquitin-fold modifier 1 UFM1 H0Y614_HUMAN Ubiquitin-fold modifier 1 (Fragment) OS=Homo sapiens OX=9606 GN=UFM1 PE=1 SV=1;UFM1_HUMAN Ubiquitin-fold modifier 1 OS=Homo sapiens OX=9606 GN=UFM1 PE=1 SV=12 1 1 1 18.5 8.5507 93049000 43048000 0 18610000 8609600 0
H0Y8P4 UTP15 H0Y8P4_HUMAN U3 small nucleolar RNA-associated protein 15 homolog (Fragment) OS=Homo sapiens OX=9606 GN=UTP15 PE=1 SV=11 1 1 1 2.6 61.32 0 0 0 0 0 0
X5D7T7;H0Y8U5;X5D8Y5;Q4KMQ8;Q13363;Q9NSY3;E9PGB1;E7EUB3;E7ESU7;D6RAX2;H0Y9M9;H0Y8W7C-terminal-binding protein 1CTBP1;DKFZp434B0914X5D7T7_HUMAN C-terminal binding protein 1 isoform D OS=Homo sapiens OX=9606 GN=CTBP1 PE=2 SV=1;H0Y8U5_HUMAN C-terminal binding protein 1 OS=Homo sapiens OX=9606 GN=CTBP1 PE=1 SV=2;X5D8Y5_HUMAN C-terminal binding protein 1 isoform C (Fragment) OS=Homo sapie12 4 4 2 14.6 36.046 1.66E+08 32979000 0 8322300 1648900 0
J3KN01;H0Y8U8;G1UI22;A8MQ02;A0A1P7ZIN0;A0A804HJ20;P55196;Q5TIG5;H0Y948;H0Y8L4;Q96C95;H0Y7R8;H0Y9I0;H0YA98Afadin MLLT4 J3KN01_HUMAN Afadin, adherens junction formation factor OS=Homo sapiens OX=9606 GN=AFDN PE=1 SV=2;H0Y8U8_HUMAN Afadin, adherens junction formation factor OS=Homo sapiens OX=9606 GN=AFDN PE=1 SV=3;G1UI22_HUMAN Afadin OS=Homo sapiens OX=9606 GN=MLLT4 PE=2 SV14 8 8 8 5.9 205.64 1.85E+08 31924000 42656000 2032100 350820 468750
H0Y8X4;O43598 2-deoxynucleoside 5-phosphate N-hydrolase 1DNPH1 H0Y8X4_HUMAN 2-deoxynucleoside 5-phosphate N-hydrolase 1 (Fragment) OS=Homo sapiens OX=9606 GN=DNPH1 PE=1 SV=1;DNPH1_HUMAN 2-deoxynucleoside 5-phosphate N-hydrolase 1 OS=Homo sapiens OX=9606 GN=DNPH1 PE=1 SV=12 2 2 2 9.9 25.868 4.87E+08 345220000 5728600 40586000 28769000 477380
H0YA96 HNRNPD H0YA96_HUMAN Heterogeneous nuclear ribonucleoprotein D (Fragment) OS=Homo sapiens OX=9606 GN=HNRNPD PE=1 SV=1 1 13 1 1 59.5 23.811 1.19E+08 35133000 3423400 9903100 2927700 285280
H0YE28;Q8IZQ5 Selenoprotein H C11orf31;SELH H0YE28_HUMAN Selenoprotein H (Fragment) OS=Homo sapiens OX=9606 GN=SELENOH PE=1 SV=1;SELH_HUMAN Selenoprotein H OS=Homo sapiens OX=9606 GN=SELENOH PE=1 SV=22 2 2 2 20.2 10.331 70374000 7232600 0 14075000 1446500 0
H0YEB6;O60232;E9PK41;H0YEK1;G3V1B8 Sjoegren syndrome/scleroderma autoantigen 1SSSCA1 H0YEB6_HUMAN Zinc ribbon domain containing 2 (Fragment) OS=Homo sapiens OX=9606 GN=ZNRD2 PE=1 SV=1;ZNRD2_HUMAN Protein ZNRD2 OS=Homo sapiens OX=9606 GN=ZNRD2 PE=1 SV=1;E9PK41_HUMAN Zinc ribbon domain containing 2 OS=Homo sapiens OX=9606 GN=ZNRD2 PE=1 SV=1;5 2 2 2 11.9 20.916 58785000 39238000 0 4898700 3269800 0
H0YEE1;Q9UID3 Vacuolar protein sorting-associated protein 51 homologVPS51 H0YEE1_HUMAN Vacuolar protein sorting-associated protein 51 homolog (Fragment) OS=Homo sapiens OX=9606 GN=VPS51 PE=1 SV=1;VPS51_HUMAN Vacuolar protein sorting-associated protein 51 homolog OS=Homo sapiens OX=9606 GN=VPS51 PE=1 SV=22 1 1 1 9 22.186 0 0 0 0 0 0
Q567R9;H0YHG0;P82979;F8VZQ9;A4D286 SAP domain-containing ribonucleoproteinCIP29;SARNP Q567R9_HUMAN CIP29 protein OS=Homo sapiens OX=9606 GN=CIP29 PE=2 SV=1;H0YHG0_HUMAN DnaJ homolog subfamily C member 14 (Fragment) OS=Homo sapiens OX=9606 PE=1 SV=1;SARNP_HUMAN SAP domain-containing ribonucleoprotein OS=Homo sapiens OX=9606 GN=SARNP PE=1 SV=5 5 5 5 41.3 16.83 5.79E+08 247350000 2727500 57914000 24735000 272750
H0YII4;H0YI90;Q5TDH0 Protein DDI1 homolog 2 DDI2 H0YII4_HUMAN DNA damage inducible 1 homolog 2 (Fragment) OS=Homo sapiens OX=9606 GN=DDI2 PE=1 SV=1;H0YI90_HUMAN DNA damage inducible 1 homolog 2 (Fragment) OS=Homo sapiens OX=9606 GN=DDI2 PE=1 SV=1;DDI2_HUMAN Protein DDI1 homolog 2 OS=Homo sapiens OX=9606 3 1 1 1 9.1 11.255 14538000 0 0 2907600 0 0
H0YJ66;Q659E8;Q9Y394 Dehydrogenase/reductase SDR family member 7DHRS7;DKFZp564H1664H0YJ66_HUMAN Dehydrogenase/reductase 7 (Fragment) OS=Homo sapiens OX=9606 GN=DHRS7 PE=1 SV=1;Q659E8_HUMAN Uncharacterized protein DKFZp564H1664 OS=Homo sapiens OX=9606 GN=DKFZp564H1664 PE=2 SV=1;DHRS7_HUMAN Dehydrogenase/reductase SDR family member 7 OS=Ho3 1 1 1 3.3 44.68 0 0 0 0 0 0
H0YK42;Q59GU6;Q53GY8;Q13596;Q53GG3;B3KN57;B3KML1;Q53HL9;O60749Sorting nexin-1;Sorting nexin-2SNX1;SNX2 H0YK42_HUMAN Sorting nexin 1 OS=Homo sapiens OX=9606 GN=SNX1 PE=1 SV=1;Q59GU6_HUMAN Sorting nexin 1 isoform a variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;Q53GY8_HUMAN Sorting nexin-1 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;SNX1_HUMAN Sorting 9 2 2 2 7.9 35.592 38563000 0 0 2570900 0 0
H0YKU1;H0YNJ8;Q5HYL6;Q9NYL9 Tropomodulin-3 TMOD3;DKFZp686E1899H0YKU1_HUMAN Tropomodulin 3 (Fragment) OS=Homo sapiens OX=9606 GN=TMOD3 PE=1 SV=1;H0YNJ8_HUMAN Tropomodulin 3 OS=Homo sapiens OX=9606 GN=TMOD3 PE=1 SV=1;Q5HYL6_HUMAN Uncharacterized protein DKFZp686E1899 OS=Homo sapiens OX=9606 GN=DKFZp686E1899 PE=2 SV=1;T4 4 4 4 25.7 20.79 1.14E+08 64343000 4330400 9461800 5361900 360860
H0YL35 ICE2 H0YL35_HUMAN Interactor of little elongation complex ELL subunit 2 (Fragment) OS=Homo sapiens OX=9606 GN=ICE2 PE=1 SV=1 1 1 1 1 11 16.476 0 0 0 0 0 0
H0YMZ1;H0YL69;P25789;H0YMI6;H0YMA1;H0YN18;B2RDG0;H0YKT8;H0YKS0;H0YLC2;H0YLS6;H0YMV3Proteasome subunit alpha type;Proteasome subunit alpha type-4;Proteasome subunit beta typePSMA4 H0YMZ1_HUMAN Proteasome subunit alpha type (Fragment) OS=Homo sapiens OX=9606 GN=PSMA4 PE=1 SV=8;H0YL69_HUMAN Proteasome subunit alpha type (Fragment) OS=Homo sapiens OX=9606 GN=PSMA4 PE=1 SV=1;PSA4_HUMAN Proteasome subunit alpha type-4 OS=Homo sapiens OX=12 6 6 6 27.3 24.526 8.59E+08 485070000 5203200 78082000 44097000 473020
H0YMA0;Q53G61;Q53G21;P09661;H0YLR3;H0YKK0;Q6NVW9 U2 small nuclear ribonucleoprotein ASNRPA1 H0YMA0_HUMAN Small nuclear ribonucleoprotein polypeptide A (Fragment) OS=Homo sapiens OX=9606 GN=SNRPA1 PE=1 SV=1;Q53G61_HUMAN Small nuclear ribonucleoprotein polypeptide A variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;Q53G21_HUMAN Small nuclear r7 3 3 3 22.5 15.839 94779000 28082000 15178000 13540000 4011700 2168200
H0YMF9;H0YN81;Q9GZS3;B4E387;H0YM76;H0YL19 WD repeat-containing protein 61;WD repeat-containing protein 61, N-terminally processedWDR61 H0YMF9_HUMAN SKI8 subunit of superkiller complex OS=Homo sapiens OX=9606 GN=SKIC8 PE=1 SV=1;H0YN81_HUMAN SKI8 subunit of superkiller complex (Fragment) OS=Homo sapiens OX=9606 GN=SKIC8 PE=1 SV=1;SKI8_HUMAN Superkiller complex protein 8 OS=Homo sapiens OX=96 3 3 3 19 20.743 1.3E+08 37392000 14933000 12959000 3739200 1493300
H0YNW5;P33316;H0YMM5;A0A0C4DGL3;H0YNJ9;H0YKC5;H0YKI0;H0YMP1Deoxyuridine 5-triphosphate nucleotidohydrolase, mitochondrialDUT H0YNW5_HUMAN Deoxyuridine 5-triphosphate nucleotidohydrolase OS=Homo sapiens OX=9606 GN=DUT PE=1 SV=1;DUT_HUMAN Deoxyuridine 5-triphosphate nucleotidohydrolase, mitochondrial OS=Homo sapiens OX=9606 GN=DUT PE=1 SV=4;H0YMM5_HUMAN Deoxyuridine 5-triphosph8 4 4 4 29.3 17.827 3.69E+08 99281000 0 36912000 9928100 0
H3BLU7;V9HWA2;O43488 Aflatoxin B1 aldehyde reductase member 2AKR7A2;HEL-S-166mPH3BLU7_HUMAN Aldo-keto reductase family 7 member A2 (Fragment) OS=Homo sapiens OX=9606 GN=AKR7A2 PE=1 SV=1;V9HWA2_HUMAN Aldo-keto reductase family 7, member A2 (Aflatoxin aldehyde reductase) OS=Homo sapiens OX=9606 GN=HEL-S-166mP PE=2 SV=1;ARK72_HUMAN Afla3 1 1 1 3.5 34.684 17996000 10360000 0 1384300 796950 0
H3BMD5;H3BMC7;Q96H22 Centromere protein N CENPN H3BMD5_HUMAN Centromere protein N OS=Homo sapiens OX=9606 GN=CENPN PE=1 SV=1;H3BMC7_HUMAN Centromere protein N (Fragment) OS=Homo sapiens OX=9606 GN=CENPN PE=1 SV=1;CENPN_HUMAN Centromere protein N OS=Homo sapiens OX=9606 GN=CENPN PE=1 SV=23 1 1 1 14.5 8.8593 0 0 0 0 0 0
H3BMD8;P56211;H3BQ52;H3BTD3 cAMP-regulated phosphoprotein 19ARPP19 H3BMD8_HUMAN cAMP regulated phosphoprotein 19 OS=Homo sapiens OX=9606 GN=ARPP19 PE=1 SV=1;ARP19_HUMAN cAMP-regulated phosphoprotein 19 OS=Homo sapiens OX=9606 GN=ARPP19 PE=1 SV=2;H3BQ52_HUMAN cAMP regulated phosphoprotein 19 OS=Homo sapiens OX=9606 GN=ARPP4 5 5 4 45 14.484 2.22E+08 105540000 0 27771000 13192000 0
H3BTP8;H3BSY6;H3BP64;H3BUL4;H3BMX9;Q9GZU8;H3BPH9;H3BPF9;H3BN22;Q6P4H7;H3BSF0;H3BQQ6;H3BTI2;H3BNK9;H3BU93Protein FAM192A FAM192A;NIP30 H3BTP8_HUMAN Proteasome activator subunit 3 interacting protein 1 (Fragment) OS=Homo sapiens OX=9606 GN=PSME3IP1 PE=1 SV=1;H3BSY6_HUMAN Proteasome activator subunit 3 interacting protein 1 (Fragment) OS=Homo sapiens OX=9606 GN=PSME3IP1 PE=1 SV=1;H3BP64_HUM15 2 2 1 13.8 16.025 1.1E+08 42162000 0 15660000 6023100 0
H3BUQ9;H3BN50;H3BQS0;Q6NTG0;Q15599 Na(+)/H(+) exchange regulatory cofactor NHE-RF2SLC9A3R2 H3BUQ9_HUMAN SLC9A3 regulator 2 (Fragment) OS=Homo sapiens OX=9606 GN=NHERF2 PE=1 SV=1;H3BN50_HUMAN SLC9A3 regulator 2 (Fragment) OS=Homo sapiens OX=9606 GN=NHERF2 PE=1 SV=1;H3BQS0_HUMAN SLC9A3 regulator 2 OS=Homo sapiens OX=9606 GN=NHERF2 PE=1 SV=1;Q6NTG05 1 1 1 7.8 17.803 9649200 0 0 1206100 0 0
H3BN98;H3BPJ2;B7Z6R9;Q15041;A8K522 H3BN98_HUMAN 40S ribosomal protein S15a (Fragment) OS=Homo sapiens OX=9606 PE=3 SV=2 5 7 2 2 24.1 27.168 3.05E+08 141360000 0 33871000 15706000 0
H3BNC9;P08708;H0YN88;A0A075B716;H0YN73;A4D1Q6;A0A0J9YYC440S ribosomal protein S17RPS17 H3BNC9_HUMAN Small ribosomal subunit protein eS17 OS=Homo sapiens OX=9606 PE=3 SV=2;RS17_HUMAN Small ribosomal subunit protein eS17 OS=Homo sapiens OX=9606 GN=RPS17 PE=1 SV=2;H0YN88_HUMAN Small ribosomal subunit protein eS17 OS=Homo sapiens OX=9606 GN=RPS17 4 4 4 8.9 64.532 3.77E+09 823520000 334920000 1.51E+08 32941000 13397000
H3BNI4 ATP6V0C H3BNI4_HUMAN V-type proton ATPase proteolipid subunit OS=Homo sapiens OX=9606 GN=ATP6V0C PE=1 SV=1 1 1 1 1 8.9 11.602 11458000 11458000 0 5729000 5729000 0
P19784;H3BNI9;H3BSA1 Casein kinase II subunit alphaCSNK2A2 CSK22_HUMAN Casein kinase II subunit alpha OS=Homo sapiens OX=9606 GN=CSNK2A2 PE=1 SV=1;H3BNI9_HUMAN Casein kinase 2 alpha 2 OS=Homo sapiens OX=9606 GN=CSNK2A2 PE=1 SV=2;H3BSA1_HUMAN Casein kinase 2 alpha 2 (Fragment) OS=Homo sapiens OX=9606 GN=CSNK2A2 PE3 3 3 3 11.4 41.213 45067000 0 0 2372000 0 0
H3BPG6;Q86UK7 Zinc finger protein 598 ZNF598 H3BPG6_HUMAN RING-type E3 ubiquitin transferase OS=Homo sapiens OX=9606 GN=ZNF598 PE=1 SV=1;ZN598_HUMAN E3 ubiquitin-protein ligase ZNF598 OS=Homo sapiens OX=9606 GN=ZNF598 PE=1 SV=12 1 1 1 1.3 98.786 18791000 0 5254000 427060 0 119410
H3BQ53;Q9BQ70;H3BTU3;H3BSS3;Q9H384;H3BS87;H3BRP4;H3BMJ8;Q9H7D3;H3BSP8Transcription factor 25 TCF25 H3BQ53_HUMAN Transcription factor 25 (Fragment) OS=Homo sapiens OX=9606 GN=TCF25 PE=1 SV=1;TCF25_HUMAN Ribosome quality control complex subunit TCF25 OS=Homo sapiens OX=9606 GN=TCF25 PE=1 SV=1;H3BTU3_HUMAN Transcription factor 25 (Fragment) OS=Homo sapiens10 3 3 3 6.3 64.732 41175000 0 3134400 1647000 0 125370
H3BQF1;P07741;Q12898;H3BSW3;H3BQZ9;H3BQB1 Adenine phosphoribosyltransferaseAPRT H3BQF1_HUMAN Adenine phosphoribosyltransferase (Fragment) OS=Homo sapiens OX=9606 GN=APRT PE=1 SV=8;APT_HUMAN Adenine phosphoribosyltransferase OS=Homo sapiens OX=9606 GN=APRT PE=1 SV=2;Q12898_HUMAN Adenine phosphoribosyltransferase (Fragment) OS=Homo sapi6 2 2 2 14.2 16.323 1.48E+08 24191000 0 13438000 2199200 0
H3BT71;P38159;H3BR27;H0Y6E7;H3BNC1;A0A1B0GUK8;Q2VIN3;A8K8A6;Q96E39;O75526;B4E352RNA-binding motif protein, X chromosome;RNA-binding motif protein, X chromosome, N-terminally processedRBMX H3BT71_HUMAN RNA binding motif protein X-linked OS=Homo sapiens OX=9606 GN=RBMX PE=1 SV=1;RBMX_HUMAN RNA-binding motif protein, X chromosome OS=Homo sapiens OX=9606 GN=RBMX PE=1 SV=3;H3BR27_HUMAN RNA binding motif protein X-linked OS=Homo sapiens OX=9606 G11 5 5 5 16.9 32.197 2.43E+08 57944000 39823000 13513000 3219100 2212400
H3BV23;H3BUV9;Q96S82 Ubiquitin-like protein 7 UBL7 H3BV23_HUMAN Ubiquitin like 7 (Fragment) OS=Homo sapiens OX=9606 GN=UBL7 PE=1 SV=1;H3BUV9_HUMAN Ubiquitin like 7 (Fragment) OS=Homo sapiens OX=9606 GN=UBL7 PE=1 SV=8;UBL7_HUMAN Ubiquitin-like protein 7 OS=Homo sapiens OX=9606 GN=UBL7 PE=1 SV=23 1 1 1 6.2 18.169 8445700 0 0 938410 0 0
H3BV90;Q6FI81;H3BT65;H3BQ23;H3BUG4;B4DHB9;H3BPG7 Anamorsin CIAPIN1 H3BV90_HUMAN Cytokine induced apoptosis inhibitor 1 OS=Homo sapiens OX=9606 GN=CIAPIN1 PE=1 SV=1;CPIN1_HUMAN Anamorsin OS=Homo sapiens OX=9606 GN=CIAPIN1 PE=1 SV=2;H3BT65_HUMAN Cytokine induced apoptosis inhibitor 1 OS=Homo sapiens OX=9606 GN=CIAPIN1 PE=1 7 4 4 4 19.5 26.446 2.02E+08 56142000 33867000 12618000 3508900 2116700
H6VRG0;H6VRF8;H6VRG1;P04264;H6VRG3;H6VRF9;F8VP67;Q147W7Keratin, type II cytoskeletal 1KRT1 H6VRG0_HUMAN Keratin, type II cytoskeletal 1 OS=Homo sapiens OX=9606 GN=KRT1 PE=3 SV=1;H6VRF8_HUMAN Keratin, type II cytoskeletal 1 OS=Homo sapiens OX=9606 GN=KRT1 PE=3 SV=1;H6VRG1_HUMAN Keratin, type II cytoskeletal 1 OS=Homo sapiens OX=9606 GN=KRT1 PE=1 8 54 54 2 71.4 65.969 1.95E+11 84843000000 71461000000 6.29E+09 2736900000 2305200000
H6VRG2 KRT1 H6VRG2_HUMAN Keratin, type II cytoskeletal 1 OS=Homo sapiens OX=9606 GN=KRT1 PE=3 SV=1 1 53 1 0 71.4 66.065 1.01E+09 780390000 193600000 32721000 25174000 6245200
H7BZH6;Q53FA7 Quinone oxidoreductase PIG3TP53I3 H7BZH6_HUMAN Tumor protein p53 inducible protein 3 (Fragment) OS=Homo sapiens OX=9606 GN=TP53I3 PE=1 SV=1;QORX_HUMAN Quinone oxidoreductase PIG3 OS=Homo sapiens OX=9606 GN=TP53I3 PE=1 SV=22 1 1 1 3.7 22.654 2.41E+08 74395000 0 34405000 10628000 0
H7BZR7;Q53SE4;Q16760 Diacylglycerol kinase;Diacylglycerol kinase deltaDGKD H7BZR7_HUMAN Diacylglycerol kinase delta (Fragment) OS=Homo sapiens OX=9606 GN=DGKD PE=1 SV=1;Q53SE4_HUMAN Diacylglycerol kinase (Fragment) OS=Homo sapiens OX=9606 GN=DGKD PE=3 SV=1;DGKD_HUMAN Diacylglycerol kinase delta OS=Homo sapiens OX=9606 GN=DGKD PE=3 1 1 1 2.4 49.216 0 0 0 0 0 0
H7C2B1;Q9UMY1 Nucleolar protein 7 NOL7 H7C2B1_HUMAN Nucleolar protein 7 (Fragment) OS=Homo sapiens OX=9606 GN=NOL7 PE=1 SV=1;NOL7_HUMAN Nucleolar protein 7 OS=Homo sapiens OX=9606 GN=NOL7 PE=1 SV=22 2 2 2 18.1 9.6631 19158000 4064400 0 4789500 1016100 0
H7C331;Q96C92 Serologically defined colon cancer antigen 3SDCCAG3 H7C331_HUMAN Endosome-associated-trafficking regulator 1 (Fragment) OS=Homo sapiens OX=9606 GN=ENTR1 PE=1 SV=1;ENTR1_HUMAN Endosome-associated-trafficking regulator 1 OS=Homo sapiens OX=9606 GN=ENTR1 PE=1 SV=32 1 1 1 6.6 18.875 27160000 0 0 3017800 0 0
H9ZYJ2;P10599 Thioredoxin TXN H9ZYJ2_HUMAN Thioredoxin OS=Homo sapiens OX=9606 GN=TXN PE=2 SV=1;THIO_HUMAN Thioredoxin OS=Homo sapiens OX=9606 GN=TXN PE=1 SV=32 6 6 6 48.6 11.737 5.29E+09 2050900000 86996000 7.55E+08 292990000 12428000
I0B0K3;I0B0K4;I0B0K5;I0B0K6;I0B0K7;I0B0K8;P20930;Q05331;Q4JFL9;Q16824;Q01212Filaggrin FLG I0B0K3_HUMAN Truncated profilaggrin OS=Homo sapiens OX=9606 GN=FLG PE=4 SV=1;I0B0K4_HUMAN Truncated profilaggrin OS=Homo sapiens OX=9606 GN=FLG PE=4 SV=1;I0B0K5_HUMAN Truncated profilaggrin OS=Homo sapiens OX=9606 GN=FLG PE=4 SV=1;I0B0K6_HUMAN Truncated pr11 3 3 3 3.6 91.099 1.13E+08 50893000 38959000 2566200 1156700 885440
I0CE67;Q6I9R8;Q2TSB7;Q2XQU9;Q14192;Q53QP3;Q53T40 Four and a half LIM domains protein 2FHL2;AAG11 I0CE67_HUMAN Four-and-a-half LIM domains 2 OS=Homo sapiens OX=9606 GN=FHL2 PE=2 SV=1;Q6I9R8_HUMAN FHL2 protein OS=Homo sapiens OX=9606 GN=FHL2 PE=2 SV=1;Q2TSB7_HUMAN Aging-associated gene 11 OS=Homo sapiens OX=9606 GN=AAG11 PE=2 SV=1;Q2XQU9_HUMAN FHL2 isof7 2 2 2 9.7 30.949 12491000 7621200 4870000 693960 423400 270550
Q6Y7W6;I1E4Y6;A0A7I2V516;A0A7I2V3H0;A0A7I2V361;A0A7I2V3H7;E7ESB6;B4DZM1;C9JHW1;B4DRT8;F8WCD5;B4DLU7;C9JRZ2;C9JHT0;C9J0V6;C9JXQ0;C9JPV7;C9JW88PERQ amino acid-rich with GYF domain-containing protein 2GIGYF2 GGYF2_HUMAN GRB10-interacting GYF protein 2 OS=Homo sapiens OX=9606 GN=GIGYF2 PE=1 SV=1;I1E4Y6_HUMAN GRB10 interacting GYF protein 2 OS=Homo sapiens OX=9606 GN=GIGYF2 PE=1 SV=1;A0A7I2V516_HUMAN GRB10 interacting GYF protein 2 OS=Homo sapiens OX=9606 GN=GIG18 19 19 19 16.9 150.07 1.14E+09 38389000 728140000 22396000 752720 14277000
I3L0Q0;I3L2Q4;P62253 Ubiquitin-conjugating enzyme E2 G1;Ubiquitin-conjugating enzyme E2 G1, N-terminally processedUBE2G1 I3L0Q0_HUMAN Ubiquitin conjugating enzyme E2 G1 OS=Homo sapiens OX=9606 GN=UBE2G1 PE=1 SV=1;I3L2Q4_HUMAN Ubiquitin conjugating enzyme E2 G1 OS=Homo sapiens OX=9606 GN=UBE2G1 PE=1 SV=1;UB2G1_HUMAN Ubiquitin-conjugating enzyme E2 G1 OS=Homo sapiens OX=9606 G3 1 1 1 20.4 5.5393 12832000 12832000 0 3207900 3207900 0
I3L1Y9;Q96CP2 FLYWCH family member 2FLYWCH2 I3L1Y9_HUMAN FLYWCH family member 2 OS=Homo sapiens OX=9606 GN=FLYWCH2 PE=1 SV=1;FWCH2_HUMAN FLYWCH family member 2 OS=Homo sapiens OX=9606 GN=FLYWCH2 PE=1 SV=12 1 1 1 8.3 15.604 36656000 15943000 0 3665600 1594300 0
I3L3H2;P38919 Eukaryotic initiation factor 4A-III;Eukaryotic initiation factor 4A-III, N-terminally processedEIF4A3 I3L3H2_HUMAN RNA helicase OS=Homo sapiens OX=9606 GN=EIF4A3 PE=1 SV=2;IF4A3_HUMAN Eukaryotic initiation factor 4A-III OS=Homo sapiens OX=9606 GN=EIF4A3 PE=1 SV=42 7 3 3 14.4 44.511 71003000 0 5528600 3737000 0 290980
Q9UQB8;I3L4C2;B4DMV0;I3L3J7;I3L2M4;I3L1C8;I3L327;I3L125;I3L0M4;I3L113;I3L526;I3L3C5;B4DQ43;I3L2J6;B4DWA1;B3KPV9;I3L3C6;I3L4A3Brain-specific angiogenesis inhibitor 1-associated protein 2BAIAP2 BAIP2_HUMAN Brain-specific angiogenesis inhibitor 1-associated protein 2 OS=Homo sapiens OX=9606 GN=BAIAP2 PE=1 SV=1;I3L4C2_HUMAN Brain-specific angiogenesis inhibitor 1-associated protein 2 OS=Homo sapiens OX=9606 GN=BAIAP2 PE=1 SV=1;B4DMV0_HUMAN Brain-sp18 6 6 6 12 60.867 1.41E+08 3109400 112970000 3720400 81827 2973000
P63261;I3L4N8;Q8WVW5;B4E3A4;B4DVQ0;A0A804GS07;A0A6Q8PFE4;I3L1U9;I3L3I0;B3KWQ3;Q6PJ43;B7ZAP6;V9HVZ7;J3KT65;Q96FU6;I3L3R2;K7EM38;A1E282;A4UCT3;Q96DE1;A5GZ75;F1BXA6;Q6S8J3;A5A3E0;A0A2R8YEA7;P0CG38;Q9UE89;A0A2R8YFE2;P0CG39;Q9BYX7;Q562L5;L0R5C4;Q562N0;Q562S0;Q562X9;Q562Y6;Q562N8;Q562Z7;Q562P9;Q562M3;Q562L6;Q562N6;Q562Y8;Q562N4;G8FSY7;Q562R8;Q562L9;Q562P0;Q562N2;Q562M5;A0AUL6;Q562U2;A0A7P0TBL1;Q562V5;Q562Z4;Q562Z6Actin, cytoplasmic 2;Actin, cytoplasmic 2, N-terminally processedACTG1 ACTG_HUMAN Actin, cytoplasmic 2 OS=Homo sapiens OX=9606 GN=ACTG1 PE=1 SV=1;I3L4N8_HUMAN Actin gamma 1 OS=Homo sapiens OX=9606 GN=ACTG1 PE=1 SV=9;Q8WVW5_HUMAN Actin, cytoplasmic 1 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B4E3A4_HUMAN cDNA FLJ57283, high56 23 23 1 74.9 41.792 7.8E+10 31223000000 2420700000 3.9E+09 1561100000 121040000
I4AY87;P14174 Macrophage migration inhibitory factorMIF I4AY87_HUMAN Epididymis secretory sperm binding protein (Fragment) OS=Homo sapiens OX=9606 GN=MIF PE=2 SV=1;MIF_HUMAN Macrophage migration inhibitory factor OS=Homo sapiens OX=9606 GN=MIF PE=1 SV=42 5 5 3 60 12.476 1.37E+10 7877300000 45553000 2.74E+09 1575500000 9110600
M0QXZ5;I6L9C8;Q96B54 Zinc finger protein 428 ZNF428 M0QXZ5_HUMAN Zinc finger protein 428 (Fragment) OS=Homo sapiens OX=9606 GN=ZNF428 PE=1 SV=1;I6L9C8_HUMAN Zinc finger protein 428 OS=Homo sapiens OX=9606 GN=ZNF428 PE=2 SV=1;ZN428_HUMAN Zinc finger protein 428 OS=Homo sapiens OX=9606 GN=ZNF428 PE=1 SV=23 1 1 1 5 23.568 0 0 0 0 0 0
Q92541;I7GPQ7;H0YKX1 RNA polymerase-associated protein RTF1 homologRTF1 RTF1_HUMAN RNA polymerase-associated protein RTF1 homolog OS=Homo sapiens OX=9606 GN=RTF1 PE=1 SV=4;I7GPQ7_HUMAN cDNA FLJ75793 OS=Homo sapiens OX=9606 PE=2 SV=13 6 6 6 9.4 80.313 1.35E+08 55191000 12301000 3758900 1533100 341690
J3KN67;A0A2R2Y2Q3;M1VPF4;A0A494C0P6;P06753;Q8NAH0;H0YLS7;D6RGJ6;A0A087WTJ7Tyrosine-protein kinase receptor;Tropomyosin alpha-3 chainTPM3;TPM3-ROS1 J3KN67_HUMAN Tropomyosin 3 OS=Homo sapiens OX=9606 GN=TPM3 PE=1 SV=1;A0A2R2Y2Q3_HUMAN Tropomyosin 3 OS=Homo sapiens OX=9606 GN=TPM3 PE=1 SV=1;M1VPF4_HUMAN Tyrosine-protein kinase receptor OS=Homo sapiens OX=9606 GN=TPM3-ROS1 PE=2 SV=1;A0A494C0P6_HUMAN Trop9 21 2 1 52.6 33.222 2.88E+08 242320000 19757000 16920000 14254000 1162200
J3KNF4;O14618;E9PP76;E9PK03 Copper chaperone for superoxide dismutase;Superoxide dismutase [Cu-Zn]CCS J3KNF4_HUMAN Superoxide dismutase copper chaperone OS=Homo sapiens OX=9606 GN=CCS PE=1 SV=1;CCS_HUMAN Copper chaperone for superoxide dismutase OS=Homo sapiens OX=9606 GN=CCS PE=1 SV=1;E9PP76_HUMAN Copper chaperone for superoxide dismutase (Fragment) OS=Ho4 3 3 3 9.4 27.086 91612000 62688000 2318800 7047100 4822100 178370
J3KP15;Q53FN0;Q01130;J3QL05;B3KUY1;Q8NAK9;B3KX15;Q6NXQ0;Q8N220;B3KVY2;B3KUF7;Q9BRL6;A4D2F7;A4D2F6Serine/arginine-rich splicing factor 2SRSF2;SFRS2 J3KP15_HUMAN Serine and arginine rich splicing factor 2 (Fragment) OS=Homo sapiens OX=9606 GN=SRSF2 PE=1 SV=8;Q53FN0_HUMAN Splicing factor, arginine/serine-rich 2 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;SRSF2_HUMAN Serine/arginine-rich splicin14 7 7 7 55.6 15.371 5.86E+09 1388400000 108510000 8.37E+08 198350000 15501000
M0QXG9;M0R3F4;M0R2A4;M0R2K3;M0R193;M0R0I0;M0R2I2;J3KQS6;Q9NWV8BRISC and BRCA1-A complex member 1BABAM1 M0QXG9_HUMAN BRISC and BRCA1 A complex member 1 OS=Homo sapiens OX=9606 GN=BABAM1 PE=1 SV=2;M0R3F4_HUMAN BRISC and BRCA1-A complex member 1 (Fragment) OS=Homo sapiens OX=9606 GN=BABAM1 PE=1 SV=1;M0R2A4_HUMAN BRISC and BRCA1-A complex member 1 (Fragment) OS9 1 1 1 10.2 11.545 0 0 0 0 0 0
J3QR50;J3QRW3;J3KRG1;J3QL04;J3QR12;Q9BZE9 Tether containing UBX domain for GLUT4ASPSCR1 J3QR50_HUMAN ASPSCR1 tether for SLC2A4, UBX domain containing OS=Homo sapiens OX=9606 GN=ASPSCR1 PE=1 SV=1;J3QRW3_HUMAN ASPSCR1 tether for SLC2A4, UBX domain containing OS=Homo sapiens OX=9606 GN=ASPSCR1 PE=1 SV=1;J3KRG1_HUMAN ASPSCR1 tether for SLC2A4, UB6 1 1 1 6.2 17.722 10035000 10035000 0 1003500 1003500 0
J3KS05;Q6IBN6;P83916;B5MD17;Q9Y654 Chromobox protein homolog 1CBX1 J3KS05_HUMAN Chromobox 1 (Fragment) OS=Homo sapiens OX=9606 GN=CBX1 PE=1 SV=8;Q6IBN6_HUMAN CBX1 protein OS=Homo sapiens OX=9606 GN=CBX1 PE=2 SV=1;CBX1_HUMAN Chromobox protein homolog 1 OS=Homo sapiens OX=9606 GN=CBX1 PE=1 SV=1;B5MD17_HUMAN Chromobox 1 (Fra5 3 2 2 22.5 20.03 64430000 44970000 0 9204200 6424300 0
Q9UK76;J3KT51;J3KSH8 Hematological and neurological expressed 1 protein;Hematological and neurological expressed 1 protein, N-terminally processedHN1 JUPI1_HUMAN Jupiter microtubule associated homolog 1 OS=Homo sapiens OX=9606 GN=JPT1 PE=1 SV=3;J3KT51_HUMAN Jupiter microtubule associated homolog 1 OS=Homo sapiens OX=9606 GN=JPT1 PE=1 SV=1;J3KSH8_HUMAN Jupiter microtubule associated homolog 1 (Fragment) 3 4 4 4 43.5 16.014 6.66E+08 334970000 0 83250000 41872000 0
P17844;J3KTA4;B5BUE6;B4DN41;B4DNG2;Q7Z2V5;A0A0G2JLI4;Q59E92;A0A7I2V2S0;A0A7I2V507;A0A7I2V5F5;J3KRZ1;J3QSF1;J3QRQ7;J3KTQ4;C1IK54;J3QR02;X6RLV5;J3QKN9Probable ATP-dependent RNA helicase DDX5DDX5;DKFZp686J01190DDX5_HUMAN Probable ATP-dependent RNA helicase DDX5 OS=Homo sapiens OX=9606 GN=DDX5 PE=1 SV=1;J3KTA4_HUMAN Probable ATP-dependent RNA helicase DDX5 OS=Homo sapiens OX=9606 GN=DDX5 PE=1 SV=1;B5BUE6_HUMAN Probable ATP-dependent RNA helicase DDX5 (Fragment) O19 28 28 19 45.6 69.147 7.29E+09 530730000 2792600000 2.28E+08 16585000 87267000
J3KTL2;Q07955;Q59FA2;A8K1L8;J3QQV5;J3KSW7;J3KSR8;B7Z570;A0A2I7N9Y9Serine/arginine-rich splicing factor 1SRSF1 J3KTL2_HUMAN Serine/arginine-rich splicing factor 1 OS=Homo sapiens OX=9606 GN=SRSF1 PE=1 SV=1;SRSF1_HUMAN Serine/arginine-rich splicing factor 1 OS=Homo sapiens OX=9606 GN=SRSF1 PE=1 SV=2;Q59FA2_HUMAN Splicing factor, arginine/serine-rich 1 (Splicing fact9 13 13 12 50.6 28.329 1.86E+09 457050000 7110900 1.33E+08 32646000 507920
J3QK89;Q8IWX8;Q59ET1;B4DL82;B4DPM4 Calcium homeostasis endoplasmic reticulum proteinCHERP J3QK89_HUMAN Calcium homeostasis endoplasmic reticulum protein OS=Homo sapiens OX=9606 GN=CHERP PE=1 SV=1;CHERP_HUMAN Calcium homeostasis endoplasmic reticulum protein OS=Homo sapiens OX=9606 GN=CHERP PE=1 SV=35 5 5 5 5.5 104.93 1.26E+08 41156000 25473000 3706800 1210500 749210
J3QQJ0;Q9UHR5;Q659G6;J3KS14;F5H478;B7Z4X9;J3KRU5;X6R3T8;J3QLH3SAP30-binding protein SAP30BP;DKFZp586L2022J3QQJ0_HUMAN SAP30 binding protein (Fragment) OS=Homo sapiens OX=9606 GN=SAP30BP PE=1 SV=1;S30BP_HUMAN SAP30-binding protein OS=Homo sapiens OX=9606 GN=SAP30BP PE=1 SV=1;Q659G6_HUMAN Uncharacterized protein DKFZp586L2022 (Fragment) OS=Homo sapiens OX=9606 9 2 2 2 8.3 35.772 1.03E+08 27480000 24987000 5439600 1446300 1315100
P02686;J3QQK6;J3QL64;B7Z3Y6;H7BYR8;A8K1H8;A8MZH3;J3QKL5;B4DF42;J3KS94;H0YEA2;H0YF02;E9PKX9;E9PMR5;E9PNZ1;F8WEU6;F5H7N4;J3KT34;E9PLQ9;E9PJ72;E9PQE7;E9PSE2;E9PLU9Myelin basic protein MBP MBP_HUMAN Myelin basic protein OS=Homo sapiens OX=9606 GN=MBP PE=1 SV=3;J3QQK6_HUMAN Myelin basic protein OS=Homo sapiens OX=9606 GN=MBP PE=1 SV=1;J3QL64_HUMAN Myelin basic protein OS=Homo sapiens OX=9606 GN=MBP PE=1 SV=1;B7Z3Y6_HUMAN Myelin basic protein 23 3 3 3 11.8 33.117 98424000 5888300 11160000 6561600 392560 743990
J3QRS3;P19105;O14950;Q53HL1 Myosin regulatory light chain 12A;Myosin regulatory light chain 12BMYL12A;MYL12B J3QRS3_HUMAN Myosin light chain 12A OS=Homo sapiens OX=9606 GN=MYL12A PE=1 SV=1;ML12A_HUMAN Myosin regulatory light chain 12A OS=Homo sapiens OX=9606 GN=MYL12A PE=1 SV=2;ML12B_HUMAN Myosin regulatory light chain 12B OS=Homo sapiens OX=9606 GN=MYL12B PE=1 S4 8 8 2 49.2 20.457 3.47E+09 577850000 966510000 3.47E+08 57785000 96651000
J3QRS9;Q59G94;X6R4W8;O43670;Q8N395;J3KS31;B4DQT7;J3QS27;J3KTL1;J3KRB6;J3KRW6;H0Y3M2BUB3-interacting and GLEBS motif-containing protein ZNF207ZNF207;DKFZp761N202J3QRS9_HUMAN Zinc finger protein 207 OS=Homo sapiens OX=9606 GN=ZNF207 PE=1 SV=1;Q59G94_HUMAN Zinc finger protein 207 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;X6R4W8_HUMAN Zinc finger protein 207 OS=Homo sapiens OX=9606 GN=ZNF207 PE=1 SV=1;ZN2012 5 5 5 10.8 52.541 1.04E+09 219120000 249840000 74230000 15652000 17846000
J9R021;Q14152;Q24JU4;Q7Z5T5;Q6P1R0;Q05BS0;Q3B770 Eukaryotic translation initiation factor 3 subunit AeIF3a;EIF3A J9R021_HUMAN Eukaryotic translation initiation factor 3 subunit A OS=Homo sapiens OX=9606 GN=eIF3a PE=2 SV=1;EIF3A_HUMAN Eukaryotic translation initiation factor 3 subunit A OS=Homo sapiens OX=9606 GN=EIF3A PE=1 SV=1;Q24JU4_HUMAN Eukaryotic translation ini7 79 79 79 54.5 166.48 2.62E+10 510690000 17092000000 4.52E+08 8805100 294680000
K7EJF0 CEP89 K7EJF0_HUMAN Centrosomal protein 89 OS=Homo sapiens OX=9606 GN=CEP89 PE=1 SV=1 1 1 1 1 3.3 47.734 0 0 0 0 0 0
K7EQJ5;K7ELC2;P62841;K7EM56;A0A0B4J2B4;K7EJ78;S4R417;S4R45640S ribosomal protein S15RPS15 K7EQJ5_HUMAN 40S ribosomal protein S15 OS=Homo sapiens OX=9606 GN=RPS15 PE=1 SV=2;K7ELC2_HUMAN 40S ribosomal protein S15 OS=Homo sapiens OX=9606 GN=RPS15 PE=1 SV=1;RS15_HUMAN Small ribosomal subunit protein uS19 OS=Homo sapiens OX=9606 GN=RPS15 PE=1 SV=2;K8 6 6 6 45.4 16.57 2.48E+09 524330000 139050000 4.13E+08 87389000 23174000
K7EM09;K7EPR0;K7ELQ9;Q6UW68 Transmembrane protein 205TMEM205 K7EM09_HUMAN Transmembrane protein 205 (Fragment) OS=Homo sapiens OX=9606 GN=TMEM205 PE=1 SV=1;K7EPR0_HUMAN Transmembrane protein 205 OS=Homo sapiens OX=9606 GN=TMEM205 PE=1 SV=1;K7ELQ9_HUMAN Transmembrane protein 205 (Fragment) OS=Homo sapiens OX=9606 GN=4 1 1 1 14.2 13.389 46376000 3236100 0 15459000 1078700 0
K7ENI5;K7ELV2;Q96EE3;K7EP88 Nucleoporin SEH1 SEH1L K7ENI5_HUMAN SEH1 like nucleoporin (Fragment) OS=Homo sapiens OX=9606 GN=SEH1L PE=1 SV=1;K7ELV2_HUMAN SEH1 like nucleoporin (Fragment) OS=Homo sapiens OX=9606 GN=SEH1L PE=1 SV=1;SEH1_HUMAN Nucleoporin SEH1 OS=Homo sapiens OX=9606 GN=SEH1L PE=1 SV=3;K7EP88_4 2 2 2 15.2 17.617 26597000 0 0 2417900 0 0
Q6IAV3;K7EM18;P41567;Q6FG85;O60739;Q53F41;K7EQP2 Eukaryotic translation initiation factor 1;Eukaryotic translation initiation factor 1bSUI1;EIF1;GC20;EIF1B Q6IAV3_HUMAN Eukaryotic translation initiation factor 1, isoform CRA_a OS=Homo sapiens OX=9606 GN=SUI1 PE=2 SV=1;K7EM18_HUMAN Eukaryotic translation initiation factor 1 OS=Homo sapiens OX=9606 GN=EIF1 PE=1 SV=1;EIF1_HUMAN Eukaryotic translation initiation 7 5 5 5 60.2 12.732 9.64E+08 244360000 10282000 1.93E+08 48873000 2056400
K7EMR7;Q7RTN0;Q6GMT0;O75298 Reticulon;Reticulon-2 RTN2 K7EMR7_HUMAN Reticulon OS=Homo sapiens OX=9606 GN=RTN2 PE=1 SV=1;Q7RTN0_HUMAN Reticulon OS=Homo sapiens OX=9606 GN=RTN2 PE=1 SV=1;Q6GMT0_HUMAN Reticulon OS=Homo sapiens OX=9606 GN=RTN2 PE=2 SV=1;RTN2_HUMAN Reticulon-2 OS=Homo sapiens OX=9606 GN=RTN2 PE=1 S4 1 1 1 3 29.519 12680000 0 0 1056600 0 0
K7EN45;Q13526 Peptidyl-prolyl cis-trans isomerase NIMA-interacting 1PIN1 K7EN45_HUMAN Peptidyl-prolyl cis-trans isomerase (Fragment) OS=Homo sapiens OX=9606 GN=PIN1 PE=1 SV=1;PIN1_HUMAN Peptidyl-prolyl cis-trans isomerase NIMA-interacting 1 OS=Homo sapiens OX=9606 GN=PIN1 PE=1 SV=12 1 1 1 16.7 9.8329 56950000 31813000 0 11390000 6362600 0
K7EN51 NEDD4L K7EN51_HUMAN NEDD4 like E3 ubiquitin protein ligase (Fragment) OS=Homo sapiens OX=9606 GN=NEDD4L PE=1 SV=1 1 1 1 1 25.7 4.3432 0 0 0 NaN NaN NaN
K7ER08;K7EQ03;K7EP90;Q9BTD8 RNA-binding protein 42 RBM42 K7ER08_HUMAN RNA binding motif protein 42 OS=Homo sapiens OX=9606 GN=RBM42 PE=1 SV=1;K7EQ03_HUMAN RNA-binding protein 42 OS=Homo sapiens OX=9606 GN=RBM42 PE=1 SV=1;K7EP90_HUMAN RNA-binding protein 42 OS=Homo sapiens OX=9606 GN=RBM42 PE=1 SV=1;RBM42_HUMAN R4 1 1 1 2.6 39.897 40032000 5981000 8423700 3336000 498410 701970
K9JA46;P07900;Q2VPJ6;Q8TBA7;Q86U12;O75322;Q96HX7;Q14568;G3V2J8;B4DTA5;Q86SX1;Q58FG0;Q58FF9;Q58FG1Heat shock protein HSP 90-alphaEL52;HSP90AA1 K9JA46_HUMAN Epididymis luminal secretory protein 52 OS=Homo sapiens OX=9606 GN=EL52 PE=2 SV=1;HS90A_HUMAN Heat shock protein HSP 90-alpha OS=Homo sapiens OX=9606 GN=HSP90AA1 PE=1 SV=5;Q2VPJ6_HUMAN HSP90AA1 protein (Fragment) OS=Homo sapiens OX=9606 GN=HSP14 33 19 19 49 84.659 5.85E+09 1488800000 29347000 1.77E+08 45116000 889310
L0R599 CIRH1A L0R599_HUMAN Alternative protein CIRH1A OS=Homo sapiens OX=9606 GN=CIRH1A PE=4 SV=1 1 1 1 1 23.1 7.695 2.12E+09 618080000 655880000 5.31E+08 154520000 163970000
L0R6H6;Q6EEV4 DNA-directed RNA polymerase II subunit GRINL1A, isoforms 4/5GRINL1A;POLR2M L0R6H6_HUMAN Alternative protein GRINL1A OS=Homo sapiens OX=9606 GN=GRINL1A PE=4 SV=1;GL1AD_HUMAN DNA-directed RNA polymerase II subunit GRINL1A, isoforms 4/5 OS=Homo sapiens OX=9606 GN=POLR2M PE=1 SV=12 1 1 1 15.1 8.8268 0 0 0 0 0 0
L0R8D2 RCOR1 L0R8D2_HUMAN Alternative protein RCOR1 OS=Homo sapiens OX=9606 GN=RCOR1 PE=4 SV=1 1 1 1 1 14.5 7.6918 1.87E+11 45540000000 47154000000 3.75E+10 9107900000 9430700000
L8EA82 MIB1 L8EA82_HUMAN Alternative protein MIB1 OS=Homo sapiens OX=9606 GN=MIB1 PE=4 SV=1 1 1 1 1 43.5 5.3685 0 0 0 0 0 0
L8ECL9 RASL10B L8ECL9_HUMAN Alternative protein RASL10B OS=Homo sapiens OX=9606 GN=RASL10B PE=4 SV=1 1 1 1 1 15.9 9.594 0 0 0 0 0 0
Q7Z4Z1;Q53HJ6;M0QXB4;O14579;M0R061 Coatomer subunit epsilon COPE Q7Z4Z1_HUMAN Coatomer subunit epsilon OS=Homo sapiens OX=9606 PE=2 SV=1;Q53HJ6_HUMAN Coatomer subunit epsilon (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;M0QXB4_HUMAN Coatomer subunit epsilon OS=Homo sapiens OX=9606 GN=COPE PE=1 SV=1;COPE_HUMAN Coatomer s5 4 4 4 17.6 34.402 3.83E+08 240850000 0 23960000 15053000 0
M0QXF7;M0QYN0;Q969H8 Myeloid-derived growth factorMYDGF M0QXF7_HUMAN Myeloid derived growth factor (Fragment) OS=Homo sapiens OX=9606 GN=MYDGF PE=1 SV=1;M0QYN0_HUMAN Myeloid derived growth factor OS=Homo sapiens OX=9606 GN=MYDGF PE=1 SV=1;MYDGF_HUMAN Myeloid-derived growth factor OS=Homo sapiens OX=9606 GN=MYDG3 3 3 3 32.1 9.5594 1.68E+08 64341000 0 28043000 10723000 0
M0QYM7;M0R042 TUBB4A M0QYM7_HUMAN Tubulin beta 4A class IVa (Fragment) OS=Homo sapiens OX=9606 GN=TUBB4A PE=1 SV=8;M0R042_HUMAN Tubulin beta chain (Fragment) OS=Homo sapiens OX=9606 GN=TUBB4A PE=1 SV=12 5 1 1 48.8 17.763 60932000 35983000 24949000 15233000 8995900 6237100
Q96D15;M0QZH0;M0QYB8 Reticulocalbin-3 RCN3 RCN3_HUMAN Reticulocalbin-3 OS=Homo sapiens OX=9606 GN=RCN3 PE=1 SV=1;M0QZH0_HUMAN Reticulocalbin 3 (Fragment) OS=Homo sapiens OX=9606 GN=RCN3 PE=1 SV=13 3 3 3 12.8 37.493 82729000 0 0 5909200 0 0
M0QZS6;Q9UBE0;M0QX65;B3KNJ4;A0A590UKA0;A0A590UK93;A0A590UKC5;M0R286;M0QYM8;M0R054;B4DY66SUMO-activating enzyme subunit 1;SUMO-activating enzyme subunit 1, N-terminally processedSAE1 M0QZS6_HUMAN SUMO1 activating enzyme subunit 1 OS=Homo sapiens OX=9606 GN=SAE1 PE=1 SV=1;SAE1_HUMAN SUMO-activating enzyme subunit 1 OS=Homo sapiens OX=9606 GN=SAE1 PE=1 SV=1;M0QX65_HUMAN SUMO1 activating enzyme subunit 1 (Fragment) OS=Homo sapiens OX=960611 6 6 6 20.8 29.422 3.48E+08 65309000 0 19331000 3628300 0
M0R088;M0QXG5;A0A994J4Y3;A0A0S2Z4W1;A9Z1X7;A0A994J7H1;B7Z7U0;A0A994J7V4;A0A0S2Z4Z6;Q8IYB3;M0R1E7Serine/arginine repetitive matrix protein 1SRRM1 M0R088_HUMAN Serine and arginine repetitive matrix 1 (Fragment) OS=Homo sapiens OX=9606 GN=SRRM1 PE=1 SV=1;M0QXG5_HUMAN Serine and arginine repetitive matrix 1 (Fragment) OS=Homo sapiens OX=9606 GN=SRRM1 PE=1 SV=8;A0A994J4Y3_HUMAN Serine and arginine repet11 3 3 3 3.5 78.139 97598000 61737000 0 3253300 2057900 0
M0R0C6;Q92945;A0A384P5V3;B4DV73;M0R0I5;M0QYH3;M0QXW7;M0R3J3;M0QYG1;M0R251;M0R263Far upstream element-binding protein 2KHSRP M0R0C6_HUMAN KH-type splicing regulatory protein OS=Homo sapiens OX=9606 GN=KHSRP PE=1 SV=2;FUBP2_HUMAN Far upstream element-binding protein 2 OS=Homo sapiens OX=9606 GN=KHSRP PE=1 SV=4;A0A384P5V3_HUMAN Epididymis secretory sperm binding protein OS=Homo sa11 34 34 30 48.7 76.65 3.4E+10 8101300000 8277500000 9.99E+08 238270000 243460000
M0R0F0;P46782;M0R0R2;Q53G25;M0QZN2;Q59EK8 40S ribosomal protein S5;40S ribosomal protein S5, N-terminally processedRPS5 M0R0F0_HUMAN Ribosomal protein S5 (Fragment) OS=Homo sapiens OX=9606 GN=RPS5 PE=1 SV=1;RS5_HUMAN Small ribosomal subunit protein uS7 OS=Homo sapiens OX=9606 GN=RPS5 PE=1 SV=4;M0R0R2_HUMAN Ribosomal protein S5 OS=Homo sapiens OX=9606 GN=RPS5 PE=1 SV=1;Q53G26 10 10 10 50 22.391 3.47E+09 759940000 139720000 3.47E+08 75994000 13972000
Q96H29;M0R1Y2;P33947;P24390 ER lumen protein-retaining receptor;ER lumen protein-retaining receptor 2;ER lumen protein-retaining receptor 1KDELR1;KDELR2 Q96H29_HUMAN ER lumen protein-retaining receptor OS=Homo sapiens OX=9606 PE=2 SV=1;M0R1Y2_HUMAN KDEL endoplasmic reticulum protein retention receptor 1 (Fragment) OS=Homo sapiens OX=9606 GN=KDELR1 PE=1 SV=1;ERD22_HUMAN ER lumen protein-retaining receptor 24 1 1 1 5.8 21.912 80877000 17159000 10387000 10110000 2144800 1298300
O00148;B4DX78;K7EQN7;K7EPJ3 ATP-dependent RNA helicase DDX39ADDX39A DX39A_HUMAN ATP-dependent RNA helicase DDX39A OS=Homo sapiens OX=9606 GN=DDX39A PE=1 SV=2;B4DX78_HUMAN RNA helicase OS=Homo sapiens OX=9606 PE=2 SV=1;K7EQN7_HUMAN DExD-box helicase 39A (Fragment) OS=Homo sapiens OX=9606 GN=DDX39A PE=1 SV=1;K7EPJ3_HUMAN RNA4 9 2 0 20.6 49.129 85037000 14228000 0 4475600 748830 0
V9HW92;O00151 PDZ and LIM domain protein 1HEL-S-112;PDLIM1 V9HW92_HUMAN Epididymis secretory protein Li 112 OS=Homo sapiens OX=9606 GN=HEL-S-112 PE=2 SV=1;PDLI1_HUMAN PDZ and LIM domain protein 1 OS=Homo sapiens OX=9606 GN=PDLIM1 PE=1 SV=42 11 11 11 41.9 36.071 6.72E+08 418830000 0 42028000 26177000 0
O00154;B4DUX0;K7EKP8;B7Z957;Q6ZUV0 Cytosolic acyl coenzyme A thioester hydrolaseACOT7 BACH_HUMAN Cytosolic acyl coenzyme A thioester hydrolase OS=Homo sapiens OX=9606 GN=ACOT7 PE=1 SV=3;B4DUX0_HUMAN cDNA FLJ60167, highly similar to Cytosolic acyl coenzyme A thioester hydrolase OS=Homo sapiens OX=9606 PE=2 SV=1;K7EKP8_HUMAN Acyl-CoA thioeste5 6 6 6 20.3 41.796 4.17E+08 249370000 0 20861000 12468000 0
O00231;B4DTS5;J3QRY4;J3QS13;J3KSW3 26S proteasome non-ATPase regulatory subunit 11PSMD11 PSD11_HUMAN 26S proteasome non-ATPase regulatory subunit 11 OS=Homo sapiens OX=9606 GN=PSMD11 PE=1 SV=3;B4DTS5_HUMAN cDNA FLJ58882, highly similar to 26S proteasome non-ATPase regulatory subunit 11 OS=Homo sapiens OX=9606 PE=2 SV=15 10 10 10 25.6 47.463 6.84E+08 378990000 0 25327000 14037000 0
O00233;F5H5V4;F5GX23;J3KN29;F5H7X1;F5H169 26S proteasome non-ATPase regulatory subunit 9PSMD9 PSMD9_HUMAN 26S proteasome non-ATPase regulatory subunit 9 OS=Homo sapiens OX=9606 GN=PSMD9 PE=1 SV=3;F5H5V4_HUMAN Proteasome 26S subunit, non-ATPase 9 (Fragment) OS=Homo sapiens OX=9606 GN=PSMD9 PE=1 SV=1;F5GX23_HUMAN Proteasome 26S subunit, non-ATPase 9 6 3 3 3 13 24.682 1.42E+08 82239000 0 11855000 6853200 0
O00264;Q6IB11;U3KQM0 Membrane-associated progesterone receptor component 1PGRMC1 PGRC1_HUMAN Membrane-associated progesterone receptor component 1 OS=Homo sapiens OX=9606 GN=PGRMC1 PE=1 SV=3;Q6IB11_HUMAN PGRMC1 protein OS=Homo sapiens OX=9606 GN=PGRMC1 PE=1 SV=13 4 4 3 20.5 21.671 2.77E+08 50102000 4991200 34606000 6262700 623900
O00273;Q53HN4;K7ERT1 DNA fragmentation factor subunit alphaDFFA DFFA_HUMAN DNA fragmentation factor subunit alpha OS=Homo sapiens OX=9606 GN=DFFA PE=1 SV=1;Q53HN4_HUMAN DNAation factor, 45kDa, alpha polypeptide isoform 1 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;K7ERT1_HUMAN DNA fragmentation factor subunit 3 2 2 2 7.9 36.521 53074000 0 0 2948600 0 0
Q5SRT3;Q53FB0;O00299;A0A1U9X8Y4 Chloride intracellular channel protein;Chloride intracellular channel protein 1CLIC1 Q5SRT3_HUMAN Chloride intracellular channel protein OS=Homo sapiens OX=9606 GN=CLIC1 PE=2 SV=2;Q53FB0_HUMAN Chloride intracellular channel protein (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;CLIC1_HUMAN Chloride intracellular channel protein 1 OS=Homo sap4 10 10 10 57.3 26.922 4.53E+09 3034200000 5036000 3.02E+08 202280000 335730
O00410;H0Y8C6;B4E0R6;B3KWG6;Q9BVS9;E7ETV3;H0Y3V4;E7EX05;E7EV12;E7EQT5;E7EWK4;C9J583;C9JZ53;E7ESZ1;E7ETV8;C9JZD8;C9JQT6;C9J875;C9JXE0;F8WF30;O60518Importin-5 IPO5 IPO5_HUMAN Importin-5 OS=Homo sapiens OX=9606 GN=IPO5 PE=1 SV=4;H0Y8C6_HUMAN Importin 5 (Fragment) OS=Homo sapiens OX=9606 GN=IPO5 PE=1 SV=1;B4E0R6_HUMAN cDNA FLJ54573, highly similar to Importin beta-3 OS=Homo sapiens OX=9606 PE=2 SV=1;B3KWG6_HUMAN cDNA F21 24 24 24 30.6 123.63 1.53E+09 633970000 152050000 27404000 11321000 2715200
O00425 Insulin-like growth factor 2 mRNA-binding protein 3IGF2BP3 IF2B3_HUMAN Insulin-like growth factor 2 mRNA-binding protein 3 OS=Homo sapiens OX=9606 GN=IGF2BP3 PE=1 SV=2 1 4 3 3 7.6 63.704 56085000 0 7678600 1934000 0 264780
O00505;Q53F09;H0Y4S9 Importin subunit alpha-4 KPNA3 IMA4_HUMAN Importin subunit alpha-4 OS=Homo sapiens OX=9606 GN=KPNA3 PE=1 SV=2;Q53F09_HUMAN Karyopherin alpha 3 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=13 4 4 2 9 57.81 1.99E+08 72338000 5509300 11716000 4255200 324070
O00560;B4DHN5;E9PBU7;B4DQ93;G5EA09 Syntenin-1 SDCBP SDCB1_HUMAN Syntenin-1 OS=Homo sapiens OX=9606 GN=SDCBP PE=1 SV=1;B4DHN5_HUMAN Syndecan binding protein OS=Homo sapiens OX=9606 GN=SDCBP PE=1 SV=1;E9PBU7_HUMAN Syndecan binding protein OS=Homo sapiens OX=9606 GN=SDCBP PE=1 SV=1;B4DQ93_HUMAN cDNA FLJ52996, 5 6 6 6 29.9 32.444 5.19E+08 130380000 0 47149000 11853000 0
O00625 Pirin PIR PIR_HUMAN Pirin OS=Homo sapiens OX=9606 GN=PIR PE=1 SV=1 1 4 4 4 14.8 32.113 1.19E+08 40600000 2600000 7907200 2706700 173330
O14578 Citron Rho-interacting kinaseCIT CTRO_HUMAN Citron Rho-interacting kinase OS=Homo sapiens OX=9606 GN=CIT PE=1 SV=2 1 9 1 1 4.8 231.43 8339200 0 8339200 67251 0 67251
O14602;A6NJH9;A0A1I9KF45;A0A1I9KGH8 Eukaryotic translation initiation factor 1A, Y-chromosomalEIF1AY IF1AY_HUMAN Eukaryotic translation initiation factor 1A, Y-chromosomal OS=Homo sapiens OX=9606 GN=EIF1AY PE=1 SV=4;A6NJH9_HUMAN Eukaryotic translation initiation factor 4C OS=Homo sapiens OX=9606 GN=EIF1AY PE=1 SV=14 5 1 1 36.1 16.442 16574000 16574000 0 2367700 2367700 0
O14737;K7EQA1;Q3HM38;X6R2P6;K7ESJ4;Q59GR9 Programmed cell death protein 5PDCD5 PDCD5_HUMAN Programmed cell death protein 5 OS=Homo sapiens OX=9606 GN=PDCD5 PE=1 SV=3;K7EQA1_HUMAN Programmed cell death 5 OS=Homo sapiens OX=9606 GN=PDCD5 PE=1 SV=16 7 7 7 55.2 14.285 4.99E+08 345180000 3180400 49920000 34518000 318040
Q6FHJ5;O14828 Secretory carrier-associated membrane protein 3SCAMP3 Q6FHJ5_HUMAN Secretory carrier-associated membrane protein (Fragment) OS=Homo sapiens OX=9606 GN=SCAMP3 PE=2 SV=1;SCAM3_HUMAN Secretory carrier-associated membrane protein 3 OS=Homo sapiens OX=9606 GN=SCAMP3 PE=1 SV=32 2 2 2 8.4 38.242 1.09E+08 6000800 26764000 10911000 600080 2676400
O14929;F8WEW1;F8W9G7 Histone acetyltransferase type B catalytic subunitHAT1 HAT1_HUMAN Histone acetyltransferase type B catalytic subunit OS=Homo sapiens OX=9606 GN=HAT1 PE=1 SV=2;F8WEW1_HUMAN Histone acetyltransferase 1 OS=Homo sapiens OX=9606 GN=HAT1 PE=1 SV=1;F8W9G7_HUMAN Histone acetyltransferase 1 OS=Homo sapiens OX=9606 GN=H3 2 2 2 5.5 49.54 1.16E+08 22522000 26302000 7223100 1407600 1643900
O14980;A0A7I2V3P3;A0A7I2V461;A0A7I2V2Y6;A0A7I2YQV4;A0A7I2V3W6;A0A7I2V2H0;A0A7I2V2S3;A0A7I2V3N0;A0A7I2V4A3;A0A7I2YQX3;A0A7I2V6B9;A0A7I2V488;B7ZB16;B4DR01;C9JKM9;B3KWD0;C9J673;A0A7I2V3J1;A0A7I2YQP1;A0A7I2V2C5;A0A7P0Z4B7;F8WF71;C9IYM2;A0A7I2V396Exportin-1 XPO1 XPO1_HUMAN Exportin-1 OS=Homo sapiens OX=9606 GN=XPO1 PE=1 SV=1;A0A7I2V3P3_HUMAN Exportin 1 OS=Homo sapiens OX=9606 GN=XPO1 PE=1 SV=1;A0A7I2V461_HUMAN Exportin 1 OS=Homo sapiens OX=9606 GN=XPO1 PE=1 SV=1;A0A7I2V2Y6_HUMAN Exportin 1 OS=Homo sapiens OX=9606 25 26 26 26 26.5 123.38 1.66E+09 535440000 18967000 31298000 10103000 357860
Q53R19;O15144;Q9BXV5;G5E9S7;C9JTV5;G5E9J0;H7C3F9 Actin-related protein 2/3 complex subunit 2ARPC2 Q53R19_HUMAN Arp2/3 complex 34 kDa subunit OS=Homo sapiens OX=9606 GN=ARPC2 PE=2 SV=1;ARPC2_HUMAN Actin-related protein 2/3 complex subunit 2 OS=Homo sapiens OX=9606 GN=ARPC2 PE=1 SV=1;Q9BXV5_HUMAN Arp2/3 complex 34 kDa subunit OS=Homo sapiens OX=9606 PE=27 6 6 6 19.3 34.333 1.89E+08 52607000 4526400 9471800 2630400 226320
O15173 Membrane-associated progesterone receptor component 2PGRMC2 PGRC2_HUMAN Membrane-associated progesterone receptor component 2 OS=Homo sapiens OX=9606 GN=PGRMC2 PE=1 SV=1 1 3 2 2 16.1 23.818 84422000 18368000 0 9380300 2040900 0
Q5STK2;O15212;I7HJT1;A2AB88 Prefoldin subunit 6 PFDN6;HKE2 Q5STK2_HUMAN Prefoldin subunit 6, isoform CRA_b OS=Homo sapiens OX=9606 GN=PFDN6 PE=2 SV=1;PFD6_HUMAN Prefoldin subunit 6 OS=Homo sapiens OX=9606 GN=PFDN6 PE=1 SV=1;I7HJT1_HUMAN HLA class II region expressed gene KE2 OS=Homo sapiens OX=9606 GN=HKE2 PE=3 SV4 7 7 7 51.2 14.582 6.93E+08 352630000 9512200 86590000 44079000 1189000
O15371;B4E1K8;B0QYA5;B0QYA4;B0QYA6;B0QYA8 Eukaryotic translation initiation factor 3 subunit DEIF3D EIF3D_HUMAN Eukaryotic translation initiation factor 3 subunit D OS=Homo sapiens OX=9606 GN=EIF3D PE=1 SV=1;B4E1K8_HUMAN Eukaryotic translation initiation factor 3 subunit D OS=Homo sapiens OX=9606 GN=EIF3D PE=2 SV=16 14 14 14 31.4 63.972 4.79E+09 91856000 2974400000 1.92E+08 3674300 118970000
O15400;B4DH37;B4DWC2 Syntaxin-7 STX7 STX7_HUMAN Syntaxin-7 OS=Homo sapiens OX=9606 GN=STX7 PE=1 SV=4;B4DH37_HUMAN cDNA FLJ53760, highly similar to Syntaxin-7 OS=Homo sapiens OX=9606 PE=2 SV=13 4 4 4 20.7 29.815 2.05E+08 24398000 25672000 18673000 2218000 2333800
O15511;B1ALC0;Q6IPM3 Actin-related protein 2/3 complex subunit 5ARPC5 ARPC5_HUMAN Actin-related protein 2/3 complex subunit 5 OS=Homo sapiens OX=9606 GN=ARPC5 PE=1 SV=3;B1ALC0_HUMAN Actin-related protein 2/3 complex subunit 5 OS=Homo sapiens OX=9606 GN=ARPC5 PE=1 SV=13 4 4 4 33.8 16.32 3.19E+08 201790000 0 31896000 20179000 0
O43290;B4DDH9;E9PQI8;B4DP43 U4/U6.U5 tri-snRNP-associated protein 1SART1 SNUT1_HUMAN U4/U6.U5 tri-snRNP-associated protein 1 OS=Homo sapiens OX=9606 GN=SART1 PE=1 SV=1;B4DDH9_HUMAN cDNA FLJ53820, highly similar to U4/U6.U5 tri-snRNP-associated protein 1 OS=Homo sapiens OX=9606 PE=2 SV=14 6 6 6 8.6 90.254 1.37E+08 39390000 55457000 3592300 1036600 1459400
O43324;D6RBD7;C9J1V9;H0YAL7;D6RCQ0 Eukaryotic translation elongation factor 1 epsilon-1EEF1E1;EEF1E1-BLOC1S5MCA3_HUMAN Eukaryotic translation elongation factor 1 epsilon-1 OS=Homo sapiens OX=9606 GN=EEF1E1 PE=1 SV=1;D6RBD7_HUMAN Eukaryotic translation elongation factor 1 epsilon 1 OS=Homo sapiens OX=9606 GN=EEF1E1 PE=1 SV=1;C9J1V9_HUMAN EEF1E1-BLOC1S5 readthroug5 5 5 5 29.9 19.81 3.38E+08 131560000 0 28145000 10964000 0
O43681;B4DEE5 ATPase ASNA1 ASNA1 GET3_HUMAN ATPase GET3 OS=Homo sapiens OX=9606 GN=GET3 PE=1 SV=2;B4DEE5_HUMAN cDNA FLJ60230, highly similar to Arsenical pump-driving ATPase OS=Homo sapiens OX=9606 PE=2 SV=12 4 4 4 11.2 38.792 1.42E+08 35834000 0 9475500 2389000 0
Q75ME3;O43709 Probable 18S rRNA (guanine-N(7))-methyltransferaseWBSCR22 Q75ME3_HUMAN Uncharacterized protein WBSCR22 OS=Homo sapiens OX=9606 GN=WBSCR22 PE=3 SV=1;BUD23_HUMAN Probable 18S rRNA (guanine-N(7))-methyltransferase OS=Homo sapiens OX=9606 GN=BUD23 PE=1 SV=22 1 1 1 4.4 28.235 30117000 0 5375400 3011700 0 537540
O43776;B4DN60;K7EQ35;B4DGT6;K7EIU7;K7EPK2;B4DF91;K7EMQ6;K7EJ19Asparagine--tRNA ligase, cytoplasmicNARS SYNC_HUMAN Asparagine--tRNA ligase, cytoplasmic OS=Homo sapiens OX=9606 GN=NARS1 PE=1 SV=1;B4DN60_HUMAN cDNA FLJ52703, highly similar to Asparaginyl-tRNA synthetase, cytoplasmic (EC6.1.1.22) OS=Homo sapiens OX=9606 PE=2 SV=19 12 12 12 24.5 62.942 1.12E+09 444920000 87267000 50773000 20224000 3966700
Q5SQH4;O60231;A0A1U9X7L7;B4DZ28;A0A1U9X7L6;A0A140T947;Q9P186;Q5SQH5;A0A140T8Y5;A0A140T9T4;Q6PKC8;A2AB15Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX16DBP2;DHX16 Q5SQH4_HUMAN RNA helicase OS=Homo sapiens OX=9606 GN=DHX16 PE=2 SV=1;DHX16_HUMAN Pre-mRNA-splicing factor ATP-dependent RNA helicase DHX16 OS=Homo sapiens OX=9606 GN=DHX16 PE=1 SV=2;A0A1U9X7L7_HUMAN RNA helicase OS=Homo sapiens OX=9606 GN=DHX16 PE=4 SV=1;B12 21 21 21 21 119.26 9.13E+08 27100000 429060000 18261000 542010 8581300
Q4W5K4;O60235;A7E2A5;A0A2X0SFS3;Q8WZ64 Transmembrane protease serine 11D;Transmembrane protease serine 11D non-catalytic chain;Transmembrane protease serine 11D catalytic chain;Arf-GAP with Rho-GAP domain, ANK repeat and PH domain-containing protein 2HAT;TMPRSS11D;ARAP2Q4W5K4_HUMAN Uncharacterized protein HAT (Fragment) OS=Homo sapiens OX=9606 GN=HAT PE=4 SV=1;TM11D_HUMAN Transmembrane protease serine 11D OS=Homo sapiens OX=9606 GN=TMPRSS11D PE=1 SV=1;A7E2A5_HUMAN ARAP2 protein (Fragment) OS=Homo sapiens OX=9606 GN=ARAP25 2 2 2 4.3 25.845 89096000 89096000 0 14849000 14849000 0
O60271;B4DS36;Q5JB53;A0A060L980;Q719J0;D6RHI8;Q7Z5Q8;A0A8I5KWZ2;Q68CV8;G1UI24C-Jun-amino-terminal kinase-interacting protein 4SPAG9 JIP4_HUMAN C-Jun-amino-terminal kinase-interacting protein 4 OS=Homo sapiens OX=9606 GN=SPAG9 PE=1 SV=4;B4DS36_HUMAN cDNA FLJ58257, highly similar to C-jun-amino-terminal kinase-interacting protein4 OS=Homo sapiens OX=9606 PE=2 SV=1;Q5JB53_HUMAN Proliferat10 12 12 10 9.7 146.2 3.85E+08 238770000 16270000 5753300 3563800 242830
Q8TAF6;O60488;B4DH39;A0A804HI36;H0Y9A0;D6RDA8;D6RF95;Q6PIM8;B3KMA6Long-chain-fatty-acid--CoA ligase 4FACL4;ACSL4 Q8TAF6_HUMAN Acyl-CoA synthetase 4 OS=Homo sapiens OX=9606 GN=FACL4 PE=2 SV=1;ACSL4_HUMAN Long-chain-fatty-acid--CoA ligase 4 OS=Homo sapiens OX=9606 GN=ACSL4 PE=1 SV=2;B4DH39_HUMAN cDNA FLJ57028, highly similar to Long-chain-fatty-acid--CoA ligase 4 OS=Ho9 10 10 9 15.4 74.421 2.23E+08 12747000 5019300 6380100 364200 143410
O60493 Sorting nexin-3 SNX3 SNX3_HUMAN Sorting nexin-3 OS=Homo sapiens OX=9606 GN=SNX3 PE=1 SV=3 1 4 4 4 24.7 18.762 1.4E+08 30404000 0 14039000 3040400 0
O60664;A0A140VJN8;K7EL96;K7ERZ3;K7ER39 Perilipin-3 PLIN3 PLIN3_HUMAN Perilipin-3 OS=Homo sapiens OX=9606 GN=PLIN3 PE=1 SV=3;A0A140VJN8_HUMAN Perilipin OS=Homo sapiens OX=9606 PE=2 SV=1;K7EL96_HUMAN Perilipin 3 (Fragment) OS=Homo sapiens OX=9606 GN=PLIN3 PE=1 SV=8;K7ERZ3_HUMAN Perilipin 3 (Fragment) OS=Homo sapie5 10 10 10 28.3 47.074 7.83E+08 437020000 0 30105000 16809000 0
Q9NQ81;O60701 UDP-glucose 6-dehydrogenaseGDH;UGDH Q9NQ81_HUMAN UDP-glucose 6-dehydrogenase (Fragment) OS=Homo sapiens OX=9606 GN=GDH PE=4 SV=1;UGDH_HUMAN UDP-glucose 6-dehydrogenase OS=Homo sapiens OX=9606 GN=UGDH PE=1 SV=12 1 1 1 7.9 17.837 7372000 0 0 819110 0 0
O60763;REV__R4GMN2;REV__Q5VZ89 General vesicular transport factor p115USO1 USO1_HUMAN General vesicular transport factor p115 OS=Homo sapiens OX=9606 GN=USO1 PE=1 SV=2 3 5 5 5 5.1 107.89 1.06E+08 24819000 0 2458800 577190 0
O60869 Endothelial differentiation-related factor 1EDF1 EDF1_HUMAN Endothelial differentiation-related factor 1 OS=Homo sapiens OX=9606 GN=EDF1 PE=1 SV=1 1 8 8 8 52.7 16.368 1.68E+09 534200000 158090000 1.87E+08 59356000 17565000
O60884;T2DN57;T2DPK5;A0A087WT48;I3L320 DnaJ homolog subfamily A member 2DNAJA2 DNJA2_HUMAN DnaJ homolog subfamily A member 2 OS=Homo sapiens OX=9606 GN=DNAJA2 PE=1 SV=1 5 11 11 11 28.9 45.745 1.93E+09 231900000 593450000 87603000 10541000 26975000
O60885;Q96HN0;B4DS09;Q15059;W8JJB1;Q6PIS5;Q6NXE4;Q05BM2;Q5BJ26;A0A140F1N4;M0QZD9;Q58F21Bromodomain-containing protein 4BRD4 BRD4_HUMAN Bromodomain-containing protein 4 OS=Homo sapiens OX=9606 GN=BRD4 PE=1 SV=2 12 8 8 7 5.8 152.22 4.1E+08 93751000 196580000 8537500 1953100 4095500
O60888;C9IZG4 Protein CutA CUTA CUTA_HUMAN Protein CutA OS=Homo sapiens OX=9606 GN=CUTA PE=1 SV=2;C9IZG4_HUMAN CutA divalent cation tolerance homolog OS=Homo sapiens OX=9606 GN=CUTA PE=1 SV=12 2 2 2 22.9 19.116 6.16E+08 448280000 0 1.03E+08 74713000 0
O60925;E5RGS4;D6RGG5 Prefoldin subunit 1 PFDN1 PFD1_HUMAN Prefoldin subunit 1 OS=Homo sapiens OX=9606 GN=PFDN1 PE=1 SV=2;E5RGS4_HUMAN Prefoldin subunit 1 OS=Homo sapiens OX=9606 GN=PFDN1 PE=1 SV=13 5 5 5 36.1 14.21 4.27E+08 237060000 0 53427000 29632000 0
O75131;Q05DL8;A0A087WYQ3;E5RHZ0;H0YB26;A0A087WUS8;A0A087WXR6;E5RFT7;A0A0G2JMP5Copine-3 CPNE3 CPNE3_HUMAN Copine-3 OS=Homo sapiens OX=9606 GN=CPNE3 PE=1 SV=1;Q05DL8_HUMAN CPNE3 protein (Fragment) OS=Homo sapiens OX=9606 GN=CPNE3 PE=2 SV=1;A0A087WYQ3_HUMAN Copine 3 (Fragment) OS=Homo sapiens OX=9606 GN=CPNE3 PE=1 SV=19 11 11 11 22.9 60.13 7.99E+08 392930000 3833200 33310000 16372000 159720
O75340;A0A024QZ42;Q53FC3;H0Y9X3;A0A087WZ38 Programmed cell death protein 6PDCD6 PDCD6_HUMAN Programmed cell death protein 6 OS=Homo sapiens OX=9606 GN=PDCD6 PE=1 SV=1;A0A024QZ42_HUMAN HCG1985580, isoform CRA_c OS=Homo sapiens OX=9606 GN=PDCD6 PE=1 SV=1;Q53FC3_HUMAN Programmed cell death 6 variant (Fragment) OS=Homo sapiens OX=9606 PE=5 5 5 5 27.7 21.868 6.53E+08 96314000 0 59386000 8755900 0
O75348;A0A7I2V4K4;A0A7I2V3Q6;A0A7I2V375;A0A7I2V2N1;A0A7I2YQH3;F2Z307;O95670V-type proton ATPase subunit G 1ATP6V1G1 VATG1_HUMAN V-type proton ATPase subunit G 1 OS=Homo sapiens OX=9606 GN=ATP6V1G1 PE=1 SV=3;A0A7I2V4K4_HUMAN V-type proton ATPase subunit G OS=Homo sapiens OX=9606 GN=ATP6V1G1 PE=1 SV=1;A0A7I2V3Q6_HUMAN V-type proton ATPase subunit G OS=Homo sapiens OX=96068 4 4 4 48.3 13.757 3.9E+08 224400000 2464000 55766000 32057000 352010
O75368;V9HW48;B0AZV6 SH3 domain-binding glutamic acid-rich-like proteinSH3BGRL;HEL-S-115 SH3L1_HUMAN Adapter SH3BGRL OS=Homo sapiens OX=9606 GN=SH3BGRL PE=1 SV=1;V9HW48_HUMAN SH3 domain-binding glutamic acid-rich-like protein OS=Homo sapiens OX=9606 GN=HEL-S-115 PE=2 SV=13 4 4 4 28.9 12.774 6.39E+08 262510000 0 79900000 32814000 0
O75396;I1VE16;A0A087X1A9 Vesicle-trafficking protein SEC22bSEC22B SC22B_HUMAN Vesicle-trafficking protein SEC22b OS=Homo sapiens OX=9606 GN=SEC22B PE=1 SV=5 3 3 3 3 14.9 24.74 71337000 23942000 17273000 5944800 1995200 1439400
O75436;A8K3C1;S4R3Q6;B4DLT1;S4R2Y3 Vacuolar protein sorting-associated protein 26AVPS26A VP26A_HUMAN Vacuolar protein sorting-associated protein 26A OS=Homo sapiens OX=9606 GN=VPS26A PE=1 SV=2;A8K3C1_HUMAN cDNA FLJ78510 OS=Homo sapiens OX=9606 PE=2 SV=1;S4R3Q6_HUMAN VPS26 retromer complex component A OS=Homo sapiens OX=9606 GN=VPS26A PE=1 SV=15 5 5 5 16.8 38.169 1.81E+08 13922000 0 9532000 732730 0
O75459 P antigen family member 1PAGE1 PAGE1_HUMAN P antigen family member 1 OS=Homo sapiens OX=9606 GN=PAGE1 PE=1 SV=2 1 4 4 4 50 16.15 7.87E+08 771750000 15054000 1.57E+08 154350000 3010800
O75475;Q05CM9;Q8N4N4 PC4 and SFRS1-interacting proteinPSIP1 PSIP1_HUMAN PC4 and SFRS1-interacting protein OS=Homo sapiens OX=9606 GN=PSIP1 PE=1 SV=1;Q05CM9_HUMAN PSIP1 protein (Fragment) OS=Homo sapiens OX=9606 GN=PSIP1 PE=2 SV=1;Q8N4N4_HUMAN PC4 and SFRS1 interacting protein 1, isoform CRA_a OS=Homo sapiens OX=9603 4 3 3 6.8 60.103 73719000 7406300 0 2632800 264510 0
O75506 Heat shock factor-binding protein 1HSBP1 HSBP1_HUMAN Heat shock factor-binding protein 1 OS=Homo sapiens OX=9606 GN=HSBP1 PE=1 SV=1 1 1 1 1 25 8.5435 1.25E+08 58633000 0 24908000 11727000 0
O75531;B2R4V4 Barrier-to-autointegration factor;Barrier-to-autointegration factor, N-terminally processedBANF1 BAF_HUMAN Barrier-to-autointegration factor OS=Homo sapiens OX=9606 GN=BANF1 PE=1 SV=1;B2R4V4_HUMAN cDNA, FLJ92232, highly similar to Homo sapiens barrier to autointegration factor 1 (BANF1), mRNA OS=Homo sapiens OX=9606 PE=2 SV=12 3 3 3 34.8 10.058 2.53E+08 137930000 0 42218000 22988000 0
O75533;Q7Z497;A0JLT9;Q32Q20;A0PJH5;H7C341;Q9NTB4;F8WC19;A8K355;B4DGZ4;A0A494C1M2Splicing factor 3B subunit 1SF3B1 SF3B1_HUMAN Splicing factor 3B subunit 1 OS=Homo sapiens OX=9606 GN=SF3B1 PE=1 SV=3 11 24 24 24 23.3 145.83 1.22E+09 29565000 508250000 19721000 476860 8197600
O75607 Nucleoplasmin-3 NPM3 NPM3_HUMAN Nucleoplasmin-3 OS=Homo sapiens OX=9606 GN=NPM3 PE=1 SV=3 1 3 3 3 26.4 19.343 71676000 0 0 8959500 0 0
O75643;A4FU77;A0A494C1A5;Q9H8B9;B4E0P5;B4E150;Q5ZF01;Q9UNV9;A2RRQ7;Q9P172;Q7L5W4U5 small nuclear ribonucleoprotein 200 kDa helicaseSNRNP200 U520_HUMAN U5 small nuclear ribonucleoprotein 200 kDa helicase OS=Homo sapiens OX=9606 GN=SNRNP200 PE=1 SV=2;A4FU77_HUMAN U5 small nuclear ribonucleoprotein 200 kDa helicase (Fragment) OS=Homo sapiens OX=9606 GN=SNRNP200 PE=2 SV=1;A0A494C1A5_HUMAN U5 small11 21 21 21 11.2 244.5 4.93E+08 61558000 294330000 4176300 521680 2494300
O75663 TIP41-like protein TIPRL TIPRL_HUMAN TIP41-like protein OS=Homo sapiens OX=9606 GN=TIPRL PE=1 SV=2 1 1 1 1 4 31.444 11701000 0 0 731330 0 0
O75821;Q6IAM0;K7ER90;K7EL20;A8K5K5;K7ENA8;K7EP16;B0AZV5;K7EL60;K7ENH0;B7Z1G0;K7ERL8;B4DK39Eukaryotic translation initiation factor 3 subunit GEIF3G EIF3G_HUMAN Eukaryotic translation initiation factor 3 subunit G OS=Homo sapiens OX=9606 GN=EIF3G PE=1 SV=2;Q6IAM0_HUMAN Eukaryotic translation initiation factor 3 subunit G OS=Homo sapiens OX=9606 GN=EIF3G PE=2 SV=1;K7ER90_HUMAN Eukaryotic translation ini13 16 16 16 36.9 35.611 6.81E+09 1270700000 3371500000 3.58E+08 66881000 177450000
O75822;H0YLP3;H0YGJ7 Eukaryotic translation initiation factor 3 subunit JEIF3J EIF3J_HUMAN Eukaryotic translation initiation factor 3 subunit J OS=Homo sapiens OX=9606 GN=EIF3J PE=1 SV=2 3 11 11 11 32.6 29.062 2.64E+09 230960000 1335400000 1.89E+08 16497000 95384000
O75937;S4R3J5 DnaJ homolog subfamily C member 8DNAJC8 DNJC8_HUMAN DnaJ homolog subfamily C member 8 OS=Homo sapiens OX=9606 GN=DNAJC8 PE=1 SV=2 2 7 7 7 27.7 29.841 1.37E+09 485740000 369750000 1.06E+08 37364000 28442000
O75940 Survival of motor neuron-related-splicing factor 30SMNDC1 SPF30_HUMAN Survival of motor neuron-related-splicing factor 30 OS=Homo sapiens OX=9606 GN=SMNDC1 PE=1 SV=1 1 2 2 2 11.8 26.711 70828000 27118000 9637400 7869800 3013100 1070800
O76080 AN1-type zinc finger protein 5ZFAND5 ZFAN5_HUMAN AN1-type zinc finger protein 5 OS=Homo sapiens OX=9606 GN=ZFAND5 PE=1 SV=1 1 1 1 1 4.2 23.132 44144000 19881000 0 4414400 1988100 0
V9HWK0;O76094;Q86X80;A0PJJ5;Q71V07;Q0D2M6;D6RDY6;R4GNC1;O15302Signal recognition particle subunit SRP72HEL103;SRP72 V9HWK0_HUMAN Signal recognition particle subunit SRP72 OS=Homo sapiens OX=9606 GN=HEL103 PE=2 SV=1;SRP72_HUMAN Signal recognition particle subunit SRP72 OS=Homo sapiens OX=9606 GN=SRP72 PE=1 SV=3;Q86X80_HUMAN SRP72 protein (Fragment) OS=Homo sapiens OX=9609 12 12 12 21 74.605 4.65E+08 61125000 11150000 14096000 1852300 337870
O94776 Metastasis-associated protein MTA2MTA2 MTA2_HUMAN Metastasis-associated protein MTA2 OS=Homo sapiens OX=9606 GN=MTA2 PE=1 SV=1 1 5 5 5 6.7 75.022 1.21E+08 6341100 27537000 2680800 140910 611940
O94851 Protein-methionine sulfoxide oxidase MICAL2MICAL2 MICA2_HUMAN [F-actin]-monooxygenase MICAL2 OS=Homo sapiens OX=9606 GN=MICAL2 PE=1 SV=2 1 1 1 1 0.4 219.06 3.58E+08 0 0 3613300 0 0
Q7Z3N8;Q6P4R9;O94885;B4DTX1 SAM and SH3 domain-containing protein 1DKFZp686I1750;SASH1Q7Z3N8_HUMAN Uncharacterized protein DKFZp686I1750 OS=Homo sapiens OX=9606 GN=DKFZp686I1750 PE=1 SV=1;Q6P4R9_HUMAN SASH1 protein (Fragment) OS=Homo sapiens OX=9606 GN=SASH1 PE=2 SV=1;SASH1_HUMAN SAM and SH3 domain-containing protein 1 OS=Homo sapiens OX=964 2 2 2 3.7 71.381 24637000 11772000 6421300 665870 318150 173550
O94888;F8WB69;C9JAT7;B4E126 UBX domain-containing protein 7UBXN7 UBXN7_HUMAN UBX domain-containing protein 7 OS=Homo sapiens OX=9606 GN=UBXN7 PE=1 SV=2;F8WB69_HUMAN UBX domain protein 7 OS=Homo sapiens OX=9606 GN=UBXN7 PE=1 SV=1;C9JAT7_HUMAN UBX domain protein 7 OS=Homo sapiens OX=9606 GN=UBXN7 PE=1 SV=1;B4E126_HUMAN cD4 2 2 2 5.5 54.862 62109000 15581000 0 2700400 677420 0
O94906 Pre-mRNA-processing factor 6PRPF6 PRP6_HUMAN Pre-mRNA-processing factor 6 OS=Homo sapiens OX=9606 GN=PRPF6 PE=1 SV=1 1 14 14 14 15.1 106.92 2.55E+08 0 166670000 4554900 0 2976200
O94919 Endonuclease domain-containing 1 proteinENDOD1 ENDD1_HUMAN Endonuclease domain-containing 1 protein OS=Homo sapiens OX=9606 GN=ENDOD1 PE=1 SV=2 1 1 1 1 2.6 55.016 12532000 8123300 0 522160 338470 0
Q2VPE5;O95049 Tight junction protein ZO-3TJP3 Q2VPE5_HUMAN TJP3 protein (Fragment) OS=Homo sapiens OX=9606 GN=TJP3 PE=2 SV=2;ZO3_HUMAN Tight junction protein ZO-3 OS=Homo sapiens OX=9606 GN=TJP3 PE=1 SV=32 1 1 1 1 101.16 0 0 0 0 0 0
O95218 Zinc finger Ran-binding domain-containing protein 2ZRANB2 ZRAB2_HUMAN Zinc finger Ran-binding domain-containing protein 2 OS=Homo sapiens OX=9606 GN=ZRANB2 PE=1 SV=2 1 11 11 11 34.2 37.404 1.23E+09 382890000 7606300 68472000 21272000 422570
O95295 SNARE-associated protein SnapinSNAPIN SNAPN_HUMAN SNARE-associated protein Snapin OS=Homo sapiens OX=9606 GN=SNAPIN PE=1 SV=1 1 1 1 1 10.3 14.874 25363000 10234000 0 2818100 1137100 0
O95373;B3KQG6;B3KNG9;E9PLB2 Importin-7 IPO7 IPO7_HUMAN Importin-7 OS=Homo sapiens OX=9606 GN=IPO7 PE=1 SV=1;B3KQG6_HUMAN cDNA FLJ90427 fis, clone NT2RP3000481, highly similar to Importin-7 OS=Homo sapiens OX=9606 PE=2 SV=14 8 8 8 10.4 119.52 3.15E+08 77888000 7277100 7494800 1854500 173260
O95397 Putative protein PLEKHA9PLEKHA8P1 PKHA9_HUMAN Putative protein PLEKHA9 OS=Homo sapiens OX=9606 GN=PLEKHA8P1 PE=5 SV=1 1 1 1 1 2.8 43.538 0 0 0 0 0 0
O95721;C9JAF7 Synaptosomal-associated protein 29SNAP29 SNP29_HUMAN Synaptosomal-associated protein 29 OS=Homo sapiens OX=9606 GN=SNAP29 PE=1 SV=1 2 3 3 3 14.3 28.97 19252000 19252000 0 1480900 1480900 0
O95782;B4DXJ6;A0A0G2JQM1;A0A8I5KPP9;A0A0G2JS82;B7Z5S9;O94973;A0A8I5KYZ9;Q8N2F8;Q8N9K4;B7Z1Q4AP-2 complex subunit alpha-1;AP-2 complex subunit alpha-2AP2A1;AP2A2 AP2A1_HUMAN AP-2 complex subunit alpha-1 OS=Homo sapiens OX=9606 GN=AP2A1 PE=1 SV=3;B4DXJ6_HUMAN cDNA FLJ61453, highly similar to Adapter-relatedprotein complex 2 alpha- 1 subunit OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0G2JQM1_HUMAN AP-2 complex subunit alph11 3 3 3 3.4 107.54 63219000 3059800 2747800 1192800 57732 51846
Q53GY1;O95817;C9JFK9;A0A872G2N7;A0A872G2N3 BAG family molecular chaperone regulator 3BAG3 Q53GY1_HUMAN BCL2-associated athanogene 3 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;BAG3_HUMAN BAG family molecular chaperone regulator 3 OS=Homo sapiens OX=9606 GN=BAG3 PE=1 SV=3;C9JFK9_HUMAN BAG cochaperone 3 (Fragment) OS=Homo sapiens OX=96065 2 2 2 4.3 61.603 37496000 20933000 7208900 1102800 615680 212030
O95881;V9GY50;V9GYV4 Thioredoxin domain-containing protein 12TXNDC12 TXD12_HUMAN Thioredoxin domain-containing protein 12 OS=Homo sapiens OX=9606 GN=TXNDC12 PE=1 SV=1 3 4 4 4 27.9 19.206 3.92E+08 181520000 0 39189000 18152000 0
O95989 Diphosphoinositol polyphosphate phosphohydrolase 1NUDT3 NUDT3_HUMAN Diphosphoinositol polyphosphate phosphohydrolase 1 OS=Homo sapiens OX=9606 GN=NUDT3 PE=1 SV=1 1 2 1 1 14 19.471 88206000 54118000 0 9800600 6013100 0
Q6FI97;Q53FS0;O96019 Actin-like protein 6A BAF53A;ACTL6A Q6FI97_HUMAN BAF53A protein OS=Homo sapiens OX=9606 GN=BAF53A PE=2 SV=1;Q53FS0_HUMAN Actin-like 6A isoform 1 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;ACL6A_HUMAN Actin-like protein 6A OS=Homo sapiens OX=9606 GN=ACTL6A PE=1 SV=13 2 2 2 5.4 47.38 36795000 0 0 1839800 0 0
P00338;V9HWB9;B4DJI1;F5GXY2;F5GYU2;F5GXH2;F5H5J4;F5H6W8;F5GZQ4;G3XAP5;G9BCY8;A0A140VKA7;D6NKH9;G9BCY7;F5H245;F5H8H6;F5GXC7;Q96L19;F5H155;F5GXU1;F5GWW2;P07864;Q6ZMR3;F5H5G7L-lactate dehydrogenase A chain;L-lactate dehydrogenaseLDHA;HEL-S-133P LDHA_HUMAN L-lactate dehydrogenase A chain OS=Homo sapiens OX=9606 GN=LDHA PE=1 SV=2;V9HWB9_HUMAN L-lactate dehydrogenase OS=Homo sapiens OX=9606 GN=HEL-S-133P PE=2 SV=1;B4DJI1_HUMAN L-lactate dehydrogenase OS=Homo sapiens OX=9606 PE=2 SV=124 16 15 15 50.9 36.688 7.46E+09 3530200000 19231000 4.14E+08 196120000 1068400
V9HW90;P00390;A0A2R8YF59;H0YC68 Glutathione reductase, mitochondrialHEL-75;GSR V9HW90_HUMAN Glutathione reductase OS=Homo sapiens OX=9606 GN=HEL-75 PE=2 SV=1;GSHR_HUMAN Glutathione reductase, mitochondrial OS=Homo sapiens OX=9606 GN=GSR PE=1 SV=24 3 3 3 7.5 56.256 1.16E+08 69783000 2491400 5025100 3034000 108320
V9HWC9;P00441;H7BYH4;X5D5A9;W8Q444;X5CN18;X5CHU1;A1YYW4Superoxide dismutase [Cu-Zn]HEL-S-44;SOD1 V9HWC9_HUMAN Superoxide dismutase [Cu-Zn] OS=Homo sapiens OX=9606 GN=HEL-S-44 PE=1 SV=1;SODC_HUMAN Superoxide dismutase [Cu-Zn] OS=Homo sapiens OX=9606 GN=SOD1 PE=1 SV=2;H7BYH4_HUMAN Superoxide dismutase [Cu-Zn] OS=Homo sapiens OX=9606 GN=SOD1 PE=1 SV=18 6 6 6 64.9 15.936 3.75E+09 2141300000 0 4.68E+08 267660000 0
V9HWF4;P00558;B4E1H9;B4DHB3;B4DHM5;B4DWQ3;A0A140VJR3;P07205;V9HW85;Q16444Phosphoglycerate kinase;Phosphoglycerate kinase 1HEL-S-68p;PGK1 V9HWF4_HUMAN Phosphoglycerate kinase OS=Homo sapiens OX=9606 GN=HEL-S-68p PE=2 SV=1;PGK1_HUMAN Phosphoglycerate kinase 1 OS=Homo sapiens OX=9606 GN=PGK1 PE=1 SV=3;B4E1H9_HUMAN Phosphoglycerate kinase OS=Homo sapiens OX=9606 PE=2 SV=1;B4DHB3_HUMAN Phosphogl10 25 25 25 63.1 44.614 1.09E+10 5337300000 27949000 4.04E+08 197680000 1035100
Q6FGX9;Q53EY8;Q5T9B7;P00568;H0YID2 Adenylate kinase isoenzyme 1AK1 Q6FGX9_HUMAN Adenylate kinase isoenzyme 1 OS=Homo sapiens OX=9606 GN=AK1 PE=2 SV=1;Q53EY8_HUMAN Adenylate kinase 1 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;Q5T9B7_HUMAN Adenylate kinase isoenzyme 1 OS=Homo sapiens OX=9606 GN=AK1 PE=1 SV=1;KAD1_5 5 5 5 29.4 21.635 3.4E+08 185150000 7876600 30887000 16832000 716060
P01023;F8W7L3 Alpha-2-macroglobulin A2M A2MG_HUMAN Alpha-2-macroglobulin OS=Homo sapiens OX=9606 GN=A2M PE=1 SV=3 2 3 3 3 2.4 163.29 19788000 0 0 274830 0 0
V9HW27;P02511;A0A140G961;C3VMY8;A0A024R3B9;E9PJL7;E9PNH7;E9PRA8;B4DIA6;E9PS12Alpha-crystallin B chain HEL-S-101;CRYAB V9HW27_HUMAN Alpha-crystallin B chain OS=Homo sapiens OX=9606 GN=HEL-S-101 PE=1 SV=1;CRYAB_HUMAN Alpha-crystallin B chain OS=Homo sapiens OX=9606 GN=CRYAB PE=1 SV=2;A0A140G961_HUMAN Alpha-crystallin B chain (Fragment) OS=Homo sapiens OX=9606 GN=CRYAB PE=2 10 8 8 8 45.1 20.159 7.88E+08 741510000 8391900 71644000 67410000 762900
P02533;Q13092;K7ENV3;K7ESE1 Keratin, type I cytoskeletal 14KRT14 K1C14_HUMAN Keratin, type I cytoskeletal 14 OS=Homo sapiens OX=9606 GN=KRT14 PE=1 SV=4 4 33 19 12 69.5 51.561 5.47E+09 2583100000 1795900000 1.89E+08 89074000 61926000
V9HWN7;P04075;J3KPS3;H3BQN4;H3BPS8;H3BUH7;H3BR04;A0A0M4FNU3;H3BMQ8;H3BU78;H3BR68;A4UCS9;A4UCT0Fructose-bisphosphate aldolase;Fructose-bisphosphate aldolase AHEL-S-87p;ALDOA V9HWN7_HUMAN Fructose-bisphosphate aldolase OS=Homo sapiens OX=9606 GN=HEL-S-87p PE=2 SV=1;ALDOA_HUMAN Fructose-bisphosphate aldolase A OS=Homo sapiens OX=9606 GN=ALDOA PE=1 SV=2;J3KPS3_HUMAN Fructose-bisphosphate aldolase OS=Homo sapiens OX=9606 GN=ALDOA 13 22 22 18 62.6 39.42 1.35E+10 6564300000 31769000 5.86E+08 285400000 1381200
Q76LA1;P04080;A0A1W2PQG6;A0A1W2PS52 Cystatin-B CSTB Q76LA1_HUMAN CSTB protein OS=Homo sapiens OX=9606 GN=CSTB PE=2 SV=1;CYTB_HUMAN Cystatin-B OS=Homo sapiens OX=9606 GN=CSTB PE=1 SV=2;A0A1W2PQG6_HUMAN Cystatin B (Fragment) OS=Homo sapiens OX=9606 GN=CSTB PE=1 SV=14 4 4 4 53.1 11.139 7.91E+08 434350000 21820000 1.32E+08 72392000 3636700
P04083;Q5TZZ9;A0A4D5RAG0;A0A4D5RAB7;A0A4D5RA86;A0A4D5RAI5;A0A4D5RAJ5;A0A4D5RAA5;A0A4D5RAA2;A0A4D5RAU4;A0A4D5RAH8;B4DL19;Q5T3N1;A0A4D5RAD4;A0A4D5RAH1;Q5T3N0;A0A4D5RA95;A0A4D5RBR8;A0A4D5RBL6;A0A4D5RAH0;A0A4D5RAT3;A0A4D5RBT3;A0A4D5RAS2;A0A4D5RAD9;A0A4D5RBK2;A0A4D5RAI2;A0A4D5RBH8;A0A4D5RAB9;A0A4D5RAF4;Q05BR2Annexin A1;Annexin ANXA1 ANXA1_HUMAN Annexin A1 OS=Homo sapiens OX=9606 GN=ANXA1 PE=1 SV=2;Q5TZZ9_HUMAN Annexin OS=Homo sapiens OX=9606 GN=ANXA1 PE=1 SV=1;A0A4D5RAG0_HUMAN Annexin OS=Homo sapiens OX=9606 PE=3 SV=1;A0A4D5RAB7_HUMAN Annexin OS=Homo sapiens OX=9606 PE=3 SV=1;A0A4D5RA30 14 14 14 43.1 38.714 1.5E+09 1284100000 0 74761000 64207000 0
P04259 Keratin, type II cytoskeletal 6BKRT6B K2C6B_HUMAN Keratin, type II cytoskeletal 6B OS=Homo sapiens OX=9606 GN=KRT6B PE=1 SV=5 1 34 2 1 48.8 60.066 2.43E+08 80225000 73361000 8106200 2674200 2445400
P04350;B4DE77;B4DJ43;B4DFH6;M0QY85;M0QZL7;M0R278;M0R0X0;M0QY37;M0QX14Tubulin beta-4A chain TUBB4A TBB4A_HUMAN Tubulin beta-4A chain OS=Homo sapiens OX=9606 GN=TUBB4A PE=1 SV=2;B4DE77_HUMAN Tubulin beta chain OS=Homo sapiens OX=9606 PE=2 SV=1;B4DJ43_HUMAN cDNA FLJ53341, highly similar to Tubulin beta-4 chain OS=Homo sapiens OX=9606 PE=2 SV=1;B4DFH6_HUMA10 19 3 2 58.1 49.585 1.27E+08 9577400 0 6351700 478870 0
V9HVZ4;P04406;Q2TSD0;E7EUT5;Q0QET7;A4UCT1;B4DRV9 Glyceraldehyde-3-phosphate dehydrogenaseHEL-S-162eP;GAPDHV9HVZ4_HUMAN Glyceraldehyde-3-phosphate dehydrogenase OS=Homo sapiens OX=9606 GN=HEL-S-162eP PE=2 SV=1;G3P_HUMAN Glyceraldehyde-3-phosphate dehydrogenase OS=Homo sapiens OX=9606 GN=GAPDH PE=1 SV=3;Q2TSD0_HUMAN Glyceraldehyde-3-phosphate dehydrogenase OS=Ho7 22 22 15 85.1 36.053 6.87E+10 44832000000 504030000 4.04E+09 2637200000 29649000
V9HW43;P04792;A0A6Q8PFK8;A0A6Q8PGK1;A0A6Q8PHJ6;B4DL87;A0A6Q8PFE7;A0A6Q8PF43;A0A6Q8PHA6;A0A6Q8PH65;A0A6Q8PGY2;C9J3N8;A0A8E9ZT92;A0A8E9ZUD7Heat shock protein beta-1HEL-S-102;HSPB1 V9HW43_HUMAN Heat shock protein beta-1 OS=Homo sapiens OX=9606 GN=HEL-S-102 PE=2 SV=1;HSPB1_HUMAN Heat shock protein beta-1 OS=Homo sapiens OX=9606 GN=HSPB1 PE=1 SV=2;A0A6Q8PFK8_HUMAN Heat shock protein family B (small) member 1 OS=Homo sapiens OX=9606 GN=14 12 12 12 78 22.782 6.41E+09 3993800000 19597000 4.58E+08 285270000 1399800
P05109 Protein S100-A8;Protein S100-A8, N-terminally processedS100A8 S10A8_HUMAN Protein S100-A8 OS=Homo sapiens OX=9606 GN=S100A8 PE=1 SV=1 1 3 3 3 32.3 10.834 96799000 40285000 26271000 12100000 5035700 3283800
Q53XC0;P05198;G3V4T5;H0YJS4;B4DM12 Eukaryotic translation initiation factor 2 subunit 1EIF2S1 Q53XC0_HUMAN Eukaryotic translation initiation factor 2 subunit 1 OS=Homo sapiens OX=9606 GN=EIF2S1 PE=2 SV=1;IF2A_HUMAN Eukaryotic translation initiation factor 2 subunit 1 OS=Homo sapiens OX=9606 GN=EIF2S1 PE=1 SV=3;G3V4T5_HUMAN Eukaryotic translation in5 20 20 20 71.4 36.112 6E+09 598150000 2821100000 2.73E+08 27189000 128230000
P05204;A0A9L9PXD4;A0A9L9PY81;A0A9L9PXC9;A0A994J3W4;A0A087WZE9;Q15651Non-histone chromosomal protein HMG-17HMGN2 HMGN2_HUMAN Non-histone chromosomal protein HMG-17 OS=Homo sapiens OX=9606 GN=HMGN2 PE=1 SV=3 7 3 3 2 31.1 9.3926 9.52E+08 127430000 109270000 4.76E+08 63717000 54634000
Q7Z612;P05386 60S acidic ribosomal protein P1RPLP1 Q7Z612_HUMAN Acidic ribosomal phosphoprotein P1 OS=Homo sapiens OX=9606 PE=2 SV=1;RLA1_HUMAN Large ribosomal subunit protein P1 OS=Homo sapiens OX=9606 GN=RPLP1 PE=1 SV=12 2 2 1 42.5 11.399 4.41E+09 1367800000 44283000 1.47E+09 455920000 14761000
P05387;H0YDD8 60S acidic ribosomal protein P2RPLP2 RLA2_HUMAN Large ribosomal subunit protein P2 OS=Homo sapiens OX=9606 GN=RPLP2 PE=1 SV=1 2 8 8 8 77.4 11.665 8.22E+09 3618000000 294260000 1.64E+09 723610000 58853000
Q53R15;P05976;P08590 Myosin light chain 1/3, skeletal muscle isoform;Myosin light chain 3MYL1;MYL3 Q53R15_HUMAN Uncharacterized protein MYL1 (Fragment) OS=Homo sapiens OX=9606 GN=MYL1 PE=4 SV=1;MYL1_HUMAN Myosin light chain 1/3, skeletal muscle isoform OS=Homo sapiens OX=9606 GN=MYL1 PE=1 SV=3;MYL3_HUMAN Myosin light chain 3 OS=Homo sapiens OX=9606 GN=M3 1 1 1 8.6 15.603 3.65E+08 98465000 91354000 40529000 10941000 10150000
R4GN98;P06703 Protein S100;Protein S100-A6S100A6 R4GN98_HUMAN Protein S100 (Fragment) OS=Homo sapiens OX=9606 GN=S100A6 PE=1 SV=1;S10A6_HUMAN Protein S100-A6 OS=Homo sapiens OX=9606 GN=S100A6 PE=1 SV=12 1 1 1 9.4 9.681 26178000 0 0 5235500 0 0
P07099;R4SBI6;Q6FGZ3 Epoxide hydrolase 1 EPHX1 HYEP_HUMAN Epoxide hydrolase 1 OS=Homo sapiens OX=9606 GN=EPHX1 PE=1 SV=1;R4SBI6_HUMAN Epoxide hydrolase OS=Homo sapiens OX=9606 GN=EPHX1 PE=2 SV=1;Q6FGZ3_HUMAN Epoxide hydrolase 1 (Fragment) OS=Homo sapiens OX=9606 GN=EPHX1 PE=2 SV=13 2 2 2 3.7 52.948 36088000 0 2776100 1388000 0 106770
P07108;B8ZWD1;A0A024RAF2;B8ZWD9;B8ZWD8 Acyl-CoA-binding proteinDBI ACBP_HUMAN Acyl-CoA-binding protein OS=Homo sapiens OX=9606 GN=DBI PE=1 SV=2;B8ZWD1_HUMAN Diazepam binding inhibitor, acyl-CoA binding protein OS=Homo sapiens OX=9606 GN=DBI PE=1 SV=1;A0A024RAF2_HUMAN Epididymis secretory sperm binding protein OS=Homo sapi5 6 6 6 58.6 10.044 1.81E+09 1068500000 0 3.62E+08 213710000 0
Q53FJ5;Q59EN5;P07602;B4DEK5;B4DRB7;Q5BJH1;A0A0J9YXB8 Prosaposin;Saposin-A;Saposin-B-Val;Saposin-B;Saposin-C;Saposin-DPSAP Q53FJ5_HUMAN Prosaposin (Variant Gaucher disease and variant metachromatic leukodystrophy) variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;Q59EN5_HUMAN Prosaposin variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;SAP_HUMAN Prosaposin OS=Homo sapien7 9 9 9 17.7 58.14 1.45E+09 147370000 20603000 45207000 4605200 643830
P07737;K7EJ44;I3L3D5 Profilin-1 PFN1 PROF1_HUMAN Profilin-1 OS=Homo sapiens OX=9606 GN=PFN1 PE=1 SV=2;K7EJ44_HUMAN Profilin OS=Homo sapiens OX=9606 GN=PFN1 PE=1 SV=13 9 9 9 87.1 15.054 7.06E+09 3291200000 25596000 7.84E+08 365690000 2844000
P07814;B4DP50;H6WCP5;V9GYZ6;Q3KQZ8;B4DKX5 Bifunctional glutamate/proline--tRNA ligase;Glutamate--tRNA ligase;Proline--tRNA ligaseEPRS SYEP_HUMAN Bifunctional glutamate/proline--tRNA ligase OS=Homo sapiens OX=9606 GN=EPRS1 PE=1 SV=5;B4DP50_HUMAN proline--tRNA ligase OS=Homo sapiens OX=9606 PE=2 SV=16 13 13 13 11.6 170.59 4E+08 109160000 12035000 4874700 1331300 146770
Q5TCU3;P07951;B4DGC2;U3KQK2;B4DTK3;A0A2R8Y6A3 Tropomyosin beta chain TPM2 Q5TCU3_HUMAN Tropomyosin 2 OS=Homo sapiens OX=9606 GN=TPM2 PE=1 SV=1;TPM2_HUMAN Tropomyosin beta chain OS=Homo sapiens OX=9606 GN=TPM2 PE=1 SV=1;B4DGC2_HUMAN cDNA FLJ56690, highly similar to Tropomyosin beta chain OS=Homo sapiens OX=9606 PE=2 SV=16 13 5 1 35.9 32.814 1.09E+09 896330000 87887000 68103000 56021000 5493000
P08238;B4DMA2;B4DGL0;Q6PK50;Q9H6X9;A8K3W9;Q58FF7;O14942Heat shock protein HSP 90-betaHSP90AB1 HS90B_HUMAN Heat shock protein HSP 90-beta OS=Homo sapiens OX=9606 GN=HSP90AB1 PE=1 SV=4;B4DMA2_HUMAN cDNA FLJ54023, highly similar to Heat shock protein HSP 90-beta OS=Homo sapiens OX=9606 PE=2 SV=1;B4DGL0_HUMAN cDNA FLJ53619, highly similar to Heat shock8 37 37 20 54.1 83.263 2.18E+10 5949200000 136510000 6.62E+08 180280000 4136600
P08579;B5BTZ8;Q86YK2 U2 small nuclear ribonucleoprotein BSNRPB2 RU2B_HUMAN U2 small nuclear ribonucleoprotein B OS=Homo sapiens OX=9606 GN=SNRPB2 PE=1 SV=1;B5BTZ8_HUMAN Small nuclear ribonucleoprotein polypeptide B OS=Homo sapiens OX=9606 GN=SNRPB2 PE=2 SV=13 3 1 1 11.6 25.486 1.73E+08 35472000 5875400 17253000 3547200 587540
V9HWE1;P08670;B0YJC4;Q53HU8;A0A1B0GTT5;A0A1B0GVG8;A0A0S2Z4T0;B4E192;B4DJW0;A0A1X7SBR3;A0A1W2PR46;P14136Vimentin HEL113;VIM V9HWE1_HUMAN Epididymis luminal protein 113 OS=Homo sapiens OX=9606 GN=HEL113 PE=2 SV=1;VIME_HUMAN Vimentin OS=Homo sapiens OX=9606 GN=VIM PE=1 SV=4;B0YJC4_HUMAN Vimentin OS=Homo sapiens OX=9606 GN=VIM PE=1 SV=1;Q53HU8_HUMAN Vimentin variant (Fragment) OS=12 57 57 5 89.5 53.651 2.78E+11 63240000000 81399000000 8.18E+09 1860000000 2394100000
V9HWE0;P08758;D6RBL5;D6RBE9;E9PHT9;B4DNG6;D6RCN3 Annexin;Annexin A5 HEL-S-7;ANXA5 V9HWE0_HUMAN Annexin OS=Homo sapiens OX=9606 GN=HEL-S-7 PE=2 SV=1;ANXA5_HUMAN Annexin A5 OS=Homo sapiens OX=9606 GN=ANXA5 PE=1 SV=2;D6RBL5_HUMAN Annexin OS=Homo sapiens OX=9606 GN=ANXA5 PE=1 SV=1;D6RBE9_HUMAN Annexin OS=Homo sapiens OX=9606 GN=ANXA5 PE=1 S7 21 21 21 73.4 35.936 2E+10 6639000000 23947000 9.09E+08 301770000 1088500
P08779;Q16195;B4DWU0;K7ENW6;B4E2J5 Keratin, type I cytoskeletal 16KRT16 K1C16_HUMAN Keratin, type I cytoskeletal 16 OS=Homo sapiens OX=9606 GN=KRT16 PE=1 SV=4 5 37 32 22 74.4 51.267 6.04E+09 2000600000 2227500000 2.08E+08 68987000 76810000
Q5H8Y1;P08922 Tyrosine-protein kinase receptor;Proto-oncogene tyrosine-protein kinase ROSROS1 Q5H8Y1_HUMAN Tyrosine-protein kinase receptor OS=Homo sapiens OX=9606 GN=ROS1 PE=1 SV=1;ROS1_HUMAN Proto-oncogene tyrosine-protein kinase ROS OS=Homo sapiens OX=9606 GN=ROS1 PE=1 SV=32 1 1 1 0.3 263.26 7.93E+08 16501000 571680000 8095000 168380 5833500
V9HWE9;P09211;A8MX94;C7DJS1;A0A087X2E9;Q5D6A5;A0A2R8Y5E5;A0A087X243;B2C310;A0A3B6XSH2Glutathione S-transferase PHEL-S-22;GSTP1 V9HWE9_HUMAN Glutathione S-transferase OS=Homo sapiens OX=9606 GN=HEL-S-22 PE=2 SV=1;GSTP1_HUMAN Glutathione S-transferase P OS=Homo sapiens OX=9606 GN=GSTP1 PE=1 SV=2;A8MX94_HUMAN Glutathione S-transferase OS=Homo sapiens OX=9606 GN=GSTP1 PE=1 SV=110 12 12 9 66.2 23.356 1.35E+10 9332700000 53967000 1.23E+09 848430000 4906100
P09497;D6RJD1;H0Y9Q6 Clathrin light chain B CLTB CLCB_HUMAN Clathrin light chain B OS=Homo sapiens OX=9606 GN=CLTB PE=1 SV=1 3 5 5 5 19.2 25.19 4.01E+08 227770000 12040000 44547000 25308000 1337800
Q6P452;V9HW59;P09525;B4DDZ4;B4DE02;Q59FK3;B4E1S2;Q6MZI0Annexin;Annexin A4 ANXA4;HEL-S-274 Q6P452_HUMAN Annexin OS=Homo sapiens OX=9606 GN=ANXA4 PE=1 SV=1;V9HW59_HUMAN Annexin OS=Homo sapiens OX=9606 GN=HEL-S-274 PE=2 SV=1;ANXA4_HUMAN Annexin A4 OS=Homo sapiens OX=9606 GN=ANXA4 PE=1 SV=4;B4DDZ4_HUMAN Annexin OS=Homo sapiens OX=9606 PE=2 SV=1;B4D8 6 6 6 23.4 33.552 2.75E+08 190040000 8595600 13077000 9049500 409310
P09543;K7EN66;C9K0L8;K7ERZ0;K7ERC4;B4DI06;B4DFN6 2,3-cyclic-nucleotide 3-phosphodiesteraseCNP CN37_HUMAN 2,3-cyclic-nucleotide 3-phosphodiesterase OS=Homo sapiens OX=9606 GN=CNP PE=1 SV=2;K7EN66_HUMAN 2,3-cyclic nucleotide 3 phosphodiesterase (Fragment) OS=Homo sapiens OX=9606 GN=CNP PE=1 SV=1;C9K0L8_HUMAN 2,3-cyclic nucleotide 3 phosphodi7 6 6 6 15.4 47.578 2.36E+08 55256000 30767000 8747900 2046500 1139500
P09874;B4E0E1;B2R5W3;A0A7I2V3E1;A0A7I2V625;A0A7I2V5E9;Q05D33;Q6PJL0;Q96P95;A0A7I2V384Poly [ADP-ribose] polymerase 1PARP1 PARP1_HUMAN Poly [ADP-ribose] polymerase 1 OS=Homo sapiens OX=9606 GN=PARP1 PE=1 SV=4;B4E0E1_HUMAN Poly [ADP-ribose] polymerase OS=Homo sapiens OX=9606 PE=2 SV=1;B2R5W3_HUMAN Poly [ADP-ribose] polymerase OS=Homo sapiens OX=9606 PE=2 SV=1;A0A7I2V3E1_HUMAN P10 60 60 60 59.8 113.08 2.17E+10 169320000 10289000000 4.26E+08 3320000 201750000
P10155;B3KN94;H0Y9N5;D6RE09;D6RDN1;G5E9R9 60 kDa SS-A/Ro ribonucleoproteinTROVE2 RO60_HUMAN RNA-binding protein RO60 OS=Homo sapiens OX=9606 GN=RO60 PE=1 SV=2;B3KN94_HUMAN cDNA FLJ13982 fis, clone Y79AA1001711, highly similar to 60 kDa SS-A/Ro ribonucleoprotein OS=Homo sapiens OX=9606 PE=2 SV=16 8 8 8 16.7 60.67 2.13E+08 23054000 3774200 7354900 794950 130140
V9HWB4;P11021;A0A7P0TB36;A0A7P0TAI0;B4DEF7 78 kDa glucose-regulated proteinHEL-S-89n;HSPA5 V9HWB4_HUMAN 78 kDa glucose-regulated protein OS=Homo sapiens OX=9606 GN=HEL-S-89n PE=2 SV=1;BIP_HUMAN Endoplasmic reticulum chaperone BiP OS=Homo sapiens OX=9606 GN=HSPA5 PE=1 SV=2;A0A7P0TB36_HUMAN 78 kDa glucose-regulated protein OS=Homo sapiens OX=9606 5 29 28 28 44.8 72.332 1.24E+10 3411300000 305770000 4.13E+08 113710000 10192000
P11142;V9HW22;E9PKE3;Q53GZ6;Q96IS6;B3KTV0;E9PNE6;Q53HF2;B4E1Q1;E9PN89;B4DTX2;E9PLF4;E9PK54;E9PQK7;E9PQQ4;E9PPY6;E9PI65;E9PN25;A4D111Heat shock cognate 71 kDa proteinHSPA8;HEL-S-72p HSP7C_HUMAN Heat shock cognate 71 kDa protein OS=Homo sapiens OX=9606 GN=HSPA8 PE=1 SV=1;V9HW22_HUMAN Epididymis luminal protein 33 OS=Homo sapiens OX=9606 GN=HEL-S-72p PE=2 SV=1;E9PKE3_HUMAN Heat shock protein family A (Hsp70) member 8 OS=Homo sapiens OX=19 38 38 9 66.9 70.897 3.8E+10 17623000000 2048400000 1.15E+09 534040000 62073000
P11216;Q59GM9;B4DSD8;B4DRW6;B2RB32;A0A0M4FEM1;P11217;H0Y4Z6;Q8TDG6;E9PK47;B2R825;P06737;B4DRQ4Glycogen phosphorylase, brain form;Alpha-1,4 glucan phosphorylasePYGB PYGB_HUMAN Glycogen phosphorylase, brain form OS=Homo sapiens OX=9606 GN=PYGB PE=1 SV=5;Q59GM9_HUMAN Alpha-1,4 glucan phosphorylase (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B4DSD8_HUMAN Alpha-1,4 glucan phosphorylase OS=Homo sapiens OX=9606 PE=2 SV=113 22 22 22 33 96.695 2.09E+09 500610000 5800700 42616000 10216000 118380
P11387;B9EG90;A0A7P0T852;Q9BVT2;B4DYD2;Q969P6;E5KMK7;E5KMK6;E5RIC7;E5KMK5;B7Z9E8;B4E061;Q6NWZ5;E5RFS0;A0A7P0T9R7;E5RJ95;Q6PK95DNA topoisomerase 1 TOP1 TOP1_HUMAN DNA topoisomerase 1 OS=Homo sapiens OX=9606 GN=TOP1 PE=1 SV=2;B9EG90_HUMAN DNA topoisomerase I OS=Homo sapiens OX=9606 GN=TOP1 PE=2 SV=1;A0A7P0T852_HUMAN DNA topoisomerase I OS=Homo sapiens OX=9606 GN=TOP1 PE=1 SV=117 12 12 11 16.5 90.725 2.31E+08 9337000 167790000 6079600 245710 4415500
P11388 DNA topoisomerase 2-alphaTOP2A TOP2A_HUMAN DNA topoisomerase 2-alpha OS=Homo sapiens OX=9606 GN=TOP2A PE=1 SV=3 1 1 1 1 0.7 174.38 0 0 0 0 0 0
Q5HY81;P11441 Ubiquitin-like protein 4A UBL4A Q5HY81_HUMAN Ubiquitin-like protein 4A OS=Homo sapiens OX=9606 GN=UBL4A PE=1 SV=2;UBL4A_HUMAN Ubiquitin-like protein 4A OS=Homo sapiens OX=9606 GN=UBL4A PE=1 SV=12 5 5 5 24.4 20.55 1.66E+08 78251000 13019000 20781000 9781300 1627300
Q59EZ3;P11717;A0A7I2V381;A0A7I2YQS7 Cation-independent mannose-6-phosphate receptorIGF2R Q59EZ3_HUMAN Insulin-like growth factor 2 receptor variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;MPRI_HUMAN Cation-independent mannose-6-phosphate receptor OS=Homo sapiens OX=9606 GN=IGF2R PE=1 SV=3;A0A7I2V381_HUMAN Insulin like growth factor 2 rece4 3 3 3 1.4 266.11 32831000 0 0 260560 0 0
Q6IRT1;Q6FI45;P11766;Q5U043;Q2VIM7;H0YAG8;D6RFE4 S-(hydroxymethyl)glutathione dehydrogenase;Alcohol dehydrogenase class-3ADH5 Q6IRT1_HUMAN S-(hydroxymethyl)glutathione dehydrogenase OS=Homo sapiens OX=9606 GN=ADH5 PE=2 SV=2;Q6FI45_HUMAN S-(hydroxymethyl)glutathione dehydrogenase OS=Homo sapiens OX=9606 GN=ADH5 PE=2 SV=1;ADHX_HUMAN Alcohol dehydrogenase class-3 OS=Homo sapiens OX=7 9 9 9 29.4 39.724 4E+08 41656000 0 19998000 2082800 0
P11940;E7EQV3;B4DZW4;A0A7I2YQ88;A0A7I2V4N4;A0A7I2V649;H0YAR2;A0A7I2YQE4;A0A087WTT1;E7ERJ7;B4DQX0;B3KT93;A0A7I2YQ90;Q9H361;Q5VX58;Q3ZCS4;Q2VIP3;H0YB75;H0YAS6;H0YAP2;H0YBN4;H0YB86;A0A6Q8JFT6;H0YAS7;Q4VXU2;E5RGH3;E5RJB9;E5RH24;H0YC10;A0A6I8PLA1;H0YAW6;A0A6I8PS38;B1ANR1;L0R533;E5RHG7;A0A6Q8JFV4;B4DM75;A8K8J2;E5RFD8;H0YER0;Q96DU9;Q5JQF8;A0A7I2V3J9;E5RGC4;H0Y6X6Polyadenylate-binding protein 1;Polyadenylate-binding protein;Polyadenylate-binding protein 3PABPC1;PABPC3 PABP1_HUMAN Polyadenylate-binding protein 1 OS=Homo sapiens OX=9606 GN=PABPC1 PE=1 SV=2;E7EQV3_HUMAN Polyadenylate-binding protein OS=Homo sapiens OX=9606 GN=PABPC1 PE=1 SV=1;B4DZW4_HUMAN Polyadenylate-binding protein OS=Homo sapiens OX=9606 PE=2 SV=1;A0A745 31 31 23 56.6 70.67 5.57E+09 904550000 1122800000 1.55E+08 25126000 31190000
Q6FHF5;P12004;Q6FI35;B4DUA2;Q7Z6A3;Q7Z6A2;Q7Z6A1 Proliferating cell nuclear antigenPCNA Q6FHF5_HUMAN Proliferating cell nuclear antigen (Fragment) OS=Homo sapiens OX=9606 GN=PCNA PE=2 SV=1;PCNA_HUMAN Proliferating cell nuclear antigen OS=Homo sapiens OX=9606 GN=PCNA PE=1 SV=1;Q6FI35_HUMAN Proliferating cell nuclear antigen OS=Homo sapiens OX=7 10 10 10 37.5 28.705 3.13E+09 1288500000 4150300 1.96E+08 80533000 259390
P12036 Neurofilament heavy polypeptideNEFH NFH_HUMAN Neurofilament heavy polypeptide OS=Homo sapiens OX=9606 GN=NEFH PE=1 SV=4 1 4 2 2 3.5 112.48 15702000 5077200 2795400 506530 163780 90175
P12107;H7C381;B4DQZ0;C9JMN2;A0A0U1RRA7;A0A2R8Y4M5;A0A2R8Y4I5;A0A2R8Y5N4;A0A2R8YDU3;Q59HB5Collagen alpha-1(XI) chainCOL11A1 COBA1_HUMAN Collagen alpha-1(XI) chain OS=Homo sapiens OX=9606 GN=COL11A1 PE=1 SV=4 10 3 3 3 1.7 181.06 58102000 24935000 33167000 631550 271040 360510
P12270;Q58F23;Q504U6;A0PJC9;Q9UE33;Q5SWX9 Nucleoprotein TPR TPR TPR_HUMAN Nucleoprotein TPR OS=Homo sapiens OX=9606 GN=TPR PE=1 SV=3 6 21 21 21 9.7 267.29 4.57E+08 258960000 7160600 4228800 2397800 66302
P12273 Prolactin-inducible proteinPIP PIP_HUMAN Prolactin-inducible protein OS=Homo sapiens OX=9606 GN=PIP PE=1 SV=1 1 2 2 2 13.7 16.572 33363000 13169000 7492000 3707000 1463300 832440
P12956;B4DE32;B1AHC9;B2RDN9;B4E356;Q6IC76 X-ray repair cross-complementing protein 6XRCC6 XRCC6_HUMAN X-ray repair cross-complementing protein 6 OS=Homo sapiens OX=9606 GN=XRCC6 PE=1 SV=2;B4DE32_HUMAN cDNA FLJ53970, highly similar to ATP-dependent DNA helicase 2 subunit 1 (EC3.6.1.-) OS=Homo sapiens OX=9606 PE=2 SV=1;B1AHC9_HUMAN X-ray repair c6 17 17 17 31.2 69.842 2.37E+09 332040000 37648000 73959000 10376000 1176500
P13010;Q53T09;Q53TC2;C9JZ81 X-ray repair cross-complementing protein 5XRCC5 XRCC5_HUMAN X-ray repair cross-complementing protein 5 OS=Homo sapiens OX=9606 GN=XRCC5 PE=1 SV=3;Q53T09_HUMAN Uncharacterized protein XRCC5 (Fragment) OS=Homo sapiens OX=9606 GN=XRCC5 PE=3 SV=14 18 18 18 35.1 82.704 1.18E+09 146580000 17114000 31066000 3857500 450360
P13639;B4DPU3;Q8TA90;Q6PK56;B4DRE8;B4DMC6;Q6W6M8 Elongation factor 2 EEF2 EF2_HUMAN Elongation factor 2 OS=Homo sapiens OX=9606 GN=EEF2 PE=1 SV=4;B4DPU3_HUMAN cDNA FLJ56548, highly similar to Elongation factor 2 OS=Homo sapiens OX=9606 PE=2 SV=1;Q8TA90_HUMAN Similar to Elongation factor 2b (Fragment) OS=Homo sapiens OX=9606 PE=27 35 35 34 50.2 95.337 9.88E+09 3645700000 124490000 2.2E+08 81017000 2766500
P13647;F8W0C6;F8VV57 Keratin, type II cytoskeletal 5KRT5 K2C5_HUMAN Keratin, type II cytoskeletal 5 OS=Homo sapiens OX=9606 GN=KRT5 PE=1 SV=3 3 40 29 4 52.4 62.378 9.36E+09 3744200000 3360900000 3.02E+08 120780000 108410000
P13797;Q53GY0;B4DPW9;Q96HI1;B4DG31;U3KQI3;H7C4N2;B4DI60;V9HWJ7;Q53FI1;Q59GX5;A7E2S2;P13796;B4DPU6;Q5TBN3;Q14651;B3KUI1;C9JAM8Plastin-3 PLS3 PLST_HUMAN Plastin-3 OS=Homo sapiens OX=9606 GN=PLS3 PE=1 SV=4;Q53GY0_HUMAN Plastin 3 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B4DPW9_HUMAN cDNA FLJ51929, highly similar to Plastin-3 OS=Homo sapiens OX=9606 PE=2 SV=1;Q96HI1_HUMAN Similar to pla18 21 21 21 40.3 70.81 1.18E+09 210820000 8144000 31808000 5697900 220110
P13929;B4DUJ6 Beta-enolase;Enolase ENO3 ENOB_HUMAN Beta-enolase OS=Homo sapiens OX=9606 GN=ENO3 PE=1 SV=5;B4DUJ6_HUMAN phosphopyruvate hydratase OS=Homo sapiens OX=9606 PE=2 SV=12 3 1 1 12.9 46.986 0 0 0 0 0 0
P13984;A0A9L9PX76 General transcription factor IIF subunit 2GTF2F2 T2FB_HUMAN General transcription factor IIF subunit 2 OS=Homo sapiens OX=9606 GN=GTF2F2 PE=1 SV=2 2 17 17 17 61.4 28.38 4.02E+09 119740000 2074300000 2.23E+08 6652400 115240000
P14209;A0A096LP69;B2R932;A8MQT7 CD99 antigen CD99 CD99_HUMAN CD99 antigen OS=Homo sapiens OX=9606 GN=CD99 PE=1 SV=1;A0A096LP69_HUMAN CD99 molecule (Xg blood group) OS=Homo sapiens OX=9606 GN=CD99 PE=1 SV=1;B2R932_HUMAN cDNA, FLJ94187, highly similar to Homo sapiens CD99 antigen (CD99), mRNA OS=Homo sapien4 3 3 3 29.7 18.848 2.32E+08 82989000 0 57999000 20747000 0
P14324;B3KMW3;A0A087X1D8;A0A087WVN4;Q14329;A0A087WTP2;A0A087X090Farnesyl pyrophosphate synthaseFDPS FPPS_HUMAN Farnesyl pyrophosphate synthase OS=Homo sapiens OX=9606 GN=FDPS PE=1 SV=4;B3KMW3_HUMAN (2E,6E)-farnesyl diphosphate synthase OS=Homo sapiens OX=9606 PE=2 SV=1;A0A087X1D8_HUMAN (2E,6E)-farnesyl diphosphate synthase (Fragment) OS=Homo sapiens OX=97 5 5 5 14.3 48.275 5.89E+08 313680000 0 32695000 17427000 0
V9HWI0;P14550;Q5T621;V9GYG2;V9GYP9 Alcohol dehydrogenase [NADP(+)]HEL-S-165mP;AKR1A1V9HWI0_HUMAN Aldo-keto reductase family 1 member A1 OS=Homo sapiens OX=9606 GN=HEL-S-165mP PE=2 SV=1;AK1A1_HUMAN Aldo-keto reductase family 1 member A1 OS=Homo sapiens OX=9606 GN=AKR1A1 PE=1 SV=35 7 7 7 25.2 36.573 2.74E+08 117830000 0 12458000 5356000 0
P15121;Q59EL5;E9PCX2;E9PEF9;A4D1P0;C9JRZ8 Aldose reductase AKR1B1 ALDR_HUMAN Aldo-keto reductase family 1 member B1 OS=Homo sapiens OX=9606 GN=AKR1B1 PE=1 SV=3;Q59EL5_HUMAN Aldo-keto reductase family 1, member B1 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;E9PCX2_HUMAN Aldo-keto reductase family 1 member B OS=Ho6 9 9 9 39.2 35.853 7.43E+08 337770000 9631600 41283000 18765000 535090
P15880;Q8N5L9;Q3KQT6;Q6IPX5;H0YEN5;Q8J014;E9PQD7;E9PMM9;Q9BSW5;I3L404;Q8NI61;E9PM36;E9PPT0;O60249;A4D0Y7;H3BNG3;H0YE27;Q6ZNN840S ribosomal protein S2 RPS2;rps2 RS2_HUMAN Small ribosomal subunit protein uS5 OS=Homo sapiens OX=9606 GN=RPS2 PE=1 SV=2;Q8N5L9_HUMAN Small ribosomal subunit protein uS5 OS=Homo sapiens OX=9606 GN=RPS2 PE=2 SV=1;Q3KQT6_HUMAN Small ribosomal subunit protein uS5 OS=Homo sapiens OX=9606 GN=R18 14 14 9 48.8 31.324 3.73E+09 597900000 208280000 2.07E+08 33217000 11571000
P15924;Q4LE79;B4E2A0;B4DKX6;B4DWT7;G1UI31 Desmoplakin DSP;DSP variant proteinDESP_HUMAN Desmoplakin OS=Homo sapiens OX=9606 GN=DSP PE=1 SV=3;Q4LE79_HUMAN DSP variant protein (Fragment) OS=Homo sapiens OX=9606 GN=DSP variant protein PE=2 SV=16 33 33 33 11.5 331.77 1.15E+09 520860000 476810000 7031900 3195500 2925200
P16401;Q14463 Histone H1.5 HIST1H1B H15_HUMAN Histone H1.5 OS=Homo sapiens OX=9606 GN=H1-5 PE=1 SV=3 2 8 6 6 32.3 22.58 6.32E+08 605570000 13239000 63165000 60557000 1323900
P16403 Histone H1.2 HIST1H1C H12_HUMAN Histone H1.2 OS=Homo sapiens OX=9606 GN=H1-2 PE=1 SV=2 1 10 10 3 37.1 21.364 4.84E+09 1407500000 52016000 5.37E+08 156390000 5779500
P16989;Q96GD7;Q59EB5;A0A0D9SEI8 Y-box-binding protein 3 YBX3 YBOX3_HUMAN Y-box-binding protein 3 OS=Homo sapiens OX=9606 GN=YBX3 PE=1 SV=4;Q96GD7_HUMAN CSDA protein OS=Homo sapiens OX=9606 PE=2 SV=14 10 7 7 35.2 40.089 6.62E+08 151460000 0 50947000 11651000 0
P17028;K7EPL1;K7EQP8;K7EPZ8 Zinc finger protein 24 ZNF24 ZNF24_HUMAN Zinc finger protein 24 OS=Homo sapiens OX=9606 GN=ZNF24 PE=1 SV=4;K7EPL1_HUMAN Zinc finger protein 24 (Fragment) OS=Homo sapiens OX=9606 GN=ZNF24 PE=1 SV=14 8 8 8 24.5 42.155 2.98E+08 68976000 27227000 15667000 3630300 1433000
Q5U079;P17275 Transcription factor jun-B JUNB Q5U079_HUMAN Jun B proto-oncogene OS=Homo sapiens OX=9606 GN=JUNB PE=2 SV=1;JUNB_HUMAN Transcription factor JunB OS=Homo sapiens OX=9606 GN=JUNB PE=1 SV=12 1 1 1 7.5 35.879 0 0 0 0 0 0
P17643;Q6LES1;B4DNE6;E7EQI3;C9JZ52 5,6-dihydroxyindole-2-carboxylic acid oxidaseTYRP1 TYRP1_HUMAN 5,6-dihydroxyindole-2-carboxylic acid oxidase OS=Homo sapiens OX=9606 GN=TYRP1 PE=1 SV=2;Q6LES1_HUMAN TYRP1 protein (Fragment) OS=Homo sapiens OX=9606 GN=TYRP1 PE=2 SV=15 12 12 12 26.3 60.724 3.57E+09 198880000 431040000 1.7E+08 9470300 20526000
P17987;E7ERF2;F5H282;E7EQR6;F5GZ03;F5GZI8;F5H136;F5H726;F5H676;F5H7Y1;F5GYL4T-complex protein 1 subunit alphaTCP1 TCPA_HUMAN T-complex protein 1 subunit alpha OS=Homo sapiens OX=9606 GN=TCP1 PE=1 SV=1;E7ERF2_HUMAN T-complex protein 1 subunit alpha OS=Homo sapiens OX=9606 GN=TCP1 PE=1 SV=1;F5H282_HUMAN T-complex 1 OS=Homo sapiens OX=9606 GN=TCP1 PE=1 SV=1;E7EQR6_HUMAN 11 13 13 13 27 60.343 3.71E+08 57516000 0 11976000 1855400 0
P18077;C9K025;F8WBS5;F8WB72 60S ribosomal protein L35aRPL35A RL35A_HUMAN Large ribosomal subunit protein eL33 OS=Homo sapiens OX=9606 GN=RPL35A PE=1 SV=2;C9K025_HUMAN Large ribosomal subunit protein eL33 (Fragment) OS=Homo sapiens OX=9606 GN=RPL35A PE=1 SV=14 5 5 5 40 12.538 1.1E+09 272090000 48040000 1.57E+08 38870000 6862800
P18085;C9JPM4;C9JAK5;U3KQF2;F5H1V1;F5H6T5;F8WDB3 ADP-ribosylation factor 4 ARF4 ARF4_HUMAN ADP-ribosylation factor 4 OS=Homo sapiens OX=9606 GN=ARF4 PE=1 SV=3;C9JPM4_HUMAN ADP ribosylation factor 4 (Fragment) OS=Homo sapiens OX=9606 GN=ARF4 PE=1 SV=1;C9JAK5_HUMAN ADP ribosylation factor 4 OS=Homo sapiens OX=9606 GN=ARF4 PE=1 SV=1;U3KQ7 8 5 5 55.6 20.511 6.14E+08 192300000 0 55838000 17482000 0
P18124;A8MUD9;O95036;C9JIJ5;C9JZ88 60S ribosomal protein L7 RPL7 RL7_HUMAN Large ribosomal subunit protein uL30 OS=Homo sapiens OX=9606 GN=RPL7 PE=1 SV=1;A8MUD9_HUMAN Ribosomal protein L7 OS=Homo sapiens OX=9606 GN=RPL7 PE=1 SV=15 11 11 11 43.5 29.225 1.51E+09 268040000 101960000 1.26E+08 22337000 8496500
Q6FHU2;P18669;Q6P6D7;Q6FHK8;Q53G35;Q0D2Q6;B4DKL5;B4DMJ7;B7Z9E5;B4DJA4;P15259;A4D2J6;Q8N0Y7;B7ZW15Phosphoglycerate mutase 1;Phosphoglycerate mutasePGAM1;hCG_2015269Q6FHU2_HUMAN Phosphoglycerate mutase (Fragment) OS=Homo sapiens OX=9606 GN=PGAM1 PE=2 SV=1;PGAM1_HUMAN Phosphoglycerate mutase 1 OS=Homo sapiens OX=9606 GN=PGAM1 PE=1 SV=2;Q6P6D7_HUMAN Phosphoglycerate mutase OS=Homo sapiens OX=9606 GN=PGAM1 PE=2 SV=1;Q6FH14 15 15 15 73.6 28.804 4.03E+09 2368300000 10963000 3.1E+08 182180000 843310
P19012;B3KVF5;B4E204;A8MT21;C9JTG5 Keratin, type I cytoskeletal 15KRT15 K1C15_HUMAN Keratin, type I cytoskeletal 15 OS=Homo sapiens OX=9606 GN=KRT15 PE=1 SV=3;B3KVF5_HUMAN cDNA FLJ16494 fis, clone CTONG3004576, highly similar to Keratin, type I cytoskeletal 15 OS=Homo sapiens OX=9606 PE=2 SV=1;B4E204_HUMAN cDNA FLJ58872, highl5 8 1 0 14 49.211 13628000 0 0 454260 0 0
P20290;A0A7I2YQL2;A0A7I2V3T6;D6RDG3;H0Y9Y1;A0A7I2V5Y3;A0A3G0TEJ7Transcription factor BTF3 BTF3 BTF3_HUMAN Transcription factor BTF3 OS=Homo sapiens OX=9606 GN=BTF3 PE=1 SV=1;A0A7I2YQL2_HUMAN Transcription factor BTF3 OS=Homo sapiens OX=9606 GN=BTF3 PE=1 SV=1;A0A7I2V3T6_HUMAN Transcription factor BTF3 OS=Homo sapiens OX=9606 GN=BTF3 PE=1 SV=1;D6RDG3_7 7 7 7 53.4 22.168 1.75E+09 648620000 118520000 1.75E+08 64862000 11852000
Q6I9U3;P20645;Q53GY9;B2R6S2;Q96AH2;F5GX30;F5GXE0;F5GXU0;F5H883;H0YF90;H0YGE9;H0YGT2Cation-dependent mannose-6-phosphate receptorM6PR Q6I9U3_HUMAN M6PR protein OS=Homo sapiens OX=9606 GN=M6PR PE=2 SV=1;MPRD_HUMAN Cation-dependent mannose-6-phosphate receptor OS=Homo sapiens OX=9606 GN=M6PR PE=1 SV=1;Q53GY9_HUMAN Cation-dependent mannose-6-phosphate receptor variant (Fragment) OS=Homo sap12 5 5 5 29.2 30.975 5.64E+08 78380000 36489000 40313000 5598600 2606400
Q14214;P20929 Nebulin NEB Q14214_HUMAN Nebulin (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;NEBU_HUMAN Nebulin OS=Homo sapiens OX=9606 GN=NEB PE=1 SV=52 1 1 1 0.7 285.74 0 0 0 0 0 0
Q6FGJ9;Q59EJ5;P21266;A4UJ43 Glutathione S-transferase Mu 3GSTM3 Q6FGJ9_HUMAN Glutathione S-transferase OS=Homo sapiens OX=9606 GN=GSTM3 PE=1 SV=1;Q59EJ5_HUMAN Glutathione S-transferase (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;GSTM3_HUMAN Glutathione S-transferase Mu 3 OS=Homo sapiens OX=9606 GN=GSTM3 PE=1 SV=3;A4UJ4 7 7 1 36 26.559 7E+08 497930000 5820300 41168000 29290000 342370
P21333;Q60FE5;Q60FE6;A6NDY9;A0A7P0NMY4;Q8TES4;Q6NXF2;Q96C61;B4E2F9;F8WE98;A0A087WWY3;A0A7I2V3E6;B4DTD5;Q2VP91;Q86TQ3;H0Y5C6;H0Y5F3;H7C2E7;A0A669KBC6;H7C5L4Filamin-A FLNA;FLJ00119 FLNA_HUMAN Filamin-A OS=Homo sapiens OX=9606 GN=FLNA PE=1 SV=4;Q60FE5_HUMAN Filamin A OS=Homo sapiens OX=9606 GN=FLNA PE=1 SV=1;Q60FE6_HUMAN Filamin A OS=Homo sapiens OX=9606 GN=FLNA PE=2 SV=1;A6NDY9_HUMAN Filamin A OS=Homo sapiens OX=9606 GN=FLNA PE=2 SV=20 65 65 54 33.7 280.74 4.53E+09 3101000000 48567000 33823000 23142000 362440
P22059 Oxysterol-binding protein 1OSBP OSBP1_HUMAN Oxysterol-binding protein 1 OS=Homo sapiens OX=9606 GN=OSBP PE=1 SV=1 1 4 4 4 6.1 89.42 92490000 24173000 0 2255900 589580 0
Q3B7A7;Q59HH3;P22102;Q15374;F8WD69;C9JBJ1;C9JTV6;C9JZG2;C9JKQ7;O14660;H7C366;B4DJ93Trifunctional purine biosynthetic protein adenosine-3;Phosphoribosylamine--glycine ligase;Phosphoribosylformylglycinamidine cyclo-ligase;Phosphoribosylglycinamide formyltransferaseGART Q3B7A7_HUMAN Trifunctional purine biosynthetic protein adenosine-3 OS=Homo sapiens OX=9606 GN=GART PE=2 SV=1;Q59HH3_HUMAN Trifunctional purine biosynthetic protein adenosine-3 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;PUR2_HUMAN Trifunctional purine bio12 8 8 8 9.1 107.72 2.28E+08 46579000 5714400 4741200 970400 119050
P22626;A0A7I2V4N1;A0A7I2V3P1;A0A7I2V4I6;A0A7I2V323;A0A384NL58;A0A7I2V3P7;A0A7I2V4S4;A0A024RA28;A0A087WUI2;I6L957;A0A7I2V4N0;A0A7I2YQN4Heterogeneous nuclear ribonucleoproteins A2/B1HNRNPA2B1;HNRPA2B1ROA2_HUMAN Heterogeneous nuclear ribonucleoproteins A2/B1 OS=Homo sapiens OX=9606 GN=HNRNPA2B1 PE=1 SV=2;A0A7I2V4N1_HUMAN Heterogeneous nuclear ribonucleoproteins A2/B1 OS=Homo sapiens OX=9606 GN=HNRNPA2B1 PE=1 SV=1;A0A7I2V3P1_HUMAN Heterogeneous nuclear r13 15 15 14 48.4 37.429 7.67E+09 2090900000 412350000 3.83E+08 104540000 20618000
P23396;Q53G83;E9PL09;E9PPU1;H0YEU2;H0YCJ7;Q9NQS8;F2Z2S8;H0YF32;A7E2S3;E9PK82;E9PJH4;E9PQ96;E9PSF4;E9PQX2;E9PJN9;H0YES840S ribosomal protein S3 RPS3 RS3_HUMAN Small ribosomal subunit protein uS3 OS=Homo sapiens OX=9606 GN=RPS3 PE=1 SV=2;Q53G83_HUMAN Small ribosomal subunit protein uS3 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;E9PL09_HUMAN Small ribosomal subunit protein uS3 OS=Homo sapiens OX=9606 G17 18 18 18 74.5 26.688 5.47E+09 652070000 550910000 2.88E+08 34319000 28995000
V9HWI5;P23528;G3V1A4;E9PK25;E9PP50;E9PQB7;B4E112;E9PLJ3;E9PS23Cofilin-1 HEL-S-15;CFL1 V9HWI5_HUMAN Epididymis secretory protein Li 15 OS=Homo sapiens OX=9606 GN=HEL-S-15 PE=2 SV=1;COF1_HUMAN Cofilin-1 OS=Homo sapiens OX=9606 GN=CFL1 PE=1 SV=3;G3V1A4_HUMAN Cofilin 1 OS=Homo sapiens OX=9606 GN=CFL1 PE=1 SV=1;E9PK25_HUMAN Cofilin 1 OS=Homo sap9 17 17 13 79.5 18.502 1.92E+10 9567600000 246650000 1.92E+09 956760000 24665000
P24534;A4D1M6;C9JZW3;F8WF65;F2Z2G2 Elongation factor 1-beta EEF1B2;LOC392793 EF1B_HUMAN Elongation factor 1-beta OS=Homo sapiens OX=9606 GN=EEF1B2 PE=1 SV=3;A4D1M6_HUMAN Elongation factor 1-beta OS=Homo sapiens OX=9606 GN=LOC392793 PE=3 SV=15 10 8 8 55.6 24.763 5.03E+09 2707300000 39400000 4.2E+08 225610000 3283400
Q59EH3;P24666;G5E9R5;A0A140VK37;F2Z2Q9;O75702;D3YTI2 Low molecular weight phosphotyrosine protein phosphataseACP1 Q59EH3_HUMAN Low molecular weight phosphotyrosine protein phosphatase (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;PPAC_HUMAN Low molecular weight phosphotyrosine protein phosphatase OS=Homo sapiens OX=9606 GN=ACP1 PE=1 SV=3;G5E9R5_HUMAN acid phosphatase O7 4 4 4 30.3 18.698 3.02E+08 183830000 0 33526000 20426000 0
P25398 40S ribosomal protein S12RPS12 RS12_HUMAN Small ribosomal subunit protein eS12 OS=Homo sapiens OX=9606 GN=RPS12 PE=1 SV=3 1 7 7 7 69.7 14.515 3.79E+09 1238400000 87700000 5.41E+08 176920000 12529000
P25490;A0A994J726;H0YJV7;Q96MM3;A0A494C032;H0YJU4 Transcriptional repressor protein YY1YY1 TYY1_HUMAN Transcriptional repressor protein YY1 OS=Homo sapiens OX=9606 GN=YY1 PE=1 SV=2;A0A994J726_HUMAN YY1 transcription factor OS=Homo sapiens OX=9606 GN=YY1 PE=1 SV=1;H0YJV7_HUMAN YY1 transcription factor (Fragment) OS=Homo sapiens OX=9606 GN=YY1 PE=6 8 8 6 22 44.712 6.33E+08 48392000 158590000 37206000 2846600 9328900
Q6FI51;Q6FHS4;P25685;A0A7I2V3K7;M0R080;M0QXK0;M0QYT3;M0R1D6;M0QZD0;B4DKK9;A0A7I2YQW1;M0R128;A0A1B0GX60;B4DNN2;Q59E89;Q9UDY4DnaJ homolog subfamily B member 1DNAJB1 Q6FI51_HUMAN DNAJB1 protein OS=Homo sapiens OX=9606 GN=DNAJB1 PE=2 SV=1;Q6FHS4_HUMAN DNAJB1 protein (Fragment) OS=Homo sapiens OX=9606 GN=DNAJB1 PE=2 SV=1;DNJB1_HUMAN DnaJ homolog subfamily B member 1 OS=Homo sapiens OX=9606 GN=DNAJB1 PE=1 SV=4;A0A7I2V3K7_16 7 7 7 22.4 38.01 3.25E+08 155900000 0 18028000 8661100 0
P25786;V9HW55;F5GX11;B4E0X6;B4DEV8;F5H112 Proteasome subunit alpha type-1;Proteasome subunit alpha typePSMA1;HEL-S-275 PSA1_HUMAN Proteasome subunit alpha type-1 OS=Homo sapiens OX=9606 GN=PSMA1 PE=1 SV=1;V9HW55_HUMAN Proteasome subunit alpha type-1 OS=Homo sapiens OX=9606 GN=HEL-S-275 PE=2 SV=1;F5GX11_HUMAN Proteasome 20S subunit alpha 1 OS=Homo sapiens OX=9606 GN=PSMA1 P6 12 12 12 48.3 29.555 1.71E+09 907760000 47611000 1E+08 53398000 2800600
P26368;B5BU25;K7ELP8 Splicing factor U2AF 65 kDa subunitU2AF2 U2AF2_HUMAN Splicing factor U2AF 65 kDa subunit OS=Homo sapiens OX=9606 GN=U2AF2 PE=1 SV=4;B5BU25_HUMAN Splicing factor U2AF subunit OS=Homo sapiens OX=9606 GN=U2AF2 PE=2 SV=13 11 11 11 32.2 53.5 2.68E+09 722680000 108610000 1.79E+08 48179000 7240900
P26583;Q5U071;D6R9A6 High mobility group protein B2HMGB2 HMGB2_HUMAN High mobility group protein B2 OS=Homo sapiens OX=9606 GN=HMGB2 PE=1 SV=2;Q5U071_HUMAN High-mobility group box 2 OS=Homo sapiens OX=9606 PE=2 SV=1;D6R9A6_HUMAN High mobility group box 2 (Fragment) OS=Homo sapiens OX=9606 GN=HMGB2 PE=1 SV=13 8 7 7 32.1 24.033 2.38E+09 1071900000 63912000 3.96E+08 178640000 10652000
P26599;A6NLN1;A0A7I2V621;A0A0U1RRM4;A0A7I2V4H6;A0A6Q8PEX4;Q59H49;A0A0D9SF20;K7EK45;A0A087WU68;K7EKJ7;K7ES59;A0A087WUW5;K7ELW5;O95758;X6R242Polypyrimidine tract-binding protein 1PTBP1 PTBP1_HUMAN Polypyrimidine tract-binding protein 1 OS=Homo sapiens OX=9606 GN=PTBP1 PE=1 SV=2;A6NLN1_HUMAN Polypyrimidine tract-binding protein 1 OS=Homo sapiens OX=9606 GN=PTBP1 PE=1 SV=4;A0A7I2V621_HUMAN Polypyrimidine tract-binding protein 1 OS=Homo sap16 15 15 15 41.1 59.632 3.83E+09 1020700000 230730000 2.02E+08 53723000 12143000
Q53YD7;P26641;B4DUP0;Q2F838;B4DSR4;B4DUK7 Elongation factor 1-gammaEEF1G Q53YD7_HUMAN Elongation factor 1-gamma OS=Homo sapiens OX=9606 GN=EEF1G PE=2 SV=1;EF1G_HUMAN Elongation factor 1-gamma OS=Homo sapiens OX=9606 GN=EEF1G PE=1 SV=3;B4DUP0_HUMAN cDNA FLJ59433, highly similar to Elongation factor 1-gamma OS=Homo sapiens OX=9606 14 14 14 37.1 50.118 3.11E+09 865400000 27246000 1.29E+08 36058000 1135200
P27348;B4DMT8;Q53S41;B4DY04;E9PG15;Q53RR5;Q3YBA8 14-3-3 protein theta YWHAQ 1433T_HUMAN 14-3-3 protein theta OS=Homo sapiens OX=9606 GN=YWHAQ PE=1 SV=1;B4DMT8_HUMAN cDNA FLJ52118, highly similar to 14-3-3 protein theta OS=Homo sapiens OX=9606 PE=2 SV=1;Q53S41_HUMAN Uncharacterized protein YWHAQ (Fragment) OS=Homo sapiens OX=9606 G7 16 11 11 56.7 27.764 2.89E+09 1602800000 40320000 2.07E+08 114480000 2880000
P27694;I3L4R8;I3L524;I3L2M5 Replication protein A 70 kDa DNA-binding subunit;Replication protein A 70 kDa DNA-binding subunit, N-terminally processedRPA1 RFA1_HUMAN Replication protein A 70 kDa DNA-binding subunit OS=Homo sapiens OX=9606 GN=RPA1 PE=1 SV=2 4 11 11 11 19.3 68.137 6.29E+08 51644000 10146000 20951000 1721500 338200
Q5TZP7;P27695;G3V3M6;G3V5Q1;G3V3C7;A0A0C4DGK8;G3V5M0;G3V359;G3V5D9;H7C4A8;G3V2D9;G3V3Y6DNA-(apurinic or apyrimidinic site) lyase;DNA-(apurinic or apyrimidinic site) lyase, mitochondrialAPEX1 Q5TZP7_HUMAN DNA-(apurinic or apyrimidinic site) endonuclease OS=Homo sapiens OX=9606 GN=APEX1 PE=2 SV=1;APEX1_HUMAN DNA-(apurinic or apyrimidinic site) endonuclease OS=Homo sapiens OX=9606 GN=APEX1 PE=1 SV=2;G3V3M6_HUMAN DNA-(apurinic or apyrimidinic site12 12 12 12 51.3 35.554 1.91E+09 781240000 75593000 1.36E+08 55803000 5399500
Q53G71;V9HW88;P27797;K7EL50;A0A7P0T861;K7EJB9;B4DHR1;B4E2Y9;A0A0F7WAP3;A0A142IKA1;A0A142IK94Calreticulin HEL-S-99n;CALR Q53G71_HUMAN Calreticulin variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;V9HW88_HUMAN Calreticulin OS=Homo sapiens OX=9606 GN=HEL-S-99n PE=2 SV=1;CALR_HUMAN Calreticulin OS=Homo sapiens OX=9606 GN=CALR PE=1 SV=1;K7EL50_HUMAN Calreticulin OS=Homo sapi11 18 18 18 59.6 46.918 1.35E+10 3315900000 180300000 6.41E+08 157900000 8585700
P27816;A0A804HKE7;E7EVA0;B4DM10;Q86Y04;H0Y2V1;H7C4C5;F8W9U4;B5MEG9;Q05D06;Q6NX68;B4DSQ1;H7C456;Q8NDS5;A0A0J9YVV8;A0A0J9YW37Microtubule-associated protein 4;Microtubule-associated proteinMAP4 MAP4_HUMAN Microtubule-associated protein 4 OS=Homo sapiens OX=9606 GN=MAP4 PE=1 SV=3;A0A804HKE7_HUMAN Microtubule-associated protein OS=Homo sapiens OX=9606 GN=MAP4 PE=1 SV=1;E7EVA0_HUMAN Microtubule-associated protein OS=Homo sapiens OX=9606 GN=MAP4 PE=116 37 37 37 39.1 121 4.99E+09 3183500000 176580000 77934000 49743000 2759000
Q6IAT9;P28072;I3L3X7;A0A087X2I4 Proteasome subunit beta type;Proteasome subunit beta type-6PSMB6 Q6IAT9_HUMAN Proteasome subunit beta OS=Homo sapiens OX=9606 GN=PSMB6 PE=2 SV=1;PSB6_HUMAN Proteasome subunit beta type-6 OS=Homo sapiens OX=9606 GN=PSMB6 PE=1 SV=44 5 5 5 19.7 25.357 1.32E+09 795710000 0 1.2E+08 72337000 0
P28074;H0YJM8 Proteasome subunit beta type-5PSMB5 PSB5_HUMAN Proteasome subunit beta type-5 OS=Homo sapiens OX=9606 GN=PSMB5 PE=1 SV=3 2 9 9 2 36.9 28.48 1.62E+09 1031900000 2303600 1.08E+08 68794000 153580
Q1HBJ4;P28482;B4DHN0;Q499G7;A1QJE5 Mitogen-activated protein kinase;Mitogen-activated protein kinase 1MAPK1 Q1HBJ4_HUMAN Mitogen-activated protein kinase OS=Homo sapiens OX=9606 GN=MAPK1 PE=3 SV=1;MK01_HUMAN Mitogen-activated protein kinase 1 OS=Homo sapiens OX=9606 GN=MAPK1 PE=1 SV=3;B4DHN0_HUMAN Mitogen-activated protein kinase OS=Homo sapiens OX=9606 PE=2 SV=5 12 12 9 37.8 41.389 9.54E+08 549750000 37108000 43357000 24989000 1686700
V9HW38;P28838;B4DQG5;H0Y9Q1 Cytosol aminopeptidase HEL-S-106;LAP3 V9HW38_HUMAN Cytosol aminopeptidase OS=Homo sapiens OX=9606 GN=HEL-S-106 PE=2 SV=1;AMPL_HUMAN Cytosol aminopeptidase OS=Homo sapiens OX=9606 GN=LAP3 PE=1 SV=3;B4DQG5_HUMAN cDNA FLJ54122, highly similar to Cytosol aminopeptidase OS=Homo sapiens OX=9606 PE=24 12 12 12 28.1 56.049 8.14E+08 327170000 9830600 28076000 11282000 338990
P29084;E5RH41 Transcription initiation factor IIE subunit betaGTF2E2 T2EB_HUMAN Transcription initiation factor IIE subunit beta OS=Homo sapiens OX=9606 GN=GTF2E2 PE=1 SV=1;E5RH41_HUMAN General transcription factor IIE subunit 2 (Fragment) OS=Homo sapiens OX=9606 GN=GTF2E2 PE=1 SV=12 5 5 5 22 33.043 1.1E+08 8874900 40995000 6113800 493050 2277500
V9HWD9;Q53EM5;P29401;B4E022;B3KSI4;A0A0K0K1H9;B4DVU1;B3KPZ8;E9PFF2;A0A0S2Z5C0;F8W888;Q6MZE3;A0A0S2Z4T2;F8WAX4Transketolase HEL107;TKT V9HWD9_HUMAN Epididymis luminal protein 107 OS=Homo sapiens OX=9606 GN=HEL107 PE=2 SV=1;Q53EM5_HUMAN Transketolase variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;TKT_HUMAN Transketolase OS=Homo sapiens OX=9606 GN=TKT PE=1 SV=3;B4E022_HUMAN cDNA FLJ5614 30 30 30 61 67.877 1.75E+10 13837000000 313880000 7E+08 553480000 12555000
P29692;E9PRY8;B2RAR6;E9PK01;E9PQ49;Q9H7G6;Q71RH4;A0A087X1X7;E9PQZ1;E9PI39;E9PL12;E9PPR1;E9PMW7;H0YCK7;E9PIZ1;E9PK06;H0YE58;E9PK72;E9PQC9Elongation factor 1-delta EEF1D EF1D_HUMAN Elongation factor 1-delta OS=Homo sapiens OX=9606 GN=EEF1D PE=1 SV=5;E9PRY8_HUMAN Eukaryotic translation elongation factor 1 delta OS=Homo sapiens OX=9606 GN=EEF1D PE=1 SV=1;B2RAR6_HUMAN cDNA, FLJ95068, highly similar to Homo sapiens eukaryotic 19 12 12 2 54.1 31.121 6.95E+09 3918500000 53750000 4.34E+08 244910000 3359400
P29966;Q6NVI1;Q05C82 Myristoylated alanine-rich C-kinase substrateMARCKS MARCS_HUMAN Myristoylated alanine-rich C-kinase substrate OS=Homo sapiens OX=9606 GN=MARCKS PE=1 SV=4;Q6NVI1_HUMAN MARCKS protein (Fragment) OS=Homo sapiens OX=9606 GN=MARCKS PE=2 SV=13 8 8 7 32.5 31.554 1.67E+09 488780000 74578000 1.2E+08 34913000 5327000
V9HW71;P30040;F8VY02;F8W1G0 Endoplasmic reticulum resident protein 29HEL-S-107;ERP29 V9HW71_HUMAN Endoplasmic reticulum resident protein 29 OS=Homo sapiens OX=9606 GN=HEL-S-107 PE=2 SV=1;ERP29_HUMAN Endoplasmic reticulum resident protein 29 OS=Homo sapiens OX=9606 GN=ERP29 PE=1 SV=4;F8VY02_HUMAN Endoplasmic reticulum resident protein 29 OS4 7 7 7 28.7 28.993 7.9E+08 193600000 6568800 56411000 13829000 469200
V9HWC7;P30041;A4UCS6;B4DUK1 Peroxiredoxin-6 HEL-S-128m;PRDX6 V9HWC7_HUMAN Peroxiredoxin-6 OS=Homo sapiens OX=9606 GN=HEL-S-128m PE=2 SV=1;PRDX6_HUMAN Peroxiredoxin-6 OS=Homo sapiens OX=9606 GN=PRDX6 PE=1 SV=3;A4UCS6_HUMAN Peroxiredoxin 6 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=14 10 10 10 45.5 25.035 1.37E+09 669730000 15464000 91468000 44649000 1030900
V9HWI1;P30043;M0QZL1;M0R192;A0A2R8YEP4 Flavin reductase (NADPH)HEL-S-10;BLVRB V9HWI1_HUMAN Epididymis secretory protein Li 10 OS=Homo sapiens OX=9606 GN=HEL-S-10 PE=2 SV=1;BLVRB_HUMAN Flavin reductase (NADPH) OS=Homo sapiens OX=9606 GN=BLVRB PE=1 SV=3;M0QZL1_HUMAN Biliverdin reductase B OS=Homo sapiens OX=9606 GN=BLVRB PE=1 SV=1;M0R5 5 5 1 30.6 22.119 2.28E+08 156970000 2631400 20751000 14270000 239220
V9HW35;P30044 Peroxiredoxin-5, mitochondrialHEL-S-55;PRDX5 V9HW35_HUMAN Peroxiredoxin-5 OS=Homo sapiens OX=9606 GN=HEL-S-55 PE=2 SV=1;PRDX5_HUMAN Peroxiredoxin-5, mitochondrial OS=Homo sapiens OX=9606 GN=PRDX5 PE=1 SV=42 2 2 2 13.6 17.031 5.15E+08 290090000 0 57174000 32233000 0
Q53Y51;P30046;B4DJQ7;J3KQ18;A0A0F7RPW6;B5MC82;B4E259;A6NHG4;A0A0F7RQT4;H7C342D-dopachrome decarboxylase;D-dopachrome decarboxylase-like proteinDDT;DDTL Q53Y51_HUMAN D-dopachrome tautomerase OS=Homo sapiens OX=9606 GN=DDT PE=2 SV=1;DOPD_HUMAN D-dopachrome decarboxylase OS=Homo sapiens OX=9606 GN=DDT PE=1 SV=3;B4DJQ7_HUMAN cDNA FLJ60602, moderately similar to D-dopachrome decarboxylase OS=Homo sapiens OX=9610 5 5 5 46.6 12.712 2.08E+09 1480100000 0 2.97E+08 211450000 0
P30050;Q59FI9;Q76P68 60S ribosomal protein L12RPL12 RL12_HUMAN Large ribosomal subunit protein uL11 OS=Homo sapiens OX=9606 GN=RPL12 PE=1 SV=1;Q59FI9_HUMAN Large ribosomal subunit protein uL11 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=13 8 8 8 63 17.818 3.32E+09 1299700000 133640000 3.69E+08 144410000 14849000
P30085;B4DDL4;A0A8V8TMN5;Q5T0D2;A0A494BXC7;B4DFW6 UMP-CMP kinase CMPK1 KCY_HUMAN UMP-CMP kinase OS=Homo sapiens OX=9606 GN=CMPK1 PE=1 SV=3;B4DDL4_HUMAN nucleoside-diphosphate kinase OS=Homo sapiens OX=9606 PE=2 SV=1;A0A8V8TMN5_HUMAN UMP-CMP kinase OS=Homo sapiens OX=9606 GN=CMPK1 PE=1 SV=1;Q5T0D2_HUMAN nucleoside-diphosphate 6 8 8 8 46.4 22.222 3.67E+08 269100000 0 33399000 24464000 0
P30622;J3KP58;F5H0N7;Q59GJ4;Q6P5Z9;F5H6A0;A0A3B3ITA2;Q86WU4;A0A3B3IS27;F5H1T5;B3KXA5;F5H367;F5H270;A7E2F7;A0A140VJG6;Q9UDT6CAP-Gly domain-containing linker protein 1CLIP1 CLIP1_HUMAN CAP-Gly domain-containing linker protein 1 OS=Homo sapiens OX=9606 GN=CLIP1 PE=1 SV=2;J3KP58_HUMAN CAP-Gly domain containing linker protein 1 OS=Homo sapiens OX=9606 GN=CLIP1 PE=1 SV=2;F5H0N7_HUMAN CAP-Gly domain containing linker protein 1 (Fr16 11 11 11 8.1 162.24 2.32E+08 178520000 12261000 2898000 2231500 153260
P31025;Q5VSP4 Lipocalin-1;Putative lipocalin 1-like protein 1LCN1;LCN1P1 LCN1_HUMAN Lipocalin-1 OS=Homo sapiens OX=9606 GN=LCN1 PE=1 SV=1;LC1L1_HUMAN Putative lipocalin 1-like protein 1 OS=Homo sapiens OX=9606 GN=LCN1P1 PE=5 SV=12 2 2 2 10.8 19.25 72686000 9100500 17018000 9085800 1137600 2127300
P31151 Protein S100-A7 S100A7 S10A7_HUMAN Protein S100-A7 OS=Homo sapiens OX=9606 GN=S100A7 PE=1 SV=4 1 2 2 2 29.7 11.471 75452000 26613000 17932000 10779000 3801900 2561700
P31689;B7Z5C0;Q9NXZ8 DnaJ homolog subfamily A member 1DNAJA1;HDJ2 DNJA1_HUMAN DnaJ homolog subfamily A member 1 OS=Homo sapiens OX=9606 GN=DNAJA1 PE=1 SV=2;B7Z5C0_HUMAN cDNA FLJ52352, highly similar to DnaJ homolog subfamily A member 1 OS=Homo sapiens OX=9606 PE=2 SV=1;Q9NXZ8_HUMAN HDJ2 protein (Fragment) OS=Homo sapiens3 15 15 15 49.6 44.868 1.77E+09 304500000 208270000 84451000 14500000 9917700
P31942;Q53F48;B4DHY1 Heterogeneous nuclear ribonucleoprotein H3HNRNPH3 HNRH3_HUMAN Heterogeneous nuclear ribonucleoprotein H3 OS=Homo sapiens OX=9606 GN=HNRNPH3 PE=1 SV=2;Q53F48_HUMAN Heterogeneous nuclear ribonucleoprotein H3 isoform a variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B4DHY1_HUMAN cDNA FLJ57726, highly si3 3 2 2 9.8 36.926 56805000 0 13151000 3787000 0 876730
V9HWD6;P31946;B5BU24;Q4VY20;Q4VY19;A0A0J9YWE8;Q59EQ2;A0A0J9YWZ214-3-3 protein beta/alpha;14-3-3 protein beta/alpha, N-terminally processedHEL-S-1;YWHAB V9HWD6_HUMAN Epididymis secretory protein Li 1 OS=Homo sapiens OX=9606 GN=HEL-S-1 PE=2 SV=1;1433B_HUMAN 14-3-3 protein beta/alpha OS=Homo sapiens OX=9606 GN=YWHAB PE=1 SV=3;B5BU24_HUMAN 14-3-3 protein beta/alpha OS=Homo sapiens OX=9606 GN=YWHAB PE=2 SV=18 13 7 6 59.8 28.082 3.51E+09 2222900000 4353500 2.51E+08 158780000 310970
P31947 14-3-3 protein sigma SFN 1433S_HUMAN 14-3-3 protein sigma OS=Homo sapiens OX=9606 GN=SFN PE=1 SV=1 1 5 1 1 16.1 27.774 2.5E+09 1358500000 38359000 1.56E+08 84905000 2397500
P31949;V9HWH9;B2R5H0 Protein S100-A11;Protein S100-A11, N-terminally processed;Protein S100S100A11;HEL-S-43 S10AB_HUMAN Protein S100-A11 OS=Homo sapiens OX=9606 GN=S100A11 PE=1 SV=2;V9HWH9_HUMAN Protein S100 OS=Homo sapiens OX=9606 GN=HEL-S-43 PE=2 SV=1;B2R5H0_HUMAN Protein S100 OS=Homo sapiens OX=9606 PE=2 SV=13 6 6 6 52.4 11.74 1.28E+09 777170000 0 2.56E+08 155430000 0
Q53Z07;P32969;A0A2R8Y5Y7;D6RAN4;H0Y9V9;H0Y9R4;B4E1M5;B4DLV8;Q2NKY660S ribosomal protein L9 RPL9 Q53Z07_HUMAN Large ribosomal subunit protein uL6 OS=Homo sapiens OX=9606 GN=RPL9 PE=2 SV=1;RL9_HUMAN Large ribosomal subunit protein uL6 OS=Homo sapiens OX=9606 GN=RPL9 PE=1 SV=1;A0A2R8Y5Y7_HUMAN Large ribosomal subunit protein uL6 OS=Homo sapiens OX=9606 9 9 9 9 53.6 21.863 2.43E+09 260400000 535820000 2.7E+08 28933000 59535000
P33176;V9HW29;C1PHA2;M1VE91;A8K048;M1VKJ2;M1VRN1;M1V490;M1VPF9;B4DS27;M1V481;M1VKI9;M1VE89;M1VRN0;M1VPF7;Q2TA90;Q66K46;Q6P164Kinesin-1 heavy chain;Kinesin-like proteinKIF5B;HEL-S-61;KIF5B-ALK;KIF5B-RET(NM_020630)_K24;R11;KIF5B-RET(NM_020975)_K23;R12;KIF5B-RET(NM_020630)_K23;R12;KIF5B-RET(NM_020630)_K22;R12;KIF5B-RET(NM_020975)_K22;R12;KIF5B-ALK_K17;A20KINH_HUMAN Kinesin-1 heavy chain OS=Homo sapiens OX=9606 GN=KIF5B PE=1 SV=1;V9HW29_HUMAN Kinesin-like protein OS=Homo sapiens OX=9606 GN=HEL-S-61 PE=1 SV=1;C1PHA2_HUMAN Tyrosine-protein kinase receptor OS=Homo sapiens OX=9606 GN=KIF5B-ALK PE=2 SV=1;M1VE91_18 8 8 8 9.6 109.68 1.18E+08 30709000 2634300 1970900 511810 43905
P33552 Cyclin-dependent kinases regulatory subunit 2CKS2 CKS2_HUMAN Cyclin-dependent kinases regulatory subunit 2 OS=Homo sapiens OX=9606 GN=CKS2 PE=1 SV=1 1 1 1 1 12.7 9.8602 21036000 8587600 0 5259100 2146900 0
Q9UBJ2;P33897 ATP-binding cassette sub-family D member 2;ATP-binding cassette sub-family D member 1ABCD2;ABCD1 ABCD2_HUMAN ATP-binding cassette sub-family D member 2 OS=Homo sapiens OX=9606 GN=ABCD2 PE=1 SV=1;ABCD1_HUMAN ATP-binding cassette sub-family D member 1 OS=Homo sapiens OX=9606 GN=ABCD1 PE=1 SV=22 1 1 1 1.4 83.232 0 0 0 0 0 0
P34932;B4DH02;B4DUS3;Q59GF8;V9HW33;B4DIZ3;B4DT47;B4E354;B4E0H6;O14992;B0AZU6;B0AZS1;Q7KYN0;B4DSE8;B0AZT0;B4DN48Heat shock 70 kDa protein 4HSPA4;HEL-S-5a;HS24/p52HSP74_HUMAN Heat shock 70 kDa protein 4 OS=Homo sapiens OX=9606 GN=HSPA4 PE=1 SV=4;B4DH02_HUMAN Heat shock 70 kDa protein 4 OS=Homo sapiens OX=9606 PE=2 SV=1;B4DUS3_HUMAN cDNA FLJ50691, highly similar to Heat shock 70 kDa protein 4 OS=Homo sapiens OX=9606 16 29 29 28 40.2 94.33 2.66E+09 634210000 45435000 53245000 12684000 908690
P35219;B4DFA0 Carbonic anhydrase-related proteinCA8 CAH8_HUMAN Carbonic anhydrase-related protein OS=Homo sapiens OX=9606 GN=CA8 PE=1 SV=3;B4DFA0_HUMAN cDNA FLJ57482, highly similar to Carbonic anhydrase-related protein OS=Homo sapiens OX=9606 PE=2 SV=12 2 2 2 7.2 32.973 8967500 8967500 0 640540 640540 0
Q7Z4W8;P35268;K7EJT5;K7EP65;K7EKS7;K7ELC4;K7EMH1;K7ERI760S ribosomal protein L22RPL22 Q7Z4W8_HUMAN Heparin-binding protein HBp15 OS=Homo sapiens OX=9606 PE=1 SV=1;RL22_HUMAN Large ribosomal subunit protein eL22 OS=Homo sapiens OX=9606 GN=RPL22 PE=1 SV=2;K7EJT5_HUMAN Ribosomal protein L22 (Fragment) OS=Homo sapiens OX=9606 GN=RPL22 PE=1 SV=18 3 3 3 39.1 14.818 3.23E+09 605980000 915800000 8.08E+08 151490000 228950000
Q6IBK5;P35269;B4DDB5;B4DXY2;M0QXD6;M0R0R9;M0R0Z3 General transcription factor IIF subunit 1GTF2F1 Q6IBK5_HUMAN Transcription initiation factor IIF subunit alpha OS=Homo sapiens OX=9606 GN=GTF2F1 PE=2 SV=1;T2FA_HUMAN General transcription factor IIF subunit 1 OS=Homo sapiens OX=9606 GN=GTF2F1 PE=1 SV=2;B4DDB5_HUMAN Transcription initiation factor IIF su7 7 7 7 16.8 58.226 4.05E+08 159470000 50737000 20274000 7973400 2536900
P35270;Q93041;Q9UEC5;REV__Q16649;REV__D9IVD5 Sepiapterin reductase SPR SPRE_HUMAN Sepiapterin reductase OS=Homo sapiens OX=9606 GN=SPR PE=1 SV=1;Q93041_HUMAN Sepiapterin reductase (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=2;Q9UEC5_HUMAN Sepiapterin Reductase (Fragment) OS=Homo sapiens OX=9606 GN=SPR PE=4 SV=1;NFIL3_HUMAN Nuc5 2 2 2 8.4 28.048 36867000 36867000 0 2633300 2633300 0
P35527;K7EQQ3 Keratin, type I cytoskeletal 9KRT9 K1C9_HUMAN Keratin, type I cytoskeletal 9 OS=Homo sapiens OX=9606 GN=KRT9 PE=1 SV=3;K7EQQ3_HUMAN Keratin 9 OS=Homo sapiens OX=9606 GN=KRT9 PE=1 SV=12 42 41 41 72.6 62.064 1.03E+11 43586000000 41338000000 3.98E+09 1676400000 1589900000
P35908 Keratin, type II cytoskeletal 2 epidermalKRT2 K22E_HUMAN Keratin, type II cytoskeletal 2 epidermal OS=Homo sapiens OX=9606 GN=KRT2 PE=1 SV=2 1 46 40 29 76.5 65.432 2.16E+10 7593200000 7959800000 5.4E+08 189830000 198990000
P36507;Q7Z370;B3KS97 Dual specificity mitogen-activated protein kinase kinase 2MAP2K2;DKFZp686L02273MP2K2_HUMAN Dual specificity mitogen-activated protein kinase kinase 2 OS=Homo sapiens OX=9606 GN=MAP2K2 PE=1 SV=1;Q7Z370_HUMAN Uncharacterized protein DKFZp686L02273 OS=Homo sapiens OX=9606 GN=DKFZp686L02273 PE=2 SV=1;B3KS97_HUMAN Mitogen-activated protei3 2 2 2 3.8 44.424 37111000 15067000 0 1855600 753340 0
Q53Y06;P36543;C9J8H1;A0A140VKA8;Q96A05 V-type proton ATPase subunit E 1ATP6V1E1 Q53Y06_HUMAN ATPase, H+ transporting, lysosomal 31kDa, V1 subunit E isoform 1 OS=Homo sapiens OX=9606 GN=ATP6V1E1 PE=2 SV=1;VATE1_HUMAN V-type proton ATPase subunit E 1 OS=Homo sapiens OX=9606 GN=ATP6V1E1 PE=1 SV=1;C9J8H1_HUMAN ATPase H+ transporting V1 su5 4 4 4 15.5 26.145 1.48E+08 100680000 2162000 11398000 7744700 166300
P36639 7,8-dihydro-8-oxoguanine triphosphataseNUDT1 8ODP_HUMAN Oxidized purine nucleoside triphosphate hydrolase OS=Homo sapiens OX=9606 GN=NUDT1 PE=1 SV=4 1 1 1 1 7.7 17.951 0 0 0 0 0 0
P37108;H0YLA2;H0YLW0 Signal recognition particle 14 kDa proteinSRP14 SRP14_HUMAN Signal recognition particle 14 kDa protein OS=Homo sapiens OX=9606 GN=SRP14 PE=1 SV=2;H0YLA2_HUMAN Signal recognition particle 14 kDa protein OS=Homo sapiens OX=9606 GN=SRP14 PE=1 SV=13 7 7 7 45.6 14.57 2.48E+09 588400000 52967000 3.55E+08 84057000 7566700
Q6FGY1;P37235;Q68CP5;E9PC71;C9JW46 Hippocalcin-like protein 1HPCAL1;DKFZp781K1922Q6FGY1_HUMAN HPCAL1 protein OS=Homo sapiens OX=9606 GN=HPCAL1 PE=2 SV=1;HPCL1_HUMAN Hippocalcin-like protein 1 OS=Homo sapiens OX=9606 GN=HPCAL1 PE=1 SV=3;Q68CP5_HUMAN Uncharacterized protein DKFZp781K1922 OS=Homo sapiens OX=9606 GN=DKFZp781K1922 PE=2 SV=15 5 5 2 23.3 22.313 3.99E+08 194270000 43118000 26588000 12951000 2874500
P38606;A0A994J738;A0A994J477;B7Z2V6;C9JA17;C9JVW8 V-type proton ATPase catalytic subunit AATP6V1A VATA_HUMAN V-type proton ATPase catalytic subunit A OS=Homo sapiens OX=9606 GN=ATP6V1A PE=1 SV=2;A0A994J738_HUMAN H(+)-transporting two-sector ATPase OS=Homo sapiens OX=9606 GN=ATP6V1A PE=1 SV=16 12 12 12 25.1 68.303 6.13E+08 199770000 20734000 18031000 5875500 609810
P39023;Q8TBW1;Q96QL0;B3KS36;Q9NY85;G5E9G0;Q49AJ9;Q9BT63;H7C422;B5MCW2;H7C3M2;B4DN06;F8WCR1;B2R7Y3;Q9290160S ribosomal protein L3 RPL3;rpl3 RL3_HUMAN Large ribosomal subunit protein uL3 OS=Homo sapiens OX=9606 GN=RPL3 PE=1 SV=2;Q8TBW1_HUMAN 60S ribosomal protein L3 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;Q96QL0_HUMAN Ribosomal protein L3 OS=Homo sapiens OX=9606 GN=RPL3 PE=2 SV=1;B3KS36_HU15 18 18 18 47.1 46.108 4.4E+09 806570000 138700000 2.32E+08 42451000 7300100
Q6FHX6;P39748;B4DWZ4;I3L3E9;F5H1Y3 Flap endonuclease 1 FEN1 Q6FHX6_HUMAN Flap endonuclease 1 OS=Homo sapiens OX=9606 GN=FEN1 PE=2 SV=1;FEN1_HUMAN Flap endonuclease 1 OS=Homo sapiens OX=9606 GN=FEN1 PE=1 SV=1;B4DWZ4_HUMAN Flap endonuclease 1 OS=Homo sapiens OX=9606 PE=2 SV=15 11 11 11 29.7 42.592 1.83E+09 405150000 438590000 91432000 20258000 21930000
P40222 Alpha-taxilin TXLNA TXLNA_HUMAN Alpha-taxilin OS=Homo sapiens OX=9606 GN=TXLNA PE=1 SV=3 1 12 12 12 22 61.89 7.06E+08 532560000 92174000 27144000 20483000 3545200
Q5U0C2;Q53HK8;P40938;B4DKE6 Replication factor C subunit 3RFC3 Q5U0C2_HUMAN Replication factor C (Activator 1) 3, 38kDa OS=Homo sapiens OX=9606 PE=2 SV=1;Q53HK8_HUMAN Replication factor C 3 isoform 1 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;RFC3_HUMAN Replication factor C subunit 3 OS=Homo sapiens OX=9606 4 4 4 4 12.4 40.57 85328000 10242000 3406600 4063200 487720 162220
P41091;Q2VIR3;H7BZU1 Eukaryotic translation initiation factor 2 subunit 3;Putative eukaryotic translation initiation factor 2 subunit 3-like proteinEIF2S3;EIF2S3L IF2G_HUMAN Eukaryotic translation initiation factor 2 subunit 3 OS=Homo sapiens OX=9606 GN=EIF2S3 PE=1 SV=3;IF2GL_HUMAN Eukaryotic translation initiation factor 2 subunit 3B OS=Homo sapiens OX=9606 GN=EIF2S3B PE=2 SV=23 20 20 20 47.9 51.109 6.78E+09 128980000 4036900000 3.23E+08 6142100 192230000
P41223;C9JCD9 Protein BUD31 homolog BUD31 BUD31_HUMAN Protein BUD31 homolog OS=Homo sapiens OX=9606 GN=BUD31 PE=1 SV=2;C9JCD9_HUMAN Protein BUD31 homolog OS=Homo sapiens OX=9606 GN=BUD31 PE=1 SV=12 2 2 2 13.9 17 39646000 24422000 8075400 4955800 3052700 1009400
P41227;C9JN83 N-alpha-acetyltransferase 10NAA10 NAA10_HUMAN N-alpha-acetyltransferase 10 OS=Homo sapiens OX=9606 GN=NAA10 PE=1 SV=1 2 4 4 4 20 26.458 2.1E+08 111530000 3019700 14014000 7435600 201310
P42166;Q59G12;G5E972;P42167;H0YJH7 Lamina-associated polypeptide 2, isoform alpha;Thymopoietin;Thymopentin;Lamina-associated polypeptide 2, isoforms beta/gamma;Thymopoietin;ThymopentinTMPO LAP2A_HUMAN Lamina-associated polypeptide 2, isoform alpha OS=Homo sapiens OX=9606 GN=TMPO PE=1 SV=2;Q59G12_HUMAN Lamina-associated polypeptide 2, isoforms beta/gamma variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;G5E972_HUMAN Thymopoietin OS=Homo sa5 3 3 3 5.8 75.491 48610000 5767300 16829000 1350300 160200 467480
P42677;H0YMV8;A4D1G5;Q71UM5;C9J1C5;C9JLI6 40S ribosomal protein S27;40S ribosomal protein S27-likeRPS27;RPS27L;LOC392748RS27_HUMAN Small ribosomal subunit protein eS27 OS=Homo sapiens OX=9606 GN=RPS27 PE=1 SV=3;H0YMV8_HUMAN 40S ribosomal protein S27 OS=Homo sapiens OX=9606 GN=RPS27L PE=1 SV=1;A4D1G5_HUMAN 40S ribosomal protein S27 OS=Homo sapiens OX=9606 GN=LOC392748 PE=3 S6 4 4 4 39.3 9.461 9.12E+08 109460000 102660000 2.28E+08 27365000 25665000
P42766;F2Z388;A4D2M5 60S ribosomal protein L35RPL35 RL35_HUMAN Large ribosomal subunit protein uL29 OS=Homo sapiens OX=9606 GN=RPL35 PE=1 SV=2;F2Z388_HUMAN Large ribosomal subunit protein uL29 OS=Homo sapiens OX=9606 GN=RPL35 PE=1 SV=13 6 6 6 31.7 14.551 3.49E+09 1273100000 193670000 1.16E+09 424380000 64557000
P43246;A0A2R8YG02;A0A2R8Y6P0;E9PHA6;A0A2R8YFH0;Q53FK0;Q53GS1;V9H019;Q53RU4;B4DSB9;B4DN49;B4DL39;A0A2R8Y7S8;V9H068;V9H023;V9H0D5;V9H0B2;V9H015;V9H062;Q0ZAJ1;Q0ZAJ2DNA mismatch repair protein Msh2MSH2 MSH2_HUMAN DNA mismatch repair protein Msh2 OS=Homo sapiens OX=9606 GN=MSH2 PE=1 SV=1;A0A2R8YG02_HUMAN DNA mismatch repair protein OS=Homo sapiens OX=9606 GN=MSH2 PE=1 SV=1;A0A2R8Y6P0_HUMAN DNA mismatch repair protein OS=Homo sapiens OX=9606 GN=MSH2 PE=1 S21 7 7 7 7.6 104.74 2.11E+08 22724000 25440000 4694500 504980 565330
P45973;V9HWG0;Q6I9T7 Chromobox protein homolog 5CBX5;HEL25 CBX5_HUMAN Chromobox protein homolog 5 OS=Homo sapiens OX=9606 GN=CBX5 PE=1 SV=1;V9HWG0_HUMAN Epididymis luminal protein 25 OS=Homo sapiens OX=9606 GN=HEL25 PE=1 SV=1;Q6I9T7_HUMAN CBX5 protein OS=Homo sapiens OX=9606 GN=CBX5 PE=2 SV=13 4 3 3 24.6 22.225 1.36E+08 17208000 0 13576000 1720800 0
P46063;F8WA66;F8WD97;F5H2L2 ATP-dependent DNA helicase Q1RECQL RECQ1_HUMAN ATP-dependent DNA helicase Q1 OS=Homo sapiens OX=9606 GN=RECQL PE=1 SV=3 4 5 5 5 10.6 73.457 79605000 4939700 0 2274400 141130 0



P46109 Crk-like protein CRKL CRKL_HUMAN Crk-like protein OS=Homo sapiens OX=9606 GN=CRKL PE=1 SV=1 1 4 4 4 16.5 33.777 2.07E+08 111950000 0 12946000 6996900 0
Q6IAX2;P46778;Q59GK9;G3V1B3;M0R181 60S ribosomal protein L21RPL21 Q6IAX2_HUMAN 60S ribosomal protein L21 OS=Homo sapiens OX=9606 GN=RPL21 PE=2 SV=1;RL21_HUMAN Large ribosomal subunit protein eL21 OS=Homo sapiens OX=9606 GN=RPL21 PE=1 SV=2;Q59GK9_HUMAN 60S ribosomal protein L21 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=15 6 6 6 38.8 18.565 1.7E+09 557730000 16940000 2.83E+08 92955000 2823300
P46779;H0YKD8;H0YLP6;Q59F34;H0YMF4;O60251 60S ribosomal protein L28RPL28 RL28_HUMAN Large ribosomal subunit protein eL28 OS=Homo sapiens OX=9606 GN=RPL28 PE=1 SV=3;H0YKD8_HUMAN Large ribosomal subunit protein eL28 OS=Homo sapiens OX=9606 GN=RPL28 PE=1 SV=1;H0YLP6_HUMAN Large ribosomal subunit protein eL28 OS=Homo sapiens OX=9606 6 6 6 32.8 15.747 1.22E+09 329170000 33372000 1.53E+08 41146000 4171500
P46781;B5MCT8;C9JM19;B7Z732;A5D904;F2Z3C0;A8MXK4 40S ribosomal protein S9 RPS9 RS9_HUMAN Small ribosomal subunit protein uS4 OS=Homo sapiens OX=9606 GN=RPS9 PE=1 SV=3;B5MCT8_HUMAN Small ribosomal subunit protein uS4 OS=Homo sapiens OX=9606 GN=RPS9 PE=1 SV=1;C9JM19_HUMAN Small ribosomal subunit protein uS4 OS=Homo sapiens OX=9606 GN=R7 12 12 12 44.3 22.591 4.52E+09 851800000 208250000 4.11E+08 77436000 18932000
P46783;Q59GE4;Q9NQ39 40S ribosomal protein S10RPS10 RS10_HUMAN Small ribosomal subunit protein eS10 OS=Homo sapiens OX=9606 GN=RPS10 PE=1 SV=1;Q59GE4_HUMAN Ribosomal protein S10 variant (Fragment) OS=Homo sapiens OX=9606 PE=3 SV=13 10 10 3 50.9 18.898 3.43E+09 628640000 371230000 4.29E+08 78580000 46404000
P46937;Q86T74;H0YCI3 Transcriptional coactivator YAP1YAP1;DKFZp451O0517YAP1_HUMAN Transcriptional coactivator YAP1 OS=Homo sapiens OX=9606 GN=YAP1 PE=1 SV=2;Q86T74_HUMAN Uncharacterized protein DKFZp451O0517 (Fragment) OS=Homo sapiens OX=9606 GN=DKFZp451O0517 PE=2 SV=13 3 3 3 10.1 54.461 1.12E+08 18975000 0 6567900 1116200 0
Q53EV1;P47224 Guanine nucleotide exchange factor MSS4RABIF Q53EV1_HUMAN RAB-interacting factor variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;MSS4_HUMAN Guanine nucleotide exchange factor MSS4 OS=Homo sapiens OX=9606 GN=RABIF PE=1 SV=22 1 1 1 8.9 13.869 25759000 14889000 0 5151800 2977900 0
P47813;X6RAC9 Eukaryotic translation initiation factor 1A, X-chromosomalEIF1AX IF1AX_HUMAN Eukaryotic translation initiation factor 1A, X-chromosomal OS=Homo sapiens OX=9606 GN=EIF1AX PE=1 SV=2;X6RAC9_HUMAN Eukaryotic translation initiation factor 4C OS=Homo sapiens OX=9606 GN=EIF1AX PE=1 SV=12 5 5 1 36.1 16.46 1.69E+09 442540000 202090000 2.42E+08 63219000 28869000
P48426 Phosphatidylinositol 5-phosphate 4-kinase type-2 alphaPIP4K2A PI42A_HUMAN Phosphatidylinositol 5-phosphate 4-kinase type-2 alpha OS=Homo sapiens OX=9606 GN=PIP4K2A PE=1 SV=2 1 3 3 2 9.1 46.224 98633000 0 25739000 5479600 0 1429900
P48643;V9HW37;Q9BU08;B4DZT5;B4DXI1;E7ENZ3;B4DYC8;B7ZAR1;E9PCA1;B4DDU6;B4DE30;Q96GI1;B4DX08;B4DZY9;Q9HB74;D6RIZ7;H0Y914T-complex protein 1 subunit epsilonCCT5;HEL-S-69 TCPE_HUMAN T-complex protein 1 subunit epsilon OS=Homo sapiens OX=9606 GN=CCT5 PE=1 SV=1;V9HW37_HUMAN T-complex protein 1 subunit epsilon OS=Homo sapiens OX=9606 GN=HEL-S-69 PE=1 SV=1;Q9BU08_HUMAN T-complex protein 1 subunit epsilon (Fragment) OS=Homo sapi17 19 19 19 37.2 59.67 1.54E+09 707920000 6617200 46631000 21452000 200520
P48668 Keratin, type II cytoskeletal 6CKRT6C K2C6C_HUMAN Keratin, type II cytoskeletal 6C OS=Homo sapiens OX=9606 GN=KRT6C PE=1 SV=3 1 35 15 0 49.1 60.024 2.58E+09 1012900000 658890000 86057000 33763000 21963000
P48681;Q2YDX4;Q9H6U9 Nestin NES NEST_HUMAN Nestin OS=Homo sapiens OX=9606 GN=NES PE=1 SV=2 3 58 58 32 40.5 177.44 9.86E+09 422180000 1112300000 1.11E+08 4743600 12498000
P48739;B2R7P6;B3KYB6;B3KYB7;B3KVT6 Phosphatidylinositol transfer protein beta isoformPITPNB PIPNB_HUMAN Phosphatidylinositol transfer protein beta isoform OS=Homo sapiens OX=9606 GN=PITPNB PE=1 SV=2;B2R7P6_HUMAN cDNA, FLJ93543, highly similar to Homo sapiens phosphotidylinositol transfer protein, beta (PITPNB),mRNA OS=Homo sapiens OX=9606 PE=2 SV5 5 5 5 21 31.54 3.22E+08 158010000 19080000 17864000 8778600 1060000
P49006 MARCKS-related protein MARCKSL1 MRP_HUMAN MARCKS-related protein OS=Homo sapiens OX=9606 GN=MARCKSL1 PE=1 SV=2 1 3 2 2 19.5 19.529 4.96E+08 120880000 25865000 82669000 20146000 4310800
P49207;Q5MK14 60S ribosomal protein L34RPL34 RL34_HUMAN Large ribosomal subunit protein eL34 OS=Homo sapiens OX=9606 GN=RPL34 PE=1 SV=3 2 3 3 3 22.2 13.293 1.21E+09 312040000 50550000 2.01E+08 52007000 8425000
P49321;Q53H03;B4DS57;Q5T626;Q6PJY7;Q5T624;O95138;Q9P1N1;E9PRH9;H0YF33;E9PI86;H0YDS9;E9PPR5;E9PPQ8;E9PNB5;E9PAU3;E9PKR5;E9PJQ2;E9PQG5Nuclear autoantigenic sperm proteinNASP NASP_HUMAN Nuclear autoantigenic sperm protein OS=Homo sapiens OX=9606 GN=NASP PE=1 SV=2;Q53H03_HUMAN Nuclear autoantigenic sperm protein (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B4DS57_HUMAN Nuclear autoantigenic sperm protein OS=Homo sapiens OX=9606 19 25 25 25 45.1 85.237 4.26E+09 1684900000 73028000 98976000 39184000 1698300
P49327;A0A0U1RQF0;Q6PJJ3;J3KTF0;A0A0U1RRG3 Fatty acid synthase;[Acyl-carrier-protein] S-acetyltransferase;[Acyl-carrier-protein] S-malonyltransferase;3-oxoacyl-[acyl-carrier-protein] synthase;3-oxoacyl-[acyl-carrier-protein] reductase;3-hydroxyacyl-[acyl-carrier-protein] dehydratase;Enoyl-[acyl-carrier-protein] reductase;Oleoyl-[acyl-carrier-protein] hydrolaseFASN FAS_HUMAN Fatty acid synthase OS=Homo sapiens OX=9606 GN=FASN PE=1 SV=3;A0A0U1RQF0_HUMAN Fatty acid synthase OS=Homo sapiens OX=9606 GN=FASN PE=1 SV=15 44 44 44 22.4 273.42 1.8E+09 296840000 15718000 14433000 2374700 125740
P49354;H0YCW1;B3KVN2;E9PQP6;E9PPM9 Protein farnesyltransferase/geranylgeranyltransferase type-1 subunit alphaFNTA FNTA_HUMAN Protein farnesyltransferase/geranylgeranyltransferase type-1 subunit alpha OS=Homo sapiens OX=9606 GN=FNTA PE=1 SV=1;H0YCW1_HUMAN Farnesyltransferase, CAAX box, alpha (Fragment) OS=Homo sapiens OX=9606 GN=FNTA PE=1 SV=8;B3KVN2_HUMAN Farnesyltran5 3 3 3 6.3 44.408 22352000 8848100 0 1397000 553010 0
P49458;Q8WVW9;Q6P2S0;Q659G3;E9PE20 Signal recognition particle 9 kDa proteinSRP9;DKFZp564M2223SRP09_HUMAN Signal recognition particle 9 kDa protein OS=Homo sapiens OX=9606 GN=SRP9 PE=1 SV=2;Q8WVW9_HUMAN Similar to signal recognition particle 9kD (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;Q6P2S0_HUMAN Signal recognition particle 9 kDa protein OS=H5 6 6 6 62.8 10.112 1.74E+09 320730000 28236000 2.48E+08 45818000 4033700
Q0VGA5;Q53HA4;Q5T5C7;P49591 Serine--tRNA ligase, cytoplasmicSARS Q0VGA5_HUMAN serine--tRNA ligase OS=Homo sapiens OX=9606 GN=SARS PE=2 SV=1;Q53HA4_HUMAN serine--tRNA ligase (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;Q5T5C7_HUMAN serine--tRNA ligase OS=Homo sapiens OX=9606 GN=SARS1 PE=1 SV=1;SYSC_HUMAN Serine--tRNA lig4 5 5 5 12.3 58.406 1.89E+08 114080000 0 7016900 4225200 0
P49790 Nuclear pore complex protein Nup153NUP153 NU153_HUMAN Nuclear pore complex protein Nup153 OS=Homo sapiens OX=9606 GN=NUP153 PE=1 SV=2 1 3 3 3 2.2 153.94 41172000 29066000 0 653520 461360 0
P49903;Q5T5U6;B4DLS1;Q5T5U7 Selenide, water dikinase 1SEPHS1 SPS1_HUMAN Selenide, water dikinase 1 OS=Homo sapiens OX=9606 GN=SEPHS1 PE=1 SV=2;Q5T5U6_HUMAN Selenophosphate synthetase 1 (Fragment) OS=Homo sapiens OX=9606 GN=SEPHS1 PE=1 SV=1;B4DLS1_HUMAN selenide, water dikinase OS=Homo sapiens OX=9606 PE=2 SV=14 3 3 3 8.4 42.91 65789000 0 0 5060700 0 0
Q53HU0;P50990;Q7Z759;H7C4C8;H7C2U0 T-complex protein 1 subunit thetaCCT8 Q53HU0_HUMAN T-complex protein 1 subunit theta (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;TCPQ_HUMAN T-complex protein 1 subunit theta OS=Homo sapiens OX=9606 GN=CCT8 PE=1 SV=4;Q7Z759_HUMAN T-complex protein 1 subunit theta OS=Homo sapiens OX=9606 GN=CCT5 23 23 23 48.2 59.65 1.36E+09 275980000 15397000 36840000 7458900 416130
P51148;K7ERI8;K7ERQ8;F8VVK3;F8VUA5;K7ENY4;F8VVZ0;F8VWU4;P61020;P20339;F8VSF8;Q6FI54;F8VWZ7;F8VPW9;F8WD79;F8WCY6;A0A0A1HAN9;K7EIP6Ras-related protein Rab-5CRAB5C RAB5C_HUMAN Ras-related protein Rab-5C OS=Homo sapiens OX=9606 GN=RAB5C PE=1 SV=2;K7ERI8_HUMAN Ras-related protein Rab-5C OS=Homo sapiens OX=9606 PE=4 SV=1;K7ERQ8_HUMAN PCAF N-terminal domain-containing protein (Fragment) OS=Homo sapiens OX=9606 PE=4 SV=1;18 8 8 8 43.1 23.482 5.56E+08 186670000 20277000 50586000 16970000 1843400
Q504R6;P51153;A0A087WWB9;P61026;Q53T70 Ras-related protein Rab-13;Ras-related protein Rab-10RAB13;RAB10 Q504R6_HUMAN RAB13 protein (Fragment) OS=Homo sapiens OX=9606 GN=RAB13 PE=2 SV=1;RAB13_HUMAN Ras-related protein Rab-13 OS=Homo sapiens OX=9606 GN=RAB13 PE=1 SV=1;A0A087WWB9_HUMAN RAB13, member RAS oncogene family OS=Homo sapiens OX=9606 GN=RAB13 PE=1 SV=15 4 3 3 14.3 27.199 95450000 5865700 5395600 6363400 391050 359710
Q53G72;P51572;A0A2R8Y5M6;Q53HT6;C9JMD7;C9JSP1;C9JQ75;C9J0M4;C9JM14B-cell receptor-associated protein 31BCAP31 Q53G72_HUMAN B-cell receptor-associated protein (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;BAP31_HUMAN B-cell receptor-associated protein 31 OS=Homo sapiens OX=9606 GN=BCAP31 PE=1 SV=3;A0A2R8Y5M6_HUMAN B-cell receptor-associated protein OS=Homo sapiens O9 6 6 6 26.4 27.931 3.53E+08 30439000 30289000 23515000 2029300 2019300
Q5BKZ2;P52294;B3KXZ2;B3KWR2;C9JYI4;C9J352;C9JWD9;F2Z3G4;C9J4U1;G1UI19Importin subunit alpha;Importin subunit alpha-5;Importin subunit alpha-5, N-terminally processedKPNA1 Q5BKZ2_HUMAN Importin subunit alpha OS=Homo sapiens OX=9606 GN=KPNA1 PE=2 SV=1;IMA5_HUMAN Importin subunit alpha-5 OS=Homo sapiens OX=9606 GN=KPNA1 PE=1 SV=3;B3KXZ2_HUMAN cDNA FLJ46417 fis, clone THYMU3012402, highly similar to Importin alpha-1 subunit OS=10 4 4 1 9.5 60.308 1.23E+08 52843000 19335000 6145700 2642200 966730
P52306;B3KNU0;D6RHH8;B7Z4M5;Q6U7G8;D6REZ0;H0Y8M2;B7Z2V8Rap1 GTPase-GDP dissociation stimulator 1RAP1GDS1 GDS1_HUMAN Rap1 GTPase-GDP dissociation stimulator 1 OS=Homo sapiens OX=9606 GN=RAP1GDS1 PE=1 SV=3;B3KNU0_HUMAN cDNA FLJ30470 fis, clone BRAWH1000040, highly similar to Rap1 GTPase-GDP dissociation stimulator 1 OS=Homo sapiens OX=9606 PE=2 SV=1;D6RHH8_HUMA8 4 4 4 9.1 66.316 59905000 36659000 0 1932400 1182600 0
V9HWE8;P52565;J3KTF8;J3QQX2;J3KRE2;J3QW41;A0A0S2Z3D9;J3KRY1;J3KS60Rho GDP-dissociation inhibitor 1HEL-S-47e;ARHGDIAV9HWE8_HUMAN Epididymis secretory sperm binding protein Li 47e OS=Homo sapiens OX=9606 GN=HEL-S-47e PE=2 SV=1;GDIR1_HUMAN Rho GDP-dissociation inhibitor 1 OS=Homo sapiens OX=9606 GN=ARHGDIA PE=1 SV=3;J3KTF8_HUMAN Rho GDP dissociation inhibitor alpha (Fragm9 8 8 8 38.7 23.207 3.12E+09 2134100000 5853700 4.45E+08 304880000 836250
P52597;B4DKS8;A0A1B0GW42 Heterogeneous nuclear ribonucleoprotein F;Heterogeneous nuclear ribonucleoprotein F, N-terminally processedHNRNPF HNRPF_HUMAN Heterogeneous nuclear ribonucleoprotein F OS=Homo sapiens OX=9606 GN=HNRNPF PE=1 SV=3;B4DKS8_HUMAN cDNA FLJ57121, highly similar to Heterogeneous nuclear ribonucleoprotein F OS=Homo sapiens OX=9606 PE=2 SV=13 13 11 11 46.7 45.671 2.78E+09 317220000 29785000 1.86E+08 21148000 1985700
P52788;B4DE40;H7C2R7 Spermine synthase SMS SPSY_HUMAN Spermine synthase OS=Homo sapiens OX=9606 GN=SMS PE=1 SV=2 3 5 5 5 15.8 41.268 3.01E+08 91962000 0 15037000 4598100 0
P52907;A8K0T9 F-actin-capping protein subunit alpha-1CAPZA1 CAZA1_HUMAN F-actin-capping protein subunit alpha-1 OS=Homo sapiens OX=9606 GN=CAPZA1 PE=1 SV=3;A8K0T9_HUMAN F-actin-capping protein subunit alpha OS=Homo sapiens OX=9606 PE=2 SV=12 8 8 7 46.9 32.922 8.17E+08 509650000 34504000 62839000 39204000 2654200
P53384 Cytosolic Fe-S cluster assembly factor NUBP1NUBP1 NUBP1_HUMAN Cytosolic Fe-S cluster assembly factor NUBP1 OS=Homo sapiens OX=9606 GN=NUBP1 PE=1 SV=2 1 1 1 1 3.4 34.534 22732000 13552000 0 1894300 1129400 0
Q4LE36;P53396;Q8N9C4;K7ESG8;K7EIE7 ATP-citrate synthase ACLY variant protein;ACLYQ4LE36_HUMAN ATP-citrate synthase (Fragment) OS=Homo sapiens OX=9606 GN=ACLY variant protein PE=2 SV=1;ACLY_HUMAN ATP-citrate synthase OS=Homo sapiens OX=9606 GN=ACLY PE=1 SV=3;Q8N9C4_HUMAN ATP-citrate synthase OS=Homo sapiens OX=9606 PE=2 SV=15 21 21 21 21.9 124.56 1.51E+09 84842000 360610000 23979000 1346700 5723900
Q5T4U8;Q59GT6;Q6IB63;P53611 Geranylgeranyl transferase type-2 subunit betaRABGGTB Q5T4U8_HUMAN Rab geranylgeranyltransferase subunit beta OS=Homo sapiens OX=9606 GN=RABGGTB PE=1 SV=1;Q59GT6_HUMAN Geranylgeranyl transferase type-2 subunit beta (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;Q6IB63_HUMAN Geranylgeranyl transferase type-2 sub4 3 3 3 21.1 17.318 57449000 57449000 0 8207100 8207100 0
P53618;E9PP73;E9PP63;E9PKQ1 Coatomer subunit beta COPB1 COPB_HUMAN Coatomer subunit beta OS=Homo sapiens OX=9606 GN=COPB1 PE=1 SV=3;E9PP73_HUMAN COPI coat complex subunit beta 1 (Fragment) OS=Homo sapiens OX=9606 GN=COPB1 PE=1 SV=84 3 3 3 3.1 107.14 71815000 14706000 0 1496100 306370 0
Q6IBA2;Q59G24;P53999;B7Z1Z0;Q6E433;D6RC37;D6R970 Activated RNA polymerase II transcriptional coactivator p15PC4;SUB1 Q6IBA2_HUMAN Activated RNA polymerase II transcriptional coactivator p15 OS=Homo sapiens OX=9606 GN=PC4 PE=2 SV=1;Q59G24_HUMAN Activated RNA polymerase II transcriptional coactivator p15 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;TCP4_HUMAN Activated RNA7 6 6 6 44.9 14.395 2.64E+09 864630000 59565000 5.27E+08 172930000 11913000
P54136;E5RH09;E5RJM9 Arginine--tRNA ligase, cytoplasmicRARS SYRC_HUMAN Arginine--tRNA ligase, cytoplasmic OS=Homo sapiens OX=9606 GN=RARS1 PE=1 SV=2 3 3 3 3 5.3 75.378 81540000 8525300 0 2203800 230410 0
Q59FW4;Q86V38;P54259 Atrophin-1 ATN1 Q59FW4_HUMAN Atrophin-1 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;Q86V38_HUMAN Atrophin 1 OS=Homo sapiens OX=9606 GN=ATN1 PE=1 SV=1;ATN1_HUMAN Atrophin-1 OS=Homo sapiens OX=9606 GN=ATN1 PE=1 SV=33 1 1 1 1.7 83.115 30253000 6545300 0 1315300 284580 0
P54920;M0R0Y2;M0R2M1;M0R058;M0R213;M0R027;M0R0I4 Alpha-soluble NSF attachment proteinNAPA SNAA_HUMAN Alpha-soluble NSF attachment protein OS=Homo sapiens OX=9606 GN=NAPA PE=1 SV=3;M0R0Y2_HUMAN NSF attachment protein alpha OS=Homo sapiens OX=9606 GN=NAPA PE=1 SV=1;M0R2M1_HUMAN NSF attachment protein alpha (Fragment) OS=Homo sapiens OX=9606 GN=NA7 5 5 5 24.1 33.232 1.46E+08 65398000 0 8126000 3633200 0
Q6IBU0;P55010;H0YMJ8;H0YM54;H0YLZ1;Q32Q19;Q05DF3;H0YN40;H0YK29;H0YK11;B4DEN3Eukaryotic translation initiation factor 5EIF5 Q6IBU0_HUMAN Eukaryotic translation initiation factor 5 OS=Homo sapiens OX=9606 GN=EIF5 PE=2 SV=1;IF5_HUMAN Eukaryotic translation initiation factor 5 OS=Homo sapiens OX=9606 GN=EIF5 PE=1 SV=211 7 7 7 16.9 49.151 5.5E+08 264290000 32316000 25006000 12013000 1468900
Q5VWC4;P55036;A6PVX3;H0Y3Y9;H0Y561 26S proteasome non-ATPase regulatory subunit 4PSMD4 Q5VWC4_HUMAN 26S proteasome non-ATPase regulatory subunit 4 OS=Homo sapiens OX=9606 GN=PSMD4 PE=1 SV=1;PSMD4_HUMAN 26S proteasome non-ATPase regulatory subunit 4 OS=Homo sapiens OX=9606 GN=PSMD4 PE=1 SV=1;A6PVX3_HUMAN Proteasome 26S subunit ubiquitin recep5 7 7 6 19.2 41.079 5.79E+08 297430000 20396000 38611000 19829000 1359700
P55064 Aquaporin-5 AQP5 AQP5_HUMAN Aquaporin-5 OS=Homo sapiens OX=9606 GN=AQP5 PE=1 SV=1 1 1 1 1 3.8 28.292 0 0 0 0 0 0
Q53GB2;P55735;E7ERC8;A4UCS7;A8MWR8;A8MXL6;Q59FA6 Protein SEC13 homolog SEC13 Q53GB2_HUMAN SEC13-like 1 isoform b variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;SEC13_HUMAN Protein SEC13 homolog OS=Homo sapiens OX=9606 GN=SEC13 PE=1 SV=3;E7ERC8_HUMAN SEC13 homolog, nuclear pore and COPII coat complex component (Fragment) OS=Ho7 2 2 2 8.1 35.51 38747000 14512000 0 2980500 1116300 0
P56537;B7ZBH1;A0A0U1RQV5 Eukaryotic translation initiation factor 6EIF6 IF6_HUMAN Eukaryotic translation initiation factor 6 OS=Homo sapiens OX=9606 GN=EIF6 PE=1 SV=1 3 3 3 3 14.3 26.599 1.58E+08 72349000 2844900 17536000 8038800 316100
P56545 C-terminal-binding protein 2CTBP2 CTBP2_HUMAN C-terminal-binding protein 2 OS=Homo sapiens OX=9606 GN=CTBP2 PE=1 SV=1 1 3 1 1 6.7 48.944 17671000 0 0 930040 0 0
Q7Z4W7;P57729;H0YEA4;H0YDB7;Q6FGU7;Q53EX5;B2R7I9;O14966Ras-related protein Rab-38RAB38 Q7Z4W7_HUMAN Ras-related protein Rab OS=Homo sapiens OX=9606 PE=2 SV=1;RAB38_HUMAN Ras-related protein Rab-38 OS=Homo sapiens OX=9606 GN=RAB38 PE=1 SV=1;H0YEA4_HUMAN RAB38, member RAS oncogene family (Fragment) OS=Homo sapiens OX=9606 GN=RAB38 PE=1 SV=18 8 8 6 40.6 23.98 3.44E+08 5594000 0 22953000 372930 0
P58004 Sestrin-2 SESN2 SESN2_HUMAN Sestrin-2 OS=Homo sapiens OX=9606 GN=SESN2 PE=1 SV=1 1 1 1 1 1.7 54.493 0 0 0 0 0 0
P58546;Q69YG1;C9JL85 Myotrophin MTPN;DKFZp761E1322MTPN_HUMAN Myotrophin OS=Homo sapiens OX=9606 GN=MTPN PE=1 SV=2;Q69YG1_HUMAN Myotrophin OS=Homo sapiens OX=9606 GN=DKFZp761E1322 PE=2 SV=13 3 3 3 38.1 12.895 6.87E+08 332080000 0 1.14E+08 55347000 0
V9HWK1;P60174;Q53HE2;B4DUI5;Q2QD09;U3KPZ0;U3KQF3;U3KPS5Triosephosphate isomeraseHEL-S-49;TPI1 V9HWK1_HUMAN Triosephosphate isomerase OS=Homo sapiens OX=9606 GN=HEL-S-49 PE=2 SV=1;TPIS_HUMAN Triosephosphate isomerase OS=Homo sapiens OX=9606 GN=TPI1 PE=1 SV=4;Q53HE2_HUMAN Triosephosphate isomerase (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;B4DUI5_H8 15 15 15 73.9 26.669 1.34E+10 6352500000 83553000 7.87E+08 373680000 4914900
P60468;Q53FA5;S4R3B5 Protein transport protein Sec61 subunit betaSEC61B SC61B_HUMAN Protein transport protein Sec61 subunit beta OS=Homo sapiens OX=9606 GN=SEC61B PE=1 SV=2;Q53FA5_HUMAN Protein translocation complex beta variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;S4R3B5_HUMAN SEC61 translocon subunit beta OS=Homo sap3 2 2 2 26 9.9743 49511000 10621000 6561300 8251800 1770100 1093600
P60709;Q1KLZ0;Q53G76;Q53G99;Q53GK6;B4E335;E7EVS6;A0A2R8Y793;B4DW52;B3KUD3;A0A2R8YGF8;A0A6Q8PH58;G5E9R0;C9JZR7;C9JUM1;C9JTX5;A0A6Q8PGD7Actin, cytoplasmic 1;Actin, cytoplasmic 1, N-terminally processedACTB;PS1TP5BP1 ACTB_HUMAN Actin, cytoplasmic 1 OS=Homo sapiens OX=9606 GN=ACTB PE=1 SV=1;Q1KLZ0_HUMAN HCG15971, isoform CRA_a OS=Homo sapiens OX=9606 GN=PS1TP5BP1 PE=1 SV=1;Q53G76_HUMAN Beta actin variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;Q53G99_HUMAN Beta act17 23 1 1 74.9 41.736 6.47E+08 237530000 15076000 32327000 11877000 753790
Q6FGE5;P60903 Protein S100-A10 S100A10 Q6FGE5_HUMAN Protein S100-A10 (Fragment) OS=Homo sapiens OX=9606 GN=S100A10 PE=2 SV=1;S10AA_HUMAN Protein S100-A10 OS=Homo sapiens OX=9606 GN=S100A10 PE=1 SV=22 2 2 2 17.5 11.187 2.01E+08 193320000 8082500 50352000 48331000 2020600
V9HWA6;P60981;F6RFD5;B7Z9M9 Destrin HEL32;DSTN V9HWA6_HUMAN Epididymis luminal protein 32 OS=Homo sapiens OX=9606 GN=HEL32 PE=2 SV=1;DEST_HUMAN Destrin OS=Homo sapiens OX=9606 GN=DSTN PE=1 SV=3;F6RFD5_HUMAN Destrin, actin depolymerizing factor OS=Homo sapiens OX=9606 GN=DSTN PE=1 SV=1;B7Z9M9_HUMAN cDNA4 9 8 8 58.2 18.506 5.39E+08 296890000 5500400 49043000 26990000 500030
P61019;E9PKL7;A0A3B3ITL1;Q5HYI5;A0A0A1HAW1;Q8WUD1;H7C125;O75546;Q9UL31;E9PE37;H0YD31;B4DUD4;H0YDL5;Q96K32Ras-related protein Rab-2A;Ras-related protein Rab-2BRAB2A;DKFZp313C1541;RAB2BRAB2A_HUMAN Ras-related protein Rab-2A OS=Homo sapiens OX=9606 GN=RAB2A PE=1 SV=1;E9PKL7_HUMAN RAB2A, member RAS oncogene family OS=Homo sapiens OX=9606 GN=RAB2A PE=1 SV=1;A0A3B3ITL1_HUMAN RAB2B, member RAS oncogene family OS=Homo sapiens OX=9606 GN=RAB2B 14 7 7 7 45.3 23.545 1.92E+08 24952000 8707200 13738000 1782300 621940
Q5T179;Q5T178;P61024 Cyclin-dependent kinases regulatory subunit;Cyclin-dependent kinases regulatory subunit 1CKS1B Q5T179_HUMAN Cyclin-dependent kinases regulatory subunit OS=Homo sapiens OX=9606 GN=CKS1B PE=1 SV=1;Q5T178_HUMAN Cyclin-dependent kinases regulatory subunit OS=Homo sapiens OX=9606 GN=CKS1B PE=2 SV=1;CKS1_HUMAN Cyclin-dependent kinases regulatory subunit 13 1 1 1 23.9 8.027 37986000 14251000 0 9496600 3562800 0
V9HW41;P61088;F8VQQ8;F8VSD4;F8VV71;Q5JXB2;F8VZ29 Ubiquitin-conjugating enzyme E2 N;Putative ubiquitin-conjugating enzyme E2 N-likeHEL-S-71;UBE2N;UBE2NLV9HW41_HUMAN Epididymis secretory protein Li 71 OS=Homo sapiens OX=9606 GN=HEL-S-71 PE=2 SV=1;UBE2N_HUMAN Ubiquitin-conjugating enzyme E2 N OS=Homo sapiens OX=9606 GN=UBE2N PE=1 SV=1;F8VQQ8_HUMAN Ubiquitin conjugating enzyme E2 N OS=Homo sapiens OX=9606 GN7 7 7 7 48 17.138 8.71E+08 409100000 0 87056000 40910000 0
P61158;B4E1U3;B4DT29;B4DXW1;Q59FV6;B4DTI0;F8WEW2;F8WE84;F8WDR7;B3KM55;Q59GD5;B7Z9W3;Q9P1U1Actin-related protein 3 ACTR3 ARP3_HUMAN Actin-related protein 3 OS=Homo sapiens OX=9606 GN=ACTR3 PE=1 SV=3;B4E1U3_HUMAN cDNA FLJ52216, highly similar to Actin-like protein 3 OS=Homo sapiens OX=9606 PE=2 SV=1;B4DT29_HUMAN cDNA FLJ51082, highly similar to Actin-like protein 3 OS=Homo sa13 5 5 5 13.4 47.371 1.59E+08 57640000 0 7567400 2744800 0
Q8IY98;P61160;B4DWQ5;B4DHK9 Actin-related protein 2 ACTR2 Q8IY98_HUMAN ACTR2 protein OS=Homo sapiens OX=9606 GN=ACTR2 PE=2 SV=1;ARP2_HUMAN Actin-related protein 2 OS=Homo sapiens OX=9606 GN=ACTR2 PE=1 SV=1;B4DWQ5_HUMAN cDNA FLJ51655, highly similar to Actin-like protein 2 OS=Homo sapiens OX=9606 PE=2 SV=1;B4DHK9_4 6 6 6 20.6 38.772 2.05E+08 82948000 4187100 18641000 7540700 380640
Q6IBH6;P61254;J3QRI7;J3QQQ9;J3QQV1;J3QRC4;J3KSS0 60S ribosomal protein L26RPL26 Q6IBH6_HUMAN RPL26 protein OS=Homo sapiens OX=9606 GN=RPL26 PE=2 SV=1;RL26_HUMAN Large ribosomal subunit protein uL24 OS=Homo sapiens OX=9606 GN=RPL26 PE=1 SV=1;J3QRI7_HUMAN Ribosomal protein L26 (Fragment) OS=Homo sapiens OX=9606 GN=RPL26 PE=3 SV=1;J3QQQ97 8 8 2 44.1 17.244 3.63E+09 1245800000 132120000 6.05E+08 207630000 22019000
V9HWJ8;Q6FHK7;P61289;B3KQ25;K7ESG5;K9J957;K7ENH2;K7EMD0;K7EPX6;K7EKR3;J7FRP4;B7Z8D3Proteasome activator complex subunit 3HEL-S-283;PSME3 V9HWJ8_HUMAN Epididymis secretory protein Li 283 OS=Homo sapiens OX=9606 GN=HEL-S-283 PE=2 SV=1;Q6FHK7_HUMAN PSME3 protein OS=Homo sapiens OX=9606 GN=PSME3 PE=2 SV=1;PSME3_HUMAN Proteasome activator complex subunit 3 OS=Homo sapiens OX=9606 GN=PSME3 PE=1 S12 9 9 9 33.9 29.506 9.21E+08 358540000 18013000 70824000 27580000 1385600
P61313;A0A2R8YEM3;E7EQV9;E7ENU7;E7EX53;A0A2R8Y738;B4DLP4;B4DEN1;E7ERA2;A4D1Q560S ribosomal protein L15;Ribosomal protein L15RPL15 RL15_HUMAN Large ribosomal subunit protein eL15 OS=Homo sapiens OX=9606 GN=RPL15 PE=1 SV=2;A0A2R8YEM3_HUMAN Ribosomal protein L15 (Fragment) OS=Homo sapiens OX=9606 GN=RPL15 PE=1 SV=1;E7EQV9_HUMAN Ribosomal protein L15 (Fragment) OS=Homo sapiens OX=9606 GN10 8 8 8 34.8 24.146 1.95E+09 266090000 47383000 1.77E+08 24190000 4307500
Q6LEE2;Q6FGB3;P61457 Pterin-4-alpha-carbinolamine dehydratasePCBD;PCBD1 Q6LEE2_HUMAN 4a-hydroxytetrahydrobiopterin dehydratase (Fragment) OS=Homo sapiens OX=9606 PE=3 SV=1;Q6FGB3_HUMAN 4a-hydroxytetrahydrobiopterin dehydratase (Fragment) OS=Homo sapiens OX=9606 GN=PCBD PE=2 SV=1;PHS_HUMAN Pterin-4-alpha-carbinolamine dehydrata3 2 2 2 41.9 5.1107 46042000 40562000 0 23021000 20281000 0
Q6FH24;P61758 Prefoldin subunit 3 VBP1 Q6FH24_HUMAN Prefoldin subunit 3 OS=Homo sapiens OX=9606 GN=VBP1 PE=2 SV=1;PFD3_HUMAN Prefoldin subunit 3 OS=Homo sapiens OX=9606 GN=VBP1 PE=1 SV=42 7 7 7 40.6 18.735 4.71E+08 261150000 29120000 36200000 20088000 2240000
P61956;Q6EEV6 Small ubiquitin-related modifier 2;Small ubiquitin-related modifier 4SUMO2;SUMO4 SUMO2_HUMAN Small ubiquitin-related modifier 2 OS=Homo sapiens OX=9606 GN=SUMO2 PE=1 SV=3;SUMO4_HUMAN Small ubiquitin-related modifier 4 OS=Homo sapiens OX=9606 GN=SUMO4 PE=1 SV=32 2 1 1 23.2 10.871 1.13E+09 450600000 0 5.63E+08 225300000 0
P61964;V9GZ59 WD repeat-containing protein 5WDR5 WDR5_HUMAN WD repeat-containing protein 5 OS=Homo sapiens OX=9606 GN=WDR5 PE=1 SV=1 2 3 3 3 13.8 36.588 47392000 6259500 3707900 2962000 391220 231740
P61970;A0A8V8TRD3;H3BRV9;A0A8V8TPY3;A0A8V8TR25 Nuclear transport factor 2NUTF2 NTF2_HUMAN Nuclear transport factor 2 OS=Homo sapiens OX=9606 GN=NUTF2 PE=1 SV=1;A0A8V8TRD3_HUMAN Nuclear transport factor 2 OS=Homo sapiens OX=9606 GN=NUTF2 PE=1 SV=1;H3BRV9_HUMAN Nuclear transport factor 2 (Fragment) OS=Homo sapiens OX=9606 GN=NUTF2 PE=15 4 4 4 35.4 14.478 4.73E+08 126740000 0 67596000 18105000 0
P61981;B3KNB4;B4DHC4;B4DE78 14-3-3 protein gamma;14-3-3 protein gamma, N-terminally processedYWHAG 1433G_HUMAN 14-3-3 protein gamma OS=Homo sapiens OX=9606 GN=YWHAG PE=1 SV=2;B3KNB4_HUMAN cDNA FLJ14168 fis, clone NT2RP2001440, highly similar to 14-3-3 protein gamma OS=Homo sapiens OX=9606 PE=2 SV=1;B4DHC4_HUMAN cDNA FLJ51843, highly similar to 14-3-3 pr4 14 10 9 61.1 28.302 2.9E+09 1423300000 2340100 1.81E+08 88954000 146260
P62081;A0A2R8Y623;B5MCP9 40S ribosomal protein S7 RPS7 RS7_HUMAN Small ribosomal subunit protein eS7 OS=Homo sapiens OX=9606 GN=RPS7 PE=1 SV=1;A0A2R8Y623_HUMAN 40S ribosomal protein S7 (Fragment) OS=Homo sapiens OX=9606 GN=RPS7 PE=1 SV=1;B5MCP9_HUMAN 40S ribosomal protein S7 OS=Homo sapiens OX=9606 GN=RPS7 PE=3 6 6 6 40.2 22.127 3.56E+09 367140000 733560000 3.56E+08 36714000 73356000
P62136;A0A140VJS9;E9PMD7;A0A7I2V4F7;B3KXM2;C0STL0 Serine/threonine-protein phosphatase PP1-alpha catalytic subunit;Serine/threonine-protein phosphatasePPP1CA PP1A_HUMAN Serine/threonine-protein phosphatase PP1-alpha catalytic subunit OS=Homo sapiens OX=9606 GN=PPP1CA PE=1 SV=1;A0A140VJS9_HUMAN Serine/threonine-protein phosphatase OS=Homo sapiens OX=9606 PE=2 SV=1;E9PMD7_HUMAN Serine/threonine-protein phosphatas6 14 14 4 50 37.512 1.58E+09 467150000 299520000 87581000 25953000 16640000
P62166 Neuronal calcium sensor 1NCS1 NCS1_HUMAN Neuronal calcium sensor 1 OS=Homo sapiens OX=9606 GN=NCS1 PE=1 SV=2 1 1 1 1 7.9 21.878 0 0 0 0 0 0
Q53XL8;Q53HB3;P62191;G3V4X1 26S protease regulatory subunit 4PSMC1 Q53XL8_HUMAN Proteasome (Prosome, macropain) 26S subunit, ATPase, 1 OS=Homo sapiens OX=9606 GN=PSMC1 PE=1 SV=1;Q53HB3_HUMAN Proteasome 26S ATPase subunit 1 variant (Fragment) OS=Homo sapiens OX=9606 PE=1 SV=1;PRS4_HUMAN 26S proteasome regulatory subunit 4 4 8 8 8 18.2 49.184 1.62E+08 117670000 0 6492500 4707000 0
Q5JR94;P62241;Q5JR95;Q9BS10 40S ribosomal protein S8 RPS8 Q5JR94_HUMAN 40S ribosomal protein S8 OS=Homo sapiens OX=9606 GN=RPS8 PE=2 SV=1;RS8_HUMAN Small ribosomal subunit protein eS8 OS=Homo sapiens OX=9606 GN=RPS8 PE=1 SV=2;Q5JR95_HUMAN Small ribosomal subunit protein eS8 OS=Homo sapiens OX=9606 GN=RPS8 PE=1 SV4 7 7 7 40.4 24.205 3.68E+09 614470000 127550000 4.09E+08 68274000 14172000
P62249;M0R210;M0R3H0;M0R1M5;Q6IPX4;M0QX76 40S ribosomal protein S16RPS16 RS16_HUMAN Small ribosomal subunit protein uS9 OS=Homo sapiens OX=9606 GN=RPS16 PE=1 SV=2;M0R210_HUMAN Ribosomal protein S16 OS=Homo sapiens OX=9606 GN=RPS16 PE=1 SV=1;M0R3H0_HUMAN Ribosomal protein S16 OS=Homo sapiens OX=9606 GN=RPS16 PE=1 SV=1;M0R1M5_HUM6 12 12 12 63.7 16.445 5.17E+09 766860000 495230000 4.7E+08 69714000 45021000
V9HW98;P62258;G9K389;G9K388;B7ZA86;K7EM20;B4DJB0;B4DJF2;I3L3T1;I3L0W5;K7EIT4;B3KT3714-3-3 protein epsilon HEL2;YWHAE;YWHAE/FAM22B fusion;YWHAE/FAM22A fusionV9HW98_HUMAN Epididymis luminal protein 2 OS=Homo sapiens OX=9606 GN=HEL2 PE=1 SV=1;1433E_HUMAN 14-3-3 protein epsilon OS=Homo sapiens OX=9606 GN=YWHAE PE=1 SV=1;G9K389_HUMAN YWHAE/FAM22B fusion protein (Fragment) OS=Homo sapiens OX=9606 GN=YWHAE/FAM22B fu12 18 15 15 68.6 29.174 9.17E+09 4890700000 9365700 5.39E+08 287690000 550920
P62269;A0A0G2JQH2;Q5GGW2;J3JS69 40S ribosomal protein S18RPS18 RS18_HUMAN Small ribosomal subunit protein uS13 OS=Homo sapiens OX=9606 GN=RPS18 PE=1 SV=3 4 12 12 12 57.9 17.718 7.89E+09 539300000 2067500000 8.77E+08 59923000 229730000
P62277;J3KMX5;E9PS50 40S ribosomal protein S13RPS13 RS13_HUMAN Small ribosomal subunit protein uS15 OS=Homo sapiens OX=9606 GN=RPS13 PE=1 SV=2;J3KMX5_HUMAN Small ribosomal subunit protein uS15 OS=Homo sapiens OX=9606 GN=RPS13 PE=1 SV=1;E9PS50_HUMAN Ribosomal protein S13 (Fragment) OS=Homo sapiens OX=9606 GN3 7 7 7 43 17.222 4.17E+09 926340000 270330000 4.63E+08 102930000 30037000
P62280;M0QZC5;M0R1H5;M0R1H6 40S ribosomal protein S11RPS11 RS11_HUMAN Small ribosomal subunit protein uS17 OS=Homo sapiens OX=9606 GN=RPS11 PE=1 SV=3;M0QZC5_HUMAN Ribosomal protein S11 OS=Homo sapiens OX=9606 GN=RPS11 PE=1 SV=14 11 11 11 53.8 18.431 3.69E+09 464220000 472490000 3.69E+08 46422000 47249000
P62304;A6NHK2 Small nuclear ribonucleoprotein ESNRPE RUXE_HUMAN Small nuclear ribonucleoprotein E OS=Homo sapiens OX=9606 GN=SNRPE PE=1 SV=1;A6NHK2_HUMAN Small nuclear ribonucleoprotein E OS=Homo sapiens OX=9606 GN=SNRPE PE=1 SV=12 3 3 3 52.2 10.803 2.14E+08 11829000 87585000 53592000 2957300 21896000
P62306;A0A0B4J254;F8W0W6 Small nuclear ribonucleoprotein FSNRPF RUXF_HUMAN Small nuclear ribonucleoprotein F OS=Homo sapiens OX=9606 GN=SNRPF PE=1 SV=1;A0A0B4J254_HUMAN Small nuclear ribonucleoprotein polypeptide F OS=Homo sapiens OX=9606 GN=SNRPF PE=1 SV=1;F8W0W6_HUMAN Sm protein F OS=Homo sapiens OX=9606 GN=SNRPF PE=3 3 3 3 27.9 9.7251 3.31E+08 25316000 93205000 82655000 6329000 23301000
P62312 U6 snRNA-associated Sm-like protein LSm6LSM6 LSM6_HUMAN U6 snRNA-associated Sm-like protein LSm6 OS=Homo sapiens OX=9606 GN=LSM6 PE=1 SV=1 1 2 2 2 23.8 9.1275 45324000 9403700 0 9064900 1880700 0
P62314;J3QLI9;Q7Z5A3;J3QLR7 Small nuclear ribonucleoprotein Sm D1SNRPD1 SMD1_HUMAN Small nuclear ribonucleoprotein Sm D1 OS=Homo sapiens OX=9606 GN=SNRPD1 PE=1 SV=1;J3QLI9_HUMAN Small nuclear ribonucleoprotein D1 polypeptide OS=Homo sapiens OX=9606 GN=SNRPD1 PE=1 SV=1;Q7Z5A3_HUMAN Small nuclear ribonucleoprotein Sm D1 OS=Homo 4 4 4 4 37 13.281 1.17E+09 32468000 311290000 2.91E+08 8116900 77824000
P62316;K7ERG4;K7EJB5 Small nuclear ribonucleoprotein Sm D2SNRPD2 SMD2_HUMAN Small nuclear ribonucleoprotein Sm D2 OS=Homo sapiens OX=9606 GN=SNRPD2 PE=1 SV=1;K7ERG4_HUMAN Small nuclear ribonucleoprotein Sm D2 OS=Homo sapiens OX=9606 GN=SNRPD2 PE=1 SV=13 8 8 8 61 13.527 1.81E+09 194860000 453880000 2.58E+08 27837000 64841000
P62318;H3BT13 Small nuclear ribonucleoprotein Sm D3SNRPD3 SMD3_HUMAN Small nuclear ribonucleoprotein Sm D3 OS=Homo sapiens OX=9606 GN=SNRPD3 PE=1 SV=1 2 3 3 3 31.7 13.916 1.12E+09 137230000 298140000 1.87E+08 22872000 49690000
P62330;Q5U025;Q6FH17 ADP-ribosylation factor 6 ARF6 ARF6_HUMAN ADP-ribosylation factor 6 OS=Homo sapiens OX=9606 GN=ARF6 PE=1 SV=2;Q5U025_HUMAN ADP-ribosylation factor 6 OS=Homo sapiens OX=9606 PE=2 SV=1;Q6FH17_HUMAN ADP-ribosylation factor 6 OS=Homo sapiens OX=9606 GN=ARF6 PE=2 SV=13 3 3 3 22.9 20.082 77746000 11217000 0 9718300 1402100 0
P62424;Q9BY74;Q5T8U2;Q5T8U3 60S ribosomal protein L7aRPL7A;RP-L7a RL7A_HUMAN Large ribosomal subunit protein eL8 OS=Homo sapiens OX=9606 GN=RPL7A PE=1 SV=2;Q9BY74_HUMAN 60S ribosomal protein L7a (Fragment) OS=Homo sapiens OX=9606 GN=RP-L7a PE=2 SV=1;Q5T8U2_HUMAN 60S ribosomal protein L7a OS=Homo sapiens OX=9606 GN=RPL7A 4 13 13 12 42.9 29.995 2.62E+09 350280000 75680000 2.62E+08 35028000 7568000
P62699 Protein yippee-like 5 YPEL5 YPEL5_HUMAN Protein yippee-like 5 OS=Homo sapiens OX=9606 GN=YPEL5 PE=1 SV=1 1 2 2 2 18.2 13.841 8631200 0 0 1233000 0 0
P62750;H7BY10;K7EJV9;K7ERT8;A8MUS3;K7EMA7;Q53RC5 60S ribosomal protein L23aRPL23A RL23A_HUMAN Large ribosomal subunit protein uL23 OS=Homo sapiens OX=9606 GN=RPL23A PE=1 SV=1;H7BY10_HUMAN Ribosomal protein L23a (Fragment) OS=Homo sapiens OX=9606 GN=RPL23A PE=1 SV=1;K7EJV9_HUMAN Ribosomal protein L23a (Fragment) OS=Homo sapiens OX=9606 G7 7 7 7 39.1 17.695 3.37E+09 1299700000 136460000 5.61E+08 216610000 22744000
Q9BTQ7;P62829;J3KT29;J3KTJ3;C9JD32;B9ZVP7;A4D142 60S ribosomal protein L23RPL23 Q9BTQ7_HUMAN Large ribosomal subunit protein uL14 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;RL23_HUMAN Large ribosomal subunit protein uL14 OS=Homo sapiens OX=9606 GN=RPL23 PE=1 SV=1;J3KT29_HUMAN Large ribosomal subunit protein uL14 OS=Homo sapiens OX=97 6 6 6 59 14.149 3.07E+09 690340000 398350000 3.41E+08 76704000 44262000
P62851;E9PQK3;E9PK60 40S ribosomal protein S25RPS25 RS25_HUMAN Small ribosomal subunit protein eS25 OS=Homo sapiens OX=9606 GN=RPS25 PE=1 SV=1 3 7 7 7 36 13.742 8.5E+09 1208800000 2844700000 1.7E+09 241760000 568930000
P62854;Q75MH1;Q5JNZ5;Q76N57 40S ribosomal protein S26;Putative 40S ribosomal protein S26-like 1RPS26;RPS26P11 RS26_HUMAN Small ribosomal subunit protein eS26 OS=Homo sapiens OX=9606 GN=RPS26 PE=1 SV=3;Q75MH1_HUMAN 40S ribosomal protein S26 OS=Homo sapiens OX=9606 GN=RPS26 PE=3 SV=1;RS26L_HUMAN Putative ribosomal protein eS26-like OS=Homo sapiens OX=9606 GN=RPS26P14 4 4 4 34.8 13.015 1.65E+09 421060000 38447000 3.31E+08 84212000 7689400
P62877 E3 ubiquitin-protein ligase RBX1;E3 ubiquitin-protein ligase RBX1, N-terminally processedRBX1 RBX1_HUMAN E3 ubiquitin-protein ligase RBX1 OS=Homo sapiens OX=9606 GN=RBX1 PE=1 SV=1 1 1 1 1 16.7 12.274 26771000 11039000 0 8923600 3679800 0
P62888;E5RI99;A0A0B4J213;A0A0C4DH44;E5RJH3 60S ribosomal protein L30RPL30 RL30_HUMAN Large ribosomal subunit protein eL30 OS=Homo sapiens OX=9606 GN=RPL30 PE=1 SV=2;E5RI99_HUMAN Large ribosomal subunit protein eL30 (Fragment) OS=Homo sapiens OX=9606 GN=RPL30 PE=1 SV=15 7 7 7 66.1 12.784 2.43E+09 724320000 136550000 4.05E+08 120720000 22758000
Q59GN2;P62891 Putative 60S ribosomal protein L39-like 5;60S ribosomal protein L39RPL39P5;RPL39 R39L5_HUMAN Putative ribosomal protein eL39-like 5 OS=Homo sapiens OX=9606 GN=RPL39P5 PE=5 SV=2;RL39_HUMAN Large ribosomal subunit protein eL39 OS=Homo sapiens OX=9606 GN=RPL39 PE=1 SV=22 2 2 2 19.6 6.3225 1.93E+08 41974000 9488000 1.93E+08 41974000 9488000
P62906;Q1JQ76 60S ribosomal protein L10a;Ribosomal proteinRPL10A RL10A_HUMAN Large ribosomal subunit protein uL1 OS=Homo sapiens OX=9606 GN=RPL10A PE=1 SV=2;Q1JQ76_HUMAN Ribosomal protein (Fragment) OS=Homo sapiens OX=9606 GN=RPL10A PE=2 SV=12 8 8 8 36.9 24.831 2.94E+09 919200000 168540000 2.94E+08 91920000 16854000
Q5VVC8;Q08ES8;Q5VVD0;P62913 60S ribosomal protein L11RPL11 Q5VVC8_HUMAN Large ribosomal subunit protein uL5 OS=Homo sapiens OX=9606 GN=RPL11 PE=1 SV=2;Q08ES8_HUMAN Large ribosomal subunit protein uL5 OS=Homo sapiens OX=9606 PE=2 SV=1;Q5VVD0_HUMAN Large ribosomal subunit protein uL5 OS=Homo sapiens OX=9606 GN=RPL114 6 6 6 34.7 19.024 1.98E+09 367050000 316240000 2.2E+08 40783000 35138000
P62917;E9PKZ0;E9PKU4;E9PP36;G3V1A1;B4DVG7 60S ribosomal protein L8 RPL8 RL8_HUMAN Large ribosomal subunit protein uL2 OS=Homo sapiens OX=9606 GN=RPL8 PE=1 SV=2;E9PKZ0_HUMAN Large ribosomal subunit protein uL2 (Fragment) OS=Homo sapiens OX=9606 GN=RPL8 PE=1 SV=1;E9PKU4_HUMAN Large ribosomal subunit protein uL2 (Fragment) OS=Hom6 9 9 9 40.5 28.024 6.25E+09 1794200000 808530000 6.25E+08 179420000 80853000
P62942;A0A087WZM5;F6T7Q3;A0A7I2V3S6;Q0VDC6;Q1JUQ3;Q5W0X3;Q1JUQ5;A0A087WTS4;A0A087WV48Peptidyl-prolyl cis-trans isomerase FKBP1A;Peptidyl-prolyl cis-trans isomeraseFKBP1A FKB1A_HUMAN Peptidyl-prolyl cis-trans isomerase FKBP1A OS=Homo sapiens OX=9606 GN=FKBP1A PE=1 SV=2;A0A087WZM5_HUMAN peptidylprolyl isomerase OS=Homo sapiens OX=9606 GN=FKBP1A PE=1 SV=2;F6T7Q3_HUMAN peptidylprolyl isomerase OS=Homo sapiens OX=9606 GN=FKBP1A10 3 3 3 40.7 11.951 3.5E+08 111840000 0 1.17E+08 37280000 0
P62987;Q3MIH3;Q96H31;Q5PY61;Q5U5U6;Q9UFQ0;Q96C32;Q96MH4;L8B4I8;L8B4R0;L8B196;A8K674;L8B4J3;L8B4Z6;L8B4M0;Q66K58;J3QKN0;F5GXK7;F5H747;F5H388;J3QS39;P0CG47;P0CG48;Q5UGI3;B4DV12;F5H265;M0R2S1;F5H2Z3;F5GYU3;Q59EM9;F5H6Q2;J3QTR3;M0R1M6;M0R1V7;Q49A90;F5GZ39;J3QSA3Ubiquitin-60S ribosomal protein L40;Ubiquitin;60S ribosomal protein L40;Polyubiquitin-B;Ubiquitin;Polyubiquitin-C;UbiquitinUBA52;UBC;UBB;DKFZp434K0435;UbC;RPS27ARL40_HUMAN Ubiquitin-ribosomal protein eL40 fusion protein OS=Homo sapiens OX=9606 GN=UBA52 PE=1 SV=2;Q3MIH3_HUMAN Ubiquitin-ribosomal protein eL40 fusion protein OS=Homo sapiens OX=9606 GN=UBA52 PE=2 SV=1;Q96H31_HUMAN UBC protein (Fragment) OS=Homo sapien37 8 1 1 53.9 14.728 2.06E+08 83501000 9595800 34285000 13917000 1599300
Q6FGH9;Q96FJ2;P63167 Dynein light chain 2, cytoplasmic;Dynein light chain 1, cytoplasmicDNCL1;DYNLL2;DYNLL1Q6FGH9_HUMAN Dynein light chain OS=Homo sapiens OX=9606 GN=DNCL1 PE=2 SV=1;DYL2_HUMAN Dynein light chain 2, cytoplasmic OS=Homo sapiens OX=9606 GN=DYNLL2 PE=1 SV=1;DYL1_HUMAN Dynein light chain 1, cytoplasmic OS=Homo sapiens OX=9606 GN=DYNLL1 PE=1 SV=13 1 1 1 12.4 10.366 2.62E+08 106980000 8370000 52392000 21396000 1674000
P63172 Dynein light chain Tctex-type 1DYNLT1 DYLT1_HUMAN Dynein light chain Tctex-type 1 OS=Homo sapiens OX=9606 GN=DYNLT1 PE=1 SV=1 1 1 1 1 14.2 12.452 0 0 0 0 0 0
P63173;J3KT73;J3QL01;J3KSP2 60S ribosomal protein L38RPL38 RL38_HUMAN Large ribosomal subunit protein eL38 OS=Homo sapiens OX=9606 GN=RPL38 PE=1 SV=2;J3KT73_HUMAN Large ribosomal subunit protein eL38 OS=Homo sapiens OX=9606 GN=RPL38 PE=1 SV=1;J3QL01_HUMAN Large ribosomal subunit protein eL38 OS=Homo sapiens OX=9604 6 6 6 50 8.2178 1.46E+09 404200000 193050000 4.87E+08 134730000 64350000
Q8WVC2;Q6FGH5;P63220;Q9BYK1;Q9BYK2;Q13666 40S ribosomal protein S21RPS21 Q8WVC2_HUMAN 40S ribosomal protein S21 OS=Homo sapiens OX=9606 GN=RPS21 PE=1 SV=1;Q6FGH5_HUMAN Small ribosomal subunit protein eS21 (Fragment) OS=Homo sapiens OX=9606 GN=RPS21 PE=2 SV=1;RS21_HUMAN Small ribosomal subunit protein eS21 OS=Homo sapiens OX=9606 5 5 5 64.2 8.85 1.76E+09 442840000 2867100 3.52E+08 88568000 573430
P63241;I3L397;I3L504;F8WCJ1;C9J7B5;C9J4W5;Q9GZV4;Q6IS14Eukaryotic translation initiation factor 5A-1;Eukaryotic translation initiation factor 5A;Eukaryotic translation initiation factor 5A-2;Eukaryotic translation initiation factor 5A-1-likeEIF5A;EIF5A2;EIF5AL1 IF5A1_HUMAN Eukaryotic translation initiation factor 5A-1 OS=Homo sapiens OX=9606 GN=EIF5A PE=1 SV=2;I3L397_HUMAN Eukaryotic translation initiation factor 5A (Fragment) OS=Homo sapiens OX=9606 GN=EIF5A PE=1 SV=8;I3L504_HUMAN Eukaryotic translation initiati8 11 11 11 70.1 16.832 8.59E+09 4862400000 366160000 1.07E+09 607790000 45771000
P63313;A2VCK8;Q0P5T0;Q0P5U7;Q0P5Q0;Q0P5P4;Q0P5N8;P62328Thymosin beta-10 TMSB10 TYB10_HUMAN Thymosin beta-10 OS=Homo sapiens OX=9606 GN=TMSB10 PE=1 SV=2 8 3 3 3 50 5.0256 2.37E+09 778560000 0 1.19E+09 389280000 0
P67809;Q6PKI6;H0Y449;C9J5V9;Q7KZ24;A0JLU4;Q2VIK8;B2RCC2;A0A384MDP4;Q9Y2T7;Q15905;Q59HE1Nuclease-sensitive element-binding protein 1YBX1 YBOX1_HUMAN Y-box-binding protein 1 OS=Homo sapiens OX=9606 GN=YBX1 PE=1 SV=3;Q6PKI6_HUMAN YBX1 protein (Fragment) OS=Homo sapiens OX=9606 GN=YBX1 PE=2 SV=1;H0Y449_HUMAN Y-box binding protein 1 (Fragment) OS=Homo sapiens OX=9606 GN=YBX1 PE=1 SV=1;C9J5V9_HU12 12 12 9 53.1 35.924 5.61E+09 2363700000 413400000 4.32E+08 181820000 31800000
P67936;V9HW56;A0A2R8Y5V9;B4DVY2;A0A2R8YGX3;A0A2R8YE05;K7ENT6;A0A2R8YHD2;B4DTB1;A0A5F9UN72;A0A2R8YEU4;K7EPB9;A0A590UJB9;A0A590UK79;A0A8Q3SHK3;A0A590UJT6;Q2TAC2Tropomyosin alpha-4 chainTPM4;HEL-S-108 TPM4_HUMAN Tropomyosin alpha-4 chain OS=Homo sapiens OX=9606 GN=TPM4 PE=1 SV=3;V9HW56_HUMAN Epididymis secretory protein Li 108 OS=Homo sapiens OX=9606 GN=HEL-S-108 PE=1 SV=1;A0A2R8Y5V9_HUMAN Tropomyosin 4 OS=Homo sapiens OX=9606 GN=TPM4 PE=1 SV=1;B4DVY2_H17 20 13 10 58.9 28.521 5.3E+09 4253800000 57976000 3.54E+08 283590000 3865100
P68036;A8K4W8;A0A1B0GUS4;A0A8Q3WL22 Ubiquitin-conjugating enzyme E2 L3UBE2L3 UB2L3_HUMAN Ubiquitin-conjugating enzyme E2 L3 OS=Homo sapiens OX=9606 GN=UBE2L3 PE=1 SV=1;A8K4W8_HUMAN cDNA FLJ77917, highly similar to Homo sapiens ubiquitin-conjugating enzyme E2L 3 (UBE2L3), transcript variant 1, mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;4 5 5 2 43.5 17.861 1.84E+09 1392600000 55276000 2.63E+08 198940000 7896600
Q5VTE0;Q6IPS9;P68104;Q6IPT9;Q6IPN6;Q53G85;Q53HM9;Q53GA1;A0A7I2V659;A0A4D5RAC7;A0A4D5RAC9;A8K9C4;A0A087WVQ9;Q53HR5;Q53GE9;Q53HQ7;A0A4D5RAN2;A0A7I2V5N4;Q96RE1;A0A4D5RAE2;Q9NZS6;A0A7I2V3H3;B4DNE0;A0A4D5RA76;A0A4D5RA98;B4DV42;A0A087WV01;A0A4D5RBG5;Q9H2I7;A0A4D5RA52;Q53G89;Q8IUB0;Q53HR1;Q6P4C9;Q504Z0;Q16577;Q96CD8;B4E2C5;A0A4D5RAR2;A0A9L9PYI8;Q96C29;A0A2U3TZH3;Q6P082;Q8TBL1;A0A4D5RA61;Q05639;A0A9L9PXK0;A0A4D5RBI9;A0A4D5RBK4;A0A4D5RAF1;A0A4D5RBD4;A0A4D5RBH1;A0A4D5RAB8;A9X7H1;A0A2R8Y488;A0A2R8Y660;Q5JR01;Q96EB3;Q59GP5;A0A4D5RBL9;Q14222;A0A4D5RA69;A0A4D5RAA9;A0A4D5RAB6;A6PW80;A0A4D5RBE6;Q2F837;Q6NSH7;A0A4D5RAE1;A0A4D5RA53;A0A2R8YDN5;A0A4D5RA40;A0A4D5RAB0;A0A4D5RA74;A0A4D5RAA6;A0A4D5RAC3;A0A4D5RAB4;A0A4D5RA59;A0A6Q8PFK6;Q6NS35;A0A4D5RA70;A0A4D5RA91;Q3BDU4Putative elongation factor 1-alpha-like 3;Elongation factor 1-alpha;Elongation factor 1-alpha 1;Elongation factor 1-alpha 2EEF1A1P5;EEF1A1;EEF1A1L14;PTI-1;EEF1A2EF1A3_HUMAN Putative elongation factor 1-alpha-like 3 OS=Homo sapiens OX=9606 GN=EEF1A1P5 PE=5 SV=1;Q6IPS9_HUMAN Elongation factor 1-alpha OS=Homo sapiens OX=9606 GN=EEF1A1 PE=2 SV=1;EF1A1_HUMAN Elongation factor 1-alpha 1 OS=Homo sapiens OX=9606 GN=EEF1A183 18 18 18 55.2 50.184 2.05E+10 4961400000 1253600000 9.77E+08 236260000 59697000
P68402;V9HW44;J3KNE3 Platelet-activating factor acetylhydrolase IB subunit betaPAFAH1B2;HEL-S-303PA1B2_HUMAN Platelet-activating factor acetylhydrolase IB subunit alpha2 OS=Homo sapiens OX=9606 GN=PAFAH1B2 PE=1 SV=1;V9HW44_HUMAN Epididymis secretory protein Li 303 OS=Homo sapiens OX=9606 GN=HEL-S-303 PE=2 SV=1;J3KNE3_HUMAN Platelet activating factor a3 2 2 2 14.4 25.569 93924000 41615000 0 13418000 5945000 0
P78356;S4R320;H7BXS3;B4DH09 Phosphatidylinositol 5-phosphate 4-kinase type-2 betaPIP4K2B;PIP4K2A PI42B_HUMAN Phosphatidylinositol 5-phosphate 4-kinase type-2 beta OS=Homo sapiens OX=9606 GN=PIP4K2B PE=1 SV=1;S4R320_HUMAN Phosphatidylinositol-5-phosphate 4-kinase type 2 alpha (Fragment) OS=Homo sapiens OX=9606 GN=PIP4K2A PE=1 SV=1;H7BXS3_HUMAN Phosphat4 2 1 1 4.6 47.377 23297000 0 14096000 1226200 0 741880
V9HW96;P78371;B7Z4R3;F5GWF6;F8VQ14;Q9H369 T-complex protein 1 subunit betaHEL-S-100n;CCT2 V9HW96_HUMAN T-complex protein 1 subunit beta OS=Homo sapiens OX=9606 GN=HEL-S-100n PE=1 SV=1;TCPB_HUMAN T-complex protein 1 subunit beta OS=Homo sapiens OX=9606 GN=CCT2 PE=1 SV=4;B7Z4R3_HUMAN T-complex protein 1 subunit beta OS=Homo sapiens OX=9606 PE=2 S6 14 14 14 34.4 57.488 1.65E+09 516500000 4321100 51421000 16141000 135030
P78527;A0A8V8TMR1;B4DL41;F5GX40 DNA-dependent protein kinase catalytic subunitPRKDC PRKDC_HUMAN DNA-dependent protein kinase catalytic subunit OS=Homo sapiens OX=9606 GN=PRKDC PE=1 SV=3 4 67 67 67 18.9 469.08 2.31E+09 238160000 40122000 10503000 1082500 182370
P80303;E9PKG6;Q2L696;E9PLR0;E9PLE9;A0A2R8Y6G7;E9PJP3;A7LNF5;H0YD18;E9PM22;H0YEG8;A7LNF4;A7LNF3;A0A097EV82Nucleobindin-2;Nesfatin-1NUCB2;Nucb2 NUCB2_HUMAN Nucleobindin-2 OS=Homo sapiens OX=9606 GN=NUCB2 PE=1 SV=3;E9PKG6_HUMAN Nucleobindin 2 OS=Homo sapiens OX=9606 GN=NUCB2 PE=1 SV=2;Q2L696_HUMAN Nucb2 splice variant OS=Homo sapiens OX=9606 GN=Nucb2 PE=1 SV=1;E9PLR0_HUMAN Nucleobindin 2 (Fragment)14 9 9 9 26.9 50.222 5.58E+08 130760000 18010000 26555000 6226500 857610
P81605 Dermcidin;Survival-promoting peptide;DCD-1DCD DCD_HUMAN Dermcidin OS=Homo sapiens OX=9606 GN=DCD PE=1 SV=2 1 5 5 5 35.5 11.284 1.77E+09 519220000 433280000 3.53E+08 103840000 86655000
P84090;G3V279 Enhancer of rudimentary homologERH ERH_HUMAN Enhancer of rudimentary homolog OS=Homo sapiens OX=9606 GN=ERH PE=1 SV=1;G3V279_HUMAN Enhancer of rudimentary homolog OS=Homo sapiens OX=9606 GN=ERH PE=1 SV=12 4 4 4 44.2 12.259 4.45E+08 137710000 72909000 88977000 27542000 14582000
P84101;F8WBN3;B9A031;C9JQZ0;B8ZZY7;F8WBV6 Small EDRK-rich factor 2 SERF2 SERF2_HUMAN Small EDRK-rich factor 2 OS=Homo sapiens OX=9606 GN=SERF2 PE=1 SV=1;F8WBN3_HUMAN Small EDRK-rich factor 2 OS=Homo sapiens OX=9606 GN=SERF2 PE=1 SV=1;B9A031_HUMAN Small EDRK-rich factor 2 OS=Homo sapiens OX=9606 GN=SERF2 PE=1 SV=1;C9JQZ0_HUMAN S6 3 3 3 30.5 6.8998 3.29E+08 133080000 19423000 1.64E+08 66539000 9711500
P84157;A0A481SU50;A0A481SVJ4;A0A481SVD9;A0A481SVT9;A0A481SVA1;Q6ZR64Matrix-remodeling-associated protein 7MXRA7 MXRA7_HUMAN Matrix-remodeling-associated protein 7 OS=Homo sapiens OX=9606 GN=MXRA7 PE=1 SV=1;A0A481SU50_HUMAN Matrix remodeling associated 7 transcript variant X15 OS=Homo sapiens OX=9606 GN=MXRA7 PE=2 SV=1;A0A481SVJ4_HUMAN Matrix remodeling associated 7 7 2 2 2 18.1 21.466 9023800 0 0 1128000 0 0
P98179 RNA-binding protein 3 RBM3 RBM3_HUMAN RNA-binding protein 3 OS=Homo sapiens OX=9606 GN=RBM3 PE=1 SV=1 1 6 6 6 53.5 17.17 6.1E+09 1558000000 226010000 7.63E+08 194750000 28251000
Q2NLD4;Q2NLC9;Q5U0P9;Q56A79;Q00577 Transcriptional activator protein Pur-alphaPURA Q2NLD4_HUMAN PURA protein (Fragment) OS=Homo sapiens OX=9606 GN=PURA PE=2 SV=1;Q2NLC9_HUMAN PURA protein (Fragment) OS=Homo sapiens OX=9606 GN=PURA PE=2 SV=1;Q5U0P9_HUMAN Purine-rich element binding protein A OS=Homo sapiens OX=9606 PE=2 SV=1;Q56A79_HUMAN 5 2 2 2 6.3 32.015 70560000 7203900 5345300 7840000 800430 593920
Q00688;Q53GD8;G3V5F2 Peptidyl-prolyl cis-trans isomerase FKBP3;Peptidyl-prolyl cis-trans isomeraseFKBP3 FKBP3_HUMAN Peptidyl-prolyl cis-trans isomerase FKBP3 OS=Homo sapiens OX=9606 GN=FKBP3 PE=1 SV=1;Q53GD8_HUMAN peptidylprolyl isomerase (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=13 7 7 7 32.1 25.177 1.35E+09 358100000 16566000 1.35E+08 35810000 1656600
Q00839;B4DLR3;B3KX72;A0A1X7SBS1;A0A1W2PPS1;Q96BA7;A0A1W2PP35;A0A994J6V2;Q5RI18;A0A1W2PPH7;A0A1W2PPL4;Q7Z4Q5;A0A1W2PP34;A0A1W2PQL0;A0A1W2PQ74;A0A1W2PRZ7;A0A1W2PQD4;Q9UEL2;A0A1W2PPE9;A0A1W2PP22;A0A1W2PRI6;A0A087WVI9Heterogeneous nuclear ribonucleoprotein UHNRNPU;HNRPU HNRPU_HUMAN Heterogeneous nuclear ribonucleoprotein U OS=Homo sapiens OX=9606 GN=HNRNPU PE=1 SV=6;B4DLR3_HUMAN cDNA FLJ54020, highly similar to Heterogeneous nuclear ribonucleoprotein U OS=Homo sapiens OX=9606 PE=2 SV=1;B3KX72_HUMAN cDNA FLJ44920 fis, clon22 22 22 22 31.9 90.583 2.77E+09 506870000 91212000 74974000 13699000 2465200
Q01546 Keratin, type II cytoskeletal 2 oralKRT76 K22O_HUMAN Keratin, type II cytoskeletal 2 oral OS=Homo sapiens OX=9606 GN=KRT76 PE=1 SV=2 1 14 1 1 12.9 65.84 26630000 0 26630000 739710 0 739710
Q8N995;Q01581;D6RIW1;A0A140VJL2;P54868 Hydroxymethylglutaryl-CoA synthase, cytoplasmicHMGCS1 Q8N995_HUMAN Hydroxymethylglutaryl-CoA synthase OS=Homo sapiens OX=9606 PE=2 SV=1;HMCS1_HUMAN Hydroxymethylglutaryl-CoA synthase, cytoplasmic OS=Homo sapiens OX=9606 GN=HMGCS1 PE=1 SV=25 11 11 11 28.3 56.238 9.12E+08 80499000 13835000 33773000 2981400 512400
Q01780 Exosome component 10 EXOSC10 EXOSX_HUMAN Exosome complex component 10 OS=Homo sapiens OX=9606 GN=EXOSC10 PE=1 SV=2 1 1 1 1 1.6 100.83 0 0 0 0 0 0
Q02223 Tumor necrosis factor receptor superfamily member 17TNFRSF17 TNR17_HUMAN Tumor necrosis factor receptor superfamily member 17 OS=Homo sapiens OX=9606 GN=TNFRSF17 PE=1 SV=2 1 1 1 1 14.7 20.165 0 0 0 0 0 0
Q02413 Desmoglein-1 DSG1 DSG1_HUMAN Desmoglein-1 OS=Homo sapiens OX=9606 GN=DSG1 PE=1 SV=2 1 9 9 9 10.5 113.75 4.02E+08 234660000 100320000 9808600 5723400 2446800
Q02539 Histone H1.1 HIST1H1A H11_HUMAN Histone H1.1 OS=Homo sapiens OX=9606 GN=H1-1 PE=1 SV=3 1 6 2 2 29.8 21.842 18926000 0 0 2703800 0 0
Q02790;B2R9U2;F5H1U3;H0YFG2;F5H120 Peptidyl-prolyl cis-trans isomerase FKBP4;Peptidyl-prolyl cis-trans isomerase FKBP4, N-terminally processedFKBP4 FKBP4_HUMAN Peptidyl-prolyl cis-trans isomerase FKBP4 OS=Homo sapiens OX=9606 GN=FKBP4 PE=1 SV=3;B2R9U2_HUMAN peptidylprolyl isomerase OS=Homo sapiens OX=9606 PE=2 SV=15 14 14 14 33.8 51.804 1.05E+09 428120000 21363000 34019000 13810000 689130
Q8TBK5;Q8N5Z7;Q9HBB3;Q02878;B2R4K7;B4DRX3;F8VZ45;U3KQR5;F8VR69;F8VZA3;F8VWR1;F8VU16;B4DNY860S ribosomal protein L6 RPL6 Q8TBK5_HUMAN 60S ribosomal protein L6 OS=Homo sapiens OX=9606 GN=RPL6 PE=1 SV=1;Q8N5Z7_HUMAN 60S ribosomal protein L6 OS=Homo sapiens OX=9606 GN=RPL6 PE=1 SV=1;Q9HBB3_HUMAN 60S ribosomal protein L6 OS=Homo sapiens OX=9606 PE=2 SV=1;RL6_HUMAN Large ribosoma13 14 14 14 47.2 32.741 4.09E+09 1015700000 166390000 3.14E+08 78131000 12799000
Q04695;K7EPJ9;Q14666;B4E2P9;B4DJM5;A0A3B3IS58;J3QR55;Q8TC04;Q9C075Keratin, type I cytoskeletal 17KRT17 K1C17_HUMAN Keratin, type I cytoskeletal 17 OS=Homo sapiens OX=9606 GN=KRT17 PE=1 SV=2;K7EPJ9_HUMAN Keratin 17 (Fragment) OS=Homo sapiens OX=9606 GN=KRT17 PE=1 SV=1;Q14666_HUMAN Radiated keratinocyte mRNA 266 (keratin-related protein) (Fragment) OS=Homo sa9 18 7 7 37.3 48.105 2.95E+08 141200000 62639000 10170000 4869100 2160000
Q04760;X5DNM4;V9HW62 Lactoylglutathione lyase GLO1;HEL-S-74 LGUL_HUMAN Lactoylglutathione lyase OS=Homo sapiens OX=9606 GN=GLO1 PE=1 SV=4;X5DNM4_HUMAN Lactoylglutathione lyase (Fragment) OS=Homo sapiens OX=9606 GN=GLO1 PE=2 SV=1;V9HW62_HUMAN Lactoylglutathione lyase OS=Homo sapiens OX=9606 GN=HEL-S-74 PE=2 SV=13 11 11 11 69.6 20.777 3.98E+09 2351800000 0 3.62E+08 213800000 0
Q04917;B2R6N6;A2IDB2;Q9H4N8;F8WEB6;A2IDB1 14-3-3 protein eta YWHAH 1433F_HUMAN 14-3-3 protein eta OS=Homo sapiens OX=9606 GN=YWHAH PE=1 SV=4;B2R6N6_HUMAN cDNA, FLJ93036, highly similar to Homo sapiens tyrosine 3-monooxygenase/tryptophan 5-monooxygenaseactivation protein, eta polypeptide (YWHAH), mRNA OS=Homo sapiens OX=966 12 8 8 43.1 28.218 6.49E+08 404880000 3185500 40570000 25305000 199100
Q5T760;Q05519;Q05BU6;Q6PJY9;Q6PKC9;Q6PJB9;Q6MZM2;Q6N079;Q5T757;A0A8I5KQP9;Q5HYN2;B4DWT1;B4DTC1Serine/arginine-rich splicing factor 11SRSF11;SFRS11;DKFZp686D02116;DKFZp686P22142Q5T760_HUMAN Serine and arginine rich splicing factor 11 OS=Homo sapiens OX=9606 GN=SRSF11 PE=1 SV=2;SRS11_HUMAN Serine/arginine-rich splicing factor 11 OS=Homo sapiens OX=9606 GN=SRSF11 PE=1 SV=1;Q05BU6_HUMAN SFRS11 protein (Fragment) OS=Homo sapiens OX=913 4 4 4 12.8 54.297 2.7E+08 139670000 24966000 20792000 10743000 1920500
Q05CP8;Q16204 Coiled-coil domain-containing protein 6CCDC6 Q05CP8_HUMAN CCDC6 protein (Fragment) OS=Homo sapiens OX=9606 GN=CCDC6 PE=2 SV=1;CCDC6_HUMAN Coiled-coil domain-containing protein 6 OS=Homo sapiens OX=9606 GN=CCDC6 PE=1 SV=22 2 2 2 6.3 38.163 0 0 0 0 0 0
Q9Y5Z4;Q05DB4;Q5THN1 Heme-binding protein 2 HEBP2 HEBP2_HUMAN Heme-binding protein 2 OS=Homo sapiens OX=9606 GN=HEBP2 PE=1 SV=1;Q05DB4_HUMAN HEBP2 protein (Fragment) OS=Homo sapiens OX=9606 GN=HEBP2 PE=2 SV=13 3 3 3 18 22.875 37846000 30030000 0 3784600 3003000 0
Q15428;Q05DF2;K7EMT0 Splicing factor 3A subunit 2SF3A2 SF3A2_HUMAN Splicing factor 3A subunit 2 OS=Homo sapiens OX=9606 GN=SF3A2 PE=1 SV=2;Q05DF2_HUMAN SF3A2 protein (Fragment) OS=Homo sapiens OX=9606 GN=SF3A2 PE=2 SV=1;K7EMT0_HUMAN Splicing factor 3a subunit 2 (Fragment) OS=Homo sapiens OX=9606 GN=SF3A2 PE=1 3 4 4 4 11 49.255 8.22E+08 176880000 80394000 58747000 12635000 5742400
Q07617 Sperm-associated antigen 1SPAG1 SPAG1_HUMAN Sperm-associated antigen 1 OS=Homo sapiens OX=9606 GN=SPAG1 PE=1 SV=3 1 1 1 1 1.3 103.64 0 0 0 0 0 0
Q07812;Q8WXU1;K4JQN1;A0A0C4MW46;A0A0C4MWS3;A0A0C4MVT1Apoptosis regulator BAX BAX;Bax BAX_HUMAN Apoptosis regulator BAX OS=Homo sapiens OX=9606 GN=BAX PE=1 SV=1;Q8WXU1_HUMAN BCL2-associated X protein (Fragment) OS=Homo sapiens OX=9606 GN=BAX PE=4 SV=1;K4JQN1_HUMAN BCL2-associated X protein transcript variant delta2 OS=Homo sapiens OX=9606 G6 2 2 2 13 21.184 69590000 63407000 3651900 7732300 7045200 405770
Q9HB00;Q08554 Desmocollin-1 DSC1 Q9HB00_HUMAN Desmocollin 1, isoform CRA_b OS=Homo sapiens OX=9606 GN=DSC1 PE=4 SV=1;DSC1_HUMAN Desmocollin-1 OS=Homo sapiens OX=9606 GN=DSC1 PE=1 SV=22 5 5 5 7.6 93.834 3.25E+08 147020000 102560000 7218100 3267100 2279100
Q08945;E9PMD4;E9PPZ7;A0A0U1RRK2;Q59GH7 FACT complex subunit SSRP1SSRP1 SSRP1_HUMAN FACT complex subunit SSRP1 OS=Homo sapiens OX=9606 GN=SSRP1 PE=1 SV=1 5 15 15 15 27.9 81.074 2.89E+09 155220000 402770000 96477000 5173900 13426000
Q08AM6;A0A087WT26;H3BQD9;Q9NW56;B4DMP4 Protein VAC14 homolog VAC14 VAC14_HUMAN Protein VAC14 homolog OS=Homo sapiens OX=9606 GN=VAC14 PE=1 SV=1;A0A087WT26_HUMAN VAC14 component of PIKFYVE complex (Fragment) OS=Homo sapiens OX=9606 GN=VAC14 PE=1 SV=1;H3BQD9_HUMAN VAC14 component of PIKFYVE complex (Fragment) OS=Homo sapien5 2 2 2 2.7 87.972 9822000 0 0 251840 0 0
Q08J23;A0A140T9Y7 tRNA (cytosine(34)-C(5))-methyltransferaseNSUN2 NSUN2_HUMAN RNA cytosine C(5)-methyltransferase NSUN2 OS=Homo sapiens OX=9606 GN=NSUN2 PE=1 SV=2 2 7 7 7 9.8 86.47 2.18E+08 51973000 22055000 4949100 1181200 501260
Q09028;H0YF10;Q5JP02;H0YCT5;H0YDK2;E9PNS2;E9PIC4;E9PNS6;H0YEU5;B4DRT0;C9JAJ9;Q5JNZ6;C9JPP3Histone-binding protein RBBP4RBBP4 RBBP4_HUMAN Histone-binding protein RBBP4 OS=Homo sapiens OX=9606 GN=RBBP4 PE=1 SV=3 13 11 11 4 22.4 47.655 1.96E+09 568580000 242470000 1.4E+08 40613000 17320000
Q09161 Nuclear cap-binding protein subunit 1NCBP1 NCBP1_HUMAN Nuclear cap-binding protein subunit 1 OS=Homo sapiens OX=9606 GN=NCBP1 PE=1 SV=1 1 7 7 7 10.1 91.838 87242000 11699000 11868000 2566000 344090 349050
Q09666;Q6ZQN2;B4DTV0;Q8N274;Q13727;E9PJZ0;E9PKR9;E9PJC6;E9PLK4;Q96EC4;Q9BVU3;E9PQE3;Q8IVF2Neuroblast differentiation-associated protein AHNAKAHNAK AHNK_HUMAN Neuroblast differentiation-associated protein AHNAK OS=Homo sapiens OX=9606 GN=AHNAK PE=1 SV=2 13 224 224 224 61.6 629.09 6.49E+10 6455000000 35227000000 1.73E+08 17168000 93690000
Q7Z794;Q0IIN1;F8VS61 Keratin, type II cytoskeletal 1bKRT77 K2C1B_HUMAN Keratin, type II cytoskeletal 1b OS=Homo sapiens OX=9606 GN=KRT77 PE=1 SV=3;Q0IIN1_HUMAN Keratin 77 OS=Homo sapiens OX=9606 GN=KRT77 PE=1 SV=13 6 1 1 6.6 61.901 0 0 0 0 0 0
Q0VDF9;H7C2A1;B4DYI5;Q6P155;B0YIZ1 Heat shock 70 kDa protein 14HSPA14 HSP7E_HUMAN Heat shock 70 kDa protein 14 OS=Homo sapiens OX=9606 GN=HSPA14 PE=1 SV=1;H7C2A1_HUMAN Heat shock protein family A (Hsp70) member 14 (Fragment) OS=Homo sapiens OX=9606 GN=HSPA14 PE=1 SV=1;B4DYI5_HUMAN cDNA FLJ59155, highly similar to Homo sapien5 3 3 3 5.9 54.794 2.86E+08 92594000 143120000 10597000 3429400 5300900
Q12792;F8VRG3;F8VS81 Twinfilin-1 TWF1 TWF1_HUMAN Twinfilin-1 OS=Homo sapiens OX=9606 GN=TWF1 PE=1 SV=3;F8VRG3_HUMAN Twinfilin actin binding protein 1 OS=Homo sapiens OX=9606 GN=TWF1 PE=1 SV=1;F8VS81_HUMAN Twinfilin actin binding protein 1 (Fragment) OS=Homo sapiens OX=9606 GN=TWF1 PE=1 SV=13 2 2 2 6 40.282 17267000 0 0 784880 0 0
Q13057 Bifunctional coenzyme A synthase;Phosphopantetheine adenylyltransferase;Dephospho-CoA kinaseCOASY COASY_HUMAN Bifunctional coenzyme A synthase OS=Homo sapiens OX=9606 GN=COASY PE=1 SV=4 1 2 2 2 5.1 62.328 11294000 4731100 0 513340 215050 0
Q13151 Heterogeneous nuclear ribonucleoprotein A0HNRNPA0 ROA0_HUMAN Heterogeneous nuclear ribonucleoprotein A0 OS=Homo sapiens OX=9606 GN=HNRNPA0 PE=1 SV=1 1 7 7 7 30.8 30.84 1.15E+09 98899000 13814000 88486000 7607600 1062600
V9HW63;Q13162;H7C3T4;A6NJJ0;A6NG45 Peroxiredoxin-4 HEL-S-97n;PRDX4 V9HW63_HUMAN Epididymis secretory sperm binding protein Li 97n OS=Homo sapiens OX=9606 GN=HEL-S-97n PE=2 SV=1;PRDX4_HUMAN Peroxiredoxin-4 OS=Homo sapiens OX=9606 GN=PRDX4 PE=1 SV=1;H7C3T4_HUMAN Peroxiredoxin 4 (Fragment) OS=Homo sapiens OX=9606 GN=PRDX4 PE5 10 8 8 44.3 30.54 1.3E+09 774450000 16700000 81411000 48403000 1043800
Q59EG8;Q13200;B4DM22;Q13041;Q9NSM5;H7C1H2;H7C2Q3;C9JPC026S proteasome non-ATPase regulatory subunit 2PSMD2;DKFZp564A2282Q59EG8_HUMAN 26S proteasome non-ATPase regulatory subunit 2 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;PSMD2_HUMAN 26S proteasome non-ATPase regulatory subunit 2 OS=Homo sapiens OX=9606 GN=PSMD2 PE=1 SV=3;B4DM22_HUMAN 26S proteasome non-ATPase regulatory8 12 12 12 16 100.59 4.23E+08 169410000 845690 8628000 3457300 17259
Q59EK7;Q13243;B4DJK0;B4DUA4;G3V5K8;Q86U32;B5BUD8 Serine/arginine-rich splicing factor 5SRSF5 Q59EK7_HUMAN CS0DF038YO05 variant (Fragment) OS=Homo sapiens OX=9606 PE=4 SV=1;SRSF5_HUMAN Serine/arginine-rich splicing factor 5 OS=Homo sapiens OX=9606 GN=SRSF5 PE=1 SV=1;B4DJK0_HUMAN Serine and arginine rich splicing factor 5 OS=Homo sapiens OX=9606 GN=7 7 6 6 20.9 37.254 1.01E+09 336190000 10380000 1.13E+08 37355000 1153300
Q13257;A0A0S2Z414 Mitotic spindle assembly checkpoint protein MAD2AMAD2L1 MD2L1_HUMAN Mitotic spindle assembly checkpoint protein MAD2A OS=Homo sapiens OX=9606 GN=MAD2L1 PE=1 SV=1 2 5 5 5 24.4 23.51 2.01E+08 109070000 0 14376000 7790500 0
Q13371 Phosducin-like protein PDCL PHLP_HUMAN Phosducin-like protein OS=Homo sapiens OX=9606 GN=PDCL PE=1 SV=3 1 1 1 1 3 34.281 7185100 0 0 513220 0 0
Q13404;I3L0A0;G3V2F7;E5RIF1 Ubiquitin-conjugating enzyme E2 variant 1UBE2V1;TMEM189-UBE2V1UB2V1_HUMAN Ubiquitin-conjugating enzyme E2 variant 1 OS=Homo sapiens OX=9606 GN=UBE2V1 PE=1 SV=2;I3L0A0_HUMAN HCG2044781 OS=Homo sapiens OX=9606 GN=PEDS1-UBE2V1 PE=1 SV=1;G3V2F7_HUMAN Ubiquitin conjugating enzyme E2 V1 OS=Homo sapiens OX=9606 GN=UBE2V1 PE4 5 2 2 29.3 16.495 1.02E+08 77426000 4055200 10242000 7742600 405520
Q13435;E9PPJ0;Q7Z3K9;E9PJ04;H0YCG1;E9PJT3;H0YEX5;E9PIL8Splicing factor 3B subunit 2SF3B2;DKFZp781L0540SF3B2_HUMAN Splicing factor 3B subunit 2 OS=Homo sapiens OX=9606 GN=SF3B2 PE=1 SV=2;E9PPJ0_HUMAN Splicing factor 3b subunit 2 OS=Homo sapiens OX=9606 GN=SF3B2 PE=1 SV=1;Q7Z3K9_HUMAN Uncharacterized protein DKFZp781L0540 (Fragment) OS=Homo sapiens OX=9606 G8 18 18 18 22.5 100.23 1.48E+09 463800000 516820000 32806000 10307000 11485000
Q13442;F8WBW6 28 kDa heat- and acid-stable phosphoproteinPDAP1 HAP28_HUMAN 28 kDa heat- and acid-stable phosphoprotein OS=Homo sapiens OX=9606 GN=PDAP1 PE=1 SV=1 2 7 7 7 31.5 20.63 8.85E+08 318720000 198300000 1.26E+08 45532000 28329000
Q13541 Eukaryotic translation initiation factor 4E-binding protein 1EIF4EBP1 4EBP1_HUMAN Eukaryotic translation initiation factor 4E-binding protein 1 OS=Homo sapiens OX=9606 GN=EIF4EBP1 PE=1 SV=3 1 3 3 3 29.7 12.58 87102000 58607000 0 29034000 19536000 0
Q6IT96;Q13547;B7Z3S4;Q5TEE2;B4DSK9;B5BU61;Q5HYD4 Histone deacetylase;Histone deacetylase 1HDAC1 Q6IT96_HUMAN Histone deacetylase OS=Homo sapiens OX=9606 GN=HDAC1 PE=1 SV=1;HDAC1_HUMAN Histone deacetylase 1 OS=Homo sapiens OX=9606 GN=HDAC1 PE=1 SV=1;B7Z3S4_HUMAN histone deacetylase OS=Homo sapiens OX=9606 PE=2 SV=1;Q5TEE2_HUMAN histone deacetylase (Fr7 4 4 2 10.6 55.102 1.29E+08 0 32776000 6157200 0 1560700
Q96C98;Q9P100;Q13643 Four and a half LIM domains protein 3FHL3 Q96C98_HUMAN FHL3 protein OS=Homo sapiens OX=9606 GN=FHL3 PE=1 SV=1;Q9P100_HUMAN LIM-only protein FHL3 OS=Homo sapiens OX=9606 GN=FHL3 PE=2 SV=1;FHL3_HUMAN Four and a half LIM domains protein 3 OS=Homo sapiens OX=9606 GN=FHL3 PE=1 SV=43 1 1 1 5.8 18.918 23297000 9706600 0 2588600 1078500 0
Q13813;A0A994J6W3;A0A0D9SGF6;A0A0D9SFF6;A0A384P5S9;A0A0D9SF54;A0A994J4G5;A0A994J498;B4DGT1;B4DTV8;Q9UG16;A0A994J7B0;A0A994J6W6;Q14917;A0A5F9ZHC3;A0A1B0GUH3;A0A1B0GV13;A0A0D9SFH4;A0A1B0GTB7Spectrin alpha chain, non-erythrocytic 1SPTAN1 SPTN1_HUMAN Spectrin alpha chain, non-erythrocytic 1 OS=Homo sapiens OX=9606 GN=SPTAN1 PE=1 SV=3;A0A994J6W3_HUMAN Spectrin alpha, non-erythrocytic 1 OS=Homo sapiens OX=9606 GN=SPTAN1 PE=1 SV=1;A0A0D9SGF6_HUMAN Spectrin alpha, non-erythrocytic 1 OS=Homo sap19 106 106 106 50.4 284.54 1.63E+10 5283000000 1414900000 1.14E+08 36944000 9894200
Q13835 Plakophilin-1 PKP1 PKP1_HUMAN Plakophilin-1 OS=Homo sapiens OX=9606 GN=PKP1 PE=1 SV=2 1 2 2 2 3.5 82.86 54037000 38840000 15197000 1174700 844340 330370
Q13867;K7ESE8;J3KSD8;K7ES02;B4DXF3;J3KS79;K7ENH5 Bleomycin hydrolase BLMH BLMH_HUMAN Bleomycin hydrolase OS=Homo sapiens OX=9606 GN=BLMH PE=1 SV=1;K7ESE8_HUMAN Bleomycin hydrolase (Fragment) OS=Homo sapiens OX=9606 GN=BLMH PE=1 SV=1;J3KSD8_HUMAN Bleomycin hydrolase (Fragment) OS=Homo sapiens OX=9606 GN=BLMH PE=1 SV=8;K7ES02_HUMA7 6 6 6 16.3 52.562 4.36E+08 250420000 8640300 16777000 9631700 332320
Q13895;F8WBL2 Bystin BYSL BYST_HUMAN Bystin OS=Homo sapiens OX=9606 GN=BYSL PE=1 SV=3;F8WBL2_HUMAN Bystin like OS=Homo sapiens OX=9606 GN=BYSL PE=1 SV=12 2 2 2 4.8 49.601 6386200 6386200 0 255450 255450 0
Q13907;A0A8Q3WKR8 Isopentenyl-diphosphate Delta-isomerase 1IDI1 IDI1_HUMAN Isopentenyl-diphosphate Delta-isomerase 1 OS=Homo sapiens OX=9606 GN=IDI1 PE=1 SV=2;A0A8Q3WKR8_HUMAN isopentenyl-diphosphate Delta-isomerase OS=Homo sapiens OX=9606 GN=IDI1 PE=1 SV=12 4 4 4 20.7 26.319 3.08E+08 57404000 6110900 27986000 5218600 555530
Q14011;Q53XX5;D6W5Y5;K7EQR7;K7EPM4;K7EMY9;K7EJV1;B4E2A3;K7ER40;Q6ZR81;K7ELT6;K7EJV5;K7ELV6;K7ENX8;K7ENN6;K7EQL0;K7EIF7;F6WMK9;K7EQX4Cold-inducible RNA-binding proteinCIRBP CIRBP_HUMAN Cold-inducible RNA-binding protein OS=Homo sapiens OX=9606 GN=CIRBP PE=1 SV=1;Q53XX5_HUMAN Cold-inducible RNA-binding protein OS=Homo sapiens OX=9606 GN=CIRBP PE=2 SV=1;D6W5Y5_HUMAN Cold-inducible RNA-binding protein OS=Homo sapiens OX=9606 GN=19 6 6 6 43 18.648 4.63E+09 1239300000 58410000 4.63E+08 123930000 5841000
Q14118 Dystroglycan;Alpha-dystroglycan;Beta-dystroglycanDAG1 DAG1_HUMAN Dystroglycan 1 OS=Homo sapiens OX=9606 GN=DAG1 PE=1 SV=2 1 7 7 7 9.4 97.44 1.71E+08 0 0 4166500 0 0
Q14157;B4DYY5;F8W726;Q5VU77;B4DZJ6;Q5VU81;Q5VU80;Q5VU79;Q5VU78;H0Y5H6;H7C2T8Ubiquitin-associated protein 2-likeUBAP2L UBP2L_HUMAN Ubiquitin-associated protein 2-like OS=Homo sapiens OX=9606 GN=UBAP2L PE=1 SV=2;B4DYY5_HUMAN cDNA FLJ55671, highly similar to Ubiquitin-associated protein 2-like OS=Homo sapiens OX=9606 PE=2 SV=1;F8W726_HUMAN Ubiquitin associated protein 2 like11 12 12 12 17.6 114.53 1.02E+09 495870000 36777000 35139000 17099000 1268200
Q14161;B4E027;R4GNG3;F8VXI9;Q68DM7;B4E2E7;Q6FI58;B5BU58;F8W822ARF GTPase-activating protein GIT2GIT2;DKFZp686G01261GIT2_HUMAN ARF GTPase-activating protein GIT2 OS=Homo sapiens OX=9606 GN=GIT2 PE=1 SV=2;B4E027_HUMAN cDNA FLJ56041, highly similar to ARF GTPase-activating protein GIT2 OS=Homo sapiens OX=9606 PE=2 SV=1;R4GNG3_HUMAN GIT ArfGAP 2 (Fragment) OS=Homo sapiens 9 4 4 4 6.6 84.542 69499000 0 47941000 2044100 0 1410000
Q14166;Q9BR23 Tubulin--tyrosine ligase-like protein 12TTLL12 TTL12_HUMAN Tubulin--tyrosine ligase-like protein 12 OS=Homo sapiens OX=9606 GN=TTLL12 PE=1 SV=2 2 4 4 4 8.5 74.403 99325000 17871000 3634000 2921300 525620 106880
Q14232;H0YGG4;F5H0D0 Translation initiation factor eIF-2B subunit alphaEIF2B1 EI2BA_HUMAN Translation initiation factor eIF-2B subunit alpha OS=Homo sapiens OX=9606 GN=EIF2B1 PE=1 SV=1;H0YGG4_HUMAN Translation initiation factor eIF-2B subunit alpha (Fragment) OS=Homo sapiens OX=9606 GN=EIF2B1 PE=1 SV=1;F5H0D0_HUMAN Translation initi3 5 5 5 16.1 33.712 92728000 17596000 0 5795500 1099700 0
Q14257;H0YL43;A8MXP8 Reticulocalbin-2 RCN2 RCN2_HUMAN Reticulocalbin-2 OS=Homo sapiens OX=9606 GN=RCN2 PE=1 SV=1;H0YL43_HUMAN Reticulocalbin 2 (Fragment) OS=Homo sapiens OX=9606 GN=RCN2 PE=1 SV=1;A8MXP8_HUMAN Reticulocalbin 2 OS=Homo sapiens OX=9606 GN=RCN2 PE=1 SV=13 6 6 6 20.8 36.876 5.48E+08 150150000 80072000 39176000 10725000 5719400
Q14258;Q59GW5;A0A3B3IUA7 E3 ubiquitin/ISG15 ligase TRIM25TRIM25 TRI25_HUMAN E3 ubiquitin/ISG15 ligase TRIM25 OS=Homo sapiens OX=9606 GN=TRIM25 PE=1 SV=2;Q59GW5_HUMAN Tripartite motif-containing 25 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A3B3IUA7_HUMAN Tripartite motif containing 25 OS=Homo sapiens OX=9603 2 2 2 4 70.973 52560000 0 0 1695500 0 0
Q14315;Q59H94;B3KM41;A4D1J9 Filamin-C FLNC FLNC_HUMAN Filamin-C OS=Homo sapiens OX=9606 GN=FLNC PE=1 SV=3 4 16 6 6 6.9 291.02 65703000 0 0 435120 0 0
Q14320;B0S8I6;Q9Y247 Protein FAM50A;Protein FAM50BFAM50A;FAM50B FA50A_HUMAN Protein FAM50A OS=Homo sapiens OX=9606 GN=FAM50A PE=1 SV=2;B0S8I6_HUMAN Family with sequence similarity 50 member A (Fragment) OS=Homo sapiens OX=9606 GN=FAM50A PE=1 SV=1;FA50B_HUMAN Protein FAM50B OS=Homo sapiens OX=9606 GN=FAM50B PE=1 SV=13 6 6 6 21.2 40.241 2.83E+08 63345000 133440000 17672000 3959100 8340200
Q14444;B4DSF8;E9PLA9;G3V153;B3KXU8 Caprin-1 CAPRIN1 CAPR1_HUMAN Caprin-1 OS=Homo sapiens OX=9606 GN=CAPRIN1 PE=1 SV=2;B4DSF8_HUMAN cDNA FLJ57278 OS=Homo sapiens OX=9606 PE=2 SV=1;E9PLA9_HUMAN Cell cycle associated protein 1 (Fragment) OS=Homo sapiens OX=9606 GN=CAPRIN1 PE=1 SV=1;G3V153_HUMAN Cell cycle asso5 6 6 6 8.7 78.365 8.88E+08 358220000 72548000 42296000 17058000 3454700
Q14566;Q4ZG57;B4DRF6;B4E0N7;Q53T61 DNA replication licensing factor MCM6MCM6 MCM6_HUMAN DNA replication licensing factor MCM6 OS=Homo sapiens OX=9606 GN=MCM6 PE=1 SV=1;Q4ZG57_HUMAN DNA replication licensing factor MCM6 (Fragment) OS=Homo sapiens OX=9606 GN=MCM6 PE=3 SV=1;B4DRF6_HUMAN DNA helicase (Fragment) OS=Homo sapiens OX=9606 5 13 13 13 21 92.888 7.31E+08 107980000 33326000 15221000 2249600 694300
Q14696;H0YLI4 LDLR chaperone MESD MESDC2 MESD_HUMAN LRP chaperone MESD OS=Homo sapiens OX=9606 GN=MESD PE=1 SV=2 2 6 6 6 25.6 26.076 3.81E+08 96030000 30263000 38114000 9603000 3026300
Q14847;A8K1D2;C9J9W2;B4DIC4;B4DJI4;F6S2S5;J3KSN1;Q9NPR7;K7ESD6LIM and SH3 domain protein 1LASP1 LASP1_HUMAN LIM and SH3 domain protein 1 OS=Homo sapiens OX=9606 GN=LASP1 PE=1 SV=2;A8K1D2_HUMAN LIM and SH3 domain protein 1 OS=Homo sapiens OX=9606 PE=2 SV=1;C9J9W2_HUMAN LIM and SH3 protein 1 (Fragment) OS=Homo sapiens OX=9606 GN=LASP1 PE=1 SV=1;B4DIC4_9 12 12 12 54.4 29.717 2.91E+09 971170000 596990000 2.08E+08 69369000 42642000
Q14974;B2RBR9;B7Z5M1;J3KTM9;B7Z752;J3QR48;J3QKQ5;J3KS06;J3QRG4Importin subunit beta-1 KPNB1 IMB1_HUMAN Importin subunit beta-1 OS=Homo sapiens OX=9606 GN=KPNB1 PE=1 SV=2;B2RBR9_HUMAN cDNA, FLJ95650, highly similar to Homo sapiens karyopherin (importin) beta 1 (KPNB1), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;B7Z5M1_HUMAN cDNA FLJ50625, highly simil9 24 24 24 36.8 97.169 3.19E+09 1156100000 36091000 79758000 28904000 902280
Q15008;B3KT66;C9J7B7;C9J0E9;H7C531 26S proteasome non-ATPase regulatory subunit 6PSMD6 PSMD6_HUMAN 26S proteasome non-ATPase regulatory subunit 6 OS=Homo sapiens OX=9606 GN=PSMD6 PE=1 SV=1;B3KT66_HUMAN Proteasome (Prosome, macropain) 26S subunit, non-ATPase, 6, isoform CRA_c OS=Homo sapiens OX=9606 GN=PSMD6 PE=2 SV=15 9 9 9 25.7 45.531 6.64E+08 420320000 3216800 26565000 16813000 128670
Q15046;Q6ZTI3;H3BVA8;H3BRC9 Lysine--tRNA ligase KARS SYK_HUMAN Lysine--tRNA ligase OS=Homo sapiens OX=9606 GN=KARS1 PE=1 SV=3;Q6ZTI3_HUMAN cDNA FLJ44621 fis, clone BRACE2016896, highly similar to Lysyl-tRNA synthetase OS=Homo sapiens OX=9606 PE=2 SV=14 13 13 13 23.8 68.047 7.91E+08 80657000 11949000 26352000 2688600 398310
Q15056;A0A7I2V385;A0A7I2V4E4;Q75MU1;B4DMV6;Q75MU2;A4D198;A0A7I2V3E4;Q75MT8;A0A7I2V4V9;A0A7I2V3D5Eukaryotic translation initiation factor 4HEIF4H;WBSCR1;LOC392647IF4H_HUMAN Eukaryotic translation initiation factor 4H OS=Homo sapiens OX=9606 GN=EIF4H PE=1 SV=5;A0A7I2V385_HUMAN Eukaryotic translation initiation factor 4H OS=Homo sapiens OX=9606 GN=EIF4H PE=1 SV=1;A0A7I2V4E4_HUMAN Eukaryotic translation initiation fac11 10 10 10 50.4 27.385 2.12E+09 1236700000 2435400 1.63E+08 95132000 187340
Q15075;A8K7J3;Q05D76 Early endosome antigen 1EEA1 EEA1_HUMAN Early endosome antigen 1 OS=Homo sapiens OX=9606 GN=EEA1 PE=1 SV=2;A8K7J3_HUMAN cDNA FLJ75535, highly similar to Homo sapiens early endosome antigen 1, 162kD (EEA1), mRNA (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=13 36 36 36 29.4 162.46 1.94E+09 1425100000 14361000 23676000 17379000 175140
Q15181;V9HWB5;Q5SQT6 Inorganic pyrophosphatasePPA1;HEL-S-66p IPYR_HUMAN Inorganic pyrophosphatase OS=Homo sapiens OX=9606 GN=PPA1 PE=1 SV=2;V9HWB5_HUMAN inorganic diphosphatase OS=Homo sapiens OX=9606 GN=HEL-S-66p PE=2 SV=1;Q5SQT6_HUMAN inorganic diphosphatase OS=Homo sapiens OX=9606 GN=PPA1 PE=1 SV=13 11 11 11 47.8 32.66 9.35E+08 269040000 0 51966000 14947000 0
Q15274;V9HWJ5;H3BP73 Nicotinate-nucleotide pyrophosphorylase [carboxylating]QPRT;HEL-S-90n NADC_HUMAN Nicotinate-nucleotide pyrophosphorylase [carboxylating] OS=Homo sapiens OX=9606 GN=QPRT PE=1 SV=3;V9HWJ5_HUMAN Nicotinate-nucleotide pyrophosphorylase [carboxylating] OS=Homo sapiens OX=9606 GN=HEL-S-90n PE=1 SV=13 5 5 5 21.9 30.845 38375000 0 0 2951900 0 0
V9HW95;Q15293;Q5J7V8;E9PP27 Reticulocalbin-1 HEL-S-84;RCN1 V9HW95_HUMAN Epididymis secretory protein Li 84 OS=Homo sapiens OX=9606 GN=HEL-S-84 PE=2 SV=1;RCN1_HUMAN Reticulocalbin-1 OS=Homo sapiens OX=9606 GN=RCN1 PE=1 SV=1;Q5J7V8_HUMAN Proliferation-inducing gene 20 protein OS=Homo sapiens OX=9606 PE=2 SV=14 11 11 11 48 38.89 3.67E+09 605010000 16623000 2.44E+08 40334000 1108200
Q53SS8;Q15365 Poly(rC)-binding protein 1PCBP1 Q53SS8_HUMAN Epididymis secretory protein Li 85 OS=Homo sapiens OX=9606 GN=PCBP1 PE=2 SV=1;PCBP1_HUMAN Poly(rC)-binding protein 1 OS=Homo sapiens OX=9606 GN=PCBP1 PE=1 SV=22 12 12 8 44.4 37.497 2.91E+09 1681700000 53971000 1.71E+08 98925000 3174800
Q15393;A8K6V3;B3KQH1;B3KM77;J3QL37;J3QRB2;I3L4G7 Splicing factor 3B subunit 3SF3B3 SF3B3_HUMAN Splicing factor 3B subunit 3 OS=Homo sapiens OX=9606 GN=SF3B3 PE=1 SV=4;A8K6V3_HUMAN cDNA FLJ78677, highly similar to Homo sapiens splicing factor 3b, subunit 3, 130kDa (SF3B3), mRNA OS=Homo sapiens OX=9606 PE=2 SV=1;B3KQH1_HUMAN cDNA FLJ90452 7 17 17 17 15.7 135.58 9.45E+08 10363000 324340000 18177000 199290 6237200
Q15417;E9PDU6;K7ES69 Calponin-3;Calponin CNN3 CNN3_HUMAN Calponin-3 OS=Homo sapiens OX=9606 GN=CNN3 PE=1 SV=1;E9PDU6_HUMAN Calponin (Fragment) OS=Homo sapiens OX=9606 GN=CNN3 PE=1 SV=13 9 9 8 36.5 36.413 1.03E+09 563930000 2384800 68942000 37596000 158980
Q15459;B4E091;F8WB66;H7C1L2;F8WC79 Splicing factor 3A subunit 1SF3A1 SF3A1_HUMAN Splicing factor 3A subunit 1 OS=Homo sapiens OX=9606 GN=SF3A1 PE=1 SV=1;B4E091_HUMAN cDNA FLJ55438, highly similar to Splicing factor 3 subunit 1 OS=Homo sapiens OX=9606 PE=2 SV=15 16 16 16 22.3 88.885 7.76E+08 143680000 256840000 18916000 3504500 6264300
Q15631;E9PGT1;Q53GR3;H7C1D4;B3KRM8;B7Z5D9;A0A0J9YVW2;A0A0J9YX41Translin TSN TSN_HUMAN Translin OS=Homo sapiens OX=9606 GN=TSN PE=1 SV=1;E9PGT1_HUMAN Translin OS=Homo sapiens OX=9606 GN=TSN PE=1 SV=1;Q53GR3_HUMAN Translin (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;H7C1D4_HUMAN Translin (Fragment) OS=Homo sapiens OX=9606 GN=TSN PE8 8 8 8 44.7 26.183 5.94E+08 330640000 2253100 45666000 25434000 173320
Q15650 Activating signal cointegrator 1TRIP4 TRIP4_HUMAN Activating signal cointegrator 1 OS=Homo sapiens OX=9606 GN=TRIP4 PE=1 SV=4 1 1 1 1 2.4 66.145 7816500 0 0 279160 0 0
Q15717;M0R055;M0QZR9 ELAV-like protein 1 ELAVL1 ELAV1_HUMAN ELAV-like protein 1 OS=Homo sapiens OX=9606 GN=ELAVL1 PE=1 SV=2;M0R055_HUMAN ELAV like RNA binding protein 1 (Fragment) OS=Homo sapiens OX=9606 GN=ELAVL1 PE=1 SV=1;M0QZR9_HUMAN ELAV like RNA binding protein 1 OS=Homo sapiens OX=9606 GN=ELAVL1 P3 4 4 4 12.9 36.091 96062000 3315700 12041000 6003900 207230 752540
Q15785;B4DXU3;Q6ZPD0 Mitochondrial import receptor subunit TOM34TOMM34 TOM34_HUMAN Mitochondrial import receptor subunit TOM34 OS=Homo sapiens OX=9606 GN=TOMM34 PE=1 SV=2;B4DXU3_HUMAN cDNA FLJ54989, highly similar to Mitochondrial import receptor subunit TOM34 OS=Homo sapiens OX=9606 PE=2 SV=13 3 3 3 9.1 34.559 95136000 45080000 12643000 5285300 2504400 702410
Q15907;H3BMH2;H3BSC1;B4DMN1;P62491;B4DQU5 Ras-related protein Rab-11B;Ras-related protein Rab-11ARAB11B;RAB11A RB11B_HUMAN Ras-related protein Rab-11B OS=Homo sapiens OX=9606 GN=RAB11B PE=1 SV=4;H3BMH2_HUMAN RAB11A, member RAS oncogene family (Fragment) OS=Homo sapiens OX=9606 GN=RAB11A PE=4 SV=1;H3BSC1_HUMAN RAB11A, member RAS oncogene family OS=Homo sapiens OX=966 8 8 8 39.4 24.488 6.52E+08 191370000 76125000 43457000 12758000 5075000
Q16186;B4DMP7;Q68E00;A0A087WX59 Proteasomal ubiquitin receptor ADRM1ADRM1;DKFZp686G2045ADRM1_HUMAN Proteasomal ubiquitin receptor ADRM1 OS=Homo sapiens OX=9606 GN=ADRM1 PE=1 SV=2;B4DMP7_HUMAN cDNA FLJ56666, highly similar to Adhesion-regulating molecule 1 OS=Homo sapiens OX=9606 PE=2 SV=1;Q68E00_HUMAN Uncharacterized protein DKFZp686G2045 (F4 2 2 2 6.1 42.153 1.23E+08 50367000 0 11184000 4578800 0
Q16543;Q6FG59;K7EQA9;A1L0W4;K7EL68;K7EKQ2;K7EIU0 Hsp90 co-chaperone Cdc37;Hsp90 co-chaperone Cdc37, N-terminally processedCDC37;MBD5 CDC37_HUMAN Hsp90 co-chaperone Cdc37 OS=Homo sapiens OX=9606 GN=CDC37 PE=1 SV=1;Q6FG59_HUMAN Hsp90 co-chaperone Cdc37 OS=Homo sapiens OX=9606 GN=CDC37 PE=2 SV=1;K7EQA9_HUMAN Hsp90 co-chaperone Cdc37 (Fragment) OS=Homo sapiens OX=9606 GN=CDC37 PE=1 SV=1;A1L7 8 8 8 27.5 44.468 1.62E+09 1073700000 22168000 1.15E+08 76690000 1583400
Q6FHQ0;Q16576;E9PC52;A8K6A2;Q5JP01 Histone-binding protein RBBP7RBBP7 Q6FHQ0_HUMAN RBBP7 protein (Fragment) OS=Homo sapiens OX=9606 GN=RBBP7 PE=2 SV=1;RBBP7_HUMAN Histone-binding protein RBBP7 OS=Homo sapiens OX=9606 GN=RBBP7 PE=1 SV=1;E9PC52_HUMAN RB binding protein 7, chromatin remodeling factor OS=Homo sapiens OX=9606 GN=5 9 2 2 17.6 47.82 1.59E+08 48350000 25077000 9915500 3021800 1567300
Q16666;H3BR88 Gamma-interferon-inducible protein 16IFI16 IF16_HUMAN Gamma-interferon-inducible protein 16 OS=Homo sapiens OX=9606 GN=IFI16 PE=1 SV=3;H3BR88_HUMAN Interferon gamma inducible protein 16 (Fragment) OS=Homo sapiens OX=9606 GN=IFI16 PE=1 SV=12 2 2 2 3.1 88.255 10334000 10334000 0 279280 279280 0
Q16768 GAPD Q16768_HUMAN Glyceraldehyde 3-phosphate dehydrogenase (Fragment) OS=Homo sapiens OX=9606 GN=GAPD PE=2 SV=1 1 3 1 1 68.2 4.8944 27764000 27764000 0 9254500 9254500 0
Q1W6G4;Q9NQ29;B8ZZ10;A8MYV2;Q53G47;B8ZZ09 Putative RNA-binding protein Luc7-like 1LUC7L Q1W6G4_HUMAN LUC7-like (S. cerevisiae) OS=Homo sapiens OX=9606 GN=LUC7L PE=3 SV=1;LUC7L_HUMAN Putative RNA-binding protein Luc7-like 1 OS=Homo sapiens OX=9606 GN=LUC7L PE=1 SV=1;B8ZZ10_HUMAN LUC7 like (Fragment) OS=Homo sapiens OX=9606 GN=LUC7L PE=1 SV=1;A6 6 1 1 20.9 38.405 22144000 7498500 0 1384000 468650 0
Q58F28;Q2L6I0;Q96QC0 Serine/threonine-protein phosphatase 1 regulatory subunit 10PPP1R10 Q58F28_HUMAN PPP1R10 protein (Fragment) OS=Homo sapiens OX=9606 GN=PPP1R10 PE=2 SV=1;Q2L6I0_HUMAN Serine/threonine-protein phosphatase 1 regulatory subunit 10 OS=Homo sapiens OX=9606 GN=PPP1R10 PE=2 SV=1;PP1RA_HUMAN Serine/threonine-protein phosphatase 1 r3 1 1 1 3.2 34.733 0 0 0 0 0 0
Q2NKY5;K7EK43;K7ESQ3;K7EQT3;K7EJ64;K7ERA8;K7EJZ4;K7EL29;K7EN98;K7EPE5 TUBB6 Q2NKY5_HUMAN Tubulin beta chain OS=Homo sapiens OX=9606 GN=TUBB6 PE=2 SV=1 10 12 2 0 29.5 50.09 4.3E+08 25338000 0 21492000 1266900 0
Q2NL82;I3L1Q5 Pre-rRNA-processing protein TSR1 homologTSR1 TSR1_HUMAN Pre-rRNA-processing protein TSR1 homolog OS=Homo sapiens OX=9606 GN=TSR1 PE=1 SV=1 2 6 6 6 8 91.809 93601000 2019900 61066000 2836400 61209 1850500
Q2TAM5;E9PKH5;B4E082;A0A087X0W8;Q04206;E9PI38;E9PQS6;Q96F54;E9PKV4;Q96CP1Transcription factor p65 RELA Q2TAM5_HUMAN RELA protein OS=Homo sapiens OX=9606 GN=RELA PE=1 SV=1;E9PKH5_HUMAN RELA proto-oncogene, NF-kB subunit (Fragment) OS=Homo sapiens OX=9606 GN=RELA PE=1 SV=1;B4E082_HUMAN cDNA FLJ57698, highly similar to Transcription factor p65 OS=Homo sapiens 10 4 4 4 10.9 42.868 1.5E+09 427860000 634800000 65133000 18602000 27600000
Q2VIL1 Q2VIL1_HUMAN RcNIP30 (Fragment) OS=Homo sapiens OX=9606 PE=4 SV=1 1 2 1 1 6.7 29.152 20815000 0 0 1734600 0 0
Q2VIL8 Q2VIL8_HUMAN RcCTAGE5 (Fragment) OS=Homo sapiens OX=9606 PE=4 SV=1 1 1 1 1 1.8 77.83 0 0 0 0 0 0
Q32Q12;J3KPD9;Q6FHN3;P22392;E7ERL0;E5RHP0;F6XY72;O60361;C9K028Nucleoside diphosphate kinase;Nucleoside diphosphate kinase BNME1-NME2;NME2;NME1Q32Q12_HUMAN Nucleoside diphosphate kinase OS=Homo sapiens OX=9606 GN=NME1-NME2 PE=1 SV=1;J3KPD9_HUMAN NME1-NME2 readthrough OS=Homo sapiens OX=9606 GN=NME1-NME2 PE=1 SV=1;Q6FHN3_HUMAN Nucleoside diphosphate kinase OS=Homo sapiens OX=9606 GN=NME2 PE=2 SV=19 15 15 6 70.9 32.642 1E+10 5799100000 31764000 5.26E+08 305220000 1671800
Q38Q88;Q9Y271 Cysteinyl leukotriene receptor 1CYSLTR1 Q38Q88_HUMAN Cysteinyl leukotriene receptor 1 splice variant V (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;CLTR1_HUMAN Cysteinyl leukotriene receptor 1 OS=Homo sapiens OX=9606 GN=CYSLTR1 PE=1 SV=12 1 1 1 30.4 2.549 0 0 0 0 0 0
Q3KQV9;B7ZKJ7;B3KTC8;A0A087X226;Q8TEI1;A0A140VKC0;Q16222UDP-N-acetylhexosamine pyrophosphorylase-like protein 1UAP1L1 UAP1L_HUMAN UDP-N-acetylhexosamine pyrophosphorylase-like protein 1 OS=Homo sapiens OX=9606 GN=UAP1L1 PE=1 SV=2;B7ZKJ7_HUMAN UAP1L1 protein (Fragment) OS=Homo sapiens OX=9606 GN=UAP1L1 PE=2 SV=1;B3KTC8_HUMAN cDNA FLJ38074 fis, clone CTONG2015804, highly si7 6 6 6 12.2 57.03 1.12E+08 8551000 0 3994800 305390 0
Q3ZCW2 Galectin-related protein LGALSL LEGL_HUMAN Galectin-related protein OS=Homo sapiens OX=9606 GN=LGALSL PE=1 SV=2 1 3 3 3 19.8 18.986 91276000 26421000 17434000 10142000 2935700 1937100
Q49AR2 UPF0489 protein C5orf22 C5orf22 CE022_HUMAN UPF0489 protein C5orf22 OS=Homo sapiens OX=9606 GN=C5orf22 PE=1 SV=2 1 2 2 2 4.8 49.967 35515000 19146000 0 2089100 1126200 0
Q4G1B1;Q8WXJ9 Ankyrin repeat and SOCS box protein 17ASB17 Q4G1B1_HUMAN ASB17 protein OS=Homo sapiens OX=9606 GN=ASB17 PE=2 SV=1;ASB17_HUMAN Ankyrin repeat and SOCS box protein 17 OS=Homo sapiens OX=9606 GN=ASB17 PE=2 SV=22 1 1 1 6.5 16.22 0 0 0 0 0 0
Q4W4Y1;Q8WUM4;B7Z5C1;B4DHD2;A0A3B3IT07;C9IZF9 Programmed cell death 6-interacting proteinDRIP4;PDCD6IP Q4W4Y1_HUMAN Dopamine receptor interacting protein 4 OS=Homo sapiens OX=9606 GN=DRIP4 PE=2 SV=1;PDC6I_HUMAN Programmed cell death 6-interacting protein OS=Homo sapiens OX=9606 GN=PDCD6IP PE=1 SV=1;B7Z5C1_HUMAN cDNA FLJ56126, highly similar to Programmed ce6 5 5 5 6 96.078 1.83E+08 77170000 42023000 3821000 1607700 875480
Q52LJ0 Protein FAM98B FAM98B FA98B_HUMAN Protein FAM98B OS=Homo sapiens OX=9606 GN=FAM98B PE=1 SV=2 1 5 5 5 14.3 45.547 3.19E+08 203840000 19807000 15189000 9706600 943190
Q53F20;Q9BTT0;E9PPH5;Q5TB19;B4E0D5;E9PLC4 Acidic leucine-rich nuclear phosphoprotein 32 family member EANP32E Q53F20_HUMAN Acidic leucine-rich nuclear phosphoprotein 32 family member (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;AN32E_HUMAN Acidic leucine-rich nuclear phosphoprotein 32 family member E OS=Homo sapiens OX=9606 GN=ANP32E PE=1 SV=1;E9PPH5_HUMAN Acidic 6 4 4 4 22.6 30.434 1.25E+09 696690000 0 1.56E+08 87086000 0
Q53F35;Q92688 Acidic leucine-rich nuclear phosphoprotein 32 family member BANP32B Q53F35_HUMAN Acidic leucine-rich nuclear phosphoprotein 32 family member (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;AN32B_HUMAN Acidic leucine-rich nuclear phosphoprotein 32 family member B OS=Homo sapiens OX=9606 GN=ANP32B PE=1 SV=12 7 4 4 37.6 28.672 1.48E+09 612950000 7168500 1.65E+08 68106000 796500
Q53F40 Q53F40_HUMAN F-box protein FBW7 isoform 2 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 1.1 70.275 0 0 0 0 0 0
Q53FL4;Q59EK1;Q5VU08;Q9UEY8 Gamma-adducin ADD3 Q53FL4_HUMAN Adducin 3 isoform a variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;Q59EK1_HUMAN Adducin 3 isoform a variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;Q5VU08_HUMAN Adducin 3 (Gamma), isoform CRA_a OS=Homo sapiens OX=9606 GN=ADD3 PE=2 S4 4 4 4 5.7 74.48 93882000 0 50538000 3610900 0 1943800
Q53FN7;Q7L1Q6;C9IZ80;B3KU41;C9JFN4;C9J188;C9JWF5;C9JV57;H0Y503Basic leucine zipper and W2 domain-containing protein 1BZW1 Q53FN7_HUMAN BZW1 protein variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;5MP2_HUMAN eIF5-mimic protein 2 OS=Homo sapiens OX=9606 GN=BZW1 PE=1 SV=1;C9IZ80_HUMAN Basic leucine zipper and W2 domains 1 (Fragment) OS=Homo sapiens OX=9606 GN=BZW1 PE=1 SV=19 9 9 8 19.1 48.617 4.18E+08 267700000 3302700 16088000 10296000 127030
Q53GF9;A0A024R6I3;P49755;G3V2K7;B4DL12;B4DZH3 Transmembrane emp24 domain-containing protein 10TMED10 Q53GF9_HUMAN Full-length cDNA 5-PRIME end of clone CS0DF013YM24 of Fetal brain of Homo sapiens (Human) variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;A0A024R6I3_HUMAN Testicular tissue protein Li 206 OS=Homo sapiens OX=9606 PE=2 SV=1;TMEDA_HUMAN Tran6 6 6 6 32.9 25.636 4.73E+08 120710000 75157000 39454000 10059000 6263100
Q53GG0;Q9UHB6;F8VQE1;B4DN52;F8VS07;B3KTW2;F8VRN8;J3QQM5;F8VVQ7;A0A140VJN0;F8VTU2;Q9BT23LIM domain and actin-binding protein 1LIMA1 Q53GG0_HUMAN Epithelial protein lost in neoplasm beta variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;LIMA1_HUMAN LIM domain and actin-binding protein 1 OS=Homo sapiens OX=9606 GN=LIMA1 PE=1 SV=1;F8VQE1_HUMAN LIM domain and actin binding 1 OS=Homo sap12 11 11 11 15 85.253 3.48E+08 120410000 180480000 6701400 2315600 3470800
Q53H17;Q59ER5;Q53GN4;O75083;A0A8V8TQ74;A0A8V8TNT7;V9HWG7;A0A8V8TQK0;A0A8V8TP22;B3KXN4;A0A8V8TNU2;A0A8V8TP31;D6RD66;B4DY05;A0A8V8TQ69;B4DS71;B4DZX5;A0A8V8TPA9WD repeat-containing protein 1WDR1;HEL-S-52 Q53H17_HUMAN WD repeat-containing protein 1 isoform 1 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;Q59ER5_HUMAN WD repeat-containing protein 1 isoform 1 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;Q53GN4_HUMAN WD repeat domain 1, isoform C18 10 10 10 22.6 66.227 5.39E+08 108630000 11188000 17976000 3621000 372920
Q53GN6;Q9Y6E3;Q9UNM6;B2RBM7;B4DJ66;J3KNQ3;E9PL38;Q9UNM7;H0YD73;E9PPD2;E9PQG3;Q5HYL3;F8W8J626S proteasome non-ATPase regulatory subunit 13PSMD13 Q53GN6_HUMAN 26S proteasome non-ATPase regulatory subunit 13 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;Q9Y6E3_HUMAN 26S proteasome non-ATPase regulatory subunit 13 OS=Homo sapiens OX=9606 PE=2 SV=1;PSD13_HUMAN 26S proteasome non-ATPase regulatory subuni13 12 12 12 34.8 42.917 9.57E+08 483250000 32168000 36822000 18586000 1237200
Q6IBT3;Q53HV2;Q99832;B7Z1C9;B7Z7I4;F8WAM2 T-complex protein 1 subunit etaCCT7 Q6IBT3_HUMAN T-complex protein 1 subunit eta OS=Homo sapiens OX=9606 GN=CCT7 PE=2 SV=1;Q53HV2_HUMAN T-complex protein 1 subunit eta (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;TCPH_HUMAN T-complex protein 1 subunit eta OS=Homo sapiens OX=9606 GN=CCT7 PE=16 9 9 9 19.3 59.328 3.79E+08 80158000 3657600 12235000 2585700 117990
Q541A5;Q92890;B4E3I3;C9JNP9;B7Z9N3;C9J6N9;C9IZG3 Ubiquitin fusion degradation protein 1 homologufd1;UFD1L Q541A5_HUMAN Ubiquitin fusion degradation 1 like (Yeast), isoform CRA_b OS=Homo sapiens OX=9606 GN=UFD1L PE=2 SV=1;UFD1_HUMAN Ubiquitin recognition factor in ER-associated degradation protein 1 OS=Homo sapiens OX=9606 GN=UFD1 PE=1 SV=3;B4E3I3_HUMAN cDNA FL7 4 4 4 18.6 34.5 1.03E+08 40641000 2142500 7343200 2903000 153040
Q5RLJ0;Q549M8;Q9Y224;G3V4C6;H0YJB9;G3V4E7 UPF0568 protein C14orf166C14orf166 Q5RLJ0_HUMAN RNA transcription, translation and transport factor protein OS=Homo sapiens OX=9606 PE=2 SV=1;Q549M8_HUMAN RNA transcription, translation and transport factor protein OS=Homo sapiens OX=9606 GN=C14orf166 PE=2 SV=1;RTRAF_HUMAN RNA transcription6 13 13 13 61.5 27.969 1.61E+09 407290000 385000000 1.01E+08 25455000 24063000
Q9Y281;Q549N0;F8WDN3 Cofilin-2 CFL2 COF2_HUMAN Cofilin-2 OS=Homo sapiens OX=9606 GN=CFL2 PE=1 SV=1;Q549N0_HUMAN Cofilin 2 (Muscle), isoform CRA_a OS=Homo sapiens OX=9606 GN=CFL2 PE=1 SV=13 8 4 4 48.2 18.736 1.67E+08 108930000 0 15222000 9902900 0
Q562R1 Beta-actin-like protein 2 ACTBL2 ACTBL_HUMAN Beta-actin-like protein 2 OS=Homo sapiens OX=9606 GN=ACTBL2 PE=1 SV=2 1 7 1 1 18.9 42.003 0 0 0 0 0 0
Q58FF8 Putative heat shock protein HSP 90-beta 2HSP90AB2P H90B2_HUMAN Putative heat shock protein HSP 90-beta 2 OS=Homo sapiens OX=9606 GN=HSP90AB2P PE=1 SV=2 1 8 1 1 17.3 44.348 4.92E+08 126590000 0 24577000 6329600 0
Q59F90;Q96GW7;A8K144;Q9NT67;Q8IWX2 Brevican core protein BCAN Q59F90_HUMAN Brevican isoform 1 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;PGCB_HUMAN Brevican core protein OS=Homo sapiens OX=9606 GN=BCAN PE=1 SV=2;A8K144_HUMAN cDNA FLJ76746, highly similar to Homo sapiens brevican (BCAN), transcript variant 15 5 5 5 8.6 92.811 66977000 0 0 1913600 0 0
Q59GE5 Q59GE5_HUMAN Glutamate receptor homolog (Fragment) OS=Homo sapiens OX=9606 PE=3 SV=1 1 1 1 1 1 117.47 0 0 0 0 0 0
Q5D862 Filaggrin-2 FLG2 FILA2_HUMAN Filaggrin-2 OS=Homo sapiens OX=9606 GN=FLG2 PE=1 SV=1 1 5 5 5 2.7 248.07 2.51E+08 112140000 95689000 3386400 1515400 1293100
Q5JVS0 Intracellular hyaluronan-binding protein 4HABP4 HABP4_HUMAN Intracellular hyaluronan-binding protein 4 OS=Homo sapiens OX=9606 GN=HABP4 PE=1 SV=1 1 3 3 3 9.7 45.785 1.43E+08 36282000 0 7959600 2015700 0
Q5T123;Q86Z22;Q9H299 SH3 domain-binding glutamic acid-rich-like protein 3SH3BGRL3;HEL-S-297Q5T123_HUMAN SH3 domain binding glutamate rich protein like 3 OS=Homo sapiens OX=9606 GN=SH3BGRL3 PE=1 SV=1;Q86Z22_HUMAN Epididymis secretory protein Li 297 OS=Homo sapiens OX=9606 GN=HEL-S-297 PE=2 SV=1;SH3L3_HUMAN SH3 domain-binding glutamic acid-rich-li3 3 3 3 37.5 9.3804 1.16E+09 814100000 0 1.94E+08 135680000 0
Q9Y6H1;Q5T1J5 Coiled-coil-helix-coiled-coil-helix domain-containing protein 2;Putative coiled-coil-helix-coiled-coil-helix domain-containing protein CHCHD2P9, mitochondrialCHCHD2;CHCHD2P9 CHCH2_HUMAN Coiled-coil-helix-coiled-coil-helix domain-containing protein 2 OS=Homo sapiens OX=9606 GN=CHCHD2 PE=1 SV=1;CHCH9_HUMAN Putative coiled-coil-helix-coiled-coil-helix domain-containing protein CHCHD2P9, mitochondrial OS=Homo sapiens OX=9606 GN=CH2 1 1 1 15.9 15.512 37660000 21021000 0 7531900 4204200 0
Q5T749 Keratinocyte proline-rich proteinKPRP KPRP_HUMAN Keratinocyte proline-rich protein OS=Homo sapiens OX=9606 GN=KPRP PE=1 SV=1 1 6 6 6 13.5 64.135 2.01E+08 68688000 89790000 8055500 2747500 3591600
Q5T750 Skin-specific protein 32 XP32 KPLCE_HUMAN Protein KPLCE OS=Homo sapiens OX=9606 GN=KPLCE PE=1 SV=1 1 1 1 1 3.2 26.238 1.58E+08 47362000 60684000 14381000 4305600 5516700
Q5U0L9;M0R2T8;M0QZN1;M0R2U7;Q9NSC5 Homer protein homolog 3HOMER3 Q5U0L9_HUMAN Homer homolog 3 (Drosophila) OS=Homo sapiens OX=9606 PE=2 SV=1;M0R2T8_HUMAN Homer scaffold protein 3 (Fragment) OS=Homo sapiens OX=9606 GN=HOMER3 PE=1 SV=1;M0QZN1_HUMAN Homer scaffold protein 3 (Fragment) OS=Homo sapiens OX=9606 GN=HOMER3 PE=15 2 2 2 5.3 39.963 4246100 0 0 202200 0 0
Q5VTR2;Q05DC0;A0PJJ6;C9JWJ4;C9J0A5;C9JXC9 E3 ubiquitin-protein ligase BRE1ARNF20 BRE1A_HUMAN E3 ubiquitin-protein ligase BRE1A OS=Homo sapiens OX=9606 GN=RNF20 PE=1 SV=2;Q05DC0_HUMAN E3 ubiquitin protein ligase (Fragment) OS=Homo sapiens OX=9606 GN=RNF20 PE=2 SV=16 6 6 6 7.1 113.66 1.7E+08 18554000 27841000 3201100 350080 525290
S4R3E6;Q5VZ72 Izumo sperm-egg fusion protein 3IZUMO3 S4R3E6_HUMAN IZUMO family member 3 OS=Homo sapiens OX=9606 GN=IZUMO3 PE=1 SV=1;IZUM3_HUMAN Izumo sperm-egg fusion protein 3 OS=Homo sapiens OX=9606 GN=IZUMO3 PE=3 SV=42 1 1 1 3.4 27.145 0 0 0 0 0 0
Q5Y190;Q9NYQ7 Cadherin EGF LAG seven-pass G-type receptor 3RESDA1;CELSR3 Q5Y190_HUMAN Anchor protein OS=Homo sapiens OX=9606 GN=RESDA1 PE=2 SV=1;CELR3_HUMAN Cadherin EGF LAG seven-pass G-type receptor 3 OS=Homo sapiens OX=9606 GN=CELSR3 PE=1 SV=22 1 1 1 0.3 453.23 0 0 0 0 0 0
Q5ZEY3 GAPD Q5ZEY3_HUMAN Glyceraldehyde-3-phosphate dehydrogenase (Fragment) OS=Homo sapiens OX=9606 GN=GAPD PE=2 SV=1 1 6 1 1 69.8 9.2006 7.29E+08 583370000 0 1.21E+08 97228000 0
Q86UY0;Q6EHZ3;Q658S9;Q8NBS9;A0A024QZV0 Thioredoxin domain-containing protein 5TXNDC5;STRF8;DKFZp666I134;hCG_1811539Q86UY0_HUMAN protein disulfide-isomerase OS=Homo sapiens OX=9606 GN=TXNDC5 PE=1 SV=1;Q6EHZ3_HUMAN protein disulfide-isomerase OS=Homo sapiens OX=9606 GN=STRF8 PE=2 SV=1;Q658S9_HUMAN protein disulfide-isomerase (Fragment) OS=Homo sapiens OX=9606 GN=DKFZp6665 15 15 15 48.9 40.369 4.25E+09 1088800000 29133000 2.02E+08 51848000 1387300
Q68E05 DKFZp686A1765 Q68E05_HUMAN Tumor protein D52-like 2, isoform CRA_f OS=Homo sapiens OX=9606 GN=DKFZp686A1765 PE=2 SV=1 1 7 1 1 48.4 19.901 37949000 8442600 0 3794900 844260 0
Q69YJ7;Q9NTZ6;B3KQH4;B4DRP9;A6PVI1;A6PVI0;Q5JX62 RNA-binding protein 12 DKFZp667H197;RBM12Q69YJ7_HUMAN Uncharacterized protein DKFZp667H197 (Fragment) OS=Homo sapiens OX=9606 GN=DKFZp667H197 PE=2 SV=1;RBM12_HUMAN RNA-binding protein 12 OS=Homo sapiens OX=9606 GN=RBM12 PE=1 SV=1;B3KQH4_HUMAN cDNA FLJ90464 fis, clone NT2RP3002281, highly similar 7 11 11 11 12.5 100.16 5.02E+08 133510000 0 15684000 4172300 0
Q6DD87 Zinc finger protein 787 ZNF787 ZN787_HUMAN Zinc finger protein 787 OS=Homo sapiens OX=9606 GN=ZNF787 PE=1 SV=4 1 3 3 3 10.2 40.428 1.71E+08 33438000 11434000 12181000 2388500 816750
Q6FG99;Q6ICQ4 RPLP1 Q6FG99_HUMAN RPLP1 protein OS=Homo sapiens OX=9606 GN=RPLP1 PE=2 SV=1;Q6ICQ4_HUMAN RPLP1 protein (Fragment) OS=Homo sapiens OX=9606 GN=RPLP1 PE=2 SV=12 2 1 1 29.8 11.568 4.01E+08 155430000 17801000 1E+08 38858000 4450300
Q6FGM0;Q99961;M0R0I3;Q9UQD4;M0QYE0;M0R2K6;Q3V638 Endophilin-A2 SH3GL1 Q6FGM0_HUMAN SH3-domain GRB2-like 1 OS=Homo sapiens OX=9606 GN=SH3GL1 PE=1 SV=1;SH3G1_HUMAN Endophilin-A2 OS=Homo sapiens OX=9606 GN=SH3GL1 PE=1 SV=1;M0R0I3_HUMAN SH3 domain containing GRB2 like 1, endophilin A2 (Fragment) OS=Homo sapiens OX=9606 GN=SH3GL17 4 4 2 9.5 41.489 5.99E+08 106940000 301350000 37458000 6683700 18835000
Q6GMV3 Putative peptidyl-tRNA hydrolase PTRHD1PTRHD1 PTRD1_HUMAN Putative peptidyl-tRNA hydrolase PTRHD1 OS=Homo sapiens OX=9606 GN=PTRHD1 PE=1 SV=1 1 3 3 3 15.7 15.805 1.02E+08 87230000 0 12770000 10904000 0
Q6IN85;G3V5Z3;H0YIY8;Q8N6W1;G3V4R3;G3V231;G3V5A2;B4DKA9;Q5MIZ7Serine/threonine-protein phosphatase 4 regulatory subunit 3ASMEK1 P4R3A_HUMAN Serine/threonine-protein phosphatase 4 regulatory subunit 3A OS=Homo sapiens OX=9606 GN=PPP4R3A PE=1 SV=1;G3V5Z3_HUMAN Protein phosphatase 4 regulatory subunit 3A OS=Homo sapiens OX=9606 GN=PPP4R3A PE=1 SV=19 5 5 5 5.4 95.367 94413000 7351500 0 2360300 183790 0
Q6IPN0;Q9NQC3;Q53SY1;A6XGP7;H7C106;A0A0U1RQR6;Q3LIF4;Q53R94Reticulon;Reticulon-4 RTN4;NOGOC;Nbla00271Q6IPN0_HUMAN Reticulon OS=Homo sapiens OX=9606 GN=RTN4 PE=2 SV=1;RTN4_HUMAN Reticulon-4 OS=Homo sapiens OX=9606 GN=RTN4 PE=1 SV=2;Q53SY1_HUMAN Reticulon (Fragment) OS=Homo sapiens OX=9606 GN=RTN4 PE=4 SV=1;A6XGP7_HUMAN Reticulon OS=Homo sapiens OX=9606 GN=8 10 10 10 46.9 36.918 4.5E+09 1699400000 74103000 4.09E+08 154490000 6736600
Q6KB66 Keratin, type II cytoskeletal 80KRT80 K2C80_HUMAN Keratin, type II cytoskeletal 80 OS=Homo sapiens OX=9606 GN=KRT80 PE=1 SV=2 1 2 2 2 4.9 50.525 32612000 14959000 15124000 988230 453310 458310
Q6NT04 Tigger transposable element-derived protein 7TIGD7 TIGD7_HUMAN Tigger transposable element-derived protein 7 OS=Homo sapiens OX=9606 GN=TIGD7 PE=1 SV=1 1 1 1 1 1.5 63.236 0 0 0 0 0 0
Q6NUR1;Q9BPX3 Condensin complex subunit 3NCAPG Q6NUR1_HUMAN Non-SMC condensin I complex, subunit G OS=Homo sapiens OX=9606 GN=NCAPG PE=2 SV=1;CND3_HUMAN Condensin complex subunit 3 OS=Homo sapiens OX=9606 GN=NCAPG PE=1 SV=12 1 1 1 1.4 114.19 3035900 0 0 64594 0 0
Q6PIK7;Q8N302;A8K029;A0JLT8;A0A2R8YFF1 Angiogenic factor with G patch and FHA domains 1AGGF1 Q6PIK7_HUMAN Angiogenic factor with G patch and FHA domains 1 OS=Homo sapiens OX=9606 GN=AGGF1 PE=1 SV=1;AGGF1_HUMAN Angiogenic factor with G patch and FHA domains 1 OS=Homo sapiens OX=9606 GN=AGGF1 PE=1 SV=2;A8K029_HUMAN Angiogenic factor with G patch and5 4 4 4 6.2 80.918 1E+08 5149900 27571000 3587800 183930 984690
Q6UWP8 Suprabasin SBSN SBSN_HUMAN Suprabasin OS=Homo sapiens OX=9606 GN=SBSN PE=1 SV=2 1 1 1 1 2.4 60.54 11672000 0 11672000 364760 0 364760
Q6UXN9 WD repeat-containing protein 82WDR82 WDR82_HUMAN WD repeat-containing protein 82 OS=Homo sapiens OX=9606 GN=WDR82 PE=1 SV=1 1 2 2 2 4.8 35.079 1.17E+08 14768000 65386000 6889100 868720 3846300
Q6WKZ4 Rab11 family-interacting protein 1RAB11FIP1 RFIP1_HUMAN Rab11 family-interacting protein 1 OS=Homo sapiens OX=9606 GN=RAB11FIP1 PE=1 SV=3 1 2 2 2 1.9 137.17 1.65E+08 73982000 4334200 2902200 1297900 76038
Q86T70;Q6ZMF6 DKFZp451B1115 Q86T70_HUMAN Glycerol-3-phosphate acyltransferase 1, mitochondrial OS=Homo sapiens OX=9606 GN=DKFZp451B1115 PE=2 SV=1;Q6ZMF6_HUMAN Glycerol-3-phosphate acyltransferase 1, mitochondrial OS=Homo sapiens OX=9606 PE=2 SV=12 1 1 1 1.2 93.736 0 0 0 0 0 0
Q6ZMW3;A0A669KBD4 Echinoderm microtubule-associated protein-like 6EML6 EMAL6_HUMAN Echinoderm microtubule-associated protein-like 6 OS=Homo sapiens OX=9606 GN=EML6 PE=2 SV=2;A0A669KBD4_HUMAN EMAP like 6 OS=Homo sapiens OX=9606 GN=EML6 PE=1 SV=12 2 2 2 1.8 217.9 0 0 0 0 0 0
Q6ZVV4 Q6ZVV4_HUMAN cDNA FLJ42036 fis, clone SPLEN2038345 OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 6.2 16.681 0 0 0 0 0 0
Q71DI3;B4E380;A0A1X8XL64;A8K4Y7;B2R4P9;B2R6Y1;K7EMV3;B4DEB1;K7EK07;A0A590UJJ6;K7ES00;Q16695;P84243;P68431;K7EP01;Q5TEC6;Q6NXT2;Q6TXQ4;V9H1G0Histone H3.2;Histone H3;Histone H3.1t;Histone H3.3;Histone H3.1;Histone H3.3CHIST2H3A;H3F3A;H3F3B;HIST3H3;HIST1H3A;HIST2H3PS2;H3F3CH32_HUMAN Histone H3.2 OS=Homo sapiens OX=9606 GN=H3C15 PE=1 SV=3;B4E380_HUMAN Histone H3 OS=Homo sapiens OX=9606 PE=2 SV=1;A0A1X8XL64_HUMAN Histone H3 OS=Homo sapiens OX=9606 GN=H3F3AP6 PE=1 SV=1;A8K4Y7_HUMAN Histone H3 OS=Homo sapiens OX=9606 PE=2 SV=1;B19 5 5 5 41.9 15.388 3.24E+08 90177000 54348000 81040000 22544000 13587000
Q96J85;X6RLN4;Q71RC2 La-related protein 4 LARP4 Q96J85_HUMAN C-Mpl binding protein OS=Homo sapiens OX=9606 GN=LARP4 PE=1 SV=1;X6RLN4_HUMAN La ribonucleoprotein 4 (Fragment) OS=Homo sapiens OX=9606 GN=LARP4 PE=1 SV=1;LARP4_HUMAN La-related protein 4 OS=Homo sapiens OX=9606 GN=LARP4 PE=1 SV=33 2 2 2 10.1 42.504 43622000 11462000 10190000 3635200 955180 849130
Q71U36;B4DQK4;Q1ZYQ1;P0DPH8;P0DPH7;Q9UQM3;Q6PEY2 Tubulin alpha-1A chain;Tubulin alpha-3E chainTUBA1A;TUBA2;TUBA3ETBA1A_HUMAN Tubulin alpha-1A chain OS=Homo sapiens OX=9606 GN=TUBA1A PE=1 SV=1;B4DQK4_HUMAN Tubulin alpha chain OS=Homo sapiens OX=9606 PE=2 SV=1;Q1ZYQ1_HUMAN Tubulin alpha chain OS=Homo sapiens OX=9606 GN=TUBA2 PE=2 SV=1;TBA3D_HUMAN Tubulin alpha-3D chain7 18 18 0 52.3 50.135 1.99E+10 8240200000 893950000 9.48E+08 392390000 42569000
Q7L2H7;J3KNJ2;H0YCQ8;E9PN86;E7ESM3;E9PRY0;B4DT09;E9PRI2Eukaryotic translation initiation factor 3 subunit MEIF3M EIF3M_HUMAN Eukaryotic translation initiation factor 3 subunit M OS=Homo sapiens OX=9606 GN=EIF3M PE=1 SV=1;J3KNJ2_HUMAN Eukaryotic translation initiation factor 3 subunit M (Fragment) OS=Homo sapiens OX=9606 GN=EIF3M PE=1 SV=18 21 21 21 78.3 42.502 6.89E+09 387960000 3875100000 3.83E+08 21553000 215290000
Q7RTV0 PHD finger-like domain-containing protein 5APHF5A PHF5A_HUMAN PHD finger-like domain-containing protein 5A OS=Homo sapiens OX=9606 GN=PHF5A PE=1 SV=1 1 5 5 5 48.2 12.405 2.08E+08 33503000 106520000 26020000 4187900 13315000
Q7Z3T8 Zinc finger FYVE domain-containing protein 16ZFYVE16 ZFY16_HUMAN Zinc finger FYVE domain-containing protein 16 OS=Homo sapiens OX=9606 GN=ZFYVE16 PE=1 SV=3 1 2 2 2 1.2 168.9 29880000 4372400 0 506430 74109 0
Q7Z406;M0QY43;A1L2Z2;B4E177;B3KWH4;B3KV65 Myosin-14 MYH14 MYH14_HUMAN Myosin-14 OS=Homo sapiens OX=9606 GN=MYH14 PE=1 SV=2 6 16 9 9 8.1 227.87 3.85E+08 8866200 146290000 3740000 86079 1420300
Q7Z417 Nuclear fragile X mental retardation-interacting protein 2NUFIP2 NUFP2_HUMAN FMR1-interacting protein NUFIP2 OS=Homo sapiens OX=9606 GN=NUFIP2 PE=1 SV=1 1 11 11 11 18.3 76.12 4.24E+08 56356000 237960000 16324000 2167600 9152400
Q7Z478 ATP-dependent RNA helicase DHX29DHX29 DHX29_HUMAN ATP-dependent RNA helicase DHX29 OS=Homo sapiens OX=9606 GN=DHX29 PE=1 SV=2 1 5 5 5 4.7 155.23 1.33E+08 0 58836000 1879400 0 828670
Q7Z4V5;M0R0J3;K7EPS6;K7ERA4;Q59H67;A0A087WT54;A0A087WX58Hepatoma-derived growth factor-related protein 2HDGFRP2 HDGR2_HUMAN Hepatoma-derived growth factor-related protein 2 OS=Homo sapiens OX=9606 GN=HDGFL2 PE=1 SV=1 7 12 11 10 21.9 74.316 7.4E+08 237010000 28789000 22435000 7182100 872400
Q7Z5L9;B4DSJ2;B4DTU9 Interferon regulatory factor 2-binding protein 2IRF2BP2 I2BP2_HUMAN Interferon regulatory factor 2-binding protein 2 OS=Homo sapiens OX=9606 GN=IRF2BP2 PE=1 SV=2 3 11 11 9 26.7 61.024 4.53E+08 73609000 0 14150000 2300300 0
Q86U42;B4DEH8;G3V4T2;A0A7I2V383;H0YJH9 Polyadenylate-binding protein 2PABPN1 PABP2_HUMAN Polyadenylate-binding protein 2 OS=Homo sapiens OX=9606 GN=PABPN1 PE=1 SV=3;B4DEH8_HUMAN Poly(A) binding protein nuclear 1 OS=Homo sapiens OX=9606 GN=PABPN1 PE=1 SV=1;G3V4T2_HUMAN Poly(A) binding protein nuclear 1 OS=Homo sapiens OX=9606 GN=PAB5 3 3 3 11.4 32.749 1.95E+08 77740000 0 16257000 6478300 0
Q86U75;Q9HCN8 Q86U75_HUMAN Dihydropyrimidinase-like 2 OS=Homo sapiens OX=9606 PE=2 SV=1 2 9 2 2 23.1 67.017 20354000 0 0 636060 0 0
Q86US8 Telomerase-binding protein EST1ASMG6 EST1A_HUMAN Telomerase-binding protein EST1A OS=Homo sapiens OX=9606 GN=SMG6 PE=1 SV=2 1 1 1 1 1.6 160.46 0 0 0 0 0 0
Q86W92;A0A0A0MTP2;Q05CN4;G5EKE5;F5H6Q7;F5H0E0;F5H495;F5GZP6;B4DFU8Liprin-beta-1;Tyrosine-protein kinase receptorPPFIBP1;PPFIBP1-ALK LIPB1_HUMAN Liprin-beta-1 OS=Homo sapiens OX=9606 GN=PPFIBP1 PE=1 SV=2;A0A0A0MTP2_HUMAN PPFIA binding protein 1 OS=Homo sapiens OX=9606 GN=PPFIBP1 PE=1 SV=1;Q05CN4_HUMAN PPFIBP1 protein (Fragment) OS=Homo sapiens OX=9606 GN=PPFIBP1 PE=2 SV=1;G5EKE5_HUMAN T9 3 3 3 3.5 114.02 46382000 0 24392000 946570 0 497800
Q96MW1;Q86WV7;K7ER24 Coiled-coil domain-containing protein 43CCDC43 CCD43_HUMAN Coiled-coil domain-containing protein 43 OS=Homo sapiens OX=9606 GN=CCDC43 PE=1 SV=2;Q86WV7_HUMAN Coiled-coil domain-containing protein 43 OS=Homo sapiens OX=9606 GN=CCDC43 PE=1 SV=1;K7ER24_HUMAN Coiled-coil domain-containing protein 43 (Fragme3 4 4 4 18.8 25.248 1E+09 321390000 19084000 90887000 29217000 1734900
Q86XP3;B3KX23;B3KTL4;T2DQ69;B3KV84;B3KMI4;J3KRE3;J3QRI2;J3KTK9ATP-dependent RNA helicase DDX42DDX42 DDX42_HUMAN ATP-dependent RNA helicase DDX42 OS=Homo sapiens OX=9606 GN=DDX42 PE=1 SV=1;B3KX23_HUMAN cDNA FLJ44516 fis, clone UTERU3002600, highly similar to Homo sapiens DEAD (Asp-Glu-Ala-Asp) box polypeptide 42 (DDX42), transcript variant 2, mRNA OS=Homo9 23 23 23 33.2 102.97 1.52E+09 2990200 400240000 34566000 67959 9096500
Q86YZ3 Hornerin HRNR HORN_HUMAN Hornerin OS=Homo sapiens OX=9606 GN=HRNR PE=1 SV=2 1 19 19 19 17.5 282.39 6.35E+09 2884800000 2481900000 74667000 33938000 29199000
Q8IVM0 Coiled-coil domain-containing protein 50CCDC50 CCD50_HUMAN Coiled-coil domain-containing protein 50 OS=Homo sapiens OX=9606 GN=CCDC50 PE=1 SV=1 1 6 6 6 20.9 35.822 4.45E+08 79660000 309290000 27810000 4978800 19331000
Q9H8N9;Q8IWB7;A0A494C0A6;C9JJ54 WD repeat and FYVE domain-containing protein 1WDFY1 Q9H8N9_HUMAN cDNA FLJ13353 fis, clone OVARC1002182, weakly similar to BETA-TRCP (BETA-TRANSDUCIN REPEAT-CONTAINING PROTEIN) OS=Homo sapiens OX=9606 PE=2 SV=1;WDFY1_HUMAN WD repeat and FYVE domain-containing protein 1 OS=Homo sapiens OX=9606 GN=WDFY1 PE=1 S4 3 3 3 9 41.216 70883000 8879400 9138900 3222000 403610 415410
Q8IWP6;Q8IZ29;P68371;Q8N6N5;B3KML9;Q96HX0;Q3ZCM7;M0R2D3;B4DNW1;A0A183YE00;M0R2T4;A0A075B724Tubulin beta-4B chain TUBB2C;TUBB4B Q8IWP6_HUMAN Tubulin beta chain OS=Homo sapiens OX=9606 PE=2 SV=1;Q8IZ29_HUMAN Tubulin beta chain OS=Homo sapiens OX=9606 GN=TUBB2C PE=2 SV=1;TBB4B_HUMAN Tubulin beta-4B chain OS=Homo sapiens OX=9606 GN=TUBB4B PE=1 SV=1;Q8N6N5_HUMAN Tubulin beta chain OS=H12 22 22 2 65.2 49.752 2.33E+10 13248000000 391070000 1.16E+09 662400000 19554000
Q8IWZ3;Q9H7X4;Q8IWG5;A0A0A0MQZ8;H0Y7Y3;Q9H059;B4DR08;H0Y785;H0Y472;H0Y4P6;B4DTP3;Q8TEF1;E9PDP5;H0YM23;O75179Ankyrin repeat and KH domain-containing protein 1;Ankyrin repeat domain-containing protein 17ANKHD1;DKFZp586G1024;FLJ00246;ANKRD17ANKH1_HUMAN Ankyrin repeat and KH domain-containing protein 1 OS=Homo sapiens OX=9606 GN=ANKHD1 PE=1 SV=1;Q9H7X4_HUMAN cDNA FLJ14127 fis, clone MAMMA1002573, weakly similar to GLUCOAMYLASE S1/S2 OS=Homo sapiens OX=9606 PE=2 SV=1;Q8IWG5_HUMAN ANKHD1 protein15 2 2 2 0.8 269.45 21867000 7978000 0 273340 99725 0
Q8IX18;B4DR88;J3KSW6;B3KRC7;F5H625;J3KSX9;J3KTK0 Probable ATP-dependent RNA helicase DHX40DHX40 DHX40_HUMAN Probable ATP-dependent RNA helicase DHX40 OS=Homo sapiens OX=9606 GN=DHX40 PE=1 SV=2;B4DR88_HUMAN RNA helicase OS=Homo sapiens OX=9606 PE=2 SV=1;J3KSW6_HUMAN DEAH-box helicase 40 (Fragment) OS=Homo sapiens OX=9606 GN=DHX40 PE=1 SV=1;B3KRC7_HUMA7 5 5 5 7.1 88.559 64689000 17319000 4662900 1577800 422410 113730
Q8IX62 Q8IX62_HUMAN AG02 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 1.3 106.47 0 0 0 0 0 0
Q8N1G2;Q5T7F5 Cap-specific mRNA (nucleoside-2-O-)-methyltransferase 1CMTR1 CMTR1_HUMAN Cap-specific mRNA (nucleoside-2-O-)-methyltransferase 1 OS=Homo sapiens OX=9606 GN=CMTR1 PE=1 SV=1;Q5T7F5_HUMAN Cap-specific mRNA (nucleoside-2-O-)-methyltransferase 1 (Fragment) OS=Homo sapiens OX=9606 GN=CMTR1 PE=1 SV=12 4 4 4 5.4 95.32 1.1E+08 19306000 35082000 2330300 410770 746430
Q8N1G4;J3KRP5 Leucine-rich repeat-containing protein 47LRRC47 LRC47_HUMAN Leucine-rich repeat-containing protein 47 OS=Homo sapiens OX=9606 GN=LRRC47 PE=1 SV=1 2 20 20 20 38.9 63.472 1.43E+09 83795000 939900000 49480000 2889500 32410000
Q8N1N4;B4DQ49 Keratin, type II cytoskeletal 78KRT78 K2C78_HUMAN Keratin, type II cytoskeletal 78 OS=Homo sapiens OX=9606 GN=KRT78 PE=1 SV=2 2 9 7 7 16.9 56.865 2.68E+08 163150000 67720000 9227200 5626000 2335200
Q8N3K9 Cardiomyopathy-associated protein 5CMYA5 CMYA5_HUMAN Cardiomyopathy-associated protein 5 OS=Homo sapiens OX=9606 GN=CMYA5 PE=1 SV=3 1 1 1 1 0.3 449.21 0 0 0 0 0 0
Q8N9L9 Acyl-coenzyme A thioesterase 4ACOT4 ACOT4_HUMAN Peroxisomal succinyl-coenzyme A thioesterase OS=Homo sapiens OX=9606 GN=ACOT4 PE=1 SV=2 1 1 1 1 1.9 46.326 0 0 0 0 0 0
Q8NC51 Plasminogen activator inhibitor 1 RNA-binding proteinSERBP1 SERB1_HUMAN SERPINE1 mRNA-binding protein 1 OS=Homo sapiens OX=9606 GN=SERBP1 PE=1 SV=2 1 22 22 1 51.7 44.965 1.31E+10 5441000000 768990000 7.29E+08 302280000 42722000
Q8ND56;A0A140TA76;K7EMZ9;A0A0G2JQ95;A0A096LP11;A0A140TA66;I3L4Q1;A0A0C4DFV2;Q5TBQ1Protein LSM14 homolog ALSM14A LS14A_HUMAN Protein LSM14 homolog A OS=Homo sapiens OX=9606 GN=LSM14A PE=1 SV=3;A0A140TA76_HUMAN Protein LSM14 homolog A (Fragment) OS=Homo sapiens OX=9606 GN=LSM14A PE=1 SV=1;K7EMZ9_HUMAN LSM14A mRNA processing body assembly factor (Fragment) OS=Homo sapi9 6 6 5 14.7 50.529 3.05E+08 71660000 0 15266000 3583000 0
Q8NDC0 MAPK-interacting and spindle-stabilizing protein-likeMAPK1IP1L MISSL_HUMAN MAPK-interacting and spindle-stabilizing protein-like OS=Homo sapiens OX=9606 GN=MAPK1IP1L PE=1 SV=4 1 1 1 1 6.9 24.269 61168000 28862000 0 30584000 14431000 0
Q8NGA1 Olfactory receptor 1M1 OR1M1 OR1M1_HUMAN Olfactory receptor 1M1 OS=Homo sapiens OX=9606 GN=OR1M1 PE=2 SV=1 1 1 1 1 3.2 34.839 0 0 0 0 0 0
Q8NI22;B4DF17;H7BZ18;A0A3B3IU18 Multiple coagulation factor deficiency protein 2MCFD2 MCFD2_HUMAN Multiple coagulation factor deficiency protein 2 OS=Homo sapiens OX=9606 GN=MCFD2 PE=1 SV=1;B4DF17_HUMAN cDNA FLJ59187, highly similar to Multiple coagulation factor deficiency protein 2 homolog OS=Homo sapiens OX=9606 PE=2 SV=14 3 3 3 28.1 16.39 2.66E+08 119630000 7366300 37930000 17091000 1052300
Q8NI62 OK/KNS-cl.6 Q8NI62_HUMAN Ribosomal protein S2 OS=Homo sapiens OX=9606 GN=OK/KNS-cl.6 PE=2 SV=1 1 6 1 1 79.7 8.7578 62709000 12615000 5691200 10451000 2102500 948540
Q8TCA8;Q9NU02 Ankyrin repeat and EF-hand domain-containing protein 1ANKRD5;ANKEF1 Q8TCA8_HUMAN Ankyrin repeat domain 5 OS=Homo sapiens OX=9606 GN=ANKRD5 PE=2 SV=1;ANKE1_HUMAN Ankyrin repeat and EF-hand domain-containing protein 1 OS=Homo sapiens OX=9606 GN=ANKEF1 PE=1 SV=22 2 2 2 2.2 86.564 1.95E+08 48639000 45911000 4991900 1247200 1177200
Q8TD16 Protein bicaudal D homolog 2BICD2 BICD2_HUMAN Protein bicaudal D homolog 2 OS=Homo sapiens OX=9606 GN=BICD2 PE=1 SV=1 1 5 5 5 6.7 93.532 79323000 54427000 0 1724400 1183200 0
Q8WUA2;Q96AL2;B3KRR4;Q32Q83;Q6P392;Q9H287;Q9P1R3 Peptidyl-prolyl cis-trans isomerase-like 4PPIL4 PPIL4_HUMAN Peptidyl-prolyl cis-trans isomerase-like 4 OS=Homo sapiens OX=9606 GN=PPIL4 PE=1 SV=1;Q96AL2_HUMAN PPIL4 protein OS=Homo sapiens OX=9606 PE=2 SV=1;B3KRR4_HUMAN Peptidyl-prolyl cis-trans isomerase OS=Homo sapiens OX=9606 PE=2 SV=1;Q32Q83_HUMAN P7 3 3 3 8.3 57.224 83959000 11387000 4999500 3229200 437970 192290
Q8WUW1 Protein BRICK1 BRK1 BRK1_HUMAN Protein BRICK1 OS=Homo sapiens OX=9606 GN=BRK1 PE=1 SV=1 1 1 1 1 14.7 8.7448 36855000 19984000 0 6142400 3330700 0
Q8WVY7 Ubiquitin-like domain-containing CTD phosphatase 1UBLCP1 UBCP1_HUMAN Ubiquitin-like domain-containing CTD phosphatase 1 OS=Homo sapiens OX=9606 GN=UBLCP1 PE=1 SV=2 1 2 2 2 6 36.804 29481000 8633600 0 1842600 539600 0
Q8WW12 PEST proteolytic signal-containing nuclear proteinPCNP PCNP_HUMAN PEST proteolytic signal-containing nuclear protein OS=Homo sapiens OX=9606 GN=PCNP PE=1 SV=2 1 6 6 6 37.6 18.925 5.33E+08 362530000 2389600 53304000 36253000 238960
Q8WWM7;H3BUF6;H3BSK9;H3BUE3;H3BSQ5;F8WB05;Q2M2R5;A0A5F9ZHW5;A0A5F9ZHX3;A0A2R8Y5A6;A0A2R8Y7E6;A0A5F9ZI57;V9GY86;F8WB06;H0YH87;F8VQP2;S4R3J6;A0A5F9ZHH4;A0A2R8YDM9;A0A2R8Y7P6;F8W0B5;Q99700Ataxin-2-like protein ATXN2L ATX2L_HUMAN Ataxin-2-like protein OS=Homo sapiens OX=9606 GN=ATXN2L PE=1 SV=2;H3BUF6_HUMAN Ataxin 2 like OS=Homo sapiens OX=9606 GN=ATXN2L PE=1 SV=1;H3BSK9_HUMAN Ataxin 2 like (Fragment) OS=Homo sapiens OX=9606 GN=ATXN2L PE=1 SV=122 19 19 19 19.3 113.37 1.21E+09 236090000 487440000 31046000 6053500 12499000
Q8WXX5 DnaJ homolog subfamily C member 9DNAJC9 DNJC9_HUMAN DnaJ homolog subfamily C member 9 OS=Homo sapiens OX=9606 GN=DNAJC9 PE=1 SV=1 1 2 2 2 6.5 29.909 59875000 22890000 0 4605800 1760800 0
Q8WZA0;K7ES95 Protein LZIC LZIC LZIC_HUMAN Protein LZIC OS=Homo sapiens OX=9606 GN=LZIC PE=1 SV=1 2 3 3 3 18.4 21.494 83841000 63061000 0 8384100 6306100 0
Q8WZA9;B7ZMD6 Immunity-related GTPase family Q proteinIRGQ IRGQ_HUMAN Immunity-related GTPase family Q protein OS=Homo sapiens OX=9606 GN=IRGQ PE=1 SV=1;B7ZMD6_HUMAN IRGQ protein OS=Homo sapiens OX=9606 GN=IRGQ PE=2 SV=12 3 3 3 5.8 62.717 27285000 19004000 0 1010500 703840 0
Q92520;C9JP35;C9JMN4 Protein FAM3C FAM3C FAM3C_HUMAN Protein FAM3C OS=Homo sapiens OX=9606 GN=FAM3C PE=1 SV=1 3 5 5 5 23.3 24.68 2.7E+08 64932000 0 20743000 4994700 0
Q92570 Nuclear receptor subfamily 4 group A member 3NR4A3 NR4A3_HUMAN Nuclear receptor subfamily 4 group A member 3 OS=Homo sapiens OX=9606 GN=NR4A3 PE=1 SV=3 1 2 2 2 3 68.229 11377000 0 0 568850 0 0
Q92598;A0A0A0MSM0;B4DF68;B4DZB4;B4DY72;R4GN69;Q5TBM3Heat shock protein 105 kDaHSPH1 HS105_HUMAN Heat shock protein 105 kDa OS=Homo sapiens OX=9606 GN=HSPH1 PE=1 SV=1;A0A0A0MSM0_HUMAN Heat shock protein family H (Hsp110) member 1 OS=Homo sapiens OX=9606 GN=HSPH1 PE=1 SV=1;B4DF68_HUMAN cDNA FLJ55325, highly similar to Heat-shock protein 1057 14 14 13 20.3 96.864 6.95E+08 159950000 6726300 14777000 3403300 143110
Q92615;A0A087X183;H0Y641;A0A8I5KSR3;H0Y4V9;A0A8I5KWN8;A0A8I5KVU2;X6RCG6;V9GYI5;B5MCU2;A0A8I5KUR6La-related protein 4B LARP4B LAR4B_HUMAN La-related protein 4B OS=Homo sapiens OX=9606 GN=LARP4B PE=1 SV=3;A0A087X183_HUMAN La ribonucleoprotein 4B (Fragment) OS=Homo sapiens OX=9606 GN=LARP4B PE=1 SV=2;H0Y641_HUMAN La ribonucleoprotein 4B (Fragment) OS=Homo sapiens OX=9606 GN=LARP4B 11 4 4 4 6 80.551 64239000 3608900 6729000 2007500 112780 210280
Q92804;B4E312;A0A0J9YYE0;A0A0J9YXY8;A0A075B7C1;A0A0J9YWI4;A0A075B7E4;A0A0J9YY24TATA-binding protein-associated factor 2NTAF15 RBP56_HUMAN TATA-binding protein-associated factor 2N OS=Homo sapiens OX=9606 GN=TAF15 PE=1 SV=1;B4E312_HUMAN cDNA FLJ53422, highly similar to TATA-binding protein-associated factor 2N OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0J9YYE0_HUMAN TATA-binding protein8 9 7 7 15.2 61.829 6.58E+08 51643000 113480000 21224000 1665900 3660500
Q92896;H3BM42;H3BQT1;H3BQU9;Q6ZMF1 Golgi apparatus protein 1 GLG1 GSLG1_HUMAN Golgi apparatus protein 1 OS=Homo sapiens OX=9606 GN=GLG1 PE=1 SV=2;H3BM42_HUMAN Golgi apparatus protein 1 OS=Homo sapiens OX=9606 GN=GLG1 PE=1 SV=15 3 3 3 2.3 134.55 35615000 6561800 0 583850 107570 0
Q92917 G patch domain and KOW motifs-containing proteinGPKOW GPKOW_HUMAN G-patch domain and KOW motifs-containing protein OS=Homo sapiens OX=9606 GN=GPKOW PE=1 SV=2 1 8 8 8 18.5 52.228 3.28E+08 22199000 166930000 11726000 792810 5961800
Q92934 Bcl2-associated agonist of cell deathBAD BAD_HUMAN Bcl2-associated agonist of cell death OS=Homo sapiens OX=9606 GN=BAD PE=1 SV=3 1 1 1 1 4.8 18.392 10537000 0 0 1170700 0 0
Q92973;A0A7P0TBF0;A0A7P0Z4D3;A0A7P0T944;A0A7P0T9C0;B4DSC0;E7EW37;S4R398;K7ELC3Transportin-1 TNPO1 TNPO1_HUMAN Transportin-1 OS=Homo sapiens OX=9606 GN=TNPO1 PE=1 SV=2;A0A7P0TBF0_HUMAN Transportin 1 OS=Homo sapiens OX=9606 GN=TNPO1 PE=1 SV=1;A0A7P0Z4D3_HUMAN Transportin 1 OS=Homo sapiens OX=9606 GN=TNPO1 PE=1 SV=1;A0A7P0T944_HUMAN Transportin 1 OS=Homo 9 16 16 13 21.7 102.35 9.88E+08 329160000 11936000 24101000 8028300 291110
Q96A44 SPRY domain-containing SOCS box protein 4SPSB4 SPSB4_HUMAN SPRY domain-containing SOCS box protein 4 OS=Homo sapiens OX=9606 GN=SPSB4 PE=1 SV=1 1 1 1 1 5.1 30.178 0 0 0 0 0 0
Q96AE4;E9PEB5;B4DT31;A0A1Z1G4M2;Q6PJY1 Far upstream element-binding protein 1FUBP1 FUBP1_HUMAN Far upstream element-binding protein 1 OS=Homo sapiens OX=9606 GN=FUBP1 PE=1 SV=3;E9PEB5_HUMAN Far upstream element binding protein 1 OS=Homo sapiens OX=9606 GN=FUBP1 PE=1 SV=1;B4DT31_HUMAN cDNA FLJ53425, highly similar to Far upstream element-5 30 1 1 56.2 67.56 58785000 12652000 0 1959500 421730 0
Q96AG4 Leucine-rich repeat-containing protein 59LRRC59 LRC59_HUMAN Leucine-rich repeat-containing protein 59 OS=Homo sapiens OX=9606 GN=LRRC59 PE=1 SV=1 1 3 3 3 13.4 34.93 1.1E+08 63880000 0 7852700 4562800 0
Q96AY3;A0A9L9PY88;B4DJJ5;Q658U4;Q6ZME7;Q8NAG5;H0Y827;K7ELI6;K7EM43;K7ESG6;C9JPC3Peptidyl-prolyl cis-trans isomerase FKBP10FKBP10;DKFZp666D193FKB10_HUMAN Peptidyl-prolyl cis-trans isomerase FKBP10 OS=Homo sapiens OX=9606 GN=FKBP10 PE=1 SV=1;A0A9L9PY88_HUMAN peptidylprolyl isomerase OS=Homo sapiens OX=9606 GN=FKBP10 PE=1 SV=1;B4DJJ5_HUMAN peptidylprolyl isomerase OS=Homo sapiens OX=9606 PE=2 SV=111 11 11 11 23.5 64.244 9.48E+08 9212000 0 27895000 270940 0
Q96B23;K7EQH1;A0A087WVF1 Uncharacterized protein C18orf25C18orf25 ARK2N_HUMAN Protein ARK2N OS=Homo sapiens OX=9606 GN=ARK2N PE=1 SV=3 3 3 3 3 8.4 43.395 1.32E+08 64983000 0 11996000 5907500 0
Q96C90 Protein phosphatase 1 regulatory subunit 14BPPP1R14B PP14B_HUMAN Protein phosphatase 1 regulatory subunit 14B OS=Homo sapiens OX=9606 GN=PPP1R14B PE=1 SV=3 1 3 3 3 42.9 15.911 2.71E+08 192710000 0 45240000 32118000 0
Q96CB8 Integrator complex subunit 12INTS12 INT12_HUMAN Integrator complex subunit 12 OS=Homo sapiens OX=9606 GN=INTS12 PE=1 SV=1 1 1 1 1 1.5 48.807 0 0 0 0 0 0
Q96CT7;M0R2F5 Coiled-coil domain-containing protein 124CCDC124 CC124_HUMAN Coiled-coil domain-containing protein 124 OS=Homo sapiens OX=9606 GN=CCDC124 PE=1 SV=1 2 12 12 12 49.3 25.835 2.97E+09 284920000 1117600000 2.47E+08 23743000 93133000
Q96DI9;Q9BY77;F8WCX5;Q659C6;F6VRR5;B4E0L0;B4DSH9;Q6R954;Q8WUT1Polymerase delta-interacting protein 3POLDIP3;DKFZp434G0310;PDIP46Q96DI9_HUMAN POLDIP3 protein (Fragment) OS=Homo sapiens OX=9606 GN=POLDIP3 PE=2 SV=2;PDIP3_HUMAN Polymerase delta-interacting protein 3 OS=Homo sapiens OX=9606 GN=POLDIP3 PE=1 SV=2;F8WCX5_HUMAN DNA polymerase delta interacting protein 3 OS=Homo sapiens OX=9 4 4 4 10.1 45.658 1.62E+08 17137000 63682000 6764500 714020 2653400
Q96FX7 tRNA (adenine(58)-N(1))-methyltransferase catalytic subunit TRMT61ATRMT61A TRM61_HUMAN tRNA (adenine(58)-N(1))-methyltransferase catalytic subunit TRMT61A OS=Homo sapiens OX=9606 GN=TRMT61A PE=1 SV=11 1 1 1 3.5 31.381 2281800 0 0 162990 0 0
Q96GX2 Putative ataxin-7-like protein 3BATXN7L3B A7L3B_HUMAN Ataxin-7-like protein 3B OS=Homo sapiens OX=9606 GN=ATXN7L3B PE=1 SV=2 1 1 1 1 10.3 10.771 16228000 16228000 0 3245600 3245600 0
Q96GX5 Serine/threonine-protein kinase greatwallMASTL GWL_HUMAN Serine/threonine-protein kinase greatwall OS=Homo sapiens OX=9606 GN=MASTL PE=1 SV=1 1 1 1 1 2.7 97.318 0 0 0 0 0 0
Q96H79 Zinc finger CCCH-type antiviral protein 1-likeZC3HAV1L ZCCHL_HUMAN Zinc finger CCCH-type antiviral protein 1-like OS=Homo sapiens OX=9606 GN=ZC3HAV1L PE=1 SV=2 1 3 3 3 11.7 32.962 21515000 1804500 0 1536800 128890 0
Q96HE7;G3V2H0;G3V3E6;G3V503;G3V5B3;A0A8I5KWQ1;B2RD00;Q86YB8ERO1-like protein alpha ERO1L ERO1A_HUMAN ERO1-like protein alpha OS=Homo sapiens OX=9606 GN=ERO1A PE=1 SV=2 8 8 8 8 19.9 54.392 3.6E+08 50169000 0 14404000 2006800 0
Q96HQ2 CDKN2AIP N-terminal-like proteinCDKN2AIPNL C2AIL_HUMAN CDKN2AIP N-terminal-like protein OS=Homo sapiens OX=9606 GN=CDKN2AIPNL PE=1 SV=1 1 2 2 2 24.1 13.196 1.65E+08 25588000 9718100 27419000 4264600 1619700
Q96I24;A0A8V8TNQ2;A0A494C1K6 Far upstream element-binding protein 3FUBP3 FUBP3_HUMAN Far upstream element-binding protein 3 OS=Homo sapiens OX=9606 GN=FUBP3 PE=1 SV=2 3 8 4 4 15 61.64 1.15E+08 20272000 19505000 3595200 633490 609540
V9HWH0;Q96KB5 Lymphokine-activated killer T-cell-originated protein kinaseHEL164;PBK V9HWH0_HUMAN Epididymis luminal protein 164 OS=Homo sapiens OX=9606 GN=HEL164 PE=1 SV=1;TOPK_HUMAN Lymphokine-activated killer T-cell-originated protein kinase OS=Homo sapiens OX=9606 GN=PBK PE=1 SV=32 1 1 1 3.7 36.085 34773000 18118000 0 1830200 953570 0
Q96M27 Protein PRRC1 PRRC1 PRRC1_HUMAN Protein PRRC1 OS=Homo sapiens OX=9606 GN=PRRC1 PE=1 SV=1 1 4 4 4 10.3 46.701 56112000 13524000 0 5101100 1229500 0
Q96M85 Putative uncharacterized protein FLJ32756 YV008_HUMAN Putative uncharacterized protein FLJ32756 OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 7.3 19.601 0 0 0 0 0 0
Q96P16;A0A0C4DGQ6;K7ER50;K7EQR8 Regulation of nuclear pre-mRNA domain-containing protein 1ARPRD1A RPR1A_HUMAN Regulation of nuclear pre-mRNA domain-containing protein 1A OS=Homo sapiens OX=9606 GN=RPRD1A PE=1 SV=1;A0A0C4DGQ6_HUMAN Regulation of nuclear pre-mRNA domain-containing protein OS=Homo sapiens OX=9606 GN=RPRD1A PE=1 SV=14 4 4 4 12.5 35.719 33954000 7085200 0 1997300 416770 0
Q96P63;Q3SYB5 Serpin B12 SERPINB12 SPB12_HUMAN Serpin B12 OS=Homo sapiens OX=9606 GN=SERPINB12 PE=1 SV=1;Q3SYB5_HUMAN SERPINB12 protein OS=Homo sapiens OX=9606 GN=SERPINB12 PE=2 SV=12 2 2 2 6.4 46.276 73188000 43335000 14526000 3659400 2166800 726300
Q96P70 Importin-9 IPO9 IPO9_HUMAN Importin-9 OS=Homo sapiens OX=9606 GN=IPO9 PE=1 SV=3 1 2 2 2 1.9 115.96 47567000 0 9966200 1132600 0 237290
Q96P91 PON1 Q96P91_HUMAN Paraoxonase 1 (Fragment) OS=Homo sapiens OX=9606 GN=PON1 PE=4 SV=1 1 1 1 1 12.7 5.9976 0 0 0 0 0 0
Q96QK1;Q53FR4;Q5HYM2;I3L4S0;A0A1W2PP10;A0A3B3ITD4 Vacuolar protein sorting-associated protein 35VPS35;DKFZp686O2462VPS35_HUMAN Vacuolar protein sorting-associated protein 35 OS=Homo sapiens OX=9606 GN=VPS35 PE=1 SV=2;Q53FR4_HUMAN Vacuolar protein sorting 35 variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;Q5HYM2_HUMAN Uncharacterized protein DKFZp686O2462 (Fragment6 11 11 11 19 91.706 3.89E+08 45565000 0 9266100 1084900 0
Q96RE7 Nucleus accumbens-associated protein 1NACC1 NACC1_HUMAN Nucleus accumbens-associated protein 1 OS=Homo sapiens OX=9606 GN=NACC1 PE=1 SV=1 1 1 1 1 2.5 57.258 14957000 2405900 0 623200 100250 0
Q96RF0 Sorting nexin-18 SNX18 SNX18_HUMAN Sorting nexin-18 OS=Homo sapiens OX=9606 GN=SNX18 PE=1 SV=2 1 2 2 2 4.3 68.894 41059000 0 0 1866300 0 0
Q96SQ7 Protein atonal homolog 8 ATOH8 ATOH8_HUMAN Transcription factor ATOH8 OS=Homo sapiens OX=9606 GN=ATOH8 PE=1 SV=2 1 1 1 1 2.5 34.643 1.48E+08 0 118750000 9857600 0 7916400
Q99471;H3BPF6;H3BMQ1;A0A0D9SFR8;F8VNW6;A0A7I2V5H9;F8VQZ2Prefoldin subunit 5 PFDN5 PFD5_HUMAN Prefoldin subunit 5 OS=Homo sapiens OX=9606 GN=PFDN5 PE=1 SV=2;H3BPF6_HUMAN Prefoldin subunit 5 OS=Homo sapiens OX=9606 GN=PFDN5 PE=1 SV=2;H3BMQ1_HUMAN Prefoldin subunit 5 OS=Homo sapiens OX=9606 GN=PFDN5 PE=1 SV=1;A0A0D9SFR8_HUMAN Prefoldin sub7 8 8 8 72.1 17.328 4.73E+08 272660000 0 59156000 34083000 0
V9HWC2;Q99497;K7ELW0;K7EN27 Protein deglycase DJ-1 HEL-S-67p;PARK7 V9HWC2_HUMAN protein deglycase OS=Homo sapiens OX=9606 GN=HEL-S-67p PE=2 SV=1;PARK7_HUMAN Parkinson disease protein 7 OS=Homo sapiens OX=9606 GN=PARK7 PE=1 SV=2;K7ELW0_HUMAN Parkinsonism associated deglycase OS=Homo sapiens OX=9606 GN=PARK7 PE=1 SV=1;K7EN24 9 9 9 61.9 19.891 1.57E+09 941260000 31684000 1.31E+08 78438000 2640300
Q99536;B3KUF8;K7ESA3;K7ERT7;K7ENX2;K7EM19;K7EJM4;K7ER81Synaptic vesicle membrane protein VAT-1 homologVAT1 VAT1_HUMAN Synaptic vesicle membrane protein VAT-1 homolog OS=Homo sapiens OX=9606 GN=VAT1 PE=1 SV=2;B3KUF8_HUMAN cDNA FLJ39753 fis, clone SMINT2018343, highly similar to Synaptic vesicle membrane protein VAT-1homolog OS=Homo sapiens OX=9606 PE=2 SV=18 17 17 17 60.1 41.92 5.46E+09 1529900000 5609900 3.42E+08 95617000 350620
Q99543;F2Z3H0;F2Z3N9;Q6P5S9;Q08AR5 DnaJ homolog subfamily C member 2;DnaJ homolog subfamily C member 2, N-terminally processedDNAJC2 DNJC2_HUMAN DnaJ homolog subfamily C member 2 OS=Homo sapiens OX=9606 GN=DNAJC2 PE=1 SV=4;F2Z3H0_HUMAN DnaJ heat shock protein family (Hsp40) member C2 OS=Homo sapiens OX=9606 GN=DNAJC2 PE=1 SV=1;F2Z3N9_HUMAN DnaJ heat shock protein family (Hsp40) member C5 2 2 2 5.2 71.996 35762000 5835700 5617100 1153600 188250 181200
Q99584 Protein S100-A13 S100A13 S10AD_HUMAN Protein S100-A13 OS=Homo sapiens OX=9606 GN=S100A13 PE=1 SV=1 1 5 5 5 41.8 11.471 4.21E+08 399690000 0 70233000 66615000 0
Q9BQ61;K7ELS0;K7ERU7;K7EN60;B2RE11 Uncharacterized protein C19orf43C19orf43 TRIR_HUMAN Telomerase RNA component interacting RNase OS=Homo sapiens OX=9606 GN=TRIR PE=1 SV=1;K7ELS0_HUMAN Telomerase RNA component interacting RNase OS=Homo sapiens OX=9606 GN=TRIR PE=1 SV=1;K7ERU7_HUMAN Telomerase RNA component interacting RNase OS=Hom5 2 2 2 14.8 18.419 2.47E+08 76492000 33539000 41192000 12749000 5589900
Q9BQN1 Protein FAM83C FAM83C FA83C_HUMAN Protein FAM83C OS=Homo sapiens OX=9606 GN=FAM83C PE=1 SV=3 1 1 1 1 1.2 81.077 0 0 0 0 0 0
Q9BR63;Q9NSD9;B7ZB32;A8K666 Phenylalanine--tRNA ligase beta subunitFARSB Q9BR63_HUMAN Phenylalanine--tRNA ligase beta subunit (Fragment) OS=Homo sapiens OX=9606 GN=FARSB PE=2 SV=2;SYFB_HUMAN Phenylalanine--tRNA ligase beta subunit OS=Homo sapiens OX=9606 GN=FARSB PE=1 SV=3;B7ZB32_HUMAN phenylalanine--tRNA ligase OS=Homo sapiens4 4 4 4 6.7 65.7 49821000 10977000 2745000 1509700 332640 83183
Q9BR76;A0A087WW53;F5H390;Q59F81;B4DIU2;F5H0D2;Q9NSK3Coronin-1B;Coronin CORO1B COR1B_HUMAN Coronin-1B OS=Homo sapiens OX=9606 GN=CORO1B PE=1 SV=1;A0A087WW53_HUMAN Coronin OS=Homo sapiens OX=9606 GN=CORO1B PE=1 SV=1;F5H390_HUMAN Coronin OS=Homo sapiens OX=9606 GN=CORO1B PE=1 SV=1;Q59F81_HUMAN Coronin (Fragment) OS=Homo sapiens OX=96067 3 3 3 5.9 54.234 78673000 34514000 0 3933600 1725700 0
Q9BRF8;B3KSL3 Serine/threonine-protein phosphatase CPPED1CPPED1 CPPED_HUMAN Serine/threonine-protein phosphatase CPPED1 OS=Homo sapiens OX=9606 GN=CPPED1 PE=1 SV=3 2 3 3 3 8.9 35.548 1.06E+08 102710000 0 6253400 6041900 0
Q9BRT6 Protein LLP homolog LLPH LLPH_HUMAN Protein LLP homolog OS=Homo sapiens OX=9606 GN=LLPH PE=1 SV=1 1 1 1 1 12.4 15.225 20745000 6745500 0 6915100 2248500 0
Q9BRX8 Redox-regulatory protein FAM213AFAM213A PXL2A_HUMAN Peroxiredoxin-like 2A OS=Homo sapiens OX=9606 GN=PRXL2A PE=1 SV=3 1 2 2 2 8.3 25.764 99478000 0 0 7652100 0 0
Q9BT09 Protein canopy homolog 3CNPY3 CNPY3_HUMAN Protein canopy homolog 3 OS=Homo sapiens OX=9606 GN=CNPY3 PE=1 SV=1 1 1 1 1 3.6 30.748 8432200 0 0 602300 0 0
Q9BTL3;A0A3B3IU46 RNMT-activating mini proteinFAM103A1 RAMAC_HUMAN RNA guanine-N7 methyltransferase activating subunit OS=Homo sapiens OX=9606 GN=RAMAC PE=1 SV=1;RMACL_HUMAN RNA guanine-N7 methyltransferase-activating subunit-like protein OS=Homo sapiens OX=9606 GN=RAMACL PE=3 SV=12 7 7 7 53.4 14.381 7.33E+08 53995000 184600000 91643000 6749400 23075000
Q9BTM9 Ubiquitin-related modifier 1URM1 URM1_HUMAN Ubiquitin-related modifier 1 OS=Homo sapiens OX=9606 GN=URM1 PE=1 SV=1 1 1 1 1 12.9 11.38 33662000 23320000 0 8415500 5829900 0
Q9BU89 Deoxyhypusine hydroxylaseDOHH DOHH_HUMAN Deoxyhypusine hydroxylase OS=Homo sapiens OX=9606 GN=DOHH PE=1 SV=1 1 1 1 1 4 32.904 5581200 5581200 0 372080 372080 0
Q9BUT1;D6RBF6;D6RFG2;D6R9P2;D6R9U8;D6RIR6;B3KY19;A8K5M03-hydroxybutyrate dehydrogenase type 2BDH2;SLC9B2 DHRS6_HUMAN Dehydrogenase/reductase SDR family member 6 OS=Homo sapiens OX=9606 GN=BDH2 PE=1 SV=2;D6RBF6_HUMAN 3-hydroxybutyrate dehydrogenase 2 OS=Homo sapiens OX=9606 GN=BDH2 PE=1 SV=1;D6RFG2_HUMAN 3-hydroxybutyrate dehydrogenase 2 OS=Homo sapiens OX=9608 2 2 2 9 26.724 98087000 28704000 0 7545200 2208000 0
Q9BV20 Methylthioribose-1-phosphate isomeraseMRI1 MTNA_HUMAN Methylthioribose-1-phosphate isomerase OS=Homo sapiens OX=9606 GN=MRI1 PE=1 SV=1 1 1 1 1 4.1 39.149 0 0 0 0 0 0
Q9BV57;A0A0G2JQN5 1,2-dihydroxy-3-keto-5-methylthiopentene dioxygenaseADI1 MTND_HUMAN Acireductone dioxygenase OS=Homo sapiens OX=9606 GN=ADI1 PE=1 SV=1;A0A0G2JQN5_HUMAN Acireductone dioxygenase (Fragment) OS=Homo sapiens OX=9606 GN=ADI1 PE=1 SV=12 3 3 3 16.2 21.498 2.61E+08 87199000 65761000 23734000 7927200 5978200
Q9BVG4;Q9P0N4;A6NDF3 Protein PBDC1 PBDC1 PBDC1_HUMAN Protein PBDC1 OS=Homo sapiens OX=9606 GN=PBDC1 PE=1 SV=1;Q9P0N4_HUMAN HSPC245 OS=Homo sapiens OX=9606 PE=2 SV=1;A6NDF3_HUMAN Polysaccharide biosynthesis domain containing 1 OS=Homo sapiens OX=9606 GN=PBDC1 PE=1 SV=23 3 3 3 13.3 26.056 2.35E+08 152200000 0 21353000 13837000 0
Q9BW30 Tubulin polymerization-promoting protein family member 3TPPP3 TPPP3_HUMAN Tubulin polymerization-promoting protein family member 3 OS=Homo sapiens OX=9606 GN=TPPP3 PE=1 SV=1 1 1 1 1 7.4 18.985 0 0 0 0 0 0
Q9BW34 EEF1D Q9BW34_HUMAN EEF1D protein (Fragment) OS=Homo sapiens OX=9606 GN=EEF1D PE=2 SV=2 1 10 1 0 23.6 60.882 1.05E+08 82196000 0 3886400 3044300 0
Q9BWJ5 Splicing factor 3B subunit 5SF3B5 SF3B5_HUMAN Splicing factor 3B subunit 5 OS=Homo sapiens OX=9606 GN=SF3B5 PE=1 SV=1 1 1 1 1 10.5 10.135 63606000 0 14211000 12721000 0 2842100
Q9BX40;Q5TBP9;Q5TBQ0 Protein LSM14 homolog BLSM14B LS14B_HUMAN Protein LSM14 homolog B OS=Homo sapiens OX=9606 GN=LSM14B PE=1 SV=1;Q5TBP9_HUMAN LSM family member 14B (Fragment) OS=Homo sapiens OX=9606 GN=LSM14B PE=1 SV=1;Q5TBQ0_HUMAN LSM family member 14B (Fragment) OS=Homo sapiens OX=9606 GN=LSM14B PE=1 S3 4 3 3 12.7 42.07 97964000 23640000 0 6997400 1688600 0
Q9BXP5;H7C3A1;Q7Z4Y3;H7C1K0;A0A0A0MSP6;A0A286YEP7;H7C0U8;Q9HBI2;C9JUL9Serrate RNA effector molecule homologSRRT SRRT_HUMAN Serrate RNA effector molecule homolog OS=Homo sapiens OX=9606 GN=SRRT PE=1 SV=1;H7C3A1_HUMAN Arsenite-resistance protein 2 (Fragment) OS=Homo sapiens OX=9606 GN=SRRT PE=1 SV=19 29 29 29 36.6 100.67 4.22E+09 258800000 1538400000 95929000 5881700 34964000
Q9BZZ5;H0YER7 Apoptosis inhibitor 5 API5 API5_HUMAN Apoptosis inhibitor 5 OS=Homo sapiens OX=9606 GN=API5 PE=1 SV=3 2 9 9 2 21.9 59.004 3.08E+08 52236000 0 12305000 2089400 0
Q9C005;B4DIS3 Protein dpy-30 homolog DPY30;LOC84661 DPY30_HUMAN Protein dpy-30 homolog OS=Homo sapiens OX=9606 GN=DPY30 PE=1 SV=1;B4DIS3_HUMAN Dpy-30-like protein, isoform CRA_b OS=Homo sapiens OX=9606 GN=LOC84661 PE=2 SV=12 2 2 2 25.3 11.25 4.83E+08 114230000 2105900 1.21E+08 28559000 526480
Q9C0I1 Myotubularin-related protein 12MTMR12 MTMRC_HUMAN Myotubularin-related protein 12 OS=Homo sapiens OX=9606 GN=MTMR12 PE=1 SV=2 1 1 1 1 2 86.147 0 0 0 0 0 0
Q9H074;D6REB4;H0YA44;D6RJF2 Polyadenylate-binding protein-interacting protein 1PAIP1 PAIP1_HUMAN Polyadenylate-binding protein-interacting protein 1 OS=Homo sapiens OX=9606 GN=PAIP1 PE=1 SV=1;D6REB4_HUMAN Poly(A) binding protein interacting protein 1 OS=Homo sapiens OX=9606 GN=PAIP1 PE=1 SV=14 4 4 4 7.7 53.524 1.77E+08 37263000 5541100 8834200 1863200 277060
Q9H1B7 Interferon regulatory factor 2-binding protein-likeIRF2BPL I2BPL_HUMAN Probable E3 ubiquitin-protein ligase IRF2BPL OS=Homo sapiens OX=9606 GN=IRF2BPL PE=1 SV=1 1 4 2 2 6.7 82.658 24793000 8057800 0 652450 212050 0
Q9H1E3;B4DTY3;Q6IA16 Nuclear ubiquitous casein and cyclin-dependent kinase substrate 1NUCKS1 NUCKS_HUMAN Nuclear ubiquitous casein and cyclin-dependent kinase substrate 1 OS=Homo sapiens OX=9606 GN=NUCKS1 PE=1 SV=13 5 5 5 21.4 27.296 4.98E+08 230540000 30656000 49825000 23054000 3065600
Q9H2D6;A0A1S5UZ31;Q8TCM3;F6WYE2;F6TR96;H0Y5J9;F6WMF4TRIO and F-actin-binding proteinTRIOBP;DKFZp547M048TARA_HUMAN TRIO and F-actin-binding protein OS=Homo sapiens OX=9606 GN=TRIOBP PE=1 SV=3;A0A1S5UZ31_HUMAN TRIO and F-actin-binding protein OS=Homo sapiens OX=9606 GN=TRIOBP PE=2 SV=1;Q8TCM3_HUMAN Uncharacterized protein DKFZp547M048 (Fragment) OS=Homo sapie7 8 8 8 4.4 261.37 2.73E+08 7409700 72094000 2505400 67979 661420
Q9H3K6;A0A499FJE1;H3BTW0;H3BVE0;A0A0B4J295;A0A087WZT3;H3BPT9BolA-like protein 2 BOLA2 BOLA2_HUMAN BolA-like protein 2 OS=Homo sapiens OX=9606 GN=BOLA2 PE=1 SV=1;A0A499FJE1_HUMAN BolA family member 2B OS=Homo sapiens OX=9606 GN=BOLA2B PE=1 SV=1;H3BTW0_HUMAN BOLA2-SMG1P6 readthrough OS=Homo sapiens OX=9606 GN=BOLA2B PE=1 SV=2;H3BVE0_HUMAN BOL7 5 5 5 69.8 10.116 6E+08 495600000 0 1.2E+08 99119000 0
Q9H3N1;G3V448;B4DZX7 Thioredoxin-related transmembrane protein 1TMX1;TXNDC TMX1_HUMAN Thioredoxin-related transmembrane protein 1 OS=Homo sapiens OX=9606 GN=TMX1 PE=1 SV=1;G3V448_HUMAN Thioredoxin related transmembrane protein 1 OS=Homo sapiens OX=9606 GN=TMX1 PE=1 SV=1;B4DZX7_HUMAN Thioredoxin domain containing, isoform CRA_b OS3 2 2 2 7.9 31.791 32178000 25400000 6778300 2925300 2309100 616210
Q9H3P7 Golgi resident protein GCP60ACBD3 GCP60_HUMAN Golgi resident protein GCP60 OS=Homo sapiens OX=9606 GN=ACBD3 PE=1 SV=4 1 9 9 9 20.1 60.593 3.98E+08 102540000 0 18961000 4882800 0
Q9H3U2 smap-7 Q9H3U2_HUMAN SMAP-7 (Fragment) OS=Homo sapiens OX=9606 GN=smap-7 PE=2 SV=1 1 1 1 1 6.6 19.61 0 0 0 0 0 0
Q9H425;E5RI90;E5RFY9 Uncharacterized protein C1orf198C1orf198 CA198_HUMAN Uncharacterized protein C1orf198 OS=Homo sapiens OX=9606 GN=C1orf198 PE=1 SV=1;E5RI90_HUMAN Chromosome 1 open reading frame 198 (Fragment) OS=Homo sapiens OX=9606 GN=C1orf198 PE=1 SV=13 3 3 3 13.1 36.346 80974000 21658000 0 4261800 1139900 0
Q9H444;Q96CF2 Charged multivesicular body protein 4bCHMP4B CHM4B_HUMAN Charged multivesicular body protein 4b OS=Homo sapiens OX=9606 GN=CHMP4B PE=1 SV=1 2 5 5 4 17 24.95 2.84E+08 201700000 2897400 20314000 14407000 206950
Q9H4L5 Oxysterol-binding protein-related protein 3OSBPL3 OSBL3_HUMAN Oxysterol-binding protein-related protein 3 OS=Homo sapiens OX=9606 GN=OSBPL3 PE=1 SV=1 1 1 1 1 1.6 101.22 0 0 0 0 0 0
Q9H4L7 SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1SMARCAD1 SMRCD_HUMAN SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1 OS=Homo sapiens OX=9606 GN=SMARCAD1 PE=1 SV=21 1 1 1 1.3 117.4 0 0 0 0 0 0
Q9H5D3 Q9H5D3_HUMAN cDNA: FLJ23558 fis, clone LNG09703 OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 9.2 17.344 0 0 0 0 0 0
Q9H773;H3BSA6 dCTP pyrophosphatase 1 DCTPP1 DCTP1_HUMAN dCTP pyrophosphatase 1 OS=Homo sapiens OX=9606 GN=DCTPP1 PE=1 SV=1 2 4 4 4 24.1 18.681 1.65E+08 105920000 0 14962000 9629100 0
Q9H814;B4DPU2 Phosphorylated adapter RNA export proteinPHAX PHAX_HUMAN Phosphorylated adapter RNA export protein OS=Homo sapiens OX=9606 GN=PHAX PE=1 SV=1 2 3 3 3 9.1 44.402 60127000 21009000 2907400 3006300 1050500 145370
Q9H9Y4 GPN-loop GTPase 2 GPN2 GPN2_HUMAN GPN-loop GTPase 2 OS=Homo sapiens OX=9606 GN=GPN2 PE=1 SV=2 1 1 1 1 3.9 34.56 0 0 0 0 0 0
Q9HAB8;Q5VVM3 Phosphopantothenate--cysteine ligasePPCS PPCS_HUMAN Phosphopantothenate--cysteine ligase OS=Homo sapiens OX=9606 GN=PPCS PE=1 SV=2 2 3 3 3 9.6 34.005 55788000 49678000 0 3099300 2759900 0
Q9HB71;Q6NVY0;B4DFD3;B2ZWH1 Calcyclin-binding protein CACYBP CYBP_HUMAN Calcyclin-binding protein OS=Homo sapiens OX=9606 GN=CACYBP PE=1 SV=2;Q6NVY0_HUMAN Calcyclin-binding protein OS=Homo sapiens OX=9606 GN=CACYBP PE=2 SV=14 12 12 12 55.7 26.21 1.27E+09 762540000 10698000 97367000 58657000 822960
Q9HD26;A0A0J9YVX5;T1WFC1;F5H1Y4 Golgi-associated PDZ and coiled-coil motif-containing proteinGOPC GOPC_HUMAN Golgi-associated PDZ and coiled-coil motif-containing protein OS=Homo sapiens OX=9606 GN=GOPC PE=1 SV=1;A0A0J9YVX5_HUMAN PDZ domain-containing protein (Fragment) OS=Homo sapiens OX=9606 PE=1 SV=14 3 3 3 8 50.519 20094000 0 0 803750 0 0
Q9NPA8;J3KNT2;E5RI00;E5RHT9;E5RJ84;E5RHX8 Transcription and mRNA export factor ENY2ENY2 ENY2_HUMAN Transcription and mRNA export factor ENY2 OS=Homo sapiens OX=9606 GN=ENY2 PE=1 SV=1;J3KNT2_HUMAN ENY2 transcription and export complex 2 subunit OS=Homo sapiens OX=9606 GN=ENY2 PE=1 SV=1;E5RI00_HUMAN ENY2 transcription and export complex 2 subun6 2 2 2 15.8 11.528 1.39E+08 9762700 47538000 27893000 1952500 9507600
Q9NQ88;A0A0U1RQD1;A0A6Q8PFP0 Fructose-2,6-bisphosphatase TIGARTIGAR TIGAR_HUMAN Fructose-2,6-bisphosphatase TIGAR OS=Homo sapiens OX=9606 GN=TIGAR PE=1 SV=1;A0A0U1RQD1_HUMAN Chromosome 12 open reading frame 5, isoform CRA_b OS=Homo sapiens OX=9606 GN=TIGAR PE=1 SV=1;A0A6Q8PFP0_HUMAN Cyclin N-terminal domain-containing prot3 2 2 2 5.9 30.062 64343000 22199000 0 4595900 1585600 0
Q9NQG5;A2A2M0;A0A087WUK3;A0A087X2D2 Regulation of nuclear pre-mRNA domain-containing protein 1BRPRD1B RPR1B_HUMAN Regulation of nuclear pre-mRNA domain-containing protein 1B OS=Homo sapiens OX=9606 GN=RPRD1B PE=1 SV=1;A2A2M0_HUMAN Regulation of nuclear pre-mRNA domain-containing protein (Fragment) OS=Homo sapiens OX=9606 GN=RPRD1B PE=1 SV=14 4 4 4 14.1 36.899 1.41E+08 51287000 0 10046000 3663400 0
V9HW91;Q9NQR4 Omega-amidase NIT2 HEL-S-8a;NIT2 V9HW91_HUMAN Epididymis secretory sperm binding protein Li 8a OS=Homo sapiens OX=9606 GN=HEL-S-8a PE=2 SV=1;NIT2_HUMAN Omega-amidase NIT2 OS=Homo sapiens OX=9606 GN=NIT2 PE=1 SV=12 2 2 2 11.2 30.608 12278000 6620300 0 682110 367790 0
Q9NQW1 Protein transport protein Sec31BSEC31B SC31B_HUMAN Protein transport protein Sec31B OS=Homo sapiens OX=9606 GN=SEC31B PE=1 SV=1 1 1 1 1 0.6 128.7 0 0 0 0 0 0
Q9NR12;D6RF83;D6RH06;D6RAN1;H7BYK4 PDZ and LIM domain protein 7PDLIM7 PDLI7_HUMAN PDZ and LIM domain protein 7 OS=Homo sapiens OX=9606 GN=PDLIM7 PE=1 SV=1;D6RF83_HUMAN PDZ and LIM domain 7 (Fragment) OS=Homo sapiens OX=9606 GN=PDLIM7 PE=1 SV=1;D6RH06_HUMAN PDZ and LIM domain 7 (Fragment) OS=Homo sapiens OX=9606 GN=PDLIM7 PE=5 3 3 3 6.8 49.844 67822000 5095900 2837300 2511900 188740 105080
Q9NR45;V9HW39 Sialic acid synthase NANS;HEL-S-100 SIAS_HUMAN Sialic acid synthase OS=Homo sapiens OX=9606 GN=NANS PE=1 SV=2;V9HW39_HUMAN Epididymis secretory protein Li 100 OS=Homo sapiens OX=9606 GN=HEL-S-100 PE=2 SV=12 3 3 3 9.2 40.307 1.84E+08 80086000 0 11507000 5005400 0
Q9NRF9 DNA polymerase epsilon subunit 3POLE3 DPOE3_HUMAN DNA polymerase epsilon subunit 3 OS=Homo sapiens OX=9606 GN=POLE3 PE=1 SV=1 1 2 2 2 15.6 16.859 35600000 29820000 0 4450000 3727600 0
Q9NRG7 Epimerase family protein SDR39U1SDR39U1 D39U1_HUMAN Epimerase family protein SDR39U1 OS=Homo sapiens OX=9606 GN=SDR39U1 PE=1 SV=3 1 1 1 1 4.4 31.076 0 0 0 0 0 0
V9HWC4;Q9NRX4;Q6FIE5;Q9P019 14 kDa phosphohistidine phosphataseHEL-S-132P;PHPT1;PHP14V9HWC4_HUMAN 14 kDa phosphohistidine phosphatase OS=Homo sapiens OX=9606 GN=HEL-S-132P PE=2 SV=1;PHP14_HUMAN 14 kDa phosphohistidine phosphatase OS=Homo sapiens OX=9606 GN=PHPT1 PE=1 SV=1;Q6FIE5_HUMAN 14 kDa phosphohistidine phosphatase OS=Homo sapiens OX=4 4 4 4 41.6 13.832 3.66E+08 122290000 0 45755000 15287000 0
Q9NU22;Q6AI22;Q6PJJ1;Q6ZVV6 Midasin MDN1;DKFZp686H16106MDN1_HUMAN Midasin OS=Homo sapiens OX=9606 GN=MDN1 PE=1 SV=2;Q6AI22_HUMAN Uncharacterized protein DKFZp686H16106 (Fragment) OS=Homo sapiens OX=9606 GN=DKFZp686H16106 PE=2 SV=14 3 3 3 0.4 632.81 1.54E+08 8307000 49581000 545910 29458 175820
Q9NUD5 Zinc finger CCHC domain-containing protein 3ZCCHC3 ZCHC3_HUMAN Zinc finger CCHC domain-containing protein 3 OS=Homo sapiens OX=9606 GN=ZCCHC3 PE=1 SV=2 1 1 1 1 3.2 43.547 0 0 0 0 0 0
Q9NWV4 UPF0587 protein C1orf123C1orf123 CZIB_HUMAN CXXC motif containing zinc binding protein OS=Homo sapiens OX=9606 GN=CZIB PE=1 SV=1 1 1 1 1 10 18.048 9978500 9978500 0 997850 997850 0
Q9NX34 Q9NX34_HUMAN cDNA FLJ20465 fis, clone KAT06236 OS=Homo sapiens OX=9606 PE=2 SV=1 1 8 1 1 35.2 19.372 74937000 74937000 0 14987000 14987000 0
Q9NX55;J3QT56 Huntingtin-interacting protein KHYPK HYPK_HUMAN Huntingtin-interacting protein K OS=Homo sapiens OX=9606 GN=HYPK PE=1 SV=3 2 3 3 3 35.5 13.651 82131000 40744000 5547400 13688000 6790600 924560
Q9NX62;H0YBS3 Inositol monophosphatase 3IMPAD1 IMPA3_HUMAN Golgi-resident adenosine 3,5-bisphosphate 3-phosphatase OS=Homo sapiens OX=9606 GN=BPNT2 PE=1 SV=1;H0YBS3_HUMAN 3(2), 5-bisphosphate nucleotidase 2 (Fragment) OS=Homo sapiens OX=9606 GN=BPNT2 PE=1 SV=12 2 2 2 5.6 38.681 39134000 1982000 0 2174100 110110 0
Q9NXG2;O60362;Q6MZT3;H3BNW0;B4DFY9 THUMP domain-containing protein 1THUMPD1;44M2.1;DKFZp686C1054THUM1_HUMAN THUMP domain-containing protein 1 OS=Homo sapiens OX=9606 GN=THUMPD1 PE=1 SV=2;O60362_HUMAN Uncharacterized protein 44M2.1 OS=Homo sapiens OX=9606 GN=44M2.1 PE=4 SV=1;Q6MZT3_HUMAN Uncharacterized protein DKFZp686C1054 OS=Homo sapiens OX=9606 GN5 4 4 4 14.2 39.315 1.01E+08 12283000 6857400 4216100 511800 285720
X5DR54;Q9NXR1;I3L533;I3L2R9;A0A6Q8PG46;I3L3G9;A0A6Q8PGV6;X5DP35;A0A6Q8PEY3;I3L522;A0A0J9YYF5;I3L2S8;I3L2R3;I3L2T8;A0A6Q8PHH1;A0A0J9YY14Nuclear distribution protein nudE homolog 1NDE1 X5DR54_HUMAN Epididymis secretory sperm binding protein (Fragment) OS=Homo sapiens OX=9606 GN=NDE1 PE=1 SV=1;NDE1_HUMAN Nuclear distribution protein nudE homolog 1 OS=Homo sapiens OX=9606 GN=NDE1 PE=1 SV=3;I3L533_HUMAN Nuclear distribution protein nudE hom16 3 3 3 11.6 37.72 37710000 18211000 0 1508400 728450 0
Q9NY27;C9IZ04;F8WCA1;H7C559;F8WDK3 Serine/threonine-protein phosphatase 4 regulatory subunit 2PPP4R2 PP4R2_HUMAN Serine/threonine-protein phosphatase 4 regulatory subunit 2 OS=Homo sapiens OX=9606 GN=PPP4R2 PE=1 SV=3;C9IZ04_HUMAN Protein phosphatase 4 regulatory subunit 2 (Fragment) OS=Homo sapiens OX=9606 GN=PPP4R2 PE=1 SV=15 8 8 8 25.9 46.898 2.38E+08 95179000 2669600 11331000 4532300 127130
Q9NZ53 Podocalyxin-like protein 2PODXL2 PDXL2_HUMAN Podocalyxin-like protein 2 OS=Homo sapiens OX=9606 GN=PODXL2 PE=1 SV=1 1 1 1 1 2.3 65.075 13702000 0 0 856390 0 0
Q9NZI8;D3DTW3;B4DKT5;F8W930;Q9Y6M1 Insulin-like growth factor 2 mRNA-binding protein 1IGF2BP1 IF2B1_HUMAN Insulin-like growth factor 2 mRNA-binding protein 1 OS=Homo sapiens OX=9606 GN=IGF2BP1 PE=1 SV=2;D3DTW3_HUMAN Insulin-like growth factor 2 mRNA binding protein 1 deltaN CRDBP OS=Homo sapiens OX=9606 GN=IGF2BP1 PE=2 SV=15 11 11 10 23.4 63.48 3.96E+08 9568300 0 13213000 318940 0
Q9NZJ9;F8VRL4;F8VRR0;A0A0C4DGJ4;B2RE29;A0A024RBG1;Q96G61;Q8NFP7Diphosphoinositol polyphosphate phosphohydrolase 2;Diphosphoinositol polyphosphate phosphohydrolase 3-beta;Diphosphoinositol polyphosphate phosphohydrolase 3-alphaNUDT4;NUDT11;NUDT10NUDT4_HUMAN Diphosphoinositol polyphosphate phosphohydrolase 2 OS=Homo sapiens OX=9606 GN=NUDT4 PE=1 SV=2;F8VRL4_HUMAN Nudix hydrolase 4 (Fragment) OS=Homo sapiens OX=9606 GN=NUDT4 PE=1 SV=1;F8VRR0_HUMAN Nudix hydrolase 4 (Fragment) OS=Homo sapiens OX=96068 4 4 4 26.7 20.306 1.83E+08 75177000 0 26161000 10740000 0
Q9NZT1;Q53H37 Calmodulin-like protein 5 CALML5 CALL5_HUMAN Calmodulin-like protein 5 OS=Homo sapiens OX=9606 GN=CALML5 PE=1 SV=2;Q53H37_HUMAN Calmodulin-like skin protein variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=12 3 3 3 30.1 15.892 1.52E+09 565580000 525010000 1.68E+08 62842000 58334000
Q9P0K7;B4DNL3;B3KMZ9 Ankycorbin RAI14 RAI14_HUMAN Ankycorbin OS=Homo sapiens OX=9606 GN=RAI14 PE=1 SV=2;B4DNL3_HUMAN cDNA FLJ53145, highly similar to Ankycorbin (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=13 8 8 8 8.9 110.04 91792000 0 8282000 1555800 0 140370
Q9P1F3;Q5SZC9 Costars family protein ABRACLABRACL ABRAL_HUMAN Costars family protein ABRACL OS=Homo sapiens OX=9606 GN=ABRACL PE=1 SV=1;Q5SZC9_HUMAN ABRA C-terminal like OS=Homo sapiens OX=9606 GN=ABRACL PE=1 SV=12 2 2 2 35.8 9.0564 3.96E+08 168710000 6472600 1.32E+08 56237000 2157500
U3KPZ7;Q9P2N5 RNA-binding protein 27 RBM27 U3KPZ7_HUMAN RNA-binding protein 27 OS=Homo sapiens OX=9606 PE=1 SV=1;RBM27_HUMAN RNA-binding protein 27 OS=Homo sapiens OX=9606 GN=RBM27 PE=1 SV=22 2 1 1 2.2 114.54 7189400 0 0 189190 0 0
Q9UBB4;A0A1W2PQD2;Q7Z524;B1AHE4;Q9NTC6;B1AHE3 Ataxin-10 ATXN10 ATX10_HUMAN Ataxin-10 OS=Homo sapiens OX=9606 GN=ATXN10 PE=1 SV=1;A0A1W2PQD2_HUMAN Ataxin 10 (Fragment) OS=Homo sapiens OX=9606 GN=ATXN10 PE=1 SV=1;Q7Z524_HUMAN Ataxin-10 OS=Homo sapiens OX=9606 PE=2 SV=1;B1AHE4_HUMAN Ataxin 10 (Fragment) OS=Homo sapiens O6 4 4 4 10.1 53.488 88913000 81270000 0 3419700 3125800 0
Q9UBQ5;K7ERF1;B4DVD7;K7ES31;U3LUI4;A0A087WVB9;K7EQM4;K7EK53;B4DQ48Eukaryotic translation initiation factor 3 subunit KEIF3K EIF3K_HUMAN Eukaryotic translation initiation factor 3 subunit K OS=Homo sapiens OX=9606 GN=EIF3K PE=1 SV=1;K7ERF1_HUMAN Eukaryotic translation initiation factor 3 subunit K OS=Homo sapiens OX=9606 GN=EIF3K PE=1 SV=1;B4DVD7_HUMAN Eukaryotic translation ini9 11 11 11 63.8 25.059 3.61E+09 227500000 2016600000 3.28E+08 20681000 183330000
Q9UBS4;B3KW63;H7C2Y5 DnaJ homolog subfamily B member 11DNAJB11 DJB11_HUMAN DnaJ homolog subfamily B member 11 OS=Homo sapiens OX=9606 GN=DNAJB11 PE=1 SV=1;B3KW63_HUMAN cDNA FLJ42295 fis, clone TLIVE2008213, highly similar to DnaJ homolog subfamily B member 11 OS=Homo sapiens OX=9606 PE=2 SV=13 5 5 5 20.7 40.513 1.75E+08 38581000 0 10927000 2411300 0
Q9UFW8;C9JUJ0 CGG triplet repeat-binding protein 1CGGBP1 CGBP1_HUMAN CGG triplet repeat-binding protein 1 OS=Homo sapiens OX=9606 GN=CGGBP1 PE=1 SV=2;C9JUJ0_HUMAN CGG triplet repeat binding protein 1 (Fragment) OS=Homo sapiens OX=9606 GN=CGGBP1 PE=1 SV=12 4 4 4 25.7 18.82 1.31E+08 36509000 67681000 10922000 3042400 5640100
Q9UHD1;E9PIZ4;Q9NZ93;E9PSD5;E9PHZ2;E9PPQ5 Cysteine and histidine-rich domain-containing protein 1CHORDC1 CHRD1_HUMAN Cysteine and histidine-rich domain-containing protein 1 OS=Homo sapiens OX=9606 GN=CHORDC1 PE=1 SV=2;E9PIZ4_HUMAN Cysteine and histidine rich domain containing 1 OS=Homo sapiens OX=9606 GN=CHORDC1 PE=1 SV=1;Q9NZ93_HUMAN Uncharacterized bone mar6 2 2 2 7.2 37.489 61351000 22145000 0 3834400 1384100 0
Q9UHR4 Brain-specific angiogenesis inhibitor 1-associated protein 2-like protein 1BAIAP2L1 BI2L1_HUMAN Brain-specific angiogenesis inhibitor 1-associated protein 2-like protein 1 OS=Homo sapiens OX=9606 GN=BAIAP2L1 PE=1 SV=21 5 5 5 9.6 56.882 97815000 4623500 25303000 3155300 149140 816220
Q9UI30 Multifunctional methyltransferase subunit TRM112-like proteinTRMT112 TR112_HUMAN Multifunctional methyltransferase subunit TRM112-like protein OS=Homo sapiens OX=9606 GN=TRMT112 PE=1 SV=1 1 2 2 2 20.8 14.199 75382000 17256000 6054000 10769000 2465200 864860
Q9UI54 Putative uncharacterized protein PRO0628PRO0628 YT001_HUMAN Putative uncharacterized protein PRO0628 OS=Homo sapiens OX=9606 GN=PRO0628 PE=5 SV=1 1 1 1 1 14.5 6.3866 0 0 0 0 0 0
Q9UJA5 tRNA (adenine(58)-N(1))-methyltransferase non-catalytic subunit TRM6TRMT6 TRM6_HUMAN tRNA (adenine(58)-N(1))-methyltransferase non-catalytic subunit TRM6 OS=Homo sapiens OX=9606 GN=TRMT6 PE=1 SV=11 1 1 1 1.8 55.799 10564000 0 0 364290 0 0
Q9UJU6;Q59FH4;H0Y5J4;B4DDU5;B4DKZ4;F2Z2V3;F8WB73;F8WCK3;F2Z3E3;F8WC20;F8WBB2;F8WFE1;F8WBG8;B4DNX5Drebrin-like protein DBNL DBNL_HUMAN Drebrin-like protein OS=Homo sapiens OX=9606 GN=DBNL PE=1 SV=1;Q59FH4_HUMAN Drebrin-like protein variant (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;H0Y5J4_HUMAN Drebrin like (Fragment) OS=Homo sapiens OX=9606 GN=DBNL PE=1 SV=1;B4DDU5_HUMAN cDN14 6 6 1 16 48.207 3.22E+08 215200000 0 16079000 10760000 0
Q9UKD2;B4DHZ2 mRNA turnover protein 4 homologMRTO4 MRT4_HUMAN mRNA turnover protein 4 homolog OS=Homo sapiens OX=9606 GN=MRTO4 PE=1 SV=2 2 3 3 3 13.4 27.56 76101000 38913000 6288500 5073400 2594200 419240
Q9UKX7;B0QY21 Nuclear pore complex protein Nup50NUP50 NUP50_HUMAN Nuclear pore complex protein Nup50 OS=Homo sapiens OX=9606 GN=NUP50 PE=1 SV=2;B0QY21_HUMAN Nucleoporin 50 (Fragment) OS=Homo sapiens OX=9606 GN=NUP50 PE=1 SV=12 4 4 4 10.9 50.144 2.13E+08 161270000 12382000 7609800 5759700 442210
Q9UKY7;A0A8I5KX85;D6R9V8;D6RFH2;D6RDN0;H0Y8K3;D6R973;D6RAV0Protein CDV3 homolog CDV3 CDV3_HUMAN Protein CDV3 homolog OS=Homo sapiens OX=9606 GN=CDV3 PE=1 SV=1;A0A8I5KX85_HUMAN CDV3 homolog OS=Homo sapiens OX=9606 GN=CDV3 PE=1 SV=18 11 11 11 53.9 27.335 1.19E+09 721250000 10659000 91410000 55481000 819950
Q9UL25;Q96GX3 Ras-related protein Rab-21RAB21 RAB21_HUMAN Ras-related protein Rab-21 OS=Homo sapiens OX=9606 GN=RAB21 PE=1 SV=3;Q96GX3_HUMAN Ras-related protein Rab-21 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=12 2 2 2 11.1 24.347 24250000 0 0 1865400 0 0
Q9ULC3 Ras-related protein Rab-23RAB23 RAB23_HUMAN Ras-related protein Rab-23 OS=Homo sapiens OX=9606 GN=RAB23 PE=1 SV=1 1 2 2 2 8.4 26.659 9151300 0 0 653660 0 0
Q9ULC4;A0A3B3IRV3 Malignant T-cell-amplified sequence 1MCTS1 MCTS1_HUMAN Malignant T-cell-amplified sequence 1 OS=Homo sapiens OX=9606 GN=MCTS1 PE=1 SV=1 2 3 3 3 19.3 20.555 88016000 42172000 278250 8801600 4217200 27825
Q9UMS4;H0YGZ5 Pre-mRNA-processing factor 19PRPF19 PRP19_HUMAN Pre-mRNA-processing factor 19 OS=Homo sapiens OX=9606 GN=PRPF19 PE=1 SV=1 2 3 3 3 6 55.18 77218000 0 0 4064100 0 0
Q9UMX5 Neudesin NENF NENF_HUMAN Neudesin OS=Homo sapiens OX=9606 GN=NENF PE=1 SV=1 1 3 3 3 21.5 18.856 1.88E+08 51106000 4323500 17056000 4646000 393040
Q9UNE7;H3BTA3;H3BS86;H3BUD0 E3 ubiquitin-protein ligase CHIPSTUB1 CHIP_HUMAN E3 ubiquitin-protein ligase CHIP OS=Homo sapiens OX=9606 GN=STUB1 PE=1 SV=2;H3BTA3_HUMAN STIP1 homology and U-box containing protein 1 (Fragment) OS=Homo sapiens OX=9606 GN=STUB1 PE=1 SV=1;H3BS86_HUMAN STIP1 homology and U-box containing protein4 6 6 6 20.8 34.856 1.72E+08 88742000 4648600 8175000 4225800 221360
Q9UNF0;Q6FIA3;A0A0U1RR22;B0QYG7;B0QYG8;H0Y923;A2VCM5;F6U236;B4DFJ9;Q5TZC3;Q9BY11Protein kinase C and casein kinase substrate in neurons protein 2PACSIN2 PACN2_HUMAN Protein kinase C and casein kinase substrate in neurons protein 2 OS=Homo sapiens OX=9606 GN=PACSIN2 PE=1 SV=2;Q6FIA3_HUMAN PACSIN2 protein OS=Homo sapiens OX=9606 GN=PACSIN2 PE=2 SV=1;A0A0U1RR22_HUMAN Protein kinase C and casein kinase substra11 9 9 9 18.9 55.738 6.45E+08 354180000 6742400 28039000 15399000 293150
Q9UNZ2;Q53FE8;Q53FF5;F2Z2K0;R4GNE6;Q6ZQU3;G3V4V8;R4GMY2NSFL1 cofactor p47 NSFL1C NSF1C_HUMAN NSFL1 cofactor p47 OS=Homo sapiens OX=9606 GN=NSFL1C PE=1 SV=2;Q53FE8_HUMAN NSFL1 cofactor p47 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;Q53FF5_HUMAN NSFL1 cofactor p47 (Fragment) OS=Homo sapiens OX=9606 PE=2 SV=1;F2Z2K0_HUMAN NSFL1 cofactor8 21 21 21 64.6 40.572 2.63E+09 1882200000 0 1.2E+08 85553000 0
Q9UNZ5;K7ESE5;A0A0A0MQS3 Leydig cell tumor 10 kDa protein homologC19orf53 L10K_HUMAN Leydig cell tumor 10 kDa protein homolog OS=Homo sapiens OX=9606 GN=C19orf53 PE=1 SV=1;K7ESE5_HUMAN Chromosome 19 open reading frame 53 OS=Homo sapiens OX=9606 GN=C19orf53 PE=1 SV=1;A0A0A0MQS3_HUMAN Chromosome 19 open reading frame 53 (Fragment)3 3 3 3 16.2 10.576 1.64E+08 99433000 23174000 32747000 19887000 4634700
Q9UPA5 Protein bassoon BSN BSN_HUMAN Protein bassoon OS=Homo sapiens OX=9606 GN=BSN PE=1 SV=4 1 2 2 1 0.9 416.46 0 0 0 0 0 0
Q9UPT8;M0QY97 Zinc finger CCCH domain-containing protein 4ZC3H4 ZC3H4_HUMAN Zinc finger CCCH domain-containing protein 4 OS=Homo sapiens OX=9606 GN=ZC3H4 PE=1 SV=3;M0QY97_HUMAN Zinc finger CCCH-type containing 4 (Fragment) OS=Homo sapiens OX=9606 GN=ZC3H4 PE=1 SV=12 3 3 3 3.5 140.26 94686000 7441300 33894000 2058400 161770 736830
Q9Y230;B3KNL2;M0R0Y3;B4DW30;X6R2L4;M0QXI6;M0R0Z0;A0A1W2PS48RuvB-like 2 RUVBL2 RUVB2_HUMAN RuvB-like 2 OS=Homo sapiens OX=9606 GN=RUVBL2 PE=1 SV=3;B3KNL2_HUMAN RuvB-like helicase OS=Homo sapiens OX=9606 GN=RUVBL2 PE=2 SV=1;M0R0Y3_HUMAN RuvB-like helicase OS=Homo sapiens OX=9606 GN=RUVBL2 PE=1 SV=18 11 11 11 28.7 51.156 7.52E+08 132060000 0 27833000 4891100 0
Q9Y237 Peptidyl-prolyl cis-trans isomerase NIMA-interacting 4PIN4 PIN4_HUMAN Peptidyl-prolyl cis-trans isomerase NIMA-interacting 4 OS=Homo sapiens OX=9606 GN=PIN4 PE=1 SV=1 1 2 2 2 16 13.81 34574000 8515200 0 4321800 1064400 0
Q9Y250 Leucine zipper putative tumor suppressor 1LZTS1 LZTS1_HUMAN Leucine zipper putative tumor suppressor 1 OS=Homo sapiens OX=9606 GN=LZTS1 PE=1 SV=3 1 2 2 2 4.4 66.612 46394000 20477000 16963000 1449800 639910 530080
Q9Y266;A0A0A0MSU9;Q9H2R7;A0A0A0MSS4 Nuclear migration protein nudCNUDC NUDC_HUMAN Nuclear migration protein nudC OS=Homo sapiens OX=9606 GN=NUDC PE=1 SV=1 4 13 13 13 38.1 38.242 2.45E+09 1722800000 50291000 1.17E+08 82037000 2394800
Q9Y295;Q9UFA5;F8WEE0;H0YI06;J3QRI9;B4DMP8;J3QKW7;A8MZF9;P55039Developmentally-regulated GTP-binding protein 1DRG1 DRG1_HUMAN Developmentally-regulated GTP-binding protein 1 OS=Homo sapiens OX=9606 GN=DRG1 PE=1 SV=1 9 14 14 14 47.7 40.542 9.01E+08 60679000 329220000 39188000 2638200 14314000
Q9Y2B0;F8VXJ7;F8W031;F8W1K5;H0YI18;H0YIH9;F8W1U5;F8VP03Protein canopy homolog 2CNPY2 CNPY2_HUMAN Protein canopy homolog 2 OS=Homo sapiens OX=9606 GN=CNPY2 PE=1 SV=1;F8VXJ7_HUMAN Canopy FGF signaling regulator 2 (Fragment) OS=Homo sapiens OX=9606 GN=CNPY2 PE=1 SV=1;F8W031_HUMAN DUF3456 domain-containing protein (Fragment) OS=Homo sapiens OX8 8 8 8 58.2 20.652 8.04E+08 27942000 0 73091000 2540100 0
Q9Y2T2;Q8NDP0;B4DRN6 AP-3 complex subunit mu-1AP3M1;DKFZp586G1518AP3M1_HUMAN AP-3 complex subunit mu-1 OS=Homo sapiens OX=9606 GN=AP3M1 PE=1 SV=1;Q8NDP0_HUMAN Uncharacterized protein DKFZp586G1518 (Fragment) OS=Homo sapiens OX=9606 GN=DKFZp586G1518 PE=2 SV=1;B4DRN6_HUMAN cDNA FLJ51284, highly similar to Adapter-relatedp3 13 13 11 45.7 46.939 1.08E+09 0 506330000 49151000 0 23015000
Q9Y2V2;H3BTK3;I3L3X8;H3BSW7;H3BUY4;H3BPY5;H3BNU9 Calcium-regulated heat stable protein 1CARHSP1 CHSP1_HUMAN Calcium-regulated heat-stable protein 1 OS=Homo sapiens OX=9606 GN=CARHSP1 PE=1 SV=2;H3BTK3_HUMAN Calcium regulated heat stable protein 1 (Fragment) OS=Homo sapiens OX=9606 GN=CARHSP1 PE=1 SV=1;I3L3X8_HUMAN Calcium regulated heat stable protein7 4 4 4 42.2 15.892 6.83E+08 527620000 0 97504000 75374000 0
Q9Y2X3;H7BZ72;B3KN82;F8WED0;B4DUY3 Nucleolar protein 58 NOP58 NOP58_HUMAN Nucleolar protein 58 OS=Homo sapiens OX=9606 GN=NOP58 PE=1 SV=1;H7BZ72_HUMAN NOP58 ribonucleoprotein (Fragment) OS=Homo sapiens OX=9606 GN=NOP58 PE=1 SV=1;B3KN82_HUMAN cDNA FLJ13913 fis, clone Y79AA1000231, highly similar to Nucleolar protein N5 3 3 3 5.5 59.578 15311000 0 10804000 637970 0 450160
Q9Y383;B3KSL5;A0A0A6YYJ8;B3KRR1;Q75M91;V9GZ75;F8WEU3;F8WBC1;F2Z322;B3KSP8Putative RNA-binding protein Luc7-like 2LUC7L2 LC7L2_HUMAN Putative RNA-binding protein Luc7-like 2 OS=Homo sapiens OX=9606 GN=LUC7L2 PE=1 SV=2;B3KSL5_HUMAN cDNA FLJ36545 fis, clone TRACH2006670, highly similar to RNA-binding protein Luc7-like 2 OS=Homo sapiens OX=9606 PE=2 SV=1;A0A0A6YYJ8_HUMAN Putati10 14 14 9 38.5 46.513 1.24E+09 346910000 6733900 68731000 19273000 374110
Q9Y3B4 Splicing factor 3B subunit 6SF3B6 SF3B6_HUMAN Splicing factor 3B subunit 6 OS=Homo sapiens OX=9606 GN=SF3B6 PE=1 SV=1 1 2 2 2 16.8 14.585 98854000 0 43483000 12357000 0 5435300
Q9Y3C1;D6RIC3;A0A0C4DGU5;Q9P0T8;D6RC60;B4E098 Nucleolar protein 16 NOP16 NOP16_HUMAN Nucleolar protein 16 OS=Homo sapiens OX=9606 GN=NOP16 PE=1 SV=2;D6RIC3_HUMAN Nucleolar protein 16 OS=Homo sapiens OX=9606 GN=NOP16 PE=1 SV=1;A0A0C4DGU5_HUMAN Nucleolar protein 16 OS=Homo sapiens OX=9606 GN=NOP16 PE=1 SV=1;Q9P0T8_HUMAN Nucleolar6 4 4 4 26.4 21.188 81472000 28576000 0 8147200 2857600 0
Q9Y3C6 Peptidyl-prolyl cis-trans isomerase-like 1PPIL1 PPIL1_HUMAN Peptidyl-prolyl cis-trans isomerase-like 1 OS=Homo sapiens OX=9606 GN=PPIL1 PE=1 SV=1 1 4 4 4 28.9 18.237 2.67E+08 61673000 68880000 33326000 7709200 8610000
Q9Y3D6 Mitochondrial fission 1 proteinFIS1 FIS1_HUMAN Mitochondrial fission 1 protein OS=Homo sapiens OX=9606 GN=FIS1 PE=1 SV=2 1 2 2 2 19.1 16.937 79313000 30219000 771670 11330000 4317000 110240
Q9Y3F4;B0AZV0;H0YH33 Serine-threonine kinase receptor-associated proteinSTRAP STRAP_HUMAN Serine-threonine kinase receptor-associated protein OS=Homo sapiens OX=9606 GN=STRAP PE=1 SV=1;B0AZV0_HUMAN cDNA, FLJ79540, highly similar to Serine-threonine kinase receptor-associatedprotein OS=Homo sapiens OX=9606 PE=2 SV=13 12 12 12 47.7 38.438 1.52E+09 512280000 26017000 72468000 24394000 1238900
Q9Y3I0;B4DNA0;B4DNG5;B4DXF1 tRNA-splicing ligase RtcB homologRTCB RTCB_HUMAN RNA-splicing ligase RtcB homolog OS=Homo sapiens OX=9606 GN=RTCB PE=1 SV=1;B4DNA0_HUMAN 3-phosphate/5-hydroxy nucleic acid ligase OS=Homo sapiens OX=9606 PE=2 SV=14 15 15 15 38.2 55.21 1E+09 115350000 304240000 41651000 4806300 12677000
Q9Y3U8;J3QSB5;J3KTD3 60S ribosomal protein L36RPL36 RL36_HUMAN Large ribosomal subunit protein eL36 OS=Homo sapiens OX=9606 GN=RPL36 PE=1 SV=3 3 5 5 5 30.5 12.254 2.21E+09 877360000 17347000 7.36E+08 292450000 5782400
Q9Y490 Talin-1 TLN1 TLN1_HUMAN Talin-1 OS=Homo sapiens OX=9606 GN=TLN1 PE=1 SV=3 1 25 25 21 12 269.76 8.05E+08 130810000 16657000 6055100 983510 125240
Q9Y547;A6NIR2;X6R7Y7 Intraflagellar transport protein 25 homologHSPB11 IFT25_HUMAN Intraflagellar transport protein 25 homolog OS=Homo sapiens OX=9606 GN=IFT25 PE=1 SV=1;A6NIR2_HUMAN Chromosome 1 open reading frame 41, isoform CRA_b OS=Homo sapiens OX=9606 GN=IFT25 PE=1 SV=1;X6R7Y7_HUMAN Heat shock protein family B (small) me3 2 2 2 25 16.297 1.2E+08 101540000 0 23981000 20308000 0
Q9Y5B9;Q0VGA3;G3V5A4;G3V401;G3V2X0 FACT complex subunit SPT16SUPT16H SP16H_HUMAN FACT complex subunit SPT16 OS=Homo sapiens OX=9606 GN=SUPT16H PE=1 SV=1 5 41 41 41 44.1 119.91 1.38E+10 631830000 4451000000 2.56E+08 11701000 82426000
Q9Y5K6 CD2-associated protein CD2AP CD2AP_HUMAN CD2-associated protein OS=Homo sapiens OX=9606 GN=CD2AP PE=1 SV=1 1 11 11 11 19.2 71.45 4.7E+08 343090000 0 13441000 9802600 0
Q9Y5T4 DnaJ homolog subfamily C member 15DNAJC15 DJC15_HUMAN DnaJ homolog subfamily C member 15 OS=Homo sapiens OX=9606 GN=DNAJC15 PE=1 SV=2 1 1 1 1 9.3 16.383 0 0 0 0 0 0
Q9Y623 Myosin-4 MYH4 MYH4_HUMAN Myosin-4 OS=Homo sapiens OX=9606 GN=MYH4 PE=2 SV=2 1 1 1 1 0.5 223.07 0 0 0 0 0 0
Q9Y678;B3KW21;Q8WUI6;A0A140VK12;Q9UBF2;Q9NUP3;B3KND4;Q9H9B7Coatomer subunit gamma-1;Coatomer subunit gamma-2COPG1;COPG;COPG2 COPG1_HUMAN Coatomer subunit gamma-1 OS=Homo sapiens OX=9606 GN=COPG1 PE=1 SV=1;B3KW21_HUMAN cDNA FLJ41945 fis, clone PLACE6019676, highly similar to Coatomer subunit gamma OS=Homo sapiens OX=9606 PE=2 SV=1;Q8WUI6_HUMAN COPG protein (Fragment) OS=Homo sapi8 3 3 3 3.7 97.717 2.48E+08 130490000 71230000 5057500 2663000 1453700
Q9Y680;F8WCU2;F8WBF2;B4DRE2;A0A8I5KRR8 Peptidyl-prolyl cis-trans isomerase FKBP7;Peptidyl-prolyl cis-trans isomeraseFKBP7 FKBP7_HUMAN Peptidyl-prolyl cis-trans isomerase FKBP7 OS=Homo sapiens OX=9606 GN=FKBP7 PE=1 SV=2;F8WCU2_HUMAN FKBP prolyl isomerase 7 OS=Homo sapiens OX=9606 GN=FKBP7 PE=1 SV=1;F8WBF2_HUMAN FKBP prolyl isomerase 7 OS=Homo sapiens OX=9606 GN=FKBP7 PE=1 SV=15 2 2 2 10.8 25.794 56649000 10958000 0 3776600 730530 0
Q9Y6A4;B4DN94;H3BPA3 Cilia- and flagella-associated protein 20CFAP20 CFA20_HUMAN Cilia- and flagella-associated protein 20 OS=Homo sapiens OX=9606 GN=CFAP20 PE=1 SV=1;B4DN94_HUMAN cDNA FLJ58848, highly similar to Homo sapiens transcription factor IIB OS=Homo sapiens OX=9606 PE=2 SV=13 3 3 3 13.5 22.774 1.15E+08 3251000 57272000 9567600 270920 4772700
Q9Y6Q3 Zinc finger protein 37 homologZFP37 ZFP37_HUMAN Zinc finger protein 37 homolog OS=Homo sapiens OX=9606 GN=ZFP37 PE=2 SV=3 1 1 1 1 2.2 71.209 0 0 0 0 0 0
Q9Y6W5;Q05BU7;B4E3J5;Q8NBU0 Wiskott-Aldrich syndrome protein family member 2WASF2 WASF2_HUMAN Actin-binding protein WASF2 OS=Homo sapiens OX=9606 GN=WASF2 PE=1 SV=3;Q05BU7_HUMAN WASF2 protein (Fragment) OS=Homo sapiens OX=9606 GN=WASF2 PE=2 SV=1;B4E3J5_HUMAN cDNA FLJ55445, highly similar to Wiskott-Aldrich syndrome protein family member4 3 3 3 6.4 54.283 11239000 11239000 0 661120 661120 0
S6AWD6 S6AWD6_HUMAN IgG L chain OS=Homo sapiens OX=9606 PE=2 SV=1 1 1 1 1 9 19.45 72113000 0 39876000 9014100 0 4984500
V9HW05 HEL-210 V9HW05_HUMAN Epididymis luminal protein 210 OS=Homo sapiens OX=9606 GN=HEL-210 PE=2 SV=1 1 7 1 1 71.9 10.856 11883000 11883000 0 2376600 2376600 0
W6CW81 POP3 PYDC5_HUMAN Pyrin domain-containing protein 5 OS=Homo sapiens OX=9606 GN=PYDC5 PE=1 SV=1 1 1 1 1 10.6 12.732 0 0 0 0 0 0
W8QEH3 LMNA W8QEH3_HUMAN Lamin A/C OS=Homo sapiens OX=9606 GN=LMNA PE=3 SV=1 1 35 1 0 62.4 65.116 75541000 66724000 0 2041700 1803400 0



TCGA Tumor OS-HR OS-p(HR)
ACC 2 9.20E-02 1.04
BLCA 1.2 0.15 0.82
BRCA 1.1 0.57 0.24
CESC 0.9 0.65 0.19
CHOL 1.2 0.67 0.17
COAD 0.69 0.14 0.85
DLBC 2.2 0.3 0.52
ESCA 1.2 0.37 0.43
GBM 0.79 0.19 0.72
HNSC 0.9 0.42 0.38
KICH 4.2 0.072 1.14
KIRC 0.54 0.00012 3.92
KIRP 1.4 0.24 0.62
LAML 1.1 0.72 0.14
LGG 0.72 7.30E-02 1.14
LIHC 1.2 0.22 0.66
LUAD 0.99 0.94 0.03
LUSC 0.95 0.68 0.17
MESO 0.85 0.52 0.28
OV 1.1 0.46 0.34
PAAD 1 0.88 0.06
PCPG 1.3 0.75 0.12
PRAD 1.3 0.67 0.17
READ 0.79 0.62 0.21
SARC 0.75 0.17 0.77
SKCM 1.1 0.35 0.46
STAD 1.2 0.35 0.46
TGCT 2.4 0.44 0.36
THCA 1.3 0.61 0.21
THYM 0.92 0.91 0.04
UCEC 0.86 0.67 0.17
UCS 0.94 0.86 0.07
UVM 2.9 0.029 1.54

Table S2_HBO1-survival
-Log10 p value



TCGA Tumor P value R TCGA Normal P value R GTEx P value R
ACC 5.2e−08 0.57 Adipose-Subcutaneous 0.00250 0.17

BLCA 0.00 0.41 BLCA 0.53000 -0.15 Adipose-Visceral (Omentum) 0.80000 0.018
BRCA 0.00 0.26 BRCA 7.1e−13 0.61 Adrenal Gland 1.9e−12 0.57
CESC 0.00 0.56 CESC 0.03000 -1 Bladder 0.66000 -0.17
CHOL 0.06 0.32 CHOL 0.68000 0.16 Cells-EBV-transformed lymphocytes 0.22000 0.12
COAD 0.00 0.55 COAD 0.91000 0.019 Artery-Aorta 0.00013 0.26
DLBC 5.9e−12 0.81 Artery-Coronary 0.03100 -0.2
ESCA 4.1e−08 0.39 ESCA 0.02900 0.6 Artery-Tibial 9e−04 0.2
GBM 0.00 0.63 Whole Blood 0.00000 0.78
HNSC 0.00 0.62 HNSC 0.00600 0.41 Cells-Leukemia cell line (CML) 2.4e−15 0.78
KICH 1.3e−07 0.60 KICH 0.04400 0.41 Brain-Amygdala 0.00000 0.85
KIRC 0.00 0.59 KIRC 6.4e−05 0.45 Brain-Anterior cingulate cortex (BA24)
KIRP 0.00 0.58 KIRP 0.00300 0.51 Brain-Caudate (basal ganglia) 0.00000 0.89
LAML 2.3e−14 0.54 Brain-Cerebellar Hemisphere 0.00000 0.8
LGG 0.00 0.51 Brain-Cerebellum 1.3e−14 0.63
LIHC 0.00 0.68 LIHC 8.8e−07 0.63 Brain-Cortex 0.00000 0.8
LUAD 2e−13 0.33 LUAD 0.00330 0.38 Brain-Frontal Cortex (BA9) 0.00000 0.79
LUSC 0.00 0.60 LUSC 0.00280 0.41 Brain-Hippocampus 0.00000 0.9
MESO 1.3e−05 0.45 Brain-Hypothalamus 0.00000 0.81

OV 0.00 0.61 Brain-Nucleus accumbens (basal ganglia)
PAAD 1.3e−05 0.41 PAAD 0.60000 -0.4 Brain-Putamen  (basal ganglia) 4.4e−16 0.76
PCPG 0.00 0.62 PCPG 0.37000 0.84 Brain-Spinal cord (cervical c-1) 0.00000 0.87
PRAD 0.00 0.66 PRAD 5.5e−09 0.7 Brain-Substantia nigra 0.00000 0.87
READ 6e−10 0.59 READ 0.16000 0.48 Breast-Mammary Tissue 1.1e−05 0.32
SARC 1.9e−08 0.34 SARC Cervix-Ectocervix 0.02300 -0.87
SKCM 0.00 0.40 SKCM Cervix-Endocervix 0.63000 −0.37
STAD 0.00 0.45 STAD 0.52000 0.11 Colon-Sigmoid 6.6e−05 0.33
TGCT 1.9e−07 0.43 Colon-Transverse 0.00240 0.23
THCA 0.00 0.48 THCA 0.13000 0.2 Esophagus-Gastroesophageal Junction 0.12000 0.13
THYM 9e−04 0.30 THYM Esophagus-Mucosa 0.00000 0.5
UCEC 0.00 0.61 UCEC 0.09600 0.48 Esophagus-Muscularis 6.7e−14 0.45
UCS 2e−07 0.63 Fallopian Tube 0.30000 −0.58

UVM 1.3e−05 0.47 Heart - Atrial Appendage 8.9e−16 0.56
Heart - Left Ventricle 0.00000 0.74

Kidney - Cortex 9.7e−08 0.82
Liver 4.1e−14 0.64
Lung 3.3e−08 0.32

Muscle - Skeletal 0.00000 0.59
Nerve - Tibial 2.6e−14 0.44

Ovary 0.96000  −0.0048
Pancreas 0.00000 0.74
Pituitary 1.8e−09 0.54
Prostate 3.3e−05 0.4

Minor Salivary Gland 0.00071 0.44
Cells - Transformed fibroblasts 0.31000 0.063

Skin - Not Sun Exposed (Suprapubic) 2.1e−09 0.38
Skin - Sun Exposed (Lower leg) 2.4e−08 0.3
Small Intestine - Terminal Ileum 0.02100 0.24

Spleen 2.7e−06 0.45
Stomach 0.00000 0.59

Testis 2e−04 0.29
Thyroid 0.02800 0.13
Uterus 0.61000 0.059
Vagina 0.29000 0.12

Table S3_HBO1-RSR pearson correlation



Table S4 Primers used for cloning. 
Name Sequence (5’ – 3’) 

HBO1 D1 Fwd ATAGAAGACACCGGCGGCCACGCGTATGCCGCGAAGGAAGAGGAAT 

HBO1 D1 Rev ATCGAATTCCTGCAGCCCGGGGGATCCCTGCTTATCCCGGCTCTGTGC 

HBO1 D2 Fwd ATAGAAGACACCGGCGGCCACGCGTATGGAGAGCATTGCCAAGGACATGT 

HBO1 D2 Rev CGTCGTCATCCTTGTAATCCTCGAGAGTGCCCTTGGGAGGGGTCC 

HBO1 D3 Fwd ATAGAAGACACCGGCGGCCACGCGTATGATAGAAGAAAGGATGCTGTCTC

ACAGGC 
 

Table S5 Primers used for RT-PCR. 

Gene Forward sequence Reverse sequence 

HBO1 ATTCTGGACTGAGCAAAGAACAG GTCATACTCGCTTGTCAGGTTTT 

ATR GGCCAAAGGCAGTTGTATTGA GTGAGTACCCCAAAAATAGCAGG 

β-Actin CCTGTACGCCAACACAGTGC ATACTCCTGCTTGCTGATCC 
 
 



芯粒位置 性别 病理编号 诊断 备注

A01 女 13-02564 左足，恶性黑色素瘤

A02 男 15-11262 小肠，符合恶性黑色素瘤转移

A03 女 15-15082 足部，恶性黑色素瘤

A04 男 16-07641 直肠，恶性黑色素瘤

A05 男 16-08920 右眼内眦，恶性黑色素瘤

A06 女 16-14316 直肠，恶性黑色素瘤

A07 女 13-15766 足底，恶性黑色素瘤

A08 女 14-26231 眼眶，恶性黑色素瘤

A09 女 11-12436 足趾，恶性黑色素瘤

B01 女 13-02564 左足，恶性黑色素瘤

B02 男 15-11262 小肠，符合恶性黑色素瘤转移

B03 女 15-15082 足部，恶性黑色素瘤

B04 男 16-07641 直肠，恶性黑色素瘤

B05 男 16-08920 右眼内眦，恶性黑色素瘤

B06 女 16-14316 直肠，恶性黑色素瘤

B07 女 13-15766 足底，恶性黑色素瘤

B08 女 14-26231 眼眶，恶性黑色素瘤

B09 女 11-12436 足趾，恶性黑色素瘤

C01 女 16-00466A 正常皮肤

C02 女 17-06580D 正常皮肤

C03 女 17-00524A 正常皮肤

C04 女 17-04120A 正常皮肤

C05 女 14-22927A 正常皮肤

C06 女 17-03301E 正常皮肤

C07 女 17-04121A 正常皮肤

C08 女 14-20552A 正常皮肤

C09 女 14-20553A 正常皮肤

D01 女 16-00466A 正常皮肤

D02 女 17-06580D 正常皮肤

D03 女 17-00524A 正常皮肤

D04 女 17-04120A 正常皮肤

Table S6_Tissue Array information

样本描述： __黑色素瘤及皮肤__组织，共____18____例，每例各取__2___个芯

阵列图

总点数： __36__点

阵列排列： __D__行（A，B，C….Z）×__9__列（1，2，3，…..100）

点直径： □0.6mm   □1.0mm  ■1.5mm  □2.0mm  

样本种类： ■人类 □大鼠 □小鼠 □兔 

固定方式： ■福尔马林固定  □多聚甲醛固定  □75%酒精

总例数： __ 18__例

阵列编号(Cat No.)： 黑色素瘤组织芯片ZL-MEL361

芯片批号(Lot No.)： ZL-MEL361

产品描述： 人类__黑色素瘤及皮肤_组织，__瘤__病理类型，包含__1 __个*定位点



D05 女 14-22927A 正常皮肤

D06 女 17-03301E 正常皮肤

D07 女 17-04121A 正常皮肤

D08 女 14-20552A 正常皮肤

D09 女 14-20553A 正常皮肤

D10 定位点



芯粒位置 病理类型 性别 年龄 病理号 取材部位 Clark分级 病理诊断

A01 癌

A02 癌旁

A03 癌

A04 癌旁

A05 癌

A06 癌旁

A07 癌

A08 癌旁

A09 癌

A10 癌旁

A11 癌

A12 癌旁

A13 癌

A14 癌旁

B01 癌

B02 癌旁

B03 癌

B04 癌旁

B05 癌

B06 癌旁

B07 癌

B08 癌旁

B09 癌

B10 癌旁

阵列编号(Cat No.)： 黑色素瘤组织芯片ZL-MEL963

芯片批号(Lot No.)： C24080801

产品描述： 人类 黑色素瘤__组织，____病理类型，包含__1__个*定位点

总点数： __96__点

阵列排列： _F行（A，B，C….Z）×__14__列（1，2，3，…..100）

点直径： □0.6mm   □1.0mm  ■1.5mm □ 2.0mm

样本种类： ■人类 □大鼠 □小鼠 □兔

固定方式： ■福尔马林固定  □多聚甲醛固定  □75%酒精

总例数： 48例（18例配对，30例单独癌）

女 63 202220146 足底 4 恶性黑色素瘤

样本描述： ____恶黑及对照__组织，共_48_例，每例各取_2_个芯

阵列图

男 70 202200516 足底 4 恶性黑色素瘤

男 67 202235163 足底 5 恶性黑色素瘤

男 69 202220852 牙龈 5 恶性黑色素瘤

女 40 202252791 足底 4 恶性黑色素瘤

男 67 202245794 足底 4 恶性黑色素瘤

女 75 202259606 直肠 恶性黑色素瘤

男 79 202257426 直肠 恶性黑色素瘤

女 69 202267688 足底 4 恶性黑色素瘤

女 83 202261141 足底 4 恶性黑色素瘤

男 60 202310325 足底 5 恶性黑色素瘤

男 67 202268939 足底 4 恶性黑色素瘤



B11 癌

B12 癌旁

B13 癌

B14 癌旁

C01 癌

C02 癌旁

C03 癌

C04 癌旁

C05 癌

C06 癌旁

C07 癌

C08 癌旁

C09

C10

C11

C12

C13

C14

D01

D02

D03

D04

D05

D06

D07

D08

D09

D10

D11

D12

D13

D14

E01

E02

E03

E04

E05

E06

E07

E08

E09

E10

E11

E12

E13

E14

F01

F02

F03

F04

男 71 202323640 皮肤 5 恶性黑色素瘤

女 54 202317497 外阴 4 恶性黑色素瘤

女 59 202366279 足底 4 恶性黑色素瘤

男 62 202365557 足底 4 恶性黑色素瘤

女 69 202376286 皮肤 4 恶性黑色素瘤

男 66 202374172 足底 4 恶性黑色素瘤

恶性黑色素瘤

癌 男 61 201711448 皮肤 5 恶性黑色素瘤

癌 女 75 201706809 皮肤 5

恶性黑色素瘤

癌 男 48 201724506 足底 2 恶性黑色素瘤

癌 男 81 201711576 足底

恶性黑色素瘤

癌 女 55 201747725 腋窝 恶性黑色素瘤

癌 女 79 201742171 直肠

恶性黑色素瘤

癌 女 76 201755904 腹股沟 恶性黑色素瘤

癌 男 58 201750529 足底

恶性黑色素瘤

癌 女 32 202156172 足底 3 恶性黑色素瘤

癌 男 70 202147547 皮肤 5

恶性黑色素瘤

癌 男 63 202174043 足底 4 恶性黑色素瘤

癌 男 69 202160001 皮肤 4

恶性黑色素瘤

癌 女 71 202176404 皮肤 4 恶性黑色素瘤

癌 女 56 202175607 皮肤 4

恶性黑色素瘤

癌 男 71 202182921 皮肤 3 恶性黑色素瘤

癌 女 67 202181549 足底

恶性黑色素瘤

癌 女 74 202206443 直肠 恶性黑色素瘤

癌 女 71 202184327 皮肤 4

恶性黑色素瘤癌 男 68 202208588 皮肤



F05

F06

F07

F08

F09

F10

F11

F12

F13

F14

G01

G02

G03

G04

G05

G06

G07

G08

G09

G10

G11

G12

癌 女 77 202212301 足底 4 恶性黑色素瘤

恶性黑色素瘤

癌 女 71 202245883 足底 4 恶性黑色素瘤

癌 女 69 202243578 足底 5

恶性黑色素瘤

癌 女 63 202278326 直肠 恶性黑色素瘤

癌 男 68 202262725 腋窝

恶性黑色素瘤

癌 男 61 202280617 皮肤 5 恶性黑色素瘤

癌 女 71 202280362 牙龈

恶性黑色素瘤

癌 男 68 202345585 鼻腔 恶性黑色素瘤

癌 男 62 202309504 皮肤 4

恶性黑色素瘤

癌 男 51 202378208 足底 4 恶性黑色素瘤

癌 男 76 202367556 鼻腔



芯粒位置 病理类型 性别 年龄 病理号 取材部位 Clark分级 诊断及建议 病史摘要 取材描述 大体描述

A01 癌 男 70 202200516 足底 4 （右足底肿物）皮肤恶性黑色素瘤，垂直生长期，Breslow厚度约2mm，Clark分级：IV级，核分裂象6个/mm2，表皮见溃疡，肿瘤有淋巴细胞浸润但不活跃，未见明确神经侵犯及脉管癌栓，四周切缘及基底切缘未见肿瘤累及，免疫组化示：CK（-），vim（+），HMB45（部分+），MelanA（+），S-100（+），P16（部分+），cyclinD1（+），P53（30%+），P63（-），CK5/6（-），CK8/18（-），SOX-10（+），Ki67(+约30%）。右足底肿物1年。1:溃疡区+两侧短轴切缘+基底切缘×2         2:溃疡区+两侧短轴切缘+基底切缘×3         3:溃疡区+两侧长轴切缘×2皮肤组织一块，3.8*3*0.7cm，表面见一灰黑破溃区，3*1.7cm，距两侧长轴切缘0.6cm、0.6cm,距两侧短轴切缘0.5cm、0.7cm。

A02 癌旁 男 70 202200516 足底 4 （右足底肿物）皮肤恶性黑色素瘤，垂直生长期，Breslow厚度约2mm，Clark分级：IV级，核分裂象6个/mm2，表皮见溃疡，肿瘤有淋巴细胞浸润但不活跃，未见明确神经侵犯及脉管癌栓，四周切缘及基底切缘未见肿瘤累及，免疫组化示：CK（-），vim（+），HMB45（部分+），MelanA（+），S-100（+），P16（部分+），cyclinD1（+），P53（30%+），P63（-），CK5/6（-），CK8/18（-），SOX-10（+），Ki67(+约30%）。右足底肿物1年。1:溃疡区+两侧短轴切缘+基底切缘×2         2:溃疡区+两侧短轴切缘+基底切缘×3         3:溃疡区+两侧长轴切缘×2皮肤组织一块，3.8*3*0.7cm，表面见一灰黑破溃区，3*1.7cm，距两侧长轴切缘0.6cm、0.6cm,距两侧短轴切缘0.5cm、0.7cm。

A03 癌 女 63 202220146 足底 4 （足底肿物）皮肤恶性黑色素瘤，垂直生长期，Breslow厚度约3mm，Clark分级：IV级，核分裂象热点区约为10个/mm2，表皮见溃疡，肿瘤有淋巴细胞浸润但不活跃，未见明确神经侵犯及脉管癌栓。肿瘤紧靠一侧短轴切缘。其余切缘及基底切缘未见肿瘤累及。免疫组化：S-100（+），HMB-45（+），CyclinD1（+），Syn（部分+），CK8/18（-），CK5/6（-），P40（-），P53（错义突变），P16（-），PHH3（示核分裂热点区约为10个/mm2），Ki67（阳性率约50%）。足底肿物出血2月1:足底肿物×2         2:足底肿物×2皮肤组织一块，大小3.5*1.4*0.6cm，皮肤面积3.5*1.4cm，皮肤表面可见破溃，面积2.5*1cm，紧邻两侧切缘。

A04 癌旁 女 63 202220146 足底 4 （足底肿物）皮肤恶性黑色素瘤，垂直生长期，Breslow厚度约3mm，Clark分级：IV级，核分裂象热点区约为10个/mm2，表皮见溃疡，肿瘤有淋巴细胞浸润但不活跃，未见明确神经侵犯及脉管癌栓。肿瘤紧靠一侧短轴切缘。其余切缘及基底切缘未见肿瘤累及。免疫组化：S-100（+），HMB-45（+），CyclinD1（+），Syn（部分+），CK8/18（-），CK5/6（-），P40（-），P53（错义突变），P16（-），PHH3（示核分裂热点区约为10个/mm2），Ki67（阳性率约50%）。足底肿物出血2月1:足底肿物×2         2:足底肿物×2皮肤组织一块，大小3.5*1.4*0.6cm，皮肤面积3.5*1.4cm，皮肤表面可见破溃，面积2.5*1cm，紧邻两侧切缘。

A05 癌 男 69 202220852 牙龈 5 （原发灶）恶性黑色素瘤，侵及周围骨组织，肿瘤大小5.5*5*3cm，结节型，垂直生长期，表面有溃疡形成，核分裂约16个/mm2，肿瘤有淋巴细胞浸润但不活跃，未见明确脉管及神经侵犯；左、右、前、后及底切缘详见本科报告202220791，标记颈清淋巴结1/16枚见肿瘤转移，另见部分涎腺组织未见肿瘤累及。免疫组化：HMB45（+）、MelanA（+）、S-100（-）、vimentin（部分+）、CK（-）、P40（-）、CyclinD1（20%，弱+）、P53(80%，中等+)，Ki-67阳性率约80%。2022.04.13补充免疫组化：EGFR（个别细胞+）。2月前右上牙龈出现约“黄豆粒”大小肿物，经久不愈伴疼痛,生长迅速.1:肿物×1         2:肿物×1         3:肿物×1         4:可疑侵犯骨组织处×15:可疑侵犯骨组织处×1         6:可疑侵犯骨组织处×1         7:标记颈清组织淋巴结样物×1         8:标记颈清组织淋巴结样物×49:标记颈清组织淋巴结样物×5         10:标记颈清组织淋巴结样物×6         11:标记颈清组织涎腺样物×1标记原发灶：送检不整形骨组织一块，体积9*6*4.5cm，可见门齿一颗及部分残齿，距门齿2cm，距后侧断端4cm，距右侧切缘0.5cm，距左侧切缘1cm见一暗红隆起型肿物，体积5.5*5*3cm，切面暗红质韧，肉眼似侵犯骨组织

A06 癌旁 男 69 202220852 牙龈 5 （原发灶）恶性黑色素瘤，侵及周围骨组织，肿瘤大小5.5*5*3cm，结节型，垂直生长期，表面有溃疡形成，核分裂约16个/mm2，肿瘤有淋巴细胞浸润但不活跃，未见明确脉管及神经侵犯；左、右、前、后及底切缘详见本科报告202220791，标记颈清淋巴结1/16枚见肿瘤转移，另见部分涎腺组织未见肿瘤累及。免疫组化：HMB45（+）、MelanA（+）、S-100（-）、vimentin（部分+）、CK（-）、P40（-）、CyclinD1（20%，弱+）、P53(80%，中等+)，Ki-67阳性率约80%。2022.04.13补充免疫组化：EGFR（个别细胞+）。2月前右上牙龈出现约“黄豆粒”大小肿物，经久不愈伴疼痛,生长迅速.1:肿物×1         2:肿物×1         3:肿物×1         4:可疑侵犯骨组织处×15:可疑侵犯骨组织处×1         6:可疑侵犯骨组织处×1         7:标记颈清组织淋巴结样物×1         8:标记颈清组织淋巴结样物×49:标记颈清组织淋巴结样物×5         10:标记颈清组织淋巴结样物×6         11:标记颈清组织涎腺样物×1标记原发灶：送检不整形骨组织一块，体积9*6*4.5cm，可见门齿一颗及部分残齿，距门齿2cm，距后侧断端4cm，距右侧切缘0.5cm，距左侧切缘1cm见一暗红隆起型肿物，体积5.5*5*3cm，切面暗红质韧，肉眼似侵犯骨组织

A07 癌 男 67 202235163 足底 5 （右足跟肿物）恶性黑色素瘤，垂直生长期，Clark分级：V级，Breslow厚度：1.2cm，热点区核分裂象约10个/mm2，表面见溃疡，肿瘤有淋巴细胞浸润但不活跃，未见明确神经侵犯及脉管癌栓，两侧短轴切缘见肿瘤累及，请结合临床诊治。免疫组化：CK(-)，Vim(+)，S100(+)，HMB45(+)，MelanA(部分+)，P40(-)，CK7(-)，EMA(-)，Ki67(+70%)（科内会诊）BRAF（-）。右足肿物。 1:病变加两短轴×1         2:病变加一长轴×1         3:病变加另一长轴×1标记右足跟肿物：皮肤组织一块，面积3.7*2.3cm，紧邻两短轴切缘，皮肤表面见一隆起，体积2.7*2.3*1.2cm，切面灰白灰黄质韧，略呈编织状，基底切缘涂墨。

A08 癌旁 男 67 202235163 足底 5 （右足跟肿物）恶性黑色素瘤，垂直生长期，Clark分级：V级，Breslow厚度：1.2cm，热点区核分裂象约10个/mm2，表面见溃疡，肿瘤有淋巴细胞浸润但不活跃，未见明确神经侵犯及脉管癌栓，两侧短轴切缘见肿瘤累及，请结合临床诊治。免疫组化：CK(-)，Vim(+)，S100(+)，HMB45(+)，MelanA(部分+)，P40(-)，CK7(-)，EMA(-)，Ki67(+70%)（科内会诊）BRAF（-）。右足肿物。 1:病变加两短轴×1         2:病变加一长轴×1         3:病变加另一长轴×1标记右足跟肿物：皮肤组织一块，面积3.7*2.3cm，紧邻两短轴切缘，皮肤表面见一隆起，体积2.7*2.3*1.2cm，切面灰白灰黄质韧，略呈编织状，基底切缘涂墨。

A09 癌 男 67 202245794 足底 4 （右足底肿物）结合免疫组化结果，符合恶性黑色素瘤伴局灶表面溃疡形成，垂直生长期，Breslow厚度约4.3mm，Clark分级：4级，皮肤长轴、短轴及基底切缘均未见肿瘤累及，请结合临床。标记髂外淋巴结1/1枚及腹股沟肿物淋巴结4/4枚见肿瘤转移。免疫组化：CK（-），HMB45（+），Melan A（+），S-100（+），Desmin（-），CD34（-），P53（部分+），Braf（+），CyclinD1（部分+），ki-67热点区约20%。右足底黑色素瘤并淋巴结转移1:溃疡+两短轴×1         2:溃疡+两短轴×1         3:溃疡+两长轴×1         4:溃疡+两长轴×15:溃疡+两长轴×1         6:溃疡+两长轴×1         7:标记髂外淋巴结(7、8同一枚)×1         8:标记髂外淋巴结×19:标记腹股沟肿物×1         10:标记腹股沟肿物×1         11:标记腹股沟肿物×1         12:标记腹股沟肿物×113:标记腹股沟肿物小者×3右足底肿物：皮肤组织一枚，面积4.3*4.5cm，皮下组织厚0.9cm，皮肤中央查见一破溃，2*1.6cm，深0.2cm，临床已沿短轴剖开，基底涂墨。标记腹股沟肿物：灰红结节样物多枚，直径0.7-8.5cm，大者表面附包膜，切面灰红灰黑质软。

A10 癌旁 男 67 202245794 足底 4 （右足底肿物）结合免疫组化结果，符合恶性黑色素瘤伴局灶表面溃疡形成，垂直生长期，Breslow厚度约4.3mm，Clark分级：4级，皮肤长轴、短轴及基底切缘均未见肿瘤累及，请结合临床。标记髂外淋巴结1/1枚及腹股沟肿物淋巴结4/4枚见肿瘤转移。免疫组化：CK（-），HMB45（+），Melan A（+），S-100（+），Desmin（-），CD34（-），P53（部分+），Braf（+），CyclinD1（部分+），ki-67热点区约20%。右足底黑色素瘤并淋巴结转移1:溃疡+两短轴×1         2:溃疡+两短轴×1         3:溃疡+两长轴×1         4:溃疡+两长轴×15:溃疡+两长轴×1         6:溃疡+两长轴×1         7:标记髂外淋巴结(7、8同一枚)×1         8:标记髂外淋巴结×19:标记腹股沟肿物×1         10:标记腹股沟肿物×1         11:标记腹股沟肿物×1         12:标记腹股沟肿物×113:标记腹股沟肿物小者×3右足底肿物：皮肤组织一枚，面积4.3*4.5cm，皮下组织厚0.9cm，皮肤中央查见一破溃，2*1.6cm，深0.2cm，临床已沿短轴剖开，基底涂墨。标记腹股沟肿物：灰红结节样物多枚，直径0.7-8.5cm，大者表面附包膜，切面灰红灰黑质软。

A11 癌 女 40 202252791 足底 4 （右足踇趾病损）病变形态符合恶性黑色素瘤（肢端型），周围可见交界痣。肿瘤大小1.2*1*0.45cm，Breslow厚度约3.78mm，有溃疡形成。clark分级：IV级（肿瘤浸润真皮网状层）；核分裂约8个/mm2；垂直生长期；肿瘤有淋巴细胞浸润，但不活跃。未见神经侵犯及脉管内瘤栓。标记胫侧切缘见肿瘤累及；标记腓侧、近端、远端切缘及基底切缘未见肿瘤累及。pTNM分期：T3bNxMx右足踇趾病损,右足底病损,分别予以切除送检1:溃疡区带腓侧切缘×2         2:溃疡区带胫侧切缘×2         3:溃疡区带远端切缘×1         4:溃疡区带近端切缘×1右足踇趾病损：皮肤组织一块，大小2.5*2*0.2cm，皮肤面积2.5*2cm，于皮肤表面见一溃疡区，范围1.2*1cm，距腓侧切缘0.7cm，胫侧切缘0.5cm，距远端切缘0.7cm，近端切缘0.9cm，临床标记长线为腓侧，短线为远端。

A12 癌旁 女 40 202252791 足底 4 （右足踇趾病损）病变形态符合恶性黑色素瘤（肢端型），周围可见交界痣。肿瘤大小1.2*1*0.45cm，Breslow厚度约3.78mm，有溃疡形成。clark分级：IV级（肿瘤浸润真皮网状层）；核分裂约8个/mm2；垂直生长期；肿瘤有淋巴细胞浸润，但不活跃。未见神经侵犯及脉管内瘤栓。标记胫侧切缘见肿瘤累及；标记腓侧、近端、远端切缘及基底切缘未见肿瘤累及。pTNM分期：T3bNxMx右足踇趾病损,右足底病损,分别予以切除送检1:溃疡区带腓侧切缘×2         2:溃疡区带胫侧切缘×2         3:溃疡区带远端切缘×1         4:溃疡区带近端切缘×1右足踇趾病损：皮肤组织一块，大小2.5*2*0.2cm，皮肤面积2.5*2cm，于皮肤表面见一溃疡区，范围1.2*1cm，距腓侧切缘0.7cm，胫侧切缘0.5cm，距远端切缘0.7cm，近端切缘0.9cm，临床标记长线为腓侧，短线为远端。

A13 癌 男 79 202257426 直肠 标本名称：经腹会阴直肠切除标本肿瘤所在位置：直肠切除标本长度:11.5cm,周径:4.5cm肿瘤大小:2.2*2*1.3cm;组织学类型:恶性黑色素瘤浸润深度:肿瘤浸润固有肌层外纤维脂肪组织脉管内癌栓:(-)     神经侵犯:(+)上切缘:(-)         下切缘:(-)环周切缘:(-)      肠系膜切缘:(-)淋巴结转移情况:(0/13)(转移数/淋巴结总数)息肉样物1及2示绒毛-管状腺瘤伴低级别上皮内瘤变，另见肠管示粘膜组织慢性炎未见肿瘤累及免疫组织化学染色项目及结果:CK（-），S-100（+），HMB45（-），MelanA（部分+），CyclinD1（+），Desmin（-），SMA（-），CD34（-），STAT6（-），CD117（少量+），Dog-1（-），Ki-67+指数约20％。大便带血,肠镜病理示直肠恶性黑色素瘤1:肿物×1         2:肿物×1         3:肿物(2、3为同一横平面)×1         4:肿物×15:上切缘×1         6:下切缘×1         7:息肉样物1×1         8:息肉样物2×19:肠系膜切缘×1         10:肠周淋巴结×多         11:肠周淋巴结×多         12:肠周淋巴结×多13:另见肠管+两侧切缘×1肠管一段，长11.5cm，周径4.5cm，肛管长3cm，周径4.5cm，于肝门齿状线查见一隆起型肿物，大小2.2*2*1.3cm，切面灰白，质硬，肉眼侵及肌层，环周切缘涂墨。距上切缘1.5cm查见一息肉样物1，0.3*0.2*0.2cm。距上切缘2cm查见一息肉样物2，0.6*0.5*0.2cm。另见肠管一段，长2.5cm，周径2cm。

A14 癌旁 男 79 202257426 直肠 标本名称：经腹会阴直肠切除标本肿瘤所在位置：直肠切除标本长度:11.5cm,周径:4.5cm肿瘤大小:2.2*2*1.3cm;组织学类型:恶性黑色素瘤浸润深度:肿瘤浸润固有肌层外纤维脂肪组织脉管内癌栓:(-)     神经侵犯:(+)上切缘:(-)         下切缘:(-)环周切缘:(-)      肠系膜切缘:(-)淋巴结转移情况:(0/13)(转移数/淋巴结总数)息肉样物1及2示绒毛-管状腺瘤伴低级别上皮内瘤变，另见肠管示粘膜组织慢性炎未见肿瘤累及免疫组织化学染色项目及结果:CK（-），S-100（+），HMB45（-），MelanA（部分+），CyclinD1（+），Desmin（-），SMA（-），CD34（-），STAT6（-），CD117（少量+），Dog-1（-），Ki-67+指数约20％。大便带血,肠镜病理示直肠恶性黑色素瘤1:肿物×1         2:肿物×1         3:肿物(2、3为同一横平面)×1         4:肿物×15:上切缘×1         6:下切缘×1         7:息肉样物1×1         8:息肉样物2×19:肠系膜切缘×1         10:肠周淋巴结×多         11:肠周淋巴结×多         12:肠周淋巴结×多13:另见肠管+两侧切缘×1肠管一段，长11.5cm，周径4.5cm，肛管长3cm，周径4.5cm，于肝门齿状线查见一隆起型肿物，大小2.2*2*1.3cm，切面灰白，质硬，肉眼侵及肌层，环周切缘涂墨。距上切缘1.5cm查见一息肉样物1，0.3*0.2*0.2cm。距上切缘2cm查见一息肉样物2，0.6*0.5*0.2cm。另见肠管一段，长2.5cm，周径2cm。

B01 癌 女 75 202259606 直肠 标记直肠：结合免疫组化结果，直肠齿状线处肿物支持为恶性黑色素瘤，局灶侵及浅肌层，上下切缘未见肿瘤累及，环周切缘及肠系膜切缘未见肿瘤累及。肠周淋巴结1/7枚见肿瘤转移。免疫组化：CK(-),Vim（+），S-100(+),HMB45(+),Melan-A(+),des(-),SMA(-),CD34(-),Ki67+约75%，Braf(-)。直肠恶性肿瘤 1:上切缘(冰冻)×1         2:下切缘(冰冻)×1         3:肿物(冰冻)×1         4:肿物×15:肿物(4.5同一切面)×1         6:肿物×1         7:肿物×1         8:环周切缘×19:肠系膜切缘×1         10:肠周淋巴结×4         11:肠周淋巴结×4         12:肠周淋巴结×413:肠周淋巴结×4         14:肠周脂肪组织×4标记直肠：根治直肠肠管一段，长14cm，周径3-4cm，距上切缘11cm，距下切缘约3.8cm，齿状线处见一隆起型肿物，体积2.5*2.4*1.3cm，切面灰红质韧，肉眼似侵及粘膜下层。

B02 癌旁 女 75 202259606 直肠 标记直肠：结合免疫组化结果，直肠齿状线处肿物支持为恶性黑色素瘤，局灶侵及浅肌层，上下切缘未见肿瘤累及，环周切缘及肠系膜切缘未见肿瘤累及。肠周淋巴结1/7枚见肿瘤转移。免疫组化：CK(-),Vim（+），S-100(+),HMB45(+),Melan-A(+),des(-),SMA(-),CD34(-),Ki67+约75%，Braf(-)。直肠恶性肿瘤 1:上切缘(冰冻)×1         2:下切缘(冰冻)×1         3:肿物(冰冻)×1         4:肿物×15:肿物(4.5同一切面)×1         6:肿物×1         7:肿物×1         8:环周切缘×19:肠系膜切缘×1         10:肠周淋巴结×4         11:肠周淋巴结×4         12:肠周淋巴结×413:肠周淋巴结×4         14:肠周脂肪组织×4标记直肠：根治直肠肠管一段，长14cm，周径3-4cm，距上切缘11cm，距下切缘约3.8cm，齿状线处见一隆起型肿物，体积2.5*2.4*1.3cm，切面灰红质韧，肉眼似侵及粘膜下层。

B03 癌 女 83 202261141 足底 4 （标记左足肿物）病变符合恶性黑色素瘤伴溃疡形成，垂直生长期，（溃疡1：Beslow厚度4.8cm、Clark分级：V级、核分裂：2/mm2；溃疡2：Beslow厚度:2cm、Clark分级：IV级、核分裂：3/mm2；)。淋巴细胞浸润程度：有但不活跃，未见神经侵犯，各切缘未见癌累及。免疫组化：HMB45(+)、MelanA(+)、S-100(+)、Braf（-）、P53(-)、CyclinD1（-）、CK(-)、Ki-67（+，20%）足部肿物发现一年，逐渐增大1:溃疡1带基底×1         2:溃疡1带12点切缘×1         3:溃疡1带6点切缘×1         4:溃疡2带基底×15:溃疡2带12点切缘×1         6:溃疡2带6点切缘×1         7:3点切缘×1         8:9点切缘×1标记足部肿物：梭形皮肤组织一块，大小8*4*1.5cm，皮肤面积8*4cm，皮肤上见二处溃疡，溃疡1大小1.7*1.5*0.4cm，切面灰黑质硬，距基底0.7cm，距自定义3、6、9、12点切缘分别为2.3cm、2cm、4cm、2cm，距溃疡1约1cm处见溃疡2，溃疡2大小约1.8*1.5*0.3cm，切面灰黑质硬，距基底1.3cm，距自定义3、6、9、12点切缘分别为4.5cm、2.5cm、2cm、1.7cm，

B04 癌旁 女 83 202261141 足底 4 （标记左足肿物）病变符合恶性黑色素瘤伴溃疡形成，垂直生长期，（溃疡1：Beslow厚度4.8cm、Clark分级：V级、核分裂：2/mm2；溃疡2：Beslow厚度:2cm、Clark分级：IV级、核分裂：3/mm2；)。淋巴细胞浸润程度：有但不活跃，未见神经侵犯，各切缘未见癌累及。免疫组化：HMB45(+)、MelanA(+)、S-100(+)、Braf（-）、P53(-)、CyclinD1（-）、CK(-)、Ki-67（+，20%）足部肿物发现一年，逐渐增大1:溃疡1带基底×1         2:溃疡1带12点切缘×1         3:溃疡1带6点切缘×1         4:溃疡2带基底×15:溃疡2带12点切缘×1         6:溃疡2带6点切缘×1         7:3点切缘×1         8:9点切缘×1标记足部肿物：梭形皮肤组织一块，大小8*4*1.5cm，皮肤面积8*4cm，皮肤上见二处溃疡，溃疡1大小1.7*1.5*0.4cm，切面灰黑质硬，距基底0.7cm，距自定义3、6、9、12点切缘分别为2.3cm、2cm、4cm、2cm，距溃疡1约1cm处见溃疡2，溃疡2大小约1.8*1.5*0.3cm，切面灰黑质硬，距基底1.3cm，距自定义3、6、9、12点切缘分别为4.5cm、2.5cm、2cm、1.7cm，

B05 癌 女 69 202267688 足底 4 （右足踇趾）结合免疫组化结果，符合肢端恶性黑色素瘤伴局灶溃疡形成；垂直生长期；Breslow厚度约4.5mm；Clark分级：IV级；未见明确神经、脉管侵犯；未见微卫星结节；淋巴细胞浸润程度：有但不活跃；核分裂计数约6个/mm2。切缘（-）。免疫组化：S-100(+),HMB45(+),MelanA(+),P53(10%,+),CyclinD1(部分+),CD117(-),CK(-),Ki67(约30%+)。右足踇趾切除,术中切缘快速1:灰黑区(冰冻)×1         2:切缘(冰冻)×1         3:肿物(冰冻)×1         4:肿物×15:肿物×1         6:肿物×1         7:肿物×1脚趾一段，长5.7cm，周径2-3cm，末端趾骨暴露，长约2cm，指甲灰黑，范围2.3*1cm，局灶见灰红结节，0.5*0.4cm，质细软。

B06 癌旁 女 69 202267688 足底 4 （右足踇趾）结合免疫组化结果，符合肢端恶性黑色素瘤伴局灶溃疡形成；垂直生长期；Breslow厚度约4.5mm；Clark分级：IV级；未见明确神经、脉管侵犯；未见微卫星结节；淋巴细胞浸润程度：有但不活跃；核分裂计数约6个/mm2。切缘（-）。免疫组化：S-100(+),HMB45(+),MelanA(+),P53(10%,+),CyclinD1(部分+),CD117(-),CK(-),Ki67(约30%+)。右足踇趾切除,术中切缘快速1:灰黑区(冰冻)×1         2:切缘(冰冻)×1         3:肿物(冰冻)×1         4:肿物×15:肿物×1         6:肿物×1         7:肿物×1脚趾一段，长5.7cm，周径2-3cm，末端趾骨暴露，长约2cm，指甲灰黑，范围2.3*1cm，局灶见灰红结节，0.5*0.4cm，质细软。

B07 癌 男 67 202268939 足底 4 （右示指）恶性黑色素瘤（结节型）侵及真皮网状层，垂直生长期，Breslow厚度约5mm，Clark分级IV级，核分裂＞10个/mm2，淋巴细胞浸润程度：有但不活跃，未见神经侵犯，未累及骨组织。断端未见癌累及。免疫组化：Vim(+),S-100(+),MelanA（+），HMB45(+),CK(-),CD34(-),P40(-),Ki67阳性率约40%。右示指恶性黑色素瘤1:灰黑区×1         2:灰黑区×1         3:灰黑区下方骨组织(2.3同一平面)(脱钙)×1         4:灰黑区×15:灰黑区下方骨组织(4.5同一平面)(脱钙)×1         6:断端×1指节一段，长4cm组，直径2cm，指甲处见灰黑区，范围1*1*0.3cm，距指节断端3cm。　灰黑区取全

B08 癌旁 男 67 202268939 足底 4 （右示指）恶性黑色素瘤（结节型）侵及真皮网状层，垂直生长期，Breslow厚度约5mm，Clark分级IV级，核分裂＞10个/mm2，淋巴细胞浸润程度：有但不活跃，未见神经侵犯，未累及骨组织。断端未见癌累及。免疫组化：Vim(+),S-100(+),MelanA（+），HMB45(+),CK(-),CD34(-),P40(-),Ki67阳性率约40%。右示指恶性黑色素瘤1:灰黑区×1         2:灰黑区×1         3:灰黑区下方骨组织(2.3同一平面)(脱钙)×1         4:灰黑区×15:灰黑区下方骨组织(4.5同一平面)(脱钙)×1         6:断端×1指节一段，长4cm组，直径2cm，指甲处见灰黑区，范围1*1*0.3cm，距指节断端3cm。　灰黑区取全

B09 癌 男 60 202310325 足底 5 (左足踇趾)甲恶性黑色素瘤，部分为梭形，垂直生长期，Breslow厚度约13mm，clark分级：V级，核分裂像约30个/mm2，表面溃疡形成，局灶坏死，肿瘤有淋巴细胞浸润但不活跃，侵及骨组织，累及神经，未见明确脉管内瘤栓；切缘（-）。免疫组化：HMB45(+)，S100(散在+)，MelanA(+)，Ki-67(阳性率60%)，Sox1(+)，CyclinD1(部分+)，P16(+)，P63(上皮+)。1:左足踇趾× 11:肿物×1         2:肿物+背侧皮肤切缘纵取涂墨×2         3:腹侧皮肤切缘纵取涂墨×1         4:肿物全层×15:肿物全层×1         6:肿物全层×1         7:肿物全层(6、7同一平面)×1         8:肿物+可疑甲床×2标记左足踇趾：踇趾一段，长5.5cm，周径4cm，距背侧皮肤软组织切缘约0.8cm，甲床区见肿物，大小约4.5*4*1.8cm，切面灰黑质硬，边界不清，似侵及骨组织，甲床结构不清，于肿物中央见可疑甲床，大小约1*0.7cm。

B10 癌旁 男 60 202310325 足底 5 (左足踇趾)甲恶性黑色素瘤，部分为梭形，垂直生长期，Breslow厚度约13mm，clark分级：V级，核分裂像约30个/mm2，表面溃疡形成，局灶坏死，肿瘤有淋巴细胞浸润但不活跃，侵及骨组织，累及神经，未见明确脉管内瘤栓；切缘（-）。免疫组化：HMB45(+)，S100(散在+)，MelanA(+)，Ki-67(阳性率60%)，Sox1(+)，CyclinD1(部分+)，P16(+)，P63(上皮+)。1:左足踇趾× 11:肿物×1         2:肿物+背侧皮肤切缘纵取涂墨×2         3:腹侧皮肤切缘纵取涂墨×1         4:肿物全层×15:肿物全层×1         6:肿物全层×1         7:肿物全层(6、7同一平面)×1         8:肿物+可疑甲床×2标记左足踇趾：踇趾一段，长5.5cm，周径4cm，距背侧皮肤软组织切缘约0.8cm，甲床区见肿物，大小约4.5*4*1.8cm，切面灰黑质硬，边界不清，似侵及骨组织，甲床结构不清，于肿物中央见可疑甲床，大小约1*0.7cm。

B11 癌 女 54 202317497 外阴 4 （外阴肿物）外阴恶性黑色素瘤伴溃疡形成，结节型，肿瘤大小2.6*1.5*0.5cm，垂直生长期，Breslow厚度2mm ,Clark分级：Ⅳ级，核分裂象热点区约7个/mm2，肿瘤有淋巴细胞浸润但不活跃，未见明确神经侵犯及脉管癌栓，3、6、9、12点皮肤切缘及基底切缘未见肿瘤累及。免疫组化：HMB45(+)，MelanA(+)，S-100(+)，CyclinD1(+)，p53(+70%，弱-中+），SOX10(-)，P40(-)，CK7（-)，P16(-)，Ki-67(+约30%)。1:外阴肿物× 11:增厚小阴唇×2         2:增厚小阴唇×2         3:3点切缘×1         4:6点切缘×15:9点切缘×1         6:12点切缘×1皮肤组织一块，大小8*3.4*0.8cm，缝线标记12点，右侧小阴唇增厚质硬，表面灰黑灰白，大小2.6*1.5*0.5cm，基底涂墨。

B12 癌旁 女 54 202317497 外阴 4 （外阴肿物）外阴恶性黑色素瘤伴溃疡形成，结节型，肿瘤大小2.6*1.5*0.5cm，垂直生长期，Breslow厚度2mm ,Clark分级：Ⅳ级，核分裂象热点区约7个/mm2，肿瘤有淋巴细胞浸润但不活跃，未见明确神经侵犯及脉管癌栓，3、6、9、12点皮肤切缘及基底切缘未见肿瘤累及。免疫组化：HMB45(+)，MelanA(+)，S-100(+)，CyclinD1(+)，p53(+70%，弱-中+），SOX10(-)，P40(-)，CK7（-)，P16(-)，Ki-67(+约30%)。1:外阴肿物× 11:增厚小阴唇×2         2:增厚小阴唇×2         3:3点切缘×1         4:6点切缘×15:9点切缘×1         6:12点切缘×1皮肤组织一块，大小8*3.4*0.8cm，缝线标记12点，右侧小阴唇增厚质硬，表面灰黑灰白，大小2.6*1.5*0.5cm，基底涂墨。

B13 癌 男 71 202323640 皮肤 5 （面部皮肤肿物）恶性黑色素瘤（Breslow厚度：1cm，Clark分级：V级），未见表面溃疡，可见卫星灶，3、6、9、12点及基底切缘未见肿瘤累及（结合冰冻切片）。免疫组化：HMB45(+)，MelanA(+)，CyclinD1(+)，p53(60%中-强+)，Ki-67(+，30%)，S100(+)。1:面部皮肤肿物× 11:最小灰黑区带3点(冰冻)×1         2:6点切缘(冰冻)×1         3:9点切缘(冰冻)×1         4:次大灰黑区带12点(冰冻)×15:最大灰黑区带基底(冰冻)×1         6:最小灰黑区对侧×1         7:次大灰黑区×2         8:最大灰黑区×39:次小灰黑区×2送检皮肤组织一块，面积7.2*6.2cm，皮肤表面见4处灰黑区，大小分别0.2*0.2*0.1cm，0.3*0.2*0.2cm，0.5*0.5*0.4cm，0.8*0.8*0.7cm，切面均灰黑实性，皮肤中央见一手术瘢痕区，范围4*4cm，4处灰黑区距3点、6点、9点、12点及基底0.1cm、1.5cm、2.5cm、0.6cm、0.4cm（均为最近距离）。灰黑区均取全

B14 癌旁 男 71 202323640 皮肤 5 （面部皮肤肿物）恶性黑色素瘤（Breslow厚度：1cm，Clark分级：V级），未见表面溃疡，可见卫星灶，3、6、9、12点及基底切缘未见肿瘤累及（结合冰冻切片）。免疫组化：HMB45(+)，MelanA(+)，CyclinD1(+)，p53(60%中-强+)，Ki-67(+，30%)，S100(+)。1:面部皮肤肿物× 11:最小灰黑区带3点(冰冻)×1         2:6点切缘(冰冻)×1         3:9点切缘(冰冻)×1         4:次大灰黑区带12点(冰冻)×15:最大灰黑区带基底(冰冻)×1         6:最小灰黑区对侧×1         7:次大灰黑区×2         8:最大灰黑区×39:次小灰黑区×2送检皮肤组织一块，面积7.2*6.2cm，皮肤表面见4处灰黑区，大小分别0.2*0.2*0.1cm，0.3*0.2*0.2cm，0.5*0.5*0.4cm，0.8*0.8*0.7cm，切面均灰黑实性，皮肤中央见一手术瘢痕区，范围4*4cm，4处灰黑区距3点、6点、9点、12点及基底0.1cm、1.5cm、2.5cm、0.6cm、0.4cm（均为最近距离）。灰黑区均取全

C01 癌 男 62 202365557 足底 4 (左足跟)肢端恶性黑色素瘤伴局灶溃疡形成，垂直生长期，Breslow厚度5.8mm；Clark分级：IV级；未见明确脉管及神经侵犯；肿瘤浸润淋巴细胞：有但不活跃（散在淋巴细胞浸润）；核分裂10个/mm2；未见卫星转移灶；内切缘、外切缘、近端切缘、远端切缘及基底切缘未见肿瘤累及。免疫组化：HMB45（部分+）、MelanA（+）、S-100（部分+）、SOX10（-）、CyclinD1（部分+）、P16（-）、P53（大部分+）、BRAF（-）、PHH3（示核分裂约10个/mm2）、Ki-67（+，约40%）。肿瘤分期：pT4bNxMx。1:左足跟黑色素瘤× 11:内侧切缘(冰冻)×1         2:外侧切缘(冰冻)×1         3:近端切缘(冰冻)×1         4:远端切缘(冰冻)×15:基底切缘(冰冻)×1         6:隆起区(冰冻)×1         7:隆起区×1         8:隆起区×19:隆起区×1         10:隆起区×1标记左足跟黑色素瘤：椭圆形皮肤组织一块，皮肤面积6.5*6cm，厚2.2cm，临床缝线标记，距外侧切缘1.5cm，近端切缘1.5cm，内侧切缘1cm，远端切缘1.7cm，基底切缘1.5cm，于皮肤表面见一隆起区，范围4.5*3.5cm，表面灰黑灰褐似有结痂质硬，切面灰黑实性质中。

C02 癌旁 男 62 202365557 足底 4 (左足跟)肢端恶性黑色素瘤伴局灶溃疡形成，垂直生长期，Breslow厚度5.8mm；Clark分级：IV级；未见明确脉管及神经侵犯；肿瘤浸润淋巴细胞：有但不活跃（散在淋巴细胞浸润）；核分裂10个/mm2；未见卫星转移灶；内切缘、外切缘、近端切缘、远端切缘及基底切缘未见肿瘤累及。免疫组化：HMB45（部分+）、MelanA（+）、S-100（部分+）、SOX10（-）、CyclinD1（部分+）、P16（-）、P53（大部分+）、BRAF（-）、PHH3（示核分裂约10个/mm2）、Ki-67（+，约40%）。肿瘤分期：pT4bNxMx。1:左足跟黑色素瘤× 11:内侧切缘(冰冻)×1         2:外侧切缘(冰冻)×1         3:近端切缘(冰冻)×1         4:远端切缘(冰冻)×15:基底切缘(冰冻)×1         6:隆起区(冰冻)×1         7:隆起区×1         8:隆起区×19:隆起区×1         10:隆起区×1标记左足跟黑色素瘤：椭圆形皮肤组织一块，皮肤面积6.5*6cm，厚2.2cm，临床缝线标记，距外侧切缘1.5cm，近端切缘1.5cm，内侧切缘1cm，远端切缘1.7cm，基底切缘1.5cm，于皮肤表面见一隆起区，范围4.5*3.5cm，表面灰黑灰褐似有结痂质硬，切面灰黑实性质中。

C03 癌 女 59 202366279 足底 4 （右足肿物大）肢端恶性黑色素瘤，垂直生长期，Brelow厚度1.5mm，伴溃疡形成，侵及真皮网状层及皮肤附属器，Clark分级：4级，核分裂约2个/mm2，未见明确脉管内癌栓及神经侵犯，侧切缘及基底切缘未见明确肿瘤累及。肿瘤浸润淋巴细胞：无。肿瘤分期：pT2bNxMx免疫组化：HMB45（+）、S100（+）、MelanA（+）、P16（+）、Vim（+）、P53（40%+）、P40（-）、Sox10（+）、Ki-67（+，约5%）。（右足肿物小）送检皮肤组织表皮角化不全，棘层轻度增生，基底层局灶见散在不典型痣细胞，请结合临床。科内会诊。1:右足肿物(大)+右足肿物(小)× 21:溃疡区×3         2:溃疡区×2         3:溃疡区×2         4:12点×15:3点×1         6:6点×1         7:9点×1         8:标记右足肿物小×2标记右足肿物大：皮肤组织一块，大小4.5*4.0*0.5cm，皮肤表面见灰黑溃疡，范围2.5*0.5cm，切面灰白质韧，单线标记内侧（6点）切缘，双线标记12点。溃疡区取全，基底涂墨。标记右足肿物小：灰白小组织一块，大小1*0.5*0.5cm，皮肤表面稍灰褐，范围0.3*0.2cm。

C04 癌旁 女 59 202366279 足底 4 （右足肿物大）肢端恶性黑色素瘤，垂直生长期，Brelow厚度1.5mm，伴溃疡形成，侵及真皮网状层及皮肤附属器，Clark分级：4级，核分裂约2个/mm2，未见明确脉管内癌栓及神经侵犯，侧切缘及基底切缘未见明确肿瘤累及。肿瘤浸润淋巴细胞：无。肿瘤分期：pT2bNxMx免疫组化：HMB45（+）、S100（+）、MelanA（+）、P16（+）、Vim（+）、P53（40%+）、P40（-）、Sox10（+）、Ki-67（+，约5%）。（右足肿物小）送检皮肤组织表皮角化不全，棘层轻度增生，基底层局灶见散在不典型痣细胞，请结合临床。科内会诊。1:右足肿物(大)+右足肿物(小)× 21:溃疡区×3         2:溃疡区×2         3:溃疡区×2         4:12点×15:3点×1         6:6点×1         7:9点×1         8:标记右足肿物小×2标记右足肿物大：皮肤组织一块，大小4.5*4.0*0.5cm，皮肤表面见灰黑溃疡，范围2.5*0.5cm，切面灰白质韧，单线标记内侧（6点）切缘，双线标记12点。溃疡区取全，基底涂墨。标记右足肿物小：灰白小组织一块，大小1*0.5*0.5cm，皮肤表面稍灰褐，范围0.3*0.2cm。

C05 癌 男 66 202374172 足底 4 （右足踇趾）皮肤恶性黑色素瘤，垂直生长期，表面可见溃疡形成，Breslow厚度约6.5mm，Clark分级Ⅳ级，核分裂约20个/mm2，肿瘤浸润淋巴细胞：有但不活跃；皮肤切缘均未见肿瘤累及。免疫组化：HMB45（+），MelanA（+），S-100（+），P16（+），SOX10（+），cyclinD1（+），P53（60%+），CK5/6（-），CK8/18（-），KI67（+70%）。1:右足踇趾黑色素瘤× 11:肿物(冰冻)×1         2:足背皮肤切缘(冰冻)×1         3:内侧皮肤切缘(冰冻)×1         4:足底皮肤切缘(冰冻)×15:外侧皮肤切缘(冰冻)×1         6:肿物×1         7:肿物×1         8:肿物×19:右足踇趾黑色素瘤足底切缘(冰冻)×1         10:右足踇趾黑色素瘤内侧切缘(冰冻)×1         11:右足踇趾黑色素瘤足背切缘(冰冻)×1         12:右足踇趾黑色素瘤外侧切缘(冰冻)×1右足踇趾：足趾一枚，大小6*3.5*3cm，足趾外侧见一灰褐肿物，直径1.6cm，肿物距外侧皮肤切缘2cm，距骨组织切缘3.5cm。右足踇趾黑色素瘤：皮肤组织一块，面积2*1.5cm，临床已沿长轴剖开大部，基底侧涂墨。

C06 癌旁 男 66 202374172 足底 4 （右足踇趾）皮肤恶性黑色素瘤，垂直生长期，表面可见溃疡形成，Breslow厚度约6.5mm，Clark分级Ⅳ级，核分裂约20个/mm2，肿瘤浸润淋巴细胞：有但不活跃；皮肤切缘均未见肿瘤累及。免疫组化：HMB45（+），MelanA（+），S-100（+），P16（+），SOX10（+），cyclinD1（+），P53（60%+），CK5/6（-），CK8/18（-），KI67（+70%）。1:右足踇趾黑色素瘤× 11:肿物(冰冻)×1         2:足背皮肤切缘(冰冻)×1         3:内侧皮肤切缘(冰冻)×1         4:足底皮肤切缘(冰冻)×15:外侧皮肤切缘(冰冻)×1         6:肿物×1         7:肿物×1         8:肿物×19:右足踇趾黑色素瘤足底切缘(冰冻)×1         10:右足踇趾黑色素瘤内侧切缘(冰冻)×1         11:右足踇趾黑色素瘤足背切缘(冰冻)×1         12:右足踇趾黑色素瘤外侧切缘(冰冻)×1右足踇趾：足趾一枚，大小6*3.5*3cm，足趾外侧见一灰褐肿物，直径1.6cm，肿物距外侧皮肤切缘2cm，距骨组织切缘3.5cm。右足踇趾黑色素瘤：皮肤组织一块，面积2*1.5cm，临床已沿长轴剖开大部，基底侧涂墨。

C07 癌 女 69 202376286 皮肤 4 （面部肿物）恶性黑色素瘤伴溃疡形成，垂直生长期，Breslow厚度：6mm，Clark水平分级：4级，肿瘤浸润淋巴细胞：有但不活跃，可见卫星转移灶，未见明确脉管及神经侵犯，核分裂约1个/mm2，四周切缘及基底切缘未见肿瘤累及。免疫组化：CK（-）、Vim（+）、HMB45（+）、MelanA（+）、S-100（+）、CyclinD1（部分+）、P53（20%强弱不等+）、SOX10（+）、CD34（-）、ki67（阳性率较高处约20%）。1: 面部肿物× 11:灰褐隆起+6点及12点切缘(冰冻)×1         2:9点切缘(冰冻)×1         3:灰黑微隆起+3点切缘(冰冻)×1         4:灰褐隆起+6点及12点×15:灰褐隆起+6点及12点×1         6:两处灰黑微隆起+6点及12点×1面部肿物：梭皮一块，面积4.2*2cm，皮肤表面查见灰黑微隆起3处，范围0.3*0.2-0.4*0.2cm，1处最近处距3点切缘0.6cm，2处距12点切缘0.4cm，3处距6点切缘0.5cm；距9点切缘0.5cm，距12点切缘0.2cm查见一灰褐隆起，大小0.8*0.7*0.7cm。已转10

C08 癌旁 女 69 202376286 皮肤 4 （面部肿物）恶性黑色素瘤伴溃疡形成，垂直生长期，Breslow厚度：6mm，Clark水平分级：4级，肿瘤浸润淋巴细胞：有但不活跃，可见卫星转移灶，未见明确脉管及神经侵犯，核分裂约1个/mm2，四周切缘及基底切缘未见肿瘤累及。免疫组化：CK（-）、Vim（+）、HMB45（+）、MelanA（+）、S-100（+）、CyclinD1（部分+）、P53（20%强弱不等+）、SOX10（+）、CD34（-）、ki67（阳性率较高处约20%）。1: 面部肿物× 11:灰褐隆起+6点及12点切缘(冰冻)×1         2:9点切缘(冰冻)×1         3:灰黑微隆起+3点切缘(冰冻)×1         4:灰褐隆起+6点及12点×15:灰褐隆起+6点及12点×1         6:两处灰黑微隆起+6点及12点×1面部肿物：梭皮一块，面积4.2*2cm，皮肤表面查见灰黑微隆起3处，范围0.3*0.2-0.4*0.2cm，1处最近处距3点切缘0.6cm，2处距12点切缘0.4cm，3处距6点切缘0.5cm；距9点切缘0.5cm，距12点切缘0.2cm查见一灰褐隆起，大小0.8*0.7*0.7cm。已转10

C09 癌 女 75 201706809 皮肤 5 （右足跟）病变符合恶性黑色素瘤，瘤细胞侵及皮下脂肪层（Clark分级V级），标记前、后、内、外及基底各切缘均未见瘤累及。我院病理诊断黑色素瘤皮肤组织一块，大小6.5*4cm，皮下组织厚约1.5cm，皮肤中央见灰黑溃疡区，范围约2*1cm，距切缘最近处0.8cm。

C10 癌 女 75 201706809 皮肤 5 （右足跟）病变符合恶性黑色素瘤，瘤细胞侵及皮下脂肪层（Clark分级V级），标记前、后、内、外及基底各切缘均未见瘤累及。我院病理诊断黑色素瘤皮肤组织一块，大小6.5*4cm，皮下组织厚约1.5cm，皮肤中央见灰黑溃疡区，范围约2*1cm，距切缘最近处0.8cm。

C11 癌 男 61 201711448 皮肤 5 （右示指）病变符合恶性黑色素瘤，桡侧、尺侧、背面及掌面切缘未见癌累及。免疫组化：HMB-45（+）、S-100（+）。恶性黑色素瘤 截指切除右示指,大小4.2*2*1.5cm,距桡侧切缘2.2cm见皮肤破溃区,范围2*1.5cm，切面可见一灰黄肿物，范围约1.7*1.5cm，浸润深度最大距表皮约为1cm。

C12 癌 男 61 201711448 皮肤 5 （右示指）病变符合恶性黑色素瘤，桡侧、尺侧、背面及掌面切缘未见癌累及。免疫组化：HMB-45（+）、S-100（+）。恶性黑色素瘤 截指切除右示指,大小4.2*2*1.5cm,距桡侧切缘2.2cm见皮肤破溃区,范围2*1.5cm，切面可见一灰黄肿物，范围约1.7*1.5cm，浸润深度最大距表皮约为1cm。

C13 癌 男 81 201711576 足底 （标记足底黑色素1.2）结合病史及免疫组化结果，病变符合恶性黑色素瘤，请结合临床。免疫组化示：HMB45(+)、S-100(+)、Melan-A(+)、Ki67阳性率约40%。（标记足底黑色素3）送检示真皮纤维组织瘤样增生，请结合临床。免疫组化示：S-100(-)、SMA (+)、CD34(部分+）、CD68（散在+）、Ki67阳性率约1%。患者因"右足底黑色素瘤术后1年，发现右足底1月余。“入院。1标记足底黑色素2：带皮不整形组织一块，大小1.5*0.5*0.2cm，皮肤：1.5*0.5cm，皮肤中央见一灰黑区，范围0.3*0.2cm。2标记足底黑色素1：带皮不整形组织一堆，大小4*3.5*1cm，其中一块大小2.5*1*0.8cm，皮肤中央见两个灰黑区域，大者范围0.3*0.3cm，小者范围0.1*0.1cm，切面皮下见一灰黑区，大小1.6*1.5cm。3标记足底黑色素3：带皮不整形组织一块，大小2*0.5*0.8cm，皮肤：2*0.5cm，皮肤中央见一灰色隆起，大小1.2*1.1cm。

C14 癌 男 81 201711576 足底 （标记足底黑色素1.2）结合病史及免疫组化结果，病变符合恶性黑色素瘤，请结合临床。免疫组化示：HMB45(+)、S-100(+)、Melan-A(+)、Ki67阳性率约40%。（标记足底黑色素3）送检示真皮纤维组织瘤样增生，请结合临床。免疫组化示：S-100(-)、SMA (+)、CD34(部分+）、CD68（散在+）、Ki67阳性率约1%。患者因"右足底黑色素瘤术后1年，发现右足底1月余。“入院。1标记足底黑色素2：带皮不整形组织一块，大小1.5*0.5*0.2cm，皮肤：1.5*0.5cm，皮肤中央见一灰黑区，范围0.3*0.2cm。2标记足底黑色素1：带皮不整形组织一堆，大小4*3.5*1cm，其中一块大小2.5*1*0.8cm，皮肤中央见两个灰黑区域，大者范围0.3*0.3cm，小者范围0.1*0.1cm，切面皮下见一灰黑区，大小1.6*1.5cm。3标记足底黑色素3：带皮不整形组织一块，大小2*0.5*0.8cm，皮肤：2*0.5cm，皮肤中央见一灰色隆起，大小1.2*1.1cm。

D01 癌 男 48 201724506 足底 2 （标记右足底黑色素瘤）病变符合恶性黑色素瘤（4*2.8cm）痣恶变，侵及表皮及真皮浅层，易见核分裂（约1个/mm2）（浸润深度约1mm，表皮未见溃疡，Clark分级2级），前、后、内、外、底切缘未见癌累及，脉管未见肿瘤浸润。免疫组化：HMB45（+）、S-100（+）、Melan-A（+）、CK（+）、CylinD1（+）、P53（-）、ki-67阳性率＞10%。右足肿物1年余 标记右足底黑色素瘤：带皮肤组织一块，大小5*4*1.5cm，皮肤中央见一灰黑区，大小4*2.8cm，灰黑区距前后内外侧切缘分别约为0.5cm。

D02 癌 男 48 201724506 足底 2 （标记右足底黑色素瘤）病变符合恶性黑色素瘤（4*2.8cm）痣恶变，侵及表皮及真皮浅层，易见核分裂（约1个/mm2）（浸润深度约1mm，表皮未见溃疡，Clark分级2级），前、后、内、外、底切缘未见癌累及，脉管未见肿瘤浸润。免疫组化：HMB45（+）、S-100（+）、Melan-A（+）、CK（+）、CylinD1（+）、P53（-）、ki-67阳性率＞10%。右足肿物1年余 标记右足底黑色素瘤：带皮肤组织一块，大小5*4*1.5cm，皮肤中央见一灰黑区，大小4*2.8cm，灰黑区距前后内外侧切缘分别约为0.5cm。

D03 癌 女 79 201742171 直肠 （直肠）恶性黑色素瘤，侵及结肠周纤维脂肪组织。上、下切缘及环周切缘未见肿瘤累及。肠周淋巴结11枚未见肿瘤转移。PTNM：T3N0Mx。免疫组化示肠周淋巴结组织细胞：S-100（-）、CD68（+）。肛门肿物 疼痛 切除肠管一段，长22cm，周径3.5-6cm，距肛门下端约0.5cm，上切缘16cm，见一溃疡型灰黑肿物，大小6.5*5*1.5cm。肉眼侵及全层，切面灰黑质稍硬。

D04 癌 女 79 201742171 直肠 （直肠）恶性黑色素瘤，侵及结肠周纤维脂肪组织。上、下切缘及环周切缘未见肿瘤累及。肠周淋巴结11枚未见肿瘤转移。PTNM：T3N0Mx。免疫组化示肠周淋巴结组织细胞：S-100（-）、CD68（+）。肛门肿物 疼痛 切除肠管一段，长22cm，周径3.5-6cm，距肛门下端约0.5cm，上切缘16cm，见一溃疡型灰黑肿物，大小6.5*5*1.5cm。肉眼侵及全层，切面灰黑质稍硬。

D05 癌 女 55 201747725 腋窝 （左侧腋窝）结合镜下形态、临床病史及免疫组化结果，符合恶性黑色素瘤浸润。免疫组化示：S-100(+),HMB45(+),Melan-A(+),CK(-),ki-67+指数约30%。发现左侧腋窝黑色素瘤转移2年灰红灰黄不整形组织2块，8*6*3cm，切面灰白灰黄质细腻，界限不清。

D06 癌 女 55 201747725 腋窝 （左侧腋窝）结合镜下形态、临床病史及免疫组化结果，符合恶性黑色素瘤浸润。免疫组化示：S-100(+),HMB45(+),Melan-A(+),CK(-),ki-67+指数约30%。发现左侧腋窝黑色素瘤转移2年灰红灰黄不整形组织2块，8*6*3cm，切面灰白灰黄质细腻，界限不清。

D07 癌 男 58 201750529 足底 （左足跟）恶性黑色素瘤，四周及基底切缘未见肿瘤累及。左足跟)恶性黑色素瘤。免疫组化示:HMB45()、MelanA(+)、CK5/6(-)、GCDPF15(-)、Ki-67阳性率约为50%左足跟肿物半年,曾行活检示恶性黑色素瘤带皮肤不整形组织一块，大小8*7*1cm，皮肤上见溃烂，范围约2.5*2cm，周边皮肤粗糙，质硬，总范围约5*4cm，溃疡下方见灰白肿物，2.5*2*0.5cm，质软。

D08 癌 男 58 201750529 足底 （左足跟）恶性黑色素瘤，四周及基底切缘未见肿瘤累及。左足跟)恶性黑色素瘤。免疫组化示:HMB45()、MelanA(+)、CK5/6(-)、GCDPF15(-)、Ki-67阳性率约为50%左足跟肿物半年,曾行活检示恶性黑色素瘤带皮肤不整形组织一块，大小8*7*1cm，皮肤上见溃烂，范围约2.5*2cm，周边皮肤粗糙，质硬，总范围约5*4cm，溃疡下方见灰白肿物，2.5*2*0.5cm，质软。

D09 癌 女 76 201755904 腹股沟 （左腹股沟）送检示淋巴结内见恶性黑色素瘤转移。标记腹股沟淋巴结2/3枚见恶性黑色素瘤转移。皮肤真皮及皮下组织见灶性肿瘤累及。免疫组化示:S-100(+)、MelanA(+)、CyclinD1(+)、P53(+)、Ki-67阳性率约70%.腹股沟肿物10天灰红灰黄不整形组织一块，6*3.5*1.8cm，切面呈多结节状，灰白灰红质稍硬，可见包膜。

D10 癌 女 76 201755904 腹股沟 （左腹股沟）送检示淋巴结内见恶性黑色素瘤转移。标记腹股沟淋巴结2/3枚见恶性黑色素瘤转移。皮肤真皮及皮下组织见灶性肿瘤累及。免疫组化示:S-100(+)、MelanA(+)、CyclinD1(+)、P53(+)、Ki-67阳性率约70%.腹股沟肿物10天灰红灰黄不整形组织一块，6*3.5*1.8cm，切面呈多结节状，灰白灰红质稍硬，可见包膜。

D11 癌 男 70 202147547 皮肤 5 （左手肿物）恶性黑色素瘤，伴溃疡形成，侵及皮下组织，Breslow厚度约1.5cm，Clark分级：5级，核分裂象约10个/mm2，垂直生长期，局灶区域肿瘤浸润淋巴细胞，未见明确脉管内瘤栓及神经侵犯，未见肿瘤消退，四周及基底切缘未见肿瘤累及。免疫组化：HMB45（+），MelanA（+），S-100（+），Vim（+），P53（+，60%），CyclinD1（部分+），CK（-），ki67阳性率约80%。左手黑色素肿物,体积大,约15*10*3cm,糜烂破溃,与周围组织边界不清.1:肿物带一侧短轴切缘(冰冻)×1         2:肿物带另一侧短轴切缘(冰冻)×1         3:肿物带一侧长轴切缘(冰冻)×1         4:肿物带另一侧长轴切缘(冰冻)×15:肿物×1         6:肿物×1         7:肿物×1标记左手肿物：皮肤组织1块，8*5.5*0.3cm，皮肤面积8*5.5cm，皮上见一肿物，4*3cm，表面呈结节状，部分区灰黑区，距四侧切缘距离为，2cm，2cm，0.7cm，1.5cm，肿物周边皮肤灰黑，切面灰黑质韧。 

D12 癌 男 70 202147547 皮肤 5 （左手肿物）恶性黑色素瘤，伴溃疡形成，侵及皮下组织，Breslow厚度约1.5cm，Clark分级：5级，核分裂象约10个/mm2，垂直生长期，局灶区域肿瘤浸润淋巴细胞，未见明确脉管内瘤栓及神经侵犯，未见肿瘤消退，四周及基底切缘未见肿瘤累及。免疫组化：HMB45（+），MelanA（+），S-100（+），Vim（+），P53（+，60%），CyclinD1（部分+），CK（-），ki67阳性率约80%。左手黑色素肿物,体积大,约15*10*3cm,糜烂破溃,与周围组织边界不清.1:肿物带一侧短轴切缘(冰冻)×1         2:肿物带另一侧短轴切缘(冰冻)×1         3:肿物带一侧长轴切缘(冰冻)×1         4:肿物带另一侧长轴切缘(冰冻)×15:肿物×1         6:肿物×1         7:肿物×1标记左手肿物：皮肤组织1块，8*5.5*0.3cm，皮肤面积8*5.5cm，皮上见一肿物，4*3cm，表面呈结节状，部分区灰黑区，距四侧切缘距离为，2cm，2cm，0.7cm，1.5cm，肿物周边皮肤灰黑，切面灰黑质韧。 

D13 癌 女 32 202156172 足底 3 （右足）恶性黑色素瘤（肢端型），垂直生长期，侵及真皮乳头层和网状层交界处。Breslow厚度约0.22cm，clark分级：3级。核分裂：4/1mm2。肿瘤浸润淋巴细胞：有但不活跃，未见脉管或肿瘤侵犯。四周及基底切缘均未见肿瘤累及。免疫组化：HMB45(+),S-100(+),cyclinD1(+),SOX10(+),BRAF(-),ki67阳性率约40%。右足黑色素瘤 1:近端切缘 冰对×1         2:远端切缘 冰对×1         3:外侧切缘 冰对×1         4:内侧切缘 冰对×15:肿物 冰对×2         6:肿物×1         7:肿物×1         8:肿物×1标记右足黑色皮肤组织一块，大小4.5*3.5*0.8cm，中央见一灰黑区，大小2.5*1.5cm，距近端切缘1cm，远端切缘0.8cm，外侧1cm，内侧1cm，长线为近端切缘，短线为外侧。

D14 癌 女 32 202156172 足底 3 （右足）恶性黑色素瘤（肢端型），垂直生长期，侵及真皮乳头层和网状层交界处。Breslow厚度约0.22cm，clark分级：3级。核分裂：4/1mm2。肿瘤浸润淋巴细胞：有但不活跃，未见脉管或肿瘤侵犯。四周及基底切缘均未见肿瘤累及。免疫组化：HMB45(+),S-100(+),cyclinD1(+),SOX10(+),BRAF(-),ki67阳性率约40%。右足黑色素瘤 1:近端切缘 冰对×1         2:远端切缘 冰对×1         3:外侧切缘 冰对×1         4:内侧切缘 冰对×15:肿物 冰对×2         6:肿物×1         7:肿物×1         8:肿物×1标记右足黑色皮肤组织一块，大小4.5*3.5*0.8cm，中央见一灰黑区，大小2.5*1.5cm，距近端切缘1cm，远端切缘0.8cm，外侧1cm，内侧1cm，长线为近端切缘，短线为外侧。

E01 癌 男 69 202160001 皮肤 4 （左上臂肿物）恶性黑色素瘤，侵及真皮网状层，垂直生长期，结节型，Breslow厚度约0.5cm，Clark分级：4级，核分裂约10/1mm2，肿瘤浸润淋巴细胞：有但不活跃，未见神经侵犯及脉管内瘤栓，未见肿瘤消退。近端、远端、内侧、外侧及基底切缘未见肿瘤累及。免疫组化：HMB45（+），MelanA（+），S-100（+），CyclinD1（+），P53（+，60%），SOX10（+），CK（-），Vim（+），Ki-67阳性率约50%。左上臂皮肤肿物,黑色1:隆起区+短线切缘×1         2:隆起区×1         3:隆起区×1         4:隆起区×25:隆起区×2         6:隆起区×2         7:短线对侧切缘×1         8:长线切缘×19:长线对侧切缘×1标记左上臂肿物：皮肤组织一块，大小8*6*0.8cm，皮肤面积8*6cm，皮上见多个灰褐灰黑隆起，总范围4.5*4cm，隆起直径，小者0.3cm，大者大小1.6*1.2cm，高出皮面0.7cm，切面灰黑灰褐，质硬韧，见长短线标记，距短线最近处约0.9cm，距长线最近处1.9cm（长线近端，短线内侧）。

E02 癌 男 69 202160001 皮肤 4 （左上臂肿物）恶性黑色素瘤，侵及真皮网状层，垂直生长期，结节型，Breslow厚度约0.5cm，Clark分级：4级，核分裂约10/1mm2，肿瘤浸润淋巴细胞：有但不活跃，未见神经侵犯及脉管内瘤栓，未见肿瘤消退。近端、远端、内侧、外侧及基底切缘未见肿瘤累及。免疫组化：HMB45（+），MelanA（+），S-100（+），CyclinD1（+），P53（+，60%），SOX10（+），CK（-），Vim（+），Ki-67阳性率约50%。左上臂皮肤肿物,黑色1:隆起区+短线切缘×1         2:隆起区×1         3:隆起区×1         4:隆起区×25:隆起区×2         6:隆起区×2         7:短线对侧切缘×1         8:长线切缘×19:长线对侧切缘×1标记左上臂肿物：皮肤组织一块，大小8*6*0.8cm，皮肤面积8*6cm，皮上见多个灰褐灰黑隆起，总范围4.5*4cm，隆起直径，小者0.3cm，大者大小1.6*1.2cm，高出皮面0.7cm，切面灰黑灰褐，质硬韧，见长短线标记，距短线最近处约0.9cm，距长线最近处1.9cm（长线近端，短线内侧）。

E03 癌 男 63 202174043 足底 4 （左足小趾）恶性黑色素瘤，垂直生长期，侵及真皮网状层，表皮可见溃疡形成。（Clark分级：4级，Breslow厚度：0.7cm，核分裂象4个/mm2）。未侵及骨组织，切缘未见肿瘤累及。标记左腹股沟淋巴结2/3枚见癌转移。免疫组化：HMB45（+）、MelanA（+）、S-100（+）、CK（表皮+）、CyclinD1（弥漫+）、P53（热点区50%）、β-catenin（浆+）、CD34（-）、SMA（+）、BRAF（局灶+），Ki67阳性率约60%。pTNM分期：T1bN2bMx。左足小趾恶性黑色素瘤1:背侧切缘(冰冻)×1         2:掌侧切缘(冰冻)×1         3:内侧切缘(冰冻)×1         4:外侧切缘(冰冻)×15:关节离断面(冰冻)×1         6:灰黑区×1         7:灰黑区×1         8:灰黑区(7、8 同一平面)×19:灰黑区×1         10:灰黑区下系线×1         11:灰黑区下骨组织(脱钙)×1         12:左腹股沟融合淋巴结(冰冻)×113:左腹股沟融合淋巴结(12、13同一平面)(冰冻)×1         14:左腹股沟其余淋巴结×2标记左足小趾恶性黑色素瘤：足趾两根，其一长3.7cm，直径2cm，其二长4.5cm，直径2cm，于外侧足趾掌侧面见一皮肤粗糙区，大小3.2*2*0.7cm，表面灰褐灰黑，切面灰白灰黑实性质中，偏硬，肉眼累及皮下组织，未累及骨组织，距背侧切缘2.6cm、距掌侧切缘1.5cm、距内侧切缘2.3cm、距外侧切缘2.5cm、距关节离断面2.6cm。标记左腹股沟淋巴结：灰红灰黄脂肪样组织一块，大小5.5*5*2.5cm，切面见融合淋巴结，大小3.5*2.5*1.5cm，切面灰黑实性质中。

E04 癌 男 63 202174043 足底 4 （左足小趾）恶性黑色素瘤，垂直生长期，侵及真皮网状层，表皮可见溃疡形成。（Clark分级：4级，Breslow厚度：0.7cm，核分裂象4个/mm2）。未侵及骨组织，切缘未见肿瘤累及。标记左腹股沟淋巴结2/3枚见癌转移。免疫组化：HMB45（+）、MelanA（+）、S-100（+）、CK（表皮+）、CyclinD1（弥漫+）、P53（热点区50%）、β-catenin（浆+）、CD34（-）、SMA（+）、BRAF（局灶+），Ki67阳性率约60%。pTNM分期：T1bN2bMx。左足小趾恶性黑色素瘤1:背侧切缘(冰冻)×1         2:掌侧切缘(冰冻)×1         3:内侧切缘(冰冻)×1         4:外侧切缘(冰冻)×15:关节离断面(冰冻)×1         6:灰黑区×1         7:灰黑区×1         8:灰黑区(7、8 同一平面)×19:灰黑区×1         10:灰黑区下系线×1         11:灰黑区下骨组织(脱钙)×1         12:左腹股沟融合淋巴结(冰冻)×113:左腹股沟融合淋巴结(12、13同一平面)(冰冻)×1         14:左腹股沟其余淋巴结×2标记左足小趾恶性黑色素瘤：足趾两根，其一长3.7cm，直径2cm，其二长4.5cm，直径2cm，于外侧足趾掌侧面见一皮肤粗糙区，大小3.2*2*0.7cm，表面灰褐灰黑，切面灰白灰黑实性质中，偏硬，肉眼累及皮下组织，未累及骨组织，距背侧切缘2.6cm、距掌侧切缘1.5cm、距内侧切缘2.3cm、距外侧切缘2.5cm、距关节离断面2.6cm。标记左腹股沟淋巴结：灰红灰黄脂肪样组织一块，大小5.5*5*2.5cm，切面见融合淋巴结，大小3.5*2.5*1.5cm，切面灰黑实性质中。

E05 癌 女 56 202175607 皮肤 4 (皮肤肿瘤)皮内痣背景中见增生的黑色素细胞巢团，细胞核增大有异型性，建议来病理科行免疫组化除外恶性黑色素瘤，标记左、右、上、下及基底切缘未见病变及。补充免疫组化:HB45(+)、MelanA(+)、S-100(+)P16()、P53散在+)、CyclinD1+)、Ki67(-，约30%)，结合免疫组化结果病变符合恶性黑色素瘤，周围可见皮内痣。肿瘤大小2.5*0.7*0.5cm，Breslow厚度约5mm有溃疡形成，clark分级:IV级:核分裂约7个/mm2:垂直生长期;结节型;标记左、右、上、下及基底切缘未见肿瘤累及，肿瘤有淋巴细胞浸润，但不活跃，见脉管内瘤栓，未见神经侯犯，建议完善相关分子检测，皮肤恶性肿瘤,黑色素痣恶变1:肿物 冰对×1         2:上切缘 冰对×1         3:下切缘 冰对×1         4:左切缘 冰对×15:右切缘 冰对×1         6:肿物×1         7:肿物×2         8:肿物×19:基底切缘×1标记皮肤肿瘤：带皮肤不整形组织一块，大小9*6.5*2.3cm，皮肤面积6*4.7cm，长线标记上切缘，短线标记右切缘，距上切缘2.5cm，下切缘1.5cm，左切缘2cm，右切缘1.5cm，皮肤中央见一灰褐隆起型肿物，大小2.5*0.7*0.5cm，切缘纵取。

E06 癌 女 56 202175607 皮肤 4 (皮肤肿瘤)皮内痣背景中见增生的黑色素细胞巢团，细胞核增大有异型性，建议来病理科行免疫组化除外恶性黑色素瘤，标记左、右、上、下及基底切缘未见病变及。补充免疫组化:HB45(+)、MelanA(+)、S-100(+)P16()、P53散在+)、CyclinD1+)、Ki67(-，约30%)，结合免疫组化结果病变符合恶性黑色素瘤，周围可见皮内痣。肿瘤大小2.5*0.7*0.5cm，Breslow厚度约5mm有溃疡形成，clark分级:IV级:核分裂约7个/mm2:垂直生长期;结节型;标记左、右、上、下及基底切缘未见肿瘤累及，肿瘤有淋巴细胞浸润，但不活跃，见脉管内瘤栓，未见神经侯犯，建议完善相关分子检测，皮肤恶性肿瘤,黑色素痣恶变1:肿物 冰对×1         2:上切缘 冰对×1         3:下切缘 冰对×1         4:左切缘 冰对×15:右切缘 冰对×1         6:肿物×1         7:肿物×2         8:肿物×19:基底切缘×1标记皮肤肿瘤：带皮肤不整形组织一块，大小9*6.5*2.3cm，皮肤面积6*4.7cm，长线标记上切缘，短线标记右切缘，距上切缘2.5cm，下切缘1.5cm，左切缘2cm，右切缘1.5cm，皮肤中央见一灰褐隆起型肿物，大小2.5*0.7*0.5cm，切缘纵取。

E07 癌 女 71 202176404 皮肤 4 （右上臂近端后方）恶性黑色素瘤（结节型），肿瘤累及表皮，表面未见溃疡形成，侵及真皮网状层，垂直生长期，Breslow厚度：8.8mm，Clark分级4级，核分裂约4个/mm2,肿瘤浸润淋巴细胞有但不活跃，周围及基底切缘未见肿瘤累及，未见微卫星或卫星转移，未见明确脉管内瘤栓。免疫组化：HMB45(+) 、MelanA(+)、vim(+)、S-100(+)、CK(-)、Ki-67(+,约30%)、BRAF(+)。右上臂近端后方多发黑色结节2年1:右上臂近端后方近端切缘(冰冻)×1         2:右上臂近端后方远端切缘(冰冻)×1         3:右上臂近端后方内侧切缘(冰冻)×1         4:右上臂近端后方外侧切缘(冰冻)×15:右上臂近端后方基底切缘(冰冻)×1         6:右上臂近端后方肿物(冰冻)×1         7:肿物×1         8:肿物×19:肿物×1         10:周围灰黑小结节×2梭形皮肤组织一块11.5*8*2cm，临床长线标记近端，短线标记内侧。距近端1.3cm，距远端2cm，距外侧2.5cm，距内侧2.5cm，距基底1.7cm，皮肤中央见一灰黑隆起3*2.9*1.3cm，隆起表面粗糙，切面灰黑，质中。隆起周围散在数枚灰黑小结节，直径0.3-0.8cm，切面性质同前。

E08 癌 女 71 202176404 皮肤 4 （右上臂近端后方）恶性黑色素瘤（结节型），肿瘤累及表皮，表面未见溃疡形成，侵及真皮网状层，垂直生长期，Breslow厚度：8.8mm，Clark分级4级，核分裂约4个/mm2,肿瘤浸润淋巴细胞有但不活跃，周围及基底切缘未见肿瘤累及，未见微卫星或卫星转移，未见明确脉管内瘤栓。免疫组化：HMB45(+) 、MelanA(+)、vim(+)、S-100(+)、CK(-)、Ki-67(+,约30%)、BRAF(+)。右上臂近端后方多发黑色结节2年1:右上臂近端后方近端切缘(冰冻)×1         2:右上臂近端后方远端切缘(冰冻)×1         3:右上臂近端后方内侧切缘(冰冻)×1         4:右上臂近端后方外侧切缘(冰冻)×15:右上臂近端后方基底切缘(冰冻)×1         6:右上臂近端后方肿物(冰冻)×1         7:肿物×1         8:肿物×19:肿物×1         10:周围灰黑小结节×2梭形皮肤组织一块11.5*8*2cm，临床长线标记近端，短线标记内侧。距近端1.3cm，距远端2cm，距外侧2.5cm，距内侧2.5cm，距基底1.7cm，皮肤中央见一灰黑隆起3*2.9*1.3cm，隆起表面粗糙，切面灰黑，质中。隆起周围散在数枚灰黑小结节，直径0.3-0.8cm，切面性质同前。

E09 癌 女 67 202181549 足底 (左足病灶、左跟骨病灶）送检组织内见异型梭形细胞浸润，可见色素沉积，结合免疫组化染色及病史，符合恶性黑色素瘤。标记3淋巴结5/5枚查见肿瘤转移。免疫组化：HMB45(+)、MelanA（+）、Vim（+）、S-100(+)、cyclinD1(个别+)、BRAF(部分+)、ki-67（+，约30%）。左足恶性黑色素瘤复发1:标本1×1         2:标本1×2         3:标本1×2         4:标本2×25:标记3淋巴结加皮肤×1         6:标记3淋巴结×1         7:标记3淋巴结×1         8:标记3淋巴结×3标本1：灰红灰黄不整形组织3块，5.5*4.5*3cm，切面灰白灰黑，质中。标本2：灰白灰黑碎组织一堆，6*3*1cm，切面黑色，质略硬，标本3：灰黄不整形组织3块，总体积8*5*3cm。其中一块附梭形皮肤，3*1.5cm，皮肤表面未见异常。其中查见淋巴结6枚，直径0.5-3cm，切面均灰黄灰黑。已转7。

E10 癌 女 67 202181549 足底 (左足病灶、左跟骨病灶）送检组织内见异型梭形细胞浸润，可见色素沉积，结合免疫组化染色及病史，符合恶性黑色素瘤。标记3淋巴结5/5枚查见肿瘤转移。免疫组化：HMB45(+)、MelanA（+）、Vim（+）、S-100(+)、cyclinD1(个别+)、BRAF(部分+)、ki-67（+，约30%）。左足恶性黑色素瘤复发1:标本1×1         2:标本1×2         3:标本1×2         4:标本2×25:标记3淋巴结加皮肤×1         6:标记3淋巴结×1         7:标记3淋巴结×1         8:标记3淋巴结×3标本1：灰红灰黄不整形组织3块，5.5*4.5*3cm，切面灰白灰黑，质中。标本2：灰白灰黑碎组织一堆，6*3*1cm，切面黑色，质略硬，标本3：灰黄不整形组织3块，总体积8*5*3cm。其中一块附梭形皮肤，3*1.5cm，皮肤表面未见异常。其中查见淋巴结6枚，直径0.5-3cm，切面均灰黄灰黑。已转7。

E11 癌 男 71 202182921 皮肤 3 （背部）考虑为恶性黑色素瘤，建议免疫组化进一步辅助诊断。免疫组化示：CK（+）、Vim（+）、S-100（+）、MelanA（+）、HMB45（+）、CyclinD1（+）、P53（+）、Ki-67（+，约30%）。结合免疫组化结果符合恶性黑色素瘤，Breslow厚度5mm，形成溃疡，Clark分级：3级，核分裂象:<1个/mm?，有肿瘤浸润淋巴细胞但不活跃，未见肿瘤消退，四周及基底切缘未见肿瘤累及。右背部触及一肿物，约2*2cm，表面色黑,无压痛。1:短轴×1         2:长轴×1         3:长轴×1标记背部肿物；梭形皮肤组织1块，5*3*0.8cm，距最近切缘0.2cm，见一灰褐隆起，2.5*2.2cm，隆起于皮肤0.1cm。

E12 癌 男 71 202182921 皮肤 3 （背部）考虑为恶性黑色素瘤，建议免疫组化进一步辅助诊断。免疫组化示：CK（+）、Vim（+）、S-100（+）、MelanA（+）、HMB45（+）、CyclinD1（+）、P53（+）、Ki-67（+，约30%）。结合免疫组化结果符合恶性黑色素瘤，Breslow厚度5mm，形成溃疡，Clark分级：3级，核分裂象:<1个/mm?，有肿瘤浸润淋巴细胞但不活跃，未见肿瘤消退，四周及基底切缘未见肿瘤累及。右背部触及一肿物，约2*2cm，表面色黑,无压痛。1:短轴×1         2:长轴×1         3:长轴×1标记背部肿物；梭形皮肤组织1块，5*3*0.8cm，距最近切缘0.2cm，见一灰褐隆起，2.5*2.2cm，隆起于皮肤0.1cm。

E13 癌 女 71 202184327 皮肤 4 (头皮)恶性黑色素瘤（结节型），侵及真皮网状层，表面见溃疡形成，垂直生长期，Breslow厚度约7mm，Clark分级：IV级。核分裂:5个/mm2。淋巴细胞浸润程度：有但不活跃；未见神经侵犯。各切缘未见癌累及。免疫组化示肿瘤细胞：CK(-)、CK5/6(-)、P40(-)、S-100(+)、MelanA（+）、HMB45（+）、Desmin（-）、Vim（+）、SMA(-)、Ki67(+,约80%)，CD34未见脉管侵犯。发现头皮肿物1年1:病变+12点切缘(冰冻)×1         2:病变+3点切缘(冰冻)×1         3:病变+6点切缘(冰冻)×1         4:病变+9点切缘(冰冻)×15:病变区×1类圆形皮肤组织一块，面积5.5*5c、，厚0.8cm，距最近处皮肤切缘1cm，皮肤表面见一灰黄隆起，大小3.5*2.5*1.7cm，（基底切缘涂墨），切面灰白灰红表面附结痂样物。

E14 癌 女 71 202184327 皮肤 4 (头皮)恶性黑色素瘤（结节型），侵及真皮网状层，表面见溃疡形成，垂直生长期，Breslow厚度约7mm，Clark分级：IV级。核分裂:5个/mm2。淋巴细胞浸润程度：有但不活跃；未见神经侵犯。各切缘未见癌累及。免疫组化示肿瘤细胞：CK(-)、CK5/6(-)、P40(-)、S-100(+)、MelanA（+）、HMB45（+）、Desmin（-）、Vim（+）、SMA(-)、Ki67(+,约80%)，CD34未见脉管侵犯。发现头皮肿物1年1:病变+12点切缘(冰冻)×1         2:病变+3点切缘(冰冻)×1         3:病变+6点切缘(冰冻)×1         4:病变+9点切缘(冰冻)×15:病变区×1类圆形皮肤组织一块，面积5.5*5c、，厚0.8cm，距最近处皮肤切缘1cm，皮肤表面见一灰黄隆起，大小3.5*2.5*1.7cm，（基底切缘涂墨），切面灰白灰红表面附结痂样物。

F01 癌 女 74 202206443 直肠 （直肠）恶性黑色素瘤，（大小6.5*6*3cm），侵及固有肌层外纤维脂肪组织，肿瘤浸润淋巴细胞（有但不活跃），核分裂约36个/mm2;无淋巴管血管侵犯；无神经侵犯。上、下切缘及环周切缘未见肿瘤累及。肠周淋巴结7/12枚见肿瘤转移。免疫组化：MelanA(+) HMB45(+) S100(+) Vim(+) CK(-) ki67+约80%.建议行BRAF分子检测。便血2周,肠镜发现直肠肛周黑色素瘤1:肿物(1,2同一平面)×1         2:肿物×1         3:肿物×1         4:肿物×15:上切缘×1         6:肛门×1         7:环周切缘×1         8:肠周淋巴结×59:肠周淋巴结×4         10:肠周淋巴结×3根治直肠肠管一段，长21cm，周径10cm，距上切缘14.5cm，紧邻齿状线见一溃疡隆起型肿物，大小6.5*6*3cm，切面灰黑质韧，肉眼侵及全层。

F02 癌 女 74 202206443 直肠 （直肠）恶性黑色素瘤，（大小6.5*6*3cm），侵及固有肌层外纤维脂肪组织，肿瘤浸润淋巴细胞（有但不活跃），核分裂约36个/mm2;无淋巴管血管侵犯；无神经侵犯。上、下切缘及环周切缘未见肿瘤累及。肠周淋巴结7/12枚见肿瘤转移。免疫组化：MelanA(+) HMB45(+) S100(+) Vim(+) CK(-) ki67+约80%.建议行BRAF分子检测。便血2周,肠镜发现直肠肛周黑色素瘤1:肿物(1,2同一平面)×1         2:肿物×1         3:肿物×1         4:肿物×15:上切缘×1         6:肛门×1         7:环周切缘×1         8:肠周淋巴结×59:肠周淋巴结×4         10:肠周淋巴结×3根治直肠肠管一段，长21cm，周径10cm，距上切缘14.5cm，紧邻齿状线见一溃疡隆起型肿物，大小6.5*6*3cm，切面灰黑质韧，肉眼侵及全层。

F03 癌 男 68 202208588 皮肤 （右上肢肿物）恶性黑色素瘤。 右上肢上臂内侧及前壁背侧肿物1:右上肢肿物×1         2:右上肢肿物×2         3:右上肢肿物×1结节样物2枚，大小分别为2.5*2*2cm、2.5*1.5*1.5cm，切面暗红质稍韧。　

F04 癌 男 68 202208588 皮肤 （右上肢肿物）恶性黑色素瘤。 右上肢上臂内侧及前壁背侧肿物1:右上肢肿物×1         2:右上肢肿物×2         3:右上肢肿物×1结节样物2枚，大小分别为2.5*2*2cm、2.5*1.5*1.5cm，切面暗红质稍韧。　

F05 癌 女 77 202212301 足底 4 （左足跟部）恶性黑色素瘤，肿瘤大小5*4cm，Breslow厚度1.1mm，无溃疡形成，ClarK分级：IV级，垂直生长期，肢端雀斑型，四周切缘及基底切缘未见肿瘤，无淋巴细胞浸润，未见明确脉管及神经侵犯，未见转移灶。免疫组化：S-100（ns）、HMB45（ns）、P16（ns）、CyclinD1（ns）、Ki67(ns）。左足跟部色素痣5年余1:长线+基底+深灰黑区(冰冻)×1         2:长线对侧+基底(冰冻)×1         3:短线+基底(冰冻)×1         4:短线对侧+基底(冰冻)×15:深灰黑区+基底×1         6:深灰黑区+基底×1         7:深灰黑区+基底×1标记左足跟部黑色素瘤：皮肤组织一块，大小7.5*6*2cm，皮肤面积7.5*6cm，皮上见浅灰褐灰黑区，范围约5*4cm，中央见深灰黑区，似见破溃，范围2.7*1.2cm，多切面切开，深灰黑区深约0.3cm，距基底约1.7cm，见长短线标记，长线为外侧，短线为后侧，灰黑区距长线最近处1.3cm，距短线最近处1.5cm。

F06 癌 女 77 202212301 足底 4 （左足跟部）恶性黑色素瘤，肿瘤大小5*4cm，Breslow厚度1.1mm，无溃疡形成，ClarK分级：IV级，垂直生长期，肢端雀斑型，四周切缘及基底切缘未见肿瘤，无淋巴细胞浸润，未见明确脉管及神经侵犯，未见转移灶。免疫组化：S-100（ns）、HMB45（ns）、P16（ns）、CyclinD1（ns）、Ki67(ns）。左足跟部色素痣5年余1:长线+基底+深灰黑区(冰冻)×1         2:长线对侧+基底(冰冻)×1         3:短线+基底(冰冻)×1         4:短线对侧+基底(冰冻)×15:深灰黑区+基底×1         6:深灰黑区+基底×1         7:深灰黑区+基底×1标记左足跟部黑色素瘤：皮肤组织一块，大小7.5*6*2cm，皮肤面积7.5*6cm，皮上见浅灰褐灰黑区，范围约5*4cm，中央见深灰黑区，似见破溃，范围2.7*1.2cm，多切面切开，深灰黑区深约0.3cm，距基底约1.7cm，见长短线标记，长线为外侧，短线为后侧，灰黑区距长线最近处1.3cm，距短线最近处1.5cm。

F07 癌 女 69 202243578 足底 5 (右足底肿物)黑色素细胞肿瘤，部分区细胞核、浆比增大，可见核仁及核分裂，病变符合恶性黑色素瘤，垂直生长期；Breslow厚度：4.2mm；Clark分级：5级；热点区核分裂象约5个/mm2，可见溃疡，肿瘤有淋巴细胞但不活跃，未见明确神经侵犯及脉管内瘤栓，四周切缘及基底切缘未见肿瘤累及。免疫组化：HMB45（+）、MelanA（+）、S-100（+）、CK5/6（-）、P40（-）、CK（-）、CyclinD1（60%，弱、中、强+）、P53(10%，弱、中、强+)，Ki-67阳性率约20%。补充免疫组化：BRAF（-）。右足底肿物半年余伴破溃1:两短轴×1         2:两长轴×2右足底肿物：椭圆形皮肤组织一块，面积2.5*2cm，皮肤中央大部破溃，2*1.4cm，局灶深0.1cm，表面灰白灰黄，基底涂墨。

F08 癌 女 69 202243578 足底 5 (右足底肿物)黑色素细胞肿瘤，部分区细胞核、浆比增大，可见核仁及核分裂，病变符合恶性黑色素瘤，垂直生长期；Breslow厚度：4.2mm；Clark分级：5级；热点区核分裂象约5个/mm2，可见溃疡，肿瘤有淋巴细胞但不活跃，未见明确神经侵犯及脉管内瘤栓，四周切缘及基底切缘未见肿瘤累及。免疫组化：HMB45（+）、MelanA（+）、S-100（+）、CK5/6（-）、P40（-）、CK（-）、CyclinD1（60%，弱、中、强+）、P53(10%，弱、中、强+)，Ki-67阳性率约20%。补充免疫组化：BRAF（-）。右足底肿物半年余伴破溃1:两短轴×1         2:两长轴×2右足底肿物：椭圆形皮肤组织一块，面积2.5*2cm，皮肤中央大部破溃，2*1.4cm，局灶深0.1cm，表面灰白灰黄，基底涂墨。

F09 癌 女 71 202245883 足底 4 （右足跟）肢端恶性黑色素瘤伴局灶溃疡形成，垂直生长期，Breslow厚度约4.0mm；Clark分级：IV级；可疑神经侵犯，未见明确脉管侵犯；肿瘤浸润淋巴细胞：有但不活跃；皮肤内切缘、外切缘、近切缘、远切缘及基底切缘均未见肿瘤累及。免疫组化：CK(-)，HMB45(+)，MelanA(+)，S100(+)，CyclinD1(+)，P53(部分+)，P40(-)，BRAF(-)，PHH3(示核分裂约10个/mm2)，Ki67阳性率约为40%。足跟肿物破溃一年1:右足跟肿物+内切缘×1         2:右足跟肿物+外切缘×1         3:右足跟肿物+近切缘×1         4:右足跟肿物+远切缘×1右足跟肿物：皮肤组织一块，面积5.2*3.2cm，皮下组织厚0.6cm，皮肤表面部分区破溃，范围1.5*1cm。

F10 癌 女 71 202245883 足底 4 （右足跟）肢端恶性黑色素瘤伴局灶溃疡形成，垂直生长期，Breslow厚度约4.0mm；Clark分级：IV级；可疑神经侵犯，未见明确脉管侵犯；肿瘤浸润淋巴细胞：有但不活跃；皮肤内切缘、外切缘、近切缘、远切缘及基底切缘均未见肿瘤累及。免疫组化：CK(-)，HMB45(+)，MelanA(+)，S100(+)，CyclinD1(+)，P53(部分+)，P40(-)，BRAF(-)，PHH3(示核分裂约10个/mm2)，Ki67阳性率约为40%。足跟肿物破溃一年1:右足跟肿物+内切缘×1         2:右足跟肿物+外切缘×1         3:右足跟肿物+近切缘×1         4:右足跟肿物+远切缘×1右足跟肿物：皮肤组织一块，面积5.2*3.2cm，皮下组织厚0.6cm，皮肤表面部分区破溃，范围1.5*1cm。

F11 癌 男 68 202262725 腋窝 （右腕部、腋窝）皮肤真皮层及皮下纤维组织内见恶性肿瘤细胞，结合组织学形态及病史，符合恶性黑色素瘤。右腕部/腋窝恶性黑色素瘤复发1:右腕部、腋窝恶性黑色素瘤×2         2:右腕部、腋窝恶性黑色素瘤×4　灰红灰白不整形组织4块，体积3.5*1*1cm，切面灰红质硬。取全

F12 癌 男 68 202262725 腋窝 （右腕部、腋窝）皮肤真皮层及皮下纤维组织内见恶性肿瘤细胞，结合组织学形态及病史，符合恶性黑色素瘤。右腕部/腋窝恶性黑色素瘤复发1:右腕部、腋窝恶性黑色素瘤×2         2:右腕部、腋窝恶性黑色素瘤×4　灰红灰白不整形组织4块，体积3.5*1*1cm，切面灰红质硬。取全

F13 癌 女 63 202278326 直肠 标本名称：直肠切除标本肿瘤所在位置：直肠切除标本长度:14.5cm,周径:5-8cm距上切缘:9cm， 距下切缘:2.5cm，紧邻齿状线肿瘤大体类型:隆起型肿瘤大小:4.5*3.5*2cm;组织学类型:恶性黑色素瘤伴表面溃疡形成     浸润深度:肌层脉管内癌栓:(-)     神经侵犯:(+)上切缘:(-)         下切缘:(-)环周切缘:(-)      淋巴结转移情况:(2/9)(转移数/淋巴结总数)免疫组织化学染色项目及结果:CK（-），Vim（部分弱+），S-100（+），HMB45（+），MelanA（+），CD34（-），des（-），SMA（-），Braf（-），Ki67（热点区约70%+）。直肠恶性肿瘤 1:肿物×1         2:肿物+肠壁×1         3:肿物+全层×1         4:肿物+全层×15:上下切缘×1         6:环周切缘×1         7:肠周淋巴结×1         8:肠周淋巴结×39:肠周淋巴结×4带肛门切除直肠肠管一段，长14.5cm，周径5-8cm，距上切缘9cm，下切缘2.5cm，紧邻齿状线，见一隆起型肿物，大小4.5*3.5*2cm，切面灰白灰红质软，部分区鱼肉状。

F14 癌 女 63 202278326 直肠 标本名称：直肠切除标本肿瘤所在位置：直肠切除标本长度:14.5cm,周径:5-8cm距上切缘:9cm， 距下切缘:2.5cm，紧邻齿状线肿瘤大体类型:隆起型肿瘤大小:4.5*3.5*2cm;组织学类型:恶性黑色素瘤伴表面溃疡形成     浸润深度:肌层脉管内癌栓:(-)     神经侵犯:(+)上切缘:(-)         下切缘:(-)环周切缘:(-)      淋巴结转移情况:(2/9)(转移数/淋巴结总数)免疫组织化学染色项目及结果:CK（-），Vim（部分弱+），S-100（+），HMB45（+），MelanA（+），CD34（-），des（-），SMA（-），Braf（-），Ki67（热点区约70%+）。直肠恶性肿瘤 1:肿物×1         2:肿物+肠壁×1         3:肿物+全层×1         4:肿物+全层×15:上下切缘×1         6:环周切缘×1         7:肠周淋巴结×1         8:肠周淋巴结×39:肠周淋巴结×4带肛门切除直肠肠管一段，长14.5cm，周径5-8cm，距上切缘9cm，下切缘2.5cm，紧邻齿状线，见一隆起型肿物，大小4.5*3.5*2cm，切面灰白灰红质软，部分区鱼肉状。

G01 癌 女 71 202280362 牙龈 （上唇牙龈）恶性黑色素瘤伴局部溃疡形成，侵及上皮下结缔组织，未侵及横纹肌。 发现上颌牙龈肿物4年1:上唇牙龈(冰冻)×3         2:上唇牙龈×3         3:上唇牙龈×3标记上唇牙龈：粘膜组织一块，面积5*1.5cm，厚0.2-0.3cm，紧邻一侧短轴切缘，切面见灰黑病变区，面积约3.8*1.2cm。（基底切缘涂墨）

G02 癌 女 71 202280362 牙龈 （上唇牙龈）恶性黑色素瘤伴局部溃疡形成，侵及上皮下结缔组织，未侵及横纹肌。 发现上颌牙龈肿物4年1:上唇牙龈(冰冻)×3         2:上唇牙龈×3         3:上唇牙龈×3标记上唇牙龈：粘膜组织一块，面积5*1.5cm，厚0.2-0.3cm，紧邻一侧短轴切缘，切面见灰黑病变区，面积约3.8*1.2cm。（基底切缘涂墨）

G03 癌 男 61 202280617 皮肤 5 （左前臂）病变符合脂溢性角化病，切缘未见病变累及。（标记恶性黑色素瘤）恶性黑色素瘤（结节型）垂直生长期，breslow厚度8.0mm，Clark分级V级，未见明确神经侵犯及脉管内癌栓，肿瘤浸润淋巴细胞缺如，核分裂计数约12个/mm2.恶性黑色素瘤切除术,前臂皮肤肿物1:左前臂皮肤隆起区+短轴+基底(涂墨)×1         2:左前臂皮肤隆起区+一侧长轴(涂墨)×1         3:左前臂皮肤隆起区+另一侧长轴(涂墨)×1         4:结节样肿物+两侧短轴+基底(涂墨)×15:结节样肿物+一侧长轴×1         6:结节样肿物+另一侧长轴×1         7:结节样肿物×1标记左前臂皮肤肿物（手写标记皮肤肿物）：带皮组织一块，大小2.2*1*0.7cm，皮肤面积2.2*1.7cm，皮肤中央见一灰白隆起区，大小0.7*0.7*0.7cm。标记恶性黑色素瘤：皮肤组织一块，大小3*1.2*1.5cm，皮肤面积3*1.2cm，皮肤表面稍皱缩，未见明确灰黑区，皮下见一结节样肿物，直径约0.7cm，紧靠最近短轴切缘。

G04 癌 男 61 202280617 皮肤 5 （左前臂）病变符合脂溢性角化病，切缘未见病变累及。（标记恶性黑色素瘤）恶性黑色素瘤（结节型）垂直生长期，breslow厚度8.0mm，Clark分级V级，未见明确神经侵犯及脉管内癌栓，肿瘤浸润淋巴细胞缺如，核分裂计数约12个/mm2.恶性黑色素瘤切除术,前臂皮肤肿物1:左前臂皮肤隆起区+短轴+基底(涂墨)×1         2:左前臂皮肤隆起区+一侧长轴(涂墨)×1         3:左前臂皮肤隆起区+另一侧长轴(涂墨)×1         4:结节样肿物+两侧短轴+基底(涂墨)×15:结节样肿物+一侧长轴×1         6:结节样肿物+另一侧长轴×1         7:结节样肿物×1标记左前臂皮肤肿物（手写标记皮肤肿物）：带皮组织一块，大小2.2*1*0.7cm，皮肤面积2.2*1.7cm，皮肤中央见一灰白隆起区，大小0.7*0.7*0.7cm。标记恶性黑色素瘤：皮肤组织一块，大小3*1.2*1.5cm，皮肤面积3*1.2cm，皮肤表面稍皱缩，未见明确灰黑区，皮下见一结节样肿物，直径约0.7cm，紧靠最近短轴切缘。

G05 癌 男 62 202309504 皮肤 4 （右手拇指黑色素瘤）结合免疫组化结果病变符合恶性黑色素瘤，Breslow厚度：2.3mm，有溃疡形成，clark分级：IV级，垂直生长期，结节型，肿瘤有淋巴细胞但不活跃，核分裂热点区约3个/mm2，未见明确神经侵犯及脉管内瘤栓，断端未见肿瘤累及。免疫组化：HMB45(+)，MelanA(+)，S-100(部分+)，CK5/6(-)，P40(-)，P53(散在+)，CyclinD1(部分+)，KI67阳性率约30%。1: 右手拇指黑色素瘤× 11:右手拇指断端(冰冻)×1         2:右手拇指指腹皮肤切缘(冰冻)×3         3:右手拇指指甲灰黑区(冰冻)×1         4:右手拇指指甲灰黑区×15:右手拇指指甲灰黑区×1         6:右手拇指指甲灰黑区(脱钙)×1右手拇指黑色素瘤：手指一节，长3cm，横径1.7-2.4cm，指腹部分皮肤缺失，指甲灰黑色，部分指甲缺失，灰黑区面积1.8*1.7cm，切面指甲及甲床灰黑，肉眼未累及骨。已转6项

G06 癌 男 62 202309504 皮肤 4 （右手拇指黑色素瘤）结合免疫组化结果病变符合恶性黑色素瘤，Breslow厚度：2.3mm，有溃疡形成，clark分级：IV级，垂直生长期，结节型，肿瘤有淋巴细胞但不活跃，核分裂热点区约3个/mm2，未见明确神经侵犯及脉管内瘤栓，断端未见肿瘤累及。免疫组化：HMB45(+)，MelanA(+)，S-100(部分+)，CK5/6(-)，P40(-)，P53(散在+)，CyclinD1(部分+)，KI67阳性率约30%。1: 右手拇指黑色素瘤× 11:右手拇指断端(冰冻)×1         2:右手拇指指腹皮肤切缘(冰冻)×3         3:右手拇指指甲灰黑区(冰冻)×1         4:右手拇指指甲灰黑区×15:右手拇指指甲灰黑区×1         6:右手拇指指甲灰黑区(脱钙)×1右手拇指黑色素瘤：手指一节，长3cm，横径1.7-2.4cm，指腹部分皮肤缺失，指甲灰黑色，部分指甲缺失，灰黑区面积1.8*1.7cm，切面指甲及甲床灰黑，肉眼未累及骨。已转6项

G07 癌 男 68 202345585 鼻腔 （鼻腔肿物）送检示肿瘤细胞呈实性片状分布，与周围组织界限不清，间质血管扩张充血，见炎细胞浸润，局灶见色素沉着。肿瘤细胞胞浆丰富红染，边界不清，核大呈圆形椭圆形，染色质粗糙，核分裂象易见，结合形态学及免疫组化，病变符合恶性黑色素瘤。免疫组化：HMB45（+）、MelanA（+）、CyclinD1（+）、P53（散在+）、SOX-10（+）、S-100（+）、BAP-1（-）、E-cad（+）、Ki67（阳性率约50%）、P40（-）、P16（-）标记上颌窦口前缘、鼻中隔后缘、右侧鼻腔外侧壁、左侧鼻腔外侧壁未见肿瘤累及。标记额隐窝未见明确肿瘤累及，部分组织电击严重，其中免疫标记S-100（-）、Ki67(-)。1:鼻腔肿物（快）× 12:切缘(快)× 13:鼻腔鼻窦肿物× 14:鼻腔肿物× 11:标记鼻腔肿物×多         2:标记鼻腔肿物×多         3:标记鼻腔肿物×多         4:标记鼻腔肿物×多5:标记上颌窦口前缘×2         6:标记鼻中隔后缘×1         7:标记右侧鼻腔外侧壁×1         8:标记左侧鼻腔外侧壁×19:标记额隐窝(试做)×1标记鼻腔肿物：灰白灰红碎组织一堆，大小5.5*4.5*1.5cm，部分组织质硬，质糙脆。

G08 癌 男 68 202345585 鼻腔 （鼻腔肿物）送检示肿瘤细胞呈实性片状分布，与周围组织界限不清，间质血管扩张充血，见炎细胞浸润，局灶见色素沉着。肿瘤细胞胞浆丰富红染，边界不清，核大呈圆形椭圆形，染色质粗糙，核分裂象易见，结合形态学及免疫组化，病变符合恶性黑色素瘤。免疫组化：HMB45（+）、MelanA（+）、CyclinD1（+）、P53（散在+）、SOX-10（+）、S-100（+）、BAP-1（-）、E-cad（+）、Ki67（阳性率约50%）、P40（-）、P16（-）标记上颌窦口前缘、鼻中隔后缘、右侧鼻腔外侧壁、左侧鼻腔外侧壁未见肿瘤累及。标记额隐窝未见明确肿瘤累及，部分组织电击严重，其中免疫标记S-100（-）、Ki67(-)。1:鼻腔肿物（快）× 12:切缘(快)× 13:鼻腔鼻窦肿物× 14:鼻腔肿物× 11:标记鼻腔肿物×多         2:标记鼻腔肿物×多         3:标记鼻腔肿物×多         4:标记鼻腔肿物×多5:标记上颌窦口前缘×2         6:标记鼻中隔后缘×1         7:标记右侧鼻腔外侧壁×1         8:标记左侧鼻腔外侧壁×19:标记额隐窝(试做)×1标记鼻腔肿物：灰白灰红碎组织一堆，大小5.5*4.5*1.5cm，部分组织质硬，质糙脆。

G09 癌 男 76 202367556 鼻腔 （鼻腔肿物）结合形态及免疫组化结果，符合恶性黑色素瘤。免疫组化：HMB45(+),MelanA（+），SOX-10(+),S-100(+),CyclinD1(部分+),CK(-),CK20(-),Syn(个别+),CK5/6(-),P40(-),Ki67阳性率约50%。1:鼻腔肿物(常规）× 11:标记鼻腔肿物×1         2:标记鼻腔肿物×2         3:标记鼻腔肿物×多标记鼻腔肿物：灰褐碎组织一堆，大小4.5*3.5*0.4cm。全

G10 癌 男 76 202367556 鼻腔 （鼻腔肿物）结合形态及免疫组化结果，符合恶性黑色素瘤。免疫组化：HMB45(+),MelanA（+），SOX-10(+),S-100(+),CyclinD1(部分+),CK(-),CK20(-),Syn(个别+),CK5/6(-),P40(-),Ki67阳性率约50%。1:鼻腔肿物(常规）× 11:标记鼻腔肿物×1         2:标记鼻腔肿物×2         3:标记鼻腔肿物×多标记鼻腔肿物：灰褐碎组织一堆，大小4.5*3.5*0.4cm。全

G11 癌 男 51 202378208 足底 4 (右足肿物)肢端恶性黑色素瘤，垂直生长期，Breslow厚度1.9mm，伴溃疡形成，侵及真皮网状层，Clark分级：4级；核分裂计数约8个/mm2；肿瘤浸润淋巴细胞：有但不活跃，未见明确神经侵犯及脉管内瘤栓，四周切缘及基底切缘未见肿瘤累及。免疫组化：HMB45（+）、S-100（+）、CyclinD1（+，40%）、P16（-）、P53（个别+）、Ki-67（+，约60%）、BRAF（-）。肿瘤分期：pT2bNxMx。1:右足肿物× 12:右足肿物× 11:近端切缘+粗糙区+基底(冰冻)×1         2:远端切缘(冰冻)×1         3:内侧切缘+粗糙区+基底(冰冻)×1         4:外侧切缘+粗糙区+基底(冰冻)×15:其余粗糙区×1         6:其余粗糙区×1右足肿物：带皮肤组织一块，大小5.5*3.8*1cm，皮肤面积5.5*3.8cm，皮肤表面见多灶状灰黑粗糙区，总范围2.5*2cm，距四周最近切缘0.4cm。见长短线标记。

G12 癌 男 51 202378208 足底 4 (右足肿物)肢端恶性黑色素瘤，垂直生长期，Breslow厚度1.9mm，伴溃疡形成，侵及真皮网状层，Clark分级：4级；核分裂计数约8个/mm2；肿瘤浸润淋巴细胞：有但不活跃，未见明确神经侵犯及脉管内瘤栓，四周切缘及基底切缘未见肿瘤累及。免疫组化：HMB45（+）、S-100（+）、CyclinD1（+，40%）、P16（-）、P53（个别+）、Ki-67（+，约60%）、BRAF（-）。肿瘤分期：pT2bNxMx。1:右足肿物× 12:右足肿物× 11:近端切缘+粗糙区+基底(冰冻)×1         2:远端切缘(冰冻)×1         3:内侧切缘+粗糙区+基底(冰冻)×1         4:外侧切缘+粗糙区+基底(冰冻)×15:其余粗糙区×1         6:其余粗糙区×1右足肿物：带皮肤组织一块，大小5.5*3.8*1cm，皮肤面积5.5*3.8cm，皮肤表面见多灶状灰黑粗糙区，总范围2.5*2cm，距四周最近切缘0.4cm。见长短线标记。



Table S7 Replication stress response signature gene set. 
KRAS CCND2 NPM1 MYC CCND1 MDM2 

STAT5A HRAS CCNE1 CCND3 NRAS DEK 
CCNE2 CDC6 CDCA5 AURKA MYBL2 E2F1 

 


