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Figure S1. Cells were incubated with increasing concentrations (0, 1, and 3 μM) of CRT0066101 for 24 h. 

Figure S2. Reactome analysis of phosphoproteins regulated by PRKD. 

Figure S3. Protein and phosphorylation levels of key regulators in TNBC. (A) MDA-MB-231 and (B) 

MDA-MB-468 cell lines were treated with siPRKD2 and siPRKD3 or control siRNA (CTRL siRNA) for 3 

days. The protein and phosphorylation levels of PRKD, MYC, MAPK1/3, AKT, YAP, and CDC2 were 

analyzed by western blot. 

 



Supplementary Table 1. Gene expression data for PRKDs in the 

TCGA database

Sample Id Gene Mutation Value1 Sample Id Gene Mutation Value2 Sample Id Gene Mutation Value3

TCGA-A1-A0SB-01 PRKD1 Not Mutated 188,3095 TCGA-A1-A0SB-01 PRKD2 Not Mutated 1046,9647 TCGA-A1-A0SB-01 PRKD3 Not Mutated 1764,6131

TCGA-A1-A0SD-01 PRKD1 Not Mutated 114,4653 TCGA-A1-A0SD-01 PRKD2 Not Mutated 1418,9066 TCGA-A1-A0SD-01 PRKD3 Not Mutated 869,407

TCGA-A1-A0SE-01 PRKD1 Not Mutated 128,6713 TCGA-A1-A0SE-01 PRKD2 Not Mutated 1178,7742 TCGA-A1-A0SE-01 PRKD3 Not Mutated 785,8494

TCGA-A1-A0SF-01 PRKD1 Not Mutated 77,541 TCGA-A1-A0SF-01 PRKD2 Not Mutated 1450,1461 TCGA-A1-A0SF-01 PRKD3 Not Mutated 807,5408

TCGA-A1-A0SH-01 PRKD1 Not Mutated 355,013 TCGA-A1-A0SH-01 PRKD2 Not Mutated 941,886 TCGA-A1-A0SH-01 PRKD3 Not Mutated 1295,4544

TCGA-A1-A0SI-01 PRKD1 Not Mutated 225,4267 TCGA-A1-A0SI-01 PRKD2 Not Mutated 1251,6186 TCGA-A1-A0SI-01 PRKD3 Not Mutated 748,97

TCGA-A1-A0SJ-01 PRKD1 Not Mutated 299,9543 TCGA-A1-A0SJ-01 PRKD2 Not Mutated 1207,1331 TCGA-A1-A0SJ-01 PRKD3 Not Mutated 788,2945

TCGA-A1-A0SK-01 PRKD1 Not Mutated 185,9439 TCGA-A1-A0SK-01 PRKD2 Not Mutated 736,5269 TCGA-A1-A0SK-01 PRKD3 Not Mutated 2156,6341

TCGA-A1-A0SM-01 PRKD1 Not Mutated 226,3258 TCGA-A1-A0SM-01 PRKD2 Not Mutated 821,9697 TCGA-A1-A0SM-01 PRKD3 Not Mutated 486,4268

TCGA-A1-A0SN-01 PRKD1 Not Mutated 119,9487 TCGA-A1-A0SN-01 PRKD2 Not Mutated 1409,8781 TCGA-A1-A0SN-01 PRKD3 Not Mutated 1103,9128

TCGA-A1-A0SP-01 PRKD1 Not Mutated 86,4648 TCGA-A1-A0SP-01 PRKD2 Not Mutated 918,278 TCGA-A1-A0SP-01 PRKD3 Not Mutated 1618,3874

TCGA-A1-A0SQ-01 PRKD1 Not Mutated 40,7463 TCGA-A1-A0SQ-01 PRKD2 Not Mutated 678,1644 TCGA-A1-A0SQ-01 PRKD3 Not Mutated 254,9672

TCGA-A2-A04N-01 PRKD1 Not Mutated 151,7433 TCGA-A2-A04N-01 PRKD2 Not Mutated 1048,336 TCGA-A2-A04N-01 PRKD3 Not Mutated 550,317

TCGA-A2-A04P-01 PRKD1 Not Mutated 74,6888 TCGA-A2-A04P-01 PRKD2 Not Mutated 1730,2905 TCGA-A2-A04P-01 PRKD3 Not Mutated 1185,166

TCGA-A2-A04Q-01 PRKD1 Not Mutated 97,1847 TCGA-A2-A04Q-01 PRKD2 Not Mutated 1787,8905 TCGA-A2-A04Q-01 PRKD3 Not Mutated 1486,3093

TCGA-A2-A04R-01 PRKD1 Not Mutated 40,2065 TCGA-A2-A04R-01 PRKD2 Not Mutated 1158,7431 TCGA-A2-A04R-01 PRKD3 Not Mutated 679,5255

TCGA-A2-A04T-01 PRKD1 Not Mutated 133,8781 TCGA-A2-A04T-01 PRKD2 Not Mutated 1035,9037 TCGA-A2-A04T-01 PRKD3 Not Mutated 2247,7615

TCGA-A2-A04U-01 PRKD1 Not Mutated 51,4353 TCGA-A2-A04U-01 PRKD2 Not Mutated 640,0831 TCGA-A2-A04U-01 PRKD3 Not Mutated 1005,8449

TCGA-A2-A04V-01 PRKD1 Not Mutated 93,7054 TCGA-A2-A04V-01 PRKD2 Not Mutated 1059,6863 TCGA-A2-A04V-01 PRKD3 Not Mutated 704,013

TCGA-A2-A04W-01 PRKD1 Not Mutated 177,7658 TCGA-A2-A04W-01 PRKD2 Not Mutated 1438,3358 TCGA-A2-A04W-01 PRKD3 Not Mutated 631,6358

TCGA-A2-A04X-01 PRKD1 Not Mutated 36,7667 TCGA-A2-A04X-01 PRKD2 Not Mutated 1272,7764 TCGA-A2-A04X-01 PRKD3 Not Mutated 541,0471

TCGA-A2-A04Y-01 PRKD1 Not Mutated 40,8163 TCGA-A2-A04Y-01 PRKD2 Not Mutated 1258,2804 TCGA-A2-A04Y-01 PRKD3 Not Mutated 488,4577

TCGA-A2-A0CK-01 PRKD1 Not Mutated 165,6566 TCGA-A2-A0CK-01 PRKD2 Not Mutated 1780,202 TCGA-A2-A0CK-01 PRKD3 Not Mutated 368,8889

TCGA-A2-A0CL-01 PRKD1 Not Mutated 204,596 TCGA-A2-A0CL-01 PRKD2 Not Mutated 1689,0289 TCGA-A2-A0CL-01 PRKD3 Not Mutated 929,2068

TCGA-A2-A0CM-01 PRKD1 Not Mutated 81,2276 TCGA-A2-A0CM-01 PRKD2 Not Mutated 1427,9451 TCGA-A2-A0CM-01 PRKD3 Not Mutated 1223,9529

TCGA-A2-A0CO-01 PRKD1 Not Mutated 117,8068 TCGA-A2-A0CO-01 PRKD2 Not Mutated 2220,7833 TCGA-A2-A0CO-01 PRKD3 Not Mutated 685,5352

TCGA-A2-A0CP-01 PRKD1 Not Mutated 125,3351 TCGA-A2-A0CP-01 PRKD2 Not Mutated 1394,7721 TCGA-A2-A0CP-01 PRKD3 Not Mutated 489,9464

TCGA-A2-A0CQ-01 PRKD1 Not Mutated 26,4404 TCGA-A2-A0CQ-01 PRKD2 Not Mutated 1410,2724 TCGA-A2-A0CQ-01 PRKD3 Not Mutated 565,2523

TCGA-A2-A0CR-01 PRKD1 Not Mutated 92,2974 TCGA-A2-A0CR-01 PRKD2 Not Mutated 2627,5778 TCGA-A2-A0CR-01 PRKD3 Not Mutated 447,2188

TCGA-A2-A0CS-01 PRKD1 Not Mutated 60,4522 TCGA-A2-A0CS-01 PRKD2 Not Mutated 1477,1574 TCGA-A2-A0CS-01 PRKD3 Not Mutated 802,4919

TCGA-A2-A0CT-01 PRKD1 Not Mutated 41,388 TCGA-A2-A0CT-01 PRKD2 Not Mutated 836,9565 TCGA-A2-A0CT-01 PRKD3 Not Mutated 583,612

TCGA-A2-A0CU-01 PRKD1 Not Mutated 73,3104 TCGA-A2-A0CU-01 PRKD2 Not Mutated 1145,4754 TCGA-A2-A0CU-01 PRKD3 Not Mutated 639,1753

TCGA-A2-A0CV-01 PRKD1 Not Mutated 127,2182 TCGA-A2-A0CV-01 PRKD2 Not Mutated 1307,138 TCGA-A2-A0CV-01 PRKD3 Not Mutated 566,4647

TCGA-A2-A0CW-01 PRKD1 Not Mutated 50,0072 TCGA-A2-A0CW-01 PRKD2 Not Mutated 1218,5659 TCGA-A2-A0CW-01 PRKD3 Not Mutated 395,4591

TCGA-A2-A0D0-01 PRKD1 Not Mutated 91,0214 TCGA-A2-A0D0-01 PRKD2 Not Mutated 1348,8468 TCGA-A2-A0D0-01 PRKD3 Not Mutated 323,3114

TCGA-A2-A0D2-01 PRKD1 Not Mutated 253,188 TCGA-A2-A0D2-01 PRKD2 Not Mutated 1428,5714 TCGA-A2-A0D2-01 PRKD3 Not Mutated 519,3125

TCGA-A2-A0D3-01 PRKD1 Not Mutated 32,8873 TCGA-A2-A0D3-01 PRKD2 Not Mutated 1297,7591 TCGA-A2-A0D3-01 PRKD3 Not Mutated 421,7314

TCGA-A2-A0D4-01 PRKD1 Not Mutated 36,7421 TCGA-A2-A0D4-01 PRKD2 Not Mutated 1379,426 TCGA-A2-A0D4-01 PRKD3 Not Mutated 383,662

TCGA-A2-A0EM-01 PRKD1 Not Mutated 88,4233 TCGA-A2-A0EM-01 PRKD2 Not Mutated 1013,4943 TCGA-A2-A0EM-01 PRKD3 Not Mutated 372,8693

TCGA-A2-A0EN-01 PRKD1 Not Mutated 118,8874 TCGA-A2-A0EN-01 PRKD2 Not Mutated 1721,2255 TCGA-A2-A0EN-01 PRKD3 Not Mutated 811,0763

TCGA-A2-A0EO-01 PRKD1 Not Mutated 204,089 TCGA-A2-A0EO-01 PRKD2 Not Mutated 1050,5739 TCGA-A2-A0EO-01 PRKD3 Not Mutated 743,1851

TCGA-A2-A0EP-01 PRKD1 Not Mutated 143,1895 TCGA-A2-A0EP-01 PRKD2 Not Mutated 1694,3536 TCGA-A2-A0EP-01 PRKD3 Not Mutated 1066,4461

TCGA-A2-A0EQ-01 PRKD1 Not Mutated 44,7668 TCGA-A2-A0EQ-01 PRKD2 Not Mutated 1981,7617 TCGA-A2-A0EQ-01 PRKD3 Not Mutated 904,8705

TCGA-A2-A0ER-01 PRKD1 Not Mutated 41,2859 TCGA-A2-A0ER-01 PRKD2 Not Mutated 857,0596 TCGA-A2-A0ER-01 PRKD3 Not Mutated 624,1105

TCGA-A2-A0ES-01 PRKD1 Not Mutated 192,4399 TCGA-A2-A0ES-01 PRKD2 Not Mutated 845,1751 TCGA-A2-A0ES-01 PRKD3 Not Mutated 1100,0279

TCGA-A2-A0ET-01 PRKD1 Not Mutated 57,1506 TCGA-A2-A0ET-01 PRKD2 Not Mutated 1323,6728 TCGA-A2-A0ET-01 PRKD3 Not Mutated 575,2979

TCGA-A2-A0EU-01 PRKD1 Not Mutated 50,8585 TCGA-A2-A0EU-01 PRKD2 Not Mutated 1275,4355 TCGA-A2-A0EU-01 PRKD3 Not Mutated 438,6544

TCGA-A2-A0EV-01 PRKD1 Not Mutated 114,386 TCGA-A2-A0EV-01 PRKD2 Not Mutated 1423,8596 TCGA-A2-A0EV-01 PRKD3 Not Mutated 540,7018

TCGA-A2-A0EW-01 PRKD1 Not Mutated 171,803 TCGA-A2-A0EW-01 PRKD2 Not Mutated 1103,7903 TCGA-A2-A0EW-01 PRKD3 Not Mutated 1309,5997

TCGA-A2-A0EX-01 PRKD1 Not Mutated 188,704 TCGA-A2-A0EX-01 PRKD2 Not Mutated 1327,0578 TCGA-A2-A0EX-01 PRKD3 Not Mutated 654,5534

TCGA-A2-A0EY-01 PRKD1 Not Mutated 61,4709 TCGA-A2-A0EY-01 PRKD2 Not Mutated 1515,1848 TCGA-A2-A0EY-01 PRKD3 Not Mutated 1068,7889

TCGA-A2-A0ST-01 PRKD1 Not Mutated 73,575 TCGA-A2-A0ST-01 PRKD2 Not Mutated 2270,5593 TCGA-A2-A0ST-01 PRKD3 Not Mutated 1857,3415

TCGA-A2-A0SU-01 PRKD1 Not Mutated 108,9109 TCGA-A2-A0SU-01 PRKD2 Not Mutated 955,6608 TCGA-A2-A0SU-01 PRKD3 Not Mutated 853,6375

TCGA-A2-A0SV-01 PRKD1 Not Mutated 127,1517 TCGA-A2-A0SV-01 PRKD2 Not Mutated 1129,1743 TCGA-A2-A0SV-01 PRKD3 Not Mutated 292,8427

TCGA-A2-A0SW-01 PRKD1 Not Mutated 63,1767 TCGA-A2-A0SW-01 PRKD2 Not Mutated 1236,3323 TCGA-A2-A0SW-01 PRKD3 Not Mutated 448,8176

TCGA-A2-A0SX-01 PRKD1 Not Mutated 178,2274 TCGA-A2-A0SX-01 PRKD2 Not Mutated 1132,3057 TCGA-A2-A0SX-01 PRKD3 Not Mutated 2019,9101

TCGA-A2-A0SY-01 PRKD1 Not Mutated 145,6446 TCGA-A2-A0SY-01 PRKD2 Not Mutated 1068,2927 TCGA-A2-A0SY-01 PRKD3 Not Mutated 1037,6307

TCGA-A2-A0T0-01 PRKD1 Not Mutated 84,5331 TCGA-A2-A0T0-01 PRKD2 Not Mutated 979,0109 TCGA-A2-A0T0-01 PRKD3 Not Mutated 1356,1332

TCGA-A2-A0T1-01 PRKD1 Not Mutated 84,2708 TCGA-A2-A0T1-01 PRKD2 Not Mutated 1606,7626 TCGA-A2-A0T1-01 PRKD3 Not Mutated 877,1651

TCGA-A2-A0T2-01 PRKD1 Not Mutated 50,379 TCGA-A2-A0T2-01 PRKD2 Not Mutated 1940,2586 TCGA-A2-A0T2-01 PRKD3 Not Mutated 863,1297

TCGA-A2-A0T3-01 PRKD1 Not Mutated 90,9446 TCGA-A2-A0T3-01 PRKD2 Not Mutated 2289,5539 TCGA-A2-A0T3-01 PRKD3 Not Mutated 430,0336

TCGA-A2-A0T4-01 PRKD1 Not Mutated 122,4988 TCGA-A2-A0T4-01 PRKD2 Not Mutated 1195,7052 TCGA-A2-A0T4-01 PRKD3 Not Mutated 666,6667

TCGA-A2-A0T6-01 PRKD1 Not Mutated 230,653 TCGA-A2-A0T6-01 PRKD2 Not Mutated 1319,2261 TCGA-A2-A0T6-01 PRKD3 Not Mutated 1124,2443

TCGA-A2-A0T7-01 PRKD1 Not Mutated 179,6779 TCGA-A2-A0T7-01 PRKD2 Not Mutated 943,4535 TCGA-A2-A0T7-01 PRKD3 Not Mutated 1020,8709

TCGA-A2-A0YC-01 PRKD1 Not Mutated 62,9271 TCGA-A2-A0YC-01 PRKD2 Not Mutated 1134,1116 TCGA-A2-A0YC-01 PRKD3 Not Mutated 960,9909

TCGA-A2-A0YD-01 PRKD1 Not Mutated 163,6203 TCGA-A2-A0YD-01 PRKD2 Not Mutated 1388,8397 TCGA-A2-A0YD-01 PRKD3 Not Mutated 1022,6266

TCGA-A2-A0YF-01 PRKD1 Not Mutated 45,4304 TCGA-A2-A0YF-01 PRKD2 Not Mutated 1068,2784 TCGA-A2-A0YF-01 PRKD3 Not Mutated 1575,4516

TCGA-A2-A0YG-01 PRKD1 Not Mutated 56,1116 TCGA-A2-A0YG-01 PRKD2 Not Mutated 915,1764 TCGA-A2-A0YG-01 PRKD3 Not Mutated 660,2133

TCGA-A2-A0YH-01 PRKD1 Not Mutated 132,3282 TCGA-A2-A0YH-01 PRKD2 Not Mutated 1555,6541 TCGA-A2-A0YH-01 PRKD3 Not Mutated 485,6763

TCGA-A2-A0YI-01 PRKD1 Not Mutated 82,588 TCGA-A2-A0YI-01 PRKD2 Not Mutated 1070,6619 TCGA-A2-A0YI-01 PRKD3 Not Mutated 868,5152

TCGA-A2-A0YL-01 PRKD1 Not Mutated 225,5145 TCGA-A2-A0YL-01 PRKD2 Not Mutated 1010,9714 TCGA-A2-A0YL-01 PRKD3 Not Mutated 895,6515

TCGA-A2-A0YM-01 PRKD1 Not Mutated 57,1326 TCGA-A2-A0YM-01 PRKD2 Not Mutated 622,5686 TCGA-A2-A0YM-01 PRKD3 Not Mutated 1901,2784

TCGA-A2-A0YT-01 PRKD1 Not Mutated 53,132 TCGA-A2-A0YT-01 PRKD2 Not Mutated 1014,9012 TCGA-A2-A0YT-01 PRKD3 Not Mutated 666,4419

TCGA-A2-A1FV-01 PRKD1 Not Mutated 105,6075 TCGA-A2-A1FV-01 PRKD2 Not Mutated 623,9063 TCGA-A2-A1FV-01 PRKD3 Not Mutated 557,8635

TCGA-A2-A1FW-01 PRKD1 Not Mutated 67,0573 TCGA-A2-A1FW-01 PRKD2 Not Mutated 736,4439 TCGA-A2-A1FW-01 PRKD3 Not Mutated 1257,1768

TCGA-A2-A1FX-01 PRKD1 Not Mutated 90,7183 TCGA-A2-A1FX-01 PRKD2 Not Mutated 788,3014 TCGA-A2-A1FX-01 PRKD3 Not Mutated 466,5899

TCGA-A2-A1FZ-01 PRKD1 Not Mutated 109,2263 TCGA-A2-A1FZ-01 PRKD2 Not Mutated 1023,9967 TCGA-A2-A1FZ-01 PRKD3 Not Mutated 604,8821

TCGA-A2-A1G0-01 PRKD1 Not Mutated 96,6469 TCGA-A2-A1G0-01 PRKD2 Not Mutated 1315,2531 TCGA-A2-A1G0-01 PRKD3 Not Mutated 983,5634

TCGA-A2-A1G1-01 PRKD1 Not Mutated 134,9735 TCGA-A2-A1G1-01 PRKD2 Not Mutated 572,8816 TCGA-A2-A1G1-01 PRKD3 Not Mutated 1513,8478

TCGA-A2-A1G4-01 PRKD1 Not Mutated 96,1973 TCGA-A2-A1G4-01 PRKD2 Not Mutated 865,5019 TCGA-A2-A1G4-01 PRKD3 Not Mutated 287,2217

TCGA-A2-A1G6-01 PRKD1 Not Mutated 274,5163 TCGA-A2-A1G6-01 PRKD2 Not Mutated 856,9046 TCGA-A2-A1G6-01 PRKD3 Not Mutated 1233,8225

TCGA-A2-A259-01 PRKD1 Not Mutated 114,778 TCGA-A2-A259-01 PRKD2 Not Mutated 1044,5107 TCGA-A2-A259-01 PRKD3 Not Mutated 752,7444

TCGA-A2-A25A-01 PRKD1 Not Mutated 244,1123 TCGA-A2-A25A-01 PRKD2 Not Mutated 1189,3116 TCGA-A2-A25A-01 PRKD3 Not Mutated 1305,4801

TCGA-A2-A25B-01 PRKD1 Not Mutated 104,3973 TCGA-A2-A25B-01 PRKD2 Not Mutated 805,2026 TCGA-A2-A25B-01 PRKD3 Not Mutated 444,8081

TCGA-A2-A25C-01 PRKD1 Not Mutated 106,0873 TCGA-A2-A25C-01 PRKD2 Not Mutated 1013,2333 TCGA-A2-A25C-01 PRKD3 Not Mutated 1074,5479

TCGA-A2-A25D-01 PRKD1 Not Mutated 64,7372 TCGA-A2-A25D-01 PRKD2 Not Mutated 1337,3953 TCGA-A2-A25D-01 PRKD3 Not Mutated 447,8294

TCGA-A2-A25E-01 PRKD1 Not Mutated 66,0377 TCGA-A2-A25E-01 PRKD2 Not Mutated 686,1635 TCGA-A2-A25E-01 PRKD3 Not Mutated 721,6981

TCGA-A2-A25F-01 PRKD1 Not Mutated 167,1388 TCGA-A2-A25F-01 PRKD2 Not Mutated 1124,3884 TCGA-A2-A25F-01 PRKD3 Not Mutated 1842,905

TCGA-A2-A3KC-01 PRKD1 Not Mutated 150,8965 TCGA-A2-A3KC-01 PRKD2 Not Mutated 1675,4838 TCGA-A2-A3KC-01 PRKD3 Not Mutated 785,0169

TCGA-A2-A3KD-01 PRKD1 Not Mutated 109,1033 TCGA-A2-A3KD-01 PRKD2 Not Mutated 1206,9553 TCGA-A2-A3KD-01 PRKD3 Not Mutated 708,2821

TCGA-A2-A3XS-01 PRKD1 Not Mutated 56,4675 TCGA-A2-A3XS-01 PRKD2 Not Mutated 1396,2574 TCGA-A2-A3XS-01 PRKD3 Not Mutated 1569,9278

TCGA-A2-A3XT-01 PRKD1 Not Mutated 25,948 TCGA-A2-A3XT-01 PRKD2 Not Mutated 804,6873 TCGA-A2-A3XT-01 PRKD3 Not Mutated 1614,7433

TCGA-A2-A3XU-01 PRKD1 Not Mutated 75,7809 TCGA-A2-A3XU-01 PRKD2 Not Mutated 1497,3665 TCGA-A2-A3XU-01 PRKD3 Not Mutated 501,106

TCGA-A2-A3XV-01 PRKD1 Not Mutated 37,8495 TCGA-A2-A3XV-01 PRKD2 Not Mutated 1397,8495 TCGA-A2-A3XV-01 PRKD3 Not Mutated 185,8065

TCGA-A2-A3XW-01 PRKD1 Not Mutated 75,8327 TCGA-A2-A3XW-01 PRKD2 Not Mutated 2809,7094 TCGA-A2-A3XW-01 PRKD3 Not Mutated 372,4309

TCGA-A2-A3XX-01 PRKD1 Not Mutated 58,9495 TCGA-A2-A3XX-01 PRKD2 Not Mutated 1498,7576 TCGA-A2-A3XX-01 PRKD3 Not Mutated 511,6957

TCGA-A2-A3XY-01 PRKD1 Not Mutated 133,2157 TCGA-A2-A3XY-01 PRKD2 Not Mutated 1463,7925 TCGA-A2-A3XY-01 PRKD3 Not Mutated 1548,8294

TCGA-A2-A3XZ-01 PRKD1 Not Mutated 138,1806 TCGA-A2-A3XZ-01 PRKD2 Not Mutated 1669,8828 TCGA-A2-A3XZ-01 PRKD3 Not Mutated 723,2943

TCGA-A2-A3Y0-01 PRKD1 Not Mutated 15,1043 TCGA-A2-A3Y0-01 PRKD2 Not Mutated 2511,2482 TCGA-A2-A3Y0-01 PRKD3 Not Mutated 989,986

TCGA-A2-A4RW-01 PRKD1 Not Mutated 144,6731 TCGA-A2-A4RW-01 PRKD2 Not Mutated 1642,8571 TCGA-A2-A4RW-01 PRKD3 Not Mutated 508,4746

TCGA-A2-A4RX-01 PRKD1 Not Mutated 302,4575 TCGA-A2-A4RX-01 PRKD2 Not Mutated 1388,1537 TCGA-A2-A4RX-01 PRKD3 Not Mutated 1403,9067

TCGA-A2-A4RY-01 PRKD1 Not Mutated 204,2323 TCGA-A2-A4RY-01 PRKD2 Not Mutated 1774,6063 TCGA-A2-A4RY-01 PRKD3 Not Mutated 793,3071

TCGA-A2-A4S0-01 PRKD1 Not Mutated 25,5641 TCGA-A2-A4S0-01 PRKD2 Not Mutated 1134,7333 TCGA-A2-A4S0-01 PRKD3 Not Mutated 571,8012

TCGA-A2-A4S2-01 PRKD1 Not Mutated 188,6003 TCGA-A2-A4S2-01 PRKD2 Not Mutated 2963,9296 TCGA-A2-A4S2-01 PRKD3 Not Mutated 528,8686

TCGA-A2-A4S3-01 PRKD1 Not Mutated 29,5858 TCGA-A2-A4S3-01 PRKD2 Not Mutated 1819,2577 TCGA-A2-A4S3-01 PRKD3 Not Mutated 506,1861

TCGA-A7-A0CD-01 PRKD1 Not Mutated 48,5748 TCGA-A7-A0CD-01 PRKD2 Not Mutated 1338,2781 TCGA-A7-A0CD-01 PRKD3 Not Mutated 249,8546

TCGA-A7-A0CE-01 PRKD1 Not Mutated 119,3321 TCGA-A7-A0CE-01 PRKD2 Not Mutated 801,0848 TCGA-A7-A0CE-01 PRKD3 Not Mutated 1332,6553

TCGA-A7-A0CG-01 PRKD1 Not Mutated 160,5181 TCGA-A7-A0CG-01 PRKD2 Not Mutated 996,8603 TCGA-A7-A0CG-01 PRKD3 Not Mutated 1331,2402

TCGA-A7-A0CH-01 PRKD1 Not Mutated 79,8116 TCGA-A7-A0CH-01 PRKD2 Not Mutated 1003,0965 TCGA-A7-A0CH-01 PRKD3 Not Mutated 896,2449

TCGA-A7-A0D9-01 PRKD1 Not Mutated 302,5937 TCGA-A7-A0D9-01 PRKD2 Not Mutated 1066,2824 TCGA-A7-A0D9-01 PRKD3 Not Mutated 468,0939

TCGA-A7-A0DA-01 PRKD1 Not Mutated 103,4137 TCGA-A7-A0DA-01 PRKD2 Not Mutated 1162,3159 TCGA-A7-A0DA-01 PRKD3 Not Mutated 1308,5676

TCGA-A7-A0DB-01 PRKD1 Not Mutated 138,3274 TCGA-A7-A0DB-01 PRKD2 Not Mutated 1427,3398 TCGA-A7-A0DB-01 PRKD3 Not Mutated 387,3934

TCGA-A7-A13D-01 PRKD1 Not Mutated 106,8346 TCGA-A7-A13D-01 PRKD2 Not Mutated 2277,2418 TCGA-A7-A13D-01 PRKD3 Not Mutated 2328,8311

TCGA-A7-A13E-01 PRKD1 Not Mutated 25,1948 TCGA-A7-A13E-01 PRKD2 Not Mutated 790,4345 TCGA-A7-A13E-01 PRKD3 Not Mutated 2136,8635

TCGA-A7-A13F-01 PRKD1 Not Mutated 34,9398 TCGA-A7-A13F-01 PRKD2 Not Mutated 1092,7711 TCGA-A7-A13F-01 PRKD3 Not Mutated 256,2249

TCGA-A7-A13G-01 PRKD1 Not Mutated 39,5507 TCGA-A7-A13G-01 PRKD2 Not Mutated 1173,875 TCGA-A7-A13G-01 PRKD3 Not Mutated 636,3086

TCGA-A7-A13H-01 PRKD1 Not Mutated 104,4558 TCGA-A7-A13H-01 PRKD2 Not Mutated 1902,7607 TCGA-A7-A13H-01 PRKD3 Not Mutated 721,8206

TCGA-A7-A26E-01 PRKD1 Not Mutated 113,8837 TCGA-A7-A26E-01 PRKD2 Not Mutated 1007,1675 TCGA-A7-A26E-01 PRKD3 Not Mutated 1196,1773

TCGA-A7-A26F-01 PRKD1 Not Mutated 136,9112 TCGA-A7-A26F-01 PRKD2 Not Mutated 809,5408 TCGA-A7-A26F-01 PRKD3 Not Mutated 2267,6208

TCGA-A7-A26G-01 PRKD1 Not Mutated 263,117 TCGA-A7-A26G-01 PRKD2 Not Mutated 902,7022 TCGA-A7-A26G-01 PRKD3 Not Mutated 2219,3824

TCGA-A7-A26H-01 PRKD1 Not Mutated 136,5535 TCGA-A7-A26H-01 PRKD2 Not Mutated 797,1279 TCGA-A7-A26H-01 PRKD3 Not Mutated 666,8407

TCGA-A7-A26I-01 PRKD1 Not Mutated 235,6846 TCGA-A7-A26I-01 PRKD2 Not Mutated 1278,8382 TCGA-A7-A26I-01 PRKD3 Not Mutated 1587,8285

TCGA-A7-A26J-01 PRKD1 Not Mutated 142,9878 TCGA-A7-A26J-01 PRKD2 Not Mutated 973,8935 TCGA-A7-A26J-01 PRKD3 Not Mutated 1154,0356

TCGA-A7-A2KD-01 PRKD1 Not Mutated 125,1752 TCGA-A7-A2KD-01 PRKD2 Not Mutated 759,3247 TCGA-A7-A2KD-01 PRKD3 Not Mutated 688,8637

TCGA-A7-A3IY-01 PRKD1 Not Mutated 186,5261 TCGA-A7-A3IY-01 PRKD2 Not Mutated 943,8081 TCGA-A7-A3IY-01 PRKD3 Not Mutated 341,2659

TCGA-A7-A3IZ-01 PRKD1 Not Mutated 51,7766 TCGA-A7-A3IZ-01 PRKD2 Not Mutated 1055,1607 TCGA-A7-A3IZ-01 PRKD3 Not Mutated 317,4281

TCGA-A7-A3J0-01 PRKD1 Not Mutated 32,0165 TCGA-A7-A3J0-01 PRKD2 Not Mutated 1563,3876 TCGA-A7-A3J0-01 PRKD3 Not Mutated 455,2027

TCGA-A7-A3J1-01 PRKD1 Not Mutated 85,3367 TCGA-A7-A3J1-01 PRKD2 Not Mutated 1520,2389 TCGA-A7-A3J1-01 PRKD3 Not Mutated 832,8762

TCGA-A7-A3RF-01 PRKD1 Not Mutated 31,2952 TCGA-A7-A3RF-01 PRKD2 Not Mutated 1627,0091 TCGA-A7-A3RF-01 PRKD3 Not Mutated 117,3569

TCGA-A7-A425-01 PRKD1 Not Mutated 89,7022 TCGA-A7-A425-01 PRKD2 Not Mutated 1628,2741 TCGA-A7-A425-01 PRKD3 Not Mutated 575,8881

TCGA-A7-A426-01 PRKD1 Not Mutated 143,9268 TCGA-A7-A426-01 PRKD2 Not Mutated 1916,2507 TCGA-A7-A426-01 PRKD3 Not Mutated 519,4121

TCGA-A7-A4SA-01 PRKD1 Not Mutated 51,3033 TCGA-A7-A4SA-01 PRKD2 Not Mutated 1600,331 TCGA-A7-A4SA-01 PRKD3 Not Mutated 553,303

TCGA-A7-A4SB-01 PRKD1 Not Mutated 66,5485 TCGA-A7-A4SB-01 PRKD2 Not Mutated 1144,5192 TCGA-A7-A4SB-01 PRKD3 Not Mutated 314,9579

TCGA-A7-A4SD-01 PRKD1 Not Mutated 64,1791 TCGA-A7-A4SD-01 PRKD2 Not Mutated 3030,3483 TCGA-A7-A4SD-01 PRKD3 Not Mutated 1114,4279

TCGA-A7-A4SE-01 PRKD1 Not Mutated 143,7098 TCGA-A7-A4SE-01 PRKD2 Not Mutated 1005,9684 TCGA-A7-A4SE-01 PRKD3 Not Mutated 1176,6604

TCGA-A7-A4SF-01 PRKD1 Not Mutated 24,5316 TCGA-A7-A4SF-01 PRKD2 Not Mutated 1356,4841 TCGA-A7-A4SF-01 PRKD3 Not Mutated 124,3304

TCGA-A7-A5ZV-01 PRKD1 Not Mutated 173,6375 TCGA-A7-A5ZV-01 PRKD2 Not Mutated 784,5374 TCGA-A7-A5ZV-01 PRKD3 Not Mutated 370,0887

TCGA-A7-A5ZW-01 PRKD1 Not Mutated 223,7856 TCGA-A7-A5ZW-01 PRKD2 Not Mutated 903,1826 TCGA-A7-A5ZW-01 PRKD3 Not Mutated 987,6047

TCGA-A7-A5ZX-01 PRKD1 Not Mutated 210,7417 TCGA-A7-A5ZX-01 PRKD2 Not Mutated 1295,9591 TCGA-A7-A5ZX-01 PRKD3 Not Mutated 801,6368

TCGA-A8-A06N-01 PRKD1 Not Mutated 8,0312 TCGA-A8-A06N-01 PRKD2 Not Mutated 963,7448 TCGA-A8-A06N-01 PRKD3 Not Mutated 75,4933

TCGA-A8-A06O-01 PRKD1 Not Mutated 83,6237 TCGA-A8-A06O-01 PRKD2 Not Mutated 1423,6424 TCGA-A8-A06O-01 PRKD3 Not Mutated 563,95

TCGA-A8-A06P-01 PRKD1 Not Mutated 151,6854 TCGA-A8-A06P-01 PRKD2 Not Mutated 1107,4025 TCGA-A8-A06P-01 PRKD3 Not Mutated 483,4765

TCGA-A8-A06Q-01 PRKD1 Not Mutated 7,4401 TCGA-A8-A06Q-01 PRKD2 Not Mutated 573,1607 TCGA-A8-A06Q-01 PRKD3 Not Mutated 301,4605

TCGA-A8-A06R-01 PRKD1 Not Mutated 163,0071 TCGA-A8-A06R-01 PRKD2 Not Mutated 1123,3397 TCGA-A8-A06R-01 PRKD3 Not Mutated 959,2482

TCGA-A8-A06T-01 PRKD1 Not Mutated 67,022 TCGA-A8-A06T-01 PRKD2 Not Mutated 1048,5876 TCGA-A8-A06T-01 PRKD3 Not Mutated 450,4628

TCGA-A8-A06U-01 PRKD1 Not Mutated 44,3407 TCGA-A8-A06U-01 PRKD2 Not Mutated 1314,2746 TCGA-A8-A06U-01 PRKD3 Not Mutated 635,9393

TCGA-A8-A06Y-01 PRKD1 Not Mutated 32,7156 TCGA-A8-A06Y-01 PRKD2 Not Mutated 1297,8569 TCGA-A8-A06Y-01 PRKD3 Not Mutated 512,6825

TCGA-A8-A06Z-01 PRKD1 Not Mutated 22,2912 TCGA-A8-A06Z-01 PRKD2 Not Mutated 1011,7155 TCGA-A8-A06Z-01 PRKD3 Not Mutated 124,1213

TCGA-A8-A075-01 PRKD1 Not Mutated 85,6938 TCGA-A8-A075-01 PRKD2 Not Mutated 1337,0384 TCGA-A8-A075-01 PRKD3 Not Mutated 1157,4041

TCGA-A8-A076-01 PRKD1 Not Mutated 125 TCGA-A8-A076-01 PRKD2 Not Mutated 969,4976 TCGA-A8-A076-01 PRKD3 Not Mutated 952,7512

TCGA-A8-A079-01 PRKD1 Not Mutated 19,6527 TCGA-A8-A079-01 PRKD2 Not Mutated 986,3617 TCGA-A8-A079-01 PRKD3 Not Mutated 143,6679

TCGA-A8-A07B-01 PRKD1 Not Mutated 72,6965 TCGA-A8-A07B-01 PRKD2 Not Mutated 1355,0296 TCGA-A8-A07B-01 PRKD3 Not Mutated 251,9019

TCGA-A8-A07E-01 PRKD1 Not Mutated 139,8281 TCGA-A8-A07E-01 PRKD2 Not Mutated 1200,5731 TCGA-A8-A07E-01 PRKD3 Not Mutated 1485,9599

TCGA-A8-A07F-01 PRKD1 Not Mutated 85,8646 TCGA-A8-A07F-01 PRKD2 Not Mutated 1038,6577 TCGA-A8-A07F-01 PRKD3 Not Mutated 501,1068

TCGA-A8-A07G-01 PRKD1 Not Mutated 279,8764 TCGA-A8-A07G-01 PRKD2 Not Mutated 1007,8984 TCGA-A8-A07G-01 PRKD3 Not Mutated 1169,6429

TCGA-A8-A07I-01 PRKD1 Not Mutated 115,533 TCGA-A8-A07I-01 PRKD2 Not Mutated 1304,8176 TCGA-A8-A07I-01 PRKD3 Not Mutated 801,6757

TCGA-A8-A07J-01 PRKD1 Not Mutated 154,1116 TCGA-A8-A07J-01 PRKD2 Not Mutated 1296,3772 TCGA-A8-A07J-01 PRKD3 Not Mutated 716,7338

TCGA-A8-A07L-01 PRKD1 Not Mutated 99,0404 TCGA-A8-A07L-01 PRKD2 Not Mutated 1271,4188 TCGA-A8-A07L-01 PRKD3 Not Mutated 921,8643

TCGA-A8-A07O-01 PRKD1 Not Mutated 28,11 TCGA-A8-A07O-01 PRKD2 Not Mutated 341,8062 TCGA-A8-A07O-01 PRKD3 Not Mutated 1714,4139

TCGA-A8-A07P-01 PRKD1 Not Mutated 80,8569 TCGA-A8-A07P-01 PRKD2 Not Mutated 797,8576 TCGA-A8-A07P-01 PRKD3 Not Mutated 534,2087

TCGA-A8-A07R-01 PRKD1 Not Mutated 49,8199 TCGA-A8-A07R-01 PRKD2 Not Mutated 1835,2341 TCGA-A8-A07R-01 PRKD3 Not Mutated 982,593

TCGA-A8-A07U-01 PRKD1 Not Mutated 63,5882 TCGA-A8-A07U-01 PRKD2 Not Mutated 1660,4911 TCGA-A8-A07U-01 PRKD3 Not Mutated 1559,7099

TCGA-A8-A07W-01 PRKD1 Not Mutated 58,7908 TCGA-A8-A07W-01 PRKD2 Not Mutated 938,7463 TCGA-A8-A07W-01 PRKD3 Not Mutated 457,2972

TCGA-A8-A082-01 PRKD1 Not Mutated 134,4 TCGA-A8-A082-01 PRKD2 Not Mutated 704,8 TCGA-A8-A082-01 PRKD3 Not Mutated 437,2

TCGA-A8-A083-01 PRKD1 Not Mutated 19,4805 TCGA-A8-A083-01 PRKD2 Not Mutated 1283,1169 TCGA-A8-A083-01 PRKD3 Not Mutated 612,987

TCGA-A8-A084-01 PRKD1 Not Mutated 51,8225 TCGA-A8-A084-01 PRKD2 Not Mutated 1520,642 TCGA-A8-A084-01 PRKD3 Not Mutated 1030,6487

TCGA-A8-A085-01 PRKD1 Not Mutated 62,8703 TCGA-A8-A085-01 PRKD2 Not Mutated 981,018 TCGA-A8-A085-01 PRKD3 Not Mutated 269,8585

TCGA-A8-A086-01 PRKD1 Not Mutated 154,6996 TCGA-A8-A086-01 PRKD2 Not Mutated 810,3758 TCGA-A8-A086-01 PRKD3 Not Mutated 483,7878

TCGA-A8-A08B-01 PRKD1 Not Mutated 15,9011 TCGA-A8-A08B-01 PRKD2 Not Mutated 1004,417 TCGA-A8-A08B-01 PRKD3 Not Mutated 181,0954

TCGA-A8-A08G-01 PRKD1 Not Mutated 83,5691 TCGA-A8-A08G-01 PRKD2 Not Mutated 1274,1386 TCGA-A8-A08G-01 PRKD3 Not Mutated 282,3359

TCGA-A8-A08H-01 PRKD1 Not Mutated 227,6423 TCGA-A8-A08H-01 PRKD2 Not Mutated 1100,7907 TCGA-A8-A08H-01 PRKD3 Not Mutated 1577,904

TCGA-A8-A08I-01 PRKD1 Not Mutated 216,6207 TCGA-A8-A08I-01 PRKD2 Not Mutated 1163,178 TCGA-A8-A08I-01 PRKD3 Not Mutated 1472,447

TCGA-A8-A08J-01 PRKD1 Not Mutated 106,7864 TCGA-A8-A08J-01 PRKD2 Not Mutated 1457,0858 TCGA-A8-A08J-01 PRKD3 Not Mutated 469,3945

TCGA-A8-A08L-01 PRKD1 Not Mutated 120,5584 TCGA-A8-A08L-01 PRKD2 Not Mutated 697,335 TCGA-A8-A08L-01 PRKD3 Not Mutated 1529,8223

TCGA-A8-A08O-01 PRKD1 Not Mutated 126,6271 TCGA-A8-A08O-01 PRKD2 Not Mutated 1335,416 TCGA-A8-A08O-01 PRKD3 Not Mutated 942,2056

TCGA-A8-A08R-01 PRKD1 Not Mutated 61,1995 TCGA-A8-A08R-01 PRKD2 Not Mutated 692,1665 TCGA-A8-A08R-01 PRKD3 Not Mutated 2284,5777

TCGA-A8-A08S-01 PRKD1 Not Mutated 41,9355 TCGA-A8-A08S-01 PRKD2 Not Mutated 1434,5161 TCGA-A8-A08S-01 PRKD3 Not Mutated 624,1935

TCGA-A8-A08T-01 PRKD1 Not Mutated 93,5108 TCGA-A8-A08T-01 PRKD2 Not Mutated 928,7854 TCGA-A8-A08T-01 PRKD3 Not Mutated 318,4692

TCGA-A8-A08X-01 PRKD1 Not Mutated 191,5786 TCGA-A8-A08X-01 PRKD2 Not Mutated 1325,436 TCGA-A8-A08X-01 PRKD3 Not Mutated 508,6743

TCGA-A8-A08Z-01 PRKD1 Not Mutated 351,5013 TCGA-A8-A08Z-01 PRKD2 Not Mutated 784,9217 TCGA-A8-A08Z-01 PRKD3 Not Mutated 692,5587

TCGA-A8-A090-01 PRKD1 Not Mutated 62,5059 TCGA-A8-A090-01 PRKD2 Not Mutated 992,9398 TCGA-A8-A090-01 PRKD3 Not Mutated 459,3806

TCGA-A8-A091-01 PRKD1 Not Mutated 164,2595 TCGA-A8-A091-01 PRKD2 Not Mutated 837,9437 TCGA-A8-A091-01 PRKD3 Not Mutated 385,5569

TCGA-A8-A092-01 PRKD1 Not Mutated 82,6854 TCGA-A8-A092-01 PRKD2 Not Mutated 1103,7466 TCGA-A8-A092-01 PRKD3 Not Mutated 569,6757

TCGA-A8-A093-01 PRKD1 Not Mutated 78,2068 TCGA-A8-A093-01 PRKD2 Not Mutated 1309,8822 TCGA-A8-A093-01 PRKD3 Not Mutated 626,6361

TCGA-A8-A094-01 PRKD1 Not Mutated 93,0668 TCGA-A8-A094-01 PRKD2 Not Mutated 1006,8707 TCGA-A8-A094-01 PRKD3 Not Mutated 428,4822

TCGA-A8-A095-01 PRKD1 Not Mutated 63,3794 TCGA-A8-A095-01 PRKD2 Not Mutated 799,2655 TCGA-A8-A095-01 PRKD3 Not Mutated 704,0251

TCGA-A8-A096-01 PRKD1 Not Mutated 151,0972 TCGA-A8-A096-01 PRKD2 Not Mutated 1232,6019 TCGA-A8-A096-01 PRKD3 Not Mutated 645,977

TCGA-A8-A097-01 PRKD1 Not Mutated 155,9522 TCGA-A8-A097-01 PRKD2 Not Mutated 1142,7438 TCGA-A8-A097-01 PRKD3 Not Mutated 981,9011

TCGA-A8-A099-01 PRKD1 Not Mutated 31,408 TCGA-A8-A099-01 PRKD2 Not Mutated 1072,9305 TCGA-A8-A099-01 PRKD3 Not Mutated 1451,6902

TCGA-A8-A09A-01 PRKD1 Not Mutated 130,4939 TCGA-A8-A09A-01 PRKD2 Not Mutated 1160,3987 TCGA-A8-A09A-01 PRKD3 Not Mutated 917,082

TCGA-A8-A09B-01 PRKD1 Not Mutated 77,6715 TCGA-A8-A09B-01 PRKD2 Not Mutated 1431,8716 TCGA-A8-A09B-01 PRKD3 Not Mutated 448,2653

TCGA-A8-A09C-01 PRKD1 Not Mutated 68,8855 TCGA-A8-A09C-01 PRKD2 Not Mutated 865,1736 TCGA-A8-A09C-01 PRKD3 Not Mutated 590,3453

TCGA-A8-A09D-01 PRKD1 Not Mutated 135,5253 TCGA-A8-A09D-01 PRKD2 Not Mutated 963,9134 TCGA-A8-A09D-01 PRKD3 Not Mutated 990,7779

TCGA-A8-A09G-01 PRKD1 Not Mutated 37,3431 TCGA-A8-A09G-01 PRKD2 Not Mutated 680,1347 TCGA-A8-A09G-01 PRKD3 Not Mutated 719,6204

TCGA-A8-A09I-01 PRKD1 Not Mutated 60,873 TCGA-A8-A09I-01 PRKD2 Not Mutated 1038,2459 TCGA-A8-A09I-01 PRKD3 Not Mutated 440,5286

TCGA-A8-A09K-01 PRKD1 Not Mutated 12,2324 TCGA-A8-A09K-01 PRKD2 Not Mutated 825,4772 TCGA-A8-A09K-01 PRKD3 Not Mutated 212,591

TCGA-A8-A09M-01 PRKD1 Not Mutated 47,3015 TCGA-A8-A09M-01 PRKD2 Not Mutated 972,7038 TCGA-A8-A09M-01 PRKD3 Not Mutated 275,6291

TCGA-A8-A09N-01 PRKD1 Not Mutated 50,1855 TCGA-A8-A09N-01 PRKD2 Not Mutated 1066,5503 TCGA-A8-A09N-01 PRKD3 Not Mutated 328,1693

TCGA-A8-A09Q-01 PRKD1 Not Mutated 65,4236 TCGA-A8-A09Q-01 PRKD2 Not Mutated 793,5885 TCGA-A8-A09Q-01 PRKD3 Not Mutated 537,455

TCGA-A8-A09R-01 PRKD1 Not Mutated 108,2404 TCGA-A8-A09R-01 PRKD2 Not Mutated 1279,8849 TCGA-A8-A09R-01 PRKD3 Not Mutated 1060,5254

TCGA-A8-A09T-01 PRKD1 Not Mutated 73,1132 TCGA-A8-A09T-01 PRKD2 Not Mutated 819,1824 TCGA-A8-A09T-01 PRKD3 Not Mutated 263,3648

TCGA-A8-A09X-01 PRKD1 Not Mutated 84,0319 TCGA-A8-A09X-01 PRKD2 Not Mutated 779,0541 TCGA-A8-A09X-01 PRKD3 Not Mutated 678,4642

TCGA-A8-A09Z-01 PRKD1 Not Mutated 11,0635 TCGA-A8-A09Z-01 PRKD2 Not Mutated 2412,9193 TCGA-A8-A09Z-01 PRKD3 Not Mutated 182,7266

TCGA-A8-A0A1-01 PRKD1 Not Mutated 87,3494 TCGA-A8-A0A1-01 PRKD2 Not Mutated 1106,9277 TCGA-A8-A0A1-01 PRKD3 Not Mutated 1140,5622

TCGA-A8-A0A2-01 PRKD1 Not Mutated 107,0796 TCGA-A8-A0A2-01 PRKD2 Not Mutated 905,3097 TCGA-A8-A0A2-01 PRKD3 Not Mutated 473,1563

TCGA-A8-A0A4-01 PRKD1 Not Mutated 181,4973 TCGA-A8-A0A4-01 PRKD2 Not Mutated 1202,1475 TCGA-A8-A0A4-01 PRKD3 Not Mutated 759,9383

TCGA-A8-A0A7-01 PRKD1 Not Mutated 174,7154 TCGA-A8-A0A7-01 PRKD2 Not Mutated 1872,0063 TCGA-A8-A0A7-01 PRKD3 Not Mutated 1225,3632

TCGA-A8-A0A9-01 PRKD1 Not Mutated 80,8436 TCGA-A8-A0A9-01 PRKD2 Not Mutated 1778,8518 TCGA-A8-A0A9-01 PRKD3 Not Mutated 802,2847

TCGA-A8-A0AD-01 PRKD1 Not Mutated 140,305 TCGA-A8-A0AD-01 PRKD2 Not Mutated 598,6928 TCGA-A8-A0AD-01 PRKD3 Not Mutated 537,6906

TCGA-AC-A23C-01 PRKD1 Not Mutated 101,9702 TCGA-AC-A23C-01 PRKD2 Not Mutated 637,0883 TCGA-AC-A23C-01 PRKD3 Not Mutated 539,0284

TCGA-AC-A23E-01 PRKD1 Not Mutated 354,3259 TCGA-AC-A23E-01 PRKD2 Not Mutated 754,2036 TCGA-AC-A23E-01 PRKD3 Not Mutated 1145,827

TCGA-AC-A23G-01 PRKD1 Not Mutated 312,5 TCGA-AC-A23G-01 PRKD2 Not Mutated 1452,7616 TCGA-AC-A23G-01 PRKD3 Not Mutated 867,0058

TCGA-AC-A2B8-01 PRKD1 Not Mutated 176,6188 TCGA-AC-A2B8-01 PRKD2 Not Mutated 1101,5369 TCGA-AC-A2B8-01 PRKD3 Not Mutated 721,5923

TCGA-AC-A2BK-01 PRKD1 Not Mutated 7,6751 TCGA-AC-A2BK-01 PRKD2 Not Mutated 864,087 TCGA-AC-A2BK-01 PRKD3 Not Mutated 4225,1359

TCGA-AC-A2BM-01 PRKD1 Not Mutated 54,856 TCGA-AC-A2BM-01 PRKD2 Not Mutated 1061,9286 TCGA-AC-A2BM-01 PRKD3 Not Mutated 557,1848

TCGA-AC-A2FB-01 PRKD1 Not Mutated 199,692 TCGA-AC-A2FB-01 PRKD2 Not Mutated 1459,7617 TCGA-AC-A2FB-01 PRKD3 Not Mutated 1024,7184

TCGA-AC-A2FE-01 PRKD1 Not Mutated 92,5195 TCGA-AC-A2FE-01 PRKD2 Not Mutated 1563,2397 TCGA-AC-A2FE-01 PRKD3 Not Mutated 757,1749

TCGA-AC-A2FF-01 PRKD1 Not Mutated 284,7021 TCGA-AC-A2FF-01 PRKD2 Not Mutated 1130,1127 TCGA-AC-A2FF-01 PRKD3 Not Mutated 1493,3977

TCGA-AC-A2FG-01 PRKD1 Not Mutated 149,0023 TCGA-AC-A2FG-01 PRKD2 Not Mutated 1247,9917 TCGA-AC-A2FG-01 PRKD3 Not Mutated 649,391

TCGA-AC-A2FK-01 PRKD1 Not Mutated 305,9137 TCGA-AC-A2FK-01 PRKD2 Not Mutated 1075,1445 TCGA-AC-A2FK-01 PRKD3 Not Mutated 1368,6083

TCGA-AC-A2FM-01 PRKD1 Not Mutated 35,416 TCGA-AC-A2FM-01 PRKD2 Not Mutated 939,1914 TCGA-AC-A2FM-01 PRKD3 Not Mutated 307,3839

TCGA-AC-A2FO-01 PRKD1 Not Mutated 138,8673 TCGA-AC-A2FO-01 PRKD2 Not Mutated 1320,4034 TCGA-AC-A2FO-01 PRKD3 Not Mutated 1036,0745

TCGA-AC-A2QH-01 PRKD1 Not Mutated 191,2613 TCGA-AC-A2QH-01 PRKD2 Not Mutated 1468,2605 TCGA-AC-A2QH-01 PRKD3 Not Mutated 1619,9505

TCGA-AC-A2QI-01 PRKD1 Not Mutated 103,2566 TCGA-AC-A2QI-01 PRKD2 Not Mutated 1350,5957 TCGA-AC-A2QI-01 PRKD3 Not Mutated 539,4758

TCGA-AC-A2QJ-01 PRKD1 Not Mutated 62,2431 TCGA-AC-A2QJ-01 PRKD2 Not Mutated 1680,5637 TCGA-AC-A2QJ-01 PRKD3 Not Mutated 454,4921

TCGA-AC-A3BB-01 PRKD1 Not Mutated 163,6051 TCGA-AC-A3BB-01 PRKD2 Not Mutated 1706,9948 TCGA-AC-A3BB-01 PRKD3 Not Mutated 620,0344

TCGA-AC-A3EH-01 PRKD1 Not Mutated 84,6579 TCGA-AC-A3EH-01 PRKD2 Not Mutated 1784,0359 TCGA-AC-A3EH-01 PRKD3 Not Mutated 410,85

TCGA-AC-A3HN-01 PRKD1 Not Mutated 138,7857 TCGA-AC-A3HN-01 PRKD2 Not Mutated 1781,8287 TCGA-AC-A3HN-01 PRKD3 Not Mutated 1063,4088

TCGA-AC-A3OD-01 PRKD1 Not Mutated 83,6167 TCGA-AC-A3OD-01 PRKD2 Not Mutated 1341,0682 TCGA-AC-A3OD-01 PRKD3 Not Mutated 773,1546

TCGA-AC-A3QP-01 PRKD1 Not Mutated 95,9113 TCGA-AC-A3QP-01 PRKD2 Not Mutated 1491,4024 TCGA-AC-A3QP-01 PRKD3 Not Mutated 450,5159

TCGA-AC-A3TM-01 PRKD1 Not Mutated 67,1915 TCGA-AC-A3TM-01 PRKD2 Not Mutated 1970,3449 TCGA-AC-A3TM-01 PRKD3 Not Mutated 272,8519

TCGA-AC-A3TN-01 PRKD1 Not Mutated 47,619 TCGA-AC-A3TN-01 PRKD2 Not Mutated 1826,0217 TCGA-AC-A3TN-01 PRKD3 Not Mutated 216,7229

TCGA-AC-A3W5-01 PRKD1 Not Mutated 158,7824 TCGA-AC-A3W5-01 PRKD2 Not Mutated 1815,7137 TCGA-AC-A3W5-01 PRKD3 Not Mutated 953,1057

TCGA-AC-A3W6-01 PRKD1 Not Mutated 181,666 TCGA-AC-A3W6-01 PRKD2 Not Mutated 1892,005 TCGA-AC-A3W6-01 PRKD3 Not Mutated 587,275

TCGA-AC-A3W7-01 PRKD1 Not Mutated 97,3929 TCGA-AC-A3W7-01 PRKD2 Not Mutated 1735,0914 TCGA-AC-A3W7-01 PRKD3 Not Mutated 482,769

TCGA-AC-A3YI-01 PRKD1 Not Mutated 254,6234 TCGA-AC-A3YI-01 PRKD2 Not Mutated 1149,784 TCGA-AC-A3YI-01 PRKD3 Not Mutated 889,1928

TCGA-AC-A5XS-01 PRKD1 Not Mutated 47,8482 TCGA-AC-A5XS-01 PRKD2 Not Mutated 1611,045 TCGA-AC-A5XS-01 PRKD3 Not Mutated 380,4631

TCGA-AC-A62Y-01 PRKD1 Not Mutated 42,4392 TCGA-AC-A62Y-01 PRKD2 Not Mutated 1227,0293 TCGA-AC-A62Y-01 PRKD3 Not Mutated 454,8826

TCGA-AN-A04D-01 PRKD1 Not Mutated 8,926 TCGA-AN-A04D-01 PRKD2 Not Mutated 767,0602 TCGA-AN-A04D-01 PRKD3 Not Mutated 729,6286

TCGA-AN-A0AJ-01 PRKD1 Not Mutated 59,514 TCGA-AN-A0AJ-01 PRKD2 Not Mutated 1092,486 TCGA-AN-A0AJ-01 PRKD3 Not Mutated 1205,8318

TCGA-AN-A0AK-01 PRKD1 Not Mutated 15,5332 TCGA-AN-A0AK-01 PRKD2 Not Mutated 1504,618 TCGA-AN-A0AK-01 PRKD3 Not Mutated 786,314

TCGA-AN-A0AL-01 PRKD1 Not Mutated 121,9807 TCGA-AN-A0AL-01 PRKD2 Not Mutated 1590,5797 TCGA-AN-A0AL-01 PRKD3 Not Mutated 1421,095

TCGA-AN-A0AM-01 PRKD1 Not Mutated 97,2812 TCGA-AN-A0AM-01 PRKD2 Not Mutated 1436,5537 TCGA-AN-A0AM-01 PRKD3 Not Mutated 957,1213

TCGA-AN-A0AS-01 PRKD1 Not Mutated 152,7371 TCGA-AN-A0AS-01 PRKD2 Not Mutated 885,7851 TCGA-AN-A0AS-01 PRKD3 Not Mutated 540,6623

TCGA-AN-A0AT-01 PRKD1 Not Mutated 93,6869 TCGA-AN-A0AT-01 PRKD2 Not Mutated 681,7527 TCGA-AN-A0AT-01 PRKD3 Not Mutated 1563,2747

TCGA-AN-A0FF-01 PRKD1 Not Mutated 48,5875 TCGA-AN-A0FF-01 PRKD2 Not Mutated 1322,5361 TCGA-AN-A0FF-01 PRKD3 Not Mutated 330,9101

TCGA-AN-A0FJ-01 PRKD1 Not Mutated 237,0948 TCGA-AN-A0FJ-01 PRKD2 Not Mutated 948,9796 TCGA-AN-A0FJ-01 PRKD3 Not Mutated 2210,6843

TCGA-AN-A0FK-01 PRKD1 Not Mutated 50,2466 TCGA-AN-A0FK-01 PRKD2 Not Mutated 1616,8233 TCGA-AN-A0FK-01 PRKD3 Not Mutated 540,8021

TCGA-AN-A0FL-01 PRKD1 Not Mutated 28,5583 TCGA-AN-A0FL-01 PRKD2 Not Mutated 2291,1101 TCGA-AN-A0FL-01 PRKD3 Not Mutated 633,8093

TCGA-AN-A0FN-01 PRKD1 Not Mutated 389,4094 TCGA-AN-A0FN-01 PRKD2 Not Mutated 1170,2511 TCGA-AN-A0FN-01 PRKD3 Not Mutated 1483,1273

TCGA-AN-A0FS-01 PRKD1 Not Mutated 170,4282 TCGA-AN-A0FS-01 PRKD2 Not Mutated 1194,2634 TCGA-AN-A0FS-01 PRKD3 Not Mutated 553,0686

TCGA-AN-A0FT-01 PRKD1 Not Mutated 58,9529 TCGA-AN-A0FT-01 PRKD2 Not Mutated 1465,5193 TCGA-AN-A0FT-01 PRKD3 Not Mutated 231,66

TCGA-AN-A0FV-01 PRKD1 Not Mutated 128,6606 TCGA-AN-A0FV-01 PRKD2 Not Mutated 892,1747 TCGA-AN-A0FV-01 PRKD3 Not Mutated 603,7446

TCGA-AN-A0FW-01 PRKD1 Not Mutated 51,7779 TCGA-AN-A0FW-01 PRKD2 Not Mutated 1149,0954 TCGA-AN-A0FW-01 PRKD3 Not Mutated 531,1915

TCGA-AN-A0FX-01 PRKD1 Not Mutated 147,3684 TCGA-AN-A0FX-01 PRKD2 Not Mutated 1440,5104 TCGA-AN-A0FX-01 PRKD3 Not Mutated 2561,0845

TCGA-AN-A0FY-01 PRKD1 Not Mutated 108,3141 TCGA-AN-A0FY-01 PRKD2 Not Mutated 846,3737 TCGA-AN-A0FY-01 PRKD3 Not Mutated 919,0366

TCGA-AN-A0FZ-01 PRKD1 Not Mutated 103,1576 TCGA-AN-A0FZ-01 PRKD2 Not Mutated 955,3403 TCGA-AN-A0FZ-01 PRKD3 Not Mutated 280,0352

TCGA-AN-A0XU-01 PRKD1 Not Mutated 99,5865 TCGA-AN-A0XU-01 PRKD2 Not Mutated 1052,3777 TCGA-AN-A0XU-01 PRKD3 Not Mutated 3199,5176

TCGA-AO-A128-01 PRKD1 Not Mutated 42,3338 TCGA-AO-A128-01 PRKD2 Not Mutated 2331,3433 TCGA-AO-A128-01 PRKD3 Not Mutated 807,0556

TCGA-AO-A1KO-01 PRKD1 Not Mutated 199,7324 TCGA-AO-A1KO-01 PRKD2 Not Mutated 627,3001 TCGA-AO-A1KO-01 PRKD3 Not Mutated 1686,1827

TCGA-AO-A1KP-01 PRKD1 Not Mutated 221,1573 TCGA-AO-A1KP-01 PRKD2 Not Mutated 676,4032 TCGA-AO-A1KP-01 PRKD3 Not Mutated 303,7183

TCGA-AO-A1KR-01 PRKD1 Not Mutated 24,7492 TCGA-AO-A1KR-01 PRKD2 Not Mutated 2898,3278 TCGA-AO-A1KR-01 PRKD3 Not Mutated 250,8361

TCGA-AO-A1KS-01 PRKD1 Not Mutated 134,5121 TCGA-AO-A1KS-01 PRKD2 Not Mutated 652,0697 TCGA-AO-A1KS-01 PRKD3 Not Mutated 1574,8162

TCGA-AO-A1KT-01 PRKD1 Not Mutated 205,9531 TCGA-AO-A1KT-01 PRKD2 Not Mutated 822,9104 TCGA-AO-A1KT-01 PRKD3 Not Mutated 390,8599

TCGA-AQ-A04H-01 PRKD1 Not Mutated 50,8375 TCGA-AQ-A04H-01 PRKD2 Not Mutated 761,387 TCGA-AQ-A04H-01 PRKD3 Not Mutated 749,9265

TCGA-AQ-A04J-01 PRKD1 Not Mutated 210,7268 TCGA-AQ-A04J-01 PRKD2 Not Mutated 1284,9889 TCGA-AQ-A04J-01 PRKD3 Not Mutated 2223,4211

TCGA-AQ-A04L-01 PRKD1 Not Mutated 101,292 TCGA-AQ-A04L-01 PRKD2 Not Mutated 436,5891 TCGA-AQ-A04L-01 PRKD3 Not Mutated 271,6279

TCGA-AQ-A0Y5-01 PRKD1 Not Mutated 242,5205 TCGA-AQ-A0Y5-01 PRKD2 Not Mutated 395,3755 TCGA-AQ-A0Y5-01 PRKD3 Not Mutated 817,2271

TCGA-AQ-A1H2-01 PRKD1 Not Mutated 39,6387 TCGA-AQ-A1H2-01 PRKD2 Not Mutated 1558,4546 TCGA-AQ-A1H2-01 PRKD3 Not Mutated 523,3317

TCGA-AQ-A1H3-01 PRKD1 Not Mutated 128,723 TCGA-AQ-A1H3-01 PRKD2 Not Mutated 1130,4632 TCGA-AQ-A1H3-01 PRKD3 Not Mutated 569,298

TCGA-AQ-A54N-01 PRKD1 Not Mutated 57,4209 TCGA-AQ-A54N-01 PRKD2 Not Mutated 2422,6143 TCGA-AQ-A54N-01 PRKD3 Not Mutated 409,4656

TCGA-AQ-A54O-01 PRKD1 Not Mutated 37,1603 TCGA-AQ-A54O-01 PRKD2 Not Mutated 1801,9967 TCGA-AQ-A54O-01 PRKD3 Not Mutated 245,147

TCGA-AR-A0TS-01 PRKD1 Not Mutated 63,5232 TCGA-AR-A0TS-01 PRKD2 Not Mutated 1189,9149 TCGA-AR-A0TS-01 PRKD3 Not Mutated 1862,4754

TCGA-AR-A0TX-01 PRKD1 Not Mutated 167,8511 TCGA-AR-A0TX-01 PRKD2 Not Mutated 1129,9492 TCGA-AR-A0TX-01 PRKD3 Not Mutated 1428,7648

TCGA-AR-A0TY-01 PRKD1 Not Mutated 44,8243 TCGA-AR-A0TY-01 PRKD2 Not Mutated 585,2951 TCGA-AR-A0TY-01 PRKD3 Not Mutated 272,4927

TCGA-AR-A0U2-01 PRKD1 Not Mutated 36,9021 TCGA-AR-A0U2-01 PRKD2 Not Mutated 657,4153 TCGA-AR-A0U2-01 PRKD3 Not Mutated 432,2816

TCGA-AR-A0U3-01 PRKD1 Not Mutated 26,2407 TCGA-AR-A0U3-01 PRKD2 Not Mutated 700,5134 TCGA-AR-A0U3-01 PRKD3 Not Mutated 1831,7171

TCGA-AR-A1AH-01 PRKD1 Not Mutated 70,4291 TCGA-AR-A1AH-01 PRKD2 Not Mutated 1341,1722 TCGA-AR-A1AH-01 PRKD3 Not Mutated 2068,9401

TCGA-AR-A1AJ-01 PRKD1 Not Mutated 81,9942 TCGA-AR-A1AJ-01 PRKD2 Not Mutated 1402,0241 TCGA-AR-A1AJ-01 PRKD3 Not Mutated 2259,8695

TCGA-AR-A1AK-01 PRKD1 Not Mutated 102,0166 TCGA-AR-A1AK-01 PRKD2 Not Mutated 1512,4555 TCGA-AR-A1AK-01 PRKD3 Not Mutated 740,6089

TCGA-AR-A1AL-01 PRKD1 Not Mutated 167,9036 TCGA-AR-A1AL-01 PRKD2 Not Mutated 942,3031 TCGA-AR-A1AL-01 PRKD3 Not Mutated 930,4924

TCGA-AR-A1AM-01 PRKD1 Not Mutated 95,0728 TCGA-AR-A1AM-01 PRKD2 Not Mutated 1412,3086 TCGA-AR-A1AM-01 PRKD3 Not Mutated 741,1439

TCGA-AR-A1AN-01 PRKD1 Not Mutated 162,0511 TCGA-AR-A1AN-01 PRKD2 Not Mutated 851,1147 TCGA-AR-A1AN-01 PRKD3 Not Mutated 569,949

TCGA-AR-A1AO-01 PRKD1 Not Mutated 210,924 TCGA-AR-A1AO-01 PRKD2 Not Mutated 1199,8357 TCGA-AR-A1AO-01 PRKD3 Not Mutated 1334,2094

TCGA-AR-A1AP-01 PRKD1 Not Mutated 46,3338 TCGA-AR-A1AP-01 PRKD2 Not Mutated 1686,9096 TCGA-AR-A1AP-01 PRKD3 Not Mutated 335,1327

TCGA-AR-A1AQ-01 PRKD1 Not Mutated 68,6983 TCGA-AR-A1AQ-01 PRKD2 Not Mutated 2752,5826 TCGA-AR-A1AQ-01 PRKD3 Not Mutated 1859,5041

TCGA-AR-A1AR-01 PRKD1 Not Mutated 107,0193 TCGA-AR-A1AR-01 PRKD2 Not Mutated 933,7617 TCGA-AR-A1AR-01 PRKD3 Not Mutated 732,3282

TCGA-AR-A1AS-01 PRKD1 Not Mutated 64,8357 TCGA-AR-A1AS-01 PRKD2 Not Mutated 892,8411 TCGA-AR-A1AS-01 PRKD3 Not Mutated 607,3841

TCGA-AR-A1AU-01 PRKD1 Not Mutated 137,774 TCGA-AR-A1AU-01 PRKD2 Not Mutated 1120,6369 TCGA-AR-A1AU-01 PRKD3 Not Mutated 735,1709

TCGA-AR-A1AV-01 PRKD1 Not Mutated 91,6683 TCGA-AR-A1AV-01 PRKD2 Not Mutated 1210,1951 TCGA-AR-A1AV-01 PRKD3 Not Mutated 1062,7162

TCGA-AR-A1AW-01 PRKD1 Not Mutated 67,7261 TCGA-AR-A1AW-01 PRKD2 Not Mutated 2103,2917 TCGA-AR-A1AW-01 PRKD3 Not Mutated 1453,2728

TCGA-AR-A1AY-01 PRKD1 Not Mutated 67,971 TCGA-AR-A1AY-01 PRKD2 Not Mutated 954,9003 TCGA-AR-A1AY-01 PRKD3 Not Mutated 2672,1778

TCGA-AR-A24H-01 PRKD1 Not Mutated 23,0985 TCGA-AR-A24H-01 PRKD2 Not Mutated 855,343 TCGA-AR-A24H-01 PRKD3 Not Mutated 1481,5679

TCGA-AR-A24K-01 PRKD1 Not Mutated 76,7196 TCGA-AR-A24K-01 PRKD2 Not Mutated 861,846 TCGA-AR-A24K-01 PRKD3 Not Mutated 256,6138

TCGA-AR-A24L-01 PRKD1 Not Mutated 170,5406 TCGA-AR-A24L-01 PRKD2 Not Mutated 554,4529 TCGA-AR-A24L-01 PRKD3 Not Mutated 1355,9676

TCGA-AR-A24M-01 PRKD1 Not Mutated 144,5999 TCGA-AR-A24M-01 PRKD2 Not Mutated 964,5064 TCGA-AR-A24M-01 PRKD3 Not Mutated 1255,482

TCGA-AR-A24N-01 PRKD1 Not Mutated 134,621 TCGA-AR-A24N-01 PRKD2 Not Mutated 1190,518 TCGA-AR-A24N-01 PRKD3 Not Mutated 390,4009

TCGA-AR-A24O-01 PRKD1 Not Mutated 213,5098 TCGA-AR-A24O-01 PRKD2 Not Mutated 921,928 TCGA-AR-A24O-01 PRKD3 Not Mutated 1446,368

TCGA-AR-A24P-01 PRKD1 Not Mutated 164,3281 TCGA-AR-A24P-01 PRKD2 Not Mutated 1065,5287 TCGA-AR-A24P-01 PRKD3 Not Mutated 685,6647

TCGA-AR-A24Q-01 PRKD1 Not Mutated 145,2693 TCGA-AR-A24Q-01 PRKD2 Not Mutated 1210,7715 TCGA-AR-A24Q-01 PRKD3 Not Mutated 2514,9927

TCGA-AR-A24R-01 PRKD1 Not Mutated 37,9989 TCGA-AR-A24R-01 PRKD2 Not Mutated 775,5604 TCGA-AR-A24R-01 PRKD3 Not Mutated 361,3997

TCGA-AR-A24S-01 PRKD1 Not Mutated 135,4212 TCGA-AR-A24S-01 PRKD2 Not Mutated 840,9599 TCGA-AR-A24S-01 PRKD3 Not Mutated 849,4604

TCGA-AR-A24T-01 PRKD1 Not Mutated 279,2495 TCGA-AR-A24T-01 PRKD2 Not Mutated 1160,4799 TCGA-AR-A24T-01 PRKD3 Not Mutated 1182,0597

TCGA-AR-A2LE-01 PRKD1 Not Mutated 64,3713 TCGA-AR-A2LE-01 PRKD2 Not Mutated 972,0559 TCGA-AR-A2LE-01 PRKD3 Not Mutated 449,6008

TCGA-AR-A2LH-01 PRKD1 Not Mutated 127,7603 TCGA-AR-A2LH-01 PRKD2 Not Mutated 1535,7518 TCGA-AR-A2LH-01 PRKD3 Not Mutated 608,8328

TCGA-AR-A2LJ-01 PRKD1 Not Mutated 131,5371 TCGA-AR-A2LJ-01 PRKD2 Not Mutated 1820,3034 TCGA-AR-A2LJ-01 PRKD3 Not Mutated 470,139

TCGA-AR-A2LK-01 PRKD1 Not Mutated 100,1934 TCGA-AR-A2LK-01 PRKD2 Not Mutated 627,2714 TCGA-AR-A2LK-01 PRKD3 Not Mutated 969,4471

TCGA-AR-A2LM-01 PRKD1 Not Mutated 283,9534 TCGA-AR-A2LM-01 PRKD2 Not Mutated 1198,5087 TCGA-AR-A2LM-01 PRKD3 Not Mutated 1115,4227

TCGA-AR-A2LN-01 PRKD1 Not Mutated 213,0441 TCGA-AR-A2LN-01 PRKD2 Not Mutated 1305,5208 TCGA-AR-A2LN-01 PRKD3 Not Mutated 957,864

TCGA-AR-A2LO-01 PRKD1 Not Mutated 138,1613 TCGA-AR-A2LO-01 PRKD2 Not Mutated 1471,4946 TCGA-AR-A2LO-01 PRKD3 Not Mutated 773,4977

TCGA-AR-A2LQ-01 PRKD1 Not Mutated 394,0744 TCGA-AR-A2LQ-01 PRKD2 Not Mutated 1200,944 TCGA-AR-A2LQ-01 PRKD3 Not Mutated 1449,9316

TCGA-B6-A0I5-01 PRKD1 Not Mutated 45,3554 TCGA-B6-A0I5-01 PRKD2 Not Mutated 1375,7808 TCGA-B6-A0I5-01 PRKD3 Not Mutated 243,5754

TCGA-B6-A0I9-01 PRKD1 Not Mutated 51,9439 TCGA-B6-A0I9-01 PRKD2 Not Mutated 1259,0822 TCGA-B6-A0I9-01 PRKD3 Not Mutated 509,5602

TCGA-B6-A0IA-01 PRKD1 Not Mutated 5,7471 TCGA-B6-A0IA-01 PRKD2 Not Mutated 869,7318 TCGA-B6-A0IA-01 PRKD3 Not Mutated 42,9119

TCGA-B6-A0IB-01 PRKD1 Not Mutated 15,8371 TCGA-B6-A0IB-01 PRKD2 Not Mutated 1288,6231 TCGA-B6-A0IB-01 PRKD3 Not Mutated 117,0006

TCGA-B6-A0IC-01 PRKD1 Not Mutated 7,4466 TCGA-B6-A0IC-01 PRKD2 Not Mutated 1129,9544 TCGA-B6-A0IC-01 PRKD3 Not Mutated 754,7442

TCGA-B6-A0IE-01 PRKD1 Not Mutated 63,5935 TCGA-B6-A0IE-01 PRKD2 Not Mutated 1090,5114 TCGA-B6-A0IE-01 PRKD3 Not Mutated 182,0323

TCGA-B6-A0IG-01 PRKD1 Not Mutated 63,9213 TCGA-B6-A0IG-01 PRKD2 Not Mutated 1675,169 TCGA-B6-A0IG-01 PRKD3 Not Mutated 289,7972

TCGA-B6-A0IH-01 PRKD1 Not Mutated 245,9322 TCGA-B6-A0IH-01 PRKD2 Not Mutated 1705,1298 TCGA-B6-A0IH-01 PRKD3 Not Mutated 1259,4709

TCGA-B6-A0IJ-01 PRKD1 Not Mutated 44,5659 TCGA-B6-A0IJ-01 PRKD2 Not Mutated 1662,112 TCGA-B6-A0IJ-01 PRKD3 Not Mutated 1349,0295

TCGA-B6-A0IK-01 PRKD1 Not Mutated 127,1676 TCGA-B6-A0IK-01 PRKD2 Not Mutated 1030,6358 TCGA-B6-A0IK-01 PRKD3 Not Mutated 419,0751

TCGA-B6-A0IM-01 PRKD1 Not Mutated 66,5136 TCGA-B6-A0IM-01 PRKD2 Not Mutated 917,0901 TCGA-B6-A0IM-01 PRKD3 Not Mutated 913,3653

TCGA-B6-A0IN-01 PRKD1 Not Mutated 77,3311 TCGA-B6-A0IN-01 PRKD2 Not Mutated 2485,913 TCGA-B6-A0IN-01 PRKD3 Not Mutated 523,3997

TCGA-B6-A0IO-01 PRKD1 Not Mutated 28,2918 TCGA-B6-A0IO-01 PRKD2 Not Mutated 1662,6367 TCGA-B6-A0IO-01 PRKD3 Not Mutated 797,105

TCGA-B6-A0IP-01 PRKD1 Not Mutated 66,6654 TCGA-B6-A0IP-01 PRKD2 Not Mutated 1404,7353 TCGA-B6-A0IP-01 PRKD3 Not Mutated 568,0565

TCGA-B6-A0IQ-01 PRKD1 Not Mutated 120,5778 TCGA-B6-A0IQ-01 PRKD2 Not Mutated 963,1225 TCGA-B6-A0IQ-01 PRKD3 Not Mutated 1393,5432

TCGA-B6-A0RE-01 PRKD1 Not Mutated 70,6087 TCGA-B6-A0RE-01 PRKD2 Not Mutated 1074,9494 TCGA-B6-A0RE-01 PRKD3 Not Mutated 1512,1057

TCGA-B6-A0RG-01 PRKD1 Not Mutated 50,306 TCGA-B6-A0RG-01 PRKD2 Not Mutated 1258,667 TCGA-B6-A0RG-01 PRKD3 Not Mutated 435,9856

TCGA-B6-A0RH-01 PRKD1 Not Mutated 127,923 TCGA-B6-A0RH-01 PRKD2 Not Mutated 1877,923 TCGA-B6-A0RH-01 PRKD3 Not Mutated 407,4966

TCGA-B6-A0RI-01 PRKD1 Not Mutated 105,1274 TCGA-B6-A0RI-01 PRKD2 Not Mutated 1046,4366 TCGA-B6-A0RI-01 PRKD3 Not Mutated 305,3854

TCGA-B6-A0RN-01 PRKD1 Not Mutated 74,4338 TCGA-B6-A0RN-01 PRKD2 Not Mutated 1266,1976 TCGA-B6-A0RN-01 PRKD3 Not Mutated 349,9624

TCGA-B6-A0RO-01 PRKD1 Not Mutated 41,271 TCGA-B6-A0RO-01 PRKD2 Not Mutated 807,1776 TCGA-B6-A0RO-01 PRKD3 Not Mutated 583,7757

TCGA-B6-A0RP-01 PRKD1 Not Mutated 114,7967 TCGA-B6-A0RP-01 PRKD2 Not Mutated 1295,9331 TCGA-B6-A0RP-01 PRKD3 Not Mutated 459,1866

TCGA-B6-A0RQ-01 PRKD1 Not Mutated 210,2091 TCGA-B6-A0RQ-01 PRKD2 Not Mutated 1112,3434 TCGA-B6-A0RQ-01 PRKD3 Not Mutated 972,4104

TCGA-B6-A0RT-01 PRKD1 Not Mutated 66,1262 TCGA-B6-A0RT-01 PRKD2 Not Mutated 1992,0521 TCGA-B6-A0RT-01 PRKD3 Not Mutated 1405,4999

TCGA-B6-A0RU-01 PRKD1 Not Mutated 774,2249 TCGA-B6-A0RU-01 PRKD2 Not Mutated 756,1289 TCGA-B6-A0RU-01 PRKD3 Not Mutated 1719,8296

TCGA-B6-A0RV-01 PRKD1 Not Mutated 71,371 TCGA-B6-A0RV-01 PRKD2 Not Mutated 1221,7742 TCGA-B6-A0RV-01 PRKD3 Not Mutated 553,629

TCGA-B6-A0WS-01 PRKD1 Not Mutated 100,7194 TCGA-B6-A0WS-01 PRKD2 Not Mutated 1137,7184 TCGA-B6-A0WS-01 PRKD3 Not Mutated 623,5012

TCGA-B6-A0WT-01 PRKD1 Not Mutated 149,161 TCGA-B6-A0WT-01 PRKD2 Not Mutated 835,3014 TCGA-B6-A0WT-01 PRKD3 Not Mutated 1096,9546

TCGA-B6-A0WV-01 PRKD1 Not Mutated 33,7382 TCGA-B6-A0WV-01 PRKD2 Not Mutated 940,1709 TCGA-B6-A0WV-01 PRKD3 Not Mutated 874,0441

TCGA-B6-A0WW-01 PRKD1 Not Mutated 69,2788 TCGA-B6-A0WW-01 PRKD2 Not Mutated 1514,4804 TCGA-B6-A0WW-01 PRKD3 Not Mutated 581,4878

TCGA-B6-A0WX-01 PRKD1 Not Mutated 131,972 TCGA-B6-A0WX-01 PRKD2 Not Mutated 967,0364 TCGA-B6-A0WX-01 PRKD3 Not Mutated 1053,5008

TCGA-B6-A0WY-01 PRKD1 Not Mutated 213,5083 TCGA-B6-A0WY-01 PRKD2 Not Mutated 1143,4059 TCGA-B6-A0WY-01 PRKD3 Not Mutated 792,2535

TCGA-B6-A0WZ-01 PRKD1 Not Mutated 63,7046 TCGA-B6-A0WZ-01 PRKD2 Not Mutated 1376,1651 TCGA-B6-A0WZ-01 PRKD3 Not Mutated 192,1998

TCGA-B6-A0X0-01 PRKD1 Not Mutated 26,57 TCGA-B6-A0X0-01 PRKD2 Not Mutated 1312,1981 TCGA-B6-A0X0-01 PRKD3 Not Mutated 210,1449

TCGA-B6-A0X4-01 PRKD1 Not Mutated 20,6612 TCGA-B6-A0X4-01 PRKD2 Not Mutated 995,8678 TCGA-B6-A0X4-01 PRKD3 Not Mutated 595,6316

TCGA-B6-A0X5-01 PRKD1 Not Mutated 415,5176 TCGA-B6-A0X5-01 PRKD2 Not Mutated 709,979 TCGA-B6-A0X5-01 PRKD3 Not Mutated 90,6754

TCGA-B6-A0X7-01 PRKD1 Not Mutated 165,8084 TCGA-B6-A0X7-01 PRKD2 Not Mutated 1222,4511 TCGA-B6-A0X7-01 PRKD3 Not Mutated 865,4308

TCGA-B6-A1KC-01 PRKD1 Not Mutated 70,922 TCGA-B6-A1KC-01 PRKD2 Not Mutated 454,8678 TCGA-B6-A1KC-01 PRKD3 Not Mutated 265,3127

TCGA-B6-A1KF-01 PRKD1 Not Mutated 53,5101 TCGA-B6-A1KF-01 PRKD2 Not Mutated 723,097 TCGA-B6-A1KF-01 PRKD3 Not Mutated 1182,4316

TCGA-B6-A1KI-01 PRKD1 Not Mutated 119,1315 TCGA-B6-A1KI-01 PRKD2 Not Mutated 1192,1948 TCGA-B6-A1KI-01 PRKD3 Not Mutated 824,5305

TCGA-B6-A1KN-01 PRKD1 Not Mutated 139,6094 TCGA-B6-A1KN-01 PRKD2 Not Mutated 923,0545 TCGA-B6-A1KN-01 PRKD3 Not Mutated 1115,7097

TCGA-B6-A2IU-01 PRKD1 Not Mutated 31,6319 TCGA-B6-A2IU-01 PRKD2 Not Mutated 1364,486 TCGA-B6-A2IU-01 PRKD3 Not Mutated 166,0676

TCGA-BH-A0AU-01 PRKD1 Not Mutated 146,2094 TCGA-BH-A0AU-01 PRKD2 Not Mutated 1717,0578 TCGA-BH-A0AU-01 PRKD3 Not Mutated 882,6715

TCGA-BH-A0AV-01 PRKD1 Not Mutated 185,0235 TCGA-BH-A0AV-01 PRKD2 Not Mutated 626,9308 TCGA-BH-A0AV-01 PRKD3 Not Mutated 1702,8207

TCGA-BH-A0AW-01 PRKD1 Not Mutated 167,5156 TCGA-BH-A0AW-01 PRKD2 Not Mutated 1439,1624 TCGA-BH-A0AW-01 PRKD3 Not Mutated 920,7697

TCGA-BH-A0AY-01 PRKD1 Not Mutated 115,6019 TCGA-BH-A0AY-01 PRKD2 Not Mutated 1044,7631 TCGA-BH-A0AY-01 PRKD3 Not Mutated 358,5398

TCGA-BH-A0AZ-01 PRKD1 Not Mutated 333,9722 TCGA-BH-A0AZ-01 PRKD2 Not Mutated 1145,1845 TCGA-BH-A0AZ-01 PRKD3 Not Mutated 1181,1212

TCGA-BH-A0B0-01 PRKD1 Not Mutated 157,373 TCGA-BH-A0B0-01 PRKD2 Not Mutated 1724,494 TCGA-BH-A0B0-01 PRKD3 Not Mutated 611,7307

TCGA-BH-A0B3-01 PRKD1 Not Mutated 85,2289 TCGA-BH-A0B3-01 PRKD2 Not Mutated 1864,6703 TCGA-BH-A0B3-01 PRKD3 Not Mutated 1384,3939

TCGA-BH-A0B4-01 PRKD1 Not Mutated 167,8616 TCGA-BH-A0B4-01 PRKD2 Not Mutated 1185,9227 TCGA-BH-A0B4-01 PRKD3 Not Mutated 402,9959

TCGA-BH-A0B5-01 PRKD1 Not Mutated 98,3989 TCGA-BH-A0B5-01 PRKD2 Not Mutated 1406,938 TCGA-BH-A0B5-01 PRKD3 Not Mutated 1493,3289

TCGA-BH-A0B6-01 PRKD1 Not Mutated 97,3914 TCGA-BH-A0B6-01 PRKD2 Not Mutated 2851,3817 TCGA-BH-A0B6-01 PRKD3 Not Mutated 808,9449

TCGA-BH-A0B7-01 PRKD1 Not Mutated 129,7355 TCGA-BH-A0B7-01 PRKD2 Not Mutated 1115,4396 TCGA-BH-A0B7-01 PRKD3 Not Mutated 1025,0179

TCGA-BH-A0B9-01 PRKD1 Not Mutated 69,1894 TCGA-BH-A0B9-01 PRKD2 Not Mutated 1178,0116 TCGA-BH-A0B9-01 PRKD3 Not Mutated 2219,2118

TCGA-BH-A0BA-01 PRKD1 Not Mutated 98,3635 TCGA-BH-A0BA-01 PRKD2 Not Mutated 1198,869 TCGA-BH-A0BA-01 PRKD3 Not Mutated 825,9789

TCGA-BH-A0BC-01 PRKD1 Not Mutated 86,9568 TCGA-BH-A0BC-01 PRKD2 Not Mutated 1500,0045 TCGA-BH-A0BC-01 PRKD3 Not Mutated 539,5548

TCGA-BH-A0BD-01 PRKD1 Not Mutated 185,7423 TCGA-BH-A0BD-01 PRKD2 Not Mutated 1362,9823 TCGA-BH-A0BD-01 PRKD3 Not Mutated 464,3558

TCGA-BH-A0BF-01 PRKD1 Not Mutated 255,8028 TCGA-BH-A0BF-01 PRKD2 Not Mutated 1588,7508 TCGA-BH-A0BF-01 PRKD3 Not Mutated 1205,8172

TCGA-BH-A0BG-01 PRKD1 Not Mutated 105,9099 TCGA-BH-A0BG-01 PRKD2 Not Mutated 1737,6137 TCGA-BH-A0BG-01 PRKD3 Not Mutated 1690,7871

TCGA-BH-A0BJ-01 PRKD1 Not Mutated 112,9741 TCGA-BH-A0BJ-01 PRKD2 Not Mutated 1395,8576 TCGA-BH-A0BJ-01 PRKD3 Not Mutated 1122,2093

TCGA-BH-A0BL-01 PRKD1 Not Mutated 320,6745 TCGA-BH-A0BL-01 PRKD2 Not Mutated 793,0236 TCGA-BH-A0BL-01 PRKD3 Not Mutated 1580,272

TCGA-BH-A0BM-01 PRKD1 Not Mutated 142,6752 TCGA-BH-A0BM-01 PRKD2 Not Mutated 1137,5796 TCGA-BH-A0BM-01 PRKD3 Not Mutated 637,5796

TCGA-BH-A0BO-01 PRKD1 Not Mutated 152,3717 TCGA-BH-A0BO-01 PRKD2 Not Mutated 972,7096 TCGA-BH-A0BO-01 PRKD3 Not Mutated 1241,7154

TCGA-BH-A0BP-01 PRKD1 Not Mutated 127,8837 TCGA-BH-A0BP-01 PRKD2 Not Mutated 899,1976 TCGA-BH-A0BP-01 PRKD3 Not Mutated 819,4584

TCGA-BH-A0BQ-01 PRKD1 Not Mutated 183,8619 TCGA-BH-A0BQ-01 PRKD2 Not Mutated 1443,8294 TCGA-BH-A0BQ-01 PRKD3 Not Mutated 657,5163

TCGA-BH-A0BR-01 PRKD1 Not Mutated 212,0172 TCGA-BH-A0BR-01 PRKD2 Not Mutated 1033,4764 TCGA-BH-A0BR-01 PRKD3 Not Mutated 600,8584

TCGA-BH-A0BS-01 PRKD1 Not Mutated 39,4888 TCGA-BH-A0BS-01 PRKD2 Not Mutated 968,7691 TCGA-BH-A0BS-01 PRKD3 Not Mutated 481,957

TCGA-BH-A0BV-01 PRKD1 Not Mutated 113,584 TCGA-BH-A0BV-01 PRKD2 Not Mutated 1533,7682 TCGA-BH-A0BV-01 PRKD3 Not Mutated 602,0721

TCGA-BH-A0BW-01 PRKD1 Not Mutated 141,857 TCGA-BH-A0BW-01 PRKD2 Not Mutated 1307,2955 TCGA-BH-A0BW-01 PRKD3 Not Mutated 3656,5954

TCGA-BH-A0BZ-01 PRKD1 Not Mutated 151,8605 TCGA-BH-A0BZ-01 PRKD2 Not Mutated 1923,164 TCGA-BH-A0BZ-01 PRKD3 Not Mutated 501,4718

TCGA-BH-A0C0-01 PRKD1 Not Mutated 21,9278 TCGA-BH-A0C0-01 PRKD2 Not Mutated 1256,2814 TCGA-BH-A0C0-01 PRKD3 Not Mutated 389,2188

TCGA-BH-A0C1-01 PRKD1 Not Mutated 125,9583 TCGA-BH-A0C1-01 PRKD2 Not Mutated 1546,4512 TCGA-BH-A0C1-01 PRKD3 Not Mutated 1843,2116

TCGA-BH-A0C3-01 PRKD1 Not Mutated 159,8985 TCGA-BH-A0C3-01 PRKD2 Not Mutated 1173,4349 TCGA-BH-A0C3-01 PRKD3 Not Mutated 1035,956

TCGA-BH-A0C7-01 PRKD1 Not Mutated 108,8896 TCGA-BH-A0C7-01 PRKD2 Not Mutated 768,4793 TCGA-BH-A0C7-01 PRKD3 Not Mutated 593,1618

TCGA-BH-A0DD-01 PRKD1 Not Mutated 63,7255 TCGA-BH-A0DD-01 PRKD2 Not Mutated 1315,8263 TCGA-BH-A0DD-01 PRKD3 Not Mutated 1128,8515

TCGA-BH-A0DE-01 PRKD1 Not Mutated 132,9474 TCGA-BH-A0DE-01 PRKD2 Not Mutated 1286,3559 TCGA-BH-A0DE-01 PRKD3 Not Mutated 861,563

TCGA-BH-A0DG-01 PRKD1 Not Mutated 205,9509 TCGA-BH-A0DG-01 PRKD2 Not Mutated 1297,8242 TCGA-BH-A0DG-01 PRKD3 Not Mutated 659,5432

TCGA-BH-A0DH-01 PRKD1 Not Mutated 32,3673 TCGA-BH-A0DH-01 PRKD2 Not Mutated 1119,6839 TCGA-BH-A0DH-01 PRKD3 Not Mutated 229,2059

TCGA-BH-A0DI-01 PRKD1 Not Mutated 331,9681 TCGA-BH-A0DI-01 PRKD2 Not Mutated 1241,5607 TCGA-BH-A0DI-01 PRKD3 Not Mutated 787,5944

TCGA-BH-A0DL-01 PRKD1 Not Mutated 47,2514 TCGA-BH-A0DL-01 PRKD2 Not Mutated 1085,5466 TCGA-BH-A0DL-01 PRKD3 Not Mutated 951,5133

TCGA-BH-A0DO-01 PRKD1 Not Mutated 126,0044 TCGA-BH-A0DO-01 PRKD2 Not Mutated 1398,8313 TCGA-BH-A0DO-01 PRKD3 Not Mutated 1294,0102

TCGA-BH-A0DP-01 PRKD1 Not Mutated 156,4509 TCGA-BH-A0DP-01 PRKD2 Not Mutated 1257,1796 TCGA-BH-A0DP-01 PRKD3 Not Mutated 760,823

TCGA-BH-A0DQ-01 PRKD1 Not Mutated 199,0192 TCGA-BH-A0DQ-01 PRKD2 Not Mutated 1170,8214 TCGA-BH-A0DQ-01 PRKD3 Not Mutated 667,7564

TCGA-BH-A0DS-01 PRKD1 Not Mutated 85,4537 TCGA-BH-A0DS-01 PRKD2 Not Mutated 1177,1483 TCGA-BH-A0DS-01 PRKD3 Not Mutated 373,0197

TCGA-BH-A0DT-01 PRKD1 Not Mutated 111,0588 TCGA-BH-A0DT-01 PRKD2 Not Mutated 1348,1837 TCGA-BH-A0DT-01 PRKD3 Not Mutated 636,5563

TCGA-BH-A0DV-01 PRKD1 Not Mutated 350,2716 TCGA-BH-A0DV-01 PRKD2 Not Mutated 1561,7886 TCGA-BH-A0DV-01 PRKD3 Not Mutated 1069,5633

TCGA-BH-A0DX-01 PRKD1 Not Mutated 139,933 TCGA-BH-A0DX-01 PRKD2 Not Mutated 1029,0287 TCGA-BH-A0DX-01 PRKD3 Not Mutated 1066,9892

TCGA-BH-A0DZ-01 PRKD1 Not Mutated 110,1695 TCGA-BH-A0DZ-01 PRKD2 Not Mutated 1145,7627 TCGA-BH-A0DZ-01 PRKD3 Not Mutated 960,1695

TCGA-BH-A0E0-01 PRKD1 Not Mutated 17,6722 TCGA-BH-A0E0-01 PRKD2 Not Mutated 1661,7916 TCGA-BH-A0E0-01 PRKD3 Not Mutated 979,2809

TCGA-BH-A0E1-01 PRKD1 Not Mutated 79,1858 TCGA-BH-A0E1-01 PRKD2 Not Mutated 1197,2895 TCGA-BH-A0E1-01 PRKD3 Not Mutated 495,3073

TCGA-BH-A0E2-01 PRKD1 Not Mutated 109,4976 TCGA-BH-A0E2-01 PRKD2 Not Mutated 1066,719 TCGA-BH-A0E2-01 PRKD3 Not Mutated 483,5165

TCGA-BH-A0E6-01 PRKD1 Not Mutated 69,6262 TCGA-BH-A0E6-01 PRKD2 Not Mutated 1203,7383 TCGA-BH-A0E6-01 PRKD3 Not Mutated 880,3738

TCGA-BH-A0E7-01 PRKD1 Not Mutated 53,8058 TCGA-BH-A0E7-01 PRKD2 Not Mutated 858,5914 TCGA-BH-A0E7-01 PRKD3 Not Mutated 235,94

TCGA-BH-A0E9-01 PRKD1 Not Mutated 161,3731 TCGA-BH-A0E9-01 PRKD2 Not Mutated 1499,7788 TCGA-BH-A0E9-01 PRKD3 Not Mutated 1068,035

TCGA-BH-A0EA-01 PRKD1 Not Mutated 171,7909 TCGA-BH-A0EA-01 PRKD2 Not Mutated 1296,3273 TCGA-BH-A0EA-01 PRKD3 Not Mutated 682,3783

TCGA-BH-A0EE-01 PRKD1 Not Mutated 126,1925 TCGA-BH-A0EE-01 PRKD2 Not Mutated 792,636 TCGA-BH-A0EE-01 PRKD3 Not Mutated 630,2929

TCGA-BH-A0EI-01 PRKD1 Not Mutated 419,0807 TCGA-BH-A0EI-01 PRKD2 Not Mutated 816,5315 TCGA-BH-A0EI-01 PRKD3 Not Mutated 1083,8161

TCGA-BH-A0GY-01 PRKD1 Not Mutated 79,3508 TCGA-BH-A0GY-01 PRKD2 Not Mutated 1670,4238 TCGA-BH-A0GY-01 PRKD3 Not Mutated 401,7133

TCGA-BH-A0GZ-01 PRKD1 Not Mutated 130,8405 TCGA-BH-A0GZ-01 PRKD2 Not Mutated 1148,8083 TCGA-BH-A0GZ-01 PRKD3 Not Mutated 484,0619

TCGA-BH-A0H0-01 PRKD1 Not Mutated 18,8387 TCGA-BH-A0H0-01 PRKD2 Not Mutated 1120,9043 TCGA-BH-A0H0-01 PRKD3 Not Mutated 158,2453

TCGA-BH-A0H3-01 PRKD1 Not Mutated 266,2149 TCGA-BH-A0H3-01 PRKD2 Not Mutated 898,677 TCGA-BH-A0H3-01 PRKD3 Not Mutated 987,738

TCGA-BH-A0H5-01 PRKD1 Not Mutated 92,9503 TCGA-BH-A0H5-01 PRKD2 Not Mutated 1789,0104 TCGA-BH-A0H5-01 PRKD3 Not Mutated 1123,3059

TCGA-BH-A0H6-01 PRKD1 Not Mutated 112,3277 TCGA-BH-A0H6-01 PRKD2 Not Mutated 1029,6026 TCGA-BH-A0H6-01 PRKD3 Not Mutated 457,0154

TCGA-BH-A0H7-01 PRKD1 Not Mutated 125,4104 TCGA-BH-A0H7-01 PRKD2 Not Mutated 681,2213 TCGA-BH-A0H7-01 PRKD3 Not Mutated 599,1464

TCGA-BH-A0H9-01 PRKD1 Not Mutated 46,9162 TCGA-BH-A0H9-01 PRKD2 Not Mutated 1211,6118 TCGA-BH-A0H9-01 PRKD3 Not Mutated 699,8338

TCGA-BH-A0HA-01 PRKD1 Not Mutated 111,794 TCGA-BH-A0HA-01 PRKD2 Not Mutated 1361,0112 TCGA-BH-A0HA-01 PRKD3 Not Mutated 559,8979

TCGA-BH-A0HB-01 PRKD1 Not Mutated 43,0416 TCGA-BH-A0HB-01 PRKD2 Not Mutated 1230,5117 TCGA-BH-A0HB-01 PRKD3 Not Mutated 339,5505

TCGA-BH-A0HI-01 PRKD1 Not Mutated 93,1868 TCGA-BH-A0HI-01 PRKD2 Not Mutated 1180,8352 TCGA-BH-A0HI-01 PRKD3 Not Mutated 641,7582

TCGA-BH-A0HK-01 PRKD1 Not Mutated 64,2782 TCGA-BH-A0HK-01 PRKD2 Not Mutated 1156,4805 TCGA-BH-A0HK-01 PRKD3 Not Mutated 451,5279

TCGA-BH-A0HO-01 PRKD1 Not Mutated 48,6425 TCGA-BH-A0HO-01 PRKD2 Not Mutated 1119,0611 TCGA-BH-A0HO-01 PRKD3 Not Mutated 329,1855

TCGA-BH-A0HP-01 PRKD1 Not Mutated 125,2012 TCGA-BH-A0HP-01 PRKD2 Not Mutated 1294,1744 TCGA-BH-A0HP-01 PRKD3 Not Mutated 698,7448

TCGA-BH-A0HQ-01 PRKD1 Not Mutated 144,8592 TCGA-BH-A0HQ-01 PRKD2 Not Mutated 1550,7137 TCGA-BH-A0HQ-01 PRKD3 Not Mutated 541,1977

TCGA-BH-A0HU-01 PRKD1 Not Mutated 40,3261 TCGA-BH-A0HU-01 PRKD2 Not Mutated 1125,7704 TCGA-BH-A0HU-01 PRKD3 Not Mutated 529,2801

TCGA-BH-A0HW-01 PRKD1 Not Mutated 26,4123 TCGA-BH-A0HW-01 PRKD2 Not Mutated 1014,6492 TCGA-BH-A0HW-01 PRKD3 Not Mutated 497,0861

TCGA-BH-A0HX-01 PRKD1 Not Mutated 101,8015 TCGA-BH-A0HX-01 PRKD2 Not Mutated 1028,6913 TCGA-BH-A0HX-01 PRKD3 Not Mutated 621,1038

TCGA-BH-A0HY-01 PRKD1 Not Mutated 110,2941 TCGA-BH-A0HY-01 PRKD2 Not Mutated 1148,5294 TCGA-BH-A0HY-01 PRKD3 Not Mutated 267,2794

TCGA-BH-A0RX-01 PRKD1 Not Mutated 91,2675 TCGA-BH-A0RX-01 PRKD2 Not Mutated 1371,4013 TCGA-BH-A0RX-01 PRKD3 Not Mutated 1033,0904

TCGA-BH-A0W3-01 PRKD1 Not Mutated 14,4928 TCGA-BH-A0W3-01 PRKD2 Not Mutated 1166,4471 TCGA-BH-A0W3-01 PRKD3 Not Mutated 1200,2635

TCGA-BH-A0W4-01 PRKD1 Not Mutated 147,9489 TCGA-BH-A0W4-01 PRKD2 Not Mutated 1066,7051 TCGA-BH-A0W4-01 PRKD3 Not Mutated 840,9389

TCGA-BH-A0W5-01 PRKD1 Not Mutated 121,8428 TCGA-BH-A0W5-01 PRKD2 Not Mutated 1270,8452 TCGA-BH-A0W5-01 PRKD3 Not Mutated 913,6478

TCGA-BH-A0W7-01 PRKD1 Not Mutated 170,5151 TCGA-BH-A0W7-01 PRKD2 Not Mutated 1289,3404 TCGA-BH-A0W7-01 PRKD3 Not Mutated 949,5429

TCGA-BH-A0WA-01 PRKD1 Not Mutated 75,9418 TCGA-BH-A0WA-01 PRKD2 Not Mutated 740,2612 TCGA-BH-A0WA-01 PRKD3 Not Mutated 2610,7548

TCGA-BH-A18F-01 PRKD1 Not Mutated 143,1934 TCGA-BH-A18F-01 PRKD2 Not Mutated 799,9215 TCGA-BH-A18F-01 PRKD3 Not Mutated 877,2067

TCGA-BH-A18G-01 PRKD1 Not Mutated 121,875 TCGA-BH-A18G-01 PRKD2 Not Mutated 1307,5 TCGA-BH-A18G-01 PRKD3 Not Mutated 120,625

TCGA-BH-A18H-01 PRKD1 Not Mutated 43,4783 TCGA-BH-A18H-01 PRKD2 Not Mutated 1532,6087 TCGA-BH-A18H-01 PRKD3 Not Mutated 567,2878

TCGA-BH-A18I-01 PRKD1 Not Mutated 182,4496 TCGA-BH-A18I-01 PRKD2 Not Mutated 902,6312 TCGA-BH-A18I-01 PRKD3 Not Mutated 739,415

TCGA-BH-A18J-01 PRKD1 Not Mutated 170,1888 TCGA-BH-A18J-01 PRKD2 Not Mutated 1606,8341 TCGA-BH-A18J-01 PRKD3 Not Mutated 992,4769

TCGA-BH-A18L-01 PRKD1 Not Mutated 13,0058 TCGA-BH-A18L-01 PRKD2 Not Mutated 1329,7688 TCGA-BH-A18L-01 PRKD3 Not Mutated 353,7572

TCGA-BH-A18M-01 PRKD1 Not Mutated 181,4522 TCGA-BH-A18M-01 PRKD2 Not Mutated 1242,617 TCGA-BH-A18M-01 PRKD3 Not Mutated 679,8948

TCGA-BH-A18N-01 PRKD1 Not Mutated 51,4756 TCGA-BH-A18N-01 PRKD2 Not Mutated 1142,0728 TCGA-BH-A18N-01 PRKD3 Not Mutated 266,987

TCGA-BH-A18Q-01 PRKD1 Not Mutated 188,0758 TCGA-BH-A18Q-01 PRKD2 Not Mutated 1420,3113 TCGA-BH-A18Q-01 PRKD3 Not Mutated 1140,3156

TCGA-BH-A18R-01 PRKD1 Not Mutated 82,9123 TCGA-BH-A18R-01 PRKD2 Not Mutated 875,1857 TCGA-BH-A18R-01 PRKD3 Not Mutated 888,5587

TCGA-BH-A18S-01 PRKD1 Not Mutated 34,9451 TCGA-BH-A18S-01 PRKD2 Not Mutated 999,6914 TCGA-BH-A18S-01 PRKD3 Not Mutated 337,3673

TCGA-BH-A18T-01 PRKD1 Not Mutated 70,0336 TCGA-BH-A18T-01 PRKD2 Not Mutated 832,322 TCGA-BH-A18T-01 PRKD3 Not Mutated 1219,3023

TCGA-BH-A18U-01 PRKD1 Not Mutated 119,592 TCGA-BH-A18U-01 PRKD2 Not Mutated 1055,5751 TCGA-BH-A18U-01 PRKD3 Not Mutated 292,6486

TCGA-BH-A18V-01 PRKD1 Not Mutated 69,9312 TCGA-BH-A18V-01 PRKD2 Not Mutated 1075,8141 TCGA-BH-A18V-01 PRKD3 Not Mutated 1275,0021

TCGA-BH-A1EN-01 PRKD1 Not Mutated 53,9817 TCGA-BH-A1EN-01 PRKD2 Not Mutated 1053,5959 TCGA-BH-A1EN-01 PRKD3 Not Mutated 768,763

TCGA-BH-A1EO-01 PRKD1 Not Mutated 236,3292 TCGA-BH-A1EO-01 PRKD2 Not Mutated 876,6496 TCGA-BH-A1EO-01 PRKD3 Not Mutated 1575,9093

TCGA-BH-A1ES-06 PRKD1 Not Mutated 123,8301 TCGA-BH-A1ES-06 PRKD2 Not Mutated 809,9352 TCGA-BH-A1ES-06 PRKD3 Not Mutated 224,622

TCGA-BH-A1ET-01 PRKD1 Not Mutated 100,3175 TCGA-BH-A1ET-01 PRKD2 Not Mutated 713,2017 TCGA-BH-A1ET-01 PRKD3 Not Mutated 1046,6606

TCGA-BH-A1EU-01 PRKD1 Not Mutated 154,8467 TCGA-BH-A1EU-01 PRKD2 Not Mutated 957,7785 TCGA-BH-A1EU-01 PRKD3 Not Mutated 1705,9977

TCGA-BH-A1EV-01 PRKD1 Not Mutated 116,0376 TCGA-BH-A1EV-01 PRKD2 Not Mutated 1520,1319 TCGA-BH-A1EV-01 PRKD3 Not Mutated 1189,871

TCGA-BH-A1EW-01 PRKD1 Not Mutated 52,4802 TCGA-BH-A1EW-01 PRKD2 Not Mutated 1212,7965 TCGA-BH-A1EW-01 PRKD3 Not Mutated 1080,1582

TCGA-BH-A1EX-01 PRKD1 Not Mutated 332,1726 TCGA-BH-A1EX-01 PRKD2 Not Mutated 842,8259 TCGA-BH-A1EX-01 PRKD3 Not Mutated 1004,5446

TCGA-BH-A1EY-01 PRKD1 Not Mutated 177,4867 TCGA-BH-A1EY-01 PRKD2 Not Mutated 784,0623 TCGA-BH-A1EY-01 PRKD3 Not Mutated 778,2111

TCGA-BH-A1F0-01 PRKD1 Not Mutated 76,1372 TCGA-BH-A1F0-01 PRKD2 Not Mutated 1180,7721 TCGA-BH-A1F0-01 PRKD3 Not Mutated 1550,4893

TCGA-BH-A1F2-01 PRKD1 Not Mutated 151,9423 TCGA-BH-A1F2-01 PRKD2 Not Mutated 430,1466 TCGA-BH-A1F2-01 PRKD3 Not Mutated 1881,7005

TCGA-BH-A1F5-01 PRKD1 Not Mutated 71,1127 TCGA-BH-A1F5-01 PRKD2 Not Mutated 600,2211 TCGA-BH-A1F5-01 PRKD3 Not Mutated 327,9293

TCGA-BH-A1F6-01 PRKD1 Not Mutated 61,2918 TCGA-BH-A1F6-01 PRKD2 Not Mutated 1020,2735 TCGA-BH-A1F6-01 PRKD3 Not Mutated 544,083

TCGA-BH-A1F8-01 PRKD1 Not Mutated 91,7245 TCGA-BH-A1F8-01 PRKD2 Not Mutated 703,9931 TCGA-BH-A1F8-01 PRKD3 Not Mutated 341,7245

TCGA-BH-A1FC-01 PRKD1 Not Mutated 62,3759 TCGA-BH-A1FC-01 PRKD2 Not Mutated 944,7591 TCGA-BH-A1FC-01 PRKD3 Not Mutated 2252,2986



TCGA-BH-A1FE-01 PRKD1 Not Mutated 216,8204 TCGA-BH-A1FE-01 PRKD2 Not Mutated 718,0661 TCGA-BH-A1FE-01 PRKD3 Not Mutated 1383,3412

TCGA-BH-A1FG-01 PRKD1 Not Mutated 42,2433 TCGA-BH-A1FG-01 PRKD2 Not Mutated 853,6052 TCGA-BH-A1FG-01 PRKD3 Not Mutated 196,2855

TCGA-BH-A1FH-01 PRKD1 Not Mutated 438,7336 TCGA-BH-A1FH-01 PRKD2 Not Mutated 936,605 TCGA-BH-A1FH-01 PRKD3 Not Mutated 1718,0896

TCGA-BH-A1FJ-01 PRKD1 Not Mutated 65,7168 TCGA-BH-A1FJ-01 PRKD2 Not Mutated 1027,2002 TCGA-BH-A1FJ-01 PRKD3 Not Mutated 192,5148

TCGA-BH-A1FL-01 PRKD1 Not Mutated 50,9199 TCGA-BH-A1FL-01 PRKD2 Not Mutated 1205,826 TCGA-BH-A1FL-01 PRKD3 Not Mutated 1064,9838

TCGA-BH-A1FM-01 PRKD1 Not Mutated 108,7449 TCGA-BH-A1FM-01 PRKD2 Not Mutated 365,0204 TCGA-BH-A1FM-01 PRKD3 Not Mutated 727,1409

TCGA-BH-A1FN-01 PRKD1 Not Mutated 129,3378 TCGA-BH-A1FN-01 PRKD2 Not Mutated 997,2625 TCGA-BH-A1FN-01 PRKD3 Not Mutated 1516,5586

TCGA-BH-A1FR-01 PRKD1 Not Mutated 57,2687 TCGA-BH-A1FR-01 PRKD2 Not Mutated 941,2628 TCGA-BH-A1FR-01 PRKD3 Not Mutated 558,4924

TCGA-BH-A1FU-01 PRKD1 Not Mutated 273,7116 TCGA-BH-A1FU-01 PRKD2 Not Mutated 873,5383 TCGA-BH-A1FU-01 PRKD3 Not Mutated 935,0368

TCGA-BH-A201-01 PRKD1 Not Mutated 221,5573 TCGA-BH-A201-01 PRKD2 Not Mutated 831,9141 TCGA-BH-A201-01 PRKD3 Not Mutated 715,6118

TCGA-BH-A202-01 PRKD1 Not Mutated 145,0188 TCGA-BH-A202-01 PRKD2 Not Mutated 669,2775 TCGA-BH-A202-01 PRKD3 Not Mutated 1451,4924

TCGA-BH-A203-01 PRKD1 Not Mutated 74,9238 TCGA-BH-A203-01 PRKD2 Not Mutated 1091,952 TCGA-BH-A203-01 PRKD3 Not Mutated 794,4076

TCGA-BH-A204-01 PRKD1 Not Mutated 67,6427 TCGA-BH-A204-01 PRKD2 Not Mutated 295,7667 TCGA-BH-A204-01 PRKD3 Not Mutated 887,073

TCGA-BH-A208-01 PRKD1 Not Mutated 832,3347 TCGA-BH-A208-01 PRKD2 Not Mutated 898,5728 TCGA-BH-A208-01 PRKD3 Not Mutated 1310,8182

TCGA-BH-A209-01 PRKD1 Not Mutated 51,7905 TCGA-BH-A209-01 PRKD2 Not Mutated 880,7339 TCGA-BH-A209-01 PRKD3 Not Mutated 535,6614

TCGA-BH-A28O-01 PRKD1 Not Mutated 240,5057 TCGA-BH-A28O-01 PRKD2 Not Mutated 1572,4808 TCGA-BH-A28O-01 PRKD3 Not Mutated 1072,7144

TCGA-BH-A28Q-01 PRKD1 Not Mutated 108,3186 TCGA-BH-A28Q-01 PRKD2 Not Mutated 1137,2194 TCGA-BH-A28Q-01 PRKD3 Not Mutated 966,283

TCGA-BH-A42T-01 PRKD1 Not Mutated 47,805 TCGA-BH-A42T-01 PRKD2 Not Mutated 1694,5263 TCGA-BH-A42T-01 PRKD3 Not Mutated 180,384

TCGA-BH-A42U-01 PRKD1 Not Mutated 458,7578 TCGA-BH-A42U-01 PRKD2 Not Mutated 2094,5012 TCGA-BH-A42U-01 PRKD3 Not Mutated 525,4272

TCGA-BH-A42V-01 PRKD1 Not Mutated 145,5392 TCGA-BH-A42V-01 PRKD2 Not Mutated 1411,1483 TCGA-BH-A42V-01 PRKD3 Not Mutated 573,7156

TCGA-C8-A12K-01 PRKD1 Not Mutated 132,0173 TCGA-C8-A12K-01 PRKD2 Not Mutated 1135,4102 TCGA-C8-A12K-01 PRKD3 Not Mutated 1193,3991

TCGA-C8-A12L-01 PRKD1 Not Mutated 98,5358 TCGA-C8-A12L-01 PRKD2 Not Mutated 1445,5877 TCGA-C8-A12L-01 PRKD3 Not Mutated 974,6735

TCGA-C8-A12M-01 PRKD1 Not Mutated 45,0601 TCGA-C8-A12M-01 PRKD2 Not Mutated 738,6636 TCGA-C8-A12M-01 PRKD3 Not Mutated 426,998

TCGA-C8-A12N-01 PRKD1 Not Mutated 152,7764 TCGA-C8-A12N-01 PRKD2 Not Mutated 1127,0785 TCGA-C8-A12N-01 PRKD3 Not Mutated 504,6861

TCGA-C8-A12O-01 PRKD1 Not Mutated 222,2114 TCGA-C8-A12O-01 PRKD2 Not Mutated 762,2738 TCGA-C8-A12O-01 PRKD3 Not Mutated 665,923

TCGA-C8-A12P-01 PRKD1 Not Mutated 135,6515 TCGA-C8-A12P-01 PRKD2 Not Mutated 734,0466 TCGA-C8-A12P-01 PRKD3 Not Mutated 515,0936

TCGA-C8-A12Q-01 PRKD1 Not Mutated 120,606 TCGA-C8-A12Q-01 PRKD2 Not Mutated 821,2553 TCGA-C8-A12Q-01 PRKD3 Not Mutated 486,902

TCGA-C8-A12T-01 PRKD1 Not Mutated 185,3375 TCGA-C8-A12T-01 PRKD2 Not Mutated 859,1302 TCGA-C8-A12T-01 PRKD3 Not Mutated 763,5725

TCGA-C8-A12U-01 PRKD1 Not Mutated 10,3806 TCGA-C8-A12U-01 PRKD2 Not Mutated 1256,4879 TCGA-C8-A12U-01 PRKD3 Not Mutated 283,737

TCGA-C8-A12V-01 PRKD1 Not Mutated 68,532 TCGA-C8-A12V-01 PRKD2 Not Mutated 1860,5028 TCGA-C8-A12V-01 PRKD3 Not Mutated 2238,8483

TCGA-C8-A12W-01 PRKD1 Not Mutated 149,7626 TCGA-C8-A12W-01 PRKD2 Not Mutated 1212,3435 TCGA-C8-A12W-01 PRKD3 Not Mutated 653,4312

TCGA-C8-A12X-01 PRKD1 Not Mutated 35,9712 TCGA-C8-A12X-01 PRKD2 Not Mutated 1604,3165 TCGA-C8-A12X-01 PRKD3 Not Mutated 136,6906

TCGA-C8-A12Y-01 PRKD1 Not Mutated 65,1754 TCGA-C8-A12Y-01 PRKD2 Not Mutated 1644,2972 TCGA-C8-A12Y-01 PRKD3 Not Mutated 151,0632

TCGA-C8-A12Z-01 PRKD1 Not Mutated 64,413 TCGA-C8-A12Z-01 PRKD2 Not Mutated 790,1659 TCGA-C8-A12Z-01 PRKD3 Not Mutated 614,1364

TCGA-C8-A130-01 PRKD1 Not Mutated 107,0209 TCGA-C8-A130-01 PRKD2 Not Mutated 1247,8178 TCGA-C8-A130-01 PRKD3 Not Mutated 824,6679

TCGA-C8-A131-01 PRKD1 Not Mutated 82,7719 TCGA-C8-A131-01 PRKD2 Not Mutated 1068,3349 TCGA-C8-A131-01 PRKD3 Not Mutated 908,0847

TCGA-C8-A132-01 PRKD1 Not Mutated 203,861 TCGA-C8-A132-01 PRKD2 Not Mutated 1405,0193 TCGA-C8-A132-01 PRKD3 Not Mutated 1020,8494

TCGA-C8-A133-01 PRKD1 Not Mutated 5,2907 TCGA-C8-A133-01 PRKD2 Not Mutated 1213,333 TCGA-C8-A133-01 PRKD3 Not Mutated 337,7228

TCGA-C8-A134-01 PRKD1 Not Mutated 87,0394 TCGA-C8-A134-01 PRKD2 Not Mutated 899,8306 TCGA-C8-A134-01 PRKD3 Not Mutated 3727,2342

TCGA-C8-A135-01 PRKD1 Not Mutated 92,6267 TCGA-C8-A135-01 PRKD2 Not Mutated 1642,3963 TCGA-C8-A135-01 PRKD3 Not Mutated 1046,5438

TCGA-C8-A137-01 PRKD1 Not Mutated 69,5698 TCGA-C8-A137-01 PRKD2 Not Mutated 1095,0611 TCGA-C8-A137-01 PRKD3 Not Mutated 326,0754

TCGA-C8-A138-01 PRKD1 Not Mutated 117,632 TCGA-C8-A138-01 PRKD2 Not Mutated 1457,8143 TCGA-C8-A138-01 PRKD3 Not Mutated 455,1175

TCGA-C8-A1HE-01 PRKD1 Not Mutated 57,3381 TCGA-C8-A1HE-01 PRKD2 Not Mutated 1174,6266 TCGA-C8-A1HE-01 PRKD3 Not Mutated 345,1001

TCGA-C8-A1HF-01 PRKD1 Not Mutated 183,8432 TCGA-C8-A1HF-01 PRKD2 Not Mutated 915,3549 TCGA-C8-A1HF-01 PRKD3 Not Mutated 1344,5203

TCGA-C8-A1HG-01 PRKD1 Not Mutated 102,6393 TCGA-C8-A1HG-01 PRKD2 Not Mutated 892,9619 TCGA-C8-A1HG-01 PRKD3 Not Mutated 252,1994

TCGA-C8-A1HI-01 PRKD1 Not Mutated 107,6605 TCGA-C8-A1HI-01 PRKD2 Not Mutated 1019,4099 TCGA-C8-A1HI-01 PRKD3 Not Mutated 451,8634

TCGA-C8-A1HJ-01 PRKD1 Not Mutated 77,7311 TCGA-C8-A1HJ-01 PRKD2 Not Mutated 553,5714 TCGA-C8-A1HJ-01 PRKD3 Not Mutated 2071,0784

TCGA-C8-A1HK-01 PRKD1 Not Mutated 345,5864 TCGA-C8-A1HK-01 PRKD2 Not Mutated 1248,8122 TCGA-C8-A1HK-01 PRKD3 Not Mutated 518,1295

TCGA-C8-A1HL-01 PRKD1 Not Mutated 125,968 TCGA-C8-A1HL-01 PRKD2 Not Mutated 775,9422 TCGA-C8-A1HL-01 PRKD3 Not Mutated 620,031

TCGA-C8-A1HM-01 PRKD1 Not Mutated 26,0417 TCGA-C8-A1HM-01 PRKD2 Not Mutated 1613,1629 TCGA-C8-A1HM-01 PRKD3 Not Mutated 1092,803

TCGA-C8-A1HN-01 PRKD1 Not Mutated 47,2264 TCGA-C8-A1HN-01 PRKD2 Not Mutated 783,3256 TCGA-C8-A1HN-01 PRKD3 Not Mutated 444,034

TCGA-C8-A1HO-01 PRKD1 Not Mutated 66,3171 TCGA-C8-A1HO-01 PRKD2 Not Mutated 1399,1363 TCGA-C8-A1HO-01 PRKD3 Not Mutated 282,5416

TCGA-C8-A26V-01 PRKD1 Not Mutated 95,9907 TCGA-C8-A26V-01 PRKD2 Not Mutated 1107,3447 TCGA-C8-A26V-01 PRKD3 Not Mutated 360,8002

TCGA-C8-A26W-01 PRKD1 Not Mutated 86,0006 TCGA-C8-A26W-01 PRKD2 Not Mutated 1167,2697 TCGA-C8-A26W-01 PRKD3 Not Mutated 442,2488

TCGA-C8-A26X-01 PRKD1 Not Mutated 106,1093 TCGA-C8-A26X-01 PRKD2 Not Mutated 1003,6748 TCGA-C8-A26X-01 PRKD3 Not Mutated 824,5292

TCGA-C8-A26Y-01 PRKD1 Not Mutated 56,9068 TCGA-C8-A26Y-01 PRKD2 Not Mutated 1151,5986 TCGA-C8-A26Y-01 PRKD3 Not Mutated 1651,8281

TCGA-C8-A26Z-01 PRKD1 Not Mutated 101,5274 TCGA-C8-A26Z-01 PRKD2 Not Mutated 1569,3321 TCGA-C8-A26Z-01 PRKD3 Not Mutated 776,5798

TCGA-C8-A273-01 PRKD1 Not Mutated 78,3106 TCGA-C8-A273-01 PRKD2 Not Mutated 1185,5111 TCGA-C8-A273-01 PRKD3 Not Mutated 283,6193

TCGA-C8-A274-01 PRKD1 Not Mutated 44,8071 TCGA-C8-A274-01 PRKD2 Not Mutated 1591,4811 TCGA-C8-A274-01 PRKD3 Not Mutated 928,2257

TCGA-C8-A275-01 PRKD1 Not Mutated 68,5496 TCGA-C8-A275-01 PRKD2 Not Mutated 2542,8067 TCGA-C8-A275-01 PRKD3 Not Mutated 1230,6561

TCGA-C8-A278-01 PRKD1 Not Mutated 138,5491 TCGA-C8-A278-01 PRKD2 Not Mutated 892,7615 TCGA-C8-A278-01 PRKD3 Not Mutated 797,0729

TCGA-C8-A27A-01 PRKD1 Not Mutated 73,8054 TCGA-C8-A27A-01 PRKD2 Not Mutated 415,6009 TCGA-C8-A27A-01 PRKD3 Not Mutated 524,7821

TCGA-C8-A27B-01 PRKD1 Not Mutated 16,4448 TCGA-C8-A27B-01 PRKD2 Not Mutated 630,9058 TCGA-C8-A27B-01 PRKD3 Not Mutated 2549,4649

TCGA-C8-A3M7-01 PRKD1 Not Mutated 186,0236 TCGA-C8-A3M7-01 PRKD2 Not Mutated 1113,5171 TCGA-C8-A3M7-01 PRKD3 Not Mutated 886,811

TCGA-C8-A3M8-01 PRKD1 Not Mutated 68,2667 TCGA-C8-A3M8-01 PRKD2 Not Mutated 1222,1333 TCGA-C8-A3M8-01 PRKD3 Not Mutated 498,6667

TCGA-D8-A13Y-01 PRKD1 Not Mutated 2136,6461 TCGA-D8-A13Y-01 PRKD2 Not Mutated 499,3904 TCGA-D8-A13Y-01 PRKD3 Not Mutated 582,257

TCGA-D8-A13Z-01 PRKD1 Not Mutated 296,6262 TCGA-D8-A13Z-01 PRKD2 Not Mutated 871,525 TCGA-D8-A13Z-01 PRKD3 Not Mutated 2073,4143

TCGA-D8-A140-01 PRKD1 Not Mutated 46,7033 TCGA-D8-A140-01 PRKD2 Not Mutated 1125,5887 TCGA-D8-A140-01 PRKD3 Not Mutated 414,4427

TCGA-D8-A141-01 PRKD1 Not Mutated 219,5371 TCGA-D8-A141-01 PRKD2 Not Mutated 1244,3839 TCGA-D8-A141-01 PRKD3 Not Mutated 1068,4139

TCGA-D8-A142-01 PRKD1 Not Mutated 177,158 TCGA-D8-A142-01 PRKD2 Not Mutated 1034,2629 TCGA-D8-A142-01 PRKD3 Not Mutated 2135,4582

TCGA-D8-A143-01 PRKD1 Not Mutated 227,3533 TCGA-D8-A143-01 PRKD2 Not Mutated 1369,7944 TCGA-D8-A143-01 PRKD3 Not Mutated 3215,4797

TCGA-D8-A145-01 PRKD1 Not Mutated 170,2986 TCGA-D8-A145-01 PRKD2 Not Mutated 1230,0242 TCGA-D8-A145-01 PRKD3 Not Mutated 1100,4843

TCGA-D8-A146-01 PRKD1 Not Mutated 202,9192 TCGA-D8-A146-01 PRKD2 Not Mutated 965,4681 TCGA-D8-A146-01 PRKD3 Not Mutated 1063,3677

TCGA-D8-A147-01 PRKD1 Not Mutated 135,1773 TCGA-D8-A147-01 PRKD2 Not Mutated 633,2872 TCGA-D8-A147-01 PRKD3 Not Mutated 2556,6286

TCGA-D8-A1J9-01 PRKD1 Not Mutated 149,6599 TCGA-D8-A1J9-01 PRKD2 Not Mutated 1067,5039 TCGA-D8-A1J9-01 PRKD3 Not Mutated 784,6677

TCGA-D8-A1JA-01 PRKD1 Not Mutated 245,9372 TCGA-D8-A1JA-01 PRKD2 Not Mutated 751,896 TCGA-D8-A1JA-01 PRKD3 Not Mutated 606,1755

TCGA-D8-A1JB-01 PRKD1 Not Mutated 145,5034 TCGA-D8-A1JB-01 PRKD2 Not Mutated 1261,4783 TCGA-D8-A1JB-01 PRKD3 Not Mutated 1008,6438

TCGA-D8-A1JC-01 PRKD1 Not Mutated 118,0213 TCGA-D8-A1JC-01 PRKD2 Not Mutated 1694,467 TCGA-D8-A1JC-01 PRKD3 Not Mutated 441,1453

TCGA-D8-A1JD-01 PRKD1 Not Mutated 201,5156 TCGA-D8-A1JD-01 PRKD2 Not Mutated 874,2043 TCGA-D8-A1JD-01 PRKD3 Not Mutated 1085,1773

TCGA-D8-A1JE-01 PRKD1 Not Mutated 193,9704 TCGA-D8-A1JE-01 PRKD2 Not Mutated 683,4471 TCGA-D8-A1JE-01 PRKD3 Not Mutated 596,132

TCGA-D8-A1JF-01 PRKD1 Not Mutated 147,5469 TCGA-D8-A1JF-01 PRKD2 Not Mutated 689,3253 TCGA-D8-A1JF-01 PRKD3 Not Mutated 828,176

TCGA-D8-A1JG-01 PRKD1 Not Mutated 123,9248 TCGA-D8-A1JG-01 PRKD2 Not Mutated 1125,4131 TCGA-D8-A1JG-01 PRKD3 Not Mutated 2337,2371

TCGA-D8-A1JH-01 PRKD1 Not Mutated 200,599 TCGA-D8-A1JH-01 PRKD2 Not Mutated 1322,8828 TCGA-D8-A1JH-01 PRKD3 Not Mutated 1025,4253

TCGA-D8-A1JI-01 PRKD1 Not Mutated 15,4318 TCGA-D8-A1JI-01 PRKD2 Not Mutated 685,9416 TCGA-D8-A1JI-01 PRKD3 Not Mutated 194,0543

TCGA-D8-A1JJ-01 PRKD1 Not Mutated 197,3675 TCGA-D8-A1JJ-01 PRKD2 Not Mutated 725,9357 TCGA-D8-A1JJ-01 PRKD3 Not Mutated 466,799

TCGA-D8-A1JK-01 PRKD1 Not Mutated 94,3419 TCGA-D8-A1JK-01 PRKD2 Not Mutated 922,9303 TCGA-D8-A1JK-01 PRKD3 Not Mutated 1395,1161

TCGA-D8-A1JL-01 PRKD1 Not Mutated 145,2056 TCGA-D8-A1JL-01 PRKD2 Not Mutated 1171,6678 TCGA-D8-A1JL-01 PRKD3 Not Mutated 1383,8538

TCGA-D8-A1JN-01 PRKD1 Not Mutated 11,9178 TCGA-D8-A1JN-01 PRKD2 Not Mutated 1273,1345 TCGA-D8-A1JN-01 PRKD3 Not Mutated 157,0044

TCGA-D8-A1JP-01 PRKD1 Not Mutated 198,367 TCGA-D8-A1JP-01 PRKD2 Not Mutated 661,3833 TCGA-D8-A1JP-01 PRKD3 Not Mutated 1049,4717

TCGA-D8-A1JS-01 PRKD1 Not Mutated 22,294 TCGA-D8-A1JS-01 PRKD2 Not Mutated 1333,1179 TCGA-D8-A1JS-01 PRKD3 Not Mutated 128,9176

TCGA-D8-A1JT-01 PRKD1 Not Mutated 22,0369 TCGA-D8-A1JT-01 PRKD2 Not Mutated 661,7034 TCGA-D8-A1JT-01 PRKD3 Not Mutated 166,7659

TCGA-D8-A1JU-01 PRKD1 Not Mutated 266,1668 TCGA-D8-A1JU-01 PRKD2 Not Mutated 1249,9219 TCGA-D8-A1JU-01 PRKD3 Not Mutated 1407,0603

TCGA-D8-A1X5-01 PRKD1 Not Mutated 94,2511 TCGA-D8-A1X5-01 PRKD2 Not Mutated 991,8185 TCGA-D8-A1X5-01 PRKD3 Not Mutated 323,77

TCGA-D8-A1X6-01 PRKD1 Not Mutated 17,6033 TCGA-D8-A1X6-01 PRKD2 Not Mutated 841,8969 TCGA-D8-A1X6-01 PRKD3 Not Mutated 193,126

TCGA-D8-A1X7-01 PRKD1 Not Mutated 184,3457 TCGA-D8-A1X7-01 PRKD2 Not Mutated 891,3237 TCGA-D8-A1X7-01 PRKD3 Not Mutated 337,7388

TCGA-D8-A1X8-01 PRKD1 Not Mutated 90,3955 TCGA-D8-A1X8-01 PRKD2 Not Mutated 940,5586 TCGA-D8-A1X8-01 PRKD3 Not Mutated 1077,1067

TCGA-D8-A1X9-01 PRKD1 Not Mutated 126,2173 TCGA-D8-A1X9-01 PRKD2 Not Mutated 1078,2851 TCGA-D8-A1X9-01 PRKD3 Not Mutated 774,7565

TCGA-D8-A1XA-01 PRKD1 Not Mutated 70,5882 TCGA-D8-A1XA-01 PRKD2 Not Mutated 1032,4544 TCGA-D8-A1XA-01 PRKD3 Not Mutated 249,0872

TCGA-D8-A1XB-01 PRKD1 Not Mutated 221,3077 TCGA-D8-A1XB-01 PRKD2 Not Mutated 1203,0178 TCGA-D8-A1XB-01 PRKD3 Not Mutated 801,5546

TCGA-D8-A1XC-01 PRKD1 Not Mutated 17,2719 TCGA-D8-A1XC-01 PRKD2 Not Mutated 924,2693 TCGA-D8-A1XC-01 PRKD3 Not Mutated 181,1337

TCGA-D8-A1XF-01 PRKD1 Not Mutated 17,8213 TCGA-D8-A1XF-01 PRKD2 Not Mutated 992,7492 TCGA-D8-A1XF-01 PRKD3 Not Mutated 229,5798

TCGA-D8-A1XG-01 PRKD1 Not Mutated 76,5815 TCGA-D8-A1XG-01 PRKD2 Not Mutated 1096,895 TCGA-D8-A1XG-01 PRKD3 Not Mutated 350,8053

TCGA-D8-A1XJ-01 PRKD1 Not Mutated 163,9624 TCGA-D8-A1XJ-01 PRKD2 Not Mutated 943,0102 TCGA-D8-A1XJ-01 PRKD3 Not Mutated 561,6391

TCGA-D8-A1XK-01 PRKD1 Not Mutated 106,1707 TCGA-D8-A1XK-01 PRKD2 Not Mutated 601,4527 TCGA-D8-A1XK-01 PRKD3 Not Mutated 1706,3336

TCGA-D8-A1XL-01 PRKD1 Not Mutated 39,3463 TCGA-D8-A1XL-01 PRKD2 Not Mutated 1434,1259 TCGA-D8-A1XL-01 PRKD3 Not Mutated 1008,4424

TCGA-D8-A1XM-01 PRKD1 Not Mutated 186,1814 TCGA-D8-A1XM-01 PRKD2 Not Mutated 930,3797 TCGA-D8-A1XM-01 PRKD3 Not Mutated 1143,1962

TCGA-D8-A1XO-01 PRKD1 Not Mutated 134,6623 TCGA-D8-A1XO-01 PRKD2 Not Mutated 1170,9765 TCGA-D8-A1XO-01 PRKD3 Not Mutated 1382,8675

TCGA-D8-A1XQ-01 PRKD1 Not Mutated 76,136 TCGA-D8-A1XQ-01 PRKD2 Not Mutated 788,551 TCGA-D8-A1XQ-01 PRKD3 Not Mutated 1467,1914

TCGA-D8-A1XR-01 PRKD1 Not Mutated 48,503 TCGA-D8-A1XR-01 PRKD2 Not Mutated 923,5577 TCGA-D8-A1XR-01 PRKD3 Not Mutated 1007,813

TCGA-D8-A1XS-01 PRKD1 Not Mutated 151,9808 TCGA-D8-A1XS-01 PRKD2 Not Mutated 649,7179 TCGA-D8-A1XS-01 PRKD3 Not Mutated 1009,5032

TCGA-D8-A1XT-01 PRKD1 Not Mutated 219,0621 TCGA-D8-A1XT-01 PRKD2 Not Mutated 897,1493 TCGA-D8-A1XT-01 PRKD3 Not Mutated 2128,4476

TCGA-D8-A1XU-01 PRKD1 Not Mutated 168,243 TCGA-D8-A1XU-01 PRKD2 Not Mutated 1406,1336 TCGA-D8-A1XU-01 PRKD3 Not Mutated 1020,3497

TCGA-D8-A1XV-01 PRKD1 Not Mutated 35,5487 TCGA-D8-A1XV-01 PRKD2 Not Mutated 628,542 TCGA-D8-A1XV-01 PRKD3 Not Mutated 545,5951

TCGA-D8-A1XW-01 PRKD1 Not Mutated 91,4905 TCGA-D8-A1XW-01 PRKD2 Not Mutated 888,1198 TCGA-D8-A1XW-01 PRKD3 Not Mutated 1997,4419

TCGA-D8-A1XY-01 PRKD1 Not Mutated 152,3463 TCGA-D8-A1XY-01 PRKD2 Not Mutated 767,3496 TCGA-D8-A1XY-01 PRKD3 Not Mutated 583,9392

TCGA-D8-A1XZ-01 PRKD1 Not Mutated 125,8761 TCGA-D8-A1XZ-01 PRKD2 Not Mutated 661,3401 TCGA-D8-A1XZ-01 PRKD3 Not Mutated 626,577

TCGA-D8-A1Y0-01 PRKD1 Not Mutated 92,836 TCGA-D8-A1Y0-01 PRKD2 Not Mutated 1082,3322 TCGA-D8-A1Y0-01 PRKD3 Not Mutated 1312,787

TCGA-D8-A1Y1-01 PRKD1 Not Mutated 211,8997 TCGA-D8-A1Y1-01 PRKD2 Not Mutated 1005,3228 TCGA-D8-A1Y1-01 PRKD3 Not Mutated 444,8827

TCGA-D8-A1Y2-01 PRKD1 Not Mutated 164,4068 TCGA-D8-A1Y2-01 PRKD2 Not Mutated 885,5471 TCGA-D8-A1Y2-01 PRKD3 Not Mutated 677,1442

TCGA-D8-A1Y3-01 PRKD1 Not Mutated 45,7594 TCGA-D8-A1Y3-01 PRKD2 Not Mutated 722,3669 TCGA-D8-A1Y3-01 PRKD3 Not Mutated 113,925

TCGA-D8-A27E-01 PRKD1 Not Mutated 52,1201 TCGA-D8-A27E-01 PRKD2 Not Mutated 917,4286 TCGA-D8-A27E-01 PRKD3 Not Mutated 368,8719

TCGA-D8-A27F-01 PRKD1 Not Mutated 111,8212 TCGA-D8-A27F-01 PRKD2 Not Mutated 392,5925 TCGA-D8-A27F-01 PRKD3 Not Mutated 1859,2637

TCGA-D8-A27G-01 PRKD1 Not Mutated 202,9783 TCGA-D8-A27G-01 PRKD2 Not Mutated 1032,6967 TCGA-D8-A27G-01 PRKD3 Not Mutated 602,1366

TCGA-D8-A27H-01 PRKD1 Not Mutated 231,7898 TCGA-D8-A27H-01 PRKD2 Not Mutated 1250,0214 TCGA-D8-A27H-01 PRKD3 Not Mutated 1451,3396

TCGA-D8-A27I-01 PRKD1 Not Mutated 213,9318 TCGA-D8-A27I-01 PRKD2 Not Mutated 1198,7759 TCGA-D8-A27I-01 PRKD3 Not Mutated 1008,4523

TCGA-D8-A27K-01 PRKD1 Not Mutated 116,5744 TCGA-D8-A27K-01 PRKD2 Not Mutated 1132,2045 TCGA-D8-A27K-01 PRKD3 Not Mutated 920,2214

TCGA-D8-A27L-01 PRKD1 Not Mutated 203,6285 TCGA-D8-A27L-01 PRKD2 Not Mutated 1086,6504 TCGA-D8-A27L-01 PRKD3 Not Mutated 762,7945

TCGA-D8-A27M-01 PRKD1 Not Mutated 178,5714 TCGA-D8-A27M-01 PRKD2 Not Mutated 1463,0542 TCGA-D8-A27M-01 PRKD3 Not Mutated 1770,6281

TCGA-D8-A27N-01 PRKD1 Not Mutated 178,7636 TCGA-D8-A27N-01 PRKD2 Not Mutated 1757,8416 TCGA-D8-A27N-01 PRKD3 Not Mutated 802,1187

TCGA-D8-A27P-01 PRKD1 Not Mutated 98,8968 TCGA-D8-A27P-01 PRKD2 Not Mutated 1092,5926 TCGA-D8-A27P-01 PRKD3 Not Mutated 1040,1891

TCGA-D8-A27R-01 PRKD1 Not Mutated 102,9573 TCGA-D8-A27R-01 PRKD2 Not Mutated 1053,943 TCGA-D8-A27R-01 PRKD3 Not Mutated 611,7196

TCGA-D8-A27T-01 PRKD1 Not Mutated 168,8088 TCGA-D8-A27T-01 PRKD2 Not Mutated 1389,2735 TCGA-D8-A27T-01 PRKD3 Not Mutated 630,4629

TCGA-D8-A27V-01 PRKD1 Not Mutated 85,3607 TCGA-D8-A27V-01 PRKD2 Not Mutated 1374,5805 TCGA-D8-A27V-01 PRKD3 Not Mutated 1227,1393

TCGA-D8-A27W-01 PRKD1 Not Mutated 125,6442 TCGA-D8-A27W-01 PRKD2 Not Mutated 1623,0675 TCGA-D8-A27W-01 PRKD3 Not Mutated 691,2883

TCGA-D8-A3Z5-01 PRKD1 Not Mutated 51,6655 TCGA-D8-A3Z5-01 PRKD2 Not Mutated 1887,4915 TCGA-D8-A3Z5-01 PRKD3 Not Mutated 578,1781

TCGA-D8-A3Z6-01 PRKD1 Not Mutated 88,7942 TCGA-D8-A3Z6-01 PRKD2 Not Mutated 1614,0236 TCGA-D8-A3Z6-01 PRKD3 Not Mutated 332,5688

TCGA-D8-A4Z1-01 PRKD1 Not Mutated 223,7866 TCGA-D8-A4Z1-01 PRKD2 Not Mutated 1517,2318 TCGA-D8-A4Z1-01 PRKD3 Not Mutated 802,244

TCGA-E2-A105-01 PRKD1 Not Mutated 45,5128 TCGA-E2-A105-01 PRKD2 Not Mutated 865,7051 TCGA-E2-A105-01 PRKD3 Not Mutated 468,5897

TCGA-E2-A107-01 PRKD1 Not Mutated 29,4215 TCGA-E2-A107-01 PRKD2 Not Mutated 1437,3554 TCGA-E2-A107-01 PRKD3 Not Mutated 235,7025

TCGA-E2-A108-01 PRKD1 Not Mutated 206,318 TCGA-E2-A108-01 PRKD2 Not Mutated 1404,8656 TCGA-E2-A108-01 PRKD3 Not Mutated 1063,5974

TCGA-E2-A109-01 PRKD1 Not Mutated 74,5189 TCGA-E2-A109-01 PRKD2 Not Mutated 797,2286 TCGA-E2-A109-01 PRKD3 Not Mutated 651,5781

TCGA-E2-A10A-01 PRKD1 Not Mutated 50,756 TCGA-E2-A10A-01 PRKD2 Not Mutated 1197,4528 TCGA-E2-A10A-01 PRKD3 Not Mutated 281,5825

TCGA-E2-A10B-01 PRKD1 Not Mutated 98,7198 TCGA-E2-A10B-01 PRKD2 Not Mutated 1381,2233 TCGA-E2-A10B-01 PRKD3 Not Mutated 882,7881

TCGA-E2-A10C-01 PRKD1 Not Mutated 27,117 TCGA-E2-A10C-01 PRKD2 Not Mutated 1266,8887 TCGA-E2-A10C-01 PRKD3 Not Mutated 218,3635

TCGA-E2-A10E-01 PRKD1 Not Mutated 61,3843 TCGA-E2-A10E-01 PRKD2 Not Mutated 1155,653 TCGA-E2-A10E-01 PRKD3 Not Mutated 1149,0761

TCGA-E2-A10F-01 PRKD1 Not Mutated 158,0238 TCGA-E2-A10F-01 PRKD2 Not Mutated 1135,2284 TCGA-E2-A10F-01 PRKD3 Not Mutated 562,3467

TCGA-E2-A14N-01 PRKD1 Not Mutated 49,14 TCGA-E2-A14N-01 PRKD2 Not Mutated 647,3077 TCGA-E2-A14N-01 PRKD3 Not Mutated 1404,5104

TCGA-E2-A14O-01 PRKD1 Not Mutated 21,6433 TCGA-E2-A14O-01 PRKD2 Not Mutated 868,9379 TCGA-E2-A14O-01 PRKD3 Not Mutated 91,7836

TCGA-E2-A14P-01 PRKD1 Not Mutated 579,8959 TCGA-E2-A14P-01 PRKD2 Not Mutated 1110,5326 TCGA-E2-A14P-01 PRKD3 Not Mutated 715,2583

TCGA-E2-A14Q-01 PRKD1 Not Mutated 113,84 TCGA-E2-A14Q-01 PRKD2 Not Mutated 1231,6628 TCGA-E2-A14Q-01 PRKD3 Not Mutated 534,0192

TCGA-E2-A14R-01 PRKD1 Not Mutated 16,5081 TCGA-E2-A14R-01 PRKD2 Not Mutated 861,6302 TCGA-E2-A14R-01 PRKD3 Not Mutated 1476,0977

TCGA-E2-A14S-01 PRKD1 Not Mutated 28,8865 TCGA-E2-A14S-01 PRKD2 Not Mutated 858,5184 TCGA-E2-A14S-01 PRKD3 Not Mutated 328,0012

TCGA-E2-A14T-01 PRKD1 Not Mutated 37,2891 TCGA-E2-A14T-01 PRKD2 Not Mutated 1063,963 TCGA-E2-A14T-01 PRKD3 Not Mutated 184,54

TCGA-E2-A14U-01 PRKD1 Not Mutated 148,3444 TCGA-E2-A14U-01 PRKD2 Not Mutated 1346,007 TCGA-E2-A14U-01 PRKD3 Not Mutated 549,1235

TCGA-E2-A14V-01 PRKD1 Not Mutated 56,6955 TCGA-E2-A14V-01 PRKD2 Not Mutated 1140,8323 TCGA-E2-A14V-01 PRKD3 Not Mutated 764,7301

TCGA-E2-A14W-01 PRKD1 Not Mutated 34,4993 TCGA-E2-A14W-01 PRKD2 Not Mutated 632,4868 TCGA-E2-A14W-01 PRKD3 Not Mutated 552,4677

TCGA-E2-A14X-01 PRKD1 Not Mutated 97,1104 TCGA-E2-A14X-01 PRKD2 Not Mutated 1121,1384 TCGA-E2-A14X-01 PRKD3 Not Mutated 1527,8038

TCGA-E2-A14Y-01 PRKD1 Not Mutated 20,6458 TCGA-E2-A14Y-01 PRKD2 Not Mutated 1211,2229 TCGA-E2-A14Y-01 PRKD3 Not Mutated 1274,7485

TCGA-E2-A14Z-01 PRKD1 Not Mutated 90,583 TCGA-E2-A14Z-01 PRKD2 Not Mutated 1469,0583 TCGA-E2-A14Z-01 PRKD3 Not Mutated 545,2915

TCGA-E2-A150-01 PRKD1 Not Mutated 75,2732 TCGA-E2-A150-01 PRKD2 Not Mutated 1195,8721 TCGA-E2-A150-01 PRKD3 Not Mutated 654,3909

TCGA-E2-A152-01 PRKD1 Not Mutated 212,526 TCGA-E2-A152-01 PRKD2 Not Mutated 1248,2438 TCGA-E2-A152-01 PRKD3 Not Mutated 597,2099

TCGA-E2-A153-01 PRKD1 Not Mutated 187,4305 TCGA-E2-A153-01 PRKD2 Not Mutated 1491,1012 TCGA-E2-A153-01 PRKD3 Not Mutated 530,5895

TCGA-E2-A154-01 PRKD1 Not Mutated 90,9543 TCGA-E2-A154-01 PRKD2 Not Mutated 910,5368 TCGA-E2-A154-01 PRKD3 Not Mutated 250,497

TCGA-E2-A155-01 PRKD1 Not Mutated 26,806 TCGA-E2-A155-01 PRKD2 Not Mutated 678,6146 TCGA-E2-A155-01 PRKD3 Not Mutated 143,3415

TCGA-E2-A156-01 PRKD1 Not Mutated 20,1005 TCGA-E2-A156-01 PRKD2 Not Mutated 848,5284 TCGA-E2-A156-01 PRKD3 Not Mutated 358,9375

TCGA-E2-A158-01 PRKD1 Not Mutated 18,1647 TCGA-E2-A158-01 PRKD2 Not Mutated 997,3438 TCGA-E2-A158-01 PRKD3 Not Mutated 2292,8627

TCGA-E2-A159-01 PRKD1 Not Mutated 85,7219 TCGA-E2-A159-01 PRKD2 Not Mutated 1021,5198 TCGA-E2-A159-01 PRKD3 Not Mutated 2863,47

TCGA-E2-A15A-01 PRKD1 Not Mutated 95,657 TCGA-E2-A15A-01 PRKD2 Not Mutated 1143,0857 TCGA-E2-A15A-01 PRKD3 Not Mutated 655,2028

TCGA-E2-A15C-01 PRKD1 Not Mutated 109,2 TCGA-E2-A15C-01 PRKD2 Not Mutated 1186,8 TCGA-E2-A15C-01 PRKD3 Not Mutated 440,4

TCGA-E2-A15D-01 PRKD1 Not Mutated 95,2715 TCGA-E2-A15D-01 PRKD2 Not Mutated 1277,4081 TCGA-E2-A15D-01 PRKD3 Not Mutated 481,2609

TCGA-E2-A15E-01 PRKD1 Not Mutated 145,2429 TCGA-E2-A15E-01 PRKD2 Not Mutated 1007,5911 TCGA-E2-A15E-01 PRKD3 Not Mutated 572,3684

TCGA-E2-A15F-01 PRKD1 Not Mutated 94,6446 TCGA-E2-A15F-01 PRKD2 Not Mutated 2269,3567 TCGA-E2-A15F-01 PRKD3 Not Mutated 466,4624

TCGA-E2-A15G-01 PRKD1 Not Mutated 34,0164 TCGA-E2-A15G-01 PRKD2 Not Mutated 1177,459 TCGA-E2-A15G-01 PRKD3 Not Mutated 538,9344

TCGA-E2-A15H-01 PRKD1 Not Mutated 98,5915 TCGA-E2-A15H-01 PRKD2 Not Mutated 963,7827 TCGA-E2-A15H-01 PRKD3 Not Mutated 308,2495

TCGA-E2-A15I-01 PRKD1 Not Mutated 73,8286 TCGA-E2-A15I-01 PRKD2 Not Mutated 1003,9272 TCGA-E2-A15I-01 PRKD3 Not Mutated 608,6441

TCGA-E2-A15K-01 PRKD1 Not Mutated 40,5703 TCGA-E2-A15K-01 PRKD2 Not Mutated 1575,7344 TCGA-E2-A15K-01 PRKD3 Not Mutated 311,9319

TCGA-E2-A15L-01 PRKD1 Not Mutated 126,6449 TCGA-E2-A15L-01 PRKD2 Not Mutated 887,1521 TCGA-E2-A15L-01 PRKD3 Not Mutated 1045,0594

TCGA-E2-A15M-01 PRKD1 Not Mutated 152,2277 TCGA-E2-A15M-01 PRKD2 Not Mutated 1130,5693 TCGA-E2-A15M-01 PRKD3 Not Mutated 1412,9538

TCGA-E2-A15O-01 PRKD1 Not Mutated 32,5538 TCGA-E2-A15O-01 PRKD2 Not Mutated 1129,0821 TCGA-E2-A15O-01 PRKD3 Not Mutated 194,0867

TCGA-E2-A15P-01 PRKD1 Not Mutated 114,9646 TCGA-E2-A15P-01 PRKD2 Not Mutated 1207,1286 TCGA-E2-A15P-01 PRKD3 Not Mutated 524,7314

TCGA-E2-A15R-01 PRKD1 Not Mutated 52,5974 TCGA-E2-A15R-01 PRKD2 Not Mutated 692,7295 TCGA-E2-A15R-01 PRKD3 Not Mutated 328,5571

TCGA-E2-A15S-01 PRKD1 Not Mutated 43,9971 TCGA-E2-A15S-01 PRKD2 Not Mutated 840,2588 TCGA-E2-A15S-01 PRKD3 Not Mutated 917,0381

TCGA-E2-A15T-01 PRKD1 Not Mutated 21,018 TCGA-E2-A15T-01 PRKD2 Not Mutated 847,6198 TCGA-E2-A15T-01 PRKD3 Not Mutated 936,3971

TCGA-E2-A1AZ-01 PRKD1 Not Mutated 174,7937 TCGA-E2-A1AZ-01 PRKD2 Not Mutated 1117,0293 TCGA-E2-A1AZ-01 PRKD3 Not Mutated 2162,7907

TCGA-E2-A1B0-01 PRKD1 Not Mutated 131,8232 TCGA-E2-A1B0-01 PRKD2 Not Mutated 654,2889 TCGA-E2-A1B0-01 PRKD3 Not Mutated 1254,5488

TCGA-E2-A1B1-01 PRKD1 Not Mutated 220,7724 TCGA-E2-A1B1-01 PRKD2 Not Mutated 992,7391 TCGA-E2-A1B1-01 PRKD3 Not Mutated 1412,1856

TCGA-E2-A1B4-01 PRKD1 Not Mutated 39,3893 TCGA-E2-A1B4-01 PRKD2 Not Mutated 1126,9579 TCGA-E2-A1B4-01 PRKD3 Not Mutated 476,6374

TCGA-E2-A1B5-01 PRKD1 Not Mutated 85,7875 TCGA-E2-A1B5-01 PRKD2 Not Mutated 1416,56 TCGA-E2-A1B5-01 PRKD3 Not Mutated 708,4934

TCGA-E2-A1B6-01 PRKD1 Not Mutated 26,7738 TCGA-E2-A1B6-01 PRKD2 Not Mutated 2001,5618 TCGA-E2-A1B6-01 PRKD3 Not Mutated 907,6305

TCGA-E2-A1BC-01 PRKD1 Not Mutated 169,4511 TCGA-E2-A1BC-01 PRKD2 Not Mutated 980,1114 TCGA-E2-A1BC-01 PRKD3 Not Mutated 715,9905

TCGA-E2-A1BD-01 PRKD1 Not Mutated 102,4157 TCGA-E2-A1BD-01 PRKD2 Not Mutated 1833,6688 TCGA-E2-A1BD-01 PRKD3 Not Mutated 313,538

TCGA-E2-A1IE-01 PRKD1 Not Mutated 55,559 TCGA-E2-A1IE-01 PRKD2 Not Mutated 1082,2797 TCGA-E2-A1IE-01 PRKD3 Not Mutated 286,5151

TCGA-E2-A1IF-01 PRKD1 Not Mutated 134,2015 TCGA-E2-A1IF-01 PRKD2 Not Mutated 1477,491 TCGA-E2-A1IF-01 PRKD3 Not Mutated 541,4777

TCGA-E2-A1IG-01 PRKD1 Not Mutated 167,6817 TCGA-E2-A1IG-01 PRKD2 Not Mutated 1124,6447 TCGA-E2-A1IG-01 PRKD3 Not Mutated 750,3045

TCGA-E2-A1IH-01 PRKD1 Not Mutated 150,931 TCGA-E2-A1IH-01 PRKD2 Not Mutated 746,4523 TCGA-E2-A1IH-01 PRKD3 Not Mutated 1323,9275

TCGA-E2-A1II-01 PRKD1 Not Mutated 13,5558 TCGA-E2-A1II-01 PRKD2 Not Mutated 1624,609 TCGA-E2-A1II-01 PRKD3 Not Mutated 2115,2242

TCGA-E2-A1IJ-01 PRKD1 Not Mutated 230,5716 TCGA-E2-A1IJ-01 PRKD2 Not Mutated 1291,5864 TCGA-E2-A1IJ-01 PRKD3 Not Mutated 1026,3327

TCGA-E2-A1IK-01 PRKD1 Not Mutated 41,1111 TCGA-E2-A1IK-01 PRKD2 Not Mutated 1358,3333 TCGA-E2-A1IK-01 PRKD3 Not Mutated 331,6667

TCGA-E2-A1IL-01 PRKD1 Not Mutated 68,7837 TCGA-E2-A1IL-01 PRKD2 Not Mutated 1286,7133 TCGA-E2-A1IL-01 PRKD3 Not Mutated 719,0187

TCGA-E2-A1IN-01 PRKD1 Not Mutated 245,7766 TCGA-E2-A1IN-01 PRKD2 Not Mutated 1192,6431 TCGA-E2-A1IN-01 PRKD3 Not Mutated 631,0627

TCGA-E2-A1IO-01 PRKD1 Not Mutated 245,4584 TCGA-E2-A1IO-01 PRKD2 Not Mutated 1147,9443 TCGA-E2-A1IO-01 PRKD3 Not Mutated 791,6218

TCGA-E2-A1IU-01 PRKD1 Not Mutated 58,3762 TCGA-E2-A1IU-01 PRKD2 Not Mutated 1150,2569 TCGA-E2-A1IU-01 PRKD3 Not Mutated 429,5992

TCGA-E2-A1L6-01 PRKD1 Not Mutated 119,0495 TCGA-E2-A1L6-01 PRKD2 Not Mutated 902,2205 TCGA-E2-A1L6-01 PRKD3 Not Mutated 948,656

TCGA-E2-A1L7-01 PRKD1 Not Mutated 250,3943 TCGA-E2-A1L7-01 PRKD2 Not Mutated 1179,6676 TCGA-E2-A1L7-01 PRKD3 Not Mutated 951,5953

TCGA-E2-A1L8-01 PRKD1 Not Mutated 108,0989 TCGA-E2-A1L8-01 PRKD2 Not Mutated 916,6384 TCGA-E2-A1L8-01 PRKD3 Not Mutated 524,2291

TCGA-E2-A1L9-01 PRKD1 Not Mutated 203,9881 TCGA-E2-A1L9-01 PRKD2 Not Mutated 859,0676 TCGA-E2-A1L9-01 PRKD3 Not Mutated 682,5653

TCGA-E2-A1LA-01 PRKD1 Not Mutated 62,3053 TCGA-E2-A1LA-01 PRKD2 Not Mutated 1048,5091 TCGA-E2-A1LA-01 PRKD3 Not Mutated 522,9194

TCGA-E2-A1LB-01 PRKD1 Not Mutated 150,9604 TCGA-E2-A1LB-01 PRKD2 Not Mutated 1087,274 TCGA-E2-A1LB-01 PRKD3 Not Mutated 601,595

TCGA-E2-A1LE-01 PRKD1 Not Mutated 89,3406 TCGA-E2-A1LE-01 PRKD2 Not Mutated 1561,1322 TCGA-E2-A1LE-01 PRKD3 Not Mutated 986,1342

TCGA-E2-A1LG-01 PRKD1 Not Mutated 37,7764 TCGA-E2-A1LG-01 PRKD2 Not Mutated 884,2138 TCGA-E2-A1LG-01 PRKD3 Not Mutated 1772,7273

TCGA-E2-A1LH-01 PRKD1 Not Mutated 45,5335 TCGA-E2-A1LH-01 PRKD2 Not Mutated 1373,7218 TCGA-E2-A1LH-01 PRKD3 Not Mutated 434,4974

TCGA-E2-A1LI-01 PRKD1 Not Mutated 32,1514 TCGA-E2-A1LI-01 PRKD2 Not Mutated 918,8702 TCGA-E2-A1LI-01 PRKD3 Not Mutated 1625,3005

TCGA-E2-A1LK-01 PRKD1 Not Mutated 59,278 TCGA-E2-A1LK-01 PRKD2 Not Mutated 949,0356 TCGA-E2-A1LK-01 PRKD3 Not Mutated 2562,4547

TCGA-E2-A1LL-01 PRKD1 Not Mutated 35,1231 TCGA-E2-A1LL-01 PRKD2 Not Mutated 1118,7563 TCGA-E2-A1LL-01 PRKD3 Not Mutated 855,0453

TCGA-E2-A2P5-01 PRKD1 Not Mutated 89,8293 TCGA-E2-A2P5-01 PRKD2 Not Mutated 1743,1329 TCGA-E2-A2P5-01 PRKD3 Not Mutated 443,9495

TCGA-E2-A2P6-01 PRKD1 Not Mutated 40,2591 TCGA-E2-A2P6-01 PRKD2 Not Mutated 1400,3151 TCGA-E2-A2P6-01 PRKD3 Not Mutated 210,7474

TCGA-E2-A3DX-01 PRKD1 Not Mutated 182,5602 TCGA-E2-A3DX-01 PRKD2 Not Mutated 1181,6683 TCGA-E2-A3DX-01 PRKD3 Not Mutated 1170,1179

TCGA-E2-A56Z-01 PRKD1 Not Mutated 64,9234 TCGA-E2-A56Z-01 PRKD2 Not Mutated 1224,9775 TCGA-E2-A56Z-01 PRKD3 Not Mutated 311,9928

TCGA-E2-A570-01 PRKD1 Not Mutated 192,6164 TCGA-E2-A570-01 PRKD2 Not Mutated 1095,7731 TCGA-E2-A570-01 PRKD3 Not Mutated 610,4869

TCGA-E2-A573-01 PRKD1 Not Mutated 49,043 TCGA-E2-A573-01 PRKD2 Not Mutated 1623,5575 TCGA-E2-A573-01 PRKD3 Not Mutated 1810,8551

TCGA-E2-A574-01 PRKD1 Not Mutated 25,8137 TCGA-E2-A574-01 PRKD2 Not Mutated 1581,9304 TCGA-E2-A574-01 PRKD3 Not Mutated 1291,2458

TCGA-E9-A1N3-01 PRKD1 Not Mutated 38,9302 TCGA-E9-A1N3-01 PRKD2 Not Mutated 871,4148 TCGA-E9-A1N3-01 PRKD3 Not Mutated 345,0114

TCGA-E9-A1N4-01 PRKD1 Not Mutated 121,6345 TCGA-E9-A1N4-01 PRKD2 Not Mutated 705,6279 TCGA-E9-A1N4-01 PRKD3 Not Mutated 652,8292

TCGA-E9-A1N5-01 PRKD1 Not Mutated 154,2907 TCGA-E9-A1N5-01 PRKD2 Not Mutated 1305,8025 TCGA-E9-A1N5-01 PRKD3 Not Mutated 765,5384

TCGA-E9-A1N8-01 PRKD1 Not Mutated 43,2128 TCGA-E9-A1N8-01 PRKD2 Not Mutated 957,2569 TCGA-E9-A1N8-01 PRKD3 Not Mutated 1938,4688

TCGA-E9-A1N9-01 PRKD1 Not Mutated 180,0491 TCGA-E9-A1N9-01 PRKD2 Not Mutated 940,2564 TCGA-E9-A1N9-01 PRKD3 Not Mutated 1554,5149

TCGA-E9-A1NA-01 PRKD1 Not Mutated 114,4094 TCGA-E9-A1NA-01 PRKD2 Not Mutated 558,4416 TCGA-E9-A1NA-01 PRKD3 Not Mutated 591,8367

TCGA-E9-A1ND-01 PRKD1 Not Mutated 105,9465 TCGA-E9-A1ND-01 PRKD2 Not Mutated 1674,6543 TCGA-E9-A1ND-01 PRKD3 Not Mutated 1286,3504

TCGA-E9-A1NE-01 PRKD1 Not Mutated 110,7996 TCGA-E9-A1NE-01 PRKD2 Not Mutated 1249,4994 TCGA-E9-A1NE-01 PRKD3 Not Mutated 1278,067

TCGA-E9-A1NF-01 PRKD1 Not Mutated 369,0151 TCGA-E9-A1NF-01 PRKD2 Not Mutated 781,9901 TCGA-E9-A1NF-01 PRKD3 Not Mutated 903,344

TCGA-E9-A1NG-01 PRKD1 Not Mutated 428,4409 TCGA-E9-A1NG-01 PRKD2 Not Mutated 1262,7893 TCGA-E9-A1NG-01 PRKD3 Not Mutated 1198,8429

TCGA-E9-A1NH-01 PRKD1 Not Mutated 258,0501 TCGA-E9-A1NH-01 PRKD2 Not Mutated 1047,4061 TCGA-E9-A1NH-01 PRKD3 Not Mutated 932,0215

TCGA-E9-A1NI-01 PRKD1 Not Mutated 148,0709 TCGA-E9-A1NI-01 PRKD2 Not Mutated 777,3723 TCGA-E9-A1NI-01 PRKD3 Not Mutated 476,0167

TCGA-E9-A1QZ-01 PRKD1 Not Mutated 113,9305 TCGA-E9-A1QZ-01 PRKD2 Not Mutated 939,0912 TCGA-E9-A1QZ-01 PRKD3 Not Mutated 810,5776

TCGA-E9-A1R0-01 PRKD1 Not Mutated 86,2283 TCGA-E9-A1R0-01 PRKD2 Not Mutated 1298,7032 TCGA-E9-A1R0-01 PRKD3 Not Mutated 407,0912

TCGA-E9-A1R2-01 PRKD1 Not Mutated 75,437 TCGA-E9-A1R2-01 PRKD2 Not Mutated 1629,2548 TCGA-E9-A1R2-01 PRKD3 Not Mutated 373,0451

TCGA-E9-A1R3-01 PRKD1 Not Mutated 152,0541 TCGA-E9-A1R3-01 PRKD2 Not Mutated 821,3928 TCGA-E9-A1R3-01 PRKD3 Not Mutated 966,6834

TCGA-E9-A1R4-01 PRKD1 Not Mutated 71,9319 TCGA-E9-A1R4-01 PRKD2 Not Mutated 1303,9141 TCGA-E9-A1R4-01 PRKD3 Not Mutated 643,0153

TCGA-E9-A1R5-01 PRKD1 Not Mutated 160,7216 TCGA-E9-A1R5-01 PRKD2 Not Mutated 875,1128 TCGA-E9-A1R5-01 PRKD3 Not Mutated 390,9799

TCGA-E9-A1R6-01 PRKD1 Not Mutated 90,488 TCGA-E9-A1R6-01 PRKD2 Not Mutated 1298,9406 TCGA-E9-A1R6-01 PRKD3 Not Mutated 397,3445

TCGA-E9-A1R7-01 PRKD1 Not Mutated 39,4089 TCGA-E9-A1R7-01 PRKD2 Not Mutated 389,8663 TCGA-E9-A1R7-01 PRKD3 Not Mutated 299,0852

TCGA-E9-A1RB-01 PRKD1 Not Mutated 79,8647 TCGA-E9-A1RB-01 PRKD2 Not Mutated 557,232 TCGA-E9-A1RB-01 PRKD3 Not Mutated 1165,7128

TCGA-E9-A1RC-01 PRKD1 Not Mutated 52,8274 TCGA-E9-A1RC-01 PRKD2 Not Mutated 773,3135 TCGA-E9-A1RC-01 PRKD3 Not Mutated 1088,2937

TCGA-E9-A1RD-01 PRKD1 Not Mutated 105,7439 TCGA-E9-A1RD-01 PRKD2 Not Mutated 1308,8056 TCGA-E9-A1RD-01 PRKD3 Not Mutated 1111,2112

TCGA-E9-A1RE-01 PRKD1 Not Mutated 54,259 TCGA-E9-A1RE-01 PRKD2 Not Mutated 929,9883 TCGA-E9-A1RE-01 PRKD3 Not Mutated 307,1762

TCGA-E9-A1RF-01 PRKD1 Not Mutated 130,0439 TCGA-E9-A1RF-01 PRKD2 Not Mutated 917,8164 TCGA-E9-A1RF-01 PRKD3 Not Mutated 601,4103

TCGA-E9-A1RH-01 PRKD1 Not Mutated 86,9083 TCGA-E9-A1RH-01 PRKD2 Not Mutated 411,0697 TCGA-E9-A1RH-01 PRKD3 Not Mutated 589,3268

TCGA-E9-A1RI-01 PRKD1 Not Mutated 455,5538 TCGA-E9-A1RI-01 PRKD2 Not Mutated 1060,9227 TCGA-E9-A1RI-01 PRKD3 Not Mutated 824,6263

TCGA-E9-A226-01 PRKD1 Not Mutated 202,4003 TCGA-E9-A226-01 PRKD2 Not Mutated 755,7574 TCGA-E9-A226-01 PRKD3 Not Mutated 1128,122

TCGA-E9-A227-01 PRKD1 Not Mutated 117,3149 TCGA-E9-A227-01 PRKD2 Not Mutated 958,5947 TCGA-E9-A227-01 PRKD3 Not Mutated 585,3199

TCGA-E9-A228-01 PRKD1 Not Mutated 65,98 TCGA-E9-A228-01 PRKD2 Not Mutated 900,6699 TCGA-E9-A228-01 PRKD3 Not Mutated 371,3895

TCGA-E9-A229-01 PRKD1 Not Mutated 233,9197 TCGA-E9-A229-01 PRKD2 Not Mutated 1112,6993 TCGA-E9-A229-01 PRKD3 Not Mutated 1195,9868

TCGA-E9-A22A-01 PRKD1 Not Mutated 419,764 TCGA-E9-A22A-01 PRKD2 Not Mutated 872,8614 TCGA-E9-A22A-01 PRKD3 Not Mutated 607,3746

TCGA-E9-A22B-01 PRKD1 Not Mutated 131,2714 TCGA-E9-A22B-01 PRKD2 Not Mutated 1099,0389 TCGA-E9-A22B-01 PRKD3 Not Mutated 562,7743

TCGA-E9-A22D-01 PRKD1 Not Mutated 71,668 TCGA-E9-A22D-01 PRKD2 Not Mutated 1864,6558 TCGA-E9-A22D-01 PRKD3 Not Mutated 392,3692

TCGA-E9-A22E-01 PRKD1 Not Mutated 584,4253 TCGA-E9-A22E-01 PRKD2 Not Mutated 839,0116 TCGA-E9-A22E-01 PRKD3 Not Mutated 1113,0663

TCGA-E9-A22G-01 PRKD1 Not Mutated 42,9138 TCGA-E9-A22G-01 PRKD2 Not Mutated 538,9101 TCGA-E9-A22G-01 PRKD3 Not Mutated 3751,5354

TCGA-E9-A22H-01 PRKD1 Not Mutated 39,8411 TCGA-E9-A22H-01 PRKD2 Not Mutated 1000,3152 TCGA-E9-A22H-01 PRKD3 Not Mutated 877,0094

TCGA-E9-A243-01 PRKD1 Not Mutated 178,5298 TCGA-E9-A243-01 PRKD2 Not Mutated 608,4014 TCGA-E9-A243-01 PRKD3 Not Mutated 2072,3454

TCGA-E9-A244-01 PRKD1 Not Mutated 286,5077 TCGA-E9-A244-01 PRKD2 Not Mutated 667,7556 TCGA-E9-A244-01 PRKD3 Not Mutated 214,6357

TCGA-E9-A245-01 PRKD1 Not Mutated 59,9859 TCGA-E9-A245-01 PRKD2 Not Mutated 1291,4608 TCGA-E9-A245-01 PRKD3 Not Mutated 242,0607

TCGA-E9-A247-01 PRKD1 Not Mutated 76,5472 TCGA-E9-A247-01 PRKD2 Not Mutated 1058,1356 TCGA-E9-A247-01 PRKD3 Not Mutated 190,2169

TCGA-E9-A248-01 PRKD1 Not Mutated 117,8375 TCGA-E9-A248-01 PRKD2 Not Mutated 1325,9955 TCGA-E9-A248-01 PRKD3 Not Mutated 1566,2027

TCGA-E9-A249-01 PRKD1 Not Mutated 27,1642 TCGA-E9-A249-01 PRKD2 Not Mutated 1579,4818 TCGA-E9-A249-01 PRKD3 Not Mutated 321,2237

TCGA-E9-A24A-01 PRKD1 Not Mutated 106,7786 TCGA-E9-A24A-01 PRKD2 Not Mutated 838,9322 TCGA-E9-A24A-01 PRKD3 Not Mutated 1003,8992

TCGA-E9-A295-01 PRKD1 Not Mutated 95,6175 TCGA-E9-A295-01 PRKD2 Not Mutated 1271,52 TCGA-E9-A295-01 PRKD3 Not Mutated 699,2636

TCGA-E9-A2JS-01 PRKD1 Not Mutated 100,3102 TCGA-E9-A2JS-01 PRKD2 Not Mutated 1522,5784 TCGA-E9-A2JS-01 PRKD3 Not Mutated 380,9031

TCGA-E9-A2JT-01 PRKD1 Not Mutated 69,4051 TCGA-E9-A2JT-01 PRKD2 Not Mutated 2987,2521 TCGA-E9-A2JT-01 PRKD3 Not Mutated 1953,2578

TCGA-E9-A3Q9-01 PRKD1 Not Mutated 57,0695 TCGA-E9-A3Q9-01 PRKD2 Not Mutated 1242,2385 TCGA-E9-A3Q9-01 PRKD3 Not Mutated 458,5103

TCGA-E9-A3QA-01 PRKD1 Not Mutated 49,2519 TCGA-E9-A3QA-01 PRKD2 Not Mutated 1849,4389 TCGA-E9-A3QA-01 PRKD3 Not Mutated 1456,0474

TCGA-E9-A3X8-01 PRKD1 Not Mutated 158,8492 TCGA-E9-A3X8-01 PRKD2 Not Mutated 3205,3334 TCGA-E9-A3X8-01 PRKD3 Not Mutated 387,1034

TCGA-E9-A54X-01 PRKD1 Not Mutated 13,4062 TCGA-E9-A54X-01 PRKD2 Not Mutated 962,7607 TCGA-E9-A54X-01 PRKD3 Not Mutated 174,7766

TCGA-E9-A5UO-01 PRKD1 Not Mutated 15,3317 TCGA-E9-A5UO-01 PRKD2 Not Mutated 1384,57 TCGA-E9-A5UO-01 PRKD3 Not Mutated 148,9926

TCGA-E9-A5UP-01 PRKD1 Not Mutated 5,5911 TCGA-E9-A5UP-01 PRKD2 Not Mutated 2379,393 TCGA-E9-A5UP-01 PRKD3 Not Mutated 66,2939

TCGA-EW-A1IW-01 PRKD1 Not Mutated 199,7814 TCGA-EW-A1IW-01 PRKD2 Not Mutated 1141,5687 TCGA-EW-A1IW-01 PRKD3 Not Mutated 955,179

TCGA-EW-A1IX-01 PRKD1 Not Mutated 177,2519 TCGA-EW-A1IX-01 PRKD2 Not Mutated 1125,403 TCGA-EW-A1IX-01 PRKD3 Not Mutated 960,9689

TCGA-EW-A1IY-01 PRKD1 Not Mutated 173,5423 TCGA-EW-A1IY-01 PRKD2 Not Mutated 536,7112 TCGA-EW-A1IY-01 PRKD3 Not Mutated 991,3074

TCGA-EW-A1J1-01 PRKD1 Not Mutated 40,1027 TCGA-EW-A1J1-01 PRKD2 Not Mutated 825,794 TCGA-EW-A1J1-01 PRKD3 Not Mutated 408,7263

TCGA-EW-A1J2-01 PRKD1 Not Mutated 169,732 TCGA-EW-A1J2-01 PRKD2 Not Mutated 1132,8856 TCGA-EW-A1J2-01 PRKD3 Not Mutated 1170,7991

TCGA-EW-A1J3-01 PRKD1 Not Mutated 63,8823 TCGA-EW-A1J3-01 PRKD2 Not Mutated 665,9147 TCGA-EW-A1J3-01 PRKD3 Not Mutated 980,6438

TCGA-EW-A1J6-01 PRKD1 Not Mutated 29,5288 TCGA-EW-A1J6-01 PRKD2 Not Mutated 780,4692 TCGA-EW-A1J6-01 PRKD3 Not Mutated 364,3401

TCGA-EW-A1OV-01 PRKD1 Not Mutated 60,1266 TCGA-EW-A1OV-01 PRKD2 Not Mutated 2227,3207 TCGA-EW-A1OV-01 PRKD3 Not Mutated 729,9578

TCGA-EW-A1OX-01 PRKD1 Not Mutated 18,7314 TCGA-EW-A1OX-01 PRKD2 Not Mutated 1431,6731 TCGA-EW-A1OX-01 PRKD3 Not Mutated 140,0596

TCGA-EW-A1OY-01 PRKD1 Not Mutated 50,646 TCGA-EW-A1OY-01 PRKD2 Not Mutated 819,1214 TCGA-EW-A1OY-01 PRKD3 Not Mutated 346,2532

TCGA-EW-A1OZ-01 PRKD1 Not Mutated 80,6966 TCGA-EW-A1OZ-01 PRKD2 Not Mutated 1073,5408 TCGA-EW-A1OZ-01 PRKD3 Not Mutated 246,2281

TCGA-EW-A1P0-01 PRKD1 Not Mutated 68,8114 TCGA-EW-A1P0-01 PRKD2 Not Mutated 744,8615 TCGA-EW-A1P0-01 PRKD3 Not Mutated 263,1814

TCGA-EW-A1P3-01 PRKD1 Not Mutated 74,6934 TCGA-EW-A1P3-01 PRKD2 Not Mutated 1173,913 TCGA-EW-A1P3-01 PRKD3 Not Mutated 406,3545

TCGA-EW-A1P4-01 PRKD1 Not Mutated 90,3569 TCGA-EW-A1P4-01 PRKD2 Not Mutated 1244,4951 TCGA-EW-A1P4-01 PRKD3 Not Mutated 2499,2407

TCGA-EW-A1P5-01 PRKD1 Not Mutated 42,6382 TCGA-EW-A1P5-01 PRKD2 Not Mutated 1642,3337 TCGA-EW-A1P5-01 PRKD3 Not Mutated 621,6808

TCGA-EW-A1P6-01 PRKD1 Not Mutated 107,4216 TCGA-EW-A1P6-01 PRKD2 Not Mutated 833,9727 TCGA-EW-A1P6-01 PRKD3 Not Mutated 316,444

TCGA-EW-A1P7-01 PRKD1 Not Mutated 105,1325 TCGA-EW-A1P7-01 PRKD2 Not Mutated 1853,8907 TCGA-EW-A1P7-01 PRKD3 Not Mutated 1619,6192

TCGA-EW-A1P8-01 PRKD1 Not Mutated 62,724 TCGA-EW-A1P8-01 PRKD2 Not Mutated 1716,4875 TCGA-EW-A1P8-01 PRKD3 Not Mutated 1956,6308

TCGA-EW-A1PA-01 PRKD1 Not Mutated 90,752 TCGA-EW-A1PA-01 PRKD2 Not Mutated 675,8033 TCGA-EW-A1PA-01 PRKD3 Not Mutated 549,119

TCGA-EW-A1PB-01 PRKD1 Not Mutated 8,3907 TCGA-EW-A1PB-01 PRKD2 Not Mutated 1712,3531 TCGA-EW-A1PB-01 PRKD3 Not Mutated 1440,3

TCGA-EW-A1PC-01 PRKD1 Not Mutated 45,6256 TCGA-EW-A1PC-01 PRKD2 Not Mutated 1162,2766 TCGA-EW-A1PC-01 PRKD3 Not Mutated 1007,9962

TCGA-EW-A1PD-01 PRKD1 Not Mutated 174,8694 TCGA-EW-A1PD-01 PRKD2 Not Mutated 1250,0802 TCGA-EW-A1PD-01 PRKD3 Not Mutated 912,832

TCGA-EW-A1PE-01 PRKD1 Not Mutated 82,3333 TCGA-EW-A1PE-01 PRKD2 Not Mutated 1716,9197 TCGA-EW-A1PE-01 PRKD3 Not Mutated 956,8465

TCGA-EW-A1PG-01 PRKD1 Not Mutated 361,326 TCGA-EW-A1PG-01 PRKD2 Not Mutated 804,4199 TCGA-EW-A1PG-01 PRKD3 Not Mutated 1165,7459

TCGA-EW-A1PH-01 PRKD1 Not Mutated 24,4957 TCGA-EW-A1PH-01 PRKD2 Not Mutated 1380,0432 TCGA-EW-A1PH-01 PRKD3 Not Mutated 2226,2248

TCGA-EW-A2FR-01 PRKD1 Not Mutated 646,9706 TCGA-EW-A2FR-01 PRKD2 Not Mutated 807,7385 TCGA-EW-A2FR-01 PRKD3 Not Mutated 1139,1722

TCGA-EW-A2FS-01 PRKD1 Not Mutated 53,0219 TCGA-EW-A2FS-01 PRKD2 Not Mutated 936,5962 TCGA-EW-A2FS-01 PRKD3 Not Mutated 387,0968

TCGA-EW-A2FV-01 PRKD1 Not Mutated 100,7757 TCGA-EW-A2FV-01 PRKD2 Not Mutated 1504,2346 TCGA-EW-A2FV-01 PRKD3 Not Mutated 811,3302

TCGA-EW-A2FW-01 PRKD1 Not Mutated 62,5233 TCGA-EW-A2FW-01 PRKD2 Not Mutated 937,4767 TCGA-EW-A2FW-01 PRKD3 Not Mutated 379,9777

TCGA-EW-A3E8-01 PRKD1 Not Mutated 104,2447 TCGA-EW-A3E8-01 PRKD2 Not Mutated 1628,6461 TCGA-EW-A3E8-01 PRKD3 Not Mutated 478,2824

TCGA-EW-A3U0-01 PRKD1 Not Mutated 131,237 TCGA-EW-A3U0-01 PRKD2 Not Mutated 1608,7642 TCGA-EW-A3U0-01 PRKD3 Not Mutated 1183,1524

TCGA-EW-A423-01 PRKD1 Not Mutated 24,3201 TCGA-EW-A423-01 PRKD2 Not Mutated 2510,5579 TCGA-EW-A423-01 PRKD3 Not Mutated 301,0435

TCGA-GI-A2C8-01 PRKD1 Not Mutated 409,3039 TCGA-GI-A2C8-01 PRKD2 Not Mutated 1090,0268 TCGA-GI-A2C8-01 PRKD3 Not Mutated 672,3561

TCGA-GI-A2C9-01 PRKD1 Not Mutated 89,8314 TCGA-GI-A2C9-01 PRKD2 Not Mutated 1006,178 TCGA-GI-A2C9-01 PRKD3 Not Mutated 1450,6595

TCGA-GM-A2D9-01 PRKD1 Not Mutated 71,5835 TCGA-GM-A2D9-01 PRKD2 Not Mutated 1853,9407 TCGA-GM-A2D9-01 PRKD3 Not Mutated 361,5329

TCGA-GM-A2DA-01 PRKD1 Not Mutated 86,8621 TCGA-GM-A2DA-01 PRKD2 Not Mutated 1362,6493 TCGA-GM-A2DA-01 PRKD3 Not Mutated 523,3442

TCGA-GM-A2DC-01 PRKD1 Not Mutated 31,733 TCGA-GM-A2DC-01 PRKD2 Not Mutated 1778,1425 TCGA-GM-A2DC-01 PRKD3 Not Mutated 141,7043

TCGA-GM-A2DD-01 PRKD1 Not Mutated 175,1322 TCGA-GM-A2DD-01 PRKD2 Not Mutated 1639,1588 TCGA-GM-A2DD-01 PRKD3 Not Mutated 727,0938

TCGA-GM-A2DF-01 PRKD1 Not Mutated 44,1767 TCGA-GM-A2DF-01 PRKD2 Not Mutated 951,3052 TCGA-GM-A2DF-01 PRKD3 Not Mutated 716,8675

TCGA-GM-A2DH-01 PRKD1 Not Mutated 138,7223 TCGA-GM-A2DH-01 PRKD2 Not Mutated 1079,0091 TCGA-GM-A2DH-01 PRKD3 Not Mutated 1669,8827

TCGA-GM-A2DI-01 PRKD1 Not Mutated 119,462 TCGA-GM-A2DI-01 PRKD2 Not Mutated 1518,1962 TCGA-GM-A2DI-01 PRKD3 Not Mutated 1128,9557

TCGA-GM-A2DK-01 PRKD1 Not Mutated 59,0828 TCGA-GM-A2DK-01 PRKD2 Not Mutated 1327,9333 TCGA-GM-A2DK-01 PRKD3 Not Mutated 487,433

TCGA-GM-A2DL-01 PRKD1 Not Mutated 159,2702 TCGA-GM-A2DL-01 PRKD2 Not Mutated 963,6317 TCGA-GM-A2DL-01 PRKD3 Not Mutated 400,5315

TCGA-GM-A2DM-01 PRKD1 Not Mutated 22,0651 TCGA-GM-A2DM-01 PRKD2 Not Mutated 1059,1268 TCGA-GM-A2DM-01 PRKD3 Not Mutated 572,5324

TCGA-GM-A2DN-01 PRKD1 Not Mutated 111,8396 TCGA-GM-A2DN-01 PRKD2 Not Mutated 1257,231 TCGA-GM-A2DN-01 PRKD3 Not Mutated 825,6845

TCGA-GM-A2DO-01 PRKD1 Not Mutated 30,5118 TCGA-GM-A2DO-01 PRKD2 Not Mutated 2066,9291 TCGA-GM-A2DO-01 PRKD3 Not Mutated 696,8504

TCGA-GM-A3NW-01 PRKD1 Not Mutated 50,6282 TCGA-GM-A3NW-01 PRKD2 Not Mutated 1155,2106 TCGA-GM-A3NW-01 PRKD3 Not Mutated 229,8596

TCGA-GM-A3NY-01 PRKD1 Not Mutated 65,1646 TCGA-GM-A3NY-01 PRKD2 Not Mutated 1450,6066 TCGA-GM-A3NY-01 PRKD3 Not Mutated 449,9133

TCGA-GM-A3XG-01 PRKD1 Not Mutated 207,1658 TCGA-GM-A3XG-01 PRKD2 Not Mutated 1289,4942 TCGA-GM-A3XG-01 PRKD3 Not Mutated 544,1138

TCGA-GM-A3XL-01 PRKD1 Not Mutated 28,3835 TCGA-GM-A3XL-01 PRKD2 Not Mutated 1590,8619 TCGA-GM-A3XL-01 PRKD3 Not Mutated 555,5556

TCGA-GM-A3XN-01 PRKD1 Not Mutated 117,1043 TCGA-GM-A3XN-01 PRKD2 Not Mutated 1663,2363 TCGA-GM-A3XN-01 PRKD3 Not Mutated 599,7161

TCGA-GM-A4E0-01 PRKD1 Not Mutated 162,281 TCGA-GM-A4E0-01 PRKD2 Not Mutated 1616,2017 TCGA-GM-A4E0-01 PRKD3 Not Mutated 900,9902

TCGA-HN-A2NL-01 PRKD1 Not Mutated 181,555 TCGA-HN-A2NL-01 PRKD2 Not Mutated 877,1183 TCGA-HN-A2NL-01 PRKD3 Not Mutated 2302,3078

TCGA-JL-A3YW-01 PRKD1 Not Mutated 175,7925 TCGA-JL-A3YW-01 PRKD2 Not Mutated 1590,0576 TCGA-JL-A3YW-01 PRKD3 Not Mutated 980,1873

TCGA-JL-A3YX-01 PRKD1 Not Mutated 60,3902 TCGA-JL-A3YX-01 PRKD2 Not Mutated 1421,183 TCGA-JL-A3YX-01 PRKD3 Not Mutated 337,5658

TCGA-LL-A440-01 PRKD1 Not Mutated 265,6888 TCGA-LL-A440-01 PRKD2 Not Mutated 1347,779 TCGA-LL-A440-01 PRKD3 Not Mutated 1059,755

TCGA-LL-A441-01 PRKD1 Not Mutated 100,4487 TCGA-LL-A441-01 PRKD2 Not Mutated 2241,9901 TCGA-LL-A441-01 PRKD3 Not Mutated 2606,9432

TCGA-LL-A50Y-01 PRKD1 Not Mutated 28,8937 TCGA-LL-A50Y-01 PRKD2 Not Mutated 1517,1715 TCGA-LL-A50Y-01 PRKD3 Not Mutated 439,9949

TCGA-LL-A5YL-01 PRKD1 Not Mutated 77,2673 TCGA-LL-A5YL-01 PRKD2 Not Mutated 1024,1187 TCGA-LL-A5YL-01 PRKD3 Not Mutated 441,7767

TCGA-LL-A5YM-01 PRKD1 Not Mutated 25,4745 TCGA-LL-A5YM-01 PRKD2 Not Mutated 2015,0299 TCGA-LL-A5YM-01 PRKD3 Not Mutated 107,5022

TCGA-LL-A5YN-01 PRKD1 Not Mutated 54,8589 TCGA-LL-A5YN-01 PRKD2 Not Mutated 2420,5852 TCGA-LL-A5YN-01 PRKD3 Not Mutated 450,8882

TCGA-LL-A5YO-01 PRKD1 Not Mutated 106,8429 TCGA-LL-A5YO-01 PRKD2 Not Mutated 2113,7271 TCGA-LL-A5YO-01 PRKD3 Not Mutated 758,915

TCGA-LL-A5YP-01 PRKD1 Not Mutated 159,132 TCGA-LL-A5YP-01 PRKD2 Not Mutated 1620,7052 TCGA-LL-A5YP-01 PRKD3 Not Mutated 1199,8192

TCGA-LQ-A4E4-01 PRKD1 Not Mutated 21,9437 TCGA-LQ-A4E4-01 PRKD2 Not Mutated 1664,732 TCGA-LQ-A4E4-01 PRKD3 Not Mutated 499,7188

TCGA-MS-A51U-01 PRKD1 Not Mutated 112,6761 TCGA-MS-A51U-01 PRKD2 Not Mutated 1637,976 TCGA-MS-A51U-01 PRKD3 Not Mutated 798,1221

TCGA-OL-A66H-01 PRKD1 Not Mutated 37,1143 TCGA-OL-A66H-01 PRKD2 Not Mutated 1705,171 TCGA-OL-A66H-01 PRKD3 Not Mutated 403,6697

TCGA-OL-A66I-01 PRKD1 Not Mutated 79,2906 TCGA-OL-A66I-01 PRKD2 Not Mutated 1789,4627 TCGA-OL-A66I-01 PRKD3 Not Mutated 1420,9703

TCGA-OL-A66J-01 PRKD1 Not Mutated 102,749 TCGA-OL-A66J-01 PRKD2 Not Mutated 1247,4087 TCGA-OL-A66J-01 PRKD3 Not Mutated 654,7995

TCGA-OL-A66K-01 PRKD1 Not Mutated 116,0502 TCGA-OL-A66K-01 PRKD2 Not Mutated 1347,4251 TCGA-OL-A66K-01 PRKD3 Not Mutated 490,7263

TCGA-A1-A0SB-01 PRKD1 Not Mutated 188,3095 TCGA-A1-A0SB-01 PRKD2 Not Mutated 1046,9647 TCGA-A1-A0SB-01 PRKD3 Not Mutated 1764,6131

TCGA-A1-A0SD-01 PRKD1 Not Mutated 114,4653 TCGA-A1-A0SD-01 PRKD2 Not Mutated 1418,9066 TCGA-A1-A0SD-01 PRKD3 Not Mutated 869,407

TCGA-A1-A0SE-01 PRKD1 Not Mutated 128,6713 TCGA-A1-A0SE-01 PRKD2 Not Mutated 1178,7742 TCGA-A1-A0SE-01 PRKD3 Not Mutated 785,8494

TCGA-A1-A0SF-01 PRKD1 Not Mutated 77,541 TCGA-A1-A0SF-01 PRKD2 Not Mutated 1450,1461 TCGA-A1-A0SF-01 PRKD3 Not Mutated 807,5408

TCGA-A1-A0SG-01 PRKD1 Not Mutated 100,801 TCGA-A1-A0SG-01 PRKD2 Not Mutated 1226,1723 TCGA-A1-A0SG-01 PRKD3 Not Mutated 424,4442

TCGA-A1-A0SH-01 PRKD1 Not Mutated 355,013 TCGA-A1-A0SH-01 PRKD2 Not Mutated 941,886 TCGA-A1-A0SH-01 PRKD3 Not Mutated 1295,4544

TCGA-A1-A0SI-01 PRKD1 Not Mutated 225,4267 TCGA-A1-A0SI-01 PRKD2 Not Mutated 1251,6186 TCGA-A1-A0SI-01 PRKD3 Not Mutated 748,97

TCGA-A1-A0SJ-01 PRKD1 Not Mutated 299,9543 TCGA-A1-A0SJ-01 PRKD2 Not Mutated 1207,1331 TCGA-A1-A0SJ-01 PRKD3 Not Mutated 788,2945

TCGA-A1-A0SK-01 PRKD1 Not Mutated 185,9439 TCGA-A1-A0SK-01 PRKD2 Not Mutated 736,5269 TCGA-A1-A0SK-01 PRKD3 Not Mutated 2156,6341

TCGA-A1-A0SM-01 PRKD1 Not Mutated 226,3258 TCGA-A1-A0SM-01 PRKD2 Not Mutated 821,9697 TCGA-A1-A0SM-01 PRKD3 Not Mutated 486,4268

TCGA-A1-A0SN-01 PRKD1 Not Mutated 119,9487 TCGA-A1-A0SN-01 PRKD2 Not Mutated 1409,8781 TCGA-A1-A0SN-01 PRKD3 Not Mutated 1103,9128

TCGA-A1-A0SP-01 PRKD1 Not Mutated 86,4648 TCGA-A1-A0SP-01 PRKD2 Not Mutated 918,278 TCGA-A1-A0SP-01 PRKD3 Not Mutated 1618,3874

TCGA-A1-A0SQ-01 PRKD1 Not Mutated 40,7463 TCGA-A1-A0SQ-01 PRKD2 Not Mutated 678,1644 TCGA-A1-A0SQ-01 PRKD3 Not Mutated 254,9672

TCGA-A2-A04N-01 PRKD1 Not Mutated 151,7433 TCGA-A2-A04N-01 PRKD2 Not Mutated 1048,336 TCGA-A2-A04N-01 PRKD3 Not Mutated 550,317

TCGA-A2-A04P-01 PRKD1 Not Mutated 74,6888 TCGA-A2-A04P-01 PRKD2 Not Mutated 1730,2905 TCGA-A2-A04P-01 PRKD3 Not Mutated 1185,166

TCGA-A2-A04Q-01 PRKD1 Not Mutated 97,1847 TCGA-A2-A04Q-01 PRKD2 Not Mutated 1787,8905 TCGA-A2-A04Q-01 PRKD3 Not Mutated 1486,3093

TCGA-A2-A04R-01 PRKD1 Not Mutated 40,2065 TCGA-A2-A04R-01 PRKD2 Not Mutated 1158,7431 TCGA-A2-A04R-01 PRKD3 Not Mutated 679,5255

TCGA-A2-A04T-01 PRKD1 Not Mutated 133,8781 TCGA-A2-A04T-01 PRKD2 Not Mutated 1035,9037 TCGA-A2-A04T-01 PRKD3 Not Mutated 2247,7615

TCGA-A2-A04U-01 PRKD1 Not Mutated 51,4353 TCGA-A2-A04U-01 PRKD2 Not Mutated 640,0831 TCGA-A2-A04U-01 PRKD3 Not Mutated 1005,8449

TCGA-A2-A04V-01 PRKD1 Not Mutated 93,7054 TCGA-A2-A04V-01 PRKD2 Not Mutated 1059,6863 TCGA-A2-A04V-01 PRKD3 Not Mutated 704,013

TCGA-A2-A04W-01 PRKD1 Not Mutated 177,7658 TCGA-A2-A04W-01 PRKD2 Not Mutated 1438,3358 TCGA-A2-A04W-01 PRKD3 Not Mutated 631,6358

TCGA-A2-A04X-01 PRKD1 Not Mutated 36,7667 TCGA-A2-A04X-01 PRKD2 Not Mutated 1272,7764 TCGA-A2-A04X-01 PRKD3 Not Mutated 541,0471

TCGA-A2-A04Y-01 PRKD1 Not Mutated 40,8163 TCGA-A2-A04Y-01 PRKD2 Not Mutated 1258,2804 TCGA-A2-A04Y-01 PRKD3 Not Mutated 488,4577

TCGA-A2-A0CK-01 PRKD1 Not Mutated 165,6566 TCGA-A2-A0CK-01 PRKD2 Not Mutated 1780,202 TCGA-A2-A0CK-01 PRKD3 Not Mutated 368,8889

TCGA-A2-A0CL-01 PRKD1 Not Mutated 204,596 TCGA-A2-A0CL-01 PRKD2 Not Mutated 1689,0289 TCGA-A2-A0CL-01 PRKD3 Not Mutated 929,2068

TCGA-A2-A0CM-01 PRKD1 Not Mutated 81,2276 TCGA-A2-A0CM-01 PRKD2 Not Mutated 1427,9451 TCGA-A2-A0CM-01 PRKD3 Not Mutated 1223,9529

TCGA-A2-A0CO-01 PRKD1 Not Mutated 117,8068 TCGA-A2-A0CO-01 PRKD2 Not Mutated 2220,7833 TCGA-A2-A0CO-01 PRKD3 Not Mutated 685,5352

TCGA-A2-A0CP-01 PRKD1 Not Mutated 125,3351 TCGA-A2-A0CP-01 PRKD2 Not Mutated 1394,7721 TCGA-A2-A0CP-01 PRKD3 Not Mutated 489,9464

TCGA-A2-A0CQ-01 PRKD1 Not Mutated 26,4404 TCGA-A2-A0CQ-01 PRKD2 Not Mutated 1410,2724 TCGA-A2-A0CQ-01 PRKD3 Not Mutated 565,2523

TCGA-A2-A0CR-01 PRKD1 Not Mutated 92,2974 TCGA-A2-A0CR-01 PRKD2 Not Mutated 2627,5778 TCGA-A2-A0CR-01 PRKD3 Not Mutated 447,2188

TCGA-A2-A0CS-01 PRKD1 Not Mutated 60,4522 TCGA-A2-A0CS-01 PRKD2 Not Mutated 1477,1574 TCGA-A2-A0CS-01 PRKD3 Not Mutated 802,4919

TCGA-A2-A0CT-01 PRKD1 Not Mutated 41,388 TCGA-A2-A0CT-01 PRKD2 Not Mutated 836,9565 TCGA-A2-A0CT-01 PRKD3 Not Mutated 583,612

TCGA-A2-A0CU-01 PRKD1 Not Mutated 73,3104 TCGA-A2-A0CU-01 PRKD2 Not Mutated 1145,4754 TCGA-A2-A0CU-01 PRKD3 Not Mutated 639,1753

TCGA-A2-A0CV-01 PRKD1 Not Mutated 127,2182 TCGA-A2-A0CV-01 PRKD2 Not Mutated 1307,138 TCGA-A2-A0CV-01 PRKD3 Not Mutated 566,4647

TCGA-A2-A0CW-01 PRKD1 Not Mutated 50,0072 TCGA-A2-A0CW-01 PRKD2 Not Mutated 1218,5659 TCGA-A2-A0CW-01 PRKD3 Not Mutated 395,4591

TCGA-A2-A0CX-01 PRKD1 Not Mutated 170,7194 TCGA-A2-A0CX-01 PRKD2 Not Mutated 1105,842 TCGA-A2-A0CX-01 PRKD3 Not Mutated 468,1667

TCGA-A2-A0CZ-01 PRKD1 Not Mutated 210 TCGA-A2-A0CZ-01 PRKD2 Not Mutated 1364,7619 TCGA-A2-A0CZ-01 PRKD3 Not Mutated 816,1905

TCGA-A2-A0D0-01 PRKD1 Not Mutated 91,0214 TCGA-A2-A0D0-01 PRKD2 Not Mutated 1348,8468 TCGA-A2-A0D0-01 PRKD3 Not Mutated 323,3114

TCGA-A2-A0D1-01 PRKD1 Not Mutated 1305,2384 TCGA-A2-A0D1-01 PRKD2 Not Mutated 782,578 TCGA-A2-A0D1-01 PRKD3 Not Mutated 189,2878

TCGA-A2-A0D2-01 PRKD1 Not Mutated 253,188 TCGA-A2-A0D2-01 PRKD2 Not Mutated 1428,5714 TCGA-A2-A0D2-01 PRKD3 Not Mutated 519,3125

TCGA-A2-A0D3-01 PRKD1 Not Mutated 32,8873 TCGA-A2-A0D3-01 PRKD2 Not Mutated 1297,7591 TCGA-A2-A0D3-01 PRKD3 Not Mutated 421,7314

TCGA-A2-A0D4-01 PRKD1 Not Mutated 36,7421 TCGA-A2-A0D4-01 PRKD2 Not Mutated 1379,426 TCGA-A2-A0D4-01 PRKD3 Not Mutated 383,662

TCGA-A2-A0EM-01 PRKD1 Not Mutated 88,4233 TCGA-A2-A0EM-01 PRKD2 Not Mutated 1013,4943 TCGA-A2-A0EM-01 PRKD3 Not Mutated 372,8693

TCGA-A2-A0EN-01 PRKD1 Not Mutated 118,8874 TCGA-A2-A0EN-01 PRKD2 Not Mutated 1721,2255 TCGA-A2-A0EN-01 PRKD3 Not Mutated 811,0763

TCGA-A2-A0EO-01 PRKD1 Not Mutated 204,089 TCGA-A2-A0EO-01 PRKD2 Not Mutated 1050,5739 TCGA-A2-A0EO-01 PRKD3 Not Mutated 743,1851

TCGA-A2-A0EP-01 PRKD1 Not Mutated 143,1895 TCGA-A2-A0EP-01 PRKD2 Not Mutated 1694,3536 TCGA-A2-A0EP-01 PRKD3 Not Mutated 1066,4461

TCGA-A2-A0EQ-01 PRKD1 Not Mutated 44,7668 TCGA-A2-A0EQ-01 PRKD2 Not Mutated 1981,7617 TCGA-A2-A0EQ-01 PRKD3 Not Mutated 904,8705

TCGA-A2-A0ER-01 PRKD1 Not Mutated 41,2859 TCGA-A2-A0ER-01 PRKD2 Not Mutated 857,0596 TCGA-A2-A0ER-01 PRKD3 Not Mutated 624,1105

TCGA-A2-A0ES-01 PRKD1 Not Mutated 192,4399 TCGA-A2-A0ES-01 PRKD2 Not Mutated 845,1751 TCGA-A2-A0ES-01 PRKD3 Not Mutated 1100,0279

TCGA-A2-A0ET-01 PRKD1 Not Mutated 57,1506 TCGA-A2-A0ET-01 PRKD2 Not Mutated 1323,6728 TCGA-A2-A0ET-01 PRKD3 Not Mutated 575,2979

TCGA-A2-A0EU-01 PRKD1 Not Mutated 50,8585 TCGA-A2-A0EU-01 PRKD2 Not Mutated 1275,4355 TCGA-A2-A0EU-01 PRKD3 Not Mutated 438,6544

TCGA-A2-A0EV-01 PRKD1 Not Mutated 114,386 TCGA-A2-A0EV-01 PRKD2 Not Mutated 1423,8596 TCGA-A2-A0EV-01 PRKD3 Not Mutated 540,7018

TCGA-A2-A0EW-01 PRKD1 Not Mutated 171,803 TCGA-A2-A0EW-01 PRKD2 Not Mutated 1103,7903 TCGA-A2-A0EW-01 PRKD3 Not Mutated 1309,5997

TCGA-A2-A0EX-01 PRKD1 Not Mutated 188,704 TCGA-A2-A0EX-01 PRKD2 Not Mutated 1327,0578 TCGA-A2-A0EX-01 PRKD3 Not Mutated 654,5534

TCGA-A2-A0EY-01 PRKD1 Not Mutated 61,4709 TCGA-A2-A0EY-01 PRKD2 Not Mutated 1515,1848 TCGA-A2-A0EY-01 PRKD3 Not Mutated 1068,7889

TCGA-A2-A0ST-01 PRKD1 Not Mutated 73,575 TCGA-A2-A0ST-01 PRKD2 Not Mutated 2270,5593 TCGA-A2-A0ST-01 PRKD3 Not Mutated 1857,3415

TCGA-A2-A0SU-01 PRKD1 Not Mutated 108,9109 TCGA-A2-A0SU-01 PRKD2 Not Mutated 955,6608 TCGA-A2-A0SU-01 PRKD3 Not Mutated 853,6375

TCGA-A2-A0SV-01 PRKD1 Not Mutated 127,1517 TCGA-A2-A0SV-01 PRKD2 Not Mutated 1129,1743 TCGA-A2-A0SV-01 PRKD3 Not Mutated 292,8427

TCGA-A2-A0SW-01 PRKD1 Not Mutated 63,1767 TCGA-A2-A0SW-01 PRKD2 Not Mutated 1236,3323 TCGA-A2-A0SW-01 PRKD3 Not Mutated 448,8176

TCGA-A2-A0SX-01 PRKD1 Not Mutated 178,2274 TCGA-A2-A0SX-01 PRKD2 Not Mutated 1132,3057 TCGA-A2-A0SX-01 PRKD3 Not Mutated 2019,9101

TCGA-A2-A0SY-01 PRKD1 Not Mutated 145,6446 TCGA-A2-A0SY-01 PRKD2 Not Mutated 1068,2927 TCGA-A2-A0SY-01 PRKD3 Not Mutated 1037,6307

TCGA-A2-A0T0-01 PRKD1 Not Mutated 84,5331 TCGA-A2-A0T0-01 PRKD2 Not Mutated 979,0109 TCGA-A2-A0T0-01 PRKD3 Not Mutated 1356,1332

TCGA-A2-A0T1-01 PRKD1 Not Mutated 84,2708 TCGA-A2-A0T1-01 PRKD2 Not Mutated 1606,7626 TCGA-A2-A0T1-01 PRKD3 Not Mutated 877,1651

TCGA-A2-A0T2-01 PRKD1 Not Mutated 50,379 TCGA-A2-A0T2-01 PRKD2 Not Mutated 1940,2586 TCGA-A2-A0T2-01 PRKD3 Not Mutated 863,1297

TCGA-A2-A0T3-01 PRKD1 Not Mutated 90,9446 TCGA-A2-A0T3-01 PRKD2 Not Mutated 2289,5539 TCGA-A2-A0T3-01 PRKD3 Not Mutated 430,0336

TCGA-A2-A0T4-01 PRKD1 Not Mutated 122,4988 TCGA-A2-A0T4-01 PRKD2 Not Mutated 1195,7052 TCGA-A2-A0T4-01 PRKD3 Not Mutated 666,6667

TCGA-A2-A0T6-01 PRKD1 Not Mutated 230,653 TCGA-A2-A0T6-01 PRKD2 Not Mutated 1319,2261 TCGA-A2-A0T6-01 PRKD3 Not Mutated 1124,2443

TCGA-A2-A0T7-01 PRKD1 Not Mutated 179,6779 TCGA-A2-A0T7-01 PRKD2 Not Mutated 943,4535 TCGA-A2-A0T7-01 PRKD3 Not Mutated 1020,8709

TCGA-A2-A0YC-01 PRKD1 Not Mutated 62,9271 TCGA-A2-A0YC-01 PRKD2 Not Mutated 1134,1116 TCGA-A2-A0YC-01 PRKD3 Not Mutated 960,9909

TCGA-A2-A0YD-01 PRKD1 Not Mutated 163,6203 TCGA-A2-A0YD-01 PRKD2 Not Mutated 1388,8397 TCGA-A2-A0YD-01 PRKD3 Not Mutated 1022,6266

TCGA-A2-A0YE-01 PRKD1 Not Mutated 146,3878 TCGA-A2-A0YE-01 PRKD2 Not Mutated 1441,3815 TCGA-A2-A0YE-01 PRKD3 Not Mutated 2391,0013

TCGA-A2-A0YF-01 PRKD1 Not Mutated 45,4304 TCGA-A2-A0YF-01 PRKD2 Not Mutated 1068,2784 TCGA-A2-A0YF-01 PRKD3 Not Mutated 1575,4516

TCGA-A2-A0YG-01 PRKD1 Not Mutated 56,1116 TCGA-A2-A0YG-01 PRKD2 Not Mutated 915,1764 TCGA-A2-A0YG-01 PRKD3 Not Mutated 660,2133

TCGA-A2-A0YH-01 PRKD1 Not Mutated 132,3282 TCGA-A2-A0YH-01 PRKD2 Not Mutated 1555,6541 TCGA-A2-A0YH-01 PRKD3 Not Mutated 485,6763

TCGA-A2-A0YI-01 PRKD1 Not Mutated 82,588 TCGA-A2-A0YI-01 PRKD2 Not Mutated 1070,6619 TCGA-A2-A0YI-01 PRKD3 Not Mutated 868,5152

TCGA-A2-A0YJ-01 PRKD1 Not Mutated 16,2734 TCGA-A2-A0YJ-01 PRKD2 Not Mutated 567,9414 TCGA-A2-A0YJ-01 PRKD3 Not Mutated 3851,9121

TCGA-A2-A0YL-01 PRKD1 Not Mutated 225,5145 TCGA-A2-A0YL-01 PRKD2 Not Mutated 1010,9714 TCGA-A2-A0YL-01 PRKD3 Not Mutated 895,6515

TCGA-A2-A0YM-01 PRKD1 Not Mutated 57,1326 TCGA-A2-A0YM-01 PRKD2 Not Mutated 622,5686 TCGA-A2-A0YM-01 PRKD3 Not Mutated 1901,2784

TCGA-A2-A0YT-01 PRKD1 Not Mutated 53,132 TCGA-A2-A0YT-01 PRKD2 Not Mutated 1014,9012 TCGA-A2-A0YT-01 PRKD3 Not Mutated 666,4419

TCGA-A2-A1FV-01 PRKD1 Not Mutated 105,6075 TCGA-A2-A1FV-01 PRKD2 Not Mutated 623,9063 TCGA-A2-A1FV-01 PRKD3 Not Mutated 557,8635

TCGA-A2-A1FW-01 PRKD1 Not Mutated 67,0573 TCGA-A2-A1FW-01 PRKD2 Not Mutated 736,4439 TCGA-A2-A1FW-01 PRKD3 Not Mutated 1257,1768

TCGA-A2-A1FX-01 PRKD1 Not Mutated 90,7183 TCGA-A2-A1FX-01 PRKD2 Not Mutated 788,3014 TCGA-A2-A1FX-01 PRKD3 Not Mutated 466,5899

TCGA-A2-A1FZ-01 PRKD1 Not Mutated 109,2263 TCGA-A2-A1FZ-01 PRKD2 Not Mutated 1023,9967 TCGA-A2-A1FZ-01 PRKD3 Not Mutated 604,8821

TCGA-A2-A1G0-01 PRKD1 Not Mutated 96,6469 TCGA-A2-A1G0-01 PRKD2 Not Mutated 1315,2531 TCGA-A2-A1G0-01 PRKD3 Not Mutated 983,5634

TCGA-A2-A1G1-01 PRKD1 Not Mutated 134,9735 TCGA-A2-A1G1-01 PRKD2 Not Mutated 572,8816 TCGA-A2-A1G1-01 PRKD3 Not Mutated 1513,8478

TCGA-A2-A1G4-01 PRKD1 Not Mutated 96,1973 TCGA-A2-A1G4-01 PRKD2 Not Mutated 865,5019 TCGA-A2-A1G4-01 PRKD3 Not Mutated 287,2217

TCGA-A2-A1G6-01 PRKD1 Not Mutated 274,5163 TCGA-A2-A1G6-01 PRKD2 Not Mutated 856,9046 TCGA-A2-A1G6-01 PRKD3 Not Mutated 1233,8225

TCGA-A2-A259-01 PRKD1 Not Mutated 114,778 TCGA-A2-A259-01 PRKD2 Not Mutated 1044,5107 TCGA-A2-A259-01 PRKD3 Not Mutated 752,7444

TCGA-A2-A25A-01 PRKD1 Not Mutated 244,1123 TCGA-A2-A25A-01 PRKD2 Not Mutated 1189,3116 TCGA-A2-A25A-01 PRKD3 Not Mutated 1305,4801

TCGA-A2-A25B-01 PRKD1 Not Mutated 104,3973 TCGA-A2-A25B-01 PRKD2 Not Mutated 805,2026 TCGA-A2-A25B-01 PRKD3 Not Mutated 444,8081

TCGA-A2-A25C-01 PRKD1 Not Mutated 106,0873 TCGA-A2-A25C-01 PRKD2 Not Mutated 1013,2333 TCGA-A2-A25C-01 PRKD3 Not Mutated 1074,5479

TCGA-A2-A25D-01 PRKD1 Not Mutated 64,7372 TCGA-A2-A25D-01 PRKD2 Not Mutated 1337,3953 TCGA-A2-A25D-01 PRKD3 Not Mutated 447,8294

TCGA-A2-A25E-01 PRKD1 Not Mutated 66,0377 TCGA-A2-A25E-01 PRKD2 Not Mutated 686,1635 TCGA-A2-A25E-01 PRKD3 Not Mutated 721,6981

TCGA-A2-A25F-01 PRKD1 Not Mutated 167,1388 TCGA-A2-A25F-01 PRKD2 Not Mutated 1124,3884 TCGA-A2-A25F-01 PRKD3 Not Mutated 1842,905

TCGA-A2-A3KC-01 PRKD1 Not Mutated 150,8965 TCGA-A2-A3KC-01 PRKD2 Not Mutated 1675,4838 TCGA-A2-A3KC-01 PRKD3 Not Mutated 785,0169

TCGA-A2-A3KD-01 PRKD1 Not Mutated 109,1033 TCGA-A2-A3KD-01 PRKD2 Not Mutated 1206,9553 TCGA-A2-A3KD-01 PRKD3 Not Mutated 708,2821

TCGA-A2-A3XS-01 PRKD1 Not Mutated 56,4675 TCGA-A2-A3XS-01 PRKD2 Not Mutated 1396,2574 TCGA-A2-A3XS-01 PRKD3 Not Mutated 1569,9278

TCGA-A2-A3XT-01 PRKD1 Not Mutated 25,948 TCGA-A2-A3XT-01 PRKD2 Not Mutated 804,6873 TCGA-A2-A3XT-01 PRKD3 Not Mutated 1614,7433

TCGA-A2-A3XU-01 PRKD1 Not Mutated 75,7809 TCGA-A2-A3XU-01 PRKD2 Not Mutated 1497,3665 TCGA-A2-A3XU-01 PRKD3 Not Mutated 501,106

TCGA-A2-A3XV-01 PRKD1 Not Mutated 37,8495 TCGA-A2-A3XV-01 PRKD2 Not Mutated 1397,8495 TCGA-A2-A3XV-01 PRKD3 Not Mutated 185,8065

TCGA-A2-A3XW-01 PRKD1 Not Mutated 75,8327 TCGA-A2-A3XW-01 PRKD2 Not Mutated 2809,7094 TCGA-A2-A3XW-01 PRKD3 Not Mutated 372,4309

TCGA-A2-A3XX-01 PRKD1 Not Mutated 58,9495 TCGA-A2-A3XX-01 PRKD2 Not Mutated 1498,7576 TCGA-A2-A3XX-01 PRKD3 Not Mutated 511,6957

TCGA-A2-A3XY-01 PRKD1 Not Mutated 133,2157 TCGA-A2-A3XY-01 PRKD2 Not Mutated 1463,7925 TCGA-A2-A3XY-01 PRKD3 Not Mutated 1548,8294

TCGA-A2-A3XZ-01 PRKD1 Not Mutated 138,1806 TCGA-A2-A3XZ-01 PRKD2 Not Mutated 1669,8828 TCGA-A2-A3XZ-01 PRKD3 Not Mutated 723,2943

TCGA-A2-A3Y0-01 PRKD1 Not Mutated 15,1043 TCGA-A2-A3Y0-01 PRKD2 Not Mutated 2511,2482 TCGA-A2-A3Y0-01 PRKD3 Not Mutated 989,986

TCGA-A2-A4RW-01 PRKD1 Not Mutated 144,6731 TCGA-A2-A4RW-01 PRKD2 Not Mutated 1642,8571 TCGA-A2-A4RW-01 PRKD3 Not Mutated 508,4746

TCGA-A2-A4RX-01 PRKD1 Not Mutated 302,4575 TCGA-A2-A4RX-01 PRKD2 Not Mutated 1388,1537 TCGA-A2-A4RX-01 PRKD3 Not Mutated 1403,9067

TCGA-A2-A4RY-01 PRKD1 Not Mutated 204,2323 TCGA-A2-A4RY-01 PRKD2 Not Mutated 1774,6063 TCGA-A2-A4RY-01 PRKD3 Not Mutated 793,3071

TCGA-A2-A4S0-01 PRKD1 Not Mutated 25,5641 TCGA-A2-A4S0-01 PRKD2 Not Mutated 1134,7333 TCGA-A2-A4S0-01 PRKD3 Not Mutated 571,8012

TCGA-A2-A4S1-01 PRKD1 Not Mutated 299,498 TCGA-A2-A4S1-01 PRKD2 Not Mutated 1222,6666 TCGA-A2-A4S1-01 PRKD3 Not Mutated 1063,5582

TCGA-A2-A4S2-01 PRKD1 Not Mutated 188,6003 TCGA-A2-A4S2-01 PRKD2 Not Mutated 2963,9296 TCGA-A2-A4S2-01 PRKD3 Not Mutated 528,8686

TCGA-A2-A4S3-01 PRKD1 Not Mutated 29,5858 TCGA-A2-A4S3-01 PRKD2 Not Mutated 1819,2577 TCGA-A2-A4S3-01 PRKD3 Not Mutated 506,1861

TCGA-A7-A0CD-01 PRKD1 Not Mutated 48,5748 TCGA-A7-A0CD-01 PRKD2 Not Mutated 1338,2781 TCGA-A7-A0CD-01 PRKD3 Not Mutated 249,8546

TCGA-A7-A0CE-01 PRKD1 Not Mutated 119,3321 TCGA-A7-A0CE-01 PRKD2 Not Mutated 801,0848 TCGA-A7-A0CE-01 PRKD3 Not Mutated 1332,6553

TCGA-A7-A0CG-01 PRKD1 Not Mutated 160,5181 TCGA-A7-A0CG-01 PRKD2 Not Mutated 996,8603 TCGA-A7-A0CG-01 PRKD3 Not Mutated 1331,2402

TCGA-A7-A0CH-01 PRKD1 Not Mutated 79,8116 TCGA-A7-A0CH-01 PRKD2 Not Mutated 1003,0965 TCGA-A7-A0CH-01 PRKD3 Not Mutated 896,2449

TCGA-A7-A0D9-01 PRKD1 Not Mutated 302,5937 TCGA-A7-A0D9-01 PRKD2 Not Mutated 1066,2824 TCGA-A7-A0D9-01 PRKD3 Not Mutated 468,0939

TCGA-A7-A0DA-01 PRKD1 Not Mutated 103,4137 TCGA-A7-A0DA-01 PRKD2 Not Mutated 1162,3159 TCGA-A7-A0DA-01 PRKD3 Not Mutated 1308,5676

TCGA-A7-A0DB-01 PRKD1 Not Mutated 138,3274 TCGA-A7-A0DB-01 PRKD2 Not Mutated 1427,3398 TCGA-A7-A0DB-01 PRKD3 Not Mutated 387,3934

TCGA-A7-A13D-01 PRKD1 Not Mutated 106,8346 TCGA-A7-A13D-01 PRKD2 Not Mutated 2277,2418 TCGA-A7-A13D-01 PRKD3 Not Mutated 2328,8311

TCGA-A7-A13E-01 PRKD1 Not Mutated 25,1948 TCGA-A7-A13E-01 PRKD2 Not Mutated 790,4345 TCGA-A7-A13E-01 PRKD3 Not Mutated 2136,8635

TCGA-A7-A13F-01 PRKD1 Not Mutated 34,9398 TCGA-A7-A13F-01 PRKD2 Not Mutated 1092,7711 TCGA-A7-A13F-01 PRKD3 Not Mutated 256,2249



TCGA-A7-A13G-01 PRKD1 Not Mutated 39,5507 TCGA-A7-A13G-01 PRKD2 Not Mutated 1173,875 TCGA-A7-A13G-01 PRKD3 Not Mutated 636,3086

TCGA-A7-A13H-01 PRKD1 Not Mutated 104,4558 TCGA-A7-A13H-01 PRKD2 Not Mutated 1902,7607 TCGA-A7-A13H-01 PRKD3 Not Mutated 721,8206

TCGA-A7-A26E-01 PRKD1 Not Mutated 113,8837 TCGA-A7-A26E-01 PRKD2 Not Mutated 1007,1675 TCGA-A7-A26E-01 PRKD3 Not Mutated 1196,1773

TCGA-A7-A26F-01 PRKD1 Not Mutated 136,9112 TCGA-A7-A26F-01 PRKD2 Not Mutated 809,5408 TCGA-A7-A26F-01 PRKD3 Not Mutated 2267,6208

TCGA-A7-A26G-01 PRKD1 Not Mutated 263,117 TCGA-A7-A26G-01 PRKD2 Not Mutated 902,7022 TCGA-A7-A26G-01 PRKD3 Not Mutated 2219,3824

TCGA-A7-A26H-01 PRKD1 Not Mutated 136,5535 TCGA-A7-A26H-01 PRKD2 Not Mutated 797,1279 TCGA-A7-A26H-01 PRKD3 Not Mutated 666,8407

TCGA-A7-A26I-01 PRKD1 Not Mutated 235,6846 TCGA-A7-A26I-01 PRKD2 Not Mutated 1278,8382 TCGA-A7-A26I-01 PRKD3 Not Mutated 1587,8285

TCGA-A7-A26J-01 PRKD1 Not Mutated 142,9878 TCGA-A7-A26J-01 PRKD2 Not Mutated 973,8935 TCGA-A7-A26J-01 PRKD3 Not Mutated 1154,0356

TCGA-A7-A2KD-01 PRKD1 Not Mutated 125,1752 TCGA-A7-A2KD-01 PRKD2 Not Mutated 759,3247 TCGA-A7-A2KD-01 PRKD3 Not Mutated 688,8637

TCGA-A7-A3IY-01 PRKD1 Not Mutated 186,5261 TCGA-A7-A3IY-01 PRKD2 Not Mutated 943,8081 TCGA-A7-A3IY-01 PRKD3 Not Mutated 341,2659

TCGA-A7-A3IZ-01 PRKD1 Not Mutated 51,7766 TCGA-A7-A3IZ-01 PRKD2 Not Mutated 1055,1607 TCGA-A7-A3IZ-01 PRKD3 Not Mutated 317,4281

TCGA-A7-A3J0-01 PRKD1 Not Mutated 32,0165 TCGA-A7-A3J0-01 PRKD2 Not Mutated 1563,3876 TCGA-A7-A3J0-01 PRKD3 Not Mutated 455,2027

TCGA-A7-A3J1-01 PRKD1 Not Mutated 85,3367 TCGA-A7-A3J1-01 PRKD2 Not Mutated 1520,2389 TCGA-A7-A3J1-01 PRKD3 Not Mutated 832,8762

TCGA-A7-A3RF-01 PRKD1 Not Mutated 31,2952 TCGA-A7-A3RF-01 PRKD2 Not Mutated 1627,0091 TCGA-A7-A3RF-01 PRKD3 Not Mutated 117,3569

TCGA-A7-A425-01 PRKD1 Not Mutated 89,7022 TCGA-A7-A425-01 PRKD2 Not Mutated 1628,2741 TCGA-A7-A425-01 PRKD3 Not Mutated 575,8881

TCGA-A7-A426-01 PRKD1 Not Mutated 143,9268 TCGA-A7-A426-01 PRKD2 Not Mutated 1916,2507 TCGA-A7-A426-01 PRKD3 Not Mutated 519,4121

TCGA-A7-A4SA-01 PRKD1 Not Mutated 51,3033 TCGA-A7-A4SA-01 PRKD2 Not Mutated 1600,331 TCGA-A7-A4SA-01 PRKD3 Not Mutated 553,303

TCGA-A7-A4SB-01 PRKD1 Not Mutated 66,5485 TCGA-A7-A4SB-01 PRKD2 Not Mutated 1144,5192 TCGA-A7-A4SB-01 PRKD3 Not Mutated 314,9579

TCGA-A7-A4SC-01 PRKD1 Not Mutated 90,4773 TCGA-A7-A4SC-01 PRKD2 Not Mutated 2151,2843 TCGA-A7-A4SC-01 PRKD3 Not Mutated 708,8346

TCGA-A7-A4SD-01 PRKD1 Not Mutated 64,1791 TCGA-A7-A4SD-01 PRKD2 Not Mutated 3030,3483 TCGA-A7-A4SD-01 PRKD3 Not Mutated 1114,4279

TCGA-A7-A4SE-01 PRKD1 Not Mutated 143,7098 TCGA-A7-A4SE-01 PRKD2 Not Mutated 1005,9684 TCGA-A7-A4SE-01 PRKD3 Not Mutated 1176,6604

TCGA-A7-A4SF-01 PRKD1 Not Mutated 24,5316 TCGA-A7-A4SF-01 PRKD2 Not Mutated 1356,4841 TCGA-A7-A4SF-01 PRKD3 Not Mutated 124,3304

TCGA-A7-A56D-01 PRKD1 Not Mutated 99,466 TCGA-A7-A56D-01 PRKD2 Not Mutated 2635,514 TCGA-A7-A56D-01 PRKD3 Not Mutated 249,6662

TCGA-A7-A5ZV-01 PRKD1 Not Mutated 173,6375 TCGA-A7-A5ZV-01 PRKD2 Not Mutated 784,5374 TCGA-A7-A5ZV-01 PRKD3 Not Mutated 370,0887

TCGA-A7-A5ZW-01 PRKD1 Not Mutated 223,7856 TCGA-A7-A5ZW-01 PRKD2 Not Mutated 903,1826 TCGA-A7-A5ZW-01 PRKD3 Not Mutated 987,6047

TCGA-A7-A5ZX-01 PRKD1 Not Mutated 210,7417 TCGA-A7-A5ZX-01 PRKD2 Not Mutated 1295,9591 TCGA-A7-A5ZX-01 PRKD3 Not Mutated 801,6368

TCGA-A8-A06N-01 PRKD1 Not Mutated 8,0312 TCGA-A8-A06N-01 PRKD2 Not Mutated 963,7448 TCGA-A8-A06N-01 PRKD3 Not Mutated 75,4933

TCGA-A8-A06O-01 PRKD1 Not Mutated 83,6237 TCGA-A8-A06O-01 PRKD2 Not Mutated 1423,6424 TCGA-A8-A06O-01 PRKD3 Not Mutated 563,95

TCGA-A8-A06P-01 PRKD1 Not Mutated 151,6854 TCGA-A8-A06P-01 PRKD2 Not Mutated 1107,4025 TCGA-A8-A06P-01 PRKD3 Not Mutated 483,4765

TCGA-A8-A06Q-01 PRKD1 Not Mutated 7,4401 TCGA-A8-A06Q-01 PRKD2 Not Mutated 573,1607 TCGA-A8-A06Q-01 PRKD3 Not Mutated 301,4605

TCGA-A8-A06R-01 PRKD1 Not Mutated 163,0071 TCGA-A8-A06R-01 PRKD2 Not Mutated 1123,3397 TCGA-A8-A06R-01 PRKD3 Not Mutated 959,2482

TCGA-A8-A06T-01 PRKD1 Not Mutated 67,022 TCGA-A8-A06T-01 PRKD2 Not Mutated 1048,5876 TCGA-A8-A06T-01 PRKD3 Not Mutated 450,4628

TCGA-A8-A06U-01 PRKD1 Not Mutated 44,3407 TCGA-A8-A06U-01 PRKD2 Not Mutated 1314,2746 TCGA-A8-A06U-01 PRKD3 Not Mutated 635,9393

TCGA-A8-A06X-01 PRKD1 Not Mutated 45,7029 TCGA-A8-A06X-01 PRKD2 Not Mutated 1233,4824 TCGA-A8-A06X-01 PRKD3 Not Mutated 250,3726

TCGA-A8-A06Y-01 PRKD1 Not Mutated 32,7156 TCGA-A8-A06Y-01 PRKD2 Not Mutated 1297,8569 TCGA-A8-A06Y-01 PRKD3 Not Mutated 512,6825

TCGA-A8-A06Z-01 PRKD1 Not Mutated 22,2912 TCGA-A8-A06Z-01 PRKD2 Not Mutated 1011,7155 TCGA-A8-A06Z-01 PRKD3 Not Mutated 124,1213

TCGA-A8-A075-01 PRKD1 Not Mutated 85,6938 TCGA-A8-A075-01 PRKD2 Not Mutated 1337,0384 TCGA-A8-A075-01 PRKD3 Not Mutated 1157,4041

TCGA-A8-A076-01 PRKD1 Not Mutated 125 TCGA-A8-A076-01 PRKD2 Not Mutated 969,4976 TCGA-A8-A076-01 PRKD3 Not Mutated 952,7512

TCGA-A8-A079-01 PRKD1 Not Mutated 19,6527 TCGA-A8-A079-01 PRKD2 Not Mutated 986,3617 TCGA-A8-A079-01 PRKD3 Not Mutated 143,6679

TCGA-A8-A07B-01 PRKD1 Not Mutated 72,6965 TCGA-A8-A07B-01 PRKD2 Not Mutated 1355,0296 TCGA-A8-A07B-01 PRKD3 Not Mutated 251,9019

TCGA-A8-A07C-01 PRKD1 Not Mutated 70,2128 TCGA-A8-A07C-01 PRKD2 Not Mutated 787,234 TCGA-A8-A07C-01 PRKD3 Not Mutated 10653,9894

TCGA-A8-A07E-01 PRKD1 Not Mutated 139,8281 TCGA-A8-A07E-01 PRKD2 Not Mutated 1200,5731 TCGA-A8-A07E-01 PRKD3 Not Mutated 1485,9599

TCGA-A8-A07F-01 PRKD1 Not Mutated 85,8646 TCGA-A8-A07F-01 PRKD2 Not Mutated 1038,6577 TCGA-A8-A07F-01 PRKD3 Not Mutated 501,1068

TCGA-A8-A07G-01 PRKD1 Not Mutated 279,8764 TCGA-A8-A07G-01 PRKD2 Not Mutated 1007,8984 TCGA-A8-A07G-01 PRKD3 Not Mutated 1169,6429

TCGA-A8-A07I-01 PRKD1 Not Mutated 115,533 TCGA-A8-A07I-01 PRKD2 Not Mutated 1304,8176 TCGA-A8-A07I-01 PRKD3 Not Mutated 801,6757

TCGA-A8-A07J-01 PRKD1 Not Mutated 154,1116 TCGA-A8-A07J-01 PRKD2 Not Mutated 1296,3772 TCGA-A8-A07J-01 PRKD3 Not Mutated 716,7338

TCGA-A8-A07L-01 PRKD1 Not Mutated 99,0404 TCGA-A8-A07L-01 PRKD2 Not Mutated 1271,4188 TCGA-A8-A07L-01 PRKD3 Not Mutated 921,8643

TCGA-A8-A07O-01 PRKD1 Not Mutated 28,11 TCGA-A8-A07O-01 PRKD2 Not Mutated 341,8062 TCGA-A8-A07O-01 PRKD3 Not Mutated 1714,4139

TCGA-A8-A07P-01 PRKD1 Not Mutated 80,8569 TCGA-A8-A07P-01 PRKD2 Not Mutated 797,8576 TCGA-A8-A07P-01 PRKD3 Not Mutated 534,2087

TCGA-A8-A07R-01 PRKD1 Not Mutated 49,8199 TCGA-A8-A07R-01 PRKD2 Not Mutated 1835,2341 TCGA-A8-A07R-01 PRKD3 Not Mutated 982,593

TCGA-A8-A07U-01 PRKD1 Not Mutated 63,5882 TCGA-A8-A07U-01 PRKD2 Not Mutated 1660,4911 TCGA-A8-A07U-01 PRKD3 Not Mutated 1559,7099

TCGA-A8-A07W-01 PRKD1 Not Mutated 58,7908 TCGA-A8-A07W-01 PRKD2 Not Mutated 938,7463 TCGA-A8-A07W-01 PRKD3 Not Mutated 457,2972

TCGA-A8-A07Z-01 PRKD1 Not Mutated 19,6525 TCGA-A8-A07Z-01 PRKD2 Not Mutated 1926,4334 TCGA-A8-A07Z-01 PRKD3 Not Mutated 643,1271

TCGA-A8-A082-01 PRKD1 Not Mutated 134,4 TCGA-A8-A082-01 PRKD2 Not Mutated 704,8 TCGA-A8-A082-01 PRKD3 Not Mutated 437,2

TCGA-A8-A083-01 PRKD1 Not Mutated 19,4805 TCGA-A8-A083-01 PRKD2 Not Mutated 1283,1169 TCGA-A8-A083-01 PRKD3 Not Mutated 612,987

TCGA-A8-A084-01 PRKD1 Not Mutated 51,8225 TCGA-A8-A084-01 PRKD2 Not Mutated 1520,642 TCGA-A8-A084-01 PRKD3 Not Mutated 1030,6487

TCGA-A8-A085-01 PRKD1 Not Mutated 62,8703 TCGA-A8-A085-01 PRKD2 Not Mutated 981,018 TCGA-A8-A085-01 PRKD3 Not Mutated 269,8585

TCGA-A8-A086-01 PRKD1 Not Mutated 154,6996 TCGA-A8-A086-01 PRKD2 Not Mutated 810,3758 TCGA-A8-A086-01 PRKD3 Not Mutated 483,7878

TCGA-A8-A08A-01 PRKD1 Not Mutated 74,8955 TCGA-A8-A08A-01 PRKD2 Not Mutated 1302,5297 TCGA-A8-A08A-01 PRKD3 Not Mutated 784,4123

TCGA-A8-A08B-01 PRKD1 Not Mutated 15,9011 TCGA-A8-A08B-01 PRKD2 Not Mutated 1004,417 TCGA-A8-A08B-01 PRKD3 Not Mutated 181,0954

TCGA-A8-A08C-01 PRKD1 Not Mutated 41,6526 TCGA-A8-A08C-01 PRKD2 Not Mutated 1179,4785 TCGA-A8-A08C-01 PRKD3 Not Mutated 677,2773

TCGA-A8-A08F-01 PRKD1 Not Mutated 50,1541 TCGA-A8-A08F-01 PRKD2 Not Mutated 584,4225 TCGA-A8-A08F-01 PRKD3 Not Mutated 391,0318

TCGA-A8-A08G-01 PRKD1 Not Mutated 83,5691 TCGA-A8-A08G-01 PRKD2 Not Mutated 1274,1386 TCGA-A8-A08G-01 PRKD3 Not Mutated 282,3359

TCGA-A8-A08H-01 PRKD1 Not Mutated 227,6423 TCGA-A8-A08H-01 PRKD2 Not Mutated 1100,7907 TCGA-A8-A08H-01 PRKD3 Not Mutated 1577,904

TCGA-A8-A08I-01 PRKD1 Not Mutated 216,6207 TCGA-A8-A08I-01 PRKD2 Not Mutated 1163,178 TCGA-A8-A08I-01 PRKD3 Not Mutated 1472,447

TCGA-A8-A08J-01 PRKD1 Not Mutated 106,7864 TCGA-A8-A08J-01 PRKD2 Not Mutated 1457,0858 TCGA-A8-A08J-01 PRKD3 Not Mutated 469,3945

TCGA-A8-A08L-01 PRKD1 Not Mutated 120,5584 TCGA-A8-A08L-01 PRKD2 Not Mutated 697,335 TCGA-A8-A08L-01 PRKD3 Not Mutated 1529,8223

TCGA-A8-A08O-01 PRKD1 Not Mutated 126,6271 TCGA-A8-A08O-01 PRKD2 Not Mutated 1335,416 TCGA-A8-A08O-01 PRKD3 Not Mutated 942,2056

TCGA-A8-A08P-01 PRKD1 Not Mutated 77,2014 TCGA-A8-A08P-01 PRKD2 Not Mutated 1178,1263 TCGA-A8-A08P-01 PRKD3 Not Mutated 459,5899

TCGA-A8-A08R-01 PRKD1 Not Mutated 61,1995 TCGA-A8-A08R-01 PRKD2 Not Mutated 692,1665 TCGA-A8-A08R-01 PRKD3 Not Mutated 2284,5777

TCGA-A8-A08S-01 PRKD1 Not Mutated 41,9355 TCGA-A8-A08S-01 PRKD2 Not Mutated 1434,5161 TCGA-A8-A08S-01 PRKD3 Not Mutated 624,1935

TCGA-A8-A08T-01 PRKD1 Not Mutated 93,5108 TCGA-A8-A08T-01 PRKD2 Not Mutated 928,7854 TCGA-A8-A08T-01 PRKD3 Not Mutated 318,4692

TCGA-A8-A08X-01 PRKD1 Not Mutated 191,5786 TCGA-A8-A08X-01 PRKD2 Not Mutated 1325,436 TCGA-A8-A08X-01 PRKD3 Not Mutated 508,6743

TCGA-A8-A08Z-01 PRKD1 Not Mutated 351,5013 TCGA-A8-A08Z-01 PRKD2 Not Mutated 784,9217 TCGA-A8-A08Z-01 PRKD3 Not Mutated 692,5587

TCGA-A8-A090-01 PRKD1 Not Mutated 62,5059 TCGA-A8-A090-01 PRKD2 Not Mutated 992,9398 TCGA-A8-A090-01 PRKD3 Not Mutated 459,3806

TCGA-A8-A091-01 PRKD1 Not Mutated 164,2595 TCGA-A8-A091-01 PRKD2 Not Mutated 837,9437 TCGA-A8-A091-01 PRKD3 Not Mutated 385,5569

TCGA-A8-A092-01 PRKD1 Not Mutated 82,6854 TCGA-A8-A092-01 PRKD2 Not Mutated 1103,7466 TCGA-A8-A092-01 PRKD3 Not Mutated 569,6757

TCGA-A8-A093-01 PRKD1 Not Mutated 78,2068 TCGA-A8-A093-01 PRKD2 Not Mutated 1309,8822 TCGA-A8-A093-01 PRKD3 Not Mutated 626,6361

TCGA-A8-A094-01 PRKD1 Not Mutated 93,0668 TCGA-A8-A094-01 PRKD2 Not Mutated 1006,8707 TCGA-A8-A094-01 PRKD3 Not Mutated 428,4822

TCGA-A8-A095-01 PRKD1 Not Mutated 63,3794 TCGA-A8-A095-01 PRKD2 Not Mutated 799,2655 TCGA-A8-A095-01 PRKD3 Not Mutated 704,0251

TCGA-A8-A096-01 PRKD1 Not Mutated 151,0972 TCGA-A8-A096-01 PRKD2 Not Mutated 1232,6019 TCGA-A8-A096-01 PRKD3 Not Mutated 645,977

TCGA-A8-A097-01 PRKD1 Not Mutated 155,9522 TCGA-A8-A097-01 PRKD2 Not Mutated 1142,7438 TCGA-A8-A097-01 PRKD3 Not Mutated 981,9011

TCGA-A8-A099-01 PRKD1 Not Mutated 31,408 TCGA-A8-A099-01 PRKD2 Not Mutated 1072,9305 TCGA-A8-A099-01 PRKD3 Not Mutated 1451,6902

TCGA-A8-A09A-01 PRKD1 Not Mutated 130,4939 TCGA-A8-A09A-01 PRKD2 Not Mutated 1160,3987 TCGA-A8-A09A-01 PRKD3 Not Mutated 917,082

TCGA-A8-A09B-01 PRKD1 Not Mutated 77,6715 TCGA-A8-A09B-01 PRKD2 Not Mutated 1431,8716 TCGA-A8-A09B-01 PRKD3 Not Mutated 448,2653

TCGA-A8-A09C-01 PRKD1 Not Mutated 68,8855 TCGA-A8-A09C-01 PRKD2 Not Mutated 865,1736 TCGA-A8-A09C-01 PRKD3 Not Mutated 590,3453

TCGA-A8-A09D-01 PRKD1 Not Mutated 135,5253 TCGA-A8-A09D-01 PRKD2 Not Mutated 963,9134 TCGA-A8-A09D-01 PRKD3 Not Mutated 990,7779

TCGA-A8-A09E-01 PRKD1 Not Mutated 31,777 TCGA-A8-A09E-01 PRKD2 Not Mutated 1332,3077 TCGA-A8-A09E-01 PRKD3 Not Mutated 116,6447

TCGA-A8-A09G-01 PRKD1 Not Mutated 37,3431 TCGA-A8-A09G-01 PRKD2 Not Mutated 680,1347 TCGA-A8-A09G-01 PRKD3 Not Mutated 719,6204

TCGA-A8-A09I-01 PRKD1 Not Mutated 60,873 TCGA-A8-A09I-01 PRKD2 Not Mutated 1038,2459 TCGA-A8-A09I-01 PRKD3 Not Mutated 440,5286

TCGA-A8-A09K-01 PRKD1 Not Mutated 12,2324 TCGA-A8-A09K-01 PRKD2 Not Mutated 825,4772 TCGA-A8-A09K-01 PRKD3 Not Mutated 212,591

TCGA-A8-A09M-01 PRKD1 Not Mutated 47,3015 TCGA-A8-A09M-01 PRKD2 Not Mutated 972,7038 TCGA-A8-A09M-01 PRKD3 Not Mutated 275,6291

TCGA-A8-A09N-01 PRKD1 Not Mutated 50,1855 TCGA-A8-A09N-01 PRKD2 Not Mutated 1066,5503 TCGA-A8-A09N-01 PRKD3 Not Mutated 328,1693

TCGA-A8-A09Q-01 PRKD1 Not Mutated 65,4236 TCGA-A8-A09Q-01 PRKD2 Not Mutated 793,5885 TCGA-A8-A09Q-01 PRKD3 Not Mutated 537,455

TCGA-A8-A09R-01 PRKD1 Not Mutated 108,2404 TCGA-A8-A09R-01 PRKD2 Not Mutated 1279,8849 TCGA-A8-A09R-01 PRKD3 Not Mutated 1060,5254

TCGA-A8-A09T-01 PRKD1 Not Mutated 73,1132 TCGA-A8-A09T-01 PRKD2 Not Mutated 819,1824 TCGA-A8-A09T-01 PRKD3 Not Mutated 263,3648

TCGA-A8-A09V-01 PRKD1 Not Mutated 136,1012 TCGA-A8-A09V-01 PRKD2 Not Mutated 1072,3123 TCGA-A8-A09V-01 PRKD3 Not Mutated 508,9359

TCGA-A8-A09W-01 PRKD1 Not Mutated 56,1904 TCGA-A8-A09W-01 PRKD2 Not Mutated 676,8005 TCGA-A8-A09W-01 PRKD3 Not Mutated 1092,3577

TCGA-A8-A09X-01 PRKD1 Not Mutated 84,0319 TCGA-A8-A09X-01 PRKD2 Not Mutated 779,0541 TCGA-A8-A09X-01 PRKD3 Not Mutated 678,4642

TCGA-A8-A09Z-01 PRKD1 Not Mutated 11,0635 TCGA-A8-A09Z-01 PRKD2 Not Mutated 2412,9193 TCGA-A8-A09Z-01 PRKD3 Not Mutated 182,7266

TCGA-A8-A0A1-01 PRKD1 Not Mutated 87,3494 TCGA-A8-A0A1-01 PRKD2 Not Mutated 1106,9277 TCGA-A8-A0A1-01 PRKD3 Not Mutated 1140,5622

TCGA-A8-A0A2-01 PRKD1 Not Mutated 107,0796 TCGA-A8-A0A2-01 PRKD2 Not Mutated 905,3097 TCGA-A8-A0A2-01 PRKD3 Not Mutated 473,1563

TCGA-A8-A0A4-01 PRKD1 Not Mutated 181,4973 TCGA-A8-A0A4-01 PRKD2 Not Mutated 1202,1475 TCGA-A8-A0A4-01 PRKD3 Not Mutated 759,9383

TCGA-A8-A0A7-01 PRKD1 Not Mutated 174,7154 TCGA-A8-A0A7-01 PRKD2 Not Mutated 1872,0063 TCGA-A8-A0A7-01 PRKD3 Not Mutated 1225,3632

TCGA-A8-A0A9-01 PRKD1 Not Mutated 80,8436 TCGA-A8-A0A9-01 PRKD2 Not Mutated 1778,8518 TCGA-A8-A0A9-01 PRKD3 Not Mutated 802,2847

TCGA-A8-A0AB-01 PRKD1 Not Mutated 39,1811 TCGA-A8-A0AB-01 PRKD2 Not Mutated 904,775 TCGA-A8-A0AB-01 PRKD3 Not Mutated 1325,4567

TCGA-A8-A0AD-01 PRKD1 Not Mutated 140,305 TCGA-A8-A0AD-01 PRKD2 Not Mutated 598,6928 TCGA-A8-A0AD-01 PRKD3 Not Mutated 537,6906

TCGA-AC-A23C-01 PRKD1 Not Mutated 101,9702 TCGA-AC-A23C-01 PRKD2 Not Mutated 637,0883 TCGA-AC-A23C-01 PRKD3 Not Mutated 539,0284

TCGA-AC-A23E-01 PRKD1 Not Mutated 354,3259 TCGA-AC-A23E-01 PRKD2 Not Mutated 754,2036 TCGA-AC-A23E-01 PRKD3 Not Mutated 1145,827

TCGA-AC-A23G-01 PRKD1 Not Mutated 312,5 TCGA-AC-A23G-01 PRKD2 Not Mutated 1452,7616 TCGA-AC-A23G-01 PRKD3 Not Mutated 867,0058

TCGA-AC-A2B8-01 PRKD1 Not Mutated 176,6188 TCGA-AC-A2B8-01 PRKD2 Not Mutated 1101,5369 TCGA-AC-A2B8-01 PRKD3 Not Mutated 721,5923

TCGA-AC-A2BK-01 PRKD1 Not Mutated 7,6751 TCGA-AC-A2BK-01 PRKD2 Not Mutated 864,087 TCGA-AC-A2BK-01 PRKD3 Not Mutated 4225,1359

TCGA-AC-A2BM-01 PRKD1 Not Mutated 54,856 TCGA-AC-A2BM-01 PRKD2 Not Mutated 1061,9286 TCGA-AC-A2BM-01 PRKD3 Not Mutated 557,1848

TCGA-AC-A2FB-01 PRKD1 Not Mutated 199,692 TCGA-AC-A2FB-01 PRKD2 Not Mutated 1459,7617 TCGA-AC-A2FB-01 PRKD3 Not Mutated 1024,7184

TCGA-AC-A2FE-01 PRKD1 Not Mutated 92,5195 TCGA-AC-A2FE-01 PRKD2 Not Mutated 1563,2397 TCGA-AC-A2FE-01 PRKD3 Not Mutated 757,1749

TCGA-AC-A2FF-01 PRKD1 Not Mutated 284,7021 TCGA-AC-A2FF-01 PRKD2 Not Mutated 1130,1127 TCGA-AC-A2FF-01 PRKD3 Not Mutated 1493,3977

TCGA-AC-A2FG-01 PRKD1 Not Mutated 149,0023 TCGA-AC-A2FG-01 PRKD2 Not Mutated 1247,9917 TCGA-AC-A2FG-01 PRKD3 Not Mutated 649,391

TCGA-AC-A2FK-01 PRKD1 Not Mutated 305,9137 TCGA-AC-A2FK-01 PRKD2 Not Mutated 1075,1445 TCGA-AC-A2FK-01 PRKD3 Not Mutated 1368,6083

TCGA-AC-A2FM-01 PRKD1 Not Mutated 35,416 TCGA-AC-A2FM-01 PRKD2 Not Mutated 939,1914 TCGA-AC-A2FM-01 PRKD3 Not Mutated 307,3839

TCGA-AC-A2FO-01 PRKD1 Not Mutated 138,8673 TCGA-AC-A2FO-01 PRKD2 Not Mutated 1320,4034 TCGA-AC-A2FO-01 PRKD3 Not Mutated 1036,0745

TCGA-AC-A2QH-01 PRKD1 Not Mutated 191,2613 TCGA-AC-A2QH-01 PRKD2 Not Mutated 1468,2605 TCGA-AC-A2QH-01 PRKD3 Not Mutated 1619,9505

TCGA-AC-A2QI-01 PRKD1 Not Mutated 103,2566 TCGA-AC-A2QI-01 PRKD2 Not Mutated 1350,5957 TCGA-AC-A2QI-01 PRKD3 Not Mutated 539,4758

TCGA-AC-A2QJ-01 PRKD1 Not Mutated 62,2431 TCGA-AC-A2QJ-01 PRKD2 Not Mutated 1680,5637 TCGA-AC-A2QJ-01 PRKD3 Not Mutated 454,4921

TCGA-AC-A3BB-01 PRKD1 Not Mutated 163,6051 TCGA-AC-A3BB-01 PRKD2 Not Mutated 1706,9948 TCGA-AC-A3BB-01 PRKD3 Not Mutated 620,0344

TCGA-AC-A3EH-01 PRKD1 Not Mutated 84,6579 TCGA-AC-A3EH-01 PRKD2 Not Mutated 1784,0359 TCGA-AC-A3EH-01 PRKD3 Not Mutated 410,85

TCGA-AC-A3HN-01 PRKD1 Not Mutated 138,7857 TCGA-AC-A3HN-01 PRKD2 Not Mutated 1781,8287 TCGA-AC-A3HN-01 PRKD3 Not Mutated 1063,4088

TCGA-AC-A3OD-01 PRKD1 Not Mutated 83,6167 TCGA-AC-A3OD-01 PRKD2 Not Mutated 1341,0682 TCGA-AC-A3OD-01 PRKD3 Not Mutated 773,1546

TCGA-AC-A3QP-01 PRKD1 Not Mutated 95,9113 TCGA-AC-A3QP-01 PRKD2 Not Mutated 1491,4024 TCGA-AC-A3QP-01 PRKD3 Not Mutated 450,5159

TCGA-AC-A3TM-01 PRKD1 Not Mutated 67,1915 TCGA-AC-A3TM-01 PRKD2 Not Mutated 1970,3449 TCGA-AC-A3TM-01 PRKD3 Not Mutated 272,8519

TCGA-AC-A3TN-01 PRKD1 Not Mutated 47,619 TCGA-AC-A3TN-01 PRKD2 Not Mutated 1826,0217 TCGA-AC-A3TN-01 PRKD3 Not Mutated 216,7229

TCGA-AC-A3W5-01 PRKD1 Not Mutated 158,7824 TCGA-AC-A3W5-01 PRKD2 Not Mutated 1815,7137 TCGA-AC-A3W5-01 PRKD3 Not Mutated 953,1057

TCGA-AC-A3W6-01 PRKD1 Not Mutated 181,666 TCGA-AC-A3W6-01 PRKD2 Not Mutated 1892,005 TCGA-AC-A3W6-01 PRKD3 Not Mutated 587,275

TCGA-AC-A3W7-01 PRKD1 Not Mutated 97,3929 TCGA-AC-A3W7-01 PRKD2 Not Mutated 1735,0914 TCGA-AC-A3W7-01 PRKD3 Not Mutated 482,769

TCGA-AC-A3YI-01 PRKD1 Not Mutated 254,6234 TCGA-AC-A3YI-01 PRKD2 Not Mutated 1149,784 TCGA-AC-A3YI-01 PRKD3 Not Mutated 889,1928

TCGA-AC-A3YJ-01 PRKD1 Not Mutated 36,0101 TCGA-AC-A3YJ-01 PRKD2 Not Mutated 1491,2976 TCGA-AC-A3YJ-01 PRKD3 Not Mutated 268,8753

TCGA-AC-A5EH-01 PRKD1 Not Mutated 169,8969 TCGA-AC-A5EH-01 PRKD2 Not Mutated 1383,0928 TCGA-AC-A5EH-01 PRKD3 Not Mutated 789,6907

TCGA-AC-A5XS-01 PRKD1 Not Mutated 47,8482 TCGA-AC-A5XS-01 PRKD2 Not Mutated 1611,045 TCGA-AC-A5XS-01 PRKD3 Not Mutated 380,4631

TCGA-AC-A5XU-01 PRKD1 Not Mutated 135,3033 TCGA-AC-A5XU-01 PRKD2 Not Mutated 2700,2333 TCGA-AC-A5XU-01 PRKD3 Not Mutated 289,2691

TCGA-AC-A62X-01 PRKD1 Not Mutated 20,8182 TCGA-AC-A62X-01 PRKD2 Not Mutated 1940,6683 TCGA-AC-A62X-01 PRKD3 Not Mutated 846,8825

TCGA-AC-A62Y-01 PRKD1 Not Mutated 42,4392 TCGA-AC-A62Y-01 PRKD2 Not Mutated 1227,0293 TCGA-AC-A62Y-01 PRKD3 Not Mutated 454,8826

TCGA-AN-A03X-01 PRKD1 Not Mutated 162,0156 TCGA-AN-A03X-01 PRKD2 Not Mutated 880,2424 TCGA-AN-A03X-01 PRKD3 Not Mutated 727,7946

TCGA-AN-A03Y-01 PRKD1 Not Mutated 53,2333 TCGA-AN-A03Y-01 PRKD2 Not Mutated 1112,8975 TCGA-AN-A03Y-01 PRKD3 Not Mutated 373,7049

TCGA-AN-A041-01 PRKD1 Not Mutated 171,6467 TCGA-AN-A041-01 PRKD2 Not Mutated 978,4197 TCGA-AN-A041-01 PRKD3 Not Mutated 570,3851

TCGA-AN-A049-01 PRKD1 Not Mutated 72,2531 TCGA-AN-A049-01 PRKD2 Not Mutated 2024,7969 TCGA-AN-A049-01 PRKD3 Not Mutated 521,5904

TCGA-AN-A04A-01 PRKD1 Not Mutated 225,1401 TCGA-AN-A04A-01 PRKD2 Not Mutated 878,8515 TCGA-AN-A04A-01 PRKD3 Not Mutated 515,7563

TCGA-AN-A04C-01 PRKD1 Not Mutated 33,6939 TCGA-AN-A04C-01 PRKD2 Not Mutated 1145,5932 TCGA-AN-A04C-01 PRKD3 Not Mutated 183,3658

TCGA-AN-A04D-01 PRKD1 Not Mutated 8,926 TCGA-AN-A04D-01 PRKD2 Not Mutated 767,0602 TCGA-AN-A04D-01 PRKD3 Not Mutated 729,6286

TCGA-AN-A0AJ-01 PRKD1 Not Mutated 59,514 TCGA-AN-A0AJ-01 PRKD2 Not Mutated 1092,486 TCGA-AN-A0AJ-01 PRKD3 Not Mutated 1205,8318

TCGA-AN-A0AK-01 PRKD1 Not Mutated 15,5332 TCGA-AN-A0AK-01 PRKD2 Not Mutated 1504,618 TCGA-AN-A0AK-01 PRKD3 Not Mutated 786,314

TCGA-AN-A0AL-01 PRKD1 Not Mutated 121,9807 TCGA-AN-A0AL-01 PRKD2 Not Mutated 1590,5797 TCGA-AN-A0AL-01 PRKD3 Not Mutated 1421,095

TCGA-AN-A0AM-01 PRKD1 Not Mutated 97,2812 TCGA-AN-A0AM-01 PRKD2 Not Mutated 1436,5537 TCGA-AN-A0AM-01 PRKD3 Not Mutated 957,1213

TCGA-AN-A0AR-01 PRKD1 Not Mutated 116,1302 TCGA-AN-A0AR-01 PRKD2 Not Mutated 1439,0046 TCGA-AN-A0AR-01 PRKD3 Not Mutated 1049,1389

TCGA-AN-A0AS-01 PRKD1 Not Mutated 152,7371 TCGA-AN-A0AS-01 PRKD2 Not Mutated 885,7851 TCGA-AN-A0AS-01 PRKD3 Not Mutated 540,6623

TCGA-AN-A0AT-01 PRKD1 Not Mutated 93,6869 TCGA-AN-A0AT-01 PRKD2 Not Mutated 681,7527 TCGA-AN-A0AT-01 PRKD3 Not Mutated 1563,2747

TCGA-AN-A0FD-01 PRKD1 Not Mutated 133,5842 TCGA-AN-A0FD-01 PRKD2 Not Mutated 1581,3735 TCGA-AN-A0FD-01 PRKD3 Not Mutated 627,9398

TCGA-AN-A0FF-01 PRKD1 Not Mutated 48,5875 TCGA-AN-A0FF-01 PRKD2 Not Mutated 1322,5361 TCGA-AN-A0FF-01 PRKD3 Not Mutated 330,9101

TCGA-AN-A0FJ-01 PRKD1 Not Mutated 237,0948 TCGA-AN-A0FJ-01 PRKD2 Not Mutated 948,9796 TCGA-AN-A0FJ-01 PRKD3 Not Mutated 2210,6843

TCGA-AN-A0FK-01 PRKD1 Not Mutated 50,2466 TCGA-AN-A0FK-01 PRKD2 Not Mutated 1616,8233 TCGA-AN-A0FK-01 PRKD3 Not Mutated 540,8021

TCGA-AN-A0FL-01 PRKD1 Not Mutated 28,5583 TCGA-AN-A0FL-01 PRKD2 Not Mutated 2291,1101 TCGA-AN-A0FL-01 PRKD3 Not Mutated 633,8093

TCGA-AN-A0FN-01 PRKD1 Not Mutated 389,4094 TCGA-AN-A0FN-01 PRKD2 Not Mutated 1170,2511 TCGA-AN-A0FN-01 PRKD3 Not Mutated 1483,1273

TCGA-AN-A0FS-01 PRKD1 Not Mutated 170,4282 TCGA-AN-A0FS-01 PRKD2 Not Mutated 1194,2634 TCGA-AN-A0FS-01 PRKD3 Not Mutated 553,0686

TCGA-AN-A0FT-01 PRKD1 Not Mutated 58,9529 TCGA-AN-A0FT-01 PRKD2 Not Mutated 1465,5193 TCGA-AN-A0FT-01 PRKD3 Not Mutated 231,66

TCGA-AN-A0FV-01 PRKD1 Not Mutated 128,6606 TCGA-AN-A0FV-01 PRKD2 Not Mutated 892,1747 TCGA-AN-A0FV-01 PRKD3 Not Mutated 603,7446

TCGA-AN-A0FW-01 PRKD1 Not Mutated 51,7779 TCGA-AN-A0FW-01 PRKD2 Not Mutated 1149,0954 TCGA-AN-A0FW-01 PRKD3 Not Mutated 531,1915

TCGA-AN-A0FX-01 PRKD1 Not Mutated 147,3684 TCGA-AN-A0FX-01 PRKD2 Not Mutated 1440,5104 TCGA-AN-A0FX-01 PRKD3 Not Mutated 2561,0845

TCGA-AN-A0FY-01 PRKD1 Not Mutated 108,3141 TCGA-AN-A0FY-01 PRKD2 Not Mutated 846,3737 TCGA-AN-A0FY-01 PRKD3 Not Mutated 919,0366

TCGA-AN-A0FZ-01 PRKD1 Not Mutated 103,1576 TCGA-AN-A0FZ-01 PRKD2 Not Mutated 955,3403 TCGA-AN-A0FZ-01 PRKD3 Not Mutated 280,0352

TCGA-AN-A0G0-01 PRKD1 Not Mutated 92,6211 TCGA-AN-A0G0-01 PRKD2 Not Mutated 1184,143 TCGA-AN-A0G0-01 PRKD3 Not Mutated 1936,5428

TCGA-AN-A0XL-01 PRKD1 Not Mutated 103,672 TCGA-AN-A0XL-01 PRKD2 Not Mutated 1049,0711 TCGA-AN-A0XL-01 PRKD3 Not Mutated 676,6752

TCGA-AN-A0XN-01 PRKD1 Not Mutated 211,208 TCGA-AN-A0XN-01 PRKD2 Not Mutated 716,812 TCGA-AN-A0XN-01 PRKD3 Not Mutated 940,4732

TCGA-AN-A0XO-01 PRKD1 Not Mutated 132,1868 TCGA-AN-A0XO-01 PRKD2 Not Mutated 1139,0804 TCGA-AN-A0XO-01 PRKD3 Not Mutated 322,6494

TCGA-AN-A0XP-01 PRKD1 Not Mutated 85,209 TCGA-AN-A0XP-01 PRKD2 Not Mutated 1568,4887 TCGA-AN-A0XP-01 PRKD3 Not Mutated 905,7878

TCGA-AN-A0XR-01 PRKD1 Not Mutated 39,6858 TCGA-AN-A0XR-01 PRKD2 Not Mutated 1415,4609 TCGA-AN-A0XR-01 PRKD3 Not Mutated 292,6829

TCGA-AN-A0XS-01 PRKD1 Not Mutated 128,1576 TCGA-AN-A0XS-01 PRKD2 Not Mutated 1321,1344 TCGA-AN-A0XS-01 PRKD3 Not Mutated 412,9158

TCGA-AN-A0XT-01 PRKD1 Not Mutated 94,478 TCGA-AN-A0XT-01 PRKD2 Not Mutated 1170,4055 TCGA-AN-A0XT-01 PRKD3 Not Mutated 459,8792

TCGA-AN-A0XU-01 PRKD1 Not Mutated 99,5865 TCGA-AN-A0XU-01 PRKD2 Not Mutated 1052,3777 TCGA-AN-A0XU-01 PRKD3 Not Mutated 3199,5176

TCGA-AN-A0XV-01 PRKD1 Not Mutated 164,5746 TCGA-AN-A0XV-01 PRKD2 Not Mutated 851,1158 TCGA-AN-A0XV-01 PRKD3 Not Mutated 716,8759

TCGA-AN-A0XW-01 PRKD1 Not Mutated 422,0969 TCGA-AN-A0XW-01 PRKD2 Not Mutated 1228,5548 TCGA-AN-A0XW-01 PRKD3 Not Mutated 659,7938

TCGA-AO-A03L-01 PRKD1 Not Mutated 107,4828 TCGA-AO-A03L-01 PRKD2 Not Mutated 867,138 TCGA-AO-A03L-01 PRKD3 Not Mutated 847,6258

TCGA-AO-A03M-01 PRKD1 Not Mutated 60,1363 TCGA-AO-A03M-01 PRKD2 Not Mutated 1726,313 TCGA-AO-A03M-01 PRKD3 Not Mutated 724,5757

TCGA-AO-A03N-01 PRKD1 Not Mutated 80,6209 TCGA-AO-A03N-01 PRKD2 Not Mutated 639,9599 TCGA-AO-A03N-01 PRKD3 Not Mutated 228,3425

TCGA-AO-A03O-01 PRKD1 Not Mutated 524,4541 TCGA-AO-A03O-01 PRKD2 Not Mutated 2440,6114 TCGA-AO-A03O-01 PRKD3 Not Mutated 828,821

TCGA-AO-A03P-01 PRKD1 Not Mutated 61,4409 TCGA-AO-A03P-01 PRKD2 Not Mutated 674,5137 TCGA-AO-A03P-01 PRKD3 Not Mutated 530,2613

TCGA-AO-A03R-01 PRKD1 Not Mutated 54,7488 TCGA-AO-A03R-01 PRKD2 Not Mutated 789,1838 TCGA-AO-A03R-01 PRKD3 Not Mutated 182,2734

TCGA-AO-A03T-01 PRKD1 Not Mutated 53,4773 TCGA-AO-A03T-01 PRKD2 Not Mutated 1226,3787 TCGA-AO-A03T-01 PRKD3 Not Mutated 234,4774

TCGA-AO-A03U-01 PRKD1 Not Mutated 156,8508 TCGA-AO-A03U-01 PRKD2 Not Mutated 862,069 TCGA-AO-A03U-01 PRKD3 Not Mutated 1180,0427

TCGA-AO-A03V-01 PRKD1 Not Mutated 124,7059 TCGA-AO-A03V-01 PRKD2 Not Mutated 798,8235 TCGA-AO-A03V-01 PRKD3 Not Mutated 816,0784

TCGA-AO-A0J2-01 PRKD1 Not Mutated 35,3327 TCGA-AO-A0J2-01 PRKD2 Not Mutated 963,1002 TCGA-AO-A0J2-01 PRKD3 Not Mutated 1668,0439

TCGA-AO-A0J3-01 PRKD1 Not Mutated 14,6593 TCGA-AO-A0J3-01 PRKD2 Not Mutated 1004,7829 TCGA-AO-A0J3-01 PRKD3 Not Mutated 88,4527

TCGA-AO-A0J4-01 PRKD1 Not Mutated 60,9266 TCGA-AO-A0J4-01 PRKD2 Not Mutated 1149,9586 TCGA-AO-A0J4-01 PRKD3 Not Mutated 2280,7979

TCGA-AO-A0J5-01 PRKD1 Not Mutated 205,7752 TCGA-AO-A0J5-01 PRKD2 Not Mutated 1014,5781 TCGA-AO-A0J5-01 PRKD3 Not Mutated 913,6529

TCGA-AO-A0J6-01 PRKD1 Not Mutated 58,9775 TCGA-AO-A0J6-01 PRKD2 Not Mutated 1217,5911 TCGA-AO-A0J6-01 PRKD3 Not Mutated 1091,9768

TCGA-AO-A0J7-01 PRKD1 Not Mutated 38,3101 TCGA-AO-A0J7-01 PRKD2 Not Mutated 1133,9062 TCGA-AO-A0J7-01 PRKD3 Not Mutated 161,1171

TCGA-AO-A0J8-01 PRKD1 Not Mutated 58,6209 TCGA-AO-A0J8-01 PRKD2 Not Mutated 1620,5925 TCGA-AO-A0J8-01 PRKD3 Not Mutated 348,2182

TCGA-AO-A0J9-01 PRKD1 Not Mutated 127,3911 TCGA-AO-A0J9-01 PRKD2 Not Mutated 1082,2141 TCGA-AO-A0J9-01 PRKD3 Not Mutated 676,0277

TCGA-AO-A0JA-01 PRKD1 Not Mutated 162,7538 TCGA-AO-A0JA-01 PRKD2 Not Mutated 1009,7087 TCGA-AO-A0JA-01 PRKD3 Not Mutated 1138,5702

TCGA-AO-A0JB-01 PRKD1 Not Mutated 64,2955 TCGA-AO-A0JB-01 PRKD2 Not Mutated 1445,9644 TCGA-AO-A0JB-01 PRKD3 Not Mutated 273,5978

TCGA-AO-A0JC-01 PRKD1 Not Mutated 51,6637 TCGA-AO-A0JC-01 PRKD2 Not Mutated 2624,3433 TCGA-AO-A0JC-01 PRKD3 Not Mutated 1728,9842

TCGA-AO-A0JD-01 PRKD1 Not Mutated 15,0503 TCGA-AO-A0JD-01 PRKD2 Not Mutated 571,1598 TCGA-AO-A0JD-01 PRKD3 Not Mutated 643,4014

TCGA-AO-A0JE-01 PRKD1 Not Mutated 231,643 TCGA-AO-A0JE-01 PRKD2 Not Mutated 974,0365 TCGA-AO-A0JE-01 PRKD3 Not Mutated 509,5335

TCGA-AO-A0JF-01 PRKD1 Not Mutated 171,4066 TCGA-AO-A0JF-01 PRKD2 Not Mutated 1007,6864 TCGA-AO-A0JF-01 PRKD3 Not Mutated 1532,2829

TCGA-AO-A0JI-01 PRKD1 Not Mutated 41,2722 TCGA-AO-A0JI-01 PRKD2 Not Mutated 1049,2238 TCGA-AO-A0JI-01 PRKD3 Not Mutated 291,5562

TCGA-AO-A0JJ-01 PRKD1 Not Mutated 103,3489 TCGA-AO-A0JJ-01 PRKD2 Not Mutated 1223,2625 TCGA-AO-A0JJ-01 PRKD3 Not Mutated 775,2971

TCGA-AO-A0JL-01 PRKD1 Not Mutated 61,1324 TCGA-AO-A0JL-01 PRKD2 Not Mutated 729,9214 TCGA-AO-A0JL-01 PRKD3 Not Mutated 723,1969

TCGA-AO-A0JM-01 PRKD1 Not Mutated 76,7974 TCGA-AO-A0JM-01 PRKD2 Not Mutated 887,2549 TCGA-AO-A0JM-01 PRKD3 Not Mutated 256,5359

TCGA-AO-A124-01 PRKD1 Not Mutated 18,3237 TCGA-AO-A124-01 PRKD2 Not Mutated 735,2373 TCGA-AO-A124-01 PRKD3 Not Mutated 1817,1928

TCGA-AO-A126-01 PRKD1 Not Mutated 213,9333 TCGA-AO-A126-01 PRKD2 Not Mutated 1293,8622 TCGA-AO-A126-01 PRKD3 Not Mutated 458,2593

TCGA-AO-A128-01 PRKD1 Not Mutated 42,3338 TCGA-AO-A128-01 PRKD2 Not Mutated 2331,3433 TCGA-AO-A128-01 PRKD3 Not Mutated 807,0556

TCGA-AO-A129-01 PRKD1 Not Mutated 89,9614 TCGA-AO-A129-01 PRKD2 Not Mutated 1628,9575 TCGA-AO-A129-01 PRKD3 Not Mutated 789,1892

TCGA-AO-A12A-01 PRKD1 Not Mutated 150,1194 TCGA-AO-A12A-01 PRKD2 Not Mutated 1490,2764 TCGA-AO-A12A-01 PRKD3 Not Mutated 885,7045

TCGA-AO-A12B-01 PRKD1 Not Mutated 18,1837 TCGA-AO-A12B-01 PRKD2 Not Mutated 1379,427 TCGA-AO-A12B-01 PRKD3 Not Mutated 613,1726

TCGA-AO-A12D-01 PRKD1 Not Mutated 183,5876 TCGA-AO-A12D-01 PRKD2 Not Mutated 1411,0297 TCGA-AO-A12D-01 PRKD3 Not Mutated 1728,223

TCGA-AO-A12E-01 PRKD1 Not Mutated 98,6339 TCGA-AO-A12E-01 PRKD2 Not Mutated 1113,6612 TCGA-AO-A12E-01 PRKD3 Not Mutated 518,306

TCGA-AO-A12F-01 PRKD1 Not Mutated 88,473 TCGA-AO-A12F-01 PRKD2 Not Mutated 990,8975 TCGA-AO-A12F-01 PRKD3 Not Mutated 1245,0872

TCGA-AO-A12G-01 PRKD1 Not Mutated 70,4 TCGA-AO-A12G-01 PRKD2 Not Mutated 1295,2 TCGA-AO-A12G-01 PRKD3 Not Mutated 412

TCGA-AO-A12H-01 PRKD1 Not Mutated 69,0903 TCGA-AO-A12H-01 PRKD2 Not Mutated 1343,642 TCGA-AO-A12H-01 PRKD3 Not Mutated 148,0507

TCGA-AO-A1KO-01 PRKD1 Not Mutated 199,7324 TCGA-AO-A1KO-01 PRKD2 Not Mutated 627,3001 TCGA-AO-A1KO-01 PRKD3 Not Mutated 1686,1827

TCGA-AO-A1KP-01 PRKD1 Not Mutated 221,1573 TCGA-AO-A1KP-01 PRKD2 Not Mutated 676,4032 TCGA-AO-A1KP-01 PRKD3 Not Mutated 303,7183

TCGA-AO-A1KR-01 PRKD1 Not Mutated 24,7492 TCGA-AO-A1KR-01 PRKD2 Not Mutated 2898,3278 TCGA-AO-A1KR-01 PRKD3 Not Mutated 250,8361

TCGA-AO-A1KS-01 PRKD1 Not Mutated 134,5121 TCGA-AO-A1KS-01 PRKD2 Not Mutated 652,0697 TCGA-AO-A1KS-01 PRKD3 Not Mutated 1574,8162

TCGA-AO-A1KT-01 PRKD1 Not Mutated 205,9531 TCGA-AO-A1KT-01 PRKD2 Not Mutated 822,9104 TCGA-AO-A1KT-01 PRKD3 Not Mutated 390,8599

TCGA-AQ-A04H-01 PRKD1 Not Mutated 50,8375 TCGA-AQ-A04H-01 PRKD2 Not Mutated 761,387 TCGA-AQ-A04H-01 PRKD3 Not Mutated 749,9265

TCGA-AQ-A04J-01 PRKD1 Not Mutated 210,7268 TCGA-AQ-A04J-01 PRKD2 Not Mutated 1284,9889 TCGA-AQ-A04J-01 PRKD3 Not Mutated 2223,4211

TCGA-AQ-A04L-01 PRKD1 Not Mutated 101,292 TCGA-AQ-A04L-01 PRKD2 Not Mutated 436,5891 TCGA-AQ-A04L-01 PRKD3 Not Mutated 271,6279

TCGA-AQ-A0Y5-01 PRKD1 Not Mutated 242,5205 TCGA-AQ-A0Y5-01 PRKD2 Not Mutated 395,3755 TCGA-AQ-A0Y5-01 PRKD3 Not Mutated 817,2271

TCGA-AQ-A1H2-01 PRKD1 Not Mutated 39,6387 TCGA-AQ-A1H2-01 PRKD2 Not Mutated 1558,4546 TCGA-AQ-A1H2-01 PRKD3 Not Mutated 523,3317

TCGA-AQ-A1H3-01 PRKD1 Not Mutated 128,723 TCGA-AQ-A1H3-01 PRKD2 Not Mutated 1130,4632 TCGA-AQ-A1H3-01 PRKD3 Not Mutated 569,298

TCGA-AQ-A54N-01 PRKD1 Not Mutated 57,4209 TCGA-AQ-A54N-01 PRKD2 Not Mutated 2422,6143 TCGA-AQ-A54N-01 PRKD3 Not Mutated 409,4656

TCGA-AQ-A54O-01 PRKD1 Not Mutated 37,1603 TCGA-AQ-A54O-01 PRKD2 Not Mutated 1801,9967 TCGA-AQ-A54O-01 PRKD3 Not Mutated 245,147

TCGA-AR-A0TS-01 PRKD1 Not Mutated 63,5232 TCGA-AR-A0TS-01 PRKD2 Not Mutated 1189,9149 TCGA-AR-A0TS-01 PRKD3 Not Mutated 1862,4754

TCGA-AR-A0TU-01 PRKD1 Not Mutated 82,9551 TCGA-AR-A0TU-01 PRKD2 Not Mutated 803,5686 TCGA-AR-A0TU-01 PRKD3 Not Mutated 979,496

TCGA-AR-A0TX-01 PRKD1 Not Mutated 167,8511 TCGA-AR-A0TX-01 PRKD2 Not Mutated 1129,9492 TCGA-AR-A0TX-01 PRKD3 Not Mutated 1428,7648

TCGA-AR-A0TY-01 PRKD1 Not Mutated 44,8243 TCGA-AR-A0TY-01 PRKD2 Not Mutated 585,2951 TCGA-AR-A0TY-01 PRKD3 Not Mutated 272,4927

TCGA-AR-A0U0-01 PRKD1 Not Mutated 23,4834 TCGA-AR-A0U0-01 PRKD2 Not Mutated 1700,5871 TCGA-AR-A0U0-01 PRKD3 Not Mutated 1844,6184

TCGA-AR-A0U2-01 PRKD1 Not Mutated 36,9021 TCGA-AR-A0U2-01 PRKD2 Not Mutated 657,4153 TCGA-AR-A0U2-01 PRKD3 Not Mutated 432,2816

TCGA-AR-A0U3-01 PRKD1 Not Mutated 26,2407 TCGA-AR-A0U3-01 PRKD2 Not Mutated 700,5134 TCGA-AR-A0U3-01 PRKD3 Not Mutated 1831,7171

TCGA-AR-A1AH-01 PRKD1 Not Mutated 70,4291 TCGA-AR-A1AH-01 PRKD2 Not Mutated 1341,1722 TCGA-AR-A1AH-01 PRKD3 Not Mutated 2068,9401

TCGA-AR-A1AJ-01 PRKD1 Not Mutated 81,9942 TCGA-AR-A1AJ-01 PRKD2 Not Mutated 1402,0241 TCGA-AR-A1AJ-01 PRKD3 Not Mutated 2259,8695

TCGA-AR-A1AK-01 PRKD1 Not Mutated 102,0166 TCGA-AR-A1AK-01 PRKD2 Not Mutated 1512,4555 TCGA-AR-A1AK-01 PRKD3 Not Mutated 740,6089

TCGA-AR-A1AL-01 PRKD1 Not Mutated 167,9036 TCGA-AR-A1AL-01 PRKD2 Not Mutated 942,3031 TCGA-AR-A1AL-01 PRKD3 Not Mutated 930,4924

TCGA-AR-A1AM-01 PRKD1 Not Mutated 95,0728 TCGA-AR-A1AM-01 PRKD2 Not Mutated 1412,3086 TCGA-AR-A1AM-01 PRKD3 Not Mutated 741,1439

TCGA-AR-A1AN-01 PRKD1 Not Mutated 162,0511 TCGA-AR-A1AN-01 PRKD2 Not Mutated 851,1147 TCGA-AR-A1AN-01 PRKD3 Not Mutated 569,949

TCGA-AR-A1AO-01 PRKD1 Not Mutated 210,924 TCGA-AR-A1AO-01 PRKD2 Not Mutated 1199,8357 TCGA-AR-A1AO-01 PRKD3 Not Mutated 1334,2094

TCGA-AR-A1AP-01 PRKD1 Not Mutated 46,3338 TCGA-AR-A1AP-01 PRKD2 Not Mutated 1686,9096 TCGA-AR-A1AP-01 PRKD3 Not Mutated 335,1327

TCGA-AR-A1AQ-01 PRKD1 Not Mutated 68,6983 TCGA-AR-A1AQ-01 PRKD2 Not Mutated 2752,5826 TCGA-AR-A1AQ-01 PRKD3 Not Mutated 1859,5041

TCGA-AR-A1AR-01 PRKD1 Not Mutated 107,0193 TCGA-AR-A1AR-01 PRKD2 Not Mutated 933,7617 TCGA-AR-A1AR-01 PRKD3 Not Mutated 732,3282

TCGA-AR-A1AS-01 PRKD1 Not Mutated 64,8357 TCGA-AR-A1AS-01 PRKD2 Not Mutated 892,8411 TCGA-AR-A1AS-01 PRKD3 Not Mutated 607,3841

TCGA-AR-A1AT-01 PRKD1 Not Mutated 90,2022 TCGA-AR-A1AT-01 PRKD2 Not Mutated 1726,8015 TCGA-AR-A1AT-01 PRKD3 Not Mutated 525,661

TCGA-AR-A1AU-01 PRKD1 Not Mutated 137,774 TCGA-AR-A1AU-01 PRKD2 Not Mutated 1120,6369 TCGA-AR-A1AU-01 PRKD3 Not Mutated 735,1709

TCGA-AR-A1AV-01 PRKD1 Not Mutated 91,6683 TCGA-AR-A1AV-01 PRKD2 Not Mutated 1210,1951 TCGA-AR-A1AV-01 PRKD3 Not Mutated 1062,7162

TCGA-AR-A1AW-01 PRKD1 Not Mutated 67,7261 TCGA-AR-A1AW-01 PRKD2 Not Mutated 2103,2917 TCGA-AR-A1AW-01 PRKD3 Not Mutated 1453,2728

TCGA-AR-A1AY-01 PRKD1 Not Mutated 67,971 TCGA-AR-A1AY-01 PRKD2 Not Mutated 954,9003 TCGA-AR-A1AY-01 PRKD3 Not Mutated 2672,1778

TCGA-AR-A24H-01 PRKD1 Not Mutated 23,0985 TCGA-AR-A24H-01 PRKD2 Not Mutated 855,343 TCGA-AR-A24H-01 PRKD3 Not Mutated 1481,5679

TCGA-AR-A24K-01 PRKD1 Not Mutated 76,7196 TCGA-AR-A24K-01 PRKD2 Not Mutated 861,846 TCGA-AR-A24K-01 PRKD3 Not Mutated 256,6138

TCGA-AR-A24L-01 PRKD1 Not Mutated 170,5406 TCGA-AR-A24L-01 PRKD2 Not Mutated 554,4529 TCGA-AR-A24L-01 PRKD3 Not Mutated 1355,9676

TCGA-AR-A24M-01 PRKD1 Not Mutated 144,5999 TCGA-AR-A24M-01 PRKD2 Not Mutated 964,5064 TCGA-AR-A24M-01 PRKD3 Not Mutated 1255,482

TCGA-AR-A24N-01 PRKD1 Not Mutated 134,621 TCGA-AR-A24N-01 PRKD2 Not Mutated 1190,518 TCGA-AR-A24N-01 PRKD3 Not Mutated 390,4009

TCGA-AR-A24O-01 PRKD1 Not Mutated 213,5098 TCGA-AR-A24O-01 PRKD2 Not Mutated 921,928 TCGA-AR-A24O-01 PRKD3 Not Mutated 1446,368

TCGA-AR-A24P-01 PRKD1 Not Mutated 164,3281 TCGA-AR-A24P-01 PRKD2 Not Mutated 1065,5287 TCGA-AR-A24P-01 PRKD3 Not Mutated 685,6647

TCGA-AR-A24Q-01 PRKD1 Not Mutated 145,2693 TCGA-AR-A24Q-01 PRKD2 Not Mutated 1210,7715 TCGA-AR-A24Q-01 PRKD3 Not Mutated 2514,9927

TCGA-AR-A24R-01 PRKD1 Not Mutated 37,9989 TCGA-AR-A24R-01 PRKD2 Not Mutated 775,5604 TCGA-AR-A24R-01 PRKD3 Not Mutated 361,3997

TCGA-AR-A24S-01 PRKD1 Not Mutated 135,4212 TCGA-AR-A24S-01 PRKD2 Not Mutated 840,9599 TCGA-AR-A24S-01 PRKD3 Not Mutated 849,4604

TCGA-AR-A24T-01 PRKD1 Not Mutated 279,2495 TCGA-AR-A24T-01 PRKD2 Not Mutated 1160,4799 TCGA-AR-A24T-01 PRKD3 Not Mutated 1182,0597

TCGA-AR-A24U-01 PRKD1 Not Mutated 90,3693 TCGA-AR-A24U-01 PRKD2 Not Mutated 1044,7088 TCGA-AR-A24U-01 PRKD3 Not Mutated 887,4728

TCGA-AR-A24V-01 PRKD1 Not Mutated 297,5483 TCGA-AR-A24V-01 PRKD2 Not Mutated 1000,1523 TCGA-AR-A24V-01 PRKD3 Not Mutated 1104,614

TCGA-AR-A24W-01 PRKD1 Not Mutated 196,1072 TCGA-AR-A24W-01 PRKD2 Not Mutated 987,5138 TCGA-AR-A24W-01 PRKD3 Not Mutated 1220,7124

TCGA-AR-A24X-01 PRKD1 Not Mutated 101,6734 TCGA-AR-A24X-01 PRKD2 Not Mutated 869,8727 TCGA-AR-A24X-01 PRKD3 Not Mutated 851,208

TCGA-AR-A24Z-01 PRKD1 Not Mutated 53,3364 TCGA-AR-A24Z-01 PRKD2 Not Mutated 1482,2021 TCGA-AR-A24Z-01 PRKD3 Not Mutated 1002,8614

TCGA-AR-A250-01 PRKD1 Not Mutated 217,4393 TCGA-AR-A250-01 PRKD2 Not Mutated 1090,5077 TCGA-AR-A250-01 PRKD3 Not Mutated 985,0993

TCGA-AR-A251-01 PRKD1 Not Mutated 98,3407 TCGA-AR-A251-01 PRKD2 Not Mutated 725,2629 TCGA-AR-A251-01 PRKD3 Not Mutated 1760,8206

TCGA-AR-A252-01 PRKD1 Not Mutated 121,7778 TCGA-AR-A252-01 PRKD2 Not Mutated 951,1111 TCGA-AR-A252-01 PRKD3 Not Mutated 1272,8889

TCGA-AR-A254-01 PRKD1 Not Mutated 223,4978 TCGA-AR-A254-01 PRKD2 Not Mutated 865,7996 TCGA-AR-A254-01 PRKD3 Not Mutated 1185,4973

TCGA-AR-A255-01 PRKD1 Not Mutated 158,5971 TCGA-AR-A255-01 PRKD2 Not Mutated 1165,4252 TCGA-AR-A255-01 PRKD3 Not Mutated 1080,0745

TCGA-AR-A256-01 PRKD1 Not Mutated 20,1198 TCGA-AR-A256-01 PRKD2 Not Mutated 934,6845 TCGA-AR-A256-01 PRKD3 Not Mutated 1420,8151

TCGA-AR-A2LE-01 PRKD1 Not Mutated 64,3713 TCGA-AR-A2LE-01 PRKD2 Not Mutated 972,0559 TCGA-AR-A2LE-01 PRKD3 Not Mutated 449,6008

TCGA-AR-A2LH-01 PRKD1 Not Mutated 127,7603 TCGA-AR-A2LH-01 PRKD2 Not Mutated 1535,7518 TCGA-AR-A2LH-01 PRKD3 Not Mutated 608,8328

TCGA-AR-A2LJ-01 PRKD1 Not Mutated 131,5371 TCGA-AR-A2LJ-01 PRKD2 Not Mutated 1820,3034 TCGA-AR-A2LJ-01 PRKD3 Not Mutated 470,139

TCGA-AR-A2LK-01 PRKD1 Not Mutated 100,1934 TCGA-AR-A2LK-01 PRKD2 Not Mutated 627,2714 TCGA-AR-A2LK-01 PRKD3 Not Mutated 969,4471

TCGA-AR-A2LL-01 PRKD1 Not Mutated 52,7076 TCGA-AR-A2LL-01 PRKD2 Not Mutated 1139,7112 TCGA-AR-A2LL-01 PRKD3 Not Mutated 644,7653

TCGA-AR-A2LM-01 PRKD1 Not Mutated 283,9534 TCGA-AR-A2LM-01 PRKD2 Not Mutated 1198,5087 TCGA-AR-A2LM-01 PRKD3 Not Mutated 1115,4227

TCGA-AR-A2LN-01 PRKD1 Not Mutated 213,0441 TCGA-AR-A2LN-01 PRKD2 Not Mutated 1305,5208 TCGA-AR-A2LN-01 PRKD3 Not Mutated 957,864

TCGA-AR-A2LO-01 PRKD1 Not Mutated 138,1613 TCGA-AR-A2LO-01 PRKD2 Not Mutated 1471,4946 TCGA-AR-A2LO-01 PRKD3 Not Mutated 773,4977

TCGA-AR-A2LQ-01 PRKD1 Not Mutated 394,0744 TCGA-AR-A2LQ-01 PRKD2 Not Mutated 1200,944 TCGA-AR-A2LQ-01 PRKD3 Not Mutated 1449,9316

TCGA-AR-A2LR-01 PRKD1 Not Mutated 235,9607 TCGA-AR-A2LR-01 PRKD2 Not Mutated 856,9355 TCGA-AR-A2LR-01 PRKD3 Not Mutated 2272,6997

TCGA-AR-A5QM-01 PRKD1 Not Mutated 82,3585 TCGA-AR-A5QM-01 PRKD2 Not Mutated 1688,1262 TCGA-AR-A5QM-01 PRKD3 Not Mutated 431,3804

TCGA-AR-A5QN-01 PRKD1 Not Mutated 94,8198 TCGA-AR-A5QN-01 PRKD2 Not Mutated 1496,2133 TCGA-AR-A5QN-01 PRKD3 Not Mutated 500,7573

TCGA-AR-A5QP-01 PRKD1 Not Mutated 137,931 TCGA-AR-A5QP-01 PRKD2 Not Mutated 1237,3697 TCGA-AR-A5QP-01 PRKD3 Not Mutated 700,4812

TCGA-AR-A5QQ-01 PRKD1 Not Mutated 48,1868 TCGA-AR-A5QQ-01 PRKD2 Not Mutated 965,7228 TCGA-AR-A5QQ-01 PRKD3 Not Mutated 907,1038

TCGA-B6-A0I1-01 PRKD1 Not Mutated 5,4963 TCGA-B6-A0I1-01 PRKD2 Not Mutated 608,4707 TCGA-B6-A0I1-01 PRKD3 Not Mutated 689,6217

TCGA-B6-A0I5-01 PRKD1 Not Mutated 232,3174 TCGA-B6-A0I5-01 PRKD2 Not Mutated 1375,7808 TCGA-B6-A0I5-01 PRKD3 Not Mutated 243,5754

TCGA-B6-A0I6-01 PRKD1 Not Mutated 66,9325 TCGA-B6-A0I6-01 PRKD2 Not Mutated 1030,9373 TCGA-B6-A0I6-01 PRKD3 Not Mutated 1755,4917

TCGA-B6-A0I8-01 PRKD1 Not Mutated 51,9439 TCGA-B6-A0I8-01 PRKD2 Not Mutated 919,853 TCGA-B6-A0I8-01 PRKD3 Not Mutated 318,7114

TCGA-B6-A0I9-01 PRKD1 Not Mutated 5,7471 TCGA-B6-A0I9-01 PRKD2 Not Mutated 1259,0822 TCGA-B6-A0I9-01 PRKD3 Not Mutated 509,5602

TCGA-B6-A0IA-01 PRKD1 Not Mutated 15,8371 TCGA-B6-A0IA-01 PRKD2 Not Mutated 869,7318 TCGA-B6-A0IA-01 PRKD3 Not Mutated 42,9119

TCGA-B6-A0IB-01 PRKD1 Not Mutated 7,4466 TCGA-B6-A0IB-01 PRKD2 Not Mutated 1288,6231 TCGA-B6-A0IB-01 PRKD3 Not Mutated 117,0006

TCGA-B6-A0IC-01 PRKD1 Not Mutated 63,5935 TCGA-B6-A0IC-01 PRKD2 Not Mutated 1129,9544 TCGA-B6-A0IC-01 PRKD3 Not Mutated 754,7442

TCGA-B6-A0IE-01 PRKD1 Not Mutated 63,9213 TCGA-B6-A0IE-01 PRKD2 Not Mutated 1090,5114 TCGA-B6-A0IE-01 PRKD3 Not Mutated 182,0323

TCGA-B6-A0IG-01 PRKD1 Not Mutated 245,9322 TCGA-B6-A0IG-01 PRKD2 Not Mutated 1675,169 TCGA-B6-A0IG-01 PRKD3 Not Mutated 289,7972

TCGA-B6-A0IH-01 PRKD1 Not Mutated 44,5659 TCGA-B6-A0IH-01 PRKD2 Not Mutated 1705,1298 TCGA-B6-A0IH-01 PRKD3 Not Mutated 1259,4709

TCGA-B6-A0IJ-01 PRKD1 Not Mutated 127,1676 TCGA-B6-A0IJ-01 PRKD2 Not Mutated 1662,112 TCGA-B6-A0IJ-01 PRKD3 Not Mutated 1349,0295

TCGA-B6-A0IK-01 PRKD1 Not Mutated 66,5136 TCGA-B6-A0IK-01 PRKD2 Not Mutated 1030,6358 TCGA-B6-A0IK-01 PRKD3 Not Mutated 419,0751

TCGA-B6-A0IM-01 PRKD1 Not Mutated 77,3311 TCGA-B6-A0IM-01 PRKD2 Not Mutated 917,0901 TCGA-B6-A0IM-01 PRKD3 Not Mutated 913,3653

TCGA-B6-A0IN-01 PRKD1 Not Mutated 28,2918 TCGA-B6-A0IN-01 PRKD2 Not Mutated 2485,913 TCGA-B6-A0IN-01 PRKD3 Not Mutated 523,3997

TCGA-B6-A0IO-01 PRKD1 Not Mutated 66,6654 TCGA-B6-A0IO-01 PRKD2 Not Mutated 1662,6367 TCGA-B6-A0IO-01 PRKD3 Not Mutated 797,105

TCGA-B6-A0IP-01 PRKD1 Not Mutated 120,5778 TCGA-B6-A0IP-01 PRKD2 Not Mutated 1404,7353 TCGA-B6-A0IP-01 PRKD3 Not Mutated 568,0565

TCGA-B6-A0IQ-01 PRKD1 Not Mutated 70,6087 TCGA-B6-A0IQ-01 PRKD2 Not Mutated 963,1225 TCGA-B6-A0IQ-01 PRKD3 Not Mutated 1393,5432

TCGA-B6-A0RE-01 PRKD1 Not Mutated 50,306 TCGA-B6-A0RE-01 PRKD2 Not Mutated 1074,9494 TCGA-B6-A0RE-01 PRKD3 Not Mutated 1512,1057

TCGA-B6-A0RG-01 PRKD1 Not Mutated 127,923 TCGA-B6-A0RG-01 PRKD2 Not Mutated 1258,667 TCGA-B6-A0RG-01 PRKD3 Not Mutated 435,9856

TCGA-B6-A0RH-01 PRKD1 Not Mutated 105,1274 TCGA-B6-A0RH-01 PRKD2 Not Mutated 1877,923 TCGA-B6-A0RH-01 PRKD3 Not Mutated 407,4966

TCGA-B6-A0RI-01 PRKD1 Not Mutated 74,4338 TCGA-B6-A0RI-01 PRKD2 Not Mutated 1046,4366 TCGA-B6-A0RI-01 PRKD3 Not Mutated 305,3854

TCGA-B6-A0RN-01 PRKD1 Not Mutated 41,271 TCGA-B6-A0RN-01 PRKD2 Not Mutated 1266,1976 TCGA-B6-A0RN-01 PRKD3 Not Mutated 349,9624

TCGA-B6-A0RO-01 PRKD1 Not Mutated 114,7967 TCGA-B6-A0RO-01 PRKD2 Not Mutated 807,1776 TCGA-B6-A0RO-01 PRKD3 Not Mutated 583,7757

TCGA-B6-A0RP-01 PRKD1 Not Mutated 210,2091 TCGA-B6-A0RP-01 PRKD2 Not Mutated 1295,9331 TCGA-B6-A0RP-01 PRKD3 Not Mutated 459,1866

TCGA-B6-A0RQ-01 PRKD1 Not Mutated 66,1262 TCGA-B6-A0RQ-01 PRKD2 Not Mutated 1112,3434 TCGA-B6-A0RQ-01 PRKD3 Not Mutated 972,4104

TCGA-B6-A0RT-01 PRKD1 Not Mutated 774,2249 TCGA-B6-A0RT-01 PRKD2 Not Mutated 1992,0521 TCGA-B6-A0RT-01 PRKD3 Not Mutated 1405,4999

TCGA-B6-A0RU-01 PRKD1 Not Mutated 71,371 TCGA-B6-A0RU-01 PRKD2 Not Mutated 756,1289 TCGA-B6-A0RU-01 PRKD3 Not Mutated 1719,8296

TCGA-B6-A0RV-01 PRKD1 Not Mutated 100,7194 TCGA-B6-A0RV-01 PRKD2 Not Mutated 1221,7742 TCGA-B6-A0RV-01 PRKD3 Not Mutated 553,629

TCGA-B6-A0WS-01 PRKD1 Not Mutated 149,161 TCGA-B6-A0WS-01 PRKD2 Not Mutated 1137,7184 TCGA-B6-A0WS-01 PRKD3 Not Mutated 623,5012

TCGA-B6-A0WT-01 PRKD1 Not Mutated 33,7382 TCGA-B6-A0WT-01 PRKD2 Not Mutated 835,3014 TCGA-B6-A0WT-01 PRKD3 Not Mutated 1096,9546

TCGA-B6-A0WV-01 PRKD1 Not Mutated 69,2788 TCGA-B6-A0WV-01 PRKD2 Not Mutated 940,1709 TCGA-B6-A0WV-01 PRKD3 Not Mutated 874,0441

TCGA-B6-A0WW-01 PRKD1 Not Mutated 131,972 TCGA-B6-A0WW-01 PRKD2 Not Mutated 1514,4804 TCGA-B6-A0WW-01 PRKD3 Not Mutated 581,4878

TCGA-B6-A0WX-01 PRKD1 Not Mutated 213,5083 TCGA-B6-A0WX-01 PRKD2 Not Mutated 967,0364 TCGA-B6-A0WX-01 PRKD3 Not Mutated 1053,5008

TCGA-B6-A0WY-01 PRKD1 Not Mutated 63,7046 TCGA-B6-A0WY-01 PRKD2 Not Mutated 1143,4059 TCGA-B6-A0WY-01 PRKD3 Not Mutated 792,2535

TCGA-B6-A0WZ-01 PRKD1 Not Mutated 26,57 TCGA-B6-A0WZ-01 PRKD2 Not Mutated 1376,1651 TCGA-B6-A0WZ-01 PRKD3 Not Mutated 192,1998

TCGA-B6-A0X0-01 PRKD1 Not Mutated 83,1635 TCGA-B6-A0X0-01 PRKD2 Not Mutated 1312,1981 TCGA-B6-A0X0-01 PRKD3 Not Mutated 210,1449

TCGA-B6-A0X1-01 PRKD1 Not Mutated 20,6612 TCGA-B6-A0X1-01 PRKD2 Not Mutated 1167,0064 TCGA-B6-A0X1-01 PRKD3 Not Mutated 1009,9198

TCGA-B6-A0X4-01 PRKD1 Not Mutated 415,5176 TCGA-B6-A0X4-01 PRKD2 Not Mutated 995,8678 TCGA-B6-A0X4-01 PRKD3 Not Mutated 595,6316

TCGA-B6-A0X5-01 PRKD1 Not Mutated 165,8084 TCGA-B6-A0X5-01 PRKD2 Not Mutated 709,979 TCGA-B6-A0X5-01 PRKD3 Not Mutated 90,6754

TCGA-B6-A0X7-01 PRKD1 Not Mutated 70,922 TCGA-B6-A0X7-01 PRKD2 Not Mutated 1222,4511 TCGA-B6-A0X7-01 PRKD3 Not Mutated 865,4308

TCGA-B6-A1KC-01 PRKD1 Not Mutated 53,5101 TCGA-B6-A1KC-01 PRKD2 Not Mutated 454,8678 TCGA-B6-A1KC-01 PRKD3 Not Mutated 265,3127

TCGA-B6-A1KF-01 PRKD1 Not Mutated 119,1315 TCGA-B6-A1KF-01 PRKD2 Not Mutated 723,097 TCGA-B6-A1KF-01 PRKD3 Not Mutated 1182,4316

TCGA-B6-A1KI-01 PRKD1 Not Mutated 139,6094 TCGA-B6-A1KI-01 PRKD2 Not Mutated 1192,1948 TCGA-B6-A1KI-01 PRKD3 Not Mutated 824,5305

TCGA-B6-A1KN-01 PRKD1 Not Mutated 31,6319 TCGA-B6-A1KN-01 PRKD2 Not Mutated 923,0545 TCGA-B6-A1KN-01 PRKD3 Not Mutated 1115,7097

TCGA-B6-A2IU-01 PRKD1 Not Mutated 80,5081 TCGA-B6-A2IU-01 PRKD2 Not Mutated 1364,486 TCGA-B6-A2IU-01 PRKD3 Not Mutated 166,0676

TCGA-B6-A3ZX-01 PRKD1 Not Mutated 160,445 TCGA-B6-A3ZX-01 PRKD2 Not Mutated 1915,0375 TCGA-B6-A3ZX-01 PRKD3 Not Mutated 1949,6824

TCGA-B6-A400-01 PRKD1 Not Mutated 81,4232 TCGA-B6-A400-01 PRKD2 Not Mutated 1009,5154 TCGA-B6-A400-01 PRKD3 Not Mutated 1659,7863

TCGA-B6-A401-01 PRKD1 Not Mutated 29,7474 TCGA-B6-A401-01 PRKD2 Not Mutated 1821,0742 TCGA-B6-A401-01 PRKD3 Not Mutated 302,0869

TCGA-B6-A402-01 PRKD1 Not Mutated 86,6363 TCGA-B6-A402-01 PRKD2 Not Mutated 778,7286 TCGA-B6-A402-01 PRKD3 Not Mutated 1387,9381

TCGA-B6-A408-01 PRKD1 Not Mutated 40,6995 TCGA-B6-A408-01 PRKD2 Not Mutated 1545,7734 TCGA-B6-A408-01 PRKD3 Not Mutated 540,1613

TCGA-B6-A409-01 PRKD1 Not Mutated 73,5889 TCGA-B6-A409-01 PRKD2 Not Mutated 1201,9078 TCGA-B6-A409-01 PRKD3 Not Mutated 981,558

TCGA-B6-A40B-01 PRKD1 Not Mutated 99,8765 TCGA-B6-A40B-01 PRKD2 Not Mutated 1718,4615 TCGA-B6-A40B-01 PRKD3 Not Mutated 602,1494

TCGA-B6-A40C-01 PRKD1 Not Mutated 146,2094 TCGA-B6-A40C-01 PRKD2 Not Mutated 1871,0386 TCGA-B6-A40C-01 PRKD3 Not Mutated 290,8492

TCGA-BH-A0AU-01 PRKD1 Not Mutated 185,0235 TCGA-BH-A0AU-01 PRKD2 Not Mutated 1717,0578 TCGA-BH-A0AU-01 PRKD3 Not Mutated 882,6715

TCGA-BH-A0AV-01 PRKD1 Not Mutated 167,5156 TCGA-BH-A0AV-01 PRKD2 Not Mutated 626,9308 TCGA-BH-A0AV-01 PRKD3 Not Mutated 1702,8207

TCGA-BH-A0AW-01 PRKD1 Not Mutated 115,6019 TCGA-BH-A0AW-01 PRKD2 Not Mutated 1439,1624 TCGA-BH-A0AW-01 PRKD3 Not Mutated 920,7697

TCGA-BH-A0AY-01 PRKD1 Not Mutated 333,9722 TCGA-BH-A0AY-01 PRKD2 Not Mutated 1044,7631 TCGA-BH-A0AY-01 PRKD3 Not Mutated 358,5398

TCGA-BH-A0AZ-01 PRKD1 Not Mutated 157,373 TCGA-BH-A0AZ-01 PRKD2 Not Mutated 1145,1845 TCGA-BH-A0AZ-01 PRKD3 Not Mutated 1181,1212

TCGA-BH-A0B0-01 PRKD1 Not Mutated 115,8718 TCGA-BH-A0B0-01 PRKD2 Not Mutated 1724,494 TCGA-BH-A0B0-01 PRKD3 Not Mutated 611,7307

TCGA-BH-A0B1-01 PRKD1 Not Mutated 85,2289 TCGA-BH-A0B1-01 PRKD2 Not Mutated 1485,0969 TCGA-BH-A0B1-01 PRKD3 Not Mutated 726,155

TCGA-BH-A0B3-01 PRKD1 Not Mutated 167,8616 TCGA-BH-A0B3-01 PRKD2 Not Mutated 1864,6703 TCGA-BH-A0B3-01 PRKD3 Not Mutated 1384,3939

TCGA-BH-A0B4-01 PRKD1 Not Mutated 98,3989 TCGA-BH-A0B4-01 PRKD2 Not Mutated 1185,9227 TCGA-BH-A0B4-01 PRKD3 Not Mutated 402,9959

TCGA-BH-A0B5-01 PRKD1 Not Mutated 97,3914 TCGA-BH-A0B5-01 PRKD2 Not Mutated 1406,938 TCGA-BH-A0B5-01 PRKD3 Not Mutated 1493,3289

TCGA-BH-A0B6-01 PRKD1 Not Mutated 129,7355 TCGA-BH-A0B6-01 PRKD2 Not Mutated 2851,3817 TCGA-BH-A0B6-01 PRKD3 Not Mutated 808,9449

TCGA-BH-A0B7-01 PRKD1 Not Mutated 68,8755 TCGA-BH-A0B7-01 PRKD2 Not Mutated 1115,4396 TCGA-BH-A0B7-01 PRKD3 Not Mutated 1025,0179

TCGA-BH-A0B8-01 PRKD1 Not Mutated 69,1894 TCGA-BH-A0B8-01 PRKD2 Not Mutated 1051,0402 TCGA-BH-A0B8-01 PRKD3 Not Mutated 320,5007

TCGA-BH-A0B9-01 PRKD1 Not Mutated 98,3635 TCGA-BH-A0B9-01 PRKD2 Not Mutated 1178,0116 TCGA-BH-A0B9-01 PRKD3 Not Mutated 2219,2118

TCGA-BH-A0BA-01 PRKD1 Not Mutated 86,9568 TCGA-BH-A0BA-01 PRKD2 Not Mutated 1198,869 TCGA-BH-A0BA-01 PRKD3 Not Mutated 825,9789

TCGA-BH-A0BC-01 PRKD1 Not Mutated 185,7423 TCGA-BH-A0BC-01 PRKD2 Not Mutated 1500,0045 TCGA-BH-A0BC-01 PRKD3 Not Mutated 539,5548

TCGA-BH-A0BD-01 PRKD1 Not Mutated 255,8028 TCGA-BH-A0BD-01 PRKD2 Not Mutated 1362,9823 TCGA-BH-A0BD-01 PRKD3 Not Mutated 464,3558

TCGA-BH-A0BF-01 PRKD1 Not Mutated 105,9099 TCGA-BH-A0BF-01 PRKD2 Not Mutated 1588,7508 TCGA-BH-A0BF-01 PRKD3 Not Mutated 1205,8172

TCGA-BH-A0BG-01 PRKD1 Not Mutated 112,9741 TCGA-BH-A0BG-01 PRKD2 Not Mutated 1737,6137 TCGA-BH-A0BG-01 PRKD3 Not Mutated 1690,7871

TCGA-BH-A0BJ-01 PRKD1 Not Mutated 320,6745 TCGA-BH-A0BJ-01 PRKD2 Not Mutated 1395,8576 TCGA-BH-A0BJ-01 PRKD3 Not Mutated 1122,2093

TCGA-BH-A0BL-01 PRKD1 Not Mutated 142,6752 TCGA-BH-A0BL-01 PRKD2 Not Mutated 793,0236 TCGA-BH-A0BL-01 PRKD3 Not Mutated 1580,272

TCGA-BH-A0BM-01 PRKD1 Not Mutated 152,3717 TCGA-BH-A0BM-01 PRKD2 Not Mutated 1137,5796 TCGA-BH-A0BM-01 PRKD3 Not Mutated 637,5796

TCGA-BH-A0BO-01 PRKD1 Not Mutated 127,8837 TCGA-BH-A0BO-01 PRKD2 Not Mutated 972,7096 TCGA-BH-A0BO-01 PRKD3 Not Mutated 1241,7154

TCGA-BH-A0BP-01 PRKD1 Not Mutated 183,8619 TCGA-BH-A0BP-01 PRKD2 Not Mutated 899,1976 TCGA-BH-A0BP-01 PRKD3 Not Mutated 819,4584

TCGA-BH-A0BQ-01 PRKD1 Not Mutated 212,0172 TCGA-BH-A0BQ-01 PRKD2 Not Mutated 1443,8294 TCGA-BH-A0BQ-01 PRKD3 Not Mutated 657,5163

TCGA-BH-A0BR-01 PRKD1 Not Mutated 39,4888 TCGA-BH-A0BR-01 PRKD2 Not Mutated 1033,4764 TCGA-BH-A0BR-01 PRKD3 Not Mutated 600,8584

TCGA-BH-A0BS-01 PRKD1 Not Mutated 64,4238 TCGA-BH-A0BS-01 PRKD2 Not Mutated 968,7691 TCGA-BH-A0BS-01 PRKD3 Not Mutated 481,957

TCGA-BH-A0BT-01 PRKD1 Not Mutated 113,584 TCGA-BH-A0BT-01 PRKD2 Not Mutated 1675,4035 TCGA-BH-A0BT-01 PRKD3 Not Mutated 442,5305

TCGA-BH-A0BV-01 PRKD1 Not Mutated 141,857 TCGA-BH-A0BV-01 PRKD2 Not Mutated 1533,7682 TCGA-BH-A0BV-01 PRKD3 Not Mutated 602,0721

TCGA-BH-A0BW-01 PRKD1 Not Mutated 151,8605 TCGA-BH-A0BW-01 PRKD2 Not Mutated 1307,2955 TCGA-BH-A0BW-01 PRKD3 Not Mutated 3656,5954

TCGA-BH-A0BZ-01 PRKD1 Not Mutated 21,9278 TCGA-BH-A0BZ-01 PRKD2 Not Mutated 1923,164 TCGA-BH-A0BZ-01 PRKD3 Not Mutated 501,4718

TCGA-BH-A0C0-01 PRKD1 Not Mutated 125,9583 TCGA-BH-A0C0-01 PRKD2 Not Mutated 1256,2814 TCGA-BH-A0C0-01 PRKD3 Not Mutated 389,2188

TCGA-BH-A0C1-01 PRKD1 Not Mutated 159,8985 TCGA-BH-A0C1-01 PRKD2 Not Mutated 1546,4512 TCGA-BH-A0C1-01 PRKD3 Not Mutated 1843,2116

TCGA-BH-A0C3-01 PRKD1 Not Mutated 108,8896 TCGA-BH-A0C3-01 PRKD2 Not Mutated 1173,4349 TCGA-BH-A0C3-01 PRKD3 Not Mutated 1035,956

TCGA-BH-A0C7-01 PRKD1 Not Mutated 63,7255 TCGA-BH-A0C7-01 PRKD2 Not Mutated 768,4793 TCGA-BH-A0C7-01 PRKD3 Not Mutated 593,1618

TCGA-BH-A0DD-01 PRKD1 Not Mutated 132,9474 TCGA-BH-A0DD-01 PRKD2 Not Mutated 1315,8263 TCGA-BH-A0DD-01 PRKD3 Not Mutated 1128,8515

TCGA-BH-A0DE-01 PRKD1 Not Mutated 205,9509 TCGA-BH-A0DE-01 PRKD2 Not Mutated 1286,3559 TCGA-BH-A0DE-01 PRKD3 Not Mutated 861,563

TCGA-BH-A0DG-01 PRKD1 Not Mutated 32,3673 TCGA-BH-A0DG-01 PRKD2 Not Mutated 1297,8242 TCGA-BH-A0DG-01 PRKD3 Not Mutated 659,5432

TCGA-BH-A0DH-01 PRKD1 Not Mutated 331,9681 TCGA-BH-A0DH-01 PRKD2 Not Mutated 1119,6839 TCGA-BH-A0DH-01 PRKD3 Not Mutated 229,2059

TCGA-BH-A0DI-01 PRKD1 Not Mutated 148,5149 TCGA-BH-A0DI-01 PRKD2 Not Mutated 1241,5607 TCGA-BH-A0DI-01 PRKD3 Not Mutated 787,5944

TCGA-BH-A0DL-01 PRKD1 Not Mutated 126,0044 TCGA-BH-A0DL-01 PRKD2 Not Mutated 1085,5466 TCGA-BH-A0DL-01 PRKD3 Not Mutated 951,5133

TCGA-BH-A0DO-01 PRKD1 Not Mutated 156,4509 TCGA-BH-A0DO-01 PRKD2 Not Mutated 1398,8313 TCGA-BH-A0DO-01 PRKD3 Not Mutated 1294,0102

TCGA-BH-A0DP-01 PRKD1 Not Mutated 199,0192 TCGA-BH-A0DP-01 PRKD2 Not Mutated 1257,1796 TCGA-BH-A0DP-01 PRKD3 Not Mutated 760,823

TCGA-BH-A0DQ-01 PRKD1 Not Mutated 85,4537 TCGA-BH-A0DQ-01 PRKD2 Not Mutated 1170,8214 TCGA-BH-A0DQ-01 PRKD3 Not Mutated 667,7564

TCGA-BH-A0DS-01 PRKD1 Not Mutated 111,0588 TCGA-BH-A0DS-01 PRKD2 Not Mutated 1177,1483 TCGA-BH-A0DS-01 PRKD3 Not Mutated 373,0197

TCGA-BH-A0DT-01 PRKD1 Not Mutated 350,2716 TCGA-BH-A0DT-01 PRKD2 Not Mutated 1348,1837 TCGA-BH-A0DT-01 PRKD3 Not Mutated 636,5563

TCGA-BH-A0DV-01 PRKD1 Not Mutated 139,933 TCGA-BH-A0DV-01 PRKD2 Not Mutated 1561,7886 TCGA-BH-A0DV-01 PRKD3 Not Mutated 1069,5633

TCGA-BH-A0DX-01 PRKD1 Not Mutated 110,1695 TCGA-BH-A0DX-01 PRKD2 Not Mutated 1029,0287 TCGA-BH-A0DX-01 PRKD3 Not Mutated 1066,9892

TCGA-BH-A0DZ-01 PRKD1 Not Mutated 17,6722 TCGA-BH-A0DZ-01 PRKD2 Not Mutated 1145,7627 TCGA-BH-A0DZ-01 PRKD3 Not Mutated 960,1695

TCGA-BH-A0E0-01 PRKD1 Not Mutated 79,1858 TCGA-BH-A0E0-01 PRKD2 Not Mutated 1661,7916 TCGA-BH-A0E0-01 PRKD3 Not Mutated 979,2809

TCGA-BH-A0E1-01 PRKD1 Not Mutated 109,4976 TCGA-BH-A0E1-01 PRKD2 Not Mutated 1197,2895 TCGA-BH-A0E1-01 PRKD3 Not Mutated 495,3073

TCGA-BH-A0E2-01 PRKD1 Not Mutated 69,6262 TCGA-BH-A0E2-01 PRKD2 Not Mutated 1066,719 TCGA-BH-A0E2-01 PRKD3 Not Mutated 483,5165

TCGA-BH-A0E6-01 PRKD1 Not Mutated 53,8058 TCGA-BH-A0E6-01 PRKD2 Not Mutated 1203,7383 TCGA-BH-A0E6-01 PRKD3 Not Mutated 880,3738

TCGA-BH-A0E7-01 PRKD1 Not Mutated 161,3731 TCGA-BH-A0E7-01 PRKD2 Not Mutated 858,5914 TCGA-BH-A0E7-01 PRKD3 Not Mutated 235,94

TCGA-BH-A0E9-01 PRKD1 Not Mutated 171,7909 TCGA-BH-A0E9-01 PRKD2 Not Mutated 1499,7788 TCGA-BH-A0E9-01 PRKD3 Not Mutated 1068,035

TCGA-BH-A0EA-01 PRKD1 Not Mutated 134,0138 TCGA-BH-A0EA-01 PRKD2 Not Mutated 1296,3273 TCGA-BH-A0EA-01 PRKD3 Not Mutated 682,3783

TCGA-BH-A0EB-01 PRKD1 Not Mutated 126,1925 TCGA-BH-A0EB-01 PRKD2 Not Mutated 988,8047 TCGA-BH-A0EB-01 PRKD3 Not Mutated 1030,2931

TCGA-BH-A0EE-01 PRKD1 Not Mutated 419,0807 TCGA-BH-A0EE-01 PRKD2 Not Mutated 792,636 TCGA-BH-A0EE-01 PRKD3 Not Mutated 630,2929

TCGA-BH-A0EI-01 PRKD1 Not Mutated 79,3508 TCGA-BH-A0EI-01 PRKD2 Not Mutated 816,5315 TCGA-BH-A0EI-01 PRKD3 Not Mutated 1083,8161

TCGA-BH-A0GY-01 PRKD1 Not Mutated 130,8405 TCGA-BH-A0GY-01 PRKD2 Not Mutated 1670,4238 TCGA-BH-A0GY-01 PRKD3 Not Mutated 401,7133

TCGA-BH-A0GZ-01 PRKD1 Not Mutated 18,8387 TCGA-BH-A0GZ-01 PRKD2 Not Mutated 1148,8083 TCGA-BH-A0GZ-01 PRKD3 Not Mutated 484,0619

TCGA-BH-A0H0-01 PRKD1 Not Mutated 266,2149 TCGA-BH-A0H0-01 PRKD2 Not Mutated 1120,9043 TCGA-BH-A0H0-01 PRKD3 Not Mutated 158,2453

TCGA-BH-A0H3-01 PRKD1 Not Mutated 92,9503 TCGA-BH-A0H3-01 PRKD2 Not Mutated 898,677 TCGA-BH-A0H3-01 PRKD3 Not Mutated 987,738

TCGA-BH-A0H5-01 PRKD1 Not Mutated 112,3277 TCGA-BH-A0H5-01 PRKD2 Not Mutated 1789,0104 TCGA-BH-A0H5-01 PRKD3 Not Mutated 1123,3059

TCGA-BH-A0H6-01 PRKD1 Not Mutated 125,4104 TCGA-BH-A0H6-01 PRKD2 Not Mutated 1029,6026 TCGA-BH-A0H6-01 PRKD3 Not Mutated 457,0154

TCGA-BH-A0H7-01 PRKD1 Not Mutated 46,9162 TCGA-BH-A0H7-01 PRKD2 Not Mutated 681,2213 TCGA-BH-A0H7-01 PRKD3 Not Mutated 599,1464

TCGA-BH-A0H9-01 PRKD1 Not Mutated 111,794 TCGA-BH-A0H9-01 PRKD2 Not Mutated 1211,6118 TCGA-BH-A0H9-01 PRKD3 Not Mutated 699,8338

TCGA-BH-A0HB-01 PRKD1 Not Mutated 89,452 TCGA-BH-A0HB-01 PRKD2 Not Mutated 1230,5117 TCGA-BH-A0HB-01 PRKD3 Not Mutated 339,5505

TCGA-BH-A0HI-01 PRKD1 Not Mutated 64,2782 TCGA-BH-A0HI-01 PRKD2 Not Mutated 1180,8352 TCGA-BH-A0HI-01 PRKD3 Not Mutated 641,7582

TCGA-BH-A0HK-01 PRKD1 Not Mutated 71,1498 TCGA-BH-A0HK-01 PRKD2 Not Mutated 1156,4805 TCGA-BH-A0HK-01 PRKD3 Not Mutated 451,5279

TCGA-BH-A0HL-01 PRKD1 Not Mutated 12,2369 TCGA-BH-A0HL-01 PRKD2 Not Mutated 776,3434 TCGA-BH-A0HL-01 PRKD3 Not Mutated 190,3332

TCGA-BH-A0HN-01 PRKD1 Not Mutated 48,6425 TCGA-BH-A0HN-01 PRKD2 Not Mutated 1578,0715 TCGA-BH-A0HN-01 PRKD3 Not Mutated 259,4224

TCGA-BH-A0HO-01 PRKD1 Not Mutated 125,2012 TCGA-BH-A0HO-01 PRKD2 Not Mutated 1119,0611 TCGA-BH-A0HO-01 PRKD3 Not Mutated 329,1855

TCGA-BH-A0HP-01 PRKD1 Not Mutated 144,8592 TCGA-BH-A0HP-01 PRKD2 Not Mutated 1294,1744 TCGA-BH-A0HP-01 PRKD3 Not Mutated 698,7448

TCGA-BH-A0HQ-01 PRKD1 Not Mutated 40,3261 TCGA-BH-A0HQ-01 PRKD2 Not Mutated 1550,7137 TCGA-BH-A0HQ-01 PRKD3 Not Mutated 541,1977

TCGA-BH-A0HU-01 PRKD1 Not Mutated 26,4123 TCGA-BH-A0HU-01 PRKD2 Not Mutated 1125,7704 TCGA-BH-A0HU-01 PRKD3 Not Mutated 529,2801

TCGA-BH-A0HW-01 PRKD1 Not Mutated 101,8015 TCGA-BH-A0HW-01 PRKD2 Not Mutated 1014,6492 TCGA-BH-A0HW-01 PRKD3 Not Mutated 497,0861

TCGA-BH-A0HX-01 PRKD1 Not Mutated 110,2941 TCGA-BH-A0HX-01 PRKD2 Not Mutated 1028,6913 TCGA-BH-A0HX-01 PRKD3 Not Mutated 621,1038

TCGA-BH-A0HY-01 PRKD1 Not Mutated 91,2675 TCGA-BH-A0HY-01 PRKD2 Not Mutated 1148,5294 TCGA-BH-A0HY-01 PRKD3 Not Mutated 267,2794

TCGA-BH-A0RX-01 PRKD1 Not Mutated 14,4928 TCGA-BH-A0RX-01 PRKD2 Not Mutated 1371,4013 TCGA-BH-A0RX-01 PRKD3 Not Mutated 1033,0904

TCGA-BH-A0W3-01 PRKD1 Not Mutated 147,9489 TCGA-BH-A0W3-01 PRKD2 Not Mutated 1166,4471 TCGA-BH-A0W3-01 PRKD3 Not Mutated 1200,2635

TCGA-BH-A0W4-01 PRKD1 Not Mutated 121,8428 TCGA-BH-A0W4-01 PRKD2 Not Mutated 1066,7051 TCGA-BH-A0W4-01 PRKD3 Not Mutated 840,9389

TCGA-BH-A0W5-01 PRKD1 Not Mutated 170,5151 TCGA-BH-A0W5-01 PRKD2 Not Mutated 1270,8452 TCGA-BH-A0W5-01 PRKD3 Not Mutated 913,6478

TCGA-BH-A0W7-01 PRKD1 Not Mutated 75,9418 TCGA-BH-A0W7-01 PRKD2 Not Mutated 1289,3404 TCGA-BH-A0W7-01 PRKD3 Not Mutated 949,5429

TCGA-BH-A0WA-01 PRKD1 Not Mutated 143,1934 TCGA-BH-A0WA-01 PRKD2 Not Mutated 740,2612 TCGA-BH-A0WA-01 PRKD3 Not Mutated 2610,7548

TCGA-BH-A18F-01 PRKD1 Not Mutated 121,875 TCGA-BH-A18F-01 PRKD2 Not Mutated 799,9215 TCGA-BH-A18F-01 PRKD3 Not Mutated 877,2067

TCGA-BH-A18G-01 PRKD1 Not Mutated 43,4783 TCGA-BH-A18G-01 PRKD2 Not Mutated 1307,5 TCGA-BH-A18G-01 PRKD3 Not Mutated 120,625

TCGA-BH-A18H-01 PRKD1 Not Mutated 182,4496 TCGA-BH-A18H-01 PRKD2 Not Mutated 1532,6087 TCGA-BH-A18H-01 PRKD3 Not Mutated 567,2878

TCGA-BH-A18I-01 PRKD1 Not Mutated 170,1888 TCGA-BH-A18I-01 PRKD2 Not Mutated 902,6312 TCGA-BH-A18I-01 PRKD3 Not Mutated 739,415

TCGA-BH-A18J-01 PRKD1 Not Mutated 128,5525 TCGA-BH-A18J-01 PRKD2 Not Mutated 1606,8341 TCGA-BH-A18J-01 PRKD3 Not Mutated 992,4769

TCGA-BH-A18K-01 PRKD1 Not Mutated 13,0058 TCGA-BH-A18K-01 PRKD2 Not Mutated 873,3068 TCGA-BH-A18K-01 PRKD3 Not Mutated 597,0784

TCGA-BH-A18L-01 PRKD1 Not Mutated 181,4522 TCGA-BH-A18L-01 PRKD2 Not Mutated 1329,7688 TCGA-BH-A18L-01 PRKD3 Not Mutated 353,7572

TCGA-BH-A18M-01 PRKD1 Not Mutated 51,4756 TCGA-BH-A18M-01 PRKD2 Not Mutated 1242,617 TCGA-BH-A18M-01 PRKD3 Not Mutated 679,8948

TCGA-BH-A18N-01 PRKD1 Not Mutated 204,3395 TCGA-BH-A18N-01 PRKD2 Not Mutated 1142,0728 TCGA-BH-A18N-01 PRKD3 Not Mutated 266,987

TCGA-BH-A18Q-01 PRKD1 Not Mutated 82,9123 TCGA-BH-A18Q-01 PRKD2 Not Mutated 1420,3113 TCGA-BH-A18Q-01 PRKD3 Not Mutated 1140,3156

TCGA-BH-A18R-01 PRKD1 Not Mutated 34,9451 TCGA-BH-A18R-01 PRKD2 Not Mutated 875,1857 TCGA-BH-A18R-01 PRKD3 Not Mutated 888,5587

TCGA-BH-A18S-01 PRKD1 Not Mutated 70,0336 TCGA-BH-A18S-01 PRKD2 Not Mutated 999,6914 TCGA-BH-A18S-01 PRKD3 Not Mutated 337,3673

TCGA-BH-A18T-01 PRKD1 Not Mutated 119,592 TCGA-BH-A18T-01 PRKD2 Not Mutated 832,322 TCGA-BH-A18T-01 PRKD3 Not Mutated 1219,3023

TCGA-BH-A18U-01 PRKD1 Not Mutated 16,2603 TCGA-BH-A18U-01 PRKD2 Not Mutated 1055,5751 TCGA-BH-A18U-01 PRKD3 Not Mutated 292,6486

TCGA-BH-A18V-06 PRKD1 Not Mutated 69,9312 TCGA-BH-A18V-06 PRKD2 Not Mutated 1907,9725 TCGA-BH-A18V-06 PRKD3 Not Mutated 1137,0598

TCGA-BH-A18V-01 PRKD1 Not Mutated 53,9817 TCGA-BH-A18V-01 PRKD2 Not Mutated 1075,8141 TCGA-BH-A18V-01 PRKD3 Not Mutated 1275,0021

TCGA-BH-A1EN-01 PRKD1 Not Mutated 236,3292 TCGA-BH-A1EN-01 PRKD2 Not Mutated 1053,5959 TCGA-BH-A1EN-01 PRKD3 Not Mutated 768,763

TCGA-BH-A1EO-01 PRKD1 Not Mutated 123,8301 TCGA-BH-A1EO-01 PRKD2 Not Mutated 876,6496 TCGA-BH-A1EO-01 PRKD3 Not Mutated 1575,9093

TCGA-BH-A1ES-06 PRKD1 Not Mutated 522,1311 TCGA-BH-A1ES-06 PRKD2 Not Mutated 809,9352 TCGA-BH-A1ES-06 PRKD3 Not Mutated 224,622

TCGA-BH-A1ES-01 PRKD1 Not Mutated 100,3175 TCGA-BH-A1ES-01 PRKD2 Not Mutated 368,0328 TCGA-BH-A1ES-01 PRKD3 Not Mutated 539,3443

TCGA-BH-A1ET-01 PRKD1 Not Mutated 154,8467 TCGA-BH-A1ET-01 PRKD2 Not Mutated 713,2017 TCGA-BH-A1ET-01 PRKD3 Not Mutated 1046,6606

TCGA-BH-A1EU-01 PRKD1 Not Mutated 116,0376 TCGA-BH-A1EU-01 PRKD2 Not Mutated 957,7785 TCGA-BH-A1EU-01 PRKD3 Not Mutated 1705,9977

TCGA-BH-A1EV-01 PRKD1 Not Mutated 52,4802 TCGA-BH-A1EV-01 PRKD2 Not Mutated 1520,1319 TCGA-BH-A1EV-01 PRKD3 Not Mutated 1189,871

TCGA-BH-A1EW-01 PRKD1 Not Mutated 332,1726 TCGA-BH-A1EW-01 PRKD2 Not Mutated 1212,7965 TCGA-BH-A1EW-01 PRKD3 Not Mutated 1080,1582

TCGA-BH-A1EX-01 PRKD1 Not Mutated 177,4867 TCGA-BH-A1EX-01 PRKD2 Not Mutated 842,8259 TCGA-BH-A1EX-01 PRKD3 Not Mutated 1004,5446

TCGA-BH-A1EY-01 PRKD1 Not Mutated 76,1372 TCGA-BH-A1EY-01 PRKD2 Not Mutated 784,0623 TCGA-BH-A1EY-01 PRKD3 Not Mutated 778,2111

TCGA-BH-A1F0-01 PRKD1 Not Mutated 151,9423 TCGA-BH-A1F0-01 PRKD2 Not Mutated 1180,7721 TCGA-BH-A1F0-01 PRKD3 Not Mutated 1550,4893

TCGA-BH-A1F2-01 PRKD1 Not Mutated 71,1127 TCGA-BH-A1F2-01 PRKD2 Not Mutated 430,1466 TCGA-BH-A1F2-01 PRKD3 Not Mutated 1881,7005

TCGA-BH-A1F5-01 PRKD1 Not Mutated 61,2918 TCGA-BH-A1F5-01 PRKD2 Not Mutated 600,2211 TCGA-BH-A1F5-01 PRKD3 Not Mutated 327,9293

TCGA-BH-A1F6-01 PRKD1 Not Mutated 91,7245 TCGA-BH-A1F6-01 PRKD2 Not Mutated 1020,2735 TCGA-BH-A1F6-01 PRKD3 Not Mutated 544,083

TCGA-BH-A1F8-01 PRKD1 Not Mutated 62,3759 TCGA-BH-A1F8-01 PRKD2 Not Mutated 703,9931 TCGA-BH-A1F8-01 PRKD3 Not Mutated 341,7245

TCGA-BH-A1FC-01 PRKD1 Not Mutated 99,1879 TCGA-BH-A1FC-01 PRKD2 Not Mutated 944,7591 TCGA-BH-A1FC-01 PRKD3 Not Mutated 2252,2986

TCGA-BH-A1FD-01 PRKD1 Not Mutated 216,8204 TCGA-BH-A1FD-01 PRKD2 Not Mutated 955,0464 TCGA-BH-A1FD-01 PRKD3 Not Mutated 263,9211

TCGA-BH-A1FE-01 PRKD1 Not Mutated 42,2433 TCGA-BH-A1FE-01 PRKD2 Not Mutated 718,0661 TCGA-BH-A1FE-01 PRKD3 Not Mutated 1383,3412

TCGA-BH-A1FG-01 PRKD1 Not Mutated 438,7336 TCGA-BH-A1FG-01 PRKD2 Not Mutated 853,6052 TCGA-BH-A1FG-01 PRKD3 Not Mutated 196,2855

TCGA-BH-A1FH-01 PRKD1 Not Mutated 65,7168 TCGA-BH-A1FH-01 PRKD2 Not Mutated 936,605 TCGA-BH-A1FH-01 PRKD3 Not Mutated 1718,0896

TCGA-BH-A1FJ-01 PRKD1 Not Mutated 50,9199 TCGA-BH-A1FJ-01 PRKD2 Not Mutated 1027,2002 TCGA-BH-A1FJ-01 PRKD3 Not Mutated 192,5148

TCGA-BH-A1FL-01 PRKD1 Not Mutated 108,7449 TCGA-BH-A1FL-01 PRKD2 Not Mutated 1205,826 TCGA-BH-A1FL-01 PRKD3 Not Mutated 1064,9838



TCGA-BH-A1FM-01 PRKD1 Not Mutated 129,3378 TCGA-BH-A1FM-01 PRKD2 Not Mutated 365,0204 TCGA-BH-A1FM-01 PRKD3 Not Mutated 727,1409

TCGA-BH-A1FN-01 PRKD1 Not Mutated 57,2687 TCGA-BH-A1FN-01 PRKD2 Not Mutated 997,2625 TCGA-BH-A1FN-01 PRKD3 Not Mutated 1516,5586

TCGA-BH-A1FR-01 PRKD1 Not Mutated 273,7116 TCGA-BH-A1FR-01 PRKD2 Not Mutated 941,2628 TCGA-BH-A1FR-01 PRKD3 Not Mutated 558,4924

TCGA-BH-A1FU-01 PRKD1 Not Mutated 221,5573 TCGA-BH-A1FU-01 PRKD2 Not Mutated 873,5383 TCGA-BH-A1FU-01 PRKD3 Not Mutated 935,0368

TCGA-BH-A201-01 PRKD1 Not Mutated 145,0188 TCGA-BH-A201-01 PRKD2 Not Mutated 831,9141 TCGA-BH-A201-01 PRKD3 Not Mutated 715,6118

TCGA-BH-A202-01 PRKD1 Not Mutated 74,9238 TCGA-BH-A202-01 PRKD2 Not Mutated 669,2775 TCGA-BH-A202-01 PRKD3 Not Mutated 1451,4924

TCGA-BH-A203-01 PRKD1 Not Mutated 67,6427 TCGA-BH-A203-01 PRKD2 Not Mutated 1091,952 TCGA-BH-A203-01 PRKD3 Not Mutated 794,4076

TCGA-BH-A204-01 PRKD1 Not Mutated 832,3347 TCGA-BH-A204-01 PRKD2 Not Mutated 295,7667 TCGA-BH-A204-01 PRKD3 Not Mutated 887,073

TCGA-BH-A208-01 PRKD1 Not Mutated 51,7905 TCGA-BH-A208-01 PRKD2 Not Mutated 898,5728 TCGA-BH-A208-01 PRKD3 Not Mutated 1310,8182

TCGA-BH-A209-01 PRKD1 Not Mutated 240,5057 TCGA-BH-A209-01 PRKD2 Not Mutated 880,7339 TCGA-BH-A209-01 PRKD3 Not Mutated 535,6614

TCGA-BH-A28O-01 PRKD1 Not Mutated 108,3186 TCGA-BH-A28O-01 PRKD2 Not Mutated 1572,4808 TCGA-BH-A28O-01 PRKD3 Not Mutated 1072,7144

TCGA-BH-A28Q-01 PRKD1 Not Mutated 140,7064 TCGA-BH-A28Q-01 PRKD2 Not Mutated 1137,2194 TCGA-BH-A28Q-01 PRKD3 Not Mutated 966,283

TCGA-BH-A2L8-01 PRKD1 Not Mutated 47,805 TCGA-BH-A2L8-01 PRKD2 Not Mutated 1346,4025 TCGA-BH-A2L8-01 PRKD3 Not Mutated 912,4381

TCGA-BH-A42T-01 PRKD1 Not Mutated 458,7578 TCGA-BH-A42T-01 PRKD2 Not Mutated 1694,5263 TCGA-BH-A42T-01 PRKD3 Not Mutated 180,384

TCGA-BH-A42U-01 PRKD1 Not Mutated 145,5392 TCGA-BH-A42U-01 PRKD2 Not Mutated 2094,5012 TCGA-BH-A42U-01 PRKD3 Not Mutated 525,4272

TCGA-BH-A42V-01 PRKD1 Not Mutated 67,4439 TCGA-BH-A42V-01 PRKD2 Not Mutated 1411,1483 TCGA-BH-A42V-01 PRKD3 Not Mutated 573,7156

TCGA-BH-A5IZ-01 PRKD1 Not Mutated 104,2632 TCGA-BH-A5IZ-01 PRKD2 Not Mutated 796,8376 TCGA-BH-A5IZ-01 PRKD3 Not Mutated 1454,6242

TCGA-BH-A5J0-01 PRKD1 Not Mutated 132,0173 TCGA-BH-A5J0-01 PRKD2 Not Mutated 1825,3012 TCGA-BH-A5J0-01 PRKD3 Not Mutated 468,0259

TCGA-C8-A12K-01 PRKD1 Not Mutated 98,5358 TCGA-C8-A12K-01 PRKD2 Not Mutated 1135,4102 TCGA-C8-A12K-01 PRKD3 Not Mutated 1193,3991

TCGA-C8-A12L-01 PRKD1 Not Mutated 45,0601 TCGA-C8-A12L-01 PRKD2 Not Mutated 1445,5877 TCGA-C8-A12L-01 PRKD3 Not Mutated 974,6735

TCGA-C8-A12M-01 PRKD1 Not Mutated 152,7764 TCGA-C8-A12M-01 PRKD2 Not Mutated 738,6636 TCGA-C8-A12M-01 PRKD3 Not Mutated 426,998

TCGA-C8-A12N-01 PRKD1 Not Mutated 222,2114 TCGA-C8-A12N-01 PRKD2 Not Mutated 1127,0785 TCGA-C8-A12N-01 PRKD3 Not Mutated 504,6861

TCGA-C8-A12O-01 PRKD1 Not Mutated 135,6515 TCGA-C8-A12O-01 PRKD2 Not Mutated 762,2738 TCGA-C8-A12O-01 PRKD3 Not Mutated 665,923

TCGA-C8-A12P-01 PRKD1 Not Mutated 120,606 TCGA-C8-A12P-01 PRKD2 Not Mutated 734,0466 TCGA-C8-A12P-01 PRKD3 Not Mutated 515,0936

TCGA-C8-A12Q-01 PRKD1 Not Mutated 185,3375 TCGA-C8-A12Q-01 PRKD2 Not Mutated 821,2553 TCGA-C8-A12Q-01 PRKD3 Not Mutated 486,902

TCGA-C8-A12T-01 PRKD1 Not Mutated 10,3806 TCGA-C8-A12T-01 PRKD2 Not Mutated 859,1302 TCGA-C8-A12T-01 PRKD3 Not Mutated 763,5725

TCGA-C8-A12U-01 PRKD1 Not Mutated 68,532 TCGA-C8-A12U-01 PRKD2 Not Mutated 1256,4879 TCGA-C8-A12U-01 PRKD3 Not Mutated 283,737

TCGA-C8-A12V-01 PRKD1 Not Mutated 149,7626 TCGA-C8-A12V-01 PRKD2 Not Mutated 1860,5028 TCGA-C8-A12V-01 PRKD3 Not Mutated 2238,8483

TCGA-C8-A12W-01 PRKD1 Not Mutated 35,9712 TCGA-C8-A12W-01 PRKD2 Not Mutated 1212,3435 TCGA-C8-A12W-01 PRKD3 Not Mutated 653,4312

TCGA-C8-A12X-01 PRKD1 Not Mutated 65,1754 TCGA-C8-A12X-01 PRKD2 Not Mutated 1604,3165 TCGA-C8-A12X-01 PRKD3 Not Mutated 136,6906

TCGA-C8-A12Y-01 PRKD1 Not Mutated 64,413 TCGA-C8-A12Y-01 PRKD2 Not Mutated 1644,2972 TCGA-C8-A12Y-01 PRKD3 Not Mutated 151,0632

TCGA-C8-A12Z-01 PRKD1 Not Mutated 107,0209 TCGA-C8-A12Z-01 PRKD2 Not Mutated 790,1659 TCGA-C8-A12Z-01 PRKD3 Not Mutated 614,1364

TCGA-C8-A130-01 PRKD1 Not Mutated 82,7719 TCGA-C8-A130-01 PRKD2 Not Mutated 1247,8178 TCGA-C8-A130-01 PRKD3 Not Mutated 824,6679

TCGA-C8-A131-01 PRKD1 Not Mutated 203,861 TCGA-C8-A131-01 PRKD2 Not Mutated 1068,3349 TCGA-C8-A131-01 PRKD3 Not Mutated 908,0847

TCGA-C8-A132-01 PRKD1 Not Mutated 5,2907 TCGA-C8-A132-01 PRKD2 Not Mutated 1405,0193 TCGA-C8-A132-01 PRKD3 Not Mutated 1020,8494

TCGA-C8-A133-01 PRKD1 Not Mutated 87,0394 TCGA-C8-A133-01 PRKD2 Not Mutated 1213,333 TCGA-C8-A133-01 PRKD3 Not Mutated 337,7228

TCGA-C8-A134-01 PRKD1 Not Mutated 92,6267 TCGA-C8-A134-01 PRKD2 Not Mutated 899,8306 TCGA-C8-A134-01 PRKD3 Not Mutated 3727,2342

TCGA-C8-A135-01 PRKD1 Not Mutated 69,5698 TCGA-C8-A135-01 PRKD2 Not Mutated 1642,3963 TCGA-C8-A135-01 PRKD3 Not Mutated 1046,5438

TCGA-C8-A137-01 PRKD1 Not Mutated 117,632 TCGA-C8-A137-01 PRKD2 Not Mutated 1095,0611 TCGA-C8-A137-01 PRKD3 Not Mutated 326,0754

TCGA-C8-A138-01 PRKD1 Not Mutated 57,3381 TCGA-C8-A138-01 PRKD2 Not Mutated 1457,8143 TCGA-C8-A138-01 PRKD3 Not Mutated 455,1175

TCGA-C8-A1HE-01 PRKD1 Not Mutated 183,8432 TCGA-C8-A1HE-01 PRKD2 Not Mutated 1174,6266 TCGA-C8-A1HE-01 PRKD3 Not Mutated 345,1001

TCGA-C8-A1HF-01 PRKD1 Not Mutated 102,6393 TCGA-C8-A1HF-01 PRKD2 Not Mutated 915,3549 TCGA-C8-A1HF-01 PRKD3 Not Mutated 1344,5203

TCGA-C8-A1HG-01 PRKD1 Not Mutated 107,6605 TCGA-C8-A1HG-01 PRKD2 Not Mutated 892,9619 TCGA-C8-A1HG-01 PRKD3 Not Mutated 252,1994

TCGA-C8-A1HI-01 PRKD1 Not Mutated 77,7311 TCGA-C8-A1HI-01 PRKD2 Not Mutated 1019,4099 TCGA-C8-A1HI-01 PRKD3 Not Mutated 451,8634

TCGA-C8-A1HJ-01 PRKD1 Not Mutated 345,5864 TCGA-C8-A1HJ-01 PRKD2 Not Mutated 553,5714 TCGA-C8-A1HJ-01 PRKD3 Not Mutated 2071,0784

TCGA-C8-A1HK-01 PRKD1 Not Mutated 125,968 TCGA-C8-A1HK-01 PRKD2 Not Mutated 1248,8122 TCGA-C8-A1HK-01 PRKD3 Not Mutated 518,1295

TCGA-C8-A1HL-01 PRKD1 Not Mutated 26,0417 TCGA-C8-A1HL-01 PRKD2 Not Mutated 775,9422 TCGA-C8-A1HL-01 PRKD3 Not Mutated 620,031

TCGA-C8-A1HM-01 PRKD1 Not Mutated 47,2264 TCGA-C8-A1HM-01 PRKD2 Not Mutated 1613,1629 TCGA-C8-A1HM-01 PRKD3 Not Mutated 1092,803

TCGA-C8-A1HN-01 PRKD1 Not Mutated 66,3171 TCGA-C8-A1HN-01 PRKD2 Not Mutated 783,3256 TCGA-C8-A1HN-01 PRKD3 Not Mutated 444,034

TCGA-C8-A1HO-01 PRKD1 Not Mutated 95,9907 TCGA-C8-A1HO-01 PRKD2 Not Mutated 1399,1363 TCGA-C8-A1HO-01 PRKD3 Not Mutated 282,5416

TCGA-C8-A26V-01 PRKD1 Not Mutated 86,0006 TCGA-C8-A26V-01 PRKD2 Not Mutated 1107,3447 TCGA-C8-A26V-01 PRKD3 Not Mutated 360,8002

TCGA-C8-A26W-01 PRKD1 Not Mutated 106,1093 TCGA-C8-A26W-01 PRKD2 Not Mutated 1167,2697 TCGA-C8-A26W-01 PRKD3 Not Mutated 442,2488

TCGA-C8-A26X-01 PRKD1 Not Mutated 56,9068 TCGA-C8-A26X-01 PRKD2 Not Mutated 1003,6748 TCGA-C8-A26X-01 PRKD3 Not Mutated 824,5292

TCGA-C8-A26Y-01 PRKD1 Not Mutated 101,5274 TCGA-C8-A26Y-01 PRKD2 Not Mutated 1151,5986 TCGA-C8-A26Y-01 PRKD3 Not Mutated 1651,8281

TCGA-C8-A26Z-01 PRKD1 Not Mutated 78,3106 TCGA-C8-A26Z-01 PRKD2 Not Mutated 1569,3321 TCGA-C8-A26Z-01 PRKD3 Not Mutated 776,5798

TCGA-C8-A273-01 PRKD1 Not Mutated 44,8071 TCGA-C8-A273-01 PRKD2 Not Mutated 1185,5111 TCGA-C8-A273-01 PRKD3 Not Mutated 283,6193

TCGA-C8-A274-01 PRKD1 Not Mutated 68,5496 TCGA-C8-A274-01 PRKD2 Not Mutated 1591,4811 TCGA-C8-A274-01 PRKD3 Not Mutated 928,2257

TCGA-C8-A275-01 PRKD1 Not Mutated 138,5491 TCGA-C8-A275-01 PRKD2 Not Mutated 2542,8067 TCGA-C8-A275-01 PRKD3 Not Mutated 1230,6561

TCGA-C8-A278-01 PRKD1 Not Mutated 73,8054 TCGA-C8-A278-01 PRKD2 Not Mutated 892,7615 TCGA-C8-A278-01 PRKD3 Not Mutated 797,0729

TCGA-C8-A27A-01 PRKD1 Not Mutated 16,4448 TCGA-C8-A27A-01 PRKD2 Not Mutated 415,6009 TCGA-C8-A27A-01 PRKD3 Not Mutated 524,7821

TCGA-C8-A27B-01 PRKD1 Not Mutated 186,0236 TCGA-C8-A27B-01 PRKD2 Not Mutated 630,9058 TCGA-C8-A27B-01 PRKD3 Not Mutated 2549,4649

TCGA-C8-A3M7-01 PRKD1 Not Mutated 68,2667 TCGA-C8-A3M7-01 PRKD2 Not Mutated 1113,5171 TCGA-C8-A3M7-01 PRKD3 Not Mutated 886,811

TCGA-C8-A3M8-01 PRKD1 Not Mutated 2136,6461 TCGA-C8-A3M8-01 PRKD2 Not Mutated 1222,1333 TCGA-C8-A3M8-01 PRKD3 Not Mutated 498,6667

TCGA-D8-A13Y-01 PRKD1 Not Mutated 296,6262 TCGA-D8-A13Y-01 PRKD2 Not Mutated 499,3904 TCGA-D8-A13Y-01 PRKD3 Not Mutated 582,257

TCGA-D8-A13Z-01 PRKD1 Not Mutated 46,7033 TCGA-D8-A13Z-01 PRKD2 Not Mutated 871,525 TCGA-D8-A13Z-01 PRKD3 Not Mutated 2073,4143

TCGA-D8-A140-01 PRKD1 Not Mutated 219,5371 TCGA-D8-A140-01 PRKD2 Not Mutated 1125,5887 TCGA-D8-A140-01 PRKD3 Not Mutated 414,4427

TCGA-D8-A141-01 PRKD1 Not Mutated 177,158 TCGA-D8-A141-01 PRKD2 Not Mutated 1244,3839 TCGA-D8-A141-01 PRKD3 Not Mutated 1068,4139

TCGA-D8-A142-01 PRKD1 Not Mutated 227,3533 TCGA-D8-A142-01 PRKD2 Not Mutated 1034,2629 TCGA-D8-A142-01 PRKD3 Not Mutated 2135,4582

TCGA-D8-A143-01 PRKD1 Not Mutated 170,2986 TCGA-D8-A143-01 PRKD2 Not Mutated 1369,7944 TCGA-D8-A143-01 PRKD3 Not Mutated 3215,4797

TCGA-D8-A145-01 PRKD1 Not Mutated 202,9192 TCGA-D8-A145-01 PRKD2 Not Mutated 1230,0242 TCGA-D8-A145-01 PRKD3 Not Mutated 1100,4843

TCGA-D8-A146-01 PRKD1 Not Mutated 135,1773 TCGA-D8-A146-01 PRKD2 Not Mutated 965,4681 TCGA-D8-A146-01 PRKD3 Not Mutated 1063,3677

TCGA-D8-A147-01 PRKD1 Not Mutated 117,5021 TCGA-D8-A147-01 PRKD2 Not Mutated 633,2872 TCGA-D8-A147-01 PRKD3 Not Mutated 2556,6286

TCGA-D8-A1J9-01 PRKD1 Not Mutated 245,9372 TCGA-D8-A1J9-01 PRKD2 Not Mutated 1067,5039 TCGA-D8-A1J9-01 PRKD3 Not Mutated 784,6677

TCGA-D8-A1JA-01 PRKD1 Not Mutated 145,5034 TCGA-D8-A1JA-01 PRKD2 Not Mutated 751,896 TCGA-D8-A1JA-01 PRKD3 Not Mutated 606,1755

TCGA-D8-A1JB-01 PRKD1 Not Mutated 118,0213 TCGA-D8-A1JB-01 PRKD2 Not Mutated 1261,4783 TCGA-D8-A1JB-01 PRKD3 Not Mutated 1008,6438

TCGA-D8-A1JC-01 PRKD1 Not Mutated 201,5156 TCGA-D8-A1JC-01 PRKD2 Not Mutated 1694,467 TCGA-D8-A1JC-01 PRKD3 Not Mutated 441,1453

TCGA-D8-A1JD-01 PRKD1 Not Mutated 193,9704 TCGA-D8-A1JD-01 PRKD2 Not Mutated 874,2043 TCGA-D8-A1JD-01 PRKD3 Not Mutated 1085,1773

TCGA-D8-A1JE-01 PRKD1 Not Mutated 147,5469 TCGA-D8-A1JE-01 PRKD2 Not Mutated 683,4471 TCGA-D8-A1JE-01 PRKD3 Not Mutated 596,132

TCGA-D8-A1JF-01 PRKD1 Not Mutated 123,9248 TCGA-D8-A1JF-01 PRKD2 Not Mutated 689,3253 TCGA-D8-A1JF-01 PRKD3 Not Mutated 828,176

TCGA-D8-A1JG-01 PRKD1 Not Mutated 200,599 TCGA-D8-A1JG-01 PRKD2 Not Mutated 1125,4131 TCGA-D8-A1JG-01 PRKD3 Not Mutated 2337,2371

TCGA-D8-A1JH-01 PRKD1 Not Mutated 15,4318 TCGA-D8-A1JH-01 PRKD2 Not Mutated 1322,8828 TCGA-D8-A1JH-01 PRKD3 Not Mutated 1025,4253

TCGA-D8-A1JI-01 PRKD1 Not Mutated 197,3675 TCGA-D8-A1JI-01 PRKD2 Not Mutated 685,9416 TCGA-D8-A1JI-01 PRKD3 Not Mutated 194,0543

TCGA-D8-A1JJ-01 PRKD1 Not Mutated 94,3419 TCGA-D8-A1JJ-01 PRKD2 Not Mutated 725,9357 TCGA-D8-A1JJ-01 PRKD3 Not Mutated 466,799

TCGA-D8-A1JK-01 PRKD1 Not Mutated 145,2056 TCGA-D8-A1JK-01 PRKD2 Not Mutated 922,9303 TCGA-D8-A1JK-01 PRKD3 Not Mutated 1395,1161

TCGA-D8-A1JL-01 PRKD1 Not Mutated 33,1517 TCGA-D8-A1JL-01 PRKD2 Not Mutated 1171,6678 TCGA-D8-A1JL-01 PRKD3 Not Mutated 1383,8538

TCGA-D8-A1JM-01 PRKD1 Not Mutated 11,9178 TCGA-D8-A1JM-01 PRKD2 Not Mutated 1962,7043 TCGA-D8-A1JM-01 PRKD3 Not Mutated 877,5996

TCGA-D8-A1JN-01 PRKD1 Not Mutated 198,367 TCGA-D8-A1JN-01 PRKD2 Not Mutated 1273,1345 TCGA-D8-A1JN-01 PRKD3 Not Mutated 157,0044

TCGA-D8-A1JP-01 PRKD1 Not Mutated 22,294 TCGA-D8-A1JP-01 PRKD2 Not Mutated 661,3833 TCGA-D8-A1JP-01 PRKD3 Not Mutated 1049,4717

TCGA-D8-A1JS-01 PRKD1 Not Mutated 22,0369 TCGA-D8-A1JS-01 PRKD2 Not Mutated 1333,1179 TCGA-D8-A1JS-01 PRKD3 Not Mutated 128,9176

TCGA-D8-A1JT-01 PRKD1 Not Mutated 266,1668 TCGA-D8-A1JT-01 PRKD2 Not Mutated 661,7034 TCGA-D8-A1JT-01 PRKD3 Not Mutated 166,7659

TCGA-D8-A1JU-01 PRKD1 Not Mutated 94,2511 TCGA-D8-A1JU-01 PRKD2 Not Mutated 1249,9219 TCGA-D8-A1JU-01 PRKD3 Not Mutated 1407,0603

TCGA-D8-A1X5-01 PRKD1 Not Mutated 17,6033 TCGA-D8-A1X5-01 PRKD2 Not Mutated 991,8185 TCGA-D8-A1X5-01 PRKD3 Not Mutated 323,77

TCGA-D8-A1X6-01 PRKD1 Not Mutated 184,3457 TCGA-D8-A1X6-01 PRKD2 Not Mutated 841,8969 TCGA-D8-A1X6-01 PRKD3 Not Mutated 193,126

TCGA-D8-A1X7-01 PRKD1 Not Mutated 90,3955 TCGA-D8-A1X7-01 PRKD2 Not Mutated 891,3237 TCGA-D8-A1X7-01 PRKD3 Not Mutated 337,7388

TCGA-D8-A1X8-01 PRKD1 Not Mutated 126,2173 TCGA-D8-A1X8-01 PRKD2 Not Mutated 940,5586 TCGA-D8-A1X8-01 PRKD3 Not Mutated 1077,1067

TCGA-D8-A1X9-01 PRKD1 Not Mutated 70,5882 TCGA-D8-A1X9-01 PRKD2 Not Mutated 1078,2851 TCGA-D8-A1X9-01 PRKD3 Not Mutated 774,7565

TCGA-D8-A1XA-01 PRKD1 Not Mutated 221,3077 TCGA-D8-A1XA-01 PRKD2 Not Mutated 1032,4544 TCGA-D8-A1XA-01 PRKD3 Not Mutated 249,0872

TCGA-D8-A1XB-01 PRKD1 Not Mutated 17,2719 TCGA-D8-A1XB-01 PRKD2 Not Mutated 1203,0178 TCGA-D8-A1XB-01 PRKD3 Not Mutated 801,5546

TCGA-D8-A1XC-01 PRKD1 Not Mutated 17,8213 TCGA-D8-A1XC-01 PRKD2 Not Mutated 924,2693 TCGA-D8-A1XC-01 PRKD3 Not Mutated 181,1337

TCGA-D8-A1XF-01 PRKD1 Not Mutated 76,5815 TCGA-D8-A1XF-01 PRKD2 Not Mutated 992,7492 TCGA-D8-A1XF-01 PRKD3 Not Mutated 229,5798

TCGA-D8-A1XG-01 PRKD1 Not Mutated 163,9624 TCGA-D8-A1XG-01 PRKD2 Not Mutated 1096,895 TCGA-D8-A1XG-01 PRKD3 Not Mutated 350,8053

TCGA-D8-A1XJ-01 PRKD1 Not Mutated 106,1707 TCGA-D8-A1XJ-01 PRKD2 Not Mutated 943,0102 TCGA-D8-A1XJ-01 PRKD3 Not Mutated 561,6391

TCGA-D8-A1XK-01 PRKD1 Not Mutated 39,3463 TCGA-D8-A1XK-01 PRKD2 Not Mutated 601,4527 TCGA-D8-A1XK-01 PRKD3 Not Mutated 1706,3336

TCGA-D8-A1XL-01 PRKD1 Not Mutated 186,1814 TCGA-D8-A1XL-01 PRKD2 Not Mutated 1434,1259 TCGA-D8-A1XL-01 PRKD3 Not Mutated 1008,4424

TCGA-D8-A1XM-01 PRKD1 Not Mutated 134,6623 TCGA-D8-A1XM-01 PRKD2 Not Mutated 930,3797 TCGA-D8-A1XM-01 PRKD3 Not Mutated 1143,1962

TCGA-D8-A1XO-01 PRKD1 Not Mutated 76,136 TCGA-D8-A1XO-01 PRKD2 Not Mutated 1170,9765 TCGA-D8-A1XO-01 PRKD3 Not Mutated 1382,8675

TCGA-D8-A1XQ-01 PRKD1 Not Mutated 48,503 TCGA-D8-A1XQ-01 PRKD2 Not Mutated 788,551 TCGA-D8-A1XQ-01 PRKD3 Not Mutated 1467,1914

TCGA-D8-A1XR-01 PRKD1 Not Mutated 151,9808 TCGA-D8-A1XR-01 PRKD2 Not Mutated 923,5577 TCGA-D8-A1XR-01 PRKD3 Not Mutated 1007,813

TCGA-D8-A1XS-01 PRKD1 Not Mutated 219,0621 TCGA-D8-A1XS-01 PRKD2 Not Mutated 649,7179 TCGA-D8-A1XS-01 PRKD3 Not Mutated 1009,5032

TCGA-D8-A1XT-01 PRKD1 Not Mutated 168,243 TCGA-D8-A1XT-01 PRKD2 Not Mutated 897,1493 TCGA-D8-A1XT-01 PRKD3 Not Mutated 2128,4476

TCGA-D8-A1XU-01 PRKD1 Not Mutated 35,5487 TCGA-D8-A1XU-01 PRKD2 Not Mutated 1406,1336 TCGA-D8-A1XU-01 PRKD3 Not Mutated 1020,3497

TCGA-D8-A1XV-01 PRKD1 Not Mutated 91,4905 TCGA-D8-A1XV-01 PRKD2 Not Mutated 628,542 TCGA-D8-A1XV-01 PRKD3 Not Mutated 545,5951

TCGA-D8-A1XW-01 PRKD1 Not Mutated 152,3463 TCGA-D8-A1XW-01 PRKD2 Not Mutated 888,1198 TCGA-D8-A1XW-01 PRKD3 Not Mutated 1997,4419

TCGA-D8-A1XY-01 PRKD1 Not Mutated 125,8761 TCGA-D8-A1XY-01 PRKD2 Not Mutated 767,3496 TCGA-D8-A1XY-01 PRKD3 Not Mutated 583,9392

TCGA-D8-A1XZ-01 PRKD1 Not Mutated 92,836 TCGA-D8-A1XZ-01 PRKD2 Not Mutated 661,3401 TCGA-D8-A1XZ-01 PRKD3 Not Mutated 626,577

TCGA-D8-A1Y0-01 PRKD1 Not Mutated 211,8997 TCGA-D8-A1Y0-01 PRKD2 Not Mutated 1082,3322 TCGA-D8-A1Y0-01 PRKD3 Not Mutated 1312,787

TCGA-D8-A1Y1-01 PRKD1 Not Mutated 164,4068 TCGA-D8-A1Y1-01 PRKD2 Not Mutated 1005,3228 TCGA-D8-A1Y1-01 PRKD3 Not Mutated 444,8827

TCGA-D8-A1Y2-01 PRKD1 Not Mutated 45,7594 TCGA-D8-A1Y2-01 PRKD2 Not Mutated 885,5471 TCGA-D8-A1Y2-01 PRKD3 Not Mutated 677,1442

TCGA-D8-A1Y3-01 PRKD1 Not Mutated 52,1201 TCGA-D8-A1Y3-01 PRKD2 Not Mutated 722,3669 TCGA-D8-A1Y3-01 PRKD3 Not Mutated 113,925

TCGA-D8-A27E-01 PRKD1 Not Mutated 111,8212 TCGA-D8-A27E-01 PRKD2 Not Mutated 917,4286 TCGA-D8-A27E-01 PRKD3 Not Mutated 368,8719

TCGA-D8-A27F-01 PRKD1 Not Mutated 202,9783 TCGA-D8-A27F-01 PRKD2 Not Mutated 392,5925 TCGA-D8-A27F-01 PRKD3 Not Mutated 1859,2637

TCGA-D8-A27G-01 PRKD1 Not Mutated 231,7898 TCGA-D8-A27G-01 PRKD2 Not Mutated 1032,6967 TCGA-D8-A27G-01 PRKD3 Not Mutated 602,1366

TCGA-D8-A27H-01 PRKD1 Not Mutated 213,9318 TCGA-D8-A27H-01 PRKD2 Not Mutated 1250,0214 TCGA-D8-A27H-01 PRKD3 Not Mutated 1451,3396

TCGA-D8-A27I-01 PRKD1 Not Mutated 116,5744 TCGA-D8-A27I-01 PRKD2 Not Mutated 1198,7759 TCGA-D8-A27I-01 PRKD3 Not Mutated 1008,4523

TCGA-D8-A27K-01 PRKD1 Not Mutated 203,6285 TCGA-D8-A27K-01 PRKD2 Not Mutated 1132,2045 TCGA-D8-A27K-01 PRKD3 Not Mutated 920,2214

TCGA-D8-A27L-01 PRKD1 Not Mutated 178,5714 TCGA-D8-A27L-01 PRKD2 Not Mutated 1086,6504 TCGA-D8-A27L-01 PRKD3 Not Mutated 762,7945

TCGA-D8-A27M-01 PRKD1 Not Mutated 178,7636 TCGA-D8-A27M-01 PRKD2 Not Mutated 1463,0542 TCGA-D8-A27M-01 PRKD3 Not Mutated 1770,6281

TCGA-D8-A27N-01 PRKD1 Not Mutated 98,8968 TCGA-D8-A27N-01 PRKD2 Not Mutated 1757,8416 TCGA-D8-A27N-01 PRKD3 Not Mutated 802,1187

TCGA-D8-A27P-01 PRKD1 Not Mutated 102,9573 TCGA-D8-A27P-01 PRKD2 Not Mutated 1092,5926 TCGA-D8-A27P-01 PRKD3 Not Mutated 1040,1891

TCGA-D8-A27R-01 PRKD1 Not Mutated 168,8088 TCGA-D8-A27R-01 PRKD2 Not Mutated 1053,943 TCGA-D8-A27R-01 PRKD3 Not Mutated 611,7196

TCGA-D8-A27T-01 PRKD1 Not Mutated 85,3607 TCGA-D8-A27T-01 PRKD2 Not Mutated 1389,2735 TCGA-D8-A27T-01 PRKD3 Not Mutated 630,4629

TCGA-D8-A27V-01 PRKD1 Not Mutated 125,6442 TCGA-D8-A27V-01 PRKD2 Not Mutated 1374,5805 TCGA-D8-A27V-01 PRKD3 Not Mutated 1227,1393

TCGA-D8-A27W-01 PRKD1 Not Mutated 51,6655 TCGA-D8-A27W-01 PRKD2 Not Mutated 1623,0675 TCGA-D8-A27W-01 PRKD3 Not Mutated 691,2883

TCGA-D8-A3Z5-01 PRKD1 Not Mutated 88,7942 TCGA-D8-A3Z5-01 PRKD2 Not Mutated 1887,4915 TCGA-D8-A3Z5-01 PRKD3 Not Mutated 578,1781

TCGA-D8-A3Z6-01 PRKD1 Not Mutated 223,7866 TCGA-D8-A3Z6-01 PRKD2 Not Mutated 1614,0236 TCGA-D8-A3Z6-01 PRKD3 Not Mutated 332,5688

TCGA-D8-A4Z1-01 PRKD1 Not Mutated 45,5128 TCGA-D8-A4Z1-01 PRKD2 Not Mutated 1517,2318 TCGA-D8-A4Z1-01 PRKD3 Not Mutated 802,244

TCGA-E2-A105-01 PRKD1 Not Mutated 29,4215 TCGA-E2-A105-01 PRKD2 Not Mutated 865,7051 TCGA-E2-A105-01 PRKD3 Not Mutated 468,5897

TCGA-E2-A107-01 PRKD1 Not Mutated 206,318 TCGA-E2-A107-01 PRKD2 Not Mutated 1437,3554 TCGA-E2-A107-01 PRKD3 Not Mutated 235,7025

TCGA-E2-A108-01 PRKD1 Not Mutated 74,5189 TCGA-E2-A108-01 PRKD2 Not Mutated 1404,8656 TCGA-E2-A108-01 PRKD3 Not Mutated 1063,5974

TCGA-E2-A109-01 PRKD1 Not Mutated 50,756 TCGA-E2-A109-01 PRKD2 Not Mutated 797,2286 TCGA-E2-A109-01 PRKD3 Not Mutated 651,5781

TCGA-E2-A10A-01 PRKD1 Not Mutated 98,7198 TCGA-E2-A10A-01 PRKD2 Not Mutated 1197,4528 TCGA-E2-A10A-01 PRKD3 Not Mutated 281,5825

TCGA-E2-A10B-01 PRKD1 Not Mutated 27,117 TCGA-E2-A10B-01 PRKD2 Not Mutated 1381,2233 TCGA-E2-A10B-01 PRKD3 Not Mutated 882,7881

TCGA-E2-A10C-01 PRKD1 Not Mutated 61,3843 TCGA-E2-A10C-01 PRKD2 Not Mutated 1266,8887 TCGA-E2-A10C-01 PRKD3 Not Mutated 218,3635

TCGA-E2-A10E-01 PRKD1 Not Mutated 158,0238 TCGA-E2-A10E-01 PRKD2 Not Mutated 1155,653 TCGA-E2-A10E-01 PRKD3 Not Mutated 1149,0761

TCGA-E2-A10F-01 PRKD1 Not Mutated 49,14 TCGA-E2-A10F-01 PRKD2 Not Mutated 1135,2284 TCGA-E2-A10F-01 PRKD3 Not Mutated 562,3467

TCGA-E2-A14N-01 PRKD1 Not Mutated 21,6433 TCGA-E2-A14N-01 PRKD2 Not Mutated 647,3077 TCGA-E2-A14N-01 PRKD3 Not Mutated 1404,5104

TCGA-E2-A14O-01 PRKD1 Not Mutated 579,8959 TCGA-E2-A14O-01 PRKD2 Not Mutated 868,9379 TCGA-E2-A14O-01 PRKD3 Not Mutated 91,7836

TCGA-E2-A14P-01 PRKD1 Not Mutated 113,84 TCGA-E2-A14P-01 PRKD2 Not Mutated 1110,5326 TCGA-E2-A14P-01 PRKD3 Not Mutated 715,2583

TCGA-E2-A14Q-01 PRKD1 Not Mutated 16,5081 TCGA-E2-A14Q-01 PRKD2 Not Mutated 1231,6628 TCGA-E2-A14Q-01 PRKD3 Not Mutated 534,0192

TCGA-E2-A14R-01 PRKD1 Not Mutated 28,8865 TCGA-E2-A14R-01 PRKD2 Not Mutated 861,6302 TCGA-E2-A14R-01 PRKD3 Not Mutated 1476,0977

TCGA-E2-A14S-01 PRKD1 Not Mutated 37,2891 TCGA-E2-A14S-01 PRKD2 Not Mutated 858,5184 TCGA-E2-A14S-01 PRKD3 Not Mutated 328,0012

TCGA-E2-A14T-01 PRKD1 Not Mutated 148,3444 TCGA-E2-A14T-01 PRKD2 Not Mutated 1063,963 TCGA-E2-A14T-01 PRKD3 Not Mutated 184,54

TCGA-E2-A14U-01 PRKD1 Not Mutated 56,6955 TCGA-E2-A14U-01 PRKD2 Not Mutated 1346,007 TCGA-E2-A14U-01 PRKD3 Not Mutated 549,1235

TCGA-E2-A14V-01 PRKD1 Not Mutated 34,4993 TCGA-E2-A14V-01 PRKD2 Not Mutated 1140,8323 TCGA-E2-A14V-01 PRKD3 Not Mutated 764,7301

TCGA-E2-A14W-01 PRKD1 Not Mutated 97,1104 TCGA-E2-A14W-01 PRKD2 Not Mutated 632,4868 TCGA-E2-A14W-01 PRKD3 Not Mutated 552,4677

TCGA-E2-A14X-01 PRKD1 Not Mutated 20,6458 TCGA-E2-A14X-01 PRKD2 Not Mutated 1121,1384 TCGA-E2-A14X-01 PRKD3 Not Mutated 1527,8038

TCGA-E2-A14Y-01 PRKD1 Not Mutated 90,583 TCGA-E2-A14Y-01 PRKD2 Not Mutated 1211,2229 TCGA-E2-A14Y-01 PRKD3 Not Mutated 1274,7485

TCGA-E2-A14Z-01 PRKD1 Not Mutated 75,2732 TCGA-E2-A14Z-01 PRKD2 Not Mutated 1469,0583 TCGA-E2-A14Z-01 PRKD3 Not Mutated 545,2915

TCGA-E2-A150-01 PRKD1 Not Mutated 212,526 TCGA-E2-A150-01 PRKD2 Not Mutated 1195,8721 TCGA-E2-A150-01 PRKD3 Not Mutated 654,3909

TCGA-E2-A152-01 PRKD1 Not Mutated 187,4305 TCGA-E2-A152-01 PRKD2 Not Mutated 1248,2438 TCGA-E2-A152-01 PRKD3 Not Mutated 597,2099

TCGA-E2-A153-01 PRKD1 Not Mutated 90,9543 TCGA-E2-A153-01 PRKD2 Not Mutated 1491,1012 TCGA-E2-A153-01 PRKD3 Not Mutated 530,5895

TCGA-E2-A154-01 PRKD1 Not Mutated 26,806 TCGA-E2-A154-01 PRKD2 Not Mutated 910,5368 TCGA-E2-A154-01 PRKD3 Not Mutated 250,497

TCGA-E2-A155-01 PRKD1 Not Mutated 20,1005 TCGA-E2-A155-01 PRKD2 Not Mutated 678,6146 TCGA-E2-A155-01 PRKD3 Not Mutated 143,3415

TCGA-E2-A156-01 PRKD1 Not Mutated 18,1647 TCGA-E2-A156-01 PRKD2 Not Mutated 848,5284 TCGA-E2-A156-01 PRKD3 Not Mutated 358,9375

TCGA-E2-A158-01 PRKD1 Not Mutated 85,7219 TCGA-E2-A158-01 PRKD2 Not Mutated 997,3438 TCGA-E2-A158-01 PRKD3 Not Mutated 2292,8627

TCGA-E2-A159-01 PRKD1 Not Mutated 91,2756 TCGA-E2-A159-01 PRKD2 Not Mutated 1021,5198 TCGA-E2-A159-01 PRKD3 Not Mutated 2863,47

TCGA-E2-A15A-06 PRKD1 Not Mutated 95,657 TCGA-E2-A15A-06 PRKD2 Not Mutated 766,4106 TCGA-E2-A15A-06 PRKD3 Not Mutated 853,4266

TCGA-E2-A15A-01 PRKD1 Not Mutated 109,2 TCGA-E2-A15A-01 PRKD2 Not Mutated 1143,0857 TCGA-E2-A15A-01 PRKD3 Not Mutated 655,2028

TCGA-E2-A15C-01 PRKD1 Not Mutated 95,2715 TCGA-E2-A15C-01 PRKD2 Not Mutated 1186,8 TCGA-E2-A15C-01 PRKD3 Not Mutated 440,4

TCGA-E2-A15D-01 PRKD1 Not Mutated 12,0527 TCGA-E2-A15D-01 PRKD2 Not Mutated 1277,4081 TCGA-E2-A15D-01 PRKD3 Not Mutated 481,2609

TCGA-E2-A15E-06 PRKD1 Not Mutated 145,2429 TCGA-E2-A15E-06 PRKD2 Not Mutated 1345,0094 TCGA-E2-A15E-06 PRKD3 Not Mutated 281,7326

TCGA-E2-A15E-01 PRKD1 Not Mutated 94,6446 TCGA-E2-A15E-01 PRKD2 Not Mutated 1007,5911 TCGA-E2-A15E-01 PRKD3 Not Mutated 572,3684

TCGA-E2-A15F-01 PRKD1 Not Mutated 34,0164 TCGA-E2-A15F-01 PRKD2 Not Mutated 2269,3567 TCGA-E2-A15F-01 PRKD3 Not Mutated 466,4624

TCGA-E2-A15G-01 PRKD1 Not Mutated 98,5915 TCGA-E2-A15G-01 PRKD2 Not Mutated 1177,459 TCGA-E2-A15G-01 PRKD3 Not Mutated 538,9344

TCGA-E2-A15H-01 PRKD1 Not Mutated 73,8286 TCGA-E2-A15H-01 PRKD2 Not Mutated 963,7827 TCGA-E2-A15H-01 PRKD3 Not Mutated 308,2495

TCGA-E2-A15I-01 PRKD1 Not Mutated 34,9823 TCGA-E2-A15I-01 PRKD2 Not Mutated 1003,9272 TCGA-E2-A15I-01 PRKD3 Not Mutated 608,6441

TCGA-E2-A15J-01 PRKD1 Not Mutated 5,389 TCGA-E2-A15J-01 PRKD2 Not Mutated 1212,7208 TCGA-E2-A15J-01 PRKD3 Not Mutated 304,947

TCGA-E2-A15K-06 PRKD1 Not Mutated 40,5703 TCGA-E2-A15K-06 PRKD2 Not Mutated 1394,7457 TCGA-E2-A15K-06 PRKD3 Not Mutated 65,6787

TCGA-E2-A15K-01 PRKD1 Not Mutated 126,6449 TCGA-E2-A15K-01 PRKD2 Not Mutated 1575,7344 TCGA-E2-A15K-01 PRKD3 Not Mutated 311,9319

TCGA-E2-A15L-01 PRKD1 Not Mutated 152,2277 TCGA-E2-A15L-01 PRKD2 Not Mutated 887,1521 TCGA-E2-A15L-01 PRKD3 Not Mutated 1045,0594

TCGA-E2-A15M-01 PRKD1 Not Mutated 32,5538 TCGA-E2-A15M-01 PRKD2 Not Mutated 1130,5693 TCGA-E2-A15M-01 PRKD3 Not Mutated 1412,9538

TCGA-E2-A15O-01 PRKD1 Not Mutated 114,9646 TCGA-E2-A15O-01 PRKD2 Not Mutated 1129,0821 TCGA-E2-A15O-01 PRKD3 Not Mutated 194,0867

TCGA-E2-A15P-01 PRKD1 Not Mutated 52,5974 TCGA-E2-A15P-01 PRKD2 Not Mutated 1207,1286 TCGA-E2-A15P-01 PRKD3 Not Mutated 524,7314

TCGA-E2-A15R-01 PRKD1 Not Mutated 43,9971 TCGA-E2-A15R-01 PRKD2 Not Mutated 692,7295 TCGA-E2-A15R-01 PRKD3 Not Mutated 328,5571

TCGA-E2-A15S-01 PRKD1 Not Mutated 21,018 TCGA-E2-A15S-01 PRKD2 Not Mutated 840,2588 TCGA-E2-A15S-01 PRKD3 Not Mutated 917,0381

TCGA-E2-A15T-01 PRKD1 Not Mutated 174,7937 TCGA-E2-A15T-01 PRKD2 Not Mutated 847,6198 TCGA-E2-A15T-01 PRKD3 Not Mutated 936,3971

TCGA-E2-A1AZ-01 PRKD1 Not Mutated 131,8232 TCGA-E2-A1AZ-01 PRKD2 Not Mutated 1117,0293 TCGA-E2-A1AZ-01 PRKD3 Not Mutated 2162,7907

TCGA-E2-A1B0-01 PRKD1 Not Mutated 220,7724 TCGA-E2-A1B0-01 PRKD2 Not Mutated 654,2889 TCGA-E2-A1B0-01 PRKD3 Not Mutated 1254,5488

TCGA-E2-A1B1-01 PRKD1 Not Mutated 39,3893 TCGA-E2-A1B1-01 PRKD2 Not Mutated 992,7391 TCGA-E2-A1B1-01 PRKD3 Not Mutated 1412,1856

TCGA-E2-A1B4-01 PRKD1 Not Mutated 85,7875 TCGA-E2-A1B4-01 PRKD2 Not Mutated 1126,9579 TCGA-E2-A1B4-01 PRKD3 Not Mutated 476,6374

TCGA-E2-A1B5-01 PRKD1 Not Mutated 26,7738 TCGA-E2-A1B5-01 PRKD2 Not Mutated 1416,56 TCGA-E2-A1B5-01 PRKD3 Not Mutated 708,4934

TCGA-E2-A1B6-01 PRKD1 Not Mutated 169,4511 TCGA-E2-A1B6-01 PRKD2 Not Mutated 2001,5618 TCGA-E2-A1B6-01 PRKD3 Not Mutated 907,6305

TCGA-E2-A1BC-01 PRKD1 Not Mutated 102,4157 TCGA-E2-A1BC-01 PRKD2 Not Mutated 980,1114 TCGA-E2-A1BC-01 PRKD3 Not Mutated 715,9905

TCGA-E2-A1BD-01 PRKD1 Not Mutated 55,559 TCGA-E2-A1BD-01 PRKD2 Not Mutated 1833,6688 TCGA-E2-A1BD-01 PRKD3 Not Mutated 313,538

TCGA-E2-A1IE-01 PRKD1 Not Mutated 134,2015 TCGA-E2-A1IE-01 PRKD2 Not Mutated 1082,2797 TCGA-E2-A1IE-01 PRKD3 Not Mutated 286,5151

TCGA-E2-A1IF-01 PRKD1 Not Mutated 167,6817 TCGA-E2-A1IF-01 PRKD2 Not Mutated 1477,491 TCGA-E2-A1IF-01 PRKD3 Not Mutated 541,4777

TCGA-E2-A1IG-01 PRKD1 Not Mutated 150,931 TCGA-E2-A1IG-01 PRKD2 Not Mutated 1124,6447 TCGA-E2-A1IG-01 PRKD3 Not Mutated 750,3045

TCGA-E2-A1IH-01 PRKD1 Not Mutated 13,5558 TCGA-E2-A1IH-01 PRKD2 Not Mutated 746,4523 TCGA-E2-A1IH-01 PRKD3 Not Mutated 1323,9275

TCGA-E2-A1II-01 PRKD1 Not Mutated 230,5716 TCGA-E2-A1II-01 PRKD2 Not Mutated 1624,609 TCGA-E2-A1II-01 PRKD3 Not Mutated 2115,2242

TCGA-E2-A1IJ-01 PRKD1 Not Mutated 41,1111 TCGA-E2-A1IJ-01 PRKD2 Not Mutated 1291,5864 TCGA-E2-A1IJ-01 PRKD3 Not Mutated 1026,3327

TCGA-E2-A1IK-01 PRKD1 Not Mutated 68,7837 TCGA-E2-A1IK-01 PRKD2 Not Mutated 1358,3333 TCGA-E2-A1IK-01 PRKD3 Not Mutated 331,6667

TCGA-E2-A1IL-01 PRKD1 Not Mutated 245,7766 TCGA-E2-A1IL-01 PRKD2 Not Mutated 1286,7133 TCGA-E2-A1IL-01 PRKD3 Not Mutated 719,0187

TCGA-E2-A1IN-01 PRKD1 Not Mutated 245,4584 TCGA-E2-A1IN-01 PRKD2 Not Mutated 1192,6431 TCGA-E2-A1IN-01 PRKD3 Not Mutated 631,0627

TCGA-E2-A1IO-01 PRKD1 Not Mutated 58,3762 TCGA-E2-A1IO-01 PRKD2 Not Mutated 1147,9443 TCGA-E2-A1IO-01 PRKD3 Not Mutated 791,6218

TCGA-E2-A1IU-01 PRKD1 Not Mutated 119,0495 TCGA-E2-A1IU-01 PRKD2 Not Mutated 1150,2569 TCGA-E2-A1IU-01 PRKD3 Not Mutated 429,5992

TCGA-E2-A1L6-01 PRKD1 Not Mutated 250,3943 TCGA-E2-A1L6-01 PRKD2 Not Mutated 902,2205 TCGA-E2-A1L6-01 PRKD3 Not Mutated 948,656

TCGA-E2-A1L7-01 PRKD1 Not Mutated 108,0989 TCGA-E2-A1L7-01 PRKD2 Not Mutated 1179,6676 TCGA-E2-A1L7-01 PRKD3 Not Mutated 951,5953

TCGA-E2-A1L8-01 PRKD1 Not Mutated 203,9881 TCGA-E2-A1L8-01 PRKD2 Not Mutated 916,6384 TCGA-E2-A1L8-01 PRKD3 Not Mutated 524,2291

TCGA-E2-A1L9-01 PRKD1 Not Mutated 62,3053 TCGA-E2-A1L9-01 PRKD2 Not Mutated 859,0676 TCGA-E2-A1L9-01 PRKD3 Not Mutated 682,5653

TCGA-E2-A1LA-01 PRKD1 Not Mutated 150,9604 TCGA-E2-A1LA-01 PRKD2 Not Mutated 1048,5091 TCGA-E2-A1LA-01 PRKD3 Not Mutated 522,9194

TCGA-E2-A1LB-01 PRKD1 Not Mutated 89,3406 TCGA-E2-A1LB-01 PRKD2 Not Mutated 1087,274 TCGA-E2-A1LB-01 PRKD3 Not Mutated 601,595

TCGA-E2-A1LE-01 PRKD1 Not Mutated 37,7764 TCGA-E2-A1LE-01 PRKD2 Not Mutated 1561,1322 TCGA-E2-A1LE-01 PRKD3 Not Mutated 986,1342

TCGA-E2-A1LG-01 PRKD1 Not Mutated 45,5335 TCGA-E2-A1LG-01 PRKD2 Not Mutated 884,2138 TCGA-E2-A1LG-01 PRKD3 Not Mutated 1772,7273

TCGA-E2-A1LH-01 PRKD1 Not Mutated 32,1514 TCGA-E2-A1LH-01 PRKD2 Not Mutated 1373,7218 TCGA-E2-A1LH-01 PRKD3 Not Mutated 434,4974

TCGA-E2-A1LI-01 PRKD1 Not Mutated 59,278 TCGA-E2-A1LI-01 PRKD2 Not Mutated 918,8702 TCGA-E2-A1LI-01 PRKD3 Not Mutated 1625,3005

TCGA-E2-A1LK-01 PRKD1 Not Mutated 35,1231 TCGA-E2-A1LK-01 PRKD2 Not Mutated 949,0356 TCGA-E2-A1LK-01 PRKD3 Not Mutated 2562,4547

TCGA-E2-A1LL-01 PRKD1 Not Mutated 37,037 TCGA-E2-A1LL-01 PRKD2 Not Mutated 1118,7563 TCGA-E2-A1LL-01 PRKD3 Not Mutated 855,0453

TCGA-E2-A1LS-01 PRKD1 Not Mutated 89,8293 TCGA-E2-A1LS-01 PRKD2 Not Mutated 796,7968 TCGA-E2-A1LS-01 PRKD3 Not Mutated 597,5976

TCGA-E2-A2P5-01 PRKD1 Not Mutated 40,2591 TCGA-E2-A2P5-01 PRKD2 Not Mutated 1743,1329 TCGA-E2-A2P5-01 PRKD3 Not Mutated 443,9495

TCGA-E2-A2P6-01 PRKD1 Not Mutated 182,5602 TCGA-E2-A2P6-01 PRKD2 Not Mutated 1400,3151 TCGA-E2-A2P6-01 PRKD3 Not Mutated 210,7474

TCGA-E2-A3DX-01 PRKD1 Not Mutated 64,9234 TCGA-E2-A3DX-01 PRKD2 Not Mutated 1181,6683 TCGA-E2-A3DX-01 PRKD3 Not Mutated 1170,1179

TCGA-E2-A56Z-01 PRKD1 Not Mutated 192,6164 TCGA-E2-A56Z-01 PRKD2 Not Mutated 1224,9775 TCGA-E2-A56Z-01 PRKD3 Not Mutated 311,9928

TCGA-E2-A570-01 PRKD1 Not Mutated 49,043 TCGA-E2-A570-01 PRKD2 Not Mutated 1095,7731 TCGA-E2-A570-01 PRKD3 Not Mutated 610,4869

TCGA-E2-A573-01 PRKD1 Not Mutated 25,8137 TCGA-E2-A573-01 PRKD2 Not Mutated 1623,5575 TCGA-E2-A573-01 PRKD3 Not Mutated 1810,8551

TCGA-E2-A574-01 PRKD1 Not Mutated 38,9302 TCGA-E2-A574-01 PRKD2 Not Mutated 1581,9304 TCGA-E2-A574-01 PRKD3 Not Mutated 1291,2458

TCGA-E9-A1N3-01 PRKD1 Not Mutated 121,6345 TCGA-E9-A1N3-01 PRKD2 Not Mutated 871,4148 TCGA-E9-A1N3-01 PRKD3 Not Mutated 345,0114

TCGA-E9-A1N4-01 PRKD1 Not Mutated 154,2907 TCGA-E9-A1N4-01 PRKD2 Not Mutated 705,6279 TCGA-E9-A1N4-01 PRKD3 Not Mutated 652,8292

TCGA-E9-A1N5-01 PRKD1 Not Mutated 43,2128 TCGA-E9-A1N5-01 PRKD2 Not Mutated 1305,8025 TCGA-E9-A1N5-01 PRKD3 Not Mutated 765,5384

TCGA-E9-A1N8-01 PRKD1 Not Mutated 180,0491 TCGA-E9-A1N8-01 PRKD2 Not Mutated 957,2569 TCGA-E9-A1N8-01 PRKD3 Not Mutated 1938,4688

TCGA-E9-A1N9-01 PRKD1 Not Mutated 114,4094 TCGA-E9-A1N9-01 PRKD2 Not Mutated 940,2564 TCGA-E9-A1N9-01 PRKD3 Not Mutated 1554,5149

TCGA-E9-A1NA-01 PRKD1 Not Mutated 72,8886 TCGA-E9-A1NA-01 PRKD2 Not Mutated 558,4416 TCGA-E9-A1NA-01 PRKD3 Not Mutated 591,8367

TCGA-E9-A1NC-01 PRKD1 Not Mutated 105,9465 TCGA-E9-A1NC-01 PRKD2 Not Mutated 1617,7489 TCGA-E9-A1NC-01 PRKD3 Not Mutated 1223,961

TCGA-E9-A1ND-01 PRKD1 Not Mutated 110,7996 TCGA-E9-A1ND-01 PRKD2 Not Mutated 1674,6543 TCGA-E9-A1ND-01 PRKD3 Not Mutated 1286,3504

TCGA-E9-A1NE-01 PRKD1 Not Mutated 369,0151 TCGA-E9-A1NE-01 PRKD2 Not Mutated 1249,4994 TCGA-E9-A1NE-01 PRKD3 Not Mutated 1278,067

TCGA-E9-A1NF-01 PRKD1 Not Mutated 428,4409 TCGA-E9-A1NF-01 PRKD2 Not Mutated 781,9901 TCGA-E9-A1NF-01 PRKD3 Not Mutated 903,344

TCGA-E9-A1NG-01 PRKD1 Not Mutated 258,0501 TCGA-E9-A1NG-01 PRKD2 Not Mutated 1262,7893 TCGA-E9-A1NG-01 PRKD3 Not Mutated 1198,8429

TCGA-E9-A1NH-01 PRKD1 Not Mutated 148,0709 TCGA-E9-A1NH-01 PRKD2 Not Mutated 1047,4061 TCGA-E9-A1NH-01 PRKD3 Not Mutated 932,0215

TCGA-E9-A1NI-01 PRKD1 Not Mutated 113,9305 TCGA-E9-A1NI-01 PRKD2 Not Mutated 777,3723 TCGA-E9-A1NI-01 PRKD3 Not Mutated 476,0167

TCGA-E9-A1QZ-01 PRKD1 Not Mutated 86,2283 TCGA-E9-A1QZ-01 PRKD2 Not Mutated 939,0912 TCGA-E9-A1QZ-01 PRKD3 Not Mutated 810,5776

TCGA-E9-A1R0-01 PRKD1 Not Mutated 75,437 TCGA-E9-A1R0-01 PRKD2 Not Mutated 1298,7032 TCGA-E9-A1R0-01 PRKD3 Not Mutated 407,0912

TCGA-E9-A1R2-01 PRKD1 Not Mutated 152,0541 TCGA-E9-A1R2-01 PRKD2 Not Mutated 1629,2548 TCGA-E9-A1R2-01 PRKD3 Not Mutated 373,0451

TCGA-E9-A1R3-01 PRKD1 Not Mutated 71,9319 TCGA-E9-A1R3-01 PRKD2 Not Mutated 821,3928 TCGA-E9-A1R3-01 PRKD3 Not Mutated 966,6834

TCGA-E9-A1R4-01 PRKD1 Not Mutated 160,7216 TCGA-E9-A1R4-01 PRKD2 Not Mutated 1303,9141 TCGA-E9-A1R4-01 PRKD3 Not Mutated 643,0153

TCGA-E9-A1R5-01 PRKD1 Not Mutated 90,488 TCGA-E9-A1R5-01 PRKD2 Not Mutated 875,1128 TCGA-E9-A1R5-01 PRKD3 Not Mutated 390,9799

TCGA-E9-A1R6-01 PRKD1 Not Mutated 39,4089 TCGA-E9-A1R6-01 PRKD2 Not Mutated 1298,9406 TCGA-E9-A1R6-01 PRKD3 Not Mutated 397,3445

TCGA-E9-A1R7-01 PRKD1 Not Mutated 87,0998 TCGA-E9-A1R7-01 PRKD2 Not Mutated 389,8663 TCGA-E9-A1R7-01 PRKD3 Not Mutated 299,0852

TCGA-E9-A1RA-01 PRKD1 Not Mutated 79,8647 TCGA-E9-A1RA-01 PRKD2 Not Mutated 1210,452 TCGA-E9-A1RA-01 PRKD3 Not Mutated 361,5819

TCGA-E9-A1RB-01 PRKD1 Not Mutated 52,8274 TCGA-E9-A1RB-01 PRKD2 Not Mutated 557,232 TCGA-E9-A1RB-01 PRKD3 Not Mutated 1165,7128

TCGA-E9-A1RC-01 PRKD1 Not Mutated 105,7439 TCGA-E9-A1RC-01 PRKD2 Not Mutated 773,3135 TCGA-E9-A1RC-01 PRKD3 Not Mutated 1088,2937

TCGA-E9-A1RD-01 PRKD1 Not Mutated 54,259 TCGA-E9-A1RD-01 PRKD2 Not Mutated 1308,8056 TCGA-E9-A1RD-01 PRKD3 Not Mutated 1111,2112

TCGA-E9-A1RE-01 PRKD1 Not Mutated 130,0439 TCGA-E9-A1RE-01 PRKD2 Not Mutated 929,9883 TCGA-E9-A1RE-01 PRKD3 Not Mutated 307,1762

TCGA-E9-A1RF-01 PRKD1 Not Mutated 61,9224 TCGA-E9-A1RF-01 PRKD2 Not Mutated 917,8164 TCGA-E9-A1RF-01 PRKD3 Not Mutated 601,4103

TCGA-E9-A1RG-01 PRKD1 Not Mutated 86,9083 TCGA-E9-A1RG-01 PRKD2 Not Mutated 1164,0481 TCGA-E9-A1RG-01 PRKD3 Not Mutated 209,3346

TCGA-E9-A1RH-01 PRKD1 Not Mutated 455,5538 TCGA-E9-A1RH-01 PRKD2 Not Mutated 411,0697 TCGA-E9-A1RH-01 PRKD3 Not Mutated 589,3268

TCGA-E9-A1RI-01 PRKD1 Not Mutated 202,4003 TCGA-E9-A1RI-01 PRKD2 Not Mutated 1060,9227 TCGA-E9-A1RI-01 PRKD3 Not Mutated 824,6263

TCGA-E9-A226-01 PRKD1 Not Mutated 117,3149 TCGA-E9-A226-01 PRKD2 Not Mutated 755,7574 TCGA-E9-A226-01 PRKD3 Not Mutated 1128,122

TCGA-E9-A227-01 PRKD1 Not Mutated 65,98 TCGA-E9-A227-01 PRKD2 Not Mutated 958,5947 TCGA-E9-A227-01 PRKD3 Not Mutated 585,3199

TCGA-E9-A228-01 PRKD1 Not Mutated 233,9197 TCGA-E9-A228-01 PRKD2 Not Mutated 900,6699 TCGA-E9-A228-01 PRKD3 Not Mutated 371,3895

TCGA-E9-A229-01 PRKD1 Not Mutated 419,764 TCGA-E9-A229-01 PRKD2 Not Mutated 1112,6993 TCGA-E9-A229-01 PRKD3 Not Mutated 1195,9868

TCGA-E9-A22A-01 PRKD1 Not Mutated 131,2714 TCGA-E9-A22A-01 PRKD2 Not Mutated 872,8614 TCGA-E9-A22A-01 PRKD3 Not Mutated 607,3746

TCGA-E9-A22B-01 PRKD1 Not Mutated 71,668 TCGA-E9-A22B-01 PRKD2 Not Mutated 1099,0389 TCGA-E9-A22B-01 PRKD3 Not Mutated 562,7743

TCGA-E9-A22D-01 PRKD1 Not Mutated 584,4253 TCGA-E9-A22D-01 PRKD2 Not Mutated 1864,6558 TCGA-E9-A22D-01 PRKD3 Not Mutated 392,3692

TCGA-E9-A22E-01 PRKD1 Not Mutated 42,9138 TCGA-E9-A22E-01 PRKD2 Not Mutated 839,0116 TCGA-E9-A22E-01 PRKD3 Not Mutated 1113,0663

TCGA-E9-A22G-01 PRKD1 Not Mutated 39,8411 TCGA-E9-A22G-01 PRKD2 Not Mutated 538,9101 TCGA-E9-A22G-01 PRKD3 Not Mutated 3751,5354

TCGA-E9-A22H-01 PRKD1 Not Mutated 178,5298 TCGA-E9-A22H-01 PRKD2 Not Mutated 1000,3152 TCGA-E9-A22H-01 PRKD3 Not Mutated 877,0094

TCGA-E9-A243-01 PRKD1 Not Mutated 286,5077 TCGA-E9-A243-01 PRKD2 Not Mutated 608,4014 TCGA-E9-A243-01 PRKD3 Not Mutated 2072,3454

TCGA-E9-A244-01 PRKD1 Not Mutated 59,9859 TCGA-E9-A244-01 PRKD2 Not Mutated 667,7556 TCGA-E9-A244-01 PRKD3 Not Mutated 214,6357

TCGA-E9-A245-01 PRKD1 Not Mutated 76,5472 TCGA-E9-A245-01 PRKD2 Not Mutated 1291,4608 TCGA-E9-A245-01 PRKD3 Not Mutated 242,0607

TCGA-E9-A247-01 PRKD1 Not Mutated 117,8375 TCGA-E9-A247-01 PRKD2 Not Mutated 1058,1356 TCGA-E9-A247-01 PRKD3 Not Mutated 190,2169

TCGA-E9-A248-01 PRKD1 Not Mutated 27,1642 TCGA-E9-A248-01 PRKD2 Not Mutated 1325,9955 TCGA-E9-A248-01 PRKD3 Not Mutated 1566,2027

TCGA-E9-A249-01 PRKD1 Not Mutated 106,7786 TCGA-E9-A249-01 PRKD2 Not Mutated 1579,4818 TCGA-E9-A249-01 PRKD3 Not Mutated 321,2237

TCGA-E9-A24A-01 PRKD1 Not Mutated 95,6175 TCGA-E9-A24A-01 PRKD2 Not Mutated 838,9322 TCGA-E9-A24A-01 PRKD3 Not Mutated 1003,8992

TCGA-E9-A295-01 PRKD1 Not Mutated 100,3102 TCGA-E9-A295-01 PRKD2 Not Mutated 1271,52 TCGA-E9-A295-01 PRKD3 Not Mutated 699,2636

TCGA-E9-A2JS-01 PRKD1 Not Mutated 69,4051 TCGA-E9-A2JS-01 PRKD2 Not Mutated 1522,5784 TCGA-E9-A2JS-01 PRKD3 Not Mutated 380,9031

TCGA-E9-A2JT-01 PRKD1 Not Mutated 25,6195 TCGA-E9-A2JT-01 PRKD2 Not Mutated 2987,2521 TCGA-E9-A2JT-01 PRKD3 Not Mutated 1953,2578

TCGA-E9-A3HO-01 PRKD1 Not Mutated 57,0695 TCGA-E9-A3HO-01 PRKD2 Not Mutated 980,2604 TCGA-E9-A3HO-01 PRKD3 Not Mutated 709,3658

TCGA-E9-A3Q9-01 PRKD1 Not Mutated 49,2519 TCGA-E9-A3Q9-01 PRKD2 Not Mutated 1242,2385 TCGA-E9-A3Q9-01 PRKD3 Not Mutated 458,5103

TCGA-E9-A3QA-01 PRKD1 Not Mutated 158,8492 TCGA-E9-A3QA-01 PRKD2 Not Mutated 1849,4389 TCGA-E9-A3QA-01 PRKD3 Not Mutated 1456,0474

TCGA-E9-A3X8-01 PRKD1 Not Mutated 13,4062 TCGA-E9-A3X8-01 PRKD2 Not Mutated 3205,3334 TCGA-E9-A3X8-01 PRKD3 Not Mutated 387,1034

TCGA-E9-A54X-01 PRKD1 Not Mutated 2,3697 TCGA-E9-A54X-01 PRKD2 Not Mutated 962,7607 TCGA-E9-A54X-01 PRKD3 Not Mutated 174,7766

TCGA-E9-A54Y-01 PRKD1 Not Mutated 76,1955 TCGA-E9-A54Y-01 PRKD2 Not Mutated 1298,5782 TCGA-E9-A54Y-01 PRKD3 Not Mutated 39,6919

TCGA-E9-A5FK-01 PRKD1 Not Mutated 153,1008 TCGA-E9-A5FK-01 PRKD2 Not Mutated 3151,34 TCGA-E9-A5FK-01 PRKD3 Not Mutated 465,0552

TCGA-E9-A5FL-01 PRKD1 Not Mutated 15,3317 TCGA-E9-A5FL-01 PRKD2 Not Mutated 1941,8605 TCGA-E9-A5FL-01 PRKD3 Not Mutated 486,4341

TCGA-E9-A5UO-01 PRKD1 Not Mutated 5,5911 TCGA-E9-A5UO-01 PRKD2 Not Mutated 1384,57 TCGA-E9-A5UO-01 PRKD3 Not Mutated 148,9926

TCGA-E9-A5UP-01 PRKD1 Not Mutated 199,7814 TCGA-E9-A5UP-01 PRKD2 Not Mutated 2379,393 TCGA-E9-A5UP-01 PRKD3 Not Mutated 66,2939

TCGA-EW-A1IW-01 PRKD1 Not Mutated 177,2519 TCGA-EW-A1IW-01 PRKD2 Not Mutated 1141,5687 TCGA-EW-A1IW-01 PRKD3 Not Mutated 955,179

TCGA-EW-A1IX-01 PRKD1 Not Mutated 173,5423 TCGA-EW-A1IX-01 PRKD2 Not Mutated 1125,403 TCGA-EW-A1IX-01 PRKD3 Not Mutated 960,9689

TCGA-EW-A1IY-01 PRKD1 Not Mutated 27,7926 TCGA-EW-A1IY-01 PRKD2 Not Mutated 536,7112 TCGA-EW-A1IY-01 PRKD3 Not Mutated 991,3074

TCGA-EW-A1IZ-01 PRKD1 Not Mutated 40,1027 TCGA-EW-A1IZ-01 PRKD2 Not Mutated 1592,3036 TCGA-EW-A1IZ-01 PRKD3 Not Mutated 397,2207

TCGA-EW-A1J1-01 PRKD1 Not Mutated 169,732 TCGA-EW-A1J1-01 PRKD2 Not Mutated 825,794 TCGA-EW-A1J1-01 PRKD3 Not Mutated 408,7263

TCGA-EW-A1J2-01 PRKD1 Not Mutated 63,8823 TCGA-EW-A1J2-01 PRKD2 Not Mutated 1132,8856 TCGA-EW-A1J2-01 PRKD3 Not Mutated 1170,7991

TCGA-EW-A1J3-01 PRKD1 Not Mutated 71,5789 TCGA-EW-A1J3-01 PRKD2 Not Mutated 665,9147 TCGA-EW-A1J3-01 PRKD3 Not Mutated 980,6438

TCGA-EW-A1J5-01 PRKD1 Not Mutated 29,5288 TCGA-EW-A1J5-01 PRKD2 Not Mutated 1604,4737 TCGA-EW-A1J5-01 PRKD3 Not Mutated 533,9474

TCGA-EW-A1J6-01 PRKD1 Not Mutated 60,1266 TCGA-EW-A1J6-01 PRKD2 Not Mutated 780,4692 TCGA-EW-A1J6-01 PRKD3 Not Mutated 364,3401

TCGA-EW-A1OV-01 PRKD1 Not Mutated 18,7314 TCGA-EW-A1OV-01 PRKD2 Not Mutated 2227,3207 TCGA-EW-A1OV-01 PRKD3 Not Mutated 729,9578

TCGA-EW-A1OX-01 PRKD1 Not Mutated 50,646 TCGA-EW-A1OX-01 PRKD2 Not Mutated 1431,6731 TCGA-EW-A1OX-01 PRKD3 Not Mutated 140,0596

TCGA-EW-A1OY-01 PRKD1 Not Mutated 80,6966 TCGA-EW-A1OY-01 PRKD2 Not Mutated 819,1214 TCGA-EW-A1OY-01 PRKD3 Not Mutated 346,2532

TCGA-EW-A1OZ-01 PRKD1 Not Mutated 68,8114 TCGA-EW-A1OZ-01 PRKD2 Not Mutated 1073,5408 TCGA-EW-A1OZ-01 PRKD3 Not Mutated 246,2281

TCGA-EW-A1P0-01 PRKD1 Not Mutated 233,2657 TCGA-EW-A1P0-01 PRKD2 Not Mutated 744,8615 TCGA-EW-A1P0-01 PRKD3 Not Mutated 263,1814

TCGA-EW-A1P1-01 PRKD1 Not Mutated 74,6934 TCGA-EW-A1P1-01 PRKD2 Not Mutated 1373,2252 TCGA-EW-A1P1-01 PRKD3 Not Mutated 1270,284

TCGA-EW-A1P3-01 PRKD1 Not Mutated 90,3569 TCGA-EW-A1P3-01 PRKD2 Not Mutated 1173,913 TCGA-EW-A1P3-01 PRKD3 Not Mutated 406,3545

TCGA-EW-A1P4-01 PRKD1 Not Mutated 42,6382 TCGA-EW-A1P4-01 PRKD2 Not Mutated 1244,4951 TCGA-EW-A1P4-01 PRKD3 Not Mutated 2499,2407

TCGA-EW-A1P5-01 PRKD1 Not Mutated 107,4216 TCGA-EW-A1P5-01 PRKD2 Not Mutated 1642,3337 TCGA-EW-A1P5-01 PRKD3 Not Mutated 621,6808

TCGA-EW-A1P6-01 PRKD1 Not Mutated 105,1325 TCGA-EW-A1P6-01 PRKD2 Not Mutated 833,9727 TCGA-EW-A1P6-01 PRKD3 Not Mutated 316,444

TCGA-EW-A1P7-01 PRKD1 Not Mutated 62,724 TCGA-EW-A1P7-01 PRKD2 Not Mutated 1853,8907 TCGA-EW-A1P7-01 PRKD3 Not Mutated 1619,6192

TCGA-EW-A1P8-01 PRKD1 Not Mutated 90,752 TCGA-EW-A1P8-01 PRKD2 Not Mutated 1716,4875 TCGA-EW-A1P8-01 PRKD3 Not Mutated 1956,6308

TCGA-EW-A1PA-01 PRKD1 Not Mutated 8,3907 TCGA-EW-A1PA-01 PRKD2 Not Mutated 675,8033 TCGA-EW-A1PA-01 PRKD3 Not Mutated 549,119

TCGA-EW-A1PB-01 PRKD1 Not Mutated 45,6256 TCGA-EW-A1PB-01 PRKD2 Not Mutated 1712,3531 TCGA-EW-A1PB-01 PRKD3 Not Mutated 1440,3

TCGA-EW-A1PC-01 PRKD1 Not Mutated 174,8694 TCGA-EW-A1PC-01 PRKD2 Not Mutated 1162,2766 TCGA-EW-A1PC-01 PRKD3 Not Mutated 1007,9962

TCGA-EW-A1PD-01 PRKD1 Not Mutated 82,3333 TCGA-EW-A1PD-01 PRKD2 Not Mutated 1250,0802 TCGA-EW-A1PD-01 PRKD3 Not Mutated 912,832

TCGA-EW-A1PE-01 PRKD1 Not Mutated 361,326 TCGA-EW-A1PE-01 PRKD2 Not Mutated 1716,9197 TCGA-EW-A1PE-01 PRKD3 Not Mutated 956,8465

TCGA-EW-A1PG-01 PRKD1 Not Mutated 24,4957 TCGA-EW-A1PG-01 PRKD2 Not Mutated 804,4199 TCGA-EW-A1PG-01 PRKD3 Not Mutated 1165,7459

TCGA-EW-A1PH-01 PRKD1 Not Mutated 646,9706 TCGA-EW-A1PH-01 PRKD2 Not Mutated 1380,0432 TCGA-EW-A1PH-01 PRKD3 Not Mutated 2226,2248

TCGA-EW-A2FR-01 PRKD1 Not Mutated 53,0219 TCGA-EW-A2FR-01 PRKD2 Not Mutated 807,7385 TCGA-EW-A2FR-01 PRKD3 Not Mutated 1139,1722

TCGA-EW-A2FS-01 PRKD1 Not Mutated 100,7757 TCGA-EW-A2FS-01 PRKD2 Not Mutated 936,5962 TCGA-EW-A2FS-01 PRKD3 Not Mutated 387,0968

TCGA-EW-A2FV-01 PRKD1 Not Mutated 62,5233 TCGA-EW-A2FV-01 PRKD2 Not Mutated 1504,2346 TCGA-EW-A2FV-01 PRKD3 Not Mutated 811,3302

TCGA-EW-A2FW-01 PRKD1 Not Mutated 104,2447 TCGA-EW-A2FW-01 PRKD2 Not Mutated 937,4767 TCGA-EW-A2FW-01 PRKD3 Not Mutated 379,9777

TCGA-EW-A3E8-01 PRKD1 Not Mutated 131,237 TCGA-EW-A3E8-01 PRKD2 Not Mutated 1628,6461 TCGA-EW-A3E8-01 PRKD3 Not Mutated 478,2824

TCGA-EW-A3U0-01 PRKD1 Not Mutated 24,3201 TCGA-EW-A3U0-01 PRKD2 Not Mutated 1608,7642 TCGA-EW-A3U0-01 PRKD3 Not Mutated 1183,1524

TCGA-EW-A423-01 PRKD1 Not Mutated 409,3039 TCGA-EW-A423-01 PRKD2 Not Mutated 2510,5579 TCGA-EW-A423-01 PRKD3 Not Mutated 301,0435

TCGA-GI-A2C8-01 PRKD1 Not Mutated 89,8314 TCGA-GI-A2C8-01 PRKD2 Not Mutated 1090,0268 TCGA-GI-A2C8-01 PRKD3 Not Mutated 672,3561

TCGA-GI-A2C9-01 PRKD1 Not Mutated 71,5835 TCGA-GI-A2C9-01 PRKD2 Not Mutated 1006,178 TCGA-GI-A2C9-01 PRKD3 Not Mutated 1450,6595

TCGA-GM-A2D9-01 PRKD1 Not Mutated 86,8621 TCGA-GM-A2D9-01 PRKD2 Not Mutated 1853,9407 TCGA-GM-A2D9-01 PRKD3 Not Mutated 361,5329

TCGA-GM-A2DA-01 PRKD1 Not Mutated 31,733 TCGA-GM-A2DA-01 PRKD2 Not Mutated 1362,6493 TCGA-GM-A2DA-01 PRKD3 Not Mutated 523,3442

TCGA-GM-A2DC-01 PRKD1 Not Mutated 175,1322 TCGA-GM-A2DC-01 PRKD2 Not Mutated 1778,1425 TCGA-GM-A2DC-01 PRKD3 Not Mutated 141,7043

TCGA-GM-A2DD-01 PRKD1 Not Mutated 44,1767 TCGA-GM-A2DD-01 PRKD2 Not Mutated 1639,1588 TCGA-GM-A2DD-01 PRKD3 Not Mutated 727,0938

TCGA-GM-A2DF-01 PRKD1 Not Mutated 138,7223 TCGA-GM-A2DF-01 PRKD2 Not Mutated 951,3052 TCGA-GM-A2DF-01 PRKD3 Not Mutated 716,8675

TCGA-GM-A2DH-01 PRKD1 Not Mutated 119,462 TCGA-GM-A2DH-01 PRKD2 Not Mutated 1079,0091 TCGA-GM-A2DH-01 PRKD3 Not Mutated 1669,8827

TCGA-GM-A2DI-01 PRKD1 Not Mutated 59,0828 TCGA-GM-A2DI-01 PRKD2 Not Mutated 1518,1962 TCGA-GM-A2DI-01 PRKD3 Not Mutated 1128,9557

TCGA-GM-A2DK-01 PRKD1 Not Mutated 159,2702 TCGA-GM-A2DK-01 PRKD2 Not Mutated 1327,9333 TCGA-GM-A2DK-01 PRKD3 Not Mutated 487,433

TCGA-GM-A2DL-01 PRKD1 Not Mutated 22,0651 TCGA-GM-A2DL-01 PRKD2 Not Mutated 963,6317 TCGA-GM-A2DL-01 PRKD3 Not Mutated 400,5315

TCGA-GM-A2DM-01 PRKD1 Not Mutated 111,8396 TCGA-GM-A2DM-01 PRKD2 Not Mutated 1059,1268 TCGA-GM-A2DM-01 PRKD3 Not Mutated 572,5324

TCGA-GM-A2DN-01 PRKD1 Not Mutated 30,5118 TCGA-GM-A2DN-01 PRKD2 Not Mutated 1257,231 TCGA-GM-A2DN-01 PRKD3 Not Mutated 825,6845

TCGA-GM-A2DO-01 PRKD1 Not Mutated 50,6282 TCGA-GM-A2DO-01 PRKD2 Not Mutated 2066,9291 TCGA-GM-A2DO-01 PRKD3 Not Mutated 696,8504

TCGA-GM-A3NW-01 PRKD1 Not Mutated 65,1646 TCGA-GM-A3NW-01 PRKD2 Not Mutated 1155,2106 TCGA-GM-A3NW-01 PRKD3 Not Mutated 229,8596

TCGA-GM-A3NY-01 PRKD1 Not Mutated 207,1658 TCGA-GM-A3NY-01 PRKD2 Not Mutated 1450,6066 TCGA-GM-A3NY-01 PRKD3 Not Mutated 449,9133

TCGA-GM-A3XG-01 PRKD1 Not Mutated 28,3835 TCGA-GM-A3XG-01 PRKD2 Not Mutated 1289,4942 TCGA-GM-A3XG-01 PRKD3 Not Mutated 544,1138

TCGA-GM-A3XL-01 PRKD1 Not Mutated 117,1043 TCGA-GM-A3XL-01 PRKD2 Not Mutated 1590,8619 TCGA-GM-A3XL-01 PRKD3 Not Mutated 555,5556

TCGA-GM-A3XN-01 PRKD1 Not Mutated 162,281 TCGA-GM-A3XN-01 PRKD2 Not Mutated 1663,2363 TCGA-GM-A3XN-01 PRKD3 Not Mutated 599,7161

TCGA-GM-A4E0-01 PRKD1 Not Mutated 48,7515 TCGA-GM-A4E0-01 PRKD2 Not Mutated 1616,2017 TCGA-GM-A4E0-01 PRKD3 Not Mutated 900,9902

TCGA-GM-A5PV-01 PRKD1 Not Mutated 129,3474 TCGA-GM-A5PV-01 PRKD2 Not Mutated 1263,1788 TCGA-GM-A5PV-01 PRKD3 Not Mutated 369,7979

TCGA-GM-A5PX-01 PRKD1 Not Mutated 181,555 TCGA-GM-A5PX-01 PRKD2 Not Mutated 1333,7241 TCGA-GM-A5PX-01 PRKD3 Not Mutated 735,8343

TCGA-HN-A2NL-01 PRKD1 Not Mutated 240,1079 TCGA-HN-A2NL-01 PRKD2 Not Mutated 877,1183 TCGA-HN-A2NL-01 PRKD3 Not Mutated 2302,3078

TCGA-HN-A2OB-01 PRKD1 Not Mutated 175,7925 TCGA-HN-A2OB-01 PRKD2 Not Mutated 1284,6223 TCGA-HN-A2OB-01 PRKD3 Not Mutated 1019,7842

TCGA-JL-A3YW-01 PRKD1 Not Mutated 60,3902 TCGA-JL-A3YW-01 PRKD2 Not Mutated 1590,0576 TCGA-JL-A3YW-01 PRKD3 Not Mutated 980,1873

TCGA-JL-A3YX-01 PRKD1 Not Mutated 265,6888 TCGA-JL-A3YX-01 PRKD2 Not Mutated 1421,183 TCGA-JL-A3YX-01 PRKD3 Not Mutated 337,5658

TCGA-LL-A440-01 PRKD1 Not Mutated 100,4487 TCGA-LL-A440-01 PRKD2 Not Mutated 1347,779 TCGA-LL-A440-01 PRKD3 Not Mutated 1059,755

TCGA-LL-A441-01 PRKD1 Not Mutated 28,8937 TCGA-LL-A441-01 PRKD2 Not Mutated 2241,9901 TCGA-LL-A441-01 PRKD3 Not Mutated 2606,9432

TCGA-LL-A50Y-01 PRKD1 Not Mutated 77,2673 TCGA-LL-A50Y-01 PRKD2 Not Mutated 1517,1715 TCGA-LL-A50Y-01 PRKD3 Not Mutated 439,9949

TCGA-LL-A5YL-01 PRKD1 Not Mutated 25,4745 TCGA-LL-A5YL-01 PRKD2 Not Mutated 1024,1187 TCGA-LL-A5YL-01 PRKD3 Not Mutated 441,7767

TCGA-LL-A5YM-01 PRKD1 Not Mutated 54,8589 TCGA-LL-A5YM-01 PRKD2 Not Mutated 2015,0299 TCGA-LL-A5YM-01 PRKD3 Not Mutated 107,5022

TCGA-LL-A5YN-01 PRKD1 Not Mutated 106,8429 TCGA-LL-A5YN-01 PRKD2 Not Mutated 2420,5852 TCGA-LL-A5YN-01 PRKD3 Not Mutated 450,8882

TCGA-LL-A5YO-01 PRKD1 Not Mutated 159,132 TCGA-LL-A5YO-01 PRKD2 Not Mutated 2113,7271 TCGA-LL-A5YO-01 PRKD3 Not Mutated 758,915

TCGA-LL-A5YP-01 PRKD1 Not Mutated 21,9437 TCGA-LL-A5YP-01 PRKD2 Not Mutated 1620,7052 TCGA-LL-A5YP-01 PRKD3 Not Mutated 1199,8192

TCGA-LQ-A4E4-01 PRKD1 Not Mutated 112,6761 TCGA-LQ-A4E4-01 PRKD2 Not Mutated 1664,732 TCGA-LQ-A4E4-01 PRKD3 Not Mutated 499,7188

TCGA-MS-A51U-01 PRKD1 Not Mutated 152,1491 TCGA-MS-A51U-01 PRKD2 Not Mutated 1637,976 TCGA-MS-A51U-01 PRKD3 Not Mutated 798,1221

TCGA-OK-A5Q2-01 PRKD1 Not Mutated 188,1087 TCGA-OK-A5Q2-01 PRKD2 Not Mutated 1511,6014 TCGA-OK-A5Q2-01 PRKD3 Not Mutated 611,259

TCGA-OL-A5D6-01 PRKD1 Not Mutated 20,5471 TCGA-OL-A5D6-01 PRKD2 Not Mutated 1441,8247 TCGA-OL-A5D6-01 PRKD3 Not Mutated 481,2916

TCGA-OL-A5D7-01 PRKD1 Not Mutated 41,3565 TCGA-OL-A5D7-01 PRKD2 Not Mutated 1387,17 TCGA-OL-A5D7-01 PRKD3 Not Mutated 690,9569

TCGA-OL-A5D8-01 PRKD1 Not Mutated 96,3475 TCGA-OL-A5D8-01 PRKD2 Not Mutated 1627,378 TCGA-OL-A5D8-01 PRKD3 Not Mutated 475,5997

TCGA-OL-A5DA-01 PRKD1 Not Mutated 65,6587 TCGA-OL-A5DA-01 PRKD2 Not Mutated 1606,7609 TCGA-OL-A5DA-01 PRKD3 Not Mutated 565,6264

TCGA-OL-A5RU-01 PRKD1 Not Mutated 87,1942 TCGA-OL-A5RU-01 PRKD2 Not Mutated 1641,0367 TCGA-OL-A5RU-01 PRKD3 Not Mutated 553,7797

TCGA-OL-A5RV-01 PRKD1 Not Mutated 84,3797 TCGA-OL-A5RV-01 PRKD2 Not Mutated 1326,2702 TCGA-OL-A5RV-01 PRKD3 Not Mutated 687,9583

TCGA-OL-A5RW-01 PRKD1 Not Mutated 121,7517 TCGA-OL-A5RW-01 PRKD2 Not Mutated 3030,1356 TCGA-OL-A5RW-01 PRKD3 Not Mutated 1191,8634

TCGA-OL-A5RX-01 PRKD1 Not Mutated 225,2803 TCGA-OL-A5RX-01 PRKD2 Not Mutated 1369,4999 TCGA-OL-A5RX-01 PRKD3 Not Mutated 407,4956

TCGA-OL-A5RY-01 PRKD1 Not Mutated 113,555 TCGA-OL-A5RY-01 PRKD2 Not Mutated 1152,9052 TCGA-OL-A5RY-01 PRKD3 Not Mutated 1067,2783

TCGA-OL-A5RZ-01 PRKD1 Not Mutated 71,9807 TCGA-OL-A5RZ-01 PRKD2 Not Mutated 1820,4604 TCGA-OL-A5RZ-01 PRKD3 Not Mutated 774,4246

TCGA-OL-A5S0-01 PRKD1 Not Mutated 37,1143 TCGA-OL-A5S0-01 PRKD2 Not Mutated 2409,834 TCGA-OL-A5S0-01 PRKD3 Not Mutated 1003,6751

TCGA-OL-A66H-01 PRKD1 Not Mutated 79,2906 TCGA-OL-A66H-01 PRKD2 Not Mutated 1705,171 TCGA-OL-A66H-01 PRKD3 Not Mutated 403,6697

TCGA-OL-A66I-01 PRKD1 Not Mutated 102,749 TCGA-OL-A66I-01 PRKD2 Not Mutated 1789,4627 TCGA-OL-A66I-01 PRKD3 Not Mutated 1420,9703

TCGA-OL-A66J-01 PRKD1 Not Mutated 116,0502 TCGA-OL-A66J-01 PRKD2 Not Mutated 1247,4087 TCGA-OL-A66J-01 PRKD3 Not Mutated 654,7995

TCGA-OL-A66K-01 PRKD1 Not Mutated 57,0877 TCGA-OL-A66K-01 PRKD2 Not Mutated 1347,4251 TCGA-OL-A66K-01 PRKD3 Not Mutated 490,7263

TCGA-PE-A5DC-01 PRKD1 Not Mutated 85,4871 TCGA-PE-A5DC-01 PRKD2 Not Mutated 1239,1888 TCGA-PE-A5DC-01 PRKD3 Not Mutated 237,7938

TCGA-PE-A5DD-01 PRKD1 Not Mutated 55,5185 TCGA-PE-A5DD-01 PRKD2 Not Mutated 2719,6819 TCGA-PE-A5DD-01 PRKD3 Not Mutated 632,7038

TCGA-PE-A5DE-01 PRKD1 Not Mutated 18,7202 TCGA-PE-A5DE-01 PRKD2 Not Mutated 2061,2925 TCGA-PE-A5DE-01 PRKD3 Not Mutated 571,6189

TCGA-3C-AAAU-01 PRKD1 Not 69,603 TCGA-3C-AAAU-01 PRKD2 Not 1276,9609 TCGA-3C-AAAU-01 PRKD3 Not 199,2128

TCGA-3C-AALI-01 PRKD1 Not 58,0236 TCGA-3C-AALI-01 PRKD2 Not 2129,4182 TCGA-3C-AALI-01 PRKD3 Not 1090,2664

TCGA-3C-AALJ-01 PRKD1 Not 149,7724 TCGA-3C-AALJ-01 PRKD2 Not 1555,757 TCGA-3C-AALJ-01 PRKD3 Not 421,5775

TCGA-3C-AALK-01 PRKD1 Not 196,1702 TCGA-3C-AALK-01 PRKD2 Not 1314,4394 TCGA-3C-AALK-01 PRKD3 Not 523,7898

TCGA-4H-AAAK-01 PRKD1 Not 194,1634 TCGA-4H-AAAK-01 PRKD2 Not 1266,8085 TCGA-4H-AAAK-01 PRKD3 Not 775,3191

TCGA-5L-AAT0-01 PRKD1 Not 94,5395 TCGA-5L-AAT0-01 PRKD2 Not 937,3808 TCGA-5L-AAT0-01 PRKD3 Not 506,8192

TCGA-5L-AAT1-01 PRKD1 Not 60,6695 TCGA-5L-AAT1-01 PRKD2 Not 1334,9633 TCGA-5L-AAT1-01 PRKD3 Not 515,0774

TCGA-5T-A9QA-01 PRKD1 Not 107,6006 TCGA-5T-A9QA-01 PRKD2 Not 1049,1632 TCGA-5T-A9QA-01 PRKD3 Not 52,3013

TCGA-A1-A0SO-01 PRKD1 Not 484,9601 TCGA-A1-A0SO-01 PRKD2 Not 913,7944 TCGA-A1-A0SO-01 PRKD3 Not 1858,9499

TCGA-A2-A0CY-01 PRKD1 Not 163,1967 TCGA-A2-A0CY-01 PRKD2 Not 1779,6194 TCGA-A2-A0CY-01 PRKD3 Not 726,2124

TCGA-A7-A6VV-01 PRKD1 Not 46,6366 TCGA-A7-A6VV-01 PRKD2 Not 1410,886 TCGA-A7-A6VV-01 PRKD3 Not 1123,7046

TCGA-A7-A6VW-01 PRKD1 Not 117,5469 TCGA-A7-A6VW-01 PRKD2 Not 2718,7734 TCGA-A7-A6VW-01 PRKD3 Not 882,8626

TCGA-A7-A6VX-01 PRKD1 Not 135,2473 TCGA-A7-A6VX-01 PRKD2 Not 1514,3813 TCGA-A7-A6VX-01 PRKD3 Not 568,8582

TCGA-A7-A6VY-01 PRKD1 Not 48,1968 TCGA-A7-A6VY-01 PRKD2 Not 1183,6735 TCGA-A7-A6VY-01 PRKD3 Not 1153,926

TCGA-A8-A07S-01 PRKD1 Not 34,9127 TCGA-A8-A07S-01 PRKD2 Not 1045,6029 TCGA-A8-A07S-01 PRKD3 Not 524,1402

TCGA-AC-A3QQ-01 PRKD1 Not 40,0168 TCGA-AC-A3QQ-01 PRKD2 Not 2286,783 TCGA-AC-A3QQ-01 PRKD3 Not 344,6384

TCGA-AC-A4ZE-01 PRKD1 Not 46,5939 TCGA-AC-A4ZE-01 PRKD2 Not 1138,6297 TCGA-AC-A4ZE-01 PRKD3 Not 265,9941

TCGA-AC-A62V-01 PRKD1 Not 199,239 TCGA-AC-A62V-01 PRKD2 Not 990,5356 TCGA-AC-A62V-01 PRKD3 Not 137,2855

TCGA-AC-A6IV-01 PRKD1 Not 8,0212 TCGA-AC-A6IV-01 PRKD2 Not 1353,8951 TCGA-AC-A6IV-01 PRKD3 Not 897,4697

TCGA-AC-A6IW-01 PRKD1 Not 85,204 TCGA-AC-A6IW-01 PRKD2 Not 2849,7634 TCGA-AC-A6IW-01 PRKD3 Not 871,0997

TCGA-AC-A6IX-01 PRKD1 Not 56,5441 TCGA-AC-A6IX-01 PRKD2 Not 1664,0233 TCGA-AC-A6IX-01 PRKD3 Not 703,6733

TCGA-AC-A6IX-06 PRKD1 Not 161,8813 TCGA-AC-A6IX-06 PRKD2 Not 1509,0009 TCGA-AC-A6IX-06 PRKD3 Not 689,6651

TCGA-AC-A6NO-01 PRKD1 Not 15,5107 TCGA-AC-A6NO-01 PRKD2 Not 1484,3812 TCGA-AC-A6NO-01 PRKD3 Not 327,4021

TCGA-AC-A7VB-01 PRKD1 Not 141,1107 TCGA-AC-A7VB-01 PRKD2 Not 1395,3761 TCGA-AC-A7VB-01 PRKD3 Not 93,9421

TCGA-AC-A7VC-01 PRKD1 Not 69,3679 TCGA-AC-A7VC-01 PRKD2 Not 1360,5315 TCGA-AC-A7VC-01 PRKD3 Not 1232,5329

TCGA-AC-A8OP-01 PRKD1 Not 113,2426 TCGA-AC-A8OP-01 PRKD2 Not 1279,6819 TCGA-AC-A8OP-01 PRKD3 Not 715,9386

TCGA-AC-A8OQ-01 PRKD1 Not 326,087 TCGA-AC-A8OQ-01 PRKD2 Not 1732,5066 TCGA-AC-A8OQ-01 PRKD3 Not 1627,7307

TCGA-AC-A8OR-01 PRKD1 Not 146,1809 TCGA-AC-A8OR-01 PRKD2 Not 1778,1621 TCGA-AC-A8OR-01 PRKD3 Not 484,6838

TCGA-AC-A8OS-01 PRKD1 Not 119,645 TCGA-AC-A8OS-01 PRKD2 Not 1874,4513 TCGA-AC-A8OS-01 PRKD3 Not 862,5988

TCGA-AO-A0JG-01 PRKD1 Not 214,8704 TCGA-AO-A0JG-01 PRKD2 Not 1229,4982 TCGA-AO-A0JG-01 PRKD3 Not 612,9131

TCGA-AO-A12C-01 PRKD1 Not 46,3471 TCGA-AO-A12C-01 PRKD2 Not 651,3654 TCGA-AO-A12C-01 PRKD3 Not 631,9469

TCGA-AO-A1KQ-01 PRKD1 Not 140,9372 TCGA-AO-A1KQ-01 PRKD2 Not 946,4569 TCGA-AO-A1KQ-01 PRKD3 Not 442,0051

TCGA-AQ-A7U7-01 PRKD1 Not 169,0804 TCGA-AQ-A7U7-01 PRKD2 Not 2260,8509 TCGA-AQ-A7U7-01 PRKD3 Not 1247,743

TCGA-AR-A0TP-01 PRKD1 Not 61,5764 TCGA-AR-A0TP-01 PRKD2 Not 858,798 TCGA-AR-A0TP-01 PRKD3 Not 2043,4468

TCGA-AR-A0TQ-01 PRKD1 Not 6,5917 TCGA-AR-A0TQ-01 PRKD2 Not 1611,1111 TCGA-AR-A0TQ-01 PRKD3 Not 806,7871

TCGA-AR-A0TR-01 PRKD1 Not 101,5498 TCGA-AR-A0TR-01 PRKD2 Not 896,7477 TCGA-AR-A0TR-01 PRKD3 Not 339,4732

TCGA-AR-A0TT-01 PRKD1 Not 26,9463 TCGA-AR-A0TT-01 PRKD2 Not 1393,9641 TCGA-AR-A0TT-01 PRKD3 Not 1258,9723

TCGA-AR-A0TV-01 PRKD1 Not 42,368 TCGA-AR-A0TV-01 PRKD2 Not 888,5265 TCGA-AR-A0TV-01 PRKD3 Not 201,572

TCGA-AR-A0TW-01 PRKD1 Not 99,5453 TCGA-AR-A0TW-01 PRKD2 Not 1095,328 TCGA-AR-A0TW-01 PRKD3 Not 410,8712

TCGA-AR-A0TZ-01 PRKD1 Not 114,0502 TCGA-AR-A0TZ-01 PRKD2 Not 1046,6619 TCGA-AR-A0TZ-01 PRKD3 Not 529,3132

TCGA-AR-A0U4-01 PRKD1 Not 2,1538 TCGA-AR-A0U4-01 PRKD2 Not 593,2669 TCGA-AR-A0U4-01 PRKD3 Not 1614,5654

TCGA-B6-A0RL-01 PRKD1 Not 36,1959 TCGA-B6-A0RL-01 PRKD2 Not 1422,7692 TCGA-B6-A0RL-01 PRKD3 Not 36,6154

TCGA-B6-A0RM-01 PRKD1 Not 72,2854 TCGA-B6-A0RM-01 PRKD2 Not 906,2908 TCGA-B6-A0RM-01 PRKD3 Not 171,5827

TCGA-B6-A0RS-01 PRKD1 Not 272,3804 TCGA-B6-A0RS-01 PRKD2 Not 1520,8333 TCGA-B6-A0RS-01 PRKD3 Not 349,1162

TCGA-BH-A1FB-01 PRKD1 Not 724,0773 TCGA-BH-A1FB-01 PRKD2 Not 1041,9724 TCGA-BH-A1FB-01 PRKD3 Not 1333,1377

TCGA-BH-A1FE-06 PRKD1 Not 26,2182 TCGA-BH-A1FE-06 PRKD2 Not 773,2865 TCGA-BH-A1FE-06 PRKD3 Not 1216,8717

TCGA-BH-A6R8-01 PRKD1 Not 440,9609 TCGA-BH-A6R8-01 PRKD2 Not 1770,4183 TCGA-BH-A6R8-01 PRKD3 Not 230,0992

TCGA-BH-A6R9-01 PRKD1 Not 21,0789 TCGA-BH-A6R9-01 PRKD2 Not 1020,7655 TCGA-BH-A6R9-01 PRKD3 Not 1284,6091

TCGA-BH-A8FY-01 PRKD1 Not 152,0529 TCGA-BH-A8FY-01 PRKD2 Not 1344,6124 TCGA-BH-A8FY-01 PRKD3 Not 156,9824

TCGA-BH-A8FZ-01 PRKD1 Not 163,0846 TCGA-BH-A8FZ-01 PRKD2 Not 1630,1586 TCGA-BH-A8FZ-01 PRKD3 Not 721,2013

TCGA-BH-A8G0-01 PRKD1 Not 68,9518 TCGA-BH-A8G0-01 PRKD2 Not 1368,9513 TCGA-BH-A8G0-01 PRKD3 Not 851,3976

TCGA-BH-AB28-01 PRKD1 Not 41,9262 TCGA-BH-AB28-01 PRKD2 Not 1482,2639 TCGA-BH-AB28-01 PRKD3 Not 408,1307

TCGA-C8-A8HP-01 PRKD1 Not 113,1034 TCGA-C8-A8HP-01 PRKD2 Not 1442,5034 TCGA-C8-A8HP-01 PRKD3 Not 655,6281

TCGA-C8-A8HQ-01 PRKD1 Not 218,2691 TCGA-C8-A8HQ-01 PRKD2 Not 1277,2414 TCGA-C8-A8HQ-01 PRKD3 Not 402,4138

TCGA-C8-A8HR-01 PRKD1 Not 223,8985 TCGA-C8-A8HR-01 PRKD2 Not 1649,2415 TCGA-C8-A8HR-01 PRKD3 Not 790,1342

TCGA-D8-A1XD-01 PRKD1 Not 186,0579 TCGA-D8-A1XD-01 PRKD2 Not 471,8487 TCGA-D8-A1XD-01 PRKD3 Not 927,0799

TCGA-D8-A73U-01 PRKD1 Not 66,0535 TCGA-D8-A73U-01 PRKD2 Not 2360,1514 TCGA-D8-A73U-01 PRKD3 Not 1468,9293

TCGA-D8-A73W-01 PRKD1 Not 135,1161 TCGA-D8-A73W-01 PRKD2 Not 1909,699 TCGA-D8-A73W-01 PRKD3 Not 448,5786

TCGA-D8-A73X-01 PRKD1 Not 41,6516 TCGA-D8-A73X-01 PRKD2 Not 1466,5728 TCGA-D8-A73X-01 PRKD3 Not 561,2245

TCGA-E2-A106-01 PRKD1 Not 15,4942 TCGA-E2-A106-01 PRKD2 Not 1495,8348 TCGA-E2-A106-01 PRKD3 Not 228,1782

TCGA-E2-A572-01 PRKD1 Not 43,9963 TCGA-E2-A572-01 PRKD2 Not 2481,0696 TCGA-E2-A572-01 PRKD3 Not 124,4533

TCGA-E2-A576-01 PRKD1 Not 29,6546 TCGA-E2-A576-01 PRKD2 Not 2109,0742 TCGA-E2-A576-01 PRKD3 Not 335,9303

TCGA-E2-A9RU-01 PRKD1 Not 145,8432 TCGA-E2-A9RU-01 PRKD2 Not 1438,2477 TCGA-E2-A9RU-01 PRKD3 Not 191,4069

TCGA-E9-A1N6-01 PRKD1 Not 90,4908 TCGA-E9-A1N6-01 PRKD2 Not 1195,7245 TCGA-E9-A1N6-01 PRKD3 Not 684,0855

TCGA-E9-A6HE-01 PRKD1 Not 74,865 TCGA-E9-A6HE-01 PRKD2 Not 1883,0521 TCGA-E9-A6HE-01 PRKD3 Not 370,7822

TCGA-EW-A1OW-01 PRKD1 Not 149,6941 TCGA-EW-A1OW-01 PRKD2 Not 935,8128 TCGA-EW-A1OW-01 PRKD3 Not 1720,4559

TCGA-EW-A1PF-01 PRKD1 Not 105,2883 TCGA-EW-A1PF-01 PRKD2 Not 876,9341 TCGA-EW-A1PF-01 PRKD3 Not 960,0576

TCGA-EW-A424-01 PRKD1 Not 174,3786 TCGA-EW-A424-01 PRKD2 Not 1731,1957 TCGA-EW-A424-01 PRKD3 Not 587,7004

TCGA-EW-A6S9-01 PRKD1 Not 27,004 TCGA-EW-A6S9-01 PRKD2 Not 783,5564 TCGA-EW-A6S9-01 PRKD3 Not 589,2925

TCGA-EW-A6SA-01 PRKD1 Not 21,3033 TCGA-EW-A6SA-01 PRKD2 Not 623,2638 TCGA-EW-A6SA-01 PRKD3 Not 515,8687

TCGA-EW-A6SB-01 PRKD1 Not 109,152 TCGA-EW-A6SB-01 PRKD2 Not 2103,3835 TCGA-EW-A6SB-01 PRKD3 Not 847,1178

TCGA-EW-A6SC-01 PRKD1 Not 59,9141 TCGA-EW-A6SC-01 PRKD2 Not 966,4148 TCGA-EW-A6SC-01 PRKD3 Not 981,5281

TCGA-EW-A6SD-01 PRKD1 Not 81,2734 TCGA-EW-A6SD-01 PRKD2 Not 1582,0677 TCGA-EW-A6SD-01 PRKD3 Not 1219,6502

TCGA-LD-A66U-01 PRKD1 Not 288,8662 TCGA-LD-A66U-01 PRKD2 Not 2074,1573 TCGA-LD-A66U-01 PRKD3 Not 371,5356

TCGA-LD-A74U-01 PRKD1 Not 100,3527 TCGA-LD-A74U-01 PRKD2 Not 1440,2451 TCGA-LD-A74U-01 PRKD3 Not 691,7263

TCGA-LD-A7W5-01 PRKD1 Not 74,0461 TCGA-LD-A7W5-01 PRKD2 Not 2309,394 TCGA-LD-A7W5-01 PRKD3 Not 801,2183

TCGA-LD-A7W6-01 PRKD1 Not 188,4484 TCGA-LD-A7W6-01 PRKD2 Not 1623,3472 TCGA-LD-A7W6-01 PRKD3 Not 460,1436

TCGA-LD-A9QF-01 PRKD1 Not 47,2727 TCGA-LD-A9QF-01 PRKD2 Not 1783,6515 TCGA-LD-A9QF-01 PRKD3 Not 1005,8737

TCGA-LL-A442-01 PRKD1 Not 8,0645 TCGA-LL-A442-01 PRKD2 Not 800,2597 TCGA-LL-A442-01 PRKD3 Not 1321,8182

TCGA-LL-A6FP-01 PRKD1 Not 18,3702 TCGA-LL-A6FP-01 PRKD2 Not 2132,0565 TCGA-LL-A6FP-01 PRKD3 Not 302,0833

TCGA-LL-A6FQ-01 PRKD1 Not 75,977 TCGA-LL-A6FQ-01 PRKD2 Not 1675,9303 TCGA-LL-A6FQ-01 PRKD3 Not 169,5714

TCGA-LL-A6FR-01 PRKD1 Not 147,9596 TCGA-LL-A6FR-01 PRKD2 Not 1261,0929 TCGA-LL-A6FR-01 PRKD3 Not 759,1468

TCGA-LL-A73Y-01 PRKD1 Not 174,9311 TCGA-LL-A73Y-01 PRKD2 Not 1213,1237 TCGA-LL-A73Y-01 PRKD3 Not 1648,2777

TCGA-LL-A73Z-01 PRKD1 Not 121,9217 TCGA-LL-A73Z-01 PRKD2 Not 1622,1304 TCGA-LL-A73Z-01 PRKD3 Not 758,494

TCGA-LL-A740-01 PRKD1 Not 78,0488 TCGA-LL-A740-01 PRKD2 Not 1149,778 TCGA-LL-A740-01 PRKD3 Not 578,5224

TCGA-LL-A7SZ-01 PRKD1 Not 57,4388 TCGA-LL-A7SZ-01 PRKD2 Not 2052,2648 TCGA-LL-A7SZ-01 PRKD3 Not 232,0557

TCGA-LL-A7T0-01 PRKD1 Not 153,2004 TCGA-LL-A7T0-01 PRKD2 Not 1787,194 TCGA-LL-A7T0-01 PRKD3 Not 390,3013

TCGA-LL-A8F5-01 PRKD1 Not 59,1444 TCGA-LL-A8F5-01 PRKD2 Not 1953,3054 TCGA-LL-A8F5-01 PRKD3 Not 606,5058

TCGA-LL-A9Q3-01 PRKD1 Not 65,5348 TCGA-LL-A9Q3-01 PRKD2 Not 2240,9148 TCGA-LL-A9Q3-01 PRKD3 Not 223,4343

TCGA-OL-A66L-01 PRKD1 Not 243,5571 TCGA-OL-A66L-01 PRKD2 Not 2385,3734 TCGA-OL-A66L-01 PRKD3 Not 229,372



TCGA-OL-A66N-01 PRKD1 Not 31,9448 TCGA-OL-A66N-01 PRKD2 Not 1839,0266 TCGA-OL-A66N-01 PRKD3 Not 324,459

TCGA-OL-A66O-01 PRKD1 Not 100 TCGA-OL-A66O-01 PRKD2 Not 1483,6192 TCGA-OL-A66O-01 PRKD3 Not 300,2087

TCGA-OL-A66P-01 PRKD1 Not 58,4285 TCGA-OL-A66P-01 PRKD2 Not 2380,5755 TCGA-OL-A66P-01 PRKD3 Not 877,6978

TCGA-OL-A6VO-01 PRKD1 Not 79,8036 TCGA-OL-A6VO-01 PRKD2 Not 1315,3123 TCGA-OL-A6VO-01 PRKD3 Not 1787,1054

TCGA-OL-A6VQ-01 PRKD1 Not 57,195 TCGA-OL-A6VQ-01 PRKD2 Not 1152,6067 TCGA-OL-A6VQ-01 PRKD3 Not 681,8664

TCGA-OL-A6VR-01 PRKD1 Not 770,4254 TCGA-OL-A6VR-01 PRKD2 Not 1539,7019 TCGA-OL-A6VR-01 PRKD3 Not 257,0733

TCGA-OL-A97C-01 PRKD1 Not 80,4755 TCGA-OL-A97C-01 PRKD2 Not 1724,5105 TCGA-OL-A97C-01 PRKD3 Not 1528,0216

TCGA-PL-A8LV-01 PRKD1 Not 42,7284 TCGA-PL-A8LV-01 PRKD2 Not 1344,3073 TCGA-PL-A8LV-01 PRKD3 Not 1391,4037

TCGA-PL-A8LX-01 PRKD1 Not 165,8456 TCGA-PL-A8LX-01 PRKD2 Not 1725,1586 TCGA-PL-A8LX-01 PRKD3 Not 137,9771

TCGA-PL-A8LY-01 PRKD1 Not 84,1251 TCGA-PL-A8LY-01 PRKD2 Not 1274,7674 TCGA-PL-A8LY-01 PRKD3 Not 585,6596

TCGA-PL-A8LZ-01 PRKD1 Not 87,0565 TCGA-PL-A8LZ-01 PRKD2 Not 2222,2697 TCGA-PL-A8LZ-01 PRKD3 Not 1422,0135

TCGA-S3-A6ZF-01 PRKD1 Not 61,4333 TCGA-S3-A6ZF-01 PRKD2 Not 792,707 TCGA-S3-A6ZF-01 PRKD3 Not 1074,5729

TCGA-S3-A6ZG-01 PRKD1 Not 28,0293 TCGA-S3-A6ZG-01 PRKD2 Not 1232,4081 TCGA-S3-A6ZG-01 PRKD3 Not 328,6837

TCGA-S3-A6ZH-01 PRKD1 Not 56,1836 TCGA-S3-A6ZH-01 PRKD2 Not 1326,5097 TCGA-S3-A6ZH-01 PRKD3 Not 311,1566

TCGA-S3-AA0Z-01 PRKD1 Not 40,8337 TCGA-S3-AA0Z-01 PRKD2 Not 1254,5392 TCGA-S3-AA0Z-01 PRKD3 Not 2092,84

TCGA-S3-AA10-01 PRKD1 Not 111,9502 TCGA-S3-AA10-01 PRKD2 Not 1737,5585 TCGA-S3-AA10-01 PRKD3 Not 1091,8758

TCGA-S3-AA11-01 PRKD1 Not 24,008 TCGA-S3-AA11-01 PRKD2 Not 1587,7388 TCGA-S3-AA11-01 PRKD3 Not 639,2714

TCGA-S3-AA12-01 PRKD1 Not 117,7743 TCGA-S3-AA12-01 PRKD2 Not 1325,3388 TCGA-S3-AA12-01 PRKD3 Not 187,1643

TCGA-S3-AA14-01 PRKD1 Not 178,6148 TCGA-S3-AA14-01 PRKD2 Not 1026,1583 TCGA-S3-AA14-01 PRKD3 Not 773,1407

TCGA-S3-AA15-01 PRKD1 Not 37,7318 TCGA-S3-AA15-01 PRKD2 Not 2391,2515 TCGA-S3-AA15-01 PRKD3 Not 1486,6343

TCGA-S3-AA17-01 PRKD1 Not 26,3487 TCGA-S3-AA17-01 PRKD2 Not 1793,3427 TCGA-S3-AA17-01 PRKD3 Not 467,5268

TCGA-UL-AAZ6-01 PRKD1 Not 12,301 TCGA-UL-AAZ6-01 PRKD2 Not 933,7829 TCGA-UL-AAZ6-01 PRKD3 Not 338,142

TCGA-UU-A93S-01 PRKD1 Not 44,3403 TCGA-UU-A93S-01 PRKD2 Not 1500 TCGA-UU-A93S-01 PRKD3 Not 295,2243

TCGA-V7-A7HQ-01 PRKD1 Not 163,7399 TCGA-V7-A7HQ-01 PRKD2 Not 2085,8416 TCGA-V7-A7HQ-01 PRKD3 Not 102,229

TCGA-W8-A86G-01 PRKD1 Not 34,7003 TCGA-W8-A86G-01 PRKD2 Not 1766,018 TCGA-W8-A86G-01 PRKD3 Not 538,206

TCGA-WT-AB41-01 PRKD1 Not 68,4178 TCGA-WT-AB41-01 PRKD2 Not 2045,7413 TCGA-WT-AB41-01 PRKD3 Not 288,6435

TCGA-WT-AB44-01 PRKD1 Not 104,3307 TCGA-WT-AB44-01 PRKD2 Not 1478,314 TCGA-WT-AB44-01 PRKD3 Not 395,8461

TCGA-XX-A899-01 PRKD1 Not 184,223 TCGA-XX-A899-01 PRKD2 Not 1382,2835 TCGA-XX-A899-01 PRKD3 Not 976,7717

TCGA-XX-A89A-01 PRKD1 Not 224,5916 TCGA-XX-A89A-01 PRKD2 Not 1564,0057 TCGA-XX-A89A-01 PRKD3 Not 908,8333

TCGA-Z7-A8R5-01 PRKD1 Not 43,8452 TCGA-Z7-A8R5-01 PRKD2 Not 1594,8392 TCGA-Z7-A8R5-01 PRKD3 Not 448,5858

TCGA-Z7-A8R6-01 PRKD1 Not TCGA-Z7-A8R6-01 PRKD2 Not 1225,9243 TCGA-Z7-A8R6-01 PRKD3 Not 443,6712



Supplementary Table 2.Gene expression data for PRKDs in TNBC

Gene Name SUM185PE MDAMB453 HCC2185 BT20 BT549 HBL100 HCC38 HCC70 HCC1143 HCC1187 HCC1500 HCC1937 HCC2157 HCC3153 HS578T MCF10A MCF12A MDAMB157 MDAMB231 MDAMB435 MDAMB436 MDAMB468 SUM149PT SUM159PT SUM1315

PRKD1 3,4299 3,4389 3,2412 3,0791 3,1025 3,4776 3,2362 3,0749 3,2184 3,4282 3,2807 3,1087 3,2149 3,0838 3,5724 3,3277 2,9888 3,2209 3,1243 3,6134 3,5864 2,9966 3,2557 3,6494 3,123

PRKD2 7,3791 7,0602 7,7302 7,9408 6,226 6,9478 7,9131 8,1211 7,3995 8,3859 8,2069 7,4 5,9297 7,0843 6,8559 6,8104 7,6628 6,4787 6,7203 5,8634 6,074 7,6287 6,9767 6,6584 5,883

PRKD3 5,5263 4,2822 6,1613 5,1677 5,8715 4,7359 5,6974 6,9345 5,7985 6,4442 7,5142 5,8694 4,9798 5,6684 5,5401 6,2281 5,9311 6,0256 6,3109 6,8037 6,0347 6,6554 6,2977 5,8284 5,5213



Supplementary Table 3.Information for breast cancer specimens collected from Jinling Hospital

Sample Number. Invasive breast cancer calssification ER PR CerbB2 Ki-67

T1 Ductal carcinoma II + + - 15%

T2 Ductal carcinoma III - - - 30%

T3 Ductal carcinoma III + + + 40%

T4 Ductal carcinoma III + - + 60%

T5 Ductal carcinoma III - - - 40%

T6 Ductal carcinoma I + - + 50%

T7 Ductal carcinoma III + + + 60%

T8 Ductal carcinoma II + + + 40%

T9 Ductal carcinoma II - + + 45%

T10 Ductal carcinoma II + + + 30%

T11 Ductal carcinoma I + + + 20%

T12 Ductal carcinoma II + + + 40%

T13 Ductal carcinoma III + + + 20%

T14 Ductal carcinoma II + - + 20%

T15 Ductal carcinoma II + + + 80%

T16 Ductal carcinoma III - - - 25%

T17 Ductal carcinoma III - - + 60%

T18 Ductal carcinoma II + - - 30%

T19 Ductal carcinoma I - - - 60%

T20 Ductal carcinoma II + + + 40%

T21 Ductal carcinoma II + + - 20%

T22 Ductal carcinoma II - - - 50%

T23 Ductal carcinoma II + - + 50%

T24 Ductal carcinoma II + + + 20%

T25 Ductal carcinoma III - - + 60%

T26 Ductal carcinoma II + - + 20%

T27 Ductal carcinoma II + + + 25%

T28 Ductal carcinoma II + - + 10%

T29 Ductal carcinoma III + - + 20%

T30 Ductal carcinoma I + + - 10%

T31 Ductal carcinoma II + - + 40%

T32 Ductal carcinoma III + + + 70%

T33 Ductal carcinoma I + + - 50%

T34 Ductal carcinoma II + + + 80%



Supplementary Table 4. Comparative phosphoproteomics data

Protein name Phospho- peptides Phospho-sites PRKDs_1 p-value PRKDs_2 p-value PRKDs_1 Ratio PRKDs_2 Ratio

AASS ERAQSLSMGTR 474 0,003043 1,64

ABCF1 LSVPTSDEEDEV 106 0,00286 0,003003 0,26 0,34

ABCF1 LSVPTSDEEDEV 109 0,00286 0,003003 0,44 0,54

ABCF1 LSVPTSDEEDEV 110 0,003003 0,51

ABCF3 REQSSTVNAK 115 0,003337 0,003504 1,63 2,89

ABCF3 YNANRASQVQSK 452 0,002769 0,002907 0,21 0,41

ABI1 PTQKPPSPPMSGR 184 0,002742 0,002879 0,32 0,22

ABI1 SPARLGSQHSPGR 223 0,0028 0,00294 0,38 0,58

ABL2 DVQLIGTDSQGNK 951 0,002889 0,59

ABL2 QLIGTDSQGNK 953 0,003388 0,57

ABR FTSRDMSLK 632 0,00361 1,99

ACACA SSMSGLHLVK 117 0,003516 1,76

ACADVL QLALDKSDSHPSD 98 0,002682 0,002816 1,74 3,12

ACAT1 IHMGSCAENTA 195 0,003299 1,9

ACAT2 EFPRHGSNIEAMS 255 0,003218 0,51

ACIN1 QIGEEMSQNSFIK 132 0,003303 0,53

ACIN1 PSPPRLTEDR 393 0,003369 0,53

ACIN1 ASLVALPEQTASE 400 0,002868 0,003011 0,42 0,22

ACIN1 ASLVALPEQTASE 410 0,002868 0,003011 0,13 0,53

ACIN1 SDTKAESPAEK 490 0,003222 0,003383 0,4 0,5

ACIN1 PGVSRDSSTSYTE 664 0,002731 0,002868 0,2 0,34

ACIN1 ISVVSATKGVPAG 830 0,003163 0,003321 4,32 7,36

ACIN1 VTLGDTLTRR 976 0,003304 0,003469 1,75 2,71

ACP1 IELLGSYDPQK 119 0,003131 1,77

ACSS2 ARSWSPPPEVS 30 0,003097 0,003252 0,38 0,58

ADD1 SRSPGSPVGEGT 358 0,003307 0,003473 0,54 0,3

ADD1 SPVGEGTGSPPK 364 0,003357 0,003525 0,41 0,35

ADD1 VPHPPPSTPIK 644 0,003203 0,003364 0,33 0,23

ADD2 PMSPEGSPSK 697 0,003834 0,54

ADD3 IEEVLSPEGSPSK 673 0,002895 0,62

ADD3 IEEVLSPEGSPSK 677 0,002757 0,6

ADD3 EGSPSKSPSKK 681 0,003304 0,45

AEBP2 GSLEMSSDGEPLS 210 0,003027 1,5

AEBP2 GSLEMSSDGEPLS 211 0,003027 1,59

AFF4 SPAQSDSTTQR 553 0,003183 0,56

AGAP3 LDPPPSPHSNR 574 0,003087 0,53

AGFG1 LGDSAPTLHLNK 170 0,003124 0,55

AGPS GWGYNDSKFIFNK 101 0,003022 0,003173 0,22 0,38

AHNAK GDRSPEPGQT 93 0,003564 1,94

AHNAK VELNLKSPK 3426 0,003615 0,003796 1,79 4,35

AHNAK VDINTPDVDVH 4766 0,003071 1,63

AHNAK HRSNSFSDER 5780 0,003045 0,003198 1,48 3,2

AHNAK HRSNSFSDER 5782 0,003045 0,003198 4,01 0,43

AHNAK HRSNSFSDER 5784 0,003045 0,003198 2,05 2,85

AIMP1 QQSIAGSADSK 168 0,003417 0,003588 1,53 3,17

AKAP12 AHEPRLSAEYEK 371 0,00348 0,61

AKAP12 MKVQGSPLKK 514 0,003348 0,003516 1,87 3,65

AKAP12 GGGDEESGEHTQV 544 0,003042 0,59

AKAP12 EESGEHTQVPADS 548 0,002868 0,55

AKAP12 EGVTPWASFK 608 0,003332 1,52

AKAP12 GVTPWASFKK 612 0,003501 1,52

AKAP12 EESWVSIKK 806 0,003377 0,53

AKAP12 EVSKELSESQVHM 885 0,003319 1,58

AKAP12 VKEESQLPGTG 1054 0,003269 0,5

AKAP12 PPAPSSFVFQE 1225 0,003114 0,61

AKAP13 DRQSLDGFYS 1507 0,003158 1,76

AKAP13 LSHSTDSLNKISK 1936 0,00348 1,76

AKAP2 VKPPPSPTTEGP 1009 0,003111 0,003267 0,32 0,4

AKAP2 PTTEGPSLQPDLA 1016 0,002848 0,00299 0,51 0,21

AKD2 NTGYIYSRDQWDP 172 0,002952 0,0031 18,07 39,99

AKR7A2 FFGNSWAETYR 255 0,002746 1,48

AKT1S1 PAPQPPSPTPSPP 108 0,002966 0,003114 0,11 0,01

AKT1S1 PPSPTPSPPR 112 0,003599 0,003779 0,08 0,04

AKT1S1 PSPPRPTLAR 117 0,003417 0,003588 0,03 0,09

AKT1S1 TEARSSDEENGP 222 0,002919 0,003064 0,54 0,32

AKT1S1 TEARSSDEENGP 223 0,002919 0,003064 0,33 0,63

AKT1S1 EENGPPSSPDLDR 231 0,002682 0,52

AKT3 PHFPQFSYSASGR 472 0,003398 0,56

AKT3 HFPQFSYSASGR 473 0,002954 0,002954 0,45 0,65

AKT3 PHFPQFSYSASGR 473 0,003206 0,003206 0,43 0,57

ALAS1 PDGSQQSPDGTQL 102 0,00284 0,002982 0,17 0,25

ALDH18A1 EILLSQSVRQALH 136 0,003338 1,53

ALDH18A1 QALHSGQNQLK 143 0,003071 0,003224 2,94 2,34

ALDH18A1 HVVSDFSEHGSLK 775 0,003453 0,6

ALKBH5 SMTSRDNYK 19 0,003388 0,003558 10,74 16,66

ALKBH5 DSDPERSDYEEQQ 69 0,002982 1,5

AMOTL1 TVNRANSGQAHK 241 0,002938 1,49

ANAPC1 ALSRAHSPALGVH 355 0,002868 0,003011 4,58 7,58

ANAPC1 PALGVHSFSGVQR 362 0,00279 0,002929 3,72 8,44

ANK3 NEVLDMSDDEVRK 847 0,00307 0,59

ANK3 QSFASLALRK 1459 0,003334 1,7

ANK3 QSFASLALRK 1462 0,003334 0,003501 1,92 2,2

ANKLE2 YSPVHGSQLRR 924 0,002901 0,003046 0,61 0,35

ANKRD17 MRAESTANAGQ 226 0,003293 0,003458 2,65 3,59

ANKRD17 TANAGQSDNRSLA 233 0,002891 0,003036 3,19 6,43

ANKRD17 SHLPANSQDVQGY 792 0,002676 0,52

ANKRD17 RNNTITTTSS 1561 0,003579 1,57

ANKRD17 RNNTITTTSS 1567 0,003579 1,71

ANKRD17 PVSSPSSPSPPAQ 2045 0,003038 0,00319 0,42 0,28

ANKRD17 PVSSPSSPSPPAQ 2047 0,003038 0,00319 0,29 0,47

ANKRD17 TGIVTPSGTFHQH 2509 0,002739 0,59

ANKRD17 TGIVTPSGTFHQH 2511 0,002739 0,59

ANKRD17 TGIVTPSGTFHQH 2513 0,002875 0,59

ANKZF1 PLLSALDFEK 111 0,003301 0,003467 11,27 21,49

ANLN SEEKAASPPK 182 0,003563 0,003742 0,21 0,49

ANLN HQGVSKTQSLPVT 484 0,002875 1,99

ANLN GVSKTQSLPVTEK 486 0,002891 1,98

ANLN TQSLPVTEKVTEN 490 0,003279 0,003443 1,92 2,1

ANLN VPRAESGDSLGS 659 0,00335 0,61

ANLN SIDAYRSQR 679 0,003406 0,52

ANP32A ELVLDNSRSNEGK 27 0,00341 1,83

ANP32B LTHLNLSGNK 96 0,003402 0,003573 1,83 2,23

AOF1 ASFDHSPDSLPL 13 0,002931 0,003078 0,38 0,6

AOF1 ASFDHSPDSLPL 17 0,002931 0,52

AOF1 HSPDSLPLRSSGR 20 0,002689 0,002823 0,55 0,39

AOF1 HSPDSLPLRSSGR 25 0,002689 0,002823 0,46 0,14

AP1GBP1 PLGESFAEFR 691 0,003248 0,003411 1,62 2,42

AP1GBP1 HVMSDSSLDLPT 986 0,003042 0,59

AP1GBP1 HVMSDSSLDLPT 988 0,003042 0,59

AP1GBP1 ETSFGSSENITM 1069 0,002895 1,51

AP3D1 WINEPLSDSESED 632 0,003126 0,003282 0,19 0,57

AP3D1 WINEPLSDSESED 634 0,003126 0,003282 0,51 0,25

AP3D1 WINEPLSDSESED 636 0,003126 0,003282 0,33 0,63

AP3D1 HRPSEADEEE 658 0,003131 1,58

APBA2 LESVGSGMLDHR 8 0,002899 0,003044 15,62 10,22

APBA2 LESVGSGMLDHR 11 0,002899 0,003044 9,83 16,01

ARAF QQFYHSVQDLSG 157 0,002823 1,8

ARAP1 HYSVVLPTV 738 0,003658 0,003841 2,94 4,24

ARCN1 LFTAESLIGLK 380 0,003148 0,003305 7,12 5,74

ARCN1 LFTAESLIGLK 383 0,003148 0,003305 4,77 8,09

ARD1A VESKGNSPPSSGE 182 0,002955 1,58

ARD1A VESKGNSPPSSGE 186 0,002955 0,5

ARFGAP2 HGTDLWIDN 131 0,00348 0,003654 0,29 0,41

ARFGAP2 LGAQKVSSQSFSE 237 0,002765 0,002903 0,09 0,13

ARFGAP2 LGAQKVSSQSFSE 238 0,002765 0,002903 0,38 0,24

ARFGAP2 VSSQSFSEIER 240 0,003117 0,53

ARFGAP2 EQETPVSAKSSR 334 0,002862 0,003005 3,44 5,22

ARFGAP2 AISSDMFFGR 432 0,003472 0,53

ARFGAP2 AISSDMFFGR 433 0,003307 0,003473 0,52 0,42

ARFGEF2 IQAAAVSPKFVR 227 0,002929 0,52

ARFIP1 NGEVDDSREHSFN 24 0,003313 0,52

ARFIP1 DDSREHSFNR 28 0,003131 0,53

ARHGAP12 FNNDSHSPKVSSQ 165 0,003277 1,71

ARHGAP12 WRHSTIVLDTN 424 0,002816 0,002956 0,56 0,24

ARHGAP17 PSPGDGSPPKPK 575 0,003219 0,00338 0,47 0,35

ARHGAP17 APGRNNSQIASGQ 595 0,002902 0,003046 0,17 0,57

ARHGAP17 AGSHQLSMGQPHN 614 0,002773 0,002911 0,48 0,38

ARHGAP17 PPTRSPSPPTQ 674 0,003216 0,003377 0,29 0,11

ARHGAP21 QLSHDHESV 857 0,003538 0,56

ARHGAP21 ESVGPPSLDAQPN 867 0,002879 0,5

ARHGAP21 SKSYDEGLD 881 0,003662 1,65

ARHGAP5 IRNSFVNNTQ 1124 0,003146 0,003303 1,32 3

ARHGAP5 THSDASDDEAFT 1171 0,003056 1,98

ARHGAP5 THSDASDDEAFT 1176 0,003056 1,98

ARHGAP5 HRGSEEDPLL 1195 0,00341 1,92

ARHGAP5 EEDPLLSPVETWK 1202 0,003083 1,92

ARHGEF10 TKSLIAQDH 379 0,003848 1,84

ARHGEF12 IASHDFDPT 41 0,003699 0,003884 2,83 3,93

ARHGEF16 SQPHTRSPAK 191 0,003368 1,72

ARHGEF2 SSAIYPSDSFR 172 0,003057 0,00321 0,11 0,59

ARHGEF2 SDSFRQSLLGSRR 178 0,003307 0,54

ARHGEF2 SLSLAKSVSTTNI 194 0,002858 0,003001 4,74 2,04

ARHGEF2 LAKSVSTTNIAGH 196 0,003049 1,72

ARHGEF2 LAKSVSTTNIAGH 197 0,002904 0,003049 2,08 3,74

ARHGEF6 SASPRMSGFIYQG 488 0,002703 1,51

ARID3A GLGHPASPGGSED 77 0,003176 0,003335 0,18 0,46

ARID3A PASPGGSEDGPPG 81 0,003324 0,00349 0,47 0,17

ARID3A EDGPPGSEEEDAA 88 0,002896 0,00304 0,29 0,51

ARID4B HFAESETLDQLPL 117 0,003167 0,003325 0,15 0,33

ARID4B HFAESETLDQLPL 119 0,003167 0,003325 0,6 0,24

ARID4B LDQLPLTNPEHFG 126 0,003366 1,74

ARID4B NPEHFGTPVIGKK 133 0,003494 1,92

ARID4B EDNSSEEEEEI 295 0,003025 0,59

ARID4B EDNSSEEEEEI 296 0,002881 0,59

ARID4B PFQTNPSPEMVSK 675 0,003245 0,003408 1,83 2,47

ARPC1B CRIFSAYIK 170 0,003391 1,97

ARPC1B ASSEGGTAAGAGL 315 0,003548 0,003725 12,33 9,03

ASAP1 QEEIDESDDDLDD 720 0,003093 0,58

ASAP1 TLSDPPSPLPHGP 842 0,003014 0,57

ASAP1 TLSDPPSPLPHGP 846 0,003014 0,52

ASAP1 TDHLSLDKATI 913 0,003094 0,003249 0,36 0,56

ASNS LVTLKHSATPFLK 170 0,00326 0,003423 13,1 23,86

ASNS PSARTLTHYK 548 0,003193 0,003353 0,25 0,45

ASNS PSARTLTHYK 551 0,003193 0,003353 0,31 0,63

ASNS PSARTLTHYK 553 0,003193 0,003353 0,25 0,73

ATE1 IQCDLKTLSDDIK 142 0,003183 1,58

ATE1 SDDIKESLESEGK 150 0,003299 1,58

ATF2 VIVADQTPTPTR 69 0,002906 0,57

ATF2 VIVADQTPTPTR 71 0,003051 0,57

ATF7 SSEPTGSPAPVIQ 434 0,003114 0,55

ATG9A PVPEEGSEDELPP 828 0,002715 0,00285 0,42 0,36

ATIC LFGLHLSQK 387 0,003566 0,003745 0,4 0,24

ATL3 AVVGRPSMDKK 535 0,003158 1,8

ATP2B1 NSSPPPSPNK 1216 0,003625 0,003806 0,5 0,18

ATP2B1 NSSPPPSPNK 1220 0,003625 0,003806 0,17 0,59

ATP2B4 SIHSFMTHPE 1162 0,003321 0,58

ATP2B4 SIHSFMTHPE 1165 0,003163 0,003322 0,22 0,54

ATP5A1 GIIPRISVR 184 0,003671 1,93

ATP5B FLSQPFQVA 465 0,003586 1,96

ATRIP LAAPSVSHVSPRK 221 0,002802 0,002942 1,74 2,7

ATRIP LAAPSVSHVSPRK 224 0,002802 0,002942 3,21 1,23

ATXN2L QGSGRESPSLASR 335 0,002977 0,66

ATXN2L QGSGRESPSLASR 339 0,002836 0,002977 0,17 0,47

ATXN2L HHLDNSSPGPGSE 391 0,002973 0,55

ATXN2L PTKPLLSVNK 674 0,003572 0,59

AZI1 LKSLHEAEL 731 0,003576 0,003755 2,85 4,45

BAD SRHSSYPAGT 74 0,003504 0,00368 0,44 0,52

BAD SSYPAGTEDDEGM 80 0,002783 0,002922 0,09 0,17

BAG3 IHEQNVTRPAAQP 217 0,003247 0,00341 0,33 0,25

BAG3 PAAQPSFHQAQK 224 0,002881 0,003024 0,29 0,33

BAG3 PLRAASPFR 264 0,003658 0,003841 2,57 1,93

BAIAP2 HVQLKPTVTNDR 523 0,002691 0,002825 10,41 14,09

BAIAP2 HVQLKPTVTNDR 525 0,002691 0,002825 8,89 13,03

BAP1 SANPTRPSSPV 517 0,003357 0,003525 0,65 0,33

BAP1 NPTRPSSPVTSHI 521 0,002718 0,002854 0,37 0,61

BAP1 PIQGSQGSSSP 592 0,003738 0,57

BAT2 YSSLNLFDTYK 18 0,002798 0,002938 0,08 0,14

BAT2 YSSLNLFDTYK 19 0,002798 0,002938 0,14 0,18

BAT2 YSSLNLFDTYK 25 0,002798 0,002938 0,22 0,12

BAT2 WAQASVTHGAHGD 148 0,002826 0,002967 0,55 0,29

BAT2 ASSLLSRFSR 163 0,003492 0,56

BAT2 QSSSEISLAVER 456 0,003033 1,7

BAT2 ERSDSGGSSSE 761 0,0034 1,5

BAT2 DSGGSSSEPFDR 766 0,003183 1,7

BAT2 EPRPLTSPLR 808 0,003214 0,003375 0,27 0,43

BAT2 WGPRPGSSRR 932 0,00324 0,59

BAT2 WGPRPGSSRR 933 0,00324 0,59

BAT2 LSSRQGSVTAPGG 1489 0,003087 0,003242 0,33 0,57

BAT2 EPQRVNSGLSSDP 1525 0,002731 0,002868 0,39 0,31

BAT2D1 NQERGTSSHLPPP 405 0,002669 0,002802 0,23 0,43

BAT2D1 TEPESGSQPR 655 0,003429 0,003601 0,54 0,28

BAT2D1 DHAISLSEPR 803 0,003323 0,00349 1,83 2,87

BAT2D1 FLSRSVEDVR 880 0,003109 0,003264 0,52

BAT2D1 AEHIPSGPLR 1235 0,003461 0,003635 13,28 17,8

BAT2D1 GSETDTDSEIHE 1265 0,003003 1,6

BAT2D1 GSETDTDSEIHE 1269 0,00286 1,66

BAT2D1 YVASGKSIQTPQS 1979 0,002769 0,002907 6,72 7,4

BAT2L PSAEKASPQENGP 563 0,002877 0,57

BAT2L PGGGDTSPRYESQ 1453 0,002798 0,52

BAT2L ESQQNGTPLK 1463 0,003388 0,003558 0,41 0,53

BAT3 ATHGGGSPPGTR 113 0,003408 0,003579 0,29 0,45

BAT3 QGAERASPEPQR 994 0,002848 0,00299 0,31 0,09

BAT3 PQRENASPAPGTT 1003 0,002848 0,00299 0,28 0,4

BAT3 QEDPNYSPQR 1147 0,0032 0,61

BATF3 PQPQQQSPEDDDR 31 0,003089 0,003243 0,45 0,31

BCAS3 PPPQISPSKSMG 570 0,003066 0,52

BCKDK MLYAGRSQDGSHL 81 0,003303 1,52

BCL2L12 GEAAGSPVPTPPR 113 0,003043 0,003195 0,41 0,29

BCL2L12 GEAAGSPVPTPPR 117 0,003043 0,003195 0,38 0,32

BCL2L12 VPTPPRSPAQEEP 121 0,002696 0,002831 0,22 0,48

BCL2L12 SKLVRLSSDSFAR 242 0,003237 1,62

BCL2L13 ENNSSNSDIVHVE 303 0,003448 1,54

BCL2L13 ENNSSNSDIVHVE 305 0,003284 1,6

BCL9 NATAPRSSTPSHG 153 0,002938 0,003085 0,44 0,52

BCL9 GINPLKSPTMHQV 865 0,003498 1,57

BCLAF1 GEPQEESPLK 182 0,003354 0,61

BCLAF1 YSPSQNSPIHHIP 290 0,003214 0,003375 0,37 0,57

BCLAF1 YSPSQNSPIHHIP 292 0,003214 0,003375 0,41 0,49

BCLAF1 YSPSQNSPIHHIP 295 0,003214 0,003375 0,55 0,39

BCLAF1 DLFDYSPPLHK 517 0,002977 0,61

BCLAF1 LLASTLVHSVK 578 0,003208 0,003369 0,17 0,13

BCLAF1 LLASTLVHSVK 579 0,003208 0,003369 0,06 0,26

BCLAF1 LLASTLVHSVK 583 0,003208 0,003369 0,22 0,08

BCLAF1 IDISPSTLRK 665 0,003309 0,003475 2,32 1,68

BCR PDGEGSPGKAR 122 0,00348 0,003654 0,11 0,15

BDP1 VLTVSNSQIETEI 1623 0,003473 0,5

BIRC6 QDLSSSLTDDSK 3591 0,003056 1,91

BNIP3L DHSSQSEEEVVE 120 0,00289 0,54

BPTF LSQLKSQQVAAA 792 0,003024 0,003175 8,62 4,6

BPTF VYHNQYSTNSFAL 856 0,003081 0,003235 2,37 4,91

BPTF SLETLPSTKESDS 1632 0,002716 0,62

BPTF HLKQKKSMTPAER 2682 0,003062 0,003215 4,69 8,29

BRCA1 ENNSPEHLK 114 0,003489 0,003663 0,72 0,16

BRCA1 ELSRSPSPFTHTH 1187 0,003334 1,65

BRCA1 ELSRSPSPFTHTH 1189 0,003175 1,65

BRCA1 ELSRSPSPFTHTH 1191 0,003334 1,78

BRCC3 SLTHLDSVTK 228 0,003391 0,003561 1,78 2,54

BRCC3 SLTHLDSVTK 230 0,003391 0,003561 2,61 3,13

BRCC3 SLTHLDSVTK 234 0,003391 1,58

BRCC3 SLTHLDSVTK 236 0,003391 1,58

BRD2 SSPLLKSLHSAGP 253 0,002914 0,00306 0,35 0,53

BRD2 APGSPASPPGSLE 298 0,003211 0,003372 0,29 0,49

BRD2 APGSPASPPGSLE 301 0,003211 0,003372 0,44 0,34

BRD2 DLPDSQQQHQS 334 0,002938 0,45

BRD4 PPPTYESEEEDK 601 0,002801 0,6

BRD4 EAPSPLMIHS 1064 0,003447 0,003619 0,29 0,37

BRD4 QMSQFQSLTHQSP 1078 0,00313 0,003286 0,13 0,17

BRD4 QSLTHQSPPQQNV 1083 0,003241 0,003403 0,51 0,15

BRD4 EEKIHSPIIR 1117 0,003229 1,99

BRD4 NMGSWASLVQK 1204 0,003232 0,56

BRD8 PLTNVKTEASPES 576 0,002756 0,002893 0,26 0,46

BRD8 LSPSHGSNPIEDP 590 0,0028 0,00294 0,31 0,51

BRSK2 NSFLGSPRFHRR 511 0,00322 1,55

BRWD2 LPDLSLDNMIG 426 0,003158 0,003316 0,27 0,67

BSDC1 GSSTDISEDWEK 405 0,002932 1,62

BSDC1 GSSTDISEDWEK 409 0,002792 0,002932 0,29 0,59

BSG GSAPLKSSGQHQN 367 0,002879 0,003022 0,31 0,61

BTF3 EALPKQSVDGK 173 0,003358 1,54

BUB1B NCCARETSLAENI 508 0,003328 0,003494 5,01 0,99

BUB1B NCCARETSLAENI 509 0,003328 0,003494 1,72 3,1

BUB1B NKSPPADPPR 543 0,003456 0,003628 0,58 0,2

BUD13 HDSPDPSPPRR 197 0,002986 0,003135 0,25 0,59

BUD13 HDSPDPSPPRR 201 0,002986 0,003135 0,27 0,57

C10orf119 ANQARVSPSTSYT 154 0,002739 0,57

C10orf47 AFSRGGSLESR 27 0,003372 1,96

C10orf47 AFSRGGSLESR 31 0,003372 1,98

C10orf47 SFTLDDESL 45 0,003618 0,0038 2,05 3,49

C10orf78 TRFSFNSSYN 120 0,003073 0,003227 0,16 0,24

C10orf78 TRFSFNSSYN 123 0,003073 0,003227 0,24 0,12

C10orf78 TRFSFNSSYN 126 0,003073 0,003227 0,13 0,07

C11orf30 PNILSKSHNYAAV 312 0,00268 0,002814 4,76 2,58

C11orf84 PHTLDLSPSEK 121 0,003071 0,003224 5,86 7,36

C11orf84 PHTLDLSPSEK 123 0,003071 0,003224 7,12 6,1

C12orf11 DSPDSPEPPNK 623 0,003171 0,003329 0,31 0,51

C12orf11 DSPDSPEPPNK 626 0,003171 0,003329 0,27 0,43

C12orf11 SLLSLWSNRINTA 658 0,003218 1,97

C12orf29 LATETVSHKALDA 41 0,002788 0,002927 13,41 7,01

C12orf45 IEVLDSPASK 178 0,003516 0,003692 1,73 2,93

C14orf133 SRNSFSSYAQLP 121 0,002786 0,002926 0,45 0,53

C14orf145 GLQHQVSQISKQQ 331 0,003366 1,76

C14orf43 PVYSNITPYQSHL 628 0,00313 0,003286 0,56 0,42

C15orf42 SVQRVHSFQQDKS 1045 0,003077 1,49

C16orf85 TAGVRPSSALRAS 91 0,002959 0,58

C17orf85 GMKGILSNSWK 296 0,003078 0,003232 1,21 2,99

C17orf85 GMKGILSNSWK 298 0,003232 1,62

C18orf22 VWYESPSLGSHST 62 0,003271 0,003434 0,22 0,16

C18orf25 SESETSTMAAK 145 0,003277 1,68

C18orf25 SESETSTMAAK 149 0,003441 1,49

C18orf25 GGVIQSVSSWK 353 0,003261 1,73

C1orf144 IVIQDDSLPAGPP 33 0,002856 0,002998 0,4 0,04

C1orf212 DHTQVVSLK 71 0,003618 0,52

C1orf52 PDELFRSVTR 65 0,00308 1,96

C1orf77 QMENRPSVQAALK 64 0,003224 0,003385 2,54 3,9

C20orf43 ESEAYKSLFTTHS 310 0,003326 1,63

C2orf49 LSNSSSSVSPLI 147 0,00315 0,003308 1,85 3,31

C2orf49 PSGPVKSPPLSPV 189 0,002984 0,003133 0,24 0,44

C4orf14 FEFDADSLAFDME 461 0,003095 0,51

C4orf23 PGPGQGSPGGGPG 78 0,003635 0,003817 0,32 0,46

C5orf25 PDFTQNDVQN 355 0,003183 0,003343 0,54 0,3

C5orf37 IHDILHSQGNNSE 73 0,003403 1,71

C6orf106 NFNPFASPQK 215 0,003419 1,92

C6orf134 SSSLGNSPER 272 0,003596 0,003775 0,52 0,34

C6orf134 SSSLGNSPER 276 0,003596 0,003775 0,31 0,55

C6orf57 SELVKQSLKK 47 0,003229 0,59

C7orf47 LSPRPDSPQPR 52 0,003011 0,003161 0,15 0,25

C8orf59 NVFHIASQK 19 0,003563 0,003742 0,08 0,16

C9orf78 PEPERSPPNR 261 0,00334 0,5

C9orf80 IALSRPSLNK 47 0,003397 0,003567 15,72 20,6

C9orf80 IALSRPSLNK 50 0,003397 0,53

C9orf88 QGLRPESPPPAGP 665 0,002895 0,00304 0,09 0,17

CABLES1 TIDSTSSFSQFR 415 0,00275 1,85

CABLES1 TIDSTSSFSQFR 418 0,002887 1,85

CABLES1 TIDSTSSFSQFR 421 0,002887 1,85

CAD PSEAANSLEQAQA 537 0,002868 0,51

CAD PVPRQASPQNLGT 1900 0,002771 0,002909 0,31 0,65

CALD1 GSIGENQVEVMVEEK 196 0,002896 0,00304 1,5 2,04

CALD1 TPDGNKSPAPK 524 0,00336 0,003528 1,09 3,09

CALR DKGLQTSQDAR 69 0,003083 0,003237 7,54 4,26

CALR FYALSASFEPF 78 0,002947 0,003094 2,45 5,23

CALR FYALSASFEPFSN 80 0,003208 0,003368 2,68 6,58

CALR IDNSQVESGS 189 0,003589 0,003769 4,13 5,95

CALR DNSQVESGSLEDD 193 0,002715 0,00285 3,62 4,4

CALR DNSQVESGSLEDD 195 0,002715 0,00285 6,12 3,04

CALR DPDASKPEDWD 214 0,002955 0,003103 1,97 3,61

CALU GAEEAKTFDQLTP 68 0,002827 0,58

CALU NEDGLVSWEEYK 133 0,003231 0,003392 3,02 1,6

CALU HLVYESDQNK 285 0,00305 1,54

CALU FVGSQATDFGEAL 311 0,002816 1,58

CAMK2D LATRNFSAAKSLL 315 0,00272 0,002856 0,72 0,46

CAMK2G SLLNKKSDGGVK 319 0,00302 0,55

CAMK2G SLLNKKSDGGVK 325 0,00302 0,58

CAMK2G YFENLLSKNSK 482 0,002814 0,002954 0,27 0,41

CAMKK1 PAGSYLEAQAG 82 0,003501 0,003676 0,07 0,13

CAMKK1 PAGSYLEAQAG 83 0,003501 0,003676 0,14 0,02

CAMKK2 QEVPLDTSGSQAR 85 0,002727 0,002864 0,26 0,14

CAMKK2 QEVPLDTSGSQAR 86 0,002727 0,002864 0,32 0,54

CAMKK2 QEVPLDTSGSQAR 88 0,002727 0,002864 0,14 0,26

CAMKK2 QARPHLSGRK 95 0,003256 0,003419 0,53 0,33

CAMSAP1 PDNLSRTQSGSSL 1407 0,002915 1,95

CAMSAP1L1 SSSMSYVDGFIG 414 0,003162 1,67

CAMSAP1L1 SSSMSYVDGFIG 415 0,003011 1,69

CAMSAP1L1 SSSMSYVDGFIG 416 0,003162 1,69

CAMSAP1L1 SSSMSYVDGFIG 419 0,003011 1,72

CAMSAP1L1 IHDTEKSPHTPQP 566 0,003194 0,003353 3,14 1,86

CAMSAP1L1 NGFFLHSQEMSIL 583 0,003122 0,003278 1,73 3,01

CAMSAP1L1 YDGESDKEQFD 1148 0,002834 1,85

CAMSAP1L1 DHIESPKTPIK 1276 0,002977 0,003126 1,82 3,8

CAND2 PYVGEMSAVTLAR 571 0,002716 0,002852 0,32 0,56

CAND2 PYVGEMSAVTLAR 574 0,002716 0,002852 0,54 0,34

CAP1 EAVSHTSDMHR 25 0,002966 0,003114 1,85 2,59

CAP1 SAPKPQTSPSPK 307 0,003222 0,53

CAP1 SAPKPQTSPSPK 308 0,003068 0,003222 0,36 0,56

CAP1 SAPKPQTSPSPK 310 0,003068 0,003222 0,24 0,36

CARHSP1 GNVVPSPLPTR 41 0,00329 0,57

CARHSP1 GNVVPSPLPTR 45 0,00329 0,54

CASC3 PRYGSPPQR 265 0,003695 0,53

CASC3 TSVRDPSPEADAP 357 0,002816 0,002956 0,29 0,41

CASC3 TSVRDPSPEADAP 358 0,002816 0,002956 0,14 0,22

CASC3 TSVRDPSPEADAP 363 0,002816 0,002956 0,52 0,36

CASC3 DAPVLGSPEK 373 0,003665 0,003848 0,35 0,61

CASKIN2 PLANCRSGEQIFT 471 0,003301 0,003466 5,82 7,68

CASP8AP2 VLRNESPPQVPV 875 0,002829 0,002971 0,21 0,39

CBL PSSSANAIYSLAAR 669 0,002691 0,002825 1,87 3,87

CBLL1 HSNLITVPIQDD 290 0,002796 0,002936 1,75 2,47

CBLL1 HSNLITVPIQDD 294 0,002796 0,002936 3,21 1,71

CCAR1 MLMASPSMEDLYH 456 0,003118 1,91

CCAR1 TIRNLSTVMDEI 1119 0,00272 0,002856 1,97 3,51

CCDC55 QKDLSGFYR 181 0,003354 0,003522 1,86 3,5

CCDC6 LDQPVSAPPSPR 240 0,003128 0,52

CCDC6 LDQPVSAPPSPR 244 0,003128 0,52

CCDC86 EPGSPPSVQR 47 0,003532 0,003709 0,72 0,08

CCDC86 AGLGSPERPPK 58 0,003368 0,003537 0,32 0,52

CCDC86 TSPGSPRLQQG 65 0,003315 0,003481 0,27 0,53

CCDC86 TSPGSPRLQQG 66 0,003315 0,003481 0,23 0,51

CCDC86 TSPGSPRLQQG 69 0,003315 0,003481 0,61 0,21

CCDC86 QDLHLESPQR 102 0,003073 0,59

CCDC9 LGPSRRSPGTPR 80 0,002942 0,003089 0,3 0,36

CCDC94 LLEDSDSEDEAAP 211 0,002722 0,002858 0,09 0,21

CCDC94 LLEDSDSEDEAAP 213 0,002722 0,002858 0,17 0,41

CCDC97 LPVCSQQQGEP 79 0,003321 0,61

CCNB2 PTASVKPVQM 77 0,003519 1,9

CCNH SKHEEEEWTDDDLVE 307 0,002707 1,5

CCNH SKHEEEEWTDDDLVE 315 0,002578 1,57

CCNK PSPQPSSPRQVK 324 0,002885 0,003029 0,31 0,47

CCNK PSPQPSSPRQVK 328 0,002885 0,003029 0,59 0,39

CCNK PSPQPSSPRQVK 329 0,002885 0,003029 0,45 0,53

CCNL1 SPASKPSSPREVK 341 0,002761 0,002899 0,25 0,49

CCNL1 SPASKPSSPREVK 342 0,002761 0,002899 0,27 0,47

CCNT1 WLSSQPSFKLEPT 340 0,003128 1,48

CCNT1 AADKHNSVEDSVT 495 0,002756 0,002893 5,14 9,8

CCNT1 GPSEETGGAVFD 577 0,003214 0,52

CCNT1 GPSEETGGAVFD 580 0,003375 0,52

CD2AP PKSVDFDSL 458 0,003866 1,68

CD2BP2 LDRLSGLADQM 203 0,003083 0,003237 1,28 4,16

CD3EAP LQPIPASPPPQIP 138 0,00279 0,002929 0,09 0,13

CDC2 IGEGTYGVVYK 14 0,003163 0,003163 0,12 0,06

CDC20 ASAAKSSLIHQG 491 0,003203 0,003364 10,14 18,68

CDC23 PFFLPASLSANNT 576 0,002744 0,002881 0,35 0,61

CDC2L1 EGGLGYSQLGDDD 765 0,002848 0,00299 0,24 0,44

CDC2L5 LGGRDDSPVSHR 325 0,00291 0,003055 0,28 0,52

CDC2L5 SRSPYSPVL 395 0,003688 0,003873 0,36 0,56

CDC2L5 SRSPYSPVL 397 0,003688 0,003873 0,52 0,4

CDC2L5 SASASQTNHVK 509 0,00331 0,53

CDC37 DGFSKSMVNTK 127 0,003095 1,86

CDC37 PVEVYESLPEELQ 300 0,003104 0,003259 0,37 0,57

CDC42BPA EFSGGSYSAK 1700 0,003599 0,003779 1,43 3,25

CDC42BPA EFSGGSYSAK 1703 0,003599 0,003779 3,21 1,47

CDC42BPA PSPSEGSLSSGGM 1718 0,003146 0,003303 0,26 0,46

CDC42EP4 WAAAAPSPGSAR 292 0,003277 0,003441 0,33 0,53

CDC42EP4 WAAAAPSPGSAR 295 0,003277 0,003441 0,54 0,32

CDC7 NFNIHSSISHESP 296 0,003231 0,003392 1,22 3

CDC7 NFNIHSSISHESP 297 0,003231 0,003392 3,08 1,14

CDC73 IFAILQSVK 255 0,003644 0,003827 0,32 0,56

CDCA2 VSDPENSQGPAAG 960 0,002947 0,003094 0,15 0,35

CDK2AP1 ALNAAGSVHSPST 21 0,003099 0,003254 0,17 0,27

CDK7 SFGSPNRAYT 164 0,003394 1,49

CDK9 SQITQQSTNQSR 464 0,002746 1,61

CDK9 SQITQQSTNQSR 467 0,002746 0,002883 0,27 0,47

CDK9 SQITQQSTNQSR 470 0,002746 0,002883 0,64 0,32

CDKL1 NRDTGQIVAI 216 0,003432 0,003603 0,19 0,39

CDKN2AIP IEGKNSSAVEQDH 152 0,00268 0,002814 6,25 11,79

CDS2 PPEDKESESEAK 21 0,002808 0,6

CDS2 PPEDKESESEAK 23 0,002948 0,61

CDV3 SDTQFPSLQSTAK 197 0,002687 0,002821 0,23 0,63

CENPF HQASSSVFSW 213 0,003458 1,87

CENPF SHLSSNSQRTPIR 232 0,003202 0,003361 0,16 0,36

CENPF QEIMKATEQSLDP 2381 0,003347 0,57

CENPF SPVDSGTILR 3156 0,00356 0,003738 1,44 2,96

CENPF SPVDSGTILR 3162 0,00356 0,56

CEP170 VVTQRSEIGEK 569 0,003171 1,77

CEP170 TLLHLGSSAPGK 626 0,003175 0,003334 1,63 3,09

CEP170 FTIEKPSPNIPIE 747 0,003198 0,003357 0,27 0,41

CEP170 GSLSARSDSEATI 1062 0,002914 1,99

CEP170 GSLSARSDSEATI 1067 0,002914 1,89

CEP170 NSISRLSDSK 1107 0,003374 1,51

CEP170 NSISRLSDSK 1112 0,003374 0,003543 6,31 3,15

CEP170 SSPVNNHHSPGQTPT 1397 0,003204 0,53

CEP170 SSPVNNHHSPGQTPT 1405 0,003204 0,53

CEP97 SDLGDVSEEHGEW 772 0,00325 0,003412 1,18 4,44

CEP97 SDLGDVSEEHGEW 778 0,00325 0,003412 3,08 2,54

CHAF1A HTGSPRSPSTTYL 775 0,002698 0,002833 0,56 0,28

CHAF1A LISENSVYEK 803 0,003173 0,003332 1,63 3,09

CHAF1A LISENSVYEK 806 0,003173 1,5

CHAF1B SQTHRGSSPGPR 409 0,003121 0,54

CHAF1B SQTHRGSSPGPR 410 0,002973 0,003121 0,39 0,59

CHD1L SLRNKGSVLIPGL 618 0,002792 0,002931 1,47 3,61

CHD4 ADPNTPSPKPLEG 531 0,002854 0,002996 0,14 0,04

CHD4 MSQPGSPSPK 1559 0,003655 0,62

CHD4 MSQPGSPSPK 1563 0,003655 0,55

CHD8 DMDLLNSKNNLVI 1390 0,003349 1,86

CHEK1 HIQSNLDFSP 312 0,003235 0,54

CHEK1 SPVNSASSEENVK 321 0,002804 1,68

CHEK1 SPVNSASSEENVK 323 0,002944 1,8

CHEK1 SPVNSASSEENVK 324 0,002944 1,72

CHEK2 FAIGSAREADP 303 0,003299 0,003464 1,77 3,31

CHERP FEGPWNSQHEQPP 498 0,003064 0,003217 0,1 0,34

CHERP SRSPTPPSSAG 817 0,003563 0,003742 0,26 0,54

CHERP SRSPTPPSSAG 819 0,003563 0,003742 0,31 0,49

CHID1 TLLEKSQFSDK 99 0,003055 1,7

CHMP4B NLLEISGPETVP 184 0,002968 0,003116 0,33 0,47

CIZ1 QLSHCKSLGHFEN 847 0,003167 1,63

CKAP5 PLQNINSVQLK 208 0,003002 1,62

CKAP5 LNQARSMSGHPE 1469 0,002846 0,002988 1,36 3,26

CKAP5 STDMLHSKLSQLR 1987 0,003135 1,57

CKB YYALKSMTEAEQ 178 0,003471 0,59

CLASP1 QSSGSATNVASTP 649 0,003267 1,71

CLASP1 QSSGSATNVASTP 651 0,003267 1,53

CLASP2 IPRPSVSQGCS 757 0,003307 0,53

CLASP2 EAIQNFSFR 1173 0,00336 1,96

CLCN7 VGHMSSVELDDE 60 0,002864 0,003007 0,41 0,23

CLCN7 VGHMSSVELDDE 61 0,002864 0,003007 0,33 0,53

CLINT1 TANPSKTIDLGAA 284 0,00314 1,67

CLINT1 STHTPQSSVK 311 0,003477 0,003651 1,32 2,94

CLIP1 ISGTTALQEALK 350 0,003052 1,53

CLNS1A EGMLSQSVSSQYN 193 0,003314 1,94

CLNS1A EGMLSQSVSSQYN 195 0,003314 0,00348 1,75 4,31

CLNS1A EGMLSQSVSSQYN 197 0,003314 1,94

CLNS1A EGMLSQSVSSQYN 198 0,003314 0,00348 2,38 3,68

CLSPN DSDDDQTEEQLDE 1161 0,003246 1,61

CLSPN NFVFHTLSPVK 1287 0,003071 1,75

CLSPN NFVFHTLSPVK 1289 0,003071 1,49

CLSPN RGPSFMTSPS 1310 0,003492 0,003667 0,05 0,01

CLTA QVDRLQSEPESIR 105 0,003057 1,53

CLTA SVLISLKQAPL 236 0,003206 0,003366 1,89 3,65

CLTA SVLISLKQAPL 240 0,003206 0,003366 3,15 1,63

CLTB SVLMSLKQTPLSR 217 0,003249 0,003412 6,21 2,03

CLTB SVLMSLKQTPLSR 221 0,003249 0,003412 1,77 3,55

CLTC NFGRLASTLVHLG 1229 0,002733 0,002869 4,13 1,13

CLTC PYLRSVQNHNN 1454 0,002816 0,002956 1,85 2,45

CNN3 AGQSVIGLQM 162 0,00388 0,51

CNOT2 QGIGIPSRTNSMS 153 0,002944 1,56

CNOT2 PYVGMVTKPANEQ 263 0,003306 0,003471 0,07 0,17

CNOT2 PANEQSQDFSIH 270 0,002756 0,002893 0,18 0,4

CNOT2 PANEQSQDFSIH 274 0,002756 0,002893 0,29 0,47

CNP NQWQLSADDLK 170 0,002864 1,68

COBLL1 TSAAAKSVHAAPN 992 0,003068 0,003222 0,54 0,34

COBLL1 AHNEQNSQIPTPT 1157 0,003299 0,003464 0,42 0,54

COG3 SGSTESLNPR 531 0,003551 0,003728 0,36 0,52

COG3 SGSTESLNPR 536 0,003728 0,57

COL4A3BP HGSMVSLVSGAS 263 0,003304 1,78

COL4A3BP SSSMSSIDLVSA 503 0,003168 1,74

COL4A3BP SSSMSSIDLVSA 508 0,003168 1,66

COPB1 LVTEMGTYATQSA 520 0,002758 0,002895 0,72 0,12

COPB2 FQPSRSTAQQELD 848 0,003311 1,49

COPS8 AGALDVSFNK 175 0,003635 0,003817 1,83 4,63

COPZ1 VSQVLQSAKEQIK 166 0,003254 0,003416 1,34 3,52

COQ9 SFSQQHSETQGAE 59 0,003301 0,003466 0,15 0,35

COQ9 SFSQQHSETQGAE 63 0,003301 0,003466 0,16 0,36

CORO7 SLRSLQSLLGPSS 465 0,00281 0,00295 1,28 4,36

CORO7 RAPSSAQYLE 879 0,003332 0,003499 7,52 3,96

COX4I1 EKASWSSLSM 69 0,003321 0,58

CPOX SGTRATSLGR 112 0,003688 1,8

CPSF1 RSSQPPADR 765 0,003661 0,003845 0,44 0,2

CPSF1 RSSQPPADR 766 0,003661 0,003845 0,31 0,41

CPSF7 QEPSPKPNNK 103 0,003285 0,00345 0,51 0,39

CPSF7 DSSDSADGRATP 237 0,003181 0,00334 1,09 2,91

CPSF7 DSSDSADGRATP 240 0,00334 1,72

CPSF7 DSSDSADGRATP 246 0,00334 0,59

CPT2 GQYLQRSIVPTMH 38 0,003108 0,003263 0,33 0,51

CRMP1 NLHQSNFSLSG 651 0,003119 0,003275 0,42 0,28

CRMP1 NLHQSNFSLSG 656 0,003119 0,003275 0,24 0,4

CRTC2 SSHYGGSLPNVNQ 64 0,002781 0,002919 3,68 8,04

CRTC2 SSHYGGSLPNVNQ 65 0,002781 0,002919 6,72 7,62

CRTC2 SSHYGGSLPNVNQ 70 0,002781 0,002919 0,12 0,2



CRYBA1 SFRPICSANHK 118 0,002988 0,003138 17,74 38,03

CSDA GYGFINRNDTK 112 0,002933 0,00308 0,15 0,05

CSDA SVGDGETVEFDVV 134 0,002794 0,002934 1,81 2,55

CSDA EEGSGSSEGFDPP 204 0,002912 0,61

CSDA ENQQATSGPNQPSVR 324 0,002956 0,57

CSE1L EYAKNPSVNWK 421 0,002828 0,002969 0,33 0,55

CSNK1D LRGTQEVAPP 337 0,003663 0,55

CSNK1D PTPLTPTSHTANT 349 0,002965 0,55

CSNK1G2 VHTDLPSQPQLR 347 0,002858 0,51

CSTF2 SPGQNQVTPQDHEK 544 0,003042 0,003194 0,18 0,4

CSTF2 SPGQNQVTPQDHEK 551 0,003042 0,003194 0,24 0,4

CTAG1A GTGGSTGDADGPGG 11 0,003377 0,003546 12,53 23,75

CTAGE5 APSDTGSLSPPWD 590 0,00284 0,002982 0,32 0,62

CTAGE5 SDTGSLSPPWDQD 592 0,002696 0,51

CTBP2 HPSQAPSPNQPTK 964 0,002726 0,002862 0,18 0,06

CTBP2 HPSQAPSPNQPTK 968 0,002726 0,002862 0,03 0,05

CTDP1 GALAQGSSLEPGR 501 0,003027 0,003178 0,19 0,11

CTDP1 GALAQGSSLEPGR 502 0,003027 0,003178 0,21 0,09

CTDP1 PAAPSLPGEAE 512 0,003579 0,003759 0,12 0,18

CTNNA1 SRTSVQTEDD 652 0,003288 0,003453 1,32 3,14

CTNNA1 SRTSVQTEDD 654 0,003288 1,94

CTNNA1 SRTSVQTEDD 655 0,003288 0,003453 3,73 0,73

CTNNB1 AAMFPETLDEGMQ 102 0,003293 0,003457 0,34 0,44

CTNNB1 LSVELTSSLFR 675 0,003156 1,62

CTNNB1 LSVELTSSLFR 679 0,003006 1,64

CTNNB1 LSVELTSSLFR 680 0,003156 1,61

CTNND1 GSDNYGSLSR 230 0,003526 1,61

CTNND1 VGGSSVDLHR 268 0,003618 1,53

CTNND1 TGPHAASCFGAK 617 0,003264 0,003427 0,39 0,47

CTR9 GEEGSDDDETE 970 0,00333 0,58

CTTN MDKSAVGHEY 98 0,003291 1,55

CTTN HCSQVDSVR 117 0,003786 0,6

CTTN LQLHESQKDYK 261 0,002725 1,85

CTTN HESQQDYSK 298 0,003332 0,003499 1,86 3,5

CTTN HESQQDYSK 303 0,003332 0,003499 3,31 1,55

CTTN AKTQTPPVSPA 399 0,003402 0,003573 0,32 0,18

CTTN AKTQTPPVSPA 401 0,003402 0,003573 0,47 0,03

CTTN TQTPPVSPAPQPT 405 0,002858 0,003001 0,14 0,36

CTTN AELSYRGPVS 432 0,003456 1,51

CTTN GPVSGTEPEPVY 440 0,003205 0,52

CTTNBP2NL LSPGIKSPTIPR 568 0,002975 0,003123 0,56 0,16

CUL1 VHQNSASDDAEAS 481 0,002838 1,6

CUL4B SILISSVASVHH 165 0,003011 1,97

CUL4B SILISSVASVHH 166 0,003161 1,97

CUL4B SILISSVASVHH 169 0,003011 1,97

CUL4B ANGLAKSSTTVSS 179 0,003073 0,003227 2,01 4,19

CWC15 GEGDLSQLSK 24 0,003595 0,003775 1,26 3,98

CWC15 GEGDLSQLSK 27 0,003595 0,003775 4,18 1,6

CWC15 QLSKQYSSR 31 0,003403 0,003573 0,87 0,13

CXorf57 NANRPSTSQAAR 584 0,003107 0,56

CXorf57 NANRPSTSQAAR 585 0,00296 1,71

CXXC1 SASPHKSSPQPLV 142 0,00283 0,002971 11,48 20,36

CXXC1 QQQPQPSQK 248 0,003486 0,00366 0,35 0,61

CYLD FHSLPFSLTK 418 0,003186 1,54

CYLD FHSLPFSLTK 422 0,003186 1,54

CYTSA LNALGFSLEQR 277 0,003015 1,51

DAP DDQEWESPSPPK 49 0,002812 0,55

DAP PSPPKPTVFISGV 56 0,002848 0,00299 0,26 0,72

DBN1 NGLARLSSPVLHR 141 0,002802 1,53

DBN1 TPIPTRSPSDSST 383 0,002808 0,002948 0,18 0,38

DBNDD1 AGYLRSPSWTR 239 0,002914 0,00306 6,25 10,29

DBNDD1 AGYLRSPSWTR 243 0,002914 0,00306 4,52 9,24

DBNL PQAPVGSVYQK 160 0,003193 0,003353 0,41 0,17

DBNL STTSISSPQPGK 271 0,003153 0,003311 1,54 3,36

DBNL STTSISSPQPGK 272 0,003153 0,003311 3,61 1,11

DBNL STTSISSPQPGK 275 0,003153 0,003311 2,47 5,01

DBNL QLTQPETHFGR 291 0,002872 0,5

DBNL QLTQPETHFGR 295 0,002872 0,56

DCDC2 LPYSELLFDK 221 0,003222 1,55

DCDC2 ELLFDKSTMR 228 0,003185 1,55

DCP1A ASSPSPLTIGT 522 0,003605 0,003786 7,45 1,63

DCP1A ASSPSPLTIGT 525 0,003605 0,003786 0,23 0,45

DCP1B IPQPNQTLDPEPQ 218 0,003214 0,003375 0,19 0,29

DCP1B FPVLAQSSGTGK 484 0,003148 0,003306 10,24 2,14

DCP2 FGDSSDSDNGFSS 246 0,002856 0,58

DCP2 FGDSSDSDNGFSS 247 0,002856 0,58

DCP2 FGDSSDSDNGFSS 249 0,002856 0,56

DCP2 FGDSSDSDNGFSS 254 0,002999 0,5

DCTN2 TTGTPPDSSLVTYE 203 0,003395 0,61

DCUN1D5 LISGEEHFS 41 0,003645 0,003827 4,61 1,35

DDA1 SRFHADSVCK 23 0,003256 0,003419 0,19 0,23

DDX1 EDSVPDTVHHVVV 436 0,003308 0,003473 0,23 0,73

DDX1 EDSVPDTVHHVVV 440 0,003308 0,003473 0,34 0,52

DDX20 AHGDHMASSR 495 0,003486 0,00366 5,12 4,68

DDX20 AHGDHMASSR 496 0,003486 0,00366 6,37 3,43

DDX20 NNSVSGLSVK 500 0,003692 1,96

DDX20 NNSVSGLSVK 502 0,003692 1,84

DDX20 NNSVSGLSVK 505 0,003692 0,003876 2,69 7,23

DDX20 SYLEGSSDNQLK 672 0,002818 1,56

DDX21 EEPSQNDISP 84 0,003349 0,003516 0,33 0,49

DDX21 NEEPSEEEIDA 121 0,002984 0,003133 0,55 0,43

DDX28 LSSKGSFADLGL 123 0,003141 0,003298 6,75 10,19

DDX28 LSSKGSFADLGL 124 0,003141 0,003298 9,22 14,2

DDX28 LSSKGSFADLGL 127 0,003141 0,003298 12,15 9,79

DDX3X GKSSFFSDR 82 0,003605 0,003786 1,31 2,95

DDX3X GKSSFFSDR 83 0,003785 1,52

DDX3X FFSDRGSGSR 90 0,003349 0,003516 2,31 3,95

DDX3X FFSDRGSGSR 92 0,003349 0,003516 3,73 0,67

DDX3X GRSDYDGIGSR 102 0,003329 1,71

DDX42 SAFGATSSSSGFG 43 0,003222 0,003383 9,52 16,04

DDX42 QQFHSKPVDSD 104 0,002927 0,52

DDX42 LPPIDHSEIDYPP 206 0,003181 0,00334 0,14 0,3

DDX42 VAYTLLTPK 603 0,003688 0,003873 4,36 8,9

DDX42 FVAASLSNQK 717 0,003498 0,003673 10,82 1,54

DDX51 NDAEPGSPEAPQG 83 0,003117 0,53

DDX6 GGGGTQTQQQMNQ 36 0,00283 0,002971 0,51 0,19

DDX6 GGGGTQTQQQMNQ 38 0,00283 0,002971 0,36 0,46

DDX6 QQAQSMTTTIK 63 0,00304 0,56

DDX6 IKTSDVTSTK 88 0,003452 0,003625 35,21 10,09

DEK LYNRPGTVSSLK 119 0,002829 0,002971 0,12 0,02

DEK LYNRPGTVSSLK 121 0,002829 0,002971 0,02 0,08

DEK LYNRPGTVSSLK 122 0,002829 0,002971 0,07 0,15

DENND4A SDNETNLQQQV 1063 0,003101 1,65

DENND4A MNSSFSVKPFEK 1198 0,002839 1,6

DENND4C LESIDNHSS 144 0,003702 1,52

DENND4C PSPEPHSPTEPPA 732 0,002814 0,002954 0,52 0,2

DENND4C PSPEPHSPTEPPA 737 0,002814 0,002954 0,31 0,41

DENND4C HGISTVSLPNSLQ 1426 0,002794 0,002933 0,54 0,34

DFFA LQQTQSLHSL 300 0,003242 0,003405 1,96 3,62

DFFA ISASKASPPGDLQ 315 0,002964 0,51

DHDDS EGELSLWER 10 0,00334 0,003507 4,82 8,7

DHFRL1 INLVLSRELK 77 0,003165 0,003324 12,67 23,89

DHX38 SAASEQHVFK 31 0,003382 0,003552 5,38 7,08

DHX38 PSLLGLDLLASLK 56 0,00296 0,56

DHX38 SPLGSVRSTK 1198 0,003782 0,58

DHX9 VNLSQDLEHQ 279 0,003171 0,003329 0,01 0,03

DHX9 PPPEDPSVPVALN 305 0,002836 0,002977 0,09 0,29

DIAPH3 HHPAQGSAAGTPY 15 0,002914 0,56

DICER1 QQFESVEWYNN 397 0,003284 1,69

DIDO1 SSFANVAAATPAIK 571 0,002804 0,002944 2,36 4,9

DIDO1 SSFANVAAATPAIK 572 0,002804 0,002944 5,35 1,91

DIDO1 PVAGAATPSLVEQ 1469 0,003034 1,77

DIS3 ETETEVLLLEHDVP 428 0,002936 0,003083 0,51 0,35

DIS3 FSQAVLSFLPK 450 0,00304 0,003192 0,32 0,54

DIS3 FHMDSETHDPIDL 643 0,003057 0,00321 0,23 0,47

DIS3 FHMDSETHDPIDL 645 0,003057 0,00321 0,47 0,23

DIS3 ASVAFHTQLFFK 831 0,002712 0,002848 0,24 0,68

DIS3 ASVAFHTQLFFK 836 0,002712 0,002848 0,61 0,31

DLG1 YQDEDTPPQEHI 115 0,003225 0,003386 0,21 0,35

DLGAP5 NTASQNSILEEGE 777 0,002856 1,58

DMXL1 STSMLISSGHNK 574 0,002984 0,003133 1,78 2,36

DMXL2 LDHDLSLDR 451 0,003441 1,87

DNAJA2 LFGFMGFMGNQSR 104 0,003183 0,003342 4,33 0,39

DNAJA3 DPGASGSQHSYWK 169 0,002803 1,93

DNAJC2 NASASFQELEDK 47 0,002822 1,83

DNAJC2 PQADNATPSER 539 0,003163 0,003321 0,32 0,64

DNAJC2 PQADNATPSER 541 0,003163 0,003321 0,72 0,24

DNAJC3 DPLDAESQQGGGG 469 0,003055 0,003207 0,26 0,48

DNAJC5 SLSTSGESLYHVLGLD 8 0,002988 1,52

DNAJC5 SLSTSGESLYHVLGLD 17 0,002988 1,49

DNAJC6 SATSTSASPTLR 620 0,003181 1,69

DNAJC6 SATSTSASPTLR 627 0,00334 1,69

DNAJC6 SAATSPTGSSH 711 0,003884 1,93

DNAJC6 SAATSPTGSSH 714 0,003884 1,64

DNAJC6 SAATSPTGSSH 715 0,003699 1,93

DNAJC8 DSVLTSKNQIER 35 0,002724 1,66

DNAJC8 EWQKNFEESR 215 0,002934 1,87

DNM1 SPTSSPTPQR 774 0,003519 0,53

DNM1L LARELPSAVSR 592 0,003131 0,003287 0,53 0,21

DNM1L LARELPSAVSR 595 0,003131 0,003287 0,11 0,19

DNM2 TPHLQKTLNQQLT 280 0,00328 0,62

DNMT1 LLNKDLSLENGAH 91 0,003327 0,003494 2,62 3,86

DNMT1 PEPSPSPRITR 154 0,003192 0,51

DOCK1 FSVSPSSPSSQQT 1827 0,002822 0,002963 0,25 0,11

DOCK11 SGVMQARLQHL 1360 0,003034 0,003185 0,19 0,55

DOCK7 PGGLGGSVHYATM 873 0,003018 0,003168 0,52 0,38

DOCK7 TSSFLQTLTGR 974 0,003102 0,003257 1,35 3,71

DOCK7 VFERMNSLTFK 1383 0,002757 0,002895 3,06 0,94

DOCK7 SGSAFGSQENLR 1432 0,003004 1,6

DOCK7 SGSAFGSQENLR 1438 0,003004 0,003154 0,41 0,51

DOT1L STPSPVLQPR 899 0,003446 0,003619 0,38 0,5

DOT1L STPSPVLQPR 900 0,003446 0,003619 0,63 0,27

DOT1L STPSPVLQPR 902 0,003446 0,003619 0,32 0,58

DPF2 LDASILEDR 200 0,003782 1,87

DPYSL2 LHQSGFSLSGAQI 645 0,00281 0,00295 0,37 0,57

DPYSL2 LHQSGFSLSGAQI 647 0,00281 0,00295 0,65 0,17

DPYSL5 LHESSFSLSGSQI 531 0,00272 0,002856 0,74 0,18

DPYSL5 LHESSFSLSGSQI 532 0,00272 0,002856 0,25 0,71

DPYSL5 LHESSFSLSGSQI 534 0,00272 0,56

DPYSL5 LHESSFSLSGSQI 536 0,00272 0,002856 0,33 0,37

DR1 ASSRLENLGIP 105 0,003399 1,59

DR1 ASSRLENLGIP 106 0,003399 0,53

DRIP4 SLLSNLDEVK 562 0,003343 0,00351 2,88 5,56

DSG2 QESTSVLLQ 551 0,003692 1,97

DSG2 AASYTEEDE 782 0,003658 1,57

DSG2 QPHGGGSNPLEGT 999 0,003009 0,003159 0,72 0,22

DTL SVSSVSPKPPSSK 490 0,002929 0,003075 1,95 2,09

DTL SVSSVSPKPPSSK 495 0,003076 1,55

DTNA LTNALSKSLSCA 304 0,003109 0,003265 9,56 14,26

DTNB TGSPHTSPTHGGG 492 0,003303 0,55

DTNB TGSPHTSPTHGGG 498 0,003303 0,56

DUT EETPAISPSK 11 0,003516 0,56

DUT EETPAISPSK 13 0,003516 0,55

DYNC1H1 DSAIQQQVANLQMK 1230 0,003025 0,003176 1,63 2,99

DYNC1H1 SFEWLSQMR 1835 0,003168 0,003327 1,14 3,68

DYNC1H1 TRTDSTSDGR 4366 0,003576 1,66

DYNC1LI1 VPGGSPRTPNR 405 0,003452 1,75

DYNC1LI1 TPNRSVSSNVASVS 408 0,002696 1,75

DYNC1LI1 TPNRSVSSNVASVS 412 0,002831 1,91

DYNC1LI1 TPNRSVSSNVASVS 415 0,002831 1,83

DYNC1LI1 VTVSPTTPTSPTE 513 0,002866 0,6

DYNC1LI1 VTVSPTTPTSPTE 516 0,003009 0,57

EAF1 DNPSPEPQLD 165 0,00336 0,59

EAF6 NQENEPSQEDPED 136 0,003107 0,003262 0,26 0,66

EAP1 RQSCYLCDL 13 0,003391 0,003561 2,53 4,17

EAP1 NSSSPVSPASVPGQR 658 0,003229 0,00339 0,17 0,41

EAP1 NSSSPVSPASVPGQR 662 0,003229 0,00339 0,33 0,25

EAP1 NSSSPVSPASVPGQR 665 0,003229 0,00339 0,52 0,3

ECM29 ESTSEQMPSF 723 0,003438 1,48

ECM29 KNSLESSGVR 1838 0,003461 0,003635 4,77 9,45

ECT2 LMTSHGSVEGR 830 0,003353 0,61

EDC3 HMESLSQSK 148 0,003554 0,003732 2,65 4,47

EDC3 HNSWSSSSR 161 0,003551 1,58

EDC4 LSRGFGSSAPEGL 758 0,002949 0,003096 0,15 0,37

EEF1A1 IGGIGTVPVGR 261 0,003621 0,003803 5,32 2,4

EEF1A1 PVGRVETGVLK 269 0,003242 0,003405 1,44 3,02

EEF1A1 GNVAGDSKNDPPM 329 0,003042 1,85

EEF1A2 VDSGKSTTTGHLI 22 0,002868 0,003011 0,58 0,34

EEF1B2 GFGDLKSPAGLQV 8 0,002925 0,003071 1,09 2,93

EEF1B2 ALVAKSSILLDVK 140 0,002786 0,002925 10,45 4,15

EEF1B2 ALVAKSSILLDVK 141 0,002786 0,002925 5,01 11,51

EEF1D AGASRQSSGPGAS 358 0,003302 1,9

EEF1D SLAGSSGPGASSG 480 0,003592 1,54

EEF1D GASSGTSGDHGEL 490 0,003191 1,52

EEF1D ATAPQTQHVSPM 541 0,003119 0,61

EEF1D ATAPQTQHVSPM 545 0,002971 0,59

EEF1G YSNEDTLSVALP 348 0,003027 1,68

EEF2 ANIRNMSVIAHVD 23 0,003457 0,5

EEF2 AGETRFTDTR 54 0,003245 1,65

EEF2 AGETRFTDTR 57 0,003245 1,84

EEF2 GHVFEESQVAGTP 774 0,002924 1,66

EEF2K YSSSGSPANSFH 74 0,003032 0,003183 5,91 12,47

EEF2K YSSSGSPANSFH 78 0,003032 0,003183 13,43 4,95

EEF2K WNLLNSSRLHLPR 492 0,003116 0,6

EFHD2 GIGEPQSPSR 74 0,003615 0,003796 3,66 1

EFHD2 GIGEPQSPSR 76 0,003615 0,003796 1,43 3,25

EFNA5 VENSLEPADDTVHE 184 0,003061 0,54

EHBP1 TQLQSFSQYIE 1019 0,002812 0,002952 1,85 3,47

EHBP1 AAITETQRK 1053 0,00383 1,58

EHBP1 PSEDEVLNK 1058 0,003785 1,69

EI24 FPSPHPSPAK 345 0,003498 0,56

EI24 FPSPHPSPAK 349 0,003498 0,56

EIF2A SDKSPDLAPT 527 0,003605 0,003786 0,32 0,54

EIF2A SDKSPDLAPT 530 0,003605 0,003786 0,55 0,31

EIF2A TVSQSISGDPEID 546 0,002804 0,002944 0,27 0,65

EIF2A TVSQSISGDPEID 548 0,002944 0,61

EIF2A TVSQSISGDPEID 552 0,002804 0,002944 20,64 10,56

EIF2AK2 YQELPNSGPPHDR 33 0,003147 1,98

EIF2AK2 PEDRPNTSEILR 529 0,003321 0,58

EIF2S2 LDEEGDTQTEETQ 31 0,003336 1,73

EIF2S2 ETQPSETKEVEPE 41 0,003319 1,57

EIF2S3 LTPLSHEVISR 37 0,003006 0,003156 4,37 10,91

EIF3B EADGIDSVIVVDN 185 0,002808 0,002948 0,41 0,51

EIF3CL QNTDPHSQEYVEH 463 0,003007 0,003158 0,62 0,36

EIF3CL QNTDPHSQEYVEH 467 0,003007 0,003158 0,27 0,71

EIF3CL DAHNALLDIQSSGR 640 0,003173 0,003332 1,48 2,68

EIF3G DFDSKPSWADQVE 11 0,00312 0,53

EIF3G LEPVQATQNK 206 0,003315 0,003481 0,28 0,56

EIF3I LFDSTTLEHQK 219 0,003005 1,57

EIF3J LQEESDLELAK 127 0,003103 1,7

EIF3M WQQLYDTLNAWK 353 0,00304 0,003192 1,79 5,35

EIF3S3 LLSLASSNHLGK 250 0,003033 0,003185 10,5 15,84

EIF4A1 DFTVSAMHGDM 298 0,003102 0,003257 0,33 0,67

EIF4A1 DFTVSAMHGDM 300 0,003102 0,003257 2,18 5,62

EIF4B PATDSFDDYPP 205 0,003069 0,55

EIF4B PATDSFDDYPP 207 0,003069 0,003222 0,75 0,21

EIF4B TGSESSQTGTS 422 0,00357 1,51

EIF4B TGSESSQTGTS 424 0,00357 0,003749 1,03 4,59

EIF4EBP1 STTPGGTLFSTTP 41 0,002973 0,003121 0,28 0,42

EIF4EBP1 NSPVTKTPPR 65 0,003402 0,003573 0,74 0,37

EIF4EBP1 NSPVTKTPPR 68 0,003402 0,003573 0,31 0,58

EIF4EBP1 NSPVTKTPPR 70 0,003402 0,003573 0,12 0,2

EIF4EBP1 TIPGVTSPSSDEP 77 0,002929 0,003076 0,5 0,08

EIF4EBP1 TIPGVTSPSSDEP 83 0,002929 0,003076 0,49 0,11

EIF4EBP1 PGVTSPSSDEPPM 85 0,0029 0,003044 0,25 0,51

EIF4EBP1 EPPMEASQSHLR 94 0,002739 0,002875 0,55 0,03

EIF4EBP1 QSHLRNSPEDK 101 0,002879 0,003022 0,17 0,49

EIF4ENIF1 WFSNPSRSGSR 342 0,003089 1,55

EIF4ENIF1 PLLSSLSANK 414 0,003608 0,003789 10,83 24,69

EIF4G1 ITKPGSIDSNNQ 1080 0,002957 1,69

EIF4G1 ITKPGSIDSNNQ 1084 0,002957 0,59

EIF4G1 PGSIDSNNQLFA 1087 0,002982 0,003131 0,77 0,23

EIF4G1 APGGRLSWGK 1099 0,003612 1,83

EIF4G1 AVPTESTDNR 1142 0,003423 0,003595 1,48 2,68

EIF4G2 PAQSFLMNK 441 0,003589 0,003769 0,36 0,56

EIF4G2 SQGLSQLYHNQSQ 505 0,003187 0,003347 2,43 5,17

EIF4G2 SQGLSQLYHNQSQ 509 0,003347 0,59

EIF4G2 SQGLSQLYHNQSQ 516 0,003187 0,003347 0,23 0,61

EIF4G2 LNADEISLR 546 0,003785 1,71

EIF4G2 PAQSFLMNK 552 0,003589 0,003769 0,56 0,3

EIF4G3 PDPVLKSPSPVLR 229 0,002696 0,58

EIF4G3 PDPVLKSPSPVLR 231 0,002696 0,58

EIF4G3 ETDALRSSASSLN 1129 0,002798 1,66

EIF4H DDRAYSSFGGGR 13 0,003074 1,73

EIF4H GPPLRGSNMDFR 193 0,002806 0,002946 0,51 0,09

EIF4H TVATPLNQVANP 217 0,003068 0,003222 0,26 0,58

EIF4H QVANPNSAIFGGA 230 0,00302 1,7

EIF5B NEDDDASFK 222 0,003573 0,003752 0,17 0,29

EIF5B IPQQLESKEVSES 460 0,00322 0,54

ELAC2 PLSRLSPER 208 0,003705 0,56

ELAVL1 NVALLSQLYHSPAR 224 0,003034 0,003186 2,89 5,03

ELAVL1 NVALLSQLYHSPAR 229 0,003034 0,003186 6,59 1,23

EMD DALLYQSKGYNDD 87 0,003163 1,89

EMD PVSASRSSLDL 171 0,003304 1,59

EMD PVSASRSSLDL 173 0,003304 1,59

EML4 SPSPQPSSQPLQI 146 0,002907 0,56

EML4 SPSPQPSSQPLQI 150 0,002907 0,61

EML4 SPSPQPSSQPLQI 151 0,002769 0,002907 0,15 0,35

ENAH IAEKGSTIETEQ 710 0,002889 0,003033 3,63 1,17

ENGASE AAPEAGTQEEQED 30 0,002752 0,002889 0,42 0,3

ENSA YFDSGDYNMA 83 0,003171 0,00333 4,18 1,5

EPB41 GLSRLFSSFLK 84 0,002999 1,97

EPB41 GLSRLFSSFLK 85 0,002999 0,51

EPB41 ASRSLDGAAVD 540 0,003507 1,95

EPB41 ASRSLDGAAVD 542 0,003683 1,95

EPB41L2 PPPAAESQSSLR 58 0,003034 0,57

EPB41L2 VSRSLDGAPIGVMD 548 0,002674 0,002808 1,57 2,43

EPB41L2 VSRSLDGAPIGVMD 550 0,002674 0,002808 3,02 0,98

EPB41L2 NSLRVEGDNIYVR 614 0,003253 1,83

EPB41L2 ILKHQASISELK 647 0,002767 1,62

EPB41L3 EYQQLEDDKLSQK 88 0,003083 1,54

EPB41L5 EDSLLSHKNANV 582 0,002846 1,79

EPB41L5 EDSLLSHKNANV 585 0,002988 1,79

EPPK1 AEAEAGSPRPDPR 2508 0,002794 0,002934 0,34 0,64

EPPK1 ASELHTSGILGPE 2723 0,003022 1,54

EPRS PTPSLNNNCT 739 0,00351 0,6

EPRS LSQSSDSSPTR 885 0,003217 0,22

EPRS LSQSSDSSPTR 886 0,003377 0,52

EPRS VEYKPVSATGAED 954 0,002769 1,76

EPRS NQGGGLSSSGAGE 998 0,003335 0,003502 4,67 1,75

EPRS NQGGGLSSSGAGE 1000 0,003335 0,003502 1,05 3,95

EPS15L1 VSSLNSTGSLSPK 251 0,003098 0,55

EPS15L1 YSLEQDIR 402 0,003628 1,53

EPS15L1 LLFSNNTQELHPD 612 0,003112 0,51

EPS15L1 PFTKNPSLPSKLD 697 0,00309 0,003244 0,22 0,54

EPS8 SQMEEVQDELIHR 685 0,002954 0,003101 1,76 3,22

EPS8 QDELIHRLTIGR 699 0,003269 0,003432 1,35 3,67

ERCC5 FDSSLLSSDDETK 1016 0,003448 1,53

ERCC5 FDSSLLSSDDETK 1017 0,003448 1,53

ERCC6L IEDLQNSVTQLQL 636 0,003165 0,003323 2,77 3,45

ERCC6L QPSPLLSTHHTQE 759 0,003379 1,81

ERCC6L QPSPLLSTHHTQE 760 0,003379 1,76

ERCC6L QPSPLLSTHHTQE 763 0,003218 0,6

ERCC6L QNFSSQSLEHVEK 969 0,003102 0,003257 1,69 2,77

ERCC6L QNFSSQSLEHVEK 971 0,003102 1,82

ERF WAYKPESSPGSR 20 0,002771 0,002909 6,54 10,84

ERF WAYKPESSPGSR 24 0,002771 0,002909 0,67 0,23

ERF VSSDLQHATAQLS 531 0,002786 0,002925 1,62 3,7

ERF HATAQLSLEHRDS 542 0,002786 0,002925 1,32 4

EVI1 NFIGNSNHGSQS 1042 0,003133 0,62

EWSR1 QDHPSSMGVYG 279 0,003183 0,003343 0,25 0,39

EWSR1 QESGGFSGPGENR 292 0,002999 1,62

EXOC1 EDLDGGTLSR 559 0,003504 0,56

EXOC2 GSSFQSGRDDTW 432 0,002814 0,002954 0,33 0,61

EXOC2 GSSFQSGRDDTW 435 0,002814 0,002954 0,56 0,38

EXOC8 QLSQQSDGDR 32 0,003299 0,003464 1,55 2,79

EXOC8 QLSQQSDGDR 35 0,003299 0,003464 1,74 2,92

EXOSC10 FTPYDYSQSDFK 821 0,00333 0,55

EYA1 NNNPSPPPDSD 314 0,003245 0,003408 0,24 0,6

EZH2 LPNNSSRPSTP 367 0,003204 1,65

EZH2 LPNNSSRPSTP 372 0,003204 1,49

FAM103A1 SWGNNYPQHR 86 0,002991 0,00314 0,56 0,2

FAM117B SASWGSTDQLK 273 0,003178 1,99

FAM117B SASWGSTDQLK 276 0,003178 1,94

FAM117B SASWGSTDQLK 277 0,003178 0,003337 1,49 2,57

FAM117B GGADRGSNNSSR 404 0,003343 0,59

FAM120A NLTEQNSYSNIPH 417 0,003134 0,00329 1,45 3,21

FAM120A APSHSESALNNDSK 1103 0,003419 1,6

FAM122A SNSAPLIHGLSDTS 35 0,002707 0,002842 0,31 0,57

FAM122A SNSAPLIHGLSDTS 37 0,002707 0,54

FAM122A PLIHGLSDTSPVF 45 0,002737 0,5

FAM122A SQSPINCIR 187 0,003648 0,00383 0,09 0,17

FAM122B HSLEEGLDMVNR 36 0,002705 0,00284 1,61 4,75

FAM122B HSLEEGLDMVNR 58 0,002705 0,00284 1,69 1,31

FAM164A LQTLSPSHK 223 0,003671 0,003855 4,35 1,57

FAM169A GEYGPASVPEYEA 285 0,002901 0,53

FAM169A QDSEFSSSQGEDE 349 0,003446 0,61

FAM171A1 DQSTSMSHINLLF 360 0,00334 1,57

FAM21A SRPTSFADELA 284 0,003143 0,003301 1,35 2,93

FAM21A SRPTSFADELA 288 0,003143 0,003301 3,93 0,35

FAM21A TPSDDEEDNLFAPPK 331 0,002851 0,52

FAM21A SHGLESVPVLPG 996 0,003148 0,56

FAM21A SHGLESVPVLPG 1001 0,003305 0,53

FAM21A LAAQESSETEDMS 1054 0,002845 1,61

FAM21C KDHSVNSFK 909 0,003507 0,003683 1,85 2,93

FAM21C LAAQESSEAEDM 1053 0,002942 0,58

FAM40A DSEGYSESPDLE 59 0,002844 1,66

FAM40A DSEGYSESPDLE 63 0,002986 1,61

FAM44A LPSQPTTDTSTD 242 0,002982 0,003131 0,18 0,28

FAM44A LSESLHVVDE 637 0,003315 1,7

FAM44A RTSTPVIME 659 0,003775 0,52

FAM44A ENIQKQSQQTK 776 0,002836 0,002977 0,27 0,51

FAM44A ENIQKQSQQTK 779 0,002836 0,002977 0,23 0,37

FAM44A VFEVSKTQDNR 1137 0,002854 0,002996 0,54 0,3

FAM44A VSDDAESSEPER 2963 0,002858 0,59

FAM44A QKSVSDPVEDK 2975 0,003052 0,003205 1,95 2,17

FAM50A FSAHYDAVEAELK 50 0,003208 0,003368 14,95 3,63

FAM53C PQVPHQSPPK 162 0,003351 0,003519 0,33 0,51

FAM53C FSLSPSLGPQAS 236 0,003151 0,59

FAM53C SARSSPASSPELPW 247 0,003224 0,003385 0,51 0,29

FAM53C SARSSPASSPELPW 250 0,003224 0,003385 0,65 0,15

FAM53C SARSSPASSPELPW 254 0,003224 0,003385 0,28 0,52

FAM62A LTHVDSPLEAPA 973 0,003011 0,003161 2,17 5,41

FAM62B SHMSGSPGPGGS 712 0,00352 0,003696 0,32 0,54

FAM62B SHMSGSPGPGGS 714 0,00352 0,003696 0,66 0,2

FAM62B SSSSLLASPGHIS 759 0,003178 1,53

FAM76B SLGSSHSNSSSSS 154 0,003071 0,003225 4,17 6,41

FAM83H LSSATANALYSSNLR 1025 0,003036 0,003188 3,82 1,54

FAM96B PLIYQRSGER 23 0,003082 0,003237 9,49 1,07

FARP2 AVFFSRGSSFR 339 0,003135 1,61

FARP2 AVFFSRGSSFR 340 0,002986 1,94

FARP2 SGAVAGGPDTPSAQ 446 0,003092 0,59

FASN LIGSTKSNMGHPE 327 0,002759 0,002897 6,83 8,11

FASN LFDHPESPTPNPT 974 0,003267 0,00343 0,27 0,57

FASN QIPRDPSQQELPR 1174 0,003044 0,003196 0,31 0,45

FASN FLPVDDTSFR 1420 0,003136 0,003293 0,56 0,34

FASTKD2 NLNHEVSNEDVLT 140 0,0032 0,00336 5,95 11,57

FBXL20 AYFAPVTPPPSVG 417 0,002895 0,5

FBXL20 AYFAPVTPPPSVG 421 0,002895 0,5

FBXO28 GSGQNEESPR 344 0,003686 1,59

FBXO42 QTNGVHTPPHVAS 539 0,00281 0,55

FBXO42 ALAGAVSPGALR 552 0,003616 0,55

FBXO5 DAQTKLSNQGDQK 346 0,003308 0,003473 6,41 16,53

FCHO2 LTSGKLSGINEIP 478 0,002842 0,002983 0,09 0,15

FCHSD2 QPPSSPYPSPDK 689 0,002902 0,003046 0,16 0,12

FCHSD2 QPPSSPYPSPDK 693 0,002902 0,003046 0,19 0,09

FERMT2 ITPGSGSIYSSPG 177 0,003073 0,003227 0,28 0,2

FGD1 SLSLDPGQSLE 114 0,003266 0,00343 0,59 0,29

FGD1 SLSLDPGQSLE 116 0,003266 0,00343 0,23 0,63

FGD1 SDPGPPTETPSQR 135 0,002763 0,002901 0,55 0,39

FGD1 TETPSQRPSPLK 149 0,002818 0,002958 0,34 0,6

FGFR1OP DLSDVHSPPK 156 0,003579 0,57

FGFR1OP DLSDVHSPPK 160 0,003579 0,57

FHL1 PIGADSKEVHYK 51 0,002812 0,002952 15,85 25,03

FHOD1 AQRSLAPEPK 510 0,003402 1,52

FICD ITSRGATLLVAK 90 0,003056 1,61

FIP1L1 DHSPTPSVFNS 494 0,003158 0,58

FKBP15 PSQEQSASASSG 956 0,003458 0,56

FKBP15 ESPMVPSEQVVEE 984 0,00325 0,003412 0,61 0,15

FLJ00169 EALPGPSLDQWHR 339 0,003155 0,003313 0,37 0,59

FLNA DEEVPRSPFK 1533 0,003119 0,003275 1,48 4,8

FLNA PYHIGGSPFK 2510 0,003555 1,84

FLNA SLHETSSVFVDSL 2532 0,002667 1,99

FLYWCH2 ASQEPSPKPGTE 17 0,003061 0,003215 0,21 0,39

FLYWCH2 ASQEPSPKPGTE 21 0,003061 0,003215 0,43 0,31

FMN2 TTTRQLSSPNHSP 427 0,003323 0,003489 0,26 0,6

FN3KRP FEGEMASLTAILK 58 0,002687 0,002821 0,16 0,24

FNBP1 TVSDNSLSNSR 299 0,003178 1,6

FNBP4 PILQLSPPGPR 18 0,003191 0,00335 0,3 0,54

FNBP4 WQSIQRELD 954 0,003191 0,003351 0,44 0,16

FNIP1 SSLLFKESEEIR 593 0,003297 0,003461 1,05 3,37

FNIP1 SSLLFKESEEIR 594 0,003297 0,003461 3,52 0,9

FOXJ3 AAIQKSDATQNA 42 0,003085 0,003239 22,37 35,73

FOXJ3 HNLSLNKCFL 131 0,003155 0,003314 1,45 2,97

FOXK2 SIRHNLSLNR 311 0,003104 1,51

FOXK2 GPLSSRSAPASPN 369 0,003183 0,54

FOXK2 SAPASPNHAGV 373 0,003866 0,52

FOXK2 VLSAHSSGAQTPE 385 0,002936 0,003082 0,25 0,49

FOXK2 QTPESLSREGSPA 394 0,002782 0,002921 0,51 0,23

FOXO1 DLMDGDTLDFNFD 627 0,003132 0,52

FOXO3 SPTSRSSDELDAW 300 0,003269 0,6

FRA10AC1 SEDSLLRNSD 273 0,003293 0,58

FRA10AC1 DEEESASESELWK 283 0,003246 1,54

FRA10AC1 DEEESASESELWK 285 0,003246 1,82

FRAP1 KTGTTVPESI 2473 0,003778 1,81

FRAS1 SAMGSSLYALE 2720 0,003313 0,003478 8,58 6,92

FRAS1 SLYALESGSDFK 2727 0,002866 0,003009 4,57 10,93

FRG1 FQSFQDHK 215 0,003586 0,003765 0,51 0,39

FTSJD2 LALSLSSTSDDEP 26 0,00283 1,7

FTSJD2 LALSLSSTSDDEP 29 0,00283 0,002971 2,51 1,37

FTSJD2 LALSLSSTSDDEP 31 0,00283 1,5

FTSJD2 YSMYNSVSQK 89 0,003111 0,003267 1,49 2,81

FUBP1 VAPQNDSFGTQLP 84 0,002754 0,6

FUBP3 IDSIPHLNNSTPLVDP 35 0,002761 0,002899 5,48 9,02

FUBP3 IDSIPHLNNSTPLVDP 42 0,002761 0,002899 0,39 0,35

FUBP3 ALVHQRTVITEEF 76 0,003083 0,003237 0,31 0,63

FUBP3 AAPQASSPPDYTM 539 0,002828 0,002969 0,33 0,59

FYCO1 ALVPVNSSLQEAW 579 0,00268 0,002814 0,54 0,42

G3BP1 FYGKNSSYVHGGL 39 0,003482 1,54

G3BP1 EDLRTFSWASVTS 250 0,003169 0,003328 6,72 11,14

G3BP2 LEEKSTTPPPAEP 227 0,002713 0,002848 0,15 0,23

G3BP2 PEVQSQPPR 253 0,003582 0,003762 0,36 0,22

GAB2 DELPFKSPITK 543 0,002955 0,003103 1,54 3,1

GANAB EGDGAQPEETPR 255 0,002931 0,003078 0,61 0,29

GAPDH VIISAPSADAPMF 125 0,002862 0,003005 1,54 2,78

GAPDH DNEFGYSNR 321 0,003558 0,55

GAPVD1 SRSSDIVSSVR 927 0,003146 0,003303 1,45 3,71

GAPVD1 SRSSDIVSSVR 929 0,003146 1,95

GAPVD1 SRSSDIVSSVR 930 0,003146 0,003303 1,59 3,57

GAPVD1 SRSSDIVSSVR 934 0,003146 1,54

GAPVD1 VAAPHSSSSSPSK 974 0,003181 0,58

GAPVD1 VAAPHSSSSSPSK 977 0,003029 0,6

GAPVD1 FSTLTDDPSPR 1039 0,003043 0,003195 0,55 0,39

GAPVD1 FSTLTDDPSPR 1040 0,003043 0,003195 0,58 0,28

GAPVD1 FSTLTDDPSPR 1042 0,003043 0,003195 0,43 0,53

GARNL1 EESKNDNAD 349 0,003635 0,003817 4,61 0,55

GARNL1 FSQSEETGNEVFG 778 0,003478 0,54

GARNL4 TPDGGHSSQEIK 599 0,003147 0,59

GART SVLKNGSLTNHFS 796 0,002698 1,61

GATAD2A PPSPDVIVLS 119 0,003628 0,003809 0,29 0,33

GATAD2A DVIVLSDNEQPSSPR 126 0,002882 0,003026 0,27 0,45

GATAD2A DVIVLSDNEQPSSPR 133 0,002882 0,003026 0,63 0,31

GATAD2B RSLDPADER 17 0,003692 1,73

GATAD2B VVQNAASIVQPSP 208 0,002881 0,003024 1,97 2,25

GATAD2B LPSRPGAQGVEPQ 227 0,002828 0,002969 9,11 4,83

GBAS DAHSNLLAKK 62 0,003402 0,003573 0,07 0,53

GCN1L1 SIIQSAQQDSIK 777 0,002864 0,003007 5,95 8,19

GCN1L1 SIIQSAQQDSIK 786 0,002864 1,55

GEMIN5 SLLPLSTSLDHR 847 0,002822 1,95

GEMIN5 SLLPLSTSLDHR 854 0,002822 1,76

GFM1 SGLSMESIHVPDP 456 0,002763 0,002901 0,51 0,37

GFM1 SGLSMESIHVPDP 462 0,002763 0,002901 0,64 0,24

GGA2 LLKSNHPEDL 201 0,003214 0,003375 2,88 4,04

GGA3 NVPPKESAGNSQW 411 0,00268 0,002814 0,12 0,18

GIGYF2 EMHRSQSWEER 158 0,003379 1,56

GIT1 LQPFHSTELEDDA 545 0,003163 1,81

GIT1 LQPFHSTELEDDA 546 0,003322 1,81

GIT1 HGSGADSDYENTQ 601 0,002741 0,002878 1,81 3,75

GIT1 HGSGADSDYENTQ 605 0,002741 1,51

GIT1 HGSGADSDYENTQ 610 0,002741 0,57

GIT2 SLGRHISQVR 46 0,003248 0,00341 3,69 7,47

GIT2 PMSMYETGS 514 0,003884 1,69

GLCCI1 SHQRSASWGSADQ 223 0,002675 0,002808 1,98 2,12

GLI2 SSGISPYFSSR 479 0,003316 1,69

GLI2 SSGISPYFSSR 482 0,003158 0,003316 1,83 2,17

GLI2 SSGISPYFSSR 487 0,003158 1,89

GLI2 LQSHPSTDGGLA 669 0,003171 1,83

GLI3 PDEDLPSPGAR 445 0,003408 0,56

GLS YVGKEPSGLR 314 0,003377 0,003546 17,42 29,34

GLTSCR1 FHQVPSGIILQN 968 0,002794 0,002933 0,14 0,2

GNL1 LQDGLRSSSNSR 32 0,00286 1,53

GNL1 LQDGLRSSSNSR 34 0,003003 1,53

GNL1 EEQTDTSDGESVT 48 0,002709 1,95

GNL1 EEQTDTSDGESVT 51 0,002709 0,002844 1,35 2,93

GNL1 LNQQPSQGLGPR 68 0,002912 0,003057 3,95 0,53

GNL3 DPGVPNSAPFK 53 0,003312 0,003478 0,53 0,31

GNL3 NSILFQSSGLTNG 456 0,002824 0,002965 4,22 2,76

GOLGA4 SRTSSFTEQLD 37 0,002964 0,003112 1,47 3,03

GOLGA4 SRTSSFTEQLD 41 0,002964 0,003112 3,89 0,61

GOLGA4 VPSVESLFR 93 0,003595 0,003775 0,56 0,32

GOLGA4 LQGILSQSQDK 201 0,003087 0,003242 30,52 18,14

GOLGA5 LFDFLNSSQK 129 0,003287 1,52

GOLGA5 LFDFLNSSQK 130 0,003287 1,52

GORAB QPQGIESQPK 130 0,00336 0,003528 0,15 0,27

GPATCH8 TPAGKESQEGPK 526 0,003059 0,52

GPATCH8 KPSVSEEVQ 1107 0,003699 0,55

GPBP1L1 NGFLQSRSSSLF 438 0,002814 0,002954 1,26 4,28

GPBP1L1 NGFLQSRSSSLF 440 0,002814 1,89

GPHN SPPPPLSPPPTTS 207 0,002955 0,003103 0,24 0,1

GPHN SPPPPLSPPPTTS 213 0,002955 0,003103 0,08 0,16

GPHN ASHSAVDITK 351 0,003612 1,62

GPKOW GDGAGPSPEEK 42 0,003742 0,58

GPN1 QNFMQESMAQYWK 378 0,002825 0,002967 1,27 3,63

GPR50 SHSKAASGHLK 415 0,003329 0,003496 0,19 0,35

GPR50 GHLKPVSGHSK 422 0,003264 0,003427 0,34 0,24

GPRASP2 VDSWSGSEDEASN 280 0,002737 0,002874 0,47 0,23



GPRASP2 VDSWSGSEDEASN 284 0,002737 0,002874 0,29 0,41

GPRIN1 HTPDQSPGMESR 60 0,002816 0,002956 0,45 0,27

GPRIN1 HTPDQSPGMESR 64 0,002816 0,002956 0,5 0,22

GPS1 NQIHVKSPPR 504 0,003188 0,5

GRINL1A VSSQAEDTSSS 179 0,0034 1,84

GRINL1A AEDTSSSFDNLFI 187 0,00328 1,67

GRLF1 NLNLVSSTASIK 769 0,003168 1,67

GRLF1 NLNLVSSTASIK 773 0,003168 1,67

GRLF1 GDLSYLDQGH 1057 0,00338 0,003549 2,67 4,23

GSE1 ERSPSPPTIQS 826 0,003287 0,59

GSE1 ERSPSPPTIQS 828 0,003287 0,59

GSTCD VHTQETSEGLDSSSK 227 0,00297 0,003118 1,69 5,57

GSTCD VHTQETSEGLDSSSK 236 0,00297 0,003118 1,09 6,05

GTF2E2 RALSTPVVEK 18 0,003394 0,003564 3,25 2,67

GTF2F1 GNSRPGTPSAEGG 389 0,003161 0,52

GTF2I SPSWYGIPR 517 0,003504 0,003679 0,42 0,58

GTF2I EVTQPRTNTPVK 556 0,002761 0,002899 3,61 4,57

GTF2I EVTQPRTNTPVK 558 0,002761 0,002899 1,55 2,77

GTF2I EFSFEAWNA 722 0,003561 1,55

GTF3C2 DLDRPESQSPK 176 0,002962 0,00311 0,52 0,28

GTF3C5 PALFSSSAKADGG 477 0,003109 0,003265 1,53 4,35

GTPBP1 LQTTNNSPMNSK 580 0,00283 1,5

GTSE1 LVDVSPDRGSP 594 0,003277 0,003441 0,42 0,28

GTSE1 GSPPSRVPQAL 602 0,003368 0,003537 0,23 0,47

HABP4 VAQRPDSPGGGLQ 108 0,00294 0,003087 0,11 0,53

HBS1L QTSRSESEIVPK 156 0,002778 0,002917 0,45 0,55

HCA90 VSQVTKSVDFHFR 257 0,00307 0,003223 7,99 14,23

HCFC1 LGHSFSLVGNK 143 0,003232 0,003394 4,33 1,65

HCFC1 TITLVKSPISVPG 666 0,002876 0,00302 1,42 3,48

HDAC1 LHISPSNMTNQN 346 0,002788 0,002928 0,18 0,56

HDAC1 LHISPSNMTNQN 348 0,002788 0,002928 0,05 0,24

HDAC1 DAIPEESGDEDED 393 0,002668 0,002801 0,08 0,04

HDAC2 QQTDMAVNW 224 0,003414 0,003585 0,39 0,21

HDAC2 LHISPSNMTNQN 443 0,002788 0,002928 0,26 0,54

HDAC2 DAVHEDSGDEDGE 488 0,002752 0,00289 0,07 0,2

HDAC5 PLSRTQSSPLP 496 0,003329 0,58

HDGF ASGYQSSQKK 118 0,003613 1,6

HDGF ASGYQSSQKK 119 0,003441 1,56

HDGF GNAEGSSDEEGK 149 0,003337 1,62

HDGF EAATLEVER 200 0,003648 0,5

HDGFRP2 SDSKADSDGAK 240 0,003622 0,6

HDLBP SSVAVLTQESFAE 8 0,002765 0,002903 0,57 0,57

HDLBP VATLNSEEESDP 28 0,002921 0,003067 0,35 0,17

HDLBP VATLNSEEESDP 31 0,002921 0,003067 0,11 0,41

HELLS NSIDASEEKPVM 115 0,00286 0,003003 1,44 2,74

HELLS NSIDASEEKPVM 119 0,003003 0,59

HELZ ALRLQHSGSTNK 1118 0,002876 0,00302 7,83 10,77

HELZ SNPQNRSPESR 1318 0,00294 0,59

HELZ SPPAVPSPPSSTD 1615 0,003036 0,003188 0,41 0,47

HELZ SPPAVPSPPSSTD 1621 0,003036 0,003188 0,33 0,43

HEXIM2 LGWNSRSPR 71 0,003474 1,89

HIP1R PLAQKPSVAPR 1045 0,003219 0,00338 1,69 4,03

HIRIP3 LSTLTHSIVR 27 0,003318 0,003484 0,6 0,3

HIRIP3 ESEQESEEEILA 223 0,002854 1,96

HIRIP3 ESEQESEEEILA 227 0,002854 1,96

HIRIP3 EAASSGDDSGR 300 0,003715 0,6

HIRIP3 EAASSGDDSGR 301 0,003715 0,6

HIST1H4A DNIQGITKPAIR 31 0,002848 0,00299 3,21 6,61

HIST1H4A RISGLIYEE 48 0,003453 0,003625 5,12 0,98

HIST1H4A DAVTYTEHAK 72 0,003296 1,5

HMGA1 PPVSPGTALVGSQK 39 0,002824 0,002965 0,17 0,25

HMGA1 PPVSPGTALVGSQK 44 0,002824 0,002965 0,24 0,12

HMGA1 EPSEVPTPKR 53 0,003282 0,003447 0,15 0,11

HMGB2 VNFAEFSKK 42 0,003657 1,58

HMGCS1 PTPNDDTLDEGVG 471 0,002982 0,57

HMGCS1 PTPNDDTLDEGVG 476 0,002982 0,57

HMGCS1 ATEHIPSPAKK 495 0,00334 0,59

HMGN4 DASTLQSQKAEGT 80 0,002828 0,002969 0,57 0,35

HMGXB4 LGHELQSFLK 243 0,003198 0,54

HMMR ILATESSNQEYVR 505 0,003147 0,003304 7,86 12

HN1 GGGSNFSLGFDEP 31 0,002936 0,53

HN1 EDLESSGLQR 80 0,003299 0,003464 4,38 8,98

HN1 NSSEASSGDFLDL 88 0,002957 1,6

HN1 NSSEASSGDFLDL 91 0,002957 1,83

HN1 NSSEASSGDFLDL 92 0,002816 0,002957 1,22 3,74

HNRNPA0 DLIEHFSQFGTVE 119 0,003124 0,00328 0,6 0,28

HNRNPA0 SYGPMKSGGGGGG 270 0,00336 0,003528 7,85 16,59

HNRNPA1 AVSREDSQR 91 0,003551 0,003729 4,31 0,23

HNRNPA1 AVSREDSQR 95 0,003728 1,6

HNRNPA1 VIQKYHTVNGHNC 169 0,003141 0,003298 0,24 0,46

HNRNPA1 NFGGRSSGPYGGG 337 0,003097 0,003252 1,9 2,58

HNRNPA1 NFGGRSSGPYGGG 338 0,003097 0,003252 1,95 3,37

HNRNPA1 YGGSSSSSSYGSG 363 0,003171 1,58

HNRNPA1 GGSSSSSSYGSGR 364 0,003189 1,72

HNRNPA2B1 GFGFVTFDDHDP 159 0,002792 0,002932 0,26 0,08

HNRNPA2B1 ALSRQEMQE 189 0,003417 1,78

HNRNPA2B1 NYGPMKSGNFGGS 318 0,002868 1,9

HNRNPA2B1 SGNFGGSRNMGGP 324 0,003038 1,51

HNRNPA3 LFIGGLSFETTDDSLR 43 0,002703 0,002838 0,51 0,23

HNRNPA3 LFIGGLSFETTDDSLR 50 0,002703 0,002838 0,19 0,39

HNRNPAB QQQQYGSGGRGNR 243 0,003368 0,003537 1,76 3,5

HNRNPC SVTEHPSPSPLLS 113 0,002798 0,56

HNRNPC PSPLLSSSFDLDY 120 0,00329 0,003455 0,51 0,19

HNRNPC SEEEQSSSSVK 238 0,003293 1,52

HNRNPC EEEQSSSSVK 240 0,003534 1,7

HNRNPC TNVKMESEGGADD 253 0,002934 1,67

HNRNPF EEVRSYSDPPLK 195 0,002669 0,002802 0,55 0,25

HNRNPF PPLKFMSVQR 203 0,003277 0,59

HNRNPF DLSYCLSGMYDHR 265 0,003204 1,92

HNRNPH2 DLNYCFSGMSDHR 269 0,00308 0,003233 6,48 1,54

HNRNPK EGLQLPSPTATSQ 116 0,002842 0,002984 0,22 0,7

HNRNPK DYDDMSPRR 284 0,003243 1,89

HNRNPK GSYGDLGGPIITT 379 0,003009 0,58

HNRNPM GLDHMASSIER 467 0,00309 0,003245 1,48 2,64

HNRNPR STAYEDYYYHPPPR 432 0,002721 0,002857 7,75 3,93

HNRNPR STAYEDYYYHPPPR 433 0,002721 0,002857 3,22 8,46

HNRNPUL1 FLPPEASQLK 159 0,00331 0,003475 0,57 0,05

HNRNPUL2 DEPEERSGDETPG 161 0,002807 0,57

HOXB9 PDQTNPSANWLHA 176 0,003432 0,56

HSD17B4 DSEGGVSANHTSR 334 0,002866 0,00301 1,53 3,59

HSF1 EEPPSPPQSPR 303 0,003078 0,003232 0,17 0,21

HSF1 PPSPPPTSTPEK 363 0,003045 0,003197 0,46 0,14

HSF1 PPSPPPTSTPEK 367 0,003045 0,003197 0,22 0,48

HSF1 PPSPPPTSTPEK 368 0,003045 0,003197 0,19 0,47

HSF1 PPSPPPTSTPEK 369 0,003045 0,003197 0,43 0,27

HSP90AA1 HSQFIGYPIT 333 0,003222 0,003383 1,73 2,53

HSP90AA1 SLTNDWEDH 437 0,003346 0,003514 3,9 0,84

HSP90AA1 SLTNDWEDH 439 0,003513 1,63

HSP90AA1 LGIHEDSQNR 575 0,003206 0,62

HSP90AA1 DNSTMGYMAAK 745 0,003156 0,003314 1,26 2,86

HSP90AA1 EINPDHSIIETLR 763 0,003095 1,7

HSP90AA1 EINPDHSIIETLR 767 0,003095 0,62

HSP90AB1 FIGYPITLYLEK 214 0,003419 1,51

HSP90AB1 YHTSQSGDEM 460 0,003243 1,49

HSP90AB1 DEMTSLSEYVSR 470 0,002675 1,49

HSP90AB1 DNSTMGYMMA 615 0,003335 0,003502 3,15 1,05

HSP90AB1 DNSTMGYMMA 616 0,003335 0,003502 1,49 2,91

HSP90AB1 DHPIVETLR 637 0,003452 0,003625 0,45 0,31

HSP90B1 LDGLNASQIR 64 0,003603 1,81

HSP90B1 FQSSHHPTD 514 0,003526 1,85

HSP90B1 MLRLSLNIDPD 746 0,003076 1,94

HSPA4 SEDDRNSFTLK 647 0,002877 1,49

HSPA4L QDRLNQTLK 602 0,003348 0,003516 1,73 2,71

HSPA8 GIFEVKSTAGDTH 221 0,002777 0,002915 3,61 1,13

HSPA8 LDKSQIHDIV 329 0,003369 1,97

HSPD1 SPYFINTSK 231 0,003699 0,59

HTATSF1 AGGEPDSLGQQPT 40 0,003145 0,55

HTATSF1 RSDSVSASER 389 0,003411 1,7

HTATSF1 SDSVSASERAGPS 391 0,003011 1,65

HTATSF1 HFSEHPSTSK 407 0,003237 0,003399 0,15 0,09

HTATSF1 HFSEHPSTSK 408 0,003237 1,56

HTATSF1 HFSEHPSTSK 409 0,003399 1,67

HTATSF1 GNPVRGSEEDSPK 494 0,002895 1,61

HUWE1 LFGHSSTSALSA 3119 0,003183 0,003343 1,85 2,75

HUWE1 SSTSALSAILR 3124 0,003377 0,003546 3,44 1,16

HUWE1 AFTSRLSGNR 3137 0,003368 1,58

HUWE1 QAATSESSQSEAS 3798 0,002938 1,55

HUWE1 QAATSESSQSEAS 3799 0,002938 1,52

HUWE1 VDQPSPSAQDTQS 3820 0,002781 0,002919 0,21 0,67

IARS SVVTSIFGVK 1116 0,003585 0,003765 15,12 16,68

IARS SVVTSIFGVK 1119 0,003585 0,003765 20,52 11,28

IBTK SDSSGGYNLSD 990 0,003389 0,003558 1,05 5,37

IBTK SDSSGGYNLSD 992 0,003389 0,003558 1,76 4,66

IDH3B AHAASRSQAEDVR 46 0,002709 0,002844 0,27 0,53

IDH3B VEGSFPVTML 56 0,003453 0,003625 0,44 0,26

IDH3B TTDFIKSVIGHLQ 383 0,003252 0,003414 3,4 0,7

IGF2BP1 GQPRQGSPVAAGA 181 0,003295 0,58

IKBKAP SGKYSHSNSR 1185 0,003329 0,003496 1,58 4,6

IKBKG QLESEREALQ 254 0,003121 0,003277 1,83 3,57

IKBKG ALQQQHSVQVDQL 264 0,003179 0,003338 5,22 1,46

ILF3 HSSVYPTQEELEA 19 0,003188 0,003347 10,09 3,57

ILF3 HSSVYPTQEELEA 24 0,003188 0,003347 0,29 0,47

ILF3 GEDSAEETEAK 482 0,003214 0,003375 0,13 0,05

ILF3 GEDSAEETEAK 486 0,003214 0,54

ILF3 HQGQQQSYNQSPY 758 0,003042 0,003194 0,55 0,21

IMPDH2 LVGIISSRDIDF 159 0,00283 0,002971 0,22 0,7

INA TSQIGESFEEILE 463 0,003204 0,52

INA TSQIGESFEEILE 464 0,003204 0,52

INA TSQIGESFEEILE 469 0,003364 0,52

INPP4A YAFNSLQLK 955 0,003613 1,62

INTS6 LMHCRSHEEVNT 804 0,003258 0,003421 1,58 2,74

IPO7 DVPNETLQVEED 244 0,002727 0,002864 0,23 0,61

IPO7 FSAPVVPSSFNFG 1020 0,002788 0,55

IPO7 FSAPVVPSSFNFG 1027 0,002788 0,5

IQGAP1 PHYGSVLDNER 19 0,003076 0,61

IQWD1 DGEQSPNVSLM 336 0,003345 1,8

IRF2BP1 AGGASPAASSTAQ 453 0,003465 0,58

IRF2BP1 AGGASPAASSTAQ 457 0,003465 0,59

IRF2BP2 PELNRQSPNPR 175 0,002885 0,003029 0,52 0,36

IRF2BP2 PASVSSSAAVEHE 240 0,002964 0,003112 1,75 2,27

IRF2BP2 PASVSSSAAVEHE 242 0,002964 0,003112 2,38 6,74

IRF2BP2 PASVSSSAAVEHE 243 0,002964 0,003112 6,7 1,56

IRF2BP2 PASVSSSAAVEHE 244 0,002964 0,003112 28,43 42,78

IRF2BP2 HSGPFESK 323 0,003219 0,00338 0,13 0,35

IRF2BP2 PPPPTASPHSNR 406 0,002993 0,003142 0,06 0,12

IRF2BP2 NSNSPPSPSSMNQ 455 0,002806 0,55

IRF2BP2 NSNSPPSPSSMNQ 457 0,002946 0,61

IRS2 VSGDAAQDLDR 562 0,003427 1,54

IRS4 SEPVAHSRR 409 0,003579 0,61

IRS4 AVSVPASFFR 431 0,003449 0,61

IRS4 VSPPPAPSPPK 757 0,00347 0,003644 0,31 0,27

IRS4 PGDGGSPSKPSD 872 0,003561 0,5

IRS4 TQGLPDSWGIIAE 944 0,002729 0,002866 0,16 0,62

ITSN2 VSPGSVSPIHGQG 889 0,003075 0,51

IVNS1ABP SLSFEMQQD 336 0,003438 1,57

IVNS1ABP SLSFEMQQD 338 0,003438 1,57

IWS1 HPASDSEIEE 157 0,003522 0,57

IWS1 ISDSESEDPP 248 0,003465 0,003638 0,66 0,22

IWS1 ISDSESEDPP 250 0,003465 0,003638 0,53 0,35

IWS1 GEDTEMQNDS 342 0,003321 1,65

IWS1 DSFHSDSHMDR 351 0,002832 1,67

IWS1 DSFHSDSHMDR 353 0,002974 1,68

JMJD1C DLDLNRSQTGK 984 0,003018 1,5

JMJD6 NYYESFSLSPAAV 36 0,003275 1,77

JPH1 PPTPKESPHFYR 452 0,003258 0,003421 0,51 0,35

JPH1 HSHSPASSPK 479 0,003592 0,6

JUN QSMTLNLADPVGSLK 37 0,003177 0,56

JUN QSMTLNLADPVGSLK 48 0,003177 0,56

JUP TLVTQNSGVEALI 433 0,00295 0,59

KCTD12 SPSGGAAGPLLTP 185 0,00349 0,61

KCTD12 GPLLTPSQSLDGS 196 0,002962 0,52

KCTD12 GPLLTPSQSLDGS 198 0,002962 0,61

KCTD3 DSPGTASPSPTK 793 0,003433 0,59

KCTD5 CSAGLGALAQR 29 0,003554 0,003732 4,61 6,63

KDM1 PEEENESEPEEPS 166 0,003164 0,003322 0,16 0,02

KDM3A SSENNGTLVSK 264 0,003293 1,61

KDM3A SSENNGTLVSK 265 0,003293 1,49

KDM3B PLLKTFSNVFGR 766 0,002744 0,002881 14,55 3,85

KDM3B SGGFLSSPADFSQ 779 0,002902 0,003047 3,92 5,4

KHDRBS1 SGSMDPSGAHPSVR 20 0,002733 0,00287 0,52 0,26

KHDRBS1 SGSMDPSGAHPSVR 29 0,00287 0,55

KHDRBS1 QTPSRQPPLP 35 0,003334 0,003501 5,67 4,21

KHSRP SQGDSISSQLGPIH 125 0,003323 0,003489 0,65 0,33

KHSRP SQGDSISSQLGPI 131 0,002925 0,003071 0,52 0,24

KHSRP SQGDSISSQLGPIH 132 0,003489 0,56

KIAA0195 VEPPHSSHEDLTD 450 0,003243 0,52

KIAA0195 VEPPHSSHEDLTD 451 0,003243 0,52

KIAA0284 ETPQPSQPPEVP 238 0,002889 0,003033 0,44 0,14

KIAA0355 LTPQPGLAPQQQSPK 723 0,002996 0,003146 0,13 0,43

KIAA0415 PLYPQISPLKIHI 49 0,00324 0,003402 0,18 0,44

KIAA0415 SAPASPTHPGL 398 0,003592 0,003772 0,52 0,36

KIAA0415 CLSREGSPIPHDP 423 0,002825 0,55

KIAA0528 ESSDEVTELDLSH 666 0,003248 1,84

KIAA0528 ESASSNSGIPAAQ 854 0,003083 0,003237 2,31 3,75

KIAA0652 NQPVHGTQADQER 321 0,003208 0,51

KIAA0907 VAYAADSSDEEEE 571 0,002678 0,002812 1,69 2,57

KIAA0907 VAYAADSSDEEEE 572 0,002678 0,002812 3,42 0,84

KIAA1009 ELTDDEHENESK 184 0,003444 1,96

KIAA1143 DEDGDHSDK 50 0,003831 0,53

KIAA1219 VQHQTSSTSPLS 414 0,002962 0,00311 0,54 0,3

KIAA1279 ISATEDTPEAEGE 287 0,002802 0,54

KIAA1429 VISHDRDSPPPPP 133 0,00268 0,002814 0,09 0,21

KIAA1429 VISHDRDSPPPPP 138 0,00268 0,002814 0,16 0,04

KIAA1429 PPQPQPSLKR 154 0,003261 0,003424 0,03 0,17

KIAA1429 EDQFNGSPPR 173 0,003264 0,003427 0,28 0,56

KIAA1429 QNTSRPPSMHVD 1646 0,002763 1,73

KIAA1429 QNTSRPPSMHVD 1647 0,002763 1,73

KIAA1429 QNTSRPPSMHVD 1651 0,002763 1,73

KIAA1468 DYFSNPGNFE 132 0,003153 0,003311 1,55 2,51

KIAA1522 DHGDTQSIQSSR 150 0,00298 1,5

KIAA1522 DHGDTQSIQSSR 152 0,00298 1,53

KIAA1522 DHGDTQSIQSSR 155 0,00298 1,52

KIAA1522 PHDSFPKSGK 204 0,003394 0,55

KIAA1543 SSGGPQSPLRGST 395 0,003207 1,78

KIAA1598 QSHLLLQSSIPD 249 0,002824 1,55

KIAA1618 SGGRGLSQEGTGP 266 0,003277 0,52

KIAA1671 RQSLYENQV 1800 0,003455 1,62

KIAA1704 GQQETDSSEDEDI 138 0,003265 0,56

KIAA1704 GQQETDSSEDEDI 140 0,003265 0,003428 1,82 2,52

KIAA1704 GQQETDSSEDEDI 141 0,003265 0,003428 3,56 0,78

KIAA1704 LAEQVSSYNESK 265 0,00279 0,00293 3,52 7,04

KIAA1704 LAEQVSSYNESK 266 0,00279 0,00293 7,81 2,75

KIAA1704 LAEQVSSYNESK 270 0,00279 0,00293 1,48 3,68

KIAA1967 NQPLLKSPAPPLL 124 0,002727 0,002863 4,82 1,18

KIAA1967 PLSSGGEEEE 626 0,003596 0,003776 0,28 0,68

KIAA1967 PLSSGGEEEE 627 0,003596 0,003776 0,64 0,32

KIDINS220 VSQNSLGEMTK 882 0,0033 1,63

KIDINS220 VSQNSLGEMTK 885 0,0033 1,63

KIF18B DTQPSQGPSTPK 683 0,003027 0,003178 0,52 0,3

KIF1A AASVSSLHER 425 0,003523 0,003699 3,98 1

KIF1A AASVSSLHER 427 0,003523 0,003699 1,25 3,67

KIF1A AASVSSLHER 428 0,003523 0,003699 1,84 3,2

KIF21A LSSSDAPAQDT 853 0,003417 1,52

KIF23 THQELASDGEIET 867 0,003314 1,59

KIF23 VEMRAGSQLGPGY 943 0,002771 0,58

KIF2A SAQQNGSVSDISP 135 0,002923 0,5

KIF2C SNGLIHSANVR 22 0,003209 0,003369 3,01 6,37

KIF4A KMTQNDSQL 544 0,003498 0,003673 5,82 22,14

KIF4A RTFSLTEVR 799 0,003368 0,003537 1,36 3,68

KIF4A RTFSLTEVR 801 0,003368 0,003537 1,5 3,54

KIF4A TLLSPDSSFEYVP 1013 0,00326 0,003423 0,51 0,35

KIF4A TLLSPDSSFEYVP 1016 0,00326 0,003423 0,25 0,61

KLC1 RASSLNVLNV 600 0,003647 1,51

KLC2 GDVPKDTLDDLFP 163 0,00331 0,003475 0,05 0,11

KLC2 HYARALSIYEALG 375 0,003403 0,57

KLC2 RASSLNFLNK 581 0,003256 1,61

KLC2 RASSLNFLNK 582 0,003256 1,61

KLC2 TLSSSSMDLSR 611 0,003168 0,003327 0,34 0,66

KLC2 TLSSSSMDLSR 615 0,003168 0,003327 1,21 3,19

KPNA1 NKSLNPDEM 18 0,003551 0,003729 1,74 2,68

KPNA2 NVSSFPDDAT 55 0,003535 0,003712 0,21 0,73

KRI1 QLAVDDSSDEGEL 280 0,002746 0,57

KRI1 QLAVDDSSDEGEL 281 0,002746 0,57

KTN1 PVTKQPTPPSEAA 153 0,002854 0,54

L3MBTL2 SPDKASSPELPVS 688 0,003016 0,59

L3MBTL2 SPDKASSPELPVS 689 0,003016 0,59

LAP3 TRTFYGLHQDF 83 0,002733 0,00287 0,43 0,51

LAP3 LHQDFPSVVLVGL 95 0,003327 0,003493 0,59 0,35

LARP1 TTVNGQSPPEHSA 143 0,00285 0,002992 0,57 0,11

LARP1 PSQQLMSKDQDEQ 596 0,003101 0,003255 0,43 0,35

LARP1 SDEESDYEIDDR 633 0,003223 1,7

LARP1 PSTIARSLPTTVP 766 0,00282 0,51

LARP1 PTTVPESPNYRNT 774 0,002986 0,54

LARP4 QTTIPVSPPSTTK 589 0,002925 0,56

LARP5 SPSPAHLPDDPK 601 0,002986 0,003135 0,37 0,51

LARP7 GSDIESTEPQK 273 0,003308 0,59

LARS STGNFLTLTQAIDK 720 0,003149 0,003306 1,95 4,07

LATS1 YSGNMEYVISR 278 0,002862 1,7

LATS1 YSGNMEYVISR 286 0,002862 1,7

LATS1 SNSFNNPLGNR 462 0,00308 0,003235 0,34 0,76

LBR SASASHQADIK 97 0,003519 1,97

LBR SASASHQADIK 99 0,003351 1,75

LBR SASASHQADIK 101 0,003351 0,003519 1,75 2,35

LBR DAPHKNTQEKFSL 149 0,003369 0,5

LDB1 MSGGSTMSSGGG 302 0,003838 1,57

LDB1 MSGGSTMSSGGG 306 0,003655 1,58

LDHA TLHPDLGTDK 242 0,003403 0,003573 0,54 0,16

LIG1 SIMSFFHPK 7 0,003582 0,58

LIG1 EVLEEQSEDEDR 141 0,003373 1,54

LIG1 DGDQPTTPPK 183 0,003526 0,003702 0,7 0,2

LIG3 EGKLSNSNSK 887 0,003501 0,003676 15,61 30,01

LIMA1 ISENSYSLDDLEI 225 0,003171 1,61

LIMA1 ISENSYSLDDLEI 228 0,00333 1,61

LIMA1 ISENSYSLDDLEI 230 0,003171 1,86

LIMA1 SLNWSSFVDNT 705 0,002966 1,61

LIMA1 SLNWSSFVDNT 709 0,003115 1,89

LIMD1 QLLQEETLPR 69 0,003064 0,003217 1,55 3,19

LIMD1 LNHRQLSLSSSR 233 0,002709 0,002844 8,54 10,16

LIMD1 SNSGLGGEVSGVMSK 314 0,002823 1,55

LIMD1 SNSGLGGEVSGVMSK 316 0,002823 1,57

LIN54 LSSQISDLLTR 667 0,003049 0,003202 4,52 9,28

LMCD1 MSLGQLQSAR 16 0,00342 0,003591 15,35 38,29

LMCD1 MSLGQLQSAR 22 0,00342 0,003591 32,11 21,53

LMNA LSPSPTSQRSR 390 0,00309 0,58

LMNA LSPSPTSQRSR 392 0,00309 0,003244 0,51 0,29

LMNA LSPSPTSQRSR 395 0,00309 0,58

LMNA SSHSSQTQGGGSV 409 0,003083 1,69

LMNA SSHSSQTQGGGSV 416 0,003083 1,65

LMNA STESRSSFSQHAR 424 0,003208 0,003368 1,96 2,26

LMNA STESRSSFSQHAR 428 0,003208 0,003368 1,75 2,51

LMNA STESRSSFSQHAR 429 0,003208 0,003368 3,4 0,86

LMNA ESRSSFSQHAR 431 0,002919 0,003064 0,27 0,53

LMNB1 KSMYEEEI 210 0,003792 1,51

LMNB1 LSPSPSSRVTVS 395 0,003087 0,003242 1,96 3,22

LMO7 EDSFESLDS 246 0,003793 1,55

LNPEP LLGMSFMNR 80 0,00366 1,65

LPP QQGHPNTWK 325 0,003406 0,003576 3,16 0,84

LRCH2 RMPSQPLTDS 327 0,003304 1,67

LRCH2 QTSRNDSHIIGSK 388 0,003286 0,00345 1,76 3,78

LRCH3 RISHEGSPVK 415 0,003365 0,003534 1,5 2,94

LRCH3 RISHEGSPVK 419 0,003365 0,003534 3,65 0,79

LRPAP1 LRSINQGLDR 230 0,003198 0,003358 6,91 0,83

LRPAP1 RVSHQGYST 242 0,003592 0,003772 1,64 2,36

LRPAP1 VSHQGYSTEAEFE 247 0,0032 0,00336 3,31 0,69

LRPAP1 HAESVGDGER 310 0,003523 0,003699 5,82 8,42

LRPPRC DIQEESTFSSR 76 0,002904 0,003049 3,44 1,66

LRPPRC ISNQFDWALMR 80 0,00274 0,002877 4,01 2,07

LRPPRC HSLNSSSASTTE 1025 0,003078 0,003232 1,13 3,49

LRPPRC HSLNSSSASTTE 1026 0,003078 0,003232 2,78 4,14

LRPPRC HSLNSSSASTTE 1027 0,003078 0,003232 1,84 2,7

LRPPRC HSLNSSSASTTE 1029 0,003078 0,003232 1,45 2,59

LRPPRC HSLNSSSASTTE 1030 0,003078 0,003232 1,02 5,9

LRPPRC HSLNSSSASTTE 1031 0,003078 0,003232 3,4 2,42

LRRC41 STQESLTAGGT 308 0,003538 1,52

LRRFIP1 GSGDTSISIDT 123 0,003712 1,93

LRRFIP1 ASVLDEGSFGGTR 165 0,00291 0,003055 2,22 6,04

LRRFIP1 ASVLDEGSFGGTR 171 0,00291 0,003055 1,78 6,48

LRRFIP1 SDQQGEALDSSQK 555 0,002854 1,48

LRRFIP1 SDQQGEALDSSQK 564 0,002718 0,002854 3,64 0,52

LRSAM1 LLQQSSSQK 290 0,003827 1,62

LRWD1 QVQKANSPEK 212 0,003312 0,003478 0,26 0,64

LSM14A SLKTQLSQGR 175 0,003343 1,63

LSM14A SSPQLDPLR 182 0,003665 0,003848 0,42 0,3

LSM14A SSPQLDPLR 183 0,003665 1,64

LSM14A KSPTMEQAVQ 192 0,00334 0,003507 0,52 0,44

LSM14A KSPTMEQAVQ 194 0,00334 0,003507 0,33 0,61

LSM14A STRPLPSASQK 225 0,003198 0,003358 0,26 0,6

LSM14A STRPLPSASQK 227 0,003198 0,003358 0,63 0,25

LSR VERAMSEVTSLH 432 0,002922 1,61

LTA4H NEFLAQTLQR 507 0,003234 1,56

LTV1 SQRDPLAADESAPQR 24 0,003053 0,61

LTV1 SQRDPLAADESAPQR 34 0,002907 0,52

LTV1 ADHLFWSEETK 233 0,002775 1,53

LTV1 ADHLFWSEETK 236 0,002775 1,53

LUZP1 ASHMGVSTDSGTQ 440 0,002949 0,003096 0,39 0,61

LUZP1 AIGALASSRR 569 0,003702 0,003887 1,43 5,57

LYN DSLSDDGVDL 102 0,003589 1,53

LYN DSLSDDGVDL 104 0,003589 1,93

LYRM4 HIGQLYSTDK 77 0,003224 0,003386 0,01 0,05

LYRM4 HIGQLYSTDK 78 0,003224 0,003386 0,19 0,07

MAGED2 ETEAAPSQAPADE 146 0,002868 0,003012 0,18 0,46

MAGED2 ESAAAQSQENQDT 162 0,002744 0,002881 0,42 0,22

MAGED2 LQSSQEPEAP 264 0,003607 0,53

MAGED2 LQSSQEPEAP 265 0,003435 0,003607 0,23 0,65

MAML1 DPESSGSATQT 284 0,003626 0,59

MAP1A DSSFSKSPESLPG 1564 0,002824 0,002965 0,36 0,6

MAP1B TLEVVSPSQSVT 1322 0,003018 0,56

MAP1B PIEKVLSPLR 1396 0,003413 0,57

MAP1B DDVEAMSSQPALA 1485 0,002832 1,6

MAP1B ALNRDLSTPGLEK 1852 0,002814 1,69

MAP1B APVQDRSPSPR 2209 0,003104 0,003259 0,63 0,09

MAP1B APVQDRSPSPR 2211 0,003104 0,003259 0,54 0,18

MAP1B PLAASPKPAGL 2271 0,003816 0,54

MAP1S LAERSEVAAGG 313 0,003513 1,58

MAP1S RAASSVPNLK 546 0,003566 0,003745 1,85 4,73

MAP1S RAASSVPNLK 547 0,003566 0,003745 1,94 5,32

MAP1S LPLAASSIPR 632 0,003624 0,003806 0,39 0,53

MAP1S PRTPSPESHR 638 0,003219 0,00338 0,22 0,76

MAP1S PRTPSPESHR 640 0,003219 0,00338 0,58 0,38

MAP3K2 DRSSPPPGYI 164 0,003426 0,003597 0,27 0,51

MAP3K2 SDIDNPTLTVMDI 331 0,003306 0,003471 0,57 0,35

MAP3K2 SDIDNPTLTVMDI 337 0,003306 0,003471 0,56 0,28

MAP3K2 LTVMDISPPSR 344 0,00309 0,003244 0,34 0,62

MAP3K2 MDISPPSRSPR 347 0,003027 0,59

MAP3K3 QNPGRSSPPPGYV 207 0,002788 0,002927 0,52 0,21

MAP3K3 LRSADSENALSV 368 0,002984 0,003133 0,21 0,55

MAP3K3 LRSADSENALSV 371 0,002984 0,003133 0,24 0,52

MAP3K7 RMSADMSEI 389 0,003755 0,57

MAP3K7 EPGQVSSRSSSPS 455 0,003036 0,55

MAP3K7IP2 LKSEVNEME 563 0,003456 0,003629 0,61 0,17

MAP3K7IP3 YQRSSSSGSD 504 0,003471 0,54

MAP4 RPSILPSKDVK 1913 0,00344 0,003613 18,74 8,52

MAP4 MTAKSVPADLS 1998 0,003337 0,003504 1,22 2,9

MAP4 KVSYSHIQS 2145 0,003548 0,003725 9,65 16,35

MAP4 AQAKVGSLDNVGH 2218 0,00291 0,003055 0,66 0,24

MAP7 WSWGGSLHGSPS 187 0,002993 0,003142 0,63 0,31

MAP7 GGSLHGSPSIHSA 191 0,003111 0,003267 0,38 0,46

MAP7 SLHGSPSIHSADP 193 0,002891 0,003035 0,65 0,29

MAP7 VVNRLLTPTHSFL 253 0,003173 0,003332 4,53 1,91

MAP7 LLTPTHSFLAR 257 0,002997 0,003147 1,81 4,63

MAP7D1 RQSLPASPR 442 0,003668 0,003851 5,67 1,51

MAP7D1 RQSLPASPR 446 0,003668 0,003851 6,08 1,1

MAP7D3 WSWGGSAMAN 165 0,003492 0,003667 1,67 4,75

MAP7D3 GGSAMANSESK 174 0,00358 0,003759 4,33 2,09

MAP7D3 RDSNLHSST 229 0,003834 1,76

MAP7D3 IMPIQHTLSVQSA 548 0,003325 0,003491 1,95 3,57

MAP7D3 IMPIQHTLSVQSA 550 0,003325 0,003491 3,64 1,82

MAPK1 DHTGFLTEYVATR 185 0,003305 0,55

MAPK14 HTDDEMTGYVATR 180 0,003175 0,003334 0,25 0,67

MAPK1IP1L DALPEHSPAK 15 0,003498 0,59

MAPK3 DHTGFLTEYVATR 202 0,003147 0,003305 0,11 0,14

MAPK3 DHTGFLTEYVATR 207 0,003147 0,003304 0,12 0,08

MAPKAPK2 VPQTPLHTSR 334 0,003293 0,003458 0,43 0,25

MAPKAPK3 SMVVPQTPLHTAR 313 0,003299 0,003464 0,55 0,13

MAPKAPK3 SMVVPQTPLHTAR 317 0,003299 0,003464 0,22 0,7

MAPRE1 PLTSSSAAPQR 154 0,003351 0,61

MAPRE1 PLTSSSAAPQR 155 0,003351 0,003519 0,22 0,7

MAPRE1 PLTSSSAAPQR 157 0,003351 0,003519 0,55 0,37

MAPRE1 APQRPISTQR 165 0,003245 0,56

MAPRE2 GPTQTLSPNGENN 9 0,002842 0,002984 0,61 0,37

MAPRE2 IQDNNGTIIPFR 25 0,002727 0,002863 0,54 0,26

MAPRE2 PGSTPSRPSSAK 219 0,003358 0,55

MAPRE2 PGSTPSRPSSAK 223 0,003358 0,55

MAPT VQSKIGSLDNITH 691 0,002683 0,56

MARCKS AVASSPSKANGQE 29 0,00302 0,003171 0,6 0,36

MARCKS EDGATPSPSNETP 145 0,002898 0,003042 0,38 0,18

MARCKSL1 PFKLSGLSFK 101 0,003326 0,003493 1,37 4,29

MARCKSL1 PFKLSGLSFK 104 0,003492 1,61

MARK1 GSTTVGSKSEMTA 468 0,003147 1,6

MARK1 GSSSRSTFHGEQ 612 0,002944 1,56

MARK1 RGTSTGIISK 649 0,003641 1,73

MARK2 VPVASPSAHNISS 572 0,003124 0,52

MARK3 TPVASTHSISS 563 0,003432 0,54

MARK3 SRGSTNLFSK 625 0,003403 0,003573 0,54 0,44

MASTL SFNSHINASNNSEPSR 657 0,002718 1,56

MAT2A RNGTLPWLR 172 0,003357 0,56

MATR3 SFQQSSLSR 8 0,003576 0,003755 1,35 4,27

MATR3 GTARLASLMNLGM 54 0,00283 0,002971 1,84 2,78

MATR3 GDADQASNILASF 109 0,002883 0,003027 0,31 0,67

MATR3 SQESGYYDR 211 0,003549 1,54

MATR3 PVRVHLSQK 471 0,003676 1,96

MATR3 VIHLSNLPHSGYSD 501 0,003091 0,003245 31,94 15,74

MATR3 LPHSGYSDSAVLK 506 0,002754 0,002891 6,17 10,47

MATR3 LPHSGYSDSAVLK 509 0,002754 0,002891 18,37 25,45

MATR3 LPHSGYSDSAVLK 511 0,002754 0,002891 20,69 10,41

MATR3 MKSQAFIEM 533 0,003438 0,00361 2,38 3,7

MATR3 SPDGKESPSDK 604 0,003264 0,003427 0,13 0,55

MAX DHIKDSFHSLR 42 0,00279 0,002929 0,37 0,11

MAX DHIKDSFHSLR 45 0,00279 0,52

MAX SSAQLQTNYPSSD 107 0,002709 0,53

MAZ LSHSDEKPYQ 327 0,003119 0,003275 0,07 0,03

MAZ MLSSAYISDH 427 0,003326 0,003493 20,05 8,69

MAZ MLSSAYISDH 428 0,003326 0,003493 8,36 18,22

MBD3 VRYDSSNQVK 86 0,003138 0,003295 3,46 2,46

MBD3 ITNHPSNKVK 120 0,003288 1,64

MCM3 ELISDNQYR 86 0,003288 0,003453 7,59 4,23

MCM3 RYSDLTTLV 204 0,003663 1,91

MCM3 RYSDLTTLV 205 0,003489 0,003663 1,46 2,74

MCM3 TLVAFPSSSVYPT 215 0,002763 0,002901 6,41 5,43

MCM3 DNLLHGTKK 600 0,003802 1,62

MCM3 DGDSYDPYDF 749 0,003301 0,57

MCM3 PYDFSDTEEEMPQ 756 0,003 0,59

MCM3 PYDFSDTEEEMPQ 758 0,003 0,6

MCM3 EMPQVHTPK 767 0,003666 0,57

MCM3AP DAPFQHSPLGK 538 0,003136 0,62

MDC1 GFIDSDTDAEEER 329 0,0032 0,00336 0,31 0,15

MDC1 GFIDSDTDAEEER 331 0,0032 0,00336 0,15 0,31

MDC1 IPATPVVIPM 341 0,003582 0,003762 0,25 0,43

MDC1 QESQAGSDTDVEE 372 0,002715 0,00285 0,33 0,65

MDC1 QESQAGSDTDVEE 376 0,002715 0,00285 0,73 0,19

MDC1 FGDSDDSVEADK 495 0,00308 0,57

MDC1 FGDSDDSVEADK 498 0,00308 0,57

MDC1 VEADKSSPGIHLE 505 0,002875 0,58

MDC1 GDQHPESPVHTEP 793 0,003314 0,00348 0,23 0,71

MDC1 GDQHPESPVHTEP 797 0,003314 0,00348 0,52 0,14

MDC1 QDGSQEAPEA 1086 0,003602 0,003782 0,75 0,21

MDC1 AIPEPASPQLLET 1775 0,002769 0,54

MDC1 SLATMDSPPHQK 1820 0,00302 1,55

MDN1 KQSEAVHLQ 638 0,003576 0,003755 1,57 5,23

MDN1 DEKSDSEGGDLD 4752 0,002973 1,75

MDN1 DEKSDSEGGDLD 4754 0,002973 1,75

MED1 ADTEGKSPSHSSS 1021 0,003069 0,52

MED1 SYQNSPSSDDGIR 1479 0,003323 0,003489 0,29 0,57

MED1 SYQNSPSSDDGIR 1481 0,003323 0,003489 0,35 0,47

MED1 YQNSPSSDDGIR 1482 0,002822 0,002963 0,39 0,49

MED9 APQPQQSPAPR 46 0,003186 0,003345 0,01 0,05

METTL1 AHSNPMADHTLR 27 0,0028 1,99

METTL3 QDSGHLDLR 30 0,003573 0,003752 0,17 0,45

METTL3 HAASDVDLEI 219 0,003483 1,68

MFAP1 LQNRISEDVEER 94 0,003191 0,003351 5,72 2,06

MFF QLVRNDSLWHR 172 0,003494 1,57

MGEA5 ESQATLEER 88 0,003679 1,54

MGEA5 ESQATLEER 91 0,003679 1,49

MIA3 TKFGSTADALV 281 0,003365 1,75

MIA3 GTESQGSAAAEPE 894 0,0032 0,54

MIA3 ELVQKLSNYEQK 1235 0,00321 0,00337 17,5 13,28

MIA3 SEFGSVDGPLP 1706 0,00338 0,003549 0,5 0,4

MICAL3 SYSVEKSPQDEGL 1371 0,003295 1,5

MICALL1 ADGPKASPEAR 273 0,003397 0,003567 0,54 0,12

MICALL1 SSPGPPSQDSR 396 0,003351 0,003519 0,13 0,29

MICALL1 HPWYGITPTSSPK 467 0,003388 1,68

MICALL1 HPWYGITPTSSPK 471 0,003388 1,8

MICALL1 PLALHASRLSHSE 493 0,002673 0,002806 0,26 0,34

MICALL1 RESELIYVF 740 0,00324 0,003402 3,87 8,05

MID1 SASLISQAEHSL 309 0,003027 0,003178 10,64 5,12

MID1 SASLISQAEHSL 311 0,003027 0,003178 6,43 3,29

MID1 SASLISQAEHSL 314 0,003027 0,003178 6,92 8,08

MIER1 YFDTNSEVEE 211 0,003202 1,69

MIER1 DTNGYETDNLTTD 501 0,003252 1,54

MIER1 ESPGSSEFFQEA 541 0,002871 1,5

MIER1 ESPGSSEFFQEA 544 0,002871 0,003014 0,54 0,3

MIER1 ESPGSSEFFQEA 545 0,002871 1,64

MINK1 SNSAWQIYLQR 699 0,002907 0,54

MINK1 SDSVLPASHGH 747 0,003543 0,58

MINK1 HLPQAGSLER 763 0,00354 0,58

MKI67 VSRSSFSSDPD 127 0,003168 0,003327 3,22 1,76

MKI67 VSRSSFSSDPD 128 0,003168 0,003327 1,86 3,12

MKI67 EEAQSLEDLAG 1098 0,003224 0,003386 5,82 0,78

MKI67 MHTPKPSVGEEK 1302 0,00282 1,68

MKI67 IACRSQPDPVD 1496 0,003126 0,003283 0,31 0,25

MKI67 ASQPDLVDTPTSSK 1740 0,003279 0,003443 0,28 0,6

MKI67 ASQPDLVDTPTSSK 1747 0,003279 0,003443 1,94 3,96

MKI67IP EIQETQTPTHSR 279 0,003321 0,003487 1,86 2,72

MKL1 SPAAFHEQR 7 0,003567 0,003745 10,92 4,38

MKL2 SPAAFHEQIK 77 0,003315 0,003481 5,74 6,44

MLL3 QISNEVDSE 620 0,003638 0,01



MLLT1 PATADSPKPSAK 292 0,003204 0,57

MLLT1 PATADSPKPSAK 296 0,003204 0,003364 0,33 0,61

MLLT4 KLTELENEL 1825 0,003426 0,003597 10,93 23,89

MLLT6 PTAPAPSAPPSPS 378 0,003186 0,003345 0,25 0,41

MLLT6 PTAPAPSAPPSPS 382 0,003186 0,003345 0,51 0,15

MLST8 TVQHQDSQVNALEVTPDR 37 0,003474 1,51

MLST8 TVQHQDSQVNALEVTPDR 43 0,003474 1,69

MMTAG2 PAEATSSPTSPER 215 0,00284 0,002982 0,51 0,27

MMTAG2 PAEATSSPTSPER 216 0,00284 0,002982 0,49 0,27

MMTAG2 PAEATSSPTSPER 220 0,00284 0,002982 0,22 0,56

MNAT1 STQLEMQLEK 206 0,003111 0,003267 0,12 0,18

MON1A SMERAESPTPGMA 128 0,002773 0,002911 0,44 0,58

MORC3 RHLSEGTNSY 515 0,003219 0,00338 1,99 2,33

MORC3 LSTRSSILNAK 547 0,003153 0,003311 5,72 3,76

MORC3 LSTRSSILNAK 550 0,003153 0,003311 3,82 6,16

MORC3 LSSQFENSVYK 561 0,002897 1,58

MORC3 LSSQFENSVYK 562 0,002897 1,7

MORC3 LSSQFENSVYK 567 0,002897 0,003042 1,88 1,88

MORF4L2 SAENPPSGSVR 69 0,003561 0,52

MORF4L2 SAENPPSGSVR 71 0,003561 0,59

MPP5 QELDLNSSMR 83 0,003146 0,003303 0,29 0,83

MPP5 QELDLNSSMR 84 0,003303 1,84

MPP6 YETLVGTIGK 120 0,003449 0,003622 1,92 2,18

MPP6 YETLVGTIGK 124 0,003449 0,003622 4,01 0,09

MPP6 DENGDITPIK 147 0,003388 0,003558 1,47 3,25

MPRIP LSPPSPSTPNHR 294 0,002923 0,003069 0,53 0,43

MPRIP LSPPSPSTPNHR 295 0,002923 0,003069 0,61 0,35

MRE11A SASRNMSIIDAFK 622 0,003292 0,003457 1,48 3,1

MRE11A MSQSQVSKGVD 684 0,003214 1,88

MRPL14 TPIPTSLRK 126 0,003664 0,003848 0,18 0,5

MRPL3 WWDEHLSEENVPF 81 0,002972 0,53

MRPL34 GNEYQPSNIK 56 0,003256 0,003419 0,03 0,05

MRPS14 ADHGQLSGIQR 121 0,003173 0,003332 0,54 0,24

MRPS18B SEEDSLSSVPISP 38 0,002806 0,002946 0,34 0,5

MRPS18B SEEDSLSSVPISP 42 0,002806 0,002946 0,51 0,33

MRPS18B SEEDSLSSVPISP 44 0,002806 0,55

MRPS18B SEEDSLSSVPISP 45 0,002806 0,51

MRPS23 ALEENETQK 167 0,003507 0,003683 0,3 0,68

MRPS31 ASAVADSLPFDK 165 0,003078 0,003232 0,45 0,15

MRPS36 NPKPNVSEALR 37 0,003068 0,003222 0,09 0,17

MRPS36 SAGLPSHSSVISQHSK 42 0,00294 0,003087 18,42 28,96

MRPS36 SAGLPSHSSVISQHSK 49 0,00294 0,003087 0,24 0,12

MRPS36 SAGLPSHSSVISQHSK 50 0,00294 0,003087 0,13 0,19

MRPS36 SAGLPSHSSVISQHSK 53 0,00294 0,003087 1,86 5,24

MRPS36 SAGLPSHSSVISQHSK 56 0,00294 0,003087 16,55 26,83

MSH6 AAAPGASPSPGGD 41 0,003529 0,003706 0,41 0,59

MSH6 IHNVGSPLKSQN 830 0,002914 0,00306 0,2 0,04

MSN ALTSELANAR 527 0,003735 0,54

MTA1 PNPNQISVNNVK 368 0,002852 0,002994 1,94 2,22

MTA2 PEAQSLSPYTTSANR 435 0,003087 1,82

MTA2 PEAQSLSPYTTSANR 440 0,00294 0,003087 1,63 2,73

MTHFD1 ITIGQAPTEK 545 0,003519 0,003695 0,28 0,44

MTIF3 ETQETQER 254 0,003638 1,83

MTM1 YNSHSLENESI 13 0,002916 0,003062 0,21 0,49

MTMR1 GSSPSHSATSVH 653 0,003245 0,003408 3,28 7,1

MTMR1 GSSPSHSATSVH 660 0,003245 0,003408 6,91 3,47

MTR IAPRYSAPVIHV 877 0,002854 0,002996 4,53 11,01

MUTED IHSDHLVASEK 137 0,003043 0,003195 0,02 0,08

MYBL2 EDQEGSPPETSL 282 0,002925 0,003071 0,34 0,56

MYC FELLPTPPLSPSR 73 0,003262 0,003523 0,04 0,06

MYC FELLPTPPLSPSR 77 0,003262 0,003523 0,04 0,05

MYCBP2 NSVQSGESDSD 178 0,003324 0,00349 0,55 0,31

MYCBP2 NSVQSGESDSD 181 0,003324 0,00349 0,2 0,66

MYCBP2 SIVKQVSTENDST 1624 0,002825 1,54

MYCBP2 LDQNSQTPPPSPF 2683 0,003319 0,003484 0,15 0,49

MYCBP2 EQEMRASPK 2985 0,003465 1,92

MYCBP2 RVNSGDTEVG 3505 0,003775 1,91

MYEF2 GATGGDSPHLQPA 17 0,003109 0,003265 0,29 0,11

MYH10 RGGPISFSSSR 1956 0,003253 0,003416 0,37 0,49

MYH10 RGGPISFSSSR 1958 0,003253 0,003416 0,64 0,16

MYH10 RGGPISFSSSR 1959 0,003253 0,003416 0,27 0,53

MYH10 LHLEGASLELSDD 1973 0,002707 0,59

MYH9 LVWVPSDKSGFE 36 0,002773 0,002911 5,77 11,43

MYH9 ELESQISELQEDL 1114 0,003102 0,003257 1,86 2,48

MYH9 DEIANSSGKGALA 1714 0,00305 0,003202 3,75 1,17

MYL6 FQLFDRTGDGK 115 0,003082 1,58

MYO18A GDSDVDSELEDR 1974 0,002967 1,57

MYO18A SLAPDRSDDEHD 2014 0,002786 0,002926 0,62 0,18

MYO18A SLAPDRSDDEHD 2020 0,002786 0,002926 0,29 0,51

MYO1E YPHAPGSQR 981 0,003665 0,003848 0,23 0,15

MYO9B PGDASSLPDAGL 1398 0,003394 0,003564 0,16 0,34

MYO9B AGLSPGSQVDSK 1408 0,003266 0,00343 0,19 0,45

MYO9B AGLSPGSQVDSK 1412 0,003266 0,00343 0,33 0,17

MYSM1 DHYLDSSWR 41 0,003181 0,00334 2,49 4,17

MYST3 RLSSQDVLR 1089 0,00347 1,94

MYST3 RLSSQDVLR 1090 0,00347 1,94

NAF1 FNSSDHIESK 259 0,003219 0,00338 1,6 2,68

NAPA NSQSFFSGLF 26 0,003464 1,63

NASP EDMDISKSAEEP 189 0,002798 0,002938 1,36 2,68

NAV1 SEHSLFQAK 145 0,003554 0,003732 3,18 1,62

NAV1 NLDKVNSNSLDLP 806 0,003316 0,6

NAV1 QNSSDSISSLNS 1182 0,003036 0,003188 2,89 1,35

NAV1 QNSSDSISSLNS 1184 0,003036 0,003188 1,95 2,29

NCAPH SATEMGTTKK 207 0,003532 1,62

NCAPH SATEMGTTKK 208 0,003532 1,59

NCAPH FNYNVDTLVQLHL 518 0,003022 0,003172 0,26 0,52

NCAPH2 SRSPQQSAALPR 282 0,003051 0,58

NCAPH2 SRSPQQSAALPR 284 0,002906 0,003051 18,62 9,34

NCBP2 SDSYVELSQYR 13 0,002946 1,55

NCK1 SVPDSASPADDSF 91 0,003058 1,88

NCK1 ASPADDSFVDPGE 96 0,003058 0,61

NCK1 VTEEGDSPLGDHV 166 0,00293 0,62

NCOR1 EPEKPVSPPPVEQ 224 0,003308 0,003473 0,36 0,14

NCOR1 EPYEPISPPQVPV 2166 0,003267 0,00343 0,22 0,52

NCOR2 YHGSSYSPEGVEP 2057 0,002689 0,002823 0,24 0,7

NCOR2 PVSPVSSPSLTHD 2065 0,002854 0,002996 0,56 0,38

NCOR2 PVSPVSSPSLTHD 2068 0,002854 0,6

NCOR2 PVSPVSSPSLTHD 2069 0,002854 0,6

NDC80 SMQELRSQDVNK 21 0,003303 0,56

NDRG3 THSTSSSLGSGE 342 0,003256 0,003419 1,85 4,11

NDRG3 THSTSSSLGSGE 344 0,003419 1,89

NDRG3 THSTSSSLGSGE 346 0,003256 0,003419 4,71 1,55

NDRG3 THSTSSSLGSGE 347 0,003256 0,003419 1,58 4,9

NDUFA12 YVPYSTTRK 131 0,003351 0,003519 0,2 0,04

NDUFA7 NWASGHDLQG 16 0,003438 0,00361 0,09 0,31

NDUFA7 LPVGPSHKLSNN 46 0,002981 0,00313 0,03 0,11

NDUFA7 ESVPPSIIMSSQK 63 0,0027 0,002834 0,17 0,01

NDUFA7 ESVPPSIIMSSQK 71 0,0027 0,002834 0,14 0,04

NDUFAF2 NWRGQTIR 45 0,003605 0,003785 0,54 0,36

NDUFAF2 GHASAPYFGK 134 0,003592 0,003772 1,91 3,45

NDUFAF2 TFQPGSWMPR 158 0,003111 0,003267 0,07 0,21

NDUFS4 SYGANFSWNK 165 0,003193 0,57

NDUFV3 PEASHSFENR 193 0,003194 0,003353 0,68 0,12

NDUFV3 EEFLKQSLK 262 0,003332 1,91

NDUFV3 NEIDKESQK 281 0,00342 0,58

NECAP1 SEISKESQEMDAR 140 0,003305 1,58

NEK1 PLGQHETGGSPSK 689 0,003058 0,59

NEK4 KASLSVAGPGK 641 0,003841 1,92

NEK7 FFSSKTTAAHSLV 187 0,002712 0,52

NEK7 FFSSKTTAAHSLV 188 0,002712 0,002848 0,18 0,12

NEK7 FFSSKTTAAHSLV 190 0,002712 0,002848 0,5 0,4

NEK7 FFSSKTTAAHSLV 191 0,002712 0,002848 0,51 0,45

NEK7 FFSSKTTAAHSLV 195 0,002712 0,002848 0,55 0,55

NEK7 FFSSKTTAAHSLV 199 0,002712 0,5

NEK9 THTAAIDER 607 0,003844 1,86

NEK9 THTAAIDER 609 0,003844 1,86

NES EEVDKESQR 913 0,003337 0,61

NFATC2IP DNSNSDSEGEDR 88 0,00285 0,57

NFATC2IP DNSNSDSEGEDR 92 0,002993 0,57

NFATC2IP LDNSPLSPPSPR 204 0,003091 0,52

NFATC4 SLGEEGSEPPPPP 358 0,002916 0,003062 0,25 0,15

NFKBIE PDEAEESQYDSGI 153 0,003293 0,003457 0,67 0,17

NFS1 VEALQSGGGQER 283 0,003054 0,003207 18,15 13,09

NIN KVSQMNSLE 1927 0,003589 0,003769 3,76 7,12

NIPSNAP1 EGSWFRSLFVHK 42 0,003181 0,00334 0,2 0,52

NIPSNAP1 EGSWFRSLFVHK 46 0,003181 0,00334 0,52 0,22

NIPSNAP1 DAHSTLLSKK 60 0,003394 0,003564 0,22 0,16

NIPSNAP1 DAHSTLLSKK 61 0,003394 0,003564 0,11 0,17

NIPSNAP1 DAHSTLLSKK 64 0,003394 0,003564 0,19 0,01

NKAP GPEAPKTLTSQDDK 298 0,003194 0,003353 0,68 0,22

NKAP GPEAPKTLTSQDDK 301 0,003194 0,003353 0,37 0,61

NMT1 GGLSPANDTGAK 47 0,003429 1,73

NOL12 SEEEASSTEK 134 0,003403 0,003573 0,13 0,05

NONO QEGFKGTFPDAR 373 0,002794 0,002934 0,15 0,27

NOP14 DIVDSDSDAEDR 146 0,002967 1,5

NOP14 DIVDSDSDAEDR 148 0,002967 1,5

NPM1 HQLSLRTVSLGAGAK 43 0,003093 0,003247 1,46 3,94

NPM1 HQLSLRTVSLGAGAK 46 0,003093 0,003247 5,1 3,36

NPM1 HQLSLRTVSLGAGAK 48 0,003093 0,003247 19,41 10,97

NPM3 AALAFLSQESR 13 0,003146 1,64

NPM3 AALAFLSQESR 16 0,003146 1,64

NR2F2 RNLSYTCR 112 0,003665 0,003848 2,57 3,65

NRBF2 EDAEGQSPLSQK 113 0,003071 0,57

NRBF2 EDAEGQSPLSQK 116 0,003071 0,51

NRBF2 PLSQKYSPSTEK 120 0,002771 0,5

NRBP1 TPTPEPAEVETR 441 0,002846 0,57

NRD1 LGADESEEEGR 86 0,003306 1,56

NRF SESHTDLTF 633 0,003765 1,63

NTHL1 SRSLGPGAGPR 20 0,003529 0,003705 3,64 7,1

NTHL1 SRSLGPGAGPR 22 0,003529 0,003705 6,49 4,25

NUB1 LDIANQTGRSIR 243 0,002812 0,61

NUCB1 LSQETEALGR 369 0,003382 1,63

NUCB2 LHDVNSDGFLDE 257 0,002779 0,002917 4,36 7,4

NUCKS1 VVDYSQFQESD 14 0,002866 0,003009 0,55 0,31

NUCKS1 EDEEPESPPEK 214 0,002932 0,003078 0,26 0,5

NUCKS1 KTSTSPPPEK 220 0,003477 0,003651 0,65 0,15

NUCKS1 KTSTSPPPEK 222 0,00365 0,6

NUCKS1 KTSTSPPPEK 223 0,00365 0,54

NUDCD3 EMAHGSQEAEAP 146 0,002995 0,003145 0,56 0,26

NUDCD3 ENYTWSQDYTD 193 0,003332 1,65

NUFIP2 EDSWTLFK 333 0,003803 0,58

NUMA1 TFPEELSPPSHQA 169 0,003293 0,003457 0,48 0,36

NUMA1 QLEEHLSQLQDNP 395 0,003222 0,55

NUMA1 AQELGHSQSALAS 1181 0,002904 1,85

NUMA1 AQELGHSQSALAS 1183 0,003049 1,84

NUMA1 NSLISSLEEEVS 1225 0,003031 1,53

NUMA1 NSLISSLEEEVS 1229 0,002887 1,73

NUMA1 RTTQIINIT 1811 0,003513 0,003689 1,73 3,31

NUMA1 RTTQIINIT 1812 0,003513 0,003689 3,98 1,06

NUMA1 ANSSFYSTR 1837 0,003779 1,66

NUMA1 RASMQPIQI 1969 0,003563 0,003742 1,71 3,19

NUMA1 RVSLEPHQG 1991 0,003631 0,003813 1,47 2,55

NUMA1 QSMAFSILNTPK 2051 0,002826 0,002967 3,47 0,87

NUMA1 QSMAFSILNTPK 2055 0,002826 0,002967 1,38 3,1

NUP133 SSLSSRGTPTR 57 0,003421 1,67

NUP133 SSLSSRGTPTR 59 0,003421 1,74

NUP133 SSLSSRGTPTR 63 0,003258 1,83

NUP153 DVLTRPSLHR 130 0,003143 0,0033 0,16 0,32

NUP153 LSQHTATSSK 224 0,003513 0,003689 0,15 0,43

NUP153 NLSAFGTLSPSLG 238 0,002979 0,003128 0,38 0,04

NUP153 NLSAFGTLSPSLG 242 0,002979 0,003128 0,44 0,24

NUP153 VSSPLNSPLDR 338 0,003165 0,003324 1,47 4,27

NUP153 VSSPLNSPLDR 343 0,003165 0,003324 5,31 0,43

NUP153 SIATNRSVYFK 380 0,002931 0,003078 0,23 0,75

NUP153 PSLTPSGEFR 386 0,00342 0,003591 6,52 10,98

NUP153 PSLTPSGEFR 390 0,00342 0,003591 6,83 4,15

NUP214 PAAKPGSPQAK 667 0,003538 0,53

NUP214 TPSIQPSLLPHAAPFAK 1010 0,002697 0,002832 0,25 0,65

NUP214 TPSIQPSLLPHAAPFAK 1012 0,002697 0,002832 0,46 0,3

NUP35 PLLAGGSPPQPVV 73 0,003052 0,003205 0,27 0,43

NUP43 FLSHSISNQANVH 378 0,003262 0,003425 1,86 3,72

NUP93 TLTRTSQETADVK 52 0,003271 1,55

NUP93 GLDISHISQR 72 0,003321 0,003487 1,94 3,12

NUP93 DNALLSAIEESR 112 0,002864 0,003007 3,58 1,7

NUP98 ALTTPTHYK 546 0,003602 0,003782 28,74 4,98

NUP98 ALTTPTHYK 548 0,003602 0,003782 17,78 15,94

NUP98 QDGDEDSLVSHFY 653 0,003144 0,003301 0,18 0,46

NUSAP1 VDPDSQQNHSE 101 0,002997 0,62

OFD1 RQSNLQEVL 899 0,003432 1,69

OGDH GSLAAVAHAQS 103 0,003668 1,73

OPTN EIKHSPGPTR 198 0,003498 0,59

ORC1L MCFQPYTYSQLQQILRSR 684 0,00299 0,003139 1,95 4,79

ORC1L MCFQPYTYSQLQQILRSR 692 0,00299 0,003139 5,65 1,09

ORC2L LASELAKTPQK 116 0,003163 0,003321 4,53 1,93

ORC2L APVGKETPSK 226 0,003661 0,003844 1,91 2,75

OSBP ALQRSLSELESLK 238 0,00322 1,65

OSBP MLAQTHSKK 287 0,003563 0,003742 0,26 0,48

OSBP SNISGASSDISLD 385 0,002975 1,6

OSBPL11 PSQNAISFFNVGHSK 194 0,002921 0,003067 0,33 0,23

OSBPL11 PSQNAISFFNVGHSK 201 0,002921 0,003067 0,37 0,01

OSBPL3 ALSSENSRDENR 389 0,002746 0,002883 1,94 4,2

OSBPL8 SPASPHSQGFER 68 0,002902 0,6

OSBPL8 SPASPHSQGFER 71 0,002902 0,003047 0,28 0,44

OSBPL8 NFQLNDSEIER 315 0,002771 1,49

OSBPL8 PDIQDSSGSEAQS 808 0,002858 0,003001 0,6 0,26

OSBPL8 PDIQDSSGSEAQS 809 0,002858 0,003001 0,17 0,69

OSBPL9 ASVLTHSSSGNSLK 342 0,002864 1,72

OSBPL9 ASVLTHSSSGNSLK 347 0,002727 0,002864 2,27 5,09

OTUD4 NLSRTPSQIIR 412 0,002933 0,00308 1,81 3,19

OTUD4 NLSRTPSQIIR 416 0,002933 0,00308 1,54 3,46

OXR1 VVSSTSEEEE 201 0,003406 0,003576 4,21 0,69

OXR1 VVSSTSEEEE 202 0,003406 0,003576 1,34 3,56

OXR1 MTGSNTEEID 307 0,003403 0,003573 2,16 4,2

P4HB PHLMSQELPED 357 0,00291 0,61

PA1 PTPEAQSEEER 143 0,00296 0,003108 0,5 0,46

PA2G4 PGNQNTQVTEAW 194 0,00281 0,00295 0,25 0,17

PACSIN2 YHDLEQSIR 273 0,003227 0,003389 1,55 2,55

PACSIN2 PQFEEWSADLNR 305 0,003343 0,52

PAK1 PAVPPVSEDEDDD 174 0,002733 0,00287 0,25 0,03

PAK2 SLKPLPSVPEEK 36 0,002852 0,002994 1,65 3,51

PAK2 SLKPLPSVPEEK 42 0,002852 0,55

PAK4 SGPDVGTPQPAGL 187 0,003138 0,58

PALLD TQWHQQSQSTK 1333 0,002782 0,56

PALM3 VGTPPESPSEPR 151 0,003004 0,003154 0,56 0,2

PALM3 VGTPPESPSEPR 155 0,003004 0,003154 0,27 0,49

PALM3 VGTPPESPSEPR 157 0,003004 0,003154 0,16 0,38

PAN3 FGALNISQR 226 0,003873 0,6

PANK2 ASSASVPAVGASAEGTR 168 0,003288 1,55

PANK2 ASSASVPAVGASAEGTR 169 0,003288 1,55

Par1b TTPTPSTNSV 465 0,003692 0,003877 5,56 9,54

Par1b TTPTPSTNSV 466 0,003692 0,003877 1,99 5,87

Par1b TTPTPSTNSV 468 0,003692 0,003877 4,51 8,43

Par1b TTPTPSTNSV 470 0,003692 0,003877 3,67 1,09

Par1b VPVASPSAHNISS 516 0,003124 0,54

Par1b RGASGSIFSK 632 0,003675 1,76

PARD3 ISHSLYSGIEGLD 720 0,002722 1,99

PARF DDPSDVTDED 597 0,003372 0,00354 0,18 0,22

PARG SLDKSPTEK 139 0,003876 1,85

PARP1 PEYSASQLK 179 0,003631 0,003813 4,33 6,73

PATL1 LQPQPGSLNSSIW 120 0,003321 0,003487 0,53 0,33

PAWR STTSVSEEDV 228 0,003532 1,9

PAWR STTSVSEEDV 231 0,003532 0,003709 3,99 5,07

PCBP1 QQSHFAMMH 246 0,003346 0,003514 2,45 4,35

PCBP1 AMMHGGTGFAGID 255 0,002977 0,003126 3,52 4,48

PCBP1 GFAGIDSSSPEVK 262 0,002914 0,00306 6,07 4,83

PCBP1 GFAGIDSSSPEVK 264 0,002914 0,00306 3,11 5,45

PCBP2 SGIESSSPEVK 272 0,003337 0,003504 1,53 2,69

PCLO SHGIFPDPSK 4864 0,00361 1,55

PCM1 DQHLNNSSSSPQR 428 0,003229 0,00339 1,03 3,67

PCNP DTPTSAGPNSF 160 0,003412 0,003582 1,58 6,38

PCNP DTPTSAGPNSF 162 0,003412 0,003582 14,95 34,87

PCNP DTPTSAGPNSF 163 0,003412 0,003582 3,55 5,53

PCTK1 VSLSEIGFGK 251 0,003586 1,49

PDCD2L PVHGSPTGPGAWT 22 0,002979 0,59

PDCD4 GDSVSDSGSDALR 76 0,002975 0,003124 1,91 4,39

PDCD4 RFVSEGDGGR 457 0,003453 0,003626 2,71 3,29

PDCL3 EDVLLSSVR 223 0,003648 0,00383 1,93 3,77

PDE12 PEVGVPSSLSPSS 214 0,003027 0,003178 0,21 0,57

PDE12 PEVGVPSSLSPSS 215 0,003027 0,003178 0,59 0,19

PDHA1 AVSRVLSGASQK 13 0,003121 0,003277 6,44 15,38

PDHA1 MSDPGVSYR 307 0,003668 0,003852 1,27 2,93

PDHX LDASQGTATGPR 181 0,003193 0,003353 3,44 8,54

PDIA3 VGFFDDSFSEAHS 163 0,003282 0,003446 1,21 3,09

PDLIM3 GETHLWSPQVSED 89 0,003198 0,003357 4,46 1,88

PDLIM3 LWSPQVSEDGK 93 0,00302 0,003171 1,55 4,79

PDLIM5 STGVIKSPSWQR 200 0,002948 1,72

PDLIM5 STGVIKSPSWQR 202 0,002948 1,77

PDP1 VTLGQMHGLLTER 526 0,00326 0,003423 41,28 11,6

PDP1 GNNEFGTVDHER 553 0,002752 0,58

PDP2 ASGLHEADQNAATR 461 0,00329 0,003455 6,07 4,35

PDS5B SSEMDHSENEDYT 1182 0,003236 0,55

PDS5B GHTASESDEQQ 1257 0,003314 1,64

PDXDC1 SSGPEQITLEASST 736 0,002693 0,002827 0,34 0,22

PDXDC1 SSGPEQITLEASST 737 0,002693 0,002827 0,41 0,15

PDXDC1 SSGPEQITLEASST 743 0,002693 0,002827 0,13 0,43

PDXDC1 GHPGAPSPQHTDQ 757 0,002984 0,51

PDXDC1 HPEDDHSQVEGPE 779 0,003216 0,003377 0,4 0,2

PECI VSSLSPSLESSSQ 121 0,002885 0,003029 0,56 0,3

PECI VSSLSPSLESSSQ 124 0,002885 0,003029 0,55 0,27

PELI2 GQHSISYTLSR 84 0,003013 1,55

PELP1 GSPDGSLQTGK 626 0,003554 0,55

PEX14 VSNESTSSSPGK 275 0,003178 0,003337 0,19 0,61

PEX14 EGHSPEGSTVTY 282 0,00298 0,56

PEX19 TDLQNSSMSEEEL 147 0,003362 1,98

PFKP SFAGNLNTYK 386 0,003519 1,6

PFKP SFAGNLNTYK 393 0,003519 1,87

PGM1 GIILTASHNPGGP 133 0,003047 0,0032 0,58 0,3

PGM1 GIILTASHNPGGP 135 0,003047 0,0032 0,35 0,61

PGM3 TIGVMVTASHNPE 90 0,002788 0,002927 0,26 0,52

PGM3 TIGVMVTASHNPE 92 0,002788 0,002927 0,12 0,18

PHACTR4 LGSTGSQPNSEA 157 0,003261 0,57

PHACTR4 LGSTGSQPNSEA 158 0,003261 0,003424 0,22 0,46

PHACTR4 LGSTGSQPNSEA 160 0,003261 0,003424 0,34 0,2

PHACTR4 NSNPVIAELSQA 280 0,003027 0,003178 0,12 0,22

PHACTR4 SPSPPLPTHIPP 352 0,003033 0,003185 0,19 0,05

PHACTR4 SPSPPLPTHIPP 359 0,003033 0,003185 0,15 0,09

PHACTR4 PPEPPRTPPFPAK 368 0,003312 0,003477 0,03 0,15

PHACTR4 SLPITIEMLK 474 0,003269 1,69

PHC3 DPSPESNKK 275 0,003887 0,58

PHF10 LDSDGDSDDGEDG 297 0,002908 0,003054 0,55 0,11

PHF10 LDSDGDSDDGEDG 301 0,002908 0,003054 0,53 0,13

PHF2 PSASSPNNNTA 1058 0,003513 0,5

PHF2 PSASSPNNNTA 1059 0,003513 0,003689 0,22 0,48

PHF21A QSSHPDSPENEK 456 0,00279 0,00293 0,32 0,06

PHF23 LTPVPLSQGDLSH 170 0,002773 0,002911 0,21 0,05

PHF6 STSSHGTDEM 181 0,003715 1,93

PHF6 STSSHGTDEM 184 0,003539 0,003716 1,94 2,52

PHKA1 EFGVERSVR 972 0,003456 0,003629 0,39 0,59

PHKA1 NVSPAISIHEIGA 985 0,002885 0,003029 0,54 0,44

PHKA2 FSADEQFFSVGQ 1015 0,002916 0,57

PHKA2 SVGQAASSSAHSS 1028 0,003348 0,51

PHKB QSSTPSAPEL 700 0,003651 0,59

PHKB QSSTPSAPEL 701 0,003651 0,6

PHKB QSSTPSAPEL 702 0,003834 0,54

PHRF1 VAAEGASDTER 915 0,003546 1,74

PI4K2A AAGSGPSPPGSPG 47 0,003579 0,5

PI4K2A GPSPPGSPGHDR 51 0,003227 0,55

PI4K2A AAAQGQTQTVAAQ 74 0,003173 0,52

PI4KB QLAHTPTAFK 502 0,003354 0,003522 2,76 4,62

PI4KB QLAHTPTAFK 504 0,003354 0,003522 1,95 7,01

PICALM ITAAQHSVTGSAV 16 0,003029 0,00318 0,57 0,33

PIH1D1 PFMGSISQQNI 173 0,003075 1,75

PIN1 YYFNHITNASQWE 29 0,002854 0,002997 0,44 0,1

PIP5K1C GPTAAFSASQIPS 476 0,003047 0,0032 0,55 0,37

PJA2 LISSSQVDQET 323 0,003111 0,003267 5,91 5,19

PJA2 LISSSQVDQET 325 0,003111 0,003267 3,25 5,57

PKM2 LNFSHGTHEYHAETIK 154 0,002675 0,59

PKM2 LNFSHGTHEYHAETIK 161 0,002675 0,59

PKM2 TATESFASDPILYR 167 0,003031 0,52

PKM2 TATESFASDPILYR 169 0,003031 0,52

PKN1 ELLLRGSSR 86 0,003605 0,52

PKN1 ELLLRGSSR 87 0,003785 0,52

PKN2 RAIPTVNHSGT 527 0,003248 0,00341 0,15 0,25

PKN2 SEAPILTPPR 958 0,003622 0,51

PLA2G4A SNDSSDSDDESHE 437 0,003328 1,55

PLCL2 TVSFSSMPTEK 122 0,003095 0,00325 6,71 1,89

PLCL2 TVSFSSMPTEK 124 0,003095 0,00325 5,35 3,09

PLEC1 EFADMLSGNAGGF 4374 0,002868 1,53

PLEC1 VGSSSSYPISPAV 4393 0,003009 0,5

PLEC1 SVSGSGSTAGSR 4622 0,003712 1,67

PLEC1 SVSGSGSTAGSR 4623 0,003712 1,67

PLEKHA5 TIASYVTLR 1034 0,003628 0,003809 1,42 6,64

PLS3 AESMLQQADK 339 0,003501 1,61

PML SPPHLDGPPSPR 518 0,002995 0,003145 0,19 0,29

PML SPPHLDGPPSPR 527 0,002995 0,003145 0,14 0,34

PML SPVIGSEVFLPN 530 0,00299 0,00314 0,32 0,2

PML SPVIGSEVFLPN 535 0,00299 0,00314 0,22 0,52

PNN RGFSDSGGGPPA 68 0,00338 0,54

PNN ESRQESDPEDDD 96 0,003499 1,49

PNN ESRQESDPEDDD 100 0,003499 1,49

POGZ LTWIAHSRHGQTR 856 0,003046 1,8

POLA2 PSSFSPSATPSQK 154 0,003001 1,49

POLD2 STQSRDSINK 257 0,003458 1,92

POLD3 GNMMSNFFGK 236 0,003302 0,003467 1,49 2,91

POLD3 QVSITGFFQ 458 0,003618 1,8

POLDIP3 SSPAAFINPPIG 126 0,003201 0,003361 5,68 19,84

POLDIP3 FAASGGFLHH 221 0,003563 0,003742 2,28 7,78

POLDIP3 HHMAGLSSSK 232 0,003529 0,003706 4,92 1,2

POLDIP3 HHMAGLSSSK 233 0,003529 0,003706 2,18 3,94

POLDIP3 VNSASSSNPPAE 400 0,00323 1,93

POLR1A PTHSQEPQGP 1489 0,003632 0,56

POLR3E EEPVSEEGEED 503 0,003164 0,58

POM121 HDSSGSGHSAFE 323 0,003085 0,00324 0,55 0,37

POM121 HDSSGSGHSAFE 325 0,003085 0,51

POM121 HDSSGSGHSAFE 328 0,003085 0,5

POM121 SSGSGHSAFEPLV 351 0,003103 0,55

POM121 KASLQWFNQ 543 0,003332 0,003499 1,51 2,65

POP1 VNPHSLPDPEV 65 0,003119 0,003275 0,34 0,58

POP4 VIYHALSQK 10 0,003692 1,53

POU2F1 IDTPSLEEPSD 301 0,003277 0,55

PPAPDC2 GSFPLAAAGPSQSP 70 0,002929 0,003075 0,15 0,23

PPAPDC2 GSFPLAAAGPSQSP 79 0,002929 0,003075 0,13 0,25

PPFIA1 VQTLNEQDW 572 0,003302 0,003467 5,92 0,76

PPFIA1 NSTGSQDGPVS 774 0,003725 0,58

PPFIA1 NSTGSQDGPVS 776 0,003548 0,58

PPFIA1 NPSSSNSSQDSLH 789 0,002781 0,59

PPHLN1 KSFYSSHY 110 0,003827 1,76

PPIA GPNTNGSQFFICT 110 0,002731 0,002868 0,14 0,32

PPID NTNGSQFFITT 130 0,003057 0,00321 0,55 0,13

PPIG HESSPGTDEDK 748 0,003124 0,00328 0,32 0,56

PPIL4 LLIPDRSPEPTR 178 0,002716 0,002852 0,28 0,4

PPIL4 LLIPDRSPEPTR 182 0,002716 0,002852 0,16 0,28

PPM1G LEEVLSTEGAEEN 527 0,002669 0,002803 26,81 7,65

PPM1G LEEVLSTEGAEEN 528 0,002669 0,002803 15,81 23,41

PPME1 SMHLGRLPSR 15 0,003245 0,003408 2,17 5,19

PPME1 LPGSGGSQSGAK 25 0,003557 0,003735 0,15 0,21

PPME1 LPGSGGSQSGAK 27 0,003557 0,003735 0,24 0,1

PPP1R10 QSNVAAPGDATPPAEK 247 0,003064 0,6

PPP1R10 LSHDNMEEK 451 0,003386 0,003555 1,76 3,46

PPP1R10 LTSIMGSPNSHPS 591 0,002844 0,51

PPP1R12A RLASTSDIEE 507 0,003501 1,7

PPP1R12A STQGVTLTDLQE 700 0,002918 0,003064 1,47 3,33

PPP1R12A RISEMEEEL 995 0,003458 1,52

PPP1R14A SPSHDGSLSPLQD 128 0,00282 0,002961 0,37 0,57

PPP1R14A SPSHDGSLSPLQD 130 0,00282 0,002961 0,6 0,24

PPP1R14A SPSHDGSLSPLQD 134 0,00282 0,002961 0,51 0,45

PPP1R3D SLPSSPERR 74 0,003612 0,61

PPP1R3D SLPSSPERR 77 0,003612 0,61

PPP1R7 VESEESGDEEGK 24 0,003058 1,5

PPP1R7 VESEESGDEEGK 27 0,002912 1,5

PPP1R7 GIVADLSEQSLK 44 0,003138 1,61

PPP1R8 GLPEEETELDNLT 161 0,00325 0,003412 0,15 0,43

PPP1R8 ISTLTIEEGNL 178 0,003153 0,51

PPP1R8 ISTLTIEEGNL 181 0,003311 0,51

PPP2R5D QSSSRFNLSK 88 0,003245 1,97

PPP2R5D QSSSRFNLSK 89 0,003245 0,003408 1,5 3,12

PPP2R5D QSSSRFNLSK 90 0,003245 0,003408 1,61 3,07

PRCC KPSDGSPDTK 205 0,003602 0,003782 3,75 0,63

PRCC KPSDGSPDTK 209 0,003782 1,75

PRCC KPSDGSPDTK 212 0,003782 0,51

PRDX2 LSEDYGVLK 112 0,003809 1,59

PRIM2 LNHLSHSYTGQDY 256 0,003099 0,003253 5,92 8,3

PRKAG2 VDSPFGPGSPSK 65 0,003191 1,6

PRKAG2 VDSPFGPGSPSK 71 0,003191 1,6

PRKCB NFDRFFTR 634 0,003385 0,003555 0,16 0,14

PRKCB HPPVLTPPDQEV 641 0,002842 0,002984 0,19 0,11

PRKCD RSDSASSEPV 302 0,003592 0,003772 1,33 3,05

PRKCD RSDSASSEPV 304 0,003772 1,64

PRKCSH GVSLTNHHF 24 0,003668 0,003852 2,3 6,36

PRKCSH TDLPAPSAPDLTE 293 0,002846 0,002988 0,26 0,34

PRKCSH SLGTWGSWIGPDH 458 0,002682 0,002816 0,6 0,36

PRMT3 LPELSDSGDEAAW 25 0,002724 0,00286 0,31 0,49

PRMT3 LPELSDSGDEAAW 27 0,002724 0,00286 0,64 0,16

PRPF19 VTSVVFHPSQD 269 0,00309 1,71

PRPF19 VTSVVFHPSQD 275 0,00309 1,71

PRPF3 PSEDMESNTFFDPR 302 0,002856 0,002999 7,19 5,59

PRPF38B QSIEQESQEK 527 0,00327 1,49

PRPF38B QSIEQESQEK 529 0,00327 1,49

PRPF6 GYLTDLNSMI 275 0,003318 0,55

PRPF6 GYLTDLNSMI 279 0,003484 0,55

PRR12 HLLQAPSPPR 651 0,003348 0,54

PSMA1 RAQSELAAHQ 60 0,003363 0,003531 0,18 0,12

PSMC1 QEGTPEGLYL 434 0,003374 0,003543 0,55 0,41

PSMC5 VALRNDSYTLHK 120 0,002674 1,97

PSMD11 EFQRAQSLLSTDR 14 0,003068 0,003221 1,77 2,61

PSMD11 EFQRAQSLLSTDR 17 0,003221 1,69

PSMD11 SIDILHSIVK 29 0,003489 0,55

PSMD2 PVQPQQSPAAAPG 16 0,003015 0,003166 0,52 0,18

PSMD9 KLGQSESQGPP 127 0,003315 0,003481 4,85 8,69

PTBP1 PIYIQFSNHK 131 0,003018 0,003168 9,21 3,57

PTBP1 DYGNSPLHR 459 0,003516 1,98

PTCD1 SAAQFHNLR 154 0,003563 0,003742 3,76 5,74

PTDSS2 GGPRPESPVPAGR 16 0,002951 0,003098 0,39 0,51

PTGES3 DSDEDMSNFDR 118 0,00298 1,67

PTMA DAAVDTSSEITTK 9 0,002824 0,002965 1,75 3,87

PTPN1 DVSPFDHSR 50 0,003513 1,58

PTPN12 PLHSDDSDSDER 606 0,002894 0,55

PTPN23 NHLPQDSQDLVLG 1484 0,003301 0,57

PTPN3 RSLSVEHLET 359 0,003361 1,55

PTPRU GSPYHTGQLHPA 863 0,002977 1,5

PTPRU GSPYHTGQLHPA 867 0,003126 1,5

PUM1 AVLWQDSFSPHLK 53 0,003112 1,59

PUM1 DSLTGSSDLYK 750 0,003321 1,72

PURA YAQLGPSQPPDLA 127 0,002786 0,6

PUS10 DSIDNLSQNGEGR 84 0,002831 1,89

PVRL2 LFTLGASEHSPLK 430 0,002705 0,5

PWWP2B APQDDGSQDPEVL 291 0,002759 0,002897 0,89 0,07

PXK AQSHHGSEEER 448 0,002973 0,003121 0,57 0,21

PXK AQSHHGSEEER 452 0,002973 0,003121 0,54 0,24

PYCR2 LLTRSLALGGK 310 0,003312 0,003478 3,71 0,85

PYCR2 LLTRSLALGGK 312 0,003312 0,003478 2,09 9,05

QRICH1 AVHVSGSPTALAA 345 0,003334 0,54

QSER1 SQSVIRSNSR 613 0,003299 0,003464 1,11 4,85

QSK FSDGAASIQAFK 673 0,003029 0,00318 4,82 1,38

QSOX2 GLASWDEGHV 548 0,00348 0,003654 3,94 6,24

R3HDM1 FIGNNESPR 187 0,003595 1,71

RAB10 FHTITTSYYR 73 0,002925 0,003071 0,17 0,05

RAB10 FHTITTSYYR 76 0,002925 0,003071 0,13 0,09

RAB11FIP1 TPLSQSMSVLPTSK 232 0,003216 0,003377 3,94 2,92

RAB11FIP1 TPLSQSMSVLPT 234 0,002986 0,003135 0,42 0,4

RAB11FIP1 TPLSQSMSVLPTSK 241 0,003216 0,003377 2,72 4,14

RAB11FIP1 HLFSSTENLAAG 358 0,003018 0,003168 1,56 3,42

RAB11FIP1 SSLLSLMTGK 434 0,003765 1,75

RAB11FIP1 SSLLSLMTGK 435 0,003765 1,65

RAB11FIP1 SSLLSLMTGK 438 0,003586 0,003765 4,1 0,56

RAB11FIP1 SSLLSLMTGK 441 0,003586 0,003765 3,56 0,98

RAB11FIP2 NNMTASMFDLSM 150 0,002777 1,57

RAB11FIP2 LSGSHMSSEK 237 0,003504 0,00368 1,98 2,18

RAB11FIP5 TYSDEANQM 307 0,003517 1,56

RAB13 SGNGNKPPSTDLK 178 0,00287 0,003014 0,45 0,37

RAB13 SGNGNKPPSTDLK 186 0,00287 0,003014 0,27 0,57

RAB14 QNIQDGSLDLNAA 180 0,002922 0,6

RAB14 GVQHKPSAPQGGR 195 0,002862 0,003005 5,63 8,15

RAB23 AEDPELTHSSSNK 184 0,002678 0,002812 0,34 0,56

RAB23 AEDPELTHSSSNK 186 0,002678 0,002812 0,59 0,23

RAB23 AEDPELTHSSSNK 187 0,002678 0,002812 0,28 0,44

RAB3GAP1 TSASDVTNIYPGD 537 0,00282 1,67

RAB3IP STSSAMSGSHQD 288 0,003141 0,003298 1,24 3,28

RAB3IP STSSAMSGSHQD 291 0,003141 0,003298 3,62 0,9

RAB8A GNSPQGSNQGVK 185 0,003356 1,59

RABEP1 STDSLGTSGSLQS 407 0,003034 1,64

RABEP1 STDSLGTSGSLQS 408 0,003034 1,49

RABEP1 STDSLGTSGSLQS 410 0,003185 1,9

RABEP1 STDSLGTSGSLQS 413 0,003185 1,62

RABEP1 STDSLGTSGSLQS 416 0,003034 1,7

RAD18 LQFALESPAK 99 0,003382 1,89

RAD21 QQAIELTQEEPYS 612 0,003097 0,003251 0,68 0,12

RAD23A SPSEESAPTT 123 0,003689 0,003873 0,27 0,51

RAD23B ETPVATSPTATDS 160 0,003098 0,61

RAD51AP1 HSDSDDDFVSATVPLNK 19 0,002596 0,002726 1,62 4

RAD51AP1 HSDSDDDFVSATVPLNK 21 0,002596 0,002726 3,64 0,94

RAD51AP1 HSDSDDDFVSATVPLNK 29 0,002596 1,75

RAF1 PSALSSSPNNLSP 316 0,002964 0,003112 0,57 0,27

RAI1 NLHAYQSGR 271 0,003557 0,003735 0,36 0,28

RALBP1 AFQEDSSGDEAES 92 0,002896 0,56

RALBP1 AFQEDSSGDEAES 93 0,002896 0,56

RANBP1 QFEPIVSLPEQEI 32 0,00311 0,003265 0,52 0,4

RANBP1 FASENDLPE 60 0,003635 0,003817 0,44 0,2

RANBP2 HETDGGSAHGDDD 1160 0,002875 0,003018 0,56 0,32

RANBP2 LDIPLQTPHK 2153 0,003224 1,56

RANBP2 FGESTTGFNFSFK 2264 0,003231 0,003392 1,65 4,31

RANBP2 FGESTTGFNFSFK 2270 0,003231 0,003392 1,57 4,39

RANBP9 FSSPSMSPSHGMN 483 0,002769 0,52

RANBP9 FSSPSMSPSHGMN 487 0,002769 0,002907 0,33 0,65

RAPGEF2 DIGIGQSQDDSIV 558 0,002806 0,002946 0,75 0,15

RASSF5 EVNLAATTDK 274 0,003682 1,6

RASSF5 TSFYLPLDAIK 278 0,003119 1,6

RBBP4 TPSSDVLVFDYTK 146 0,003224 0,003386 4,95 10,37

RBBP6 TSSTGGSPVRK 1277 0,003461 0,003635 0,16 0,56

RBBP7 TPSSDVLVFD 189 0,003453 0,003626 6,01 9,31

RBBP7 TPSSDVLVFD 190 0,003453 0,003626 9,84 21,54

RBBP7 IGEEQSAEDAED 398 0,002917 0,003062 0,76 0,22

RBL1 ISQQHSIYISPHK 984 0,003093 0,003247 1,54 4,74

RBL1 ISQQHSIYISPHK 988 0,003093 0,003247 4,95 1,33

RBM12 LQNFSYDQR 525 0,003201 0,003361 3,62 2,06

RBM14 TQSSASLAASYA 520 0,003399 1,76



RBM14 TQSSASLAASYA 523 0,003399 1,78

RBM14 LSESQLSFR 623 0,003492 0,003666 0,18 0,54

RBM14 YSGSYNDYLR 649 0,003038 1,87

RBM14 AAQMHSGYQR 663 0,003259 1,88

RBM15 RHCAPSPDR 670 0,003579 0,003759 0,67 0,31

RBM16 LIDHQISSGENTR 857 0,003229 1,96

RBM20 TVQQMSSPK 1048 0,003688 0,003873 0,69 0,17

RBM25 SELNAPSQESDSH 226 0,002704 0,002839 0,78 0,12

RBM26 PPEQPSSGSLK 90 0,003318 0,003484 0,48 0,12

RBM26 PPEQPSSGSLK 91 0,003318 0,003484 0,26 0,34

RBM26 PPEQPSSGSLK 93 0,003318 0,003484 0,27 0,33

RBM26 TLLVSTSAVD 717 0,003688 0,003873 7,86 16,32

RBM27 KLSQLQVEA 927 0,003654 0,003837 4,92 6,66

RBM33 HVIEMSSSR 723 0,003735 1,65

RBM39 EPIDNLTPEER 146 0,002874 0,003018 0,57 0,35

RBM6 FQNSQSPVQDQD 360 0,002718 0,58

RBM6 FQNSQSPVQDQD 362 0,002718 0,58

RBM6 LQSFDSPER 1025 0,003456 1,57

RBM7 SFSSPENFQ 137 0,003567 1,87

RBMX GGYSMNFNMSSSR 141 0,003462 1,55

RBMX GGYSMNFNMSSSR 143 0,003297 0,003462 1,94 2,98

RBMX DSYESYGNSR 284 0,003183 0,003343 0,55 0,31

RBMX SDLYSSGRDR 332 0,00324 0,003402 4,39 0,59

RBMX SDLYSSGRDR 336 0,00324 0,003402 6,54 8

RBMX SDLYSSGRDR 337 0,00324 0,003402 1,77 4,79

RC3H1 SSSAPGSPPDLLE 535 0,002995 0,003145 0,32 0,26

RCC1 VFLWGSFR 176 0,003668 0,003852 0,5 0,44

RDBP QSSSSTTSQGGVK 44 0,003002 0,003152 2,55 4,45

RDBP SLSEQPVMDTAT 58 0,002947 1,59

RDBP SLYESFVSSSDR 142 0,002748 1,81

RDBP SLYESFVSSSDR 147 0,002748 1,63

RDBP SFDWGYEER 172 0,003156 0,003314 0,56 0,3

RDBP SGAHSSASPPR 185 0,003532 0,003709 0,58 0,4

RDBP SGAHSSASPPR 186 0,003709 0,53

REEP3 EAEGPYSDNEMLT 210 0,003421 1,56

RELL1 IELNDSVNENSD 109 0,002942 1,56

REPS1 SPQQSPPTSPHTWR 170 0,002968 0,003116 0,16 0,36

REPS1 SPQQSPPTSPHTWR 174 0,002968 0,003116 0,36 0,1

REPS1 SDHTNPTSPLLVK 475 0,002689 1,64

REPS1 SDHTNPTSPLLVK 478 0,002823 1,61

REPS1 SDHTNPTSPLLVK 481 0,002689 1,62

REPS1 LNSELQQQL 767 0,003647 1,49

RET EDEISPPPPNP 83 0,003148 0,003306 0,55 0,11

RFC1 DYFGTGSVQR 173 0,00331 0,003476 5,64 6,72

RFC1 DYFGTGSVQR 177 0,00331 0,003476 8,13 4,23

RFC4 VAASAGSSGENK 28 0,003459 0,003632 1,26 3,66

RG9MTD1 LEISQHSQEFINR 391 0,003126 0,59

RIF1 VESTTESQDK 1431 0,003493 0,61

RIF1 QEDEISSPVNK 2196 0,00302 0,003171 3,64 4,54

RIMS2 HSDVSLANADL 400 0,003277 0,003441 1,16 3,08

RIMS2 HSDVSLANADL 403 0,003277 0,003441 3,22 1,02

RING1 QQALSSSIEEGLR 139 0,002673 0,002806 1,25 2,81

RING1 QQALSSSIEEGLR 140 0,002673 0,002806 1,9 2,16

RIOK2 EGSEFSFSD 332 0,003692 1,52

RIOK2 EGSEFSFSD 335 0,003692 1,52

RIOK2 EGSEFSFSD 337 0,003692 1,52

RIOK2 SFEMTEFNQALEEIK 390 0,002639 0,002771 1,85 2,41

RLTPR AYSMILLPAE 1176 0,00354 0,52

RMP NSTGSGHSAQE 372 0,003641 1,59

RMP NSTGSGHSAQE 375 0,003468 1,58

RNF10 LFSSSFNGGR 135 0,003651 1,9

RNF138 FQISQDSVGNSNR 164 0,003267 0,00343 0,25 0,67

RNF138 FQISQDSVGNSNR 168 0,003267 0,00343 0,28 0,58

RNF20 PEPDSDSNQER 136 0,002958 0,003105 0,59 0,31

RNF20 PEPDSDSNQER 138 0,002958 0,003105 0,58 0,4

RNF20 EHLLQSNIGTGE 814 0,002906 0,003051 1,81 2,93

RNF219 SSQGSEFLEEPDK 570 0,003265 1,56

RNF25 PEPHSQGVEGP 391 0,003299 0,003464 0,37 0,29

RNF25 RESLGLESK 450 0,003644 0,003827 1,95 3,57

ROD1 DFSNSPLHR 458 0,003474 0,003648 4,2 0,38

ROD1 DFSNSPLHR 460 0,003474 0,003648 4,67 1,13

RPAP2 SQDSEEHDST 483 0,003461 1,57

RPAP3 SYDYEAWAK 87 0,003302 0,003467 1,06 3,8

RPAP3 DDSTHESLSQESE 114 0,003241 1,49

RPAP3 DDSTHESLSQESE 116 0,003241 1,56

RPAP3 EEDGIHVDSQK 130 0,002995 3

RPL13 STESLQANVQ 106 0,003462 0,003635 1,65 2,47

RPL13 STESLQANVQ 109 0,003462 0,003635 1,94 3,08

RPL27A NQSFCPTVN 68 0,003675 0,003859 1,29 3,83

RPL29 QAAAPASVPAQAP 144 0,003181 0,00334 0,26 0,06

RPL34 RLSYNTASNK 12 0,003245 0,003408 3,31 2,01

RPL34 RLSYNTASNK 15 0,003245 0,003408 2,9 2,4

RPL34 RLSYNTASNK 17 0,003245 0,003408 4,37 8,65

RPRD2 SPGTPTSPSNLTS 485 0,00302 0,003171 0,16 0,4

RPRD2 IDNIDGTPVR 723 0,003564 0,52

RPRD2 PSSLMDSSQEK 816 0,003262 0,53

RPRD2 PSSLMDSSQEK 817 0,003262 0,58

RPRD2 APTHLPSVDLSNP 1237 0,002804 0,002944 0,55 0,31

RPS14 DVTPIPSDSTR 137 0,003158 0,6

RPS21 DHASIQMNVA 31 0,003435 0,56

RPS21 MGESDDSILR 65 0,003329 0,003496 0,51 0,13

RPS27 DLLHPSPEEEK 11 0,002914 0,55

RPS6KA3 SPGIPPSANAHQL 375 0,002925 0,003071 0,13 0,21

RPS6KC1 SPEESFDIK 423 0,003538 0,003715 0,18 0,13

RPS6KC1 SPEESFDIK 427 0,003538 0,003715 0,14 0,16

RPTOR IHQAGGSPPASST 877 0,003259 0,53

RPTOR SSTSSSSLTNDVA 887 0,003147 0,57

RRBP1 LQQENSILR 933 0,00356 1,69

RRP1B TPTSSPASSPL 732 0,003738 0,62

RSF1 LSPIPEEVPK 604 0,003368 0,003537 0,62 0,16

RSRC2 EQSEVSVSPR 27 0,003343 1,58

RSRC2 EQSEVSVSPR 32 0,003343 1,58

RUFY1 EMGLHLSQSK 618 0,00331 0,003475 1,74 2,28

S100PBP GSQILLDTPR 88 0,003394 0,003564 1,68 2,64

S100PBP GSQILLDTPR 94 0,003394 0,003564 3,59 0,73

SAAL1 VPSEQSSGTSLLPK 6 0,003314 0,00348 0,45 0,13

SAFB FWVSGLSSTTR 414 0,003183 1,59

SAFB2 NTLETSSLNFK 190 0,003002 0,003152 0,39 0,55

SAFB2 NTLETSSLNFK 193 0,003152 0,59

SAFB2 NTLETSSLNFK 195 0,003152 0,54

SAFB2 EESSELEQPF 233 0,003141 0,56

SAFB2 EESSELEQPF 234 0,003141 0,55

SAFB2 GWGGYGSDKR 827 0,003444 0,003616 2,95 4,77

SAMD4A SVSLTPPMNVP 254 0,003277 0,003441 0,57 0,21

SAMD4A LGHGWMSHEDLR 272 0,003297 0,003461 0,53 0,25

SAMD4B QGSDEWGGPAE 172 0,003302 0,003467 0,29 0,53

SAMHD1 SAEADWSPGLELH 33 0,002684 0,002818 0,44 0,26

SAP130 EGDMMETNSTDD 888 0,002951 1,68

SAP30BP PQELVASFSER 104 0,002982 0,003131 1,55 3,05

SAP30BP FDPHGWSEDSYYE 192 0,003069 0,54

SAPS3 QFDDGGSDEEDIW 617 0,003299 1,52

SAPS3 DLFEPSSANTEDK 665 0,003428 0,54

SAPS3 DLFEPSSANTEDK 666 0,003265 0,55

SAPS3 DLFEPSSANTEDK 669 0,003265 0,54

SARNP FGLNVSSISR 162 0,003452 0,53

SARNP FGLNVSSISR 165 0,003625 0,51

SART1 RVSEVEEEK 448 0,003549 0,54

SART3 IPAAGETQNVEVA 657 0,002904 0,61

SBNO1 SIDPDSIQSALLASGLGSK 794 0,00258 0,002709 1,41 4,43

SCAF1 PTDEAYSPPPAPE 239 0,002759 0,002897 0,16 0,32

SCAMP1 MPNVPNTQPAIMK 59 0,00329 0,003454 0,29 0,17

SCAMP1 EMQNLSQHGR 112 0,003128 0,6

SCAMP4 TEWNTGTWR 204 0,003253 0,003416 0,6 0,38

SCD GSTLDLSDLEAEK 198 0,002746 0,002883 1,93 3,69

SCUBE1 AEQSLQAAIK 577 0,003516 0,003692 0,54 0,16

SCYL1 PEGHWETQEEDK 610 0,003198 0,003358 0,16 0,32

SCYL1 PDSWGEDNW 737 0,003546 0,5

SCYL1 NWEGLETDSR 748 0,003112 0,003267 0,17 0,31

SEC22B NLGSINTELQ 137 0,003426 1,51

SEC23IP AHTSSTQLQEEL 896 0,002812 0,57

SEC31A TFQHVQSLPTK 1132 0,003078 0,5

SEC62 SQHSSGNGNDF 356 0,003256 1,71

SEC62 SQHSSGNGNDF 357 0,003419 1,64

SERBP1 SSFSHYSGLK 205 0,003525 0,57

SERBP1 DELTDLDQSN 232 0,003256 1,68

SERBP1 SNVTEETPEGEEH 243 0,003254 0,003417 0,44 0,2

SERBP1 GGSGSHNWGTVK 278 0,003161 0,53

SERBP1 GGSGSHNWGTVK 283 0,003161 0,54

SERBP1 HHPVADTENK 327 0,003261 0,003424 0,18 0,06

SERBP1 PANDITSQLEIN 409 0,00287 0,003014 0,67 0,21

SERBP1 PANDITSQLEIN 410 0,003014 0,51

SERPINH1 SALQSINEWAAQTTD 168 0,002918 0,003063 0,62 0,24

SESN2 EGAESLEQHLG 60 0,003364 1,65

SETD2 ETEPLVSPHQDK 754 0,002879 1,55

SETD3 NLGLLESSVGDSR 512 0,002946 1,57

SETDB1 DEDFSTSSVWR 917 0,002842 1,94

SETDB1 DEDFSTSSVWR 918 0,002842 0,002984 1,41 3,33

SETDB1 DEDFSTSSVWR 919 0,002842 0,002984 1,75 4,57

SETDB1 DEDFSTSSVWR 920 0,002842 0,002984 3,54 2,16

SF1 SPSPEPIYNSEGK 205 0,002696 0,002831 0,31 0,23

SF1 SPSPEPIYNSEGK 207 0,002696 0,002831 0,49 0,05

SF1 PSPEPIYNSEGK 212 0,002864 0,003007 0,43 0,21

SF1 PSPEPIYNSEGK 214 0,002864 0,003007 0,26 0,22

SF1 PGDPQSAQDK 427 0,003567 0,003745 5,47 0,81

SF3A3 YMEVSGNLR 54 0,003486 0,00366 3,29 1,93

SF3A3 ENPSEEAQNLVEF 121 0,003155 0,003313 0,55 0,35

SF3B1 DQTADQTPGATPK 207 0,00284 0,002982 1,27 2,97

SF3B1 AETPGHTPSLR 229 0,003375 0,55

SF3B1 SHTPAGAATPGR 267 0,003329 0,003496 0,19 0,39

SF3B1 WDETPASQMG 341 0,003332 0,003499 0,36 0,18

SF3B1 WDETPASQMGGST 344 0,002767 0,002905 0,54 0,1

SF3B2 DSDDDSSDDEQEK 431 0,003198 1,55

SF3B2 DSDDDSSDDEQEK 435 0,003198 1,55

SF3B2 DSDDDSSDDEQEK 436 0,003358 1,55

SF3B2 EEAMDGSETPQLF 778 0,003263 0,52

SF3B5 TIHSQLEHLQSK 6 0,002667 0,0028 4,84 6

SF3B5 TIHSQLEHLQSK 9 0,002667 1,51

SF3B5 TIHSQLEHLQSK 16 0,002667 0,0028 5,52 11,3

SF4 TGLGLASLPGPVK 132 0,003104 0,003259 0,04 0,08

SFPQ LESEMEDAY 521 0,003432 0,003604 0,51 0,37

SFRS14 EPVSVGTPSEGEG 1059 0,003022 0,003173 0,37 0,59

SFRS14 EPVSVGTPSEGEG 1061 0,003022 0,003173 0,56 0,4

SFRS15 SHTEPVSPIPK 656 0,003305 0,57

SFRS2IP FHSPSTTWSPNK 798 0,002726 0,002862 1,44 2,68

SFRS2IP FHSPSTTWSPNK 799 0,002726 0,002862 1,57 2,55

SFRS8 PQLTQEELEA 642 0,003235 0,003397 0,51 0,29

SFRS8 HSAHSASVSPVESR 943 0,003269 0,003432 0,36 0,52

SFRS8 HSAHSASVSPVESR 949 0,003269 0,003432 0,58 0,3

SFT2D2 VLSGQDTEDR 9 0,003337 1,75

SGTA PPSEEDSAEAER 81 0,002866 0,00301 0,3 0,56

SGTA PPSEEDSAEAER 84 0,002866 0,00301 0,26 0,34

SGTA PPSEEDSAEAER 88 0,002866 0,00301 0,41 0,19

SH3GL3 SSSELNGVSTTSVVK 272 0,003177 0,003336 1,37 2,93

SH3GL3 SSSELNGVSTTSVVK 273 0,003177 0,003336 3,62 0,68

SH3PXD2B PFLSNSLGGQDD 809 0,003011 0,003161 16,58 32,88

SH3PXD2B PFLSNSLGGQDD 811 0,003161 1,65

SHMT2 GWTGQESLSDSD 48 0,003087 0,58

SIRT2 AGVPNPSTSASPK 364 0,003097 0,003252 0,58 0,36

SKA3 EQEAINSDPELSN 119 0,00328 0,58

SKP2 NLGHPESPPR 64 0,003382 0,003552 0,27 0,45

SLAIN1 HSSSVSLSSGK 301 0,003465 1,91

SLAIN1 HSSSVSLSSGK 302 0,003465 0,003638 1,44 3,12

SLAIN1 HSSSVSLSSGK 304 0,003465 0,003638 1,86 3,28

SLAIN1 NSQSFDSSLH 431 0,003499 1,5

SLBP PESFTTPEGPK 61 0,003153 1,68

SLC16A1 DLHDANTDLIGR 231 0,00282 0,002961 3,6 1,28

SLC16A1 EEETSIDVAG 461 0,003722 1,84

SLC16A1 EEETSIDVAG 466 0,003722 1,52

SLC20A2 ALSMTHGSVK 316 0,003605 0,003786 1,48 2,64

SLC25A25 LVGSDQETLR 319 0,003343 0,00351 0,26 0,38

SLC38A2 SHYADVDPENQN 39 0,002726 0,6

SLC39A6 ADSQEPSHFDSQQ 498 0,003216 0,003377 0,57 0,31

SLC39A6 ADSQEPSHFDSQQ 502 0,003216 0,003377 0,35 0,45

SLC39A6 EPSHFDSQQPAVL 506 0,00326 0,003423 0,61 0,29

SLC4A1AP MLGEDSDEEEEM 312 0,002814 1,58

SLC4A1AP ENMSQLSEEEQNK 712 0,003192 1,61

SLC4A2 TSPSSPAPLPHQEATPR 170 0,0027 0,53

SLC4A2 TSPSSPAPLPHQEATPR 172 0,002835 0,53

SLC4A2 NISAGSLGSLLG 443 0,003597 0,58

SLC4A2 NISAGSLGSLLG 446 0,003426 0,58

SLC4A2 NISAGSLGSLLG 449 0,003426 0,58

SLC4A2 HGQGAESDPHVTE 461 0,002912 0,58

SLC4A7 ENSTVDFSK 417 0,003618 1,61

SLC7A6 VPNTSQSQVEEDV 22 0,00331 0,003475 0,16 0,46

SLC9A3R2 QDPFQESGLHLSP 298 0,00326 0,003423 0,31 0,17

SLIRP LGWVQFSSEEGLR 68 0,003151 0,003309 0,15 0,23

SLIRP LPQTSDDEK 101 0,003779 0,58

SLK ASSDLSIASSEEDK 340 0,003295 1,53

SLK ASSDLSIASSEEDK 348 0,003295 0,58

SLK DSGSISLQETR 777 0,003146 0,003303 1,53 2,73

SLK DSGSISLQETR 779 0,003146 0,003303 3,41 0,65

SLTM SGQTSESIKK 521 0,003498 0,003673 1,95 3,63

SLTM FGHGSDYSR 741 0,003622 0,003803 2,04 4,26

SLTM GGGSQHYPEE 926 0,003686 0,59

SLTM GPSYHDTRR 963 0,003426 0,003597 0,27 0,43

SLTM VQISGNSMPR 996 0,003426 0,003598 7,92 8,52

SLU7 QFSSSGEWYK 98 0,003083 1,59

SMAP PDDDLGSSNWE 24 0,003198 1,52

SMAP ESQYQQSMDSK 87 0,002838 1,63

SMAP2 LLASVPSPSSSGS 219 0,003313 1,51

SMARCA4 ETSQMSDLPVK 673 0,003045 0,55

SMARCA4 ETSQMSDLPVK 674 0,003197 0,55

SMARCA4 ETSQMSDLPVK 677 0,003045 0,57

SMARCA4 LSPNPPNLTK 1486 0,003449 0,003622 0,51 0,09

SMARCAD1 NDDISELEDLS 146 0,003011 0,003161 1,67 2,91

SMARCAD1 ELFPQRSDNDLLK 173 0,003175 0,55

SMARCAD1 LSSSSEPYEED 212 0,003027 1,76

SMARCAD1 LSSSSEPYEED 213 0,003027 1,76

SMC1A SQEEGSSQGEDSV 957 0,002963 0,56

SMC4 SPDGASSDAEPEP 22 0,002991 0,00314 0,28 0,1

SMC4 SPDGASSDAEPEP 27 0,002991 0,00314 0,24 0,16

SMC4 SPDGASSDAEPEP 28 0,002991 0,00314 0,18 0,22

SMC4 SHGIDLDHNR 215 0,003219 0,00338 1,91 3,03

SMC6 PVTQEEDDD 1109 0,003551 0,003729 0,35 0,61

SMCR8 SDSQASLPQVVR 487 0,002929 0,003075 0,27 0,63

SMCR8 SDSQASLPQVVR 492 0,002929 0,003075 0,58 0,32

SMCR8 DEDGVVSSPPQR 613 0,002931 0,58

SMG9 GGPQNLSGPGGR 32 0,003573 0,5

SMPD4 HISHQTSVNADPA 242 0,002748 0,002885 4,51 0,67

SMPD4 HISHQTSVNADPA 245 0,002748 0,002885 3,55 1,47

SMPD4 HISHQTSVNADPA 246 0,002748 0,002885 1,14 4,36

SNAPC3 ASALPGSQAADSD 74 0,003153 0,003311 0,49 0,33

SNAPC4 QNSEHPSINK 291 0,003245 0,5

SND1 PASPATETVPAFSER 426 0,003051 0,003204 0,15 0,83

SNIP1 LSPEVAPPAHR 35 0,003353 0,51

SNIP1 HSGGSPSPPTSEP 49 0,003041 0,003193 0,22 0,48

SNIP1 HSGGSPSPPTSEP 52 0,003041 0,003193 0,62 0,08

SNIP1 HSGGSPSPPTSEP 54 0,003041 0,003193 0,28 0,42

SNRNP200 EEASDDDMEGDEAVVR 225 0,002709 1,55

SNRNP40 LLLGAGSGPGAGQ 30 0,0034 0,00357 4,47 7,57

SNRPA1 TFNPGAGLPTDK 180 0,003085 0,003239 8,21 3,23

SNTB2 GLGPPSPPAPPR 95 0,003274 0,003438 0,26 0,06

SNTB2 SPSFSGSEDSGSPK 233 0,002763 0,002901 0,55 0,33

SNUPN DWTGMESEEENK 75 0,003261 0,003423 1,34 3,22

SNUPN ASENGHYELEHLSTPK 329 0,002644 0,002776 22,62 7,38

SNW1 GPPSPPAPVMHSPSR 224 0,003139 0,003296 0,32 0,2

SNW1 GPPSPPAPVMHSPSR 232 0,003139 0,003296 0,19 0,37

SNW1 GPPSPPAPVMHSPSR 234 0,003139 0,003296 0,17 0,35

SNX1 RFSDFLGLY 188 0,003343 1,7

SNX17 RSDSQQAVK 409 0,003645 1,67

SNX2 EDSSSTEFVEK 226 0,002993 0,003142 28,76 6,8

SNX6 SLVDYENANK 328 0,00341 1,96

SNX9 SGNWESSEGWGAQ 116 0,00285 1,82

SON SFSISPSRR 1990 0,003586 0,61

SON SFSISPSRR 1992 0,003586 0,003765 0,28 0,6

SON SFSISPSRR 1994 0,003586 0,61

SON RSFSISPVR 2051 0,003547 0,003725 0,16 0,5

SON RSFSISPVR 2053 0,003547 0,003725 0,42 0,2

SOX6 GSLADVVDTLK 139 0,00351 1,53

SPAG9 LHQLSGSDQLESTAHSR 183 0,002571 0,002699 3,11 2,29

SPAG9 LHQLSGSDQLESTAHSR 185 0,002699 1,78

SPAG9 LHQLSGSDQLESTAHSR 190 0,002571 0,002699 1,24 3,54

SPAG9 LHQLSGSDQLESTAHSR 191 0,002571 0,002699 1,93 2,29

SPAG9 LHQLSGSDQLESTAHSR 194 0,002571 0,002699 2,53 4,31

SPAG9 TSHVTPSVKK 588 0,003441 0,52

SPAG9 SSTLSQLPGDK 593 0,003301 0,003467 0,29 0,65

SPAG9 SSTLSQLPGDK 594 0,003301 0,003467 0,25 0,57

SPAG9 SSTLSQLPGDK 595 0,003301 0,59

SPAG9 SSTLSQLPGDK 597 0,003301 0,003467 1,61 3,81

SPEN RASYDYNQD 623 0,00347 1,62

SPEN PQSPGASPSQAER 736 0,002877 0,00302 0,41 0,23

SPEN PQSPGASPSQAER 740 0,002877 0,00302 0,48 0,3

SPEN PQSPGASPSQAER 742 0,002877 0,00302 0,11 0,41

SPEN QDVTDDSPPSK 1222 0,003156 0,003314 0,27 0,71

SPEN EPGEVPSDSDED 1380 0,002953 0,003101 0,37 0,55

SPEN EPGEVPSDSDED 1382 0,002953 0,003101 0,26 0,66

SPEN DPVTPPSDPSIPI 2463 0,00283 0,002971 0,02 0,1

SPEN GGIPHQSPPTKVT 2493 0,00334 0,003507 0,43 0,27

SPPL2C DYCILFSSDYITL 43 0,003064 0,003217 0,44 0,22

SPTAN1 LGDSHDLQR 1338 0,003573 0,003752 1,21 5,73

SPTBN1 WLHGLESQIQSD 1401 0,002816 0,54

SPTBN1 RPPSPEPSTK 2102 0,003405 0,003576 0,35 0,53

SPTBN1 ESSPIPSPTSDR 2165 0,00296 0,003107 0,56 0,34

SPTBN1 ESSPIPSPTSDR 2169 0,00296 0,003107 0,32 0,56

SPTBN1 TITSESSPGK 2341 0,003685 0,6

SQSTM1 PTAESASGPSED 226 0,003261 0,003425 0,34 0,56

SR140 NPPNQSSNER 175 0,003275 0,003439 0,37 0,47

SR140 EEHHLYSNPIK 818 0,002767 0,51

SRA1 SPPVGSGPASGVE 87 0,00328 0,003444 0,14 0,44

SRC SLEPAENVHGAG 17 0,003176 0,003335 0,29 0,35

SRP19 TGGADQSLQQGEG 128 0,003015 0,003166 0,15 0,53

SRRM1 RPSPPATPPPK 402 0,003269 0,003433 0,28 0,18

SRRM1 RPSPPATPPPK 406 0,003269 0,003433 0,19 0,27

SRRM1 RSPSPAPPPR 572 0,003507 0,003682 0,33 0,07

SRRM1 RSPSPAPPPR 574 0,003507 0,003682 0,21 0,19

SRRM1 RYSPSPPPK 617 0,003612 0,003792 0,53 0,23

SRRM1 RYSPSPPPK 619 0,003612 0,003792 0,41 0,35

SRRM1 RTASPPPPPK 626 0,003551 0,003728 0,36 0,28

SRRM1 RTASPPPPPK 628 0,003551 0,003728 0,29 0,35

SRRM1 RQSPSPSTR 725 0,003837 0,53

SRRM1 RQSPSPSTR 727 0,003837 0,56

SRRM1 RQSPSPSTR 729 0,003655 0,003837 0,62 0,3

SRRM1 RQSPSPSTR 730 0,003655 0,003837 0,44 0,28

SRRM1 AASPSPQSVRR 750 0,00324 0,003402 0,56 0,32

SRRM1 AASPSPQSVRR 752 0,00324 0,003402 0,55 0,33

SRRM1 SPVQSQSPSTNWS 781 0,002696 0,002831 0,2 0,1

SRRM1 SPVQSQSPSTNWS 785 0,002696 0,002831 0,18 0,22

SRRM1 SPVQSQSPSTNWS 787 0,002696 0,002831 0,14 0,28

SRRM1 QSQSPSTNWSPAV 790 0,002726 0,002862 0,46 0,32

SRRM1 SPSTNWSPAVPVK 793 0,002761 0,002899 0,23 0,11

SRRM1 ETESEAEDNL 886 0,003455 1,49

SRRM2 EGDAPFSEPGTTS 311 0,002912 0,003058 0,37 0,59

SRRM2 GGSPQPLATTPLS 377 0,003066 0,003219 0,28 0,2

SRRM2 GGSPQPLATTPLS 387 0,003066 0,003219 0,16 0,18

SRRM2 NPPSEASPTR 398 0,003526 0,003702 0,17 0,35

SRRM2 HASSSPESPK 436 0,003618 0,003799 0,42 0,28

SRRM2 HASSSPESPK 437 0,003618 0,003799 0,2 0,5

SRRM2 SCFESSPDPELK 875 0,002822 0,002963 0,55 0,35

SRRM2 SCFESSPDPELK 876 0,002822 0,002963 0,48 0,42

SRRM2 QSHSGSISPY 990 0,003504 0,00368 0,34 0,62

SRRM2 PPQEDATASPPR 1177 0,002975 0,003124 0,58 0,36

SRRM2 QEDATASPPR 1179 0,003477 0,003651 0,51 0,37

SRRM2 ILSHLSSELK 1258 0,003484 1,6

SRRM2 AGMSSNQSISS 1398 0,00366 0,58

SRRM2 AGMSSNQSISS 1401 0,003486 0,55

SRRM2 RVPSPTPAPK 2581 0,003544 0,003722 0,33 0,49

SRRM2 RVPSPTPAPK 2583 0,003544 0,003722 0,42 0,34

SRRM2 SLSYSPVER 2690 0,003583 0,003762 3,57 1,45

SRRM2 SLSYSPVER 2694 0,003583 0,6

SRRP35 RFSYSQSK 146 0,003699 0,003884 1,44 3,7

SRRP35 RFSYSQSK 148 0,003699 1,62

SRRP35 RFSYSQSK 150 0,003699 0,003884 1,54 3,6

SRRT RGWVTFDR 468 0,003586 0,54

STAG2 PEDSFMSVYP 1140 0,003359 1,73

STAG2 MQTEHHQTP 1146 0,003537 1,73

STARD3NL NIHSINPTQLMAR 27 0,003177 0,003336 5,46 3,24

STARD3NL NIHSINPTQLMAR 31 0,003177 0,003336 3,71 4,99

STIM1 PPGGSPHLDSSR 608 0,003111 0,003267 0,45 0,27

STIM1 SHSPSSPDPD 618 0,003622 0,003803 0,51 0,25

STK10 SLHINGGGSAAEQR 824 0,002711 0,002846 0,43 0,19

STK11IP ASISEPSDTDPEPR 398 0,003165 0,52

STK11IP NSPPQAPSTR 772 0,003529 0,59

STK25 NSPPTLEGQHSK 231 0,002912 0,003058 0,59 0,33

STK32C MGSSMSAATAR 70 0,003483 0,003657 0,25 0,37

STK32C MGSSMSAATAR 71 0,003483 0,003657 0,35 0,27

STK4 PSFLEYFE 394 0,003602 1,53

STMN1 ASGQAFELILSPR 16 0,002862 0,58

STMN1 ASGQAFELILSPR 25 0,002725 0,002862 1,64 4,48

STMN1 ESVPEFPLSPPK 31 0,002846 0,002988 0,52 0,38

STMN1 ESVPEFPLSPPK 38 0,002988 0,51

STMN1 KSHEAEVLK 63 0,003751 1,62

STRN3 ELPHIPSGIINQS 390 0,002696 0,6

STRN4 SPGPTAGPEPLSLP 53 0,00286 0,003003 0,52 0,34

STRN4 SPGPTAGPEPLSLP 64 0,00286 0,003003 0,19 0,31

STRN4 SNGPVESVTLENS 155 0,002834 0,002975 9,53 14,09

STRN4 SNGPVESVTLENS 161 0,002834 0,59

STXBP4 MIGVSFEEAK 5 0,003363 0,003531 6,04 15

STXBP5 KLSLPTDLK 759 0,00384 1,52

SUDS3 PASPSSPEHLP 235 0,00334 0,003507 0,47 0,11

SUDS3 PASPSSPEHLP 237 0,00334 0,003507 0,25 0,37

SUDS3 PASPSSPEHLP 238 0,00334 0,003507 0,44 0,18

SUFU DSLESDSSTAI 346 0,003324 0,00349 0,55 0,37

SUMF2 GASWIDTADGS 256 0,003453 0,003626 4,35 13,21

SUMO2 TENNDHINLK 12 0,003133 0,00329 1,54 5,56

SUPT5H PHYGSQTPLHD 806 0,003006 0,003156 0,56 0,34

SUPT6H EGSDSGDSEDD 73 0,003358 1,64

SUPT6H EGSDSGDSEDD 75 0,003525 1,64

SUPT6H EGSDSGDSEDD 78 0,003525 1,64

SUPT6H EAHYAYSFK 636 0,003349 1,56

SYMPK GAPSSSSPSPSPS 1171 0,003269 0,003433 0,46 0,3

SYMPK TPSPAAEDAR 1259 0,003658 0,59

SYNCRIP QTNNQNWGSQ 580 0,003186 0,53

SYNCRIP QTNNQNWGSQ 587 0,003186 0,56

TACC1 ELDENTSPLLGD 276 0,00304 1,69

TACC3 PFTQDDTLGLENS 87 0,003464 1,77

TAF12 LSPENNQVLTK 51 0,003027 0,003178 0,75 0,21

TAGLN2 NVIGLQMGTNR 201 0,003121 1,57

TAOK2 HTVTSHSSIIHR 408 0,002752 0,55

TAOK2 HTVTSHSSIIHR 410 0,002752 1,97

TAOK2 HTVTSHSSIIHR 411 0,002889 0,55

TAOK2 HTVTSHSSIIHR 414 0,002889 1,97

TARDBP FGNQGGFGNSR 292 0,003444 1,98

TBC1D10B PSPAPGPGTPTGTPTR 141 0,003185 0,003344 0,23 0,47

TBC1D10B PSPAPGPGTPTGTPTR 150 0,003185 0,003344 0,17 0,21

TBC1D10B ASAGPAPGPVVTAEG 687 0,002942 0,003089 0,19 0,27

TBC1D10B LHPSLPSPTG 707 0,003688 0,003873 0,48 0,16

TBC1D15 DSSSVVEWTQAPK 78 0,003306 1,55

TBC1D4 HLSSLTDNEQAD 485 0,00284 0,002982 6,53 7,79

TBC1D4 HLSSLTDNEQAD 486 0,00284 0,002982 3,59 9,71

TBC1D4 HLSSLTDNEQAD 488 0,00284 0,002982 1,32 6,5

TBC1D4 SLTSSLENIFS 568 0,003133 0,00329 7,78 16,06

TBC1D4 SLTSSLENIFS 569 0,003133 0,00329 5,57 10,61

TBC1D4 SLTSSLENIFS 570 0,003133 0,00329 9,85 8,01

TBC1D4 LGSVDSFER 588 0,003859 1,91

TBC1D4 AHTFSHPPSSTK 644 0,002908 0,003053 1,72 2,86

TBC1D4 AHTFSHPPSSTK 648 0,002908 0,003053 1,95 2,69

TBC1D4 AHTFSHPPSSTK 649 0,003053 1,59

TBC1D4 AHTFSHPPSSTK 650 0,002908 0,003053 3,51 1,07

TBCEL PATPQGSPMK 37 0,003844 0,57

TBCEL PATPQGSPMK 41 0,003661 0,003845 0,35 0,19

TCERG1 ELLSNHHLDSQSR 804 0,003097 0,53

TCERG1 ELLSNHHLDSQSR 812 0,003097 0,49

TCERG1 WESGSLLER 935 0,003462 0,003635 0,15 0,63

TCF3 TSSTDEVLSLEE 530 0,003025 1,51

TCF9 ESEDDPESEPDD 174 0,002912 0,57

TCF9 ESEDDPESEPDD 180 0,002773 0,57

TCF9 STSGNFSVDEK 393 0,003201 0,55

TCOF1 TSQVGAASAPAK 375 0,0036 1,65

TCOF1 GSLGQGTAPVLPGK 734 0,00294 0,003087 0,56 0,26

TCOF1 QEGPATQVDSAV 1060 0,00328 0,52

TDP1 EEDEYETSGEGQD 147 0,003192 1,75

TDP1 EEDEYETSGEGQD 148 0,003192 1,75

TERF2IP TSAFLASGQR 347 0,003582 1,63

TERF2IP TSAFLASGQR 352 0,003762 1,63

TET2 AAQTQPSQSSHLP 754 0,002796 0,002936 7,54 2,9

TFIP11 DGLPLQSQQLPQS 300 0,002685 0,49

TFRC FGGEPLSYTR 19 0,003318 0,003484 0,47 0,29

TFRC FGGEPLSYTR 21 0,003318 0,003484 0,38 0,52

TFRC QVDGDNSHVEMK 34 0,002783 1,95

TGFB1I1 PSLPSSPSPGLPK 137 0,002979 0,56

TGFB1I1 PSLPSSPSPGLPK 141 0,003128 0,57

TGFB1I1 PSLPSSPSPGLPK 143 0,003128 0,58

TGIF2 PLVTPGSTLTLLTR 159 0,00323 1,82

THOC4 MDMSLDDIIK 15 0,003176 0,003335 0,2 0,68

THOC4 QHDLFDSGFGGGA 101 0,002885 0,003029 1,44 4,14

THRAP3 SPPSTGSTYGSSQK 323 0,002872 0,5

THRAP3 PPSTGSTYGSSQK 327 0,002735 0,002871 0,5 0,34

THRAP3 GSFSDTGLGDGK 377 0,00328 0,003444 6,12 8,28

THRAP3 GSFSDTGLGDGK 379 0,00328 0,003444 1,42 3,8

THUMPD1 PELASQATEGS 425 0,003423 0,003595 0,57 0,35

THUMPD3 EFTSHALDSHILD 176 0,003198 0,003357 1,81 2,29

THUMPD3 EFTSHALDSHILD 177 0,003198 0,003357 3,07 1,03

THUMPD3 EFTSHALDSHILD 182 0,003198 0,003357 1,38 2,72

TIMELESS FGGSYIVQGLK 281 0,003206 1,71

TIMM44 KLGELTGTVK 128 0,003557 0,003735 0,15 0,21

TIMM44 AAFRALSQGVESV 180 0,003648 0,00383 6,32 15,16

TIMM44 ALSQGVESVK 185 0,003648 0,00383 0,04 0,14

TJP1 SDNEEDSYDEEIH 131 0,003011 0,003161 0,41 0,27

TJP1 PFDNQHSQDLDSR 1111 0,003053

TJP2 RAASSDQLR 1009 0,003695 0,39

TJP2 RAASSDQLR 1010 0,003695 0,19

TJP2 GSYGSDAEEEE 1190 0,003356 1,59

TLCD2 GPVTSNSSTLSLK 257 0,002921 0,003066 15,36 38,02

TLCD2 GPVTSNSSTLSLK 258 0,002921 0,003066 34,42 18,96

TLE3 SANNSVSPSESLR 203 0,002804 1,53

TLE3 SANNSVSPSESLR 211 0,002804 0,61

TLE4 SSSVSPSASFR 206 0,003528 1,84

TLE4 SSSVSPSASFR 212 0,003528 1,84

TLK2 SSPQHSLSNPLP 110 0,002979 0,49

TLK2 SSPQHSLSNPLP 115 0,002979 0,51

TLK2 HGASFTEQWTD 307 0,003094 1,84

TLK2 HGASFTEQWTD 309 0,003094 1,84

TLN1 EEITGTLRK 142 0,003554 0,003732 1,94 4,38

TLN1 EEITGTLRK 144 0,003554 0,003732 1,49 4,85

TLN1 MLEDSVSPKK 425 0,003299 1,74

TMEM115 DQSIWPSMDDDEE 306 0,003039 0,57

TMEM51 HAQEEDSQEEEEE 115 0,002998 0,58

TMF1 PFSVSSTPTMSR 928 0,002908 0,003053 0,47 0,41

TMPO GPPDFSSDEER 66 0,003195 0,53

TMPO SSQPEHSAMLVST 301 0,002891 0,54

TMPO SHISDQSPLSSK 351 0,002931 0,003078 1,53 2,47

TNIK DYLVSLQHQR 502 0,00314 1,69

TNIK GPALTASQSVHEQ 608 0,00285 0,002992 0,59 0,21

TNIK SEGSPVLPHE 769 0,003538 0,57

TNKS1BP1 TFNHDGSSR 194 0,003638 0,00382 1,4 3,24

TNKS1BP1 GVLQSPSQDQEK 437 0,002868 1,93

TNKS1BP1 PPPSGSQGLLEE 1452 0,003102 0,003257 0,39 0,55

TNRC18 TSPPPASPPPTPG 1038 0,003121 0,003277 0,03 0,05

TNRC6B SSSSTGSEVGGQ 563 0,003444 0,003616 1,04 2,98

TNS3 LSLGQYDND 776 0,003806 1,75

TOM1L2 DGFDMFAQTR 381 0,003158 0,003316 2,51 4,57

TOM1L2 GNSLAEQRK 394 0,003698 0,003884 1,52 2,68

TOMM70A ASPAPGSGHPE 91 0,003685 0,00387 0,51 0,39

TOMM70A GPGAHLDMNSLDR 110 0,002737 0,002873 0,58 0,32

TOP2B ASGSENEGDY 1552 0,003612 0,51

TOP3A MDNSQHPQPA 778 0,003324 0,42

TOR1AIP1 QPPLQPSPVMTR 143 0,002798 0,002938 0,25 0,39

TOR1AIP1 DSHSSEEDEAS 156 0,003303 1,52

TOR1AIP1 DSHSSEEDEAS 157 0,003303 1,52

TOX4 LSTTPSPTSSLHED 178 0,003225 0,52

TOX4 LSTTPSPTSSLHED 180 0,003225 0,48

TOX4 LSTTPSPTSSLHED 182 0,003225 0,003386 0,27 0,63

TP53BP1 PMDTSVLSEE 399 0,003371 0,00354 1,55 2,59

TP53BP1 ELQQPQTQEK 860 0,003212 0,55

TP53BP1 TSSGTSLSAMHS 1320 0,003375 1,79

TP53BP1 TSSGTSLSAMHS 1325 0,003375 1,79

TP53BP1 SDSPEIPFQ 1467 0,003641 0,003824 0,55 0,41

TP53BP1 GPTGSSEEEEEF 1763 0,002906 0,003051 0,59 0,31

TP53BP1 GPTGSSEEEEEF 1764 0,002906 0,003051 0,59 0,29

TP53BP2 NSEVAVMDKR 302 0,003258 0,003422 1,97 2,91

TP53BP2 PFSMFDAVD 464 0,003612 0,003793 1,15 2,85

TP53BP2 APPSFGTLRK 480 0,00347 0,003644 1,21 2,79

TPD52L2 SWHDVQVSSAYVK 96 0,003155 1,55

TPP2 VANNGSSQANK 163 0,003423 0,55

TPP2 VANNGSSQANK 164 0,003423 0,59

TPR GIASTSDPPTANIK 1660 0,002895 0,49

TPR TVPSTPTLVVPHR 2133 0,002698 0,002832 0,06 0,18

TPR TVPSTPTLVVPHR 2136 0,002833 1,83

TPR TVPSTPTLVVPHR 2139 0,002698 0,002832 0,03 0,21

TPR FAEAIHSPQVAGV 2155 0,002848 0,00299 1,94 3,28

TPR DLGQLASQGGLGM 2187 0,003018 0,003168 0,05 0,07

TPT1 EGNIDDSLIGGNA 46 0,002955 1,63

TRA2B PHTPTPGIYMGR 201 0,002846 0,002988 1,45 3,73

TRAF3IP1 QDSMEALQM 476 0,003712 1,54

TRAFD1 AFESDVFHNR 191 0,003076 0,00323 4,92 5,48

TRAFD1 SQPQETSPELPR 409 0,002763 0,59

TRAFD1 SQPQETSPELPR 415 0,002763 0,58

TRAFD1 HQGDLSSGYLDD 430 0,002887 0,003031 5,84 3,08

TRAK1 NESSSSVQNYF 202 0,003133 1,54

TRIM28 QGSGSSQPMEVQ 440 0,003045 0,003198 0,57 0,39

TRIM28 LDLDLTADSQPP 498 0,00308 0,57

TRIM28 LDLTADSQPPVFK 501 0,003312 0,003477 0,41 0,47

TRIM3 EDSPGPEVQPMDK 7 0,003317 0,57

TRIP10 PGDVEFEDFSQPMNR 288 0,002708 0,002843 0,36 0,48

TRIP10 APSDSSLGTPSDGR 296 0,002806 0,002946 0,48 0,26

TRIP11 SQEIDDHQHE 226 0,00319 1,63

TRIP11 DISLDSELHDLR 464 0,002682 1,48

TRIP11 NELMQSLNQDSN 630 0,002718 0,002854 1,96 3,74

TRIP4 LMSGVENSGK 232 0,003635 0,003817 6,35 11,03

TRIP6 GPQVPLSQPPED 249 0,002979 0,003128 0,48 0,4

TRIT1 AVNTIESQSVSPDHNK 436 0,00277 0,002909 0,49 0,45

TRIT1 AVNTIESQSVSPDHNK 439 0,00277 0,002909 0,5 0,44

TRPS1 HPNYSPPGSPIEK 1094 0,003496 0,49

TRPS1 HPNYSPPGSPIEK 1098 0,003496 0,5

TRRAP GLSVDSAQEVK 2051 0,003301 1,77

TRRAP EVQSNMVPR 3643 0,003513 0,003689 48,73 12,95



TSC2 SLHAEELVGR 1346 0,003362 0,66

TSC2 SQSGTLDGESAA 1418 0,003496 1,62

TSC2 SQSGTLDGESAA 1420 0,003496 0,66

TSC2 LISSVEDFTEFV 1798 0,002731 0,002868 0,8 0,35

TSC2 LISSVEDFTEFV 1799 0,002731 0,59

TSEN34 ASGASSSQEAGSS 136 0,003487 1,99

TSFM VGMAPLSVGSLDD 288 0,002986 0,003135 0,19 0,09

TSFM VGMAPLSVGSLDD 291 0,002986 0,003135 0,59 0,29

TSGA14 SLSSGHLQGK 363 0,003661 0,003844 0,62 0,08

TTBK2 SIHSFELEK 850 0,003423 1,26

TTBK2 SIHSFELEK 853 0,003423 1,59

TTBK2 ESILPALLHK 889 0,003334 1,74

TTC1 PFGLSTENFQI 265 0,003154 1,68

TTC39B GASTVSSSSSTK 120 0,003397 0,003567 3,57 0,65

TTDN1 SPAGSQQQFGY 93 0,003204 0,003364 0,11 0,65

TTDN1 MSNELENYFK 133 0,003103 1,7

TTK NEDLTDELSLN 33 0,002982 1,63

TUBB2C SGPFGQIFR 78 0,003678 0,003862 1,7 2,98

TUBB2C NFVFGQSGAGNNW 95 0,002709 0,002844 3,82 0,6

TUBB2C GAELVDSVLDVVR 115 0,002895 1,51

TUBB2C NSSYFVEWI 338 0,003433 1,67

TUBB2C NSSYFVEWI 339 0,003269 0,003433 1,76 2,28

TUSC2 GSMFYDEDGD 50 0,003458 1,54

TWISTNB VFQGSDSSGYQSD 299 0,002748 0,51

TWISTNB VFQGSDSSGYQSD 300 0,002748 0,51

TWISTNB DSSGYQSDHK 304 0,003326 0,51

TXLNG HSLEEDEGSD 79 0,003343 1,99

TXLNG VHLQSEHSK 196 0,003498 0,003673 1,45 2,57

TXNDC5 ALGLEHSETVK 239 0,003168 0,003327 0,21 0,15

TXNDC5 EYVESQLQR 292 0,003413 0,58

UBA1 PGSNCSPAQSVL 21 0,00323 0,003391 0,36 0,22

UBA1 QELQSANASVDDSR 816 0,003128 0,003284 1,01 4,25

UBA1 QELQSANASVDDSR 820 0,003128 0,003284 1,85 3,41

UBA2 WAEVQSQGEETNASD 289 0,003035 0,51

UBA2 WAEVQSQGEETNASD 297 0,002891 0,003035 0,51 0,29

UBAP2L PQNQNQTQHK 23 0,003227 0,59

UBAP2L NPSDSAVHSPFTK 412 0,002729 1,56

UBAP2L NPSDSAVHSPFTK 416 0,002729 0,002866 1,4 4,98

UBAP2L QAFTPSSTMME 425 0,003057 0,00321 0,23 0,35

UBAP2L QAFTPSSTMME 427 0,003057 0,00321 0,42 0,22

UBAP2L QAFTPSSTMME 428 0,003057 0,00321 0,55 0,15

UBAP2L YPSSISSSPQK 604 0,003176 0,003335 3,4 1,74

UBAP2L YPSSISSSPQK 605 0,003176 0,003335 1,27 3,01

UBAP2L YPSSISSSPQK 607 0,003334 1,72

UBAP2L YPSSISSSPQK 608 0,003176 0,003335 3,52 1

UBE2O EQLLTGSPTSPTV 836 0,002982 0,6

UBE4B SMSQVDVDSG 118 0,003625 1,52

UBE4B QSQLAQDER 1074 0,003641 1,56

UBQLN4 LAGNSDSSSSQPL 315 0,002982 0,43

UBR5 RISQSQPVR 1557 0,003479 1,58

UBR5 DDDSLPAETG 2019 0,003824 0,57

UBXN1 YGGSVGSQPPPV 182 0,003269 0,003433 0,34 0,22

UCK2 RQASESSSR 254 0,003682 1,89

UGCGL1 GQYQGLSQDPNSL 1442 0,002693 0,002827 0,58 0,26

UHRF1 EEEEQQEGGFASPR 652 0,002991 0,003141 1,82 3,68

UHRF1BP1 TVSQQSFDGVSLD 1101 0,002874 1,75

UHRF1BP1 TVSQQSFDGVSLD 1103 0,002874 1,75

UHRF1BP1L SPTHASPQHTQTEK 427 0,003072 0,003225 0,57 0,23

UIMC1 DVETTSSVSV 24 0,003628 0,00381 4,25 3,01

UIMC1 LLSFLEQSEHK 628 0,002838 0,002979 1,42 3,1

UNC13B FLGPQESFPEENA 371 0,003401 0,47

UNG HAPSPEPAVQ 23 0,003599 0,003779 0,57 0,21

UNG GQEEPGTPPSSPL 60 0,00291 0,003055 0,35 0,51

UPF1 ESQTQDNITVR 323 0,003067 0,53

UPF1 ESQTQDNITVR 325 0,003067 0,53

UPF1 VALSQDSTYQGER 1107 0,003262 1,57

UPF1 VALSQDSTYQGER 1110 0,003262 1,55

UPF1 VALSQDSTYQGER 1111 0,003262 1,57

UPF3B GATGSGGGTSGDSSK 33 0,003066 1,59

UPF3B VGTIDDDPEYR 153 0,002944 0,003091 15,73 8,31

USO1 VASSTLLDDR 32 0,003462 0,003635 2,71 5,57

USO1 EEDELESGDQED 953 0,002715 0,56

USP11 NDSVIVDTF 452 0,003859 1,56

USP11 DYNNSYYGLML 606 0,002794 0,002934 1,53 3,21

USP24 SSQLNNPQFV 621 0,003299 0,003464 0,19 0,15

USP28 EPSQDTVATEPS 70 0,003136 0,59

USP3 SQGDNNVSLVEEFR 210 0,002989 0,003139 5,67 8,59

USP5 LGHGLLSGEYSK 390 0,002986 0,003135 4,56 6,86

USP9X QDNESNVDPR 1609 0,003353 1,71

UTP14A DYLLSESEDEGD 29 0,002758 1,56

UTP14A DYLLSESEDEGD 31 0,002758 1,57

UTX NQLSNSTQGL 689 0,003683 1,94

VAPA PHSVSLNDTET 211 0,003285 0,57

VAPB SLSSSLDDTEVK 156 0,002942 0,003089 1,57 2,55

VAPB SLSSSLDDTEVK 158 0,002942 0,003089 7,11 6,47

VAPB SLSSSLDDTEVK 160 0,002942 1,55

VCL SLLDASEEAIK 721 0,003188 1,92

VCP QTNPSAMEVEED 715 0,0028 0,00294 0,5 0,34

VCP QTNPSAMEVEED 718 0,00294 0,5

VCP SVSDNDIRK 748 0,003595 0,003775 1,29 2,71

VCP YEMFAQTLQQSR 765 0,003163 0,003321 1,55 4,19

VCPIP1 DQSTEQSPSDLPQR 1128 0,003 0,00315 0,42 0,28

VDAC1 TFDSSFSPNTGK 104 0,002927 0,003073 1,24 2,96

VGLL4 AVAPTMSLHGSHL 120 0,002858 0,003001 0,35 0,51

VHL SLYEDLEDHPNVQK 183 0,002973 1,93

VIM RMFGGPGTASR 22 0,003291 0,003455 1,65 2,95

VIM SLYASSPGGVYATR 55 0,003316 1,99

VIM SLYASSPGGVYATR 56 0,003455 1,5

VIM LPLPNFSSLNLRE 419 0,002759 0,49

VIM LPLPNFSSLNLR 420 0,002759 1,56

VPRBP SDHGAYSQSPAIK 979 0,002918 1,71

VPS26B SMSHQAAIASQR 304 0,003076 1,64

VRK1 TEWSNTQTEEAIQTR 376 0,00267 0,002803 5,93 1,75

VRK1 TEWSNTQTEEAIQTR 386 0,00267 1,59

VRK2 GQSINVHTPNSQK 339 0,002687 0,002821 1,69 2,37

VRK3 GLNSSFETSPK 55 0,003372 1,96

VRK3 GLNSSFETSPK 58 0,003372 1,74

WAC GDSQPYQALK 22 0,003374 0,003543 0,53 0,35

WAC ASSLLPQNILSQTSR 222 0,002952 0,48

WAC ASSLLPQNILSQTSR 225 0,002952 1,53

WAPAL PESPSEISPIK 306 0,003168 0,003327 0,67 0,21

WAPAL PESPSEISPIK 308 0,003168 0,003327 0,14 0,18

WAPAL PESPSEISPIK 311 0,003326 0,61

WAPAL GGDEGGSGSSNYK 528 0,003092 0,003247 4,43 1,65

WDHD1 LVTAVSNNTIQV 72 0,00299 0,00314 1,5 2,58

WDHD1 EDGQEGSIHNLPL 407 0,002689 0,002823 0,55 0,31

WDR32 AATGPPSPLHPGA 36 0,003196 0,01

WDR33 HHMGPMSER 971 0,003447 0,003619 0,18 0,3

WDR37 ASHSTSQLSQK 116 0,003193 0,003353 4,31 6,51

WDR44 QDDPSSSDDEGMP 470 0,00288 0,57

WDR44 DQDDPSSSDDEGM 471 0,00288 0,57

WDR44 QDDPSSSDDEGMP 472 0,00288 0,58

WDR44 VSPSPSQESLSSSK 568 0,002669 0,002802 0,27 0,41

WDR48 INLDNESQTTSSS 611 0,002713 0,54

WDR60 DGTSSQHAENL 311 0,003232 0,003394 0,56 0,26

WDR70 QAETLTQDYIIT 526 0,002848 0,55

WHSC2 EETVVENATPD 288 0,003119 0,003275 5,34 0,88

WIZ GHSPTASPPPTAR 1151 0,003101 0,5

WIZ GHSPTASPPPTAR 1155 0,003101 0,5

WNK1 SEPSHLNGPSSD 2500 0,003064 0,49

WNK1 SEPSHLNGPSSD 2509 0,003217 0,56

WNK1 SEPSHLNGPSSD 2510 0,003064 0,54

WNK1 DVDDGSGSPHSP 2525 0,003364 0,53

WTAP EDDFPSSPGNGNK 306 0,002773 0,52

XPO1 SPLLSGSQHFDVP 397 0,002735 0,52

XRCC1 EEDESANSLR 181 0,003419 0,45

XRCC1 EEDESANSLR 184 0,003419 0,45

XRCC1 PTQAAGPSSPQK 447 0,003206 0,003367 0,03 0,07

XRCC4 PDSSLPETSK 304 0,00351 0,57

XRN2 DQPAFTPSGILT 433 0,003018 0,003168 1,54 2,94

XRN2 NSPGSQVASNP 451 0,00352 0,53

XRN2 AEDSDSEPEPED 501 0,00286 0,56

YAP1 AHSSPASLQLGAVSP 127 0,003278 0,003498 0,15 0,18

YAP1 AHSSPASLQLGAVSP 131 0,003498 0,59

YAP1 AHSSPASLQLGAVSP 138 0,003498 1,55

YEATS2 SESDSLSQHNDFL 138 0,00321 0,54

YEATS2 SESDSLSQHNDFL 144 0,00321 0,55

YLPM1 PGGLQGSQDR 1100 0,003658 0,5

YRDC PPSPAPAAPGAR 37 0,003426 0,003597 0,45 0,25

YTHDC1 LSSESHHGGSP 419 0,003409 1,66

YTHDC1 LSSESHHGGSP 424 0,003409 1,66

YTHDF1 AGSDSNSPGNVQP 350 0,003057 0,00321 0,35 0,47

YTHDF2 GNGVGQSQAGSGS 374 0,003377 0,003546 0,17 0,23

YTHDF2 SYSEDDIHR 417 0,003332 0,003499 20,53 7,01

YTHDF3 QNNGAGSENFGLG 375 0,002977 0,003126 0,38 0,24

YY1 KFAQSTNLK 397 0,003586 0,003765 16,64 29,5

ZC3H11A SSTSSPSQHEATP 497 0,002868 0,003012 0,24 0,42

ZC3H11A PPLSVEDDFEK 768 0,002953 0,003101 1,77 3,05

ZC3H13 TSAVSSPLLDQQR 237 0,002701 0,002836 1,41 2,93

ZC3H13 TSAVSSPLLDQQR 241 0,002701 0,002836 1,33 3,01

ZC3H13 TPSPPPPIPEDIALGK 263 0,002928 0,003074 0,18 0,32

ZC3H13 TPSPPPPIPEDIALGK 265 0,002928 0,003074 0,27 0,23

ZC3H13 STSPAGQHHSPISSR 316 0,003225 0,49

ZC3H13 STSPAGQHHSPISSR 318 0,003225 0,51

ZC3H13 STSPAGQHHSPISSR 325 0,003072 0,47

ZC3H13 STSPAGQHHSPISSR 328 0,003225 0,49

ZC3H15 SDLEEDNER 381 0,003543 1,8

ZC3H18 KLGVSVSPSR 534 0,003789 1,6

ZC3H4 ASTDSSTQGANLP 1035 0,003013 0,003164 0,6 0,32

ZC3H7A WNNSISQYTE 62 0,003029 0,003181 1,64 3,06

ZC3H7B FMEETNSQDHR 400 0,002716 0,55

ZC3H7B SSEDQTWKR 476 0,003291 0,003456 4,63 3,31

ZC3H8 NSGSQEEDGK 163 0,003542 0,003719 1,55 3,69

ZC3HAV1 FLENGSQEDLLH 335 0,002702 0,58

ZC3HAV1L SHQLIHAASLK 210 0,003116 0,003272 5,59 9,77

ZC3HAV1L SHQLIHAASLK 218 0,003116 0,003272 5,86 9,5

ZC3HC1 PEPEAASPTTR 370 0,00324 0,003402 0,16 0,32

ZCCHC14 FLSLTEEDLNK 327 0,002883 0,003027 0,18 0,22

ZEB1 PLQEQLSVNQIK 342 0,002711 0,002846 2,42 6,76

ZFP64 NSSQLTVHLR 244 0,003242 0,003405 1,86 3,04

ZFR ASQNTSSSNSSTR 365 0,002846 0,002988 7,35 9,15

ZFYVE20 STHTSPSQSP 215 0,003792 0,55

ZFYVE20 STHTSPSQSP 219 0,003612 0,5

ZFYVE20 GSISSMSSVSSVLD 232 0,002928 1,73

ZHX1 IAVHHNSVEDVPE 202 0,00328 0,59

ZMYND8 FPSPPHSSNG 51 0,003618 0,003799 0,59 0,21

ZMYND8 HSPQDTSTSPIK 65 0,002906 0,003051 0,37 0,43

ZMYND8 TGQAGSLSGSPK 517 0,003423 0,003594 0,5 0,14

ZMYND8 TTVGSHSPPETPV 773 0,002883 0,003027 0,55 0,25

ZMYND8 TTVGSHSPPETPV 783 0,002883 0,003027 0,17 0,41

ZNF148 SMPHQEILAAD 51 0,003099 0,003255 0,4 0,5

ZNF148 GGLLTSEEDSGFSTSPK 306 0,002792 0,002932 1,17 1,35

ZNF192 PSPPDQTPEED 17 0,0031 0,003255 0,29 0,35

ZNF24 VLEDLESELDDPG 132 0,003312 0,58

ZNF24 ASWELHSLR 185 0,003567 0,98

ZNF24 SSILVQHQR 291 0,003489 0,003663 3,75 4,33

ZNF24 AFSQNSGLINHQ 317 0,002868 0,003012 2,45 9,37

ZNF24 AFSQNSGLINHQ 320 0,002868 0,003012 3,25 25,53

ZNF24 SYSQSSNLFR 347 0,003156 0,003314 4,02 23,48

ZNF24 SYSQSSNLFR 348 0,003156 0,003314 1,91 2,29

ZNF267 SEETVAIQPDVFSHYNK 70 0,003427 0,003598 4,61 10,96

ZNF295 SFSASQSTDR 409 0,003607 1,75

ZNF295 SFSASQSTDR 413 0,003435 0,003607 1,56 2,5

ZNF295 EHAPLASPVENK 714 0,002918 0,56

ZNF326 SMDSYLNQSYGMD 48 0,003303 1,61

ZNF326 SMDSYLNQSYGMD 56 0,003146 0,003303 1,78 2,82

ZNF326 FGPYESYDSR 79 0,003078 1,73

ZNF326 SGYGFNEPEQSR 91 0,00276 0,002897 1,03 3,29

ZNF326 NQGGSSWEAPY 130 0,003138 1,87

ZNF326 ESVLTATSILNNPIVK 445 0,002812 0,002953 6,11 23,77

ZNF326 ESVLTATSILNNPIVK 451 0,002812 0,002953 7,38 22,5

ZNF446 PPLAAQSPEGNHG 188 0,002955 0,003103 0,16 0,26

ZNF503 LQPLPSTPVSPIE 99 0,002746 1,56

ZNF592 HSQPQASQDQDSH 1255 0,003239 0,57

ZNF608 ELDLNSSSEDNK 513 0,002938 0,48

ZNF608 ELDLNSSSEDNK 514 0,002938 0,48

ZNF609 VEPHSPSPSSK 578 0,003413 0,59

ZNF629 SFTQSSHLVQH 186 0,002964 0,003112 38,17 26,63

ZNF629 SFTQSSHLVQH 188 0,002964 0,003112 48,49 26,35

ZNF629 SFTQSSHLVQH 190 0,002964 0,003112 59,35 15,49

ZNF629 SFTQSSHLVQH 191 0,002964 0,003112 29,08 35,72

ZNF629 SSDLIQHQATHTGEK 274 0,002889 0,003033 37,52 18,05

ZNF629 SFIQSSELTQHQR 326 0,003049 0,003202 9,48 14,72

ZNF629 SFGHSSTLIK 354 0,003461 0,003635 14,34 38,04

ZNF629 SFSVSSNLINHQR 412 0,003189 0,003349 11,85 22,89

ZNF629 SFSQSSNLITHVR 494 0,003216 0,003377 10,54 24,06

ZNF638 ETLGSEAVSSNVID 198 0,002667 0,53

ZNF638 ETLGSEAVSSN 201 0,003411 0,53

ZNF638 SDSNLGGHSIR 628 0,003274 0,003438 1,35 4,17

ZNF653 PLSDSDPDSDK 184 0,003188 0,55

ZNF687 DIPASASPPPVAG 253 0,003181 0,00334 0,28 0,04

ZNF687 QSPGHQSPLASPK 266 0,002832 0,002973 0,23 0,11

ZNF687 QSPGHQSPLASPK 271 0,002832 0,002973 0,48 0,28

ZNF703 PSPEPAAVSR 252 0,003671 0,003855 0,58 0,26

ZNF828 SPPLPEHQK 108 0,003779 0,53

ZNF828 LAPVPSPEPQK 204 0,003221 0,003383 0,11 0,19

ZNF828 PAPVSPESVK 214 0,003671 0,003855 0,25 0,19

ZNF828 PSPSESPEPWK 282 0,003031 0,003183 0,35 0,19

ZNF828 PSPSESPEPWK 284 0,003031 0,003183 0,24 0,14

ZNF828 PSPSESPEPWK 286 0,003031 0,003183 0,34 0,24

ZNF828 PFPAVSPEPR 297 0,003573 0,51

ZNF828 AVPPVSPELR 416 0,003498 0,003673 0,13 0,23

ZNF828 PGPPLSPEIR 427 0,003504 0,54

ZNF828 SPAGSPELRK 432 0,00357 0,003748 0,18 0,02

ZNF828 SPAGSPELRK 436 0,00357 0,003748 0,05 0,15

ZNF828 SSFFIEPQK 482 0,003616 1,58

ZNF828 SSFFIEPQK 483 0,003616 1,58

ZNF828 PGPSGPSESPK 507 0,003576 0,53

ZNF830 APIIPHSGSIEK 223 0,003013 0,003163 0,29 0,53

ZNF830 APIIPHSGSIEK 225 0,003013 0,45

ZRANB2 LDEDEDEDDADLSK 181 0,002963 0,003111 1,54 3,42

ZYX VPAPAQSQTQFHV 218 0,002687 0,002821 0,15 0,21

ZYX LHVQSQTQPVSLA 240 0,002691 0,002825 1,41 4,73

ZYX LHVQSQTQPVSLA 242 0,002691 0,002825 5,1 2,5

ZYX SPGAPGPLTLK 344 0,003761 0,55

ZYX EELEQLTQQLMQD 363 0,003118 0,6



Supplementary Table 5. PRKD-regulated phoshoproteins, phosphopeptides, and phosphosites

Protein name Phospho- peptides Phospho-sites PRKDs_1 p-value PRKDs_2 p-value PRKDs_1 Ratio PRKDs_2 Ratio Ratio（Mean)

AASS ERAQSLSMGTR 474 0,003043 1,64 1,64

ABCF1 LSVPTSDEEDEV 106 0,00286 0,003003 0,26 0,34 0,3

ABCF1 LSVPTSDEEDEV 109 0,00286 0,003003 0,44 0,54 0,49

ABCF1 LSVPTSDEEDEV 110 0,003003 0,51 0,51

ABCF3 REQSSTVNAK 115 0,003337 0,003504 1,63 2,89 2,26

ABCF3 YNANRASQVQSK 452 0,002769 0,002907 0,21 0,41 0,31

ABI1 PTQKPPSPPMSGR 184 0,002742 0,002879 0,32 0,22 0,27

ABI1 SPARLGSQHSPGR 223 0,0028 0,00294 0,38 0,58 0,48

ABL2 DVQLIGTDSQGNK 951 0,002889 0,59 0,59

ABL2 QLIGTDSQGNK 953 0,003388 0,57 0,57

ABR FTSRDMSLK 632 0,00361 1,99 1,99

ACACA SSMSGLHLVK 117 0,003516 1,76 1,76

ACADVL QLALDKSDSHPSD 98 0,002682 0,002816 1,74 3,12 2,43

ACAT1 IHMGSCAENTA 195 0,003299 1,9 1,9

ACAT2 EFPRHGSNIEAMS 255 0,003218 0,51 0,51

ACIN1 QIGEEMSQNSFIK 132 0,003303 0,53 0,53

ACIN1 PSPPRLTEDR 393 0,003369 0,53 0,53

ACIN1 ASLVALPEQTASE 400 0,002868 0,003011 0,42 0,22 0,32

ACIN1 ASLVALPEQTASE 410 0,002868 0,003011 0,13 0,53 0,33

ACIN1 SDTKAESPAEK 490 0,003222 0,003383 0,4 0,5 0,45

ACIN1 PGVSRDSSTSYTE 664 0,002731 0,002868 0,2 0,34 0,27

ACIN1 ISVVSATKGVPAG 830 0,003163 0,003321 4,32 7,36 5,84

ACIN1 VTLGDTLTRR 976 0,003304 0,003469 1,75 2,71 2,23

ACP1 IELLGSYDPQK 119 0,003131 1,77 1,77

ACSS2 ARSWSPPPEVS 30 0,003097 0,003252 0,38 0,58 0,48

ADD1 SRSPGSPVGEGT 358 0,003307 0,003473 0,54 0,3 0,42

ADD1 SPVGEGTGSPPK 364 0,003357 0,003525 0,41 0,35 0,38

ADD1 VPHPPPSTPIK 644 0,003203 0,003364 0,33 0,23 0,28

ADD2 PMSPEGSPSK 697 0,003834 0,54 0,54

ADD3 IEEVLSPEGSPSK 673 0,002895 0,62 0,62

ADD3 IEEVLSPEGSPSK 677 0,002757 0,6 0,6

ADD3 EGSPSKSPSKK 681 0,003304 0,45 0,45

AEBP2 GSLEMSSDGEPLS 210 0,003027 1,5 1,5

AEBP2 GSLEMSSDGEPLS 211 0,003027 1,59 1,59

AFF4 SPAQSDSTTQR 553 0,003183 0,56 0,56

AGAP3 LDPPPSPHSNR 574 0,003087 0,53 0,53

AGFG1 LGDSAPTLHLNK 170 0,003124 0,55 0,55

AGPS GWGYNDSKFIFNK 101 0,003022 0,003173 0,22 0,38 0,3

AHNAK GDRSPEPGQT 93 0,003564 1,94 1,94

AHNAK VELNLKSPK 3426 0,003615 0,003796 1,79 4,35 3,07

AHNAK VDINTPDVDVH 4766 0,003071 1,63 1,63

AHNAK HRSNSFSDER 5780 0,003045 0,003198 1,48 3,2 2,34

AHNAK HRSNSFSDER 5782 0,003045 0,003198 4,01 0,43 2,22

AHNAK HRSNSFSDER 5784 0,003045 0,003198 2,05 2,85 2,45

AIMP1 QQSIAGSADSK 168 0,003417 0,003588 1,53 3,17 2,35

AKAP12 AHEPRLSAEYEK 371 0,00348 0,61 0,61

AKAP12 MKVQGSPLKK 514 0,003348 0,003516 1,87 3,65 2,76

AKAP12 GGGDEESGEHTQV 544 0,003042 0,59 0,59

AKAP12 EESGEHTQVPADS 548 0,002868 0,55 0,55

AKAP12 EGVTPWASFK 608 0,003332 1,52 1,52

AKAP12 GVTPWASFKK 612 0,003501 1,52 1,52

AKAP12 EESWVSIKK 806 0,003377 0,53 0,53

AKAP12 EVSKELSESQVHM 885 0,003319 1,58 1,58

AKAP12 VKEESQLPGTG 1054 0,003269 0,5 0,5

AKAP12 PPAPSSFVFQE 1225 0,003114 0,61 0,61

AKAP13 DRQSLDGFYS 1507 0,003158 1,76 1,76

AKAP13 LSHSTDSLNKISK 1936 0,00348 1,76 1,76

AKAP2 VKPPPSPTTEGP 1009 0,003111 0,003267 0,32 0,4 0,36

AKAP2 PTTEGPSLQPDLA 1016 0,002848 0,00299 0,51 0,21 0,36

AKD2 NTGYIYSRDQWDP 172 0,002952 0,0031 18,07 39,99 29,03

AKT1S1 PAPQPPSPTPSPP 108 0,002966 0,003114 0,11 0,01 0,06

AKT1S1 PPSPTPSPPR 112 0,003599 0,003779 0,08 0,04 0,06

AKT1S1 PSPPRPTLAR 117 0,003417 0,003588 0,03 0,09 0,06

AKT1S1 TEARSSDEENGP 222 0,002919 0,003064 0,54 0,32 0,43

AKT1S1 TEARSSDEENGP 223 0,002919 0,003064 0,33 0,63 0,48

AKT1S1 EENGPPSSPDLDR 231 0,002682 0,52 0,52

AKT3 PHFPQFSYSASGR 472 0,003398 0,56 0,56

AKT3 HFPQFSYSASGR 473 0,002954 0,002954 0,45 0,65 0,55

AKT3 PHFPQFSYSASGR 473 0,003206 0,003206 0,43 0,57 0,5

ALAS1 PDGSQQSPDGTQL 102 0,00284 0,002982 0,17 0,25 0,21

ALDH18A1 EILLSQSVRQALH 136 0,003338 1,53 1,53

ALDH18A1 QALHSGQNQLK 143 0,003071 0,003224 2,94 2,34 2,64

ALDH18A1 HVVSDFSEHGSLK 775 0,003453 0,6 0,6

ALKBH5 SMTSRDNYK 19 0,003388 0,003558 10,74 16,66 13,7

ALKBH5 DSDPERSDYEEQQ 69 0,002982 1,5 1,5

ANAPC1 ALSRAHSPALGVH 355 0,002868 0,003011 4,58 7,58 6,08

ANAPC1 PALGVHSFSGVQR 362 0,00279 0,002929 3,72 8,44 6,08

ANK3 NEVLDMSDDEVRK 847 0,00307 0,59 0,59

ANK3 QSFASLALRK 1459 0,003334 1,7 1,7

ANK3 QSFASLALRK 1462 0,003334 0,003501 1,92 2,2 2,06

ANKLE2 YSPVHGSQLRR 924 0,002901 0,003046 0,61 0,35 0,48

ANKRD17 MRAESTANAGQ 226 0,003293 0,003458 2,65 3,59 3,12

ANKRD17 TANAGQSDNRSLA 233 0,002891 0,003036 3,19 6,43 4,81

ANKRD17 SHLPANSQDVQGY 792 0,002676 0,52 0,52

ANKRD17 RNNTITTTSS 1561 0,003579 1,57 1,57

ANKRD17 RNNTITTTSS 1567 0,003579 1,71 1,71

ANKRD17 PVSSPSSPSPPAQ 2045 0,003038 0,00319 0,42 0,28 0,35

ANKRD17 PVSSPSSPSPPAQ 2047 0,003038 0,00319 0,29 0,47 0,38

ANKRD17 TGIVTPSGTFHQH 2509 0,002739 0,59 0,59

ANKRD17 TGIVTPSGTFHQH 2511 0,002739 0,59 0,59

ANKRD17 TGIVTPSGTFHQH 2513 0,002875 0,59 0,59

ANKZF1 PLLSALDFEK 111 0,003301 0,003467 11,27 21,49 16,38

ANLN SEEKAASPPK 182 0,003563 0,003742 0,21 0,49 0,35

ANLN HQGVSKTQSLPVT 484 0,002875 1,99 1,99

ANLN GVSKTQSLPVTEK 486 0,002891 1,98 1,98

ANLN TQSLPVTEKVTEN 490 0,003279 0,003443 1,92 2,1 2,01

ANLN VPRAESGDSLGS 659 0,00335 0,61 0,61

ANLN SIDAYRSQR 679 0,003406 0,52 0,52

ANP32A ELVLDNSRSNEGK 27 0,00341 1,83 1,83

ANP32B LTHLNLSGNK 96 0,003402 0,003573 1,83 2,23 2,03

AOF1 ASFDHSPDSLPL 13 0,002931 0,003078 0,38 0,6 0,49

AOF1 ASFDHSPDSLPL 17 0,002931 0,52 0,52

AOF1 HSPDSLPLRSSGR 20 0,002689 0,002823 0,55 0,39 0,47

AOF1 HSPDSLPLRSSGR 25 0,002689 0,002823 0,46 0,14 0,3

AP1GBP1 PLGESFAEFR 691 0,003248 0,003411 1,62 2,42 2,02

AP1GBP1 HVMSDSSLDLPT 986 0,003042 0,59 0,59

AP1GBP1 HVMSDSSLDLPT 988 0,003042 0,59 0,59

AP1GBP1 ETSFGSSENITM 1069 0,002895 1,51 1,51

AP3D1 WINEPLSDSESED 632 0,003126 0,003282 0,19 0,57 0,38

AP3D1 WINEPLSDSESED 634 0,003126 0,003282 0,51 0,25 0,38

AP3D1 WINEPLSDSESED 636 0,003126 0,003282 0,33 0,63 0,48

AP3D1 HRPSEADEEE 658 0,003131 1,58 1,58

APBA2 LESVGSGMLDHR 8 0,002899 0,003044 15,62 10,22 12,92

APBA2 LESVGSGMLDHR 11 0,002899 0,003044 9,83 16,01 12,92

ARAF QQFYHSVQDLSG 157 0,002823 1,8 1,8

ARAP1 HYSVVLPTV 738 0,003658 0,003841 2,94 4,24 3,59

ARCN1 LFTAESLIGLK 380 0,003148 0,003305 7,12 5,74 6,43

ARCN1 LFTAESLIGLK 383 0,003148 0,003305 4,77 8,09 6,43

ARD1A VESKGNSPPSSGE 182 0,002955 1,58 1,58

ARD1A VESKGNSPPSSGE 186 0,002955 0,5 0,5

ARFGAP2 HGTDLWIDN 131 0,00348 0,003654 0,29 0,41 0,35

ARFGAP2 LGAQKVSSQSFSE 237 0,002765 0,002903 0,09 0,13 0,11

ARFGAP2 LGAQKVSSQSFSE 238 0,002765 0,002903 0,38 0,24 0,31

ARFGAP2 VSSQSFSEIER 240 0,003117 0,53 0,53

ARFGAP2 EQETPVSAKSSR 334 0,002862 0,003005 3,44 5,22 4,33

ARFGAP2 AISSDMFFGR 432 0,003472 0,53 0,53

ARFGAP2 AISSDMFFGR 433 0,003307 0,003473 0,52 0,42 0,47

ARFGEF2 IQAAAVSPKFVR 227 0,002929 0,52 0,52

ARFIP1 NGEVDDSREHSFN 24 0,003313 0,52 0,52

ARFIP1 DDSREHSFNR 28 0,003131 0,53 0,53

ARHGAP12 FNNDSHSPKVSSQ 165 0,003277 1,71 1,71

ARHGAP12 WRHSTIVLDTN 424 0,002816 0,002956 0,56 0,24 0,4

ARHGAP17 PSPGDGSPPKPK 575 0,003219 0,00338 0,47 0,35 0,41

ARHGAP17 APGRNNSQIASGQ 595 0,002902 0,003046 0,17 0,57 0,37

ARHGAP17 AGSHQLSMGQPHN 614 0,002773 0,002911 0,48 0,38 0,43

ARHGAP17 PPTRSPSPPTQ 674 0,003216 0,003377 0,29 0,11 0,2

ARHGAP21 QLSHDHESV 857 0,003538 0,56 0,56

ARHGAP21 ESVGPPSLDAQPN 867 0,002879 0,5 0,5

ARHGAP21 SKSYDEGLD 881 0,003662 1,65 1,65

ARHGAP5 IRNSFVNNTQ 1124 0,003146 0,003303 1,32 3 2,16

ARHGAP5 THSDASDDEAFT 1171 0,003056 1,98 1,98

ARHGAP5 THSDASDDEAFT 1176 0,003056 1,98 1,98

ARHGAP5 HRGSEEDPLL 1195 0,00341 1,92 1,92

ARHGAP5 EEDPLLSPVETWK 1202 0,003083 1,92 1,92

ARHGEF10 TKSLIAQDH 379 0,003848 1,84 1,84

ARHGEF12 IASHDFDPT 41 0,003699 0,003884 2,83 3,93 3,38

ARHGEF16 SQPHTRSPAK 191 0,003368 1,72 1,72

ARHGEF2 SSAIYPSDSFR 172 0,003057 0,00321 0,11 0,59 0,35

ARHGEF2 SDSFRQSLLGSRR 178 0,003307 0,54 0,54

ARHGEF2 SLSLAKSVSTTNI 194 0,002858 0,003001 4,74 2,04 3,39

ARHGEF2 LAKSVSTTNIAGH 196 0,003049 1,72 1,72

ARHGEF2 LAKSVSTTNIAGH 197 0,002904 0,003049 2,08 3,74 2,91

ARHGEF6 SASPRMSGFIYQG 488 0,002703 1,51 1,51

ARID3A GLGHPASPGGSED 77 0,003176 0,003335 0,18 0,46 0,32

ARID3A PASPGGSEDGPPG 81 0,003324 0,00349 0,47 0,17 0,32

ARID3A EDGPPGSEEEDAA 88 0,002896 0,00304 0,29 0,51 0,4

ARID4B HFAESETLDQLPL 117 0,003167 0,003325 0,15 0,33 0,24

ARID4B HFAESETLDQLPL 119 0,003167 0,003325 0,6 0,24 0,42

ARID4B LDQLPLTNPEHFG 126 0,003366 1,74 1,74

ARID4B NPEHFGTPVIGKK 133 0,003494 1,92 1,92

ARID4B EDNSSEEEEEI 295 0,003025 0,59 0,59

ARID4B EDNSSEEEEEI 296 0,002881 0,59 0,59

ARID4B PFQTNPSPEMVSK 675 0,003245 0,003408 1,83 2,47 2,15

ARPC1B CRIFSAYIK 170 0,003391 1,97 1,97

ARPC1B ASSEGGTAAGAGL 315 0,003548 0,003725 12,33 9,03 10,68

ASAP1 QEEIDESDDDLDD 720 0,003093 0,58 0,58

ASAP1 TLSDPPSPLPHGP 842 0,003014 0,57 0,57

ASAP1 TLSDPPSPLPHGP 846 0,003014 0,52 0,52

ASAP1 TDHLSLDKATI 913 0,003094 0,003249 0,36 0,56 0,46

ASNS LVTLKHSATPFLK 170 0,00326 0,003423 13,1 23,86 18,48

ASNS PSARTLTHYK 548 0,003193 0,003353 0,25 0,45 0,35

ASNS PSARTLTHYK 551 0,003193 0,003353 0,31 0,63 0,47

ASNS PSARTLTHYK 553 0,003193 0,003353 0,25 0,73 0,49

ATE1 IQCDLKTLSDDIK 142 0,003183 1,58 1,58

ATE1 SDDIKESLESEGK 150 0,003299 1,58 1,58

ATF2 VIVADQTPTPTR 69 0,002906 0,57 0,57

ATF2 VIVADQTPTPTR 71 0,003051 0,57 0,57

ATF7 SSEPTGSPAPVIQ 434 0,003114 0,55 0,55

ATG9A PVPEEGSEDELPP 828 0,002715 0,00285 0,42 0,36 0,39

ATIC LFGLHLSQK 387 0,003566 0,003745 0,4 0,24 0,32

ATL3 AVVGRPSMDKK 535 0,003158 1,8 1,8

ATP2B1 NSSPPPSPNK 1216 0,003625 0,003806 0,5 0,18 0,34

ATP2B1 NSSPPPSPNK 1220 0,003625 0,003806 0,17 0,59 0,38

ATP2B4 SIHSFMTHPE 1162 0,003321 0,58 0,58

ATP2B4 SIHSFMTHPE 1165 0,003163 0,003322 0,22 0,54 0,38

ATP5A1 GIIPRISVR 184 0,003671 1,93 1,93

ATP5B FLSQPFQVA 465 0,003586 1,96 1,96

ATRIP LAAPSVSHVSPRK 221 0,002802 0,002942 1,74 2,7 2,22

ATRIP LAAPSVSHVSPRK 224 0,002802 0,002942 3,21 1,23 2,22

ATXN2L QGSGRESPSLASR 335 0,002977 0,66 0,66

ATXN2L QGSGRESPSLASR 339 0,002836 0,002977 0,17 0,47 0,32

ATXN2L HHLDNSSPGPGSE 391 0,002973 0,55 0,55

ATXN2L PTKPLLSVNK 674 0,003572 0,59 0,59

AZI1 LKSLHEAEL 731 0,003576 0,003755 2,85 4,45 3,65

BAD SRHSSYPAGT 74 0,003504 0,00368 0,44 0,52 0,48

BAD SSYPAGTEDDEGM 80 0,002783 0,002922 0,09 0,17 0,13

BAG3 IHEQNVTRPAAQP 217 0,003247 0,00341 0,33 0,25 0,29

BAG3 PAAQPSFHQAQK 224 0,002881 0,003024 0,29 0,33 0,31

BAG3 PLRAASPFR 264 0,003658 0,003841 2,57 1,93 2,25

BAIAP2 HVQLKPTVTNDR 523 0,002691 0,002825 10,41 14,09 12,25

BAIAP2 HVQLKPTVTNDR 525 0,002691 0,002825 8,89 13,03 10,96

BAP1 SANPTRPSSPV 517 0,003357 0,003525 0,65 0,33 0,49

BAP1 NPTRPSSPVTSHI 521 0,002718 0,002854 0,37 0,61 0,49

BAP1 PIQGSQGSSSP 592 0,003738 0,57 0,57

BAT2 YSSLNLFDTYK 18 0,002798 0,002938 0,08 0,14 0,11

BAT2 YSSLNLFDTYK 19 0,002798 0,002938 0,14 0,18 0,16

BAT2 YSSLNLFDTYK 25 0,002798 0,002938 0,22 0,12 0,17

BAT2 WAQASVTHGAHGD 148 0,002826 0,002967 0,55 0,29 0,42

BAT2 ASSLLSRFSR 163 0,003492 0,56 0,56

BAT2 QSSSEISLAVER 456 0,003033 1,7 1,7

BAT2 ERSDSGGSSSE 761 0,0034 1,5 1,5

BAT2 DSGGSSSEPFDR 766 0,003183 1,7 1,7

BAT2 EPRPLTSPLR 808 0,003214 0,003375 0,27 0,43 0,35

BAT2 WGPRPGSSRR 932 0,00324 0,59 0,59

BAT2 WGPRPGSSRR 933 0,00324 0,59 0,59

BAT2 LSSRQGSVTAPGG 1489 0,003087 0,003242 0,33 0,57 0,45

BAT2 EPQRVNSGLSSDP 1525 0,002731 0,002868 0,39 0,31 0,35

BAT2D1 NQERGTSSHLPPP 405 0,002669 0,002802 0,23 0,43 0,33

BAT2D1 TEPESGSQPR 655 0,003429 0,003601 0,54 0,28 0,41

BAT2D1 DHAISLSEPR 803 0,003323 0,00349 1,83 2,87 2,35

BAT2D1 FLSRSVEDVR 880 0,003109 0,003264 0,52 0,52

BAT2D1 AEHIPSGPLR 1235 0,003461 0,003635 13,28 17,8 15,54

BAT2D1 GSETDTDSEIHE 1265 0,003003 1,6 1,6

BAT2D1 GSETDTDSEIHE 1269 0,00286 1,66 1,66

BAT2D1 YVASGKSIQTPQS 1979 0,002769 0,002907 6,72 7,4 7,06

BAT2L PSAEKASPQENGP 563 0,002877 0,57 0,57

BAT2L PGGGDTSPRYESQ 1453 0,002798 0,52 0,52

BAT2L ESQQNGTPLK 1463 0,003388 0,003558 0,41 0,53 0,47

BAT3 ATHGGGSPPGTR 113 0,003408 0,003579 0,29 0,45 0,37

BAT3 QGAERASPEPQR 994 0,002848 0,00299 0,31 0,09 0,2

BAT3 PQRENASPAPGTT 1003 0,002848 0,00299 0,28 0,4 0,34

BAT3 QEDPNYSPQR 1147 0,0032 0,61 0,61

BATF3 PQPQQQSPEDDDR 31 0,003089 0,003243 0,45 0,31 0,38

BCAS3 PPPQISPSKSMG 570 0,003066 0,52 0,52

BCKDK MLYAGRSQDGSHL 81 0,003303 1,52 1,52

BCL2L12 GEAAGSPVPTPPR 113 0,003043 0,003195 0,41 0,29 0,35

BCL2L12 GEAAGSPVPTPPR 117 0,003043 0,003195 0,38 0,32 0,35

BCL2L12 VPTPPRSPAQEEP 121 0,002696 0,002831 0,22 0,48 0,35

BCL2L12 SKLVRLSSDSFAR 242 0,003237 1,62 1,62

BCL2L13 ENNSSNSDIVHVE 303 0,003448 1,54 1,54

BCL2L13 ENNSSNSDIVHVE 305 0,003284 1,6 1,6

BCL9 NATAPRSSTPSHG 153 0,002938 0,003085 0,44 0,52 0,48

BCL9 GINPLKSPTMHQV 865 0,003498 1,57 1,57

BCLAF1 GEPQEESPLK 182 0,003354 0,61 0,61

BCLAF1 YSPSQNSPIHHIP 290 0,003214 0,003375 0,37 0,57 0,47

BCLAF1 YSPSQNSPIHHIP 292 0,003214 0,003375 0,41 0,49 0,45

BCLAF1 YSPSQNSPIHHIP 295 0,003214 0,003375 0,55 0,39 0,47

BCLAF1 DLFDYSPPLHK 517 0,002977 0,61 0,61

BCLAF1 LLASTLVHSVK 578 0,003208 0,003369 0,17 0,13 0,15

BCLAF1 LLASTLVHSVK 579 0,003208 0,003369 0,06 0,26 0,16

BCLAF1 LLASTLVHSVK 583 0,003208 0,003369 0,22 0,08 0,15

BCLAF1 IDISPSTLRK 665 0,003309 0,003475 2,32 1,68 2

BCR PDGEGSPGKAR 122 0,00348 0,003654 0,11 0,15 0,13

BDP1 VLTVSNSQIETEI 1623 0,003473 0,5 0,5

BIRC6 QDLSSSLTDDSK 3591 0,003056 1,91 1,91

BNIP3L DHSSQSEEEVVE 120 0,00289 0,54 0,54

BPTF LSQLKSQQVAAA 792 0,003024 0,003175 8,62 4,6 6,61

BPTF VYHNQYSTNSFAL 856 0,003081 0,003235 2,37 4,91 3,64

BPTF SLETLPSTKESDS 1632 0,002716 0,62 0,62

BPTF HLKQKKSMTPAER 2682 0,003062 0,003215 4,69 8,29 6,49

BRCA1 ENNSPEHLK 114 0,003489 0,003663 0,72 0,16 0,44

BRCA1 ELSRSPSPFTHTH 1187 0,003334 1,65 1,65

BRCA1 ELSRSPSPFTHTH 1189 0,003175 1,65 1,65

BRCA1 ELSRSPSPFTHTH 1191 0,003334 1,78 1,78

BRCC3 SLTHLDSVTK 228 0,003391 0,003561 1,78 2,54 2,16

BRCC3 SLTHLDSVTK 230 0,003391 0,003561 2,61 3,13 2,87

BRCC3 SLTHLDSVTK 234 0,003391 1,58 1,58

BRCC3 SLTHLDSVTK 236 0,003391 1,58 1,58

BRD2 SSPLLKSLHSAGP 253 0,002914 0,00306 0,35 0,53 0,44

BRD2 APGSPASPPGSLE 298 0,003211 0,003372 0,29 0,49 0,39

BRD2 APGSPASPPGSLE 301 0,003211 0,003372 0,44 0,34 0,39

BRD2 DLPDSQQQHQS 334 0,002938 0,45 0,45

BRD4 PPPTYESEEEDK 601 0,002801 0,6 0,6

BRD4 EAPSPLMIHS 1064 0,003447 0,003619 0,29 0,37 0,33

BRD4 QMSQFQSLTHQSP 1078 0,00313 0,003286 0,13 0,17 0,15

BRD4 QSLTHQSPPQQNV 1083 0,003241 0,003403 0,51 0,15 0,33

BRD4 EEKIHSPIIR 1117 0,003229 1,99 1,99

BRD4 NMGSWASLVQK 1204 0,003232 0,56 0,56

BRD8 PLTNVKTEASPES 576 0,002756 0,002893 0,26 0,46 0,36

BRD8 LSPSHGSNPIEDP 590 0,0028 0,00294 0,31 0,51 0,41

BRSK2 NSFLGSPRFHRR 511 0,00322 1,55 1,55

BRWD2 LPDLSLDNMIG 426 0,003158 0,003316 0,27 0,67 0,47

BSDC1 GSSTDISEDWEK 405 0,002932 1,62 1,62

BSDC1 GSSTDISEDWEK 409 0,002792 0,002932 0,29 0,59 0,44

BSG GSAPLKSSGQHQN 367 0,002879 0,003022 0,31 0,61 0,46

BTF3 EALPKQSVDGK 173 0,003358 1,54 1,54

BUB1B NCCARETSLAENI 508 0,003328 0,003494 5,01 0,99 3

BUB1B NCCARETSLAENI 509 0,003328 0,003494 1,72 3,1 2,41

BUB1B NKSPPADPPR 543 0,003456 0,003628 0,58 0,2 0,39

BUD13 HDSPDPSPPRR 197 0,002986 0,003135 0,25 0,59 0,42

BUD13 HDSPDPSPPRR 201 0,002986 0,003135 0,27 0,57 0,42

C10orf119 ANQARVSPSTSYT 154 0,002739 0,57 0,57

C10orf47 AFSRGGSLESR 27 0,003372 1,96 1,96

C10orf47 AFSRGGSLESR 31 0,003372 1,98 1,98

C10orf47 SFTLDDESL 45 0,003618 0,0038 2,05 3,49 2,77

C10orf78 TRFSFNSSYN 120 0,003073 0,003227 0,16 0,24 0,2

C10orf78 TRFSFNSSYN 123 0,003073 0,003227 0,24 0,12 0,18

C10orf78 TRFSFNSSYN 126 0,003073 0,003227 0,13 0,07 0,1

C11orf30 PNILSKSHNYAAV 312 0,00268 0,002814 4,76 2,58 3,67

C11orf84 PHTLDLSPSEK 121 0,003071 0,003224 5,86 7,36 6,61

C11orf84 PHTLDLSPSEK 123 0,003071 0,003224 7,12 6,1 6,61

C12orf11 DSPDSPEPPNK 623 0,003171 0,003329 0,31 0,51 0,41

C12orf11 DSPDSPEPPNK 626 0,003171 0,003329 0,27 0,43 0,35

C12orf11 SLLSLWSNRINTA 658 0,003218 1,97 1,97

C12orf29 LATETVSHKALDA 41 0,002788 0,002927 13,41 7,01 10,21

C12orf45 IEVLDSPASK 178 0,003516 0,003692 1,73 2,93 2,33

C14orf133 SRNSFSSYAQLP 121 0,002786 0,002926 0,45 0,53 0,49

C14orf145 GLQHQVSQISKQQ 331 0,003366 1,76 1,76

C14orf43 PVYSNITPYQSHL 628 0,00313 0,003286 0,56 0,42 0,49

C16orf85 TAGVRPSSALRAS 91 0,002959 0,58 0,58

C17orf85 GMKGILSNSWK 296 0,003078 0,003232 1,21 2,99 2,1

C17orf85 GMKGILSNSWK 298 0,003232 1,62 1,62

C18orf22 VWYESPSLGSHST 62 0,003271 0,003434 0,22 0,16 0,19

C18orf25 SESETSTMAAK 145 0,003277 1,68 1,68

C18orf25 GGVIQSVSSWK 353 0,003261 1,73 1,73

C1orf144 IVIQDDSLPAGPP 33 0,002856 0,002998 0,4 0,04 0,22

C1orf212 DHTQVVSLK 71 0,003618 0,52 0,52

C1orf52 PDELFRSVTR 65 0,00308 1,96 1,96

C1orf77 QMENRPSVQAALK 64 0,003224 0,003385 2,54 3,9 3,22

C20orf43 ESEAYKSLFTTHS 310 0,003326 1,63 1,63

C2orf49 LSNSSSSVSPLI 147 0,00315 0,003308 1,85 3,31 2,58

C2orf49 PSGPVKSPPLSPV 189 0,002984 0,003133 0,24 0,44 0,34

C4orf14 FEFDADSLAFDME 461 0,003095 0,51 0,51

C4orf23 PGPGQGSPGGGPG 78 0,003635 0,003817 0,32 0,46 0,39

C5orf25 PDFTQNDVQN 355 0,003183 0,003343 0,54 0,3 0,42

C5orf37 IHDILHSQGNNSE 73 0,003403 1,71 1,71

C6orf106 NFNPFASPQK 215 0,003419 1,92 1,92

C6orf134 SSSLGNSPER 272 0,003596 0,003775 0,52 0,34 0,43

C6orf134 SSSLGNSPER 276 0,003596 0,003775 0,31 0,55 0,43

C6orf57 SELVKQSLKK 47 0,003229 0,59 0,59

C7orf47 LSPRPDSPQPR 52 0,003011 0,003161 0,15 0,25 0,2

C8orf59 NVFHIASQK 19 0,003563 0,003742 0,08 0,16 0,12

C9orf78 PEPERSPPNR 261 0,00334 0,5 0,5

C9orf80 IALSRPSLNK 47 0,003397 0,003567 15,72 20,6 18,16

C9orf80 IALSRPSLNK 50 0,003397 0,53 0,53

C9orf88 QGLRPESPPPAGP 665 0,002895 0,00304 0,09 0,17 0,13

CABLES1 TIDSTSSFSQFR 415 0,00275 1,85 1,85

CABLES1 TIDSTSSFSQFR 418 0,002887 1,85 1,85

CABLES1 TIDSTSSFSQFR 421 0,002887 1,85 1,85

CAD PSEAANSLEQAQA 537 0,002868 0,51 0,51

CAD PVPRQASPQNLGT 1900 0,002771 0,002909 0,31 0,65 0,48

CALD1 GSIGENQVEVMVEEK 196 0,002896 0,00304 1,5 2,04 1,77

CALD1 TPDGNKSPAPK 524 0,00336 0,003528 1,09 3,09 2,09

CALR DKGLQTSQDAR 69 0,003083 0,003237 7,54 4,26 5,9

CALR FYALSASFEPF 78 0,002947 0,003094 2,45 5,23 3,84

CALR FYALSASFEPFSN 80 0,003208 0,003368 2,68 6,58 4,63

CALR IDNSQVESGS 189 0,003589 0,003769 4,13 5,95 5,04

CALR DNSQVESGSLEDD 193 0,002715 0,00285 3,62 4,4 4,01

CALR DNSQVESGSLEDD 195 0,002715 0,00285 6,12 3,04 4,58

CALR DPDASKPEDWD 214 0,002955 0,003103 1,97 3,61 2,79

CALU GAEEAKTFDQLTP 68 0,002827 0,58 0,58

CALU NEDGLVSWEEYK 133 0,003231 0,003392 3,02 1,6 2,31

CALU HLVYESDQNK 285 0,00305 1,54 1,54

CALU FVGSQATDFGEAL 311 0,002816 1,58 1,58

CAMK2D LATRNFSAAKSLL 315 0,00272 0,002856 0,72 0,46 0,59

CAMK2G SLLNKKSDGGVK 319 0,00302 0,55 0,55

CAMK2G SLLNKKSDGGVK 325 0,00302 0,58 0,58

CAMK2G YFENLLSKNSK 482 0,002814 0,002954 0,27 0,41 0,34

CAMKK1 PAGSYLEAQAG 82 0,003501 0,003676 0,07 0,13 0,1

CAMKK1 PAGSYLEAQAG 83 0,003501 0,003676 0,14 0,02 0,08

CAMKK2 QEVPLDTSGSQAR 85 0,002727 0,002864 0,26 0,14 0,2

CAMKK2 QEVPLDTSGSQAR 86 0,002727 0,002864 0,32 0,54 0,43

CAMKK2 QEVPLDTSGSQAR 88 0,002727 0,002864 0,14 0,26 0,2

CAMKK2 QARPHLSGRK 95 0,003256 0,003419 0,53 0,33 0,43

CAMSAP1 PDNLSRTQSGSSL 1407 0,002915 1,95 1,95

CAMSAP1L1 SSSMSYVDGFIG 414 0,003162 1,67 1,67

CAMSAP1L1 SSSMSYVDGFIG 415 0,003011 1,69 1,69

CAMSAP1L1 SSSMSYVDGFIG 416 0,003162 1,69 1,69

CAMSAP1L1 SSSMSYVDGFIG 419 0,003011 1,72 1,72

CAMSAP1L1 IHDTEKSPHTPQP 566 0,003194 0,003353 3,14 1,86 2,5

CAMSAP1L1 NGFFLHSQEMSIL 583 0,003122 0,003278 1,73 3,01 2,37

CAMSAP1L1 YDGESDKEQFD 1148 0,002834 1,85 1,85

CAMSAP1L1 DHIESPKTPIK 1276 0,002977 0,003126 1,82 3,8 2,81

CAND2 PYVGEMSAVTLAR 571 0,002716 0,002852 0,32 0,56 0,44

CAND2 PYVGEMSAVTLAR 574 0,002716 0,002852 0,54 0,34 0,44

CAP1 EAVSHTSDMHR 25 0,002966 0,003114 1,85 2,59 2,22

CAP1 SAPKPQTSPSPK 307 0,003222 0,53 0,53

CAP1 SAPKPQTSPSPK 308 0,003068 0,003222 0,36 0,56 0,46

CAP1 SAPKPQTSPSPK 310 0,003068 0,003222 0,24 0,36 0,3

CARHSP1 GNVVPSPLPTR 41 0,00329 0,57 0,57

CARHSP1 GNVVPSPLPTR 45 0,00329 0,54 0,54

CASC3 PRYGSPPQR 265 0,003695 0,53 0,53

CASC3 TSVRDPSPEADAP 357 0,002816 0,002956 0,29 0,41 0,35

CASC3 TSVRDPSPEADAP 358 0,002816 0,002956 0,14 0,22 0,18

CASC3 TSVRDPSPEADAP 363 0,002816 0,002956 0,52 0,36 0,44

CASC3 DAPVLGSPEK 373 0,003665 0,003848 0,35 0,61 0,48

CASKIN2 PLANCRSGEQIFT 471 0,003301 0,003466 5,82 7,68 6,75

CASP8AP2 VLRNESPPQVPV 875 0,002829 0,002971 0,21 0,39 0,3

CBL PSSSANAIYSLAAR 669 0,002691 0,002825 1,87 3,87 2,87

CBLL1 HSNLITVPIQDD 290 0,002796 0,002936 1,75 2,47 2,11

CBLL1 HSNLITVPIQDD 294 0,002796 0,002936 3,21 1,71 2,46

CCAR1 MLMASPSMEDLYH 456 0,003118 1,91 1,91

CCAR1 TIRNLSTVMDEI 1119 0,00272 0,002856 1,97 3,51 2,74

CCDC55 QKDLSGFYR 181 0,003354 0,003522 1,86 3,5 2,68

CCDC6 LDQPVSAPPSPR 240 0,003128 0,52 0,52

CCDC6 LDQPVSAPPSPR 244 0,003128 0,52 0,52

CCDC86 EPGSPPSVQR 47 0,003532 0,003709 0,72 0,08 0,4

CCDC86 AGLGSPERPPK 58 0,003368 0,003537 0,32 0,52 0,42

CCDC86 TSPGSPRLQQG 65 0,003315 0,003481 0,27 0,53 0,4

CCDC86 TSPGSPRLQQG 66 0,003315 0,003481 0,23 0,51 0,37

CCDC86 TSPGSPRLQQG 69 0,003315 0,003481 0,61 0,21 0,41

CCDC86 QDLHLESPQR 102 0,003073 0,59 0,59

CCDC9 LGPSRRSPGTPR 80 0,002942 0,003089 0,3 0,36 0,33

CCDC94 LLEDSDSEDEAAP 211 0,002722 0,002858 0,09 0,21 0,15

CCDC94 LLEDSDSEDEAAP 213 0,002722 0,002858 0,17 0,41 0,29

CCDC97 LPVCSQQQGEP 79 0,003321 0,61 0,61

CCNB2 PTASVKPVQM 77 0,003519 1,9 1,9

CCNH SKHEEEEWTDDDLVE 307 0,002707 1,5 1,5

CCNH SKHEEEEWTDDDLVE 315 0,002578 1,57 1,57

CCNK PSPQPSSPRQVK 324 0,002885 0,003029 0,31 0,47 0,39

CCNK PSPQPSSPRQVK 328 0,002885 0,003029 0,59 0,39 0,49

CCNK PSPQPSSPRQVK 329 0,002885 0,003029 0,45 0,53 0,49

CCNL1 SPASKPSSPREVK 341 0,002761 0,002899 0,25 0,49 0,37

CCNL1 SPASKPSSPREVK 342 0,002761 0,002899 0,27 0,47 0,37

CCNT1 AADKHNSVEDSVT 495 0,002756 0,002893 5,14 9,8 7,47

CCNT1 GPSEETGGAVFD 577 0,003214 0,52 0,52

CCNT1 GPSEETGGAVFD 580 0,003375 0,52 0,52

CD2AP PKSVDFDSL 458 0,003866 1,68 1,68

CD2BP2 LDRLSGLADQM 203 0,003083 0,003237 1,28 4,16 2,72

CD3EAP LQPIPASPPPQIP 138 0,00279 0,002929 0,09 0,13 0,11

CDC2 IGEGTYGVVYK 14 0,003163 0,003163 0,12 0,06 0,09

CDC20 ASAAKSSLIHQG 491 0,003203 0,003364 10,14 18,68 14,41

CDC23 PFFLPASLSANNT 576 0,002744 0,002881 0,35 0,61 0,48

CDC2L1 EGGLGYSQLGDDD 765 0,002848 0,00299 0,24 0,44 0,34

CDC2L5 LGGRDDSPVSHR 325 0,00291 0,003055 0,28 0,52 0,4

CDC2L5 SRSPYSPVL 395 0,003688 0,003873 0,36 0,56 0,46

CDC2L5 SRSPYSPVL 397 0,003688 0,003873 0,52 0,4 0,46

CDC2L5 SASASQTNHVK 509 0,00331 0,53 0,53

CDC37 DGFSKSMVNTK 127 0,003095 1,86 1,86

CDC37 PVEVYESLPEELQ 300 0,003104 0,003259 0,37 0,57 0,47

CDC42BPA EFSGGSYSAK 1700 0,003599 0,003779 1,43 3,25 2,34

CDC42BPA EFSGGSYSAK 1703 0,003599 0,003779 3,21 1,47 2,34

CDC42BPA PSPSEGSLSSGGM 1718 0,003146 0,003303 0,26 0,46 0,36

CDC42EP4 WAAAAPSPGSAR 292 0,003277 0,003441 0,33 0,53 0,43

CDC42EP4 WAAAAPSPGSAR 295 0,003277 0,003441 0,54 0,32 0,43

CDC7 NFNIHSSISHESP 296 0,003231 0,003392 1,22 3 2,11

CDC7 NFNIHSSISHESP 297 0,003231 0,003392 3,08 1,14 2,11

CDC73 IFAILQSVK 255 0,003644 0,003827 0,32 0,56 0,44

CDCA2 VSDPENSQGPAAG 960 0,002947 0,003094 0,15 0,35 0,25

CDK2AP1 ALNAAGSVHSPST 21 0,003099 0,003254 0,17 0,27 0,22

CDK9 SQITQQSTNQSR 464 0,002746 1,61 1,61

CDK9 SQITQQSTNQSR 467 0,002746 0,002883 0,27 0,47 0,37

CDK9 SQITQQSTNQSR 470 0,002746 0,002883 0,64 0,32 0,48

CDKL1 NRDTGQIVAI 216 0,003432 0,003603 0,19 0,39 0,29

CDKN2AIP IEGKNSSAVEQDH 152 0,00268 0,002814 6,25 11,79 9,02

CDS2 PPEDKESESEAK 21 0,002808 0,6 0,6

CDS2 PPEDKESESEAK 23 0,002948 0,61 0,61

CDV3 SDTQFPSLQSTAK 197 0,002687 0,002821 0,23 0,63 0,43

CENPF HQASSSVFSW 213 0,003458 1,87 1,87

CENPF SHLSSNSQRTPIR 232 0,003202 0,003361 0,16 0,36 0,26

CENPF QEIMKATEQSLDP 2381 0,003347 0,57 0,57

CENPF SPVDSGTILR 3156 0,00356 0,003738 1,44 2,96 2,2

CENPF SPVDSGTILR 3162 0,00356 0,56 0,56

CEP170 VVTQRSEIGEK 569 0,003171 1,77 1,77

CEP170 TLLHLGSSAPGK 626 0,003175 0,003334 1,63 3,09 2,36

CEP170 FTIEKPSPNIPIE 747 0,003198 0,003357 0,27 0,41 0,34

CEP170 GSLSARSDSEATI 1062 0,002914 1,99 1,99

CEP170 GSLSARSDSEATI 1067 0,002914 1,89 1,89

CEP170 NSISRLSDSK 1107 0,003374 1,51 1,51

CEP170 NSISRLSDSK 1112 0,003374 0,003543 6,31 3,15 4,73

CEP170 SSPVNNHHSPGQTPT 1397 0,003204 0,53 0,53

CEP170 SSPVNNHHSPGQTPT 1405 0,003204 0,53 0,53

CEP97 SDLGDVSEEHGEW 772 0,00325 0,003412 1,18 4,44 2,81

CEP97 SDLGDVSEEHGEW 778 0,00325 0,003412 3,08 2,54 2,81

CHAF1A HTGSPRSPSTTYL 775 0,002698 0,002833 0,56 0,28 0,42

CHAF1A LISENSVYEK 803 0,003173 0,003332 1,63 3,09 2,36

CHAF1A LISENSVYEK 806 0,003173 1,5 1,5

CHAF1B SQTHRGSSPGPR 409 0,003121 0,54 0,54

CHAF1B SQTHRGSSPGPR 410 0,002973 0,003121 0,39 0,59 0,49

CHD1L SLRNKGSVLIPGL 618 0,002792 0,002931 1,47 3,61 2,54

CHD4 ADPNTPSPKPLEG 531 0,002854 0,002996 0,14 0,04 0,09

CHD4 MSQPGSPSPK 1559 0,003655 0,62 0,62

CHD4 MSQPGSPSPK 1563 0,003655 0,55 0,55

CHD8 DMDLLNSKNNLVI 1390 0,003349 1,86 1,86

CHEK1 HIQSNLDFSP 312 0,003235 0,54 0,54

CHEK1 SPVNSASSEENVK 321 0,002804 1,68 1,68

CHEK1 SPVNSASSEENVK 323 0,002944 1,8 1,8

CHEK1 SPVNSASSEENVK 324 0,002944 1,72 1,72

CHEK2 FAIGSAREADP 303 0,003299 0,003464 1,77 3,31 2,54

CHERP FEGPWNSQHEQPP 498 0,003064 0,003217 0,1 0,34 0,22

CHERP SRSPTPPSSAG 817 0,003563 0,003742 0,26 0,54 0,4

CHERP SRSPTPPSSAG 819 0,003563 0,003742 0,31 0,49 0,4

CHID1 TLLEKSQFSDK 99 0,003055 1,7 1,7

CHMP4B NLLEISGPETVP 184 0,002968 0,003116 0,33 0,47 0,4

CIZ1 QLSHCKSLGHFEN 847 0,003167 1,63 1,63

CKAP5 PLQNINSVQLK 208 0,003002 1,62 1,62

CKAP5 LNQARSMSGHPE 1469 0,002846 0,002988 1,36 3,26 2,31

CKAP5 STDMLHSKLSQLR 1987 0,003135 1,57 1,57

CKB YYALKSMTEAEQ 178 0,003471 0,59 0,59

CLASP1 QSSGSATNVASTP 649 0,003267 1,71 1,71

CLASP1 QSSGSATNVASTP 651 0,003267 1,53 1,53

CLASP2 IPRPSVSQGCS 757 0,003307 0,53 0,53

CLASP2 EAIQNFSFR 1173 0,00336 1,96 1,96

CLCN7 VGHMSSVELDDE 60 0,002864 0,003007 0,41 0,23 0,32

CLCN7 VGHMSSVELDDE 61 0,002864 0,003007 0,33 0,53 0,43

CLINT1 TANPSKTIDLGAA 284 0,00314 1,67 1,67

CLINT1 STHTPQSSVK 311 0,003477 0,003651 1,32 2,94 2,13

CLIP1 ISGTTALQEALK 350 0,003052 1,53 1,53

CLNS1A EGMLSQSVSSQYN 193 0,003314 1,94 1,94

CLNS1A EGMLSQSVSSQYN 195 0,003314 0,00348 1,75 4,31 3,03

CLNS1A EGMLSQSVSSQYN 197 0,003314 1,94 1,94

CLNS1A EGMLSQSVSSQYN 198 0,003314 0,00348 2,38 3,68 3,03

CLSPN DSDDDQTEEQLDE 1161 0,003246 1,61 1,61

CLSPN NFVFHTLSPVK 1287 0,003071 1,75 1,75

CLSPN RGPSFMTSPS 1310 0,003492 0,003667 0,05 0,01 0,03

CLTA QVDRLQSEPESIR 105 0,003057 1,53 1,53

CLTA SVLISLKQAPL 236 0,003206 0,003366 1,89 3,65 2,77

CLTA SVLISLKQAPL 240 0,003206 0,003366 3,15 1,63 2,39

CLTB SVLMSLKQTPLSR 217 0,003249 0,003412 6,21 2,03 4,12

CLTB SVLMSLKQTPLSR 221 0,003249 0,003412 1,77 3,55 2,66

CLTC NFGRLASTLVHLG 1229 0,002733 0,002869 4,13 1,13 2,63

CLTC PYLRSVQNHNN 1454 0,002816 0,002956 1,85 2,45 2,15

CNN3 AGQSVIGLQM 162 0,00388 0,51 0,51

CNOT2 QGIGIPSRTNSMS 153 0,002944 1,56 1,56

CNOT2 PYVGMVTKPANEQ 263 0,003306 0,003471 0,07 0,17 0,12

CNOT2 PANEQSQDFSIH 270 0,002756 0,002893 0,18 0,4 0,29

CNOT2 PANEQSQDFSIH 274 0,002756 0,002893 0,29 0,47 0,38

CNP NQWQLSADDLK 170 0,002864 1,68 1,68

COBLL1 TSAAAKSVHAAPN 992 0,003068 0,003222 0,54 0,34 0,44

COBLL1 AHNEQNSQIPTPT 1157 0,003299 0,003464 0,42 0,54 0,48

COG3 SGSTESLNPR 531 0,003551 0,003728 0,36 0,52 0,44

COG3 SGSTESLNPR 536 0,003728 0,57 0,57

COL4A3BP HGSMVSLVSGAS 263 0,003304 1,78 1,78

COL4A3BP SSSMSSIDLVSA 503 0,003168 1,74 1,74

COL4A3BP SSSMSSIDLVSA 508 0,003168 1,66 1,66

COPB1 LVTEMGTYATQSA 520 0,002758 0,002895 0,72 0,12 0,42

COPS8 AGALDVSFNK 175 0,003635 0,003817 1,83 4,63 3,23

COPZ1 VSQVLQSAKEQIK 166 0,003254 0,003416 1,34 3,52 2,43

COQ9 SFSQQHSETQGAE 59 0,003301 0,003466 0,15 0,35 0,25

COQ9 SFSQQHSETQGAE 63 0,003301 0,003466 0,16 0,36 0,26

CORO7 SLRSLQSLLGPSS 465 0,00281 0,00295 1,28 4,36 2,82

CORO7 RAPSSAQYLE 879 0,003332 0,003499 7,52 3,96 5,74

COX4I1 EKASWSSLSM 69 0,003321 0,58 0,58

CPOX SGTRATSLGR 112 0,003688 1,8 1,8

CPSF1 RSSQPPADR 765 0,003661 0,003845 0,44 0,2 0,32

CPSF1 RSSQPPADR 766 0,003661 0,003845 0,31 0,41 0,36

CPSF7 QEPSPKPNNK 103 0,003285 0,00345 0,51 0,39 0,45

CPSF7 DSSDSADGRATP 237 0,003181 0,00334 1,09 2,91 2

CPSF7 DSSDSADGRATP 240 0,00334 1,72 1,72

CPSF7 DSSDSADGRATP 246 0,00334 0,59 0,59

CPT2 GQYLQRSIVPTMH 38 0,003108 0,003263 0,33 0,51 0,42

CRMP1 NLHQSNFSLSG 651 0,003119 0,003275 0,42 0,28 0,35

CRMP1 NLHQSNFSLSG 656 0,003119 0,003275 0,24 0,4 0,32

CRTC2 SSHYGGSLPNVNQ 64 0,002781 0,002919 3,68 8,04 5,86

CRTC2 SSHYGGSLPNVNQ 65 0,002781 0,002919 6,72 7,62 7,17

CRTC2 SSHYGGSLPNVNQ 70 0,002781 0,002919 0,12 0,2 0,16

CRYBA1 SFRPICSANHK 118 0,002988 0,003138 17,74 38,03 27,885

CSDA GYGFINRNDTK 112 0,002933 0,00308 0,15 0,05 0,1

CSDA SVGDGETVEFDVV 134 0,002794 0,002934 1,81 2,55 2,18

CSDA EEGSGSSEGFDPP 204 0,002912 0,61 0,61

CSDA ENQQATSGPNQPSVR 324 0,002956 0,57 0,57

CSE1L EYAKNPSVNWK 421 0,002828 0,002969 0,33 0,55 0,44

CSNK1D LRGTQEVAPP 337 0,003663 0,55 0,55



CSNK1D PTPLTPTSHTANT 349 0,002965 0,55 0,55

CSNK1G2 VHTDLPSQPQLR 347 0,002858 0,51 0,51

CSTF2 SPGQNQVTPQDHEK 544 0,003042 0,003194 0,18 0,4 0,29

CSTF2 SPGQNQVTPQDHEK 551 0,003042 0,003194 0,24 0,4 0,32

CTAG1A GTGGSTGDADGPGG 11 0,003377 0,003546 12,53 23,75 18,14

CTAGE5 APSDTGSLSPPWD 590 0,00284 0,002982 0,32 0,62 0,47

CTAGE5 SDTGSLSPPWDQD 592 0,002696 0,51 0,51

CTBP2 HPSQAPSPNQPTK 964 0,002726 0,002862 0,18 0,06 0,12

CTBP2 HPSQAPSPNQPTK 968 0,002726 0,002862 0,03 0,05 0,04

CTDP1 GALAQGSSLEPGR 501 0,003027 0,003178 0,19 0,11 0,15

CTDP1 GALAQGSSLEPGR 502 0,003027 0,003178 0,21 0,09 0,15

CTDP1 PAAPSLPGEAE 512 0,003579 0,003759 0,12 0,18 0,15

CTNNA1 SRTSVQTEDD 652 0,003288 0,003453 1,32 3,14 2,23

CTNNA1 SRTSVQTEDD 654 0,003288 1,94 1,94

CTNNA1 SRTSVQTEDD 655 0,003288 0,003453 3,73 0,73 2,23

CTNNB1 AAMFPETLDEGMQ 102 0,003293 0,003457 0,34 0,44 0,39

CTNNB1 LSVELTSSLFR 675 0,003156 1,62 1,62

CTNNB1 LSVELTSSLFR 679 0,003006 1,64 1,64

CTNNB1 LSVELTSSLFR 680 0,003156 1,61 1,61

CTNND1 GSDNYGSLSR 230 0,003526 1,61 1,61

CTNND1 VGGSSVDLHR 268 0,003618 1,53 1,53

CTNND1 TGPHAASCFGAK 617 0,003264 0,003427 0,39 0,47 0,43

CTR9 GEEGSDDDETE 970 0,00333 0,58 0,58

CTTN MDKSAVGHEY 98 0,003291 1,55 1,55

CTTN HCSQVDSVR 117 0,003786 0,6 0,6

CTTN LQLHESQKDYK 261 0,002725 1,85 1,85

CTTN HESQQDYSK 298 0,003332 0,003499 1,86 3,5 2,68

CTTN HESQQDYSK 303 0,003332 0,003499 3,31 1,55 2,43

CTTN AKTQTPPVSPA 399 0,003402 0,003573 0,32 0,18 0,25

CTTN AKTQTPPVSPA 401 0,003402 0,003573 0,47 0,03 0,25

CTTN TQTPPVSPAPQPT 405 0,002858 0,003001 0,14 0,36 0,25

CTTN AELSYRGPVS 432 0,003456 1,51 1,51

CTTN GPVSGTEPEPVY 440 0,003205 0,52 0,52

CTTNBP2NL LSPGIKSPTIPR 568 0,002975 0,003123 0,56 0,16 0,36

CUL1 VHQNSASDDAEAS 481 0,002838 1,6 1,6

CUL4B SILISSVASVHH 165 0,003011 1,97 1,97

CUL4B SILISSVASVHH 166 0,003161 1,97 1,97

CUL4B SILISSVASVHH 169 0,003011 1,97 1,97

CUL4B ANGLAKSSTTVSS 179 0,003073 0,003227 2,01 4,19 3,1

CWC15 GEGDLSQLSK 24 0,003595 0,003775 1,26 3,98 2,62

CWC15 GEGDLSQLSK 27 0,003595 0,003775 4,18 1,6 2,89

CWC15 QLSKQYSSR 31 0,003403 0,003573 0,87 0,13 0,5

CXorf57 NANRPSTSQAAR 584 0,003107 0,56 0,56

CXorf57 NANRPSTSQAAR 585 0,00296 1,71 1,71

CXXC1 SASPHKSSPQPLV 142 0,00283 0,002971 11,48 20,36 15,92

CXXC1 QQQPQPSQK 248 0,003486 0,00366 0,35 0,61 0,48

CYLD FHSLPFSLTK 418 0,003186 1,54 1,54

CYLD FHSLPFSLTK 422 0,003186 1,54 1,54

CYTSA LNALGFSLEQR 277 0,003015 1,51 1,51

DAP DDQEWESPSPPK 49 0,002812 0,55 0,55

DAP PSPPKPTVFISGV 56 0,002848 0,00299 0,26 0,72 0,49

DBN1 NGLARLSSPVLHR 141 0,002802 1,53 1,53

DBN1 TPIPTRSPSDSST 383 0,002808 0,002948 0,18 0,38 0,28

DBNDD1 AGYLRSPSWTR 239 0,002914 0,00306 6,25 10,29 8,27

DBNDD1 AGYLRSPSWTR 243 0,002914 0,00306 4,52 9,24 6,88

DBNL PQAPVGSVYQK 160 0,003193 0,003353 0,41 0,17 0,29

DBNL STTSISSPQPGK 271 0,003153 0,003311 1,54 3,36 2,45

DBNL STTSISSPQPGK 272 0,003153 0,003311 3,61 1,11 2,36

DBNL STTSISSPQPGK 275 0,003153 0,003311 2,47 5,01 3,74

DBNL QLTQPETHFGR 291 0,002872 0,5 0,5

DBNL QLTQPETHFGR 295 0,002872 0,56 0,56

DCDC2 LPYSELLFDK 221 0,003222 1,55 1,55

DCDC2 ELLFDKSTMR 228 0,003185 1,55 1,55

DCP1A ASSPSPLTIGT 522 0,003605 0,003786 7,45 1,63 4,54

DCP1A ASSPSPLTIGT 525 0,003605 0,003786 0,23 0,45 0,34

DCP1B IPQPNQTLDPEPQ 218 0,003214 0,003375 0,19 0,29 0,24

DCP1B FPVLAQSSGTGK 484 0,003148 0,003306 10,24 2,14 6,19

DCP2 FGDSSDSDNGFSS 246 0,002856 0,58 0,58

DCP2 FGDSSDSDNGFSS 247 0,002856 0,58 0,58

DCP2 FGDSSDSDNGFSS 249 0,002856 0,56 0,56

DCP2 FGDSSDSDNGFSS 254 0,002999 0,5 0,5

DCTN2 TTGTPPDSSLVTYE 203 0,003395 0,61 0,61

DCUN1D5 LISGEEHFS 41 0,003645 0,003827 4,61 1,35 2,98

DDA1 SRFHADSVCK 23 0,003256 0,003419 0,19 0,23 0,21

DDX1 EDSVPDTVHHVVV 436 0,003308 0,003473 0,23 0,73 0,48

DDX1 EDSVPDTVHHVVV 440 0,003308 0,003473 0,34 0,52 0,43

DDX20 AHGDHMASSR 495 0,003486 0,00366 5,12 4,68 4,9

DDX20 AHGDHMASSR 496 0,003486 0,00366 6,37 3,43 4,9

DDX20 NNSVSGLSVK 500 0,003692 1,96 1,96

DDX20 NNSVSGLSVK 502 0,003692 1,84 1,84

DDX20 NNSVSGLSVK 505 0,003692 0,003876 2,69 7,23 4,96

DDX20 SYLEGSSDNQLK 672 0,002818 1,56 1,56

DDX21 EEPSQNDISP 84 0,003349 0,003516 0,33 0,49 0,41

DDX21 NEEPSEEEIDA 121 0,002984 0,003133 0,55 0,43 0,49

DDX28 LSSKGSFADLGL 123 0,003141 0,003298 6,75 10,19 8,47

DDX28 LSSKGSFADLGL 124 0,003141 0,003298 9,22 14,2 11,71

DDX28 LSSKGSFADLGL 127 0,003141 0,003298 12,15 9,79 10,97

DDX3X GKSSFFSDR 82 0,003605 0,003786 1,31 2,95 2,13

DDX3X GKSSFFSDR 83 0,003785 1,52 1,52

DDX3X FFSDRGSGSR 90 0,003349 0,003516 2,31 3,95 3,13

DDX3X FFSDRGSGSR 92 0,003349 0,003516 3,73 0,67 2,2

DDX3X GRSDYDGIGSR 102 0,003329 1,71 1,71

DDX42 SAFGATSSSSGFG 43 0,003222 0,003383 9,52 16,04 12,78

DDX42 QQFHSKPVDSD 104 0,002927 0,52 0,52

DDX42 LPPIDHSEIDYPP 206 0,003181 0,00334 0,14 0,3 0,22

DDX42 VAYTLLTPK 603 0,003688 0,003873 4,36 8,9 6,63

DDX42 FVAASLSNQK 717 0,003498 0,003673 10,82 1,54 6,18

DDX51 NDAEPGSPEAPQG 83 0,003117 0,53 0,53

DDX6 GGGGTQTQQQMNQ 36 0,00283 0,002971 0,51 0,19 0,35

DDX6 GGGGTQTQQQMNQ 38 0,00283 0,002971 0,36 0,46 0,41

DDX6 QQAQSMTTTIK 63 0,00304 0,56 0,56

DDX6 IKTSDVTSTK 88 0,003452 0,003625 35,21 10,09 22,65

DEK LYNRPGTVSSLK 119 0,002829 0,002971 0,12 0,02 0,07

DEK LYNRPGTVSSLK 121 0,002829 0,002971 0,02 0,08 0,05

DEK LYNRPGTVSSLK 122 0,002829 0,002971 0,07 0,15 0,11

DENND4A SDNETNLQQQV 1063 0,003101 1,65 1,65

DENND4A MNSSFSVKPFEK 1198 0,002839 1,6 1,6

DENND4C LESIDNHSS 144 0,003702 1,52 1,52

DENND4C PSPEPHSPTEPPA 732 0,002814 0,002954 0,52 0,2 0,36

DENND4C PSPEPHSPTEPPA 737 0,002814 0,002954 0,31 0,41 0,36

DENND4C HGISTVSLPNSLQ 1426 0,002794 0,002933 0,54 0,34 0,44

DFFA LQQTQSLHSL 300 0,003242 0,003405 1,96 3,62 2,79

DFFA ISASKASPPGDLQ 315 0,002964 0,51 0,51

DHDDS EGELSLWER 10 0,00334 0,003507 4,82 8,7 6,76

DHFRL1 INLVLSRELK 77 0,003165 0,003324 12,67 23,89 18,28

DHX38 SAASEQHVFK 31 0,003382 0,003552 5,38 7,08 6,23

DHX38 PSLLGLDLLASLK 56 0,00296 0,56 0,56

DHX38 SPLGSVRSTK 1198 0,003782 0,58 0,58

DHX9 VNLSQDLEHQ 279 0,003171 0,003329 0,01 0,03 0,02

DHX9 PPPEDPSVPVALN 305 0,002836 0,002977 0,09 0,29 0,19

DIAPH3 HHPAQGSAAGTPY 15 0,002914 0,56 0,56

DICER1 QQFESVEWYNN 397 0,003284 1,69 1,69

DIDO1 SSFANVAAATPAIK 571 0,002804 0,002944 2,36 4,9 3,63

DIDO1 SSFANVAAATPAIK 572 0,002804 0,002944 5,35 1,91 3,63

DIDO1 PVAGAATPSLVEQ 1469 0,003034 1,77 1,77

DIS3 ETETEVLLLEHDVP 428 0,002936 0,003083 0,51 0,35 0,43

DIS3 FSQAVLSFLPK 450 0,00304 0,003192 0,32 0,54 0,43

DIS3 FHMDSETHDPIDL 643 0,003057 0,00321 0,23 0,47 0,35

DIS3 FHMDSETHDPIDL 645 0,003057 0,00321 0,47 0,23 0,35

DIS3 ASVAFHTQLFFK 831 0,002712 0,002848 0,24 0,68 0,46

DIS3 ASVAFHTQLFFK 836 0,002712 0,002848 0,61 0,31 0,46

DLG1 YQDEDTPPQEHI 115 0,003225 0,003386 0,21 0,35 0,28

DLGAP5 NTASQNSILEEGE 777 0,002856 1,58 1,58

DMXL1 STSMLISSGHNK 574 0,002984 0,003133 1,78 2,36 2,07

DMXL2 LDHDLSLDR 451 0,003441 1,87 1,87

DNAJA2 LFGFMGFMGNQSR 104 0,003183 0,003342 4,33 0,39 2,36

DNAJA3 DPGASGSQHSYWK 169 0,002803 1,93 1,93

DNAJC2 NASASFQELEDK 47 0,002822 1,83 1,83

DNAJC2 PQADNATPSER 539 0,003163 0,003321 0,32 0,64 0,48

DNAJC2 PQADNATPSER 541 0,003163 0,003321 0,72 0,24 0,48

DNAJC3 DPLDAESQQGGGG 469 0,003055 0,003207 0,26 0,48 0,37

DNAJC5 SLSTSGESLYHVLGLD 8 0,002988 1,52 1,52

DNAJC6 SATSTSASPTLR 620 0,003181 1,69 1,69

DNAJC6 SATSTSASPTLR 627 0,00334 1,69 1,69

DNAJC6 SAATSPTGSSH 711 0,003884 1,93 1,93

DNAJC6 SAATSPTGSSH 714 0,003884 1,64 1,64

DNAJC6 SAATSPTGSSH 715 0,003699 1,93 1,93

DNAJC8 DSVLTSKNQIER 35 0,002724 1,66 1,66

DNAJC8 EWQKNFEESR 215 0,002934 1,87 1,87

DNM1 SPTSSPTPQR 774 0,003519 0,53 0,53

DNM1L LARELPSAVSR 592 0,003131 0,003287 0,53 0,21 0,37

DNM1L LARELPSAVSR 595 0,003131 0,003287 0,11 0,19 0,15

DNM2 TPHLQKTLNQQLT 280 0,00328 0,62 0,62

DNMT1 LLNKDLSLENGAH 91 0,003327 0,003494 2,62 3,86 3,24

DNMT1 PEPSPSPRITR 154 0,003192 0,51 0,51

DOCK1 FSVSPSSPSSQQT 1827 0,002822 0,002963 0,25 0,11 0,18

DOCK11 SGVMQARLQHL 1360 0,003034 0,003185 0,19 0,55 0,37

DOCK7 PGGLGGSVHYATM 873 0,003018 0,003168 0,52 0,38 0,45

DOCK7 TSSFLQTLTGR 974 0,003102 0,003257 1,35 3,71 2,53

DOCK7 VFERMNSLTFK 1383 0,002757 0,002895 3,06 0,94 2

DOCK7 SGSAFGSQENLR 1432 0,003004 1,6 1,6

DOCK7 SGSAFGSQENLR 1438 0,003004 0,003154 0,41 0,51 0,46

DOT1L STPSPVLQPR 899 0,003446 0,003619 0,38 0,5 0,44

DOT1L STPSPVLQPR 900 0,003446 0,003619 0,63 0,27 0,45

DOT1L STPSPVLQPR 902 0,003446 0,003619 0,32 0,58 0,45

DPF2 LDASILEDR 200 0,003782 1,87 1,87

DPYSL2 LHQSGFSLSGAQI 645 0,00281 0,00295 0,37 0,57 0,47

DPYSL2 LHQSGFSLSGAQI 647 0,00281 0,00295 0,65 0,17 0,41

DPYSL5 LHESSFSLSGSQI 531 0,00272 0,002856 0,74 0,18 0,46

DPYSL5 LHESSFSLSGSQI 532 0,00272 0,002856 0,25 0,71 0,48

DPYSL5 LHESSFSLSGSQI 534 0,00272 0,56 0,56

DPYSL5 LHESSFSLSGSQI 536 0,00272 0,002856 0,33 0,37 0,35

DR1 ASSRLENLGIP 105 0,003399 1,59 1,59

DR1 ASSRLENLGIP 106 0,003399 0,53 0,53

DRIP4 SLLSNLDEVK 562 0,003343 0,00351 2,88 5,56 4,22

DSG2 QESTSVLLQ 551 0,003692 1,97 1,97

DSG2 AASYTEEDE 782 0,003658 1,57 1,57

DSG2 QPHGGGSNPLEGT 999 0,003009 0,003159 0,72 0,22 0,47

DTL SVSSVSPKPPSSK 490 0,002929 0,003075 1,95 2,09 2,02

DTL SVSSVSPKPPSSK 495 0,003076 1,55 1,55

DTNA LTNALSKSLSCA 304 0,003109 0,003265 9,56 14,26 11,91

DTNB TGSPHTSPTHGGG 492 0,003303 0,55 0,55

DTNB TGSPHTSPTHGGG 498 0,003303 0,56 0,56

DUT EETPAISPSK 11 0,003516 0,56 0,56

DUT EETPAISPSK 13 0,003516 0,55 0,55

DYNC1H1 DSAIQQQVANLQMK 1230 0,003025 0,003176 1,63 2,99 2,31

DYNC1H1 SFEWLSQMR 1835 0,003168 0,003327 1,14 3,68 2,41

DYNC1H1 TRTDSTSDGR 4366 0,003576 1,66 1,66

DYNC1LI1 VPGGSPRTPNR 405 0,003452 1,75 1,75

DYNC1LI1 TPNRSVSSNVASVS 408 0,002696 1,75 1,75

DYNC1LI1 TPNRSVSSNVASVS 412 0,002831 1,91 1,91

DYNC1LI1 TPNRSVSSNVASVS 415 0,002831 1,83 1,83

DYNC1LI1 VTVSPTTPTSPTE 513 0,002866 0,6 0,6

DYNC1LI1 VTVSPTTPTSPTE 516 0,003009 0,57 0,57

EAF1 DNPSPEPQLD 165 0,00336 0,59 0,59

EAF6 NQENEPSQEDPED 136 0,003107 0,003262 0,26 0,66 0,46

EAP1 RQSCYLCDL 13 0,003391 0,003561 2,53 4,17 3,35

EAP1 NSSSPVSPASVPGQR 658 0,003229 0,00339 0,17 0,41 0,29

EAP1 NSSSPVSPASVPGQR 662 0,003229 0,00339 0,33 0,25 0,29

EAP1 NSSSPVSPASVPGQR 665 0,003229 0,00339 0,52 0,3 0,41

ECM29 KNSLESSGVR 1838 0,003461 0,003635 4,77 9,45 7,11

ECT2 LMTSHGSVEGR 830 0,003353 0,61 0,61

EDC3 HMESLSQSK 148 0,003554 0,003732 2,65 4,47 3,56

EDC3 HNSWSSSSR 161 0,003551 1,58 1,58

EDC4 LSRGFGSSAPEGL 758 0,002949 0,003096 0,15 0,37 0,26

EEF1A1 IGGIGTVPVGR 261 0,003621 0,003803 5,32 2,4 3,86

EEF1A1 PVGRVETGVLK 269 0,003242 0,003405 1,44 3,02 2,23

EEF1A1 GNVAGDSKNDPPM 329 0,003042 1,85 1,85

EEF1A2 VDSGKSTTTGHLI 22 0,002868 0,003011 0,58 0,34 0,46

EEF1B2 GFGDLKSPAGLQV 8 0,002925 0,003071 1,09 2,93 2,01

EEF1B2 ALVAKSSILLDVK 140 0,002786 0,002925 10,45 4,15 7,3

EEF1B2 ALVAKSSILLDVK 141 0,002786 0,002925 5,01 11,51 8,26

EEF1D AGASRQSSGPGAS 358 0,003302 1,9 1,9

EEF1D SLAGSSGPGASSG 480 0,003592 1,54 1,54

EEF1D GASSGTSGDHGEL 490 0,003191 1,52 1,52

EEF1D ATAPQTQHVSPM 541 0,003119 0,61 0,61

EEF1D ATAPQTQHVSPM 545 0,002971 0,59 0,59

EEF1G YSNEDTLSVALP 348 0,003027 1,68 1,68

EEF2 ANIRNMSVIAHVD 23 0,003457 0,5 0,5

EEF2 AGETRFTDTR 54 0,003245 1,65 1,65

EEF2 AGETRFTDTR 57 0,003245 1,84 1,84

EEF2 GHVFEESQVAGTP 774 0,002924 1,66 1,66

EEF2K YSSSGSPANSFH 74 0,003032 0,003183 5,91 12,47 9,19

EEF2K YSSSGSPANSFH 78 0,003032 0,003183 13,43 4,95 9,19

EEF2K WNLLNSSRLHLPR 492 0,003116 0,6 0,6

EFHD2 GIGEPQSPSR 74 0,003615 0,003796 3,66 1 2,33

EFHD2 GIGEPQSPSR 76 0,003615 0,003796 1,43 3,25 2,34

EFNA5 VENSLEPADDTVHE 184 0,003061 0,54 0,54

EHBP1 TQLQSFSQYIE 1019 0,002812 0,002952 1,85 3,47 2,66

EHBP1 AAITETQRK 1053 0,00383 1,58 1,58

EHBP1 PSEDEVLNK 1058 0,003785 1,69 1,69

EI24 FPSPHPSPAK 345 0,003498 0,56 0,56

EI24 FPSPHPSPAK 349 0,003498 0,56 0,56

EIF2A SDKSPDLAPT 527 0,003605 0,003786 0,32 0,54 0,43

EIF2A SDKSPDLAPT 530 0,003605 0,003786 0,55 0,31 0,43

EIF2A TVSQSISGDPEID 546 0,002804 0,002944 0,27 0,65 0,46

EIF2A TVSQSISGDPEID 548 0,002944 0,61 0,61

EIF2A TVSQSISGDPEID 552 0,002804 0,002944 20,64 10,56 15,6

EIF2AK2 YQELPNSGPPHDR 33 0,003147 1,98 1,98

EIF2AK2 PEDRPNTSEILR 529 0,003321 0,58 0,58

EIF2S2 LDEEGDTQTEETQ 31 0,003336 1,73 1,73

EIF2S2 ETQPSETKEVEPE 41 0,003319 1,57 1,57

EIF2S3 LTPLSHEVISR 37 0,003006 0,003156 4,37 10,91 7,64

EIF3B EADGIDSVIVVDN 185 0,002808 0,002948 0,41 0,51 0,46

EIF3CL QNTDPHSQEYVEH 463 0,003007 0,003158 0,62 0,36 0,49

EIF3CL QNTDPHSQEYVEH 467 0,003007 0,003158 0,27 0,71 0,49

EIF3CL DAHNALLDIQSSGR 640 0,003173 0,003332 1,48 2,68 2,08

EIF3G DFDSKPSWADQVE 11 0,00312 0,53 0,53

EIF3G LEPVQATQNK 206 0,003315 0,003481 0,28 0,56 0,42

EIF3I LFDSTTLEHQK 219 0,003005 1,57 1,57

EIF3J LQEESDLELAK 127 0,003103 1,7 1,7

EIF3M WQQLYDTLNAWK 353 0,00304 0,003192 1,79 5,35 3,57

EIF3S3 LLSLASSNHLGK 250 0,003033 0,003185 10,5 15,84 13,17

EIF4A1 DFTVSAMHGDM 298 0,003102 0,003257 0,33 0,67 0,5

EIF4A1 DFTVSAMHGDM 300 0,003102 0,003257 2,18 5,62 3,9

EIF4B PATDSFDDYPP 205 0,003069 0,55 0,55

EIF4B PATDSFDDYPP 207 0,003069 0,003222 0,75 0,21 0,48

EIF4B TGSESSQTGTS 422 0,00357 1,51 1,51

EIF4B TGSESSQTGTS 424 0,00357 0,003749 1,03 4,59 2,81

EIF4EBP1 STTPGGTLFSTTP 41 0,002973 0,003121 0,28 0,42 0,35

EIF4EBP1 NSPVTKTPPR 65 0,003402 0,003573 0,74 0,37 0,555

EIF4EBP1 NSPVTKTPPR 68 0,003402 0,003573 0,31 0,58 0,445

EIF4EBP1 NSPVTKTPPR 70 0,003402 0,003573 0,12 0,2 0,16

EIF4EBP1 TIPGVTSPSSDEP 77 0,002929 0,003076 0,5 0,08 0,29

EIF4EBP1 TIPGVTSPSSDEP 83 0,002929 0,003076 0,49 0,11 0,3

EIF4EBP1 PGVTSPSSDEPPM 85 0,0029 0,003044 0,25 0,51 0,38

EIF4EBP1 EPPMEASQSHLR 94 0,002739 0,002875 0,55 0,03 0,29

EIF4EBP1 QSHLRNSPEDK 101 0,002879 0,003022 0,17 0,49 0,33

EIF4ENIF1 WFSNPSRSGSR 342 0,003089 1,55 1,55

EIF4ENIF1 PLLSSLSANK 414 0,003608 0,003789 10,83 24,69 17,76

EIF4G1 ITKPGSIDSNNQ 1080 0,002957 1,69 1,69

EIF4G1 ITKPGSIDSNNQ 1084 0,002957 0,59 0,59

EIF4G1 PGSIDSNNQLFA 1087 0,002982 0,003131 0,77 0,23 0,5

EIF4G1 APGGRLSWGK 1099 0,003612 1,83 1,83

EIF4G1 AVPTESTDNR 1142 0,003423 0,003595 1,48 2,68 2,08

EIF4G2 PAQSFLMNK 441 0,003589 0,003769 0,36 0,56 0,46

EIF4G2 SQGLSQLYHNQSQ 505 0,003187 0,003347 2,43 5,17 3,8

EIF4G2 SQGLSQLYHNQSQ 509 0,003347 0,59 0,59

EIF4G2 SQGLSQLYHNQSQ 516 0,003187 0,003347 0,23 0,61 0,42

EIF4G2 LNADEISLR 546 0,003785 1,71 1,71

EIF4G2 PAQSFLMNK 552 0,003589 0,003769 0,56 0,3 0,43

EIF4G3 PDPVLKSPSPVLR 229 0,002696 0,58 0,58

EIF4G3 PDPVLKSPSPVLR 231 0,002696 0,58 0,58

EIF4G3 ETDALRSSASSLN 1129 0,002798 1,66 1,66

EIF4H DDRAYSSFGGGR 13 0,003074 1,73 1,73

EIF4H GPPLRGSNMDFR 193 0,002806 0,002946 0,51 0,09 0,3

EIF4H TVATPLNQVANP 217 0,003068 0,003222 0,26 0,58 0,42

EIF4H QVANPNSAIFGGA 230 0,00302 1,7 1,7

EIF5B NEDDDASFK 222 0,003573 0,003752 0,17 0,29 0,23

EIF5B IPQQLESKEVSES 460 0,00322 0,54 0,54

ELAC2 PLSRLSPER 208 0,003705 0,56 0,56

ELAVL1 NVALLSQLYHSPAR 224 0,003034 0,003186 2,89 5,03 3,96

ELAVL1 NVALLSQLYHSPAR 229 0,003034 0,003186 6,59 1,23 3,91

EMD DALLYQSKGYNDD 87 0,003163 1,89 1,89

EMD PVSASRSSLDL 171 0,003304 1,59 1,59

EMD PVSASRSSLDL 173 0,003304 1,59 1,59

EML4 SPSPQPSSQPLQI 146 0,002907 0,56 0,56

EML4 SPSPQPSSQPLQI 150 0,002907 0,61 0,61

EML4 SPSPQPSSQPLQI 151 0,002769 0,002907 0,15 0,35 0,25

ENAH IAEKGSTIETEQ 710 0,002889 0,003033 3,63 1,17 2,4

ENGASE AAPEAGTQEEQED 30 0,002752 0,002889 0,42 0,3 0,36

ENSA YFDSGDYNMA 83 0,003171 0,00333 4,18 1,5 2,84

EPB41 GLSRLFSSFLK 84 0,002999 1,97 1,97

EPB41 GLSRLFSSFLK 85 0,002999 0,51 0,51

EPB41 ASRSLDGAAVD 540 0,003507 1,95 1,95

EPB41 ASRSLDGAAVD 542 0,003683 1,95 1,95

EPB41L2 PPPAAESQSSLR 58 0,003034 0,57 0,57

EPB41L2 VSRSLDGAPIGVMD 548 0,002674 0,002808 1,57 2,43 2

EPB41L2 VSRSLDGAPIGVMD 550 0,002674 0,002808 3,02 0,98 2

EPB41L2 NSLRVEGDNIYVR 614 0,003253 1,83 1,83

EPB41L2 ILKHQASISELK 647 0,002767 1,62 1,62

EPB41L3 EYQQLEDDKLSQK 88 0,003083 1,54 1,54

EPB41L5 EDSLLSHKNANV 582 0,002846 1,79 1,79

EPB41L5 EDSLLSHKNANV 585 0,002988 1,79 1,79

EPPK1 AEAEAGSPRPDPR 2508 0,002794 0,002934 0,34 0,64 0,49

EPPK1 ASELHTSGILGPE 2723 0,003022 1,54 1,54

EPRS PTPSLNNNCT 739 0,00351 0,6 0,6

EPRS LSQSSDSSPTR 885 0,003217 0,22 0,22

EPRS LSQSSDSSPTR 886 0,003377 0,52 0,52

EPRS VEYKPVSATGAED 954 0,002769 1,76 1,76

EPRS NQGGGLSSSGAGE 998 0,003335 0,003502 4,67 1,75 3,21

EPRS NQGGGLSSSGAGE 1000 0,003335 0,003502 1,05 3,95 2,5

EPS15L1 VSSLNSTGSLSPK 251 0,003098 0,55 0,55

EPS15L1 YSLEQDIR 402 0,003628 1,53 1,53

EPS15L1 LLFSNNTQELHPD 612 0,003112 0,51 0,51

EPS15L1 PFTKNPSLPSKLD 697 0,00309 0,003244 0,22 0,54 0,38

EPS8 SQMEEVQDELIHR 685 0,002954 0,003101 1,76 3,22 2,49

EPS8 QDELIHRLTIGR 699 0,003269 0,003432 1,35 3,67 2,51

ERCC5 FDSSLLSSDDETK 1016 0,003448 1,53 1,53

ERCC5 FDSSLLSSDDETK 1017 0,003448 1,53 1,53

ERCC6L IEDLQNSVTQLQL 636 0,003165 0,003323 2,77 3,45 3,11

ERCC6L QPSPLLSTHHTQE 759 0,003379 1,81 1,81

ERCC6L QPSPLLSTHHTQE 760 0,003379 1,76 1,76

ERCC6L QPSPLLSTHHTQE 763 0,003218 0,6 0,6

ERCC6L QNFSSQSLEHVEK 969 0,003102 0,003257 1,69 2,77 2,23

ERCC6L QNFSSQSLEHVEK 971 0,003102 1,82 1,82

ERF WAYKPESSPGSR 20 0,002771 0,002909 6,54 10,84 8,69

ERF WAYKPESSPGSR 24 0,002771 0,002909 0,67 0,23 0,45

ERF VSSDLQHATAQLS 531 0,002786 0,002925 1,62 3,7 2,66

ERF HATAQLSLEHRDS 542 0,002786 0,002925 1,32 4 2,66

EVI1 NFIGNSNHGSQS 1042 0,003133 0,62 0,62

EWSR1 QDHPSSMGVYG 279 0,003183 0,003343 0,25 0,39 0,32

EWSR1 QESGGFSGPGENR 292 0,002999 1,62 1,62

EXOC1 EDLDGGTLSR 559 0,003504 0,56 0,56

EXOC2 GSSFQSGRDDTW 432 0,002814 0,002954 0,33 0,61 0,47

EXOC2 GSSFQSGRDDTW 435 0,002814 0,002954 0,56 0,38 0,47

EXOC8 QLSQQSDGDR 32 0,003299 0,003464 1,55 2,79 2,17

EXOC8 QLSQQSDGDR 35 0,003299 0,003464 1,74 2,92 2,33

EXOSC10 FTPYDYSQSDFK 821 0,00333 0,55 0,55

EYA1 NNNPSPPPDSD 314 0,003245 0,003408 0,24 0,6 0,42

EZH2 LPNNSSRPSTP 367 0,003204 1,65 1,65

FAM103A1 SWGNNYPQHR 86 0,002991 0,00314 0,56 0,2 0,38

FAM117B SASWGSTDQLK 273 0,003178 1,99 1,99

FAM117B SASWGSTDQLK 276 0,003178 1,94 1,94

FAM117B SASWGSTDQLK 277 0,003178 0,003337 1,49 2,57 2,03

FAM117B GGADRGSNNSSR 404 0,003343 0,59 0,59

FAM120A NLTEQNSYSNIPH 417 0,003134 0,00329 1,45 3,21 2,33

FAM120A APSHSESALNNDSK 1103 0,003419 1,6 1,6

FAM122A SNSAPLIHGLSDTS 35 0,002707 0,002842 0,31 0,57 0,44

FAM122A SNSAPLIHGLSDTS 37 0,002707 0,54 0,54

FAM122A PLIHGLSDTSPVF 45 0,002737 0,5 0,5

FAM122A SQSPINCIR 187 0,003648 0,00383 0,09 0,17 0,13

FAM122B HSLEEGLDMVNR 36 0,002705 0,00284 1,61 4,75 3,18

FAM122B HSLEEGLDMVNR 58 0,002705 0,00284 1,69 1,31 1,5

FAM164A LQTLSPSHK 223 0,003671 0,003855 4,35 1,57 2,96

FAM169A GEYGPASVPEYEA 285 0,002901 0,53 0,53

FAM169A QDSEFSSSQGEDE 349 0,003446 0,61 0,61

FAM171A1 DQSTSMSHINLLF 360 0,00334 1,57 1,57

FAM21A SRPTSFADELA 284 0,003143 0,003301 1,35 2,93 2,14

FAM21A SRPTSFADELA 288 0,003143 0,003301 3,93 0,35 2,14

FAM21A TPSDDEEDNLFAPPK 331 0,002851 0,52 0,52

FAM21A SHGLESVPVLPG 996 0,003148 0,56 0,56

FAM21A SHGLESVPVLPG 1001 0,003305 0,53 0,53

FAM21A LAAQESSETEDMS 1054 0,002845 1,61 1,61

FAM21C KDHSVNSFK 909 0,003507 0,003683 1,85 2,93 2,39

FAM21C LAAQESSEAEDM 1053 0,002942 0,58 0,58

FAM40A DSEGYSESPDLE 59 0,002844 1,66 1,66

FAM40A DSEGYSESPDLE 63 0,002986 1,61 1,61

FAM44A LPSQPTTDTSTD 242 0,002982 0,003131 0,18 0,28 0,23

FAM44A LSESLHVVDE 637 0,003315 1,7 1,7

FAM44A RTSTPVIME 659 0,003775 0,52 0,52

FAM44A ENIQKQSQQTK 776 0,002836 0,002977 0,27 0,51 0,39

FAM44A ENIQKQSQQTK 779 0,002836 0,002977 0,23 0,37 0,3

FAM44A VFEVSKTQDNR 1137 0,002854 0,002996 0,54 0,3 0,42

FAM44A VSDDAESSEPER 2963 0,002858 0,59 0,59

FAM44A QKSVSDPVEDK 2975 0,003052 0,003205 1,95 2,17 2,06

FAM50A FSAHYDAVEAELK 50 0,003208 0,003368 14,95 3,63 9,29

FAM53C PQVPHQSPPK 162 0,003351 0,003519 0,33 0,51 0,42

FAM53C FSLSPSLGPQAS 236 0,003151 0,59 0,59

FAM53C SARSSPASSPELPW 247 0,003224 0,003385 0,51 0,29 0,4

FAM53C SARSSPASSPELPW 250 0,003224 0,003385 0,65 0,15 0,4

FAM53C SARSSPASSPELPW 254 0,003224 0,003385 0,28 0,52 0,4

FAM62A LTHVDSPLEAPA 973 0,003011 0,003161 2,17 5,41 3,79

FAM62B SHMSGSPGPGGS 712 0,00352 0,003696 0,32 0,54 0,43

FAM62B SHMSGSPGPGGS 714 0,00352 0,003696 0,66 0,2 0,43

FAM62B SSSSLLASPGHIS 759 0,003178 1,53 1,53

FAM76B SLGSSHSNSSSSS 154 0,003071 0,003225 4,17 6,41 5,29

FAM83H LSSATANALYSSNLR 1025 0,003036 0,003188 3,82 1,54 2,68

FAM96B PLIYQRSGER 23 0,003082 0,003237 9,49 1,07 5,28

FARP2 AVFFSRGSSFR 339 0,003135 1,61 1,61

FARP2 AVFFSRGSSFR 340 0,002986 1,94 1,94

FARP2 SGAVAGGPDTPSAQ 446 0,003092 0,59 0,59

FASN LIGSTKSNMGHPE 327 0,002759 0,002897 6,83 8,11 7,47

FASN LFDHPESPTPNPT 974 0,003267 0,00343 0,27 0,57 0,42

FASN QIPRDPSQQELPR 1174 0,003044 0,003196 0,31 0,45 0,38

FASN FLPVDDTSFR 1420 0,003136 0,003293 0,56 0,34 0,45

FASTKD2 NLNHEVSNEDVLT 140 0,0032 0,00336 5,95 11,57 8,76

FBXL20 AYFAPVTPPPSVG 417 0,002895 0,5 0,5

FBXL20 AYFAPVTPPPSVG 421 0,002895 0,5 0,5

FBXO28 GSGQNEESPR 344 0,003686 1,59 1,59

FBXO42 QTNGVHTPPHVAS 539 0,00281 0,55 0,55

FBXO42 ALAGAVSPGALR 552 0,003616 0,55 0,55

FBXO5 DAQTKLSNQGDQK 346 0,003308 0,003473 6,41 16,53 11,47

FCHO2 LTSGKLSGINEIP 478 0,002842 0,002983 0,09 0,15 0,12

FCHSD2 QPPSSPYPSPDK 689 0,002902 0,003046 0,16 0,12 0,14

FCHSD2 QPPSSPYPSPDK 693 0,002902 0,003046 0,19 0,09 0,14

FERMT2 ITPGSGSIYSSPG 177 0,003073 0,003227 0,28 0,2 0,24

FGD1 SLSLDPGQSLE 114 0,003266 0,00343 0,59 0,29 0,44

FGD1 SLSLDPGQSLE 116 0,003266 0,00343 0,23 0,63 0,43

FGD1 SDPGPPTETPSQR 135 0,002763 0,002901 0,55 0,39 0,47

FGD1 TETPSQRPSPLK 149 0,002818 0,002958 0,34 0,6 0,47

FGFR1OP DLSDVHSPPK 156 0,003579 0,57 0,57

FGFR1OP DLSDVHSPPK 160 0,003579 0,57 0,57

FHL1 PIGADSKEVHYK 51 0,002812 0,002952 15,85 25,03 20,44

FHOD1 AQRSLAPEPK 510 0,003402 1,52 1,52

FICD ITSRGATLLVAK 90 0,003056 1,61 1,61

FIP1L1 DHSPTPSVFNS 494 0,003158 0,58 0,58

FKBP15 PSQEQSASASSG 956 0,003458 0,56 0,56

FKBP15 ESPMVPSEQVVEE 984 0,00325 0,003412 0,61 0,15 0,38

FLJ00169 EALPGPSLDQWHR 339 0,003155 0,003313 0,37 0,59 0,48

FLNA DEEVPRSPFK 1533 0,003119 0,003275 1,48 4,8 3,14

FLNA PYHIGGSPFK 2510 0,003555 1,84 1,84

FLNA SLHETSSVFVDSL 2532 0,002667 1,99 1,99

FLYWCH2 ASQEPSPKPGTE 17 0,003061 0,003215 0,21 0,39 0,3

FLYWCH2 ASQEPSPKPGTE 21 0,003061 0,003215 0,43 0,31 0,37

FMN2 TTTRQLSSPNHSP 427 0,003323 0,003489 0,26 0,6 0,43

FN3KRP FEGEMASLTAILK 58 0,002687 0,002821 0,16 0,24 0,2

FNBP1 TVSDNSLSNSR 299 0,003178 1,6 1,6

FNBP4 PILQLSPPGPR 18 0,003191 0,00335 0,3 0,54 0,42

FNBP4 WQSIQRELD 954 0,003191 0,003351 0,44 0,16 0,3

FNIP1 SSLLFKESEEIR 593 0,003297 0,003461 1,05 3,37 2,21

FNIP1 SSLLFKESEEIR 594 0,003297 0,003461 3,52 0,9 2,21

FOXJ3 AAIQKSDATQNA 42 0,003085 0,003239 22,37 35,73 29,05

FOXJ3 HNLSLNKCFL 131 0,003155 0,003314 1,45 2,97 2,21

FOXK2 SIRHNLSLNR 311 0,003104 1,51 1,51

FOXK2 GPLSSRSAPASPN 369 0,003183 0,54 0,54

FOXK2 SAPASPNHAGV 373 0,003866 0,52 0,52

FOXK2 VLSAHSSGAQTPE 385 0,002936 0,003082 0,25 0,49 0,37

FOXK2 QTPESLSREGSPA 394 0,002782 0,002921 0,51 0,23 0,37

FOXO1 DLMDGDTLDFNFD 627 0,003132 0,52 0,52

FOXO3 SPTSRSSDELDAW 300 0,003269 0,6 0,6

FRA10AC1 SEDSLLRNSD 273 0,003293 0,58 0,58

FRA10AC1 DEEESASESELWK 283 0,003246 1,54 1,54

FRA10AC1 DEEESASESELWK 285 0,003246 1,82 1,82

FRAP1 KTGTTVPESI 2473 0,003778 1,81 1,81

FRAS1 SAMGSSLYALE 2720 0,003313 0,003478 8,58 6,92 7,75

FRAS1 SLYALESGSDFK 2727 0,002866 0,003009 4,57 10,93 7,75

FRG1 FQSFQDHK 215 0,003586 0,003765 0,51 0,39 0,45

FTSJD2 LALSLSSTSDDEP 26 0,00283 1,7 1,7

FTSJD2 LALSLSSTSDDEP 29 0,00283 0,002971 2,51 1,37 1,94

FTSJD2 LALSLSSTSDDEP 31 0,00283 1,5 1,5

FTSJD2 YSMYNSVSQK 89 0,003111 0,003267 1,49 2,81 2,15

FUBP1 VAPQNDSFGTQLP 84 0,002754 0,6 0,6

FUBP3 IDSIPHLNNSTPLVDP 35 0,002761 0,002899 5,48 9,02 7,25

FUBP3 IDSIPHLNNSTPLVDP 42 0,002761 0,002899 0,39 0,35 0,37

FUBP3 ALVHQRTVITEEF 76 0,003083 0,003237 0,31 0,63 0,47

FUBP3 AAPQASSPPDYTM 539 0,002828 0,002969 0,33 0,59 0,46

FYCO1 ALVPVNSSLQEAW 579 0,00268 0,002814 0,54 0,42 0,48

G3BP1 FYGKNSSYVHGGL 39 0,003482 1,54 1,54

G3BP1 EDLRTFSWASVTS 250 0,003169 0,003328 6,72 11,14 8,93

G3BP2 LEEKSTTPPPAEP 227 0,002713 0,002848 0,15 0,23 0,19

G3BP2 PEVQSQPPR 253 0,003582 0,003762 0,36 0,22 0,29

GAB2 DELPFKSPITK 543 0,002955 0,003103 1,54 3,1 2,32

GANAB EGDGAQPEETPR 255 0,002931 0,003078 0,61 0,29 0,45

GAPDH VIISAPSADAPMF 125 0,002862 0,003005 1,54 2,78 2,16

GAPDH DNEFGYSNR 321 0,003558 0,55 0,55

GAPVD1 SRSSDIVSSVR 927 0,003146 0,003303 1,45 3,71 2,58

GAPVD1 SRSSDIVSSVR 929 0,003146 1,95 1,95

GAPVD1 SRSSDIVSSVR 930 0,003146 0,003303 1,59 3,57 2,58

GAPVD1 SRSSDIVSSVR 934 0,003146 1,54 1,54

GAPVD1 VAAPHSSSSSPSK 974 0,003181 0,58 0,58

GAPVD1 VAAPHSSSSSPSK 977 0,003029 0,6 0,6

GAPVD1 FSTLTDDPSPR 1039 0,003043 0,003195 0,55 0,39 0,47

GAPVD1 FSTLTDDPSPR 1040 0,003043 0,003195 0,58 0,28 0,43

GAPVD1 FSTLTDDPSPR 1042 0,003043 0,003195 0,43 0,53 0,48

GARNL1 EESKNDNAD 349 0,003635 0,003817 4,61 0,55 2,58

GARNL1 FSQSEETGNEVFG 778 0,003478 0,54 0,54

GARNL4 TPDGGHSSQEIK 599 0,003147 0,59 0,59

GART SVLKNGSLTNHFS 796 0,002698 1,61 1,61

GATAD2A PPSPDVIVLS 119 0,003628 0,003809 0,29 0,33 0,31

GATAD2A DVIVLSDNEQPSSPR 126 0,002882 0,003026 0,27 0,45 0,36

GATAD2A DVIVLSDNEQPSSPR 133 0,002882 0,003026 0,63 0,31 0,47

GATAD2B RSLDPADER 17 0,003692 1,73 1,73

GATAD2B VVQNAASIVQPSP 208 0,002881 0,003024 1,97 2,25 2,11

GATAD2B LPSRPGAQGVEPQ 227 0,002828 0,002969 9,11 4,83 6,97

GBAS DAHSNLLAKK 62 0,003402 0,003573 0,07 0,53 0,3

GCN1L1 SIIQSAQQDSIK 777 0,002864 0,003007 5,95 8,19 7,07

GCN1L1 SIIQSAQQDSIK 786 0,002864 1,55 1,55

GEMIN5 SLLPLSTSLDHR 847 0,002822 1,95 1,95

GEMIN5 SLLPLSTSLDHR 854 0,002822 1,76 1,76

GFM1 SGLSMESIHVPDP 456 0,002763 0,002901 0,51 0,37 0,44

GFM1 SGLSMESIHVPDP 462 0,002763 0,002901 0,64 0,24 0,44

GGA2 LLKSNHPEDL 201 0,003214 0,003375 2,88 4,04 3,46

GGA3 NVPPKESAGNSQW 411 0,00268 0,002814 0,12 0,18 0,15

GIGYF2 EMHRSQSWEER 158 0,003379 1,56 1,56

GIT1 LQPFHSTELEDDA 545 0,003163 1,81 1,81

GIT1 LQPFHSTELEDDA 546 0,003322 1,81 1,81

GIT1 HGSGADSDYENTQ 601 0,002741 0,002878 1,81 3,75 2,78

GIT1 HGSGADSDYENTQ 605 0,002741 1,51 1,51

GIT1 HGSGADSDYENTQ 610 0,002741 0,57 0,57

GIT2 SLGRHISQVR 46 0,003248 0,00341 3,69 7,47 5,58

GIT2 PMSMYETGS 514 0,003884 1,69 1,69

GLCCI1 SHQRSASWGSADQ 223 0,002675 0,002808 1,98 2,12 2,05

GLI2 SSGISPYFSSR 479 0,003316 1,69 1,69

GLI2 SSGISPYFSSR 482 0,003158 0,003316 1,83 2,17 2

GLI2 SSGISPYFSSR 487 0,003158 1,89 1,89

GLI2 LQSHPSTDGGLA 669 0,003171 1,83 1,83

GLI3 PDEDLPSPGAR 445 0,003408 0,56 0,56

GLS YVGKEPSGLR 314 0,003377 0,003546 17,42 29,34 23,38

GLTSCR1 FHQVPSGIILQN 968 0,002794 0,002933 0,14 0,2 0,17

GNL1 LQDGLRSSSNSR 32 0,00286 1,53 1,53

GNL1 LQDGLRSSSNSR 34 0,003003 1,53 1,53

GNL1 EEQTDTSDGESVT 48 0,002709 1,95 1,95

GNL1 EEQTDTSDGESVT 51 0,002709 0,002844 1,35 2,93 2,14

GNL1 LNQQPSQGLGPR 68 0,002912 0,003057 3,95 0,53 2,24

GNL3 DPGVPNSAPFK 53 0,003312 0,003478 0,53 0,31 0,42

GNL3 NSILFQSSGLTNG 456 0,002824 0,002965 4,22 2,76 3,49

GOLGA4 SRTSSFTEQLD 37 0,002964 0,003112 1,47 3,03 2,25

GOLGA4 SRTSSFTEQLD 41 0,002964 0,003112 3,89 0,61 2,25

GOLGA4 VPSVESLFR 93 0,003595 0,003775 0,56 0,32 0,44

GOLGA4 LQGILSQSQDK 201 0,003087 0,003242 30,52 18,14 24,33

GOLGA5 LFDFLNSSQK 129 0,003287 1,52 1,52

GOLGA5 LFDFLNSSQK 130 0,003287 1,52 1,52

GORAB QPQGIESQPK 130 0,00336 0,003528 0,15 0,27 0,21

GPATCH8 TPAGKESQEGPK 526 0,003059 0,52 0,52

GPATCH8 KPSVSEEVQ 1107 0,003699 0,55 0,55

GPBP1L1 NGFLQSRSSSLF 438 0,002814 0,002954 1,26 4,28 2,77

GPBP1L1 NGFLQSRSSSLF 440 0,002814 1,89 1,89

GPHN SPPPPLSPPPTTS 207 0,002955 0,003103 0,24 0,1 0,17

GPHN SPPPPLSPPPTTS 213 0,002955 0,003103 0,08 0,16 0,12

GPHN ASHSAVDITK 351 0,003612 1,62 1,62

GPKOW GDGAGPSPEEK 42 0,003742 0,58 0,58

GPN1 QNFMQESMAQYWK 378 0,002825 0,002967 1,27 3,63 2,45

GPR50 SHSKAASGHLK 415 0,003329 0,003496 0,19 0,35 0,27

GPR50 GHLKPVSGHSK 422 0,003264 0,003427 0,34 0,24 0,29

GPRASP2 VDSWSGSEDEASN 280 0,002737 0,002874 0,47 0,23 0,35

GPRASP2 VDSWSGSEDEASN 284 0,002737 0,002874 0,29 0,41 0,35

GPRIN1 HTPDQSPGMESR 60 0,002816 0,002956 0,45 0,27 0,36

GPRIN1 HTPDQSPGMESR 64 0,002816 0,002956 0,5 0,22 0,36

GPS1 NQIHVKSPPR 504 0,003188 0,5 0,5

GRINL1A VSSQAEDTSSS 179 0,0034 1,84 1,84

GRINL1A AEDTSSSFDNLFI 187 0,00328 1,67 1,67

GRLF1 NLNLVSSTASIK 769 0,003168 1,67 1,67

GRLF1 NLNLVSSTASIK 773 0,003168 1,67 1,67

GRLF1 GDLSYLDQGH 1057 0,00338 0,003549 2,67 4,23 3,45

GSE1 ERSPSPPTIQS 826 0,003287 0,59 0,59



GSE1 ERSPSPPTIQS 828 0,003287 0,59 0,59

GSTCD VHTQETSEGLDSSSK 227 0,00297 0,003118 1,69 5,57 3,63

GSTCD VHTQETSEGLDSSSK 236 0,00297 0,003118 1,09 6,05 3,57

GTF2E2 RALSTPVVEK 18 0,003394 0,003564 3,25 2,67 2,96

GTF2F1 GNSRPGTPSAEGG 389 0,003161 0,52 0,52

GTF2I SPSWYGIPR 517 0,003504 0,003679 0,42 0,58 0,5

GTF2I EVTQPRTNTPVK 556 0,002761 0,002899 3,61 4,57 4,09

GTF2I EVTQPRTNTPVK 558 0,002761 0,002899 1,55 2,77 2,16

GTF2I EFSFEAWNA 722 0,003561 1,55 1,55

GTF3C2 DLDRPESQSPK 176 0,002962 0,00311 0,52 0,28 0,4

GTF3C5 PALFSSSAKADGG 477 0,003109 0,003265 1,53 4,35 2,94

GTPBP1 LQTTNNSPMNSK 580 0,00283 1,5 1,5

GTSE1 LVDVSPDRGSP 594 0,003277 0,003441 0,42 0,28 0,35

GTSE1 GSPPSRVPQAL 602 0,003368 0,003537 0,23 0,47 0,35

HABP4 VAQRPDSPGGGLQ 108 0,00294 0,003087 0,11 0,53 0,32

HBS1L QTSRSESEIVPK 156 0,002778 0,002917 0,45 0,55 0,5

HCA90 VSQVTKSVDFHFR 257 0,00307 0,003223 7,99 14,23 11,11

HCFC1 LGHSFSLVGNK 143 0,003232 0,003394 4,33 1,65 2,99

HCFC1 TITLVKSPISVPG 666 0,002876 0,00302 1,42 3,48 2,45

HDAC1 LHISPSNMTNQN 346 0,002788 0,002928 0,18 0,56 0,37

HDAC1 LHISPSNMTNQN 348 0,002788 0,002928 0,05 0,24 0,145

HDAC1 DAIPEESGDEDED 393 0,002668 0,002801 0,08 0,04 0,06

HDAC2 QQTDMAVNW 224 0,003414 0,003585 0,39 0,21 0,3

HDAC2 LHISPSNMTNQN 443 0,002788 0,002928 0,26 0,54 0,4

HDAC2 DAVHEDSGDEDGE 488 0,002752 0,00289 0,07 0,2 0,135

HDAC5 PLSRTQSSPLP 496 0,003329 0,58 0,58

HDGF ASGYQSSQKK 118 0,003613 1,6 1,6

HDGF ASGYQSSQKK 119 0,003441 1,56 1,56

HDGF GNAEGSSDEEGK 149 0,003337 1,62 1,62

HDGF EAATLEVER 200 0,003648 0,5 0,5

HDGFRP2 SDSKADSDGAK 240 0,003622 0,6 0,6

HDLBP SSVAVLTQESFAE 8 0,002765 0,002903 0,57 0,57 0,57

HDLBP VATLNSEEESDP 28 0,002921 0,003067 0,35 0,17 0,26

HDLBP VATLNSEEESDP 31 0,002921 0,003067 0,11 0,41 0,26

HELLS NSIDASEEKPVM 115 0,00286 0,003003 1,44 2,74 2,09

HELLS NSIDASEEKPVM 119 0,003003 0,59 0,59

HELZ ALRLQHSGSTNK 1118 0,002876 0,00302 7,83 10,77 9,3

HELZ SNPQNRSPESR 1318 0,00294 0,59 0,59

HELZ SPPAVPSPPSSTD 1615 0,003036 0,003188 0,41 0,47 0,44

HELZ SPPAVPSPPSSTD 1621 0,003036 0,003188 0,33 0,43 0,38

HEXIM2 LGWNSRSPR 71 0,003474 1,89 1,89

HIP1R PLAQKPSVAPR 1045 0,003219 0,00338 1,69 4,03 2,86

HIRIP3 LSTLTHSIVR 27 0,003318 0,003484 0,6 0,3 0,45

HIRIP3 ESEQESEEEILA 223 0,002854 1,96 1,96

HIRIP3 ESEQESEEEILA 227 0,002854 1,96 1,96

HIRIP3 EAASSGDDSGR 300 0,003715 0,6 0,6

HIRIP3 EAASSGDDSGR 301 0,003715 0,6 0,6

HIST1H4A DNIQGITKPAIR 31 0,002848 0,00299 3,21 6,61 4,91

HIST1H4A RISGLIYEE 48 0,003453 0,003625 5,12 0,98 3,05

HIST1H4A DAVTYTEHAK 72 0,003296 1,5 1,5

HMGA1 PPVSPGTALVGSQK 39 0,002824 0,002965 0,17 0,25 0,21

HMGA1 PPVSPGTALVGSQK 44 0,002824 0,002965 0,24 0,12 0,18

HMGA1 EPSEVPTPKR 53 0,003282 0,003447 0,15 0,11 0,13

HMGB2 VNFAEFSKK 42 0,003657 1,58 1,58

HMGCS1 PTPNDDTLDEGVG 471 0,002982 0,57 0,57

HMGCS1 PTPNDDTLDEGVG 476 0,002982 0,57 0,57

HMGCS1 ATEHIPSPAKK 495 0,00334 0,59 0,59

HMGN4 DASTLQSQKAEGT 80 0,002828 0,002969 0,57 0,35 0,46

HMGXB4 LGHELQSFLK 243 0,003198 0,54 0,54

HMMR ILATESSNQEYVR 505 0,003147 0,003304 7,86 12 9,93

HN1 GGGSNFSLGFDEP 31 0,002936 0,53 0,53

HN1 EDLESSGLQR 80 0,003299 0,003464 4,38 8,98 6,68

HN1 NSSEASSGDFLDL 88 0,002957 1,6 1,6

HN1 NSSEASSGDFLDL 91 0,002957 1,83 1,83

HN1 NSSEASSGDFLDL 92 0,002816 0,002957 1,22 3,74 2,48

HNRNPA0 DLIEHFSQFGTVE 119 0,003124 0,00328 0,6 0,28 0,44

HNRNPA0 SYGPMKSGGGGGG 270 0,00336 0,003528 7,85 16,59 12,22

HNRNPA1 AVSREDSQR 91 0,003551 0,003729 4,31 0,23 2,27

HNRNPA1 AVSREDSQR 95 0,003728 1,6 1,6

HNRNPA1 VIQKYHTVNGHNC 169 0,003141 0,003298 0,24 0,46 0,35

HNRNPA1 NFGGRSSGPYGGG 337 0,003097 0,003252 1,9 2,58 2,24

HNRNPA1 NFGGRSSGPYGGG 338 0,003097 0,003252 1,95 3,37 2,66

HNRNPA1 YGGSSSSSSYGSG 363 0,003171 1,58 1,58

HNRNPA1 GGSSSSSSYGSGR 364 0,003189 1,72 1,72

HNRNPA2B1 GFGFVTFDDHDP 159 0,002792 0,002932 0,26 0,08 0,17

HNRNPA2B1 ALSRQEMQE 189 0,003417 1,78 1,78

HNRNPA2B1 NYGPMKSGNFGGS 318 0,002868 1,9 1,9

HNRNPA2B1 SGNFGGSRNMGGP 324 0,003038 1,51 1,51

HNRNPA3 LFIGGLSFETTDDSLR 43 0,002703 0,002838 0,51 0,23 0,37

HNRNPA3 LFIGGLSFETTDDSLR 50 0,002703 0,002838 0,19 0,39 0,29

HNRNPAB QQQQYGSGGRGNR 243 0,003368 0,003537 1,76 3,5 2,63

HNRNPC SVTEHPSPSPLLS 113 0,002798 0,56 0,56

HNRNPC PSPLLSSSFDLDY 120 0,00329 0,003455 0,51 0,19 0,35

HNRNPC SEEEQSSSSVK 238 0,003293 1,52 1,52

HNRNPC EEEQSSSSVK 240 0,003534 1,7 1,7

HNRNPC TNVKMESEGGADD 253 0,002934 1,67 1,67

HNRNPF EEVRSYSDPPLK 195 0,002669 0,002802 0,55 0,25 0,4

HNRNPF PPLKFMSVQR 203 0,003277 0,59 0,59

HNRNPF DLSYCLSGMYDHR 265 0,003204 1,92 1,92

HNRNPH2 DLNYCFSGMSDHR 269 0,00308 0,003233 6,48 1,54 4,01

HNRNPK EGLQLPSPTATSQ 116 0,002842 0,002984 0,22 0,7 0,46

HNRNPK DYDDMSPRR 284 0,003243 1,89 1,89

HNRNPK GSYGDLGGPIITT 379 0,003009 0,58 0,58

HNRNPM GLDHMASSIER 467 0,00309 0,003245 1,48 2,64 2,06

HNRNPR STAYEDYYYHPPPR 432 0,002721 0,002857 7,75 3,93 5,84

HNRNPR STAYEDYYYHPPPR 433 0,002721 0,002857 3,22 8,46 5,84

HNRNPUL1 FLPPEASQLK 159 0,00331 0,003475 0,57 0,05 0,31

HNRNPUL2 DEPEERSGDETPG 161 0,002807 0,57 0,57

HOXB9 PDQTNPSANWLHA 176 0,003432 0,56 0,56

HSD17B4 DSEGGVSANHTSR 334 0,002866 0,00301 1,53 3,59 2,56

HSF1 EEPPSPPQSPR 303 0,003078 0,003232 0,17 0,21 0,19

HSF1 PPSPPPTSTPEK 363 0,003045 0,003197 0,46 0,14 0,3

HSF1 PPSPPPTSTPEK 367 0,003045 0,003197 0,22 0,48 0,35

HSF1 PPSPPPTSTPEK 368 0,003045 0,003197 0,19 0,47 0,33

HSF1 PPSPPPTSTPEK 369 0,003045 0,003197 0,43 0,27 0,35

HSP90AA1 HSQFIGYPIT 333 0,003222 0,003383 1,73 2,53 2,13

HSP90AA1 SLTNDWEDH 437 0,003346 0,003514 3,9 0,84 2,37

HSP90AA1 SLTNDWEDH 439 0,003513 1,63 1,63

HSP90AA1 LGIHEDSQNR 575 0,003206 0,62 0,62

HSP90AA1 DNSTMGYMAAK 745 0,003156 0,003314 1,26 2,86 2,06

HSP90AA1 EINPDHSIIETLR 763 0,003095 1,7 1,7

HSP90AA1 EINPDHSIIETLR 767 0,003095 0,62 0,62

HSP90AB1 FIGYPITLYLEK 214 0,003419 1,51 1,51

HSP90AB1 DNSTMGYMMA 615 0,003335 0,003502 3,15 1,05 2,1

HSP90AB1 DNSTMGYMMA 616 0,003335 0,003502 1,49 2,91 2,2

HSP90AB1 DHPIVETLR 637 0,003452 0,003625 0,45 0,31 0,38

HSP90B1 LDGLNASQIR 64 0,003603 1,81 1,81

HSP90B1 FQSSHHPTD 514 0,003526 1,85 1,85

HSP90B1 MLRLSLNIDPD 746 0,003076 1,94 1,94

HSPA4L QDRLNQTLK 602 0,003348 0,003516 1,73 2,71 2,22

HSPA8 GIFEVKSTAGDTH 221 0,002777 0,002915 3,61 1,13 2,37

HSPA8 LDKSQIHDIV 329 0,003369 1,97 1,97

HSPD1 SPYFINTSK 231 0,003699 0,59 0,59

HTATSF1 AGGEPDSLGQQPT 40 0,003145 0,55 0,55

HTATSF1 RSDSVSASER 389 0,003411 1,7 1,7

HTATSF1 SDSVSASERAGPS 391 0,003011 1,65 1,65

HTATSF1 HFSEHPSTSK 407 0,003237 0,003399 0,15 0,09 0,12

HTATSF1 HFSEHPSTSK 408 0,003237 1,56 1,56

HTATSF1 HFSEHPSTSK 409 0,003399 1,67 1,67

HTATSF1 GNPVRGSEEDSPK 494 0,002895 1,61 1,61

HUWE1 LFGHSSTSALSA 3119 0,003183 0,003343 1,85 2,75 2,3

HUWE1 SSTSALSAILR 3124 0,003377 0,003546 3,44 1,16 2,3

HUWE1 AFTSRLSGNR 3137 0,003368 1,58 1,58

HUWE1 QAATSESSQSEAS 3798 0,002938 1,55 1,55

HUWE1 QAATSESSQSEAS 3799 0,002938 1,52 1,52

HUWE1 VDQPSPSAQDTQS 3820 0,002781 0,002919 0,21 0,67 0,44

IARS SVVTSIFGVK 1116 0,003585 0,003765 15,12 16,68 15,9

IARS SVVTSIFGVK 1119 0,003585 0,003765 20,52 11,28 15,9

IBTK SDSSGGYNLSD 990 0,003389 0,003558 1,05 5,37 3,21

IBTK SDSSGGYNLSD 992 0,003389 0,003558 1,76 4,66 3,21

IDH3B AHAASRSQAEDVR 46 0,002709 0,002844 0,27 0,53 0,4

IDH3B VEGSFPVTML 56 0,003453 0,003625 0,44 0,26 0,35

IDH3B TTDFIKSVIGHLQ 383 0,003252 0,003414 3,4 0,7 2,05

IGF2BP1 GQPRQGSPVAAGA 181 0,003295 0,58 0,58

IKBKAP SGKYSHSNSR 1185 0,003329 0,003496 1,58 4,6 3,09

IKBKG QLESEREALQ 254 0,003121 0,003277 1,83 3,57 2,7

IKBKG ALQQQHSVQVDQL 264 0,003179 0,003338 5,22 1,46 3,34

ILF3 HSSVYPTQEELEA 19 0,003188 0,003347 10,09 3,57 6,83

ILF3 HSSVYPTQEELEA 24 0,003188 0,003347 0,29 0,47 0,38

ILF3 GEDSAEETEAK 482 0,003214 0,003375 0,13 0,05 0,09

ILF3 GEDSAEETEAK 486 0,003214 0,54 0,54

ILF3 HQGQQQSYNQSPY 758 0,003042 0,003194 0,55 0,21 0,38

IMPDH2 LVGIISSRDIDF 159 0,00283 0,002971 0,22 0,7 0,46

INA TSQIGESFEEILE 463 0,003204 0,52 0,52

INA TSQIGESFEEILE 464 0,003204 0,52 0,52

INA TSQIGESFEEILE 469 0,003364 0,52 0,52

INPP4A YAFNSLQLK 955 0,003613 1,62 1,62

INTS6 LMHCRSHEEVNT 804 0,003258 0,003421 1,58 2,74 2,16

IPO7 DVPNETLQVEED 244 0,002727 0,002864 0,23 0,61 0,42

IPO7 FSAPVVPSSFNFG 1020 0,002788 0,55 0,55

IPO7 FSAPVVPSSFNFG 1027 0,002788 0,5 0,5

IQGAP1 PHYGSVLDNER 19 0,003076 0,61 0,61

IQWD1 DGEQSPNVSLM 336 0,003345 1,8 1,8

IRF2BP1 AGGASPAASSTAQ 453 0,003465 0,58 0,58

IRF2BP1 AGGASPAASSTAQ 457 0,003465 0,59 0,59

IRF2BP2 PELNRQSPNPR 175 0,002885 0,003029 0,52 0,36 0,44

IRF2BP2 PASVSSSAAVEHE 240 0,002964 0,003112 1,75 2,27 2,01

IRF2BP2 PASVSSSAAVEHE 242 0,002964 0,003112 2,38 6,74 4,56

IRF2BP2 PASVSSSAAVEHE 243 0,002964 0,003112 6,7 1,56 4,13

IRF2BP2 PASVSSSAAVEHE 244 0,002964 0,003112 28,43 42,78 35,605

IRF2BP2 HSGPFESK 323 0,003219 0,00338 0,13 0,35 0,24

IRF2BP2 PPPPTASPHSNR 406 0,002993 0,003142 0,06 0,12 0,09

IRF2BP2 NSNSPPSPSSMNQ 455 0,002806 0,55 0,55

IRF2BP2 NSNSPPSPSSMNQ 457 0,002946 0,61 0,61

IRS2 VSGDAAQDLDR 562 0,003427 1,54 1,54

IRS4 SEPVAHSRR 409 0,003579 0,61 0,61

IRS4 AVSVPASFFR 431 0,003449 0,61 0,61

IRS4 VSPPPAPSPPK 757 0,00347 0,003644 0,31 0,27 0,29

IRS4 PGDGGSPSKPSD 872 0,003561 0,5 0,5

IRS4 TQGLPDSWGIIAE 944 0,002729 0,002866 0,16 0,62 0,39

ITSN2 VSPGSVSPIHGQG 889 0,003075 0,51 0,51

IVNS1ABP SLSFEMQQD 336 0,003438 1,57 1,57

IVNS1ABP SLSFEMQQD 338 0,003438 1,57 1,57

IWS1 HPASDSEIEE 157 0,003522 0,57 0,57

IWS1 ISDSESEDPP 248 0,003465 0,003638 0,66 0,22 0,44

IWS1 ISDSESEDPP 250 0,003465 0,003638 0,53 0,35 0,44

IWS1 GEDTEMQNDS 342 0,003321 1,65 1,65

IWS1 DSFHSDSHMDR 351 0,002832 1,67 1,67

IWS1 DSFHSDSHMDR 353 0,002974 1,68 1,68

JMJD1C DLDLNRSQTGK 984 0,003018 1,5 1,5

JMJD6 NYYESFSLSPAAV 36 0,003275 1,77 1,77

JPH1 PPTPKESPHFYR 452 0,003258 0,003421 0,51 0,35 0,43

JPH1 HSHSPASSPK 479 0,003592 0,6 0,6

JUN QSMTLNLADPVGSLK 37 0,003177 0,56 0,56

JUN QSMTLNLADPVGSLK 48 0,003177 0,56 0,56

JUP TLVTQNSGVEALI 433 0,00295 0,59 0,59

KCTD12 SPSGGAAGPLLTP 185 0,00349 0,61 0,61

KCTD12 GPLLTPSQSLDGS 196 0,002962 0,52 0,52

KCTD12 GPLLTPSQSLDGS 198 0,002962 0,61 0,61

KCTD3 DSPGTASPSPTK 793 0,003433 0,59 0,59

KCTD5 CSAGLGALAQR 29 0,003554 0,003732 4,61 6,63 5,62

KDM1 PEEENESEPEEPS 166 0,003164 0,003322 0,16 0,02 0,09

KDM3A SSENNGTLVSK 264 0,003293 1,61 1,61

KDM3B PLLKTFSNVFGR 766 0,002744 0,002881 14,55 3,85 9,2

KDM3B SGGFLSSPADFSQ 779 0,002902 0,003047 3,92 5,4 4,66

KHDRBS1 SGSMDPSGAHPSVR 20 0,002733 0,00287 0,52 0,26 0,39

KHDRBS1 SGSMDPSGAHPSVR 29 0,00287 0,55 0,55

KHDRBS1 QTPSRQPPLP 35 0,003334 0,003501 5,67 4,21 4,94

KHSRP SQGDSISSQLGPIH 125 0,003323 0,003489 0,65 0,33 0,49

KHSRP SQGDSISSQLGPI 131 0,002925 0,003071 0,52 0,24 0,38

KHSRP SQGDSISSQLGPIH 132 0,003489 0,56 0,56

KIAA0195 VEPPHSSHEDLTD 450 0,003243 0,52 0,52

KIAA0195 VEPPHSSHEDLTD 451 0,003243 0,52 0,52

KIAA0284 ETPQPSQPPEVP 238 0,002889 0,003033 0,44 0,14 0,29

KIAA0355 LTPQPGLAPQQQSPK 723 0,002996 0,003146 0,13 0,43 0,28

KIAA0415 PLYPQISPLKIHI 49 0,00324 0,003402 0,18 0,44 0,31

KIAA0415 SAPASPTHPGL 398 0,003592 0,003772 0,52 0,36 0,44

KIAA0415 CLSREGSPIPHDP 423 0,002825 0,55 0,55

KIAA0528 ESSDEVTELDLSH 666 0,003248 1,84 1,84

KIAA0528 ESASSNSGIPAAQ 854 0,003083 0,003237 2,31 3,75 3,03

KIAA0652 NQPVHGTQADQER 321 0,003208 0,51 0,51

KIAA0907 VAYAADSSDEEEE 571 0,002678 0,002812 1,69 2,57 2,13

KIAA0907 VAYAADSSDEEEE 572 0,002678 0,002812 3,42 0,84 2,13

KIAA1009 ELTDDEHENESK 184 0,003444 1,96 1,96

KIAA1143 DEDGDHSDK 50 0,003831 0,53 0,53

KIAA1219 VQHQTSSTSPLS 414 0,002962 0,00311 0,54 0,3 0,42

KIAA1279 ISATEDTPEAEGE 287 0,002802 0,54 0,54

KIAA1429 VISHDRDSPPPPP 133 0,00268 0,002814 0,09 0,21 0,15

KIAA1429 VISHDRDSPPPPP 138 0,00268 0,002814 0,16 0,04 0,1

KIAA1429 PPQPQPSLKR 154 0,003261 0,003424 0,03 0,17 0,1

KIAA1429 EDQFNGSPPR 173 0,003264 0,003427 0,28 0,56 0,42

KIAA1429 QNTSRPPSMHVD 1646 0,002763 1,73 1,73

KIAA1429 QNTSRPPSMHVD 1647 0,002763 1,73 1,73

KIAA1429 QNTSRPPSMHVD 1651 0,002763 1,73 1,73

KIAA1468 DYFSNPGNFE 132 0,003153 0,003311 1,55 2,51 2,03

KIAA1522 DHGDTQSIQSSR 150 0,00298 1,5 1,5

KIAA1522 DHGDTQSIQSSR 152 0,00298 1,53 1,53

KIAA1522 DHGDTQSIQSSR 155 0,00298 1,52 1,52

KIAA1522 PHDSFPKSGK 204 0,003394 0,55 0,55

KIAA1543 SSGGPQSPLRGST 395 0,003207 1,78 1,78

KIAA1598 QSHLLLQSSIPD 249 0,002824 1,55 1,55

KIAA1618 SGGRGLSQEGTGP 266 0,003277 0,52 0,52

KIAA1671 RQSLYENQV 1800 0,003455 1,62 1,62

KIAA1704 GQQETDSSEDEDI 138 0,003265 0,56 0,56

KIAA1704 GQQETDSSEDEDI 140 0,003265 0,003428 1,82 2,52 2,17

KIAA1704 GQQETDSSEDEDI 141 0,003265 0,003428 3,56 0,78 2,17

KIAA1704 LAEQVSSYNESK 265 0,00279 0,00293 3,52 7,04 5,28

KIAA1704 LAEQVSSYNESK 266 0,00279 0,00293 7,81 2,75 5,28

KIAA1704 LAEQVSSYNESK 270 0,00279 0,00293 1,48 3,68 2,58

KIAA1967 NQPLLKSPAPPLL 124 0,002727 0,002863 4,82 1,18 3

KIAA1967 PLSSGGEEEE 626 0,003596 0,003776 0,28 0,68 0,48

KIAA1967 PLSSGGEEEE 627 0,003596 0,003776 0,64 0,32 0,48

KIDINS220 VSQNSLGEMTK 882 0,0033 1,63 1,63

KIDINS220 VSQNSLGEMTK 885 0,0033 1,63 1,63

KIF18B DTQPSQGPSTPK 683 0,003027 0,003178 0,52 0,3 0,41

KIF1A AASVSSLHER 425 0,003523 0,003699 3,98 1 2,49

KIF1A AASVSSLHER 427 0,003523 0,003699 1,25 3,67 2,46

KIF1A AASVSSLHER 428 0,003523 0,003699 1,84 3,2 2,52

KIF21A LSSSDAPAQDT 853 0,003417 1,52 1,52

KIF23 THQELASDGEIET 867 0,003314 1,59 1,59

KIF23 VEMRAGSQLGPGY 943 0,002771 0,58 0,58

KIF2A SAQQNGSVSDISP 135 0,002923 0,5 0,5

KIF2C SNGLIHSANVR 22 0,003209 0,003369 3,01 6,37 4,69

KIF4A KMTQNDSQL 544 0,003498 0,003673 5,82 22,14 13,98

KIF4A RTFSLTEVR 799 0,003368 0,003537 1,36 3,68 2,52

KIF4A RTFSLTEVR 801 0,003368 0,003537 1,5 3,54 2,52

KIF4A TLLSPDSSFEYVP 1013 0,00326 0,003423 0,51 0,35 0,43

KIF4A TLLSPDSSFEYVP 1016 0,00326 0,003423 0,25 0,61 0,43

KLC1 RASSLNVLNV 600 0,003647 1,51 1,51

KLC2 GDVPKDTLDDLFP 163 0,00331 0,003475 0,05 0,11 0,08

KLC2 HYARALSIYEALG 375 0,003403 0,57 0,57

KLC2 RASSLNFLNK 581 0,003256 1,61 1,61

KLC2 RASSLNFLNK 582 0,003256 1,61 1,61

KLC2 TLSSSSMDLSR 611 0,003168 0,003327 0,34 0,66 0,5

KLC2 TLSSSSMDLSR 615 0,003168 0,003327 1,21 3,19 2,2

KPNA1 NKSLNPDEM 18 0,003551 0,003729 1,74 2,68 2,21

KPNA2 NVSSFPDDAT 55 0,003535 0,003712 0,21 0,73 0,47

KRI1 QLAVDDSSDEGEL 280 0,002746 0,57 0,57

KRI1 QLAVDDSSDEGEL 281 0,002746 0,57 0,57

KTN1 PVTKQPTPPSEAA 153 0,002854 0,54 0,54

L3MBTL2 SPDKASSPELPVS 688 0,003016 0,59 0,59

L3MBTL2 SPDKASSPELPVS 689 0,003016 0,59 0,59

LAP3 TRTFYGLHQDF 83 0,002733 0,00287 0,43 0,51 0,47

LAP3 LHQDFPSVVLVGL 95 0,003327 0,003493 0,59 0,35 0,47

LARP1 TTVNGQSPPEHSA 143 0,00285 0,002992 0,57 0,11 0,34

LARP1 PSQQLMSKDQDEQ 596 0,003101 0,003255 0,43 0,35 0,39

LARP1 SDEESDYEIDDR 633 0,003223 1,7 1,7

LARP1 PSTIARSLPTTVP 766 0,00282 0,51 0,51

LARP1 PTTVPESPNYRNT 774 0,002986 0,54 0,54

LARP4 QTTIPVSPPSTTK 589 0,002925 0,56 0,56

LARP5 SPSPAHLPDDPK 601 0,002986 0,003135 0,37 0,51 0,44

LARP7 GSDIESTEPQK 273 0,003308 0,59 0,59

LARS STGNFLTLTQAIDK 720 0,003149 0,003306 1,95 4,07 3,01

LATS1 YSGNMEYVISR 278 0,002862 1,7 1,7

LATS1 YSGNMEYVISR 286 0,002862 1,7 1,7

LATS1 SNSFNNPLGNR 462 0,00308 0,003235 0,34 0,76 0,55

LBR SASASHQADIK 97 0,003519 1,97 1,97

LBR SASASHQADIK 99 0,003351 1,75 1,75

LBR SASASHQADIK 101 0,003351 0,003519 1,75 2,35 2,05

LBR DAPHKNTQEKFSL 149 0,003369 0,5 0,5

LDB1 MSGGSTMSSGGG 302 0,003838 1,57 1,57

LDB1 MSGGSTMSSGGG 306 0,003655 1,58 1,58

LDHA TLHPDLGTDK 242 0,003403 0,003573 0,54 0,16 0,35

LIG1 SIMSFFHPK 7 0,003582 0,58 0,58

LIG1 EVLEEQSEDEDR 141 0,003373 1,54 1,54

LIG1 DGDQPTTPPK 183 0,003526 0,003702 0,7 0,2 0,45

LIG3 EGKLSNSNSK 887 0,003501 0,003676 15,61 30,01 22,81

LIMA1 ISENSYSLDDLEI 225 0,003171 1,61 1,61

LIMA1 ISENSYSLDDLEI 228 0,00333 1,61 1,61

LIMA1 ISENSYSLDDLEI 230 0,003171 1,86 1,86

LIMA1 SLNWSSFVDNT 705 0,002966 1,61 1,61

LIMA1 SLNWSSFVDNT 709 0,003115 1,89 1,89

LIMD1 QLLQEETLPR 69 0,003064 0,003217 1,55 3,19 2,37

LIMD1 LNHRQLSLSSSR 233 0,002709 0,002844 8,54 10,16 9,35

LIMD1 SNSGLGGEVSGVMSK 314 0,002823 1,55 1,55

LIMD1 SNSGLGGEVSGVMSK 316 0,002823 1,57 1,57

LIN54 LSSQISDLLTR 667 0,003049 0,003202 4,52 9,28 6,9

LMCD1 MSLGQLQSAR 16 0,00342 0,003591 15,35 38,29 26,82

LMCD1 MSLGQLQSAR 22 0,00342 0,003591 32,11 21,53 26,82

LMNA LSPSPTSQRSR 390 0,00309 0,58 0,58

LMNA LSPSPTSQRSR 392 0,00309 0,003244 0,51 0,29 0,4

LMNA LSPSPTSQRSR 395 0,00309 0,58 0,58

LMNA SSHSSQTQGGGSV 409 0,003083 1,69 1,69

LMNA SSHSSQTQGGGSV 416 0,003083 1,65 1,65

LMNA STESRSSFSQHAR 424 0,003208 0,003368 1,96 2,26 2,11

LMNA STESRSSFSQHAR 428 0,003208 0,003368 1,75 2,51 2,13

LMNA STESRSSFSQHAR 429 0,003208 0,003368 3,4 0,86 2,13

LMNA ESRSSFSQHAR 431 0,002919 0,003064 0,27 0,53 0,4

LMNB1 KSMYEEEI 210 0,003792 1,51 1,51

LMNB1 LSPSPSSRVTVS 395 0,003087 0,003242 1,96 3,22 2,59

LMO7 EDSFESLDS 246 0,003793 1,55 1,55

LNPEP LLGMSFMNR 80 0,00366 1,65 1,65

LPP QQGHPNTWK 325 0,003406 0,003576 3,16 0,84 2

LRCH2 RMPSQPLTDS 327 0,003304 1,67 1,67

LRCH2 QTSRNDSHIIGSK 388 0,003286 0,00345 1,76 3,78 2,77

LRCH3 RISHEGSPVK 415 0,003365 0,003534 1,5 2,94 2,22

LRCH3 RISHEGSPVK 419 0,003365 0,003534 3,65 0,79 2,22

LRPAP1 LRSINQGLDR 230 0,003198 0,003358 6,91 0,83 3,87

LRPAP1 RVSHQGYST 242 0,003592 0,003772 1,64 2,36 2

LRPAP1 VSHQGYSTEAEFE 247 0,0032 0,00336 3,31 0,69 2

LRPAP1 HAESVGDGER 310 0,003523 0,003699 5,82 8,42 7,12

LRPPRC DIQEESTFSSR 76 0,002904 0,003049 3,44 1,66 2,55

LRPPRC ISNQFDWALMR 80 0,00274 0,002877 4,01 2,07 3,04

LRPPRC HSLNSSSASTTE 1025 0,003078 0,003232 1,13 3,49 2,31

LRPPRC HSLNSSSASTTE 1026 0,003078 0,003232 2,78 4,14 3,46

LRPPRC HSLNSSSASTTE 1027 0,003078 0,003232 1,84 2,7 2,27

LRPPRC HSLNSSSASTTE 1029 0,003078 0,003232 1,45 2,59 2,02

LRPPRC HSLNSSSASTTE 1030 0,003078 0,003232 1,02 5,9 3,46

LRPPRC HSLNSSSASTTE 1031 0,003078 0,003232 3,4 2,42 2,91

LRRC41 STQESLTAGGT 308 0,003538 1,52 1,52

LRRFIP1 GSGDTSISIDT 123 0,003712 1,93 1,93

LRRFIP1 ASVLDEGSFGGTR 165 0,00291 0,003055 2,22 6,04 4,13

LRRFIP1 ASVLDEGSFGGTR 171 0,00291 0,003055 1,78 6,48 4,13

LRRFIP1 SDQQGEALDSSQK 564 0,002718 0,002854 3,64 0,52 2,08

LRSAM1 LLQQSSSQK 290 0,003827 1,62 1,62

LRWD1 QVQKANSPEK 212 0,003312 0,003478 0,26 0,64 0,45

LSM14A SLKTQLSQGR 175 0,003343 1,63 1,63

LSM14A SSPQLDPLR 182 0,003665 0,003848 0,42 0,3 0,36

LSM14A SSPQLDPLR 183 0,003665 1,64 1,64

LSM14A KSPTMEQAVQ 192 0,00334 0,003507 0,52 0,44 0,48

LSM14A KSPTMEQAVQ 194 0,00334 0,003507 0,33 0,61 0,47

LSM14A STRPLPSASQK 225 0,003198 0,003358 0,26 0,6 0,43

LSM14A STRPLPSASQK 227 0,003198 0,003358 0,63 0,25 0,44

LSR VERAMSEVTSLH 432 0,002922 1,61 1,61

LTA4H NEFLAQTLQR 507 0,003234 1,56 1,56

LTV1 SQRDPLAADESAPQR 24 0,003053 0,61 0,61

LTV1 SQRDPLAADESAPQR 34 0,002907 0,52 0,52

LTV1 ADHLFWSEETK 233 0,002775 1,53 1,53

LTV1 ADHLFWSEETK 236 0,002775 1,53 1,53

LUZP1 ASHMGVSTDSGTQ 440 0,002949 0,003096 0,39 0,61 0,5

LUZP1 AIGALASSRR 569 0,003702 0,003887 1,43 5,57 3,5

LYN DSLSDDGVDL 102 0,003589 1,53 1,53

LYN DSLSDDGVDL 104 0,003589 1,93 1,93

LYRM4 HIGQLYSTDK 77 0,003224 0,003386 0,01 0,05 0,03

LYRM4 HIGQLYSTDK 78 0,003224 0,003386 0,19 0,07 0,13

MAGED2 ETEAAPSQAPADE 146 0,002868 0,003012 0,18 0,46 0,32

MAGED2 ESAAAQSQENQDT 162 0,002744 0,002881 0,42 0,22 0,32

MAGED2 LQSSQEPEAP 264 0,003607 0,53 0,53

MAGED2 LQSSQEPEAP 265 0,003435 0,003607 0,23 0,65 0,44

MAML1 DPESSGSATQT 284 0,003626 0,59 0,59

MAP1A DSSFSKSPESLPG 1564 0,002824 0,002965 0,36 0,6 0,48

MAP1B TLEVVSPSQSVT 1322 0,003018 0,56 0,56

MAP1B PIEKVLSPLR 1396 0,003413 0,57 0,57

MAP1B DDVEAMSSQPALA 1485 0,002832 1,6 1,6

MAP1B ALNRDLSTPGLEK 1852 0,002814 1,69 1,69

MAP1B APVQDRSPSPR 2209 0,003104 0,003259 0,63 0,09 0,36

MAP1B APVQDRSPSPR 2211 0,003104 0,003259 0,54 0,18 0,36

MAP1B PLAASPKPAGL 2271 0,003816 0,54 0,54

MAP1S LAERSEVAAGG 313 0,003513 1,58 1,58

MAP1S RAASSVPNLK 546 0,003566 0,003745 1,85 4,73 3,29

MAP1S RAASSVPNLK 547 0,003566 0,003745 1,94 5,32 3,63

MAP1S LPLAASSIPR 632 0,003624 0,003806 0,39 0,53 0,46

MAP1S PRTPSPESHR 638 0,003219 0,00338 0,22 0,76 0,49

MAP1S PRTPSPESHR 640 0,003219 0,00338 0,58 0,38 0,48

MAP3K2 DRSSPPPGYI 164 0,003426 0,003597 0,27 0,51 0,39

MAP3K2 SDIDNPTLTVMDI 331 0,003306 0,003471 0,57 0,35 0,46

MAP3K2 SDIDNPTLTVMDI 337 0,003306 0,003471 0,56 0,28 0,42

MAP3K2 LTVMDISPPSR 344 0,00309 0,003244 0,34 0,62 0,48

MAP3K2 MDISPPSRSPR 347 0,003027 0,59 0,59

MAP3K3 QNPGRSSPPPGYV 207 0,002788 0,002927 0,52 0,21 0,365

MAP3K3 LRSADSENALSV 368 0,002984 0,003133 0,21 0,55 0,38

MAP3K3 LRSADSENALSV 371 0,002984 0,003133 0,24 0,52 0,38

MAP3K7 RMSADMSEI 389 0,003755 0,57 0,57

MAP3K7 EPGQVSSRSSSPS 455 0,003036 0,55 0,55

MAP3K7IP2 LKSEVNEME 563 0,003456 0,003629 0,61 0,17 0,39

MAP3K7IP3 YQRSSSSGSD 504 0,003471 0,54 0,54

MAP4 RPSILPSKDVK 1913 0,00344 0,003613 18,74 8,52 13,63

MAP4 MTAKSVPADLS 1998 0,003337 0,003504 1,22 2,9 2,06

MAP4 KVSYSHIQS 2145 0,003548 0,003725 9,65 16,35 13

MAP4 AQAKVGSLDNVGH 2218 0,00291 0,003055 0,66 0,24 0,45

MAP7 WSWGGSLHGSPS 187 0,002993 0,003142 0,63 0,31 0,47

MAP7 GGSLHGSPSIHSA 191 0,003111 0,003267 0,38 0,46 0,42

MAP7 SLHGSPSIHSADP 193 0,002891 0,003035 0,65 0,29 0,47

MAP7 VVNRLLTPTHSFL 253 0,003173 0,003332 4,53 1,91 3,22

MAP7 LLTPTHSFLAR 257 0,002997 0,003147 1,81 4,63 3,22

MAP7D1 RQSLPASPR 442 0,003668 0,003851 5,67 1,51 3,59

MAP7D1 RQSLPASPR 446 0,003668 0,003851 6,08 1,1 3,59

MAP7D3 WSWGGSAMAN 165 0,003492 0,003667 1,67 4,75 3,21

MAP7D3 GGSAMANSESK 174 0,00358 0,003759 4,33 2,09 3,21

MAP7D3 RDSNLHSST 229 0,003834 1,76 1,76

MAP7D3 IMPIQHTLSVQSA 548 0,003325 0,003491 1,95 3,57 2,76

MAP7D3 IMPIQHTLSVQSA 550 0,003325 0,003491 3,64 1,82 2,73

MAPK1 DHTGFLTEYVATR 185 0,003305 0,55 0,55

MAPK14 HTDDEMTGYVATR 180 0,003175 0,003334 0,25 0,67 0,46

MAPK1IP1L DALPEHSPAK 15 0,003498 0,59 0,59

MAPK3 DHTGFLTEYVATR 202 0,003147 0,003305 0,11 0,14 0,125

MAPK3 DHTGFLTEYVATR 207 0,003147 0,003304 0,12 0,08 0,1

MAPKAPK2 VPQTPLHTSR 334 0,003293 0,003458 0,43 0,25 0,34

MAPKAPK3 SMVVPQTPLHTAR 313 0,003299 0,003464 0,55 0,13 0,34

MAPKAPK3 SMVVPQTPLHTAR 317 0,003299 0,003464 0,22 0,7 0,46

MAPRE1 PLTSSSAAPQR 154 0,003351 0,61 0,61

MAPRE1 PLTSSSAAPQR 155 0,003351 0,003519 0,22 0,7 0,46

MAPRE1 PLTSSSAAPQR 157 0,003351 0,003519 0,55 0,37 0,46

MAPRE1 APQRPISTQR 165 0,003245 0,56 0,56

MAPRE2 GPTQTLSPNGENN 9 0,002842 0,002984 0,61 0,37 0,49

MAPRE2 IQDNNGTIIPFR 25 0,002727 0,002863 0,54 0,26 0,4

MAPRE2 PGSTPSRPSSAK 219 0,003358 0,55 0,55

MAPRE2 PGSTPSRPSSAK 223 0,003358 0,55 0,55

MAPT VQSKIGSLDNITH 691 0,002683 0,56 0,56

MARCKS AVASSPSKANGQE 29 0,00302 0,003171 0,6 0,36 0,48

MARCKS EDGATPSPSNETP 145 0,002898 0,003042 0,38 0,18 0,28

MARCKSL1 PFKLSGLSFK 101 0,003326 0,003493 1,37 4,29 2,83

MARCKSL1 PFKLSGLSFK 104 0,003492 1,61 1,61

MARK1 GSTTVGSKSEMTA 468 0,003147 1,6 1,6

MARK1 GSSSRSTFHGEQ 612 0,002944 1,56 1,56

MARK1 RGTSTGIISK 649 0,003641 1,73 1,73

MARK2 VPVASPSAHNISS 572 0,003124 0,52 0,52

MARK3 TPVASTHSISS 563 0,003432 0,54 0,54

MARK3 SRGSTNLFSK 625 0,003403 0,003573 0,54 0,44 0,49

MASTL SFNSHINASNNSEPSR 657 0,002718 1,56 1,56

MAT2A RNGTLPWLR 172 0,003357 0,56 0,56

MATR3 SFQQSSLSR 8 0,003576 0,003755 1,35 4,27 2,81

MATR3 GTARLASLMNLGM 54 0,00283 0,002971 1,84 2,78 2,31

MATR3 GDADQASNILASF 109 0,002883 0,003027 0,31 0,67 0,49

MATR3 SQESGYYDR 211 0,003549 1,54 1,54

MATR3 PVRVHLSQK 471 0,003676 1,96 1,96

MATR3 VIHLSNLPHSGYSD 501 0,003091 0,003245 31,94 15,74 23,84

MATR3 LPHSGYSDSAVLK 506 0,002754 0,002891 6,17 10,47 8,32

MATR3 LPHSGYSDSAVLK 509 0,002754 0,002891 18,37 25,45 21,91

MATR3 LPHSGYSDSAVLK 511 0,002754 0,002891 20,69 10,41 15,55

MATR3 MKSQAFIEM 533 0,003438 0,00361 2,38 3,7 3,04

MATR3 SPDGKESPSDK 604 0,003264 0,003427 0,13 0,55 0,34

MAX DHIKDSFHSLR 42 0,00279 0,002929 0,37 0,11 0,24

MAX DHIKDSFHSLR 45 0,00279 0,52 0,52

MAX SSAQLQTNYPSSD 107 0,002709 0,53 0,53

MAZ LSHSDEKPYQ 327 0,003119 0,003275 0,07 0,03 0,05

MAZ MLSSAYISDH 427 0,003326 0,003493 20,05 8,69 14,37

MAZ MLSSAYISDH 428 0,003326 0,003493 8,36 18,22 13,29

MBD3 VRYDSSNQVK 86 0,003138 0,003295 3,46 2,46 2,96

MBD3 ITNHPSNKVK 120 0,003288 1,64 1,64

MCM3 ELISDNQYR 86 0,003288 0,003453 7,59 4,23 5,91

MCM3 RYSDLTTLV 204 0,003663 1,91 1,91

MCM3 RYSDLTTLV 205 0,003489 0,003663 1,46 2,74 2,1

MCM3 TLVAFPSSSVYPT 215 0,002763 0,002901 6,41 5,43 5,92

MCM3 DNLLHGTKK 600 0,003802 1,62 1,62

MCM3 DGDSYDPYDF 749 0,003301 0,57 0,57

MCM3 PYDFSDTEEEMPQ 756 0,003 0,59 0,59

MCM3 PYDFSDTEEEMPQ 758 0,003 0,6 0,6

MCM3 EMPQVHTPK 767 0,003666 0,57 0,57

MCM3AP DAPFQHSPLGK 538 0,003136 0,62 0,62

MDC1 GFIDSDTDAEEER 329 0,0032 0,00336 0,31 0,15 0,23

MDC1 GFIDSDTDAEEER 331 0,0032 0,00336 0,15 0,31 0,23

MDC1 IPATPVVIPM 341 0,003582 0,003762 0,25 0,43 0,34

MDC1 QESQAGSDTDVEE 372 0,002715 0,00285 0,33 0,65 0,49

MDC1 QESQAGSDTDVEE 376 0,002715 0,00285 0,73 0,19 0,46

MDC1 FGDSDDSVEADK 495 0,00308 0,57 0,57

MDC1 FGDSDDSVEADK 498 0,00308 0,57 0,57

MDC1 VEADKSSPGIHLE 505 0,002875 0,58 0,58

MDC1 GDQHPESPVHTEP 793 0,003314 0,00348 0,23 0,71 0,47

MDC1 GDQHPESPVHTEP 797 0,003314 0,00348 0,52 0,14 0,33

MDC1 QDGSQEAPEA 1086 0,003602 0,003782 0,75 0,21 0,48

MDC1 AIPEPASPQLLET 1775 0,002769 0,54 0,54

MDC1 SLATMDSPPHQK 1820 0,00302 1,55 1,55

MDN1 KQSEAVHLQ 638 0,003576 0,003755 1,57 5,23 3,4

MDN1 DEKSDSEGGDLD 4752 0,002973 1,75 1,75

MDN1 DEKSDSEGGDLD 4754 0,002973 1,75 1,75

MED1 ADTEGKSPSHSSS 1021 0,003069 0,52 0,52

MED1 SYQNSPSSDDGIR 1479 0,003323 0,003489 0,29 0,57 0,43

MED1 SYQNSPSSDDGIR 1481 0,003323 0,003489 0,35 0,47 0,41

MED1 YQNSPSSDDGIR 1482 0,002822 0,002963 0,39 0,49 0,44

MED9 APQPQQSPAPR 46 0,003186 0,003345 0,01 0,05 0,03

METTL1 AHSNPMADHTLR 27 0,0028 1,99 1,99

METTL3 QDSGHLDLR 30 0,003573 0,003752 0,17 0,45 0,31

METTL3 HAASDVDLEI 219 0,003483 1,68 1,68

MFAP1 LQNRISEDVEER 94 0,003191 0,003351 5,72 2,06 3,89

MFF QLVRNDSLWHR 172 0,003494 1,57 1,57

MGEA5 ESQATLEER 88 0,003679 1,54 1,54

MIA3 TKFGSTADALV 281 0,003365 1,75 1,75

MIA3 GTESQGSAAAEPE 894 0,0032 0,54 0,54

MIA3 ELVQKLSNYEQK 1235 0,00321 0,00337 17,5 13,28 15,39

MIA3 SEFGSVDGPLP 1706 0,00338 0,003549 0,5 0,4 0,45

MICAL3 SYSVEKSPQDEGL 1371 0,003295 1,5 1,5

MICALL1 ADGPKASPEAR 273 0,003397 0,003567 0,54 0,12 0,33

MICALL1 SSPGPPSQDSR 396 0,003351 0,003519 0,13 0,29 0,21

MICALL1 HPWYGITPTSSPK 467 0,003388 1,68 1,68

MICALL1 HPWYGITPTSSPK 471 0,003388 1,8 1,8

MICALL1 PLALHASRLSHSE 493 0,002673 0,002806 0,26 0,34 0,3

MICALL1 RESELIYVF 740 0,00324 0,003402 3,87 8,05 5,96

MID1 SASLISQAEHSL 309 0,003027 0,003178 10,64 5,12 7,88

MID1 SASLISQAEHSL 311 0,003027 0,003178 6,43 3,29 4,86

MID1 SASLISQAEHSL 314 0,003027 0,003178 6,92 8,08 7,5

MIER1 YFDTNSEVEE 211 0,003202 1,69 1,69

MIER1 DTNGYETDNLTTD 501 0,003252 1,54 1,54

MIER1 ESPGSSEFFQEA 541 0,002871 1,5 1,5

MIER1 ESPGSSEFFQEA 544 0,002871 0,003014 0,54 0,3 0,42

MIER1 ESPGSSEFFQEA 545 0,002871 1,64 1,64

MINK1 SNSAWQIYLQR 699 0,002907 0,54 0,54

MINK1 SDSVLPASHGH 747 0,003543 0,58 0,58

MINK1 HLPQAGSLER 763 0,00354 0,58 0,58

MKI67 VSRSSFSSDPD 127 0,003168 0,003327 3,22 1,76 2,49

MKI67 VSRSSFSSDPD 128 0,003168 0,003327 1,86 3,12 2,49

MKI67 EEAQSLEDLAG 1098 0,003224 0,003386 5,82 0,78 3,3

MKI67 MHTPKPSVGEEK 1302 0,00282 1,68 1,68

MKI67 IACRSQPDPVD 1496 0,003126 0,003283 0,31 0,25 0,28

MKI67 ASQPDLVDTPTSSK 1740 0,003279 0,003443 0,28 0,6 0,44

MKI67 ASQPDLVDTPTSSK 1747 0,003279 0,003443 1,94 3,96 2,95

MKI67IP EIQETQTPTHSR 279 0,003321 0,003487 1,86 2,72 2,29

MKL1 SPAAFHEQR 7 0,003567 0,003745 10,92 4,38 7,65

MKL2 SPAAFHEQIK 77 0,003315 0,003481 5,74 6,44 6,09

MLL3 QISNEVDSE 620 0,003638 0,01 0,01

MLLT1 PATADSPKPSAK 292 0,003204 0,57 0,57

MLLT1 PATADSPKPSAK 296 0,003204 0,003364 0,33 0,61 0,47

MLLT4 KLTELENEL 1825 0,003426 0,003597 10,93 23,89 17,41

MLLT6 PTAPAPSAPPSPS 378 0,003186 0,003345 0,25 0,41 0,33

MLLT6 PTAPAPSAPPSPS 382 0,003186 0,003345 0,51 0,15 0,33

MLST8 TVQHQDSQVNALEVTPDR 37 0,003474 1,51 1,51

MLST8 TVQHQDSQVNALEVTPDR 43 0,003474 1,69 1,69

MMTAG2 PAEATSSPTSPER 215 0,00284 0,002982 0,51 0,27 0,39

MMTAG2 PAEATSSPTSPER 216 0,00284 0,002982 0,49 0,27 0,38

MMTAG2 PAEATSSPTSPER 220 0,00284 0,002982 0,22 0,56 0,39

MNAT1 STQLEMQLEK 206 0,003111 0,003267 0,12 0,18 0,15

MON1A SMERAESPTPGMA 128 0,002773 0,002911 0,44 0,58 0,51

MORC3 RHLSEGTNSY 515 0,003219 0,00338 1,99 2,33 2,16

MORC3 LSTRSSILNAK 547 0,003153 0,003311 5,72 3,76 4,74

MORC3 LSTRSSILNAK 550 0,003153 0,003311 3,82 6,16 4,99

MORC3 LSSQFENSVYK 561 0,002897 1,58 1,58



MORC3 LSSQFENSVYK 562 0,002897 1,7 1,7

MORC3 LSSQFENSVYK 567 0,002897 0,003042 1,88 1,88 1,88

MORF4L2 SAENPPSGSVR 69 0,003561 0,52 0,52

MORF4L2 SAENPPSGSVR 71 0,003561 0,59 0,59

MPP5 QELDLNSSMR 83 0,003146 0,003303 0,29 0,83 0,56

MPP5 QELDLNSSMR 84 0,003303 1,84 1,84

MPP6 YETLVGTIGK 120 0,003449 0,003622 1,92 2,18 2,05

MPP6 YETLVGTIGK 124 0,003449 0,003622 4,01 0,09 2,05

MPP6 DENGDITPIK 147 0,003388 0,003558 1,47 3,25 2,36

MPRIP LSPPSPSTPNHR 294 0,002923 0,003069 0,53 0,43 0,48

MPRIP LSPPSPSTPNHR 295 0,002923 0,003069 0,61 0,35 0,48

MRE11A SASRNMSIIDAFK 622 0,003292 0,003457 1,48 3,1 2,29

MRE11A MSQSQVSKGVD 684 0,003214 1,88 1,88

MRPL14 TPIPTSLRK 126 0,003664 0,003848 0,18 0,5 0,34

MRPL3 WWDEHLSEENVPF 81 0,002972 0,53 0,53

MRPL34 GNEYQPSNIK 56 0,003256 0,003419 0,03 0,05 0,04

MRPS14 ADHGQLSGIQR 121 0,003173 0,003332 0,54 0,24 0,39

MRPS18B SEEDSLSSVPISP 38 0,002806 0,002946 0,34 0,5 0,42

MRPS18B SEEDSLSSVPISP 42 0,002806 0,002946 0,51 0,33 0,42

MRPS18B SEEDSLSSVPISP 44 0,002806 0,55 0,55

MRPS18B SEEDSLSSVPISP 45 0,002806 0,51 0,51

MRPS23 ALEENETQK 167 0,003507 0,003683 0,3 0,68 0,49

MRPS31 ASAVADSLPFDK 165 0,003078 0,003232 0,45 0,15 0,3

MRPS36 NPKPNVSEALR 37 0,003068 0,003222 0,09 0,17 0,13

MRPS36 SAGLPSHSSVISQHSK 42 0,00294 0,003087 18,42 28,96 23,69

MRPS36 SAGLPSHSSVISQHSK 49 0,00294 0,003087 0,24 0,12 0,18

MRPS36 SAGLPSHSSVISQHSK 50 0,00294 0,003087 0,13 0,19 0,16

MRPS36 SAGLPSHSSVISQHSK 53 0,00294 0,003087 1,86 5,24 3,55

MRPS36 SAGLPSHSSVISQHSK 56 0,00294 0,003087 16,55 26,83 21,69

MSH6 AAAPGASPSPGGD 41 0,003529 0,003706 0,41 0,59 0,5

MSH6 IHNVGSPLKSQN 830 0,002914 0,00306 0,2 0,04 0,12

MSN ALTSELANAR 527 0,003735 0,54 0,54

MTA1 PNPNQISVNNVK 368 0,002852 0,002994 1,94 2,22 2,08

MTA2 PEAQSLSPYTTSANR 435 0,003087 1,82 1,82

MTA2 PEAQSLSPYTTSANR 440 0,00294 0,003087 1,63 2,73 2,18

MTHFD1 ITIGQAPTEK 545 0,003519 0,003695 0,28 0,44 0,36

MTIF3 ETQETQER 254 0,003638 1,83 1,83

MTM1 YNSHSLENESI 13 0,002916 0,003062 0,21 0,49 0,35

MTMR1 GSSPSHSATSVH 653 0,003245 0,003408 3,28 7,1 5,19

MTMR1 GSSPSHSATSVH 660 0,003245 0,003408 6,91 3,47 5,19

MTR IAPRYSAPVIHV 877 0,002854 0,002996 4,53 11,01 7,77

MUTED IHSDHLVASEK 137 0,003043 0,003195 0,02 0,08 0,05

MYBL2 EDQEGSPPETSL 282 0,002925 0,003071 0,34 0,56 0,45

MYC FELLPTPPLSPSR 73 0,003262 0,003523 0,04 0,06 0,055

MYC FELLPTPPLSPSR 77 0,003262 0,003523 0,04 0,05 0,045

MYCBP2 NSVQSGESDSD 178 0,003324 0,00349 0,55 0,31 0,43

MYCBP2 NSVQSGESDSD 181 0,003324 0,00349 0,2 0,66 0,43

MYCBP2 SIVKQVSTENDST 1624 0,002825 1,54 1,54

MYCBP2 LDQNSQTPPPSPF 2683 0,003319 0,003484 0,15 0,49 0,32

MYCBP2 EQEMRASPK 2985 0,003465 1,92 1,92

MYCBP2 RVNSGDTEVG 3505 0,003775 1,91 1,91

MYEF2 GATGGDSPHLQPA 17 0,003109 0,003265 0,29 0,11 0,2

MYH10 RGGPISFSSSR 1956 0,003253 0,003416 0,37 0,49 0,43

MYH10 RGGPISFSSSR 1958 0,003253 0,003416 0,64 0,16 0,4

MYH10 RGGPISFSSSR 1959 0,003253 0,003416 0,27 0,53 0,4

MYH10 LHLEGASLELSDD 1973 0,002707 0,59 0,59

MYH9 LVWVPSDKSGFE 36 0,002773 0,002911 5,77 11,43 8,6

MYH9 ELESQISELQEDL 1114 0,003102 0,003257 1,86 2,48 2,17

MYH9 DEIANSSGKGALA 1714 0,00305 0,003202 3,75 1,17 2,46

MYL6 FQLFDRTGDGK 115 0,003082 1,58 1,58

MYO18A GDSDVDSELEDR 1974 0,002967 1,57 1,57

MYO18A SLAPDRSDDEHD 2014 0,002786 0,002926 0,62 0,18 0,4

MYO18A SLAPDRSDDEHD 2020 0,002786 0,002926 0,29 0,51 0,4

MYO1E YPHAPGSQR 981 0,003665 0,003848 0,23 0,15 0,19

MYO9B PGDASSLPDAGL 1398 0,003394 0,003564 0,16 0,34 0,25

MYO9B AGLSPGSQVDSK 1408 0,003266 0,00343 0,19 0,45 0,32

MYO9B AGLSPGSQVDSK 1412 0,003266 0,00343 0,33 0,17 0,25

MYSM1 DHYLDSSWR 41 0,003181 0,00334 2,49 4,17 3,33

MYST3 RLSSQDVLR 1089 0,00347 1,94 1,94

MYST3 RLSSQDVLR 1090 0,00347 1,94 1,94

NAF1 FNSSDHIESK 259 0,003219 0,00338 1,6 2,68 2,14

NAPA NSQSFFSGLF 26 0,003464 1,63 1,63

NASP EDMDISKSAEEP 189 0,002798 0,002938 1,36 2,68 2,02

NAV1 SEHSLFQAK 145 0,003554 0,003732 3,18 1,62 2,4

NAV1 NLDKVNSNSLDLP 806 0,003316 0,6 0,6

NAV1 QNSSDSISSLNS 1182 0,003036 0,003188 2,89 1,35 2,12

NAV1 QNSSDSISSLNS 1184 0,003036 0,003188 1,95 2,29 2,12

NCAPH SATEMGTTKK 207 0,003532 1,62 1,62

NCAPH SATEMGTTKK 208 0,003532 1,59 1,59

NCAPH FNYNVDTLVQLHL 518 0,003022 0,003172 0,26 0,52 0,39

NCAPH2 SRSPQQSAALPR 282 0,003051 0,58 0,58

NCAPH2 SRSPQQSAALPR 284 0,002906 0,003051 18,62 9,34 13,98

NCBP2 SDSYVELSQYR 13 0,002946 1,55 1,55

NCK1 SVPDSASPADDSF 91 0,003058 1,88 1,88

NCK1 ASPADDSFVDPGE 96 0,003058 0,61 0,61

NCK1 VTEEGDSPLGDHV 166 0,00293 0,62 0,62

NCOR1 EPEKPVSPPPVEQ 224 0,003308 0,003473 0,36 0,14 0,25

NCOR1 EPYEPISPPQVPV 2166 0,003267 0,00343 0,22 0,52 0,37

NCOR2 YHGSSYSPEGVEP 2057 0,002689 0,002823 0,24 0,7 0,47

NCOR2 PVSPVSSPSLTHD 2065 0,002854 0,002996 0,56 0,38 0,47

NCOR2 PVSPVSSPSLTHD 2068 0,002854 0,6 0,6

NCOR2 PVSPVSSPSLTHD 2069 0,002854 0,6 0,6

NDC80 SMQELRSQDVNK 21 0,003303 0,56 0,56

NDRG3 THSTSSSLGSGE 342 0,003256 0,003419 1,85 4,11 2,98

NDRG3 THSTSSSLGSGE 344 0,003419 1,89 1,89

NDRG3 THSTSSSLGSGE 346 0,003256 0,003419 4,71 1,55 3,13

NDRG3 THSTSSSLGSGE 347 0,003256 0,003419 1,58 4,9 3,24

NDUFA12 YVPYSTTRK 131 0,003351 0,003519 0,2 0,04 0,12

NDUFA7 NWASGHDLQG 16 0,003438 0,00361 0,09 0,31 0,2

NDUFA7 LPVGPSHKLSNN 46 0,002981 0,00313 0,03 0,11 0,07

NDUFA7 ESVPPSIIMSSQK 63 0,0027 0,002834 0,17 0,01 0,09

NDUFA7 ESVPPSIIMSSQK 71 0,0027 0,002834 0,14 0,04 0,09

NDUFAF2 NWRGQTIR 45 0,003605 0,003785 0,54 0,36 0,45

NDUFAF2 GHASAPYFGK 134 0,003592 0,003772 1,91 3,45 2,68

NDUFAF2 TFQPGSWMPR 158 0,003111 0,003267 0,07 0,21 0,14

NDUFS4 SYGANFSWNK 165 0,003193 0,57 0,57

NDUFV3 PEASHSFENR 193 0,003194 0,003353 0,68 0,12 0,4

NDUFV3 EEFLKQSLK 262 0,003332 1,91 1,91

NDUFV3 NEIDKESQK 281 0,00342 0,58 0,58

NECAP1 SEISKESQEMDAR 140 0,003305 1,58 1,58

NEK1 PLGQHETGGSPSK 689 0,003058 0,59 0,59

NEK4 KASLSVAGPGK 641 0,003841 1,92 1,92

NEK7 FFSSKTTAAHSLV 187 0,002712 0,52 0,52

NEK7 FFSSKTTAAHSLV 188 0,002712 0,002848 0,18 0,12 0,15

NEK7 FFSSKTTAAHSLV 190 0,002712 0,002848 0,5 0,4 0,45

NEK7 FFSSKTTAAHSLV 191 0,002712 0,002848 0,51 0,45 0,48

NEK7 FFSSKTTAAHSLV 195 0,002712 0,002848 0,55 0,55 0,55

NEK7 FFSSKTTAAHSLV 199 0,002712 0,5 0,5

NEK9 THTAAIDER 607 0,003844 1,86 1,86

NEK9 THTAAIDER 609 0,003844 1,86 1,86

NES EEVDKESQR 913 0,003337 0,61 0,61

NFATC2IP DNSNSDSEGEDR 88 0,00285 0,57 0,57

NFATC2IP DNSNSDSEGEDR 92 0,002993 0,57 0,57

NFATC2IP LDNSPLSPPSPR 204 0,003091 0,52 0,52

NFATC4 SLGEEGSEPPPPP 358 0,002916 0,003062 0,25 0,15 0,2

NFKBIE PDEAEESQYDSGI 153 0,003293 0,003457 0,67 0,17 0,42

NFS1 VEALQSGGGQER 283 0,003054 0,003207 18,15 13,09 15,62

NIN KVSQMNSLE 1927 0,003589 0,003769 3,76 7,12 5,44

NIPSNAP1 EGSWFRSLFVHK 42 0,003181 0,00334 0,2 0,52 0,36

NIPSNAP1 EGSWFRSLFVHK 46 0,003181 0,00334 0,52 0,22 0,37

NIPSNAP1 DAHSTLLSKK 60 0,003394 0,003564 0,22 0,16 0,19

NIPSNAP1 DAHSTLLSKK 61 0,003394 0,003564 0,11 0,17 0,14

NIPSNAP1 DAHSTLLSKK 64 0,003394 0,003564 0,19 0,01 0,1

NKAP GPEAPKTLTSQDDK 298 0,003194 0,003353 0,68 0,22 0,45

NKAP GPEAPKTLTSQDDK 301 0,003194 0,003353 0,37 0,61 0,49

NMT1 GGLSPANDTGAK 47 0,003429 1,73 1,73

NOL12 SEEEASSTEK 134 0,003403 0,003573 0,13 0,05 0,09

NONO QEGFKGTFPDAR 373 0,002794 0,002934 0,15 0,27 0,21

NOP14 DIVDSDSDAEDR 146 0,002967 1,5 1,5

NOP14 DIVDSDSDAEDR 148 0,002967 1,5 1,5

NPM1 HQLSLRTVSLGAGAK 43 0,003093 0,003247 1,46 3,94 2,7

NPM1 HQLSLRTVSLGAGAK 46 0,003093 0,003247 5,1 3,36 4,23

NPM1 HQLSLRTVSLGAGAK 48 0,003093 0,003247 19,41 10,97 15,19

NPM3 AALAFLSQESR 13 0,003146 1,64 1,64

NPM3 AALAFLSQESR 16 0,003146 1,64 1,64

NR2F2 RNLSYTCR 112 0,003665 0,003848 2,57 3,65 3,11

NRBF2 EDAEGQSPLSQK 113 0,003071 0,57 0,57

NRBF2 EDAEGQSPLSQK 116 0,003071 0,51 0,51

NRBF2 PLSQKYSPSTEK 120 0,002771 0,5 0,5

NRBP1 TPTPEPAEVETR 441 0,002846 0,57 0,57

NRD1 LGADESEEEGR 86 0,003306 1,56 1,56

NRF SESHTDLTF 633 0,003765 1,63 1,63

NTHL1 SRSLGPGAGPR 20 0,003529 0,003705 3,64 7,1 5,37

NTHL1 SRSLGPGAGPR 22 0,003529 0,003705 6,49 4,25 5,37

NUB1 LDIANQTGRSIR 243 0,002812 0,61 0,61

NUCB1 LSQETEALGR 369 0,003382 1,63 1,63

NUCB2 LHDVNSDGFLDE 257 0,002779 0,002917 4,36 7,4 5,88

NUCKS1 VVDYSQFQESD 14 0,002866 0,003009 0,55 0,31 0,43

NUCKS1 EDEEPESPPEK 214 0,002932 0,003078 0,26 0,5 0,38

NUCKS1 KTSTSPPPEK 220 0,003477 0,003651 0,65 0,15 0,4

NUCKS1 KTSTSPPPEK 222 0,00365 0,6 0,6

NUCKS1 KTSTSPPPEK 223 0,00365 0,54 0,54

NUDCD3 EMAHGSQEAEAP 146 0,002995 0,003145 0,56 0,26 0,41

NUDCD3 ENYTWSQDYTD 193 0,003332 1,65 1,65

NUFIP2 EDSWTLFK 333 0,003803 0,58 0,58

NUMA1 TFPEELSPPSHQA 169 0,003293 0,003457 0,48 0,36 0,42

NUMA1 QLEEHLSQLQDNP 395 0,003222 0,55 0,55

NUMA1 AQELGHSQSALAS 1181 0,002904 1,85 1,85

NUMA1 AQELGHSQSALAS 1183 0,003049 1,84 1,84

NUMA1 NSLISSLEEEVS 1225 0,003031 1,53 1,53

NUMA1 NSLISSLEEEVS 1229 0,002887 1,73 1,73

NUMA1 RTTQIINIT 1811 0,003513 0,003689 1,73 3,31 2,52

NUMA1 RTTQIINIT 1812 0,003513 0,003689 3,98 1,06 2,52

NUMA1 ANSSFYSTR 1837 0,003779 1,66 1,66

NUMA1 RASMQPIQI 1969 0,003563 0,003742 1,71 3,19 2,45

NUMA1 RVSLEPHQG 1991 0,003631 0,003813 1,47 2,55 2,01

NUMA1 QSMAFSILNTPK 2051 0,002826 0,002967 3,47 0,87 2,17

NUMA1 QSMAFSILNTPK 2055 0,002826 0,002967 1,38 3,1 2,24

NUP133 SSLSSRGTPTR 57 0,003421 1,67 1,67

NUP133 SSLSSRGTPTR 59 0,003421 1,74 1,74

NUP133 SSLSSRGTPTR 63 0,003258 1,83 1,83

NUP153 DVLTRPSLHR 130 0,003143 0,0033 0,16 0,32 0,24

NUP153 LSQHTATSSK 224 0,003513 0,003689 0,15 0,43 0,29

NUP153 NLSAFGTLSPSLG 238 0,002979 0,003128 0,38 0,04 0,21

NUP153 NLSAFGTLSPSLG 242 0,002979 0,003128 0,44 0,24 0,34

NUP153 VSSPLNSPLDR 338 0,003165 0,003324 1,47 4,27 2,87

NUP153 VSSPLNSPLDR 343 0,003165 0,003324 5,31 0,43 2,87

NUP153 SIATNRSVYFK 380 0,002931 0,003078 0,23 0,75 0,49

NUP153 PSLTPSGEFR 386 0,00342 0,003591 6,52 10,98 8,75

NUP153 PSLTPSGEFR 390 0,00342 0,003591 6,83 4,15 5,49

NUP214 PAAKPGSPQAK 667 0,003538 0,53 0,53

NUP214 TPSIQPSLLPHAAPFAK 1010 0,002697 0,002832 0,25 0,65 0,45

NUP214 TPSIQPSLLPHAAPFAK 1012 0,002697 0,002832 0,46 0,3 0,38

NUP35 PLLAGGSPPQPVV 73 0,003052 0,003205 0,27 0,43 0,35

NUP43 FLSHSISNQANVH 378 0,003262 0,003425 1,86 3,72 2,79

NUP93 TLTRTSQETADVK 52 0,003271 1,55 1,55

NUP93 GLDISHISQR 72 0,003321 0,003487 1,94 3,12 2,53

NUP93 DNALLSAIEESR 112 0,002864 0,003007 3,58 1,7 2,64

NUP98 ALTTPTHYK 546 0,003602 0,003782 28,74 4,98 16,86

NUP98 ALTTPTHYK 548 0,003602 0,003782 17,78 15,94 16,86

NUP98 QDGDEDSLVSHFY 653 0,003144 0,003301 0,18 0,46 0,32

NUSAP1 VDPDSQQNHSE 101 0,002997 0,62 0,62

OFD1 RQSNLQEVL 899 0,003432 1,69 1,69

OGDH GSLAAVAHAQS 103 0,003668 1,73 1,73

OPTN EIKHSPGPTR 198 0,003498 0,59 0,59

ORC1L MCFQPYTYSQLQQILRSR 684 0,00299 0,003139 1,95 4,79 3,37

ORC1L MCFQPYTYSQLQQILRSR 692 0,00299 0,003139 5,65 1,09 3,37

ORC2L LASELAKTPQK 116 0,003163 0,003321 4,53 1,93 3,23

ORC2L APVGKETPSK 226 0,003661 0,003844 1,91 2,75 2,33

OSBP ALQRSLSELESLK 238 0,00322 1,65 1,65

OSBP MLAQTHSKK 287 0,003563 0,003742 0,26 0,48 0,37

OSBP SNISGASSDISLD 385 0,002975 1,6 1,6

OSBPL11 PSQNAISFFNVGHSK 194 0,002921 0,003067 0,33 0,23 0,28

OSBPL11 PSQNAISFFNVGHSK 201 0,002921 0,003067 0,37 0,01 0,19

OSBPL3 ALSSENSRDENR 389 0,002746 0,002883 1,94 4,2 3,07

OSBPL8 SPASPHSQGFER 68 0,002902 0,6 0,6

OSBPL8 SPASPHSQGFER 71 0,002902 0,003047 0,28 0,44 0,36

OSBPL8 PDIQDSSGSEAQS 808 0,002858 0,003001 0,6 0,26 0,43

OSBPL8 PDIQDSSGSEAQS 809 0,002858 0,003001 0,17 0,69 0,43

OSBPL9 ASVLTHSSSGNSLK 342 0,002864 1,72 1,72

OSBPL9 ASVLTHSSSGNSLK 347 0,002727 0,002864 2,27 5,09 3,68

OTUD4 NLSRTPSQIIR 412 0,002933 0,00308 1,81 3,19 2,5

OTUD4 NLSRTPSQIIR 416 0,002933 0,00308 1,54 3,46 2,5

OXR1 VVSSTSEEEE 201 0,003406 0,003576 4,21 0,69 2,45

OXR1 VVSSTSEEEE 202 0,003406 0,003576 1,34 3,56 2,45

OXR1 MTGSNTEEID 307 0,003403 0,003573 2,16 4,2 3,18

P4HB PHLMSQELPED 357 0,00291 0,61 0,61

PA1 PTPEAQSEEER 143 0,00296 0,003108 0,5 0,46 0,48

PA2G4 PGNQNTQVTEAW 194 0,00281 0,00295 0,25 0,17 0,21

PACSIN2 YHDLEQSIR 273 0,003227 0,003389 1,55 2,55 2,05

PACSIN2 PQFEEWSADLNR 305 0,003343 0,52 0,52

PAK1 PAVPPVSEDEDDD 174 0,002733 0,00287 0,25 0,03 0,14

PAK2 SLKPLPSVPEEK 36 0,002852 0,002994 1,65 3,51 2,58

PAK2 SLKPLPSVPEEK 42 0,002852 0,55 0,55

PAK4 SGPDVGTPQPAGL 187 0,003138 0,58 0,58

PALLD TQWHQQSQSTK 1333 0,002782 0,56 0,56

PALM3 VGTPPESPSEPR 151 0,003004 0,003154 0,56 0,2 0,38

PALM3 VGTPPESPSEPR 155 0,003004 0,003154 0,27 0,49 0,38

PALM3 VGTPPESPSEPR 157 0,003004 0,003154 0,16 0,38 0,27

PAN3 FGALNISQR 226 0,003873 0,6 0,6

PANK2 ASSASVPAVGASAEGTR 168 0,003288 1,55 1,55

PANK2 ASSASVPAVGASAEGTR 169 0,003288 1,55 1,55

Par1b TTPTPSTNSV 465 0,003692 0,003877 5,56 9,54 7,55

Par1b TTPTPSTNSV 466 0,003692 0,003877 1,99 5,87 3,93

Par1b TTPTPSTNSV 468 0,003692 0,003877 4,51 8,43 6,47

Par1b TTPTPSTNSV 470 0,003692 0,003877 3,67 1,09 2,38

Par1b VPVASPSAHNISS 516 0,003124 0,54 0,54

Par1b RGASGSIFSK 632 0,003675 1,76 1,76

PARD3 ISHSLYSGIEGLD 720 0,002722 1,99 1,99

PARF DDPSDVTDED 597 0,003372 0,00354 0,18 0,22 0,2

PARG SLDKSPTEK 139 0,003876 1,85 1,85

PARP1 PEYSASQLK 179 0,003631 0,003813 4,33 6,73 5,53

PATL1 LQPQPGSLNSSIW 120 0,003321 0,003487 0,53 0,33 0,43

PAWR STTSVSEEDV 228 0,003532 1,9 1,9

PAWR STTSVSEEDV 231 0,003532 0,003709 3,99 5,07 4,53

PCBP1 QQSHFAMMH 246 0,003346 0,003514 2,45 4,35 3,4

PCBP1 AMMHGGTGFAGID 255 0,002977 0,003126 3,52 4,48 4

PCBP1 GFAGIDSSSPEVK 262 0,002914 0,00306 6,07 4,83 5,45

PCBP1 GFAGIDSSSPEVK 264 0,002914 0,00306 3,11 5,45 4,28

PCBP2 SGIESSSPEVK 272 0,003337 0,003504 1,53 2,69 2,11

PCLO SHGIFPDPSK 4864 0,00361 1,55 1,55

PCM1 DQHLNNSSSSPQR 428 0,003229 0,00339 1,03 3,67 2,35

PCNP DTPTSAGPNSF 160 0,003412 0,003582 1,58 6,38 3,98

PCNP DTPTSAGPNSF 162 0,003412 0,003582 14,95 34,87 24,91

PCNP DTPTSAGPNSF 163 0,003412 0,003582 3,55 5,53 4,54

PDCD2L PVHGSPTGPGAWT 22 0,002979 0,59 0,59

PDCD4 GDSVSDSGSDALR 76 0,002975 0,003124 1,91 4,39 3,15

PDCD4 RFVSEGDGGR 457 0,003453 0,003626 2,71 3,29 3

PDCL3 EDVLLSSVR 223 0,003648 0,00383 1,93 3,77 2,85

PDE12 PEVGVPSSLSPSS 214 0,003027 0,003178 0,21 0,57 0,39

PDE12 PEVGVPSSLSPSS 215 0,003027 0,003178 0,59 0,19 0,39

PDHA1 AVSRVLSGASQK 13 0,003121 0,003277 6,44 15,38 10,91

PDHA1 MSDPGVSYR 307 0,003668 0,003852 1,27 2,93 2,1

PDHX LDASQGTATGPR 181 0,003193 0,003353 3,44 8,54 5,99

PDIA3 VGFFDDSFSEAHS 163 0,003282 0,003446 1,21 3,09 2,15

PDLIM3 GETHLWSPQVSED 89 0,003198 0,003357 4,46 1,88 3,17

PDLIM3 LWSPQVSEDGK 93 0,00302 0,003171 1,55 4,79 3,17

PDLIM5 STGVIKSPSWQR 200 0,002948 1,72 1,72

PDLIM5 STGVIKSPSWQR 202 0,002948 1,77 1,77

PDP1 VTLGQMHGLLTER 526 0,00326 0,003423 41,28 11,6 26,44

PDP1 GNNEFGTVDHER 553 0,002752 0,58 0,58

PDP2 ASGLHEADQNAATR 461 0,00329 0,003455 6,07 4,35 5,21

PDS5B SSEMDHSENEDYT 1182 0,003236 0,55 0,55

PDS5B GHTASESDEQQ 1257 0,003314 1,64 1,64

PDXDC1 SSGPEQITLEASST 736 0,002693 0,002827 0,34 0,22 0,28

PDXDC1 SSGPEQITLEASST 737 0,002693 0,002827 0,41 0,15 0,28

PDXDC1 SSGPEQITLEASST 743 0,002693 0,002827 0,13 0,43 0,28

PDXDC1 GHPGAPSPQHTDQ 757 0,002984 0,51 0,51

PDXDC1 HPEDDHSQVEGPE 779 0,003216 0,003377 0,4 0,2 0,3

PECI VSSLSPSLESSSQ 121 0,002885 0,003029 0,56 0,3 0,43

PECI VSSLSPSLESSSQ 124 0,002885 0,003029 0,55 0,27 0,41

PELI2 GQHSISYTLSR 84 0,003013 1,55 1,55

PELP1 GSPDGSLQTGK 626 0,003554 0,55 0,55

PEX14 VSNESTSSSPGK 275 0,003178 0,003337 0,19 0,61 0,4

PEX14 EGHSPEGSTVTY 282 0,00298 0,56 0,56

PEX19 TDLQNSSMSEEEL 147 0,003362 1,98 1,98

PFKP SFAGNLNTYK 386 0,003519 1,6 1,6

PFKP SFAGNLNTYK 393 0,003519 1,87 1,87

PGM1 GIILTASHNPGGP 133 0,003047 0,0032 0,58 0,3 0,44

PGM1 GIILTASHNPGGP 135 0,003047 0,0032 0,35 0,61 0,48

PGM3 TIGVMVTASHNPE 90 0,002788 0,002927 0,26 0,52 0,39

PGM3 TIGVMVTASHNPE 92 0,002788 0,002927 0,12 0,18 0,15

PHACTR4 LGSTGSQPNSEA 157 0,003261 0,57 0,57

PHACTR4 LGSTGSQPNSEA 158 0,003261 0,003424 0,22 0,46 0,34

PHACTR4 LGSTGSQPNSEA 160 0,003261 0,003424 0,34 0,2 0,27

PHACTR4 NSNPVIAELSQA 280 0,003027 0,003178 0,12 0,22 0,17

PHACTR4 SPSPPLPTHIPP 352 0,003033 0,003185 0,19 0,05 0,12

PHACTR4 SPSPPLPTHIPP 359 0,003033 0,003185 0,15 0,09 0,12

PHACTR4 PPEPPRTPPFPAK 368 0,003312 0,003477 0,03 0,15 0,09

PHACTR4 SLPITIEMLK 474 0,003269 1,69 1,69

PHC3 DPSPESNKK 275 0,003887 0,58 0,58

PHF10 LDSDGDSDDGEDG 297 0,002908 0,003054 0,55 0,11 0,33

PHF10 LDSDGDSDDGEDG 301 0,002908 0,003054 0,53 0,13 0,33

PHF2 PSASSPNNNTA 1058 0,003513 0,5 0,5

PHF2 PSASSPNNNTA 1059 0,003513 0,003689 0,22 0,48 0,35

PHF21A QSSHPDSPENEK 456 0,00279 0,00293 0,32 0,06 0,19

PHF23 LTPVPLSQGDLSH 170 0,002773 0,002911 0,21 0,05 0,13

PHF6 STSSHGTDEM 181 0,003715 1,93 1,93

PHF6 STSSHGTDEM 184 0,003539 0,003716 1,94 2,52 2,23

PHKA1 EFGVERSVR 972 0,003456 0,003629 0,39 0,59 0,49

PHKA1 NVSPAISIHEIGA 985 0,002885 0,003029 0,54 0,44 0,49

PHKA2 FSADEQFFSVGQ 1015 0,002916 0,57 0,57

PHKA2 SVGQAASSSAHSS 1028 0,003348 0,51 0,51

PHKB QSSTPSAPEL 700 0,003651 0,59 0,59

PHKB QSSTPSAPEL 701 0,003651 0,6 0,6

PHKB QSSTPSAPEL 702 0,003834 0,54 0,54

PHRF1 VAAEGASDTER 915 0,003546 1,74 1,74

PI4K2A AAGSGPSPPGSPG 47 0,003579 0,5 0,5

PI4K2A GPSPPGSPGHDR 51 0,003227 0,55 0,55

PI4K2A AAAQGQTQTVAAQ 74 0,003173 0,52 0,52

PI4KB QLAHTPTAFK 502 0,003354 0,003522 2,76 4,62 3,69

PI4KB QLAHTPTAFK 504 0,003354 0,003522 1,95 7,01 4,48

PICALM ITAAQHSVTGSAV 16 0,003029 0,00318 0,57 0,33 0,45

PIH1D1 PFMGSISQQNI 173 0,003075 1,75 1,75

PIN1 YYFNHITNASQWE 29 0,002854 0,002997 0,44 0,1 0,27

PIP5K1C GPTAAFSASQIPS 476 0,003047 0,0032 0,55 0,37 0,46

PJA2 LISSSQVDQET 323 0,003111 0,003267 5,91 5,19 5,55

PJA2 LISSSQVDQET 325 0,003111 0,003267 3,25 5,57 4,41

PKM2 LNFSHGTHEYHAETIK 154 0,002675 0,59 0,59

PKM2 LNFSHGTHEYHAETIK 161 0,002675 0,59 0,59

PKM2 TATESFASDPILYR 167 0,003031 0,52 0,52

PKM2 TATESFASDPILYR 169 0,003031 0,52 0,52

PKN1 ELLLRGSSR 86 0,003605 0,52 0,52

PKN1 ELLLRGSSR 87 0,003785 0,52 0,52

PKN2 RAIPTVNHSGT 527 0,003248 0,00341 0,15 0,25 0,2

PKN2 SEAPILTPPR 958 0,003622 0,51 0,51

PLA2G4A SNDSSDSDDESHE 437 0,003328 1,55 1,55

PLCL2 TVSFSSMPTEK 122 0,003095 0,00325 6,71 1,89 4,3

PLCL2 TVSFSSMPTEK 124 0,003095 0,00325 5,35 3,09 4,22

PLEC1 EFADMLSGNAGGF 4374 0,002868 1,53 1,53

PLEC1 VGSSSSYPISPAV 4393 0,003009 0,5 0,5

PLEC1 SVSGSGSTAGSR 4622 0,003712 1,67 1,67

PLEC1 SVSGSGSTAGSR 4623 0,003712 1,67 1,67

PLEKHA5 TIASYVTLR 1034 0,003628 0,003809 1,42 6,64 4,03

PLS3 AESMLQQADK 339 0,003501 1,61 1,61

PML SPPHLDGPPSPR 518 0,002995 0,003145 0,19 0,29 0,24

PML SPPHLDGPPSPR 527 0,002995 0,003145 0,14 0,34 0,24

PML SPVIGSEVFLPN 530 0,00299 0,00314 0,32 0,2 0,26

PML SPVIGSEVFLPN 535 0,00299 0,00314 0,22 0,52 0,37

PNN RGFSDSGGGPPA 68 0,00338 0,54 0,54

POGZ LTWIAHSRHGQTR 856 0,003046 1,8 1,8

POLD2 STQSRDSINK 257 0,003458 1,92 1,92

POLD3 GNMMSNFFGK 236 0,003302 0,003467 1,49 2,91 2,2

POLD3 QVSITGFFQ 458 0,003618 1,8 1,8

POLDIP3 SSPAAFINPPIG 126 0,003201 0,003361 5,68 19,84 12,76

POLDIP3 FAASGGFLHH 221 0,003563 0,003742 2,28 7,78 5,03

POLDIP3 HHMAGLSSSK 232 0,003529 0,003706 4,92 1,2 3,06

POLDIP3 HHMAGLSSSK 233 0,003529 0,003706 2,18 3,94 3,06

POLDIP3 VNSASSSNPPAE 400 0,00323 1,93 1,93

POLR1A PTHSQEPQGP 1489 0,003632 0,56 0,56

POLR3E EEPVSEEGEED 503 0,003164 0,58 0,58

POM121 HDSSGSGHSAFE 323 0,003085 0,00324 0,55 0,37 0,46

POM121 HDSSGSGHSAFE 325 0,003085 0,51 0,51

POM121 HDSSGSGHSAFE 328 0,003085 0,5 0,5

POM121 SSGSGHSAFEPLV 351 0,003103 0,55 0,55

POM121 KASLQWFNQ 543 0,003332 0,003499 1,51 2,65 2,08

POP1 VNPHSLPDPEV 65 0,003119 0,003275 0,34 0,58 0,46

POP4 VIYHALSQK 10 0,003692 1,53 1,53

POU2F1 IDTPSLEEPSD 301 0,003277 0,55 0,55

PPAPDC2 GSFPLAAAGPSQSP 70 0,002929 0,003075 0,15 0,23 0,19

PPAPDC2 GSFPLAAAGPSQSP 79 0,002929 0,003075 0,13 0,25 0,19

PPFIA1 VQTLNEQDW 572 0,003302 0,003467 5,92 0,76 3,34

PPFIA1 NSTGSQDGPVS 774 0,003725 0,58 0,58

PPFIA1 NSTGSQDGPVS 776 0,003548 0,58 0,58

PPFIA1 NPSSSNSSQDSLH 789 0,002781 0,59 0,59

PPHLN1 KSFYSSHY 110 0,003827 1,76 1,76

PPIA GPNTNGSQFFICT 110 0,002731 0,002868 0,14 0,32 0,23

PPID NTNGSQFFITT 130 0,003057 0,00321 0,55 0,13 0,34

PPIG HESSPGTDEDK 748 0,003124 0,00328 0,32 0,56 0,44

PPIL4 LLIPDRSPEPTR 178 0,002716 0,002852 0,28 0,4 0,34

PPIL4 LLIPDRSPEPTR 182 0,002716 0,002852 0,16 0,28 0,22

PPM1G LEEVLSTEGAEEN 527 0,002669 0,002803 26,81 7,65 17,23

PPM1G LEEVLSTEGAEEN 528 0,002669 0,002803 15,81 23,41 19,61

PPME1 SMHLGRLPSR 15 0,003245 0,003408 2,17 5,19 3,68

PPME1 LPGSGGSQSGAK 25 0,003557 0,003735 0,15 0,21 0,18

PPME1 LPGSGGSQSGAK 27 0,003557 0,003735 0,24 0,1 0,17

PPP1R10 QSNVAAPGDATPPAEK 247 0,003064 0,6 0,6

PPP1R10 LSHDNMEEK 451 0,003386 0,003555 1,76 3,46 2,61

PPP1R10 LTSIMGSPNSHPS 591 0,002844 0,51 0,51

PPP1R12A RLASTSDIEE 507 0,003501 1,7 1,7

PPP1R12A STQGVTLTDLQE 700 0,002918 0,003064 1,47 3,33 2,4

PPP1R12A RISEMEEEL 995 0,003458 1,52 1,52

PPP1R14A SPSHDGSLSPLQD 128 0,00282 0,002961 0,37 0,57 0,47

PPP1R14A SPSHDGSLSPLQD 130 0,00282 0,002961 0,6 0,24 0,42

PPP1R14A SPSHDGSLSPLQD 134 0,00282 0,002961 0,51 0,45 0,48

PPP1R3D SLPSSPERR 74 0,003612 0,61 0,61

PPP1R3D SLPSSPERR 77 0,003612 0,61 0,61

PPP1R7 VESEESGDEEGK 24 0,003058 1,5 1,5

PPP1R7 VESEESGDEEGK 27 0,002912 1,5 1,5

PPP1R7 GIVADLSEQSLK 44 0,003138 1,61 1,61

PPP1R8 GLPEEETELDNLT 161 0,00325 0,003412 0,15 0,43 0,29

PPP1R8 ISTLTIEEGNL 178 0,003153 0,51 0,51

PPP1R8 ISTLTIEEGNL 181 0,003311 0,51 0,51

PPP2R5D QSSSRFNLSK 88 0,003245 1,97 1,97

PPP2R5D QSSSRFNLSK 89 0,003245 0,003408 1,5 3,12 2,31

PPP2R5D QSSSRFNLSK 90 0,003245 0,003408 1,61 3,07 2,34

PRCC KPSDGSPDTK 205 0,003602 0,003782 3,75 0,63 2,19

PRCC KPSDGSPDTK 209 0,003782 1,75 1,75

PRCC KPSDGSPDTK 212 0,003782 0,51 0,51

PRDX2 LSEDYGVLK 112 0,003809 1,59 1,59

PRIM2 LNHLSHSYTGQDY 256 0,003099 0,003253 5,92 8,3 7,11

PRKAG2 VDSPFGPGSPSK 65 0,003191 1,6 1,6

PRKAG2 VDSPFGPGSPSK 71 0,003191 1,6 1,6

PRKCB NFDRFFTR 634 0,003385 0,003555 0,16 0,14 0,15

PRKCB HPPVLTPPDQEV 641 0,002842 0,002984 0,19 0,11 0,15

PRKCD RSDSASSEPV 302 0,003592 0,003772 1,33 3,05 2,19

PRKCD RSDSASSEPV 304 0,003772 1,64 1,64

PRKCSH GVSLTNHHF 24 0,003668 0,003852 2,3 6,36 4,33

PRKCSH TDLPAPSAPDLTE 293 0,002846 0,002988 0,26 0,34 0,3

PRKCSH SLGTWGSWIGPDH 458 0,002682 0,002816 0,6 0,36 0,48

PRMT3 LPELSDSGDEAAW 25 0,002724 0,00286 0,31 0,49 0,4

PRMT3 LPELSDSGDEAAW 27 0,002724 0,00286 0,64 0,16 0,4

PRPF19 VTSVVFHPSQD 269 0,00309 1,71 1,71

PRPF19 VTSVVFHPSQD 275 0,00309 1,71 1,71

PRPF3 PSEDMESNTFFDPR 302 0,002856 0,002999 7,19 5,59 6,39

PRPF6 GYLTDLNSMI 275 0,003318 0,55 0,55

PRPF6 GYLTDLNSMI 279 0,003484 0,55 0,55

PRR12 HLLQAPSPPR 651 0,003348 0,54 0,54

PSMA1 RAQSELAAHQ 60 0,003363 0,003531 0,18 0,12 0,15

PSMC1 QEGTPEGLYL 434 0,003374 0,003543 0,55 0,41 0,48

PSMC5 VALRNDSYTLHK 120 0,002674 1,97 1,97

PSMD11 EFQRAQSLLSTDR 14 0,003068 0,003221 1,77 2,61 2,19

PSMD11 EFQRAQSLLSTDR 17 0,003221 1,69 1,69

PSMD11 SIDILHSIVK 29 0,003489 0,55 0,55

PSMD2 PVQPQQSPAAAPG 16 0,003015 0,003166 0,52 0,18 0,35

PSMD9 KLGQSESQGPP 127 0,003315 0,003481 4,85 8,69 6,77

PTBP1 PIYIQFSNHK 131 0,003018 0,003168 9,21 3,57 6,39

PTBP1 DYGNSPLHR 459 0,003516 1,98 1,98

PTCD1 SAAQFHNLR 154 0,003563 0,003742 3,76 5,74 4,75

PTDSS2 GGPRPESPVPAGR 16 0,002951 0,003098 0,39 0,51 0,45

PTGES3 DSDEDMSNFDR 118 0,00298 1,67 1,67

PTMA DAAVDTSSEITTK 9 0,002824 0,002965 1,75 3,87 2,81

PTPN1 DVSPFDHSR 50 0,003513 1,58 1,58

PTPN12 PLHSDDSDSDER 606 0,002894 0,55 0,55

PTPN23 NHLPQDSQDLVLG 1484 0,003301 0,57 0,57

PTPN3 RSLSVEHLET 359 0,003361 1,55 1,55

PTPRU GSPYHTGQLHPA 863 0,002977 1,5 1,5

PTPRU GSPYHTGQLHPA 867 0,003126 1,5 1,5

PUM1 AVLWQDSFSPHLK 53 0,003112 1,59 1,59

PUM1 DSLTGSSDLYK 750 0,003321 1,72 1,72

PURA YAQLGPSQPPDLA 127 0,002786 0,6 0,6

PUS10 DSIDNLSQNGEGR 84 0,002831 1,89 1,89

PVRL2 LFTLGASEHSPLK 430 0,002705 0,5 0,5

PWWP2B APQDDGSQDPEVL 291 0,002759 0,002897 0,89 0,07 0,48

PXK AQSHHGSEEER 448 0,002973 0,003121 0,57 0,21 0,39

PXK AQSHHGSEEER 452 0,002973 0,003121 0,54 0,24 0,39

PYCR2 LLTRSLALGGK 310 0,003312 0,003478 3,71 0,85 2,28

PYCR2 LLTRSLALGGK 312 0,003312 0,003478 2,09 9,05 5,57

QRICH1 AVHVSGSPTALAA 345 0,003334 0,54 0,54

QSER1 SQSVIRSNSR 613 0,003299 0,003464 1,11 4,85 2,98

QSK FSDGAASIQAFK 673 0,003029 0,00318 4,82 1,38 3,1

QSOX2 GLASWDEGHV 548 0,00348 0,003654 3,94 6,24 5,09

R3HDM1 FIGNNESPR 187 0,003595 1,71 1,71

RAB10 FHTITTSYYR 73 0,002925 0,003071 0,17 0,05 0,11

RAB10 FHTITTSYYR 76 0,002925 0,003071 0,13 0,09 0,11

RAB11FIP1 TPLSQSMSVLPTSK 232 0,003216 0,003377 3,94 2,92 3,43

RAB11FIP1 TPLSQSMSVLPT 234 0,002986 0,003135 0,42 0,4 0,41

RAB11FIP1 TPLSQSMSVLPTSK 241 0,003216 0,003377 2,72 4,14 3,43

RAB11FIP1 HLFSSTENLAAG 358 0,003018 0,003168 1,56 3,42 2,49

RAB11FIP1 SSLLSLMTGK 434 0,003765 1,75 1,75

RAB11FIP1 SSLLSLMTGK 435 0,003765 1,65 1,65

RAB11FIP1 SSLLSLMTGK 438 0,003586 0,003765 4,1 0,56 2,33

RAB11FIP1 SSLLSLMTGK 441 0,003586 0,003765 3,56 0,98 2,27

RAB11FIP2 NNMTASMFDLSM 150 0,002777 1,57 1,57

RAB11FIP2 LSGSHMSSEK 237 0,003504 0,00368 1,98 2,18 2,08

RAB11FIP5 TYSDEANQM 307 0,003517 1,56 1,56

RAB13 SGNGNKPPSTDLK 178 0,00287 0,003014 0,45 0,37 0,41

RAB13 SGNGNKPPSTDLK 186 0,00287 0,003014 0,27 0,57 0,42

RAB14 QNIQDGSLDLNAA 180 0,002922 0,6 0,6

RAB14 GVQHKPSAPQGGR 195 0,002862 0,003005 5,63 8,15 6,89

RAB23 AEDPELTHSSSNK 184 0,002678 0,002812 0,34 0,56 0,45

RAB23 AEDPELTHSSSNK 186 0,002678 0,002812 0,59 0,23 0,41

RAB23 AEDPELTHSSSNK 187 0,002678 0,002812 0,28 0,44 0,36

RAB3GAP1 TSASDVTNIYPGD 537 0,00282 1,67 1,67

RAB3IP STSSAMSGSHQD 288 0,003141 0,003298 1,24 3,28 2,26

RAB3IP STSSAMSGSHQD 291 0,003141 0,003298 3,62 0,9 2,26

RAB8A GNSPQGSNQGVK 185 0,003356 1,59 1,59

RABEP1 STDSLGTSGSLQS 407 0,003034 1,64 1,64

RABEP1 STDSLGTSGSLQS 410 0,003185 1,9 1,9

RABEP1 STDSLGTSGSLQS 413 0,003185 1,62 1,62

RABEP1 STDSLGTSGSLQS 416 0,003034 1,7 1,7

RAD18 LQFALESPAK 99 0,003382 1,89 1,89

RAD21 QQAIELTQEEPYS 612 0,003097 0,003251 0,68 0,12 0,4

RAD23A SPSEESAPTT 123 0,003689 0,003873 0,27 0,51 0,39

RAD23B ETPVATSPTATDS 160 0,003098 0,61 0,61

RAD51AP1 HSDSDDDFVSATVPLNK 19 0,002596 0,002726 1,62 4 2,81

RAD51AP1 HSDSDDDFVSATVPLNK 21 0,002596 0,002726 3,64 0,94 2,29

RAD51AP1 HSDSDDDFVSATVPLNK 29 0,002596 1,75 1,75

RAF1 PSALSSSPNNLSP 316 0,002964 0,003112 0,57 0,27 0,42

RAI1 NLHAYQSGR 271 0,003557 0,003735 0,36 0,28 0,32

RALBP1 AFQEDSSGDEAES 92 0,002896 0,56 0,56

RALBP1 AFQEDSSGDEAES 93 0,002896 0,56 0,56

RANBP1 QFEPIVSLPEQEI 32 0,00311 0,003265 0,52 0,4 0,46

RANBP1 FASENDLPE 60 0,003635 0,003817 0,44 0,2 0,32

RANBP2 HETDGGSAHGDDD 1160 0,002875 0,003018 0,56 0,32 0,44

RANBP2 LDIPLQTPHK 2153 0,003224 1,56 1,56

RANBP2 FGESTTGFNFSFK 2264 0,003231 0,003392 1,65 4,31 2,98

RANBP2 FGESTTGFNFSFK 2270 0,003231 0,003392 1,57 4,39 2,98

RANBP9 FSSPSMSPSHGMN 483 0,002769 0,52 0,52

RANBP9 FSSPSMSPSHGMN 487 0,002769 0,002907 0,33 0,65 0,49

RAPGEF2 DIGIGQSQDDSIV 558 0,002806 0,002946 0,75 0,15 0,45

RASSF5 EVNLAATTDK 274 0,003682 1,6 1,6

RASSF5 TSFYLPLDAIK 278 0,003119 1,6 1,6

RBBP4 TPSSDVLVFDYTK 146 0,003224 0,003386 4,95 10,37 7,66

RBBP6 TSSTGGSPVRK 1277 0,003461 0,003635 0,16 0,56 0,36

RBBP7 TPSSDVLVFD 189 0,003453 0,003626 6,01 9,31 7,66

RBBP7 TPSSDVLVFD 190 0,003453 0,003626 9,84 21,54 15,69

RBBP7 IGEEQSAEDAED 398 0,002917 0,003062 0,76 0,22 0,49

RBL1 ISQQHSIYISPHK 984 0,003093 0,003247 1,54 4,74 3,14

RBL1 ISQQHSIYISPHK 988 0,003093 0,003247 4,95 1,33 3,14

RBM12 LQNFSYDQR 525 0,003201 0,003361 3,62 2,06 2,84

RBM14 TQSSASLAASYA 520 0,003399 1,76 1,76

RBM14 TQSSASLAASYA 523 0,003399 1,78 1,78

RBM14 LSESQLSFR 623 0,003492 0,003666 0,18 0,54 0,36

RBM14 YSGSYNDYLR 649 0,003038 1,87 1,87

RBM14 AAQMHSGYQR 663 0,003259 1,88 1,88

RBM15 RHCAPSPDR 670 0,003579 0,003759 0,67 0,31 0,49

RBM16 LIDHQISSGENTR 857 0,003229 1,96 1,96

RBM20 TVQQMSSPK 1048 0,003688 0,003873 0,69 0,17 0,43

RBM25 SELNAPSQESDSH 226 0,002704 0,002839 0,78 0,12 0,45

RBM26 PPEQPSSGSLK 90 0,003318 0,003484 0,48 0,12 0,3

RBM26 PPEQPSSGSLK 91 0,003318 0,003484 0,26 0,34 0,3

RBM26 PPEQPSSGSLK 93 0,003318 0,003484 0,27 0,33 0,3

RBM26 TLLVSTSAVD 717 0,003688 0,003873 7,86 16,32 12,09

RBM27 KLSQLQVEA 927 0,003654 0,003837 4,92 6,66 5,79

RBM33 HVIEMSSSR 723 0,003735 1,65 1,65

RBM39 EPIDNLTPEER 146 0,002874 0,003018 0,57 0,35 0,46

RBM6 FQNSQSPVQDQD 360 0,002718 0,58 0,58

RBM6 FQNSQSPVQDQD 362 0,002718 0,58 0,58

RBM6 LQSFDSPER 1025 0,003456 1,57 1,57

RBM7 SFSSPENFQ 137 0,003567 1,87 1,87

RBMX GGYSMNFNMSSSR 141 0,003462 1,55 1,55

RBMX GGYSMNFNMSSSR 143 0,003297 0,003462 1,94 2,98 2,46

RBMX DSYESYGNSR 284 0,003183 0,003343 0,55 0,31 0,43

RBMX SDLYSSGRDR 332 0,00324 0,003402 4,39 0,59 2,49

RBMX SDLYSSGRDR 336 0,00324 0,003402 6,54 8 7,27



RBMX SDLYSSGRDR 337 0,00324 0,003402 1,77 4,79 3,28

RC3H1 SSSAPGSPPDLLE 535 0,002995 0,003145 0,32 0,26 0,29

RCC1 VFLWGSFR 176 0,003668 0,003852 0,5 0,44 0,47

RDBP QSSSSTTSQGGVK 44 0,003002 0,003152 2,55 4,45 3,5

RDBP SLSEQPVMDTAT 58 0,002947 1,59 1,59

RDBP SLYESFVSSSDR 142 0,002748 1,81 1,81

RDBP SLYESFVSSSDR 147 0,002748 1,63 1,63

RDBP SFDWGYEER 172 0,003156 0,003314 0,56 0,3 0,43

RDBP SGAHSSASPPR 185 0,003532 0,003709 0,58 0,4 0,49

RDBP SGAHSSASPPR 186 0,003709 0,53 0,53

REEP3 EAEGPYSDNEMLT 210 0,003421 1,56 1,56

RELL1 IELNDSVNENSD 109 0,002942 1,56 1,56

REPS1 SPQQSPPTSPHTWR 170 0,002968 0,003116 0,16 0,36 0,26

REPS1 SPQQSPPTSPHTWR 174 0,002968 0,003116 0,36 0,1 0,23

REPS1 SDHTNPTSPLLVK 475 0,002689 1,64 1,64

REPS1 SDHTNPTSPLLVK 478 0,002823 1,61 1,61

REPS1 SDHTNPTSPLLVK 481 0,002689 1,62 1,62

RET EDEISPPPPNP 83 0,003148 0,003306 0,55 0,11 0,33

RFC1 DYFGTGSVQR 173 0,00331 0,003476 5,64 6,72 6,18

RFC1 DYFGTGSVQR 177 0,00331 0,003476 8,13 4,23 6,18

RFC4 VAASAGSSGENK 28 0,003459 0,003632 1,26 3,66 2,46

RG9MTD1 LEISQHSQEFINR 391 0,003126 0,59 0,59

RIF1 VESTTESQDK 1431 0,003493 0,61 0,61

RIF1 QEDEISSPVNK 2196 0,00302 0,003171 3,64 4,54 4,09

RIMS2 HSDVSLANADL 400 0,003277 0,003441 1,16 3,08 2,12

RIMS2 HSDVSLANADL 403 0,003277 0,003441 3,22 1,02 2,12

RING1 QQALSSSIEEGLR 139 0,002673 0,002806 1,25 2,81 2,03

RING1 QQALSSSIEEGLR 140 0,002673 0,002806 1,9 2,16 2,03

RIOK2 EGSEFSFSD 332 0,003692 1,52 1,52

RIOK2 EGSEFSFSD 335 0,003692 1,52 1,52

RIOK2 EGSEFSFSD 337 0,003692 1,52 1,52

RIOK2 SFEMTEFNQALEEIK 390 0,002639 0,002771 1,85 2,41 2,13

RLTPR AYSMILLPAE 1176 0,00354 0,52 0,52

RMP NSTGSGHSAQE 372 0,003641 1,59 1,59

RMP NSTGSGHSAQE 375 0,003468 1,58 1,58

RNF10 LFSSSFNGGR 135 0,003651 1,9 1,9

RNF138 FQISQDSVGNSNR 164 0,003267 0,00343 0,25 0,67 0,46

RNF138 FQISQDSVGNSNR 168 0,003267 0,00343 0,28 0,58 0,43

RNF20 PEPDSDSNQER 136 0,002958 0,003105 0,59 0,31 0,45

RNF20 PEPDSDSNQER 138 0,002958 0,003105 0,58 0,4 0,49

RNF20 EHLLQSNIGTGE 814 0,002906 0,003051 1,81 2,93 2,37

RNF219 SSQGSEFLEEPDK 570 0,003265 1,56 1,56

RNF25 PEPHSQGVEGP 391 0,003299 0,003464 0,37 0,29 0,33

RNF25 RESLGLESK 450 0,003644 0,003827 1,95 3,57 2,76

ROD1 DFSNSPLHR 458 0,003474 0,003648 4,2 0,38 2,29

ROD1 DFSNSPLHR 460 0,003474 0,003648 4,67 1,13 2,9

RPAP2 SQDSEEHDST 483 0,003461 1,57 1,57

RPAP3 SYDYEAWAK 87 0,003302 0,003467 1,06 3,8 2,43

RPAP3 DDSTHESLSQESE 116 0,003241 1,56 1,56

RPAP3 EEDGIHVDSQK 130 0,002995 3 3

RPL13 STESLQANVQ 106 0,003462 0,003635 1,65 2,47 2,06

RPL13 STESLQANVQ 109 0,003462 0,003635 1,94 3,08 2,51

RPL27A NQSFCPTVN 68 0,003675 0,003859 1,29 3,83 2,56

RPL29 QAAAPASVPAQAP 144 0,003181 0,00334 0,26 0,06 0,16

RPL34 RLSYNTASNK 12 0,003245 0,003408 3,31 2,01 2,66

RPL34 RLSYNTASNK 15 0,003245 0,003408 2,9 2,4 2,65

RPL34 RLSYNTASNK 17 0,003245 0,003408 4,37 8,65 6,51

RPRD2 SPGTPTSPSNLTS 485 0,00302 0,003171 0,16 0,4 0,28

RPRD2 IDNIDGTPVR 723 0,003564 0,52 0,52

RPRD2 PSSLMDSSQEK 816 0,003262 0,53 0,53

RPRD2 PSSLMDSSQEK 817 0,003262 0,58 0,58

RPRD2 APTHLPSVDLSNP 1237 0,002804 0,002944 0,55 0,31 0,43

RPS14 DVTPIPSDSTR 137 0,003158 0,6 0,6

RPS21 DHASIQMNVA 31 0,003435 0,56 0,56

RPS21 MGESDDSILR 65 0,003329 0,003496 0,51 0,13 0,32

RPS27 DLLHPSPEEEK 11 0,002914 0,55 0,55

RPS6KA3 SPGIPPSANAHQL 375 0,002925 0,003071 0,13 0,21 0,17

RPS6KC1 SPEESFDIK 423 0,003538 0,003715 0,18 0,13 0,155

RPS6KC1 SPEESFDIK 427 0,003538 0,003715 0,14 0,16 0,15

RPTOR IHQAGGSPPASST 877 0,003259 0,53 0,53

RPTOR SSTSSSSLTNDVA 887 0,003147 0,57 0,57

RRBP1 LQQENSILR 933 0,00356 1,69 1,69

RRP1B TPTSSPASSPL 732 0,003738 0,62 0,62

RSF1 LSPIPEEVPK 604 0,003368 0,003537 0,62 0,16 0,39

RSRC2 EQSEVSVSPR 27 0,003343 1,58 1,58

RSRC2 EQSEVSVSPR 32 0,003343 1,58 1,58

RUFY1 EMGLHLSQSK 618 0,00331 0,003475 1,74 2,28 2,01

S100PBP GSQILLDTPR 88 0,003394 0,003564 1,68 2,64 2,16

S100PBP GSQILLDTPR 94 0,003394 0,003564 3,59 0,73 2,16

SAAL1 VPSEQSSGTSLLPK 6 0,003314 0,00348 0,45 0,13 0,29

SAFB FWVSGLSSTTR 414 0,003183 1,59 1,59

SAFB2 NTLETSSLNFK 190 0,003002 0,003152 0,39 0,55 0,47

SAFB2 NTLETSSLNFK 193 0,003152 0,59 0,59

SAFB2 NTLETSSLNFK 195 0,003152 0,54 0,54

SAFB2 EESSELEQPF 233 0,003141 0,56 0,56

SAFB2 EESSELEQPF 234 0,003141 0,55 0,55

SAFB2 GWGGYGSDKR 827 0,003444 0,003616 2,95 4,77 3,86

SAMD4A SVSLTPPMNVP 254 0,003277 0,003441 0,57 0,21 0,39

SAMD4A LGHGWMSHEDLR 272 0,003297 0,003461 0,53 0,25 0,39

SAMD4B QGSDEWGGPAE 172 0,003302 0,003467 0,29 0,53 0,41

SAMHD1 SAEADWSPGLELH 33 0,002684 0,002818 0,44 0,26 0,35

SAP130 EGDMMETNSTDD 888 0,002951 1,68 1,68

SAP30BP PQELVASFSER 104 0,002982 0,003131 1,55 3,05 2,3

SAP30BP FDPHGWSEDSYYE 192 0,003069 0,54 0,54

SAPS3 QFDDGGSDEEDIW 617 0,003299 1,52 1,52

SAPS3 DLFEPSSANTEDK 665 0,003428 0,54 0,54

SAPS3 DLFEPSSANTEDK 666 0,003265 0,55 0,55

SAPS3 DLFEPSSANTEDK 669 0,003265 0,54 0,54

SARNP FGLNVSSISR 162 0,003452 0,53 0,53

SARNP FGLNVSSISR 165 0,003625 0,51 0,51

SART1 RVSEVEEEK 448 0,003549 0,54 0,54

SART3 IPAAGETQNVEVA 657 0,002904 0,61 0,61

SBNO1 SIDPDSIQSALLASGLGSK 794 0,00258 0,002709 1,41 4,43 2,92

SCAF1 PTDEAYSPPPAPE 239 0,002759 0,002897 0,16 0,32 0,24

SCAMP1 MPNVPNTQPAIMK 59 0,00329 0,003454 0,29 0,17 0,23

SCAMP1 EMQNLSQHGR 112 0,003128 0,6 0,6

SCAMP4 TEWNTGTWR 204 0,003253 0,003416 0,6 0,38 0,49

SCD GSTLDLSDLEAEK 198 0,002746 0,002883 1,93 3,69 2,81

SCUBE1 AEQSLQAAIK 577 0,003516 0,003692 0,54 0,16 0,35

SCYL1 PEGHWETQEEDK 610 0,003198 0,003358 0,16 0,32 0,24

SCYL1 PDSWGEDNW 737 0,003546 0,5 0,5

SCYL1 NWEGLETDSR 748 0,003112 0,003267 0,17 0,31 0,24

SEC22B NLGSINTELQ 137 0,003426 1,51 1,51

SEC23IP AHTSSTQLQEEL 896 0,002812 0,57 0,57

SEC31A TFQHVQSLPTK 1132 0,003078 0,5 0,5

SEC62 SQHSSGNGNDF 356 0,003256 1,71 1,71

SEC62 SQHSSGNGNDF 357 0,003419 1,64 1,64

SERBP1 SSFSHYSGLK 205 0,003525 0,57 0,57

SERBP1 DELTDLDQSN 232 0,003256 1,68 1,68

SERBP1 SNVTEETPEGEEH 243 0,003254 0,003417 0,44 0,2 0,32

SERBP1 GGSGSHNWGTVK 278 0,003161 0,53 0,53

SERBP1 GGSGSHNWGTVK 283 0,003161 0,54 0,54

SERBP1 HHPVADTENK 327 0,003261 0,003424 0,18 0,06 0,12

SERBP1 PANDITSQLEIN 409 0,00287 0,003014 0,67 0,21 0,44

SERBP1 PANDITSQLEIN 410 0,003014 0,51 0,51

SERPINH1 SALQSINEWAAQTTD 168 0,002918 0,003063 0,62 0,24 0,43

SESN2 EGAESLEQHLG 60 0,003364 1,65 1,65

SETD2 ETEPLVSPHQDK 754 0,002879 1,55 1,55

SETD3 NLGLLESSVGDSR 512 0,002946 1,57 1,57

SETDB1 DEDFSTSSVWR 917 0,002842 1,94 1,94

SETDB1 DEDFSTSSVWR 918 0,002842 0,002984 1,41 3,33 2,37

SETDB1 DEDFSTSSVWR 919 0,002842 0,002984 1,75 4,57 3,16

SETDB1 DEDFSTSSVWR 920 0,002842 0,002984 3,54 2,16 2,85

SF1 SPSPEPIYNSEGK 205 0,002696 0,002831 0,31 0,23 0,27

SF1 SPSPEPIYNSEGK 207 0,002696 0,002831 0,49 0,05 0,27

SF1 PSPEPIYNSEGK 212 0,002864 0,003007 0,43 0,21 0,32

SF1 PSPEPIYNSEGK 214 0,002864 0,003007 0,26 0,22 0,24

SF1 PGDPQSAQDK 427 0,003567 0,003745 5,47 0,81 3,14

SF3A3 YMEVSGNLR 54 0,003486 0,00366 3,29 1,93 2,61

SF3A3 ENPSEEAQNLVEF 121 0,003155 0,003313 0,55 0,35 0,45

SF3B1 DQTADQTPGATPK 207 0,00284 0,002982 1,27 2,97 2,12

SF3B1 AETPGHTPSLR 229 0,003375 0,55 0,55

SF3B1 SHTPAGAATPGR 267 0,003329 0,003496 0,19 0,39 0,29

SF3B1 WDETPASQMG 341 0,003332 0,003499 0,36 0,18 0,27

SF3B1 WDETPASQMGGST 344 0,002767 0,002905 0,54 0,1 0,32

SF3B2 DSDDDSSDDEQEK 431 0,003198 1,55 1,55

SF3B2 DSDDDSSDDEQEK 435 0,003198 1,55 1,55

SF3B2 DSDDDSSDDEQEK 436 0,003358 1,55 1,55

SF3B2 EEAMDGSETPQLF 778 0,003263 0,52 0,52

SF3B5 TIHSQLEHLQSK 6 0,002667 0,0028 4,84 6 5,42

SF3B5 TIHSQLEHLQSK 9 0,002667 1,51 1,51

SF3B5 TIHSQLEHLQSK 16 0,002667 0,0028 5,52 11,3 8,41

SF4 TGLGLASLPGPVK 132 0,003104 0,003259 0,04 0,08 0,06

SFPQ LESEMEDAY 521 0,003432 0,003604 0,51 0,37 0,44

SFRS14 EPVSVGTPSEGEG 1059 0,003022 0,003173 0,37 0,59 0,48

SFRS14 EPVSVGTPSEGEG 1061 0,003022 0,003173 0,56 0,4 0,48

SFRS15 SHTEPVSPIPK 656 0,003305 0,57 0,57

SFRS2IP FHSPSTTWSPNK 798 0,002726 0,002862 1,44 2,68 2,06

SFRS2IP FHSPSTTWSPNK 799 0,002726 0,002862 1,57 2,55 2,06

SFRS8 PQLTQEELEA 642 0,003235 0,003397 0,51 0,29 0,4

SFRS8 HSAHSASVSPVESR 943 0,003269 0,003432 0,36 0,52 0,44

SFRS8 HSAHSASVSPVESR 949 0,003269 0,003432 0,58 0,3 0,44

SFT2D2 VLSGQDTEDR 9 0,003337 1,75 1,75

SGTA PPSEEDSAEAER 81 0,002866 0,00301 0,3 0,56 0,43

SGTA PPSEEDSAEAER 84 0,002866 0,00301 0,26 0,34 0,3

SGTA PPSEEDSAEAER 88 0,002866 0,00301 0,41 0,19 0,3

SH3GL3 SSSELNGVSTTSVVK 272 0,003177 0,003336 1,37 2,93 2,15

SH3GL3 SSSELNGVSTTSVVK 273 0,003177 0,003336 3,62 0,68 2,15

SH3PXD2B PFLSNSLGGQDD 809 0,003011 0,003161 16,58 32,88 24,73

SH3PXD2B PFLSNSLGGQDD 811 0,003161 1,65 1,65

SHMT2 GWTGQESLSDSD 48 0,003087 0,58 0,58

SIRT2 AGVPNPSTSASPK 364 0,003097 0,003252 0,58 0,36 0,47

SKA3 EQEAINSDPELSN 119 0,00328 0,58 0,58

SKP2 NLGHPESPPR 64 0,003382 0,003552 0,27 0,45 0,36

SLAIN1 HSSSVSLSSGK 301 0,003465 1,91 1,91

SLAIN1 HSSSVSLSSGK 302 0,003465 0,003638 1,44 3,12 2,28

SLAIN1 HSSSVSLSSGK 304 0,003465 0,003638 1,86 3,28 2,57

SLAIN1 NSQSFDSSLH 431 0,003499 1,5 1,5

SLBP PESFTTPEGPK 61 0,003153 1,68 1,68

SLC16A1 DLHDANTDLIGR 231 0,00282 0,002961 3,6 1,28 2,44

SLC16A1 EEETSIDVAG 461 0,003722 1,84 1,84

SLC16A1 EEETSIDVAG 466 0,003722 1,52 1,52

SLC20A2 ALSMTHGSVK 316 0,003605 0,003786 1,48 2,64 2,06

SLC25A25 LVGSDQETLR 319 0,003343 0,00351 0,26 0,38 0,32

SLC38A2 SHYADVDPENQN 39 0,002726 0,6 0,6

SLC39A6 ADSQEPSHFDSQQ 498 0,003216 0,003377 0,57 0,31 0,44

SLC39A6 ADSQEPSHFDSQQ 502 0,003216 0,003377 0,35 0,45 0,4

SLC39A6 EPSHFDSQQPAVL 506 0,00326 0,003423 0,61 0,29 0,45

SLC4A1AP MLGEDSDEEEEM 312 0,002814 1,58 1,58

SLC4A1AP ENMSQLSEEEQNK 712 0,003192 1,61 1,61

SLC4A2 TSPSSPAPLPHQEATPR 170 0,0027 0,53 0,53

SLC4A2 TSPSSPAPLPHQEATPR 172 0,002835 0,53 0,53

SLC4A2 NISAGSLGSLLG 443 0,003597 0,58 0,58

SLC4A2 NISAGSLGSLLG 446 0,003426 0,58 0,58

SLC4A2 NISAGSLGSLLG 449 0,003426 0,58 0,58

SLC4A2 HGQGAESDPHVTE 461 0,002912 0,58 0,58

SLC4A7 ENSTVDFSK 417 0,003618 1,61 1,61

SLC7A6 VPNTSQSQVEEDV 22 0,00331 0,003475 0,16 0,46 0,31

SLC9A3R2 QDPFQESGLHLSP 298 0,00326 0,003423 0,31 0,17 0,24

SLIRP LGWVQFSSEEGLR 68 0,003151 0,003309 0,15 0,23 0,19

SLIRP LPQTSDDEK 101 0,003779 0,58 0,58

SLK ASSDLSIASSEEDK 340 0,003295 1,53 1,53

SLK ASSDLSIASSEEDK 348 0,003295 0,58 0,58

SLK DSGSISLQETR 777 0,003146 0,003303 1,53 2,73 2,13

SLK DSGSISLQETR 779 0,003146 0,003303 3,41 0,65 2,03

SLTM SGQTSESIKK 521 0,003498 0,003673 1,95 3,63 2,79

SLTM FGHGSDYSR 741 0,003622 0,003803 2,04 4,26 3,15

SLTM GGGSQHYPEE 926 0,003686 0,59 0,59

SLTM GPSYHDTRR 963 0,003426 0,003597 0,27 0,43 0,35

SLTM VQISGNSMPR 996 0,003426 0,003598 7,92 8,52 8,22

SLU7 QFSSSGEWYK 98 0,003083 1,59 1,59

SMAP PDDDLGSSNWE 24 0,003198 1,52 1,52

SMAP ESQYQQSMDSK 87 0,002838 1,63 1,63

SMAP2 LLASVPSPSSSGS 219 0,003313 1,51 1,51

SMARCA4 ETSQMSDLPVK 673 0,003045 0,55 0,55

SMARCA4 ETSQMSDLPVK 674 0,003197 0,55 0,55

SMARCA4 ETSQMSDLPVK 677 0,003045 0,57 0,57

SMARCA4 LSPNPPNLTK 1486 0,003449 0,003622 0,51 0,09 0,3

SMARCAD1 NDDISELEDLS 146 0,003011 0,003161 1,67 2,91 2,29

SMARCAD1 ELFPQRSDNDLLK 173 0,003175 0,55 0,55

SMARCAD1 LSSSSEPYEED 212 0,003027 1,76 1,76

SMARCAD1 LSSSSEPYEED 213 0,003027 1,76 1,76

SMC1A SQEEGSSQGEDSV 957 0,002963 0,56 0,56

SMC4 SPDGASSDAEPEP 22 0,002991 0,00314 0,28 0,1 0,19

SMC4 SPDGASSDAEPEP 27 0,002991 0,00314 0,24 0,16 0,2

SMC4 SPDGASSDAEPEP 28 0,002991 0,00314 0,18 0,22 0,2

SMC4 SHGIDLDHNR 215 0,003219 0,00338 1,91 3,03 2,47

SMC6 PVTQEEDDD 1109 0,003551 0,003729 0,35 0,61 0,48

SMCR8 SDSQASLPQVVR 487 0,002929 0,003075 0,27 0,63 0,45

SMCR8 SDSQASLPQVVR 492 0,002929 0,003075 0,58 0,32 0,45

SMCR8 DEDGVVSSPPQR 613 0,002931 0,58 0,58

SMG9 GGPQNLSGPGGR 32 0,003573 0,5 0,5

SMPD4 HISHQTSVNADPA 242 0,002748 0,002885 4,51 0,67 2,59

SMPD4 HISHQTSVNADPA 245 0,002748 0,002885 3,55 1,47 2,51

SMPD4 HISHQTSVNADPA 246 0,002748 0,002885 1,14 4,36 2,75

SNAPC3 ASALPGSQAADSD 74 0,003153 0,003311 0,49 0,33 0,41

SNAPC4 QNSEHPSINK 291 0,003245 0,5 0,5

SND1 PASPATETVPAFSER 426 0,003051 0,003204 0,15 0,83 0,49

SNIP1 LSPEVAPPAHR 35 0,003353 0,51 0,51

SNIP1 HSGGSPSPPTSEP 49 0,003041 0,003193 0,22 0,48 0,35

SNIP1 HSGGSPSPPTSEP 52 0,003041 0,003193 0,62 0,08 0,35

SNIP1 HSGGSPSPPTSEP 54 0,003041 0,003193 0,28 0,42 0,35

SNRNP200 EEASDDDMEGDEAVVR 225 0,002709 1,55 1,55

SNRNP40 LLLGAGSGPGAGQ 30 0,0034 0,00357 4,47 7,57 6,02

SNRPA1 TFNPGAGLPTDK 180 0,003085 0,003239 8,21 3,23 5,72

SNTB2 GLGPPSPPAPPR 95 0,003274 0,003438 0,26 0,06 0,16

SNTB2 SPSFSGSEDSGSPK 233 0,002763 0,002901 0,55 0,33 0,44

SNUPN DWTGMESEEENK 75 0,003261 0,003423 1,34 3,22 2,28

SNUPN ASENGHYELEHLSTPK 329 0,002644 0,002776 22,62 7,38 15

SNW1 GPPSPPAPVMHSPSR 224 0,003139 0,003296 0,32 0,2 0,26

SNW1 GPPSPPAPVMHSPSR 232 0,003139 0,003296 0,19 0,37 0,28

SNW1 GPPSPPAPVMHSPSR 234 0,003139 0,003296 0,17 0,35 0,26

SNX1 RFSDFLGLY 188 0,003343 1,7 1,7

SNX17 RSDSQQAVK 409 0,003645 1,67 1,67

SNX2 EDSSSTEFVEK 226 0,002993 0,003142 28,76 6,8 17,78

SNX6 SLVDYENANK 328 0,00341 1,96 1,96

SNX9 SGNWESSEGWGAQ 116 0,00285 1,82 1,82

SON SFSISPSRR 1990 0,003586 0,61 0,61

SON SFSISPSRR 1992 0,003586 0,003765 0,28 0,6 0,44

SON SFSISPSRR 1994 0,003586 0,61 0,61

SON RSFSISPVR 2051 0,003547 0,003725 0,16 0,5 0,33

SON RSFSISPVR 2053 0,003547 0,003725 0,42 0,2 0,31

SOX6 GSLADVVDTLK 139 0,00351 1,53 1,53

SPAG9 LHQLSGSDQLESTAHSR 183 0,002571 0,002699 3,11 2,29 2,7

SPAG9 LHQLSGSDQLESTAHSR 185 0,002699 1,78 1,78

SPAG9 LHQLSGSDQLESTAHSR 190 0,002571 0,002699 1,24 3,54 2,39

SPAG9 LHQLSGSDQLESTAHSR 191 0,002571 0,002699 1,93 2,29 2,11

SPAG9 LHQLSGSDQLESTAHSR 194 0,002571 0,002699 2,53 4,31 3,42

SPAG9 TSHVTPSVKK 588 0,003441 0,52 0,52

SPAG9 SSTLSQLPGDK 593 0,003301 0,003467 0,29 0,65 0,47

SPAG9 SSTLSQLPGDK 594 0,003301 0,003467 0,25 0,57 0,41

SPAG9 SSTLSQLPGDK 595 0,003301 0,59 0,59

SPAG9 SSTLSQLPGDK 597 0,003301 0,003467 1,61 3,81 2,71

SPEN RASYDYNQD 623 0,00347 1,62 1,62

SPEN PQSPGASPSQAER 736 0,002877 0,00302 0,41 0,23 0,32

SPEN PQSPGASPSQAER 740 0,002877 0,00302 0,48 0,3 0,39

SPEN PQSPGASPSQAER 742 0,002877 0,00302 0,11 0,41 0,26

SPEN QDVTDDSPPSK 1222 0,003156 0,003314 0,27 0,71 0,49

SPEN EPGEVPSDSDED 1380 0,002953 0,003101 0,37 0,55 0,46

SPEN EPGEVPSDSDED 1382 0,002953 0,003101 0,26 0,66 0,46

SPEN DPVTPPSDPSIPI 2463 0,00283 0,002971 0,02 0,1 0,06

SPEN GGIPHQSPPTKVT 2493 0,00334 0,003507 0,43 0,27 0,35

SPPL2C DYCILFSSDYITL 43 0,003064 0,003217 0,44 0,22 0,33

SPTAN1 LGDSHDLQR 1338 0,003573 0,003752 1,21 5,73 3,47

SPTBN1 WLHGLESQIQSD 1401 0,002816 0,54 0,54

SPTBN1 RPPSPEPSTK 2102 0,003405 0,003576 0,35 0,53 0,44

SPTBN1 ESSPIPSPTSDR 2165 0,00296 0,003107 0,56 0,34 0,45

SPTBN1 ESSPIPSPTSDR 2169 0,00296 0,003107 0,32 0,56 0,44

SPTBN1 TITSESSPGK 2341 0,003685 0,6 0,6

SQSTM1 PTAESASGPSED 226 0,003261 0,003425 0,34 0,56 0,45

SR140 NPPNQSSNER 175 0,003275 0,003439 0,37 0,47 0,42

SR140 EEHHLYSNPIK 818 0,002767 0,51 0,51

SRA1 SPPVGSGPASGVE 87 0,00328 0,003444 0,14 0,44 0,29

SRC SLEPAENVHGAG 17 0,003176 0,003335 0,29 0,35 0,32

SRP19 TGGADQSLQQGEG 128 0,003015 0,003166 0,15 0,53 0,34

SRRM1 RPSPPATPPPK 402 0,003269 0,003433 0,28 0,18 0,23

SRRM1 RPSPPATPPPK 406 0,003269 0,003433 0,19 0,27 0,23

SRRM1 RSPSPAPPPR 572 0,003507 0,003682 0,33 0,07 0,2

SRRM1 RSPSPAPPPR 574 0,003507 0,003682 0,21 0,19 0,2

SRRM1 RYSPSPPPK 617 0,003612 0,003792 0,53 0,23 0,38

SRRM1 RYSPSPPPK 619 0,003612 0,003792 0,41 0,35 0,38

SRRM1 RTASPPPPPK 626 0,003551 0,003728 0,36 0,28 0,32

SRRM1 RTASPPPPPK 628 0,003551 0,003728 0,29 0,35 0,32

SRRM1 RQSPSPSTR 725 0,003837 0,53 0,53

SRRM1 RQSPSPSTR 727 0,003837 0,56 0,56

SRRM1 RQSPSPSTR 729 0,003655 0,003837 0,62 0,3 0,46

SRRM1 RQSPSPSTR 730 0,003655 0,003837 0,44 0,28 0,36

SRRM1 AASPSPQSVRR 750 0,00324 0,003402 0,56 0,32 0,44

SRRM1 AASPSPQSVRR 752 0,00324 0,003402 0,55 0,33 0,44

SRRM1 SPVQSQSPSTNWS 781 0,002696 0,002831 0,2 0,1 0,15

SRRM1 SPVQSQSPSTNWS 785 0,002696 0,002831 0,18 0,22 0,2

SRRM1 SPVQSQSPSTNWS 787 0,002696 0,002831 0,14 0,28 0,21

SRRM1 QSQSPSTNWSPAV 790 0,002726 0,002862 0,46 0,32 0,39

SRRM1 SPSTNWSPAVPVK 793 0,002761 0,002899 0,23 0,11 0,17

SRRM2 EGDAPFSEPGTTS 311 0,002912 0,003058 0,37 0,59 0,48

SRRM2 GGSPQPLATTPLS 377 0,003066 0,003219 0,28 0,2 0,24

SRRM2 GGSPQPLATTPLS 387 0,003066 0,003219 0,16 0,18 0,17

SRRM2 NPPSEASPTR 398 0,003526 0,003702 0,17 0,35 0,26

SRRM2 HASSSPESPK 436 0,003618 0,003799 0,42 0,28 0,35

SRRM2 HASSSPESPK 437 0,003618 0,003799 0,2 0,5 0,35

SRRM2 SCFESSPDPELK 875 0,002822 0,002963 0,55 0,35 0,45

SRRM2 SCFESSPDPELK 876 0,002822 0,002963 0,48 0,42 0,45

SRRM2 QSHSGSISPY 990 0,003504 0,00368 0,34 0,62 0,48

SRRM2 PPQEDATASPPR 1177 0,002975 0,003124 0,58 0,36 0,47

SRRM2 QEDATASPPR 1179 0,003477 0,003651 0,51 0,37 0,44

SRRM2 ILSHLSSELK 1258 0,003484 1,6 1,6

SRRM2 AGMSSNQSISS 1398 0,00366 0,58 0,58

SRRM2 AGMSSNQSISS 1401 0,003486 0,55 0,55

SRRM2 RVPSPTPAPK 2581 0,003544 0,003722 0,33 0,49 0,41

SRRM2 RVPSPTPAPK 2583 0,003544 0,003722 0,42 0,34 0,38

SRRM2 SLSYSPVER 2690 0,003583 0,003762 3,57 1,45 2,51

SRRM2 SLSYSPVER 2694 0,003583 0,6 0,6

SRRP35 RFSYSQSK 146 0,003699 0,003884 1,44 3,7 2,57

SRRP35 RFSYSQSK 148 0,003699 1,62 1,62

SRRP35 RFSYSQSK 150 0,003699 0,003884 1,54 3,6 2,57

SRRT RGWVTFDR 468 0,003586 0,54 0,54

STAG2 PEDSFMSVYP 1140 0,003359 1,73 1,73

STAG2 MQTEHHQTP 1146 0,003537 1,73 1,73

STARD3NL NIHSINPTQLMAR 27 0,003177 0,003336 5,46 3,24 4,35

STARD3NL NIHSINPTQLMAR 31 0,003177 0,003336 3,71 4,99 4,35

STIM1 PPGGSPHLDSSR 608 0,003111 0,003267 0,45 0,27 0,36

STIM1 SHSPSSPDPD 618 0,003622 0,003803 0,51 0,25 0,38

STK10 SLHINGGGSAAEQR 824 0,002711 0,002846 0,43 0,19 0,31

STK11IP ASISEPSDTDPEPR 398 0,003165 0,52 0,52

STK11IP NSPPQAPSTR 772 0,003529 0,59 0,59

STK25 NSPPTLEGQHSK 231 0,002912 0,003058 0,59 0,33 0,46

STK32C MGSSMSAATAR 70 0,003483 0,003657 0,25 0,37 0,31

STK32C MGSSMSAATAR 71 0,003483 0,003657 0,35 0,27 0,31

STK4 PSFLEYFE 394 0,003602 1,53 1,53

STMN1 ASGQAFELILSPR 16 0,002862 0,58 0,58

STMN1 ASGQAFELILSPR 25 0,002725 0,002862 1,64 4,48 3,06

STMN1 ESVPEFPLSPPK 31 0,002846 0,002988 0,52 0,38 0,45

STMN1 ESVPEFPLSPPK 38 0,002988 0,51 0,51

STMN1 KSHEAEVLK 63 0,003751 1,62 1,62

STRN3 ELPHIPSGIINQS 390 0,002696 0,6 0,6

STRN4 SPGPTAGPEPLSLP 53 0,00286 0,003003 0,52 0,34 0,43

STRN4 SPGPTAGPEPLSLP 64 0,00286 0,003003 0,19 0,31 0,25

STRN4 SNGPVESVTLENS 155 0,002834 0,002975 9,53 14,09 11,81

STRN4 SNGPVESVTLENS 161 0,002834 0,59 0,59

STXBP4 MIGVSFEEAK 5 0,003363 0,003531 6,04 15 10,52

STXBP5 KLSLPTDLK 759 0,00384 1,52 1,52

SUDS3 PASPSSPEHLP 235 0,00334 0,003507 0,47 0,11 0,29

SUDS3 PASPSSPEHLP 237 0,00334 0,003507 0,25 0,37 0,31

SUDS3 PASPSSPEHLP 238 0,00334 0,003507 0,44 0,18 0,31

SUFU DSLESDSSTAI 346 0,003324 0,00349 0,55 0,37 0,46

SUMF2 GASWIDTADGS 256 0,003453 0,003626 4,35 13,21 8,78

SUMO2 TENNDHINLK 12 0,003133 0,00329 1,54 5,56 3,55

SUPT5H PHYGSQTPLHD 806 0,003006 0,003156 0,56 0,34 0,45

SUPT6H EGSDSGDSEDD 73 0,003358 1,64 1,64

SUPT6H EGSDSGDSEDD 75 0,003525 1,64 1,64

SUPT6H EGSDSGDSEDD 78 0,003525 1,64 1,64

SUPT6H EAHYAYSFK 636 0,003349 1,56 1,56

SYMPK GAPSSSSPSPSPS 1171 0,003269 0,003433 0,46 0,3 0,38

SYMPK TPSPAAEDAR 1259 0,003658 0,59 0,59

SYNCRIP QTNNQNWGSQ 580 0,003186 0,53 0,53

SYNCRIP QTNNQNWGSQ 587 0,003186 0,56 0,56

TACC1 ELDENTSPLLGD 276 0,00304 1,69 1,69

TACC3 PFTQDDTLGLENS 87 0,003464 1,77 1,77

TAF12 LSPENNQVLTK 51 0,003027 0,003178 0,75 0,21 0,48

TAGLN2 NVIGLQMGTNR 201 0,003121 1,57 1,57

TAOK2 HTVTSHSSIIHR 408 0,002752 0,55 0,55

TAOK2 HTVTSHSSIIHR 410 0,002752 1,97 1,97

TAOK2 HTVTSHSSIIHR 411 0,002889 0,55 0,55

TAOK2 HTVTSHSSIIHR 414 0,002889 1,97 1,97

TARDBP FGNQGGFGNSR 292 0,003444 1,98 1,98

TBC1D10B PSPAPGPGTPTGTPTR 141 0,003185 0,003344 0,23 0,47 0,35

TBC1D10B PSPAPGPGTPTGTPTR 150 0,003185 0,003344 0,17 0,21 0,19

TBC1D10B ASAGPAPGPVVTAEG 687 0,002942 0,003089 0,19 0,27 0,23

TBC1D10B LHPSLPSPTG 707 0,003688 0,003873 0,48 0,16 0,32

TBC1D15 DSSSVVEWTQAPK 78 0,003306 1,55 1,55

TBC1D4 HLSSLTDNEQAD 485 0,00284 0,002982 6,53 7,79 7,16

TBC1D4 HLSSLTDNEQAD 486 0,00284 0,002982 3,59 9,71 6,65

TBC1D4 HLSSLTDNEQAD 488 0,00284 0,002982 1,32 6,5 3,91

TBC1D4 SLTSSLENIFS 568 0,003133 0,00329 7,78 16,06 11,92

TBC1D4 SLTSSLENIFS 569 0,003133 0,00329 5,57 10,61 8,09

TBC1D4 SLTSSLENIFS 570 0,003133 0,00329 9,85 8,01 8,93

TBC1D4 LGSVDSFER 588 0,003859 1,91 1,91

TBC1D4 AHTFSHPPSSTK 644 0,002908 0,003053 1,72 2,86 2,29

TBC1D4 AHTFSHPPSSTK 648 0,002908 0,003053 1,95 2,69 2,32

TBC1D4 AHTFSHPPSSTK 649 0,003053 1,59 1,59

TBC1D4 AHTFSHPPSSTK 650 0,002908 0,003053 3,51 1,07 2,29

TBCEL PATPQGSPMK 37 0,003844 0,57 0,57

TBCEL PATPQGSPMK 41 0,003661 0,003845 0,35 0,19 0,27

TCERG1 ELLSNHHLDSQSR 804 0,003097 0,53 0,53

TCERG1 ELLSNHHLDSQSR 812 0,003097 0,49 0,49

TCERG1 WESGSLLER 935 0,003462 0,003635 0,15 0,63 0,39

TCF3 TSSTDEVLSLEE 530 0,003025 1,51 1,51

TCF9 ESEDDPESEPDD 174 0,002912 0,57 0,57

TCF9 ESEDDPESEPDD 180 0,002773 0,57 0,57

TCF9 STSGNFSVDEK 393 0,003201 0,55 0,55

TCOF1 TSQVGAASAPAK 375 0,0036 1,65 1,65

TCOF1 GSLGQGTAPVLPGK 734 0,00294 0,003087 0,56 0,26 0,41

TCOF1 QEGPATQVDSAV 1060 0,00328 0,52 0,52

TDP1 EEDEYETSGEGQD 147 0,003192 1,75 1,75

TDP1 EEDEYETSGEGQD 148 0,003192 1,75 1,75

TERF2IP TSAFLASGQR 347 0,003582 1,63 1,63

TERF2IP TSAFLASGQR 352 0,003762 1,63 1,63

TET2 AAQTQPSQSSHLP 754 0,002796 0,002936 7,54 2,9 5,22

TFIP11 DGLPLQSQQLPQS 300 0,002685 0,49 0,49

TFRC FGGEPLSYTR 19 0,003318 0,003484 0,47 0,29 0,38

TFRC FGGEPLSYTR 21 0,003318 0,003484 0,38 0,52 0,45

TFRC QVDGDNSHVEMK 34 0,002783 1,95 1,95

TGFB1I1 PSLPSSPSPGLPK 137 0,002979 0,56 0,56

TGFB1I1 PSLPSSPSPGLPK 141 0,003128 0,57 0,57

TGFB1I1 PSLPSSPSPGLPK 143 0,003128 0,58 0,58

TGIF2 PLVTPGSTLTLLTR 159 0,00323 1,82 1,82

THOC4 MDMSLDDIIK 15 0,003176 0,003335 0,2 0,68 0,44

THOC4 QHDLFDSGFGGGA 101 0,002885 0,003029 1,44 4,14 2,79

THRAP3 SPPSTGSTYGSSQK 323 0,002872 0,5 0,5

THRAP3 PPSTGSTYGSSQK 327 0,002735 0,002871 0,5 0,34 0,42

THRAP3 GSFSDTGLGDGK 377 0,00328 0,003444 6,12 8,28 7,2

THRAP3 GSFSDTGLGDGK 379 0,00328 0,003444 1,42 3,8 2,61

THUMPD1 PELASQATEGS 425 0,003423 0,003595 0,57 0,35 0,46

THUMPD3 EFTSHALDSHILD 176 0,003198 0,003357 1,81 2,29 2,05

THUMPD3 EFTSHALDSHILD 177 0,003198 0,003357 3,07 1,03 2,05

THUMPD3 EFTSHALDSHILD 182 0,003198 0,003357 1,38 2,72 2,05

TIMELESS FGGSYIVQGLK 281 0,003206 1,71 1,71

TIMM44 KLGELTGTVK 128 0,003557 0,003735 0,15 0,21 0,18

TIMM44 AAFRALSQGVESV 180 0,003648 0,00383 6,32 15,16 10,74

TIMM44 ALSQGVESVK 185 0,003648 0,00383 0,04 0,14 0,09

TJP1 SDNEEDSYDEEIH 131 0,003011 0,003161 0,41 0,27 0,34

TJP1 PFDNQHSQDLDSR 1111 0,003053 #DIV/0!

TJP2 RAASSDQLR 1009 0,003695 0,39 0,39

TJP2 RAASSDQLR 1010 0,003695 0,19 0,19

TJP2 GSYGSDAEEEE 1190 0,003356 1,59 1,59

TLCD2 GPVTSNSSTLSLK 257 0,002921 0,003066 15,36 38,02 26,69

TLCD2 GPVTSNSSTLSLK 258 0,002921 0,003066 34,42 18,96 26,69

TLE3 SANNSVSPSESLR 203 0,002804 1,53 1,53

TLE3 SANNSVSPSESLR 211 0,002804 0,61 0,61

TLE4 SSSVSPSASFR 206 0,003528 1,84 1,84

TLE4 SSSVSPSASFR 212 0,003528 1,84 1,84

TLK2 SSPQHSLSNPLP 110 0,002979 0,49 0,49

TLK2 SSPQHSLSNPLP 115 0,002979 0,51 0,51

TLK2 HGASFTEQWTD 307 0,003094 1,84 1,84

TLK2 HGASFTEQWTD 309 0,003094 1,84 1,84

TLN1 EEITGTLRK 142 0,003554 0,003732 1,94 4,38 3,16

TLN1 EEITGTLRK 144 0,003554 0,003732 1,49 4,85 3,17

TLN1 MLEDSVSPKK 425 0,003299 1,74 1,74

TMEM115 DQSIWPSMDDDEE 306 0,003039 0,57 0,57

TMEM51 HAQEEDSQEEEEE 115 0,002998 0,58 0,58

TMF1 PFSVSSTPTMSR 928 0,002908 0,003053 0,47 0,41 0,44

TMPO GPPDFSSDEER 66 0,003195 0,53 0,53

TMPO SSQPEHSAMLVST 301 0,002891 0,54 0,54

TMPO SHISDQSPLSSK 351 0,002931 0,003078 1,53 2,47 2

TNIK DYLVSLQHQR 502 0,00314 1,69 1,69

TNIK GPALTASQSVHEQ 608 0,00285 0,002992 0,59 0,21 0,4

TNIK SEGSPVLPHE 769 0,003538 0,57 0,57

TNKS1BP1 TFNHDGSSR 194 0,003638 0,00382 1,4 3,24 2,32

TNKS1BP1 GVLQSPSQDQEK 437 0,002868 1,93 1,93

TNKS1BP1 PPPSGSQGLLEE 1452 0,003102 0,003257 0,39 0,55 0,47

TNRC18 TSPPPASPPPTPG 1038 0,003121 0,003277 0,03 0,05 0,04

TNRC6B SSSSTGSEVGGQ 563 0,003444 0,003616 1,04 2,98 2,01

TNS3 LSLGQYDND 776 0,003806 1,75 1,75

TOM1L2 DGFDMFAQTR 381 0,003158 0,003316 2,51 4,57 3,54

TOM1L2 GNSLAEQRK 394 0,003698 0,003884 1,52 2,68 2,1

TOMM70A ASPAPGSGHPE 91 0,003685 0,00387 0,51 0,39 0,45

TOMM70A GPGAHLDMNSLDR 110 0,002737 0,002873 0,58 0,32 0,45

TOP2B ASGSENEGDY 1552 0,003612 0,51 0,51

TOP3A MDNSQHPQPA 778 0,003324 0,42 0,42

TOR1AIP1 QPPLQPSPVMTR 143 0,002798 0,002938 0,25 0,39 0,32

TOR1AIP1 DSHSSEEDEAS 156 0,003303 1,52 1,52

TOR1AIP1 DSHSSEEDEAS 157 0,003303 1,52 1,52

TOX4 LSTTPSPTSSLHED 178 0,003225 0,52 0,52

TOX4 LSTTPSPTSSLHED 180 0,003225 0,48 0,48

TOX4 LSTTPSPTSSLHED 182 0,003225 0,003386 0,27 0,63 0,45

TP53BP1 PMDTSVLSEE 399 0,003371 0,00354 1,55 2,59 2,07

TP53BP1 ELQQPQTQEK 860 0,003212 0,55 0,55

TP53BP1 TSSGTSLSAMHS 1320 0,003375 1,79 1,79

TP53BP1 TSSGTSLSAMHS 1325 0,003375 1,79 1,79

TP53BP1 SDSPEIPFQ 1467 0,003641 0,003824 0,55 0,41 0,48

TP53BP1 GPTGSSEEEEEF 1763 0,002906 0,003051 0,59 0,31 0,45

TP53BP1 GPTGSSEEEEEF 1764 0,002906 0,003051 0,59 0,29 0,44

TP53BP2 NSEVAVMDKR 302 0,003258 0,003422 1,97 2,91 2,44

TP53BP2 PFSMFDAVD 464 0,003612 0,003793 1,15 2,85 2

TP53BP2 APPSFGTLRK 480 0,00347 0,003644 1,21 2,79 2

TPD52L2 SWHDVQVSSAYVK 96 0,003155 1,55 1,55

TPP2 VANNGSSQANK 163 0,003423 0,55 0,55

TPP2 VANNGSSQANK 164 0,003423 0,59 0,59

TPR GIASTSDPPTANIK 1660 0,002895 0,49 0,49

TPR TVPSTPTLVVPHR 2133 0,002698 0,002832 0,06 0,18 0,12

TPR TVPSTPTLVVPHR 2136 0,002833 1,83 1,83

TPR TVPSTPTLVVPHR 2139 0,002698 0,002832 0,03 0,21 0,12

TPR FAEAIHSPQVAGV 2155 0,002848 0,00299 1,94 3,28 2,61

TPR DLGQLASQGGLGM 2187 0,003018 0,003168 0,05 0,07 0,06

TPT1 EGNIDDSLIGGNA 46 0,002955 1,63 1,63

TRA2B PHTPTPGIYMGR 201 0,002846 0,002988 1,45 3,73 2,59

TRAF3IP1 QDSMEALQM 476 0,003712 1,54 1,54

TRAFD1 AFESDVFHNR 191 0,003076 0,00323 4,92 5,48 5,2

TRAFD1 SQPQETSPELPR 409 0,002763 0,59 0,59

TRAFD1 SQPQETSPELPR 415 0,002763 0,58 0,58

TRAFD1 HQGDLSSGYLDD 430 0,002887 0,003031 5,84 3,08 4,46

TRAK1 NESSSSVQNYF 202 0,003133 1,54 1,54

TRIM28 QGSGSSQPMEVQ 440 0,003045 0,003198 0,57 0,39 0,48

TRIM28 LDLDLTADSQPP 498 0,00308 0,57 0,57

TRIM28 LDLTADSQPPVFK 501 0,003312 0,003477 0,41 0,47 0,44

TRIM3 EDSPGPEVQPMDK 7 0,003317 0,57 0,57

TRIP10 PGDVEFEDFSQPMNR 288 0,002708 0,002843 0,36 0,48 0,42

TRIP10 APSDSSLGTPSDGR 296 0,002806 0,002946 0,48 0,26 0,37

TRIP11 SQEIDDHQHE 226 0,00319 1,63 1,63

TRIP11 NELMQSLNQDSN 630 0,002718 0,002854 1,96 3,74 2,85

TRIP4 LMSGVENSGK 232 0,003635 0,003817 6,35 11,03 8,69

TRIP6 GPQVPLSQPPED 249 0,002979 0,003128 0,48 0,4 0,44

TRIT1 AVNTIESQSVSPDHNK 436 0,00277 0,002909 0,49 0,45 0,47

TRIT1 AVNTIESQSVSPDHNK 439 0,00277 0,002909 0,5 0,44 0,47

TRPS1 HPNYSPPGSPIEK 1094 0,003496 0,49 0,49

TRPS1 HPNYSPPGSPIEK 1098 0,003496 0,5 0,5

TRRAP GLSVDSAQEVK 2051 0,003301 1,77 1,77

TRRAP EVQSNMVPR 3643 0,003513 0,003689 48,73 12,95 30,84

TSC2 SLHAEELVGR 1346 0,003362 0,66 0,66

TSC2 SQSGTLDGESAA 1418 0,003496 1,62 1,62

TSC2 SQSGTLDGESAA 1420 0,003496 0,66 0,66

TSC2 LISSVEDFTEFV 1798 0,002731 0,002868 0,8 0,35 0,575

TSC2 LISSVEDFTEFV 1799 0,002731 0,59 0,59

TSEN34 ASGASSSQEAGSS 136 0,003487 1,99 1,99

TSFM VGMAPLSVGSLDD 288 0,002986 0,003135 0,19 0,09 0,14

TSFM VGMAPLSVGSLDD 291 0,002986 0,003135 0,59 0,29 0,44

TSGA14 SLSSGHLQGK 363 0,003661 0,003844 0,62 0,08 0,35

TTBK2 SIHSFELEK 853 0,003423 1,59 1,59

TTBK2 ESILPALLHK 889 0,003334 1,74 1,74

TTC1 PFGLSTENFQI 265 0,003154 1,68 1,68

TTC39B GASTVSSSSSTK 120 0,003397 0,003567 3,57 0,65 2,11

TTDN1 SPAGSQQQFGY 93 0,003204 0,003364 0,11 0,65 0,38

TTDN1 MSNELENYFK 133 0,003103 1,7 1,7

TTK NEDLTDELSLN 33 0,002982 1,63 1,63

TUBB2C SGPFGQIFR 78 0,003678 0,003862 1,7 2,98 2,34

TUBB2C NFVFGQSGAGNNW 95 0,002709 0,002844 3,82 0,6 2,21

TUBB2C GAELVDSVLDVVR 115 0,002895 1,51 1,51

TUBB2C NSSYFVEWI 338 0,003433 1,67 1,67

TUBB2C NSSYFVEWI 339 0,003269 0,003433 1,76 2,28 2,02

TUSC2 GSMFYDEDGD 50 0,003458 1,54 1,54

TWISTNB VFQGSDSSGYQSD 299 0,002748 0,51 0,51

TWISTNB VFQGSDSSGYQSD 300 0,002748 0,51 0,51

TWISTNB DSSGYQSDHK 304 0,003326 0,51 0,51

TXLNG HSLEEDEGSD 79 0,003343 1,99 1,99

TXLNG VHLQSEHSK 196 0,003498 0,003673 1,45 2,57 2,01

TXNDC5 ALGLEHSETVK 239 0,003168 0,003327 0,21 0,15 0,18



TXNDC5 EYVESQLQR 292 0,003413 0,58 0,58

UBA1 PGSNCSPAQSVL 21 0,00323 0,003391 0,36 0,22 0,29

UBA1 QELQSANASVDDSR 816 0,003128 0,003284 1,01 4,25 2,63

UBA1 QELQSANASVDDSR 820 0,003128 0,003284 1,85 3,41 2,63

UBA2 WAEVQSQGEETNASD 289 0,003035 0,51 0,51

UBA2 WAEVQSQGEETNASD 297 0,002891 0,003035 0,51 0,29 0,4

UBAP2L PQNQNQTQHK 23 0,003227 0,59 0,59

UBAP2L NPSDSAVHSPFTK 412 0,002729 1,56 1,56

UBAP2L NPSDSAVHSPFTK 416 0,002729 0,002866 1,4 4,98 3,19

UBAP2L QAFTPSSTMME 425 0,003057 0,00321 0,23 0,35 0,29

UBAP2L QAFTPSSTMME 427 0,003057 0,00321 0,42 0,22 0,32

UBAP2L QAFTPSSTMME 428 0,003057 0,00321 0,55 0,15 0,35

UBAP2L YPSSISSSPQK 604 0,003176 0,003335 3,4 1,74 2,57

UBAP2L YPSSISSSPQK 605 0,003176 0,003335 1,27 3,01 2,14

UBAP2L YPSSISSSPQK 607 0,003334 1,72 1,72

UBAP2L YPSSISSSPQK 608 0,003176 0,003335 3,52 1 2,26

UBE2O EQLLTGSPTSPTV 836 0,002982 0,6 0,6

UBE4B SMSQVDVDSG 118 0,003625 1,52 1,52

UBE4B QSQLAQDER 1074 0,003641 1,56 1,56

UBQLN4 LAGNSDSSSSQPL 315 0,002982 0,43 0,43

UBR5 RISQSQPVR 1557 0,003479 1,58 1,58

UBR5 DDDSLPAETG 2019 0,003824 0,57 0,57

UBXN1 YGGSVGSQPPPV 182 0,003269 0,003433 0,34 0,22 0,28

UCK2 RQASESSSR 254 0,003682 1,89 1,89

UGCGL1 GQYQGLSQDPNSL 1442 0,002693 0,002827 0,58 0,26 0,42

UHRF1 EEEEQQEGGFASPR 652 0,002991 0,003141 1,82 3,68 2,75

UHRF1BP1 TVSQQSFDGVSLD 1101 0,002874 1,75 1,75

UHRF1BP1 TVSQQSFDGVSLD 1103 0,002874 1,75 1,75

UHRF1BP1L SPTHASPQHTQTEK 427 0,003072 0,003225 0,57 0,23 0,4

UIMC1 DVETTSSVSV 24 0,003628 0,00381 4,25 3,01 3,63

UIMC1 LLSFLEQSEHK 628 0,002838 0,002979 1,42 3,1 2,26

UNC13B FLGPQESFPEENA 371 0,003401 0,47 0,47

UNG HAPSPEPAVQ 23 0,003599 0,003779 0,57 0,21 0,39

UNG GQEEPGTPPSSPL 60 0,00291 0,003055 0,35 0,51 0,43

UPF1 ESQTQDNITVR 323 0,003067 0,53 0,53

UPF1 ESQTQDNITVR 325 0,003067 0,53 0,53

UPF1 VALSQDSTYQGER 1107 0,003262 1,57 1,57

UPF1 VALSQDSTYQGER 1110 0,003262 1,55 1,55

UPF1 VALSQDSTYQGER 1111 0,003262 1,57 1,57

UPF3B GATGSGGGTSGDSSK 33 0,003066 1,59 1,59

UPF3B VGTIDDDPEYR 153 0,002944 0,003091 15,73 8,31 12,02

USO1 VASSTLLDDR 32 0,003462 0,003635 2,71 5,57 4,14

USO1 EEDELESGDQED 953 0,002715 0,56 0,56

USP11 NDSVIVDTF 452 0,003859 1,56 1,56

USP11 DYNNSYYGLML 606 0,002794 0,002934 1,53 3,21 2,37

USP24 SSQLNNPQFV 621 0,003299 0,003464 0,19 0,15 0,17

USP28 EPSQDTVATEPS 70 0,003136 0,59 0,59

USP3 SQGDNNVSLVEEFR 210 0,002989 0,003139 5,67 8,59 7,13

USP5 LGHGLLSGEYSK 390 0,002986 0,003135 4,56 6,86 5,71

USP9X QDNESNVDPR 1609 0,003353 1,71 1,71

UTP14A DYLLSESEDEGD 29 0,002758 1,56 1,56

UTP14A DYLLSESEDEGD 31 0,002758 1,57 1,57

UTX NQLSNSTQGL 689 0,003683 1,94 1,94

VAPA PHSVSLNDTET 211 0,003285 0,57 0,57

VAPB SLSSSLDDTEVK 156 0,002942 0,003089 1,57 2,55 2,06

VAPB SLSSSLDDTEVK 158 0,002942 0,003089 7,11 6,47 6,79

VAPB SLSSSLDDTEVK 160 0,002942 1,55 1,55

VCL SLLDASEEAIK 721 0,003188 1,92 1,92

VCP QTNPSAMEVEED 715 0,0028 0,00294 0,5 0,34 0,42

VCP QTNPSAMEVEED 718 0,00294 0,5 0,5

VCP SVSDNDIRK 748 0,003595 0,003775 1,29 2,71 2

VCP YEMFAQTLQQSR 765 0,003163 0,003321 1,55 4,19 2,87

VCPIP1 DQSTEQSPSDLPQR 1128 0,003 0,00315 0,42 0,28 0,35

VDAC1 TFDSSFSPNTGK 104 0,002927 0,003073 1,24 2,96 2,1

VGLL4 AVAPTMSLHGSHL 120 0,002858 0,003001 0,35 0,51 0,43

VHL SLYEDLEDHPNVQK 183 0,002973 1,93 1,93

VIM RMFGGPGTASR 22 0,003291 0,003455 1,65 2,95 2,3

VIM SLYASSPGGVYATR 55 0,003316 1,99 1,99

VIM SLYASSPGGVYATR 56 0,003455 1,5 1,5

VIM LPLPNFSSLNLRE 419 0,002759 0,49 0,49

VIM LPLPNFSSLNLR 420 0,002759 1,56 1,56

VPRBP SDHGAYSQSPAIK 979 0,002918 1,71 1,71

VPS26B SMSHQAAIASQR 304 0,003076 1,64 1,64

VRK1 TEWSNTQTEEAIQTR 376 0,00267 0,002803 5,93 1,75 3,84

VRK1 TEWSNTQTEEAIQTR 386 0,00267 1,59 1,59

VRK2 GQSINVHTPNSQK 339 0,002687 0,002821 1,69 2,37 2,03

VRK3 GLNSSFETSPK 55 0,003372 1,96 1,96

VRK3 GLNSSFETSPK 58 0,003372 1,74 1,74

WAC GDSQPYQALK 22 0,003374 0,003543 0,53 0,35 0,44

WAC ASSLLPQNILSQTSR 222 0,002952 0,48 0,48

WAC ASSLLPQNILSQTSR 225 0,002952 1,53 1,53

WAPAL PESPSEISPIK 306 0,003168 0,003327 0,67 0,21 0,44

WAPAL PESPSEISPIK 308 0,003168 0,003327 0,14 0,18 0,16

WAPAL PESPSEISPIK 311 0,003326 0,61 0,61

WAPAL GGDEGGSGSSNYK 528 0,003092 0,003247 4,43 1,65 3,04

WDHD1 LVTAVSNNTIQV 72 0,00299 0,00314 1,5 2,58 2,04

WDHD1 EDGQEGSIHNLPL 407 0,002689 0,002823 0,55 0,31 0,43

WDR32 AATGPPSPLHPGA 36 0,003196 0,01 0,01

WDR33 HHMGPMSER 971 0,003447 0,003619 0,18 0,3 0,24

WDR37 ASHSTSQLSQK 116 0,003193 0,003353 4,31 6,51 5,41

WDR44 QDDPSSSDDEGMP 470 0,00288 0,57 0,57

WDR44 DQDDPSSSDDEGM 471 0,00288 0,57 0,57

WDR44 QDDPSSSDDEGMP 472 0,00288 0,58 0,58

WDR44 VSPSPSQESLSSSK 568 0,002669 0,002802 0,27 0,41 0,34

WDR48 INLDNESQTTSSS 611 0,002713 0,54 0,54

WDR60 DGTSSQHAENL 311 0,003232 0,003394 0,56 0,26 0,41

WDR70 QAETLTQDYIIT 526 0,002848 0,55 0,55

WHSC2 EETVVENATPD 288 0,003119 0,003275 5,34 0,88 3,11

WIZ GHSPTASPPPTAR 1151 0,003101 0,5 0,5

WIZ GHSPTASPPPTAR 1155 0,003101 0,5 0,5

WNK1 SEPSHLNGPSSD 2500 0,003064 0,49 0,49

WNK1 SEPSHLNGPSSD 2509 0,003217 0,56 0,56

WNK1 SEPSHLNGPSSD 2510 0,003064 0,54 0,54

WNK1 DVDDGSGSPHSP 2525 0,003364 0,53 0,53

WTAP EDDFPSSPGNGNK 306 0,002773 0,52 0,52

XPO1 SPLLSGSQHFDVP 397 0,002735 0,52 0,52

XRCC1 EEDESANSLR 181 0,003419 0,45 0,45

XRCC1 EEDESANSLR 184 0,003419 0,45 0,45

XRCC1 PTQAAGPSSPQK 447 0,003206 0,003367 0,03 0,07 0,05

XRCC4 PDSSLPETSK 304 0,00351 0,57 0,57

XRN2 DQPAFTPSGILT 433 0,003018 0,003168 1,54 2,94 2,24

XRN2 NSPGSQVASNP 451 0,00352 0,53 0,53

XRN2 AEDSDSEPEPED 501 0,00286 0,56 0,56

YAP1 AHSSPASLQLGAVSP 127 0,003278 0,003498 0,15 0,18 0,165

YAP1 AHSSPASLQLGAVSP 131 0,003498 0,59 0,59

YAP1 AHSSPASLQLGAVSP 138 0,003498 1,55 1,55

YEATS2 SESDSLSQHNDFL 138 0,00321 0,54 0,54

YEATS2 SESDSLSQHNDFL 144 0,00321 0,55 0,55

YLPM1 PGGLQGSQDR 1100 0,003658 0,5 0,5

YRDC PPSPAPAAPGAR 37 0,003426 0,003597 0,45 0,25 0,35

YTHDC1 LSSESHHGGSP 419 0,003409 1,66 1,66

YTHDC1 LSSESHHGGSP 424 0,003409 1,66 1,66

YTHDF1 AGSDSNSPGNVQP 350 0,003057 0,00321 0,35 0,47 0,41

YTHDF2 GNGVGQSQAGSGS 374 0,003377 0,003546 0,17 0,23 0,2

YTHDF2 SYSEDDIHR 417 0,003332 0,003499 20,53 7,01 13,77

YTHDF3 QNNGAGSENFGLG 375 0,002977 0,003126 0,38 0,24 0,31

YY1 KFAQSTNLK 397 0,003586 0,003765 16,64 29,5 23,07

ZC3H11A SSTSSPSQHEATP 497 0,002868 0,003012 0,24 0,42 0,33

ZC3H11A PPLSVEDDFEK 768 0,002953 0,003101 1,77 3,05 2,41

ZC3H13 TSAVSSPLLDQQR 237 0,002701 0,002836 1,41 2,93 2,17

ZC3H13 TSAVSSPLLDQQR 241 0,002701 0,002836 1,33 3,01 2,17

ZC3H13 TPSPPPPIPEDIALGK 263 0,002928 0,003074 0,18 0,32 0,25

ZC3H13 TPSPPPPIPEDIALGK 265 0,002928 0,003074 0,27 0,23 0,25

ZC3H13 STSPAGQHHSPISSR 316 0,003225 0,49 0,49

ZC3H13 STSPAGQHHSPISSR 318 0,003225 0,51 0,51

ZC3H13 STSPAGQHHSPISSR 325 0,003072 0,47 0,47

ZC3H13 STSPAGQHHSPISSR 328 0,003225 0,49 0,49

ZC3H15 SDLEEDNER 381 0,003543 1,8 1,8

ZC3H18 KLGVSVSPSR 534 0,003789 1,6 1,6

ZC3H4 ASTDSSTQGANLP 1035 0,003013 0,003164 0,6 0,32 0,46

ZC3H7A WNNSISQYTE 62 0,003029 0,003181 1,64 3,06 2,35

ZC3H7B FMEETNSQDHR 400 0,002716 0,55 0,55

ZC3H7B SSEDQTWKR 476 0,003291 0,003456 4,63 3,31 3,97

ZC3H8 NSGSQEEDGK 163 0,003542 0,003719 1,55 3,69 2,62

ZC3HAV1 FLENGSQEDLLH 335 0,002702 0,58 0,58

ZC3HAV1L SHQLIHAASLK 210 0,003116 0,003272 5,59 9,77 7,68

ZC3HAV1L SHQLIHAASLK 218 0,003116 0,003272 5,86 9,5 7,68

ZC3HC1 PEPEAASPTTR 370 0,00324 0,003402 0,16 0,32 0,24

ZCCHC14 FLSLTEEDLNK 327 0,002883 0,003027 0,18 0,22 0,2

ZEB1 PLQEQLSVNQIK 342 0,002711 0,002846 2,42 6,76 4,59

ZFP64 NSSQLTVHLR 244 0,003242 0,003405 1,86 3,04 2,45

ZFR ASQNTSSSNSSTR 365 0,002846 0,002988 7,35 9,15 8,25

ZFYVE20 STHTSPSQSP 215 0,003792 0,55 0,55

ZFYVE20 STHTSPSQSP 219 0,003612 0,5 0,5

ZFYVE20 GSISSMSSVSSVLD 232 0,002928 1,73 1,73

ZHX1 IAVHHNSVEDVPE 202 0,00328 0,59 0,59

ZMYND8 FPSPPHSSNG 51 0,003618 0,003799 0,59 0,21 0,4

ZMYND8 HSPQDTSTSPIK 65 0,002906 0,003051 0,37 0,43 0,4

ZMYND8 TGQAGSLSGSPK 517 0,003423 0,003594 0,5 0,14 0,32

ZMYND8 TTVGSHSPPETPV 773 0,002883 0,003027 0,55 0,25 0,4

ZMYND8 TTVGSHSPPETPV 783 0,002883 0,003027 0,17 0,41 0,29

ZNF148 SMPHQEILAAD 51 0,003099 0,003255 0,4 0,5 0,45

ZNF192 PSPPDQTPEED 17 0,0031 0,003255 0,29 0,35 0,32

ZNF24 VLEDLESELDDPG 132 0,003312 0,58 0,58

ZNF24 SSILVQHQR 291 0,003489 0,003663 3,75 4,33 4,04

ZNF24 AFSQNSGLINHQ 317 0,002868 0,003012 2,45 9,37 5,91

ZNF24 AFSQNSGLINHQ 320 0,002868 0,003012 3,25 25,53 14,39

ZNF24 SYSQSSNLFR 347 0,003156 0,003314 4,02 23,48 13,75

ZNF24 SYSQSSNLFR 348 0,003156 0,003314 1,91 2,29 2,1

ZNF267 SEETVAIQPDVFSHYNK 70 0,003427 0,003598 4,61 10,96 7,785

ZNF295 SFSASQSTDR 409 0,003607 1,75 1,75

ZNF295 SFSASQSTDR 413 0,003435 0,003607 1,56 2,5 2,03

ZNF295 EHAPLASPVENK 714 0,002918 0,56 0,56

ZNF326 SMDSYLNQSYGMD 48 0,003303 1,61 1,61

ZNF326 SMDSYLNQSYGMD 56 0,003146 0,003303 1,78 2,82 2,3

ZNF326 FGPYESYDSR 79 0,003078 1,73 1,73

ZNF326 SGYGFNEPEQSR 91 0,00276 0,002897 1,03 3,29 2,16

ZNF326 NQGGSSWEAPY 130 0,003138 1,87 1,87

ZNF326 ESVLTATSILNNPIVK 445 0,002812 0,002953 6,11 23,77 14,94

ZNF326 ESVLTATSILNNPIVK 451 0,002812 0,002953 7,38 22,5 14,94

ZNF446 PPLAAQSPEGNHG 188 0,002955 0,003103 0,16 0,26 0,21

ZNF503 LQPLPSTPVSPIE 99 0,002746 1,56 1,56

ZNF592 HSQPQASQDQDSH 1255 0,003239 0,57 0,57

ZNF608 ELDLNSSSEDNK 513 0,002938 0,48 0,48

ZNF608 ELDLNSSSEDNK 514 0,002938 0,48 0,48

ZNF609 VEPHSPSPSSK 578 0,003413 0,59 0,59

ZNF629 SFTQSSHLVQH 186 0,002964 0,003112 38,17 26,63 32,4

ZNF629 SFTQSSHLVQH 188 0,002964 0,003112 48,49 26,35 37,42

ZNF629 SFTQSSHLVQH 190 0,002964 0,003112 59,35 15,49 37,42

ZNF629 SFTQSSHLVQH 191 0,002964 0,003112 29,08 35,72 32,4

ZNF629 SSDLIQHQATHTGEK 274 0,002889 0,003033 37,52 18,05 27,785

ZNF629 SFIQSSELTQHQR 326 0,003049 0,003202 9,48 14,72 12,1

ZNF629 SFGHSSTLIK 354 0,003461 0,003635 14,34 38,04 26,19

ZNF629 SFSVSSNLINHQR 412 0,003189 0,003349 11,85 22,89 17,37

ZNF629 SFSQSSNLITHVR 494 0,003216 0,003377 10,54 24,06 17,3

ZNF638 ETLGSEAVSSNVID 198 0,002667 0,53 0,53

ZNF638 ETLGSEAVSSN 201 0,003411 0,53 0,53

ZNF638 SDSNLGGHSIR 628 0,003274 0,003438 1,35 4,17 2,76

ZNF653 PLSDSDPDSDK 184 0,003188 0,55 0,55

ZNF687 DIPASASPPPVAG 253 0,003181 0,00334 0,28 0,04 0,16

ZNF687 QSPGHQSPLASPK 266 0,002832 0,002973 0,23 0,11 0,17

ZNF687 QSPGHQSPLASPK 271 0,002832 0,002973 0,48 0,28 0,38

ZNF703 PSPEPAAVSR 252 0,003671 0,003855 0,58 0,26 0,42

ZNF828 SPPLPEHQK 108 0,003779 0,53 0,53

ZNF828 LAPVPSPEPQK 204 0,003221 0,003383 0,11 0,19 0,15

ZNF828 PAPVSPESVK 214 0,003671 0,003855 0,25 0,19 0,22

ZNF828 PSPSESPEPWK 282 0,003031 0,003183 0,35 0,19 0,27

ZNF828 PSPSESPEPWK 284 0,003031 0,003183 0,24 0,14 0,19

ZNF828 PSPSESPEPWK 286 0,003031 0,003183 0,34 0,24 0,29

ZNF828 PFPAVSPEPR 297 0,003573 0,51 0,51

ZNF828 AVPPVSPELR 416 0,003498 0,003673 0,13 0,23 0,18

ZNF828 PGPPLSPEIR 427 0,003504 0,54 0,54

ZNF828 SPAGSPELRK 432 0,00357 0,003748 0,18 0,02 0,1

ZNF828 SPAGSPELRK 436 0,00357 0,003748 0,05 0,15 0,1

ZNF828 SSFFIEPQK 482 0,003616 1,58 1,58

ZNF828 SSFFIEPQK 483 0,003616 1,58 1,58

ZNF828 PGPSGPSESPK 507 0,003576 0,53 0,53

ZNF830 APIIPHSGSIEK 223 0,003013 0,003163 0,29 0,53 0,41

ZNF830 APIIPHSGSIEK 225 0,003013 0,45 0,45

ZRANB2 LDEDEDEDDADLSK 181 0,002963 0,003111 1,54 3,42 2,48

ZYX VPAPAQSQTQFHV 218 0,002687 0,002821 0,15 0,21 0,18

ZYX LHVQSQTQPVSLA 240 0,002691 0,002825 1,41 4,73 3,07

ZYX LHVQSQTQPVSLA 242 0,002691 0,002825 5,1 2,5 3,8

ZYX SPGAPGPLTLK 344 0,003761 0,55 0,55

ZYX EELEQLTQQLMQD 363 0,003118 0,6 0,6



Supplementary Table 6. Biological events of enriched pathways in PRKD-regulated reactomes

Biological events Pathway name Entities pValue Entities FDR

Metabolism of RNA Processing of Capped Intron-Containing Pre-mRNA 1,11E-16 1,58E-13

Metabolism of RNA mRNA Splicing - Major Pathway 4,66E-15 3,32E-12

Metabolism of RNA mRNA Splicing 5,76E-14 2,73E-11

Metabolism of RNA Metabolism of RNA 6,14E-13 2,18E-10

Metabolism of RNA Transport of Mature mRNAs Derived from Intronless Transcripts 7,60E-07 8,96E-05

Metabolism of RNA Transport of Mature Transcript to Cytoplasm 9,91E-07 1,08E-04

Metabolism of RNA Transport of Mature mRNA Derived from an Intronless Transcript 2,26E-06 2,13E-04

Metabolism of RNA Transport of the SLBP Dependant Mature mRNA 2,30E-05 0,001357027

Metabolism of RNA Transport of Mature mRNA derived from an Intron-Containing Transcript 3,57E-05 0,001856284

Metabolism of RNA Transport of the SLBP independent Mature mRNA 6,62E-05 0,003092238

Metabolism of RNA tRNA processing in the nucleus 7,03E-05 0,003092238

Metabolism of RNA mRNA 3'-end processing 8,22E-05 0,003371015

Cell Cycle Cell Cycle, Mitotic 8,68E-12 2,47E-09

Cell Cycle Cell Cycle 1,20E-11 2,85E-09

Cell Cycle Nuclear Envelope Breakdown 1,81E-07 3,68E-05

Cell Cycle M Phase 4,17E-07 6,59E-05

Cell Cycle Nuclear Pore Complex (NPC) Disassembly 1,06E-05 8,40E-04

Cell Cycle Mitotic Prophase 1,30E-05 8,70E-04

Cell Cycle Mitotic Metaphase and Anaphase 1,55E-05 9,92E-04

Cell Cycle Mitotic Anaphase 2,88E-05 0,001614838

Cell Cycle Cell Cycle Checkpoints 2,27E-04 0,006961128

Cell Cycle Mitotic Prometaphase 3,62E-04 0,009645473

Cell Cycle Clearance of Nuclear Envelope Membranes from Chromatin 3,71E-04 0,009645473

Metabolism of Proteins SUMO E3 ligases SUMOylate target proteins 3,38E-07 5,98E-05

Metabolism of Proteins SUMOylation 6,33E-07 8,96E-05

Metabolism of Proteins SUMOylation of DNA damage response and repair proteins 2,75E-06 2,42E-04

Metabolism of Proteins SUMOylation of RNA binding proteins 9,59E-06 7,96E-04

Metabolism of Proteins SUMOylation of chromatin organization proteins 1,27E-05 8,70E-04

Metabolism of Proteins Activation of the mRNA upon binding of the cap-binding complex and eIFs, and subsequent binding to 43S 5,77E-05 0,00288417

Metabolism of Proteins Translation initiation complex formation 7,65E-05 0,003291014

Metabolism of Proteins Ribosomal scanning and start codon recognition 1,38E-04 0,004925998

Disease Interactions of Rev with host cellular proteins 3,30E-05 0,001781518

Disease Rev-mediated nuclear export of HIV RNA 6,99E-05 0,003092238

Disease Nuclear import of Rev protein 1,14E-04 0,004273925

Disease NS1 Mediated Effects on Host Pathways 1,16E-04 0,004273925

Disease HIV Life Cycle 2,26E-04 0,006961128

Disease Vpr-mediated nuclear import of PICs 2,41E-04 0,00721589

Disease Host Interactions with Influenza Factors 2,89E-04 0,008373555

Gene expression Regulation of TP53 Activity through Acetylation 1,14E-04 0,004273925

Gene expression TP53 Regulates Transcription of DNA Repair Genes 1,41E-04 0,004925998

Gene expression Formation of RNA Pol II elongation complex 1,52E-04 0,005160326

Gene expression RNA Polymerase II Transcription Termination 1,66E-04 0,005485817

Gene expression Cleavage of Growing Transcript in the Termination Region 1,66E-04 0,005485817

Gene expression RNA Polymerase II Transcription Elongation 3,22E-04 0,009325931

Programmed Cell Death Apoptotic execution phase 7,50E-07 8,96E-05

Programmed Cell Death Apoptotic cleavage of cellular proteins 2,30E-05 0,001357027

Immune System ISG15 antiviral mechanism 3,52E-04 0,009506104

Immune System Antiviral mechanism by IFN-stimulated genes 3,52E-04 0,009506104

Signaling Transduction Regulation of PTEN gene transcription 1,13E-06 1,14E-04

Cellular responses to external stimuli Cellular response to heat stress 1,30E-05 8,70E-04

Vesicle-mediated transport Membrane Trafficking 1,14E-04 0,004273925

DNA repair Resolution of Abasic Sites (AP sites) 2,32E-04 0,006961128



Supplementary Table 7. PRKD-regulated phosphoprotein network determined using the IMEx interactome database

Id Label Degree Betweenness

Q15717 ELAVL1 1734 8966459,01

P61956 SUMO2 1219 4446134,8

P0CG48 UBC 1074 7417196,77

P07900 HSP90AA1 722 1728244,72

P01106 MYC 714 2258869,16

Q13616 CUL1 603 1452066,32

P08238 HSP90AB1 565 1049742,8

Q13547 HDAC1 542 1299990,97

P55072 VCP 440 1135820,38

P38398 BRCA1 404 1001482,2

P40337 VHL 398 881898,01

Q9Y6K9 IKBKG 378 929186,57

Q92769 HDAC2 365 696457,69

P12931 SRC 338 779266,23

P35222 CTNNB1 330 814309,6

Q9UQL6 HDAC5 326 333977,55

Q13620 CUL4B 315 522594,25

P68104 EEF1A1 286 457508,3

P05412 JUN 279 606833,05

Q12906 ILF3 279 477027,71

P11142 HSPA8 279 451683,15

P15336 ATF2 241 348822,6

P09651 HNRNPA1 237 295349,21

P62805 HIST1H4E 231 310202,51

Q13618 CUL3 228 258669,74

O60216 RAD21 217 398314,73

P22681 CBL 216 391341,49

P52272 HNRNPM 216 143678,81

Q01844 EWSR1 213 607495,36

P16333 NCK1 213 528572,38

P05067 APP 211 271457,72

Q9NRC8 SIRT7 209 185712,96

Q15004 KIAA0101 208 189224,18

P08670 VIM 206 420781,29

P06748 NPM1 203 221321,54

P41235 HNF4A 197 263588,31

P51532 SMARCA4 195 230724,87

P61978 HNRNPK 189 193936,72

P28482 MAPK1 187 252679

Q9UQ35 SRRM2 186 192284,02

P03372 ESR1 185 247995,47

Q08211 DHX9 185 125748,75

Q13526 PIN1 184 317914,01

P04406 GAPDH 183 216002,29

P18206 VCL 181 251896,02

P09874 PARP1 179 244485,11

P63104 YWHAZ 179 189733,65

P51858 HDGF 178 187602,3

Q9NRR5 UBQLN4 176 569121,19

Q99759 MAP3K3 176 188560,9

P63165 SUMO1 175 200547,73

Q14676 MDC1 174 222165,19

Q13501 SQSTM1 171 287215,97

Q13263 TRIM28 169 241329,87

P50750 CDK9 169 237794,68

O75376 NCOR1 167 202573,78

P29590 PML 163 178074,27

P02751 FN1 163 151299,03

Q16539 MAPK14 157 265669,37

O14980 XPO1 156 248803,03

Q92905 COPS5 156 144975,2

Q16543 CDC37 150 267945,03

Q15910 EZH2 149 168951,88

P25490 YY1 147 274237,47

P24941 CDK2 146 130884

O43390 HNRNPR 146 127219,44

P15923 TCF3 145 294203,39

Q9H8V3 ECT2 145 200131,98

P10809 HSPD1 143 203960,17

Q9NYB0 TERF2IP 142 372000,86

Q09028 RBBP4 141 100699,09

Q00610 CLTC 139 181361,66

P07910 HNRNPC 139 118854,01

Q86VP6 CAND1 136 94278,37

P23246 SFPQ 135 92203,1

P22626 HNRNPA2B1 134 73959,81

P04049 RAF1 133 183701,18

Q07666 KHDRBS1 132 182385,42

P54725 RAD23A 132 145311,17

P13612 ITGA4 131 74581,92

O60506 SYNCRIP 130 125853,07

P21333 FLNA 129 226813,35

O00571 DDX3X 129 78771,73

P27361 MAPK3 127 181135,86

P52292 KPNA2 127 178082,33

Q15233 NONO 127 126096,39

Q8IYB3 SRRM1 125 114892,3

P62195 PSMC5 125 86396

P19320 VCAM1 125 84379,33

O75533 SF3B1 125 43268,81

Q15047 SETDB1 123 188351,79

P26641 EEF1G 123 184230,86

P62263 RPS14 123 46465,27

Q13200 PSMD2 122 85296,66

Q9H4L7 SMARCAD1 121 122984,02

Q5UIP0 RIF1 120 222283,83

P25786 PSMA1 118 120094,58

P13639 EEF2 118 72149,89

O43318 MAP3K7 117 180311,09

P68400 CSNK2A1 117 111622,13

P04637 TP53 115 155557,18

P35579 MYH9 114 125284,98

Q13813 SPTAN1 113 141450,88

Q12888 TP53BP1 113 105514,76

P11171 EPB41 113 101093,82

Q9UKE5 TNIK 111 136927,36

Q13573 SNW1 111 86453,89

P07948 LYN 108 238554,62

Q13177 PAK2 107 140739,75

Q16576 RBBP7 107 62644,36

P26373 RPL13 106 40575,34

Q13309 SKP2 105 128177,97

Q92499 DDX1 105 81668,69

O75643 SNRNP200 105 74404,26

Q14498 RBM39 103 52897,82

P25205 MCM3 102 70551,02

Q9Y490 TLN1 101 135242,33

P27348 YWHAQ 101 107766,42

P52597 HNRNPF 101 67239,66

Q8IXJ6 SIRT2 100 161621

Q93008 USP9X 100 95172,91

P14618 PKM 100 76764,95

Q504Q3 PAN2 100 63944,19

P63220 RPS21 100 45994,29

P29692 EEF1D 99 114557,6

Q14204 DYNC1H1 99 77392,34

Q9Y618 NCOR2 99 58751,37

O00231 PSMD11 99 47939,61

P50402 EMD 98 71295,95

P61981 YWHAG 97 82001,27

P51784 USP11 95 123918,65

P62993 GRB2 95 110451,19

P26358 DNMT1 94 68414,78

P28749 RBL1 93 128524,84

Q15648 MED1 93 108928,75

Q15365 PCBP1 93 97429,86

Q13283 G3BP1 93 78367,76

P09661 SNRPA1 93 24008,35

Q04323 UBXN1 92 71783,19

P46940 IQGAP1 92 65087,06

P22314 UBA1 91 105413,91

O94776 MTA2 91 57141,39

Q14164 IKBKE 91 51391,13

P02545 LMNA 90 86816,3

Q9NR30 DDX21 90 29701,76

Q12834 CDC20 89 139665,63

Q92900 UPF1 89 91567,32

Q9UMS4 PRPF19 89 55474,31

Q15637 SF1 89 46682,69

P61244 MAX 88 94315,23

Q9BUJ2 HNRNPUL1 88 81972,26

Q01082 SPTBN1 88 74958,87

O15205 UBD 88 63385,09

Q9Y4K3 TRAF6 88 57905,27

Q15654 TRIP6 87 150770,86

Q14247 CTTN 87 108656,75

P14923 JUP 87 96803,14

P06576 ATP5B 87 83917,93

Q14839 CHD4 87 62842,22

P26599 PTBP1 87 47262,38

Q9UQ80 PA2G4 87 37216,62

P46937 YAP1 86 82212,92

P14859 POU2F1 85 144661,26

P14625 HSP90B1 85 62737,13

P30101 PDIA3 84 153703,79

Q13153 PAK1 84 112232,41

Q00613 HSF1 84 91047,3

P32121 ARRB2 84 39197,1

Q13151 HNRNPA0 84 36784,84

P49792 RANBP2 83 88059,04

Q14194 CRMP1 83 81874,18

P38159 RBMX 83 45041,76

Q13617 CUL2 83 43300,82

Q9BVJ6 UTP14A 82 75586,89

Q96PK6 RBM14 82 34453,78

P50570 DNM2 81 103838,24

P19525 EIF2AK2 81 84271,99

P17096 HMGA1 81 61388,7

P62258 YWHAE 81 56956,17

P54727 RAD23B 80 87010,39

Q13435 SF3B2 80 33446,66

P62191 PSMC1 80 26576,48

O43290 SART1 80 24083,18

P26038 MSN 79 107500,98

Q14683 SMC1A 79 72284,46

Q13347 EIF3I 79 53390,65

P27797 CALR 78 123035,7

P21796 VDAC1 78 56809,67

P55060 CSE1L 78 55199,99

P54105 CLNS1A 78 50141,39

P25705 ATP5A1 78 41956,6

Q96CV9 OPTN 77 119839,32

P51610 HCFC1 77 105590

P78347 GTF2I 77 71452,03

Q15843 NEDD8 77 33473,6

Q9NZM3 ITSN2 76 157307,5

O00267 SUPT5H 76 68554,82

P51948 MNAT1 75 125479,7

Q8N163 KIAA1967 75 48536,14

Q9Y2W1 THRAP3 75 25772,39

P46776 RPL27A 75 11161,39

O43524 FOXO3 74 77966,6

Q15942 ZYX 74 73389,73

Q9Y4A5 TRRAP 74 67522,25

P07237 P4HB 74 51133,61

P07814 EPRS 74 35103,96

Q9H4A3 WNK1 72 135729,22

Q6P1J9 CDC73 72 98079,56

Q07157 TJP1 71 183305,05

Q05655 PRKCD 71 102401,87

Q9UKV3 ACIN1 71 82694,06

Q15554 TERF2 71 57348,99

Q96S59 RANBP9 71 55430,71

P60842 EIF4A1 71 46371,38

P42677 RPS27 71 44076,41

Q9NWA0 MED9 71 41305,09

Q04637 EIF4G1 71 28514,9

Q9BW61 DDA1 70 80342,19

O43852 CALU 70 71599,7

Q93034 CUL5 70 35195,29

O14776 TCERG1 69 52714,07

O95071 UBR5 69 51921,12

Q14697 GANAB 69 42394,33

Q8TAF3 WDR48 68 83022,44

P50454 SERPINH1 68 78976,39

Q9UBT2 UBA2 68 74031,54

P49959 MRE11A 68 41080,2

O43395 PRPF3 68 40861,05

Q9BVP2 GNL3 68 24961,48

P41252 IARS 68 16665,23

O43765 SGTA 67 93430,88

Q96EB6 SIRT1 67 56137,95

P00338 LDHA 67 53259,73

Q09472 EP300 67 50724,44

Q00987 MDM2 67 47483,46

Q8TDR0 TRAF3IP1 67 46822,01

P51991 HNRNPA3 67 16771,07

O94906 PRPF6 67 15495,63

P52294 KPNA1 66 42574,37

O14757 CHEK1 66 41740,56

Q13111 CHAF1A 66 25234,44

P35580 MYH10 66 23595,02

P18754 RCC1 65 57057,5

P35269 GTF2F1 65 52206,72

Q8NC51 SERBP1 65 48987,46

Q15424 SAFB 65 45822,34

Q8IZP0 ABI1 64 77165,99

O60885 BRD4 64 77126,5

P56545 CTBP2 64 64056,76

Q9Y5K6 CD2AP 64 53244,81

O95400 CD2BP2 64 52159,42

P54274 TERF1 64 35068,74

P43243 MATR3 64 32368,87

P62995 TRA2B 64 21463,17

P01889 HLA-B 64 13718,74

P31946 YWHAB 63 44607,09

Q7Z6Z7 HUWE1 63 41788,85

O95155 UBE4B 63 39460,71

Q7KZF4 SND1 63 26897,52

P38919 EIF4A3 63 15422,09

Q96AE4 FUBP1 62 70040,54

P00533 EGFR 62 52420,38

P18031 PTPN1 62 44094,4

Q99728 BARD1 62 38173,66

P10636 MAPT 62 21581,34

P84022 SMAD3 61 58799,38

Q92945 KHSRP 61 34631,48

P52701 MSH6 61 27310,42

P12270 TPR 61 20146,1

Q9HCE7 SMURF1 61 19028,34

P20700 LMNB1 60 95803,76

P11274 BCR 60 61614,81

P08047 SP1 60 53470,2

P45974 USP5 60 49851,32

Q15185 PTGES3 60 24027,26

Q92616 GCN1L1 60 21782,38

O96017 CHEK2 59 64851,19

Q9NRL3 STRN4 59 63357,87

Q99614 TTC1 59 53788,43

Q8N122 RPTOR 59 48781,03

P49815 TSC2 59 38776,3

O15355 PPM1G 59 33867,71

Q6ZW49 PAXIP1 59 29457,82

P18583 SON 59 21773,94

P23508 MCC 59 18509,7

O75381 PEX14 58 95522,13

P32119 PRDX2 58 74352,08

P24928 POLR2A 58 40458,66

P42704 LRPPRC 58 39906,69

P49407 ARRB1 58 38601,29

P11441 UBL4A 58 18901,07

O96028 WHSC1 58 15574,72

Q6UWE0 LRSAM1 57 69539,4

Q05209 PTPN12 57 65757,35

P62937 PPIA 57 52027,86

Q15020 SART3 57 47246,25

Q13330 MTA1 57 39659,35

P16989 CSDA 57 39492,72

Q12874 SF3A3 57 32637,8

O60563 CCNT1 57 25242,59

P47914 RPL29 57 22256,78

P49327 FASN 57 20306,13

P27708 CAD 57 16317,07

P35249 RFC4 57 13802,7

P17028 ZNF24 56 140171,38

Q96RL1 UIMC1 56 61668,89

Q99729 HNRNPAB 56 61353,85

Q8N5U6 RNF10 56 55226,11

P31749 AKT1 56 36793,45

Q15796 SMAD2 56 31547,43

P62136 PPP1CA 56 24752,58

P24534 EEF1B2 56 13206,17

Q7L2J0 MEPCE 56 9493,04

Q9UKY1 ZHX1 55 85384,93

P78527 PRKDC 55 39685,14

P18146 EGR1 55 29426,05

P35221 CTNNA1 55 25432,58

Q5S007 LRRK2 55 20436,36

Q00839 HNRNPU 55 16774,89

P53618 COPB1 54 88375,62

Q9Y2X7 GIT1 54 78697,16

P05771 PRKCB 54 59371,98

O95163 IKBKAP 54 47597,13

Q96EY1 DNAJA3 54 45958,43

Q16643 DBN1 54 39341,05

Q9HCN4 GPN1 54 36898,82

P23588 EIF4B 54 28245,66

P16104 H2AFX 54 27486,3

P05161 ISG15 54 27357,76

Q13148 TARDBP 54 19414,78

Q01780 EXOSC10 53 72850,34

Q7KZI7 MARK2 53 55498,55

Q92793 CREBBP 53 50992,76

O60566 BUB1B 53 42977,22

P62158 CALM3 53 39962,37

O95218 ZRANB2 53 25848,85

O95983 MBD3 53 23845,2

P19838 NFKB1 53 18558,94

Q8TEW0 PARD3 52 68172,77

P63279 UBE2I 52 32132,05

Q15366 PCBP2 52 29651,26

Q8TAD8 SNIP1 52 28763,84

Q12959 DLG1 51 113407,48

Q12929 EPS8 51 109909,29

P11021 HSPA5 51 60903,94

P06454 PTMA 51 50024,43

Q14980 NUMA1 51 40275,54

P60660 MYL6 51 27483,94

Q9UHI6 DDX20 51 27188,97

P12277 CKB 51 24729,84

P11586 MTHFD1 51 21615,14

O00221 NFKBIE 51 20522,14

Q6PKG0 LARP1 51 18497,66

P55795 HNRNPH2 51 16755,24

Q96B97 SH3KBP1 50 45061,12

Q15014 MORF4L2 50 41131,8

P04150 NR3C1 50 37971,44

Q05193 DNM1 50 36152,55

Q13561 DCTN2 50 33223,04

Q06587 RING1 50 29363,81

P34897 SHMT2 50 29011,77

P27816 MAP4 50 24427,24

P08243 ASNS 50 14446,59

P55196 MLLT4 49 83648,91

P31939 ATIC 49 33104,31

O14974 PPP1R12A 49 25349,21

Q9NZI8 IGF2BP1 49 18803,18

Q8NE71 ABCF1 49 13225,32

Q05639 EEF1A2 49 12925,18

Q8IXW5 RPAP2 49 9485,15

Q7Z6E9 RBBP6 48 85172,87

P49790 NUP153 48 27243,11

Q13085 ACACA 48 24530,26

P42166 TMPO 48 21193,15

P16871 IL7R 48 20569,73

Q15691 MAPRE1 48 19500,59

Q15428 SF3A2 48 10355,6

Q9H6T3 RPAP3 47 32564,69

P46736 BRCC3 47 24084,67

Q00341 HDLBP 47 21629,2

P35251 RFC1 47 16730,28

P55884 EIF3B 47 7901,55

O00273 DFFA 46 49671,85

O43399 TPD52L2 46 26697,07

Q9Y5B0 CTDP1 46 23768,38

Q13619 CUL4A 46 15326,49

P34947 GRK5 46 13347,12

P25788 PSMA3 46 12120,61

Q02880 TOP2B 46 10450,72

P61326 MAGOH 46 6981,77

Q15599 SLC9A3R2 45 104046,9

P08107 HSPA1B 45 74497,51

P02786 TFRC 45 62351,17

Q9UN86 G3BP2 45 59416,88

Q13642 FHL1 45 59235,22

O95835 LATS1 45 57132,13

Q9UL03 INTS6 45 43351,65

P46821 MAP1B 45 37700,98

P38936 CDKN1A 45 36801,57

P34932 HSPA4 45 30500,06

Q14684 RRP1B 45 28403,81

P06400 RB1 45 24104,63

P10275 AR 45 20416,55

P39687 ANP32A 45 20016,46

Q9Y4B6 VPRBP 45 19977,22

Q15287 RNPS1 45 18840,23

P35659 DEK 45 16843,7

Q99963 SH3GL3 44 105434,18

Q96RU2 USP28 44 65341,15

Q14161 GIT2 44 48618,95

Q9UNH7 SNX6 44 37842,99

Q6NYC1 JMJD6 44 36001,45

P49023 PXN 44 31116,35

Q8N1F7 NUP93 44 27223,94

P11940 PABPC1 44 15475,33

Q96GG9 DCUN1D1 44 13797,4

Q7L5N1 COPS6 44 13154,05

Q8IZL8 PELP1 44 10098,01

Q12904 AIMP1 44 4335,35

Q93052 LPP 43 49655,68

Q5VTR2 RNF20 43 47804,71

Q96SB4 SRPK1 43 33068,51

P49841 GSK3B 43 28458,44

P10398 ARAF 43 25904,42

P12956 XRCC6 43 20141,15

P67870 CSNK2B 43 18629,99

P12004 PCNA 43 18117,76

Q5T200 ZC3H13 43 11601,36

Q9NQC7 CYLD 42 38198,38

P82979 SARNP 42 37036,41

P35658 NUP214 42 31474,57

P00519 ABL1 42 26634,83

Q12778 FOXO1 42 26022,73

P42224 STAT1 42 25707,15

Q9H307 PNN 42 20132,72

P31943 HNRNPH1 42 12657,88

Q01813 PFKP 42 11040,72

O15143 ARPC1B 42 11011

P49756 RBM25 42 9230,51

Q9HD15 SRA1 41 35347,4

Q9UJX2 CDC23 41 30167,81

P54253 ATXN1 41 22493,6

Q9UJU6 DBNL 41 20790,38

Q9P2J5 LARS 41 19095,01

Q04206 RELA 41 16553,32

O15379 HDAC3 41 16484,47

Q16531 DDB1 41 13782,01

P24752 ACAT1 40 37641,19

Q9Y570 PPME1 40 25716,64

Q10570 CPSF1 40 23586,4

P30419 NMT1 40 21888,71

P46531 NOTCH1 40 17653,93

P46108 CRK 40 17346,5

P49321 NASP 40 15319,17

P17844 DDX5 40 13434,41

P33240 CSTF2 40 13317,55

O75821 EIF3G 40 9239,43

Q16637 SMN1 40 8131,41

Q12905 ILF2 40 7194,62

O15264 MAPK13 40 5083,6

Q13043 STK4 39 85109,63

O00429 DNM1L 39 75558,42

P27448 MARK3 39 43324,79

O60716 CTNND1 39 41217,45

Q9H0D6 XRN2 39 37301,43

Q6Y7W6 GIGYF2 39 36408,32

P40763 STAT3 39 30785,04

O95817 BAG3 39 30068,35

Q92560 BAP1 39 29586,99

Q92934 BAD 39 26044,46

P13569 CFTR 39 22847,12

Q96T76 MMS19 39 11204,01

P13010 XRCC5 39 10985,96

P26368 U2AF2 39 4383,44

O60763 USO1 38 77070,9

Q15154 PCM1 38 72839,39

Q16512 PKN1 38 43457,26

Q9NS91 RAD18 38 33975,74

P36873 PPP1CC 38 32041,15

Q8IWX8 CHERP 38 31128,14

O60749 SNX2 38 27347,15

P17544 ATF7 38 20919,26

Q99627 COPS8 38 19749,13

Q13098 GPS1 38 15703,32

P53350 PLK1 38 15679,64

P37802 TAGLN2 38 14308,25

Q9UQC2 GAB2 38 12319,33

Q9NYF8 BCLAF1 38 10178,48

P62330 ARF6 38 6901,37

P31947 SFN 38 6005,15

Q96DB2 HDAC11 38 3524,65

P51812 RPS6KA3 37 38605,76

O43847 NRD1 37 33055,1

Q9Y4H2 IRS2 37 29519,26

P06241 FYN 37 15399,28

O75323 GBAS 37 12081,37

P67809 YBX1 37 10570,97

Q9BXP5 SRRT 37 7485,27

P68431 HIST1H3H 37 6306,25

Q15459 SF3A1 37 4936,09

Q15276 RABEP1 36 57035,46

Q9C0C9 UBE2O 36 27947,87

Q13033 STRN3 36 24335,14

Q14157 UBAP2L 36 23822,23

P52948 NUP98 36 22398,23

O95373 IPO7 36 22227,4

Q96KR1 ZFR 36 21242,95



P42684 ABL2 36 17615,11

Q01518 CAP1 36 16102,48

P12268 IMPDH2 36 15663,42

P10244 MYBL2 36 14831,99

Q14103 HNRNPD 36 10981,61

Q9Y478 PRKAB1 36 10208,53

Q9H1A4 ANAPC1 36 10175,4

Q9NUX5 POT1 36 7634,57

P11387 TOP1 36 6998,65

Q9Y3Z3 SAMHD1 36 5339,52

Q96IZ0 PAWR 35 44608,89

Q6MZP7 LIN54 35 40090,71

P18887 XRCC1 35 33440,89

P47712 PLA2G4A 35 27720,14

Q14738 PPP2R5D 35 27619,26

P19105 MYL12A 35 25509,72

O00418 EEF2K 35 24175,25

Q9P0L0 VAPA 35 23245,73

P60520 GABARAPL2 35 17248,31

Q8N684 CPSF7 35 15466,58

Q96AC1 FERMT2 35 15017,1

P01100 FOS 35 14477,76

O95602 POLR1A 35 14238,04

O60739 EIF1B 35 12407,54

O75400 PRPF40A 35 12332,5

Q96ST3 SIN3A 35 9652,81

Q13625 TP53BP2 35 9328,16

Q07955 SRSF1 35 8803,46

Q15714 TSC22D1 35 5281,13

Q9BYG3 MKI67IP 35 2615,37

P40855 PEX19 34 82586,51

Q13596 SNX1 34 70741,69

Q01804 OTUD4 34 55057,04

Q8NBS9 TXNDC5 34 47606,54

Q96EK5 KIAA1279 34 47500,48

P07437 TUBB 34 30423,03

Q01658 DR1 34 29110,6

Q9UHR5 SAP30BP 34 25815,7

P48730 CSNK1D 34 25268,51

Q15056 EIF4H 34 23820,02

P30153 PPP2R1A 34 22337,42

Q96DI7 SNRNP40 34 18947,71

P67775 PPP2CA 34 15764,6

P41091 EIF2S3 34 14778,8

P27986 PIK3R1 34 14480,9

P16220 CREB1 34 13117,17

P51946 CCNH 34 12214,95

O14654 IRS4 34 12019,12

P29353 SHC1 34 9364,2

O75478 TADA2A 34 9274,52

P55854 SUMO3 34 8140,71

P07949 RET 33 46451,45

Q96T58 SPEN 33 40155,22

Q96JC9 EAF1 33 30197,67

Q8WWW0 RASSF5 33 24703,09

O00506 STK25 33 22016,85

Q14677 CLINT1 33 20528,02

Q04917 YWHAH 33 20068,99

Q16659 MAPK6 33 19992,21

Q9Y230 RUVBL2 33 18345,69

P37840 SNCA 33 12623,58

Q9BZI7 UPF3B 33 11988,93

Q15393 SF3B3 33 10996,25

P46934 NEDD4 33 8204,86

Q99459 CDC5L 33 8006,17

Q86VM9 ZC3H18 33 7911

Q00653 NFKB2 33 7755,66

Q5BKZ1 ZNF326 33 7620,87

P26196 DDX6 33 7552,31

P19174 PLCG1 33 6217,38

Q08752 PPID 33 6091,77

P25054 APC 33 6055,72

Q6P2Q9 PRPF8 33 5602,72

Q9HAU0 PLEKHA5 32 80869,2

Q9NV70 EXOC1 32 60321,75

Q9UKY7 CDV3 32 39889,04

Q07866 KLC1 32 37097,74

Q9UNF0 PACSIN2 32 27328,24

P60709 ACTB 32 26807,67

Q13428 TCOF1 32 26435,13

Q9UDY2 TJP2 32 23758,52

Q9UNF1 MAGED2 32 22581,73

Q9C0J8 WDR33 32 20267,81

O95757 HSPA4L 32 19330,69

P49137 MAPKAPK2 32 17561,97

Q92785 DPF2 32 17034,29

Q9NTJ3 SMC4 32 14871,43

P22102 GART 32 13661,37

P35228 NOS2 32 12348,67

Q92688 ANP32B 32 11258,49

P12830 CDH1 32 8963,15

P13693 TPT1 32 6846,72

P23396 RPS3 32 6302,98

Q15029 EFTUD2 32 5859,83

Q9UBP6 METTL1 32 5451,03

Q9NZJ0 DTL 32 5257,57

P62753 RPS6 32 4622,85

Q8TCJ0 FBXO25 32 3955,82

A0JLT2 MED19 32 3086,01

Q9Y2J2 EPB41L3 31 45872,94

Q9UJY4 GGA2 31 42018,06

Q9NZ52 GGA3 31 41968,79

O95292 VAPB 31 33380,96

P16949 STMN1 31 27977,05

Q6P1L8 MRPL14 31 22681,89

Q15650 TRIP4 31 20378,79

P43487 RANBP1 31 15254,65

O60884 DNAJA2 31 10966,69

O14920 IKBKB 31 10500,03

Q5VSL9 STRIP1 31 10133,19

O43719 HTATSF1 31 8446,31

Q93009 USP7 31 8337,77

Q8TEQ6 GEMIN5 31 5858,5

O60238 BNIP3L 30 41394,78

Q96MU7 YTHDC1 30 39024,34

Q9ULH1 ASAP1 30 34570,77

Q13426 XRCC4 30 29873,85

O15344 MID1 30 28101,87

O14777 NDC80 30 26283,25

Q14151 SAFB2 30 25531,67

Q9GZT3 SLIRP 30 16195,01

Q53EL6 PDCD4 30 16099,19

Q16665 HIF1A 30 15996,93

Q13315 ATM 30 15282,18

P56524 HDAC4 30 15210,8

Q9UBU9 NXF1 30 11461,37

O75592 MYCBP2 30 9652,9

Q9P2E9 RRBP1 30 8851,32

Q9H492 MAP1LC3A 30 8336,33

Q14197 ICT1 30 6921,89

Q16695 HIST3H3 30 6252,83

O60678 PRMT3 30 5859,38

Q68EM7 ARHGAP17 30 5065,79

Q9UHX1 PUF60 30 4862,28

P56537 EIF6 30 3971,81

Q14739 LBR 30 3687,01

P78362 SRPK2 30 2451,8

Q86U70 LDB1 29 36891,03

Q9UPY3 DICER1 29 28504,09

O94826 TOMM70A 29 27032,49

Q8TEK3 DOT1L 29 20914,32

Q12972 PPP1R8 29 20081,46

Q8WUM0 NUP133 29 18459,46

Q6PD62 CTR9 29 18216,31

Q86WJ1 CHD1L 29 16222,4

Q15642 TRIP10 29 16093,05

Q9UBN7 HDAC6 29 13479,76

Q86XP3 DDX42 29 12467,42

P06493 CDK1 29 12260,52

Q9H0B6 KLC2 29 12086,31

P22059 OSBP 29 11572,29

P35637 FUS 29 9982,82

P26583 HMGB2 29 8943,32

P13797 PLS3 29 7677,03

P78344 EIF4G2 29 6996,61

Q7L2H7 EIF3M 29 5073,87

P62314 SNRPD1 29 3655,56

Q9BW71 HIRIP3 29 1727,43

P24468 NR2F2 28 67839,42

O75909 CCNK 28 49718,22

P08559 PDHA1 28 32341,04

P51659 HSD17B4 28 32103,04

P42858 HTT 28 30985,1

O00311 CDC7 28 25247,63

Q99575 POP1 28 22691,73

Q9Y297 BTRC 28 22480,32

Q71U36 TUBA1A 28 21793,17

O00233 PSMD9 28 19406,72

P31153 MAT2A 28 18264,73

Q12933 TRAF2 28 16542,36

Q9BWD1 ACAT2 28 16433,36

O15111 CHUK 28 15927,37

P17302 GJA1 28 15297,04

Q96RR4 CAMKK2 28 13376,19

Q02241 KIF23 28 13174,5

P20042 EIF2S2 28 12514,54

P63244 GNB2L1 28 11702,58

Q8N726 CDKN2A 28 11437,61

Q13485 SMAD4 28 9525,69

P62244 RPS15A 28 9295,86

Q9UKT4 FBXO5 28 7312,77

Q99816 TSG101 28 6809,72

Q9H0E3 SAP130 28 6310,23

O60271 SPAG9 28 6069,94

P10276 RARA 28 6006,99

Q12873 CHD3 28 5227,1

Q9H3D4 TP63 28 4757,25

Q92620 DHX38 28 4714,03

Q01081 U2AF1 28 3484,36

Q4G0J3 LARP7 28 3228,9

P61006 RAB8A 27 51619,31

P54920 NAPA 27 45928,98

O43294 TGFB1I1 27 38776,76

Q13136 PPFIA1 27 24465,04

Q9NR55 BATF3 27 23143,02

O43865 AHCYL1 27 19734,51

P11802 CDK4 27 19263

P19438 TNFRSF1A 27 18568,54

Q9HCK8 CHD8 27 17781,12

Q15051 IQCB1 27 13847,38

P25963 NFKBIA 27 13393,51

P19338 NCL 27 10421,93

P29084 GTF2E2 27 10400,57

Q9UQB8 BAIAP2 27 9415,48

P17612 PRKACA 27 8612,76

Q92841 DDX17 27 8233,48

Q9Y6G9 DYNC1LI1 27 7324,3

P09496 CLTA 27 6898,68

Q01094 E2F1 27 4777,2

Q5JVS0 HABP4 27 2788,88

P47897 QARS 27 1943,04

P61026 RAB10 26 60899,63

Q9Y6I4 USP3 26 52734,9

Q13557 CAMK2D 26 48476,36

Q8IYI6 EXOC8 26 47732,2

Q15311 RALBP1 26 47314,45

O43181 NDUFS4 26 33924,77

Q9BQS8 FYCO1 26 33766,4

Q00534 CDK6 26 25107,1

Q9Y2L1 DIS3 26 22739,98

O60502 MGEA5 26 22089,46

Q14008 CKAP5 26 18724,09

Q92974 ARHGEF2 26 18361,12

Q13492 PICALM 26 17783,23

P09001 MRPL3 26 17648,49

Q9Y265 RUVBL1 26 16641

O75717 WDHD1 26 15576,14

Q14966 ZNF638 26 15498,51

Q13131 PRKAA1 26 13791,54

P49715 CEBPA 26 13405,77

Q6P2E9 EDC4 26 11917,32

Q9UNE7 STUB1 26 10475,14

P24666 ACP1 26 9834,21

O00422 SAP18 26 8720,67

Q9UPQ9 TNRC6B 26 8473,56

Q92993 KAT5 26 8331,54

Q92831 KAT2B 26 7840,64

O75822 EIF3J 26 6507,44

P51668 UBE2D1 26 6338,4

Q8TC07 TBC1D15 26 5805,48

Q9GZQ8 MAP1LC3B 26 5566,14

P14866 HNRNPL 26 4960,35

P14314 PRKCSH 26 4632,12

P20823 HNF1A 26 4559,77

Q03111 MLLT1 26 4240,84

Q9UBC0 ONECUT1 26 4202,83

Q9Y572 RIPK3 26 4020,74

P62750 RPL23A 26 3980,41

Q9NRD1 FBXO6 26 3559,39

P46777 RPL5 26 3225,05

Q7L0Y3 TRMT10C 25 61694,65

Q16513 PKN2 25 27863,37

Q8WXE1 ATRIP 25 25802,17

Q12965 MYO1E 25 25332,15

P30533 LRPAP1 25 22804,15

P61106 RAB14 25 18848,88

Q9NUL7 DDX28 25 18593,76

Q96RU3 FNBP1 25 18139,01

Q9Y5X1 SNX9 25 17052,16

O94842 TOX4 25 16519,27

O00141 SGK1 25 15859,73

P04626 ERBB2 25 15094,9

Q96HC4 PDLIM5 25 13228,5

P52594 AGFG1 25 12882,27

Q8WWM7 ATXN2L 25 12164,74

P12814 ACTN1 25 12025,38

P62826 RAN 25 10306,34

Q7Z2W4 ZC3HAV1 25 10127,85

P60953 CDC42 25 9471,36

O60341 KDM1A 25 8823,15

Q9H3S7 PTPN23 25 7617,94

P45983 MAPK8 25 7511,72

Q04726 TLE3 25 6228,95

Q8N3U4 STAG2 25 5844,26

Q13535 ATR 25 5809,17

Q1KMD3 HNRNPUL2 25 5557,82

P46013 MKI67 25 5364,89

P08865 RPSA 25 4843,95

P48431 SOX2 25 4547,44

Q96N67 DOCK7 25 4475,63

Q13233 MAP3K1 25 4382,08

Q00577 PURA 25 4252,47

Q13243 SRSF5 25 4211,51

P61247 RPS3A 25 3715,75

P15880 RPS2 25 3547,31

P40692 MLH1 25 3513,06

P78406 RAE1 25 3291,96

P49917 LIG4 25 3135,81

Q8WXI9 GATAD2B 25 3064,68

Q9H444 CHMP4B 24 57643,93

Q16514 TAF12 24 29601,14

Q8NEZ4 MLL3 24 28886,92

Q70Z53 FRA10AC1 24 27809,81

Q05397 PTK2 24 25322,63

Q13541 EIF4EBP1 24 21239,56

Q6WCQ1 MPRIP 24 19849,58

Q96T51 RUFY1 24 16370,77

Q9Y5Q8 GTF3C5 24 14449,66

Q96JH7 VCPIP1 24 14389,84

Q9Y2U5 MAP3K2 24 12547,33

P35613 BSG 24 11784,81

O14964 HGS 24 10432,35

P61964 WDR5 24 9146,48

P25787 PSMA2 24 8143,61

O75152 ZC3H11A 24 7470,64

Q15427 SF3B4 24 6455,5

P42345 MTOR 24 5588,3

P15927 RPA2 24 5464,98

Q99873 PRMT1 24 5393,43

O43615 TIMM44 24 5327,21

P43246 MSH2 24 4987,96

O95785 WIZ 24 4879,33

P84103 SRSF3 24 4666,73

P62913 RPL11 24 4537,43

Q9NR09 BIRC6 24 3101,98

Q02878 RPL6 24 2958,23

P20333 TNFRSF1B 24 1789,2

O94868 FCHSD2 23 55486,29

Q96D09 GPRASP2 23 46930,65

Q9UQR1 ZNF148 23 40329,31

P36871 PGM1 23 27424,58

P10071 GLI3 23 25747,31

Q02818 NUCB1 23 15636,85

Q86UP2 KTN1 23 14033,59

Q9HAW4 CLSPN 23 13849,45

P04183 TK1 23 12012,22

P78371 CCT2 23 11961,5

Q8TAQ2 SMARCC2 23 11779,14

Q9BQ52 ELAC2 23 11254,63

Q14974 KPNB1 23 10979,78

Q9Y613 FHOD1 23 9290,34

Q9NZN8 CNOT2 23 9230,74

O60318 MCM3AP 23 9058,34

Q9BVS4 RIOK2 23 8491,93

P38646 HSPA9 23 8002,46

Q13185 CBX3 23 7516,79

Q9P0U4 CXXC1 23 7472,6

Q12802 AKAP13 23 7089,93

Q92830 KAT2A 23 7043,52

O14965 AURKA 23 6714,32

Q92597 NDRG1 23 5578,63

P37231 PPARG 23 5357,2

Q12830 BPTF 23 5324,52

O15350 TP73 23 5089,83

Q8IX12 CCAR1 23 4872,94

O14979 HNRPDL 23 4459,3

Q13418 ILK 23 4333,65

Q15418 RPS6KA1 23 3298,86

Q9Y5S9 RBM8A 23 2424,81

Q14152 EIF3A 23 2172,98

Q5JTV8 TOR1AIP1 22 41853,34

P49006 MARCKSL1 22 40333,79

Q15042 RAB3GAP1 22 31072,73

Q9NZW5 MPP6 22 29257,73

Q8NEY8 PPHLN1 22 23261,77

Q02218 OGDH 22 19276,51

Q9UGP4 LIMD1 22 16250,99

P55081 MFAP1 22 14709,27

Q99986 VRK1 22 14224

Q01105 SET 22 13506,1

Q8N5F7 NKAP 22 13192,05

Q9UHB7 AFF4 22 12364,14

Q15054 POLD3 22 12155,11

Q96QC0 PPP1R10 22 11484,86

Q12824 SMARCB1 22 11411,17

Q9UHD2 TBK1 22 11241,42

O60841 EIF5B 22 10550,4

O60343 TBC1D4 22 8989,27

Q92922 SMARCC1 22 8457,03

O75122 CLASP2 22 7531,24

P29966 MARCKS 22 7258,09

Q16204 CCDC6 22 6973,54

Q9BVC4 MLST8 22 6939,56

Q07021 C1QBP 22 5388,54

Q9Y5B9 SUPT16H 22 5332,14

Q9Y580 RBM7 22 4982,69

Q8WUB8 PHF10 22 4736,92

Q9Y6A5 TACC3 22 4731,19

P60866 RPS20 22 4547,03

P41182 BCL6 22 4514,47

P63000 RAC1 22 3914,48

O43143 DHX15 22 3551,44

P62249 RPS16 22 3394,81

Q71DI3 HIST2H3A 22 3258,29

P20290 BTF3 22 3024,36

P62701 RPS4X 22 2725,04

Q01201 RELB 22 2713,68

Q9BY44 EIF2A 22 2670,85

Q86YP4 GATAD2A 22 2618,94

Q9Y5K5 UCHL5 22 2052,56

P45973 CBX5 22 1924,83

Q6UN15 FIP1L1 22 1868,4

P62847 RPS24 22 1210,86

Q8N8S7 ENAH 21 32128,83

Q15052 ARHGEF6 21 29835,06

Q9UI09 NDUFA12 21 22608,22

Q8TD19 NEK9 21 19032,29

Q8WU90 ZC3H15 21 18710,84

Q9BTC0 DIDO1 21 16030,03

P49454 CENPF 21 15846,24

P35611 ADD1 21 15802,07

P14921 ETS1 21 13625,14

Q9BSI4 TINF2 21 12073,67

O43164 PJA2 21 11781,99

P61077 UBE2D3 21 10654,7

P63208 SKP1 21 9111,33

Q6ZVM7 TOM1L2 21 9092,87

Q99623 PHB2 21 8734,05

Q01196 RUNX1 21 8271,49

P33993 MCM7 21 6972,86

P80303 NUCB2 21 6414,24

Q9Y676 MRPS18B 21 6078,55

P51531 SMARCA2 21 5485,71

P48643 CCT5 21 5364,64

P50616 TOB1 21 5311,15

P49916 LIG3 21 5147,94

P11473 VDR 21 4805,7

P22736 NR4A1 21 4716,78

P11388 TOP2A 21 4643,66

Q16778 HIST2H2BE 21 4285,56

P62837 UBE2D2 21 4220,79

Q9UKV0 HDAC9 21 4199,32

P35232 PHB 21 4185,72

Q9Y6Y0 IVNS1ABP 21 4121,98

P14678 SNRPB 21 4061,02

P27694 RPA1 21 3914,66

Q9BWJ5 SF3B5 21 3839,19

P08621 SNRNP70 21 3750,17

O00213 APBB1 21 3659,26

P37275 ZEB1 21 3531,79

P48444 ARCN1 21 3399,22

O60264 SMARCA5 21 3316,42

Q9UNM6 PSMD13 21 3061,03

P49207 RPL34 21 2963,3

Q9UIA9 XPO7 21 2813,63

P62277 RPS13 21 2424

Q9NX58 LYAR 21 2422,57

Q9HC52 CBX8 21 2365,75

P46782 RPS5 21 2310,48

P09012 SNRPA 21 2290,15

Q96CX2 KCTD12 21 2155,73

O75531 BANF1 21 1940,07

Q5VWX1 KHDRBS2 21 1684,49

P36578 RPL4 21 1659,29

P84243 H3F3B 21 1590,07

Q16777 HIST2H2AC 21 1523,45

Q9Y2Q3 GSTK1 21 1518,39

P62316 SNRPD2 21 1365,62

P55769 NHP2L1 21 1067,59

Q96QF0 RAB3IP 20 73211,02

Q9Y6Y8 SEC23IP 20 29512,31

Q6L8Q7 PDE12 20 22327,68

Q9Y6D5 ARFGEF2 20 19067,99

Q7Z5K2 WAPAL 20 18881,94

Q16555 DPYSL2 20 18271,6

Q96I24 FUBP3 20 15148,29

P33981 TTK 20 15015,96

Q8N2W9 PIAS4 20 14853,92

Q7Z5J4 RAI1 20 14639,44

Q15435 PPP1R7 20 13089,75

Q96P48 ARAP1 20 12262,34

P19793 RXRA 20 11395,17

A0MZ66 KIAA1598 20 11308,53

Q9ULU4 ZMYND8 20 11232,62

P62877 RBX1 20 9097,41

O43491 EPB41L2 20 8093,07

Q9UGJ0 PRKAG2 20 7703,22

Q9NWS0 PIH1D1 20 6259,66

P20226 TBP 20 6206,8

P10415 BCL2 20 6105,26

O60260 PARK2 20 5931,67

Q9ULM3 YEATS2 20 5755,13

P78396 CCNA1 20 5403,65

Q8WUI4 HDAC7 20 4902,58

Q06187 BTK 20 4707,26

O14744 PRMT5 20 4526,98

Q15750 TAB1 20 4327,99

P14635 CCNB1 20 4266,09

Q86V81 ALYREF 20 4240,53

Q05086 UBE3A 20 4147,91

P83731 RPL24 20 4021,81

Q15653 NFKBIB 20 3825,66

Q15797 SMAD1 20 3696,81

Q9UNN5 FAF1 20 3578,2

Q13112 CHAF1B 20 3311,87

P53367 ARFIP1 20 3176,79

O96013 PAK4 20 1922,46

P62241 RPS8 20 1284,43

P49450 CENPA 20 1087,17

Q9UET6 FTSJ1 20 1005,23

Q13472 TOP3A 19 27005,85

Q9HAT8 PELI2 19 23185,93

P18615 RDBP 19 19910,37

Q15036 SNX17 19 19296,15

Q13555 CAMK2G 19 16764,87

Q9UHY1 NRBP1 19 12456,35

O15446 CD3EAP 19 12091,45

P61923 COPZ1 19 11527,38

P24385 CCND1 19 11182,75

Q99814 EPAS1 19 10695,23

Q96J02 ITCH 19 10318,75

Q9Y6Q9 NCOA3 19 9652,89

P17252 PRKCA 19 9360,05

P63261 ACTG1 19 8518,38

P28715 ERCC5 19 7770,93

Q86WB0 ZC3HC1 19 7387,33

P62979 RPS27A 19 7208,19

Q14671 PUM1 19 7004,61

P17987 TCP1 19 6965,71



P55036 PSMD4 19 6784,38

P51617 IRAK1 19 6177,8

Q15022 SUZ12 19 5886,87

P06730 EIF4E 19 5305,09

P22415 USF1 19 4845,81

Q15003 NCAPH 19 4579,49

Q9Y2D5 AKAP2 19 4393,41

Q9NYJ8 TAB2 19 4067,08

Q09666 AHNAK 19 3978,29

Q9NRI5 DISC1 19 3585,37

P78559 MAP1A 19 3544,66

P34931 HSPA1L 19 3495,72

P31689 DNAJA1 19 3311,26

P62318 SNRPD3 19 3272,88

Q8WWI1 LMO7 19 2904,14

Q9UHB6 LIMA1 19 2839,68

Q15436 SEC23A 19 2649,55

Q9Y5A9 YTHDF2 19 2617,15

Q6EEV6 SUMO4 19 2597,21

P19387 POLR2C 19 2541,78

Q9NU22 MDN1 19 2302,84

P05388 RPLP0 19 2235,46

Q7KZ85 SUPT6H 19 2202,15

P41250 GARS 19 2152,44

O95391 SLU7 19 2139,22

Q8WXA9 SREK1 19 2082,53

Q9UQE7 SMC3 19 2049,11

P29372 MPG 19 2034,25

Q14240 EIF4A2 19 1822,68

O95466 FMNL1 19 1303,7

Q53GS9 USP39 19 1268,62

P62081 RPS7 19 1246,55

P62266 RPS23 19 1234,81

P01241 GH1 19 994,74

Q16629 SRSF7 19 848,68

P06702 S100A9 19 605,13

Q9UMX1 SUFU 18 55969,78

P49005 POLD2 18 32201,71

O95149 SNUPN 18 30189,17

Q9NQX3 GPHN 18 20656,15

O14519 CDK2AP1 18 14136,98

Q9Y4J8 DTNA 18 13118,77

O60783 MRPS14 18 12243,82

Q8TF42 UBASH3B 18 12243,49

P41743 PRKCI 18 11690,16

P33316 DUT 18 10743,04

Q9C0C2 TNKS1BP1 18 9855,33

P28074 PSMB5 18 8298,55

O60674 JAK2 18 7860,61

P06733 ENO1 18 7324,44

P0CG47 UBB 18 7239,88

P17676 CEBPB 18 7033,06

Q96T37 RBM15 18 7004,17

P68036 UBE2L3 18 6978,44

Q9UBE8 NLK 18 6082,8

Q15811 ITSN1 18 5753,5

P52735 VAV2 18 5460,85

P30622 CLIP1 18 5222,26

P04792 HSPB1 18 4888,92

Q01130 SRSF2 18 4784,93

Q9UKV8 EIF2C2 18 4486,96

O43809 NUDT21 18 4322,58

P54886 ALDH18A1 18 4114,77

Q9UMX0 UBQLN1 18 3734,79

Q92917 GPKOW 18 3708,94

Q9Y3D8 TAF9 18 3498,04

Q03164 MLL 18 3367,7

Q16254 E2F4 18 3338,98

Q9P2B4 CTTNBP2NL 18 3305,07

P83916 CBX1 18 3237,87

P28838 LAP3 18 2852,45

Q99460 PSMD1 18 2784,78

O00425 IGF2BP3 18 2737,54

Q86Y07 VRK2 18 2563,8

Q96CW1 AP2M1 18 2344,18

Q92797 SYMPK 18 2063,81

P31942 HNRNPH3 18 2041,06

P35558 PCK1 18 2031,74

P62714 PPP2CB 18 1969,82

P62424 RPL7A 18 1853,12

P01730 CD4 18 1831,42

Q9P2D0 IBTK 18 1732,19

P78318 IGBP1 18 1506,74

P35998 PSMC2 18 1504,26

O00303 EIF3F 18 1442,03

P61586 RHOA 18 1319,67

Q99613 EIF3C 18 1114,5

Q9NS56 TOPORS 18 979,64

Q9Y3D9 MRPS23 18 911,18

Q32MZ4 LRRFIP1 18 831,46

Q9Y5J5 PHLDA3 18 509,58

Q13586 STIM1 17 49740,37

Q96JB2 COG3 17 36606,94

P17482 HOXB9 17 31661,71

Q96D71 REPS1 17 30816,15

Q8IW35 CEP97 17 27086,5

Q9NUQ8 ABCF3 17 26237,2

O75410 TACC1 17 24455,84

Q96HA1 POM121 17 22026,37

O14874 BCKDK 17 21300,04

Q96C19 EFHD2 17 21141,89

Q9UNS1 TIMELESS 17 15987,12

P10070 GLI2 17 13603,88

O94925 GLS 17 13268,78

Q14185 DOCK1 17 11450,26

P09960 LTA4H 17 9568,17

O94979 SEC31A 17 9421,32

Q99707 MTR 17 8663,62

Q9UKG1 APPL1 17 7795,35

P50990 CCT8 17 7752,21

P06239 LCK 17 7514,35

O43918 AIRE 17 7009,65

P42574 CASP3 17 6776,59

Q14653 IRF3 17 6755,93

Q9Y5A7 NUB1 17 5894,27

Q96GD4 AURKB 17 5608,92

Q9Y6E0 STK24 17 5598,25

P68371 TUBB4B 17 5562,66

P20248 CCNA2 17 5509,74

Q12962 TAF10 17 5506,48

P50991 CCT4 17 4913,69

P49368 CCT3 17 4194,91

P62306 SNRPF 17 3976,54

P49768 PSEN1 17 3932,15

Q5SW79 CEP170 17 3904,16

O75312 ZNF259 17 3840,37

Q8TBB1 LNX1 17 3377,99

P49736 MCM2 17 3251,36

Q14566 MCM6 17 3242,51

P62899 RPL31 17 3128,25

Q8WX92 COBRA1 17 3124,98

Q13242 SRSF9 17 2929,84

Q969V6 MKL1 17 2750,65

Q92542 NCSTN 17 2693,36

P10451 SPP1 17 2589,33

P46778 RPL21 17 2374,6

Q9UER7 DAXX 17 2372,1

O60934 NBN 17 2294,22

Q9H0E9 BRD8 17 2173,77

Q16644 MAPKAPK3 17 2153,96

P61201 COPS2 17 2129,63

Q09161 NCBP1 17 2074,3

P56192 MARS 17 2047,27

Q13107 USP4 17 1979,88

P49336 CDK8 17 1819

O75330 HMMR 17 1741,11

P49760 CLK2 17 1740,91

Q08945 SSRP1 17 1585,04

Q16181 07. Sep 17 1514,7

O00567 NOP56 17 1079,14

O95402 MED26 17 983,63

Q15019 02. Sep 17 931,33

P52298 NCBP2 17 847,09

Q9NX70 MED29 17 727,78

Q07020 RPL18 17 562,18

P13056 NR2C1 17 351,06

O60941 DTNB 16 29260,07

Q96KP1 EXOC2 16 25772,43

Q92585 MAML1 16 18931,38

Q8WVD3 RNF138 16 15249,79

P42566 EPS15 16 12665,76

Q68CZ2 TNS3 16 11345,91

Q96A00 PPP1R14A 16 10551,55

Q969R5 L3MBTL2 16 10468,43

Q7Z3K3 POGZ 16 9929,92

Q6R327 RICTOR 16 7873,1

Q01664 TFAP4 16 7846,9

Q13363 CTBP1 16 7569,7

Q9NTZ6 RBM12 16 7367,48

P62140 PPP1CB 16 7295,9

P30260 CDC27 16 6531,37

Q6ZN18 AEBP2 16 6263,6

P38606 ATP6V1A 16 6251,34

P48729 CSNK1A1 16 5583,68

Q9UPN9 TRIM33 16 5461,96

Q96PY6 NEK1 16 5210,73

P46379 BAG6 16 5141,55

Q8IU60 DCP2 16 4990,93

O75365 PTP4A3 16 4841,65

Q8WUA4 GTF3C2 16 4830,76

Q05513 PRKCZ 16 4715,46

P60981 DSTN 16 4293,42

O75925 PIAS1 16 4277,02

P33176 KIF5B 16 4102,52

P19388 POLR2E 16 3889,91

Q8WZ42 TTN 16 3683,11

P63167 DYNLL1 16 3545,27

Q9NXV2 KCTD5 16 3219,65

P62829 RPL23 16 3172,43

O15067 PFAS 16 3158,76

P50613 CDK7 16 3087,67

O00255 MEN1 16 3009,33

Q9NTI5 PDS5B 16 2966,14

O75937 DNAJC8 16 2898,37

Q9NTG7 SIRT3 16 2860,73

Q5VVJ2 MYSM1 16 2827,16

Q9BTC8 MTA3 16 2774,75

Q53ET0 CRTC2 16 2744,99

Q15555 MAPRE2 16 2717,79

Q13123 IK 16 2600,17

Q92598 HSPH1 16 2548,59

Q15046 KARS 16 2410,06

Q15834 CCDC85B 16 2381,76

O15372 EIF3H 16 2290,31

P43686 PSMC4 16 2258,54

Q8IYT8 ULK2 16 2244,02

P24522 GADD45A 16 2210,51

P60900 PSMA6 16 2076,37

Q9BY77 POLDIP3 16 2025,42

P39019 RPS19 16 2006,86

Q00688 FKBP3 16 1915,82

P09234 SNRPC 16 1761,87

Q13155 AIMP2 16 1758,16

Q01860 POU5F1 16 1740,9

O95166 GABARAP 16 1584,36

P62633 CNBP 16 1350,93

Q13427 PPIG 16 1334,82

Q9BQA1 WDR77 16 1276,82

Q05682 CALD1 16 1116,34

Q9UPE1 SRPK3 16 1003,91

P61313 RPL15 16 985,67

O43432 EIF4G3 16 913,36

O75554 WBP4 16 857,43

Q9UBN6 TNFRSF10D 16 571,38

P84098 RPL19 16 516,68

Q9BXF6 RAB11FIP5 15 23907,28

Q9Y597 KCTD3 15 20028,53

Q9Y4G8 RAPGEF2 15 13819,38

Q13439 GOLGA4 15 13316,08

O00401 WASL 15 13241,93

Q5JSH3 WDR44 15 13193,11

Q8IVD9 NUDCD3 15 12732,3

Q7L804 RAB11FIP2 15 12183,44

Q9Y4C1 KDM3A 15 11568,53

P09132 SRP19 15 11099,27

O00762 UBE2C 15 10337,43

Q66K74 MAP1S 15 10099,02

P01375 TNF 15 9205,9

P18847 ATF3 15 9141,13

P98170 XIAP 15 9107,2

Q9UHD9 UBQLN2 15 8639,84

Q9Y383 LUC7L2 15 8371,33

Q96PU5 NEDD4L 15 8270,61

Q9Y463 DYRK1B 15 7914,67

Q16891 IMMT 15 7472,2

Q06124 PTPN11 15 6750,35

P13196 ALAS1 15 6306,43

Q99661 KIF2C 15 5994,9

Q8NFH3 NUP43 15 5528,56

Q16630 CPSF6 15 5243,68

Q9Y5P4 COL4A3BP 15 5166,05

P12757 SKIL 15 4897,75

Q9P2I0 CPSF2 15 4751,44

Q9UQ88 CDK11A 15 4704,26

Q14C86 GAPVD1 15 4550,96

P54646 PRKAA2 15 4117,57

P62857 RPS28 15 4003,77

P21980 TGM2 15 3927,48

Q14145 KEAP1 15 3705,64

Q9UGL1 KDM5B 15 3698,62

Q00535 CDK5 15 3686,96

P06401 PGR 15 3500,4

Q99832 CCT7 15 3343,3

Q06830 PRDX1 15 3263,12

O15234 CASC3 15 3146,03

Q5VYK3 KIAA0368 15 3142,49

P05198 EIF2S1 15 3129,94

P08631 HCK 15 3113,72

P30876 POLR2B 15 2744,16

P10828 THRB 15 2677,95

O15198 SMAD9 15 2635,79

O95425 SVIL 15 2557,15

Q14011 CIRBP 15 2520,95

O94888 UBXN7 15 2438,83

P30154 PPP2R1B 15 2383,31

Q05516 ZBTB16 15 2334,69

O14818 PSMA7 15 2174,1

Q9NRZ9 HELLS 15 2146,82

P53041 PPP5C 15 2063,94

P51587 BRCA2 15 2009,88

Q9Y3A3 MOB4 15 1971,7

P49761 CLK3 15 1937,21

Q92878 RAD50 15 1806,49

P61513 RPL37A 15 1735,01

O60232 SSSCA1 15 1726,37

O75940 SMNDC1 15 1699,91

P62906 RPL10A 15 1573,82

P50914 RPL14 15 1529,22

Q9UIG0 BAZ1B 15 1522,25

O95777 NAA38 15 1438,78

Q96B36 AKT1S1 15 1414,91

O94966 USP19 15 1366,79

Q9Y224 C14orf166 15 1337,89

P67936 TPM4 15 1280,39

Q9Y3I0 C22orf28 15 1240,5

P28066 PSMA5 15 1217,31

P30050 RPL12 15 1125,62

P54277 PMS1 15 1118,31

Q9HC98 NEK6 15 1061,84

P35250 RFC2 15 1058,48

P43360 MAGEA6 15 1021,3

Q99497 PARK7 15 918,4

Q9H0R8 GABARAPL1 15 856,84

O94817 ATG12 15 848,72

O76071 CIAO1 15 773,59

P18124 RPL7 15 577,5

P23193 TCEA1 15 460,72

Q96BK5 PINX1 15 448,91

P13051 UNG 14 28823,62

Q9H1K0 ZFYVE20 14 28298,05

Q14934 NFATC4 14 27050,15

O14617 AP3D1 14 19421,68

Q96SU4 OSBPL9 14 18501,79

Q9NXV6 CDKN2AIP 14 14214,42

Q9Y243 AKT3 14 13949,53

P10599 TXN 14 9405,45

Q15007 WTAP 14 8259,27

Q9BYW2 SETD2 14 7909,79

Q02156 PRKCE 14 7630,75

Q96LR5 UBE2E2 14 7434,55

Q9BXS6 NUSAP1 14 6883,82

P06753 TPM3 14 6817,7

P34925 RYK 14 6606,82

P28340 POLD1 14 6035,17

O43684 BUB3 14 5889,48

P23443 RPS6KB1 14 5818,37

O15360 FANCA 14 5679,65

Q9NZ63 C9orf78 14 5087,48

P09493 TPM1 14 4816,28

Q14315 FLNC 14 4722,16

P61160 ACTR2 14 4578,66

P35638 DDIT3 14 4490,48

Q14289 PTK2B 14 4437,36

P23284 PPIB 14 4279,27

P49674 CSNK1E 14 4254,84

Q13838 DDX39B 14 4096,66

Q5T3J3 LRIF1 14 3872,83

Q96B23 C18orf25 14 3650,18

Q07889 SOS1 14 3555,24

P63146 UBE2B 14 3549,69

P30304 CDC25A 14 3458,34

P09429 HMGB1 14 3340,47

Q969G3 SMARCE1 14 3308,74

Q99961 SH3GL1 14 3279,44

Q14203 DCTN1 14 3249,06

O75582 RPS6KA5 14 3153,15

P78545 ELF3 14 3101,45

Q13077 TRAF1 14 3056,02

Q15643 TRIP11 14 2908,31

O15169 AXIN1 14 2905,64

Q06609 RAD51 14 2902,93

Q02447 SP3 14 2871,39

P22392 NME2 14 2605,46

Q9BQG0 MYBBP1A 14 2553,55

P49459 UBE2A 14 2522,55

O43504 LAMTOR5 14 2462,53

Q9UNS2 COPS3 14 2438,23

Q14790 CASP8 14 2397,59

Q96NB3 ZNF830 14 2362,77

Q9BPW8 NIPSNAP1 14 2265,98

Q8WVZ9 KBTBD7 14 2249,42

P00558 PGK1 14 2249,15

Q8NDX5 PHC3 14 2238,93

Q02952 AKAP12 14 1902,17

P25789 PSMA4 14 1892,89

Q15628 TRADD 14 1882,22

O43353 RIPK2 14 1874,91

P49770 EIF2B2 14 1867,14

Q92731 ESR2 14 1846,25

Q969T4 UBE2E3 14 1801,72

Q13188 STK3 14 1778,25

P46783 RPS10 14 1738,99

Q96F24 NRBF2 14 1732,42

P37108 SRP14 14 1672,03

Q9GZZ9 UBA5 14 1636,66

Q5SSJ5 HP1BP3 14 1554,31

P21281 ATP6V1B2 14 1525,8

P24864 CCNE1 14 1503,64

Q71UM5 RPS27L 14 1452,64

O15530 PDPK1 14 1443,2

Q9UKL0 RCOR1 14 1428,38

Q9BY41 HDAC8 14 1412,38

O00459 PIK3R2 14 1284,8

P22087 FBL 14 1244,45

Q9UBC3 DNMT3B 14 1238,78

P20618 PSMB1 14 1190,72

Q9UBQ5 EIF3K 14 1167,08

Q4LE39 ARID4B 14 1136,38

O15144 ARPC2 14 1106,97

P60228 EIF3E 14 1046,87

P11308 ERG 14 1023,21

Q13409 DYNC1I2 14 989,52

Q8WYA6 CTNNBL1 14 988,82

P61769 B2M 14 981,63

P48556 PSMD8 14 812,74

Q96F86 EDC3 14 707,32

O75815 BCAR3 14 663,33

Q02543 RPL18A 14 655,09

Q9NVC6 MED17 14 620,99

Q96T60 PNKP 14 514,85

Q8WWY3 PRPF31 14 290,65

Q15050 RRS1 14 159,84

Q9NWS9 ZNF446 13 45037,52

Q92692 PVRL2 13 40145,72

Q5T7V8 GORAB 13 38096,63

P13073 COX4I1 13 30585,84

Q9NTW7 ZFP64 13 27709,46

O14795 UNC13B 13 20361,01

Q9NUQ3 TXLNG 13 19703,97

Q13425 SNTB2 13 18355,88

P23634 ATP2B4 13 12162

Q9BTA9 WAC 13 11599,12

P15311 EZR 13 11507,8

P04843 RPN1 13 11384,29

Q5H9R7 PPP6R3 13 10053,96

Q6P996 PDXDC1 13 9333,28

Q9UBC2 EPS15L1 13 9210,12

O75665 OFD1 13 9180,23

O75436 VPS26A 13 7640,04

O00330 PDHX 13 6758,54

Q8WX93 PALLD 13 6729,24

Q86UE8 TLK2 13 6247

Q7Z5L9 IRF2BP2 13 5769,09

P11309 PIM1 13 5603,28

P10644 PRKAR1A 13 5333,55

P05783 KRT18 13 4983,77

P60484 PTEN 13 4942,89

Q04724 TLE1 13 4925,35

P05549 TFAP2A 13 4604,14

P05455 SSB 13 4601,79

P11233 RALA 13 4506,91

P46527 CDKN1B 13 4465,88

Q9UQM7 CAMK2A 13 4104,35

Q96BD5 PHF21A 13 4087,6

Q96QK1 VPS35 13 4010,6

Q9NQC3 RTN4 13 3894,46

Q9NSV4 DIAPH3 13 3777,12

P01112 HRAS 13 3712,4

Q08999 RBL2 13 3488,74

O15105 SMAD7 13 3439,25

P20073 ANXA7 13 3395,77

Q9BV44 THUMPD3 13 3074,41

Q8TAT6 NPLOC4 13 2988,18

Q99856 ARID3A 13 2965,18

Q9HAU5 UPF2 13 2924,68

P56945 BCAR1 13 2788,75

Q9H1Y0 ATG5 13 2748,34

P42768 WAS 13 2679,58

Q92665 MRPS31 13 2659,73

Q12789 GTF3C1 13 2625,41

O95816 BAG2 13 2625,02

P40227 CCT6A 13 2583,26

O15294 OGT 13 2520,76

P61457 PCBD1 13 2493,98

Q9UBU8 MORF4L1 13 2490,92

Q9UPT8 ZC3H4 13 2325,68

Q96BH1 RNF25 13 2273,59

Q9Y371 SH3GLB1 13 2266,54

Q15291 RBBP5 13 2263,17

P10827 THRA 13 2139,85

P16403 HIST1H1C 13 2101,54

Q32P28 LEPRE1 13 2072,25

Q15149 PLEC 13 2043,05

Q9UNZ2 NSFL1C 13 1979,39

Q7L2E3 DHX30 13 1928,04

P17542 TAL1 13 1890,02

P62304 SNRPE 13 1609,43

Q9UK80 USP21 13 1482,89

P46060 RANGAP1 13 1449,59

P10242 MYB 13 1377,76

P43034 PAFAH1B1 13 1317,69

Q96AP0 ACD 13 1201,04

Q96GM5 SMARCD1 13 1071,2

P51665 PSMD7 13 1059,84

O43463 SUV39H1 13 1050,38

P61289 PSME3 13 1037,9

P49588 AARS 13 1021,93

Q9Y4E8 USP15 13 1018,07

O00257 CBX4 13 963,73

O60664 PLIN3 13 956,02

P16455 MGMT 13 941,2

Q05519 SRSF11 13 902,04

O14810 CPLX1 13 874

O00469 PLOD2 13 864,35

Q92547 TOPBP1 13 827,57

Q9BXW4 MAP1LC3C 13 761,56

P14868 DARS 13 760,3

P62280 RPS11 13 753,98

Q9P2S5 WRAP73 13 708,17

P08579 SNRPB2 13 691,44

Q9HCK5 EIF2C4 13 625,96

O43172 PRPF4 13 409,61

Q96T23 RSF1 13 406,71

P62333 PSMC6 13 389,69

Q9UBB5 MBD2 13 374,36

Q9BTT4 MED10 13 340,66

Q9UKM9 RALY 13 311,83

P49662 CASP4 13 300,09

Q12955 ANK3 12 28024,23

P78549 NTHL1 12 27545,34

Q96KG9 SCYL1 12 19473,87

Q9NZN5 ARHGEF12 12 15233,51

P62491 RAB11A 12 15097,22

Q8N1G0 ZNF687 12 14254,01

Q14126 DSG2 12 13970,36

Q9BSV6 TSEN34 12 11915,67

Q9NVU0 POLR3E 12 11670,39

P55198 MLLT6 12 11208,47

O60493 SNX3 12 11027,53



Q9UBB9 TFIP11 12 10950,22

Q96ST2 IWS1 12 10077,82

O95067 CCNB2 12 9719,8

O43707 ACTN4 12 9250

O14936 CASK 12 8136,76

Q9H0E2 TOLLIP 12 7775,14

P36897 TGFBR1 12 6548,85

Q7Z401 DENND4A 12 6530,13

P09619 PDGFRB 12 6185,2

Q96HR8 NAF1 12 6117,6

P52907 CAPZA1 12 5955,82

P46109 CRKL 12 5942,55

P62256 UBE2H 12 5724,15

Q9BYJ9 YTHDF1 12 5608,67

P61088 UBE2N 12 5389,1

O00116 AGPS 12 5328,44

Q7LBC6 KDM3B 12 5285,33

P05787 KRT8 12 5266,77

P05141 SLC25A5 12 5063,89

Q06455 RUNX1T1 12 4673,86

Q02750 MAP2K1 12 4629,09

Q5W0B1 RNF219 12 4472,43

P62834 RAP1A 12 4456,81

Q9BWH6 RPAP1 12 4269,76

O43815 STRN 12 4106,22

P63241 EIF5A 12 4039,51

P68133 ACTA1 12 4007,89

P21246 PTN 12 3916,89

Q9Y450 HBS1L 12 3903,79

Q96KQ7 EHMT2 12 3749,06

Q13432 UNC119 12 3632,69

P42226 STAT6 12 3352,92

P55209 NAP1L1 12 3296,17

Q8TF40 FNIP1 12 3273,43

P41220 RGS2 12 3236,88

O15265 ATXN7 12 3139,29

P08581 MET 12 2993,47

P15172 MYOD1 12 2975,51

Q9NRA8 EIF4ENIF1 12 2891,18

O95503 CBX6 12 2793,48

P35227 PCGF2 12 2662,22

Q99700 ATXN2 12 2649,03

Q13546 RIPK1 12 2580,22

P98175 RBM10 12 2567,44

Q07912 TNK2 12 2544,32

P04141 CSF2 12 2536,56

P49427 CDC34 12 2534,84

Q6PJG2 ELMSAN1 12 2533,04

Q92614 MYO18A 12 2484,68

P68366 TUBA4A 12 2475,11

Q9UKB1 FBXW11 12 2362,82

O95793 STAU1 12 2278,94

Q9Y266 NUDC 12 2274,39

P29350 PTPN6 12 2240,33

P62269 RPS18 12 2236,28

P38432 COIL 12 2217,42

Q7Z589 C11orf30 12 2169,46

P49716 CEBPD 12 2144,04

P37198 NUP62 12 1992,12

Q8IUQ4 SIAH1 12 1972,59

P31948 STIP1 12 1960,63

P13473 LAMP2 12 1955,34

Q9H6Z4 RANBP3 12 1928,08

Q14166 TTLL12 12 1902,34

Q08881 ITK 12 1889,31

Q99471 PFDN5 12 1847,52

Q9UKN8 GTF3C4 12 1818,1

Q99496 RNF2 12 1816,07

Q9NPF5 DMAP1 12 1724,39

P49589 CARS 12 1586,94

Q99933 BAG1 12 1552,37

P40937 RFC5 12 1535,56

P06213 INSR 12 1525,8

Q9H9G7 EIF2C3 12 1501,71

Q14686 NCOA6 12 1484,5

P54132 BLM 12 1457,06

P42568 MLLT3 12 1369,46

Q9NWV8 BABAM1 12 1354,34

Q9UI26 IPO11 12 1327,71

Q9H3P2 WHSC2 12 1306,94

Q13490 BIRC2 12 1303,42

Q96KM6 ZNF512B 12 1227,84

Q99683 MAP3K5 12 1194,56

Q02539 HIST1H1A 12 1171,48

Q13568 IRF5 12 1155,16

Q9BT78 COPS4 12 1146,41

O00232 PSMD12 12 1134,33

Q00403 GTF2B 12 1125,66

Q9Y333 LSM2 12 1089,97

Q9UM11 FZR1 12 1078,16

O43464 HTRA2 12 1056,16

Q8WVC0 LEO1 12 941,54

P49720 PSMB3 12 925,33

Q9Y2V2 CARHSP1 12 920,06

P17655 CAPN2 12 916,91

P46781 RPS9 12 901,16

P54136 RARS 12 875,67

Q2TAY7 SMU1 12 862,08

Q9UI30 TRMT112 12 860,61

Q8TDY2 RB1CC1 12 857,63

Q9UBQ0 VPS29 12 851,45

P61158 ACTR3 12 833,48

Q9BYV6 TRIM55 12 733,95

Q16790 CA9 12 732,08

P26045 PTPN3 12 719,02

Q9GZT8 NIF3L1 12 710,94

P28070 PSMB4 12 689,94

Q07817 BCL2L1 12 683,12

P62888 RPL30 12 671,78

Q8N9T8 KRI1 12 670,3

P57740 NUP107 12 644,53

P19022 CDH2 12 614,09

Q15008 PSMD6 12 593,68

Q9GZX7 AICDA 12 453,68

P62854 RPS26 12 353,6

Q9H7L9 SUDS3 12 312,04

Q96RN5 MED15 12 267,58

P04004 VTN 12 70,65

Q9UQ26 RIMS2 11 45697,48

P56270 MAZ 11 20919,45

Q8TDH9 BLOC1S5 11 20771,1

Q9H1E3 NUCKS1 11 16639,66

P78368 CSNK1G2 11 16065,33

P53985 SLC16A1 11 14366,61

Q96EV2 RBM33 11 14238,12

P35712 SOX6 11 11817,84

P05556 ITGB1 11 11121,8

Q3KQU3 MAP7D1 11 10840,77

Q04727 TLE4 11 10150,64

Q9P0L2 MARK1 11 9140,51

Q01581 HMGCS1 11 8157,02

Q9BWU0 SLC4A1AP 11 5412,41

P07947 YES1 11 5279,03

O95684 FGFR1OP 11 5159,75

P27824 CANX 11 4758,59

Q8N3X1 FNBP4 11 4609,27

P27540 ARNT 11 4562,83

Q7Z417 NUFIP2 11 4330,55

Q15386 UBE3C 11 4220,49

O75369 FLNB 11 3982,73

P61960 UFM1 11 3861,85

P10909 CLU 11 3775,92

Q96AZ1 METTL21B 11 3759,89

Q96C36 PYCR2 11 3309,37

P49116 NR2C2 11 3115,58

P54652 HSPA2 11 3091,89

P33991 MCM4 11 3081,32

P53992 SEC24C 11 2905,92

O60907 TBL1X 11 2892,54

P48023 FASLG 11 2836,35

Q9UK53 ING1 11 2803,18

P62987 UBA52 11 2789,63

Q03135 CAV1 11 2630,34

P25445 FAS 11 2613,47

P04350 TUBB4A 11 2500,88

Q06546 GABPA 11 2362,16

P35869 AHR 11 2325,44

Q9P2N5 RBM27 11 2233,83

Q96CS3 FAF2 11 2226,43

P62308 SNRPG 11 2153,08

Q99426 TBCB 11 2137,28

Q9BZK7 TBL1XR1 11 2133,47

Q04837 SSBP1 11 2116,51

P07355 ANXA2 11 2043,14

P17812 CTPS1 11 2007,71

Q03181 PPARD 11 2000,19

P61604 HSPE1 11 1958,84

Q15596 NCOA2 11 1944,57

P40939 HADHA 11 1915,83

P13805 TNNT1 11 1906,44

O43768 ENSA 11 1896,05

Q15831 STK11 11 1895,41

Q9BY11 PACSIN1 11 1835,9

P18858 LIG1 11 1832,5

O95295 SNAPIN 11 1780,58

O75528 TADA3 11 1758,86

Q15819 UBE2V2 11 1731,04

P54259 ATN1 11 1689,98

O95239 KIF4A 11 1681,45

P36956 SREBF1 11 1679,03

Q9BUL8 PDCD10 11 1654,85

Q99767 APBA2 11 1611,64

Q9NXR7 BRE 11 1603,66

Q969Q1 TRIM63 11 1584,3

O96019 ACTL6A 11 1583,95

O14745 SLC9A3R1 11 1573,41

P55055 NR1H2 11 1450,25

P17275 JUNB 11 1446,27

P05387 RPLP2 11 1444,99

O95347 SMC2 11 1426,64

Q9UJX3 ANAPC7 11 1401,88

P23526 AHCY 11 1323,37

P35268 RPL22 11 1278,78

Q16236 NFE2L2 11 1263,53

P23511 NFYA 11 1254,74

Q06323 PSME1 11 1180,16

O75367 H2AFY 11 1093,3

P63162 SNRPN 11 1066,12

O00159 MYO1C 11 1044,1

P07195 LDHB 11 1030,9

Q9UM73 ALK 11 1020,95

P49711 CTCF 11 1019,6

Q8IXH7 TH1L 11 989,24

Q4VCS5 AMOT 11 985,62

Q9P2H0 KIAA1377 11 977,92

O75530 EED 11 977,05

P08473 MME 11 960,59

P39023 RPL3 11 933,31

P25398 RPS12 11 932,07

O95486 SEC24A 11 922,95

P63027 VAMP2 11 895,25

O43639 NCK2 11 881,86

Q16352 INA 11 874,05

P51965 UBE2E1 11 873,82

O43242 PSMD3 11 861,72

P17980 PSMC3 11 861,61

P82094 TMF1 11 852,4

P27695 APEX1 11 826,13

Q8TBK6 ZCCHC10 11 825,39

P26640 VARS 11 825,28

Q8ND56 LSM14A 11 786,02

Q9UH65 SWAP70 11 776,72

Q92733 PRCC 11 715,96

Q9UBL3 ASH2L 11 700,3

P49458 SRP9 11 690,32

O15357 INPPL1 11 674,29

Q14244 MAP7 11 625,03

Q96PU8 QKI 11 586,09

O43187 IRAK2 11 585,94

Q8IZD4 DCP1B 11 569,43

P54278 PMS2 11 541,48

P19532 TFE3 11 506,45

Q9Y262 EIF3L 11 479,13

Q08170 SRSF4 11 475,13

P61218 POLR2F 11 442,82

Q9BVK6 TMED9 11 435,2

Q96L34 MARK4 11 377,03

Q9Y5V3 MAGED1 11 364,12

P55010 EIF5 11 357,97

O75448 MED24 11 347,69

Q8TEE9 SAP25 11 344,56

O43776 NARS 11 322,62

P21283 ATP6V1C1 11 257,83

Q12986 NFX1 11 199,26

Q69YN4 KIAA1429 11 197,65

Q9H2G2 SLK 10 20646,42

O60331 PIP5K1C 10 10732,53

Q9H8Y5 ANKZF1 10 9394,67

O95685 PPP1R3D 10 9081,61

Q9UPV9 TRAK1 10 9075,24

Q9UBS4 DNAJB11 10 8120,98

Q7Z460 CLASP1 10 7548,22

Q9BYE7 PCGF6 10 6346,07

P49257 LMAN1 10 6320,6

P41240 CSK 10 5859,37

P45984 MAPK9 10 5817,07

O14733 MAP2K7 10 5287,71

Q9H3Q1 CDC42EP4 10 5179,75

Q96S44 TP53RK 10 4713,92

P49748 ACADVL 10 4688,55

P17535 JUND 10 4621,76

O75179 ANKRD17 10 4555,42

P35354 PTGS2 10 4512,15

Q2NKX8 ERCC6L 10 4108,04

P23769 GATA2 10 4028,68

Q8WYK2 JDP2 10 3830,51

P52630 STAT2 10 3770,14

Q8NCF5 NFATC2IP 10 3712,37

Q86TB9 PATL1 10 3710,12

P43405 SYK 10 3436,87

O95786 DDX58 10 3424,62

Q15907 RAB11B 10 3372,97

P30048 PRDX3 10 3307,98

Q8IX90 SKA3 10 3164,41

Q9GZR7 DDX24 10 3121,63

Q92956 TNFRSF14 10 3103,38

Q9H204 MED28 10 3060,02

P52803 EFNA5 10 3039,19

P52435 POLR2J 10 3003,86

Q9P287 BCCIP 10 2948,78

O00716 E2F3 10 2915,75

P19474 TRIM21 10 2906,94

P60510 PPP4C 10 2869,14

P52565 ARHGDIA 10 2819,92

O14641 DVL2 10 2793,18

P08754 GNAI3 10 2686,35

Q13114 TRAF3 10 2642,7

P13667 PDIA4 10 2575,91

Q9UKV5 AMFR 10 2558,36

Q86X55 CARM1 10 2490,16

Q9BXB4 OSBPL11 10 2482,55

Q5VT52 RPRD2 10 2376,37

P43307 SSR1 10 2244,78

P33151 CDH5 10 2216,48

O75469 NR1I2 10 2192,57

Q9UHD8 09. Sep 10 2184,64

Q8NHY2 RFWD2 10 2125,45

P04844 RPN2 10 2118,94

Q5VT25 CDC42BPA 10 2034,16

Q08J23 NSUN2 10 2002,28

O75607 NPM3 10 1986,85

P28702 RXRB 10 1958,62

Q01085 TIAL1 10 1921,6

Q96CN7 ISOC1 10 1914,57

Q9NWH9 SLTM 10 1853,03

P49411 TUFM 10 1844,04

O75886 STAM2 10 1840,2

Q9ULK4 MED23 10 1832,37

P12980 LYL1 10 1772,01

Q5VTD9 GFI1B 10 1735,04

Q9BTE7 DCUN1D5 10 1733,16

P26639 TARS 10 1716,89

P68032 ACTC1 10 1659,36

P27635 RPL10 10 1633,88

Q96GF1 RNF185 10 1569,46

Q3ZCQ8 TIMM50 10 1551,78

Q9NV56 MRGBP 10 1527,09

Q93062 RBPMS 10 1521,51

P20338 RAB4A 10 1497,92

Q9HAV4 XPO5 10 1485,14

Q9NPJ6 MED4 10 1477,71

Q15102 PAFAH1B3 10 1448,97

Q9UJX6 ANAPC2 10 1442,43

P04179 SOD2 10 1386,81

Q969H0 FBXW7 10 1372,56

P30307 CDC25C 10 1371,76

P60568 IL2 10 1365,07

P34896 SHMT1 10 1356,65

Q9Y5Q9 GTF3C3 10 1300,07

P54257 HAP1 10 1298,87

P15976 GATA1 10 1274,61

P07954 FH 10 1270,82

Q14318 FKBP8 10 1243,88

P15498 VAV1 10 1225,04

P33076 CIITA 10 1219,36

P17066 HSPA6 10 1218,14

P17480 UBTF 10 1216,83

O60603 TLR2 10 1212,21

Q00325 SLC25A3 10 1207,86

Q92466 DDB2 10 1195,66

Q13352 ITGB3BP 10 1193,04

P40818 USP8 10 1184,27

Q9P2K5 MYEF2 10 1145,78

P25440 BRD2 10 1140,09

Q9UBW7 ZMYM2 10 1123,71

Q2TAL8 QRICH1 10 1104,93

O75340 PDCD6 10 1071,41

P14373 TRIM27 10 1026,09

Q96RT1 ERBB2IP 10 1024,44

P47756 CAPZB 10 1020,74

P14316 IRF2 10 930,22

Q00005 PPP2R2B 10 926,49

Q14192 FHL2 10 923,08

Q16851 UGP2 10 915,12

P05023 ATP1A1 10 914,23

O75674 TOM1L1 10 905,38

P11831 SRF 10 859

P33992 MCM5 10 845,44

P10144 GZMB 10 828,41

P45985 MAP2K4 10 823,47

O15371 EIF3D 10 804,71

Q8NDZ2 SIMC1 10 769,43

Q9BXM7 PINK1 10 766,38

Q96GM8 TOE1 10 766,32

P61073 CXCR4 10 760,1

P23381 WARS 10 723,95

Q9BRP4 PAAF1 10 719,63

Q9NP77 SSU72 10 719,4

O95405 ZFYVE9 10 705,22

P40938 RFC3 10 699,62

P19447 ERCC3 10 688,85

O43175 PHGDH 10 677,79

Q9BTL3 FAM103A1 10 665,68

Q9Y2K6 USP20 10 650,14

Q9Y237 PIN4 10 625,86

P09884 POLA1 10 621,56

Q96FQ6 S100A16 10 602,53

Q9H5N1 RABEP2 10 588,77

P55210 CASP7 10 579,62

Q5T4S7 UBR4 10 571,04

P51825 AFF1 10 569,6

P10914 IRF1 10 560,5

Q9Y5Y2 NUBP2 10 558,07

P29144 TPP2 10 549

O94763 URI1 10 539,74

O14879 IFIT3 10 531,77

Q02790 FKBP4 10 530,17

O43396 TXNL1 10 510,01

P09914 IFIT1 10 503,47

Q99436 PSMB7 10 501,14

Q75N03 CBLL1 10 483,58

Q8N7H5 PAF1 10 456,95

Q13451 FKBP5 10 448,68

Q9NPI1 BRD7 10 444,82

P62917 RPL8 10 434,12

Q9Y277 VDAC3 10 405,7

P63173 RPL38 10 399,66

P13798 APEH 10 379,47

P09913 IFIT2 10 379,41

O43747 AP1G1 10 375,76

P35520 CBS 10 353,16

P35544 FAU 10 305,39

P62851 RPS25 10 299,07

P13984 GTF2F2 10 297,39

O15164 TRIM24 10 293,39

P50225 SULT1A1 10 287,75

Q9BYN0 SRXN1 10 272,47

O75934 BCAS2 10 260,34

Q99689 FEZ1 10 238,69

Q9Y3C4 TPRKB 10 142,65

O43660 PLRG1 10 140,89

Q9NZC7 WWOX 10 83,37

Q9NR50 EIF2B3 10 45,12

O43324 EEF1E1 10 29,98

Q13017 ARHGAP5 9 26952,17

Q53GG5 PDLIM3 9 18413,54

Q96ER3 SAAL1 9 12459,66

Q86TU7 SETD3 9 10930,95

Q9BZ23 PANK2 9 10803,28

Q5SXM2 SNAPC4 9 10734,49

Q9UPN4 AZI1 9 10299,17

Q5T8P6 RBM26 9 9997,35

Q7Z4S6 KIF21A 9 9624,25

P07737 PFN1 9 8924,19

Q96GA3 LTV1 9 8665,11

Q8WUM4 PDCD6IP 9 8624,43

Q58A45 PAN3 9 7858,66

Q7Z422 SZRD1 9 5837,89

Q9BZR9 TRIM8 9 5469,72

P29474 NOS3 9 5400,16

P29083 GTF2E1 9 5083,71

O15514 POLR2D 9 4986,8

O75626 PRDM1 9 4569,2

Q8N3R9 MPP5 9 4512,56

Q96SB8 SMC6 9 4473,59

P29317 EPHA2 9 4464,31

Q06330 RBPJ 9 4426,94

Q9UGR2 ZC3H7B 9 4260,27

Q15652 JMJD1C 9 4020,49

Q15303 ERBB4 9 3992,06

Q8N4C6 NIN 9 3856,19

Q9ULW0 TPX2 9 3767,1

Q9NZL9 MAT2B 9 3643,75

Q8N3F8 MICALL1 9 3598,53

Q9UHA4 LAMTOR3 9 3531,68

P99999 CYCS 9 3499,65

P35226 BMI1 9 3470,55

P53667 LIMK1 9 3429,11

P09936 UCHL1 9 3226,73

P31327 CPS1 9 3147,47

P48552 NRIP1 9 3123,58

Q9BXW9 FANCD2 9 2969,05

Q68E01 INTS3 9 2947,78

Q96S38 RPS6KC1 9 2709,41

P18848 ATF4 9 2651,01

Q9UL18 EIF2C1 9 2601,39

Q99717 SMAD5 9 2431,08

P08151 GLI1 9 2388,34

P43897 TSFM 9 2299,82

P15918 RAG1 9 2295,93

O14503 BHLHE40 9 2291,46

P51608 MECP2 9 2262,34

O14543 SOCS3 9 2232,77

P98082 DAB2 9 2215,4

P45880 VDAC2 9 2160,31

Q99576 TSC22D3 9 2112,19

Q13952 NFYC 9 2092,35

Q8IV63 VRK3 9 2013,99

O60244 MED14 9 2004,97

P48039 MTNR1A 9 2001,96

P61086 UBE2K 9 1954,2

O95782 AP2A1 9 1945,96

Q96Q15 SMG1 9 1943,18

Q9UHV9 PFDN2 9 1855,23

P49418 AMPH 9 1851,06

Q9Y678 COPG1 9 1811,54

P15036 ETS2 9 1762,93

O76070 SNCG 9 1755,49

Q9ULV8 CBLC 9 1712,85

Q99708 RBBP8 9 1702,7

Q8N108 MIER1 9 1678,3

O75146 HIP1R 9 1642,57

Q08050 FOXM1 9 1632,41

O43837 IDH3B 9 1629,97

Q8N183 NDUFAF2 9 1601,19

P42229 STAT5A 9 1552,01

P13861 PRKAR2A 9 1544,07

P84077 ARF1 9 1522,74

Q9BX66 SORBS1 9 1492,51

O15162 PLSCR1 9 1450,12

P23258 TUBG1 9 1447,17

Q9NYV4 CDK12 9 1442,91

Q8IU81 IRF2BP1 9 1409,6

Q92610 ZNF592 9 1403,75

Q9NP81 SARS2 9 1383,48

Q96S55 WRNIP1 9 1357,4

Q04759 PRKCQ 9 1316,45

P15056 BRAF 9 1311,07

P54252 ATXN3 9 1258,47

Q12800 TFCP2 9 1233,3

P37173 TGFBR2 9 1223,38

Q9HB71 CACYBP 9 1209,8

Q9UJX5 ANAPC4 9 1189,84

Q9NS23 RASSF1 9 1166,16

Q07954 LRP1 9 1156,29

Q9Y5M8 SRPRB 9 1153,03

Q92574 TSC1 9 1152,81

Q99836 MYD88 9 1130,33

P36406 TRIM23 9 1124,09



Q8IZ21 PHACTR4 9 1120,34

P22694 PRKACB 9 1118,04

Q9NZM4 GLTSCR1 9 1109,23

Q14978 NOLC1 9 1108,99

O43251 RBFOX2 9 1100,4

P22061 PCMT1 9 1092,48

P23458 JAK1 9 1087,51

O95801 TTC4 9 1072,89

Q9UKS6 PACSIN3 9 1070,48

Q9P2D1 CHD7 9 1059,04

Q9HD26 GOPC 9 1007,86

P62910 RPL32 9 997,86

P39748 FEN1 9 973,42

Q9H211 CDT1 9 965,24

Q9Y2Z0 SUGT1 9 961,39

P55265 ADAR 9 904,15

Q9BUQ8 DDX23 9 890,33

Q9UK17 KCND3 9 885,24

P35568 IRS1 9 873,26

P31751 AKT2 9 857,75

P55786 NPEPPS 9 851,69

Q96EP1 CHFR 9 847,15

Q9NPB6 PARD6A 9 842,72

Q7Z434 MAVS 9 840,43

Q71RC2 LARP4 9 825,85

Q15345 LRRC41 9 793,62

Q9UBW8 COPS7A 9 782,62

Q99962 SH3GL2 9 778,04

O15151 MDM4 9 775,75

P57678 GEMIN4 9 766,71

Q12857 NFIA 9 746,73

Q04864 REL 9 730,86

O60925 PFDN1 9 706,71

P51693 APLP1 9 679,03

O14746 TERT 9 670,55

Q12840 KIF5A 9 662,89

P14598 NCF1 9 658,55

P42766 RPL35 9 658,18

Q9H040 SPRTN 9 650,72

P07602 PSAP 9 622,11

Q6UXN9 WDR82 9 620,93

O14867 BACH1 9 618,4

P46019 PHKA2 9 618,21

O00410 IPO5 9 614,65

Q9NZL4 HSPBP1 9 597,55

Q9UBF8 PI4KB 9 551,84

Q13885 TUBB2A 9 541,4

Q13045 FLII 9 536,44

Q9HAU4 SMURF2 9 525,4

P21675 TAF1 9 510,56

Q07820 MCL1 9 508,93

P46734 MAP2K3 9 504,05

Q9Y2X8 UBE2D4 9 502,22

O60568 PLOD3 9 490,39

O95352 ATG7 9 486,81

Q6P3S6 FBXO42 9 455,44

Q15759 MAPK11 9 431,81

Q9GZS1 POLR1E 9 413,74

Q14781 CBX2 9 406,13

P28062 PSMB8 9 401,31

Q9UH62 ARMCX3 9 395,26

Q9NZB2 FAM120A 9 388,83

Q93074 MED12 9 382,29

Q9UNQ2 DIMT1 9 379,61

Q16611 BAK1 9 371,02

Q9UGU5 HMGXB4 9 363,09

Q9BPX3 NCAPG 9 347,09

O43586 PSTPIP1 9 329,31

P43351 RAD52 9 327,36

P02768 ALB 9 326,95

P54578 USP14 9 314,53

Q8IY81 FTSJ3 9 314,42

P15374 UCHL3 9 313,7

O43678 NDUFA2 9 282,61

P22234 PAICS 9 272,81

P49721 PSMB2 9 269,84

Q9Y232 CDYL 9 268,76

Q9H2K2 TNKS2 9 246,9

Q9UJX4 ANAPC5 9 245,93

O94992 HEXIM1 9 243,31

O60610 DIAPH1 9 241,76

Q29RF7 PDS5A 9 239,75

Q9NPF4 OSGEP 9 222,2

P61353 RPL27 9 199,2

P32969 RPL9 9 177,62

Q9UKF6 CPSF3 9 158,08

Q9NVP2 ASF1B 9 146,59

Q9BRP8 WIBG 9 140,82

Q13042 CDC16 9 138,03

O75446 SAP30 9 109,76

Q9ULH7 MKL2 9 93,45

Q9Y3A4 RRP7A 9 60,73

Q8NHZ7 MBD3L2 9 16,86

Q9UGY1 NOL12 8 17788,36

Q9UKJ3 GPATCH8 8 9643,58

Q9BTU6 PI4K2A 8 9519,67

Q6IQ55 TTBK2 8 9434,11

Q9P260 KIAA1468 8 9335,42

Q641Q2 FAM21A 8 7384,69

P62820 RAB1A 8 6997,93

Q13627 DYRK1A 8 6266,21

O75534 CSDE1 8 6112,49

P20339 RAB5A 8 5559,71

P36915 GNL1 8 5279,87

Q9NVA2 11. Sep 8 5111,6

P13645 KRT10 8 4237,97

O43597 SPRY2 8 3900,86

P51813 BMX 8 3763,52

Q13322 GRB10 8 3446,12

P04818 TYMS 8 3425,81

P10145 IL8 8 3301,38

Q6IBW4 NCAPH2 8 3177,54

Q9H9B4 SFXN1 8 3146,05

P52788 SMS 8 2668,55

P28562 DUSP1 8 2644,66

P63151 PPP2R2A 8 2627,84

Q9NVF7 FBXO28 8 2532,34

P08727 KRT19 8 2475,35

Q8WW38 ZFPM2 8 2458,52

Q96DE5 ANAPC16 8 2404,03

O00629 KPNA4 8 2289,96

P15170 GSPT1 8 2179,53

Q8NDI1 EHBP1 8 2117,85

Q9H2X6 HIPK2 8 2078,78

P21860 ERBB3 8 1889,76

Q9NXR8 ING3 8 1859,95

P22460 KCNA5 8 1849,69

O75928 PIAS2 8 1825,39

P22307 SCP2 8 1823,84

O60684 KPNA6 8 1819,67

Q16881 TXNRD1 8 1800,28

Q9BS26 ERP44 8 1783,15

Q8IXK0 PHC2 8 1754,77

O75155 CAND2 8 1731,85

P51149 RAB7A 8 1730,58

Q9UGI8 TES 8 1719,7

P04629 NTRK1 8 1638,41

Q14160 SCRIB 8 1618,75

P10721 KIT 8 1557,94

Q9NS69 TOMM22 8 1513,67

Q15532 SS18 8 1509,4

Q13286 CLN3 8 1502,04

Q9BZV1 UBXN6 8 1500,53

O00767 SCD 8 1454,9

P51955 NEK2 8 1450,14

P55957 BID 8 1440,18

P49591 SARS 8 1353,91

P63010 AP2B1 8 1317,25

P15941 MUC1 8 1293,54

Q15678 PTPN14 8 1280,26

O75190 DNAJB6 8 1277,99

P11474 ESRRA 8 1246,29

P43146 DCC 8 1241,8

Q9HCU9 BRMS1 8 1241,46

Q9UPZ9 ICK 8 1222,95

Q03001 DST 8 1222,03

P61024 CKS1B 8 1181,84

Q8WVJ2 NUDCD2 8 1178,91

P25685 DNAJB1 8 1164,5

P53621 COPA 8 1147,17

Q9NY61 AATF 8 1145,73

Q96HS1 PGAM5 8 1144,13

P42285 SKIV2L2 8 1130,21

O14646 CHD1 8 1109,77

Q92833 JARID2 8 1105,05

Q9NSE4 IARS2 8 1103,39

Q9Y6X2 PIAS3 8 1103,33

Q9NVP1 DDX18 8 1099,34

Q12931 TRAP1 8 1095,76

Q12772 SREBF2 8 1093,65

P48047 ATP5O 8 1064,52

Q96G25 MED8 8 1043,22

Q8IWQ3 BRSK2 8 1035,95

P16591 FER 8 1030,79

P57737 CORO7 8 1022,38

P62487 POLR2G 8 1015,04

Q13416 ORC2 8 1007,69

Q15398 DLGAP5 8 990,22

Q86X29 LSR 8 966,06

P20936 RASA1 8 956,1

P35606 COPB2 8 955,5

Q9H9Q2 COPS7B 8 943,62

O75486 SUPT3H 8 922,35

O43819 SCO2 8 908,58

Q9UPW0 FOXJ3 8 907,88

O15042 U2SURP 8 862,32

Q969S8 HDAC10 8 855,19

P78317 RNF4 8 839,86

P09104 ENO2 8 837,67

P61019 RAB2A 8 824,52

Q9UM54 MYO6 8 819,17

Q9UBE0 SAE1 8 818,78

Q9Y3D0 FAM96B 8 808,83

Q9NRF8 CTPS2 8 806,09

Q92552 MRPS27 8 804,41

P19784 CSNK2A2 8 799,43

P05386 RPLP1 8 765,72

Q9BTE6 PTGES3L-AARSD1 8 758,05

Q96K21 ZFYVE19 8 749,6

Q70CQ2 USP34 8 747,85

P21673 SAT1 8 746,02

P29597 TYK2 8 730,43

Q9BPZ7 MAPKAP1 8 730,2

Q9BXB5 OSBPL10 8 701,77

O94875 SORBS2 8 700,48

Q92835 INPP5D 8 692,37

Q9NXA8 SIRT5 8 657,17

Q9UJY5 GGA1 8 656,75

Q8IZH2 XRN1 8 650,6

P35080 PFN2 8 649,84

Q15139 PRKD1 8 623,73

Q14191 WRN 8 622,56

P15884 TCF4 8 622,54

P55211 CASP9 8 612,62

P53396 ACLY 8 608,59

Q92890 UFD1L 8 599,45

O95376 ARIH2 8 593,2

Q99547 MPHOSPH6 8 586,04

P02686 MBP 8 574,78

Q9H7E9 C8orf33 8 570,13

Q6FI13 HIST2H2AA3 8 561,43

Q96H79 ZC3HAV1L 8 561,29

Q9UPU5 USP24 8 560,84

Q92630 DYRK2 8 554,86

P12755 SKI 8 541,78

P04075 ALDOA 8 541,45

P31040 SDHA 8 538,96

Q9ULC4 MCTS1 8 535,74

P50552 VASP 8 535,25

Q13404 UBE2V1 8 530,57

P29374 ARID4A 8 522,2

Q14994 NR1I3 8 519,15

Q15021 NCAPD2 8 509,77

O95365 ZBTB7A 8 499,19

P12081 HARS 8 497,21

Q92844 TANK 8 488,51

P48634 PRRC2A 8 488,24

P85037 FOXK1 8 482,55

P11137 MAP2 8 482,13

Q00597 FANCC 8 476,62

Q9H7Z6 KAT8 8 476,49

P55809 OXCT1 8 470,81

Q86XL3 ANKLE2 8 461,97

Q9H422 HIPK3 8 456,16

Q07812 BAX 8 456,03

Q6ZRS2 SRCAP 8 455,69

P61758 VBP1 8 452,04

Q9H2M9 RAB3GAP2 8 433,66

P58004 SESN2 8 429,88

Q2NL82 TSR1 8 407,32

O95714 HERC2 8 387,62

Q9Y6G3 MRPL42 8 385,78

Q9BQA5 HINFP 8 380,36

P98179 RBM3 8 375,08

Q13469 NFATC2 8 368,58

Q16540 MRPL23 8 366,33

Q9NYY8 FASTKD2 8 363,57

Q92804 TAF15 8 363,36

Q9Y3Q8 TSC22D4 8 362

Q9ULX6 AKAP8L 8 349,51

Q9NRG4 SMYD2 8 348,37

P49848 TAF6 8 341,35

O00178 GTPBP1 8 316,13

Q01831 XPC 8 310,94

P46087 NOP2 8 304,9

Q9C005 DPY30 8 301,78

O60828 PQBP1 8 299,94

Q15257 PPP2R4 8 277,46

O75832 PSMD10 8 270,38

P0C7T5 ATXN1L 8 269,77

P21912 SDHB 8 261,07

Q9BRX9 WDR83 8 236,04

Q15560 TCEA2 8 213,5

Q9GZM8 NDEL1 8 209,21

Q9NSD9 FARSB 8 203,92

Q9Y2X3 NOP58 8 199,88

Q53F19 C17orf85 8 194,92

Q96N46 TTC14 8 183,51

P30405 PPIF 8 177,88

Q8NE63 HIPK4 8 176,58

Q9BWU1 CDK19 8 165,96

Q9HAW0 BRF2 8 143,12

Q12756 KIF1A 8 136,35

Q9H1J1 UPF3A 8 112,8

O75182 SIN3B 8 107,1

Q7RTV0 PHF5A 8 93,72

O60231 DHX16 8 77,18

Q13523 PRPF4B 8 64,42

Q13422 IKZF1 8 39,08

Q9C0K0 BCL11B 8 0

Q9H9C1 VIPAS39 7 18169,78

Q9UK76 HN1 7 10669,25

Q92966 SNAPC3 7 9297,11

Q12979 ABR 7 9179,62

Q93100 PHKB 7 9125,39

Q9P1Y6 PHRF1 7 8916,15

Q9HA64 FN3KRP 7 8914,32

Q6WKZ4 RAB11FIP1 7 4145,41

O00161 SNAP23 7 3938,33

P56181 NDUFV3 7 3591,99

Q13217 DNAJC3 7 3571,56

Q15583 TGIF1 7 3499,93

O14497 ARID1A 7 3447,29

Q9H3Z4 DNAJC5 7 3395,33

O60346 PHLPP1 7 3302,8

Q9NP66 HMG20A 7 3235,83

Q96QD8 SLC38A2 7 3135,85

P08651 NFIC 7 2839,65

Q14469 HES1 7 2719,49

P39880 CUX1 7 2656,35

P10114 RAP2A 7 2617,53

P21580 TNFAIP3 7 2575,46

Q9Y385 UBE2J1 7 2520,05

Q9P258 RCC2 7 2463,82

Q9HDC5 JPH1 7 2458,05

Q86T24 ZBTB33 7 2393,69

P61163 ACTR1A 7 2389,45

Q8WW12 PCNP 7 2258,16

Q16584 MAP3K11 7 2193,83

O00743 PPP6C 7 2147,95

P01116 KRAS 7 2111,33

Q9H0W8 SMG9 7 2020,16

P18084 ITGB5 7 2013,51

O00499 BIN1 7 1952,52

P60903 S100A10 7 1933,17

Q96B02 UBE2W 7 1927,73

Q9BQE3 TUBA1C 7 1853,26

Q15018 FAM175B 7 1798,59

Q16401 PSMD5 7 1791,51

Q8N5M4 TTC9C 7 1764,27

P49810 PSEN2 7 1727,23

Q86VX9 MON1A 7 1649,94

P35968 KDR 7 1636,03

Q9NQB0 TCF7L2 7 1617,07

A0AVT1 UBA6 7 1590,95

Q14527 HLTF 7 1580,21

O15392 BIRC5 7 1563,09

Q13503 MED21 7 1533,2

Q9C035 TRIM5 7 1525,28

P16615 ATP2A2 7 1494,02

Q99081 TCF12 7 1488,07

P04114 APOB 7 1481,95

Q03405 PLAUR 7 1429,16

Q9UBF6 RNF7 7 1342,12

Q9Y6K1 DNMT3A 7 1321,44

Q9Y2I6 NINL 7 1292,53

P78345 RPP38 7 1276,01

Q9Y285 FARSA 7 1206,41

Q13444 ADAM15 7 1205,31

P08758 ANXA5 7 1169,11

Q13595 TRA2A 7 1149,09

Q15208 STK38 7 1148,05

Q9NVK5 FGFR1OP2 7 1140,62

Q12899 TRIM26 7 1125,69

Q9NR45 NANS 7 1114,76

Q96PU4 UHRF2 7 1112,51

Q96AG4 LRRC59 7 1086,76

Q6ZRV2 FAM83H 7 1084,73

P16152 CBR1 7 1080,6

O15525 MAFG 7 1071,32

P55084 HADHB 7 1038,11

Q86U42 PABPN1 7 1033,69

Q9UKA9 PTBP2 7 1030,25

Q9BQ95 ECSIT 7 1023,84

Q86W42 THOC6 7 1022,77

Q9NVI1 FANCI 7 1022,06

Q15744 CEBPE 7 1020,44

Q06210 GFPT1 7 1018,19

O43474 KLF4 7 1006,2

Q92734 TFG 7 990,52

Q14457 BECN1 7 989,86

Q9UL54 TAOK2 7 981,86

P36776 LONP1 7 970,06

P25098 ADRBK1 7 959,61

Q13564 NAE1 7 948,35

Q15645 TRIP13 7 939,02

P59998 ARPC4 7 933,24

Q9UI12 ATP6V1H 7 927,89

P60174 TPI1 7 920,36

Q9Y617 PSAT1 7 903,44

P28288 ABCD3 7 901,77

P07384 CAPN1 7 900,04

Q96B01 RAD51AP1 7 864,21

Q9Y5L4 TIMM13 7 853,89

Q9NS73 MBIP 7 851,78

P30086 PEBP1 7 851,02

Q96FV9 THOC1 7 846,21

P09086 POU2F2 7 811,97

P35244 RPA3 7 811,23

Q99801 NKX3-1 7 808,33

Q9Y6M1 IGF2BP2 7 788,2

Q96TA1 FAM129B 7 776,35

O95257 GADD45G 7 773,61

Q13887 KLF5 7 773,5

Q9BQ15 NABP2 7 763,18

O14802 POLR3A 7 762,76

Q8IY92 SLX4 7 750,43

Q13761 RUNX3 7 748,42

Q9GZV5 WWTR1 7 738,27

P30084 ECHS1 7 735,51

Q13133 NR1H3 7 735,08

P04899 GNAI2 7 726,65

Q9NQR1 SETD8 7 726,51

Q08379 GOLGA2 7 721,4

P04080 CSTB 7 719,07

Q92783 STAM 7 708,14

Q02809 PLOD1 7 708,08

Q9H8Y8 GORASP2 7 706,66

P41229 KDM5C 7 696,4

Q00526 CDK3 7 693,95

Q16763 UBE2S 7 687,66

O43513 MED7 7 686,66

P09543 CNP 7 672,13

Q96JB5 CDK5RAP3 7 662,46

O75385 ULK1 7 661,7

Q969G5 PRKCDBP 7 644,13

Q9Y4P8 WIPI2 7 639,48

Q07869 PPARA 7 635,48

Q9HC29 NOD2 7 626,48

Q9UPN3 MACF1 7 625,82

P02647 APOA1 7 625,35

P51553 IDH3G 7 612,76

O75150 RNF40 7 612,17

P53355 DAPK1 7 609,63

Q9BUZ4 TRAF4 7 607,26

P49840 GSK3A 7 606,91

Q9BQ67 GRWD1 7 587,53

Q96L91 EP400 7 580,99

Q07002 CDK18 7 555,86

Q96RP9 GFM1 7 539,88

O14545 TRAFD1 7 532,02

P49821 NDUFV1 7 529,54

Q9BVC5 C2orf49 7 524,19

P78332 RBM6 7 521,35

Q9Y2W2 WBP11 7 521,12

Q8WVM8 SCFD1 7 520,84

O94782 USP1 7 512,48

Q15545 TAF7 7 501,28

Q92621 NUP205 7 496,24

P27105 STOM 7 494,36

Q9NQG5 RPRD1B 7 484,3

Q8NEM0 MCPH1 7 478,54

P55199 ELL 7 471,27

O94762 RECQL5 7 464,34

P07332 FES 7 457,76

P52209 PGD 7 457,73

Q15084 PDIA6 7 453,77

Q9UHP3 USP25 7 450,64

Q5PRF9 SAMD4B 7 446,9

P25942 CD40 7 444,17

Q9BUB5 MKNK1 7 443,12

Q15369 TCEB1 7 441,57

Q15788 NCOA1 7 441,41

O43521 BCL2L11 7 440,07

P52434 POLR2H 7 437,75

Q5RL73 RBM48 7 436,39

Q96HE7 ERO1L 7 433,67

Q9NUW8 TDP1 7 429,54

Q8NC96 NECAP1 7 427,26

P11532 DMD 7 424,7

Q9BZL6 PRKD2 7 422,04

P60896 SHFM1 7 413,56

Q9P0J7 KCMF1 7 410,71

Q9Y4Z0 LSM4 7 403,71

P11177 PDHB 7 400,79

P09382 LGALS1 7 390,6

P00505 GOT2 7 373,89

O75586 MED6 7 371,97

Q96EL3 MRPL53 7 367,77

O60812 HNRNPCL1 7 365,99

Q08380 LGALS3BP 7 361,52

P00441 SOD1 7 360,52

Q13459 MYO9B 7 358,63

Q9NTK5 OLA1 7 354,31

O75923 DYSF 7 353,79

P29323 EPHB2 7 350,33

P15408 FOSL2 7 342,62

Q92995 USP13 7 339,47

Q9Y3A5 SBDS 7 337,63

P04278 SHBG 7 337,56

P01903 HLA-DRA 7 336,88

Q9NYZ3 GTSE1 7 334,81

O60504 SORBS3 7 333,25

P14672 SLC2A4 7 331,08

P46939 UTRN 7 328,73

Q8TBC4 UBA3 7 318,62

O00193 C11orf58 7 318,38

O95644 NFATC1 7 317,19

Q9UDR5 AASS 7 307,31

Q6IBS0 TWF2 7 299,59

Q66LE6 PPP2R2D 7 293,04

Q8N0X7 SPG20 7 290,12

Q8WVB6 CHTF18 7 288,95

P23497 SP100 7 287,69

P35398 RORA 7 281,15

O15160 POLR1C 7 271,91

P17858 PFKL 7 271,27

Q5T5U3 ARHGAP21 7 266,25

Q96MF7 NSMCE2 7 260,1

Q6IN85 SMEK1 7 259,55

P82933 MRPS9 7 259,49

O00170 AIP 7 255,8

P20020 ATP2B1 7 254,79

Q9Y3C7 MED31 7 253,74

O75382 TRIM3 7 248,38

P28072 PSMB6 7 245,41

Q8N653 LZTR1 7 233,97

P31483 TIA1 7 231,83

P32780 GTF2H1 7 231,37



O00487 PSMD14 7 227,52

Q9Y697 NFS1 7 224,96

O95229 ZWINT 7 224,24

Q38SD2 LRRK1 7 223,1

Q9BSB4 C12orf44 7 215,43

Q8IYD1 GSPT2 7 212,72

Q9UKX7 NUP50 7 206,4

Q9BR76 CORO1B 7 205,64

Q8IWZ8 SUGP1 7 204,79

Q8N201 INTS1 7 204,16

Q8WYQ5 DGCR8 7 199,29

Q9NYF3 FAM53C 7 192,56

Q9HCM4 EPB41L5 7 192,24

P58753 TIRAP 7 191,1

Q15370 TCEB2 7 186,23

Q13868 EXOSC2 7 186,07

Q9ULA0 DNPEP 7 180,35

P35240 NF2 7 180,1

O95613 PCNT 7 172,75

Q9UMX5 NENF 7 168,33

O75525 KHDRBS3 7 165,43

Q9C0B0 UNK 7 159,8

Q99972 MYOC 7 159,38

O15145 ARPC3 7 159,31

Q9UL46 PSME2 7 157,67

P49366 DHPS 7 157,25

Q9HCS7 XAB2 7 148,31

Q8IWS0 PHF6 7 146,61

Q9NP97 DYNLRB1 7 143,01

Q9Y3C6 PPIL1 7 140,26

Q01826 SATB1 7 133,63

O75475 PSIP1 7 129,68

P78316 NOP14 7 128,67

Q16864 ATP6V1F 7 122,54

Q9UBK2 PPARGC1A 7 118,79

Q9GZN1 ACTR6 7 113,44

O15479 MAGEB2 7 112,14

Q9BV38 WDR18 7 109,89

P07951 TPM2 7 108,8

P52655 GTF2A1 7 107,48

Q14694 USP10 7 106,16

P04632 CAPNS1 7 98,2

O75494 SRSF10 7 86,28

Q9UNX3 RPL26L1 7 85,58

O60315 ZEB2 7 76,75

Q9Y3U8 RPL36 7 66,23

Q70EL2 USP45 7 61,34

Q96L21 RPL10L 7 42,05

Q9Y294 ASF1A 7 38,49

P10155 TROVE2 7 29,35

Q96GY3 LIN37 7 27,4

Q9H165 BCL11A 7 25,89

Q16186 ADRM1 7 16,83

Q9H160 ING2 7 9,47

Q8WWY6 MBD3L1 7 0

Q14493 SLBP 6 18111,19

Q13285 NR5A1 6 13059,85

Q8NDC0 MAPK1IP1L 6 10396,91

Q5T1M5 FKBP15 6 9335,88

P52815 MRPL12 6 9091,74

Q13585 GPR50 6 8999,31

Q15038 DAZAP2 6 6817,54

Q14118 DAG1 6 5198,66

Q4G0F5 VPS26B 6 5176,1

Q9UL45 BLOC1S6 6 4820,66

P08195 SLC3A2 6 4703,61

O00512 BCL9 6 4130,44

O75351 VPS4B 6 3966,67

P30530 AXL 6 3801,52

Q14586 ZNF267 6 3770,11

P41236 PPP1R2 6 3684,94

O94972 TRIM37 6 3400,83

P36551 CPOX 6 3222,11

Q8NBJ7 SUMF2 6 2951,25

P78352 DLG4 6 2900,29

Q92882 OSTF1 6 2861,67

Q14135 VGLL4 6 2662,57

P23760 PAX3 6 2633,37

O75116 ROCK2 6 2618,32

O95707 POP4 6 2599,69

Q676U5 ATG16L1 6 2596,87

P40222 TXLNA 6 2569,87

Q8IUD2 ERC1 6 2531,26

O60333 KIF1B 6 2493,02

Q15388 TOMM20 6 2486,96

O15524 SOCS1 6 2471,66

Q86UX6 STK32C 6 2460,2

P01111 NRAS 6 2315,61

Q9Y624 F11R 6 2282,28

Q9Y223 GNE 6 2272,51

Q9NWX5 ASB6 6 2260,41

P47755 CAPZA2 6 2259,21

P50502 ST13 6 2040,71

P16070 CD44 6 2035,77

O60381 HBP1 6 2029,47

P58546 MTPN 6 1920,61

Q8N4C8 MINK1 6 1915,74

Q9Y3C5 RNF11 6 1912,89

Q15025 TNIP1 6 1896,19

P84090 ERH 6 1818,61

P00749 PLAU 6 1800,5

P51003 PAPOLA 6 1789,69

Q7L4I2 RSRC2 6 1764,24

Q02246 CNTN2 6 1762,23

Q9UJZ1 STOML2 6 1711,08

P51114 FXR1 6 1679,42

P19419 ELK1 6 1670,35

P80723 BASP1 6 1645,31

P61081 UBE2M 6 1615,97

P35225 IL13 6 1608,39

Q9ULM6 CNOT6 6 1594,72

Q9NZU5 LMCD1 6 1581,05

P11362 FGFR1 6 1577,17

O95232 LUC7L3 6 1563,34

Q92918 MAP4K1 6 1489,36

P23528 CFL1 6 1434,7

Q9NRM7 LATS2 6 1420,39

Q9BT73 PSMG3 6 1404,48

Q9H869 YY1AP1 6 1333,06

Q15746 MYLK 6 1284,19

P35241 RDX 6 1278,06

O43237 DYNC1LI2 6 1275,85

O15400 STX7 6 1253,08

Q04695 KRT17 6 1230,85

P10301 RRAS 6 1228,53

Q92747 ARPC1A 6 1209,83

Q8NBJ5 GLT25D1 6 1204,93

O75688 PPM1B 6 1187,45

Q96KB5 PBK 6 1184,11

Q9NRY2 INIP 6 1176,22

Q96ED9 HOOK2 6 1174,66

P54762 EPHB1 6 1159,01

Q9H9Y6 POLR1B 6 1144,04

P41134 ID1 6 1141,39

Q9H0M0 WWP1 6 1125,77

O00268 TAF4 6 1122,59

P62745 RHOB 6 1103,86

Q99750 MDFI 6 1062,46

Q08499 PDE4D 6 1060,78

Q13765 NACA 6 986,32

Q9NZT2 OGFR 6 975,02

Q92600 RQCD1 6 973,57

P02794 FTH1 6 964,17

P62841 RPS15 6 952,37

Q9P2R6 RERE 6 927,87

Q969U6 FBXW5 6 919,86

Q9UIQ6 LNPEP 6 899,45

O95059 RPP14 6 898,97

Q15118 PDK1 6 879,83

P09769 FGR 6 876,68

Q15326 ZMYND11 6 876,05

O43189 PHF1 6 872,15

P54764 EPHA4 6 865,11

P78537 BLOC1S1 6 860,07

Q02363 ID2 6 859,08

P14174 MIF 6 841,23

O95619 YEATS4 6 833,72

P08574 CYC1 6 816,59

O75604 USP2 6 812,75

Q14764 MVP 6 810,39

O75807 PPP1R15A 6 806,75

Q9NXG2 THUMPD1 6 782,4

Q6P0Q8 MAST2 6 777,48

P42336 PIK3CA 6 772,93

Q9Y616 IRAK3 6 761,46

P50542 PEX5 6 758

P36542 ATP5C1 6 729,05

Q6P4R8 NFRKB 6 721,28

P04083 ANXA1 6 721,03

P49755 TMED10 6 717,17

Q15631 TSN 6 709,61

Q96Q27 ASB2 6 697,35

Q15293 RCN1 6 689,29

Q86U86 PBRM1 6 682,66

Q9Y6M9 NDUFB9 6 667,62

P08069 IGF1R 6 660,89

Q86UV6 TRIM74 6 660,19

Q5SRE5 NUP188 6 659,06

O75844 ZMPSTE24 6 648,03

Q9UFC0 LRWD1 6 640,36

Q9UDY8 MALT1 6 638,78

Q7Z406 MYH14 6 627,17

Q9NW82 WDR70 6 613,54

Q16363 LAMA4 6 609,54

O43426 SYNJ1 6 608,11

P08708 RPS17 6 606,4

Q99757 TXN2 6 605,86

Q562R1 ACTBL2 6 601,53

Q02078 MEF2A 6 595,25

Q9P0V3 SH3BP4 6 594,69

Q9Y606 PUS1 6 587,37

O14579 COPE 6 570,07

Q9UK32 RPS6KA6 6 559,83

Q96A65 EXOC4 6 555,51

P10515 DLAT 6 536,62

Q9BYM8 RBCK1 6 532

O60675 MAFK 6 531,87

Q96EZ8 MCRS1 6 530,61

Q8IVT5 KSR1 6 529,01

P07333 CSF1R 6 527,47

Q7RTP6 MICAL3 6 520,34

Q01167 FOXK2 6 517,9

Q7Z7A4 PXK 6 509,75

O43293 DAPK3 6 485,16

P25208 NFYB 6 484,1

Q96I25 RBM17 6 478,03

P08575 PTPRC 6 477,33

Q96B26 EXOSC8 6 471,83

Q6PIJ6 FBXO38 6 465,29

O75956 CDK2AP2 6 461,02

P48443 RXRG 6 457,04

P04908 HIST1H2AB 6 455,27

Q9Y6D9 MAD1L1 6 442,55

P68402 PAFAH1B2 6 438,99

Q12913 PTPRJ 6 429,88

P17020 ZNF16 6 427,12

Q9NYB9 ABI2 6 420,63

Q04941 PLP2 6 418,64

Q9UIS9 MBD1 6 417,9

Q13362 PPP2R5C 6 411,1

Q16658 FSCN1 6 403,65

Q9UBX3 SLC25A10 6 398,83

Q03188 CENPC1 6 396,91

P17931 LGALS3 6 395,67

Q13489 BIRC3 6 395,34

P04156 PRNP 6 393,68

Q7Z3C6 ATG9A 6 387,4

Q8N543 OGFOD1 6 386,49

Q6NZY4 ZCCHC8 6 383,17

Q13105 ZBTB17 6 381,23

Q13137 CALCOCO2 6 381,2

Q02978 SLC25A11 6 374,6

O43683 BUB1 6 374,04

Q9NX18 SDHAF2 6 372,7

O75127 PTCD1 6 372,21

Q96LD4 TRIM47 6 368,99

Q9NY93 DDX56 6 364,36

Q9Y5X3 SNX5 6 363,02

Q13976 PRKG1 6 361,05

P02766 TTR 6 360,83

Q8IXI1 RHOT2 6 359,19

P54619 PRKAG1 6 359,04

P19367 HK1 6 356,16

Q13636 RAB31 6 352,81

P48637 GSS 6 350,75

Q13164 MAPK7 6 344,7

Q03468 ERCC6 6 344,62

Q7L5D6 GET4 6 341,35

Q9H9B1 EHMT1 6 335,5

O43261 DLEU1 6 332,04

Q13310 PABPC4 6 331,31

Q92997 DVL3 6 327,92

Q6UX04 CWC27 6 327,41

P43694 GATA4 6 325,35

Q69YH5 CDCA2 6 322,65

O95639 CPSF4 6 321,12

P30519 HMOX2 6 319,36

Q9P0U3 SENP1 6 315,06

Q9Y3F4 STRAP 6 314,94

Q15172 PPP2R5A 6 313,94

P29401 TKT 6 313,83

Q9UKR5 C14orf1 6 313,67

P50453 SERPINB9 6 311,62

Q9Y3C8 UFC1 6 309,49

P14649 MYL6B 6 309,15

Q92569 PIK3R3 6 306,81

Q9H4M9 EHD1 6 305,25

Q9H334 FOXP1 6 301,75

Q99704 DOK1 6 298,54

Q9H4L5 OSBPL3 6 297,93

Q8IZL9 CDK20 6 296,03

Q14155 ARHGEF7 6 295,29

Q9BX70 BTBD2 6 293,75

P25791 LMO2 6 293,14

O15511 ARPC5 6 290,84

Q06418 TYRO3 6 290,33

Q9H8T0 AKTIP 6 284,55

Q9UFF9 CNOT8 6 282,42

A1X283 SH3PXD2B 6 281,74

P26651 ZFP36 6 276,07

P61968 LMO4 6 275,84

O15084 ANKRD28 6 274,92

O95467 GNAS 6 271,36

Q12996 CSTF3 6 269,3

O95831 AIFM1 6 268,52

O75569 PRKRA 6 264,58

Q9Y4W2 LAS1L 6 262,67

P52756 RBM5 6 261,5

Q86U06 RBM23 6 257,32

Q8WTS6 SETD7 6 256,69

P62736 ACTA2 6 246,68

Q13480 GAB1 6 243,66

Q13387 MAPK8IP2 6 237,96

Q14181 POLA2 6 236,53

P15407 FOSL1 6 235,86

Q9H1I8 ASCC2 6 235,7

P10253 GAA 6 231,89

P19012 KRT15 6 231,65

P17947 SPI1 6 230,63

Q8WV44 TRIM41 6 229,68

Q86WR7 C10orf47 6 229,38

Q9H4L4 SENP3 6 223,32

Q92538 GBF1 6 220,17

O96008 TOMM40 6 215,56

Q9BZF1 OSBPL8 6 214,38

Q9BTM9 URM1 6 213,82

P02549 SPTA1 6 209,15

P52888 THOP1 6 209,02

O43592 XPOT 6 207,54

O75955 FLOT1 6 207,36

Q9H4B7 TUBB1 6 200,12

Q8WZ74 CTTNBP2 6 198,76

Q9NPD3 EXOSC4 6 197,54

Q6XZF7 DNMBP 6 196,82

Q9UMR5 PPT2 6 193,68

O15013 ARHGEF10 6 192,12

Q6VMQ6 ATF7IP 6 188,54

O95863 SNAI1 6 183,51

Q92522 H1FX 6 182,72

Q99996 AKAP9 6 181,86

P17661 DES 6 175,98

P41279 MAP3K8 6 175,19

Q16719 KYNU 6 172,24

Q96S82 UBL7 6 171,59

Q9NR56 MBNL1 6 171,58

P42765 ACAA2 6 171,58

Q58WW2 DCAF6 6 171,13

Q14451 GRB7 6 170,87

Q99684 GFI1 6 166,57

O14530 TXNDC9 6 165,41

O95997 PTTG1 6 163,69

P68363 TUBA1B 6 163,56

P02792 FTL 6 162,96

Q92887 ABCC2 6 162,69

Q9UBB4 ATXN10 6 160,39

P19235 EPOR 6 159,83

Q9NQT4 EXOSC5 6 158,51

O95630 STAMBP 6 156,9

Q14526 HIC1 6 156,23

Q8IWV7 UBR1 6 154,63

O43252 PAPSS1 6 146,48

O43264 ZW10 6 146,36

O95568 METTL18 6 145,53

P08235 NR3C2 6 145,05

O00555 CACNA1A 6 143,89

P09622 DLD 6 143,6

O75461 E2F6 6 141,3

O76021 RSL1D1 6 141,1

Q9BQ83 SLX1A 6 137,8

Q13950 RUNX2 6 137,42

Q9HCE1 MOV10 6 135,33

Q9HB75 PIDD 6 134,05

Q92973 TNPO1 6 126,3

Q13191 CBLB 6 124,78

P60604 UBE2G2 6 123,81

Q12792 TWF1 6 116,99

Q96PM5 RCHY1 6 116,76

Q9Y2Q9 MRPS28 6 115,52

Q9P0W2 HMG20B 6 115,13

Q13247 SRSF6 6 112,83

Q8WVM7 STAG1 6 111,24

P36957 DLST 6 110,19

Q15672 TWIST1 6 108,6

Q8IXM3 MRPL41 6 105,96

Q96JN8 NEURL4 6 105,32

P40926 MDH2 6 104,38

P15735 PHKG2 6 101,6

P29375 KDM5A 6 96

Q96C86 DCPS 6 91,9

P57081 WDR4 6 88,13

Q9Y2X0 MED16 6 84,48

Q9UJ70 NAGK 6 78,13

O00442 RTCA 6 78,01

Q9NY27 PPP4R2 6 74,33

Q70CQ1 USP49 6 74

Q9UHV7 MED13 6 64,85

Q9NXH9 TRMT1 6 61,72

P62273 RPS29 6 53,71

Q9NWX6 THG1L 6 46,06

O76064 RNF8 6 45,23

O14562 UBFD1 6 44,49

P14735 IDE 6 38,73

P28370 SMARCA1 6 36,49

Q8N573 OXR1 6 33,06

Q9BUV8 C20orf24 6 29,93

Q71SY5 MED25 6 17,41

P13716 ALAD 6 12

P05813 CRYBA1 5 17755,51

Q9UGV2 NDRG3 5 10735,66

Q86YS7 KIAA0528 5 10253,23

Q86SQ9 DHDDS 5 9907,09

O75896 TUSC2 5 9018,18

Q14320 FAM50A 5 8913,81

Q96IT1 ZNF496 5 6648,11

O43150 ASAP2 5 5372,83

Q16385 SSX2 5 5322,22

O43516 WIPF1 5 5047,21

Q5VU43 PDE4DIP 5 4252,09

P36896 ACVR1B 5 3948,82

Q9C040 TRIM2 5 3892,24

Q08117 AES 5 3433,23

Q9HC35 EML4 5 3373,67

Q92930 RAB8B 5 3063,32

P10412 HIST1H1E 5 2713,94

Q9UIF9 BAZ2A 5 2703,48

Q9Y2D8 SSX2IP 5 2654,87

Q9H093 NUAK2 5 2580,91

Q5JRA6 MIA3 5 2448,77

P04181 OAT 5 2344,7

Q7L3B6 CDC37L1 5 2333,77

Q01968 OCRL 5 2330,91

Q7Z419 RNF144B 5 2307,57

P35609 ACTN2 5 2256,73

Q86U90 YRDC 5 2239,28

O95999 BCL10 5 2125,91

Q09013 DMPK 5 2079,11

O00206 TLR4 5 2078,81

Q16537 PPP2R5E 5 1965,61

Q6NXR4 TTI2 5 1964,09

Q99442 SEC62 5 1907,33

O75558 STX11 5 1838,09

Q15334 LLGL1 5 1817,92

Q8NFJ9 BBS1 5 1799,69

O14490 DLGAP1 5 1759,56

P61204 ARF3 5 1725,05

Q14209 E2F2 5 1717,37

Q9BWF2 TRAIP 5 1696,15

Q14149 MORC3 5 1679,57

O43541 SMAD6 5 1658,27

O95429 BAG4 5 1621,76

Q9UPV0 CEP164 5 1605,5

Q13748 TUBA3D 5 1588,13

Q8WY36 BBX 5 1559,98

Q9NR12 PDLIM7 5 1541,45

P53567 CEBPG 5 1518,51

Q5RKV6 EXOSC6 5 1511,36

O95819 MAP4K4 5 1473,9

Q07065 CKAP4 5 1434,07

O14893 GEMIN2 5 1405,19

Q15027 ACAP1 5 1403,96

Q9HC62 SENP2 5 1389,65

Q3B726 TWISTNB 5 1367,5

P02649 APOE 5 1355,04

Q9HBH9 MKNK2 5 1332,57

Q96EV8 DTNBP1 5 1289,46

Q13287 NMI 5 1281,73

Q14344 GNA13 5 1279,11

O95747 OXSR1 5 1277,97

Q9NY33 DPP3 5 1263,69

A3KN83 SBNO1 5 1236,02

Q96TC7 FAM82A2 5 1234,58

P42679 MATK 5 1206

Q9NRP7 STK36 5 1191,27

P40925 MDH1 5 1157,04

P18077 RPL35A 5 1135,14

Q96P16 RPRD1A 5 1122,05

Q14687 GSE1 5 1089,34

Q9P253 VPS18 5 1030,68

Q6P1L5 FAM117B 5 1014,74

Q96EP5 DAZAP1 5 1010,14

P62942 FKBP1A 5 1003,82

O60583 CCNT2 5 1001,2

P78364 PHC1 5 990,35

Q14186 TFDP1 5 978,42

Q9UM47 NOTCH3 5 969,44

P40424 PBX1 5 967,29

P35527 KRT9 5 966,63

P50897 PPT1 5 965,96

Q9Y3D3 MRPS16 5 964,37

P61020 RAB5B 5 955,03

P00966 ASS1 5 946,15

P31350 RRM2 5 943,77

O60496 DOK2 5 915,96

Q71UI9 H2AFV 5 903,76

Q13094 LCP2 5 901,73

Q9GZN2 TGIF2 5 901,03

P04264 KRT1 5 893,68

P10912 GHR 5 881,96

P41212 ETV6 5 876,02

Q14511 NEDD9 5 872,47

Q96G46 DUS3L 5 824,16

Q99880 HIST1H2BL 5 819,6

P02533 KRT14 5 814,58

Q8NEY1 NAV1 5 812,28

Q53HL2 CDCA8 5 811,72

Q7L014 DDX46 5 806,84

Q06265 EXOSC9 5 783,56

Q9HAF1 MEAF6 5 753,11

Q13643 FHL3 5 751,41

O95260 ATE1 5 747,3

O43583 DENR 5 743,71

P28331 NDUFS1 5 742,9

Q13705 ACVR2B 5 738,34

Q9H8W4 PLEKHF2 5 738,26

P01137 TGFB1 5 734,48

Q9H1B7 IRF2BPL 5 699,21

Q9NQU5 PAK6 5 693,18

Q8N1G4 LRRC47 5 682,15

Q9GZY8 MFF 5 674,19

P54198 HIRA 5 672,63

P09601 HMOX1 5 672,6

Q14997 PSME4 5 669,82

O14737 PDCD5 5 658,47

P26885 FKBP2 5 653,94

Q13009 TIAM1 5 649,97

P30041 PRDX6 5 649,96

P81605 DCD 5 642,64

P78536 ADAM17 5 642,55

Q9NRL2 BAZ1A 5 636,46



P07199 CENPB 5 629,65

Q8NI35 INADL 5 627,69

Q9H9J2 MRPL44 5 625,74

P08779 KRT16 5 622,88

Q9BUF5 TUBB6 5 622,56

O75164 KDM4A 5 620

Q9UI08 EVL 5 616,18

Q9UPP1 PHF8 5 605,63

Q9H2H8 PPIL3 5 600,57

P43354 NR4A2 5 593,29

Q9NR96 TLR9 5 593,14

Q5VVX9 UBE2U 5 585,87

P49915 GMPS 5 583,97

Q96K17 BTF3L4 5 581,85

Q9BV68 RNF126 5 572,16

O15117 FYB 5 566,85

Q9BV86 NTMT1 5 558,01

Q96J01 THOC3 5 547,46

Q07890 SOS2 5 542,39

Q0JRZ9 FCHO2 5 541,53

Q8IX03 WWC1 5 525,65

P62166 NCS1 5 513

Q15013 MAD2L1BP 5 509,98

O43913 ORC5 5 503,98

Q8N1F8 STK11IP 5 501,03

P24723 PRKCH 5 495,89

Q8IYW5 RNF168 5 494,18

O00479 HMGN4 5 490,93

Q86Y13 DZIP3 5 483,02

Q96FW1 OTUB1 5 482,26

Q8TDN6 BRIX1 5 479,46

O94905 ERLIN2 5 472,04

P17861 XBP1 5 467,37

Q13356 PPIL2 5 462,82

P11166 SLC2A1 5 461,38

Q9NYL9 TMOD3 5 458,55

P02787 TF 5 457,34

P16581 SELE 5 455,43

Q15434 RBMS2 5 448,41

Q5GLZ8 HERC4 5 448,22

O94832 MYO1D 5 447,87

P37837 TALDO1 5 447,11

Q02224 CENPE 5 447,07

P06703 S100A6 5 446,38

Q6ZNA4 RNF111 5 428,77

Q9Y244 POMP 5 426,37

P31949 S100A11 5 416,99

Q03252 LMNB2 5 416,69

Q16623 STX1A 5 414,82

Q96KQ4 PPP1R13B 5 413,99

P20645 M6PR 5 406,9

Q9Y3R0 GRIP1 5 406,35

P10826 RARB 5 401,44

Q7Z3B3 KANSL1 5 400,61

Q9BYT3 STK33 5 400,47

Q5T447 HECTD3 5 399,17

Q12809 KCNH2 5 396,89

Q8WV28 BLNK 5 394,51

Q99733 NAP1L4 5 385,98

Q99714 HSD17B10 5 385,92

Q9Y2M5 KLHL20 5 385,78

P50395 GDI2 5 385,18

Q68CJ9 CREB3L3 5 383,24

Q9BSE5 AGMAT 5 383,12

Q96QE3 ATAD5 5 376,3

P49189 ALDH9A1 5 373,96

P41219 PRPH 5 371,6

O75676 RPS6KA4 5 371

Q15078 CDK5R1 5 369,49

Q9NW68 BSDC1 5 368,31

Q15262 PTPRK 5 366,84

Q9H4G0 EPB41L1 5 364,36

P20749 BCL3 5 362,62

Q9HA38 ZMAT3 5 356,39

Q12805 EFEMP1 5 354,56

O75151 PHF2 5 353,7

O60282 KIF5C 5 346,75

P10586 PTPRF 5 345,61

Q9H5J8 TAF1D 5 344,49

Q13190 STX5 5 341,5

P36507 MAP2K2 5 340,55

P51116 FXR2 5 339,31

Q15075 EEA1 5 335,15

Q9UBS0 RPS6KB2 5 332,89

Q99848 EBNA1BP2 5 332,75

Q02556 IRF8 5 332,36

Q14202 ZMYM3 5 331,73

Q9Y4X5 ARIH1 5 330,69

O75398 DEAF1 5 329,05

O60518 RANBP6 5 328,6

P05107 ITGB2 5 327,46

Q9NXK8 FBXL12 5 327,46

Q9ULV3 CIZ1 5 324,71

Q9H0H5 RACGAP1 5 324,28

O14788 TNFSF11 5 323,93

P31269 HOXA9 5 319,3

Q9H1R3 MYLK2 5 318,53

Q9BYC9 MRPL20 5 316,82

Q6NZI2 PTRF 5 314,69

Q15349 RPS6KA2 5 312,45

P53779 MAPK10 5 309,94

Q15776 ZNF192 5 307,92

Q9UKD2 MRTO4 5 305,61

Q99741 CDC6 5 304,3

Q02779 MAP3K10 5 301,02

Q9H8S9 MOB1A 5 299,37

O00308 WWP2 5 298,63

Q13332 PTPRS 5 297,83

O95453 PARN 5 296,34

Q99615 DNAJC7 5 293,65

Q9P0W5 SCHIP1 5 292,66

Q7L590 MCM10 5 291,47

Q96Q40 CDK15 5 291,04

P17936 IGFBP3 5 289,99

Q15633 TARBP2 5 282,83

Q9H2U1 DHX36 5 282,06

P05106 ITGB3 5 281,84

Q9ULH0 KIDINS220 5 281,52

Q8WUA2 PPIL4 5 280,91

P16401 HIST1H1B 5 277,27

Q96DV4 MRPL38 5 276,76

Q9ULL5 PRR12 5 273,75

Q96RI1 NR1H4 5 269,51

Q8TBZ3 WDR20 5 266,02

Q13216 ERCC8 5 265,71

O14933 UBE2L6 5 262,51

O75081 CBFA2T3 5 261,19

Q9BQ66 KRTAP4-12 5 257,76

Q8IWW6 ARHGAP12 5 253,75

Q9UMS6 SYNPO2 5 253,4

Q9NVW2 RLIM 5 250,75

Q00796 SORD 5 249,26

P62508 ESRRG 5 249

P56817 BACE1 5 248,07

Q9Y6I3 EPN1 5 247,79

P48681 NES 5 247,28

Q9H6E5 TUT1 5 246,58

Q99598 TSNAX 5 245,63

Q9H3U1 UNC45A 5 244,07

Q92541 RTF1 5 243,41

Q03113 GNA12 5 243,35

Q10567 AP1B1 5 241,44

P05109 S100A8 5 239,04

P09497 CLTB 5 232,84

Q9H814 PHAX 5 232,68

Q9H0A6 RNF32 5 231,63

Q5T5Y3 CAMSAP1 5 229,41

Q9GZS3 WDR61 5 226,35

Q14207 NPAT 5 224,16

Q8WXF1 PSPC1 5 222,25

P06746 POLB 5 219,4

Q9BWC9 CCDC106 5 216,53

Q9NYK5 MRPL39 5 215,98

Q15751 HERC1 5 214,34

P43403 ZAP70 5 212,69

Q86X95 CIR1 5 210,07

Q14137 BOP1 5 207,25

Q5T5C0 STXBP5 5 206,89

P13631 RARG 5 205,33

P20962 PTMS 5 205,13

Q8N257 HIST3H2BB 5 204,93

Q96I15 SCLY 5 200,01

O00488 ZNF593 5 197,4

Q13424 SNTA1 5 197,28

Q96CS2 HAUS1 5 197,21

O14939 PLD2 5 191,11

Q9BSM1 PCGF1 5 189,51

Q8NHQ1 CEP70 5 188,14

O15519 CFLAR 5 184,57

P16234 PDGFRA 5 181,44

Q9HB09 BCL2L12 5 181,39

Q14331 FRG1 5 181,38

Q8IWC1 MAP7D3 5 179,39

P22695 UQCRC2 5 179,24

Q92759 GTF2H4 5 178,33

P22607 FGFR3 5 177,94

P30044 PRDX5 5 175,22

Q9Y5U4 INSIG2 5 174,3

Q8TF74 WIPF2 5 171,29

Q9Y4R8 TELO2 5 171,18

Q9BRJ2 MRPL45 5 167,74

Q9GZT6 CCDC90B 5 166,71

O14717 TRDMT1 5 166,14

Q9P015 MRPL15 5 164,18

O14593 RFXANK 5 160,5

P63172 DYNLT1 5 159,24

P09211 GSTP1 5 157,49

Q13163 MAP2K5 5 157,09

Q9BUL9 RPP25 5 153,55

Q8NG27 PJA1 5 152,44

P11234 RALB 5 151,93

Q9NSK0 KLC4 5 151,92

O14686 MLL2 5 151,16

P18074 ERCC2 5 150,8

Q5T5X7 BEND3 5 147,23

Q9HB07 C12orf10 5 143,7

Q9BZF9 UACA 5 140,61

O95394 PGM3 5 140,13

Q15382 RHEB 5 134,48

Q6ZRP7 QSOX2 5 133,84

P62068 USP46 5 132,89

Q5TAQ9 DCAF8 5 132,75

Q9NUU7 DDX19A 5 131,17

P12544 GZMA 5 129,94

Q96Q11 TRNT1 5 129,18

P16885 PLCG2 5 127,91

Q9BUU2 METTL22 5 127,88

Q9UK45 LSM7 5 123,55

O00139 KIF2A 5 122,26

O60861 GAS7 5 120,72

O95251 KAT7 5 119,87

P11217 PYGM 5 119,74

Q14847 LASP1 5 118,54

O75874 IDH1 5 117,84

O43255 SIAH2 5 114,31

Q9H6Z9 EGLN3 5 111,47

Q9H0N5 PCBD2 5 110,9

Q9BY43 CHMP4A 5 110,7

Q9NQW6 ANLN 5 110,54

P19544 WT1 5 108,07

Q9NUG6 PDRG1 5 102,99

Q9UHY8 FEZ2 5 102,14

P01130 LDLR 5 99,01

Q9UHD1 CHORDC1 5 97,51

P62310 LSM3 5 95,5

P30305 CDC25B 5 93,88

O60814 HIST1H2BK 5 91,06

Q9P275 USP36 5 90,98

O95931 CBX7 5 89,73

Q96DT6 ATG4C 5 89,45

P05060 CHGB 5 86,51

Q96IR7 HPDL 5 85,91

Q9HA65 TBC1D17 5 82,69

O95271 TNKS 5 81,6

Q9UNL2 SSR3 5 78,93

Q9BYN8 MRPS26 5 75,7

Q9NPJ3 ACOT13 5 73,46

P11277 SPTB 5 73,29

Q14432 PDE3A 5 71,38

Q8IW41 MAPKAPK5 5 70,41

Q9H2P0 ADNP 5 69,96

P0C0S5 H2AFZ 5 67,89

Q6EMK4 VASN 5 67,49

P01023 A2M 5 66,8

P36543 ATP6V1E1 5 66,59

O75791 GRAP2 5 66,39

Q9BUR4 WRAP53 5 66,24

O14929 HAT1 5 66,06

P31270 HOXA11 5 65,98

Q9UBK9 UXT 5 65,27

Q13011 ECH1 5 64,45

Q9Y5J7 TIMM9 5 63,65

Q92925 SMARCD2 5 63,58

Q13127 REST 5 60,45

Q9NQW7 XPNPEP1 5 59,7

Q8N5S9 CAMKK1 5 58,58

Q15306 IRF4 5 57,57

Q9UHW5 GPN3 5 54,08

O75364 PITX3 5 53,28

P01133 EGF 5 48,37

P29558 RBMS1 5 47,36

O43156 TTI1 5 45,29

Q8TAP9 MPLKIP 5 42,7

P04216 THY1 5 41,14

Q15527 SURF2 5 36,77

Q9BRV8 SIKE1 5 36,53

P55345 PRMT2 5 35,98

Q13423 NNT 5 35,2

O43741 PRKAB2 5 33,59

Q14657 LAGE3 5 33,53

P52306 RAP1GDS1 5 33,05

Q9P2Y5 UVRAG 5 31,32

Q9BXV9 C14orf142 5 30,84

Q9UHF7 TRPS1 5 30,73

O94903 PROSC 5 30,2

Q8TF05 PPP4R1 5 29,15

Q9UKS7 IKZF2 5 28,55

Q7Z2E3 APTX 5 27,77

P78395 PRAME 5 26,92

O15541 RNF113A 5 26,63

Q86XA0 METTL23 5 26,08

Q8TAA3 PSMA8 5 25,92

Q14562 DHX8 5 24,68

Q8IW19 APLF 5 22,06

Q12769 NUP160 5 21,41

P22223 CDH3 5 21,28

Q5VV41 ARHGEF16 5 20,75

Q96MH2 HEXIM2 5 17,71

Q96LI5 CNOT6L 5 16,98

Q9Y3X0 CCDC9 5 15,27

P61254 RPL26 5 15,03

Q9UM13 ANAPC10 5 14,08

P41223 BUD31 5 12,57

O00472 ELL2 5 6,46

P01911 HLA-DRB1 5 6,27

Q9UGI0 ZRANB1 5 6,12

Q8NHZ8 CDC26 5 1,27

Q6UWZ7 FAM175A 5 0

Q5PSV4 BRMS1L 5 0

Q9P2K3 RCOR3 5 0

P02511 CRYAB 4 19378,06

Q9P206 KIAA1522 4 9544,24

P46020 PHKA1 4 9291,59

P51153 RAB13 4 9234,17

Q99502 EYA1 4 8993,53

Q9BPU6 DPYSL5 4 8906,36

Q5TC82 RC3H1 4 8865,56

Q8N5I9 C12orf45 4 8860,8

Q12852 MAP3K12 4 5522,83

P52789 HK2 4 5135,17

P20810 CAST 4 4004,88

Q8TDJ6 DMXL2 4 3542,32

P35612 ADD2 4 3091,58

Q5VVQ6 YOD1 4 3078,46

Q15417 CNN3 4 3038,24

Q96BD6 SPSB1 4 2625,36

Q14019 COTL1 4 2482,49

Q7Z628 NET1 4 2452,08

Q16832 DDR2 4 2362,65

Q9HC78 ZBTB20 4 2227,57

Q53HC5 KLHL26 4 2154,75

Q9BTT6 LRRC1 4 2134,89

O43298 ZBTB43 4 2044,9

O94887 FARP2 4 2039,35

P49910 ZNF165 4 1971,03

P11717 IGF2R 4 1949,54

P05026 ATP1B1 4 1938,03

P51452 DUSP3 4 1890,72

Q9P265 DIP2B 4 1870,3

Q99523 SORT1 4 1864,4

Q92615 LARP4B 4 1790,56

Q13023 AKAP6 4 1778,61

Q7Z624 CAMKMT 4 1772,96

O95886 DLGAP3 4 1731,56

Q9NYS7 WSB2 4 1723,48

P52732 KIF11 4 1669,95

O15533 TAPBP 4 1654,12

O60880 SH2D1A 4 1650,03

Q9UBK7 RABL2A 4 1635,45

Q96IP4 FAM46A 4 1631,07

Q02535 ID3 4 1603,84

Q13951 CBFB 4 1576,43

Q86YN6 PPARGC1B 4 1570,21

Q13325 IFIT5 4 1538,66

Q15562 TEAD2 4 1538,22

Q8IYA7 MKX 4 1495,02

Q96C00 ZBTB9 4 1492,18

O60701 UGDH 4 1483,5

P11047 LAMC1 4 1471,07

P82664 MRPS10 4 1451,03

Q6IAA8 LAMTOR1 4 1443,4

Q9UKT5 FBXO4 4 1426,87

Q8NI29 FBXO27 4 1426,87

Q9H5J0 ZBTB3 4 1371,38

Q15011 HERPUD1 4 1334,5

Q9HCK4 ROBO2 4 1318,21

Q06481 APLP2 4 1311,03

O43609 SPRY1 4 1304,38

Q9UIV1 CNOT7 4 1277,64

Q92572 AP3S1 4 1259,4

O95302 FKBP9 4 1200,39

Q15155 NOMO1 4 1188,92

Q8IYH5 ZZZ3 4 1161,41

Q9UM82 SPATA2 4 1120,01

Q70UQ0 IKBIP 4 1100,76

P23771 GATA3 4 1100,14

Q07352 ZFP36L1 4 1097,44

O95989 NUDT3 4 1064,16

O76003 GLRX3 4 1062,45

Q96RK4 BBS4 4 1039,34

Q5VYV7 SLX4IP 4 1004,2

P33897 ABCD1 4 986,49

Q8N680 ZBTB2 4 981,96

P0C0S8 HIST1H2AK 4 981,11

Q8NEM7 FAM48A 4 973,03

Q9H3M7 TXNIP 4 959,66

Q5TB80 KIAA1009 4 948,88

P56134 ATP5J2 4 944,46

O15503 INSIG1 4 918,12

O75030 MITF 4 912,69

Q12788 TBL3 4 903,64

Q96EE3 SEH1L 4 896,64

P55197 MLLT10 4 871,51

P40425 PBX2 4 870,78

Q13614 MTMR2 4 861,35

Q9NR28 DIABLO 4 860,86

Q15723 ELF2 4 855,92

O43303 CCP110 4 853,11

P62873 GNB1 4 849,12

Q6NW29 RWDD4 4 843,64

P15151 PVR 4 842,59

O95758 PTBP3 4 840,1

Q92845 KIFAP3 4 836,86

Q00978 IRF9 4 776,75

Q9HCM9 TRIM39 4 774,79

P13647 KRT5 4 770,07

Q96C92 SDCCAG3 4 762,78

Q8N488 RYBP 4 727,16

P07550 ADRB2 4 720,64

Q9H4B6 SAV1 4 706,72

Q16649 NFIL3 4 696,09

Q99417 MYCBP 4 684,74

Q9H3R5 CENPH 4 683,75

Q9H7N4 SCAF1 4 677,64

Q9UL42 PNMA2 4 651,89

Q13087 PDIA2 4 646,1

Q8NF37 LPCAT1 4 637,86

Q9NZI7 UBP1 4 636,78

P49754 VPS41 4 626,81

P61916 NPC2 4 620,84

Q8IWR0 ZC3H7A 4 619,67

Q9NX24 NHP2 4 612,32

P00390 GSR 4 611,9

P07197 NEFM 4 609,47

Q96GN5 CDCA7L 4 608,04

Q92754 TFAP2C 4 605,67

O75362 ZNF217 4 603,8

Q9HC36 RNMTL1 4 602,55

Q15906 VPS72 4 594,17

Q8IVS2 MCAT 4 584,2

Q5HYJ3 FAM76B 4 579,99

Q9BZX2 UCK2 4 579,27

O00482 NR5A2 4 575,73

Q8N806 UBR7 4 568,44

Q9NVD7 PARVA 4 567,27

P61927 RPL37 4 547,84

Q96PZ0 PUS7 4 547,16

Q9NXE4 SMPD4 4 543,96

O75380 NDUFS6 4 539,72

Q9NPQ8 RIC8A 4 537,79

P08648 ITGA5 4 537,71

Q96D46 NMD3 4 537,38

P28290 SSFA2 4 535,56

Q02763 TEK 4 528,31

P32519 ELF1 4 519,52

Q99583 MNT 4 518,63

Q86VP1 TAX1BP1 4 514,94

Q9UPQ0 LIMCH1 4 513,96

Q16827 PTPRO 4 510,67

Q9BTT0 ANP32E 4 507,27

P51148 RAB5C 4 504,06

Q9UHR4 BAIAP2L1 4 482,09

P53999 SUB1 4 478,28

Q96JM3 CHAMP1 4 475,33

P17600 SYN1 4 472,56

Q8IXB1 DNAJC10 4 466,67

Q5VT06 CEP350 4 459,88

Q99439 CNN2 4 455,39

P49286 MTNR1B 4 453,68

Q9P1Z2 CALCOCO1 4 451,81

P07766 CD3E 4 449,57

Q9H6F5 CCDC86 4 442,32

Q8NI27 THOC2 4 438,18

Q9UBS3 DNAJB9 4 429,49

Q9Y376 CAB39 4 428,03

P42680 TEC 4 423,01

Q9Y5L0 TNPO3 4 422,53

P57059 SIK1 4 415,88

Q92843 BCL2L2-PABPN1 4 413,7

Q5TCZ1 SH3PXD2A 4 410,48

Q9H7B4 SMYD3 4 409,91

Q9UMY4 SNX12 4 406,28

P15924 DSP 4 406,13

P15822 HIVEP1 4 402,88

Q9BVA1 TUBB2B 4 402,61

Q15836 VAMP3 4 397,27

Q7Z309 FAM122B 4 397,12

P35908 KRT2 4 396,11

Q8NEB9 PIK3C3 4 391,64

O00220 TNFRSF10A 4 390,81

P78386 KRT85 4 390,68

Q9Y496 KIF3A 4 389,52

Q9NXF1 TEX10 4 387,3

O14640 DVL1 4 385,14

Q15121 PEA15 4 384,92

Q6P6C2 ALKBH5 4 376,41

Q9ULJ3 ZNF295 4 375,97

O14656 TOR1A 4 367,3

P49903 SEPHS1 4 365,76

P00403 MT-CO2 4 365,05

Q9Y295 DRG1 4 364,76

Q92989 CLP1 4 363,88

Q9HCG8 CWC22 4 363,27

P30793 GCH1 4 362,11

O95477 ABCA1 4 357,06

O75496 GMNN 4 356,47

Q9NX63 CHCHD3 4 356,47

P23470 PTPRG 4 354,08

Q14669 TRIP12 4 352,55

O43795 MYO1B 4 342,93

P43364 MAGEA11 4 342,88

Q9Y620 RAD54B 4 342,74

P42685 FRK 4 335,85

Q9BUL5 PHF23 4 334,99

P78543 BTG2 4 333,56

Q16890 TPD52L1 4 333,23

Q9GZT9 EGLN1 4 329,84

O15055 PER2 4 329,46

Q9BRA2 TXNDC17 4 328,91

Q9BPX7 C7orf25 4 327,05

P13501 CCL5 4 327,03

Q8NHM5 KDM2B 4 322,49

O00165 HAX1 4 320,94

Q99697 PITX2 4 315,45

O00203 AP3B1 4 313,52

P30520 ADSS 4 312,1

O15226 NKRF 4 305,74

Q9HC44 GPBP1L1 4 303,85

Q9Y239 NOD1 4 303,65



Q71F23 MLF1IP 4 301,91

O43299 AP5Z1 4 301,23

P06396 GSN 4 298,33

Q9NVM9 ASUN 4 297,74

Q9Y577 TRIM17 4 296,83

Q12851 MAP4K2 4 296,29

Q6W2J9 BCOR 4 293,78

P53671 LIMK2 4 293,69

Q8N668 COMMD1 4 291,39

Q96P70 IPO9 4 290,42

Q12846 STX4 4 289,42

O95433 AHSA1 4 289,18

O95967 EFEMP2 4 288,63

Q6KC79 NIPBL 4 287,53

Q13576 IQGAP2 4 286,64

Q06547 GABPB1 4 285,91

Q9Y2T1 AXIN2 4 283,85

Q9H6K1 C6orf106 4 283,08

Q15785 TOMM34 4 281,22

P55212 CASP6 4 278,03

Q4KMP7 TBC1D10B 4 277,58

Q8NG31 CASC5 4 270,89

P46100 ATRX 4 268,18

Q92530 PSMF1 4 268,16

Q14765 STAT4 4 261,66

O75390 CS 4 258,76

Q9NVE7 PANK4 4 256,89

Q9Y5U2 TSSC4 4 256,38

Q01850 CDR2 4 251,67

Q9H944 MED20 4 251,13

Q9NR20 DYRK4 4 250,26

Q86SE5 RALYL 4 248,59

P25025 CXCR2 4 246,72

Q9Y2I8 WDR37 4 241,08

O76094 SRP72 4 240,18

P57088 TMEM33 4 239,23

Q8N5D0 WDTC1 4 239,23

O94973 AP2A2 4 238,87

P00918 CA2 4 236,56

P02741 CRP 4 236,15

Q9UPX8 SHANK2 4 235,9

Q96EK4 THAP11 4 235,52

P13804 ETFA 4 231,48

P50213 IDH3A 4 229,56

O00327 ARNTL 4 227,74

Q9NX01 TXNL4B 4 219,25

Q8IZQ8 MYOCD 4 217,43

Q13895 BYSL 4 217,29

Q15569 TESK1 4 217,27

Q16620 NTRK2 4 215,45

Q16288 NTRK3 4 215,45

Q9UPT6 MAPK8IP3 4 214,55

P08237 PFKM 4 210,93

Q9P2N7 KLHL13 4 210,07

P54819 AK2 4 207,56

P00491 PNP 4 206,36

Q9BY42 RTFDC1 4 204,7

Q92794 KAT6A 4 204,43

Q93045 STMN2 4 203,43

Q96PF2 TSSK2 4 203,24

P13489 RNH1 4 201,3

P42695 NCAPD3 4 200,15

Q15466 NR0B2 4 199,78

Q13224 GRIN2B 4 198,64

O76080 ZFAND5 4 195,02

Q92985 IRF7 4 194,93

Q8WYP5 AHCTF1 4 194,34

O15534 PER1 4 193,83

O75386 TULP3 4 193,05

O60383 GDF9 4 192,72

Q09019 DMWD 4 192,24

Q8NFZ5 TNIP2 4 190,09

P19404 NDUFV2 4 189,97

O15347 HMGB3 4 189,64

P41180 CASR 4 188,34

Q9BVI4 NOC4L 4 188,2

Q86TM6 SYVN1 4 183,27

Q7L7X3 TAOK1 4 182,41

P33552 CKS2 4 180,23

Q9H0U4 RAB1B 4 179,86

P82650 MRPS22 4 178,94

O60306 AQR 4 178,55

Q5JR59 MTUS2 4 178,54

Q9NR46 SH3GLB2 4 175,4

O00148 DDX39A 4 175,06

P50548 ERF 4 173,31

Q8N6Y0 USHBP1 4 172,3

Q15773 MLF2 4 171,59

Q53GL7 PARP10 4 171,49

Q9BQY4 RHOXF2 4 171,41

P28347 TEAD1 4 170,83

Q8WVV9 HNRPLL 4 170,82

O43889 CREB3 4 169,14

P48357 LEPR 4 168,71

P69891 HBG1 4 166,22

Q9Y263 PLAA 4 166,18

P21802 FGFR2 4 164,16

Q16828 DUSP6 4 164,14

Q14541 HNF4G 4 163,8

P28799 GRN 4 162,39

Q96A26 FAM162A 4 162,15

Q13433 SLC39A6 4 160,69

O95751 LDOC1 4 158,57

Q9BVG4 CXorf26 4 158,23

O15116 LSM1 4 157,57

P56589 PEX3 4 156,96

P49419 ALDH7A1 4 156,96

Q96JK9 MAML3 4 156,13

P62879 GNB2 4 155,86

P48382 RFX5 4 154,53

Q9Y468 L3MBTL1 4 154

Q9H2F5 EPC1 4 153,7

Q52LR7 EPC2 4 153,7

P78560 CRADD 4 152,86

P04275 VWF 4 152,48

P61619 SEC61A1 4 151,66

Q8IY31 IFT20 4 150,94

Q14500 KCNJ12 4 149,11

O00264 PGRMC1 4 147,71

Q5VV17 OTUD1 4 146,87

P98164 LRP2 4 146,1

Q9Y3C0 CCDC53 4 144,37

Q9H7D7 WDR26 4 143,51

Q15181 PPA1 4 143,15

Q9UKP3 ITGB1BP2 4 141,93

Q14814 MEF2D 4 141,92

P50416 CPT1A 4 141,74

Q13554 CAMK2B 4 141,14

P21359 NF1 4 138,26

Q99959 PKP2 4 138,24

O75506 HSBP1 4 138,12

Q9UEY8 ADD3 4 137,17

O94985 CLSTN1 4 135,7

Q9UN74 PCDHA4 4 135,42

Q7L5Y6 DET1 4 135,38

O60784 TOM1 4 132,52

Q13769 THOC5 4 132,29

O00505 KPNA3 4 131,67

Q9H2C0 GAN 4 131,41

Q9Y3I1 FBXO7 4 130,39

Q8WXH0 SYNE2 4 129,78

Q6VAB6 KSR2 4 129,63

Q8TDX7 NEK7 4 129,4

P30291 WEE1 4 128,48

Q9Y605 MRFAP1 4 128,18

O00238 BMPR1B 4 127,86

Q9H7E2 TDRD3 4 125,6

Q9H4K1 RIBC2 4 125,54

O43482 OIP5 4 124,58

Q9NYG5 ANAPC11 4 124,26

Q96RU7 TRIB3 4 122,78

Q9BT49 THAP7 4 122,72

Q9UI95 MAD2L2 4 122,27

O15119 TBX3 4 121,96

Q96KS0 EGLN2 4 121,36

Q9UHB9 SRP68 4 120,8

Q9H788 SH2D4A 4 120,6

Q9NZQ3 NCKIPSD 4 119,62

P49406 MRPL19 4 119,6

P62070 RRAS2 4 118,19

Q5T2W1 PDZK1 4 117,59

P15531 NME1 4 117,3

Q96MP8 KCTD7 4 117,05

Q9HAV7 GRPEL1 4 116,46

Q15032 R3HDM1 4 116,23

Q9Y4F5 KIAA0284 4 115,15

P08253 MMP2 4 113,78

A1L0T0 ILVBL 4 113,09

P52564 MAP2K6 4 112,17

P04839 CYBB 4 111,19

Q9BRX5 GINS3 4 111

Q99608 NDN 4 109,86

Q9P1W9 PIM2 4 108,47

P54577 YARS 4 107,72

Q8N3C0 ASCC3 4 106,62

Q9UHV2 SERTAD1 4 105,95

P55316 FOXG1 4 105,13

P49918 CDKN1C 4 104,06

Q14444 CAPRIN1 4 103,23

Q9H4B4 PLK3 4 102,74

P20674 COX5A 4 102,18

Q9H9J4 USP42 4 101,67

P07288 KLK3 4 100,1

P52739 ZNF131 4 99,08

Q01995 TAGLN 4 98,02

O60832 DKC1 4 97,56

Q96LD8 SENP8 4 96,96

P05112 IL4 4 96,74

P07108 DBI 4 96,62

Q16831 UPP1 4 95,13

P46926 GNPDA1 4 94,75

Q86Y56 HEATR2 4 93,74

Q9BRX2 PELO 4 93,07

P51124 GZMM 4 92,92

P05129 PRKCG 4 92,87

Q15170 TCEAL1 4 92,61

Q9UKK9 NUDT5 4 92,33

Q9UKT8 FBXW2 4 92

Q5TAX3 ZCCHC11 4 91,42

Q9BYD2 MRPL9 4 91,04

P04439 HLA-A 4 90,31

P27707 DCK 4 88,72

P30613 PKLR 4 87,39

Q9UMW8 USP18 4 87,15

Q8NI36 WDR36 4 86,8

Q9Y2X9 ZNF281 4 85,85

Q13227 GPS2 4 85,35

Q92561 PHYHIP 4 84,39

Q13162 PRDX4 4 83,84

Q9P0M6 H2AFY2 4 83,65

Q96EI5 TCEAL4 4 83,55

Q9Y6W5 WASF2 4 83,12

Q8TEY7 USP33 4 82,63

O60477 DBC1 4 81,11

O95996 APC2 4 79,95

Q9UBU7 DBF4 4 79,07

P57721 PCBP3 4 78,62

Q12768 KIAA0196 4 77,15

Q9BXL7 CARD11 4 76,61

P42338 PIK3CB 4 75,52

Q9Y3D6 FIS1 4 74,14

Q5MIZ7 SMEK2 4 73,82

P50549 ETV1 4 73,08

Q7L523 RRAGA 4 70,34

P01574 IFNB1 4 70,33

Q96FJ0 STAMBPL1 4 69,05

Q8IY57 YAF2 4 68,76

Q9Y2H9 MAST1 4 66,06

Q9UK99 FBXO3 4 64,56

Q9UQF2 MAPK8IP1 4 64,24

O43823 AKAP8 4 64

Q9H0S4 DDX47 4 63,73

P30566 ADSL 4 63,6

P33778 HIST1H2BB 4 62,18

Q14BN4 SLMAP 4 62,15

O14908 GIPC1 4 62,02

Q8NDV7 TNRC6A 4 61,34

A5YKK6 CNOT1 4 59,06

O43663 PRC1 4 58,9

Q9BRQ0 PYGO2 4 57,96

Q99638 RAD9A 4 57,76

P98174 FGD1 4 57,74

P11413 G6PD 4 56,28

Q5VWG9 TAF3 4 55,48

Q13438 OS9 4 54,93

Q96RQ3 MCCC1 4 54,3

Q03518 TAP1 4 54,08

Q9H223 EHD4 4 53,73

Q9BZW7 TSGA10 4 53,59

O95243 MBD4 4 52,15

Q13888 GTF2H2 4 51,16

P50579 METAP2 4 51,11

P00492 HPRT1 4 50,99

Q93050 ATP6V0A1 4 50,94

Q14254 FLOT2 4 49,57

Q5VZM2 RRAGB 4 49,39

P05423 POLR3D 4 48,92

Q96ES7 CCDC101 4 48,91

P06865 HEXA 4 48,67

Q9H9T3 ELP3 4 48,54

Q9BZ95 WHSC1L1 4 48,28

Q92558 WASF1 4 46,4

Q05048 CSTF1 4 46,09

Q9Y2T3 GDA 4 45,83

Q9P2R3 ANKFY1 4 44,36

P15313 ATP6V1B1 4 44,11

P47985 UQCRFS1 4 41,7

Q8TDN4 CABLES1 4 41,19

Q13630 TSTA3 4 40,26

P07919 UQCRH 4 39,58

Q92879 CELF1 4 38,95

Q9ULG1 INO80 4 38,49

Q7Z7F0 KIAA0907 4 38,45

Q7Z3B4 NUP54 4 37,99

Q2M389 KIAA1033 4 37,57

Q13268 DHRS2 4 37,31

Q14919 DRAP1 4 36,93

Q9UBC1 NFKBIL1 4 35,88

P08833 IGFBP1 4 35,48

Q86V48 LUZP1 4 35,31

P20393 NR1D1 4 35,24

Q9BYD3 MRPL4 4 34,58

P20585 MSH3 4 34,13

Q9BUA3 C11orf84 4 33,9

Q6IA86 ELP2 4 33,35

Q9Y375 NDUFAF1 4 33,34

P49759 CLK1 4 33,1

Q96MT8 CEP63 4 31,89

Q9Y248 GINS2 4 30,6

Q8IX01 SUGP2 4 30,51

Q08209 PPP3CA 4 30,28

P04271 S100B 4 29,84

Q9NTX7 RNF146 4 27,94

O75935 DCTN3 4 27,54

Q9H6U6 BCAS3 4 27,01

Q6ZMK1 CYHR1 4 26,47

Q9BTD8 RBM42 4 26,12

P53539 FOSB 4 25,85

P08183 ABCB1 4 25,47

Q9NPJ4 PNRC2 4 24,87

Q9H074 PAIP1 4 24,82

Q8NAV1 PRPF38A 4 24

Q5T6F2 UBAP2 4 23,86

Q8TBA6 GOLGA5 4 23,07

Q9UGN5 PARP2 4 22,95

Q8NCE0 TSEN2 4 22,81

Q969F1 GTF3C6 4 22,68

Q9BRG1 VPS25 4 22,67

Q15329 E2F5 4 20,58

O94855 SEC24D 4 20,42

Q9Y4P3 TBL2 4 20,19

Q9NQ50 MRPL40 4 19,41

P61011 SRP54 4 19,37

Q96C10 DHX58 4 19,1

P16035 TIMP2 4 17,98

O15260 SURF4 4 17,68

Q13257 MAD2L1 4 15

Q96E11 MRRF 4 14,78

P51808 DYNLT3 4 14,51

Q96HR3 MED30 4 14,05

Q9BS40 LXN 4 13,39

O75943 RAD17 4 13,28

Q15542 TAF5 4 12,92

Q13569 TDG 4 12,62

Q8TCS8 PNPT1 4 11,97

Q9UM07 PADI4 4 11,24

Q01974 ROR2 4 10,42

P55327 TPD52 4 9,57

Q56NI9 ESCO2 4 6,79

O15047 SETD1A 4 6,73

Q8NCD3 HJURP 4 6,58

Q30154 HLA-DRB5 4 6,27

Q96KP4 CNDP2 4 4,84

Q6P9B9 INTS5 4 3,57

Q13641 TPBG 4 2,74

Q5TKA1 LIN9 4 2,62

Q6P2C8 MED27 4 2,49

Q9Y228 TRAF3IP3 4 0

Q9NWT6 HIF1AN 4 0

Q8TCV5 WFDC5 4 0

Q9H147 DNTTIP1 4 0

Q14865 ARID5B 4 0

Q8N3Y1 FBXW8 4 0

Q9ULQ0 STRIP2 4 0

Q86U44 METTL3 3 8869,25

Q00532 CDKL1 3 8859,27

Q9UPR0 PLCL2 3 8858,65

P0DI81 TRAPPC2 3 6857,8

Q9P021 CRIPT 3 5107,34

Q49A88 CCDC14 3 4183,81

Q9NYG2 ZDHHC3 3 3830,76

Q9Y4K4 MAP4K5 3 3633,91

Q9H1R2 DUSP15 3 3618,13

Q9NZV5 SEPN1 3 3618,13

O75167 PHACTR2 3 3618,13

Q9UL26 RAB22A 3 2597,71

Q16795 NDUFA9 3 2483,37

Q8IYL3 C1orf174 3 2201,47

P78358 CTAG1B 3 1976,84

P80297 MT1X 3 1941,35

Q9H9E3 COG4 3 1832,01

Q7Z412 PEX26 3 1806,02

Q13049 TRIM32 3 1804,86

P98194 ATP2C1 3 1750,44

Q9NUP9 LIN7C 3 1726,88

Q5JTD0 TJAP1 3 1698,87

Q7LBR1 CHMP1B 3 1630,16

Q9H2D6 TRIOBP 3 1590,37

O14880 MGST3 3 1575,86

Q7Z698 SPRED2 3 1564,1

Q9NWB6 ARGLU1 3 1514,3

Q8TCG2 PI4K2B 3 1499,77

Q92575 UBXN4 3 1474,87

O95409 ZIC2 3 1457,52

Q9Y575 ASB3 3 1426,87

Q6PCD5 RFWD3 3 1426,87

Q9P215 POGK 3 1426,87

Q9H4P4 RNF41 3 1344,44

Q13371 PDCL 3 1262,86

P01857 IGHG1 3 1206,77

P28324 ELK4 3 1144,91

O00750 PIK3C2B 3 1136,99

P84085 ARF5 3 1113,06

P83369 LSM11 3 1100,91

P60983 GMFB 3 1097,44

P47813 EIF1AX 3 1096,53

P15291 B4GALT1 3 1093,14

O43829 ZFP161 3 1067,88

Q9BZZ5 API5 3 1054,64

Q9ULV4 CORO1C 3 1039,68

P38484 IFNGR2 3 1037,06

Q02487 DSC2 3 1033,19

O14775 GNB5 3 1031,02

Q6NUN9 ZNF746 3 1010,14

Q969H8 C19orf10 3 1000,47

Q9H5I1 SUV39H2 3 996,23

Q8TB24 RIN3 3 994,28

Q9NWM8 FKBP14 3 982,82

Q9Y388 RBMX2 3 974,77

Q6PI26 SHQ1 3 966,99

Q9NQX4 MYO5C 3 962,28

P41970 ELK3 3 953,8

P01584 IL1B 3 927,98

Q9NV92 NDFIP2 3 925,21

P02795 MT2A 3 907,82

Q86TA1 MOB3B 3 907,4

Q96CB9 NSUN4 3 892,37

Q8N157 AHI1 3 877,99

O95104 SCAF4 3 877,46

P15692 VEGFA 3 865,61

O00295 TULP2 3 863,65

Q9UQN3 CHMP2B 3 850,56

Q93084 ATP2A3 3 836,34

Q6V1X1 DPP8 3 829,62

P01282 VIP 3 824,59

Q96GD3 SCMH1 3 819,95

Q93096 PTP4A1 3 788,93

Q92796 DLG3 3 782,18

P01160 NPPA 3 781,78

Q00059 TFAM 3 778,03

Q5FBB7 SGOL1 3 760,79

P08729 KRT7 3 750,84

P46459 NSF 3 740,26

Q8WVN8 UBE2Q2 3 732,42

P42575 CASP2 3 724,34

Q99747 NAPG 3 717,84

Q86SG6 NEK8 3 704,41

Q9H3N1 TMX1 3 690,8

P49448 GLUD2 3 680,79

P48506 GCLC 3 667,4

P29074 PTPN4 3 656,24

Q8N6M0 OTUD6B 3 650,66

Q9BWM7 SFXN3 3 647,75

Q9NUA8 ZBTB40 3 621,15

P00367 GLUD1 3 617,18

P47928 ID4 3 614,26

P55317 FOXA1 3 605,67

P41161 ETV5 3 605,67

Q7Z699 SPRED1 3 600,23

P17081 RHOQ 3 599,17

Q9Y6E2 BZW2 3 598,01

O60285 NUAK1 3 586,86

Q9BPY8 HOPX 3 577,63

O15259 NPHP1 3 571,43

Q9NWU2 GID8 3 567,33

O75347 TBCA 3 566,32

O43248 HOXC11 3 559,47

Q9NS86 LANCL2 3 531,73

Q12948 FOXC1 3 525,97

Q9P1A6 DLGAP2 3 513,84

Q9H8G2 CAAP1 3 498,73

O75593 FOXH1 3 493

Q9NSA3 CTNNBIP1 3 486,4

P29400 COL4A5 3 476,93

O95084 PRSS23 3 475,69

O14901 KLF11 3 473,49

Q0VDD7 C19orf57 3 464

O76061 STC2 3 463,54

P78310 CXADR 3 462,62

P01236 PRL 3 454,41

O75529 TAF5L 3 454,11

Q9H2Y7 ZFP106 3 452,77

Q6P1W5 C1orf94 3 431,75

Q8IXJ9 ASXL1 3 431,13

Q9Y4L5 RNF115 3 430,3

P61626 LYZ 3 426,79

Q8NBE8 KLHL23 3 423,39

Q4G0N4 NADKD1 3 422,49

O75976 CPD 3 422,12

P17948 FLT1 3 421,88

Q9UM22 EPDR1 3 419,39

P43699 NKX2-1 3 410,52

O60447 EVI5 3 405,18

P18085 ARF4 3 401,21

Q7Z6B0 CCDC91 3 401,16

O60645 EXOC3 3 399,25

Q9BRT9 GINS4 3 392,79

P23759 PAX7 3 390,07

Q9NR31 SAR1A 3 383,5

Q9UL63 MKLN1 3 374,17

O95573 ACSL3 3 372,91

Q8ND90 PNMA1 3 371,42

Q99594 TEAD3 3 371,31

Q86UR5 RIMS1 3 371,06

Q9GZV4 EIF5A2 3 366,36

Q14140 SERTAD2 3 364,79

Q9BXL8 CDCA4 3 364,79

P18846 ATF1 3 363,59

Q9NRR4 DROSHA 3 361,61

Q92963 RIT1 3 361,56

P62945 RPL41 3 359,06

P49593 PPM1F 3 355,28

Q9NS64 RPRM 3 354,87

Q9BW19 KIFC1 3 351,86

Q8IY18 SMC5 3 347,23

P35625 TIMP3 3 346,29

Q96LA8 PRMT6 3 342,95

Q9UQ16 DNM3 3 339,55

Q8NBZ0 INO80E 3 335,54

Q96P71 NECAB3 3 327,69

Q9H1H9 KIF13A 3 316,59

Q9UBF9 MYOT 3 316,03

Q03933 HSF2 3 314,73

Q9NSI6 BRWD1 3 310,49

Q8N9N5 BANP 3 309,49

O43617 TRAPPC3 3 308,95

P36639 NUDT1 3 308,06

Q6NZ67 MZT2B 3 306,47

P05187 ALPP 3 297,39



Q8IWI9 MGA 3 296,76

Q96AQ9 FAM131C 3 296,65

Q15544 TAF11 3 295,56

O15455 TLR3 3 294,64

P36888 FLT3 3 293,04

Q01362 MS4A2 3 292,17

O95994 AGR2 3 291,45

P47224 RABIF 3 290,63

P85299 PRR5 3 289,97

P15586 GNS 3 286,12

P43355 MAGEA1 3 281,71

Q12879 GRIN2A 3 280,69

Q96HA7 TONSL 3 278,44

P98172 EFNB1 3 278,24

P04062 GBA 3 274,15

P01040 CSTA 3 273,94

Q8TDZ2 MICAL1 3 271,82

Q9Y5J1 UTP18 3 271,21

P19634 SLC9A1 3 270,37

O75694 NUP155 3 268,85

Q96JP5 ZFP91 3 267,76

Q14106 TOB2 3 267,71

Q16718 NDUFA5 3 265,39

O95848 NUDT14 3 264,39

Q9BPX5 ARPC5L 3 255,41

Q96IF1 AJUBA 3 254,23

Q92673 SORL1 3 254,13

O43791 SPOP 3 250,48

P63096 GNAI1 3 249,42

Q9UQB9 AURKC 3 247,66

P11055 MYH3 3 241,87

P41227 NAA10 3 240,38

Q8WXD5 GEMIN6 3 240,05

Q99549 MPHOSPH8 3 238,87

Q96FJ2 DYNLL2 3 238,63

Q92839 HAS1 3 238,63

Q6P1K2 PMF1 3 235,33

Q7Z569 BRAP 3 233,79

P53004 BLVRA 3 230,89

Q9BQC6 MRP63 3 230,64

O15197 EPHB6 3 226,31

O75962 TRIO 3 223,59

O60494 CUBN 3 222,8

Q9NP79 VTA1 3 222,13

P51398 DAP3 3 221,28

Q13158 FADD 3 220,89

Q14674 ESPL1 3 220,05

Q96IY1 NSL1 3 218

Q9H081 MIS12 3 218

O43924 PDE6D 3 217,06

Q7Z7L1 SLFN11 3 215,09

O43281 EFS 3 214,89

Q9NYV6 RRN3 3 213,97

Q9Y253 POLH 3 212,57

Q9NQ76 MEPE 3 212,45

Q96QH2 PRAM1 3 212,25

P20929 NEB 3 206,25

Q9BRK4 LZTS2 3 205,91

P35573 AGL 3 204,94

Q8N5C6 SRBD1 3 204,41

Q99878 HIST1H2AJ 3 203,84

Q8IZ69 TRMT2A 3 202,25

Q16849 PTPRN 3 202,21

P62324 BTG1 3 202,02

O75044 SRGAP2 3 200,92

Q9Y2R2 PTPN22 3 199,79

Q8IYD8 FANCM 3 197,16

P35900 KRT20 3 196,56

P0C1Z6 TFPT 3 196,11

Q8N1N5 CRIPAK 3 195,55

Q00887 PSG9 3 194,58

Q8TDB6 DTX3L 3 193,19

P55017 SLC12A3 3 191,49

Q96NT1 NAP1L5 3 191,02

O60683 PEX10 3 190,65

P62328 TMSB4X 3 190,5

O00299 CLIC1 3 190,27

Q9UEW8 STK39 3 188,87

P23467 PTPRB 3 188,46

P32929 CTH 3 188,09

O43709 WBSCR22 3 187,42

O60711 LPXN 3 185,46

Q7Z2T5 TRMT1L 3 185,1

Q8IWZ6 BBS7 3 182,55

Q8TEL6 TRPC4AP 3 182,41

P11926 ODC1 3 182,2

Q9NZZ3 CHMP5 3 176,82

Q12923 PTPN13 3 176,1

P06756 ITGAV 3 175,6

O00444 PLK4 3 175,18

Q9Y5N6 ORC6 3 173,54

Q9BTW9 TBCD 3 173,38

Q8N766 EMC1 3 172,8

Q9UMR2 DDX19B 3 172,64

P51451 BLK 3 171,99

O60930 RNASEH1 3 171,77

P00747 PLG 3 171,01

Q86YB8 ERO1LB 3 168,55

Q8N556 AFAP1 3 168,48

Q96HW7 INTS4 3 168,38

Q9BUH8 BEGAIN 3 166,67

P46063 RECQL 3 165,18

P81877 SSBP2 3 163,66

O15027 SEC16A 3 163,57

Q96I51 WBSCR16 3 163,2

Q9H773 DCTPP1 3 162,09

P55268 LAMB2 3 161,09

Q8TEX9 IPO4 3 161,03

P03956 MMP1 3 160,35

P49802 RGS7 3 159,68

P11511 CYP19A1 3 159,47

P15153 RAC2 3 157,97

Q86YC2 PALB2 3 157,83

Q13574 DGKZ 3 157,79

Q9Y3B7 MRPL11 3 157,52

Q96MX6 WDR92 3 157,14

Q9HCU4 CELSR2 3 157,02

P14136 GFAP 3 156,79

Q8TEB1 DCAF11 3 156,14

Q9BZE0 GLIS2 3 155,89

Q9UKI8 TLK1 3 155,32

P31150 GDI1 3 151,81

P31994 FCGR2B 3 151,7

Q13867 BLMH 3 151,29

Q13464 ROCK1 3 150,16

O15061 SYNM 3 150,04

Q04721 NOTCH2 3 149,4

O43808 SLC25A17 3 148,45

Q9NVR2 INTS10 3 148,31

Q92729 PTPRU 3 147,87

Q13882 PTK6 3 147,74

Q13702 RAPSN 3 147,74

Q8N6T7 SIRT6 3 146,57

Q96AX1 VPS33A 3 146,14

Q9BVL2 NUPL1 3 146,06

Q99543 DNAJC2 3 145,34

Q9UBD5 ORC3 3 145,06

Q7Z4H7 HAUS6 3 144,06

Q6PJT7 ZC3H14 3 143,28

P28065 PSMB9 3 142,29

P07305 H1F0 3 142,24

Q13405 MRPL49 3 141,93

Q9BV47 DUSP26 3 138,5

O15014 ZNF609 3 138,13

Q9BSF8 BTBD10 3 137,74

Q9Y6J0 CABIN1 3 137,54

Q9UJS0 SLC25A13 3 137,2

Q13496 MTM1 3 136,55

Q9H8H0 NOL11 3 135,68

P14324 FDPS 3 135,2

Q8TAE8 GADD45GIP1 3 135,14

Q96E09 FAM122A 3 134,99

P62807 HIST1H2BE 3 132,02

P16083 NQO2 3 130,01

Q9NPD8 UBE2T 3 129,96

P36954 POLR2I 3 129,9

Q96EX1 C1orf212 3 129,79

Q3KNV8 PCGF3 3 129,09

Q13393 PLD1 3 128,64

Q14558 PRPSAP1 3 128,53

Q9BZ29 DOCK9 3 127,84

O75718 CRTAP 3 127,75

O14828 SCAMP3 3 127,01

Q9BWE0 REPIN1 3 126,56

Q9UL15 BAG5 3 125,26

Q8NFQ8 TOR1AIP2 3 125,22

Q9NXF7 DCAF16 3 125,04

Q9NYY3 PLK2 3 124,45

Q9HAJ7 SAP30L 3 123,95

P23921 RRM1 3 123,92

Q9Y2J4 AMOTL2 3 122,27

Q14789 GOLGB1 3 121,87

P13994 CCDC130 3 121

Q16587 ZNF74 3 119,67

Q13488 TCIRG1 3 119,25

Q9NP62 GCM1 3 118,66

Q8N5Z5 KCTD17 3 117,45

P10646 TFPI 3 116,6

P53007 SLC25A1 3 116,27

Q9BRJ6 C7orf50 3 116,12

Q15269 PWP2 3 116,12

Q8TEV9 SMCR8 3 116,02

P18621 RPL17 3 115,14

Q8NF64 ZMIZ2 3 114,01

Q8N140 EID3 3 113,69

Q9UDY4 DNAJB4 3 113,43

P61296 HAND2 3 112,28

O94916 NFAT5 3 111,7

Q9Y2H5 PLEKHA6 3 111,16

P02462 COL4A1 3 110,24

Q9Y3B2 EXOSC1 3 110,23

P16144 ITGB4 3 108,55

P00568 AK1 3 108,3

Q96FI4 NEIL1 3 108,23

P01876 IGHA1 3 108,11

O15212 PFDN6 3 106,06

P51571 SSR4 3 105,41

Q14004 CDK13 3 105,02

Q86XK2 FBXO11 3 104,99

Q05195 MXD1 3 104,2

Q9UJU2 LEF1 3 103,92

Q9BXJ9 NAA15 3 103,61

O95772 STARD3NL 3 103,6

Q96GX5 MASTL 3 103,13

Q9GZX5 ZNF350 3 101,36

P23469 PTPRE 3 100,57

Q9Y2R4 DDX52 3 100,16

Q13115 DUSP4 3 100,06

O76075 DFFB 3 99,7

Q04912 MST1R 3 99,23

P31321 PRKAR1B 3 99,12

Q6ZVD8 PHLPP2 3 97,46

P51572 BCAP31 3 97,11

P25815 S100P 3 96,49

Q9NQ11 ATP13A2 3 95,87

P0CJ68 MTRNR2L1 3 95,7

Q9NZJ5 EIF2AK3 3 95,41

P08138 NGFR 3 94,4

P69892 HBG2 3 94,29

P49758 RGS6 3 93,61

O00458 IFRD1 3 93,27

Q9NX02 NLRP2 3 93,24

P08133 ANXA6 3 93,04

P21579 SYT1 3 92,65

O60313 OPA1 3 89,89

Q8IWV8 UBR2 3 89,6

Q9H4M7 PLEKHA4 3 89,13

Q8TB45 DEPTOR 3 88,17

Q3YEC7 RABL6 3 87,77

O95865 DDAH2 3 87,74

Q9H553 ALG2 3 87,54

P28069 POU1F1 3 85,56

Q9H583 HEATR1 3 85,25

P43378 PTPN9 3 85,25

P49888 SULT1E1 3 84,91

Q92994 BRF1 3 84,72

Q5JTH9 RRP12 3 84,63

O15409 FOXP2 3 83,86

Q9HBA0 TRPV4 3 83,34

Q92599 08. Sep 3 82,95

P50539 MXI1 3 82,89

O14681 EI24 3 82,66

Q9H2K8 TAOK3 3 82,63

O14763 TNFRSF10B 3 82,49

Q01973 ROR1 3 82,08

Q96EQ8 RNF125 3 81,99

Q9NRF9 POLE3 3 81,91

Q96IZ7 RSRC1 3 81,65

P18440 NAT1 3 81,34

O00625 PIR 3 81,33

Q9HC24 TMBIM4 3 80,66

Q96F63 CCDC97 3 80,04

P51817 PRKX 3 79,49

Q49A26 GLYR1 3 79,06

O95905 ECD 3 76,92

P49641 MAN2A2 3 76,89

P53597 SUCLG1 3 76,84

O60641 SNAP91 3 76,76

Q9NRG0 CHRAC1 3 76,75

Q6NUQ1 RINT1 3 76,7

Q7Z7B0 FILIP1 3 76,65

Q96DG6 CMBL 3 76,26

Q53GT1 KLHL22 3 75,89

Q8N1G2 FTSJD2 3 75,66

P31151 S100A7 3 75,5

P42330 AKR1C3 3 74,95

Q8IWZ3 ANKHD1 3 74,71

Q9NRX1 PNO1 3 74,28

Q08345 DDR1 3 74,08

P63272 SUPT4H1 3 73,32

Q8WXI2 CNKSR2 3 73,28

P29320 EPHA3 3 73,23

Q9BXC9 BBS2 3 72,89

Q9UQ90 SPG7 3 72,79

Q86VN1 VPS36 3 72,6

O43307 ARHGEF9 3 72,39

P02042 HBD 3 72,37

Q7Z6G3 NECAB2 3 72,05

Q9Y6N5 SQRDL 3 70,73

O75915 ARL6IP5 3 70,47

Q9NZN9 AIPL1 3 70,46

O14576 DYNC1I1 3 70,25

Q9NY59 SMPD3 3 69,61

P82909 MRPS36 3 69,45

Q9BZE1 MRPL37 3 69,34

P13929 ENO3 3 68,58

P30049 ATP5D 3 68,38

P08700 IL3 3 67,95

Q15526 SURF1 3 67,43

P46779 RPL28 3 67,19

Q9HBM0 VEZT 3 67,18

P04920 SLC4A2 3 67,11

Q14678 KANK1 3 67,09

Q8NBT2 SPC24 3 67,06

Q8IZD9 DOCK3 3 67,01

Q13905 RAPGEF1 3 67,01

A7KAX9 ARHGAP32 3 67,01

Q99469 STAC 3 66,71

Q9Y2T2 AP3M1 3 66,42

Q9NVV9 THAP1 3 66,4

Q9Y314 NOSIP 3 66,25

Q8NF91 SYNE1 3 65,92

Q9UNE2 RPH3AL 3 65,51

Q86UP8 GTF2IRD2 3 64,96

Q15853 USF2 3 64,83

Q02413 DSG1 3 64,68

Q9Y5T5 USP16 3 64,1

P21709 EPHA1 3 63,94

Q9C0C7 AMBRA1 3 63,87

P98177 FOXO4 3 63,3

O95600 KLF8 3 63,28

P29275 ADORA2B 3 62,99

Q15131 CDK10 3 62,42

Q13402 MYO7A 3 62,14

P31930 UQCRC1 3 61,42

Q16548 BCL2A1 3 61,19

Q9HCD5 NCOA5 3 60,97

O15211 RGL2 3 60,93

P04040 CAT 3 59,72

O14807 MRAS 3 59,2

Q9H832 UBE2Z 3 58,88

Q9BYC8 MRPL32 3 58,81

Q13901 C1D 3 58,21

P06858 LPL 3 57,91

O75083 WDR1 3 57,85

Q9UPY8 MAPRE3 3 57,65

P29376 LTK 3 57,63

P20702 ITGAX 3 57,21

Q8WYQ9 ZCCHC14 3 56,69

Q8IU85 CAMK1D 3 56,03

Q8NHG7 SVIP 3 55,96

Q9NYU2 UGGT1 3 55,95

Q12988 HSPB3 3 55,69

Q8WUY3 PRUNE2 3 55,52

Q02388 COL7A1 3 55,03

O95832 CLDN1 3 54,97

Q86W56 PARG 3 54,55

P78346 RPP30 3 54,26

Q9UI36 DACH1 3 53,85

Q9UGL9 CRCT1 3 53,6

P02775 PPBP 3 53,31

Q8NEC7 GSTCD 3 53,01

P51397 DAP 3 52,91

O43447 PPIH 3 52,86

Q96G01 BICD1 3 52,68

P32927 CSF2RB 3 51,84

Q86SQ0 PHLDB2 3 50,87

Q9NRX2 MRPL17 3 50,35

P29466 CASP1 3 50,23

O60437 PPL 3 49,62

Q9NQS3 PVRL3 3 49,11

P43357 MAGEA3 3 48,76

Q8TAP6 CEP76 3 48,69

P62312 LSM6 3 48,63

Q13823 GNL2 3 47,77

P50148 GNAQ 3 47,52

Q99536 VAT1 3 47,18

Q8IZD2 MLL5 3 47,14

Q9UGU0 TCF20 3 47,03

P14555 PLA2G2A 3 47,03

Q9ULV5 HSF4 3 46,82

Q9NVI7 ATAD3A 3 46,48

Q9UNL4 ING4 3 46,29

P06729 CD2 3 46

Q9Y467 SALL2 3 45,95

Q9GZL7 WDR12 3 45,86

P78314 SH3BP2 3 45,83

Q53FA7 TP53I3 3 44,94

Q14012 CAMK1 3 44,94

Q8IUR7 ARMC8 3 44,92

P39210 MPV17 3 44,86

P10588 NR2F6 3 44,74

Q16625 OCLN 3 44,2

Q9BRD0 BUD13 3 44,12

Q6NW34 C3orf17 3 44,02

P32745 SSTR3 3 43,83

P47710 CSN1S1 3 43,21

Q9NZN4 EHD2 3 43,03

P53602 MVD 3 42,77

P42772 CDKN2B 3 42,5

P61764 STXBP1 3 42,49

Q16600 ZNF239 3 41,76

Q9BXK5 BCL2L13 3 41,7

Q96SN8 CDK5RAP2 3 41,6

Q9HCC6 HES4 3 41,58

Q3LXA3 DAK 3 41,36

Q9Y574 ASB4 3 41,02

Q9Y4L1 HYOU1 3 40,97

Q8N6N3 C1orf52 3 40,65

Q13064 MKRN3 3 40,64

P62495 ETF1 3 40,52

Q96PN8 TSSK3 3 40,46

Q7Z4K8 TRIM46 3 40,3

P51692 STAT5B 3 40,07

Q9Y566 SHANK1 3 39,05

Q8NFH5 NUP35 3 38,9

Q9H009 NACA2 3 38,81

Q6N021 TET2 3 38,14

Q969F2 NKD2 3 37,87

Q8WXB1 METTL21A 3 37,26

Q9UPT5 EXOC7 3 36,75

O75817 POP7 3 36,75

Q9H7U1 FAM190B 3 36,35

Q96H20 SNF8 3 36,25

Q06413 MEF2C 3 35,6

P56696 KCNQ4 3 35,45

Q96QV6 HIST1H2AA 3 35,33

Q8TAP4 LMO3 3 35,17

P26447 S100A4 3 35,14

Q16589 CCNG2 3 34,58

Q712K3 UBE2R2 3 34,55

Q9H0Y0 ATG10 3 34,34

Q6PL18 ATAD2 3 34,33

Q9Y3T9 NOC2L 3 34,33

Q92820 GGH 3 34,11

Q02127 DHODH 3 33,98

P39656 DDOST 3 33,57

O75177 SS18L1 3 33,41

Q9UHJ3 SFMBT1 3 33,18

Q13724 MOGS 3 33,17

P53778 MAPK12 3 33,07

Q9H9D4 ZNF408 3 33,07

O00463 TRAF5 3 33,04

P56539 CAV3 3 32,75

Q53G59 KLHL12 3 32,2

Q9H0J4 QRICH2 3 31,93

Q86Y97 SUV420H2 3 31,65

P29322 EPHA8 3 31,6

Q9NV88 INTS9 3 31,58

P07942 LAMB1 3 30,9

Q9Y6H5 SNCAIP 3 30,82

P62875 POLR2L 3 30,77

Q8TEP8 CEP192 3 30,43

Q96ID5 IGSF21 3 30,33

Q14494 NFE2L1 3 30,27

P33527 ABCC1 3 29,77

Q9BW85 CCDC94 3 29,59

P01579 IFNG 3 29,44

O43670 ZNF207 3 29,35

Q9Y5P6 GMPPB 3 29,3

Q96QT6 PHF12 3 29,21

P31152 MAPK4 3 29,2

Q15399 TLR1 3 29,13

Q9H0K1 SIK2 3 28,97

P30968 GNRHR 3 28,69

Q9UDT6 CLIP2 3 28,69

Q9UBQ7 GRHPR 3 28,43

Q14061 COX17 3 27,91

Q06203 PPAT 3 27,89

Q14324 MYBPC2 3 27,88

Q15700 DLG2 3 27,62

Q7Z7F7 MRPL55 3 27,08

Q8NB78 KDM1B 3 27,05

Q99607 ELF4 3 26,95

Q13415 ORC1 3 26,93

Q9H3R0 KDM4C 3 26,82

Q9BPY3 FAM118B 3 26,8

Q9P1U1 ACTR3B 3 26,14

P07864 LDHC 3 25,96

Q5T653 MRPL2 3 25,82

Q8IWE2 FAM114A1 3 25,74

O15550 KDM6A 3 25,64

P11498 PC 3 25,29

Q96IV0 NGLY1 3 24,85

Q96SD1 DCLRE1C 3 24,68

Q9H2W6 MRPL46 3 24,48

P48059 LIMS1 3 24,35

Q9BVI0 PHF20 3 24,29

Q15375 EPHA7 3 24,11

Q99966 CITED1 3 24,03

Q5JY77 GPRASP1 3 23,98

Q5VT66 01. Mrz 3 23,89

Q9NR22 PRMT8 3 23,72

Q96HD1 CRELD1 3 23,64

Q9Y512 SAMM50 3 23,4

Q9UBT7 CTNNAL1 3 23,28

Q68CP9 ARID2 3 22,79

O95219 SNX4 3 22,42

P01854 IGHE 3 22,06

P15559 NQO1 3 22,05

Q9Y6M7 SLC4A7 3 22,01

Q9H0H3 KLHL25 3 21,99

Q9NR33 POLE4 3 21,96

Q12967 RALGDS 3 21,87

Q7KZN9 COX15 3 21,81

Q9Y4G6 TLN2 3 21,43

Q14005 IL16 3 21,27

Q8TF46 DIS3L 3 21,24

P23025 XPA 3 21,07

Q9Y6V0 PCLO 3 19,86

Q6NSI4 CXorf57 3 19,66

Q13228 SELENBP1 3 19,61

Q8TD16 BICD2 3 19,2

Q9NQ29 LUC7L 3 19,15

O43561 LAT 3 18,91

P58876 HIST1H2BD 3 18,88

Q149N8 SHPRH 3 18,09

Q9NRH1 YAE1D1 3 17,99

Q9UPT9 USP22 3 17,97

Q8IWE4 DCUN1D3 3 17,76

Q92564 DCUN1D4 3 17,76

Q86WN1 FCHSD1 3 17,72

Q06787 FMR1 3 17,36

Q9BUI4 POLR3C 3 17,27

P49902 NT5C2 3 17,23

P23786 CPT2 3 17,22

O95870 ABHD16A 3 17,2

Q8TBE0 BAHD1 3 16,99

Q99593 TBX5 3 16,99



Q8IXQ9 METTL20 3 16,94

Q08257 CRYZ 3 16,78

P18859 ATP5J 3 16,67

Q9UNY4 TTF2 3 16,54

Q14114 LRP8 3 16,4

P42025 ACTR1B 3 16,28

Q9NZ32 ACTR10 3 16,28

O75175 CNOT3 3 16,18

Q15742 NAB2 3 16,04

Q6DD88 ATL3 3 15,66

Q9UG63 ABCF2 3 15,56

O75439 PMPCB 3 15,35

Q8TD08 MAPK15 3 15,18

O94921 CDK14 3 15,18

Q8NBB4 ZSCAN1 3 15,09

O15131 KPNA5 3 15,03

P61224 RAP1B 3 15

Q86UK7 ZNF598 3 14,95

Q52LJ0 FAM98B 3 14,81

Q7Z2Z2 EFTUD1 3 14,5

Q13685 AAMP 3 14,5

Q7LG56 RRM2B 3 14,44

Q9Y6C2 EMILIN1 3 14,36

P18850 ATF6 3 14,32

Q6XQN6 NAPRT1 3 13,78

P55735 SEC13 3 13,56

Q9H2S9 IKZF4 3 13,47

Q9UKT9 IKZF3 3 13,47

O15083 ERC2 3 13,41

Q9BYD1 MRPL13 3 13,22

P82673 MRPS35 3 12,95

Q14108 SCARB2 3 12,78

Q7L190 DPPA4 3 12,74

Q7L1Q6 BZW1 3 12,4

Q9BYX2 TBC1D2 3 12,18

Q9P2M7 CGN 3 12,05

Q9UJV9 DDX41 3 12,04

Q96EY7 PTCD3 3 11,9

Q9UDV6 ZNF212 3 11,79

Q8N4Q1 CHCHD4 3 11,47

Q5SY16 NOL9 3 11,17

Q9NZ08 ERAP1 3 11,16

O43149 ZZEF1 3 11,13

Q9NQT5 EXOSC3 3 11,07

Q8IX07 ZFPM1 3 11,06

O75449 KATNA1 3 10,57

Q96DM3 C18orf8 3 10,38

O60573 EIF4E2 3 10,37

Q99567 NUP88 3 10,18

Q9UHK0 NUFIP1 3 9,81

Q8NBJ4 GOLM1 3 9,73

Q9UK58 CCNL1 3 9,62

Q8N3C7 CLIP4 3 9,62

P83876 TXNL4A 3 9,6

Q9UBZ9 REV1 3 9,4

Q96QP1 ALPK1 3 9,4

Q8WXR4 MYO3B 3 9,4

Q32MK0 MYLK3 3 9,4

P36894 BMPR1A 3 9,4

Q8NG66 NEK11 3 9,4

Q96NX5 CAMK1G 3 9,4

P35590 TIE1 3 9,4

P24863 CCNC 3 9,28

P42262 GRIA2 3 9,07

Q9Y466 NR2E1 3 8,93

O43593 HR 3 8,93

O00483 NDUFA4 3 8,71

Q7Z6M2 FBXO33 3 8,69

Q96CS4 ZNF689 3 8,56

Q9Y5H9 PCDHA2 3 8,5

P00846 MT-ATP6 3 7,93

Q15573 TAF1A 3 7,73

Q86TI2 DPP9 3 7,48

O77932 DOM3Z 3 6,78

P32455 GBP1 3 6,73

Q9NVH2 INTS7 3 6,69

Q96DT7 ZBTB10 3 6,53

Q9HCJ0 TNRC6C 3 6,29

P49703 ARL4D 3 6,21

Q9H4Z2 ZNF335 3 6,16

Q8N3D4 EHBP1L1 3 5,95

Q5VUJ6 LRCH2 3 5,88

Q9BRZ2 TRIM56 3 5,86

Q9Y5S2 CDC42BPB 3 5,82

Q9Y535 POLR3H 3 5,82

P55895 RAG2 3 5,52

Q96FF9 CDCA5 3 5,49

Q8WU79 SMAP2 3 4,79

Q8IYT4 KATNAL2 3 4,48

Q96AY3 FKBP10 3 3,61

Q9P032 NDUFAF4 3 3,15

Q96RK0 CIC 3 2,92

Q9BYV9 BACH2 3 2,91

P19971 TYMP 3 2,56

Q9BYX4 IFIH1 3 2,53

Q8N6H7 ARFGAP2 3 2,4

O15320 CTAGE5 3 2,14

Q9C0B1 FTO 3 2,02

Q9BXA6 TSSK6 3 1,86

Q9P086 MED11 3 1,63

O14544 SOCS6 3 1,08

P57735 RAB25 3 0,85

Q52LA3 LIN52 3 0

Q86UP0 CDH24 3 0

P22303 ACHE 3 0

P78367 NKX3-2 3 0

Q9UPW6 SATB2 3 0

O43623 SNAI2 3 0

Q8WUZ0 BCL7C 3 0

P32298 GRK4 3 0

Q12866 MERTK 3 0

P35916 FLT4 3 0

Q8IZ40 RCOR2 3 0

Q9BS18 ANAPC13 3 0

Q7Z4Q2 HEATR3 3 0

Q9UKT7 FBXL3 3 0

Q5FWF5 ESCO1 3 0

Q03112 MECOM 3 0

Q9NRD0 FBXO8 3 0

Q9BQI3 EIF2AK1 3 0

O75563 SKAP2 3 0

Q16520 BATF 3 0

Q96PN7 TRERF1 3 0

Q9UKC9 FBXL2 3 0

P60006 ANAPC15 3 0

Q6P1N9 TATDN1 3 0

Q9ULR0 ISY1 3 0

Q9H469 FBXL15 3 0

O94810 RGS11 3 0

Q96ME1 FBXL18 3 0

Q8N1E6 FBXL14 3 0

Q9UK96 FBXO10 3 0

Q8NDN9 RCBTB1 3 0

P46695 IER3 3 0

Q8NFZ0 FBXO18 3 0

P35236 PTPN7 3 0

Q16666 IFI16 3 0

Q8WWQ8 STAB2 3 0

Q13506 NAB1 3 0

O14981 BTAF1 3 0

Q15059 BRD3 3 0

P13674 P4HA1 3 0

Q92766 RREB1 3 0

Q96CD0 FBXL8 3 0

Q6PJG6 BRAT1 3 0

Q9UK97 FBXO9 3 0

O15417 TNRC18 3 0

Q9BVG9 PTDSS2 3 0

P42694 HELZ 3 0

Q6PH81 C16orf87 3 0

Q15061 WDR43 3 0

Q96FX7 TRMT61A 3 0

P62072 TIMM10 3 0

Q9BVA6 FICD 2 8858

Q9BTY7 FAM203A 2 8858

Q9ULC3 RAB23 2 8858

P26998 CRYBB3 2 4846,09

P45877 PPIC 2 3197,08

Q56P03 EAPP 2 3197,08

Q9ULD4 BRPF3 2 2625,92

O15085 ARHGEF11 2 2625,92

P53674 CRYBB1 2 2492,71

Q9NVT9 ARMC1 2 1837,33

Q96H86 ZNF764 2 1742

Q9BV97 ZNF747 2 1742

P48995 TRPC1 2 1647,1

Q9UKJ5 CHIC2 2 1475,37

O75131 CPNE3 2 1473,12

Q3ZCW2 LGALSL 2 1473,12

O60296 TRAK2 2 1423,51

Q9P0N8 02. Mrz 2 1372,58

P50851 LRBA 2 1370,32

P04279 SEMG1 2 1305,48

P08172 CHRM2 2 1233,94

Q5VWP2 FAM46C 2 1078,31

Q86WA8 LONP2 2 1035,03

Q8NBU5 ATAD1 2 1035,03

Q9UNY5 ZNF232 2 1022,91

Q08378 GOLGA3 2 962,28

Q9BZ67 FRMD8 2 962,28

P56211 ARPP19 2 962,28

Q9Y2G2 CARD8 2 962,28

Q6DCA0 AMMECR1L 2 962,28

Q9UP83 COG5 2 943,6

Q9NRJ4 TULP4 2 925,21

O95297 MPZL1 2 925,21

Q9H1D9 POLR3F 2 920,69

Q96NB1 FOPNL 2 907,89

Q9BXM0 PRX 2 897,85

P04155 TFF1 2 891,03

Q9Y4I1 MYO5A 2 841,31

Q8TEW6 DOK4 2 839,18

Q8IWD4 CCDC117 2 827,01

O14727 APAF1 2 827,01

P00738 HP 2 783,08

Q9Y3D2 MSRB2 2 780,65

Q9UQK1 PPP1R3C 2 758,39

Q8IX21 FAM178A 2 751,73

Q9BUY5 ZNF426 2 751,73

Q9NUJ1 ABHD10 2 747,16

Q13126 MTAP 2 745,18

Q86Y82 STX12 2 713,86

Q9Y2Y0 ARL2BP 2 710,98

Q9UH77 KLHL3 2 697,18

Q9NYF5 FAM13B 2 697,18

O75173 ADAMTS4 2 694,25

Q9C0K7 STRADB 2 677,65

O95490 LPHN2 2 665,31

Q4VC44 FLYWCH1 2 660,85

P30085 CMPK1 2 650,15

Q96GX9 APIP 2 628,09

Q9Y2P4 SLC27A6 2 628,09

Q969R2 OSBP2 2 628,09

Q6ZNE5 ATG14 2 616,07

Q5SR56 HIATL1 2 612,25

Q5BJF6 ODF2 2 605,67

P02452 COL1A1 2 605,67

P31937 HIBADH 2 605,67

Q8N4V1 MMGT1 2 591,21

Q15012 LAPTM4A 2 579,5

O95551 TDP2 2 563,74

P21817 RYR1 2 562,67

P30414 NKTR 2 558,2

Q5T3F8 TMEM63B 2 558,2

Q9H0F5 RNF38 2 554,32

P54760 EPHB4 2 551,32

P16298 PPP3CB 2 551,32

P35321 SPRR1A 2 551,32

Q8N9N2 ASCC1 2 551,32

Q9UIF8 BAZ2B 2 549,38

P32856 STX2 2 549,01

Q13530 SERINC3 2 546,6

Q9C0H2 TTYH3 2 539,24

Q16690 DUSP5 2 539,24

Q9UQQ2 SH2B3 2 525,97

P13726 F3 2 525,97

P62380 TBPL1 2 522,97

Q96BI3 APH1A 2 519,05

Q9NPC6 MYOZ2 2 514,4

P56749 CLDN12 2 512,66

P05305 EDN1 2 511,15

P82930 MRPS34 2 494,74

Q96H78 SLC25A44 2 486,4

Q8TAD4 SLC30A5 2 478,96

Q9GZP4 PITHD1 2 469,74

Q8N138 ORMDL3 2 466,18

Q16612 NREP 2 466,18

Q16829 DUSP7 2 466,18

Q08AD1 CAMSAP2 2 453,21

Q9H6E4 CCDC134 2 450,39

Q96FN4 CPNE2 2 445,03

Q68DK7 MSL1 2 440,77

Q99259 GAD1 2 437,67

Q6UUV7 CRTC3 2 432,12

Q86W92 PPFIBP1 2 431,1

Q92543 SNX19 2 430,72

Q96BD8 SKA1 2 423,85

P78552 IL13RA1 2 413,78

Q9NPC7 MYNN 2 408,93

Q99592 ZNF238 2 408,93

O14604 TMSB4Y 2 405,75

O95336 PGLS 2 405,75

O95201 ZNF205 2 394,74

O14977 AZIN1 2 382,49

Q9Y4C8 RBM19 2 373,44

P34741 SDC2 2 358,01

Q9Y6M4 CSNK1G3 2 349,45

Q6PI78 TMEM65 2 346,83

Q8WUD1 RAB2B 2 346,05

Q9Y689 ARL5A 2 344,45

P30408 TM4SF1 2 344,24

Q9Y2K1 ZBTB1 2 343,14

Q13601 KRR1 2 343,14

P33402 GUCY1A2 2 339,06

Q96AH0 NABP1 2 329,19

Q8TEM1 NUP210 2 328,97

Q9UBS5 GABBR1 2 328,46

O15375 SLC16A5 2 328,44

P30040 ERP29 2 313,44

Q9BXI6 TBC1D10A 2 309,72

Q9BQD3 KXD1 2 306,01

P01019 AGT 2 306,01

Q96BX8 MOB3A 2 304,03

P58012 FOXL2 2 304,03

Q9NNX1 TUFT1 2 298,6

Q8NDH2 CCDC168 2 296,66

P05408 SCG5 2 294,65

Q8WV48 CCDC107 2 293,09

Q969W9 PMEPA1 2 289,18

Q86UW9 DTX2 2 287,13

Q92540 SMG7 2 284,33

Q12796 PNRC1 2 284,33

P27482 CALML3 2 283,04

Q9P0N5 TMEM216 2 271,23

Q0VF96 CGNL1 2 269,24

Q969K7 TMEM54 2 268,73

P42681 TXK 2 268,48

P07858 CTSB 2 267,14

Q15818 NPTX1 2 264,44

O14787 TNPO2 2 254,03

Q96C03 SMCR7 2 252,88

Q14596 NBR1 2 247,83

O43493 TGOLN2 2 247,17

P27658 COL8A1 2 243,28

O43909 EXTL3 2 235,28

O75691 UTP20 2 230,45

Q9BR61 ACBD6 2 230,45

Q5U5Q3 MEX3C 2 228,38

Q9BU61 NDUFAF3 2 226,73

Q9UI47 CTNNA3 2 225,99

Q9BQ65 USB1 2 225,23

Q9Y675 SNURF 2 216,08

Q9UN30 SCML1 2 214,9

Q14554 PDIA5 2 213,39

Q96RR1 C10orf2 2 211,86

Q6IQ26 DENND5A 2 197,89

Q9Y5P3 RAI2 2 195,88

Q9BWV1 BOC 2 193,82

Q8NB25 FAM184A 2 191,8

Q05996 ZP2 2 190,83

O00409 FOXN3 2 190,7

Q12982 BNIP2 2 189,98

Q02080 MEF2B 2 189,54

Q9BQE9 BCL7B 2 189,48

Q9Y6X4 FAM169A 2 188,9

Q8N3Z6 ZCCHC7 2 185,66

O15182 CETN3 2 185,49

P01909 HLA-DQA1 2 185,49

Q96K58 ZNF668 2 184,43

P01009 SERPINA1 2 184,29

Q9NX40 OCIAD1 2 180,86

Q9H4A6 GOLPH3 2 178,17

Q96QZ7 MAGI1 2 177,16

Q8TD31 CCHCR1 2 175,88

Q9Y483 MTF2 2 171,77

P22459 KCNA4 2 170,83

P35626 ADRBK2 2 165,72

Q14258 TRIM25 2 164,93

Q13794 PMAIP1 2 164,35

P62253 UBE2G1 2 164,35

Q9NRG1 PRTFDC1 2 164,19

Q14576 ELAVL3 2 162,14

P11908 PRPS2 2 161,79

Q96DF8 DGCR14 2 161,42

O95571 ETHE1 2 161,3

Q96F45 ZNF503 2 160,37

Q9H467 CUEDC2 2 158,51

Q8IVH8 MAP4K3 2 156,69

O15056 SYNJ2 2 156,69

Q92947 GCDH 2 153,54

Q12983 BNIP3 2 153,5

Q9HB96 FANCE 2 152,19

Q9H3S5 PIGM 2 152,19

Q9Y4C0 NRXN3 2 149,26

Q93097 WNT2B 2 148,39

P25101 EDNRA 2 148,14

O15374 SLC16A4 2 147,92

Q86T82 USP37 2 144,02

P83436 COG7 2 143,37

Q15477 SKIV2L 2 142,11

Q9H7Z7 PTGES2 2 142,11

Q9Y2N7 HIF3A 2 141,58

P61970 NUTF2 2 138,37

Q9P031 CCDC59 2 135,98

Q99676 ZNF184 2 135,46

P07741 APRT 2 134,24

P13807 GYS1 2 132,08

Q9H6J7 C11orf49 2 132,07

P10768 ESD 2 131,54

Q9BWX1 PHF7 2 131,48

Q9BZY9 TRIM31 2 131,48

P09455 RBP1 2 131,23

Q9UDV7 ZNF282 2 131,23

Q969L4 LSM10 2 131,08

Q69YI7 NAIF1 2 130,61

Q9NQ88 C12orf5 2 127,66

P40616 ARL1 2 127,24

P20719 HOXA5 2 126,88

Q96IK5 GMCL1 2 126,62

Q8N8D1 PDCD7 2 126,53

Q13972 RASGRF1 2 125,95

Q8TBN0 RAB3IL1 2 125,7

Q562F6 SGOL2 2 124,52

P57682 KLF3 2 123,4

Q6ZRI6 C15orf39 2 123,4

Q460N5 PARP14 2 123,2

Q5VIR6 VPS53 2 119,41

P13671 C6 2 118,74

Q9UGJ1 TUBGCP4 2 117,2

Q53EZ4 CEP55 2 116,88

P12109 COL6A1 2 116,55

Q99932 SPAG8 2 115,58

Q14999 CUL7 2 115,37

P15391 CD19 2 115,22

Q9NV58 RNF19A 2 115,13

Q96JA1 LRIG1 2 112,98

Q99572 P2RX7 2 112,71

Q96CB8 INTS12 2 111,96

P11597 CETP 2 111,76

P13498 CYBA 2 110,83

Q6ZWJ1 STXBP4 2 109,52

Q9ULD9 ZNF608 2 109,52

O43572 AKAP10 2 108,45

P14317 HCLS1 2 107,99

Q96RF0 SNX18 2 107,94

P02538 KRT6A 2 107,94

P48668 KRT6C 2 107,94

P04259 KRT6B 2 107,94

Q5T9A4 ATAD3B 2 107,71

Q96SI1 KCTD15 2 107,11

Q9H4M3 FBXO44 2 106,53

Q6PGQ7 BORA 2 106,53

O95456 PSMG1 2 106,53

P57086 SCAND1 2 106,33

Q8WV22 NSMCE1 2 106,22

Q9BTM1 H2AFJ 2 105,44

O00560 SDCBP 2 104,42

O75489 NDUFS3 2 104,26

O75884 RBBP9 2 104,16

Q9HCM3 KIAA1549 2 103,31

Q8TE68 EPS8L1 2 102,7

Q99877 HIST1H2BN 2 102,42

Q17R98 ZNF827 2 102,28

Q9Y2K2 SIK3 2 101,71

Q8WWQ0 PHIP 2 101,45

Q9NPF8 ADAP2 2 101,34

Q96QR8 PURB 2 99,79

P52333 JAK3 2 98,81

Q9BXR0 QTRT1 2 98,65

Q9Y508 RNF114 2 98,37

O15209 ZBTB22 2 97,76

Q15274 QPRT 2 97,68

Q9H0G5 NSRP1 2 97,12

P08034 GJB1 2 96,63

P49773 HINT1 2 96,52

Q6IE81 PHF17 2 96,52

Q6GQQ9 OTUD7B 2 96,37

Q5SGD2 PPM1L 2 95,24

Q9NWT8 AURKAIP1 2 94,54

Q01814 ATP2B2 2 93,91

P30046 DDT 2 93,77

O43257 ZNHIT1 2 93,03

O75616 ERAL1 2 92,29

Q66K14 TBC1D9B 2 92,15

P57775 FBXW4 2 92

Q99062 CSF3R 2 91,82

Q9BVN2 RUSC1 2 91,67

P01024 C3 2 91,06

O15066 KIF3B 2 91,06

Q14241 TCEB3 2 90,97

O15381 NVL 2 90,01

P08709 F7 2 89,85

Q03060 CREM 2 89,63

O96020 CCNE2 2 88,86

Q8N2Y8 RUSC2 2 88,57

O75509 TNFRSF21 2 87,39

Q92932 PTPRN2 2 86,64

A9UHW6 MIF4GD 2 86,1

O94864 SUPT7L 2 85,85

P27815 PDE4A 2 85,82

Q8TCG1 KIAA1524 2 85,25

Q9Y6J9 TAF6L 2 85,25

Q9BSJ2 TUBGCP2 2 85,25

P23471 PTPRZ1 2 85,25

P35813 PPM1A 2 84,75

Q8NCA5 FAM98A 2 84,63

Q5T3I0 GPATCH4 2 84,63

Q9H0A0 NAT10 2 84,63

Q9NW13 RBM28 2 84,63

O14950 MYL12B 2 84,63

Q9H0L4 CSTF2T 2 83,93

Q9NQV6 PRDM10 2 83,6

Q7Z6J9 TSEN54 2 83,51

Q9BQ04 RBM4B 2 83,23

P63252 KCNJ2 2 81,9

P03886 MT-ND1 2 81,53

Q9H5V7 IKZF5 2 81,24

Q9H254 SPTBN4 2 80,87

P51570 GALK1 2 80,2

O60858 TRIM13 2 79,74

P15529 CD46 2 78,52

P48200 IREB2 2 76,68

Q96SN7 ORAI2 2 75,58

Q8N5R6 CCDC33 2 74,88

Q12981 BNIP1 2 74,02

Q9H582 ZNF644 2 73,95

Q9UI14 RABAC1 2 73,84

P30203 CD6 2 73,66

Q9C026 TRIM9 2 73,61

Q9UBB6 NCDN 2 73,24

Q9NR11 ZNF302 2 73

O15391 YY2 2 72,66

P53611 RABGGTB 2 72,27

Q8IZU3 SYCP3 2 72,14

P79522 PRR3 2 71,88

Q8IYS2 KIAA2013 2 71,88

Q86XI2 NCAPG2 2 71,56

P01215 CGA 2 71,06

Q9HCH5 SYTL2 2 70,68

Q9HD47 RANGRF 2 70,49

Q96AQ6 PBXIP1 2 70,39

O00470 MEIS1 2 70,04

Q92782 DPF1 2 68,91

Q15327 ANKRD1 2 68,91

Q6ZU52 KIAA0408 2 68,72

Q96G75 RMND5B 2 68,71

Q9Y2D1 ATF5 2 68,62

Q15323 KRT31 2 68,44

O60663 LMX1B 2 68,14



O14975 SLC27A2 2 67,93

Q96KN1 FAM84B 2 67,18

Q13796 SHROOM2 2 67,01

Q96NS5 ASB16 2 67,01

O00254 F2RL2 2 67,01

Q92988 DLX4 2 67,01

P78329 CYP4F2 2 67,01

O95157 NXPH3 2 67,01

P31273 HOXC8 2 67,01

O43900 PRICKLE3 2 67,01

Q9BWW9 APOL5 2 67,01

Q9Y2H0 DLGAP4 2 67,01

P21917 DRD4 2 67,01

P51636 CAV2 2 67,01

Q9H9L3 ISG20L2 2 67,01

Q5JSJ4 DDX26B 2 66,61

Q14195 DPYSL3 2 66,24

Q13753 LAMC2 2 66,13

Q14590 ZNF235 2 65,79

P02774 GC 2 65,66

O43295 SRGAP3 2 65,65

Q13232 NME3 2 65,6

O60844 ZG16 2 65,6

Q96SL4 GPX7 2 65,6

P10124 SRGN 2 65,6

Q9BXJ1 C1QTNF1 2 65,6

B9A064 IGLL5 2 65,6

Q7Z6J0 SH3RF1 2 65,46

Q8WYH8 ING5 2 65,36

Q99550 MPHOSPH9 2 65,14

Q9H410 DSN1 2 64,96

P17706 PTPN2 2 63,91

P21266 GSTM3 2 63,37

Q01538 MYT1 2 63,31

Q9H2G9 BLZF1 2 63,14

O15297 PPM1D 2 63,01

Q9Y241 HIGD1A 2 61,08

Q12767 KIAA0195 2 61,08

O75306 NDUFS2 2 60,97

P08134 RHOC 2 60,72

P05164 MPO 2 60,44

Q92908 GATA6 2 60,23

Q6ZVK8 NUDT18 2 60,09

Q8NFP9 NBEA 2 60,07

Q96CN9 GCC1 2 59,98

O14770 MEIS2 2 59,66

O00507 USP9Y 2 59,53

Q8N5Y8 PARP16 2 59,53

Q96FA3 PELI1 2 59,08

O60500 NPHS1 2 58,66

P16150 SPN 2 58,64

Q8IZ52 CHPF 2 57,79

Q6NYC8 PPP1R18 2 57,08

Q86UU5 GGN 2 57,08

P26010 ITGB7 2 56,56

P47929 LGALS7B 2 56,39

Q6P5R6 RPL22L1 2 55,34

Q96CA5 BIRC7 2 55,19

O75746 SLC25A12 2 55,16

Q96DA2 RAB39B 2 54,98

Q03431 PTH1R 2 54,66

Q96HL8 SH3YL1 2 54,64

Q7Z7H5 TMED4 2 54,64

P20701 ITGAL 2 54,46

Q96JN0 LCOR 2 54,42

Q9NZT1 CALML5 2 54,39

Q5VW36 FOCAD 2 54,39

Q9UJW0 DCTN4 2 54,33

Q9BZE4 GTPBP4 2 54,18

P25105 PTAFR 2 53,89

Q9GZU2 PEG3 2 53,79

P56279 TCL1A 2 52,66

Q96G23 CERS2 2 52,54

P98161 PKD1 2 51,88

O75477 ERLIN1 2 51

Q9H992 07. Mrz 2 50,89

Q5JSZ5 PRRC2B 2 50,42

Q9Y2U9 KLHDC2 2 50,35

Q9Y2Q5 LAMTOR2 2 49,96

Q8IVF5 TIAM2 2 49,47

Q3MHD2 LSM12 2 49,31

Q96PE3 INPP4A 2 49,26

P04003 C4BPA 2 49,12

Q01970 PLCB3 2 49,03

Q86UL8 MAGI2 2 48,74

Q9HC77 CENPJ 2 48,7

P08922 ROS1 2 48,1

Q5JRX3 PITRM1 2 46,94

Q8NC60 NOA1 2 46,8

Q9Y679 AUP1 2 46,49

P36402 TCF7 2 45,91

Q96DZ5 CLIP3 2 45,34

Q9HCI7 MSL2 2 45,31

Q96NY9 MUS81 2 45,3

Q07960 ARHGAP1 2 45,15

P22001 KCNA3 2 45,09

Q9H6R4 NOL6 2 44,87

Q8WZA1 POMGNT1 2 44,46

Q9P0N9 TBC1D7 2 43,63

Q70EK8 USP53 2 42,95

P05937 CALB1 2 42,91

Q13610 PWP1 2 42,67

P30740 SERPINB1 2 42,29

P14416 DRD2 2 41,44

P48547 KCNC1 2 41,33

P16452 EPB42 2 41,05

P31629 HIVEP2 2 40,82

Q6FIF0 ZFAND6 2 40,67

Q17RB8 LONRF1 2 40,3

Q9C010 PKIB 2 40,11

P08311 CTSG 2 40,06

Q53TS8 ALS2CR11 2 40,01

Q10589 BST2 2 39,83

P04198 MYCN 2 39,68

Q96JN2 CCDC136 2 39,28

P24046 GABRR1 2 38,94

Q6STE5 SMARCD3 2 38,7

P23919 DTYMK 2 38,39

Q8N302 AGGF1 2 38,3

Q93099 HGD 2 38,08

Q92786 PROX1 2 38,08

Q3V6T2 CCDC88A 2 37,92

Q9NVZ3 NECAP2 2 37,59

Q9H5H4 ZNF768 2 37,39

P11229 CHRM1 2 37,14

Q969H4 CNKSR1 2 36,99

Q9Y6W6 DUSP10 2 36,55

Q14257 RCN2 2 36,34

O60218 AKR1B10 2 36,31

Q99719 05. Sep 2 36,25

O75663 TIPRL 2 36,21

Q9Y296 TRAPPC4 2 35,98

Q9HCN8 SDF2L1 2 35,81

P35790 CHKA 2 35,64

Q8N8J6 ZNF615 2 35,53

O94806 PRKD3 2 34,98

Q96I99 SUCLG2 2 34,82

Q6ZN04 MEX3B 2 34,72

Q969K3 RNF34 2 34,59

Q92817 EVPL 2 34,07

Q6NUK4 REEP3 2 33,34

Q9UHF0 TAC3 2 33,22

Q9H3H3 C11orf68 2 33,22

P06132 UROD 2 33,17

P10916 MYL2 2 33,16

O00287 RFXAP 2 33,07

O15155 BET1 2 32,82

P63313 TMSB10 2 32,66

P36405 ARL3 2 32,62

P22455 FGFR4 2 32,37

P00395 MT-CO1 2 32,35

Q8TEY5 CREB3L4 2 32,01

Q9H2B2 SYT4 2 31,91

P08588 ADRB1 2 31,76

Q96EY4 TMA16 2 31,47

P37023 ACVRL1 2 31,41

Q9UPN6 SCAF8 2 31,39

Q9NNW5 WDR6 2 31,32

P17677 GAP43 2 31,09

P16402 HIST1H1D 2 31,09

O95674 CDS2 2 31,03

O14645 DNALI1 2 30,95

Q9UHG0 DCDC2 2 30,78

O14924 RGS12 2 30,62

Q9C004 SPRY4 2 30,45

Q8TED0 UTP15 2 30,44

Q5EBL8 PDZD11 2 30,34

Q99447 PCYT2 2 30,29

Q96G74 OTUD5 2 30,13

Q9C086 INO80B 2 30,12

Q9Y3L3 SH3BP1 2 29,95

Q96N11 C7orf26 2 29,85

Q96SY0 VWA9 2 29,85

O00628 PEX7 2 28,99

P05113 IL5 2 28,69

P07476 IVL 2 28,69

P21964 COMT 2 28,46

O15020 SPTBN2 2 28,33

Q9UBS8 RNF14 2 28,22

Q03154 ACY1 2 28,07

P09466 PAEP 2 27,91

P51159 RAB27A 2 27,91

Q8TF21 ANKRD24 2 27,91

Q8N6I1 EID2 2 27,84

P82932 MRPS6 2 27,76

Q99578 RIT2 2 27,65

Q99595 TIMM17A 2 27,62

P49913 CAMP 2 27,4

Q6I9Y2 THOC7 2 27,11

Q15286 RAB35 2 27,02

O43529 CHST10 2 26,87

Q86YD1 PTOV1 2 26,57

Q92753 RORB 2 26,46

Q9BSL1 UBAC1 2 26,46

Q9UPW5 AGTPBP1 2 26,22

Q9UN79 SOX13 2 26,21

Q5SW96 LDLRAP1 2 26,18

Q96PV0 SYNGAP1 2 26,13

O14910 LIN7A 2 26,04

P54753 EPHB3 2 25,84

Q01469 FABP5 2 25,78

P06899 HIST1H2BJ 2 25,77

Q8N9V2 TRIML1 2 25,76

P51681 CCR5 2 25,64

Q8N6R1 SERP2 2 25,25

Q9NP31 SH2D2A 2 25,18

Q8IZQ1 WDFY3 2 25,11

P04066 FUCA1 2 24,83

P23368 ME2 2 24,79

P15104 GLUL 2 24,72

Q9P104 DOK5 2 24,47

O14798 TNFRSF10C 2 24,38

O75689 ADAP1 2 24,19

Q14995 NR1D2 2 24,09

Q9UBP5 HEY2 2 24,09

Q9H3G5 CPVL 2 23,99

P40189 IL6ST 2 23,81

P78417 GSTO1 2 23,64

Q8TAG9 EXOC6 2 23,64

O95073 FSBP 2 23,6

O75368 SH3BGRL 2 23,6

O96011 PEX11B 2 23,54

O75192 PEX11A 2 23,54

Q9BZD4 NUF2 2 23,51

P06280 GLA 2 23,35

Q9Y603 ETV7 2 23,3

Q05315 CLC 2 23,21

O00151 PDLIM1 2 23,17

Q13255 GRM1 2 23,07

Q15437 SEC23B 2 22,93

Q9H9H4 VPS37B 2 22,68

Q5TGZ0 MINOS1 2 22,66

P18564 ITGB6 2 22,6

O60516 EIF4EBP3 2 22,51

Q9NPI8 FANCF 2 22,32

O15287 FANCG 2 22,03

P49675 STAR 2 22,01

P19875 CXCL2 2 21,94

O15235 MRPS12 2 21,93

Q9UQ53 MGAT4B 2 21,81

P08603 CFH 2 21,59

Q9H867 METTL21D 2 21,53

P31146 CORO1A 2 21,42

P63267 ACTG2 2 21,24

Q8N3V7 SYNPO 2 21,2

O00154 ACOT7 2 21,15

Q9P0K7 RAI14 2 20,74

Q9UBC5 MYO1A 2 20,55

Q9Y6N9 USH1C 2 20,54

Q9HCN6 GP6 2 20,46

P13224 GP1BB 2 20,46

P08567 PLEK 2 20,29

Q9NWB1 RBFOX1 2 20,2

P57075 UBASH3A 2 19,84

Q9NPF0 CD320 2 19,83

Q9Y4D1 DAAM1 2 19,6

Q9UPN7 PPP6R1 2 19,48

O14531 DPYSL4 2 19,09

P01033 TIMP1 2 19,07

Q9P2Q2 FRMD4A 2 18,94

Q9NX47 05. Mrz 2 18,88

P05091 ALDH2 2 18,87

O43813 LANCL1 2 18,83

Q9NPA3 MID1IP1 2 18,58

Q53GL0 PLEKHO1 2 18,58

Q9Y3Y4 PYGO1 2 18,52

Q86UA1 PRPF39 2 18,14

P47736 RAP1GAP 2 18,05

P03928 MT-ATP8 2 17,93

Q16527 CSRP2 2 17,8

Q6PH85 DCUN1D2 2 17,76

P05814 CSN2 2 17,76

P13646 KRT13 2 17,76

Q8TES7 FBF1 2 17,76

Q16769 QPCT 2 17,76

O95678 KRT75 2 17,76

O75526 RBMXL2 2 17,76

Q2M2I5 KRT24 2 17,76

Q8WXC6 MYEOV2 2 17,76

Q6YP21 CCBL2 2 17,76

Q9BRJ7 NUDT16L1 2 17,76

O76031 CLPX 2 17,76

P25325 MPST 2 17,63

O60921 HUS1 2 17,62

P16870 CPE 2 17,57

Q15669 RHOH 2 17,57

Q9UFN0 NIPSNAP3A 2 17,43

P31323 PRKAR2B 2 17,43

Q15067 ACOX1 2 17,35

O14949 UQCRQ 2 17,29

Q6UXN8 CLEC9A 2 17,26

Q96HN2 AHCYL2 2 17,05

O43921 EFNA2 2 17,03

O43674 NDUFB5 2 16,92

P61812 TGFB2 2 16,38

P13796 LCP1 2 16,34

Q9NR21 PARP11 2 16,27

P55774 CCL18 2 16,14

Q66K89 E4F1 2 16,09

O15273 TCAP 2 16,06

Q8WXK3 ASB13 2 16,05

Q9BRP1 PDCD2L 2 15,92

P14927 UQCRB 2 15,9

Q9HAZ1 CLK4 2 15,9

Q9ULX9 MAFF 2 15,89

Q5H9F3 BCORL1 2 15,89

P49441 INPP1 2 15,82

Q9Y2M0 FAN1 2 15,76

O15078 CEP290 2 15,7

Q16633 POU2AF1 2 15,66

Q9Y2R9 MRPS7 2 15,65

Q9NYA1 SPHK1 2 15,54

Q5IJ48 CRB2 2 15,51

Q9Y600 CSAD 2 15,48

P25116 F2R 2 15,45

Q9NSB8 HOMER2 2 15,24

O15156 ZBTB7B 2 15,22

O75251 NDUFS7 2 14,96

P35372 OPRM1 2 14,87

O95197 RTN3 2 14,81

Q9UHC6 CNTNAP2 2 14,78

P06126 CD1A 2 14,76

Q96MG7 NDNL2 2 14,74

P42261 GRIA1 2 14,58

Q9NQ66 PLCB1 2 14,5

P08514 ITGA2B 2 14,26

Q9NX95 SYBU 2 14,02

P48736 PIK3CG 2 13,91

Q8N3K9 CMYA5 2 13,91

P18669 PGAM1 2 13,47

Q9BXN2 CLEC7A 2 13,36

Q8TAQ5 ZNF420 2 13,29

Q8NFA0 USP32 2 13,22

Q16342 PDCD2 2 13,15

Q96A08 HIST1H2BA 2 13,13

Q9NXU5 ARL15 2 13,06

P11161 EGR2 2 13,02

Q7Z7H8 MRPL10 2 12,97

P52926 HMGA2 2 12,92

Q7L9L4 MOB1B 2 12,86

Q12893 TMEM115 2 12,78

O14607 UTY 2 12,75

Q8NHQ8 RASSF8 2 12,75

Q99519 NEU1 2 12,66

Q6IAN0 DHRS7B 2 12,62

Q16626 MEA1 2 12,59

Q27J81 INF2 2 12,59

Q9Y6B2 EID1 2 12,55

Q9UIF7 MUTYH 2 12,47

Q53SF7 COBLL1 2 12,28

Q92608 DOCK2 2 12,27

P23527 HIST1H2BO 2 12,24

Q9BW27 NUP85 2 12,11

Q9Y6K8 AK5 2 12,06

A0FGR8 ESYT2 2 11,98

P41238 APOBEC1 2 11,82

P21399 ACO1 2 11,82

Q15119 PDK2 2 11,75

Q13443 ADAM9 2 11,75

Q6ZNB6 NFXL1 2 11,74

Q9UBY8 CLN8 2 11,59

Q9NT62 ATG3 2 11,54

P32456 GBP2 2 11,5

O96004 HAND1 2 11,4

Q9BWS9 CHID1 2 11,39

Q99828 CIB1 2 11,35

Q49AN0 CRY2 2 11,35

Q8WUP2 FBLIM1 2 11,34

Q86Z02 HIPK1 2 11,29

Q8TAF7 ZNF461 2 11,28

Q9Y4P1 ATG4B 2 11,27

Q13613 MTMR1 2 11,25

Q9NZM5 GLTSCR2 2 11,18

O75964 ATP5L 2 11,17

P05452 CLEC3B 2 11,16

P51449 RORC 2 11,12

O60245 PCDH7 2 11,12

Q9H6R7 C2orf44 2 10,89

Q14802 FXYD3 2 10,85

Q15173 PPP2R5B 2 10,75

Q13671 RIN1 2 10,65

O60239 SH3BP5 2 10,65

Q9H2K0 MTIF3 2 10,57

P82279 CRB1 2 10,46

Q99798 ACO2 2 10,4

P08173 CHRM4 2 10,28

Q86TG7 PEG10 2 10,27

Q9Y6N6 LAMC3 2 10,27

P09110 ACAA1 2 10,16

Q8IX18 DHX40 2 10,15

Q8WXE0 CASKIN2 2 10,14

P57723 PCBP4 2 10,1

Q8N5A5 ZGPAT 2 10,09

Q9BV40 VAMP8 2 9,94

Q9BT40 INPP5K 2 9,92

Q6QNY1 BLOC1S2 2 9,79

Q14643 ITPR1 2 9,77

Q15572 TAF1C 2 9,68

Q15543 TAF13 2 9,63

P09917 ALOX5 2 9,5

Q5JSL3 DOCK11 2 9,49

Q9Y485 DMXL1 2 9,49

Q8TF76 GSG2 2 9,4

O94953 KDM4B 2 9,4

P26378 ELAVL4 2 9,34

Q9Y5B8 NME7 2 9,26

O60706 ABCC9 2 9,22

Q8N2K1 UBE2J2 2 9,22

Q6PFW1 PPIP5K1 2 9,19

P18054 ALOX12 2 9,18

P49863 GZMK 2 9,15

Q9BQ39 DDX50 2 9,07

Q6DKK2 TTC19 2 9,06

Q9UHY7 ENOPH1 2 8,89

Q96DC9 OTUB2 2 8,89

Q9NZD8 SPG21 2 8,81

P43356 MAGEA2 2 8,76

Q8TB96 ITFG1 2 8,54

Q9UK41 VPS28 2 8,3

O60729 CDC14B 2 8,27

Q8NFG4 FLCN 2 8,21

P61266 STX1B 2 8,14

Q9NQR4 NIT2 2 8,09

Q8N448 LNX2 2 8,06

Q9H5V9 CXorf56 2 8,06

P60880 SNAP25 2 8,01

Q14524 SCN5A 2 7,93

Q9NRN7 AASDHPPT 2 7,83

A6H8Y1 BDP1 2 7,72

Q53H47 SETMAR 2 7,66

Q70J99 UNC13D 2 7,52

Q9Y2J0 RPH3A 2 7,44

Q9BTV4 TMEM43 2 7,38

Q9NWZ3 IRAK4 2 7,27

P49757 NUMB 2 7,1

Q05586 GRIN1 2 7,07

Q96F07 CYFIP2 2 7

Q6UXB4 CLEC4G 2 6,9

P61966 AP1S1 2 6,86

Q9UBT6 POLK 2 6,86

Q9P0U1 TOMM7 2 6,83

Q9NS87 KIF15 2 6,79

O15031 PLXNB2 2 6,74

O43422 PRKRIR 2 6,7

Q96BR5 SELRC1 2 6,7

Q99698 LYST 2 6,64

Q8WXE9 STON2 2 6,63

P06737 PYGL 2 6,57

Q99538 LGMN 2 6,57

Q00537 CDK17 2 6,38

P22748 CA4 2 6,36

Q9UGI9 PRKAG3 2 6,35

Q2TAZ0 ATG2A 2 6,32

P09972 ALDOC 2 6,25

Q6VY07 PACS1 2 6,21

O75061 DNAJC6 2 6,16

O43711 TLX3 2 6,15

Q99929 ASCL2 2 6,12

Q9NPA8 ENY2 2 5,99

P35270 SPR 2 5,89

Q9NX14 NDUFB11 2 5,74

Q969W8 ZNF566 2 5,7

Q9NWU5 MRPL22 2 5,59

Q9NX20 MRPL16 2 5,59

Q92851 CASP10 2 5,57

P20941 PDC 2 5,53

O60732 MAGEC1 2 5,46

Q9BQ48 MRPL34 2 5,36

P43004 SLC1A2 2 5,32

Q15049 MLC1 2 5,31

Q5VZV1 METTL21C 2 5,2

O75971 SNAPC5 2 5,19

P82675 MRPS5 2 4,92

Q13057 COASY 2 4,91

Q9HCC0 MCCC2 2 4,86

Q7L5Y9 MAEA 2 4,85

Q9HBM1 SPC25 2 4,75

Q9Y2U8 LEMD3 2 4,73

Q13571 LAPTM5 2 4,68

Q9UPU3 SORCS3 2 4,67

O15121 DEGS1 2 4,66

Q9UBV2 SEL1L 2 4,66

Q96II8 LRCH3 2 4,64

Q9H7B2 RPF2 2 4,57

Q86TS9 MRPL52 2 4,57

Q8NDT2 RBM15B 2 4,47

Q5T0N5 FNBP1L 2 4,43

Q9UPS6 SETD1B 2 4,42

Q7Z591 AKNA 2 4,41

P56645 PER3 2 4,33

Q9BQB6 VKORC1 2 4,2

Q99942 RNF5 2 4,04

Q9P270 SLAIN2 2 4,02

Q96JH8 RADIL 2 4

P42892 ECE1 2 4

Q96J94 PIWIL1 2 3,97

O95398 RAPGEF3 2 3,87

Q9BQY9 DBNDD2 2 3,84

O00291 HIP1 2 3,81

O43929 ORC4 2 3,77

P02730 SLC4A1 2 3,75

Q9H845 ACAD9 2 3,72

Q14517 FAT1 2 3,68

O43633 CHMP2A 2 3,65

O95359 TACC2 2 3,62

P82921 MRPS21 2 3,61

P55771 PAX9 2 3,57

Q9C019 TRIM15 2 3,57

O75419 CDC45 2 3,55



Q96DX5 ASB9 2 3,54

Q96EA4 SPDL1 2 3,52

P43490 NAMPT 2 3,46

Q9HC07 TMEM165 2 3,43

Q9ULT8 HECTD1 2 3,41

Q9P1U0 ZNRD1 2 3,3

O94915 FRYL 2 3,22

Q9Y6D6 ARFGEF1 2 3,19

P20963 CD247 2 3,19

Q969S3 ZNF622 2 3,16

Q52WX2 SBK1 2 3,16

P28332 ADH6 2 2,91

Q9HB40 SCPEP1 2 2,86

O95343 SIX3 2 2,73

Q4V328 GRIPAP1 2 2,57

Q9NQ94 A1CF 2 2,53

Q9BWW4 SSBP3 2 2,48

Q8NBM4 UBAC2 2 2,31

Q9NXX6 NSMCE4A 2 2,31

Q05823 RNASEL 2 2,28

P21754 ZP3 2 2,28

O75618 DEDD 2 2,21

Q0P6H9 TMEM62 2 2,19

Q9Y6K5 OAS3 2 2,12

Q92609 TBC1D5 2 2,11

Q7Z7N9 TMEM179B 2 2,11

P15328 FOLR1 2 2,05

Q53HC9 TSSC1 2 2,03

P32189 GK 2 1,95

Q53S58 TMEM177 2 1,89

Q8N8A6 DDX51 2 1,83

Q96AW1 VOPP1 2 1,78

P84095 RHOG 2 1,7

P98155 VLDLR 2 1,68

Q86VQ1 GLCCI1 2 1,68

O75051 PLXNA2 2 1,67

O95985 TOP3B 2 1,64

P54296 MYOM2 2 1,57

Q8IV08 PLD3 2 1,55

P0C862 C1QTNF9 2 1,52

Q7Z2W7 TRPM8 2 1,43

P20839 IMPDH1 2 1,42

Q9UFG5 C19orf25 2 1,34

Q8NHP8 PLBD2 2 1,22

Q9GZY0 NXF2 2 1,22

Q32P51 HNRNPA1L2 2 1,18

Q15915 ZIC1 2 1,16

Q13635 PTCH1 2 1,16

Q92536 SLC7A6 2 1,05

Q5VUB5 FAM171A1 2 1,03

Q6F5E8 RLTPR 2 1,02

P35575 G6PC 2 1,01

Q16654 PDK4 2 1,01

Q96QD9 FYTTD1 2 1,01

Q9NZR1 TMOD2 2 0,99

Q9Y2I1 NISCH 2 0,94

Q13487 SNAPC2 2 0,84

Q16533 SNAPC1 2 0,84

Q96IZ5 RBM41 2 0,67

Q86UV5 USP48 2 0,66

Q13608 PEX6 2 0,25

P20827 EFNA1 2 0

P48739 PITPNB 2 0

Q8NE01 CNNM3 2 0

O14978 ZNF263 2 0

Q15024 EXOSC7 2 0

Q92968 PEX13 2 0

O00623 PEX12 2 0

Q9BSJ8 ESYT1 2 0

Q01484 ANK2 2 0

Q92556 ELMO1 2 0

Q9UJW3 DNMT3L 2 0

Q9NS37 CREBZF 2 0

P58317 ZNF121 2 0

Q9H9A7 RMI1 2 0

Q9NX65 ZNF434 2 0

Q9Y4E5 ZNF451 2 0

Q9Y692 GMEB1 2 0

Q9H5V8 CDCP1 2 0

P55789 GFER 2 0

P56278 MTCP1 2 0

Q9C0D9 EPT1 2 0

Q8N5C8 TAB3 2 0

Q9UQ13 SHOC2 2 0

Q9BY84 DUSP16 2 0

P12318 FCGR2A 2 0

P02679 FGG 2 0

O14512 SOCS7 2 0

P59046 NLRP12 2 0

Q9Y3M8 STARD13 2 0

Q6MZQ0 PRR5L 2 0

Q14188 TFDP2 2 0

Q8NEU8 APPL2 2 0

P49789 FHIT 2 0

Q9BZE9 ASPSCR1 2 0

Q8WTW4 NPRL2 2 0

P14784 IL2RB 2 0

P09341 CXCL1 2 0

P01210 PENK 2 0

P00750 PLAT 2 0

P07996 THBS1 2 0

Q15561 TEAD4 2 0

Q9BYG4 PARD6G 2 0

Q68DV7 RNF43 2 0

Q96QT4 TRPM7 2 0

O75154 RAB11FIP3 2 0

Q13351 KLF1 2 0

O94913 PCF11 2 0

O75317 USP12 2 0

Q9NPE3 NOP10 2 0

P50749 RASSF2 2 0

Q9NW08 POLR3B 2 0

Q5H9S7 DCAF17 2 0

Q5VUA4 ZNF318 2 0

Q14703 MBTPS1 2 0

Q3KNW1 SNAI3 2 0

Q9NYF0 DACT1 2 0

Q14134 TRIM29 2 0

O95299 NDUFA10 2 0

P22670 RFX1 2 0

Q96JK2 DCAF5 2 0

Q99829 CPNE1 2 0

Q8WU68 U2AF1L4 2 0

Q53T94 TAF1B 2 0

Q8WXX5 DNAJC9 2 0

Q9BZS1 FOXP3 2 0

Q92889 ERCC4 2 0

Q5W0Q7 USPL1 2 0

Q9Y6X1 SERP1 2 0

B0I1T2 MYO1G 2 0

Q567U6 CCDC93 2 0

Q96PQ7 KLHL5 2 0

Q9BRR9 ARHGAP9 2 0

P22557 ALAS2 2 0

Q86UT6 NLRX1 2 0

Q9P0J1 PDP1 2 0

Q9P2J9 PDP2 2 0

Q9H4D5 NXF3 2 0

Q8WU20 FRS2 2 0

Q8NFH4 NUP37 2 0

Q86YS3 RAB11FIP4 2 0

O14709 ZNF197 2 0

Q9Y5Y5 PEX16 2 0

Q9BXF3 CECR2 2 0

Q9Y5Z7 HCFC2 2 0

Q9P1T7 MDFIC 2 0

Q9Y446 PKP3 2 0

Q9Y4E6 WDR7 2 0

P57087 JAM2 2 0

Q8TC59 PIWIL2 2 0

Q70E73 RAPH1 2 0

Q9Y2S0 POLR1D 2 0

Q15697 ZNF174 2 0

Q5QJE6 DNTTIP2 2 0

O00182 LGALS9 2 0

Q13588 GRAP 2 0

Q08554 DSC1 2 0

P07101 TH 2 0

Q15464 SHB 2 0

P16410 CTLA4 2 0

P21926 CD9 2 0

Q9ULB4 CDH9 2 0

Q9P2X7 01. Dez 2 0

O14753 OVOL1 2 0

O75444 MAF 2 0

Q75QN2 INTS8 2 0

Q9H8N7 ZNF395 2 0

Q05BQ5 MBTD1 2 0

Q9C0J9 BHLHE41 2 0

Q9P2A4 ABI3 2 0

P18545 PDE6G 2 0

P07585 DCN 2 0

Q96GC6 ZNF274 2 0

Q6PI98 INO80C 2 0

P09629 HOXB7 2 0

P43268 ETV4 2 0

P68543 UBXN2A 2 0

Q9NX76 CMTM6 2 0

Q13936 CACNA1C 2 0

Q9Y6H6 KCNE3 2 0

Q96AX9 MIB2 2 0

Q9C030 TRIM6 2 0

P57078 RIPK4 2 0

Q14574 DSC3 2 0

P23763 VAMP1 2 0

Q8WWW8 GAB3 2 0

Q86WV1 SKAP1 2 0

Q13277 STX3 2 0

Q68CR1 SEL1L3 2 0

Q8TB72 PUM2 2 0

Q16534 HLF 2 0

Q10586 DBP 2 0

Q9NQS1 AVEN 2 0

O15492 RGS16 2 0

P16383 GCFC2 2 0

Q9H9A5 CNOT10 2 0

O14730 RIOK3 2 0

Q9BTE3 MCMBP 2 0

Q659A1 NARG2 2 0

Q5T4F4 ZFYVE27 2 0

P31260 HOXA10 2 0

Q9UP65 PLA2G4C 2 0

Q96EP0 RNF31 2 0

Q8N1W1 ARHGEF28 2 0

Q9UII4 HERC5 2 0

P43250 GRK6 2 0

Q9NY15 STAB1 2 0

P0C2W1 FBXO45 2 0

Q7RTN6 STRADA 2 0

Q96EF6 FBXO17 2 0

Q96A37 RNF166 2 0

Q13572 ITPK1 2 0

Q8WZ73 RFFL 2 0

Q9UHH9 IP6K2 2 0

Q96M98 PACRG 2 0

Q9UJQ4 SALL4 2 0

Q9NU63 ZFP57 2 0

P57739 CLDN2 2 0

Q9UKN5 PRDM4 2 0

Q9NPJ1 MKKS 2 0

Q9NQL2 RRAGD 2 0

Q16671 AMHR2 2 0

P80192 MAP3K9 2 0

Q9Y696 CLIC4 2 0

P11801 PSKH1 2 0

Q9Y247 FAM50B 2 0

Q9C0E2 XPO4 2 0

O60547 GMDS 2 0

Q9UIU6 SIX4 2 0

Q58F21 BRDT 2 0

Q8IVH2 FOXP4 2 0

Q9NTM9 CUTC 2 0

Q9ULZ3 PYCARD 2 0

O95340 PAPSS2 2 0

Q96K76 USP47 2 0

O00471 EXOC5 2 0

O14578 CIT 2 0

Q9NXW2 DNAJB12 2 0

Q8NE86 MCU 2 0

Q9HCU8 POLD4 2 0

Q8IV38 ANKMY2 2 0

Q96C12 ARMC5 2 0

Q8WTQ7 GRK7 2 0

Q8N239 KLHL34 2 0

Q8TEC5 SH3RF2 2 0

Q5VZB9 DMRTA1 2 0

Q86V86 PIM3 2 0

Q96CT2 KLHL29 2 0

Q7L622 G2E3 2 0

Q8WXH6 RAB40A 2 0

O15146 MUSK 2 0

Q6ZMZ0 RNF19B 2 0

Q5TEA3 C20orf194 2 0

Q9UDY6 TRIM10 2 0

Q96BR1 SGK3 2 0

P56179 DLX6 2 0

Q8WZ60 KLHL6 2 0

O14682 ENC1 2 0

Q9UL58 ZNF215 2 0

P0CI25 TRIM49 2 0

Q8NER5 ACVR1C 2 0

Q9NVX7 KBTBD4 2 0

Q96S53 TESK2 2 0

Q2M1V0 ISX 2 0

Q6VVB1 NHLRC1 2 0

Q96RG2 PASK 2 0

Q96NJ5 KLHL32 2 0

O75426 FBXO24 2 0

Q9HCU5 PREB 2 0

Q9UH90 FBXO40 2 0

Q8NB91 FANCB 2 0

Q9BXA7 TSSK1B 2 0

Q9BQ31 KCNS3 2 0

Q86UV7 TRIM73 2 0

Q6JEL2 KLHL10 2 0

Q6PJ21 SPSB3 2 0

Q2WGJ6 KLHL38 2 0

Q9NY57 STK32B 2 0

Q6ZWB6 KCTD8 2 0

Q5H9I0 TFDP3 2 0

Q9P2G3 KLHL14 2 0

Q9Y6S9 RPS6KL1 2 0

Q9NR64 KLHL1 2 0

Q8WXJ9 ASB17 2 0

Q13470 TNK1 2 0

Q96QS6 PSKH2 2 0

Q59H18 TNNI3K 2 0

Q8WY91 THAP4 2 0

Q86YJ5 09. Mrz 2 0

Q9NWN3 FBXO34 2 0

Q8N4N3 KLHL36 2 0

Q9Y458 TBX22 2 0

O94844 RHOBTB1 2 0

P17658 KCNA6 2 0

Q6J9G0 STYK1 2 0

Q8NCB2 CAMKV 2 0

Q96M94 KLHL15 2 0

Q6ZSB9 ZBTB49 2 0

Q86YV6 MYLK4 2 0

Q14190 SIM2 2 0

Q9UIX4 KCNG1 2 0

Q8N165 PDIK1L 2 0

Q9Y2E6 DTX4 2 0

Q16566 CAMK4 2 0

Q8NEE6 FBXL13 2 0

Q8IVU3 HERC6 2 0

Q9Y2H1 STK38L 2 0

P14616 INSRR 2 0

Q3SYB3 FOXD4L6 2 0

Q8NF50 DOCK8 2 0

P21145 MAL 2 0

Q96HF1 SFRP2 2 0

Q9BWX5 GATA5 2 0

Q9UPY5 SLC7A11 2 0

Q6FHJ7 SFRP4 2 0

Q5T4F7 SFRP5 2 0

Q8N357 C2orf18 2 0

O95361 TRIM16 2 0

Q3ZAQ7 VMA21 2 0

Q15363 TMED2 2 0

Q9UM00 TMCO1 2 0

O75608 LYPLA1 2 0

P20340 RAB6A 2 0

Q96M83 CCDC7 2 0

Q96QG7 MTMR9 2 0

Q969H6 POP5 2 0

Q15528 MED22 2 0

Q9BUE0 MED18 2 0

Q9NR19 ACSS2 2 0

Q8NFD5 ARID1B 2 0

Q9HBW0 LPAR2 2 0

Q5TC12 ATPAF1 2 0

Q96NY8 PVRL4 2 0

Q7L0Q8 RHOU 2 0

Q9UMZ2 SYNRG 2 0

P17301 ITGA2 2 0

P26006 ITGA3 2 0

O43734 TRAF3IP2 2 0

P30556 AGTR1 2 0

P40429 RPL13A 2 0

P09603 CSF1 2 0

P09327 VIL1 2 0

Q9UK22 FBXO2 2 0

Q9HB90 RRAGC 2 0

Q15916 ZBTB6 2 0

P15173 MYOG 2 0

Q71F56 MED13L 2 0

P07339 CTSD 2 0

O94885 SASH1 2 0

P80098 CCL7 2 0

Q9BX84 TRPM6 2 0

Q86UR1 NOXA1 2 0

Q96GC9 VMP1 2 0

Q96M27 PRRC1 2 0

Q5JTC6 FAM123B 2 0

Q53HC0 CCDC92 2 0

P60468 SEC61B 2 0

P20142 PGC 2 0

Q6DKJ4 NXN 2 0

Q14CS0 UBXN2B 2 0

Q9UM63 PLAGL1 2 0

Q92800 EZH1 2 0

Q9H3H9 TCEAL2 2 0

O75147 OBSL1 2 0

Q9Y3B9 RRP15 2 0

P35326 SPRR2A 2 0

Q96JB6 LOXL4 2 0

Q8TDI0 CHD5 2 0

Q14690 PDCD11 2 0

Q6NXE6 ARMC6 2 0

Q03701 CEBPZ 2 0

Q9Y2C2 UST 2 0

Q86XR8 CEP57 2 0

Q13129 RLF 2 0

Q9NUL3 STAU2 2 0

Q9UL40 ZNF346 2 0

Q96Q89 KIF20B 2 0

Q9GZR1 SENP6 2 0

Q01459 CTBS 2 0

P36404 ARL2 2 0

Q8IV61 RASGRP3 2 0

Q9BX67 JAM3 2 0

O75334 PPFIA2 2 0

Q9NP64 ZCCHC17 2 0

Q02575 NHLH1 2 0

P68871 HBB 2 0

Q9H668 OBFC1 2 0

P30518 AVPR2 2 0

P01834 IGKC 2 0

P63098 PPP3R1 2 0

Q658P3 STEAP3 2 0

O15228 GNPAT 2 0

P54829 PTPN5 2 0

Q15256 PTPRR 2 0

P36575 ARR3 2 0

Q53TQ3 INO80D 2 0

Q9Y6K0 CEPT1 2 0

Q9BQI6 ANKRD32 2 0

Q9UBF1 MAGEC2 2 0

P30837 ALDH1B1 2 0

Q86VI3 IQGAP3 2 0

Q8N283 ANKRD35 2 0

Q5T124 UBXN11 2 0

Q86XK3 SFR1 2 0

Q6ZRQ5 MMS22L 2 0

O60942 RNGTT 2 0

Q6AI12 ANKRD40 2 0

P00374 DHFR 2 0

Q14146 URB2 2 0

Q9HB65 ELL3 2 0

Q9H329 EPB41L4B 2 0

Q14692 BMS1 2 0

Q8N344 MIER2 2 0

Q7Z3K6 MIER3 2 0

O15018 PDZD2 2 0

P15848 ARSB 2 0

P47989 XDH 2 0

Q8IZT6 ASPM 2 0

Q96A54 ADIPOR1 2 0

Q5TB30 DEPDC1 2 0

Q8ND04 SMG8 2 0

Q9HD34 LYRM4 2 0

Q9UPR3 SMG5 2 0

Q86UZ6 ZBTB46 2 0

O00764 PDXK 2 0

Q8WUT9 SLC25A43 2 0

Q7Z388 DPY19L4 2 0

O94952 FBXO21 2 0

Q8TB52 FBXO30 2 0

Q9H2J4 PDCL3 2 0

Q969E2 SCAMP4 2 0

Q96BU1 S100PBP 2 0

Q15040 JOSD1 2 0

Q96RE7 NACC1 2 0

Q5T6F0 DCAF12 2 0

P36508 ZNF76 2 0

Q9H8E8 CSRP2BP 2 0

Q9UL25 RAB21 2 0

Q6P0N0 MIS18BP1 2 0

Q86Y91 KIF18B 2 0

O00541 PES1 2 0

Q96CP2 FLYWCH2 2 0

Q15404 RSU1 2 0

Q2KHR3 QSER1 2 0

Q15911 ZFHX3 2 0

Q9NWK9 ZNHIT6 2 0

Q96RU8 TRIB1 2 0

Q9Y657 SPIN1 2 0

O95834 EML2 2 0

Q04446 GBE1 2 0

P31431 SDC4 2 0

Q9Y3P9 RABGAP1 2 0

P15259 PGAM2 2 0

Q9GZU8 FAM192A 2 0

Q9UK61 FAM208A 2 0

O00763 ACACB 2 0

Q6NT76 HMBOX1 2 0

O15516 CLOCK 2 0

Q8TCF1 ZFAND1 2 0

Q9BY76 ANGPTL4 2 0

P11279 LAMP1 2 0

Q9NP50 FAM60A 2 0

Q8TCJ2 STT3B 2 0

Q9H0J9 PARP12 2 0

Q9H8M2 BRD9 2 0

Q9H4G4 GLIPR2 2 0

Q70SY1 CREB3L2 2 0

Q9BTL4 IER2 2 0

Q96K83 ZNF521 2 0

P07093 SERPINE2 2 0

Q9NVS9 PNPO 2 0

Q9H4A5 GOLPH3L 2 0

P32322 PYCR1 2 0

Q9UBP0 SPAST 2 0

Q9NWF9 RNF216 2 0

Q15283 RASA2 2 0

Q96DA6 DNAJC19 2 0

P82663 MRPS25 2 0

O95382 MAP3K6 2 0

O75132 ZBED4 2 0

Q9NQ86 TRIM36 2 0

Q13237 PRKG2 2 0

Q96J92 WNK4 2 0

Q8N5G0 C4orf52 2 0

Q9C029 TRIM7 2 0

O95202 LETM1 2 0

Q96IG2 FBXL20 2 0

Q9BQ70 TCF25 2 0

Q6ZN16 MAP3K15 2 0

Q8N568 DCLK2 2 0

O15033 KIAA0317 2 0

Q92625 ANKS1A 2 0

Q14296 FASTK 2 0

O95199 RCBTB2 2 0

Q9HBY8 SGK2 2 0

P00540 MOS 2 0

Q9BTV7 CABLES2 2 0

Q9UJA3 MCM8 2 0

Q7L775 EPM2AIP1 2 0

Q8NA92 THAP8 1 0

Q9NRX3 NDUFA4L2 1 0

Q9BQD7 FAM173A 1 0

Q9H8M9 EVA1A 1 0

P61952 GNG11 1 0

Q17R89 ARHGAP44 1 0

Q8TC92 ENOX1 1 0

Q8TF65 GIPC2 1 0

P45378 TNNT3 1 0

Q9H063 MAF1 1 0



P56282 POLE2 1 0

O96033 MOCS2 1 0

Q96K37 SLC35E1 1 0

Q6UW56 ATRAID 1 0

Q9NQZ2 UTP3 1 0

P30042 C21orf33 1 0

Q15390 MTFR1 1 0

Q16478 GRIK5 1 0

P51884 LUM 1 0

Q96DW6 SLC25A38 1 0

Q96A73 KIAA1191 1 0

Q9NW97 TMEM51 1 0

Q13510 ASAH1 1 0

Q9GZP1 NRSN2 1 0

Q96D98 EID2B 1 0

P13686 ACP5 1 0

O43379 WDR62 1 0

O95696 BRD1 1 0

Q9HCC8 GDPD2 1 0

Q9H5F2 C11orf1 1 0

P57727 TMPRSS3 1 0

P09471 GNAO1 1 0

P15090 FABP4 1 0

Q6N063 OGFOD2 1 0

Q96R06 SPAG5 1 0

O43240 KLK10 1 0

Q9NPR9 GPR108 1 0

Q8IXR5 FAM178B 1 0

P27449 ATP6V0C 1 0

Q96AD5 PNPLA2 1 0

Q9BUT9 FAM195A 1 0

O00755 WNT7A 1 0

Q13275 SEMA3F 1 0

O43927 CXCL13 1 0

Q9NRN5 OLFML3 1 0

Q9H0I3 CCDC113 1 0

P17540 CKMT2 1 0

Q9BYQ3 KRTAP9-3 1 0

O95267 RASGRP1 1 0

Q14532 KRT32 1 0

Q9UBM7 DHCR7 1 0

Q8TE49 OTUD7A 1 0

P78330 PSPH 1 0

O75352 MPDU1 1 0

O76009 KRT33A 1 0

P12882 MYH1 1 0

Q9Y6J8 STYXL1 1 0

Q8N1N4 KRT78 1 0

Q9Y2Z4 YARS2 1 0

P61803 DAD1 1 0

P12883 MYH7 1 0

Q3LI72 KRTAP19-5 1 0

O43236 04. Sep 1 0

P10606 COX5B 1 0

Q00169 PITPNA 1 0

Q8N9P6 C9orf163 1 0

Q5M9N0 CCDC158 1 0

Q96A04 TSACC 1 0

Q9BT92 TCHP 1 0

O94818 NOL4 1 0

Q68CL5 TPGS2 1 0

Q96D15 RCN3 1 0

Q8N7W2 BEND7 1 0

Q96S99 PLEKHF1 1 0

Q969Y2 GTPBP3 1 0

Q8NEA6 GLIS3 1 0

Q8WVY7 UBLCP1 1 0

Q9BWG4 SSBP4 1 0

Q96HA8 WDYHV1 1 0

Q0D2I5 IFFO1 1 0

Q969F0 FATE1 1 0

O95990 FAM107A 1 0

P16444 DPEP1 1 0

Q8TCT8 SPPL2A 1 0

Q9UJY1 HSPB8 1 0

Q8ND30 PPFIBP2 1 0

O14976 GAK 1 0

P49639 HOXA1 1 0

Q9P246 STIM2 1 0

P35348 ADRA1A 1 0

Q9UBJ2 ABCD2 1 0

Q8N264 ARHGAP24 1 0

O75170 PPP6R2 1 0

Q6Q0C0 TRAF7 1 0

Q9Y281 CFL2 1 0

Q9NY65 TUBA8 1 0

Q9Y6U3 SCIN 1 0

Q9UJJ9 GNPTG 1 0

Q86UX7 FERMT3 1 0

Q96AT9 RPE 1 0

Q96CU9 FOXRED1 1 0

Q9UPM9 B9D1 1 0

P05121 SERPINE1 1 0

O75830 SERPINI2 1 0

O43278 SPINT1 1 0

P48723 HSPA13 1 0

Q96IX5 USMG5 1 0

Q9UKW6 ELF5 1 0

Q14512 FGFBP1 1 0

Q96DN0 ERP27 1 0

O75084 FZD7 1 0

O14764 GABRD 1 0

Q96D42 HAVCR1 1 0

P53816 PLA2G16 1 0

P24592 IGFBP6 1 0

Q9P2K6 KLHDC5 1 0

Q6GPH6 ITPRIPL1 1 0

Q96DA0 ZG16B 1 0

P21741 MDK 1 0

Q9NP55 BPIFA1 1 0

Q9BRR6 ADPGK 1 0

P15514 AREGB 1 0

O00585 CCL21 1 0

Q9UBP4 DKK3 1 0

Q5VSY0 GKAP1 1 0

P78356 PIP4K2B 1 0

Q9GZY6 LAT2 1 0

Q5KU26 COLEC12 1 0

Q9UL68 MYT1L 1 0

P20273 CD22 1 0

Q04725 TLE2 1 0

O14602 EIF1AY 1 0

Q6QNY0 BLOC1S3 1 0

Q9UGK8 SERGEF 1 0

Q96KG7 MEGF10 1 0

Q9BUN8 DERL1 1 0

Q9NRA0 SPHK2 1 0

Q96J77 TPD52L3 1 0

Q9BZL1 UBL5 1 0

Q9BZ11 ADAM33 1 0

P56559 ARL4C 1 0

Q9UII2 ATPIF1 1 0

Q8N111 CEND1 1 0

O43497 CACNA1G 1 0

Q6ZTN6 ANKRD13D 1 0

Q96BY2 MOAP1 1 0

P69849 NOMO3 1 0

P51513 NOVA1 1 0

P57052 RBM11 1 0

O95319 CELF2 1 0

O95206 PCDH8 1 0

Q9NRD5 PICK1 1 0

P13521 SCG2 1 0

Q92519 TRIB2 1 0

P10746 UROS 1 0

O14917 PCDH17 1 0

Q96KR7 PHACTR3 1 0

Q9H3H1 TRIT1 1 0

O95544 NADK 1 0

Q9H4T2 ZSCAN16 1 0

Q15223 PVRL1 1 0

Q05066 SRY 1 0

Q9UJ78 ZMYM5 1 0

O75771 RAD51D 1 0

A8MW92 PHF20L1 1 0

P04731 MT1A 1 0

P08842 STS 1 0

O15315 RAD51B 1 0

P55085 F2RL1 1 0

P09848 LCT 1 0

Q9BSQ5 CCM2 1 0

Q9C0H9 SRCIN1 1 0

P06881 CALCA 1 0

Q8N6Q3 CD177 1 0

Q15884 FAM189A2 1 0

Q96MA1 DMRTB1 1 0

Q9NQA5 TRPV5 1 0

O15535 ZNF193 1 0

Q8TEJ3 SH3RF3 1 0

Q7L5A8 FA2H 1 0

Q9Y6Q6 TNFRSF11A 1 0

Q86VZ6 JAZF1 1 0

P78509 RELN 1 0

Q9BWT7 CARD10 1 0

Q00722 PLCB2 1 0

P30679 GNA15 1 0

Q9BXR5 TLR10 1 0

Q9NP95 FGF20 1 0

Q9H6I2 SOX17 1 0

P01589 IL2RA 1 0

Q96KP6 TNIP3 1 0

O75762 TRPA1 1 0

Q5XUX0 FBXO31 1 0

P48551 IFNAR2 1 0

P40123 CAP2 1 0

Q16621 NFE2 1 0

P55061 TMBIM6 1 0

Q9H1D0 TRPV6 1 0

O14492 SH2B2 1 0

Q9NQ92 C17orf79 1 0

Q7Z3U7 MON2 1 0

P35462 DRD3 1 0

Q30201 HFE 1 0

Q9Y3M2 CBY1 1 0

Q96LJ8 UBXN10 1 0

Q9UH92 MLX 1 0

P41732 TSPAN7 1 0

Q99988 GDF15 1 0

O14827 RASGRF2 1 0

Q9Y5X2 SNX8 1 0

Q9H222 ABCG5 1 0

Q9BY71 LRRC3 1 0

O95455 TGDS 1 0

Q9BQ89 FAM110A 1 0

P20231 TPSAB1 1 0

P32239 CCKBR 1 0

O43708 GSTZ1 1 0

Q9UHI7 SLC23A1 1 0

Q96AC6 KIFC2 1 0

P78357 CNTNAP1 1 0

O60721 SLC24A1 1 0

P48960 CD97 1 0

Q8NFW9 MYRIP 1 0

O75326 SEMA7A 1 0

Q9HCQ7 NPVF 1 0

Q9UL51 HCN2 1 0

Q9NYQ7 CELSR3 1 0

P01178 OXT 1 0

P46092 CCR10 1 0

O60287 URB1 1 0

P20718 GZMH 1 0

P69905 HBA1 1 0

P08908 HTR1A 1 0

P15538 CYP11B1 1 0

P22680 CYP7A1 1 0

P27701 CD82 1 0

P12821 ACE 1 0

P22735 TGM1 1 0

P05108 CYP11A1 1 0

Q12968 NFATC3 1 0

Q8NB12 SMYD1 1 0

P09038 FGF2 1 0

Q9HC84 MUC5B 1 0

Q8NFA2 NOXO1 1 0

P50591 TNFSF10 1 0

Q16581 C3AR1 1 0

P42830 CXCL5 1 0

P45452 MMP13 1 0

Q02817 MUC2 1 0

Q92624 APPBP2 1 0

Q5JST6 EFHC2 1 0

Q6IQ23 PLEKHA7 1 0

Q9BYG5 PARD6B 1 0

Q8IX04 UEVLD 1 0

Q9HD64 XAGE1B 1 0

O43502 RAD51C 1 0

P41567 EIF1 1 0

Q96S96 PEBP4 1 0

Q8N2H9 PELI3 1 0

O60869 EDF1 1 0

O95273 CCNDBP1 1 0

O15318 POLR3G 1 0

Q01628 IFITM3 1 0

P13164 IFITM1 1 0

O15304 SIVA1 1 0

Q96EX3 WDR34 1 0

O14529 CUX2 1 0

P20809 IL11 1 0

P08123 COL1A2 1 0

O75293 GADD45B 1 0

P20138 CD33 1 0

P30825 SLC7A1 1 0

Q96F46 IL17RA 1 0

O14786 NRP1 1 0

P80365 HSD11B2 1 0

Q9NZK5 CECR1 1 0

Q9H672 ASB7 1 0

Q14028 CNGB1 1 0

O95096 NKX2-2 1 0

Q8N143 BCL6B 1 0

Q13516 OLIG2 1 0

Q5U623 ATF7IP2 1 0

Q8N5Y2 MSL3 1 0

Q92834 RPGR 1 0

Q5JVG8 ZNF506 1 0

Q7L576 CYFIP1 1 0

Q9H9E1 ANKRA2 1 0

O94983 CAMTA2 1 0

Q9H967 WDR76 1 0

P16415 ZNF823 1 0

Q76L83 ASXL2 1 0

Q9ULM2 ZNF490 1 0

Q8IVW6 ARID3B 1 0

Q8WV16 DCAF4 1 0

Q8N7C3 TRIML2 1 0

O60248 SOX15 1 0

P38405 GNAL 1 0

O00321 ETV2 1 0

Q66PJ3 ARL6IP4 1 0

P07498 CSN3 1 0

O43763 TLX2 1 0

O43490 PROM1 1 0

Q96EB1 ELP4 1 0

Q9Y6N7 ROBO1 1 0

Q96NL6 SCLT1 1 0

Q8WXW3 PIBF1 1 0

Q8IYQ7 THNSL1 1 0

Q9Y6R4 MAP3K4 1 0

Q16821 PPP1R3A 1 0

Q9Y5Q3 MAFB 1 0

Q53H96 PYCRL 1 0

Q7Z353 HDX 1 0

P36952 SERPINB5 1 0

Q96HA9 PEX11G 1 0

Q99626 CDX2 1 0

Q9BVS5 TRMT61B 1 0

Q9Y4B5 SOGA2 1 0

Q92826 HOXB13 1 0

O43166 SIPA1L1 1 0

A1E959 ODAM 1 0

Q9UC06 ZNF70 1 0

Q8WXF8 DEDD2 1 0

Q92901 RPL3L 1 0

Q9BXG8 SPZ1 1 0

Q12797 ASPH 1 0

Q9NWM3 CUEDC1 1 0

Q9H6Q3 SLA2 1 0

Q12926 ELAVL2 1 0

Q6ICG6 KIAA0930 1 0

Q8NF99 ZNF397 1 0

Q9NW61 PLEKHJ1 1 0

Q16656 NRF1 1 0

Q8WWU5 TCP11 1 0

Q9NVM4 PRMT7 1 0

Q9GZP9 DERL2 1 0

P52952 NKX2-5 1 0

P31274 HOXC9 1 0

Q8WZA0 LZIC 1 0

Q5T686 AVPI1 1 0

Q9NNW7 TXNRD2 1 0

Q6P582 MZT2A 1 0

A6NHR9 SMCHD1 1 0

Q86V59 PNMAL1 1 0

P24278 ZBTB25 1 0

Q8NC69 KCTD6 1 0

P63211 GNGT1 1 0

Q9NSK7 C19orf12 1 0

Q9NUJ3 TCP11L1 1 0

Q86V97 KBTBD6 1 0

Q9Y4B4 RAD54L2 1 0

Q8WXD9 CASKIN1 1 0

P50458 LHX2 1 0

Q96RY7 IFT140 1 0

Q9BVW5 TIPIN 1 0

Q16384 SSX1 1 0

Q9BSA4 TTYH2 1 0

Q13239 SLA 1 0

Q8N8B7 TCEANC 1 0

P02008 HBZ 1 0

P37235 HPCAL1 1 0

Q01101 INSM1 1 0

Q9H0E7 USP44 1 0

Q8NCJ5 SPRYD3 1 0

O15488 GYG2 1 0

Q9BQ75 CMSS1 1 0

P31276 HOXC13 1 0

Q70EL4 USP43 1 0

O00443 PIK3C2A 1 0

Q86VZ2 WDR5B 1 0

Q96AY2 EME1 1 0

O75828 CBR3 1 0

Q9H2L5 RASSF4 1 0

O60229 KALRN 1 0

Q9NVE4 CCDC87 1 0

P05162 LGALS2 1 0

Q8WV41 SNX33 1 0

P18433 PTPRA 1 0

Q9NWQ8 PAG1 1 0

P23743 DGKA 1 0

Q6ZTQ3 RASSF6 1 0

Q86WH2 RASSF3 1 0

P30988 CALCR 1 0

Q96QB1 DLC1 1 0

Q96G28 CCDC104 1 0

Q8N5S3 C2orf73 1 0

P55822 SH3BGR 1 0

Q99551 MTERF 1 0

O00533 CHL1 1 0

Q05084 ICA1 1 0

Q2Y0W8 SLC4A8 1 0

O15075 DCLK1 1 0

Q96NC0 ZMAT2 1 0

Q6UB98 ANKRD12 1 0

Q86V42 FAM124A 1 0

Q92628 KIAA0232 1 0

P20853 CYP2A7 1 0

Q9Y279 VSIG4 1 0

P21854 CD72 1 0

P19878 NCF2 1 0

P17181 IFNAR1 1 0

Q9H0F6 SHARPIN 1 0

P08246 ELANE 1 0

P32302 CXCR5 1 0

P08912 CHRM5 1 0

P30559 OXTR 1 0

Q16663 CCL15-CCL14 1 0

Q9H171 ZBP1 1 0

Q9Y250 LZTS1 1 0

P09564 CD7 1 0

Q14990 ODF1 1 0

Q99748 NRTN 1 0

P28827 PTPRM 1 0

Q14582 MXD4 1 0

Q14183 DOC2A 1 0

P78504 JAG1 1 0

P55285 CDH6 1 0

Q9Y2V7 COG6 1 0

P58400 NRXN1 1 0

Q9NWT1 PAK1IP1 1 0

Q01959 SLC6A3 1 0

Q02930 CREB5 1 0

Q9BS16 CENPK 1 0

Q13634 CDH18 1 0

P07359 GP1BA 1 0

P11168 SLC2A2 1 0

Q6DJT9 PLAG1 1 0

Q13367 AP3B2 1 0

Q8NFT6 DBF4B 1 0

Q02548 PAX5 1 0

O00501 CLDN5 1 0

O43157 PLXNB1 1 0

Q06190 PPP2R3A 1 0

Q9UNK0 STX8 1 0

P56748 CLDN8 1 0

Q9P2S2 NRXN2 1 0

Q12860 CNTN1 1 0

P13866 SLC5A1 1 0

Q8IY22 CMIP 1 0

Q96CK0 ZNF653 1 0

P55011 SLC12A2 1 0

Q9Y210 TRPC6 1 0

Q7Z3Z3 PIWIL3 1 0

Q9H6S3 EPS8L2 1 0

Q96QU8 XPO6 1 0

P57058 HUNK 1 0

Q76KD6 SPATC1 1 0

Q96D21 RASD2 1 0

Q9BY27 DGCR6L 1 0

Q8WUQ7 CACTIN 1 0

Q5T9C9 PIP5KL1 1 0

Q02410 APBA1 1 0

Q86WT6 TRIM69 1 0

Q9UHQ1 NARF 1 0

Q96PE1 GPR124 1 0

Q2M1K9 ZNF423 1 0

P48050 KCNJ4 1 0

O14813 PHOX2A 1 0

Q9UL62 TRPC5 1 0

P28300 LOX 1 0

Q9Y680 FKBP7 1 0

O15527 OGG1 1 0

P24588 AKAP5 1 0

Q99250 SCN2A 1 0

Q15762 CD226 1 0

Q9Y448 C15orf23 1 0

Q6PKX4 DOK6 1 0

O95072 REC8 1 0

P58658 EVA1C 1 0

Q9Y5Z0 BACE2 1 0

P32942 ICAM3 1 0

O15354 GPR37 1 0

P13598 ICAM2 1 0

Q9ULB5 CDH7 1 0

O95208 EPN2 1 0

Q9H4E5 RHOJ 1 0

P24071 FCAR 1 0

P06127 CD5 1 0

P53990 IST1 1 0

P13500 CCL2 1 0

Q9NSI8 SAMSN1 1 0

Q9Y6F1 PARP3 1 0

Q9NQX1 PRDM5 1 0

P55273 CDKN2D 1 0

O95718 ESRRB 1 0

Q4FZB7 SUV420H1 1 0

P55347 PKNOX1 1 0

Q7Z7K6 CENPV 1 0

Q9BTK6 PAGR1 1 0

P50120 RBP2 1 0

Q9UGK3 STAP2 1 0

Q86TM3 DDX53 1 0

Q9H7S9 ZNF703 1 0

Q9P0J6 MRPL36 1 0

Q7Z5Q5 POLN 1 0

Q14CW9 ATXN7L3 1 0

Q8N961 ABTB2 1 0

Q9UJ98 STAG3 1 0

P13945 ADRB3 1 0

P32926 DSG3 1 0

Q5THR3 EFCAB6 1 0

Q16825 PTPN21 1 0

Q99618 CDCA3 1 0

P12036 NEFH 1 0

Q9Y2Y9 KLF13 1 0

Q9UBY0 SLC9A2 1 0

O95716 RAB3D 1 0

Q9UHD4 CIDEB 1 0

O15498 YKT6 1 0

Q96RS0 TGS1 1 0

Q9H875 PRKRIP1 1 0

P23468 PTPRD 1 0

Q9Y698 CACNG2 1 0

Q9UQ03 CORO2B 1 0

O15397 IPO8 1 0

P01266 TG 1 0

A2RUS2 DENND3 1 0

Q9NY12 GAR1 1 0

Q14938 NFIX 1 0

Q96E17 RAB3C 1 0



Q14894 CRYM 1 0

Q9BRK5 SDF4 1 0

Q9UKA1 FBXL5 1 0

O75031 HSF2BP 1 0

P00709 LALBA 1 0

O14713 ITGB1BP1 1 0

Q6IN84 MRM1 1 0

Q6P9F5 TRIM40 1 0

O15523 DDX3Y 1 0

P54368 OAZ1 1 0

Q6UXF1 TMEM108 1 0

O95741 CPNE6 1 0

Q9P055 JKAMP 1 0

Q9P2Y4 ZNF219 1 0

P04035 HMGCR 1 0

Q8WVS4 WDR60 1 0

Q9NRY4 ARHGAP35 1 0

Q86YT6 MIB1 1 0

P52742 ZNF135 1 0

P53804 TTC3 1 0

Q5VTQ0 TTC39B 1 0

O60755 GALR3 1 0

O94813 SLIT2 1 0

Q9H910 HN1L 1 0

P22674 CCNO 1 0

P10645 CHGA 1 0

P78563 ADARB1 1 0

Q5EB52 MEST 1 0

Q14696 MESDC2 1 0

B2RTY4 MYO9A 1 0

Q96EY5 FAM125A 1 0

P30047 GCHFR 1 0

Q8IZ13 C5orf54 1 0

Q9BXT4 TDRD1 1 0

P57060 RWDD2B 1 0

Q99965 ADAM2 1 0

Q9NYI0 PSD3 1 0

Q9Y2T4 PPP2R2C 1 0

Q9NYV9 TAS2R13 1 0

Q8TAM1 BBS10 1 0

Q9H6S1 AZI2 1 0

Q14CZ7 FASTKD3 1 0

Q14584 ZNF266 1 0

Q9UPU9 SAMD4A 1 0

Q8WY54 PPM1E 1 0

Q12934 BFSP1 1 0

O75888 TNFSF13 1 0

Q86SS6 SYT9 1 0

Q15475 SIX1 1 0

Q8NBV8 SYT8 1 0

P16671 CD36 1 0

Q99075 HBEGF 1 0

Q9NWW0 HCFC1R1 1 0

Q14565 DMC1 1 0

Q9ULV0 MYO5B 1 0

Q99640 PKMYT1 1 0

P55042 RRAD 1 0

Q15406 NR6A1 1 0

Q8NDB2 BANK1 1 0

Q14654 KCNJ11 1 0

Q6PIZ9 TRAT1 1 0

P48051 KCNJ6 1 0

P40617 ARL4A 1 0

Q15080 NCF4 1 0

Q9UN37 VPS4A 1 0

Q96BA8 CREB3L1 1 0

Q8IXQ4 KIAA1704 1 0

O14669 PRRG2 1 0

Q13507 TRPC3 1 0

P51957 NEK4 1 0

P25021 HRH2 1 0

Q96ET8 FAM18B2 1 0

Q9HBI1 PARVB 1 0

P40126 DCT 1 0

Q9Y3E7 CHMP3 1 0

O95255 ABCC6 1 0

Q2VYF4 LETM2 1 0

Q7Z2K8 GPRIN1 1 0

Q9NS62 THSD1 1 0

Q86US8 SMG6 1 0

Q10587 TEF 1 0

Q96CF2 CHMP4C 1 0

Q96E14 RMI2 1 0

O43679 LDB2 1 0

Q8N1L9 BATF2 1 0

Q9BW66 CINP 1 0

Q8WXD2 SCG3 1 0

Q96GS4 C17orf59 1 0

Q9NXR1 NDE1 1 0

Q16270 IGFBP7 1 0

Q6AWC2 WWC2 1 0

Q2T9J0 TYSND1 1 0

Q9UN19 DAPP1 1 0

Q96HR9 REEP6 1 0

Q96NA2 RILP 1 0

Q9H9L4 KANSL2 1 0

P23142 FBLN1 1 0

Q9P2G1 ANKIB1 1 0

P52758 HRSP12 1 0

Q6PKC3 TXNDC11 1 0

P36537 UGT2B10 1 0

Q9Y6R0 NUMBL 1 0

Q8N474 SFRP1 1 0

Q5T7B8 KIF24 1 0

Q53H76 PLA1A 1 0

Q9BSJ6 FAM64A 1 0

Q9NYP9 MIS18A 1 0

A1A5B4 ANO9 1 0

Q9NS75 CYSLTR2 1 0

Q5VWP3 MLIP 1 0

Q9BSW2 EFCAB4B 1 0

P28356 HOXD9 1 0

Q6N075 MFSD5 1 0

Q9NZ20 PLA2G3 1 0

P18283 GPX2 1 0

P36382 GJA5 1 0

Q04760 GLO1 1 0

P35243 RCVRN 1 0

Q02108 GUCY1A3 1 0

Q13323 BIK 1 0

Q9NUY8 TBC1D23 1 0

Q9P0R6 GSKIP 1 0

Q99853 FOXB1 1 0

Q9Y587 AP4S1 1 0

Q9NYM9 BET1L 1 0

P35711 SOX5 1 0

P24298 GPT 1 0

O95235 KIF20A 1 0

Q9UPY6 WASF3 1 0

Q8N6T3 ARFGAP1 1 0

Q9Y227 ENTPD4 1 0

P08236 GUSB 1 0

Q8WUY8 NAT14 1 0

Q6UXD5 SEZ6L2 1 0

Q495A1 TIGIT 1 0

P56937 HSD17B7 1 0

O95395 GCNT3 1 0

P42081 CD86 1 0

Q9BS86 ZPBP 1 0

Q9NYG8 KCNK4 1 0

P31785 IL2RG 1 0

O14948 TFEC 1 0

O15321 TM9SF1 1 0

P05093 CYP17A1 1 0

Q9NX74 DUS2L 1 0

P32754 HPD 1 0

Q9BZD6 PRRG4 1 0

P31268 HOXA7 1 0

Q9C002 C15orf48 1 0

P01011 SERPINA3 1 0

Q16617 NKG7 1 0

P14780 MMP9 1 0

Q8WXG1 RSAD2 1 0

P19883 FST 1 0

P10523 SAG 1 0

Q9H7L2 KIR3DX1 1 0

P05231 IL6 1 0

Q969V5 MUL1 1 0

Q96DZ1 ERLEC1 1 0

Q9NTJ5 SACM1L 1 0

Q8TDY4 ASAP3 1 0

O14907 TAX1BP3 1 0

Q92990 GLMN 1 0

Q15057 ACAP2 1 0

Q9NWW5 CLN6 1 0

P41002 CCNF 1 0

Q96MN2 NLRP4 1 0

Q9Y2P7 ZNF256 1 0

Q96SR6 ZNF382 1 0

Q9H116 GZF1 1 0

Q96CN4 EVI5L 1 0

P29373 CRABP2 1 0

Q86XT4 TRIM50 1 0

Q13075 NAIP 1 0

P28698 MZF1 1 0

Q96HI0 SENP5 1 0

Q5R372 RABGAP1L 1 0

Q9UK73 FEM1B 1 0

Q86SE9 PCGF5 1 0

Q5VW32 BROX 1 0

Q96FZ7 CHMP6 1 0

P25686 DNAJB2 1 0

A6NIX2 WTIP 1 0

O43567 RNF13 1 0

Q96L73 NSD1 1 0

Q9NQG6 SMCR7L 1 0

O60671 RAD1 1 0

Q6ZMU5 TRIM72 1 0

Q96PH1 NOX5 1 0

P12272 PTHLH 1 0

P08100 RHO 1 0

Q8TBM8 DNAJB14 1 0

Q8WWZ3 EDARADD 1 0

Q9BYV2 TRIM54 1 0

P02489 CRYAA 1 0

Q96AT1 KIAA1143 1 0

Q12816 TRO 1 0

Q9Y4E1 FAM21C 1 0

P52738 ZNF140 1 0

O75161 NPHP4 1 0

P50222 MEOX2 1 0

Q96L50 LRR1 1 0

Q9NZN3 EHD3 1 0

P52736 ZNF133 1 0

Q92784 DPF3 1 0

Q9UNA4 POLI 1 0

Q86VI4 LAPTM4B 1 0

Q99619 SPSB2 1 0

O95140 MFN2 1 0

Q96MM3 ZFP42 1 0

P28223 HTR2A 1 0

Q9H9Z2 LIN28A 1 0

Q9NW38 FANCL 1 0

P53805 RCAN1 1 0

P58872 RHBDL3 1 0

Q9NSC5 HOMER3 1 0

Q9BQI5 SGIP1 1 0

O76076 WISP2 1 0

Q70IA8 MOB3C 1 0

Q8WWN8 ARAP3 1 0

Q96A44 SPSB4 1 0

Q9NTI2 ATP8A2 1 0

Q9H9S0 NANOG 1 0

Q9UHB4 NDOR1 1 0

Q8IWY9 CDAN1 1 0

Q9NX08 COMMD8 1 0

Q9NPY3 CD93 1 0

O75792 RNASEH2A 1 0

Q9Y639 NPTN 1 0

Q9Y6P5 SESN1 1 0

Q14147 DHX34 1 0

Q9Y222 DMTF1 1 0

Q9H974 QTRTD1 1 0

Q9NZ09 UBAP1 1 0

O43818 RRP9 1 0

Q6ZUT9 DENND5B 1 0

Q7Z7C8 TAF8 1 0

Q14201 BTG3 1 0

Q53H82 LACTB2 1 0

P32320 CDA 1 0

P54687 BCAT1 1 0

Q96RD0 OR8B2 1 0

O75947 ATP5H 1 0

Q15124 PGM5 1 0

A6NHG4 DDTL 1 0

O43314 PPIP5K2 1 0

Q9NW64 RBM22 1 0

Q14680 MELK 1 0

Q9BRR8 GPATCH1 1 0

P61221 ABCE1 1 0

Q15813 TBCE 1 0

O60256 PRPSAP2 1 0

Q6PGN9 PSRC1 1 0

O60508 CDC40 1 0

Q7Z5B4 RIC3 1 0

P52824 DGKQ 1 0

Q16635 TAZ 1 0

P12955 PEPD 1 0

Q9UGI6 KCNN3 1 0

Q7Z478 DHX29 1 0

Q8TCQ1 01. Mrz 1 0

P21291 CSRP1 1 0

P48163 ME1 1 0

Q12798 CETN1 1 0

Q6X4W1 NELF 1 0

P08174 CD55 1 0

Q9H1C7 CYSTM1 1 0

Q9H2F9 CCDC68 1 0

Q8IZ83 ALDH16A1 1 0

Q9NUT2 ABCB8 1 0

Q15699 ALX1 1 0

Q9NPG3 UBN1 1 0

Q9H7X7 RABL5 1 0

Q96NB2 SFXN2 1 0

Q6FI81 CIAPIN1 1 0

Q8NCT1 ARRDC4 1 0

P11216 PYGB 1 0

P35749 MYH11 1 0

O43598 C6orf108 1 0

P50452 SERPINB8 1 0

Q8N2C7 UNC80 1 0

Q9UBZ4 APEX2 1 0

Q9UJA5 TRMT6 1 0

Q8NI08 NCOA7 1 0

Q53HV7 SMUG1 1 0

O43414 ERI3 1 0

Q9H299 SH3BGRL3 1 0

Q99622 C12orf57 1 0

A7XYQ1 SOBP 1 0

Q9H269 VPS16 1 0

Q9Y312 AAR2 1 0

P54289 CACNA2D1 1 0

Q9BZQ8 FAM129A 1 0

Q2M296 MTHFSD 1 0

Q9HBM6 TAF9B 1 0

Q8N1B4 VPS52 1 0

P05976 MYL1 1 0

Q8NER1 TRPV1 1 0

Q96G04 FAM86A 1 0

Q5T0F9 CC2D1B 1 0

Q96B67 ARRDC3 1 0

Q9BYZ2 LDHAL6B 1 0

P50995 ANXA11 1 0

P51649 ALDH5A1 1 0

Q96KA5 CLPTM1L 1 0

Q92696 RABGGTA 1 0

P62891 RPL39 1 0

Q9Y6H1 CHCHD2 1 0

Q0PNE2 ELP6 1 0

P42785 PRCP 1 0

Q8NBR6 FAM63B 1 0

Q9NRF2 SH2B1 1 0

Q8TEA8 DTD1 1 0

Q5T0T0 08. Mrz 1 0

P10619 CTSA 1 0

Q9Y4Y9 LSM5 1 0

Q5TZA2 CROCC 1 0

Q86WV6 TMEM173 1 0

Q00266 MAT1A 1 0

P56385 ATP5I 1 0

Q9UHL4 DPP7 1 0

Q99584 S100A13 1 0

Q6ZMI0 PPP1R21 1 0

Q9BZJ0 CRNKL1 1 0

Q8TCY9 URGCP 1 0

P82912 MRPS11 1 0

Q9NR77 PXMP2 1 0

O14657 TOR1B 1 0

Q9H497 TOR3A 1 0

Q9HD67 MYO10 1 0

P98095 FBLN2 1 0

Q5W0U4 BSPRY 1 0

Q8IVE3 PLEKHH2 1 0

Q8N9Z0 ZNF610 1 0

Q02221 COX6A2 1 0

Q13084 MRPL28 1 0

P58304 VSX2 1 0

Q8TE02 ELP5 1 0

Q96SQ5 ZNF587 1 0

O75916 RGS9 1 0

Q0VGL1 LAMTOR4 1 0

Q8N446 ZNF843 1 0

Q9Y2R0 COA3 1 0

P20594 NPR2 1 0

Q9BVV7 TIMM21 1 0

P15309 ACPP 1 0

Q96HT8 MRFAP1L1 1 0

P50461 CSRP3 1 0

Q8TDC0 MYOZ3 1 0

O95407 TNFRSF6B 1 0

Q86YF9 DZIP1 1 0

Q2M3W8 ZNF181 1 0

Q08AG7 MZT1 1 0

Q00872 MYBPC1 1 0

Q86TC9 MYPN 1 0

O14862 AIM2 1 0

P21462 FPR1 1 0

Q96BY9 TMEM66 1 0

P11049 CD37 1 0

O60356 NUPR1 1 0

A8MTZ0 BBIP1 1 0

Q53FT3 C11orf73 1 0

Q06732 ZNF33B 1 0

Q7L311 ARMCX2 1 0

Q9H213 MAGEH1 1 0

P13385 TDGF1 1 0

O43657 TSPAN6 1 0

P42773 CDKN2C 1 0

Q9BTE0 NAT9 1 0

P23490 LOR 1 0

Q13113 PDZK1IP1 1 0

Q8IYB7 DIS3L2 1 0

P24844 MYL9 1 0

O43292 GPAA1 1 0

Q03013 GSTM4 1 0

P09467 FBP1 1 0

Q08116 RGS1 1 0

P42356 PI4KA 1 0

O95760 IL33 1 0

Q9UBV8 PEF1 1 0

P52757 CHN2 1 0

Q92527 ANKRD7 1 0

O95897 OLFM2 1 0

Q9H8K7 C10orf88 1 0

Q93033 CD101 1 0

P11464 PSG1 1 0

Q8WVB3 HEXDC 1 0

Q9UPP5 KIAA1107 1 0

Q9NX46 ADPRHL2 1 0

P50238 CRIP1 1 0

Q9NX09 DDIT4 1 0

Q53FE4 C4orf17 1 0

P32249 GPR183 1 0

Q8IUX8 EGFL6 1 0

Q9UKN7 MYO15A 1 0

Q86YV9 HPS6 1 0

Q9Y343 SNX24 1 0

Q6P1R3 MSANTD2 1 0

O15258 RER1 1 0

Q9GZM7 TINAGL1 1 0

O75069 TMCC2 1 0

P09326 CD48 1 0

O75899 GABBR2 1 0

Q92535 PIGC 1 0

Q14761 PTPRCAP 1 0

P26441 CNTF 1 0

P50748 KNTC1 1 0

Q8IUC4 RHPN2 1 0

Q9Y547 HSPB11 1 0

P52429 DGKE 1 0

Q9H9S4 CAB39L 1 0

O60888 CUTA 1 0

P24539 ATP5F1 1 0

Q8N4S0 CCDC82 1 0

Q8IUR6 CREBRF 1 0

P17174 GOT1 1 0

Q86SX6 GLRX5 1 0

Q8N6L1 KRTCAP2 1 0

P15121 AKR1B1 1 0

O14556 GAPDHS 1 0

P12694 BCKDHA 1 0

Q9BYQ4 KRTAP9-2 1 0

Q5XKP0 C19orf70 1 0

P13584 CYP4B1 1 0

Q9BRT2 MNF1 1 0

Q9Y2B0 CNPY2 1 0

O75716 STK16 1 0

P50053 KHK 1 0

Q8TED9 AFAP1L1 1 0

Q6XUX3 DSTYK 1 0

Q9H3U5 MFSD1 1 0

O43427 FIBP 1 0

P04745 AMY1B 1 0

O60682 MSC 1 0

Q8N4F4 SLC22A24 1 0

Q9GZN8 C20orf27 1 0

Q9NVX2 NLE1 1 0

Q8NEH6 MNS1 1 0

Q9UEE9 CFDP1 1 0

Q8NEC5 CATSPER1 1 0

Q96AX2 RAB37 1 0

Q9P0T4 ZNF581 1 0

Q9H094 NBPF3 1 0

Q9NQX5 NPDC1 1 0

Q8IYR0 C6orf165 1 0

Q9H267 VPS33B 1 0

Q8N6C8 LILRA3 1 0

Q96BS2 TESC 1 0

Q8N5I3 KCNRG 1 0

P47804 RGR 1 0

O75344 FKBP6 1 0

Q9NQ32 C11orf16 1 0

Q8HWS3 RFX6 1 0

O00160 MYO1F 1 0

O14639 ABLIM1 1 0

O75438 NDUFB1 1 0

Q96D59 RNF183 1 0

P56277 CMC4 1 0

Q9P2K8 EIF2AK4 1 0

P23276 KEL 1 0

Q9H5Z6 FAM124B 1 0

P46976 GYG1 1 0

Q9BS34 ZNF670 1 0

P43005 SLC1A1 1 0

Q9BPW5 RASL11B 1 0

Q6PJW8 CNST 1 0

O60637 TSPAN3 1 0

P16860 NPPB 1 0

Q03426 MVK 1 0

Q8IYF3 TEX11 1 0

Q96CW9 NTNG2 1 0

P17152 TMEM11 1 0

Q9BXS5 AP1M1 1 0

Q8N2X6 C5orf55 1 0

Q9P209 CEP72 1 0

Q16558 KCNMB1 1 0

P29972 AQP1 1 0

Q9H0B3 KIAA1683 1 0

Q8N655 C10orf12 1 0

O15482 TEX28P2 1 0

Q96I34 PPP1R16A 1 0

Q9NZ81 PRR13 1 0

P81274 GPSM2 1 0

Q8IXI2 RHOT1 1 0

Q9NQP4 PFDN4 1 0

O75818 RPP40 1 0

Q7Z3Z4 PIWIL4 1 0

Q6IA69 NADSYN1 1 0

Q96CS7 PLEKHB2 1 0

O95396 MOCS3 1 0

Q7Z3E1 TIPARP 1 0

Q8WU17 RNF139 1 0

Q9UHQ9 CYB5R1 1 0

Q9HCM1 KIAA1551 1 0

Q9C0D2 KIAA1731 1 0

Q9H9Q4 NHEJ1 1 0

P50553 ASCL1 1 0

Q8NHU6 TDRD7 1 0

P60763 RAC3 1 0

Q8TD84 DSCAML1 1 0

Q9UPW8 UNC13A 1 0

O94986 CEP152 1 0

Q9H2E6 SEMA6A 1 0

P40306 PSMB10 1 0

O75843 AP1G2 1 0

Q9BX63 BRIP1 1 0

P10243 MYBL1 1 0

Q13442 PDAP1 1 0

Q7Z3S9 NOTCH2NL 1 0



Q8N5M1 ATPAF2 1 0

Q9Y2A7 NCKAP1 1 0

Q13474 DRP2 1 0

Q9H0W7 THAP2 1 0

Q6ZN57 ZFP2 1 0

O14662 STX16 1 0

P01243 CSH2 1 0

O00391 QSOX1 1 0

Q5SZQ8 CELF3 1 0

Q9BPZ3 PAIP2 1 0

Q9BZL4 PPP1R12C 1 0

Q92738 USP6NL 1 0

P40879 SLC26A3 1 0

Q8N8V2 GBP7 1 0

P08582 MFI2 1 0

Q9Y4K0 LOXL2 1 0

O14672 ADAM10 1 0

P23229 ITGA6 1 0

Q9UIW2 PLXNA1 1 0

P12111 COL6A3 1 0

Q8N8Z6 DCBLD1 1 0

Q13751 LAMB3 1 0

O00468 AGRN 1 0

P06731 CEACAM5 1 0

O96018 APBA3 1 0

Q04771 ACVR1 1 0

P50583 NUDT2 1 0

Q9UKB5 AJAP1 1 0

Q96NW7 LRRC7 1 0

O94907 DKK1 1 0

P20265 POU3F2 1 0

P14679 TYR 1 0

P17643 TYRP1 1 0

P18065 IGFBP2 1 0

P23945 FSHR 1 0

O75914 PAK3 1 0

Q9H257 CARD9 1 0

Q96P20 NLRP3 1 0

P17813 ENG 1 0

P29965 CD40LG 1 0

Q8TCU6 PREX1 1 0

P0CG12 CHTF8 1 0

Q14573 ITPR3 1 0

Q13873 BMPR2 1 0

Q99743 NPAS2 1 0

Q8TF01 PNISR 1 0

P78556 CCL20 1 0

Q9UJ41 RABGEF1 1 0

Q9Y6B7 AP4B1 1 0

P02675 FGB 1 0

P21506 ZNF10 1 0

Q01534 TSPY1 1 0

Q9NVH6 TMLHE 1 0

O14599 BPY2 1 0

Q02252 ALDH6A1 1 0

Q9H857 NT5DC2 1 0

Q9HA77 CARS2 1 0

Q9H078 CLPB 1 0

Q5T160 RARS2 1 0

O15091 KIAA0391 1 0

P22570 FDXR 1 0

Q8TBZ2 MYCBPAP 1 0

P16118 PFKFB1 1 0

Q96SM3 CPXM1 1 0

P07306 ASGR1 1 0

Q04828 AKR1C1 1 0

P80217 IFI35 1 0

P02749 APOH 1 0

O75912 DGKI 1 0

Q9H2X0 CHRD 1 0

Q96RL7 VPS13A 1 0

Q96GP6 SCARF2 1 0

P11678 EPX 1 0

Q9Y5Y3 GPR45 1 0

O14513 NCKAP5 1 0

P51816 AFF2 1 0

P20774 OGN 1 0

Q15109 AGER 1 0

Q8IWT3 CUL9 1 0

Q86X10 RALGAPB 1 0

P26992 CNTFR 1 0

O00294 TULP1 1 0

Q7Z408 CSMD2 1 0

O00329 PIK3CD 1 0

O94856 NFASC 1 0

Q9UNH6 SNX7 1 0

O75751 SLC22A3 1 0

Q96Q35 ALS2CR12 1 0

P09486 SPARC 1 0

P02656 APOC3 1 0

P01222 TSHB 1 0

P01567 IFNA7 1 0

P09172 DBH 1 0

P08254 MMP3 1 0

P00740 F9 1 0

P06727 APOA4 1 0

P43629 KIR3DL1 1 0

P14060 HSD3B1 1 0

P26439 HSD3B2 1 0

P26367 PAX6 1 0

P19099 CYP11B2 1 0

Q15111 PLCL1 1 0

Q02086 SP2 1 0

P12319 FCER1A 1 0

P43026 GDF5 1 0

Q5T3U5 ABCC10 1 0

Q6QHK4 FIGLA 1 0

P51589 CYP2J2 1 0

P32247 BRS3 1 0

Q96PV6 LENG8 1 0

Q9BPX1 HSD17B14 1 0

P43121 MCAM 1 0

P20930 FLG 1 0

P43320 CRYBB2 1 0

P52747 ZNF143 1 0

P01562 IFNA1 1 0

P48507 GCLM 1 0

P22301 IL10 1 0

Q13118 KLF10 1 0

P07204 THBD 1 0

Q01151 CD83 1 0

P49279 SLC11A1 1 0

Q9H2A3 NEUROG2 1 0

Q96L12 CALR3 1 0

Q13029 PRDM2 1 0

Q13562 NEUROD1 1 0

Q9NR83 SLC2A4RG 1 0

O60879 DIAPH2 1 0

Q16819 MEP1A 1 0

O43439 CBFA2T2 1 0

P11182 DBT 1 0

Q9NZL3 ZNF224 1 0

P51522 ZNF83 1 0

Q9BTP7 C19orf40 1 0

Q9UNH5 CDC14A 1 0

Q9NT22 EMILIN3 1 0

A6NC98 CCDC88B 1 0

P48380 RFX3 1 0

Q9BQE4 VIMP 1 0

O15034 RIMBP2 1 0

O75487 GPC4 1 0

Q13395 TARBP1 1 0

P0DJD0 RGPD1 1 0

Q8WTV1 THAP3 1 0

Q8NHS0 DNAJB8 1 0

P42696 RBM34 1 0

O43680 TCF21 1 0

Q96FS4 SIPA1 1 0

Q9H2G4 TSPYL2 1 0

Q5TD97 FHL5 1 0

P52746 ZNF142 1 0

Q969D9 TSLP 1 0

O95926 SYF2 1 0

Q15649 ZNHIT3 1 0

Q9UID6 ZNF639 1 0

Q8TC44 POC1B 1 0

Q92570 NR4A3 1 0

Q8NA42 ZNF383 1 0

Q8TDR4 TCP10L 1 0

Q5JTW2 CEP78 1 0

P10911 MCF2 1 0

Q8TD26 CHD6 1 0

Q8IUW3 SPATA2L 1 0

Q6XPR3 RPTN 1 0

Q5HYW3 RGAG4 1 0

Q9BV73 CEP250 1 0

P09016 HOXD4 1 0

P01374 LTA 1 0

Q7Z6K4 NRARP 1 0

A0AVK6 E2F8 1 0

Q02045 MYL5 1 0

Q6PID8 KLHDC10 1 0

Q9NSA0 SLC22A11 1 0

Q7Z5R6 APBB1IP 1 0

Q92896 GLG1 1 0

Q14525 KRT33B 1 0

Q8TAX0 OSR1 1 0

Q10713 PMPCA 1 0

O95363 FARS2 1 0

Q7Z4G4 TRMT11 1 0

P86791 CCZ1 1 0

P04234 CD3D 1 0

O95487 SEC24B 1 0

Q9P227 ARHGAP23 1 0

Q92636 NSMAF 1 0

P19623 SRM 1 0

Q5VZL5 ZMYM4 1 0

P22413 ENPP1 1 0

O94964 SOGA1 1 0

Q9UKN1 MUC12 1 0

Q9ULJ8 PPP1R9A 1 0

Q13206 DDX10 1 0

Q96J65 ABCC12 1 0

Q9Y3S1 WNK2 1 0

O60673 REV3L 1 0

Q7L8J4 SH3BP5L 1 0

P21453 S1PR1 1 0

Q16653 MOG 1 0

Q8N8E2 ZNF513 1 0

Q8TF45 ZNF418 1 0

Q7Z3E2 C10orf118 1 0

Q5SZL2 CEP85L 1 0

Q7L7L0 HIST3H2A 1 0

O75360 PROP1 1 0

Q12894 IFRD2 1 0

Q7L1V2 MON1B 1 0

Q9H799 C5orf42 1 0

O76013 KRT36 1 0

Q9UMS5 PHTF1 1 0

Q96F10 SAT2 1 0

Q693B1 KCTD11 1 0

Q5MJ70 SPDYA 1 0

Q70EL1 USP54 1 0

Q6TCH7 PAQR3 1 0

Q5THK1 PRR14L 1 0

Q9P212 PLCE1 1 0

Q3B7T1 C10orf137 1 0

P11712 CYP2C9 1 0

P34969 HTR7 1 0

Q75T13 PGAP1 1 0

Q07864 POLE 1 0

Q8N6R0 METTL13 1 0

Q8IY37 DHX37 1 0

Q9UHQ7 WBP5 1 0

Q6UB35 MTHFD1L 1 0

Q99490 AGAP2 1 0

Q9Y4G2 PLEKHM1 1 0

Q96D31 ORAI1 1 0

Q8N144 GJD3 1 0

Q3SYG4 BBS9 1 0

Q8TAM2 TTC8 1 0

Q8N3I7 BBS5 1 0

Q9UJ14 GGT7 1 0

Q5C9Z4 NOM1 1 0

Q86WT1 TTC30A 1 0

Q2LD37 KIAA1109 1 0

P55039 DRG2 1 0

O60242 BAI3 1 0

Q8NFT8 DNER 1 0

Q9HAR2 LPHN3 1 0

Q9UKB3 DNAJC12 1 0

O94886 TMEM63A 1 0

Q96JM7 L3MBTL3 1 0

Q8TAM6 ERMN 1 0

Q5VTL8 PRPF38B 1 0

Q8WV92 MITD1 1 0

Q9BSD7 NTPCR 1 0

P61962 DCAF7 1 0

Q86YV0 RASAL3 1 0

Q9Y4F9 FAM65B 1 0

Q8WXG6 MADD 1 0

Q9HBL0 TNS1 1 0

Q684P5 RAP1GAP2 1 0

A8K0R7 ZNF839 1 0

Q12912 LRMP 1 0

P18136 IGKV3-20 1 0

P25106 CXCR7 1 0

P20366 TAC1 1 0

P02100 HBE1 1 0

Q8TF68 ZNF384 1 0

Q00013 MPP1 1 0

Q96CT7 CCDC124 1 0

Q8WTT2 NOC3L 1 0

O95471 CLDN7 1 0

Q15784 NEUROD2 1 0

P23297 S100A1 1 0

P02743 APCS 1 0

Q9BV36 MLPH 1 0

O14493 CLDN4 1 0

Q8WTW3 COG1 1 0

Q96C24 SYTL4 1 0

O75629 CREG1 1 0

Q9HCS4 TCF7L1 1 0

Q9H082 RAB33B 1 0

Q9NP85 NPHS2 1 0

P24390 KDELR1 1 0

Q9BY67 CADM1 1 0

P56159 GFRA1 1 0

O14653 GOSR2 1 0

P54821 PRRX1 1 0

Q14746 COG2 1 0

P56199 ITGA1 1 0

P56747 CLDN6 1 0

Q96G27 WBP1 1 0

O60481 ZIC3 1 0

Q03014 HHEX 1 0

Q96MW5 COG8 1 0

P23219 PTGS1 1 0

O14649 KCNK3 1 0

Q5JS13 RALGPS1 1 0

Q99466 NOTCH4 1 0

O15551 CLDN3 1 0

P16389 KCNA2 1 0

O75460 ERN1 1 0

Q4VX76 SYTL3 1 0

O00592 PODXL 1 0

Q13002 GRIK2 1 0

P35548 MSX2 1 0

P12259 F5 1 0

Q9BW11 MXD3 1 0

Q92828 CORO2A 1 0

P51878 CASP5 1 0

Q9Y6H8 GJA3 1 0

Q8NI51 CTCFL 1 0

P23409 MYF6 1 0

P04053 DNTT 1 0

Q6PJP8 DCLRE1A 1 0

P52198 RND2 1 0

P61587 RND3 1 0

P48048 KCNJ1 1 0

Q96J84 KIRREL 1 0

O96006 ZBED1 1 0

O75145 PPFIA3 1 0

P13591 NCAM1 1 0

Q92664 GTF3A 1 0

Q7Z444 ERAS 1 0

Q16878 CDO1 1 0

O76041 NEBL 1 0

Q6P2I7 EBLN2 1 0

Q12864 CDH17 1 0

P48165 GJA8 1 0

Q8N392 ARHGAP18 1 0

Q9GZV1 ANKRD2 1 0

Q9GZV3 SLC5A7 1 0

O75335 PPFIA4 1 0

Q8WZA2 RAPGEF4 1 0

Q92730 RND1 1 0

Q5TCY1 TTBK1 1 0

Q9Y5Z4 HEBP2 1 0

P13349 MYF5 1 0

Q00536 CDK16 1 0

Q01543 FLI1 1 0

Q8IV48 ERI1 1 0

Q9H4I2 ZHX3 1 0

P16109 SELP 1 0

Q9UJV3 MID2 1 0

Q8TE67 EPS8L3 1 0

Q8WW01 TSEN15 1 0

Q8WTR7 ZNF473 1 0

P14151 SELL 1 0

P59780 AP3S2 1 0

O75056 SDC3 1 0

Q9NZU7 CABP1 1 0

P04000 OPN1LW 1 0

P20916 MAG 1 0

Q9NPB3 CABP2 1 0

P57105 SYNJ2BP 1 0

Q01851 POU4F1 1 0

O95045 UPP2 1 0

Q8IZL2 MAML2 1 0

Q719I0 AHSA2 1 0

Q9UMD9 COL17A1 1 0

O00237 RNF103 1 0

Q13835 PKP1 1 0

P12524 MYCL1 1 0

Q8NAP3 ZBTB38 1 0

P61225 RAP2B 1 0

P60033 CD81 1 0

P14867 GABRA1 1 0

O75427 LRCH4 1 0

P31645 SLC6A4 1 0

Q9Y6N8 CDH10 1 0

A9YTQ3 AHRR 1 0

Q9H9F9 ACTR5 1 0

Q14693 LPIN1 1 0

Q4VC05 BCL7A 1 0

Q9H0H0 INTS2 1 0

Q9H981 ACTR8 1 0

Q9H816 DCLRE1B 1 0

Q8N2Z9 APITD1 1 0

Q9UBX0 HESX1 1 0

Q5TA45 CPSF3L 1 0

Q14242 SELPLG 1 0

Q9H013 ADAM19 1 0

P14222 PRF1 1 0

O95249 GOSR1 1 0

Q4KMG0 CDON 1 0

Q96IW2 SHD 1 0

P55286 CDH8 1 0

Q02153 GUCY1B3 1 0

P20337 RAB3B 1 0

Q8TE12 LMX1A 1 0

P16471 PRLR 1 0

Q9NRW4 DUSP22 1 0

Q9NRY6 PLSCR3 1 0

P48764 SLC9A3 1 0

P20336 RAB3A 1 0

P11226 MBL2 1 0

Q00975 CACNA1B 1 0

P81133 SIM1 1 0

Q8TDM6 DLG5 1 0

Q96IW7 SEC22A 1 0

P17693 HLA-G 1 0

P04921 GYPC 1 0

Q93038 TNFRSF25 1 0

Q14031 COL4A6 1 0

P13942 COL11A2 1 0

Q8NDX1 PSD4 1 0

O43602 DCX 1 0

Q9UKM7 MAN1B1 1 0

O14734 ACOT8 1 0

Q6PEY2 TUBA3E 1 0

Q96NL0 RUNDC3B 1 0

Q99650 OSMR 1 0

Q9NPP4 NLRC4 1 0

Q5T6S3 PHF19 1 0

P19237 TNNI1 1 0

Q9NRP2 CMC2 1 0

Q9BVJ7 DUSP23 1 0

Q9UIM3 FKBPL 1 0

Q9UL19 RARRES3 1 0

Q5HYK9 ZNF667 1 0

P08572 COL4A2 1 0

Q5TA31 RNF187 1 0

O00622 CYR61 1 0

Q7Z6M1 RABEPK 1 0

Q9H6X5 C19orf44 1 0

Q7Z7G0 ABI3BP 1 0

Q9UK33 ZNF580 1 0

P13378 HOXD8 1 0

Q9H840 GEMIN7 1 0

Q8N3L3 TXLNB 1 0

Q86YR5 GPSM1 1 0

Q6P1N0 CC2D1A 1 0

P48740 MASP1 1 0

Q01955 COL4A3 1 0

P12532 CKMT1B 1 0

O94829 IPO13 1 0

Q99784 OLFM1 1 0

P02753 RBP4 1 0

Q8NFF5 FLAD1 1 0

Q6P3X3 TTC27 1 0

P22532 SPRR2D 1 0

Q92529 SHC3 1 0

O15069 NACAD 1 0

P51970 NDUFA8 1 0

Q9HBU1 BARX1 1 0

O60762 DPM1 1 0

P40305 IFI27 1 0

O15269 SPTLC1 1 0

Q9HCI5 MAGEE1 1 0

P51843 NR0B1 1 0

O43581 SYT7 1 0

P29120 PCSK1 1 0

O95049 TJP3 1 0

P55287 CDH11 1 0

Q86VF7 NRAP 1 0

P19021 PAM 1 0

Q03052 POU3F1 1 0

P30279 CCND2 1 0

P50150 GNG4 1 0

P40238 MPL 1 0

O60237 PPP1R12B 1 0

Q8NFH8 REPS2 1 0

P15813 CD1D 1 0

Q9BQG1 SYT3 1 0

P30281 CCND3 1 0

P48167 GLRB 1 0

Q5T230 UTF1 1 0

Q8WZ19 KCTD13 1 0

Q9UKK6 NXT1 1 0

Q8N9I0 SYT2 1 0

O75325 LRRN2 1 0

O60241 BAI2 1 0

P51580 TPMT 1 0

P31512 FMO4 1 0

Q5SYB0 FRMPD1 1 0

O14793 MSTN 1 0

Q15120 PDK3 1 0

O43896 KIF1C 1 0

Q9BRQ5 ORAI3 1 0

P21549 AGXT 1 0

O95125 ZNF202 1 0

Q9P0K1 ADAM22 1 0

Q6P1M0 SLC27A4 1 0

Q00994 NGFRAP1 1 0

Q0VDG4 SCRN3 1 0

Q6ZSJ8 C1orf122 1 0

Q9NZB8 MOCS1 1 0

P02745 C1QA 1 0

Q9UBP9 GULP1 1 0

O15120 AGPAT2 1 0

O43566 RGS14 1 0

Q4KMQ1 TPRN 1 0

Q5D1E8 ZC3H12A 1 0

Q06278 AOX1 1 0

Q9NS15 LTBP3 1 0

Q8TBC3 SHKBP1 1 0

Q92837 FRAT1 1 0

P53365 ARFIP2 1 0

Q9P0V9 10. Sep 1 0

Q96BF6 NACC2 1 0

Q9UID3 VPS51 1 0

P26232 CTNNA2 1 0

Q9Y2F5 KIAA0947 1 0

Q8N8R7 ARL14EP 1 0

A6NHL2 TUBAL3 1 0

O15393 TMPRSS2 1 0

Q96DN5 WDR67 1 0

O00411 POLRMT 1 0

P41208 CETN2 1 0

Q96CJ1 EAF2 1 0

Q8IY33 MICALL2 1 0

Q6IPM2 IQCE 1 0

Q7Z5N4 SDK1 1 0

Q9UHC1 MLH3 1 0

Q99797 MIPEP 1 0

Q86Y38 XYLT1 1 0

P24394 IL4R 1 0



Q1MSJ5 CSPP1 1 0

Q08431 MFGE8 1 0

Q8IVL1 NAV2 1 0

O75829 LECT1 1 0

Q6ZUB1 SPATA31E1 1 0

Q15772 SPEG 1 0

Q9NQW1 SEC31B 1 0

Q76NI1 KNDC1 1 0

Q9UIL4 KIF25 1 0

P53814 SMTN 1 0

Q9NXS2 QPCTL 1 0

Q86XS8 RNF130 1 0

P41162 ETV3 1 0

Q9NQS7 INCENP 1 0

Q8N5P1 ZC3H8 1 0

Q9NRQ2 PLSCR4 1 0

P04440 HLA-DPB1 1 0

Q8TBC5 ZSCAN18 1 0

P11172 UMPS 1 0

Q6PI48 DARS2 1 0

P20794 MAK 1 0

Q6P995 FAM171B 1 0

Q6UXH8 CCBE1 1 0

Q8NB16 MLKL 1 0

O75712 GJB3 1 0

Q9H221 ABCG8 1 0

Q12907 LMAN2 1 0

Q92504 SLC39A7 1 0

P00325 ADH1B 1 0

Q496A3 SPATS1 1 0

Q16610 ECM1 1 0

O15244 SLC22A2 1 0

Q9NZ94 NLGN3 1 0

Q8N693 ESX1 1 0

Q13368 MPP3 1 0

Q9H0A8 COMMD4 1 0

Q86Y01 DTX1 1 0

Q9NPH3 IL1RAP 1 0

P50135 HNMT 1 0

Q9UGC6 RGS17 1 0

P49354 FNTA 1 0

Q9UMQ6 CAPN11 1 0

P55263 ADK 1 0

Q86W54 SPATA24 1 0

P51959 CCNG1 1 0

O15370 SOX12 1 0

Q06710 PAX8 1 0

Q3T906 GNPTAB 1 0

Q99680 GPR22 1 0

O95377 GJB5 1 0

Q5BIV9 SPRN 1 0

P12314 FCGR1A 1 0

Q03692 COL10A1 1 0

O75074 LRP3 1 0

Q99569 PKP4 1 0

Q5TCQ9 MAGI3 1 0

A1L020 MEX3A 1 0

Q76N32 CEP68 1 0

Q5SWA1 PPP1R15B 1 0

P51504 ZNF80 1 0

Q96FV2 SCRN2 1 0

Q5JU67 C9orf117 1 0

P18505 GABRB1 1 0

Q14721 KCNB1 1 0

Q12849 GRSF1 1 0

P28907 CD38 1 0

P11086 PNMT 1 0

Q16775 HAGH 1 0

Q8TE56 ADAMTS17 1 0

Q6ZT98 TTLL7 1 0

P18510 IL1RN 1 0

P09417 QDPR 1 0

Q92750 TAF4B 1 0

Q9BYJ4 TRIM34 1 0

Q9NZR2 LRP1B 1 0

Q8NEZ5 FBXO22 1 0

Q5XUX1 FBXW9 1 0

Q9ULW6 NAP1L2 1 0

Q14896 MYBPC3 1 0

Q14353 GAMT 1 0

P50876 RNF144A 1 0

P00813 ADA 1 0

O95154 AKR7A3 1 0

P25713 MT3 1 0

Q9UBL0 ARPP21 1 0

Q5QNW6 HIST2H2BF 1 0

Q76M96 CCDC80 1 0

Q5VT79 ANXA8L2 1 0

P34820 BMP8B 1 0

Q14168 MPP2 1 0

Q6B0I6 KDM4D 1 0

Q8N9H8 EXD3 1 0

P48539 PCP4 1 0

Q01546 KRT76 1 0

P12104 FABP2 1 0

P14550 AKR1A1 1 0

Q93079 HIST1H2BH 1 0

P23109 AMPD1 1 0

Q6ZRY4 RBPMS2 1 0

Q0ZGT2 NEXN 1 0

Q6DKI1 RPL7L1 1 0

P22914 CRYGS 1 0

Q96CM4 NXNL1 1 0

Q3SY84 KRT71 1 0

Q96B86 RGMA 1 0

O15442 MPPED1 1 0

Q9NQ55 PPAN 1 0

Q9UF56 FBXL17 1 0

Q96A72 MAGOHB 1 0

O94941 UBOX5 1 0

Q14749 GNMT 1 0

Q53RE8 ANKRD39 1 0

Q96IQ9 ZNF414 1 0

Q96SI9 STRBP 1 0

O00214 LGALS8 1 0

Q9Y6W3 CAPN7 1 0

Q99879 HIST1H2BM 1 0

Q9UPQ4 TRIM35 1 0

Q9NUZ1 ACOXL 1 0

Q86XF0 DHFRL1 1 0

Q9C0J1 B3GNT4 1 0

Q9HA90 CCDC48 1 0

Q96JG8 MAGED4 1 0

Q8N9I9 DTX3 1 0

P53675 CLTCL1 1 0

Q8IYE0 CCDC146 1 0

Q14964 RAB39A 1 0

Q9Y252 RNF6 1 0

O60936 NOL3 1 0

P46952 HAAO 1 0

O76087 GAGE12I 1 0

P82251 SLC7A9 1 0

P14902 IDO1 1 0

Q8WTV0 SCARB1 1 0

Q96J88 EPSTI1 1 0

O43148 RNMT 1 0

P22792 CPN2 1 0

P0CE71 OCM2 1 0

Q15651 HMGN3 1 0

Q15413 RYR3 1 0

P0C024 NUDT7 1 0

Q96GT9 XAGE2 1 0

Q9HAV0 GNB4 1 0

O95562 SFT2D2 1 0

Q5VZ89 DENND4C 1 0

Q8N999 C12orf29 1 0

Q5QJ74 TBCEL 1 0

P51798 CLCN7 1 0

Q9BY89 KIAA1671 1 0

Q8NFI3 ENGASE 1 0

Q96P47 AGAP3 1 0

Q08357 SLC20A2 1 0

P03891 MT-ND2 1 0

Q9Y623 MYH4 1 0

Q16099 GRIK4 1 0

Q66K64 DCAF15 1 0

Q9H871 RMND5A 1 0

Q8WWG9 KCNE4 1 0

Q969Q5 RAB24 1 0

Q9BVA0 KATNB1 1 0

O15504 NUPL2 1 0

Q9NZV8 KCND2 1 0

Q9NSB2 KRT84 1 0

Q9NRW7 VPS45 1 0

P11686 SFTPC 1 0

Q5QP82 DCAF10 1 0

Q6NUJ5 PWWP2B 1 0

Q9UEG4 ZNF629 1 0

Q5T011 SZT2 1 0

Q5XKE5 KRT79 1 0

Q86TJ2 TADA2B 1 0

O75165 DNAJC13 1 0

Q9H3M9 ATXN3L 1 0

Q70EK9 USP51 1 0

P12035 KRT3 1 0

Q9HAH1 ZNF556 1 0

Q6ISU1 PTCRA 1 0

Q96S94 CCNL2 1 0

Q8WVD5 RNF141 1 0

Q9NUN7 ACER3 1 0

P57768 SNX16 1 0

Q9Y2H6 FNDC3A 1 0

O00198 HRK 1 0

Q8NHG8 ZNRF2 1 0

Q5XG87 PAPD7 1 0

Q9NPI7 KRCC1 1 0

Q8N3S3 PHTF2 1 0

Q86YQ8 CPNE8 1 0

Q9H1K6 MESDC1 1 0

Q99590 SCAF11 1 0

P98182 ZNF200 1 0

Q16222 UAP1 1 0

Q9NP56 PDE7B 1 0

Q9Y5B6 GCFC1 1 0

Q9Y6C9 MTCH2 1 0

Q29980 MICB 1 0

Q9BSE4 HERPUD2 1 0

P35030 PRSS3 1 0

Q8NEZ2 VPS37A 1 0

Q9NXC2 GFOD1 1 0

O95427 PIGN 1 0

Q6P2D0 ZFP1 1 0

Q9NQ48 LZTFL1 1 0

Q9C0E8 KIAA1715 1 0

Q8IVJ1 SLC41A1 1 0

Q49AR2 C5orf22 1 0

O60902 SHOX2 1 0

Q86YH6 PDSS2 1 0

Q8NCN4 RNF169 1 0

P0C1S8 WEE2 1 0

Q92604 LPGAT1 1 0

Q07654 TFF3 1 0

Q9UHQ4 BCAP29 1 0

Q9HBH0 RHOF 1 0

Q8WUF8 FAM172A 1 0

Q6ZN30 BNC2 1 0

Q9NYN1 RASL12 1 0

Q8IUI8 CRLF3 1 0

Q9UQ84 EXO1 1 0

Q8TAV0 FAM76A 1 0

Q9UHE5 NAT8 1 0

P57076 C21orf59 1 0

Q9NS93 TM7SF3 1 0

Q9Y6X9 MORC2 1 0

Q8N1G1 REXO1 1 0

Q6E0U4 DMKN 1 0

Q9NR00 C8orf4 1 0

P27352 GIF 1 0

Q6IEG0 SNRNP48 1 0

Q9UNQ0 ABCG2 1 0

Q4KMQ2 ANO6 1 0

P19086 GNAZ 1 0

P20160 AZU1 1 0

Q4J6C6 PREPL 1 0

A7E2F4 GOLGA8A 1 0

Q9H4A9 DPEP2 1 0

Q96GV9 C5orf30 1 0

Q9H1P3 OSBPL2 1 0

O75747 PIK3C2G 1 0

Q86XJ1 GAS2L3 1 0

Q6PML9 SLC30A9 1 0

P32321 DCTD 1 0

Q8N335 GPD1L 1 0

Q96IZ6 METTL2A 1 0

P47895 ALDH1A3 1 0

Q86YD5 LDLRAD3 1 0

Q5T4H9 C10orf114 1 0

Q4G0W2 DUSP28 1 0

Q9BRS8 LARP6 1 0

P47887 OR1E2 1 0

Q6ZU65 UBN2 1 0

Q9NRR3 CDC42SE2 1 0

O94880 PHF14 1 0

Q6P1K1 SLC48A1 1 0

Q92611 EDEM1 1 0

P09017 HOXC4 1 0

Q9NR48 ASH1L 1 0

Q9NVN8 GNL3L 1 0

P83881 RPL36A 1 0

Q99958 FOXC2 1 0

Q8WWI5 SLC44A1 1 0

A5YM69 ARHGEF35 1 0

O43283 MAP3K13 1 0

P37287 PIGA 1 0

Q9P1Z3 HCN3 1 0

Q9UHN6 TMEM2 1 0

Q9HB21 PLEKHA1 1 0

P23560 BDNF 1 0

Q96L93 KIF16B 1 0

P28676 GCA 1 0

P22466 GAL 1 0

Q86UY8 NT5DC3 1 0

P46977 STT3A 1 0

Q9BWQ6 YIPF2 1 0

Q9NYA4 MTMR4 1 0

Q96GX1 TCTN2 1 0

Q7Z333 SETX 1 0

Q86UB2 BIVM 1 0

O95470 SGPL1 1 0

P11169 SLC2A3 1 0

Q13491 GPM6B 1 0

Q08722 CD47 1 0

Q8TEA1 NSUN6 1 0

Q96MZ0 GDAP1L1 1 0

Q9Y5X0 SNX10 1 0

Q8N0Z9 VSIG10 1 0

P26842 CD27 1 0

P17900 GM2A 1 0

Q70IA6 MOB2 1 0

Q15935 ZNF77 1 0

Q14156 EFR3A 1 0

Q8N131 TMEM123 1 0

Q14592 ZNF460 1 0

Q9HBD1 RC3H2 1 0

Q3KNS6 ZNF829 1 0

Q6NT16 SLC18B1 1 0

Q08ER8 ZNF543 1 0

Q96MG8 PCMTD1 1 0

Q8IYD9 C18orf54 1 0

Q15125 EBP 1 0

Q9NQ31 AKIP1 1 0

Q5SVQ8 ZBTB41 1 0

Q12999 TSPAN31 1 0

Q7RTU0 TCF24 1 0

Q9H6R0 DHX33 1 0

Q96FZ2 C3orf37 1 0

Q5XKK7 FAM219B 1 0

O15305 PMM2 1 0

Q9H3F6 KCTD10 1 0

Q96A56 TP53INP1 1 0

Q8IWJ2 GCC2 1 0

Q86X52 CHSY1 1 0

Q96HH6 TMEM19 1 0

Q9HCT0 FGF22 1 0

Q5T8I3 FAM102B 1 0

Q86XN7 PROSER1 1 0

P29475 NOS1 1 0

Q14094 CCNI 1 0

Q9NYD6 HOXC10 1 0

Q8TC76 FAM110B 1 0

Q08AF3 SLFN5 1 0

Q96CW5 TUBGCP3 1 0

Q92506 HSD17B8 1 0

Q9NPB0 SAYSD1 1 0

P06732 CKM 1 0

Q96DP5 MTFMT 1 0

Q3L8U1 CHD9 1 0

Q8IYB8 SUPV3L1 1 0

P17029 ZKSCAN1 1 0

P12724 RNASE3 1 0

Q2TB10 ZNF800 1 0

Q9BQI0 AIF1L 1 0

Q8TDR2 STK35 1 0

Q9UDX3 SEC14L4 1 0

P0CW22 RPS17L 1 0

O75319 DUSP11 1 0

Q9BT30 ALKBH7 1 0

Q8WWH5 TRUB1 1 0

Q9Y520 PRRC2C 1 0

P22760 AADAC 1 0

Q9H3P7 ACBD3 1 0

Q3MIS6 ZNF528 1 0

Q92791 LEPREL4 1 0

Q02833 RASSF7 1 0

Q8WV07 ORAOV1 1 0

Q5JU85 IQSEC2 1 0

Q14CX5 TMEM180 1 0

P49640 EVX1 1 0

Q9H902 REEP1 1 0

Q13886 KLF9 1 0

O75077 ADAM23 1 0

Q9NVJ2 ARL8B 1 0

Q6ZUJ8 PIK3AP1 1 0

A6NDU8 C5orf51 1 0

Q96L92 SNX27 1 0

Q8N2S1 LTBP4 1 0

Q9Y3B1 SLMO2 1 0

P58511 FAM165B 1 0

Q6IQ21 ZNF770 1 0

Q96H12 MSANTD3 1 0

Q8IV76 PASD1 1 0

Q9UF47 DNAJC5B 1 0

P09958 FURIN 1 0

O95214 LEPROTL1 1 0

Q5VZF2 MBNL2 1 0

P27918 CFP 1 0

Q9NVR7 TBCCD1 1 0

Q96PC5 MIA2 1 0

P07992 ERCC1 1 0

Q96EC8 YIPF6 1 0

Q6PID6 TTC33 1 0

O60292 SIPA1L3 1 0

Q719H9 KCTD1 1 0

Q9H3K2 GHITM 1 0

Q5MNZ6 WDR45L 1 0

O15403 SLC16A6 1 0

Q659C4 LARP1B 1 0

Q8N587 ZNF561 1 0

Q9Y221 NIP7 1 0

P83111 LACTB 1 0

Q8N3J9 ZNF664 1 0

Q8IZN3 ZDHHC14 1 0

Q96PB1 CASD1 1 0

Q96B96 TMEM159 1 0

Q9ULF5 SLC39A10 1 0

Q9Y4F3 KIAA0430 1 0

P45844 ABCG1 1 0

O95721 SNAP29 1 0

Q13542 EIF4EBP2 1 0

Q6PIW4 FIGNL1 1 0

Q8NG11 TSPAN14 1 0

Q9P2G9 KLHL8 1 0

P12273 PIP 1 0

O75911 DHRS3 1 0

P10589 NR2F1 1 0

Q8TAD7 C12orf75 1 0

Q6PIY7 PAPD4 1 0

Q70HW3 SLC25A26 1 0

O95168 NDUFB4 1 0

Q8NEN9 PDZD8 1 0

Q9HC38 GLOD4 1 0

Q6Y2X3 DNAJC14 1 0

Q8ND76 CCNY 1 0

O75420 GIGYF1 1 0

P00450 CP 1 0

Q9NR80 ARHGEF4 1 0

P46089 GPR3 1 0

Q8IX15 HOMEZ 1 0

Q8N0T1 C8orf59 1 0

Q6P4F7 ARHGAP11A 1 0

Q9Y4X0 AMMECR1 1 0

Q8N4A0 GALNT4 1 0

Q9BYE9 CDHR2 1 0

Q14940 SLC9A5 1 0

Q9Y5T4 DNAJC15 1 0

P27987 ITPKB 1 0

O15243 LEPROT 1 0

Q96QK8 C4orf34 1 0

Q8ND82 ZNF280C 1 0

Q9H9L7 AKIRIN1 1 0

P49247 RPIA 1 0

P20061 TCN1 1 0

Q24JQ0 TMEM241 1 0

P22830 FECH 1 0

Q8N2R0 OSR2 1 0

Q9UKK3 PARP4 1 0

Q96BN8 FAM105B 1 0

Q9BSD3 RHNO1 1 0

Q8TBX8 PIP4K2C 1 0

Q9NUQ2 AGPAT5 1 0

Q06136 KDSR 1 0

Q9NYZ2 SLC25A37 1 0

Q6P1X5 TAF2 1 0

Q8IZP1 TBC1D3 1 0

Q8NI37 PPTC7 1 0

A5PLL7 TMEM189 1 0

P98169 ZXDB 1 0

Q8NEV8 EXPH5 1 0

P10600 TGFB3 1 0

Q86X53 ERICH1 1 0

Q92581 SLC9A6 1 0

Q9BS31 ZNF649 1 0

Q12974 PTP4A2 1 0

Q6PD74 AAGAB 1 0

Q8N9A8 CNEP1R1 1 0

Q9Y217 MTMR6 1 0

P82970 HMGN5 1 0

Q8NCT3 KIAA0895 1 0

O00566 MPHOSPH10 1 0

O60499 STX10 1 0

Q5T036 FAM120AOS 1 0

Q9NVU7 SDAD1 1 0

Q5BJD5 TMEM41B 1 0

Q5SVZ6 ZMYM1 1 0

Q9UHL9 GTF2IRD1 1 0

Q9P1Z0 ZBTB4 1 0

Q9BX74 TM2D1 1 0

O00461 GOLIM4 1 0

Q8N0Z6 TTC5 1 0

Q9Y619 SLC25A15 1 0

Q9UBK8 MTRR 1 0

O60779 SLC19A2 1 0

P16435 POR 1 0

Q7Z2K6 ERMP1 1 0

Q969W0 SPTSSA 1 0

Q9NXR5 ANKRD10 1 0

Q9Y484 WDR45 1 0

Q9NP72 RAB18 1 0

Q8TBF4 ZCRB1 1 0

Q9HD45 TM9SF3 1 0

Q9H1M0 NUP62CL 1 0

O43559 FRS3 1 0

O43286 B4GALT5 1 0

P04628 WNT1 1 0

Q6KCM7 SLC25A25 1 0

Q9BQS2 SYT15 1 0

O60725 ICMT 1 0

Q6EKJ0 GTF2IRD2B 1 0

Q00765 REEP5 1 0

P40259 CD79B 1 0

Q5T6V5 C9orf64 1 0

Q9NU19 TBC1D22B 1 0

P32314 FOXN2 1 0

Q9UGM3 DMBT1 1 0

Q9Y5Q5 CORIN 1 0

Q86XN8 MEX3D 1 0

Q99633 PRPF18 1 0

P49585 PCYT1A 1 0

O60658 PDE8A 1 0

Q8NEJ9 NGDN 1 0

Q99732 LITAF 1 0

Q6Y1H2 PTPLB 1 0

Q12872 SFSWAP 1 0

Q8NCY6 MSANTD4 1 0

Q9UNT1 RABL2B 1 0

Q15835 GRK1 1 0

Q9BSY9 DESI2 1 0

Q8N6D2 RNF182 1 0

Q8N5X7 EIF4E3 1 0

Q96LT7 C9orf72 1 0

Q8WYL5 SSH1 1 0

P29218 IMPA1 1 0

P32970 CD70 1 0

P01833 PIGR 1 0

P14406 COX7A2 1 0

O43933 PEX1 1 0

Q8NI77 KIF18A 1 0

Q8IWT6 LRRC8A 1 0

Q8NG48 LINS 1 0



Q92781 RDH5 1 0

Q969S2 NEIL2 1 0

Q9NYW8 RBAK 1 0

Q504U0 C4orf46 1 0

Q6UWJ1 TMCO3 1 0

O00712 NFIB 1 0

Q6UWW9 TMEM207 1 0

Q6ZS86 GK5 1 0

Q02962 PAX2 1 0

Q56A73 SPIN4 1 0

Q5BVD1 C3orf52 1 0

Q9Y3Y2 CHTOP 1 0

Q9ULW2 FZD10 1 0

Q96S97 MYADM 1 0

Q9H0U9 TSPYL1 1 0

Q9NZD2 GLTP 1 0

Q8N0U8 VKORC1L1 1 0

Q96DN6 MBD6 1 0

Q10472 GALNT1 1 0

Q9NVP4 DZANK1 1 0

Q9BUB4 ADAT1 1 0

Q2TAM9 TUSC1 1 0

O95298 NDUFC2 1 0

Q08629 SPOCK1 1 0

Q92544 TM9SF4 1 0

Q7RTS1 BHLHA15 1 0

Q9BSK4 FEM1A 1 0

Q9BX95 SGPP1 1 0

Q9UL16 CCDC19 1 0

Q9NQ34 TMEM9B 1 0

Q8IXM2 C17orf49 1 0

Q9Y2D0 CA5B 1 0

P29279 CTGF 1 0

P13995 MTHFD2 1 0

A0AV96 RBM47 1 0

Q8IUW5 RELL1 1 0

Q9H6X2 ANTXR1 1 0

Q9BU64 CENPO 1 0

Q969N2 PIGT 1 0

Q04900 CD164 1 0

Q9H9V4 RNF122 1 0

Q9H972 C14orf93 1 0

Q8NC54 C5orf15 1 0

Q75VX8 FAM59B 1 0

Q9H115 NAPB 1 0

Q1ED39 C16orf88 1 0

Q9UNX4 WDR3 1 0

Q12980 NPRL3 1 0

O76082 SLC22A5 1 0

Q8WTR2 DUSP19 1 0

Q9NYP7 ELOVL5 1 0

P25100 ADRA1D 1 0

Q92859 NEO1 1 0

Q8N8K9 KIAA1958 1 0

Q8IXT5 RBM12B 1 0

Q8N135 LGI4 1 0

O75953 DNAJB5 1 0

Q6V9R5 ZNF562 1 0

Q9Y5U9 IER3IP1 1 0

Q8N4Q0 ZADH2 1 0

Q9UQR0 SCML2 1 0

Q9NRK6 ABCB10 1 0

Q9H741 C12orf49 1 0

Q6UX65 DRAM2 1 0

Q643R3 LPCAT4 1 0

Q5VV42 CDKAL1 1 0

Q14956 GPNMB 1 0

Q9UFW8 CGGBP1 1 0

Q9BXY0 MAK16 1 0

Q9Y584 TIMM22 1 0

Q9NUP7 TRMT13 1 0

Q9Y236 OSGIN2 1 0

Q5DX21 IGSF11 1 0

Q14CX7 NAA25 1 0

Q9ULK6 RNF150 1 0

Q13219 PAPPA 1 0

Q9UNP9 PPIE 1 0

Q9H2D1 SLC25A32 1 0

Q8IYS1 PM20D2 1 0

Q8IXU6 SLC35F2 1 0

Q6ZVX7 NCCRP1 1 0

Q86TJ5 ZNF554 1 0

O94804 STK10 1 0

Q86X02 CDR2L 1 0

Q01453 PMP22 1 0

Q96JP0 FEM1C 1 0

Q969M7 UBE2F 1 0

Q9H8M1 COQ10B 1 0

P78414 IRX1 1 0

Q7Z7J9 CAMK2N1 1 0

O60291 MGRN1 1 0

Q92902 HPS1 1 0

Q9UHA3 RSL24D1 1 0

Q96LB3 IFT74 1 0

Q3T8J9 GON4L 1 0

Q99943 AGPAT1 1 0

Q9NQ35 NRIP3 1 0

P09525 ANXA4 1 0

O60488 ACSL4 1 0

Q9Y6G1 TMEM14A 1 0

P11215 ITGAM 1 0

P09544 WNT2 1 0

Q9NPJ8 NXT2 1 0

Q96MH6 TMEM68 1 0

Q9Y3E0 GOLT1B 1 0

Q99653 CHP1 1 0

Q99941 ATF6B 1 0

O60353 FZD6 1 0

Q8N9U0 TC2N 1 0

Q5W0V3 FAM160B1 1 0

Q6ZMM2 ADAMTSL5 1 0

Q9NSI2 FAM207A 1 0

Q3ZCQ2 ANXA2R 1 0

Q14714 SSPN 1 0

Q86WK9 PAQR7 1 0

O43374 RASA4 1 0

Q5HYK7 SH3D19 1 0

P17707 AMD1 1 0

Q96HH9 GRAMD3 1 0

Q8NEG4 FAM83F 1 0

Q96DX4 RSPRY1 1 0

O43310 CTIF 1 0

Q8IUH5 ZDHHC17 1 0

Q63HQ0 AP1AR 1 0

Q4KMG9 TMEM52B 1 0

Q9UMX3 BOK 1 0

Q15165 PON2 1 0

Q9NRX6 TMEM167B 1 0

Q8IUG5 MYO18B 1 0

P51168 SCNN1B 1 0

Q96IU2 ZBED3 1 0

Q8WUM9 SLC20A1 1 0

Q2NKX9 C2orf68 1 0

Q8TAA5 GRPEL2 1 0

Q9UPZ6 THSD7A 1 0

Q2VIQ3 KIF4B 1 0

P39059 COL15A1 1 0

Q9Y3L5 RAP2C 1 0

Q8IWB7 WDFY1 1 0

Q16850 CYP51A1 1 0

Q5TGY3 AHDC1 1 0

Q92537 KIAA0247 1 0

Q8NFZ4 NLGN2 1 0

Q5JPE7 NOMO2 1 0

Q8N0S6 CENPL 1 0

Q9NUD5 ZCCHC3 1 0

Q8NFU7 TET1 1 0

P82914 MRPS15 1 0

Q76I76 SSH2 1 0

P12235 SLC25A4 1 0

Q9NUC0 SERTAD4 1 0

Q9NVV4 MTPAP 1 0

Q96NT3 GUCD1 1 0

P56377 AP1S2 1 0

Q5VTL7 FNDC7 1 0

Q9GZU0 C6orf62 1 0

Q9BR11 ZSWIM1 1 0

P54826 GAS1 1 0

Q9H501 ESF1 1 0

Q99871 HAUS7 1 0

Q96GY0 ZC2HC1A 1 0

Q7Z6B7 SRGAP1 1 0

Q8IWU5 SULF2 1 0

Q9NVV0 TMEM38B 1 0

Q6Y288 B3GALTL 1 0

Q9BUE6 ISCA1 1 0

P51811 XK 1 0

Q9NUU6 FAM105A 1 0

Q9NR81 ARHGEF3 1 0

Q8N9N8 EIF1AD 1 0

Q8NBI6 XXYLT1 1 0

Q8WV24 PHLDA1 1 0

Q86W74 ANKRD46 1 0

O75123 ZNF623 1 0

Q8TAB3 PCDH19 1 0

P01135 TGFA 1 0

P48651 PTDSS1 1 0

Q96CG3 TIFA 1 0

Q9H079 KATNBL1 1 0

Q8IWP9 CCDC28A 1 0

Q9Y487 ATP6V0A2 1 0

P31944 CASP14 1 0

Q969E8 TSR2 1 0

Q86WR0 CCDC25 1 0

Q2QL34 MPV17L 1 0

O60337 06. Mrz 1 0

P33947 KDELR2 1 0

Q96IK0 TMEM101 1 0

Q9H4B8 DPEP3 1 0

O76050 NEURL 1 0

P58005 SESN3 1 0

Q8N3F0 C7orf41 1 0

Q96SK2 TMEM209 1 0

Q96RI8 TAAR6 1 0

Q9H2A7 CXCL16 1 0

Q16549 PCSK7 1 0

Q9BWN1 PRR14 1 0

P18405 SRD5A1 1 0

Q6IQ32 ADNP2 1 0

Q8N4S9 MARVELD2 1 0

Q5T5M9 CCNJ 1 0

Q2M3R5 SLC35G1 1 0

Q9Y2P8 RCL1 1 0

Q9BRV3 SLC50A1 1 0

Q86WC4 OSTM1 1 0

Q9UBK5 HCST 1 0

Q9Y608 LRRFIP2 1 0

P29992 GNA11 1 0

Q9H6Y2 WDR55 1 0

P02814 SMR3B 1 0

Q9P219 CCDC88C 1 0

P54219 SLC18A1 1 0

Q9Y4F1 FARP1 1 0

Q86YE8 ZNF573 1 0

O95190 OAZ2 1 0

Q9BRS2 RIOK1 1 0

P02671 FGA 1 0

Q8NE62 CHDH 1 0

Q9NV66 TYW1 1 0

O14925 TIMM23 1 0

Q5VWJ9 SNX30 1 0

Q6IQ49 SDE2 1 0

P20062 TCN2 1 0

Q9NZF1 PLAC8 1 0

Q03167 TGFBR3 1 0

Q8IZM9 SLC38A6 1 0

P35670 ATP7B 1 0

Q9H8W5 TRIM45 1 0

Q6AI39 KIAA0240 1 0

Q14807 KIF22 1 0

P62699 YPEL5 1 0

Q5VTE6 ANGEL2 1 0

Q6PJ69 TRIM65 1 0

Q9UBI9 HECA 1 0

Q96MC6 HIAT1 1 0

P24530 EDNRB 1 0

Q9UBH6 XPR1 1 0

Q14119 VEZF1 1 0

Q5T0B9 ZNF362 1 0

Q92482 AQP3 1 0

O94910 LPHN1 1 0

Q15041 ARL6IP1 1 0

Q5VWQ0 RSBN1 1 0

O75467 ZNF324 1 0

Q96S65 CSRNP1 1 0

Q9NUQ9 FAM49B 1 0

P28335 HTR2C 1 0

O43296 ZNF264 1 0

Q9Y5J3 HEY1 1 0

Q8NE22 SETD9 1 0

Q674X7 KAZN 1 0

O75063 FAM20B 1 0

Q9Y426 C2CD2 1 0

Q9P0K8 FOXJ2 1 0

Q9NRR8 CDC42SE1 1 0

Q8NG68 TTL 1 0

Q5XKR9 FAM104B 1 0

O14960 LECT2 1 0

Q01432 AMPD3 1 0

Q8IYX8 CEP57L1 1 0

Q8TA86 RP9 1 0

Q6UXB0 FAM131A 1 0

Q96FN9 DTD2 1 0

Q8N187 ALS2CR8 1 0

Q9Y2S2 CRYL1 1 0

Q9H6X4 TMEM134 1 0

Q8WYR1 PIK3R5 1 0

Q9ULZ0 TP53TG3 1 0

Q13203 MYBPH 1 0

A6NJ69 IGIP 1 0

Q6P499 NIPAL3 1 0

Q6NZ36 C1orf86 1 0

Q96AJ1 CLUAP1 1 0

Q9H999 PANK3 1 0

P78380 OLR1 1 0

Q15629 TRAM1 1 0

Q6PEV8 FAM199X 1 0

Q9C0C6 KIAA1737 1 0

Q8WWY7 WFDC12 1 0

O60519 CREBL2 1 0

O94923 GLCE 1 0

Q8NGN1 OR6T1 1 0

Q14644 RASA3 1 0

Q12815 TROAP 1 0

Q96N96 SPATA13 1 0

Q8WYP3 RIN2 1 0

Q9Y2F9 BTBD3 1 0

Q8N2A8 PLD6 1 0

Q8NC42 RNF149 1 0

Q9UJM3 ERRFI1 1 0

Q9H8H3 METTL7A 1 0

A4UGR9 XIRP2 1 0

Q495C1 RNF212 1 0

Q99967 CITED2 1 0

Q9NV96 TMEM30A 1 0

Q9UKZ1 C2orf29 1 0

Q86VR2 FAM134C 1 0

P23677 ITPKA 1 0

O15062 ZBTB5 1 0

P17098 ZNF8 1 0

P14384 CPM 1 0

Q8IZ07 ANKRD13A 1 0

Q9NR63 CYP26B1 1 0

P05114 HMGN1 1 0

O75071 KIAA0494 1 0

O95164 UBL3 1 0

Q9BV35 SLC25A23 1 0

Q8NEW0 SLC30A7 1 0

Q8N370 SLC43A2 1 0

Q96N38 ZNF714 1 0

Q9UPM8 AP4E1 1 0

P58166 INHBE 1 0

Q6T310 RASL11A 1 0

Q9P2D3 HEATR5B 1 0

P01185 AVP 1 0

Q16836 HADH 1 0

Q15035 TRAM2 1 0

O15060 ZBTB39 1 0

O14647 CHD2 1 0

Q9H6R6 ZDHHC6 1 0

O75204 TMEM127 1 0

Q53GS7 GLE1 1 0

P09131 SLC10A3 1 0

Q8WUD6 CHPT1 1 0

Q06945 SOX4 1 0

Q9H7X3 ZNF696 1 0

O14832 PHYH 1 0

Q96E35 ZMYND19 1 0

Q7RTV5 AAED1 1 0

Q92674 CENPI 1 0

Q9C0D3 ZYG11B 1 0

Q5XPI4 RNF123 1 0

Q01650 SLC7A5 1 0

Q8TAS1 UHMK1 1 0

Q5TGL8 PXDC1 1 0

Q8IY26 PPAPDC2 1 0

Q14165 MLEC 1 0

Q96SQ7 ATOH8 1 0

Q05D32 CTDSPL2 1 0

Q8NBQ5 HSD17B11 1 0

Q96JJ7 TMX3 1 0

Q86YN1 DOLPP1 1 0

Q6L9T8 FAM72D 1 0

Q63HM1 AFMID 1 0

P09912 IFI6 1 0

Q504T8 MIDN 1 0

Q92854 SEMA4D 1 0

Q8WYJ6 01. Sep 1 0

Q14139 UBE4A 1 0

Q9UKX2 MYH2 1 0

Q96MV1 TMEM56 1 0

O75973 C1QL1 1 0

Q05481 ZNF91 1 0

Q15800 MSMO1 1 0

Q8WVC6 DCAKD 1 0

Q53H80 AKIRIN2 1 0

Q9BRQ8 AIFM2 1 0

Q8TE04 PANK1 1 0

Q96FB5 RRNAD1 1 0

Q7L273 KCTD9 1 0

Q7Z5W3 BCDIN3D 1 0

P27144 AK4 1 0

Q8TCT6 SPPL3 1 0

Q6ICL3 C22orf25 1 0

O43169 CYB5B 1 0

Q14CB8 ARHGAP19 1 0

O95628 CNOT4 1 0

P30874 SSTR2 1 0

Q7LGC8 CHST3 1 0

Q6P1S2 C3orf33 1 0

Q8N4T8 CBR4 1 0

O15194 CTDSPL 1 0

Q9UIJ7 AK3 1 0

Q53EU6 AGPAT9 1 0

Q5T4D3 TMTC4 1 0

Q53EP0 FNDC3B 1 0

O00180 KCNK1 1 0

Q9Y2K5 R3HDM2 1 0

P50226 SULT1A2 1 0

Q4VC31 CCDC58 1 0

O60602 TLR5 1 0

O95789 ZMYM6 1 0

Q9NSC2 SALL1 1 0

O14668 PRRG1 1 0

O00635 TRIM38 1 0

Q5JUX0 SPIN3 1 0

O14548 COX7A2L 1 0

P53701 HCCS 1 0

Q6ZUT1 C11orf57 1 0

Q86YH2 ZNF280B 1 0

Q68CQ4 DIEXF 1 0

Q6P4E1 CASC4 1 0

Q86TP1 PRUNE 1 0

Q9NTX9 FAM217B 1 0

Q8IYN2 TCEAL8 1 0

O94760 DDAH1 1 0

O95153 BZRAP1 1 0

Q14722 KCNAB1 1 0

Q14588 ZNF234 1 0

P05089 ARG1 1 0

Q6P280 ZNF529 1 0

Q8IYT3 CCDC170 1 0

Q5GH73 XKR6 1 0

Q8TF50 ZNF526 1 0

Q5BJF2 TMEM97 1 0

P10966 CD8B 1 0

Q9NZD4 AHSP 1 0

Q96BZ9 TBC1D20 1 0

Q9HC56 PCDH9 1 0

Q9BXS4 TMEM59 1 0

Q9NRY5 FAM114A2 1 0

Q8N697 SLC15A4 1 0

P38571 LIPA 1 0

Q14CZ0 C16orf72 1 0

Q6ZMR3 LDHAL6A 1 0

Q9Y5W3 KLF2 1 0

Q1XH10 SKIDA1 1 0

Q8NAN2 FAM73A 1 0

Q9Y3B3 TMED7 1 0

Q86Y37 CACUL1 1 0

Q92613 PHF16 1 0

Q05925 EN1 1 0

Q8N1S5 SLC39A11 1 0

Q6ZNW5 GDPGP1 1 0

Q96E66 LRTOMT 1 0

Q9H425 C1orf198 1 0

Q8N8J7 C4orf32 1 0

Q9P2Z0 THAP10 1 0

P09923 ALPI 1 0

Q9Y4X4 KLF12 1 0

A6ND48 OR14I1 1 0

P62952 BLCAP 1 0

Q6TFL4 KLHL24 1 0

Q9HCE3 ZNF532 1 0

Q5VZI3 C9orf91 1 0

Q9BXM9 FSD1L 1 0

Q16875 PFKFB3 1 0

Q9H7T9 AUNIP 1 0

Q15546 MMD 1 0

O14524 TMEM194A 1 0

Q8NC67 NETO2 1 0

Q5U5R9 HECTD2 1 0

Q9H098 FAM107B 1 0

Q8NHP6 MOSPD2 1 0

Q8WUH6 C12orf23 1 0

P55083 MFAP4 1 0

Q5D862 FLG2 1 0

Q2NL68 C19orf55 1 0

Q2TAK8 MUM1 1 0

Q9Y3A2 UTP11L 1 0

Q96QE4 LRRC37B 1 0

Q92813 DIO2 1 0

P17405 SMPD1 1 0

Q9NRW3 APOBEC3C 1 0

Q02577 NHLH2 1 0

Q12870 TCF15 1 0

O75954 TSPAN9 1 0

Q15397 KIAA0020 1 0

Q15043 SLC39A14 1 0

P84157 MXRA7 1 0

Q6UWP7 LCLAT1 1 0

Q8N884 MB21D1 1 0

Q9BQ49 SMIM7 1 0

O15327 INPP4B 1 0

Q8IZV5 RDH10 1 0

Q96I45 TMEM141 1 0

Q96S79 RASL10B 1 0

Q6HA08 ASTL 1 0

Q96PD2 DCBLD2 1 0

Q9BW62 KATNAL1 1 0

P0CK97 SLC35E2 1 0

Q8IV53 DENND1C 1 0

Q9BTX7 TTPAL 1 0

Q8N5K1 CISD2 1 0

Q86V85 GPR180 1 0

P43007 SLC1A4 1 0

O95857 TSPAN13 1 0

Q9NQG1 MANBAL 1 0

Q9Y2K7 KDM2A 1 0

Q9NSA1 FGF21 1 0

Q9Y6E7 SIRT4 1 0

Q8N5N7 MRPL50 1 0

Q9UP95 SLC12A4 1 0

O43681 ASNA1 1 0

P53634 CTSC 1 0

Q96F85 CNRIP1 1 0

Q5VU13 VSIG8 1 0

B3GLJ2 PATE3 1 0

Q9NRX5 SERINC1 1 0

P48147 PREP 1 0

P10323 ACR 1 0

Q8N8A2 ANKRD44 1 0

Q6PHR2 ULK3 1 0

Q9H7H0 METTL17 1 0

Q7Z4T8 GALNTL5 1 0

Q92526 CCT6B 1 0

Q8WVK2 SNRNP27 1 0

P22309 UGT1A1 1 0

Q9UDW1 UQCR10 1 0

O75128 COBL 1 0

Q9NP84 TNFRSF12A 1 0

Q5SRD1 TIMM23B 1 0

P16157 ANK1 1 0

Q9UI43 FTSJ2 1 0

Q02383 SEMG2 1 0

O60826 CCDC22 1 0

Q9NTJ4 MAN2C1 1 0

A1L3X0 ELOVL7 1 0

Q6XPS3 TPTE2 1 0



P20671 HIST1H2AD 1 0

O95881 TXNDC12 1 0

P12429 ANXA3 1 0

Q8NEY3 SPATA4 1 0

P33241 LSP1 1 0

O95294 RASAL1 1 0

O95825 CRYZL1 1 0

O95278 EPM2A 1 0

Q96CM3 RPUSD4 1 0

O94993 SOX30 1 0

O75575 CRCP 1 0

O75445 USH2A 1 0

Q9H936 SLC25A22 1 0

Q6RUI8 C19orf48 1 0

Q9Y282 ERGIC3 1 0

Q01726 MC1R 1 0

Q8N2U0 C17orf61 1 0

Q9NRH3 TUBG2 1 0

O75952 CABYR 1 0

Q96JC1 VPS39 1 0

Q5T7P8 SYT6 1 0

O00186 STXBP3 1 0

Q9NZJ7 MTCH1 1 0

Q15904 ATP6AP1 1 0

Q9UH99 SUN2 1 0

Q2V2M9 FHOD3 1 0

Q9UJC3 HOOK1 1 0

P53609 PGGT1B 1 0

Q9BRH9 ZNF251 1 0

Q96AQ7 CIDEC 1 0

Q8IXT1 C11orf82 1 0

Q9H9A6 LRRC40 1 0

Q8NEB7 ACRBP 1 0

Q5T1R4 HIVEP3 1 0

Q04656 ATP7A 1 0

Q96JG6 CCDC132 1 0

Q9HDC9 APMAP 1 0

Q08AM6 VAC14 1 0

Q6UW78 C11orf83 1 0

Q9H061 TMEM126A 1 0

Q58EX2 SDK2 1 0

Q9UKJ0 PILRB 1 0

Q9H0U3 MAGT1 1 0

Q8NI60 ADCK3 1 0

Q68D10 SPTY2D1 1 0

Q8WUY9 DEPDC1B 1 0

Q9BYD6 MRPL1 1 0

Q6NUK1 SLC25A24 1 0

Q6P4I2 WDR73 1 0

Q96G03 PGM2 1 0

O14494 PPAP2A 1 0

Q96Q42 ALS2 1 0

Q8IV33 KIAA0825 1 0

Q16762 TST 1 0

Q99611 SEPHS2 1 0

Q15758 SLC1A5 1 0

Q5SRI9 MANEA 1 0

Q9UHR6 ZNHIT2 1 0

Q9UG56 PISD 1 0

Q9NXG0 CNTLN 1 0

P16499 PDE6A 1 0

Q8TBZ6 TRMT10A 1 0

O60927 PPP1R11 1 0

Q9BTZ2 DHRS4 1 0

Q96M86 DNHD1 1 0

Q3ZCM7 TUBB8 1 0

Q8WU10 PYROXD1 1 0

Q53T59 HS1BP3 1 0

P07099 EPHX1 1 0

P51172 SCNN1D 1 0

Q9BSH4 TACO1 1 0

Q6N043 ZNF280D 1 0

Q8IZ73 RPUSD2 1 0

Q9Y530 OARD1 1 0

Q7RTU7 SCXA 1 0

Q9UPS8 ANKRD26 1 0

P61925 PKIA 1 0

P54709 ATP1B3 1 0

Q9P2E7 PCDH10 1 0

Q9NUN5 LMBRD1 1 0

Q9Y5A6 ZSCAN21 1 0

Q86VZ5 SGMS1 1 0

Q8IWV2 CNTN4 1 0

O75431 MTX2 1 0

Q9NWW7 C2orf42 1 0

Q9Y6M5 SLC30A1 1 0

Q9UIC8 LCMT1 1 0

Q96KN7 RPGRIP1 1 0

P49642 PRIM1 1 0

Q9ULX3 NOB1 1 0

Q8WVX9 FAR1 1 0

P02765 AHSG 1 0

Q56VL3 OCIAD2 1 0

Q15070 OXA1L 1 0

O75969 AKAP3 1 0

Q15005 SPCS2 1 0

Q8TDX6 CSGALNACT1 1 0

Q12884 FAP 1 0

Q9UJT2 TSKS 1 0

Q86WS3 PLAC1L 1 0

Q15113 PCOLCE 1 0

Q9BSG1 ZNF2 1 0

Q9BYC5 FUT8 1 0

O96000 NDUFB10 1 0

Q9C0D4 ZNF518B 1 0

Q14691 GINS1 1 0

P33121 ACSL1 1 0

Q96RW7 HMCN1 1 0

Q9C0B5 ZDHHC5 1 0

Q9BV20 MRI1 1 0

Q8IUX1 TMEM126B 1 0

Q9NQI0 DDX4 1 0

Q6NWY9 PRPF40B 1 0

Q6YHU6 THADA 1 0

Q9H6S0 YTHDC2 1 0

A0JNW5 UHRF1BP1L 1 0

Q9BWT3 PAPOLG 1 0

Q8NFJ5 GPRC5A 1 0

P07738 BPGM 1 0

Q86W50 METTL16 1 0

Q8N584 TTC39C 1 0

Q13889 GTF2H3 1 0

Q9BY14 TEX101 1 0

Q93075 TATDN2 1 0

Q969V3 NCLN 1 0

Q8NCM8 DYNC2H1 1 0

Q7Z4G1 COMMD6 1 0

P28328 PEX2 1 0

Q96PU9 ODF3 1 0

P0CAP2 POLR2M 1 0

Q8TDG4 HELQ 1 0

Q5D0E6 DALRD3 1 0

Q96A33 CCDC47 1 0

P51688 SGSH 1 0

Q9HCE5 METTL14 1 0

Q8WW35 TCTEX1D2 1 0

P04424 ASL 1 0

Q9P0T7 TMEM9 1 0

Q8TCC3 MRPL30 1 0

Q9UPU7 TBC1D2B 1 0

Q00587 CDC42EP1 1 0

P09758 TACSTD2 1 0

Q96LT9 RNPC3 1 0

Q9NS25 SPANXB1 1 0

Q9NVG8 TBC1D13 1 0

Q9Y399 MRPS2 1 0

Q9Y5V0 ZNF706 1 0

Q6BDS2 UHRF1BP1 1 0

P32245 MC4R 1 0

A8MXV4 NUDT19 1 0

Q86UX2 ITIH5 1 0

Q86UU0 BCL9L 1 0

P23352 KAL1 1 0

Q5M9Q1 NKAPL 1 0

O60765 ZNF354A 1 0

Q8IWX7 UNC45B 1 0

Q5JQC9 AKAP4 1 0

Q9Y5K8 ATP6V1D 1 0

O75794 CDC123 1 0

Q9P2R7 SUCLA2 1 0

P02788 LTF 1 0

O95183 VAMP5 1 0

Q8TF72 SHROOM3 1 0

Q9HCP0 CSNK1G1 1 0

Q0VDF9 HSPA14 1 0

Q6P3W7 SCYL2 1 0

Q14651 PLS1 1 0

Q9NZM1 MYOF 1 0

P29034 S100A2 1 0

Q99956 DUSP9 1 0

Q9Y3E5 PTRH2 1 0

Q5H913 ARL13A 1 0

Q8IZC4 RTKN2 1 0

Q8NHS9 SPATA22 1 0

Q5JU69 TOR2A 1 0

Q92736 RYR2 1 0

Q96NW4 ANKRD27 1 0

Q9Y6I8 PXMP4 1 0

P48553 TRAPPC10 1 0

Q8N9M5 TMEM102 1 0

Q9UL33 TRAPPC2L 1 0

Q9Y5R8 TRAPPC1 1 0

Q86SZ2 TRAPPC6B 1 0

Q96Q05 TRAPPC9 1 0

Q8IUR0 TRAPPC5 1 0

O75865 TRAPPC6A 1 0

Q9BR01 SULT4A1 1 0

Q5MCW4 ZNF569 1 0

Q9HCZ1 ZNF334 1 0

P24593 IGFBP5 1 0

Q15392 DHCR24 1 0

P51826 AFF3 1 0

Q8NFT2 STEAP2 1 0

O43854 EDIL3 1 0

Q9H0W5 CCDC8 1 0

Q92618 ZNF516 1 0

Q96N64 PWWP2A 1 0

Q8WUU5 GATAD1 1 0

P48735 IDH2 1 0

P11310 ACADM 1 0

P11766 ADH5 1 0

Q9Y462 ZNF711 1 0

O76083 PDE9A 1 0

Q96JQ2 CLMN 1 0

Q92576 PHF3 1 0

A0AUZ9 KANSL1L 1 0

Q12770 SCAP 1 0

P25311 AZGP1 1 0

Q9NUP1 BLOC1S4 1 0

Degree is defined as the number of links incident upon a node

Betweenness quantifies the number of times a node acts as a bridge along the shortest path between two other nodes.



Supplementary Table 8. PRKD-regulated phosphoprotein network determined using the STRING interactome database

Id Label Degree Betweenness

ENSP00000344818 UBC 344 4491530,59

ENSP00000350941 SRC 251 783936,01

ENSP00000335153 HSP90AA1 239 786416,31

ENSP00000362649 HDAC1 209 452964,9

ENSP00000344456 CTNNB1 169 525542,7

ENSP00000215832 MAPK1 152 280238,19

ENSP00000229794 MAPK14 139 217847,54

ENSP00000430432 HDAC2 135 206075,63

ENSP00000360266 JUN 129 306618,77

ENSP00000311028 RPS14 126 116831,79

ENSP00000325875 HSP90AB1 122 138229,32

ENSP00000367207 MYC 114 403058,85

ENSP00000346015 RPL27A 114 96037,92

ENSP00000263025 MAPK3 113 123688,78

ENSP00000326804 CUL1 108 240340,1

ENSP00000307940 EEF2 105 118727,4

ENSP00000307889 RPL13 104 65297,6

ENSP00000227378 HSPA8 103 228143,35

ENSP00000264033 CBL 101 174866,07

ENSP00000285814 NIFK 93 147941,06

ENSP00000428924 LYN 91 157820,56

ENSP00000418960 BRCA1 88 185386,06

ENSP00000362592 RBBP4 84 107009,54

ENSP00000341826 HNRNPA1 83 55301,44

ENSP00000310572 PSMC5 82 61386,21

ENSP00000294189 RPL29 81 32830,6

ENSP00000345957 RPS21 77 30012,57

ENSP00000326806 NCBP2 76 60224,83

ENSP00000268712 NCOR1 74 103389,26

ENSP00000264995 MRPL3 74 58203,33

ENSP00000261303 PSMC1 74 47620,5

ENSP00000293831 EIF4A1 73 81428,95

ENSP00000414359 PSMA1 72 76643,61

ENSP00000254193 SNRPA1 72 43063,82

ENSP00000384863 XPO1 70 135733,04

ENSP00000251849 RAF1 69 115387,02

ENSP00000356520 DHX9 69 73328,4

ENSP00000310129 PSMD2 69 47896,85

ENSP00000378160 RPL34 69 29610,06

ENSP00000288986 NCK1 68 82239,57

ENSP00000335321 SF3B1 68 74134,81

ENSP00000346694 HNRNPA2B1 67 26939,92

ENSP00000308450 CDC20 66 82030,66

ENSP00000388648 CHEK1 65 125931,75

ENSP00000314067 PAK2 65 104698,26

ENSP00000325376 HNRNPM 65 30449,94

ENSP00000266079 PRPF6 64 51792,34

ENSP00000376309 HNRNPA3 64 19862,25

ENSP00000358335 MAP3K7 63 125190,67

ENSP00000318861 SF3B2 63 33637,54

ENSP00000262238 YY1 62 114305,57

ENSP00000300651 MED1 61 119290,3

ENSP00000283195 RANBP2 61 66881,8

ENSP00000330054 EEF1A1 60 37818,96

ENSP00000261712 PSMD11 60 28349,45

ENSP00000362361 CDK9 59 141581,51

ENSP00000227524 PRPF19 59 85590,45

ENSP00000395772 GNL3 58 134245,37

ENSP00000317123 SNRNP200 58 36462,81

ENSP00000368880 FOXO1 56 81293,43

ENSP00000278568 PAK1 56 62069,33

ENSP00000384018 NCOR2 56 54219,69

ENSP00000269305 TP53 55 181406,2

ENSP00000357555 RPS27 55 27444,31

ENSP00000369424 RBBP7 54 32886,15

ENSP00000419038 GFM1 54 9564,69

ENSP00000365439 HNRNPK 53 85642,6

ENSP00000325863 MRE11A 53 60817,19

ENSP00000404029 SUPT5H 52 87975,57

ENSP00000264110 ATF2 52 35279,67

ENSP00000354125 EIF3B 52 33477,48

ENSP00000362110 SF3A3 52 8583,28

ENSP00000351777 VCP 51 147795,02

ENSP00000282441 YAP1 51 116653,25

ENSP00000339527 FOXO3 50 64582,19

ENSP00000225983 HDAC5 50 35471,16

ENSP00000268482 DHX38 50 10393,44

ENSP00000420714 MRPS14 49 11351,11

ENSP00000229854 MCM3 47 101104,44

ENSP00000261531 SNW1 47 69551,87

ENSP00000338020 EIF4G1 47 48847,01

ENSP00000299767 HSP90B1 47 45564,75

ENSP00000405965 SUMO2 46 78044,74

ENSP00000331602 PRKCD 46 50085,57

ENSP00000287598 BUB1B 46 46777,76

ENSP00000300935 RAB8A 45 113988,22

ENSP00000307272 RPTOR 45 97505

ENSP00000360525 MAGOH 45 78893,14

ENSP00000262077 NUP153 45 60754,01

ENSP00000352438 PCBP2 45 16462,94

ENSP00000378699 CDK1 44 116514,7

ENSP00000310448 SART1 44 23808,86

ENSP00000262056 EIF4B 43 19729,82

ENSP00000348965 DYNC1H1 42 142760,71

ENSP00000348461 RAC1 42 96280,55

ENSP00000382004 CTNND1 42 77995,61

ENSP00000272317 RPS27A 41 58476,53

ENSP00000320147 EZH2 41 56543,55

ENSP00000372023 CHEK2 41 50834,41

ENSP00000360683 PTPN1 41 34840,07

ENSP00000262803 UPF1 40 103754,45

ENSP00000388107 UBA52 40 61563,11

ENSP00000347733 TRRAP 40 55956,26

ENSP00000362063 CSTF2 40 45507,07

ENSP00000377969 GTF2F1 40 37620,43

ENSP00000221494 SF3A2 40 28482,98

ENSP00000305556 PCBP1 40 19000,51

ENSP00000345731 DLG1 39 131182,76

ENSP00000365745 CTTN 39 91878,67

ENSP00000432768 CKAP5 39 48911,1

ENSP00000378350 CDC23 39 33762,28

ENSP00000299543 CTDP1 39 28948,15

ENSP00000362768 RBL1 39 27811,96

ENSP00000349508 CHD4 39 26803,56

ENSP00000270202 AKT1 38 85955,26

ENSP00000297338 RAD21 38 67541,19

ENSP00000400175 RHOA 38 58732,4

ENSP00000347942 RET 38 47110,14

ENSP00000256897 CCNH 38 32655,28

ENSP00000288207 CCNB2 38 20421,8

ENSP00000289371 EIF5B 38 13023,39

ENSP00000302886 PA2G4 37 73237,97

ENSP00000315674 NOP14 37 61239,6

ENSP00000314458 CDC42 37 54191,53

ENSP00000364721 MAPRE1 37 14772,39

ENSP00000374455 SQSTM1 36 80459,91

ENSP00000256474 VHL 36 75563,06

ENSP00000268058 PML 36 33566,25

ENSP00000371475 TP53BP1 36 26918,09

ENSP00000326261 SRRM1 36 8418,57

ENSP00000324464 CSNK1D 35 48520,33

ENSP00000261597 NDC80 35 38984,34

ENSP00000350708 RAD23B 35 32539,03

ENSP00000274255 SKP2 35 25447,57

ENSP00000261900 CCNT1 35 23495,6

ENSP00000362688 EIF3I 35 15770,66

ENSP00000360034 SERBP1 35 10859,4

ENSP00000263857 POLR1A 34 89042,55

ENSP00000269122 CLTC 34 73482,57

ENSP00000300093 PLK1 34 57872,38

ENSP00000352516 DNMT1 34 30978,89

ENSP00000380942 ARHGEF12 34 29625,71

ENSP00000338477 HNRNPF 34 23356,96

ENSP00000355759 PARP1 33 67935,03

ENSP00000263974 TAF12 33 55545,64

ENSP00000261207 PPP1R12A 33 50360,05

ENSP00000266970 CDK2 33 44961,96

ENSP00000253108 EIF3G 33 3392,05

ENSP00000355890 EPRS 32 82557,49

ENSP00000379258 GLI3 32 44451,7

ENSP00000343001 UBE4B 32 31583,94

ENSP00000354718 AKAP13 32 20940,86

ENSP00000364119 EIF2S2 32 19582,42

ENSP00000339109 ANAPC1 32 17693,59

ENSP00000310260 INTS6 31 79451,71

ENSP00000253024 TRIM28 31 56500,54

ENSP00000268182 IQGAP1 31 44933,07

ENSP00000316357 USP9X 31 39921,12

ENSP00000296273 RFC4 31 39277,12

ENSP00000263253 EP300 31 36273,76

ENSP00000304669 CTNNA1 31 29761,82

ENSP00000219476 TSC2 31 18826,07

ENSP00000440485 PSMD9 31 8730,57

ENSP00000313829 KHDRBS1 30 45140,65

ENSP00000217026 MYBL2 30 16933,15

ENSP00000350071 STRN3 30 16584,03

ENSP00000263710 CLASP1 30 5919,76

ENSP00000268711 MED9 30 2093,18

ENSP00000229239 GAPDH 29 63492,59

ENSP00000264926 RAD18 29 60041,3

ENSP00000340820 MAPT 29 38218,54

ENSP00000375777 STRN4 29 27087,93

ENSP00000261396 NUP133 29 24324,4

ENSP00000263826 AKT3 29 19549,59

ENSP00000278823 MTA2 29 19348,49

ENSP00000364289 NCBP1 29 17126,2

ENSP00000019317 RALBP1 29 15711,01

ENSP00000356448 TPR 29 3245,74

ENSP00000263694 SNRNP40 29 1765,76

ENSP00000296930 NPM1 28 63988,08

ENSP00000262367 CREBBP 28 39288,7

ENSP00000362014 DNM1 28 34921,04

ENSP00000358716 DDX20 28 32785,83

ENSP00000431822 FAU 28 28397,74

ENSP00000230449 EXOC2 28 24466,65

ENSP00000392094 EFTUD2 28 19015,21

ENSP00000282007 ZC3H13 28 16490,67

ENSP00000234626 CDC7 28 16168,85

ENSP00000354952 GAB2 28 2666,13

ENSP00000363745 HNRNPR 28 2626,33

ENSP00000261868 EIF3J 28 1681,72

ENSP00000363822 AR 27 105943,42

ENSP00000262965 TCF3 27 82494,96

ENSP00000264705 CAD 27 73467,21

ENSP00000396704 TOP2B 27 39221

ENSP00000338413 UBA1 27 24521,07

ENSP00000222005 CDC37 27 15266

ENSP00000367629 ARHGEF16 27 10669,97

ENSP00000307863 U2AF2 27 6060,1

ENSP00000342374 SNRPD2 27 4982,06

ENSP00000262030 ATP5B 26 147896,17

ENSP00000206249 ESR1 26 56511,71

ENSP00000309555 HCFC1 26 56366,73

ENSP00000354586 GLI2 26 33358,16

ENSP00000305355 PRKCB 26 29862,98

ENSP00000347890 DNM2 26 24902,41

ENSP00000304697 UBB 26 21090,19

ENSP00000361298 KIF2C 26 20050,27

ENSP00000313199 HNRNPD 26 6088,07

ENSP00000304350 PRPF8 26 5414,62

ENSP00000215829 SNRPD3 26 3458,99

ENSP00000263354 NAPA 25 161071,01

ENSP00000282050 ATP5A1 25 82041,87

ENSP00000303585 CLIP1 25 30376,42

ENSP00000380444 MYO9B 25 18858,63

ENSP00000377233 ARAP1 25 9014,2

ENSP00000267812 MFAP1 25 5116,36

ENSP00000300413 SNRPD1 25 4337,33

ENSP00000258962 SRSF1 25 1671,62

ENSP00000270538 TIMM44 24 49181,54

ENSP00000333633 MTA1 24 45700,15

ENSP00000211998 VCL 24 44478,64

ENSP00000275493 EGFR 24 43534,81

ENSP00000368438 PCNA 24 27304,45

ENSP00000351490 MAX 24 26968,32

ENSP00000364794 IARS 24 24387,46

ENSP00000309503 YWHAZ 24 23239,42

ENSP00000353643 MORF4L2 24 21399,83

ENSP00000316032 NUP98 24 20820,51

ENSP00000253039 EIF2S3 24 15662,56

ENSP00000340691 EIF4EBP1 24 12737,95

ENSP00000421592 ALYREF 24 11788,83

ENSP00000365016 IRS2 24 6248,06

ENSP00000349428 PTBP1 24 5708,84

ENSP00000276201 UPF3B 24 5294,25

ENSP00000229390 SRSF9 24 2331,81

ENSP00000266735 SNRPF 24 1980,52

ENSP00000305790 SF3B3 24 985,07

ENSP00000377892 SRSF5 24 709,28

ENSP00000408005 SLC9A3R2 23 119986,88

ENSP00000418447 PPP2CA 23 105933,83

ENSP00000335333 PIP5K1C 23 41660,71

ENSP00000216181 MYH9 23 39401,14

ENSP00000234420 MSH6 23 33977,69

ENSP00000346671 FYN 23 33437,8

ENSP00000310668 NUP93 23 31882,2

ENSP00000321636 TOP3A 23 28151,01

ENSP00000358810 STRIP1 23 27085,65

ENSP00000232458 ECT2 23 11577,66

ENSP00000326514 EXOC1 23 8338,77

ENSP00000261245 MNAT1 23 6813,4

ENSP00000347978 ERCC5 23 5787,47

ENSP00000400591 SNRPE 23 1651,14

ENSP00000243563 SNRPA 23 1592,82

ENSP00000366135 EXOSC10 22 26460,01

ENSP00000368884 RPS6KA3 22 25168,58

ENSP00000242285 CLTA 22 17967,51

ENSP00000303507 BCR 22 14778,95

ENSP00000359645 RBMX 22 12420,87

ENSP00000358474 BRCC3 22 11966,24

ENSP00000304903 CD2BP2 22 6909,15

ENSP00000386759 SETD2 22 6869,79

ENSP00000356541 SF3B5 22 4928,79

ENSP00000385000 KIF2A 22 2308

ENSP00000412566 SNRPB 22 1612,09

ENSP00000362900 SRSF4 22 1042,43

ENSP00000357051 PEX19 21 99151,98

ENSP00000217402 CHMP4B 21 61013,78

ENSP00000262982 CSE1L 21 50616,24

ENSP00000353408 MSN 21 48209,8

ENSP00000264710 RAB10 21 46056,19

ENSP00000263754 KAT2B 21 40251,87

ENSP00000281537 TJP1 21 39258,11

ENSP00000340019 HSPD1 21 36690,5

ENSP00000375956 MLLT4 21 35864,96

ENSP00000269243 MYH10 21 29712,43

ENSP00000361824 SPTAN1 21 26172,66

ENSP00000385269 ELAVL1 21 23710,92

ENSP00000304283 RAC3 21 19333,53

ENSP00000328777 EFNA5 21 16364,11

ENSP00000325748 STK25 21 11698,66

ENSP00000228307 PXN 21 10619,71

ENSP00000316042 HNRNPA0 21 10516,14

ENSP00000354927 MAP3K3 21 8535,34

ENSP00000309103 BAD 21 7751,12

ENSP00000353622 SIN3A 21 7004,25

ENSP00000419974 CLASP2 21 2876,11

ENSP00000244020 SRSF6 21 571,66

ENSP00000339145 RRP1B 21 262,49

ENSP00000253452 COX4I1 20 69089,63

ENSP00000265333 VDAC1 20 52170,32

ENSP00000361423 ABL1 20 42109,41

ENSP00000320866 CALR 20 38615,01

ENSP00000313420 PRKDC 20 33573,11

ENSP00000316029 TLN1 20 32290,48

ENSP00000385751 MARK2 20 29970,5

ENSP00000264335 YWHAE 20 25198,08

ENSP00000247970 PIN1 20 17278,93

ENSP00000332973 SMAD3 20 15358,85

ENSP00000371897 ARHGAP5 20 10555,87

ENSP00000218089 STAG2 20 5730,25

ENSP00000363313 PRPF4 20 4090,03

ENSP00000301730 RNPS1 20 3225,88

ENSP00000472998 SNRNP70 20 920,95

ENSP00000384109 CUL4B 19 41011,12

ENSP00000354558 MTOR 19 35963,05

ENSP00000320171 PKM 19 35693,83

ENSP00000253339 LATS1 19 30423,6

ENSP00000356405 CDC73 19 26989,2

ENSP00000306330 YWHAG 19 19393,89

ENSP00000463999 AURKB 19 19063,6

ENSP00000311113 JUP 19 15553,92

ENSP00000267163 RB1 19 12939,57

ENSP00000380313 MLST8 19 11514,73

ENSP00000370258 EIF3CL 19 7902,84

ENSP00000359345 RPL5 19 5367,41

ENSP00000339007 GRB2 19 4966,32

ENSP00000348168 GTF2E2 19 4407,02

ENSP00000302967 HDAC3 19 2714,77

ENSP00000357564 RAB13 19 2540,98

ENSP00000450607 TIMELESS 19 2270,84

ENSP00000304370 CDC40 19 1302,11

ENSP00000215793 SF3A1 19 348,34

ENSP00000284320 TOMM70 18 56977,44

ENSP00000327801 P4HB 18 47023,69

ENSP00000011619 RANBP9 18 46749,69

ENSP00000362946 RAB14 18 42157,8

ENSP00000417132 BAP1 18 40472,53

ENSP00000262887 XRCC1 18 39428,69

ENSP00000313007 PABPC1 18 35077,89

ENSP00000248070 EPS15L1 18 30923,18

ENSP00000311032 CASP3 18 29405,91

ENSP00000233057 EIF2AK2 18 27799,06

ENSP00000228284 SART3 18 26296,11

ENSP00000324422 ZYX 18 22918,7

ENSP00000357292 UBQLN4 18 20512,73

ENSP00000353793 WDHD1 18 18561,31

ENSP00000376076 SUMO1 18 13986,11

ENSP00000248975 YWHAH 18 12366,27

ENSP00000341885 RPS2 18 12059,86

ENSP00000467024 RAD23A 18 11452,43

ENSP00000352400 NUP214 18 10867,58

ENSP00000212015 SIRT1 18 10562,09

ENSP00000431512 HSF1 18 9268,75

ENSP00000433821 RPS3 18 9070,12

ENSP00000309845 HRAS 18 5282,4

ENSP00000339795 RPL7 18 1841,18

ENSP00000230354 TBP 17 62042,21

ENSP00000366997 DIS3 17 52920,02

ENSP00000361892 STK4 17 29619,61

ENSP00000216911 AURKA 17 22149,48

ENSP00000354394 STAT1 17 21609,71

ENSP00000319060 CAMK2G 17 20874,63

ENSP00000262033 PTGES3 17 15611,1

ENSP00000337825 LCK 17 13588,46

ENSP00000261973 RBM25 17 11943,34

ENSP00000341551 SMAD4 17 11558,11

ENSP00000300161 YWHAB 17 10835,75

ENSP00000353483 MAPK8 17 10756,97

ENSP00000369757 RPS6 17 10335,6

ENSP00000384675 SOS1 17 10225

ENSP00000238081 YWHAQ 17 9634,28

ENSP00000360532 CDC5L 17 7782

ENSP00000408617 HDAC9 17 5441,94

ENSP00000379888 RPS8 17 2817,49

ENSP00000318646 RPS15A 17 2005,8

ENSP00000296509 MAD2L1 17 1989,86

ENSP00000311430 RPL4 17 1789,29

ENSP00000361626 YBX1 17 1598,51

ENSP00000272348 SNRPG 17 798,92

ENSP00000363921 PARD3 16 49291,38

ENSP00000300289 PDIA3 16 35660,5

ENSP00000217244 CSNK2A1 16 32164,44

ENSP00000446714 MYL6 16 32008,74

ENSP00000200457 TRIP6 16 31648,25

ENSP00000343745 DICER1 16 28718,59

ENSP00000408910 DCTN2 16 27290,89

ENSP00000256383 EIF2S1 16 25063,03

ENSP00000363676 RPL11 16 18637,98

ENSP00000366434 UIMC1 16 17921,93

ENSP00000264657 STAT3 16 17432,5

ENSP00000378191 AIMP1 16 16076,54

ENSP00000280333 DOCK1 16 14707,31

ENSP00000350297 ASAP1 16 13106

ENSP00000373715 DCP2 16 12836,63

ENSP00000329357 SP1 16 12261,75

ENSP00000363019 UBE2D1 16 12024,06

ENSP00000359958 ZRANB2 16 11558,83

ENSP00000420294 PHC3 16 10617,24

ENSP00000272233 RHOB 16 9589,51

ENSP00000332455 KPNA2 16 9326,34

ENSP00000262160 SMAD2 16 9235,96

ENSP00000256442 CCNB1 16 8417,3

ENSP00000323099 ATRIP 16 5877,81

ENSP00000351049 PAK4 16 5518,5

ENSP00000271277 CTTNBP2NL 16 3158,41

ENSP00000313851 PDS5B 16 2004,22

ENSP00000389103 RPL23A 16 1662,98

ENSP00000358140 EIF3A 16 836,63

ENSP00000246071 SNRPB2 16 157,1

ENSP00000392466 LDB1 15 48341,07

ENSP00000349960 ACTB 15 43948,13

ENSP00000339740 CAMK2D 15 41044,42

ENSP00000324804 PPP2R1A 15 39894,67

ENSP00000450560 MTHFD1 15 34152,55

ENSP00000246548 UBA2 15 28453,85

ENSP00000257904 CDK4 15 25479,66

ENSP00000354720 SMC3 15 15596,3

ENSP00000312735 POLR2B 15 15299,45

ENSP00000343463 MAP3K2 15 14586,05

ENSP00000299853 POLR3E 15 12504,67

ENSP00000417963 PPP2R5D 15 10490,68

ENSP00000219252 POLR2C 15 8566,61

ENSP00000382863 CHD8 15 7375,58

ENSP00000378332 TGFB1I1 15 6479,66

ENSP00000248594 PTPN12 15 4576,42

ENSP00000348786 RAP1A 15 3171,52

ENSP00000249071 RAC2 15 2992,64

ENSP00000343325 PKN1 15 2938,26

ENSP00000357879 PSMD4 15 2364,23

ENSP00000341189 PTK2 15 2302,73

ENSP00000357858 BUB3 15 1797,37

ENSP00000339027 RPLP0 15 1761,95

ENSP00000261884 TRIP4 15 699,19

ENSP00000196551 RPS5 15 451,34

ENSP00000218348 USP11 14 58783,76

ENSP00000352264 CD2AP 14 35703,13

ENSP00000307491 WDR48 14 33554,86

ENSP00000244741 CDKN1A 14 23192,08

ENSP00000426909 RACK1 14 20045,48

ENSP00000311825 CTBP2 14 16534,15

ENSP00000227507 CCND1 14 14057,9

ENSP00000373772 RNF20 14 13467,53

ENSP00000349016 PEX14 14 13317,84

ENSP00000377954 LARS 14 10536,47

ENSP00000317872 RBBP6 14 8329,57

ENSP00000312995 CLSPN 14 6937

ENSP00000225577 RPS6KB1 14 6867,47

ENSP00000336868 CENPA 14 5738,04

ENSP00000436049 EIF3M 14 5292,46

ENSP00000315379 PRPF3 14 4845,96

ENSP00000443988 SUDS3 14 4653,19

ENSP00000264183 ARID4B 14 4281,42

ENSP00000238738 RHOQ 14 2879,05

ENSP00000292644 PSMC2 14 2419,43

ENSP00000343741 ATR 14 2415,14

ENSP00000262375 DNAJA3 14 1974,58

ENSP00000315791 CSTF3 14 1647,14

ENSP00000366557 CRNKL1 14 1174,49

ENSP00000309334 RPL15 14 619,26

ENSP00000156825 MBD3 14 78,78

ENSP00000298532 SNAPC4 13 25999,31

ENSP00000249923 COPB1 13 25989,38

ENSP00000263036 OPTN 13 23804,52

ENSP00000223023 WASL 13 22918,5

ENSP00000414982 KLC1 13 21398,56

ENSP00000363779 IKBKAP 13 21311,93

ENSP00000364310 H2AFX 13 19961,97

ENSP00000384273 RELA 13 19705,13

ENSP00000338018 HIF1A 13 19514,59

ENSP00000261890 RAB11A 13 18126,81

ENSP00000356840 POU2F1 13 17630,24

ENSP00000226574 NFKB1 13 16136,96

ENSP00000335084 PPP1CC 13 15716,8

ENSP00000273130 DYNC1LI1 13 14705,16

ENSP00000277541 NOTCH1 13 14304,19

ENSP00000261769 CDH1 13 13588,4

ENSP00000380378 PAFAH1B1 13 13555,57

ENSP00000308928 CYLD 13 12788,85

ENSP00000324897 UBE2I 13 12661,91

ENSP00000324806 GSK3B 13 12313,81

ENSP00000359424 CHUK 13 11637,05

ENSP00000425561 EIF4E 13 11118,35

ENSP00000371321 RFC1 13 10999,16

ENSP00000298875 CPSF2 13 9605,58

ENSP00000309591 PRKACA 13 9587,38

ENSP00000215956 SNU13 13 8742

ENSP00000344220 PDPK1 13 6898,52

ENSP00000359206 BTRC 13 6590,91

ENSP00000278616 ATM 13 5548,77

ENSP00000302961 HSPA4 13 5165,54

ENSP00000340330 KAT5 13 4601,16

ENSP00000418734 MYSM1 13 4217,77

ENSP00000375892 AKT2 13 4171,48

ENSP00000314030 DNAJA2 13 2492,9

ENSP00000433919 CLNS1A 13 2461,96

ENSP00000371067 JAK2 13 2327,37

ENSP00000285735 RHOC 13 2117,47

ENSP00000300574 CRK 13 1959,53

ENSP00000355013 CTR9 13 1400,87

ENSP00000222247 RPL18A 13 1183,4

ENSP00000377865 RPL23 13 809,48

ENSP00000298852 PSMC3 13 793,98

ENSP00000349168 HNRNPH1 13 375,42

ENSP00000262584 RPL8 13 332,7

ENSP00000339095 RPS7 13 317,59

ENSP00000270625 RPS11 13 309,57

ENSP00000362744 RPS4X 13 122,82

ENSP00000377944 UTP14A 12 39779,78

ENSP00000301522 PRDX2 12 33057,98

ENSP00000323439 SMC6 12 29592,32

ENSP00000453785 SNX1 12 23353,7

ENSP00000296684 NDUFS4 12 23269,09

ENSP00000158166 CAMKK1 12 20637,4

ENSP00000324173 HSPA5 12 15260,7

ENSP00000231487 SKP1 12 14806,1

ENSP00000438262 TJP2 12 12930,81



ENSP00000391669 BCAR1 12 12220,2

ENSP00000301280 CHAF1A 12 11830,22

ENSP00000430684 IKBKB 12 10518,67

ENSP00000287878 PRKAG2 12 9864,19

ENSP00000381657 DOT1L 12 9573,49

ENSP00000301396 PELP1 12 9270,37

ENSP00000318297 RUVBL1 12 8459,1

ENSP00000408695 PRKCA 12 8270,35

ENSP00000473172 RUVBL2 12 8185,17

ENSP00000209728 CDC6 12 5530,49

ENSP00000365991 DNAJC3 12 5459,01

ENSP00000222567 TWISTNB 12 5228,08

ENSP00000245934 SYMPK 12 3478,3

ENSP00000376176 RAN 12 3104,01

ENSP00000269349 EIF4A3 12 2646,07

ENSP00000231368 LNPEP 12 2633,03

ENSP00000364898 SYK 12 2610,59

ENSP00000346001 RPL3 12 2554,56

ENSP00000254719 RPA1 12 2371,13

ENSP00000365312 ABI1 12 2179,33

ENSP00000365588 MDC1 12 1889,23

ENSP00000324740 YES1 12 1770,02

ENSP00000221859 POLR2I 12 1705,73

ENSP00000369131 SIN3B 12 1657,38

ENSP00000369716 CHD3 12 1652,59

ENSP00000341698 AKT1S1 12 1646,15

ENSP00000325377 WDR33 12 1506,88

ENSP00000336752 FIP1L1 12 1335,22

ENSP00000294172 NXF1 12 1268,56

ENSP00000375863 HNRNPUL1 12 1200,65

ENSP00000265148 CENPE 12 1168,08

ENSP00000325905 SRSF7 12 1066,48

ENSP00000414321 RPS24 12 773,9

ENSP00000362820 SRSF3 12 762,27

ENSP00000254900 BRD8 12 689,75

ENSP00000362334 PSMB2 12 685,78

ENSP00000401802 PSMC6 12 681,78

ENSP00000269601 TXNL4A 12 527,91

ENSP00000230050 RPS12 12 524,34

ENSP00000285873 GEMIN5 12 522,07

ENSP00000265854 MAD1L1 12 502,24

ENSP00000300146 PATL1 12 371,29

ENSP00000290158 KPNB1 12 350,43

ENSP00000363018 RPL10A 12 177,62

ENSP00000251453 RPS16 12 149,65

ENSP00000346067 RPSA 12 144,14

ENSP00000296674 RPS23 12 124,98

ENSP00000346022 RPL9 12 95,14

ENSP00000429374 RPS20 12 88,16

ENSP00000233468 SF3B6 12 44,33

ENSP00000222673 OGDH 11 75109,1

ENSP00000330737 NDUFA12 11 55213,95

ENSP00000347329 SEC31A 11 42627,7

ENSP00000253382 ACSS2 11 39688,11

ENSP00000236957 EEF1B2 11 36331,39

ENSP00000417901 GPHN 11 35351,21

ENSP00000252725 ARPC1B 11 31746,3

ENSP00000260363 KIF23 11 21089,05

ENSP00000329623 BCL2 11 16778,72

ENSP00000411397 MARK3 11 14285,81

ENSP00000358866 FLNA 11 13823,56

ENSP00000216797 NFKBIA 11 13187,86

ENSP00000366604 SF1 11 11101,33

ENSP00000005257 RALA 11 10104,15

ENSP00000306983 YEATS2 11 9122,71

ENSP00000316338 BAIAP2 11 8875,3

ENSP00000354111 DNAJC5 11 7427,32

ENSP00000342011 XRCC4 11 6898,83

ENSP00000268035 IGF1R 11 6066,41

ENSP00000390475 CXXC1 11 5270,42

ENSP00000358918 SUFU 11 5080,66

ENSP00000297151 SLU7 11 4960,21

ENSP00000296464 HSPA4L 11 4733,74

ENSP00000306245 FOS 11 4415,71

ENSP00000302486 MAP2K1 11 3753,32

ENSP00000309415 CLTB 11 3752,29

ENSP00000368686 E2F4 11 3705,65

ENSP00000345206 RBPJ 11 3123,77

ENSP00000340989 SFN 11 3008,67

ENSP00000386105 POLD2 11 3003,26

ENSP00000347232 BLM 11 2876,27

ENSP00000340944 PTPN11 11 2261,75

ENSP00000355645 ACTA1 11 2220,73

ENSP00000283179 HNRNPU 11 1932,59

ENSP00000401303 SHC1 11 1843,8

ENSP00000331310 MORF4L1 11 1061,92

ENSP00000345571 E2F1 11 892,94

ENSP00000254108 FUS 11 837,49

ENSP00000229179 NUP107 11 820,45

ENSP00000260210 BUD13 11 815,89

ENSP00000447001 RPL18 11 782,75

ENSP00000263181 KIF18A 11 535,45

ENSP00000340281 EIF4G2 11 518,52

ENSP00000157812 PSMC4 11 470,23

ENSP00000366244 ARAF 11 402,05

ENSP00000310040 EIF3F 11 388,01

ENSP00000302530 BUB1 11 143,51

ENSP00000435777 RPS13 11 113,56

ENSP00000268661 RPL3L 11 94,32

ENSP00000280665 DCP1B 11 90,55

ENSP00000462023 RPL17 11 87,34

ENSP00000250784 RPS4Y1 11 87,06

ENSP00000467676 RPS15 11 78,48

ENSP00000341947 LIN54 11 68,78

ENSP00000354739 RPL12 11 61,18

ENSP00000346050 RPS3A 11 44,77

ENSP00000216252 PHF5A 11 28,12

ENSP00000351552 GATAD2A 11 7,33

ENSP00000321584 IMPDH2 10 33353,12

ENSP00000261681 MPP5 10 30874,5

ENSP00000221566 SGTA 10 28291,77

ENSP00000417175 VAPB 10 27479,83

ENSP00000450399 DNM1L 10 27390,85

ENSP00000229195 CNOT2 10 26493,57

ENSP00000353224 TFRC 10 23435,28

ENSP00000341382 SMC4 10 23107,91

ENSP00000253699 RBSN 10 22758,22

ENSP00000333667 SHMT2 10 20173,66

ENSP00000265838 ACAT1 10 18157,5

ENSP00000349259 SPTBN1 10 17263,29

ENSP00000346762 SND1 10 16089,66

ENSP00000348578 G3BP1 10 16053,71

ENSP00000359290 DR1 10 14465,66

ENSP00000358635 SYNCRIP 10 14004,15

ENSP00000224237 VIM 10 13331,62

ENSP00000281172 EPS8 10 12332,63

ENSP00000404121 ILF3 10 11877,97

ENSP00000269571 ERBB2 10 11695,23

ENSP00000427562 ABL2 10 11519,23

ENSP00000296328 UBXN7 10 10995,32

ENSP00000356548 LTV1 10 9809,95

ENSP00000365735 TLE4 10 9263,14

ENSP00000216297 SUPT16H 10 9084,69

ENSP00000369681 USP3 10 8713,43

ENSP00000406046 POLD1 10 8134,35

ENSP00000327583 RANBP1 10 7144,55

ENSP00000315700 CHAF1B 10 6996,35

ENSP00000294119 UBXN1 10 6610,47

ENSP00000387699 CREB1 10 6496,78

ENSP00000419782 CDK5 10 6348,02

ENSP00000337353 TDP1 10 5717,55

ENSP00000372088 RAD51 10 4702,57

ENSP00000272645 POLR2D 10 4505,22

ENSP00000317272 MET 10 4473,14

ENSP00000391944 EEF1D 10 4114,56

ENSP00000397552 ACTL6A 10 4092,52

ENSP00000309539 DPYSL2 10 3995,57

ENSP00000331901 EEF1G 10 3461,69

ENSP00000221138 PPP2CB 10 3363,81

ENSP00000265094 FBXW11 10 3312,44

ENSP00000283109 RIOK2 10 3203,85

ENSP00000250559 RAP1B 10 3118,93

ENSP00000312042 HDLBP 10 2827,32

ENSP00000352257 XRCC6 10 2637,19

ENSP00000303754 PPID 10 2590,48

ENSP00000386717 RPL31 10 2180

ENSP00000263967 PIK3CA 10 2009,05

ENSP00000363021 RPA2 10 1841,59

ENSP00000333685 MAPK11 10 1582,01

ENSP00000262133 RBL2 10 1561,08

ENSP00000343204 JAK1 10 1282,78

ENSP00000229758 FBXO5 10 685,73

ENSP00000217958 PSMD10 10 641,51

ENSP00000238112 CPSF3 10 616,45

ENSP00000271308 PSMA5 10 613,61

ENSP00000225430 RPL19 10 585,76

ENSP00000287038 RPL30 10 527,23

ENSP00000348577 RANGAP1 10 501,43

ENSP00000316729 RHOJ 10 410,24

ENSP00000244007 PLCG1 10 406,75

ENSP00000268919 KIF2B 10 384,49

ENSP00000305958 STIP1 10 261,25

ENSP00000326381 EIF4A2 10 181,95

ENSP00000375730 RPL13A 10 109,64

ENSP00000291552 U2AF1 10 96,24

ENSP00000265100 RPL26L1 10 85,09

ENSP00000293842 RPL26 10 85,09

ENSP00000320503 EDC3 10 80,24

ENSP00000216554 EIF5 10 39,77

ENSP00000202773 RPL6 10 22,19

ENSP00000338788 ZC3H15 9 48851,74

ENSP00000322706 HMGCS1 9 46690,32

ENSP00000445175 LDHA 9 38647,67

ENSP00000356832 SGK1 9 31284,23

ENSP00000355173 ATG9A 9 30759,63

ENSP00000339529 POP1 9 29991,04

ENSP00000233084 DDX1 9 19793,36

ENSP00000327077 PCM1 9 19021,59

ENSP00000296503 HMGB2 9 18204,22

ENSP00000300086 TERF2IP 9 17634,33

ENSP00000314214 VAMP2 9 16732,72

ENSP00000261799 PDGFRB 9 16247,57

ENSP00000369134 PDHA1 9 15463,04

ENSP00000345656 VAPA 9 15065,21

ENSP00000427926 RHOBTB2 9 14383,72

ENSP00000381216 KHSRP 9 14264,2

ENSP00000227868 PDHX 9 13294

ENSP00000296755 MAP1B 9 12884,28

ENSP00000264431 RAPGEF2 9 12153,04

ENSP00000377721 NR2F2 9 10422,46

ENSP00000301764 DDB1 9 9395,26

ENSP00000292599 MAML1 9 9382,89

ENSP00000346340 COPS8 9 9347,71

ENSP00000317714 STX4 9 9266,31

ENSP00000431040 MRPL22 9 9018,41

ENSP00000282561 GJA1 9 8868,54

ENSP00000361084 MRPL14 9 8801,65

ENSP00000339992 MYB 9 8646,3

ENSP00000240185 TARDBP 9 8614,4

ENSP00000265562 PTPN23 9 8462,47

ENSP00000355958 DTL 9 8310,81

ENSP00000319104 SUPT6H 9 8243,1

ENSP00000262265 PIH1D1 9 6965,41

ENSP00000375809 ERCC2 9 6850,1

ENSP00000382840 DDX3X 9 6813,75

ENSP00000362937 RCC1 9 6553,94

ENSP00000238616 NEK9 9 6346,43

ENSP00000358081 BAG3 9 6312,22

ENSP00000346148 PRKAA1 9 6066,49

ENSP00000431872 TPT1 9 5490,13

ENSP00000472929 VAV1 9 5457,33

ENSP00000343701 KPNA1 9 5307,46

ENSP00000308227 HMGA1 9 5290,33

ENSP00000285398 ERCC3 9 5130,94

ENSP00000341805 PHF10 9 4881,34

ENSP00000350333 SAP130 9 4642,83

ENSP00000215587 POLR2E 9 4590,63

ENSP00000218364 HTATSF1 9 4552,81

ENSP00000250617 ARHGEF6 9 4474,73

ENSP00000265056 MCM2 9 3490,13

ENSP00000444972 TCF7L2 9 3215,17

ENSP00000263681 POLD3 9 3160,48

ENSP00000360286 RAE1 9 2850,36

ENSP00000469468 LSM4 9 2848,62

ENSP00000298910 LRRK2 9 2792,05

ENSP00000283131 SMARCA5 9 2631,33

ENSP00000365576 UBQLN1 9 2494,31

ENSP00000342889 POLR2K 9 2351,8

ENSP00000290921 CTBP1 9 2268,98

ENSP00000216271 HDAC10 9 2192,93

ENSP00000280154 PDCD4 9 2064,19

ENSP00000303709 UBE2E1 9 1923,55

ENSP00000323421 SMC1A 9 1920,11

ENSP00000356480 RNF2 9 1912,8

ENSP00000296581 LSM6 9 1904,04

ENSP00000296504 SAP30 9 1553,14

ENSP00000382423 MAP3K1 9 1506,33

ENSP00000216225 RBX1 9 1497,4

ENSP00000304895 IRS1 9 1460,74

ENSP00000289153 PIK3CB 9 1435,88

ENSP00000385045 MTA3 9 1322,69

ENSP00000239027 HELLS 9 1288,06

ENSP00000233146 MSH2 9 1225,75

ENSP00000264606 HDAC4 9 1093,49

ENSP00000246792 RRAS 9 1064,93

ENSP00000365012 HCK 9 969,23

ENSP00000263360 EED 9 955,3

ENSP00000298767 WAPL 9 716,23

ENSP00000428426 TCEA1 9 712,47

ENSP00000257934 ESPL1 9 619,46

ENSP00000216455 PSMA3 9 597,88

ENSP00000378338 GIT1 9 560,67

ENSP00000377640 RPL24 9 430,64

ENSP00000346063 RPL7L1 9 428,01

ENSP00000355652 RHOU 9 305,72

ENSP00000329933 PHF12 9 264,94

ENSP00000044462 PSMA4 9 259,27

ENSP00000305503 NUP62 9 223

ENSP00000348554 CDC16 9 220,07

ENSP00000245539 MRPS7 9 211,78

ENSP00000353089 SRSF2 9 190,08

ENSP00000339467 RHOG 9 154,16

ENSP00000368927 EIF1AX 9 71,09

ENSP00000347271 RPS10 9 64,07

ENSP00000470004 RPS19 9 59,05

ENSP00000345156 RPL14 9 54,79

ENSP00000302896 RPS9 9 31,88

ENSP00000216727 PABPN1 9 21,74

ENSP00000259469 RPL35 9 20,11

ENSP00000429931 EIF3H 9 18,53

ENSP00000252543 RPL36 9 10,56

ENSP00000332604 EIF3C 9 9,85

ENSP00000298283 RPL10L 9 7,09

ENSP00000221419 HNRNPL 9 6,65

ENSP00000363205 NFS1 8 35145

ENSP00000258654 COG3 8 30758

ENSP00000344055 AP3D1 8 30758

ENSP00000297185 HSPA9 8 27041,79

ENSP00000220592 AGO2 8 26793,23

ENSP00000342626 EYA1 8 22050,45

ENSP00000361878 CAP1 8 22002,8

ENSP00000361021 PTEN 8 21764,33

ENSP00000368831 SNX2 8 18295,57

ENSP00000350512 COPS5 8 16702,26

ENSP00000242577 DYNLL1 8 16381,4

ENSP00000346634 THRAP3 8 16141,57

ENSP00000221801 FBL 8 15203,96

ENSP00000369081 TXNDC5 8 15139,71

ENSP00000376024 SNX9 8 14295,4

ENSP00000312678 MID1 8 13523,23

ENSP00000429824 CLINT1 8 13295,4

ENSP00000252602 MRPL34 8 13193,55

ENSP00000355809 ENAH 8 12158,5

ENSP00000400142 EWSR1 8 11513,83

ENSP00000358921 ACTR1A 8 11420,98

ENSP00000276079 NONO 8 10669,04

ENSP00000357283 LMNA 8 9788,71

ENSP00000416959 TRA2B 8 8842,23

ENSP00000399511 TNIK 8 7548,25

ENSP00000261366 LMNB1 8 7426,34

ENSP00000326981 IMP3 8 7130,83

ENSP00000370223 IDH3B 8 6680,76

ENSP00000326031 PPP1CA 8 6601,81

ENSP00000342262 NUP43 8 6200,79

ENSP00000348838 UBE2C 8 5997,35

ENSP00000262710 ACIN1 8 5779,67

ENSP00000341957 TP53BP2 8 5597,24

ENSP00000337853 TRAF6 8 5501,43

ENSP00000383892 TFIP11 8 5175,68

ENSP00000359531 GTF2B 8 4908,95

ENSP00000361446 POLR3A 8 4773,17

ENSP00000249396 SIRT2 8 4731,98

ENSP00000406162 PRMT1 8 4564,23

ENSP00000360798 EPS15 8 4452,12

ENSP00000361202 IRS4 8 4408,09

ENSP00000263088 PLD2 8 4228,58

ENSP00000311344 PPP2R1B 8 4219,53

ENSP00000324124 POLR2L 8 4163,94

ENSP00000263026 EEF2K 8 4098,34

ENSP00000231238 TTC1 8 3845,89

ENSP00000334675 ERCC6L 8 3773,34

ENSP00000312741 CAMKK2 8 3527,77

ENSP00000263121 SMARCB1 8 3441,32

ENSP00000380156 RPL32 8 3211,56

ENSP00000265773 SMARCA2 8 3190,42

ENSP00000250495 NEDD8 8 3190,29

ENSP00000251413 TUBG1 8 3107,15

ENSP00000296215 SNIP1 8 3062,56

ENSP00000251871 MED17 8 2973,57

ENSP00000370938 CDK8 8 2922,54

ENSP00000248553 HSPB1 8 2865,03

ENSP00000299601 LEO1 8 2853,79

ENSP00000263923 KDR 8 2739,27

ENSP00000232014 BCL6 8 2704,1

ENSP00000358813 TTK 8 2570,16

ENSP00000351446 WDR5 8 2561,92

ENSP00000381717 UBE2D2 8 2485,98

ENSP00000192788 UHRF1BP1 8 2315,22

ENSP00000375977 XRCC5 8 2303,81

ENSP00000053468 MRPS10 8 2286,17

ENSP00000300151 MRPL16 8 2244,28

ENSP00000373404 MRPL2 8 2244,28

ENSP00000260102 MRPL15 8 2190,81

ENSP00000351284 RAD52 8 1768,73

ENSP00000276072 TAF1 8 1530,98

ENSP00000352121 PIK3CG 8 1332,69

ENSP00000357622 CRTC2 8 1302,6

ENSP00000332816 PTK2B 8 939,2

ENSP00000290541 PSMB4 8 890,25

ENSP00000366863 TBC1D4 8 853,19

ENSP00000358548 NRAS 8 827,55

ENSP00000288602 BRAF 8 765,99

ENSP00000353864 PAK3 8 581,69

ENSP00000435412 RPS6KA1 8 482,8

ENSP00000378529 FZR1 8 453,48

ENSP00000264709 DNMT3A 8 425,52

ENSP00000368349 POLA1 8 410,22

ENSP00000322570 POLE 8 379,23

ENSP00000364320 MRTO4 8 356,18

ENSP00000381840 AEBP2 8 257,09

ENSP00000370151 RAD17 8 224,22

ENSP00000350639 MAPKAPK3 8 223,57

ENSP00000434614 CDC27 8 202,67

ENSP00000309474 PSMD1 8 149,3

ENSP00000216277 PAPOLA 8 113,16

ENSP00000386541 PSMD14 8 105,48

ENSP00000316578 SUZ12 8 101,6

ENSP00000215071 PSMD8 8 92,84

ENSP00000220507 RHOV 8 87,32

ENSP00000267205 RHOF 8 87,32

ENSP00000308576 RHOD 8 87,32

ENSP00000338671 RHOBTB1 8 87,32

ENSP00000371219 RHOH 8 87,32

ENSP00000219313 PSMD7 8 85,11

ENSP00000259457 PSMB7 8 60,97

ENSP00000262193 PSMB1 8 60,97

ENSP00000351314 PSMB10 8 60,97

ENSP00000295901 PSMD6 8 60,62

ENSP00000216190 EIF3D 8 41,49

ENSP00000264639 PSMD3 8 38,34

ENSP00000348442 PSMD12 8 38,34

ENSP00000393393 RPL35A 8 26,14

ENSP00000310723 DDX23 8 19,08

ENSP00000472469 RPS28 8 15,84

ENSP00000256429 MBD2 8 7,2

ENSP00000322419 RPLP2 8 6,24

ENSP00000346027 RPL21 8 6,24

ENSP00000346037 RPLP1 8 6,24

ENSP00000341730 RPL10 8 6,01

ENSP00000253788 RPL27 8 5,12

ENSP00000419449 EIF1 8 4,7

ENSP00000361076 RPL7A 8 3,89

ENSP00000341044 ACACB 7 32694,94

ENSP00000421922 LRPAP1 7 27525,44

ENSP00000380598 BLOC1S5 7 17800,45

ENSP00000272163 LBR 7 17714,16

ENSP00000337632 SARNP 7 17600,34

ENSP00000447300 RAB3IP 7 17584,91

ENSP00000252699 ACTN4 7 16808,47

ENSP00000216639 VRK1 7 15027,46

ENSP00000362824 OGT 7 14331,61

ENSP00000333769 BSG 7 13596,87

ENSP00000275015 NFKBIE 7 13195,38

ENSP00000367830 PRKCZ 7 12308,41

ENSP00000003302 USP28 7 9975,63

ENSP00000356070 MAPKAPK2 7 9794,77

ENSP00000351575 BDP1 7 9298,76

ENSP00000341138 EPB41L3 7 9276,01

ENSP00000419425 PPIA 7 9003,2

ENSP00000369411 RFC3 7 8952,32

ENSP00000264279 NOP58 7 8647,32

ENSP00000264720 GTF3C2 7 8239,41

ENSP00000299421 ILK 7 8079,24

ENSP00000253083 HIP1R 7 7937,32

ENSP00000340466 GANAB 7 7902,99

ENSP00000317334 TCP1 7 7774,03

ENSP00000447173 VDR 7 7665,9

ENSP00000324856 STK11 7 7624,2

ENSP00000358400 MDN1 7 7594,82

ENSP00000417864 ANP32A 7 7257,2

ENSP00000262735 PPARA 7 7102,58

ENSP00000271640 SETDB1 7 6942,41

ENSP00000262061 COPZ1 7 6275,55

ENSP00000264028 ARCN1 7 6275,55

ENSP00000378735 DNAJC6 7 5942,58

ENSP00000349467 CALM1 7 5715,82

ENSP00000452871 TLE3 7 5669,78

ENSP00000354791 DCTN1 7 5400,74

ENSP00000316176 UBE2N 7 5396,76

ENSP00000311579 TNKS 7 5287,29

ENSP00000225916 KAT2A 7 5245,57

ENSP00000250003 MYOD1 7 5234,01

ENSP00000349748 SFPQ 7 5177,13

ENSP00000363055 ZWINT 7 5133,62

ENSP00000370557 MIS12 7 5133,62

ENSP00000262158 SMAD7 7 4891,77

ENSP00000465213 POP4 7 4807,82

ENSP00000359719 PRKACB 7 4794,69

ENSP00000320917 KRI1 7 4761,87

ENSP00000307208 BPTF 7 4734,26

ENSP00000361465 POLR1C 7 4496,58

ENSP00000365851 BMI1 7 4443,13

ENSP00000364133 TGFBR1 7 4107,82

ENSP00000390500 STK3 7 3919,12

ENSP00000360290 PRKAA2 7 3904,41

ENSP00000371973 SAP18 7 3433,87

ENSP00000341289 TUBB4B 7 3354,63

ENSP00000231509 NR3C1 7 3058,52

ENSP00000351209 EPHA2 7 3005,95

ENSP00000303706 CDC25A 7 2958,41

ENSP00000252622 LSM7 7 2570,4

ENSP00000359910 PSMA7 7 2532,56

ENSP00000417653 DBNL 7 2497

ENSP00000383042 KDM1A 7 2447,76

ENSP00000265433 NBN 7 2442,15

ENSP00000264951 XRN1 7 2361,7

ENSP00000228872 CDKN1B 7 2284,08

ENSP00000354837 ARHGEF2 7 2277,24

ENSP00000338345 SNCA 7 2231,53

ENSP00000263791 EIF2AK4 7 2106,17

ENSP00000368699 ISG15 7 2017,09

ENSP00000253099 MRPL4 7 1931,99

ENSP00000344259 UBE2L3 7 1816,98

ENSP00000289968 ARHGAP17 7 1769,9

ENSP00000288135 KIT 7 1764,01

ENSP00000402515 SMG1 7 1755,23

ENSP00000260762 EXOC6 7 1705,66

ENSP00000301071 TUBA1A 7 1662,47

ENSP00000360515 SUPT3H 7 1544,17

ENSP00000411532 TOP2A 7 1501,86

ENSP00000321656 CDC25C 7 1361,33

ENSP00000366563 PIK3CD 7 1235,02

ENSP00000406209 EPN1 7 1122,7

ENSP00000223129 RPA3 7 1091,43

ENSP00000395449 RECQL 7 1002,65

ENSP00000272102 ARF1 7 953,14

ENSP00000332194 HIST2H2AC 7 618,53

ENSP00000340823 GTF2F2 7 569,88

ENSP00000391676 JAK3 7 561,17

ENSP00000278412 SSRP1 7 538,98

ENSP00000240423 NCAPH 7 437,76

ENSP00000302160 LSM3 7 350,5

ENSP00000343515 TCEA2 7 325,17

ENSP00000334100 EXOC7 7 324,04

ENSP00000301740 SRRM2 7 311,46

ENSP00000364802 HSPA1A 7 253,17

ENSP00000254322 DNAJB1 7 249,25

ENSP00000231498 NUP155 7 244,13

ENSP00000352834 MYO1C 7 238,75

ENSP00000247207 HSPA2 7 234,92

ENSP00000310219 HSPA6 7 234,92

ENSP00000265963 GTF2H1 7 205,15

ENSP00000364893 ARHGEF7 7 199,08

ENSP00000346300 CRKL 7 179,36

ENSP00000349957 ANAPC11 7 163,11

ENSP00000314004 ANAPC2 7 155,82

ENSP00000355325 PSMB5 7 139,68

ENSP00000222969 BUD31 7 132,34

ENSP00000339090 RBMX2 7 101,94



ENSP00000261479 PSMA6 7 97,83

ENSP00000245544 NUP85 7 88,8

ENSP00000396937 PSMD13 7 88,77

ENSP00000374280 RTF1 7 80,79

ENSP00000362674 HDAC8 7 43,74

ENSP00000334061 HDAC6 7 26,76

ENSP00000328547 DNMT3B 7 17,19

ENSP00000272418 MRPS5 7 16,87

ENSP00000307183 ING2 7 16,67

ENSP00000348849 RPS26 7 9,82

ENSP00000393241 RPS18 7 8,55

ENSP00000220849 EIF3E 7 6,66

ENSP00000354525 MRPL24 7 5,25

ENSP00000360689 TNKS2 7 5,11

ENSP00000295930 RSRC1 7 3,89

ENSP00000370800 MBD3L2 7 0

ENSP00000310670 CCAR2 6 22634,46

ENSP00000328088 PAWR 6 17679,79

ENSP00000236959 ATIC 6 17378,81

ENSP00000333253 ZC3H11A 6 16051,78

ENSP00000424870 SRP19 6 14116,32

ENSP00000453144 APBA2 6 13490,53

ENSP00000370003 BNIP3L 6 13277,74

ENSP00000387471 FAM96B 6 13221,92

ENSP00000253363 RBM39 6 12301,24

ENSP00000264718 GPN1 6 10602,9

ENSP00000265271 RBM27 6 10392,3

ENSP00000377941 ACTN1 6 9371,2

ENSP00000367756 UNC13B 6 9014,24

ENSP00000356015 ACAT2 6 8442,84

ENSP00000321703 TACC1 6 7494,6

ENSP00000237380 MED28 6 7184,85

ENSP00000370589 NOP56 6 6319,39

ENSP00000361180 GTF3C5 6 6215,27

ENSP00000248566 SHFM1 6 5773,36

ENSP00000339245 YTHDC1 6 5610,69

ENSP00000254480 SMARCC1 6 5389,42

ENSP00000217893 TAF9 6 5293,96

ENSP00000377015 PICALM 6 5025,5

ENSP00000005386 RPAP3 6 4986,82

ENSP00000263274 LIG1 6 4959,05

ENSP00000254066 RARA 6 4721,71

ENSP00000288937 MRPL17 6 4716,68

ENSP00000262187 RHEB 6 4600,08

ENSP00000309714 SH3PXD2B 6 4518,08

ENSP00000299300 CCT2 6 4372,12

ENSP00000347839 RAB11FIP2 6 4279,9

ENSP00000262105 MCM4 6 3695,07

ENSP00000306548 MRPL13 6 3562

ENSP00000343925 ESR2 6 3337,48

ENSP00000263331 POLR1B 6 3320,77

ENSP00000262269 MYH14 6 2853,41

ENSP00000160373 CTTNBP2 6 2826,83

ENSP00000307288 MCM7 6 2815,35

ENSP00000282397 FLT1 6 2812,82

ENSP00000290341 IGF2BP1 6 2691,57

ENSP00000351273 CASP8 6 2601,88

ENSP00000257430 APC 6 2470,02

ENSP00000309831 SNUPN 6 2364,08

ENSP00000265339 UBE2B 6 2309,12

ENSP00000345083 MAP2K3 6 2302,79

ENSP00000298139 WRN 6 2209,74

ENSP00000381412 CAMK2A 6 2185,21

ENSP00000355922 CENPF 6 2169,85

ENSP00000402608 CPS1 6 2154,52

ENSP00000347169 NUMB 6 2087,48

ENSP00000274026 CCNA2 6 2025,47

ENSP00000259335 KIAA0368 6 2020,64

ENSP00000427514 CEBPA 6 1882,13

ENSP00000361066 NCOA3 6 1808,46

ENSP00000354621 SMURF1 6 1780,55

ENSP00000257118 PHC2 6 1520,57

ENSP00000355537 ACTN2 6 1507,96

ENSP00000264972 ZAP70 6 1446,12

ENSP00000252674 MLLT1 6 1427

ENSP00000265734 CDK6 6 1383,55

ENSP00000314837 KLC2 6 1382,22

ENSP00000269141 CDH2 6 1322,91

ENSP00000292614 POLR2J 6 1315,74

ENSP00000358022 MCL1 6 1288,72

ENSP00000262854 HUWE1 6 1210,87

ENSP00000348089 ERCC6 6 1173,45

ENSP00000314311 LARP7 6 1062,88

ENSP00000265343 AFF4 6 1053,77

ENSP00000262415 DHX8 6 1018,29

ENSP00000403852 POLR2F 6 1013,31

ENSP00000260947 BARD1 6 1003,18

ENSP00000325313 MAP1S 6 922,82

ENSP00000302640 UBTF 6 891,47

ENSP00000264552 UBE2S 6 858,07

ENSP00000291386 SSU72 6 772,09

ENSP00000363115 FGR 6 738,95

ENSP00000347498 ZFYVE19 6 728

ENSP00000259808 RIPK1 6 722,14

ENSP00000356425 UCHL5 6 675,26

ENSP00000285021 XPC 6 675,03

ENSP00000263125 PRKCQ 6 631,95

ENSP00000264071 TUBB4A 6 592,86

ENSP00000262643 CCNE1 6 579,53

ENSP00000320493 TRIP10 6 569,14

ENSP00000229595 ASF1A 6 546,64

ENSP00000300291 NUDT21 6 492,75

ENSP00000263753 SGO1 6 472,97

ENSP00000288699 DPYSL5 6 465,29

ENSP00000256078 KRAS 6 450,59

ENSP00000410758 LSM5 6 450,2

ENSP00000344115 CDH5 6 418,56

ENSP00000296490 WDR82 6 397,15

ENSP00000262189 KMT2C 6 390,79

ENSP00000233154 NCK2 6 357,29

ENSP00000405726 CDC45 6 325,66

ENSP00000345195 UBQLN2 6 318,56

ENSP00000330343 SUMO3 6 318,31

ENSP00000264414 CUL3 6 308,14

ENSP00000377686 MED24 6 287,74

ENSP00000255465 CCNA1 6 286,81

ENSP00000283875 GTF2E1 6 285,96

ENSP00000318687 HSPH1 6 284,89

ENSP00000359552 PKN2 6 272,33

ENSP00000404658 EZH1 6 264,2

ENSP00000264645 CASC3 6 191,03

ENSP00000262995 GAB1 6 165,46

ENSP00000310596 LSM1 6 165,15

ENSP00000333920 TTF1 6 124,93

ENSP00000239223 DUSP1 6 111,54

ENSP00000262904 E2F3 6 109,78

ENSP00000367208 SUGT1 6 102,73

ENSP00000424417 PLRG1 6 95,65

ENSP00000346725 PES1 6 91,14

ENSP00000354040 GTPBP4 6 91,14

ENSP00000351137 XAB2 6 89,31

ENSP00000370741 THUMPD1 6 81,52

ENSP00000325448 KARS 6 70,19

ENSP00000445162 GTF2H3 6 58,66

ENSP00000223029 AIMP2 6 56,35

ENSP00000326630 ZFPM1 6 53,11

ENSP00000221265 PAF1 6 53

ENSP00000260810 TOPBP1 6 51,21

ENSP00000364519 TFDP1 6 45,06

ENSP00000260970 PPIG 6 39,18

ENSP00000223321 PSMA2 6 22,2

ENSP00000384211 PSME4 6 9,6

ENSP00000379339 RPS29 6 8,98

ENSP00000308845 MRPS12 6 7,12

ENSP00000262962 CCDC94 6 6,66

ENSP00000347464 GIT2 6 6,18

ENSP00000317376 MRPS11 6 6,14

ENSP00000245503 MYH2 6 5,76

ENSP00000253861 EXOC4 6 5,76

ENSP00000255381 MYH4 6 5,76

ENSP00000389934 EXOC5 6 5,76

ENSP00000382177 MYO5A 6 5,76

ENSP00000271452 NUF2 6 3,83

ENSP00000346046 RPS17 6 2,85

ENSP00000363308 WDR31 6 2,85

ENSP00000418082 RPL37A 6 0,55

ENSP00000346088 RPL22 6 0,13

ENSP00000232905 EIF1B 6 0

ENSP00000270586 PSMB6 6 0

ENSP00000243077 LRP1 5 33061,17

ENSP00000003084 CFTR 5 29509,82

ENSP00000262013 SPAG9 5 21667,65

ENSP00000280772 ANK3 5 17582

ENSP00000300737 STIM1 5 17582

ENSP00000362300 AGO1 5 16196,81

ENSP00000370517 PFKP 5 15381,02

ENSP00000360268 ALDH18A1 5 14639,09

ENSP00000313059 WNK1 5 14265,03

ENSP00000284981 APP 5 13895,12

ENSP00000300648 GCN1 5 13334,77

ENSP00000369965 BTF3 5 13262,04

ENSP00000360124 PGM1 5 12854,02

ENSP00000171111 KEAP1 5 12835,16

ENSP00000366396 XRN2 5 12492,28

ENSP00000393596 BIRC6 5 10730,79

ENSP00000355217 SNX6 5 10679,41

ENSP00000354045 RRBP1 5 10264,62

ENSP00000343040 HMGB1 5 9715,66

ENSP00000291688 MCM3AP 5 9569,51

ENSP00000328998 TRAK1 5 9559,18

ENSP00000230340 BYSL 5 9293,48

ENSP00000260665 LRPPRC 5 9258,04

ENSP00000337688 SEC62 5 8869,9

ENSP00000355812 FGFR1OP 5 8837,87

ENSP00000252483 NECTIN2 5 8800,22

ENSP00000311962 GGA2 5 7908,17

ENSP00000341538 SEC61G 5 7560,2

ENSP00000368818 TOM1L2 5 7222,16

ENSP00000292123 SAFB 5 6729,47

ENSP00000371236 GART 5 5539,83

ENSP00000398632 CD44 5 5528,78

ENSP00000310275 BANF1 5 5300,69

ENSP00000359665 PI4K2A 5 5267,2

ENSP00000351108 HNRNPAB 5 5219,74

ENSP00000358071 SEC23IP 5 5180,17

ENSP00000344547 PTMA 5 5015,65

ENSP00000401946 TNRC6B 5 4770,24

ENSP00000302564 BCL2L1 5 4690,71

ENSP00000267460 PELI2 5 4646,26

ENSP00000295926 CCNL1 5 4619,95

ENSP00000361777 SET 5 4293,62

ENSP00000216714 APEX1 5 4207,55

ENSP00000296122 PPP1CB 5 4015,38

ENSP00000219473 USP10 5 3657,15

ENSP00000351894 NCOA6 5 3551,11

ENSP00000401399 MYD88 5 3416,97

ENSP00000261015 WDR12 5 3373,19

ENSP00000354522 TOP1 5 3207,11

ENSP00000370936 E2F6 5 3188,41

ENSP00000330341 SOCS3 5 2899,81

ENSP00000339191 CAV1 5 2773,87

ENSP00000358327 CASP7 5 2719,79

ENSP00000331504 FES 5 2490,01

ENSP00000468348 MAP2K6 5 2416,65

ENSP00000306124 PRKCE 5 2396,22

ENSP00000360154 OCRL 5 2306,96

ENSP00000331201 HGS 5 2126,36

ENSP00000269260 ARRB2 5 2110,81

ENSP00000319829 ZNF687 5 2093,29

ENSP00000292807 AP2M1 5 1740,07

ENSP00000303830 INSR 5 1736,99

ENSP00000175506 ASNS 5 1735,3

ENSP00000348708 UPF2 5 1695,39

ENSP00000252115 POLDIP3 5 1630,63

ENSP00000371341 TNK2 5 1584,32

ENSP00000371388 SRXN1 5 1541,44

ENSP00000364589 CUL4A 5 1503,61

ENSP00000369042 IPO7 5 1495,63

ENSP00000370719 ITSN1 5 1475,41

ENSP00000326366 PSEN1 5 1454,54

ENSP00000348827 THRB 5 1451,29

ENSP00000264515 RBBP5 5 1448,71

ENSP00000262320 AXIN1 5 1419,22

ENSP00000347184 HTT 5 1405,65

ENSP00000366488 PRKACG 5 1310,47

ENSP00000384625 NLK 5 1258,87

ENSP00000307525 NMD3 5 1210,07

ENSP00000258416 EIF4E2 5 1193,01

ENSP00000431418 NTRK1 5 1126,85

ENSP00000372335 NELFA 5 1086,43

ENSP00000312981 USP39 5 1015,78

ENSP00000287647 FANCD2 5 996,01

ENSP00000217182 EEF1A2 5 938,78

ENSP00000462116 SAP30BP 5 930,67

ENSP00000299138 VPS35 5 927,05

ENSP00000361014 MKNK1 5 917,58

ENSP00000310127 IRF3 5 907,95

ENSP00000282892 MED21 5 851,23

ENSP00000400088 TEN1-CDK3 5 839,61

ENSP00000374529 CCNK 5 812,66

ENSP00000353847 WWTR1 5 789,46

ENSP00000325612 MED16 5 773,92

ENSP00000360613 UBE2A 5 753,1

ENSP00000351926 AP2A1 5 721,57

ENSP00000389338 MAPK9 5 717,49

ENSP00000347244 ITSN2 5 683,52

ENSP00000368169 DVL1 5 672,58

ENSP00000381577 USP34 5 613,57

ENSP00000405574 TBL1XR1 5 596,9

ENSP00000338157 ZBTB16 5 593,79

ENSP00000274376 RASA1 5 589,36

ENSP00000339186 GRAP2 5 563,04

ENSP00000263559 VPS26A 5 545,73

ENSP00000367797 SKI 5 543,63

ENSP00000289473 NCF1 5 524,46

ENSP00000238497 VPS4B 5 519,56

ENSP00000287820 PPARG 5 513,72

ENSP00000310520 ERCC4 5 494,48

ENSP00000220003 CSK 5 482,53

ENSP00000305422 CEBPB 5 439,47

ENSP00000262519 SETD1A 5 436,18

ENSP00000209875 CBX5 5 432,25

ENSP00000211287 MAPK13 5 408,29

ENSP00000398124 E2F5 5 394,64

ENSP00000333982 NDEL1 5 388,33

ENSP00000360163 SMARCA1 5 387,55

ENSP00000256443 CDK7 5 344,53

ENSP00000374212 EP400 5 338,47

ENSP00000217964 TBL1X 5 336,31

ENSP00000262315 CHTF18 5 332,73

ENSP00000355657 HIST3H3 5 332,58

ENSP00000215659 MAPK12 5 330,18

ENSP00000423563 H2AFY 5 329,13

ENSP00000263377 BRD4 5 323,32

ENSP00000001008 FKBP4 5 320,39

ENSP00000343535 USP7 5 269,17

ENSP00000328773 HEXIM1 5 262,04

ENSP00000360621 ORC1 5 260,3

ENSP00000293328 STAT5B 5 259,08

ENSP00000296417 H2AFZ 5 255,94

ENSP00000381066 MAP2K7 5 241,55

ENSP00000363193 MED12 5 240,52

ENSP00000357048 COPA 5 238,68

ENSP00000363763 EPHB2 5 215,98

ENSP00000219548 STUB1 5 211,14

ENSP00000376436 ETS1 5 179,93

ENSP00000264157 CCNT2 5 172,86

ENSP00000222139 EPOR 5 171,04

ENSP00000248437 TUBA4A 5 166,64

ENSP00000251412 TUBG2 5 166,64

ENSP00000341208 STAT5A 5 150,04

ENSP00000364912 SPEN 5 141,11

ENSP00000263382 ASF1B 5 129,14

ENSP00000408295 RFC5 5 126,29

ENSP00000262445 MAP2K4 5 122,74

ENSP00000345895 NUP50 5 95,42

ENSP00000350199 AP1B1 5 88,84

ENSP00000260443 RSL24D1 5 88,8

ENSP00000348596 SDAD1 5 79,94

ENSP00000345412 CPSF7 5 76,55

ENSP00000303427 PDS5A 5 69,86

ENSP00000349959 RICTOR 5 57,75

ENSP00000364801 HSPA1B 5 53,85

ENSP00000364805 HSPA1L 5 53,85

ENSP00000374574 DDX42 5 46,14

ENSP00000378324 DNAJA4 5 45,17

ENSP00000304308 ZNF217 5 42,94

ENSP00000420616 TFDP2 5 39,91

ENSP00000216479 AHSA1 5 38,94

ENSP00000349525 AHSA2 5 38,94

ENSP00000321606 CRMP1 5 38,64

ENSP00000258648 MED4 5 32,19

ENSP00000263205 MED15 5 32,19

ENSP00000290663 MED8 5 32,19

ENSP00000326767 MED25 5 32,19

ENSP00000357047 MED23 5 32,19

ENSP00000256398 ELP3 5 31,19

ENSP00000303909 ABR 5 26,7

ENSP00000362578 RNF8 5 25,36

ENSP00000264161 DARS 5 24,9

ENSP00000365806 GNL1 5 21,11

ENSP00000225504 SUPT4H1 5 18,41

ENSP00000310071 ANAPC10 5 14,04

ENSP00000199814 RBM22 5 10,84

ENSP00000355465 AHCTF1 5 7,15

ENSP00000253003 ADRM1 5 7,04

ENSP00000363322 CDC26 5 5,92

ENSP00000323377 EXOC3 5 5,76

ENSP00000359025 STXBP3 5 5,76

ENSP00000307567 QARS 5 5,29

ENSP00000355315 RPL39 5 5,23

ENSP00000372689 STAG1 5 4,16

ENSP00000308897 MRPL11 5 3,11

ENSP00000315017 MRPL1 5 3,11

ENSP00000258455 MRPS9 5 2,55

ENSP00000331019 RPS27L 5 1,99

ENSP00000346012 RPL36AL 5 0,43

ENSP00000352839 NPSR1 5 0,43

ENSP00000404375 RPL36A 5 0,43

ENSP00000386655 RPL36A-HNRNPH2 5 0,43

ENSP00000311665 PAAF1 5 0,23

ENSP00000248342 EIF3K 5 0

ENSP00000261601 USP14 5 0

ENSP00000263918 STRN 5 0

ENSP00000264883 NUP54 5 0

ENSP00000274242 RPL37 5 0

ENSP00000309830 RPL38 5 0

ENSP00000311121 PSMA8 5 0

ENSP00000315702 MOB4 5 0

ENSP00000365730 STK24 5 0

ENSP00000386212 PSMB11 5 0

ENSP00000416892 EIF3L 5 0

ENSP00000377867 STK26 5 0

ENSP00000376506 PDCD10 5 0

ENSP00000435096 RPS25 5 0

ENSP00000324560 ULK1 4 25391,54

ENSP00000317159 CYC1 4 23470,09

ENSP00000382064 DTNA 4 21972

ENSP00000420321 ROBO1 4 20003

ENSP00000253792 ACLY 4 16589,53

ENSP00000294904 RBMS1 4 16495,72

ENSP00000355500 CEP170 4 13602,79

ENSP00000252542 SAFB2 4 13188

ENSP00000297591 KIAA1429 4 13093,22

ENSP00000358674 UBL4A 4 12220,44

ENSP00000359573 LMO4 4 11195

ENSP00000361027 AMOT 4 10667,04

ENSP00000228251 YBX3 4 10541,98

ENSP00000387170 GIGYF2 4 9752,53

ENSP00000351141 WTAP 4 9410,25

ENSP00000304592 FASN 4 9189,9

ENSP00000355568 IRF2BP2 4 9055,19

ENSP00000265354 SRF 4 8825,2

ENSP00000366237 DFFA 4 8815,53

ENSP00000367408 CASK 4 7879,42

ENSP00000247001 SUGP1 4 7538,04

ENSP00000367263 AHNAK 4 7482,39

ENSP00000279230 PLCB3 4 7304,29

ENSP00000320516 EHD1 4 6164,24

ENSP00000377298 NUMA1 4 5747,7

ENSP00000246062 MKKS 4 5517,28

ENSP00000264954 GRPEL1 4 5483,46

ENSP00000329558 GRPEL2 4 5483,46

ENSP00000356811 HBS1L 4 5284,81

ENSP00000235310 MAD2L2 4 5210,06

ENSP00000325594 RUFY1 4 5200,71

ENSP00000007516 NDUFAB1 4 5132,87

ENSP00000252102 NDUFA2 4 5132,87

ENSP00000359804 FUBP1 4 4995,61

ENSP00000263246 PACSIN2 4 4936,23

ENSP00000321239 RCHY1 4 4926,02

ENSP00000345259 EPB41 4 4900,48

ENSP00000265872 CCAR1 4 4768,16

ENSP00000307078 KIF5B 4 4692,3

ENSP00000363524 KIF4A 4 4567,22

ENSP00000311677 PPP1R8 4 4548,93

ENSP00000253925 PPFIA1 4 4507,58

ENSP00000299821 NCAPH2 4 4401,33

ENSP00000346196 NDUFV3 4 4398,75

ENSP00000338934 EZR 4 4397,27

ENSP00000226004 DUSP3 4 4375,86

ENSP00000265717 PRKAR2B 4 4155,85

ENSP00000298316 ARF6 4 3935,2

ENSP00000363092 PRKG1 4 3765,09

ENSP00000339495 NELFB 4 3713,14

ENSP00000262506 CSNK2A2 4 3677,15

ENSP00000306866 GABARAP 4 3659,23

ENSP00000359818 MMS19 4 3465,48

ENSP00000242576 UNG 4 3409,18

ENSP00000363998 ITCH 4 3356,46

ENSP00000306614 PPIH 4 3166,14

ENSP00000256925 CABLES1 4 3117,27

ENSP00000370532 GTF3A 4 3104,85

ENSP00000292616 LRWD1 4 3101,32

ENSP00000319169 PRMT5 4 2951,89

ENSP00000267101 ERBB3 4 2947,75

ENSP00000381932 DYRK1A 4 2845,21

ENSP00000329419 COPB2 4 2782,35

ENSP00000295797 PRKCI 4 2511,31

ENSP00000309031 VCPIP1 4 2458,11

ENSP00000388241 KIF26A 4 2325,9

ENSP00000348107 C1D 4 2245,09

ENSP00000216774 SRP54 4 2226,86

ENSP00000242057 AHR 4 2141,02

ENSP00000351885 PTPA 4 2109,2

ENSP00000264156 MCM6 4 1905,17

ENSP00000316779 BIN1 4 1868,11

ENSP00000229328 PRKAB1 4 1833,19

ENSP00000360329 TTC4 4 1781,42

ENSP00000332549 GRIN2A 4 1771,77

ENSP00000367203 KDM6A 4 1718,18

ENSP00000264867 PPARGC1A 4 1708,44

ENSP00000428209 UBE2V2 4 1547,98

ENSP00000352929 CSNK1E 4 1519,48

ENSP00000200135 ZW10 4 1421,89

ENSP00000420914 HSD17B4 4 1398,86

ENSP00000340896 ASH2L 4 1395,77

ENSP00000258091 CCT7 4 1370,03

ENSP00000266732 TMPO 4 1349,09

ENSP00000360493 RUNX2 4 1341,96

ENSP00000228347 POLR3B 4 1288,7

ENSP00000346389 MEF2A 4 1279,61

ENSP00000309572 TERT 4 1264,91

ENSP00000349722 UBE2D3 4 1254,69

ENSP00000363089 TLR4 4 1237,57

ENSP00000398880 CDK12 4 1207,14

ENSP00000301364 TSR1 4 1183,74

ENSP00000325120 PGR 4 1179,09

ENSP00000366306 SPRY2 4 1117,36

ENSP00000228682 GLI1 4 1053,46

ENSP00000399968 NCOA2 4 1041,59

ENSP00000351905 TGFBR2 4 1025,98

ENSP00000357440 HSF2 4 1004,97

ENSP00000305769 SMAD1 4 999,14

ENSP00000256707 KIDINS220 4 973,64

ENSP00000302478 POLR1D 4 933,72

ENSP00000325266 TTC9C 4 895,76

ENSP00000360828 DDX27 4 889,65

ENSP00000318195 NCL 4 859,98

ENSP00000372025 MBP 4 837,98

ENSP00000381293 NSF 4 752,53

ENSP00000323714 EIF4E1B 4 747,17

ENSP00000300305 RUNX1 4 715,98

ENSP00000245960 CDC25B 4 709,15

ENSP00000325690 CARM1 4 694,72

ENSP00000370460 CWC27 4 691,8

ENSP00000351811 EDC4 4 670,28

ENSP00000216129 TTLL12 4 660,51

ENSP00000204961 EFNB1 4 658,4

ENSP00000333547 RAB11B 4 639,75

ENSP00000321988 SULT1A1 4 627,11

ENSP00000264637 THRA 4 612,63

ENSP00000247461 CANX 4 592,83

ENSP00000313877 TSFM 4 587,27

ENSP00000388910 NFATC4 4 584,01

ENSP00000313171 ATAD5 4 565,98

ENSP00000295600 MITF 4 560,12

ENSP00000327213 NRIP1 4 546,15

ENSP00000271555 MEF2D 4 543

ENSP00000391372 SH3GL3 4 541,22

ENSP00000283943 TRIP12 4 531,48

ENSP00000420514 BAG1 4 524,89

ENSP00000372155 PSME1 4 517,37

ENSP00000377793 PRC1 4 515,5

ENSP00000247668 TRAF2 4 511,36

ENSP00000228841 MYL2 4 493,28

ENSP00000301788 POLR2G 4 491,65

ENSP00000323967 SMARCE1 4 441,4

ENSP00000360916 VAV2 4 422,55

ENSP00000402084 WEE1 4 412,52

ENSP00000320940 NCOA1 4 412,2

ENSP00000327145 FLNC 4 411,07

ENSP00000337513 SRA1 4 409,55

ENSP00000413625 FNBP1 4 405,66

ENSP00000295006 CAPN2 4 401,78

ENSP00000267082 ITGB7 4 400,86

ENSP00000312122 SEC13 4 400,36

ENSP00000410452 STMN1 4 376,8

ENSP00000399982 TAF6 4 359,16



ENSP00000380921 SH3KBP1 4 332,78

ENSP00000384490 CBX6 4 309,15

ENSP00000369981 SH3GL2 4 303,72

ENSP00000282111 TCF7L1 4 290,28

ENSP00000340347 TCF7 4 290,28

ENSP00000279247 CAPN1 4 283,19

ENSP00000379098 CAMK2B 4 275,47

ENSP00000403712 SENP3 4 272,59

ENSP00000325239 MYLPF 4 272,53

ENSP00000324792 NFATC2IP 4 269,1

ENSP00000346890 NRDC 4 267,88

ENSP00000275780 TLK2 4 263,23

ENSP00000259089 BLK 4 260,33

ENSP00000263956 GTF3C3 4 257,79

ENSP00000355884 MARK1 4 243,71

ENSP00000385722 INTS1 4 228,63

ENSP00000216122 MCM5 4 228,32

ENSP00000301019 CDT1 4 205,19

ENSP00000229214 KRR1 4 199,02

ENSP00000360031 RRP12 4 199,02

ENSP00000245932 VASP 4 198,22

ENSP00000336741 DHX15 4 191,43

ENSP00000302898 AURKC 4 170,65

ENSP00000244050 SNAI1 4 155,86

ENSP00000270066 SMG9 4 154

ENSP00000343412 BRE 4 147,13

ENSP00000267430 FANCM 4 146,16

ENSP00000368856 NFX1 4 146,01

ENSP00000256196 RRAS2 4 144,28

ENSP00000311083 CKS1B 4 140,52

ENSP00000364929 ING1 4 140,28

ENSP00000286398 SMC2 4 138,7

ENSP00000289865 USP21 4 134,64

ENSP00000261881 TIPIN 4 133,93

ENSP00000353741 ETF1 4 129,48

ENSP00000304102 COPS6 4 127,34

ENSP00000316114 SGF29 4 124,34

ENSP00000378578 AFF1 4 119,09

ENSP00000262493 GNAO1 4 112,36

ENSP00000358867 GNAI3 4 112,36

ENSP00000343027 GNAI1 4 112,36

ENSP00000265164 CASP6 4 111,09

ENSP00000296702 TCERG1 4 109,05

ENSP00000311005 MAPK7 4 104,27

ENSP00000299424 TAF10 4 98,72

ENSP00000376965 ATXN3 4 95,21

ENSP00000312697 DMAP1 4 94,47

ENSP00000308413 RPS6KB2 4 94,01

ENSP00000308405 H2AFV 4 92,62

ENSP00000365877 SUV39H1 4 91,93

ENSP00000365233 TPP2 4 88,44

ENSP00000356436 PLA2G4A 4 88,13

ENSP00000320566 ING3 4 82,76

ENSP00000296802 NSA2 4 78,66

ENSP00000336712 TNPO1 4 78,63

ENSP00000297431 ORC5 4 75,02

ENSP00000355249 E2F2 4 73,39

ENSP00000244520 SNRPC 4 65,57

ENSP00000300249 MAPRE2 4 62,35

ENSP00000369695 MLLT3 4 56,36

ENSP00000292476 CPSF4 4 54,75

ENSP00000364687 EHMT2 4 54,07

ENSP00000363559 EIF6 4 49,96

ENSP00000362153 GNL2 4 47

ENSP00000380982 PUM3 4 40,89

ENSP00000233623 TTC31 4 38,38

ENSP00000369127 DNAJA1 4 38,38

ENSP00000433757 TTC12 4 38,38

ENSP00000381003 TTC28 4 38,38

ENSP00000233668 DOK1 4 36,9

ENSP00000264122 CBLB 4 36,9

ENSP00000276420 DOK2 4 36,9

ENSP00000400010 PTPRJ 4 35,49

ENSP00000234296 ORC2 4 30,56

ENSP00000327889 INTS5 4 30,2

ENSP00000427015 RPS6KA2 4 28,1

ENSP00000355966 NEK2 4 23,83

ENSP00000262948 MAP2K2 4 23,81

ENSP00000348349 MYO9A 4 22,52

ENSP00000265728 DBF4 4 22,34

ENSP00000364448 UPF3A 4 21,19

ENSP00000239938 EGR1 4 15,51

ENSP00000409581 ARRB1 4 15,51

ENSP00000261574 IPO5 4 15,2

ENSP00000281187 VPS26B 4 12,31

ENSP00000256379 MED6 4 11,18

ENSP00000263390 MED26 4 11,18

ENSP00000323720 MED14 4 11,18

ENSP00000219169 NUTF2 4 10,65

ENSP00000265866 HNRNPH3 4 10,36

ENSP00000292035 MED27 4 8,06

ENSP00000380888 MED13 4 8,06

ENSP00000254940 NIP7 4 6,75

ENSP00000323858 DDX54 4 6,75

ENSP00000338862 BRIX1 4 6,75

ENSP00000366519 NSUN6 4 6,75

ENSP00000382392 NOP2 4 6,75

ENSP00000402338 RPF2 4 6,75

ENSP00000348010 PRPF39 4 5,33

ENSP00000294053 CLPB 4 4,92

ENSP00000359799 DNAJB4 4 4,92

ENSP00000404079 DNAJB5 4 4,92

ENSP00000398824 PHF21A 4 3,97

ENSP00000446880 BAZ2A 4 3,71

ENSP00000340879 RAD1 4 3,56

ENSP00000261772 AARS 4 3,24

ENSP00000373918 GARS 4 2,74

ENSP00000268206 EFL1 4 2,04

ENSP00000296805 GFM2 4 2,04

ENSP00000333837 MRPL12 4 2,04

ENSP00000295470 HNRNPDL 4 1,72

ENSP00000258457 C2orf49 4 1,5

ENSP00000282516 NIPBL 4 1,41

ENSP00000339850 DPYSL4 4 1,08

ENSP00000343690 DPYSL3 4 1,08

ENSP00000080059 HDAC7 4 0

ENSP00000210313 PSMD5 4 0

ENSP00000216802 PSME2 4 0

ENSP00000231572 RARS 4 0

ENSP00000247161 ELK1 4 0

ENSP00000249344 STRIP2 4 0

ENSP00000252818 JUND 4 0

ENSP00000261819 ANAPC5 4 0

ENSP00000262027 MARS 4 0

ENSP00000285968 NUP205 4 0

ENSP00000293362 PSME3 4 0

ENSP00000295757 HDAC11 4 0

ENSP00000296277 RPL39L 4 0

ENSP00000299381 ANAPC16 4 0

ENSP00000301159 LIN37 4 0

ENSP00000318775 ANAPC4 4 0

ENSP00000329102 LIN9 4 0

ENSP00000333896 RPS6KA4 4 0

ENSP00000346080 RPL22L1 4 0

ENSP00000353344 ETS2 4 0

ENSP00000355991 TRAF3IP3 4 0

ENSP00000358541 SIKE1 4 0

ENSP00000379228 HECW1 4 0

ENSP00000358596 DUSP5 4 0

ENSP00000355866 DUSP10 4 0

ENSP00000329539 DUSP8 4 0

ENSP00000394394 ANAPC7 4 0

ENSP00000262640 VAMP7 3 35734,79

ENSP00000203407 UQCRC1 3 28110,8

ENSP00000262039 PIK3C3 3 26582,75

ENSP00000356515 UTRN 3 26457,6

ENSP00000304169 PITX2 3 13582,74

ENSP00000314441 METTL1 3 13187

ENSP00000379330 NFATC2 3 13111,82

ENSP00000278193 LIN7C 3 11550,63

ENSP00000219255 PARD6A 3 8956,95

ENSP00000230882 GHR 3 8888,11

ENSP00000233557 NRBP1 3 8793

ENSP00000296473 MON1A 3 8793

ENSP00000299198 CKB 3 8793

ENSP00000342510 CEP97 3 8793

ENSP00000354923 DMD 3 8793

ENSP00000355536 MTR 3 8793

ENSP00000356853 UCK2 3 8793

ENSP00000363360 INIP 3 8793

ENSP00000417686 SLBP 3 8793

ENSP00000367029 POLR1E 3 8792

ENSP00000359233 ABCD3 3 8792

ENSP00000323687 UBE2O 3 8389,18

ENSP00000417229 EIF2A 3 7853,7

ENSP00000294339 TAL1 3 5865,15

ENSP00000250894 MAPK8IP3 3 5109,2

ENSP00000253023 UBE2M 3 4946,7

ENSP00000262746 PRDX1 3 4771,4

ENSP00000295704 RNF25 3 4756,61

ENSP00000367439 RPP38 3 4738,36

ENSP00000375857 LRRFIP1 3 4547,75

ENSP00000303147 MAT2A 3 4464,23

ENSP00000313050 GBAS 3 4459,12

ENSP00000378917 ATXN2L 3 4425,51

ENSP00000355133 NOS1AP 3 4425,39

ENSP00000370150 WRNIP1 3 4418,08

ENSP00000322909 FHL2 3 4397

ENSP00000346120 DDX21 3 4397

ENSP00000443900 LYRM4 3 4397

ENSP00000350894 SERPINH1 3 4397

ENSP00000241014 MAPK8IP1 3 4300,36

ENSP00000350310 ATP2B4 3 3893,06

ENSP00000360569 SCP2 3 3885,63

ENSP00000355651 RAB4A 3 3186,7

ENSP00000262719 PHLPP1 3 3159,32

ENSP00000369887 SLTM 3 3077,95

ENSP00000358812 PDCD11 3 3052,45

ENSP00000418070 NECTIN3 3 2516,87

ENSP00000369497 BRCA2 3 2508,36

ENSP00000291576 PWP2 3 2302,98

ENSP00000379156 MPRIP 3 2269,71

ENSP00000367623 HSPA14 3 2243,38

ENSP00000422591 SLIT2 3 2163,36

ENSP00000337451 EPHA3 3 2006,4

ENSP00000368401 PAX6 3 1757,8

ENSP00000351908 MAP3K5 3 1690,53

ENSP00000216034 TOMM22 3 1630,31

ENSP00000312987 HNF4A 3 1602,78

ENSP00000407487 UNC45A 3 1575,98

ENSP00000358994 MYO6 3 1572,11

ENSP00000237853 ELL2 3 1550,59

ENSP00000258080 HTRA2 3 1531,86

ENSP00000300026 PPIB 3 1514,33

ENSP00000295688 CCT3 3 1488,65

ENSP00000215095 STX1B 3 1473,59

ENSP00000412922 URM1 3 1447

ENSP00000264993 CDV3 3 1323,91

ENSP00000362082 CCND3 3 1272,06

ENSP00000258123 USP15 3 1271,74

ENSP00000353030 PTPRF 3 1198,56

ENSP00000225969 MRPL27 3 1197,23

ENSP00000372093 MRPL36 3 1197,23

ENSP00000350990 TNKS1BP1 3 1194,72

ENSP00000268957 TOB1 3 1187,68

ENSP00000407401 PEX5 3 1165,56

ENSP00000301738 KCTD5 3 1161,99

ENSP00000373952 FANCA 3 1151,42

ENSP00000349547 RASSF1 3 1094,03

ENSP00000258098 RAB11FIP5 3 1055,8

ENSP00000301633 BIRC5 3 1049,77

ENSP00000378414 SMARCD1 3 1014,86

ENSP00000254942 TERF2 3 995,59

ENSP00000349156 SIAH1 3 990,66

ENSP00000299440 RAG1 3 937,15

ENSP00000377958 CCT4 3 934,82

ENSP00000257829 NAT10 3 881,19

ENSP00000460871 RSL1D1 3 881,19

ENSP00000230640 SKIV2L2 3 875,17

ENSP00000263270 AP2S1 3 822,87

ENSP00000257555 HNF1A 3 809,94

ENSP00000321706 GEMIN4 3 771,8

ENSP00000363804 KLF4 3 748,99

ENSP00000429084 UBR5 3 740,72

ENSP00000356563 PEX3 3 712,98

ENSP00000368020 KIF3A 3 705,8

ENSP00000358770 SLK 3 687,48

ENSP00000181839 CDK13 3 683,32

ENSP00000296795 TLR3 3 659,91

ENSP00000070846 PKP2 3 659,69

ENSP00000250457 EGLN3 3 649,36

ENSP00000340874 MEF2C 3 637,98

ENSP00000241600 MRPS2 3 625,47

ENSP00000263381 WIZ 3 624,92

ENSP00000269397 CBX4 3 608,99

ENSP00000272519 RALB 3 608,42

ENSP00000340305 UBE2V1 3 599,05

ENSP00000280326 CCT5 3 583,92

ENSP00000286788 CCT8 3 583,92

ENSP00000279387 PPP4C 3 582,77

ENSP00000407818 USP46 3 563,42

ENSP00000393583 CEP131 3 550,27

ENSP00000368190 NPHS1 3 536,98

ENSP00000358563 DKC1 3 519,74

ENSP00000320130 DYNC1I1 3 503,21

ENSP00000285900 GRIA1 3 501,35

ENSP00000401445 ERN1 3 496,54

ENSP00000308546 MEPCE 3 471,96

ENSP00000472847 SARS2 3 466,29

ENSP00000288266 APPL1 3 466,06

ENSP00000273398 ATP6V1A 3 465,31

ENSP00000250896 MKNK2 3 463,64

ENSP00000362576 YARS 3 452,2

ENSP00000363377 FOXO4 3 442,33

ENSP00000299259 COPS2 3 441,63

ENSP00000421689 CSNK1A1 3 436,46

ENSP00000380033 DDX17 3 416,24

ENSP00000384048 PAXIP1 3 411,58

ENSP00000306117 DDX19A 3 407,13

ENSP00000282077 PDK1 3 406,74

ENSP00000253462 GINS2 3 403,15

ENSP00000379364 MOB1A 3 386,34

ENSP00000367545 TP73 3 384,43

ENSP00000361125 VEGFA 3 383,12

ENSP00000262300 PKMYT1 3 378,47

ENSP00000008527 CRY1 3 348,6

ENSP00000406751 CRY2 3 348,6

ENSP00000353427 NR4A1 3 346,09

ENSP00000354883 UBL7 3 346,08

ENSP00000366819 UCHL3 3 346,08

ENSP00000265563 PRKAR2A 3 327,49

ENSP00000268057 BBS4 3 322,14

ENSP00000265372 CREM 3 318,04

ENSP00000262613 SLC9A3R1 3 315,17

ENSP00000365858 GATA1 3 312,37

ENSP00000312709 TAF7 3 310,91

ENSP00000397259 ATXN7L3 3 303,88

ENSP00000295066 DPY30 3 290,24

ENSP00000329967 TBK1 3 289,41

ENSP00000274031 SETD7 3 288,6

ENSP00000417659 PPM1L 3 286,29

ENSP00000380066 MAP4K1 3 286,22

ENSP00000262891 MARK4 3 279,2

ENSP00000270225 SAE1 3 278,41

ENSP00000347379 OCLN 3 278,27

ENSP00000315615 AKAP5 3 267,88

ENSP00000216367 POLE2 3 267,22

ENSP00000260010 TLR2 3 266,96

ENSP00000355136 SORBS1 3 264,32

ENSP00000413493 CPSF3L 3 263,23

ENSP00000340278 PARK7 3 261,57

ENSP00000164227 BCL3 3 248,62

ENSP00000357075 TAGLN2 3 239,14

ENSP00000409667 SYNJ1 3 215,07

ENSP00000233242 APOB 3 214,25

ENSP00000336528 NR1I2 3 213,02

ENSP00000348573 AKAP9 3 196,38

ENSP00000408108 WDR26 3 188,91

ENSP00000217109 CSTF1 3 187,52

ENSP00000360891 IFIT2 3 187,42

ENSP00000414287 MST1 3 187,01

ENSP00000360035 PPP1R3D 3 186,83

ENSP00000263657 PNO1 3 185,02

ENSP00000283290 ATG3 3 182,81

ENSP00000317636 RECQL5 3 177,06

ENSP00000362018 CENPI 3 175,18

ENSP00000379042 ERO1A 3 173,87

ENSP00000401721 PAN2 3 172,73

ENSP00000338185 PLCB1 3 167,52

ENSP00000369465 TXLNG 3 167,16

ENSP00000316054 DVL3 3 165,9

ENSP00000377486 MRPL19 3 158,98

ENSP00000307853 MUS81 3 158,57

ENSP00000358554 BCAS2 3 156,69

ENSP00000281092 FER 3 155,91

ENSP00000362924 GSN 3 155,76

ENSP00000361275 PLK3 3 154,86

ENSP00000360985 ARFGEF2 3 153,62

ENSP00000267064 SMARCC2 3 151,72

ENSP00000385571 HIPK2 3 151,3

ENSP00000325017 NCAPD2 3 146,05

ENSP00000323050 RBBP8 3 135,42

ENSP00000232424 HES1 3 134,8

ENSP00000412733 OSBPL9 3 131,58

ENSP00000289104 MRAS 3 131,38

ENSP00000264444 MXD1 3 130,64

ENSP00000362608 PIM1 3 128,86

ENSP00000307004 APLF 3 128,83

ENSP00000369141 APTX 3 128,83

ENSP00000372035 LATS2 3 128,4

ENSP00000247219 TBPL2 3 124,06

ENSP00000386156 PYM1 3 123,74

ENSP00000228928 OAS3 3 122,24

ENSP00000257570 OASL 3 122,24

ENSP00000342278 OAS2 3 122,24

ENSP00000388001 OAS1 3 122,24

ENSP00000216832 PNN 3 122,14

ENSP00000408979 KIF5A 3 120,93

ENSP00000215574 CDC34 3 118,57

ENSP00000356438 PTGS2 3 118,33

ENSP00000322396 RRS1 3 115,13

ENSP00000381793 GRB10 3 109,74

ENSP00000378323 PPP3CA 3 107,65

ENSP00000224784 ACTA2 3 105,55

ENSP00000321826 STXBP5 3 104,64

ENSP00000216024 DMC1 3 100,52

ENSP00000352900 RXRG 3 99,65

ENSP00000199320 DIMT1 3 98,91

ENSP00000355471 TFB2M 3 98,91

ENSP00000347792 SYNJ2 3 97,2

ENSP00000368565 DNAJC2 3 95,3

ENSP00000280700 NGLY1 3 95,21

ENSP00000362546 TTI1 3 94,04

ENSP00000231656 CDX1 3 93,94

ENSP00000401980 MAVS 3 91,95

ENSP00000267197 SETD1B 3 90,55

ENSP00000228843 RAD51AP1 3 90,16

ENSP00000327959 TGIF1 3 89,26

ENSP00000391774 CPSF6 3 83,67

ENSP00000310170 FOSL1 3 81,95

ENSP00000348602 AMPH 3 79,99

ENSP00000254657 PER2 3 78,65

ENSP00000314420 PER1 3 78,65

ENSP00000323046 EXOSC3 3 77,15

ENSP00000361433 EXOSC2 3 77,15

ENSP00000360869 IFIT1 3 71,24

ENSP00000271636 CGN 3 70,41

ENSP00000323511 PNKP 3 68,82

ENSP00000378504 NXF3 3 68,28

ENSP00000342307 FOXM1 3 65,57

ENSP00000318635 SUMO4 3 65,24

ENSP00000303315 JUNB 3 65,2

ENSP00000394794 PTPN13 3 63,14

ENSP00000396673 FTSJ3 3 62,89

ENSP00000251968 TSG101 3 59,93

ENSP00000256996 DDB2 3 58,93

ENSP00000252512 XPO7 3 57,6

ENSP00000307684 TADA3 3 57,58

ENSP00000308022 TADA2B 3 57,58

ENSP00000377148 AP1G1 3 54,8

ENSP00000371138 FKBP1A 3 54,38

ENSP00000263245 ARFGAP3 3 53,97

ENSP00000314615 ARFGAP1 3 53,97

ENSP00000217652 MYL12A 3 53,47

ENSP00000223167 MYL10 3 53,47

ENSP00000223364 MYL7 3 53,47

ENSP00000237500 MYL12B 3 53,47

ENSP00000383023 MYL5 3 53,47

ENSP00000279022 MYL9 3 53,47

ENSP00000296257 SENP2 3 52,76

ENSP00000344352 ATF3 3 52,73

ENSP00000270176 SCYL1 3 52,02

ENSP00000411552 CDKN1C 3 46,56

ENSP00000370345 PAN3 3 46,25

ENSP00000329867 PPME1 3 44,87

ENSP00000274712 ZMAT2 3 44,48

ENSP00000227322 ZPR1 3 43,75

ENSP00000314080 HIC1 3 42,61

ENSP00000265351 XPO5 3 42,56

ENSP00000303351 ITGB1 3 41,91

ENSP00000351492 UBL5 3 38,96

ENSP00000295598 ATP1A1 3 38,42

ENSP00000232978 NKTR 3 38,38

ENSP00000392257 PPIL6 3 38,38

ENSP00000386621 PTGES3L-AARSD1 3 38,38

ENSP00000371278 CDC37L1 3 38,38

ENSP00000367440 TDP2 3 38,38

ENSP00000216106 HMGXB4 3 33,95

ENSP00000359988 SRSF11 3 29,78

ENSP00000368678 AGRN 3 26,25

ENSP00000363571 MUSK 3 26,25

ENSP00000334130 EMSY 3 26,04

ENSP00000264674 MECOM 3 25,42

ENSP00000326550 TACC3 3 25,07

ENSP00000306223 SNRPN 3 24,75

ENSP00000046794 LCP2 3 24,34

ENSP00000378845 LAT 3 23,62

ENSP00000198767 RRN3 3 23,34

ENSP00000300056 PEX11A 3 22,62

ENSP00000376943 BCL2L11 3 22,55

ENSP00000352425 WASF1 3 20,86

ENSP00000370083 SMN1 3 19,81

ENSP00000364270 XPA 3 19,19

ENSP00000381097 EPHB1 3 19,19

ENSP00000398655 ITK 3 15,66

ENSP00000231790 MLH1 3 14,89

ENSP00000257789 ORC3 3 14,8

ENSP00000359939 EXOSC1 3 13,75

ENSP00000314505 MCM9 3 13,5

ENSP00000250416 PARP2 3 13,44

ENSP00000308533 GEMIN2 3 11,45

ENSP00000413572 NLE1 3 11,18

ENSP00000272227 PDIA6 3 11,09

ENSP00000261692 CDK2AP1 3 10,73

ENSP00000249299 LSM8 3 10,65

ENSP00000349142 ATP5C1 3 10,56

ENSP00000295709 STK36 3 9,69

ENSP00000332353 PTCH1 3 9,69

ENSP00000361266 PTCH2 3 9,69

ENSP00000354487 ZEB1 3 9,41

ENSP00000223114 MOGAT3 3 9,2

ENSP00000270279 CBLC 3 8,81

ENSP00000323867 PRKAG1 3 7,45

ENSP00000338573 GNL3L 3 6,75

ENSP00000286317 MED7 3 6,34

ENSP00000265465 POLA2 3 5,82

ENSP00000298937 ELP4 3 5,58

ENSP00000328103 EIF4ENIF1 3 5,21

ENSP00000359518 MRGBP 3 5,14

ENSP00000327704 PSMF1 3 4,95

ENSP00000071281 FHL1 3 4,48

ENSP00000364813 LSM2 3 3,88

ENSP00000414109 HJURP 3 3,86

ENSP00000418529 NSFL1C 3 3,58

ENSP00000458954 NUP88 3 3,36

ENSP00000264245 ARHGAP31 3 3,22

ENSP00000276211 ARHGAP36 3 3,22

ENSP00000338967 ARHGAP6 3 3,22

ENSP00000355090 ARHGAP11A 3 3,22

ENSP00000356992 ARHGAP30 3 3,22

ENSP00000362115 INPP5B 3 3,22

ENSP00000392760 ARHGAP11B 3 3,22

ENSP00000205402 DLD 3 2,67

ENSP00000314499 GAK 3 1,8

ENSP00000265960 MAPKAP1 3 1,67

ENSP00000274400 GTF2H2 3 1,52

ENSP00000380054 EAF1 3 1,5

ENSP00000380460 PLAA 3 1,47

ENSP00000234739 BCL9 3 1,31

ENSP00000382779 SEH1L 3 1,05

ENSP00000346236 DDX46 3 0,92

ENSP00000370200 SNAPC3 3 0,5

ENSP00000418210 ZMYND8 3 0,33

ENSP00000233121 MAPRE3 3 0,2

ENSP00000255764 MED10 3 0,07

ENSP00000293777 MED11 3 0,07

ENSP00000012443 PPP5C 3 0

ENSP00000216160 TAB1 3 0

ENSP00000216330 FKBP3 3 0

ENSP00000228862 DUSP16 3 0

ENSP00000229395 FGFR1OP2 3 0

ENSP00000232564 GNB4 3 0

ENSP00000234170 CEBPZ 3 0

ENSP00000238146 DDX55 3 0

ENSP00000240100 DUSP4 3 0

ENSP00000244230 MPHOSPH10 3 0

ENSP00000256854 NARS 3 0

ENSP00000259119 SKIL 3 0

ENSP00000262177 DNAJB6 3 0

ENSP00000262812 COPE 3 0

ENSP00000264012 CDH3 3 0

ENSP00000265350 MED20 3 0

ENSP00000265753 EIF4H 3 0

ENSP00000268679 CBFA2T3 3 0

ENSP00000269214 ESCO1 3 0

ENSP00000275517 CDCA5 3 0

ENSP00000278856 WDR74 3 0

ENSP00000282276 MARS2 3 0

ENSP00000289746 CDH15 3 0



ENSP00000295951 SLMAP 3 0

ENSP00000296577 ABCE1 3 0

ENSP00000297347 MED30 3 0

ENSP00000306999 ESCO2 3 0

ENSP00000307241 PDHB 3 0

ENSP00000317992 NOC2L 3 0

ENSP00000323856 PLEC 3 0

ENSP00000325677 RNF40 3 0

ENSP00000328269 HMG20B 3 0

ENSP00000328854 NOC4L 3 0

ENSP00000331614 IKZF1 3 0

ENSP00000339723 CIR1 3 0

ENSP00000346987 ANAPC13 3 0

ENSP00000348215 SH3PXD2A 3 0

ENSP00000352252 HIST1H3J 3 0

ENSP00000352408 BABAM1 3 0

ENSP00000353452 MYLK 3 0

ENSP00000359688 RPF1 3 0

ENSP00000362036 MRPS16 3 0

ENSP00000362208 MRPS15 3 0

ENSP00000362352 H2AFY2 3 0

ENSP00000368174 MCM8 3 0

ENSP00000369038 EEF1E1 3 0

ENSP00000369857 FAM175A 3 0

ENSP00000380718 CDYL 3 0

ENSP00000383820 MIER1 3 0

ENSP00000396052 BRMS1 3 0

ENSP00000283228 PTPRR 3 0

ENSP00000279488 DUSP6 3 0

ENSP00000417183 DUSP7 3 0

ENSP00000351342 PTPN5 3 0

ENSP00000288943 DUSP2 3 0

ENSP00000350359 CREB5 3 0

ENSP00000305260 GNB2 3 0

ENSP00000309116 PTPN7 3 0

ENSP00000451812 LIN52 3 0

ENSP00000350036 SMC1B 3 0

ENSP00000364204 PINK1 3 0

ENSP00000387006 CWC22 3 0

ENSP00000447803 DDIT3 3 0

ENSP00000325002 COPG1 3 0

ENSP00000337340 MED19 3 0

ENSP00000314343 MED29 3 0

ENSP00000357907 CDK19 3 0

ENSP00000402257 RUNX1T1 3 0

ENSP00000249042 TST 2 39501

ENSP00000390783 SCFD1 2 35120

ENSP00000264893 11. Sep 2 21965

ENSP00000328968 SCN5A 2 21965

ENSP00000245451 BMP4 2 21767,07

ENSP00000264670 NSUN2 2 17576

ENSP00000309565 UQCRH 2 16769,6

ENSP00000447537 BLOC1S1 2 16616,21

ENSP00000268379 UQCRC2 2 16425,5

ENSP00000357643 MKI67 2 14177,16

ENSP00000262127 CEP76 2 13185

ENSP00000265062 RAB7A 2 13185

ENSP00000267023 NABP2 2 13185

ENSP00000319341 LSM10 2 13185

ENSP00000363970 MAP1LC3A 2 9749,77

ENSP00000040663 MRI1 2 8792

ENSP00000274606 NHP2 2 8792

ENSP00000313681 SPHK1 2 8792

ENSP00000341680 DTNBP1 2 4973,79

ENSP00000360672 PARD6B 2 4433,42

ENSP00000223324 MRPL32 2 4397

ENSP00000259154 KCTD3 2 4397

ENSP00000261427 UBE2K 2 4397

ENSP00000264167 AGPS 2 4397

ENSP00000265175 SEC24B 2 4397

ENSP00000274054 NAF1 2 4397

ENSP00000276893 UHRF2 2 4397

ENSP00000303634 LRP8 2 4397

ENSP00000310966 CD3EAP 2 4397

ENSP00000312143 TNS3 2 4397

ENSP00000321746 PDLIM5 2 4397

ENSP00000332706 PURA 2 4397

ENSP00000347532 SHTN1 2 4397

ENSP00000351407 ARNT 2 4397

ENSP00000447488 LIN7A 2 4397

ENSP00000363667 PTPN3 2 4397

ENSP00000277746 NRBF2 2 4397

ENSP00000405600 SLC4A2 2 4397

ENSP00000355927 RPS6KC1 2 4397

ENSP00000328671 WDR4 2 4397

ENSP00000359380 SCD 2 4397

ENSP00000225655 PFN1 2 4270,5

ENSP00000384442 CDK11A 2 4250,24

ENSP00000243253 SEC61A1 2 4092,41

ENSP00000303088 POLR3D 2 3612,42

ENSP00000242351 ZC3HAV1 2 2964,52

ENSP00000260653 SIX3 2 2955,35

ENSP00000392709 NDUFS1 2 2916,26

ENSP00000246868 SBDS 2 2853,78

ENSP00000284240 THY1 2 2853,78

ENSP00000445508 CNOT4 2 2503,22

ENSP00000223641 SEC61B 2 1600,28

ENSP00000217133 TUBB1 2 1495,94

ENSP00000352738 G3BP2 2 1486,72

ENSP00000262809 ELL 2 1422,2

ENSP00000320346 ELL3 2 1422,2

ENSP00000419494 RYBP 2 1372,04

ENSP00000357459 ADAR 2 1293,97

ENSP00000327821 XPOT 2 1292,38

ENSP00000261461 PPP2R5A 2 1268,44

ENSP00000371003 ZMYND11 2 1222,82

ENSP00000327255 PPM1A 2 1192,29

ENSP00000263238 ACTR3 2 1138,78

ENSP00000379804 OSBPL10 2 1127,41

ENSP00000294383 USP24 2 1122,1

ENSP00000276603 TERF1 2 995,59

ENSP00000400717 GNA13 2 989,38

ENSP00000245255 PIWIL1 2 981,89

ENSP00000391723 PUM1 2 977,36

ENSP00000306561 OGG1 2 931,13

ENSP00000301178 AXL 2 886,22

ENSP00000264634 WNT5A 2 883,93

ENSP00000233616 MOGS 2 879,43

ENSP00000365280 ID1 2 873,75

ENSP00000297857 ZHX1 2 859,32

ENSP00000333664 ACAA1 2 836,2

ENSP00000376178 STX2 2 834,11

ENSP00000254976 SNAP25 2 825,42

ENSP00000254227 NR0B2 2 809,94

ENSP00000225603 CBX1 2 782,01

ENSP00000331327 WT1 2 719,84

ENSP00000318115 TIMM50 2 716,62

ENSP00000315693 PAM16 2 716,62

ENSP00000320236 TIMM22 2 716,62

ENSP00000356256 TIMM17A 2 716,62

ENSP00000354850 MGEA5 2 707,12

ENSP00000222812 STX1A 2 686,9

ENSP00000273064 CNOT9 2 685,34

ENSP00000420176 POLE4 2 684,68

ENSP00000368698 HIVEP1 2 638,04

ENSP00000300417 LRSAM1 2 625,62

ENSP00000305372 ADRB2 2 622,3

ENSP00000327116 EHD3 2 620,71

ENSP00000266987 TARBP2 2 616,31

ENSP00000318176 PRKRA 2 616,31

ENSP00000252321 KCNA5 2 612,67

ENSP00000357674 SNAPIN 2 580,45

ENSP00000288235 MYO1E 2 577,29

ENSP00000355094 QKI 2 564,23

ENSP00000358490 CD2 2 558,4

ENSP00000342858 FERMT2 2 542,21

ENSP00000282412 PPM1B 2 530,18

ENSP00000310928 PPARD 2 518,43

ENSP00000352918 ARPC5 2 489,91

ENSP00000238721 TP53I3 2 487,57

ENSP00000310697 BRSK2 2 469,1

ENSP00000260129 TGS1 2 452,17

ENSP00000344741 INSIG1 2 448,74

ENSP00000301067 KMT2D 2 444,25

ENSP00000429986 ENY2 2 444,16

ENSP00000289228 ACTR1B 2 431,71

ENSP00000380414 DEK 2 420,55

ENSP00000300408 PHB 2 418,5

ENSP00000387282 AGFG1 2 415,75

ENSP00000353769 SCAF1 2 396,9

ENSP00000236273 SYF2 2 394,15

ENSP00000223369 YKT6 2 390,18

ENSP00000393312 FGFR1 2 379,76

ENSP00000249636 PIAS1 2 378,22

ENSP00000356737 GORAB 2 369,29

ENSP00000226319 JADE1 2 354,3

ENSP00000427900 KIF13B 2 342,66

ENSP00000234590 ENO1 2 339,12

ENSP00000336799 TUBA1B 2 333,91

ENSP00000282344 USP12 2 329,27

ENSP00000270861 PLK4 2 325,89

ENSP00000373354 SETMAR 2 301,34

ENSP00000373700 ALK 2 298,38

ENSP00000353415 PRKAR1B 2 290

ENSP00000279242 MRPL49 2 289,6

ENSP00000293549 WNT1 2 275,71

ENSP00000338774 BCL11A 2 273,27

ENSP00000419851 GMPS 2 271,17

ENSP00000261402 NUAK1 2 270,81

ENSP00000257290 PDGFRA 2 270,67

ENSP00000370968 MYBBP1A 2 269,95

ENSP00000162749 TNFRSF1A 2 266,96

ENSP00000342087 FHIT 2 262,47

ENSP00000380252 NFE2L2 2 252,04

ENSP00000314363 MAP4K4 2 249,38

ENSP00000242480 EGR2 2 245,53

ENSP00000268383 CDR2 2 243,77

ENSP00000256637 SORT1 2 240,25

ENSP00000355865 PARK2 2 237,31

ENSP00000380661 CEP250 2 231,56

ENSP00000352288 PLXNB2 2 230,33

ENSP00000382595 PAICS 2 230,24

ENSP00000369335 FBXO18 2 226,08

ENSP00000353238 SPN 2 215,53

ENSP00000385720 ARHGAP35 2 215,24

ENSP00000354608 PPT2 2 206,59

ENSP00000252037 FKBP6 2 204,78

ENSP00000354826 CALD1 2 201,02

ENSP00000293677 RAVER1 2 199,67

ENSP00000286827 TIAM1 2 199,22

ENSP00000356694 FASLG 2 198,69

ENSP00000219782 MAZ 2 196,11

ENSP00000347836 UBE2H 2 195,03

ENSP00000366271 KDM2B 2 182,71

ENSP00000381045 UBE3A 2 181,01

ENSP00000263433 PPP1R12C 2 179,16

ENSP00000328835 TOP1MT 2 177,86

ENSP00000370912 TEC 2 176,3

ENSP00000342235 ERBB4 2 173,59

ENSP00000347858 XIAP 2 170,02

ENSP00000356919 ATF6 2 168,94

ENSP00000451080 ERH 2 161,98

ENSP00000354633 TAF11 2 157,36

ENSP00000261173 ATP2B1 2 154,64

ENSP00000349393 LIG4 2 152,81

ENSP00000366513 CLSTN1 2 150,97

ENSP00000363641 TXN 2 150,22

ENSP00000349351 BICD2 2 148,59

ENSP00000372347 WHSC1 2 148,23

ENSP00000345230 TPM4 2 144,51

ENSP00000334941 PTPRU 2 142,76

ENSP00000420381 CALU 2 140,49

ENSP00000353375 MAP4 2 139,48

ENSP00000324636 VRK3 2 137,41

ENSP00000343477 RUNX3 2 135,57

ENSP00000264010 CTCF 2 134,87

ENSP00000223136 FIS1 2 132,74

ENSP00000307235 EIF2AK3 2 132,03

ENSP00000261383 DNAH3 2 131,32

ENSP00000401514 DNAH1 2 131,32

ENSP00000333363 DNAH8 2 131,32

ENSP00000349436 ADAM15 2 130,16

ENSP00000241453 FLT3 2 125,14

ENSP00000337459 NOS1 2 124,78

ENSP00000380334 NCF4 2 123,07

ENSP00000285039 MYO5B 2 120,07

ENSP00000303242 ITGB2 2 119,18

ENSP00000355731 CDC42BPA 2 119,18

ENSP00000260402 PLCB2 2 118,1

ENSP00000265073 SUB1 2 117,87

ENSP00000216133 CBX7 2 117,63

ENSP00000351052 ZC3HC1 2 112,2

ENSP00000318165 OS9 2 109,65

ENSP00000334458 GATA4 2 108,64

ENSP00000243440 BATF3 2 108,36

ENSP00000369375 TEK 2 107,28

ENSP00000383199 NEDD4L 2 104,59

ENSP00000263388 NOTCH3 2 102,99

ENSP00000346839 FN1 2 100,81

ENSP00000287022 UQCRB 2 100,38

ENSP00000273047 RAB5A 2 97,34

ENSP00000336687 CBX3 2 96,29

ENSP00000344314 OFD1 2 96,05

ENSP00000305230 SRP9 2 95,47

ENSP00000372005 DNAJC19 2 94,78

ENSP00000314655 TSC22D3 2 91,14

ENSP00000235090 WDR77 2 89

ENSP00000342381 VRK2 2 86,17

ENSP00000256720 LPIN1 2 85,87

ENSP00000346635 ERO1B 2 84,72

ENSP00000268933 EPN3 2 84,36

ENSP00000320543 EPN2 2 84,36

ENSP00000395742 JAM3 2 82,44

ENSP00000420419 JAM2 2 82,44

ENSP00000222330 GSK3A 2 81,07

ENSP00000369218 RBM17 2 79,29

ENSP00000465676 PIAS2 2 79,25

ENSP00000319279 MALT1 2 78,92

ENSP00000263102 CCDC6 2 76,72

ENSP00000345702 NFYA 2 76,24

ENSP00000359073 VAV3 2 76,2

ENSP00000322439 TUFM 2 75,87

ENSP00000263904 STAM2 2 74,76

ENSP00000343526 USP1 2 74,46

ENSP00000234310 PPP3R1 2 74

ENSP00000260372 HAUS2 2 73,55

ENSP00000452780 B2M 2 72,76

ENSP00000380256 CCNF 2 72,49

ENSP00000344967 SPRY4 2 72,35

ENSP00000292782 DCUN1D1 2 71,71

ENSP00000264025 NECTIN1 2 70,55

ENSP00000313034 FBXW5 2 70,01

ENSP00000268607 MAP1LC3B 2 68,92

ENSP00000353863 ZNF148 2 67,63

ENSP00000215957 MICALL1 2 67,17

ENSP00000301011 ZC3H18 2 66,58

ENSP00000262741 PIK3R3 2 65,02

ENSP00000233607 APC2 2 64,57

ENSP00000418191 CTNNA2 2 64,57

ENSP00000331897 IDH2 2 62,97

ENSP00000270162 SIK1 2 62,19

ENSP00000305976 SIK2 2 62,19

ENSP00000416387 FBLIM1 2 61,71

ENSP00000376792 VTI1A 2 59,93

ENSP00000450731 VTI1B 2 59,93

ENSP00000354916 CDC14A 2 56,2

ENSP00000294728 VCAM1 2 55,98

ENSP00000307292 PRKCDBP 2 55,15

ENSP00000347427 MINK1 2 54,64

ENSP00000377527 PC 2 53,18

ENSP00000342755 RNF41 2 51,82

ENSP00000244769 ATXN1 2 51,77

ENSP00000362773 PIN4 2 51,3

ENSP00000243644 ZNF350 2 50,4

ENSP00000244458 PACSIN1 2 49,82

ENSP00000333568 PRKD1 2 49,6

ENSP00000345681 GATA2 2 49,6

ENSP00000273550 FTH1 2 49,47

ENSP00000376215 UBE2E3 2 48,92

ENSP00000379931 UBE2E2 2 48,92

ENSP00000380227 ITGA4 2 48,64

ENSP00000006015 HOXA11 2 47,14

ENSP00000234160 GORASP2 2 47,09

ENSP00000352572 PCNT 2 47,07

ENSP00000262407 ITGA2B 2 46,46

ENSP00000330237 CASP9 2 45,56

ENSP00000348704 KPNA5 2 45,05

ENSP00000261168 ATF7IP 2 42,59

ENSP00000380150 CARD11 2 42,55

ENSP00000350785 DAPK1 2 42,12

ENSP00000245304 RAP2A 2 39,35

ENSP00000337691 MAPK15 2 39,17

ENSP00000362931 SRPK1 2 39,15

ENSP00000355031 PER3 2 38,56

ENSP00000252996 TAF4 2 35,1

ENSP00000323074 RAI1 2 34,55

ENSP00000293288 BAX 2 34,28

ENSP00000353878 BAK1 2 34,28

ENSP00000338481 EPB41L2 2 33,01

ENSP00000366843 ATXN2 2 32

ENSP00000351947 SMARCAD1 2 31,91

ENSP00000287437 NSMCE2 2 31,8

ENSP00000054950 RCN1 2 31,52

ENSP00000253794 VPS25 2 31,27

ENSP00000367299 VPS36 2 31,27

ENSP00000347444 TDRD7 2 30,69

ENSP00000266000 DAXX 2 30,08

ENSP00000362711 TXLNA 2 29,77

ENSP00000252487 TOMM40 2 29,04

ENSP00000355566 TOMM20 2 29,04

ENSP00000332118 EPHB3 2 27,27

ENSP00000234038 PPP1R7 2 26,87

ENSP00000386810 RGPD4 2 26,56

ENSP00000362287 AGO3 2 26,33

ENSP00000362306 AGO4 2 26,33

ENSP00000295641 STK11IP 2 26,21

ENSP00000329418 SOCS1 2 26,08

ENSP00000291700 S100B 2 25,06

ENSP00000378306 PPP3CB 2 24,74

ENSP00000309181 CCNE2 2 24,16

ENSP00000438144 MDH1 2 22,97

ENSP00000000442 ESRRA 2 22,87

ENSP00000265097 THOC3 2 22,86

ENSP00000380969 THOC5 2 22,86

ENSP00000346294 S100A4 2 22,82

ENSP00000261254 CCND2 2 21,55

ENSP00000364277 FGD1 2 21,53

ENSP00000351697 REV3L 2 21,2

ENSP00000325074 PPP2R2A 2 21,12

ENSP00000318902 FOXP1 2 20,85

ENSP00000386458 PRPF40A 2 19,99

ENSP00000272298 CALM2 2 19,97

ENSP00000377262 SRPK2 2 19,42

ENSP00000261951 CNOT6 2 19,41

ENSP00000305480 FEN1 2 19,34

ENSP00000264818 TYK2 2 19,26

ENSP00000286301 CSF1R 2 19,26

ENSP00000384179 ZFPM2 2 18,12

ENSP00000318868 SHMT1 2 17,59

ENSP00000293872 LUC7L 2 15,81

ENSP00000284154 GRAP 2 15,66

ENSP00000364815 VARS 2 15,16

ENSP00000348984 SON 2 14,88

ENSP00000280551 SEC24D 2 14,42

ENSP00000354376 RAB25 2 14,24

ENSP00000436786 KMT2A 2 14,14

ENSP00000406037 KAT8 2 14,14

ENSP00000357206 NES 2 13,9

ENSP00000364839 ASXL1 2 13,71

ENSP00000320935 SLC2A4 2 13,54

ENSP00000219066 NTHL1 2 13,2

ENSP00000407182 TNPO2 2 12,09

ENSP00000349640 MCRS1 2 11,89

ENSP00000219905 MGA 2 11,82

ENSP00000380557 AKAP8L 2 11,81

ENSP00000434995 CLP1 2 11,75

ENSP00000364037 TEX10 2 11,1

ENSP00000413234 AP2A2 2 10,97

ENSP00000311747 RBM14 2 9,77

ENSP00000240327 SPOP 2 9,69

ENSP00000249373 SMO 2 9,69

ENSP00000262848 PRKX 2 9,69

ENSP00000266991 DHH 2 9,69

ENSP00000295731 IHH 2 9,69

ENSP00000297261 SHH 2 9,69

ENSP00000365514 ZIC2 2 9,69

ENSP00000331342 RAB11FIP1 2 9,37

ENSP00000312262 GRK2 2 8,86

ENSP00000452746 PSTPIP1 2 8,61

ENSP00000370376 DUT 2 8,5

ENSP00000233630 PCGF1 2 8,23

ENSP00000337500 PCGF5 2 8,23

ENSP00000354724 PCGF3 2 8,23

ENSP00000358862 PCGF6 2 8,23

ENSP00000268717 COPS3 2 8,11

ENSP00000311513 RSF1 2 7,85

ENSP00000233944 PRKAG3 2 7,45

ENSP00000282356 CAMK4 2 7,45

ENSP00000321259 TALDO1 2 7,33

ENSP00000254231 LIN28A 2 7,26

ENSP00000306682 PPM1D 2 7,12

ENSP00000356150 MDM4 2 7,12

ENSP00000220659 BRF2 2 6,64

ENSP00000160382 ACTL6B 2 6,44

ENSP00000383178 DIAPH3 2 6,31

ENSP00000362702 NEK6 2 6,24

ENSP00000352928 DDA1 2 5,72

ENSP00000364976 CKS2 2 5,39

ENSP00000013807 ERCC1 2 5,3

ENSP00000247843 YEATS4 2 5,14

ENSP00000263062 EPC1 2 5,14

ENSP00000362166 MEAF6 2 5,14

ENSP00000358708 SNAP91 2 4,75

ENSP00000334808 USP16 2 4,62

ENSP00000356982 UFC1 2 4,19

ENSP00000363787 RING1 2 3,94

ENSP00000265970 PIK3C2A 2 3,62

ENSP00000266497 PIK3C2G 2 3,62

ENSP00000335463 CASC5 2 3,24

ENSP00000355944 NSL1 2 3,24

ENSP00000331879 PRMT3 2 2,69

ENSP00000363216 OGDHL 2 2,67

ENSP00000295321 IWS1 2 2,66

ENSP00000275364 GNA12 2 2,36

ENSP00000276925 CDKN2B 2 2,05

ENSP00000315743 CCNG2 2 2,05

ENSP00000339004 FOXG1 2 2,05

ENSP00000340608 SGK2 2 2,05

ENSP00000372191 SIRT3 2 2,05

ENSP00000281419 ASAP2 2 1,8

ENSP00000302895 ARAP2 2 1,8

ENSP00000336747 HIP1 2 1,8

ENSP00000276202 DOCK11 2 1,24

ENSP00000340742 DOCK7 2 1,24

ENSP00000370930 MRPL23 2 1,16

ENSP00000354722 EIF1AY 2 0,78

ENSP00000231887 EHHADH 2 0,67

ENSP00000385638 HADH 2 0,67

ENSP00000358414 HMGCS2 2 0,67

ENSP00000370023 HADHA 2 0,67

ENSP00000178640 MAP2K5 2 0,45

ENSP00000310094 TAOK2 2 0,25

ENSP00000301457 NDUFA7 2 0,25

ENSP00000254029 WDR44 2 0,14

ENSP00000267890 TTBK2 2 0,14

ENSP00000005340 DVL2 2 0

ENSP00000013034 NME1 2 0

ENSP00000016171 COX15 2 0

ENSP00000027335 CDH17 2 0

ENSP00000055077 RFC2 2 0

ENSP00000215375 ATP5D 2 0

ENSP00000216038 RTCB 2 0

ENSP00000216294 SNAPC1 2 0

ENSP00000216807 BRMS1L 2 0

ENSP00000221233 EXOSC5 2 0

ENSP00000221561 AES 2 0

ENSP00000221573 SNAPC2 2 0

ENSP00000221930 TGFB1 2 0

ENSP00000222693 CAV2 2 0

ENSP00000223073 RBM28 2 0

ENSP00000223127 PLOD3 2 0

ENSP00000225728 MED31 2 0

ENSP00000225873 PEX12 2 0

ENSP00000226253 ALDOC 2 0

ENSP00000227163 SPI1 2 0

ENSP00000227618 ANAPC15 2 0

ENSP00000228437 PRDM4 2 0

ENSP00000229319 LDHB 2 0

ENSP00000232888 RRP9 2 0

ENSP00000233627 NDUFS7 2 0

ENSP00000239878 UFM1 2 0

ENSP00000240304 LUC7L3 2 0

ENSP00000243997 ATP5E 2 0

ENSP00000245919 FOSB 2 0

ENSP00000246194 RALY 2 0

ENSP00000249356 DNAJB9 2 0

ENSP00000250244 AP1M2 2 0

ENSP00000251074 NUP37 2 0

ENSP00000251166 CORO7 2 0

ENSP00000251496 NCAPG 2 0

ENSP00000251809 SPAG1 2 0

ENSP00000254846 KDM6B 2 0

ENSP00000254963 HSPA12B 2 0

ENSP00000256015 BTG1 2 0

ENSP00000257724 MDFIC 2 0

ENSP00000257915 TFCP2 2 0

ENSP00000258105 MRPL53 2 0

ENSP00000258198 DYNC1LI2 2 0

ENSP00000258281 TAF5L 2 0

ENSP00000258772 DDX56 2 0

ENSP00000260404 PAK6 2 0

ENSP00000260731 KIF11 2 0

ENSP00000261497 USP22 2 0

ENSP00000261590 DSG2 2 0

ENSP00000261637 UTP20 2 0

ENSP00000261740 TRPV4 2 0

ENSP00000261942 FAF2 2 0

ENSP00000262138 CACNG4 2 0

ENSP00000262173 RNMT 2 0



ENSP00000262186 KCNH2 2 0

ENSP00000262460 GINS1 2 0

ENSP00000263073 SMG6 2 0

ENSP00000263119 CABIN1 2 0

ENSP00000263202 UFD1L 2 0

ENSP00000263239 DDX18 2 0

ENSP00000263269 GRIN2D 2 0

ENSP00000263697 DNAJC8 2 0

ENSP00000263847 OSBP 2 0

ENSP00000264108 HAT1 2 0

ENSP00000264389 COPS4 2 0

ENSP00000264716 FOSL2 2 0

ENSP00000265081 MSH3 2 0

ENSP00000265165 LEF1 2 0

ENSP00000265245 LSG1 2 0

ENSP00000265421 POLB 2 0

ENSP00000265564 EXOSC7 2 0

ENSP00000265709 ANK1 2 0

ENSP00000266126 EIF2B2 2 0

ENSP00000266712 TMTC3 2 0

ENSP00000267569 JDP2 2 0

ENSP00000267973 WDR61 2 0

ENSP00000268802 NOB1 2 0

ENSP00000269216 GATA6 2 0

ENSP00000271628 SF3B4 2 0

ENSP00000272065 ACP1 2 0

ENSP00000272427 EXOC6B 2 0

ENSP00000273783 EIF2B5 2 0

ENSP00000273854 EPHA5 2 0

ENSP00000274680 FARS2 2 0

ENSP00000274764 HIST1H2BA 2 0

ENSP00000275603 CCT6A 2 0

ENSP00000275815 EPHA1 2 0

ENSP00000276533 GINS4 2 0

ENSP00000276689 NDUFB9 2 0

ENSP00000278935 CEP164 2 0

ENSP00000279146 AIP 2 0

ENSP00000280346 DLAT 2 0

ENSP00000280350 PIH1D2 2 0

ENSP00000281701 NVL 2 0

ENSP00000281708 FBXW7 2 0

ENSP00000281821 EPHA4 2 0

ENSP00000281928 MED13L 2 0

ENSP00000281950 GEMIN6 2 0

ENSP00000283006 CENPH 2 0

ENSP00000284440 UCHL1 2 0

ENSP00000285093 ACAA2 2 0

ENSP00000285667 HSPA13 2 0

ENSP00000286091 PDIA4 2 0

ENSP00000286234 DEPTOR 2 0

ENSP00000288774 PEX10 2 0

ENSP00000289316 HIST1H2BD 2 0

ENSP00000290130 MIS18A 2 0

ENSP00000292169 S100A1 2 0

ENSP00000293190 GRIN2C 2 0

ENSP00000294168 TAF6L 2 0

ENSP00000295030 PEX13 2 0

ENSP00000295119 NUP35 2 0

ENSP00000295491 MRPS18C 2 0

ENSP00000295522 CLDN1 2 0

ENSP00000296181 ITGB5 2 0

ENSP00000296786 UBLCP1 2 0

ENSP00000297109 SAP30L 2 0

ENSP00000297579 DCAF13 2 0

ENSP00000298229 INPPL1 2 0

ENSP00000298292 DNAAF2 2 0

ENSP00000298492 FAM175B 2 0

ENSP00000298717 METTL3 2 0

ENSP00000299518 IDH3A 2 0

ENSP00000299927 ZNF592 2 0

ENSP00000302327 PYGO1 2 0

ENSP00000303511 PEX6 2 0

ENSP00000303599 HSFY1 2 0

ENSP00000305721 IBTK 2 0

ENSP00000306549 HSFY2 2 0

ENSP00000307411 MLLT10 2 0

ENSP00000308165 CD36 2 0

ENSP00000310189 MOB1B 2 0

ENSP00000310301 SP3 2 0

ENSP00000311135 DHX37 2 0

ENSP00000311368 POLD4 2 0

ENSP00000311873 EXO1 2 0

ENSP00000312318 SSSCA1 2 0

ENSP00000313674 AAR2 2 0

ENSP00000314348 DDX10 2 0

ENSP00000315212 RNF4 2 0

ENSP00000315397 MRPS31 2 0

ENSP00000315476 EXOSC4 2 0

ENSP00000316121 CDCA8 2 0

ENSP00000317039 RMI1 2 0

ENSP00000317691 RPP25 2 0

ENSP00000318472 NCAM1 2 0

ENSP00000319255 CHORDC1 2 0

ENSP00000319318 STAG3 2 0

ENSP00000320176 HCLS1 2 0

ENSP00000320898 RNF168 2 0

ENSP00000322957 PAK5 2 0

ENSP00000323275 DYX1C1 2 0

ENSP00000324729 SAV1 2 0

ENSP00000325674 EXOC3L1 2 0

ENSP00000326813 YOD1 2 0

ENSP00000327179 UTP4 2 0

ENSP00000328674 CLDN6 2 0

ENSP00000328879 TBL1Y 2 0

ENSP00000328939 UTY 2 0

ENSP00000329127 PRKCH 2 0

ENSP00000331418 PTPRM 2 0

ENSP00000331487 NPLOC4 2 0

ENSP00000333018 TTC32 2 0

ENSP00000334044 UBL4B 2 0

ENSP00000335304 DLST 2 0

ENSP00000336571 CLDN2 2 0

ENSP00000336616 RASSF3 2 0

ENSP00000336790 ATF4 2 0

ENSP00000336842 ACTR8 2 0

ENSP00000337088 MEN1 2 0

ENSP00000337889 MXD4 2 0

ENSP00000339917 TAF9B 2 0

ENSP00000341483 RANBP3 2 0

ENSP00000342886 HIST1H2BJ 2 0

ENSP00000343023 SP100 2 0

ENSP00000343867 MRRF 2 0

ENSP00000345193 SHANK2 2 0

ENSP00000347602 ARID4A 2 0

ENSP00000348510 GTF3C1 2 0

ENSP00000349430 HIST1H2BK 2 0

ENSP00000349543 PEX2 2 0

ENSP00000349588 ANK2 2 0

ENSP00000349723 BCL11B 2 0

ENSP00000350098 POP5 2 0

ENSP00000350352 TRMT1 2 0

ENSP00000351015 NF1 2 0

ENSP00000351255 STAT4 2 0

ENSP00000352157 MAPK10 2 0

ENSP00000352336 PLCG2 2 0

ENSP00000352575 INPP5D 2 0

ENSP00000352802 WIPF1 2 0

ENSP00000353458 BAZ1A 2 0

ENSP00000353575 EIF2B3 2 0

ENSP00000353660 PEA15 2 0

ENSP00000354251 NCKAP1 2 0

ENSP00000355011 ILF2 2 0

ENSP00000355778 H3F3A 2 0

ENSP00000356243 UBE2T 2 0

ENSP00000356290 MTHFD1L 2 0

ENSP00000356991 NECTIN4 2 0

ENSP00000357392 EFNA1 2 0

ENSP00000357863 GTF3C6 2 0

ENSP00000358549 RARS2 2 0

ENSP00000360412 NOC3L 2 0

ENSP00000361206 MRPS18A 2 0

ENSP00000362677 WDR38 2 0

ENSP00000364016 PSMB8 2 0

ENSP00000364578 NELFE 2 0

ENSP00000364582 RCC2 2 0

ENSP00000364895 ZBTB17 2 0

ENSP00000366347 NKX2-2 2 0

ENSP00000366482 FXN 2 0

ENSP00000366618 HIST1H2BL 2 0

ENSP00000366962 HIST1H2BI 2 0

ENSP00000367527 DCLRE1C 2 0

ENSP00000368144 PRR5L 2 0

ENSP00000370104 GPS2 2 0

ENSP00000377617 MTHFD2 2 0

ENSP00000379108 MTHFD2L 2 0

ENSP00000380177 HIST1H2BN 2 0

ENSP00000382250 MRPS6 2 0

ENSP00000384665 LPAR2 2 0

ENSP00000387365 PWP1 2 0

ENSP00000389182 RPP30 2 0

ENSP00000393379 KIF5C 2 0

ENSP00000394791 SENP1 2 0

ENSP00000409799 RPP21 2 0

ENSP00000413929 RCOR3 2 0

ENSP00000423602 DAPP1 2 0

ENSP00000431284 LPXN 2 0

ENSP00000262752 RPS6KA6 2 0

ENSP00000355627 AGT 2 0

ENSP00000424183 LAMTOR3 2 0

ENSP00000378485 MATK 2 0

ENSP00000350686 ANKLE2 2 0

ENSP00000324205 CHMP4A 2 0

ENSP00000297265 CHMP4C 2 0

ENSP00000386414 RAD21L1 2 0

ENSP00000298552 TSC1 2 0

ENSP00000388996 AP1M1 2 0

ENSP00000338019 DNAJB2 2 0

ENSP00000273541 ISY1 2 0

ENSP00000343054 RBM5 2 0

ENSP00000420927 PDK2 2 0

ENSP00000324105 ENO3 2 0

ENSP00000350681 ELK4 2 0

ENSP00000309871 RACGAP1 2 0

ENSP00000261700 C14orf166 2 0

ENSP00000380734 FAM98B 2 0

ENSP00000312442 AP1G2 2 0

ENSP00000336666 AP1S1 2 0

ENSP00000384408 PARG 2 0

ENSP00000361120 RALGDS 2 0

ENSP00000394869 EIF2B4 2 0

ENSP00000416250 EIF2B1 2 0

ENSP00000387739 AMOTL1 2 0

ENSP00000357887 VPS72 2 0

ENSP00000322343 CDK20 2 0

ENSP00000382697 ROCK1 2 0

ENSP00000320324 NPEPPS 2 0

ENSP00000367721 NUP160 2 0

ENSP00000378400 LIMA1 2 0

ENSP00000389649 ATP5J 2 0

ENSP00000361005 ATPAF1 2 0

ENSP00000284727 ATP5G3 2 0

ENSP00000417190 ATPAF2 2 0

ENSP00000301587 ATP5H 2 0

ENSP00000290299 ATP5O 2 0

ENSP00000370414 ATP5EP2 2 0

ENSP00000329757 ATP6V0C 2 0

ENSP00000377878 ATP5G2 2 0

ENSP00000358737 ATP5F1 2 0

ENSP00000354632 MT-ATP6 2 0

ENSP00000348205 ATP5G1 2 0

ENSP00000300688 ATP5L 2 0

ENSP00000431605 ATP6V0B 2 0

ENSP00000381214 RGPD2 2 0

ENSP00000355205 INO80 2 0

ENSP00000355261 SMG5 2 0

ENSP00000398131 GSPT1 2 0

ENSP00000341247 GSPT2 2 0

ENSP00000360922 STAU1 2 0

ENSP00000300917 SMG8 2 0

ENSP00000367787 LIG3 2 0

ENSP00000449428 TWF1 2 0

ENSP00000358854 TAF5 2 0

ENSP00000361264 RAPGEF1 2 0

ENSP00000437940 CD19 2 0

ENSP00000346151 MAGI2 2 0

ENSP00000385450 MAGI1 2 0

ENSP00000361219 GTF3C4 2 0

ENSP00000367835 PRPF18 2 0

ENSP00000362948 MED18 2 0

ENSP00000356056 DYNLT1 2 0

ENSP00000349679 DYNLRB1 2 0

ENSP00000367841 DYNLT3 2 0

ENSP00000339299 TRIO 2 0

ENSP00000323194 PLXNA4 2 0

ENSP00000377061 PLXNA1 2 0

ENSP00000375986 MAP3K4 2 0

ENSP00000366936 SHB 2 0

ENSP00000428982 CCNC 2 0

ENSP00000348886 STOML2 2 0

ENSP00000417464 RRP1 2 0

ENSP00000407323 EBNA1BP2 2 0

ENSP00000428619 UTP14C 2 0

ENSP00000344936 PTTG1 2 0

ENSP00000389140 DCC 2 0

ENSP00000393324 EIF4E3 2 0

ENSP00000373474 METTL14 2 0

ENSP00000430338 INTS8 2 0

ENSP00000355961 INTS7 2 0

ENSP00000433681 NCAPD3 2 0

ENSP00000366828 POLR3F 2 0

ENSP00000363284 POLE3 2 0

ENSP00000399718 MBIP 2 0

ENSP00000401566 ECD 2 0

ENSP00000418401 SRPRB 2 0

ENSP00000363642 BMS1 2 0

ENSP00000427407 SMIM20 2 0

ENSP00000360608 GRIN1 2 0

ENSP00000442046 TMTC1 2 0

ENSP00000392262 PPP5D1 2 0

ENSP00000377086 LONRF2 2 0

ENSP00000362386 TTC16 2 0

ENSP00000360860 IFIT5 2 0

ENSP00000358211 HSPA12A 2 0

ENSP00000360874 IFIT1B 2 0

ENSP00000357219 TTC24 2 0

ENSP00000344431 DNAJB13 2 0

ENSP00000339484 ZFAND4 2 0

ENSP00000359444 HSFX1 2 0

ENSP00000380675 WEE2 2 0

ENSP00000366249 UBD 2 0

ENSP00000361900 TOMM34 2 0

ENSP00000364298 FKBPL 2 0

ENSP00000360876 IFIT3 2 0

ENSP00000365005 MAP3K19 2 0

ENSP00000451131 TTC6 2 0

ENSP00000360690 LONRF3 2 0

ENSP00000374323 EPHA6 2 0

ENSP00000358309 EPHA7 2 0

ENSP00000362979 TGIF2 2 0

ENSP00000358640 SLC16A1 2 0

ENSP00000370330 ERBIN 2 0

ENSP00000417401 HELZ2 2 0

ENSP00000365682 TLE1 2 0

ENSP00000452454 GTF2A1 2 0

ENSP00000358312 PEX11B 2 0

ENSP00000374354 EXOSC8 2 0

ENSP00000368984 EXOSC9 2 0

ENSP00000398597 EXOSC6 2 0

ENSP00000406293 TCEA3 2 0

ENSP00000003100 CYP51A1 1 0

ENSP00000005178 PDK4 1 0

ENSP00000013125 MAP4K5 1 0

ENSP00000020945 SNAI2 1 0

ENSP00000023897 GABRA1 1 0

ENSP00000037243 GABARAPL2 1 0

ENSP00000053867 GRN 1 0

ENSP00000054650 THAP3 1 0

ENSP00000078429 GNA11 1 0

ENSP00000081029 MRPS35 1 0

ENSP00000085219 CD22 1 0

ENSP00000156471 AQR 1 0

ENSP00000158762 ACAP1 1 0

ENSP00000158771 DERL2 1 0

ENSP00000160262 ICAM3 1 0

ENSP00000160827 KIF22 1 0

ENSP00000161559 CEACAM1 1 0

ENSP00000166244 EPHA8 1 0

ENSP00000166534 P4HA2 1 0

ENSP00000169551 TIMM21 1 0

ENSP00000170630 IL4R 1 0

ENSP00000171887 TNS1 1 0

ENSP00000172229 NGFR 1 0

ENSP00000174653 AP3M2 1 0

ENSP00000199389 EIF2AK1 1 0

ENSP00000200453 PPP1R15A 1 0

ENSP00000203001 TRMT6 1 0

ENSP00000215570 TIMM13 1 0

ENSP00000215909 LGALS1 1 0

ENSP00000216027 HSCB 1 0

ENSP00000216029 CBY1 1 0

ENSP00000216117 HMOX1 1 0

ENSP00000216121 NIPSNAP1 1 0

ENSP00000216218 ST13 1 0

ENSP00000216254 ACO2 1 0

ENSP00000216373 SOS2 1 0

ENSP00000216513 SIX4 1 0

ENSP00000217073 PABPC1L 1 0

ENSP00000217086 SALL4 1 0

ENSP00000217121 TPD52L2 1 0

ENSP00000217173 UBOX5 1 0

ENSP00000217185 PTK6 1 0

ENSP00000217381 SNTA1 1 0

ENSP00000218224 PQBP1 1 0

ENSP00000218249 RAB40AL 1 0

ENSP00000218439 MAGED2 1 0

ENSP00000219070 MMP2 1 0

ENSP00000219097 ORC6 1 0

ENSP00000219406 PDIA2 1 0

ENSP00000220531 BLOC1S6 1 0

ENSP00000220597 PAG1 1 0

ENSP00000220751 RIPK2 1 0

ENSP00000220764 DECR1 1 0

ENSP00000220913 CHRAC1 1 0

ENSP00000220931 NCALD 1 0

ENSP00000221114 DCTN6 1 0

ENSP00000221132 TNFRSF10A 1 0

ENSP00000221232 CNOT3 1 0

ENSP00000221476 CKM 1 0

ENSP00000221480 PEX11G 1 0

ENSP00000221922 CCDC9 1 0

ENSP00000221972 CD79A 1 0

ENSP00000222120 RAB3D 1 0

ENSP00000222254 PIK3R2 1 0

ENSP00000222256 RAB3A 1 0

ENSP00000222308 FKBP8 1 0

ENSP00000222390 HGF 1 0

ENSP00000222574 HBP1 1 0

ENSP00000222644 MPP6 1 0

ENSP00000222726 HOXA5 1 0

ENSP00000222823 NOD1 1 0

ENSP00000222990 SNX8 1 0

ENSP00000223366 GCK 1 0

ENSP00000224337 BLNK 1 0

ENSP00000224862 FBXL15 1 0

ENSP00000224950 OBFC1 1 0

ENSP00000225174 PPIF 1 0

ENSP00000225298 UTP18 1 0

ENSP00000225512 WNT3 1 0

ENSP00000225567 GOSR2 1 0

ENSP00000225698 C1QBP 1 0

ENSP00000225724 GOSR1 1 0

ENSP00000225729 DRG2 1 0

ENSP00000225740 ALDH3A1 1 0

ENSP00000225792 DDX5 1 0

ENSP00000225964 COL1A1 1 0

ENSP00000226091 EFNB3 1 0

ENSP00000226105 RANGRF 1 0

ENSP00000226796 GAR1 1 0

ENSP00000227758 BIRC2 1 0

ENSP00000228641 MYF6 1 0

ENSP00000228644 MYF5 1 0

ENSP00000228740 LTA4H 1 0

ENSP00000228825 ARPC3 1 0

ENSP00000229251 COPS7A 1 0

ENSP00000229379 COX6A1 1 0

ENSP00000229769 FANCE 1 0

ENSP00000229922 CAP2 1 0

ENSP00000230056 GMNN 1 0

ENSP00000230085 SNX3 1 0

ENSP00000230859 PAPD7 1 0

ENSP00000231009 GZMK 1 0

ENSP00000231021 CDH9 1 0

ENSP00000233025 SPCS1 1 0

ENSP00000233331 INO80B 1 0

ENSP00000233575 SNX17 1 0

ENSP00000233615 WBP1 1 0

ENSP00000233893 HSPE1 1 0

ENSP00000234091 ID2 1 0

ENSP00000234396 ATP6V1B1 1 0

ENSP00000235329 MFN2 1 0

ENSP00000237449 DNAH6 1 0

ENSP00000237596 PKD2 1 0

ENSP00000239849 TNFSF11 1 0

ENSP00000240055 NFYB 1 0

ENSP00000240123 SORBS3 1 0

ENSP00000240139 PPP3CC 1 0

ENSP00000240874 KALRN 1 0

ENSP00000241041 PEX16 1 0

ENSP00000241125 GJA3 1 0

ENSP00000241436 POLK 1 0

ENSP00000241651 MYOG 1 0

ENSP00000242261 TWIST1 1 0

ENSP00000242728 BHLHE41 1 0

ENSP00000242776 DDX39A 1 0

ENSP00000243222 COL10A1 1 0

ENSP00000243298 RAB9B 1 0

ENSP00000243346 NMI 1 0

ENSP00000243457 KCNJ2 1 0

ENSP00000243903 ACTR5 1 0

ENSP00000244040 RAB22A 1 0

ENSP00000244051 MOCS3 1 0

ENSP00000244426 FBXO9 1 0

ENSP00000244711 MEA1 1 0

ENSP00000245121 KATNAL2 1 0

ENSP00000245206 GOT2 1 0

ENSP00000245323 EFNB2 1 0

ENSP00000245407 SLC22A5 1 0

ENSP00000245479 SOX9 1 0

ENSP00000245787 INSIG2 1 0

ENSP00000245838 THOC2 1 0

ENSP00000246006 CD93 1 0

ENSP00000246069 DSTN 1 0

ENSP00000246190 NECAB3 1 0

ENSP00000246554 COX6B1 1 0

ENSP00000246672 NR1D1 1 0

ENSP00000246785 BCL2L12 1 0

ENSP00000246794 PRRG2 1 0

ENSP00000246801 TSKS 1 0

ENSP00000246802 GLTSCR2 1 0

ENSP00000246957 TRAP1 1 0

ENSP00000247178 ATG14 1 0

ENSP00000247182 SIX1 1 0

ENSP00000247655 COX7C 1 0

ENSP00000247977 FBXL12 1 0

ENSP00000247986 KIF17 1 0

ENSP00000248071 KLF2 1 0

ENSP00000248211 ZNF10 1 0

ENSP00000248633 PEX1 1 0

ENSP00000248846 TUBGCP6 1 0

ENSP00000249883 AMOTL2 1 0

ENSP00000250056 FAM64A 1 0

ENSP00000250263 ERI1 1 0

ENSP00000250405 BCL2L2 1 0

ENSP00000251289 WDR18 1 0

ENSP00000251547 FBXO44 1 0

ENSP00000251588 NARFL 1 0

ENSP00000251775 SNX4 1 0

ENSP00000251810 RRM2B 1 0

ENSP00000251900 SCML2 1 0

ENSP00000252015 TRPC4AP 1 0

ENSP00000252486 APOE 1 0

ENSP00000252785 SCO2 1 0

ENSP00000252936 TUBGCP2 1 0

ENSP00000253048 ZC3H4 1 0

ENSP00000253063 SESN2 1 0

ENSP00000253401 ARHGEF9 1 0

ENSP00000253571 RLIM 1 0

ENSP00000253686 MRPS25 1 0

ENSP00000253727 NR1H2 1 0

ENSP00000253778 GFPT2 1 0

ENSP00000253801 G6PC 1 0

ENSP00000254101 PRKAB2 1 0

ENSP00000254235 ADCY7 1 0

ENSP00000254250 THAP1 1 0

ENSP00000254286 ACTR10 1 0

ENSP00000254301 LGALS3 1 0

ENSP00000254325 RFX1 1 0

ENSP00000254508 NUP210 1 0

ENSP00000254663 SCLY 1 0

ENSP00000254806 WBP2 1 0

ENSP00000255108 DPH2 1 0

ENSP00000255120 NASP 1 0

ENSP00000255194 AP3B1 1 0

ENSP00000255224 SYT4 1 0

ENSP00000255389 PEMT 1 0

ENSP00000256255 SARAF 1 0

ENSP00000256578 AMPD2 1 0

ENSP00000256689 SLC38A2 1 0

ENSP00000257181 PRPF38A 1 0

ENSP00000257189 DSG3 1 0

ENSP00000257198 DSC1 1 0

ENSP00000257245 TIMM10 1 0

ENSP00000257552 MSI1 1 0

ENSP00000257566 TBX3 1 0

ENSP00000257604 TRAFD1 1 0

ENSP00000257745 KMT2E 1 0

ENSP00000257749 BACH2 1 0

ENSP00000257818 LMO2 1 0

ENSP00000257857 CD63 1 0



ENSP00000258169 MPHOSPH6 1 0

ENSP00000258201 FHOD1 1 0

ENSP00000258301 STX6 1 0

ENSP00000258418 CAB39 1 0

ENSP00000258428 REV1 1 0

ENSP00000258484 EPC2 1 0

ENSP00000258494 ALDH1L2 1 0

ENSP00000258742 NUPL2 1 0

ENSP00000258807 CIDEB 1 0

ENSP00000259008 BRIP1 1 0

ENSP00000259037 NDUFB5 1 0

ENSP00000259239 IMP4 1 0

ENSP00000259254 GYPC 1 0

ENSP00000259271 GAD2 1 0

ENSP00000259400 STX17 1 0

ENSP00000259512 DERL1 1 0

ENSP00000259569 RANBP6 1 0

ENSP00000259632 DCTN3 1 0

ENSP00000259633 CD72 1 0

ENSP00000259708 KLC4 1 0

ENSP00000259727 GMPR 1 0

ENSP00000259818 TUBB2B 1 0

ENSP00000259915 POU5F1 1 0

ENSP00000260045 THAP12 1 0

ENSP00000260197 SORL1 1 0

ENSP00000260270 FDX1 1 0

ENSP00000260356 THBS1 1 0

ENSP00000260385 RMDN3 1 0

ENSP00000260408 ADAM10 1 0

ENSP00000260563 RTCA 1 0

ENSP00000260600 ADCY3 1 0

ENSP00000260605 DYNC2LI1 1 0

ENSP00000260926 SATB2 1 0

ENSP00000260985 IDH1 1 0

ENSP00000261017 ABI2 1 0

ENSP00000261023 ITGAV 1 0

ENSP00000261182 NAP1L1 1 0

ENSP00000261191 ASUN 1 0

ENSP00000261302 FOXN3 1 0

ENSP00000261349 LRP6 1 0

ENSP00000261438 KLF3 1 0

ENSP00000261464 TRAF5 1 0

ENSP00000261507 MSMO1 1 0

ENSP00000261523 RORA 1 0

ENSP00000261537 MIB1 1 0

ENSP00000261584 PALB2 1 0

ENSP00000261600 THOC1 1 0

ENSP00000261667 KPNA3 1 0

ENSP00000261708 UTP6 1 0

ENSP00000261716 TAOK1 1 0

ENSP00000261722 AP3B2 1 0

ENSP00000261741 RBM19 1 0

ENSP00000261839 MYO5C 1 0

ENSP00000261937 FLT4 1 0

ENSP00000261965 TUBGCP3 1 0

ENSP00000262031 RBMS2 1 0

ENSP00000262053 ATF1 1 0

ENSP00000262139 WIPI1 1 0

ENSP00000262319 TELO2 1 0

ENSP00000262366 GLIS2 1 0

ENSP00000262395 TRAF4 1 0

ENSP00000262418 SLC4A1 1 0

ENSP00000262544 SEC23B 1 0

ENSP00000262593 DOK5 1 0

ENSP00000262608 CECR2 1 0

ENSP00000262633 RBM42 1 0

ENSP00000262713 AJUBA 1 0

ENSP00000262843 MID2 1 0

ENSP00000262850 RRAGB 1 0

ENSP00000262866 SLA2 1 0

ENSP00000262878 SAMHD1 1 0

ENSP00000262953 TLE2 1 0

ENSP00000262971 PIAS4 1 0

ENSP00000263033 SYTL4 1 0

ENSP00000263043 ICK 1 0

ENSP00000263071 SCARF1 1 0

ENSP00000263097 CNN2 1 0

ENSP00000263168 CAPZA1 1 0

ENSP00000263187 MSH4 1 0

ENSP00000263207 ARVCF 1 0

ENSP00000263209 DGCR8 1 0

ENSP00000263228 UBE2R2 1 0

ENSP00000263413 C6 1 0

ENSP00000263431 PRKCG 1 0

ENSP00000263464 BIRC3 1 0

ENSP00000263577 CDON 1 0

ENSP00000263620 ARID3A 1 0

ENSP00000263635 TANC1 1 0

ENSP00000263663 TAF1B 1 0

ENSP00000263736 SRBD1 1 0

ENSP00000263773 FNBP4 1 0

ENSP00000263816 LRP2 1 0

ENSP00000263846 SYT7 1 0

ENSP00000263969 MFN1 1 0

ENSP00000264027 SC5D 1 0

ENSP00000264042 FARP2 1 0

ENSP00000264047 SLC5A7 1 0

ENSP00000264051 NGEF 1 0

ENSP00000264065 DNAJC10 1 0

ENSP00000264170 KYNU 1 0

ENSP00000264202 CAPZB 1 0

ENSP00000264313 SLAIN2 1 0

ENSP00000264316 TXK 1 0

ENSP00000264428 GLRB 1 0

ENSP00000264447 ZNF638 1 0

ENSP00000264463 CDH10 1 0

ENSP00000264498 FGF2 1 0

ENSP00000264554 SHC2 1 0

ENSP00000264568 BMPR1B 1 0

ENSP00000264638 CNTNAP1 1 0

ENSP00000264734 CLDN16 1 0

ENSP00000264758 ADD1 1 0

ENSP00000264832 ICAM1 1 0

ENSP00000264834 KLF1 1 0

ENSP00000264933 PDCD6 1 0

ENSP00000264935 CEP72 1 0

ENSP00000264938 SLC9A3 1 0

ENSP00000265028 DNAJB11 1 0

ENSP00000265038 ERCC8 1 0

ENSP00000265071 CDH6 1 0

ENSP00000265104 DNAH5 1 0

ENSP00000265140 SLF1 1 0

ENSP00000265192 PAIP2 1 0

ENSP00000265260 PCNP 1 0

ENSP00000265310 TRPV5 1 0

ENSP00000265462 PRDX5 1 0

ENSP00000265537 LARS2 1 0

ENSP00000265641 CPT1A 1 0

ENSP00000265748 ANLN 1 0

ENSP00000265969 KCNC1 1 0

ENSP00000265990 BTAF1 1 0

ENSP00000266087 FBXO7 1 0

ENSP00000266397 ERP27 1 0

ENSP00000266458 GABARAPL1 1 0

ENSP00000266505 PLCZ1 1 0

ENSP00000266544 NDUFA9 1 0

ENSP00000267202 VPS37B 1 0

ENSP00000267383 CDH24 1 0

ENSP00000267415 TINF2 1 0

ENSP00000267425 NOP9 1 0

ENSP00000267622 TRIP11 1 0

ENSP00000267884 SRP14 1 0

ENSP00000267996 TPM1 1 0

ENSP00000268603 CDH11 1 0

ENSP00000268876 UNC45B 1 0

ENSP00000269321 ARHGDIA 1 0

ENSP00000269848 PFKL 1 0

ENSP00000269886 SH3GL1 1 0

ENSP00000270142 SOD1 1 0

ENSP00000270223 DMWD 1 0

ENSP00000270458 CACNG8 1 0

ENSP00000270617 ZNF473 1 0

ENSP00000271450 FCGR2A 1 0

ENSP00000272444 DUSP11 1 0

ENSP00000272638 UBXN4 1 0

ENSP00000272930 UBE2F 1 0

ENSP00000272995 COPS7B 1 0

ENSP00000273317 LIMD1 1 0

ENSP00000273480 RNF7 1 0

ENSP00000273482 TRPC1 1 0

ENSP00000273588 AMT 1 0

ENSP00000273853 CENPC 1 0

ENSP00000273962 TRMT10A 1 0

ENSP00000273963 KLHL8 1 0

ENSP00000274008 SPATA5 1 0

ENSP00000274137 NDUFS6 1 0

ENSP00000274140 06. Mrz 1 0

ENSP00000274170 CDH18 1 0

ENSP00000274289 PLK2 1 0

ENSP00000274306 GZMA 1 0

ENSP00000274311 PELO 1 0

ENSP00000274545 GABRA6 1 0

ENSP00000275605 PSPH 1 0

ENSP00000275732 GIGYF1 1 0

ENSP00000276014 CCNB3 1 0

ENSP00000276297 DLC1 1 0

ENSP00000276326 FBXO25 1 0

ENSP00000277575 USP6NL 1 0

ENSP00000278618 AASDHPPT 1 0

ENSP00000278888 MS4A2 1 0

ENSP00000280704 LDHC 1 0

ENSP00000280706 LDHAL6A 1 0

ENSP00000280904 DSC2 1 0

ENSP00000281043 MYCN 1 0

ENSP00000281589 PABPC3 1 0

ENSP00000281623 FBXO4 1 0

ENSP00000281828 FARSB 1 0

ENSP00000281938 HSPB8 1 0

ENSP00000282588 ITGA1 1 0

ENSP00000283122 CETN3 1 0

ENSP00000283249 ITGB6 1 0

ENSP00000283351 TRAPPC8 1 0

ENSP00000284049 CHD1 1 0

ENSP00000284073 MSI2 1 0

ENSP00000284202 IMPACT 1 0

ENSP00000284523 WNT3A 1 0

ENSP00000284951 SEL1L2 1 0

ENSP00000285018 WNT7A 1 0

ENSP00000285379 CA2 1 0

ENSP00000285679 USP25 1 0

ENSP00000286175 PPIL3 1 0

ENSP00000286186 CASP10 1 0

ENSP00000286201 FZD7 1 0

ENSP00000286639 BATF 1 0

ENSP00000286800 BACH1 1 0

ENSP00000286835 SCAF4 1 0

ENSP00000287239 KAT6B 1 0

ENSP00000288071 DDX19B 1 0

ENSP00000288199 RNF111 1 0

ENSP00000288422 TAB3 1 0

ENSP00000288828 WIPI2 1 0

ENSP00000288840 SMAD6 1 0

ENSP00000289081 FANCC 1 0

ENSP00000289902 FCER1G 1 0

ENSP00000290015 WNT9B 1 0

ENSP00000290167 WNT4 1 0

ENSP00000290649 AMFR 1 0

ENSP00000291527 TFF1 1 0

ENSP00000292852 FBXO17 1 0

ENSP00000292853 FBXO27 1 0

ENSP00000293441 SHANK1 1 0

ENSP00000293662 GRASP 1 0

ENSP00000293860 POLR3K 1 0

ENSP00000294008 SLX4 1 0

ENSP00000294066 MAP4K2 1 0

ENSP00000295050 SPRTN 1 0

ENSP00000295137 ACTG2 1 0

ENSP00000295452 GABRG1 1 0

ENSP00000295666 IGFBP7 1 0

ENSP00000295746 KIAA1524 1 0

ENSP00000295756 TRAT1 1 0

ENSP00000295886 NKX6-1 1 0

ENSP00000295887 CDS1 1 0

ENSP00000295888 WDFY3 1 0

ENSP00000295899 THOC7 1 0

ENSP00000295959 RPP14 1 0

ENSP00000295987 SYN1 1 0

ENSP00000296129 CDCP1 1 0

ENSP00000296255 RPN1 1 0

ENSP00000296388 P3H1 1 0

ENSP00000296440 PLXNB1 1 0

ENSP00000296641 F2RL2 1 0

ENSP00000296754 ERAP1 1 0

ENSP00000296792 UTP15 1 0

ENSP00000297268 COL1A2 1 0

ENSP00000297323 ADCY1 1 0

ENSP00000297494 NOS3 1 0

ENSP00000297540 PHAX 1 0

ENSP00000297792 KDM1B 1 0

ENSP00000297814 KIF27 1 0

ENSP00000297990 NOL6 1 0

ENSP00000298048 MELK 1 0

ENSP00000298159 CFL2 1 0

ENSP00000298281 PCF11 1 0

ENSP00000298428 SEC61A2 1 0

ENSP00000298510 PRDX3 1 0

ENSP00000299001 PIWIL4 1 0

ENSP00000299759 RRAD 1 0

ENSP00000299824 PPP1R16B 1 0

ENSP00000300087 DCTN5 1 0

ENSP00000300105 CACNG2 1 0

ENSP00000300107 CLPX 1 0

ENSP00000300134 STAT6 1 0

ENSP00000300589 NOD2 1 0

ENSP00000300692 CD3D 1 0

ENSP00000301072 TUBA1C 1 0

ENSP00000301242 PPP1R14A 1 0

ENSP00000301264 DAPK3 1 0

ENSP00000301281 UBXN6 1 0

ENSP00000301459 RCOR2 1 0

ENSP00000301761 SDHAF2 1 0

ENSP00000301887 BATF2 1 0

ENSP00000301920 MMADHC 1 0

ENSP00000302037 MFF 1 0

ENSP00000302176 ASPSCR1 1 0

ENSP00000302239 USP8 1 0

ENSP00000302276 HEXIM2 1 0

ENSP00000302393 LDHAL6B 1 0

ENSP00000302456 KLF13 1 0

ENSP00000302625 AXIN2 1 0

ENSP00000302805 DDI1 1 0

ENSP00000302846 PTGER4 1 0

ENSP00000303042 AFAP1L2 1 0

ENSP00000303939 CTLA4 1 0

ENSP00000304501 ADORA2B 1 0

ENSP00000304502 SIX2 1 0

ENSP00000304604 MAGI3 1 0

ENSP00000304689 THAP11 1 0

ENSP00000305416 S1PR1 1 0

ENSP00000305465 PDILT 1 0

ENSP00000305777 CSNK1G1 1 0

ENSP00000306010 ARF4 1 0

ENSP00000306253 ITPR1 1 0

ENSP00000306396 RNF187 1 0

ENSP00000306497 KCNJ4 1 0

ENSP00000306752 BOLA2B 1 0

ENSP00000306881 SEC23A 1 0

ENSP00000306894 ETV5 1 0

ENSP00000306997 MYOZ2 1 0

ENSP00000307850 DRAP1 1 0

ENSP00000308176 BTK 1 0

ENSP00000308179 WDR3 1 0

ENSP00000308275 MRPL38 1 0

ENSP00000308461 RND1 1 0

ENSP00000308583 APITD1 1 0

ENSP00000308622 GLE1 1 0

ENSP00000308741 CLOCK 1 0

ENSP00000308750 CBX2 1 0

ENSP00000308774 BMX 1 0

ENSP00000308937 PMP22 1 0

ENSP00000309142 PDE12 1 0

ENSP00000309166 RBM4 1 0

ENSP00000309198 UBE3C 1 0

ENSP00000309457 VPS41 1 0

ENSP00000309629 CFL1 1 0

ENSP00000309757 LPL 1 0

ENSP00000309968 ADAM17 1 0

ENSP00000310088 PTMS 1 0

ENSP00000310356 RMI2 1 0

ENSP00000310406 RIN1 1 0

ENSP00000310561 ARHGAP32 1 0

ENSP00000310620 SNX32 1 0

ENSP00000310623 ISCU 1 0

ENSP00000310686 FBXW8 1 0

ENSP00000310688 ABCD2 1 0

ENSP00000310841 FBXO31 1 0

ENSP00000311360 RAD9A 1 0

ENSP00000311427 SNX33 1 0

ENSP00000311489 SPTBN2 1 0

ENSP00000311768 ZNF706 1 0

ENSP00000311816 REST 1 0

ENSP00000312066 SRP68 1 0

ENSP00000312107 UBXN2A 1 0

ENSP00000312356 TRMT10C 1 0

ENSP00000312397 KLHL3 1 0

ENSP00000312435 DAG1 1 0

ENSP00000312455 CFLAR 1 0

ENSP00000312631 INSM1 1 0

ENSP00000312856 LMO3 1 0

ENSP00000314193 WDR75 1 0

ENSP00000314520 KCNA2 1 0

ENSP00000315112 RNF31 1 0

ENSP00000315410 OSBPL3 1 0

ENSP00000315569 DIS3L2 1 0

ENSP00000315644 TYMS 1 0

ENSP00000315680 PEX7 1 0

ENSP00000315713 SSH1 1 0

ENSP00000316007 SCAMP4 1 0

ENSP00000316328 CIITA 1 0

ENSP00000316377 DLGAP1 1 0

ENSP00000316454 PACS1 1 0

ENSP00000316649 OSBPL2 1 0

ENSP00000316842 SIX5 1 0

ENSP00000316845 ARHGEF4 1 0

ENSP00000317469 BBS1 1 0

ENSP00000317817 SH2D3C 1 0

ENSP00000317902 CEP57 1 0

ENSP00000318128 BLOC1S4 1 0

ENSP00000318197 TUBA3E 1 0

ENSP00000318227 DCAF8 1 0

ENSP00000318351 BCKDHB 1 0

ENSP00000318352 MRFAP1 1 0

ENSP00000318415 RBMXL1 1 0

ENSP00000318641 INTS3 1 0

ENSP00000318697 TUBB6 1 0

ENSP00000318977 GEN1 1 0

ENSP00000319166 CDH7 1 0

ENSP00000319377 NLRP12 1 0

ENSP00000319664 NUDC 1 0

ENSP00000319992 TMEM11 1 0

ENSP00000320447 NR2C2 1 0

ENSP00000320485 ARID1A 1 0

ENSP00000321271 PXMP2 1 0

ENSP00000321326 F2R 1 0

ENSP00000321424 SLC34A1 1 0

ENSP00000321537 LLGL1 1 0

ENSP00000321617 ANKZF1 1 0

ENSP00000321711 DIS3L 1 0

ENSP00000321845 SEC24C 1 0

ENSP00000321971 RHOT2 1 0

ENSP00000321999 PTH1R 1 0

ENSP00000322532 PELI3 1 0

ENSP00000322788 MMP1 1 0

ENSP00000322887 CIRBP 1 0

ENSP00000322977 SSBP2 1 0

ENSP00000323588 SOX2 1 0

ENSP00000323659 KDM3A 1 0

ENSP00000324573 FLII 1 0

ENSP00000324742 IL32 1 0

ENSP00000324810 MVB12A 1 0

ENSP00000324827 AKAP17A 1 0

ENSP00000324956 RNF14 1 0

ENSP00000325369 AP3S1 1 0

ENSP00000326272 FOXL1 1 0

ENSP00000326531 THOC6 1 0

ENSP00000327197 SENP5 1 0

ENSP00000327251 NOS2 1 0

ENSP00000327268 NDUFV2 1 0

ENSP00000328150 KCNJ12 1 0

ENSP00000328251 MINA 1 0

ENSP00000328511 KCNA4 1 0

ENSP00000328720 FOXK1 1 0

ENSP00000329002 HAX1 1 0

ENSP00000329117 AMER1 1 0

ENSP00000329668 SHC4 1 0

ENSP00000329715 DRG1 1 0

ENSP00000330031 PIWIL3 1 0

ENSP00000330032 UPP1 1 0

ENSP00000330276 PTPN21 1 0

ENSP00000330381 WDR5B 1 0

ENSP00000330572 MAPK8IP2 1 0

ENSP00000331103 IP6K2 1 0

ENSP00000331106 PEX26 1 0

ENSP00000331152 MXI1 1 0

ENSP00000332171 DMTF1 1 0

ENSP00000332995 KMT5A 1 0

ENSP00000333329 USP17L2 1 0

ENSP00000333401 MRPL40 1 0

ENSP00000333496 KCND2 1 0

ENSP00000334188 PFDN5 1 0

ENSP00000334280 TACC2 1 0

ENSP00000334928 PTPRB 1 0

ENSP00000335106 KATNA1 1 0

ENSP00000335320 BCL9L 1 0

ENSP00000335592 GABRA5 1 0

ENSP00000335677 FOXK2 1 0

ENSP00000336655 STRADA 1 0

ENSP00000336702 EIF5A 1 0

ENSP00000337053 SEL1L 1 0

ENSP00000337056 CDKN2D 1 0

ENSP00000337168 EPB41L1 1 0

ENSP00000337439 DACT1 1 0

ENSP00000337445 ELAC2 1 0

ENSP00000337477 FAM60A 1 0

ENSP00000337759 DXO 1 0

ENSP00000337838 RTN4 1 0

ENSP00000338191 SNTB2 1 0

ENSP00000338207 LMO1 1 0

ENSP00000338358 SERPINB6 1 0

ENSP00000338629 RERE 1 0

ENSP00000338777 AP3S2 1 0

ENSP00000339328 PLAUR 1 0

ENSP00000339692 RASSF4 1 0

ENSP00000339958 NISCH 1 0

ENSP00000340017 DOC2A 1 0

ENSP00000340279 SSX2IP 1 0

ENSP00000340329 CAPRIN1 1 0

ENSP00000340913 TRPC6 1 0

ENSP00000341032 WNT7B 1 0

ENSP00000341071 ARHGEF3 1 0

ENSP00000341524 06. Sep 1 0

ENSP00000341625 CYB5A 1 0

ENSP00000341940 CAV3 1 0

ENSP00000342181 SRP72 1 0

ENSP00000342667 RNF19A 1 0

ENSP00000342830 RDX 1 0

ENSP00000342924 MCPH1 1 0

ENSP00000342931 POU1F1 1 0

ENSP00000343144 PARD6G 1 0

ENSP00000343479 NBR1 1 0

ENSP00000343505 TNFSF13 1 0

ENSP00000343782 ADRB3 1 0

ENSP00000343818 CDK5RAP2 1 0

ENSP00000343819 OTX2 1 0

ENSP00000344277 DOK4 1 0

ENSP00000344468 SDC3 1 0

ENSP00000344609 BTG3 1 0

ENSP00000345494 PLSCR1 1 0

ENSP00000345771 PFKM 1 0

ENSP00000345873 SLC26A3 1 0

ENSP00000346130 SVIP 1 0

ENSP00000346412 ELP5 1 0

ENSP00000346437 ATG7 1 0

ENSP00000347134 NET1 1 0

ENSP00000347301 BEGAIN 1 0

ENSP00000347684 LMX1B 1 0

ENSP00000347883 PLEKHA7 1 0

ENSP00000347979 FAS 1 0

ENSP00000348897 GABRA2 1 0

ENSP00000349727 DOK3 1 0

ENSP00000349856 PRRC2B 1 0

ENSP00000350447 SGO2 1 0

ENSP00000350844 PAX5 1 0

ENSP00000350869 ZNF346 1 0

ENSP00000350878 S1PR3 1 0

ENSP00000350937 TES 1 0

ENSP00000351147 DCAF4 1 0

ENSP00000351250 TRIM33 1 0

ENSP00000351497 FCGR2B 1 0

ENSP00000351769 DUS2 1 0

ENSP00000351813 05. Mrz 1 0

ENSP00000352358 TRPV6 1 0

ENSP00000352463 TCF20 1 0

ENSP00000352678 SUPV3L1 1 0

ENSP00000352927 MTCL1 1 0

ENSP00000353010 ATG2B 1 0

ENSP00000353512 PARP9 1 0

ENSP00000354158 ERC1 1 0

ENSP00000354201 UBE2Z 1 0

ENSP00000354219 TPM2 1 0

ENSP00000354877 ULK2 1 0

ENSP00000355593 DISC1 1 0

ENSP00000355955 NENF 1 0

ENSP00000356224 SYNE1 1 0

ENSP00000356230 KLHL12 1 0

ENSP00000356234 KDM5B 1 0

ENSP00000356641 RFWD2 1 0

ENSP00000356814 DCAF6 1 0

ENSP00000357175 ETV3 1 0



ENSP00000357177 ARHGEF11 1 0

ENSP00000357516 TPM3 1 0

ENSP00000357625 BNIP3 1 0

ENSP00000357748 BCCIP 1 0

ENSP00000357799 S100A10 1 0

ENSP00000357838 OAT 1 0

ENSP00000357842 TUFT1 1 0

ENSP00000358092 PRDM1 1 0

ENSP00000358497 RNGTT 1 0

ENSP00000358799 RBM15 1 0

ENSP00000359035 RTEL1 1 0

ENSP00000359398 BLOC1S2 1 0

ENSP00000360296 PLPP3 1 0

ENSP00000360371 SSBP3 1 0

ENSP00000360676 KTI12 1 0

ENSP00000360811 LHX3 1 0

ENSP00000361548 MPL 1 0

ENSP00000361558 NTMT1 1 0

ENSP00000362399 STXBP1 1 0

ENSP00000362638 MARCKSL1 1 0

ENSP00000362717 LHX2 1 0

ENSP00000363390 TRIM63 1 0

ENSP00000363603 FUCA1 1 0

ENSP00000363993 PSMB9 1 0

ENSP00000364398 HABP4 1 0

ENSP00000364404 DCAF17 1 0

ENSP00000364524 PAX7 1 0

ENSP00000366098 YIF1A 1 0

ENSP00000366915 KLF5 1 0

ENSP00000366988 SNX5 1 0

ENSP00000367817 PODXL 1 0

ENSP00000367959 HTR2A 1 0

ENSP00000370222 POMP 1 0

ENSP00000371532 VLDLR 1 0

ENSP00000371682 DCAF16 1 0

ENSP00000371689 CDH12 1 0

ENSP00000373301 SH3BP5 1 0

ENSP00000376544 CD79B 1 0

ENSP00000376611 TDG 1 0

ENSP00000377083 ALDH1L1 1 0

ENSP00000377492 HMMR 1 0

ENSP00000377655 SENP7 1 0

ENSP00000377854 LHX6 1 0

ENSP00000378720 KTN1 1 0

ENSP00000378965 SNTB1 1 0

ENSP00000379616 MYH11 1 0

ENSP00000380251 NUDT19 1 0

ENSP00000383382 GP1BB 1 0

ENSP00000384053 CSF2RB 1 0

ENSP00000391447 ASXL2 1 0

ENSP00000392617 SMARCD2 1 0

ENSP00000392896 HSBP1 1 0

ENSP00000394227 CSF2RA 1 0

ENSP00000397453 UBE2W 1 0

ENSP00000399970 PPP2R2D 1 0

ENSP00000399985 FLI1 1 0

ENSP00000402527 SENP6 1 0

ENSP00000403524 BRAP 1 0

ENSP00000410732 GABRG2 1 0

ENSP00000438465 PGAM5 1 0

ENSP00000295736 SLC4A7 1 0

ENSP00000295121 WDR92 1 0

ENSP00000355388 MPHOSPH8 1 0

ENSP00000360250 ENTPD1 1 0

ENSP00000302830 MAEA 1 0

ENSP00000268719 GID4 1 0

ENSP00000266069 GID8 1 0

ENSP00000318585 BACE1 1 0

ENSP00000283632 RMND5A 1 0

ENSP00000323527 MKLN1 1 0

ENSP00000329468 ADAP2 1 0

ENSP00000312789 DYRK1B 1 0

ENSP00000258062 REPS1 1 0

ENSP00000304250 CDK5R2 1 0

ENSP00000335357 CDKN3 1 0

ENSP00000222329 ERF 1 0

ENSP00000285402 ODF1 1 0

ENSP00000303476 TLN2 1 0

ENSP00000246533 CAPNS1 1 0

ENSP00000351410 PRKAR1A 1 0

ENSP00000354910 NRG2 1 0

ENSP00000344544 IKZF3 1 0

ENSP00000348821 MYOM1 1 0

ENSP00000320239 TRPM7 1 0

ENSP00000247191 DLGAP5 1 0

ENSP00000310042 ZNF622 1 0

ENSP00000279392 HIRIP3 1 0

ENSP00000380998 CHMP1A 1 0

ENSP00000254950 VPS4A 1 0

ENSP00000343742 BROX 1 0

ENSP00000411825 PDCD6IP 1 0

ENSP00000310440 CHMP2A 1 0

ENSP00000263780 CHMP2B 1 0

ENSP00000432279 CHMP1B 1 0

ENSP00000223500 CHMP5 1 0

ENSP00000317468 CHMP6 1 0

ENSP00000421380 SNF8 1 0

ENSP00000324491 CHMP7 1 0

ENSP00000324203 WRAP53 1 0

ENSP00000361707 TCEAL1 1 0

ENSP00000439856 CHERP 1 0

ENSP00000349887 ASNA1 1 0

ENSP00000365131 BAG6 1 0

ENSP00000265857 GET4 1 0

ENSP00000331111 ZNRD1 1 0

ENSP00000359151 DBT 1 0

ENSP00000332340 DDX28 1 0

ENSP00000340510 PPL 1 0

ENSP00000367705 BCOR 1 0

ENSP00000296785 ANKRA2 1 0

ENSP00000305071 RFXANK 1 0

ENSP00000287322 BAG4 1 0

ENSP00000276570 DNAJC5B 1 0

ENSP00000302476 HSPB2 1 0

ENSP00000359727 BAG2 1 0

ENSP00000255631 HSPBP1 1 0

ENSP00000388548 CITED1 1 0

ENSP00000345575 DNAJB12 1 0

ENSP00000404381 DNAJB14 1 0

ENSP00000360216 DNTT 1 0

ENSP00000355050 CTNNBL1 1 0

ENSP00000411822 ISY1-RAB43 1 0

ENSP00000361918 PPIE 1 0

ENSP00000295266 PDHA2 1 0

ENSP00000263035 DHTKD1 1 0

ENSP00000240316 COIL 1 0

ENSP00000265560 USP4 1 0

ENSP00000308000 TUT1 1 0

ENSP00000256857 GRP 1 0

ENSP00000320949 CNOT1 1 0

ENSP00000330060 CNOT10 1 0

ENSP00000285896 CNOT8 1 0

ENSP00000355279 CNOT7 1 0

ENSP00000305995 PGK2 1 0

ENSP00000345555 ENO4 1 0

ENSP00000342032 BPGM 1 0

ENSP00000363988 ALDOB 1 0

ENSP00000336927 ALDOA 1 0

ENSP00000359991 PGAM1 1 0

ENSP00000262646 RAB2A 1 0

ENSP00000362413 PGK1 1 0

ENSP00000229277 ENO2 1 0

ENSP00000370421 PDX1 1 0

ENSP00000303158 CCDC8 1 0

ENSP00000262958 GNA15 1 0

ENSP00000293308 KRT8 1 0

ENSP00000385551 ETV1 1 0

ENSP00000360025 GADD45A 1 0

ENSP00000286548 GNAQ 1 0

ENSP00000385636 OBSL1 1 0

ENSP00000317955 EEA1 1 0

ENSP00000365807 GNA14 1 0

ENSP00000303394 HSPB3 1 0

ENSP00000327850 NFATC1 1 0

ENSP00000457706 HSPB2-C11orf52 1 0

ENSP00000263980 SLC9A1 1 0

ENSP00000264169 ORC4 1 0

ENSP00000413632 MCMDC2 1 0

ENSP00000353098 MCMBP 1 0

ENSP00000350491 PRIM1 1 0

ENSP00000369409 EXOC3L4 1 0

ENSP00000332326 TNFAIP2 1 0

ENSP00000252482 EXOC3L2 1 0

ENSP00000265965 SERGEF 1 0

ENSP00000355827 FBXO28 1 0

ENSP00000314733 TOLLIP 1 0

ENSP00000376445 TIRAP 1 0

ENSP00000376568 MLF1 1 0

ENSP00000300181 TSC22D4 1 0

ENSP00000348020 MLH3 1 0

ENSP00000361170 MUTYH 1 0

ENSP00000406490 PMS1 1 0

ENSP00000265849 PMS2 1 0

ENSP00000323663 DBF4B 1 0

ENSP00000271526 PRCC 1 0

ENSP00000345096 IMPDH1 1 0

ENSP00000264220 PPAT 1 0

ENSP00000286621 ADK 1 0

ENSP00000411012 NSMAF 1 0

ENSP00000379065 TRPS1 1 0

ENSP00000361087 SNCG 1 0

ENSP00000266070 DIDO1 1 0

ENSP00000327465 MYT1 1 0

ENSP00000261368 SNCAIP 1 0

ENSP00000267540 STON2 1 0

ENSP00000300176 AGFG2 1 0

ENSP00000283921 HOXA10 1 0

ENSP00000329471 KDELR1 1 0

ENSP00000359000 GBF1 1 0

ENSP00000327436 SETD3 1 0

ENSP00000384515 PARVB 1 0

ENSP00000345751 SCNN1B 1 0

ENSP00000354609 CNKSR1 1 0

ENSP00000261313 PEBP1 1 0

ENSP00000421981 PAQR3 1 0

ENSP00000336591 PPP2R2B 1 0

ENSP00000368824 CNKSR2 1 0

ENSP00000256404 PEBP4 1 0

ENSP00000373167 TIGIT 1 0

ENSP00000280200 CD226 1 0

ENSP00000262518 SRCAP 1 0

ENSP00000396301 IK 1 0

ENSP00000296102 MRPL33 1 0

ENSP00000340797 TRIM3 1 0

ENSP00000256001 ACTR3B 1 0

ENSP00000367220 ACTR2 1 0

ENSP00000380427 ARPC4-TTLL3 1 0

ENSP00000259477 ARPC5L 1 0

ENSP00000295685 ARPC2 1 0

ENSP00000388169 ARPC4 1 0

ENSP00000260247 DCUN1D5 1 0

ENSP00000354660 MAGEC2 1 0

ENSP00000321209 ZNF274 1 0

ENSP00000333188 FOXL2 1 0

ENSP00000427772 WWC1 1 0

ENSP00000367398 NPHP4 1 0

ENSP00000328694 MOB2 1 0

ENSP00000407552 GAS7 1 0

ENSP00000419027 PCCB 1 0

ENSP00000255084 ALDH3B2 1 0

ENSP00000387123 ALDH7A1 1 0

ENSP00000345774 ALDH3A2 1 0

ENSP00000366927 ALDH1B1 1 0

ENSP00000297785 ALDH1A1 1 0

ENSP00000346827 ALDH9A1 1 0

ENSP00000332256 ALDH1A3 1 0

ENSP00000307786 CYCS 1 0

ENSP00000258424 COX5B 1 0

ENSP00000354499 MT-CO1 1 0

ENSP00000332887 UQCR10 1 0

ENSP00000354876 MT-CO2 1 0

ENSP00000354982 MT-CO3 1 0

ENSP00000297564 COX6C 1 0

ENSP00000367934 UQCRQ 1 0

ENSP00000306397 UQCRFS1 1 0

ENSP00000317780 COX5A 1 0

ENSP00000354554 MT-CYB 1 0

ENSP00000287490 COX6A2 1 0

ENSP00000358126 VPS45 1 0

ENSP00000353444 RAB5B 1 0

ENSP00000263277 EHD2 1 0

ENSP00000304376 RAB24 1 0

ENSP00000348812 PTPRD 1 0

ENSP00000436901 DPF2 1 0

ENSP00000315130 CLU 1 0

ENSP00000366898 HIF3A 1 0

ENSP00000272223 OSR1 1 0

ENSP00000444856 CUL2 1 0

ENSP00000262306 TCEB2 1 0

ENSP00000307080 EGLN2 1 0

ENSP00000345809 ZNF197 1 0

ENSP00000299163 HIF1AN 1 0

ENSP00000313811 USP20 1 0

ENSP00000350009 USP33 1 0

ENSP00000263734 EPAS1 1 0

ENSP00000355601 EGLN1 1 0

ENSP00000284811 TCEB1 1 0

ENSP00000305442 COG7 1 0

ENSP00000397441 COG6 1 0

ENSP00000299886 COG1 1 0

ENSP00000315775 COG4 1 0

ENSP00000305459 COG8 1 0

ENSP00000297135 COG5 1 0

ENSP00000355629 COG2 1 0

ENSP00000359990 LRRC40 1 0

ENSP00000360540 CEP55 1 0

ENSP00000450909 SLIRP 1 0

ENSP00000321732 CTDNEP1 1 0

ENSP00000412324 PPP2R5C 1 0

ENSP00000355237 CDC42BPB 1 0

ENSP00000345997 DMPK 1 0

ENSP00000317985 ROCK2 1 0

ENSP00000358464 SHOC2 1 0

ENSP00000262966 MPND 1 0

ENSP00000379217 UBFD1 1 0

ENSP00000384015 SUN1 1 0

ENSP00000290231 NCOA5 1 0

ENSP00000261593 RNF138 1 0

ENSP00000349085 MAGEA1 1 0

ENSP00000362803 PPIL1 1 0

ENSP00000263925 LNX1 1 0

ENSP00000282074 SPC25 1 0

ENSP00000465075 SPC24 1 0

ENSP00000370410 MPDZ 1 0

ENSP00000362734 CRB2 1 0

ENSP00000356370 CRB1 1 0

ENSP00000349204 CRB3 1 0

ENSP00000360200 PATJ 1 0

ENSP00000401277 CBLL1 1 0

ENSP00000403310 SNRNP35 1 0

ENSP00000344241 ZMAT5 1 0

ENSP00000290354 CBR3 1 0

ENSP00000318966 PINX1 1 0

ENSP00000393953 PNPT1 1 0

ENSP00000436926 NFRKB 1 0

ENSP00000403946 MBTD1 1 0

ENSP00000391457 INO80C 1 0

ENSP00000368632 GATA3 1 0

ENSP00000271883 GON4L 1 0

ENSP00000348069 SREBF1 1 0

ENSP00000457016 INO80E 1 0

ENSP00000431391 API5 1 0

ENSP00000334840 PNRC2 1 0

ENSP00000425133 SMG7 1 0

ENSP00000428756 STAU2 1 0

ENSP00000381740 PARP3 1 0

ENSP00000273258 ARL6IP5 1 0

ENSP00000462664 POLI 1 0

ENSP00000371419 PARP4 1 0

ENSP00000352565 HAND2 1 0

ENSP00000363689 ID3 1 0

ENSP00000266744 ASCL1 1 0

ENSP00000331057 TCF12 1 0

ENSP00000264824 LYL1 1 0

ENSP00000331040 OLIG2 1 0

ENSP00000405176 TWIST2 1 0

ENSP00000302216 ATOH1 1 0

ENSP00000330878 KPNA7 1 0

ENSP00000290650 UBR1 1 0

ENSP00000432743 TP53AIP1 1 0

ENSP00000362728 KPNA6 1 0

ENSP00000334373 KPNA4 1 0

ENSP00000312673 GH1 1 0

ENSP00000264350 HERC5 1 0

ENSP00000265523 BLVRA 1 0

ENSP00000287156 UBE2L6 1 0

ENSP00000379612 TAX1BP1 1 0

ENSP00000360183 STX16 1 0

ENSP00000356918 STX7 1 0

ENSP00000305255 STX8 1 0

ENSP00000294179 STX5 1 0

ENSP00000305810 STX18 1 0

ENSP00000338562 STX3 1 0

ENSP00000303437 TSNARE1 1 0

ENSP00000363054 STX12 1 0

ENSP00000466298 STX10 1 0

ENSP00000263864 VAMP8 1 0

ENSP00000385036 TCL1A 1 0

ENSP00000314971 TAF1D 1 0

ENSP00000359024 NOLC1 1 0

ENSP00000367406 TAF2 1 0

ENSP00000355051 TAF13 1 0

ENSP00000269142 TAF4B 1 0

ENSP00000362068 TAF8 1 0

ENSP00000418379 TAF1L 1 0

ENSP00000340271 TAF3 1 0

ENSP00000361998 TAF7L 1 0

ENSP00000423333 USP51 1 0

ENSP00000284273 UBASH3B 1 0

ENSP00000343785 SPRY1 1 0

ENSP00000302978 SPRY3 1 0

ENSP00000394049 SLA 1 0

ENSP00000306157 IL7R 1 0

ENSP00000410294 FGFR2 1 0

ENSP00000284776 SORBS2 1 0

ENSP00000327513 CSF1 1 0

ENSP00000317327 UBASH3A 1 0

ENSP00000354782 CD247 1 0

ENSP00000273261 LRIG1 1 0

ENSP00000296474 MST1R 1 0

ENSP00000314151 KLK3 1 0

ENSP00000372221 SERPINB5 1 0

ENSP00000305906 UTF1 1 0

ENSP00000284000 CEBPG 1 0

ENSP00000355607 GNPAT 1 0

ENSP00000345530 NEDD4 1 0

ENSP00000319096 RAP2B 1 0

ENSP00000389009 CARNS1 1 0

ENSP00000350928 GAD1 1 0

ENSP00000376946 BBS10 1 0

ENSP00000276651 DPYS 1 0

ENSP00000354347 GFPT1 1 0

ENSP00000361699 CTPS1 1 0

ENSP00000352222 CTPS2 1 0

ENSP00000359539 GOT1 1 0

ENSP00000442770 GPN3 1 0

ENSP00000363250 GPN2 1 0

ENSP00000308944 HLTF 1 0

ENSP00000275233 SHPRH 1 0

ENSP00000329213 SIVA1 1 0

ENSP00000361310 POLH 1 0

ENSP00000417602 MRPL47 1 0

ENSP00000305682 MRPL39 1 0

ENSP00000290208 MRPL10 1 0

ENSP00000301585 MRPL58 1 0

ENSP00000312311 MRPL46 1 0

ENSP00000347277 MRPL52 1 0

ENSP00000357823 MRPL9 1 0

ENSP00000355692 MRPL55 1 0

ENSP00000341082 MRPL20 1 0

ENSP00000447547 MRPL42 1 0

ENSP00000296137 FYCO1 1 0

ENSP00000278968 TAGLN 1 0

ENSP00000304553 MPLKIP 1 0

ENSP00000361635 VDAC2 1 0

ENSP00000358089 TIAL1 1 0

ENSP00000314649 ALDH5A1 1 0

ENSP00000281456 SLC25A4 1 0

ENSP00000370808 SLC25A6 1 0

ENSP00000290573 HK2 1 0

ENSP00000360671 SLC25A5 1 0

ENSP00000281154 SLC25A31 1 0

ENSP00000347847 MKL1 1 0

ENSP00000339086 MKL2 1 0

ENSP00000357535 ECHS1 1 0

ENSP00000337194 PRPF4B 1 0

ENSP00000268483 TXNL4B 1 0

ENSP00000358605 SMNDC1 1 0

ENSP00000311899 DAW1 1 0

ENSP00000358159 ASCC3 1 0

ENSP00000390651 IRAK4 1 0

ENSP00000287727 ZFYVE9 1 0

ENSP00000381565 DIAPH1 1 0

ENSP00000353157 02. Sep 1 0

ENSP00000361473 KDM4A 1 0

ENSP00000295934 HESX1 1 0

ENSP00000368253 NR0B1 1 0

ENSP00000343746 CORO2A 1 0

ENSP00000383365 TXNRD2 1 0

ENSP00000357348 HEY2 1 0

ENSP00000310006 NR1D2 1 0

ENSP00000322457 SIAH2 1 0

ENSP00000460823 TOM1L1 1 0

ENSP00000413697 TOM1 1 0

ENSP00000341344 GGA1 1 0

ENSP00000290378 ACTC1 1 0

ENSP00000364742 FBXO42 1 0

ENSP00000363211 TIMM23B 1 0

ENSP00000460885 CORO7-PAM16 1 0

ENSP00000379999 TIMM17B 1 0

ENSP00000392028 CHD7 1 0

ENSP00000373825 DNAH2 1 0

ENSP00000374490 DNAH17 1 0

ENSP00000311273 DNAH7 1 0

ENSP00000332198 NOP10 1 0

ENSP00000295025 REL 1 0

ENSP00000379090 PPP6R2 1 0

ENSP00000414202 PPP6R1 1 0

ENSP00000343966 PSPC1 1 0

ENSP00000318486 CDK5R1 1 0

ENSP00000383303 DSCAM 1 0

ENSP00000290246 ELMO2 1 0

ENSP00000312185 ELMO1 1 0

ENSP00000377566 ELMO3 1 0

ENSP00000344786 NFASC 1 0

ENSP00000325660 CNTN1 1 0

ENSP00000283256 SCN2A 1 0

ENSP00000360252 HOOK1 1 0

ENSP00000352138 KIRREL 1 0

ENSP00000290374 GJD2 1 0

ENSP00000384554 CLDN5 1 0

ENSP00000319281 BASP1 1 0

ENSP00000292475 ATP5J2 1 0

ENSP00000352926 TEAD4 1 0

ENSP00000355923 PTPN14 1 0

ENSP00000310701 TEAD2 1 0

ENSP00000345772 TEAD3 1 0

ENSP00000357360 MTX1 1 0

ENSP00000295767 CHCHD4 1 0

ENSP00000351214 TOMM7 1 0

ENSP00000354204 TOMM20L 1 0

ENSP00000316905 SFXN1 1 0

ENSP00000328690 DDX24 1 0

ENSP00000361092 SURF6 1 0

ENSP00000353246 MAK16 1 0

ENSP00000386134 NGDN 1 0

ENSP00000411010 DNTTIP2 1 0

ENSP00000355899 RRP15 1 0

ENSP00000352021 NOL12 1 0

ENSP00000386226 RBM34 1 0

ENSP00000298746 TRUB1 1 0

ENSP00000363384 ZNF593 1 0

ENSP00000410818 MAD2L1BP 1 0

ENSP00000380603 NCKAP5 1 0

ENSP00000294129 NCKIPSD 1 0

ENSP00000311857 PTPN2 1 0

ENSP00000354566 CD3E 1 0

ENSP00000339826 PIK3AP1 1 0

ENSP00000337405 PCID2 1 0

ENSP00000381992 07. Sep 1 0

ENSP00000421180 MAML3 1 0

ENSP00000364163 NOTCH4 1 0

ENSP00000312664 CASP2 1 0

ENSP00000410076 CASP1 1 0

ENSP00000302768 PAIP1 1 0

ENSP00000376849 CASP5 1 0

ENSP00000388566 CASP4 1 0

ENSP00000296849 NKD2 1 0

ENSP00000464036 CDK11B 1 0

ENSP00000349823 SMARCAL1 1 0

ENSP00000420127 RAB9A 1 0

ENSP00000344504 H1F0 1 0

ENSP00000329662 H1FX 1 0

ENSP00000319799 H1FOO 1 0

ENSP00000315774 NDUFS8 1 0

ENSP00000356972 NDUFS2 1 0

ENSP00000323076 NDUFAF3 1 0

ENSP00000369915 NAP1L4 1 0

ENSP00000310590 USP36 1 0

ENSP00000403975 ZNF668 1 0

ENSP00000379847 ZNF143 1 0

ENSP00000319597 SNAPC5 1 0

ENSP00000386488 ZC3H8 1 0

ENSP00000369855 ASB9 1 0

ENSP00000370034 TLR7 1 0

ENSP00000353874 TLR9 1 0

ENSP00000348657 NCAPG2 1 0

ENSP00000347345 POLR3H 1 0

ENSP00000350249 POT1 1 0



ENSP00000377496 ACD 1 0

ENSP00000415430 GTSE1 1 0

ENSP00000400376 ERAP2 1 0

ENSP00000376800 MTPN 1 0

ENSP00000366005 HLA-A 1 0

ENSP00000420357 RWDD1 1 0

ENSP00000354476 SREBF2 1 0

ENSP00000336750 SUPT7L 1 0

ENSP00000322249 ORAI3 1 0

ENSP00000348752 ORAI2 1 0

ENSP00000356231 RABIF 1 0

ENSP00000310226 RAB1B 1 0

ENSP00000369538 GDI2 1 0

ENSP00000378313 RAB3IL1 1 0

ENSP00000405268 MBD1 1 0

ENSP00000363944 LAS1L 1 0

ENSP00000346103 GPX4 1 0

ENSP00000356807 TIPRL 1 0

ENSP00000342026 PRDX6 1 0

ENSP00000393183 DCAF1 1 0

ENSP00000325425 MAT2B 1 0

ENSP00000356999 USF1 1 0

ENSP00000333950 FMN1 1 0

ENSP00000348632 RBCK1 1 0

ENSP00000359837 ZZZ3 1 0

ENSP00000369899 RRAGA 1 0

ENSP00000359693 FKBP1C 1 0

ENSP00000362092 RRAGC 1 0

ENSP00000358423 RRAGD 1 0

ENSP00000331127 BOLA2 1 0

ENSP00000406084 WDR20 1 0

ENSP00000310842 FANCI 1 0

ENSP00000359095 PRMT6 1 0

ENSP00000403293 FBXO43 1 0

ENSP00000366690 SPATC1 1 0

ENSP00000328203 TRAIP 1 0

ENSP00000369213 DDX58 1 0

ENSP00000342136 CREB3 1 0

ENSP00000433459 CREBZF 1 0

ENSP00000371542 SPATA13 1 0

ENSP00000326379 VWA9 1 0

ENSP00000434466 INTS4 1 0

ENSP00000340737 INTS12 1 0

ENSP00000381064 INTS10 1 0

ENSP00000340220 C7orf26 1 0

ENSP00000414237 INTS2 1 0

ENSP00000362170 NAIF1 1 0

ENSP00000429065 INTS9 1 0

ENSP00000358857 EMD 1 0

ENSP00000443772 PSMD9 1 0

ENSP00000360483 NDC1 1 0

ENSP00000361544 NUP62CL 1 0

ENSP00000325326 ZNF335 1 0

ENSP00000327072 TAF1A 1 0

ENSP00000324948 SOX6 1 0

ENSP00000349437 IGF2R 1 0

ENSP00000338706 MID1IP1 1 0

ENSP00000348784 IGBP1 1 0

ENSP00000356236 SYT2 1 0

ENSP00000376432 KCNJ1 1 0

ENSP00000339845 DROSHA 1 0

ENSP00000336923 ARHGAP10 1 0

ENSP00000344666 NF2 1 0

ENSP00000379709 ARHGAP21 1 0

ENSP00000324122 PRPF31 1 0

ENSP00000454836 TBL3 1 0

ENSP00000371169 RCL1 1 0

ENSP00000355541 HEATR1 1 0

ENSP00000371101 NOL10 1 0

ENSP00000363746 WDR46 1 0

ENSP00000426978 NXF5 1 0

ENSP00000365530 STXBP4 1 0

ENSP00000439918 RBM7 1 0

ENSP00000341280 JARID2 1 0

ENSP00000359321 MTF2 1 0

ENSP00000363640 PHF1 1 0

ENSP00000363003 PHF19 1 0

ENSP00000352185 PHF2 1 0

ENSP00000405455 TKT 1 0

ENSP00000327070 MDH2 1 0

ENSP00000346879 NKX2-1 1 0

ENSP00000365402 HLA-C 1 0

ENSP00000430075 AMPD1 1 0

ENSP00000369456 ITPA 1 0

ENSP00000392859 GMPR2 1 0

ENSP00000379802 AMPD3 1 0

ENSP00000440190 TDRD3 1 0

ENSP00000367910 FANCG 1 0

ENSP00000386394 NIF3L1 1 0

ENSP00000325136 HADHB 1 0

ENSP00000442057 CINP 1 0

ENSP00000355077 NSMCE1 1 0

ENSP00000330694 NSMCE3 1 0

ENSP00000435619 EID3 1 0

ENSP00000354957 SMC5 1 0

ENSP00000358019 NSMCE4A 1 0

ENSP00000325240 LASP1 1 0

ENSP00000371798 FSCN1 1 0

ENSP00000374357 ARNTL 1 0

ENSP00000338283 NPAS2 1 0

ENSP00000371472 NIN 1 0

ENSP00000378165 ZNF207 1 0

ENSP00000466399 RAD51D 1 0

ENSP00000362441 ATRX 1 0

ENSP00000336701 RAD51C 1 0

ENSP00000358576 DCLRE1B 1 0

ENSP00000419471 RAD51B 1 0

ENSP00000343392 XRCC3 1 0

ENSP00000360310 SPO11 1 0

ENSP00000417601 FBXL2 1 0

ENSP00000346240 FBXO2 1 0

ENSP00000347834 FBXL3 1 0

ENSP00000387641 CAND2 1 0

ENSP00000417706 DCUN1D2 1 0

ENSP00000340505 SENP8 1 0

ENSP00000437464 FBXL17 1 0

ENSP00000354340 UBA3 1 0

ENSP00000384823 FBXO11 1 0

ENSP00000344866 FBXL5 1 0

ENSP00000330098 FBXL6 1 0

ENSP00000369666 FBXL19 1 0

ENSP00000359385 GLMN 1 0

ENSP00000365944 FBXO6 1 0

ENSP00000448012 CEP290 1 0

ENSP00000332170 P4HA3 1 0

ENSP00000423822 GPX8 1 0

ENSP00000354677 GPX7 1 0

ENSP00000350896 EPHB4 1 0

ENSP00000362139 EPHA10 1 0

ENSP00000351132 RHOT1 1 0

ENSP00000361818 SDC4 1 0

ENSP00000349250 ARL4A 1 0

ENSP00000379051 PURB 1 0

ENSP00000360133 ITGB3BP 1 0

ENSP00000359019 PITX3 1 0

ENSP00000360938 SARDH 1 0

ENSP00000376150 SLC16A3 1 0

ENSP00000358794 SLC16A4 1 0

ENSP00000362935 ITGB1BP2 1 0

ENSP00000355924 SMYD2 1 0

ENSP00000406463 DNAJC7 1 0

ENSP00000337383 NLRP3 1 0

ENSP00000448165 APAF1 1 0

ENSP00000376808 CUL5 1 0

ENSP00000339824 FGFR3 1 0

ENSP00000355231 BECN1 1 0

ENSP00000349208 PIWIL2 1 0

ENSP00000421985 FNIP1 1 0

ENSP00000373518 NOX5 1 0

ENSP00000356155 PIK3C2B 1 0

ENSP00000430344 PLCD1 1 0

ENSP00000388631 PLCD4 1 0

ENSP00000364126 APEX2 1 0

ENSP00000379475 DDX39B 1 0

ENSP00000357998 SEC63 1 0

ENSP00000361949 PABPC4 1 0

ENSP00000413035 RBFOX2 1 0

ENSP00000358272 NDUFAF4 1 0

ENSP00000356022 SOD2 1 0

ENSP00000369391 RPP40 1 0

ENSP00000355533 RYR2 1 0

ENSP00000354932 TLR1 1 0

ENSP00000396308 DHFR 1 0

ENSP00000354778 CNTNAP2 1 0

ENSP00000395359 CADM1 1 0

ENSP00000349313 NHEJ1 1 0

ENSP00000382390 NEURL4 1 0

ENSP00000370803 CCP110 1 0

ENSP00000362217 DACH2 1 0

ENSP00000376123 SH2D2A 1 0

ENSP00000350170 FXR1 1 0

ENSP00000373272 TRIM71 1 0

ENSP00000347408 AP3M1 1 0

ENSP00000366466 CTNNBIP1 1 0

ENSP00000356331 NR5A2 1 0

ENSP00000367608 CA9 1 0

ENSP00000369126 CSNK1A1L 1 0

ENSP00000363081 DKK1 1 0

ENSP00000356652 CACYBP 1 0

ENSP00000354607 FZD5 1 0

ENSP00000364430 SP5 1 0

ENSP00000346440 TCF4 1 0

ENSP00000409279 OTUD4 1 0

ENSP00000448182 TBC1D15 1 0

ENSP00000354775 PJA2 1 0

ENSP00000363135 C6orf106 1 0

ENSP00000381844 ATL3 1 0

ENSP00000383333 MORC3 1 0

ENSP00000355343 UBAP2L 1 0

ENSP00000347999 ZC3H7A 1 0

ENSP00000386531 SMPD4 1 0

ENSP00000369862 COL4A3BP 1 0

ENSP00000379602 VAMP1 1 0

ENSP00000406367 ADGRA2 1 0

ENSP00000397026 GRIK2 1 0

ENSP00000380531 MRPS34 1 0

ENSP00000358784 KCNA3 1 0

ENSP00000368314 NRCAM 1 0

ENSP00000363480 DLG3 1 0

ENSP00000360231 NFIA 1 0

ENSP00000362335 SAR1A 1 0

ENSP00000381823 SEC24A 1 0

ENSP00000385432 SAR1B 1 0

ENSP00000365773 PSAT1 1 0

ENSP00000356848 TADA1 1 0

ENSP00000409007 GDNF 1 0

ENSP00000393725 GFRA1 1 0

ENSP00000403459 GRB7 1 0

ENSP00000372160 DOK6 1 0

ENSP00000348099 PDLIM7 1 0

ENSP00000380308 DYNC1I2 1 0

ENSP00000382982 TUBA3C 1 0

ENSP00000369703 TUBB2A 1 0

ENSP00000419975 PEX5L 1 0

ENSP00000376871 RABL2A 1 0

ENSP00000359300 CETN2 1 0

ENSP00000355046 MT-ND2 1 0

ENSP00000364995 SHC3 1 0

ENSP00000457230 WWOX 1 0

ENSP00000465500 TNFRSF11A 1 0

ENSP00000362994 TRAF1 1 0

ENSP00000353508 MAP2 1 0

ENSP00000369756 PTPRA 1 0

ENSP00000422168 SH3BP2 1 0

ENSP00000360806 KCNB1 1 0

ENSP00000371983 AFAP1 1 0

ENSP00000357668 ADAM12 1 0

ENSP00000368759 NEDD9 1 0

ENSP00000391592 PTPN6 1 0

ENSP00000401867 MXD3 1 0

ENSP00000362556 ZBTB43 1 0

ENSP00000366395 SYVN1 1 0

ENSP00000387362 UBE4A 1 0

ENSP00000382507 UBXN2B 1 0

ENSP00000360843 FAF1 1 0

ENSP00000384744 DERL3 1 0

ENSP00000381282 VIMP 1 0

ENSP00000356587 NPHS2 1 0

ENSP00000417404 HFE 1 0

ENSP00000385834 TF 1 0

ENSP00000401018 GINS3 1 0

ENSP00000382133 DNA2 1 0

ENSP00000360593 COA7 1 0

ENSP00000357861 SELENBP1 1 0

ENSP00000364265 FOXE1 1 0

ENSP00000384084 DTNB 1 0

ENSP00000400312 ULK3 1 0

ENSP00000366475 ATG2A 1 0

ENSP00000383840 MMACHC 1 0

ENSP00000377218 IRF2 1 0

ENSP00000357484 GOPC 1 0

ENSP00000366410 NMNAT1 1 0

ENSP00000392395 CHFR 1 0

ENSP00000425845 FYB 1 0

ENSP00000356579 CEP350 1 0

ENSP00000360327 PARS2 1 0

ENSP00000367498 LRRC47 1 0

ENSP00000363512 ALOX5 1 0

ENSP00000358983 NFKB2 1 0

ENSP00000364986 AGMAT 1 0

ENSP00000376786 POU2AF1 1 0

ENSP00000362481 UPRT 1 0

ENSP00000390722 SLC25A17 1 0

ENSP00000385616 SUN2 1 0

ENSP00000358814 AHCYL1 1 0

ENSP00000407724 CSDE1 1 0

ENSP00000370119 SMN2 1 0

ENSP00000378611 ARHGAP24 1 0

ENSP00000434359 PUF60 1 0

ENSP00000417378 ATP6V1F 1 0

ENSP00000377192 G6PD 1 0

ENSP00000371393 PGM2 1 0

ENSP00000362410 MAFB 1 0

ENSP00000419923 KLF6 1 0

ENSP00000362690 NR5A1 1 0

ENSP00000435210 BCLAF1 1 0

ENSP00000394734 CLK1 1 0

ENSP00000374372 SPTB 1 0

ENSP00000368684 RASSF2 1 0

ENSP00000376886 NME2 1 0

ENSP00000381599 MX1 1 0

ENSP00000399518 SATB1 1 0

ENSP00000441875 PHB2 1 0

ENSP00000382688 KDM5A 1 0

ENSP00000374013 PRB2 1 0

ENSP00000385461 TFDP3 1 0

ENSP00000377311 FDX2 1 0

ENSP00000403683 NABP1 1 0

ENSP00000414851 ELP2 1 0

ENSP00000419599 DPH3 1 0

ENSP00000381567 TMF1 1 0

ENSP00000368872 INSC 1 0

ENSP00000373657 NCBP3 1 0

ENSP00000429064 MTSS1 1 0

ENSP00000367454 DFFB 1 0

ENSP00000396620 NFYC 1 0

ENSP00000383986 CDCA7L 1 0

ENSP00000378181 BRD7 1 0

ENSP00000380702 MYCBP 1 0

ENSP00000428417 RIMS1 1 0

ENSP00000384708 FSHR 1 0

ENSP00000387536 PDK3 1 0

ENSP00000420477 NACAD 1 0

ENSP00000448035 NACA 1 0

ENSP00000427802 NACA2 1 0

ENSP00000376822 STEAP3 1 0

ENSP00000425809 PGM3 1 0

ENSP00000405573 GPI 1 0

ENSP00000429633 MYBL1 1 0

ENSP00000413964 LSM14A 1 0

ENSP00000375872 ATG16L1 1 0

ENSP00000419446 ADAM9 1 0

ENSP00000441000 VARS2 1 0

ENSP00000384869 CLHC1 1 0

ENSP00000384848 PRR5 1 0

ENSP00000393840 BLOC1S3 1 0

ENSP00000387911 PARN 1 0

ENSP00000412788 PTBP2 1 0

ENSP00000393275 NANOS1 1 0

ENSP00000408632 CDH13 1 0

ENSP00000462701 CDH8 1 0

ENSP00000415556 DCAF11 1 0

ENSP00000417303 KLF8 1 0

ENSP00000418287 CIAO1 1 0

ENSP00000398495 DIABLO 1 0

ENSP00000451112 NPC2 1 0

ENSP00000414906 DCTN4 1 0

ENSP00000454071 LDLR 1 0

ENSP00000455643 ST20-MTHFS 1 0

Degree is defined as the number of links incident upon a node

Betweenness quantifies the number of times a node acts as a bridge along the shortest path between two other nodes.


