
ENTREZID Majority.protein.IDsGene.names Number.of.proteinsUnique.peptidesSequence.coverage....MS.MS.countQ.value
87 A0A024R694;P12814;P12814-3;P12814-2;P12814-4;H9KV75;B7Z565;Q86TX4ACTN1 40 25 54.3 40 0

4644 A8CDT9;G3V394;Q9Y4I1-2;Q9Y4I1;Q9Y4I1-3;A0A087WY00;F8WE88;F8W6H6;Q59FF5;B4E147MYO5A 29 45 28.7 56 0
2314 Q13045;Q13045-3;B4DIX0;Q59H95FLII 12 2 41.5 4 0

116143 A0A140VK67;Q96MX6;Q86YQ0;Q96MX6-2;Q6QHF3WDR92;HZGJ 8 11 43.4 14 0
7798 A0A024RAC0;Q86V48;Q86V48-2;Q86V48-3LUZP1 7 29 35.1 34 0

22994 B2RN10;Q9UPN4-2;Q9UPN4;I3L2J8;Q9UPN4-3;I3L2X7AZI1;CEP131 8 28 30 30 0
8725 Q6NX55;O94763-3;O94763;O94763-2;O94763-4;Q96C15C19orf2;URI1 10 17 42.5 26 0

79657 Q9H6T3;Q9H6T3-2;Q9H6T3-3RPAP3 3 16 32.3 18 0
81 A0A0S2Z3G9;O43707;Q96BG6;O43707-2;F5GXS2;O43707-3ACTN4 12 18 45.2 27 0

10096 A0A024RAI1;P61158;B4DXW1;Q59FV6;B4DTI0;B4DT29ACTR3 20 18 64.4 25 0
10109 Q53R19;O15144;Q9BXV5;A0A024R408ARPC2 8 16 54 31 0
55075 B7ZKM6;Q9BZF9;Q9BZF9-2;F5H2B9;B7ZKM7;H0YNH8UACA 10 17 14.2 23 0
22998 D6RD46;Q9UPQ0-10;Q9UPQ0-2;Q9UPQ0-4;Q9UPQ0;E7EPK0;E9PDJ9;B7Z2J4;H0Y8P3;Q9UPQ0-9;Q9UPQ0-8;Q9UPQ0-6;Q9UPQ0-5;B7Z3F1;B7Z5Q8;G5EA03;Q9UPQ0-3;B7Z3G0;B7Z5G6;B7Z656LIMCH1 26 13 18.1 15 0
4641 F5H6E2;B7Z3E5;O00159-2;O00159-3;O00159;D3DTH7;B7Z9C0MYO1C（ikk） 14 16 22.4 20 0

55011 A0A024QZE9;Q9NWS0;M0QYA2;M0R3A4FLJ20643;PIH1D1 15 9 52.4 11 0
5202 B1AQP2;Q9UHV9PFDN2 2 6 44.8 12 0

10097 P61160;P61160-2;Q8IY98;F5H6T1;B4DHK9;B4DWQ5ACTR2 6 12 37.1 17 0
10471 Q5STK2;O15212PFDN6 4 7 45.7 11 0
5339 Q15149-7;Q15149-8;Q15149-9;Q15149-5;Q15149-4;Q15149-6;Q15149-3;Q15149-2;Q15149;D3DWL0PLEC;PLEC1 17 14 3.8 14 0

54442 Q9NXV2;H3BSS5KCTD5 2 6 34.2 7 0
3326 B4DMA2;B4DGL0;A0A024RD80;P08238;Q6PK50;Q9H6X9;A8K3W9HSP90AB1 22 8 20.1 12 0
9948 Q53GN4;Q59ER5;V9HWG7;Q53H17;O75083;B3KXN4;D6RD66WDR1;HEL-S-52 11 11 25.6 13 0

NA CON__Q3SX14 1 4 13.8 5 0
6161 D3YTB1;A0A024R2G7;F8W727;P62910RPL32 5 10 56.4 25 0
4659 B2RAH5;O14974-4;O14974-3;O14974;O14974-5;O14974-2;F8VZN8;A0A024RBF1PPP1R12A 15 9 10.5 8 0

NA L0R819;U3KQP1;U3KQP6;U3KQ49ASNSD1 6 6 70.8 9 0
51366 E7EMW7;O95071-2;O95071UBR5 6 7 3.4 6 0
1073 Q549N0;Q9Y281;Q9Y281-3CFL2 5 4 53.6 6 0
3192 Q96BA7;B3KX72;B4DLR3;Q00839-2;Q00839;Q7Z4Q5HNRNPU;HNRPU 7 9 17 9 0
8545 Q9UFW8;C9JUJ0CGGBP1 2 5 33.5 5 0
5434 E5KT65;P19388;B4DJ89;A0A087WWX0;A0A087WVZ9;A0A0A0MQR7POLR2E 6 4 31 5 0
6158 H0YKD8;P46779;P46779-2;P46779-3;H0YLP6;H0YMF4;P46779-4;P46779-5;Q59F34RPL28 10 8 33.5 13 0

81572 Q9NUG6 PDRG1 1 6 47.4 10 0
284119 B4DPZ5;B4DNU9;Q6NZI2;B3KRY5;Q6NZI2-2;Q6NZI2-3PTRF 6 4 11.3 3 0

5756 Q12792;Q12792-3;Q12792-4TWF1 9 5 13.7 7 0
7511 Q5T6H7;B3KSI7;Q9NQW7-2;Q9NQW7;Q9NQW7-4;Q9NQW7-3XPNPEP1 8 5 16.5 4 0
6633 P62316;K7ERG4;P62316-2SNRPD2 4 5 36.4 5 0
8607 B5BUB1;Q9Y265;Q9Y265-2RUVBL1 8 6 17.3 6 0
1968 P41091;Q2VIR3EIF2S3;EIF2S3L 4 5 11.7 5 0

81873 A0A024R897;Q9BPX5;B3KPC7ARPC5L 3 3 20.9 5 0
26065 Q8ND56-3;Q8ND56-2;Q8ND56;A0A140TA76;A0A0G2JQ95;A0A096LP11LSM14A 8 5 14.5 6 0
51637 Q5RLJ0;Q549M8;Q9Y224;G3V4C6C14orf166 6 3 13.1 3 0

506 Q0QEN7;V9HW31;P06576;H0YH81ATP5B;HEL-S-271 6 5 15.7 3 0
6233 Q5RKT7;B2RDW1;P62979;Q8WYN9;M0R1V7;J3QS39;Q49A90;J3QTR3;F5H6Q2;F5GYU3;F5H2Z3;F5H265;Q5UGI3;B4DV12;F5H388;F5H747;F5GXK7;J3QKN0;Q5U5U6;Q5PY61;Q9UFQ0;Q96C32;Q96MH4;L8B4I8;L8B196;Q96H31;L8B4R0;A8K674;L8B4Z6;L8B4M0;L8B4J3;Q66K58;Q59EM9;P0CG47;P0CG48RPS27A;HEL112;UBA52;UBB;UBC;DKFZp434K0435;UbC38 2 37.2 5 0
3964 F6V2D4;A0A024R3X1;O00214-2;H7BXD8;A0A024R3S4;Q59E97;O00214;E9PN19;Q96QS7LGALS8 14 5 19 5 0
5074 Q96IZ0 PAWR 4 3 12.1 5 0
4638 Q15746-4;Q15746-5;Q15746-2;Q15746-3;Q15746-6;Q15746;Q15746-9;Q15746-11;Q15746-7MYLK 10 5 2.7 5 0

51493 Q9Y3I0;B4DNA0;B4DXF1;B4DNG5RTCB 4 4 10.9 4 0
84687 D3DTX6;Q96SB3;B3KNT0;Q96B17PPP1R9B 11 4 7.1 4 0
11078 H0Y5J9;Q9H2D6-6;Q9H2D6-5;Q9H2D6-7;Q9H2D6-3;Q9H2D6-2;Q9H2D6;F6WYE2;F6TR96TRIOBP 10 4 19.9 3 0
4899 A0A024R770;A0A024R774;Q16656;Q16656-4;Q16656-2;C9JP85;Q16656-3NRF1 7 4 7.4 4 0
6144 G3V1B3;M0R181;Q6IAX2;P46778;Q59GK9RPL21 6 3 39.1 5 0

84271 Q9BY77;F8WCX5;Q96DI9;F6VRR5;B4E0L0;Q9BY77-2;B4DSH9;Q6R954;F8WEE2;Q8WUT1;Q659C6POLDIP3;PDIP46;DKFZp434G031012 4 10 4 0
79026 Q8N274;Q09666;B4DTV0AHNAK 5 4 12.6 4 0
8409 A0A0C4DFR8;Q9UBK9UXT 3 3 21.3 7 0
1613 B3KSK3;B3KNJ3;O43293DAPK3 3 3 15.2 3 0
6164 A0A024RDH8;P49207RPL34 2 3 14.5 4 0



10726 Q9Y266 NUDC 4 3 11.5 4 0
2194 P49327;Q6PJJ3;A0A0U1RQF0FASN 3 3 1.4 3 0
966 E9PNW4;Q6FHM9;E9PR17;P13987;H0YET2CD59 5 2 22.2 3 0

79784 Q7Z406;Q7Z406-6;Q7Z406-2;Q7Z406-5;Q7Z406-4;M0QY43;B3KWH4MYH14 7 2 7.6 36 0
1508 B4DL49;A8K2H4;A0A024R374;P07858;E9PS78;E9PR54;E9PJ67;Q5HYG5;E9PCB3;E9PKQ7;E9PNL5;E9PHZ5;E9PLY3;E9PSG5;E9PQM1;Q6LAF9;B4DMY4;B3KUJ8CTSB;DKFZp686N0152 18 2 7 3 0
8148 B4E312;A0A075B7D9;Q92804-2;Q92804TAF15 4 2 7.8 3 0



Score MS.MS.count.IgGMS.MS.count.rmpiBAQ Symbol Rank IgG.1 rmp.1 im..IgG.1
323.31 11 29 34240000 ACTN1 156 11 29 FALSE
323.31 13 43 23183000 MYO5A 196 13 43 FALSE
323.31 0 4 876010 Q13045 483 0 4 TRUE
295.54 0 14 48109000 WDR92 125 0 14 TRUE
280.7 9 25 21173000 LUZP1 206 9 25 FALSE

275.76 0 30 20446000 AZI1 214 0 30 TRUE
246.76 0 26 1.93E+08 C19orf2 42 0 26 TRUE
199.78 0 18 24718000 RPAP3 187 0 18 TRUE
199.57 5 22 19095000 ACTN4 219 5 22 FALSE
179.64 4 21 99921000 ACTR3 80 4 21 FALSE
179.32 8 23 1.18E+08 ARPC2 66.5 8 23 FALSE
177.06 4 19 8442600 UACA 301 4 19 FALSE
156.61 3 12 7320400 LIMCH1 315 3 12 FALSE
155.98 4 16 10635000 MYO1C 280 4 16 FALSE
151.15 0 11 28946000 FLJ20643 175 0 11 TRUE
121.56 2 10 1.42E+08 PFDN2 62 2 10 FALSE
118.68 2 15 85694000 ACTR2 89 2 15 FALSE
111.08 0 11 1.37E+08 PFDN6 65 0 11 TRUE
110.12 0 14 933870 PLEC 477 0 14 TRUE
107.25 0 7 73727000 KCTD5 100 0 7 TRUE
101.86 3 9 13143000 HSP90AB1 258 3 9 FALSE
90.975 0 13 10655000 WDR1 279 0 13 TRUE
78.104 0 5 2516900 CON__Q3SX14 416 0 5 TRUE
76.099 6 19 3.01E+08 RPL32 22 6 19 FALSE
72.109 1 7 7801800 PPP1R12A 308 1 7 FALSE
66.999 0 9 2.51E+08 ASNSD1 30 0 9 TRUE
59.096 0 6 563620 UBR5 504 0 6 TRUE
58.821 1 5 14101000 CFL2 252 1 5 FALSE
58.418 1 8 12716000 HNRNPU 264 1 8 FALSE

57.3 0 5 32120000 CGGBP1 165 0 5 TRUE
56.909 0 5 15404000 POLR2E 239 0 5 TRUE
54.259 3 10 62748000 RPL28 113 3 10 FALSE
54.052 0 10 76223000 PDRG1 96 0 10 TRUE
53.501 0 3 9170300 PTRF 295 0 3 TRUE
52.47 1 6 4476400 TWF1 355 1 6 FALSE

49.947 0 4 4988100 XPNPEP1 350 0 4 TRUE
42.087 1 4 29360000 SNRPD2 172 1 4 FALSE
40.121 0 6 4371200 RUVBL1 357 0 6 TRUE
39.529 0 5 1874400 EIF2S3 439 0 5 TRUE
38.863 1 4 62938000 ARPC5L 111 1 4 FALSE
36.492 1 5 13727000 LSM14A 254 1 5 FALSE
35.575 0 3 5632400 C14orf166 334 0 3 TRUE
35.065 0 3 3515600 ATP5B 385 0 3 TRUE
32.736 1 4 43932000 RPS27A 137 1 4 FALSE
32.655 0 5 8303000 LGALS8 302 0 5 TRUE
29.927 1 4 15201000 PAWR 243 1 4 FALSE
28.129 0 5 486350 MYLK 507 0 5 TRUE
27.494 0 4 3117300 RTCB 397 0 4 TRUE
26.97 0 4 3132000 PPP1R9B 395 0 4 TRUE

26.931 0 3 5190400 TRIOBP 342 0 3 TRUE
26.83 0 4 16338000 NRF1 232 0 4 TRUE

25.154 1 4 36472000 RPL21 149 1 4 FALSE
25.126 0 4 3264000 POLDIP3 393 0 4 TRUE
21.299 0 4 212180 AHNAK 530 0 4 TRUE
21.079 0 7 28710000 UXT 179 0 7 TRUE
20.051 0 3 12654000 DAPK3 265 0 3 TRUE
18.884 0 4 41689000 RPL34 141 0 4 TRUE



18.099 0 4 4839500 NUDC 352 0 4 TRUE
17.271 0 3 157850 FASN 533 0 3 TRUE
16.574 0 3 22032000 CD59 202 0 3 TRUE
12.406 6 30 63665000 MYH14 110 6 30 FALSE
11.845 0 3 3643800 CTSB 380 0 3 TRUE
11.628 0 3 6855900 TAF15 323 0 3 TRUE



im..rmp.1 IgG rmp fc..rmp.IgGclass..rmp.IgGAlias preferred_nameprotein_sizeannotation
FALSE 11 29 1.022347 T ACTN1 ACTN1 914 actinin, alpha 1; F-actin cross-linking protein which is thought to anchor actin to a variety of intracellular structures. This is a bundling protein
FALSE 13 43 1.348838 T MYO5A MYO5A 1855 myosin VA (heavy chain 12, myoxin); Processive actin-based motor that can move in large steps approximating the 36-nm pseudo-repeat of the actin filament. Involved in melanosome transport. Also mediates the transport of vesicles to the plasma membrane. May also be required for some polarization process involved in dendrite formation
FALSE 0 4 2.07864 T FLII FLII 1269 flightless I homolog (Drosophila); May play a role as coactivator in transcriptional activation by hormone-activated nuclear receptors (NR) and acts in cooperation with NCOA2 and CARM1. Involved in estrogen hormone signaling. Involved in early embryonic development (By similarity). May play a role in regulation of cytoskeletal rearrangements involved in cytokinesis and cell migration, by inhibiting Rac1-dependent paxillin phosphorylation
FALSE 0 14 3.618745 T HZGJ;WDR92WDR92 357 WD repeat domain 92; Seems to act as a modulator of apoptosis
FALSE 9 25 1.080695 T LUZP1 LUZP1 1076 leucine zipper protein 1
FALSE 0 30 4.654245 T CEP131;AZI1AZI1 1080 5-azacytidine induced 1; May play a role in spermatogenesis (By similarity)
FALSE 0 26 4.456581 T C19orf2;URI1URI1 535 URI1, prefoldin-like chaperone; Involved in gene transcription regulation. Acts as a transcriptional repressor in concert with the corepressor UXT to regulate androgen receptor (AR) transcription. May act as a tumor suppressor to repress AR-mediated gene transcription and to inhibit anchorage-independent growth in prostate cancer cells. Required for cell survival in ovarian cancer cells. Together with UXT, associates with chromatin to the NKX3-1 promoter region. Antagonizes transcriptional modulation via hepatitis B virus X protein
FALSE 0 18 3.954978 T RPAP3 RPAP3 665 RNA polymerase II associated protein 3; Forms an interface between the RNA polymerase II enzyme and chaperone/scaffolding protein, suggesting that it is required to connect RNA polymerase II to regulators of protein complex formation
FALSE 5 22 1.642508 T ACTN4 ACTN4 911 actinin, alpha 4; F-actin cross-linking protein which is thought to anchor actin to a variety of intracellular structures. This is a bundling protein. Probably involved in vesicular trafficking via its association with the CART complex. The CART complex is necessary for efficient transferrin receptor recycling but not for EGFR degradation
FALSE 4 21 1.842091 T ACTR3 ACTR3 418 ARP3 actin-related protein 3 homolog (yeast); Functions as ATP-binding component of the Arp2/3 complex which is involved in regulation of actin polymerization and together with an activating nucleation-promoting factor (NPF) mediates the formation of branched actin networks. Seems to contact the pointed end of the daughter actin filament. Plays a role in ciliogenesis
FALSE 8 23 1.118324 T ARPC2 ARPC2 300 actin related protein 2/3 complex, subunit 2, 34kDa; Functions as actin-binding component of the Arp2/3 complex which is involved in regulation of actin polymerization and together with an activating nucleation-promoting factor (NPF) mediates the formation of branched actin networks. Seems to contact the mother actin filament
FALSE 4 19 1.706148 T UACA UACA 1416 uveal autoantigen with coiled-coil domains and ankyrin repeats; Regulates APAF1 expression and plays an important role in the regulation of stress-induced apoptosis. Promotes apoptosis by regulating three pathways, apoptosome up-regulation, LGALS3/galectin-3 down-regulation and NF-kappa-B inactivation. Regulates the redistribution of APAF1 into the nucleus after proapoptotic stress. Down-regulates the expression of LGALS3 by inhibiting NFKB1 (By similarity)
FALSE 3 12 1.415795 T LIMCH1 LIMCH1 1083 LIM and calponin homology domains 1
FALSE 4 16 1.474707 T MYO1C MYO1C 1063 myosin IC; Myosins are actin-based motor molecules with ATPase activity. Unconventional myosins serve in intracellular movements. Their highly divergent tails are presumed to bind to membranous compartments, which would be moved relative to actin filaments. Involved in glucose transporter recycling in response to insulin by regulating movement of intracellular GLUT4-containing vesicles to the plasma membrane. Component of the hair cell's (the sensory cells of the inner ear) adaptation-motor complex. Acts as a mediator of adaptation of mechanoelectrical transduction in stereocilia of ve [...] 
FALSE 0 11 3.302501 T FLJ20643;PIH1D1PIH1D1 290 PIH1 domain containing 1
FALSE 2 10 1.594584 T PFDN2 PFDN2 154 prefoldin subunit 2; Binds specifically to cytosolic chaperonin (c-CPN) and transfers target proteins to it. Binds to nascent polypeptide chain and promotes folding in an environment in which there are many competing pathways for nonnative proteins
FALSE 2 15 2.125467 T ACTR2 ACTR2 399 ARP2 actin-related protein 2 homolog (yeast); Functions as ATP-binding component of the Arp2/3 complex which is involved in regulation of actin polymerization and together with an activating nucleation-promoting factor (NPF) mediates the formation of branched actin networks. Seems to contact the pointed end of the daughter actin filament
FALSE 0 11 3.302501 T PFDN6 NA NA NA
FALSE 0 14 3.618745 T PLEC;PLEC1PLEC 4684 plectin
FALSE 0 7 2.731651 T KCTD5 KCTD5 234 potassium channel tetramerisation domain containing 5; Its interaction with CUL3 suggests that it may act as a substrate adapter in some E3 ligase complex. Does not affect the function of Kv channel Kv2.1/KCNB1, Kv1.2/KCNA2, Kv4.2/KCND2 and Kv3.4/KCNC4
FALSE 3 9 1.045128 T HSP90AB1HSP90AB1 724 heat shock protein 90kDa alpha (cytosolic), class B member 1; Molecular chaperone that promotes the maturation, structural maintenance and proper regulation of specific target proteins involved for instance in cell cycle control and signal transduction. Undergoes a functional cycle that is linked to its ATPase activity. This cycle probably induces conformational changes in the client proteins, thereby causing their activation. Interacts dynamically with various co-chaperones that modulate its substrate recognition, ATPase cycle and chaperone function
FALSE 0 13 3.520836 T WDR1;HEL-S-52WDR1 606 WD repeat domain 1; Induces disassembly of actin filaments in conjunction with ADF/cofilin family proteins (By similarity)
FALSE 0 5 2.33059 T NA NA NA
FALSE 6 19 1.220721 T RPL32 RPL32 135 ribosomal protein L32
FALSE 1 7 1.731651 T PPP1R12A PPP1R12A 1030 protein phosphatase 1, regulatory subunit 12A; Key regulator of protein phosphatase 1C (PPP1C). Mediates binding to myosin. As part of the PPP1C complex, involved in dephosphorylation of PLK1. Capable of inhibiting HIF1AN- dependent suppression of HIF1A activity
FALSE 0 9 3.045128 T ASNSD1 NA NA NA
FALSE 0 6 2.545013 T UBR5 UBR5 2799 ubiquitin protein ligase E3 component n-recognin 5; E3 ubiquitin-protein ligase which is a component of the N-end rule pathway. Recognizes and binds to proteins bearing specific N-terminal residues that are destabilizing according to the N-end rule, leading to their ubiquitination and subsequent degradation (By similarity). Involved in maturation and/or transcriptional regulation of mRNA by activating CDK9 by polyubiquitination. May play a role in control of cell cycle progression. May have tumor suppressor function. Regulates DNA topoisomerase II binding protein (TopBP1) in the DNA da [...] 
FALSE 1 5 1.33059 T CFL2 CFL2 166 cofilin 2 (muscle); Controls reversibly actin polymerization and depolymerization in a pH-sensitive manner. It has the ability to bind G- and F-actin in a 1:1 ratio of cofilin to actin. It is the major component of intranuclear and cytoplasmic actin rods (By similarity)
FALSE 1 8 1.896887 T HNRNPU;HNRPUHNRNPU 825 heterogeneous nuclear ribonucleoprotein U (scaffold attachment factor A); Component of the CRD-mediated complex that promotes MYC mRNA stabilization. Binds to pre-mRNA. Has high affinity for scaffold-attached region (SAR) DNA. Binds to double- and single- stranded DNA and RNA
FALSE 0 5 2.33059 T CGGBP1 CGGBP1 167 CGG triplet repeat binding protein 1; Binds to nonmethylated 5'-d(CGG)(n)-3' trinucleotide repeats in the FMR1 promoter. May play a role in regulating FMR1 promoter
FALSE 0 5 2.33059 T POLR2E POLR2E 210 polymerase (RNA) II (DNA directed) polypeptide E, 25kDa; DNA-dependent RNA polymerase catalyzes the transcription of DNA into RNA using the four ribonucleoside triphosphates as substrates. Common component of RNA polymerases I, II and III which synthesize ribosomal RNA precursors, mRNA precursors and many functional non-coding RNAs, and small RNAs, such as 5S rRNA and tRNAs, respectively. Pol II is the central component of the basal RNA polymerase II transcription machinery. Pols are composed of mobile elements that move relative to each other. In Pol II, POLR2E/RPB5 is part of the low [...] 
FALSE 3 10 1.179546 T RPL28 RPL28 169 ribosomal protein L28
FALSE 0 10 3.179546 T PDRG1 PDRG1 133 p53 and DNA-damage regulated 1; May play a role in chaperone-mediated protein folding (Potential)
FALSE 0 3 1.77318 T CAVIN1 SKOR1 965 SKI family transcriptional corepressor 1; Acts as a transcriptional corepressor of LBX1 (By similarity). Inhibits BMP signaling
FALSE 1 6 1.545013 T TWF1 TWF1 357 twinfilin, actin-binding protein, homolog 1 (Drosophila)
FALSE 0 4 2.07864 T XPNPEP1 XPNPEP1 666 X-prolyl aminopeptidase (aminopeptidase P) 1, soluble; Contributes to the degradation of bradykinin. Catalyzes the removal of a penultimate prolyl residue from the N-termini of peptides, such as Arg-Pro-Pro
FALSE 1 4 1.07864 T SNRPD2 SNRPD2 118 small nuclear ribonucleoprotein D2 polypeptide 16.5kDa; Required for pre-mRNA splicing. Required for snRNP biogenesis (By similarity)
FALSE 0 6 2.545013 T RUVBL1 RUVBL1 456 RuvB-like 1 (E. coli); May be able to bind plasminogen at cell surface and enhance plasminogen activation
FALSE 0 5 2.33059 T EIF2S3;EIF2S3LEIF2S3 472 eukaryotic translation initiation factor 2, subunit 3 gamma, 52kDa; eIF-2 functions in the early steps of protein synthesis by forming a ternary complex with GTP and initiator tRNA. This complex binds to a 40S ribosomal subunit, followed by mRNA binding to form a 43S preinitiation complex. Junction of the 60S ribosomal subunit to form the 80S initiation complex is preceded by hydrolysis of the GTP bound to eIF-2 and release of an eIF-2-GDP binary complex. In order for eIF-2 to recycle and catalyze another round of initiation, the GDP bound to eIF-2 must exchange with GTP by way of a re [...] 
FALSE 1 4 1.07864 T ARPC5L ARPC5L 153 actin related protein 2/3 complex, subunit 5-like; Functions as component of the Arp2/3 complex which is involved in regulation of actin polymerization and together with an activating nucleation-promoting factor (NPF) mediates the formation of branched actin networks (By similarity)
FALSE 1 5 1.33059 T LSM14A LSM14A 463 LSM14A, SCD6 homolog A (S. cerevisiae); Essential for formation of P-bodies, cytoplasmic structures that provide storage sites for non-translating mRNAs
FALSE 0 3 1.77318 T C14orf166 C14orf166 244 chromosome 14 open reading frame 166; Involved in modulation of mRNA transcription by Polymerase II. In case of infection by influenza virus A, is involved in viral replication
FALSE 0 3 1.77318 T ATP5B ATP5B 529 ATP synthase, H+ transporting, mitochondrial F1 complex, beta polypeptide; Mitochondrial membrane ATP synthase (F(1)F(0) ATP synthase or Complex V) produces ATP from ADP in the presence of a proton gradient across the membrane which is generated by electron transport complexes of the respiratory chain. F-type ATPases consist of two structural domains, F(1) - containing the extramembraneous catalytic core, and F(0) - containing the membrane proton channel, linked together by a central stalk and a peripheral stalk. During catalysis, ATP synthesis in the catalytic domain of F(1) is couple [...] 
FALSE 1 4 1.07864 T UBC;UBB;UbC;RPS27A;DKFZp434K0435;UBA52RPS27A 156 ribosomal protein S27a
FALSE 0 5 2.33059 T LGALS8 LGALS8 359 lectin, galactoside-binding, soluble, 8
FALSE 1 4 1.07864 T PAWR PAWR 340 PRKC, apoptosis, WT1, regulator; Pro-apoptopic protein capable of selectively inducing apoptosis in cancer cells, sensitizing the cells to diverse apoptotic stimuli and causing regression of tumors in animal models. Induces apoptosis in certain cancer cells by activation of the Fas prodeath pathway and coparallel inhibition of NF-kappa-B transcriptional activity. Inhibits the transcriptional activation and augments the transcriptional repression mediated by WT1. Down- regulates the anti-apoptotic protein BCL2 via its interaction with WT1. Seems also to be a transcriptional repressor by [...] 
FALSE 0 5 2.33059 T MYLK MYLK 1914 myosin light chain kinase
FALSE 0 4 2.07864 T RTCB C22orf28 505 chromosome 22 open reading frame 28; Catalytic subunit of the tRNA-splicing ligase complex that acts by directly joining spliced tRNA halves to mature-sized tRNAs by incorporating the precursor-derived splice junction phosphate into the mature tRNA as a canonical 3',5'- phosphodiester. May act as a RNA ligase with broad substrate specificity, and may function toward other RNAs
FALSE 0 4 2.07864 T PPP1R9B NA NA NA
FALSE 0 3 1.77318 T TRIOBP TRIOBP 2365 TRIO and F-actin binding protein
FALSE 0 4 2.07864 T NRF1 NRF1 503 nuclear respiratory factor 1; Transcription factor that activates the expression of the EIF2S1 (EIF2-alpha) gene. Links the transcriptional modulation of key metabolic genes to cellular growth and development. Implicated in the control of nuclear genes required for respiration, heme biosynthesis, and mitochondrial DNA transcription and replication
FALSE 1 4 1.07864 T RPL21 RPL21 160 ribosomal protein L21
FALSE 0 4 2.07864 T POLDIP3;PDIP46POLDIP3 421 polymerase (DNA-directed), delta interacting protein 3
FALSE 0 4 2.07864 T AHNAK AHNAK 5890 AHNAK nucleoprotein; May be required for neuronal cell differentiation
FALSE 0 7 2.731651 T UXT UXT 169 ubiquitously-expressed, prefoldin-like chaperone; Involved in gene transcription regulation. Acts in concert with the corepressor URI1 to regulate androgen receptor transcription (AR). AR N-terminus-associated coactivator which may play a role in facilitating receptor-induced transcriptional activation (PubMed:11854421). Potential component of mitochondrial-associated LRPPRC, a multidomain organizer that potentially integrates mitochondria and the microtubular cytoskeleton with chromosome remodeling (PubMed:11827465). Increasing concentrations of UXT contributes to progressive aggregat [...] 
FALSE 0 3 1.77318 T DAPK3 DAPK3 454 death-associated protein kinase 3; Serine/threonine kinase which is involved in the regulation of apoptosis, autophagy, transcription, translation, actin cytoskeleton reorganization, cell motility, smooth muscle contraction, and mitosis, particularly cytokinesis. Regulates both type I apoptotic and type II autophagic cell deaths signal, depending on the cellular setting. The former is caspase- dependent, while the latter is caspase-independent and is characterized by the accumulation of autophagic vesicles. Regulates myosin phosphorylation in both smooth muscle and non- muscle cells. I [...] 
FALSE 0 4 2.07864 T RPL34 RPL34 117 ribosomal protein L34



FALSE 0 4 2.07864 T NUDC NUDC 331 nuclear distribution C homolog (A. nidulans); Plays a role in neurogenesis and neuronal migration (By similarity). Necessary for correct formation of mitotic spindles and chromosome separation during mitosis. Necessary for cytokinesis and cell proliferation
FALSE 0 3 1.77318 T FASN FASN 2511 fatty acid synthase
FALSE 0 3 1.77318 T CD59 CD59 128 CD59 molecule, complement regulatory protein; Potent inhibitor of the complement membrane attack complex (MAC) action. Acts by binding to the C8 and/or C9 complements of the assembling MAC, thereby preventing incorporation of the multiple copies of C9 required for complete formation of the osmolytic pore. This inhibitor appears to be species-specific. Involved in signal transduction for T-cell activation complexed to a protein tyrosine kinase
FALSE 6 30 1.84689 T MYH14 MYH14 2036 myosin, heavy chain 14, non-muscle
FALSE 0 3 1.77318 T CTSB;DKFZp686N0152CTSB 339 cathepsin B; Thiol protease which is believed to participate in intracellular degradation and turnover of proteins. Has also been implicated in tumor invasion and metastasis
FALSE 0 3 1.77318 T TAF15 TAF15 592 TAF15 RNA polymerase II, TATA box binding protein (TBP)-associated factor, 68kDa; RNA and ssDNA-binding protein that may play specific roles during transcription initiation at distinct promoters. Can enter the preinitiation complex together with the RNA polymerase II (Pol II)
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