
N Probe nuID EntrezID Symbol Description FoldChange p.value FDR_adjusted_pValue

1 07oEYidddKpekdF9z0 23310 NCAPD3 non-SMC condensin II complex, subunit D3 5.2417 4.85E-11 6.97E-08
2 Ebfrl.7uOZfnjp_E7k 1958 EGR1 early growth response 1 4.5411 7.16E-08 5.98E-06
3 i7o1RUDUHTXr_eRHr0 3017 HIST1H2BD histone cluster 1, H2bd 4.1421 3.60E-08 3.85E-06
4 9pU_eGPL3AN89dd91U 6309 SC5DL sterol-C5-desaturase (ERG3 delta-5-desaturase homolog, S. cerevisiae)-like 3.4211 1.12E-07 8.52E-06
5 EbcWekKI5WUAJ3gofk 22949 PTGR1 prostaglandin reductase 1 3.3091 1.42E-09 4.53E-07
6 KzhYQpF167cHVUCEOI 55450 CAMK2N1 calcium/calmodulin-dependent protein kinase II inhibitor 1 3.2367 2.39E-05 0.00040009
7 fG6ilCJP2dH5410qEU 5004 ORM1 orosomucoid 1 3.0281 9.06E-11 1.02E-07
8 l2iabV9QVlrdP33b.Q 3397 ID1 inhibitor of DNA binding 1, dominant negative helix-loop-helix protein 2.8096 6.36E-09 1.26E-06
9 rrTpXocXkgUmTT0Sow 202374 STK32A serine/threonine kinase 32A 2.7175 2.52E-10 1.59E-07

10 Wzfs7e7lXXlWAueHOo 150 ADRA2A adrenergic, alpha-2A-, receptor 2.6586 3.22E-09 7.95E-07
11 K6gPi1Lo7w6Lq_VNXg 138639 PTPDC1 protein tyrosine phosphatase domain containing 1 2.6522 2.33E-10 1.56E-07
12 ilrh6EzRdx8DW178mE 8644 AKR1C3 aldo-keto reductase family 1, member C3 (3-alpha hydroxysteroid dehydrogenase, type II) 2.6251 2.75E-09 7.14E-07
13 rkdrpLRTAEETXkXoHo 3909 LAMA3 laminin, alpha 3 2.5984 7.05E-10 2.86E-07
14 WKlwUl_os_HrV8XfOk 1831 TSC22D3 TSC22 domain family, member 3 2.5891 2.45E-09 6.57E-07
15 Qkun0egA67pyT9X_LQ 84525 HOPX HOP homeobox 2.566 1.90E-08 2.35E-06
16 llUh_2Ro5IAfDoop4o 388815 C21orf34 chromosome 21 open reading frame 34 2.544 4.71E-07 2.37E-05
17 HVQfZXlR_H0UDV9eiE 3399 ID3 inhibitor of DNA binding 3, dominant negative helix-loop-helix protein 2.5399 5.22E-05 0.00071599
18 6kUIH1PcNyJ4Uv4nj0 6307 SC4MOL sterol-C4-methyl oxidase-like 2.4956 4.33E-07 2.20E-05
19 9kvc5fonXh5Kh3tVEc 224 ALDH3A2 aldehyde dehydrogenase 3 family, member A2 2.4879 4.03E-09 9.11E-07
20 NS4eJ7XYylOQqfXiL0 55323 LARP6 La ribonucleoprotein domain family, member 6 2.4843 1.41E-08 1.96E-06
21 N7q9CJXeH7gg.nld8I 9236 CCPG1 cell cycle progression 1 2.4351 8.82E-06 0.0002013
22 WoK7je6h7epe8dNec0 116496 FAM129A family with sequence similarity 129, member A 2.4318 1.35E-06 5.18E-05
23 iyq_JRTeFkJ5tu2Wvc 6520 SLC3A2 solute carrier family 3 (activators of dibasic and neutral amino acid transport), member 2 2.3983 1.82E-06 6.45E-05
24 rXn6YfSwnEnCVNpaAI 1646 AKR1C2 aldo-keto reductase family 1, member C2 (dihydrodiol dehydrogenase 2; bile acid binding protein; 3-alpha hydroxysteroid dehydrogenase, type III) 2.3219 6.75E-07 3.10E-05
25 upHrr.53YSzUQyeGno 1728 NQO1 NAD(P)H dehydrogenase, quinone 1 2.3003 3.13E-07 1.79E-05
26 uR8UXT_f96KU5DMpqE 8349 HIST2H2BE histone cluster 2, H2be 2.2675 4.80E-09 9.88E-07
27 QkHp0s9EqAnuKgmA7o 112849 C14orf149 chromosome 14 open reading frame 149 2.2671 4.67E-08 4.55E-06
28 QUUtJIOgnyKB_XuJno 3638 INSIG1 insulin induced gene 1 2.2521 2.05E-05 0.00035779
29 6XpRYc4gc5Xbs9exeQ 347 APOD apolipoprotein D 2.2485 0.00010072 0.0011812
30 KnvXyoRQhfjv69cXoY 5005 ORM2 orosomucoid 2 2.2347 5.64E-09 1.14E-06
31 Niun_9bl1eVU20cUrc 326625 MMAB methylmalonic aciduria (cobalamin deficiency) cblB type 2.1978 9.21E-09 1.52E-06
32 Q4kSK70wDqD4tUdrCI 3422 IDI1 isopentenyl-diphosphate delta isomerase 1 2.1969 2.86E-05 0.00046123
33 HciCy4UgSpIsrVdTpU 7462 LAT2 linker for activation of T cells family, member 2 2.1826 5.02E-10 2.27E-07
34 ufXxQuB1OlUCRSODvs 10461 MERTK c-mer proto-oncogene tyrosine kinase 2.1784 3.74E-07 1.99E-05
35 xAgiQRj3qNUoqgRTgg 445347 TARP TCR gamma alternate reading frame protein 2.1501 3.57E-07 1.93E-05
36 TulH1wooEFW3jdIPpE 8614 STC2 stanniocalcin 2 2.1212 1.55E-05 0.00029319
37 HUS.NeBZAECCT_1nVI 4199 ME1 malic enzyme 1, NADP(+)-dependent, cytosolic 2.1153 3.66E-05 0.00055156
38 TDsngIIyogHmjVAe9U 3977 LIFR leukemia inhibitory factor receptor alpha 2.1091 4.94E-06 0.00013134
39 ZJnv5JNKC4JXEV6b6c 10588 MTHFS 5,10-methenyltetrahydrofolate synthetase (5-formyltetrahydrofolate cyclo-ligase) 2.1027 0.00017518 0.0017781
40 cVLhH0iJ6y8sk74lKU 2353 FOS v-fos FBJ murine osteosarcoma viral oncogene homolog 2.0937 0.00029537 0.002651
41 61fbvFdezA1Bd6tb3Y 3223 HOXC6 homeobox C6 2.0937 1.84E-07 1.23E-05
42 orl7nMJJI.7qKAR_Io 4093 SMAD9 SMAD family member 9 2.0892 3.39E-08 3.73E-06
43 QSo_n200d4ei1ebPN0 23657 SLC7A11 solute carrier family 7, (cationic amino acid transporter, y+ system) member 11 2.0873 6.52E-08 5.65E-06
44 9Vyi_DX3V5cXkk3X9U 83759 RBM4B RNA binding motif protein 4B 2.0814 2.66E-08 3.11E-06
45 0ni05u_DVH0uRe6XdI 4131 MAP1B microtubule-associated protein 1B 2.078 2.10E-06 7.07E-05
46 Q7voIjrjqXqb.vvrfY 283 ANG angiogenin, ribonuclease, RNase A family, 5 2.0665 3.01E-05 0.00047898
47 WQ_nf5v1K.6pftEjlI 55034 MOCOS molybdenum cofactor sulfurase 2.0394 7.43E-08 6.11E-06
48 BS79uCu_iKp7t6uKjo 22809 ATF5 activating transcription factor 5 2.0303 1.19E-07 8.98E-06
49 KehCfE310lN.uLX0Ik 7292 TNFSF4 tumor necrosis factor (ligand) superfamily, member 4 2.0273 1.49E-08 2.02E-06
50 lHaEP3q64eLFX8uLFU 10559 SLC35A1 solute carrier family 35 (CMP-sialic acid transporter), member A1 2.0229 3.13E-06 9.44E-05
51 ZunCJUCClCvmCVCAnk 3006 HIST1H1C histone cluster 1, H1c 2.0221 1.01E-06 4.20E-05
52 QrAE564FKrvjrjCooM 1604 CD55 CD55 molecule, decay accelerating factor for complement (Cromer blood group) 1.9871 6.02E-07 2.81E-05
53 33KnLHy.RFaieogAF4 3005 H1F0 H1 histone family, member 0 1.9855 1.51E-07 1.07E-05
54 0cKL9ey17Di_ldLTVY 440689 HIST2H2BF histone cluster 2, H2bf 1.9848 6.68E-08 5.74E-06
55 9WOecee.eu34QMXnU0 126969 SLC44A3 solute carrier family 44, member 3 1.9791 8.56E-09 1.49E-06
56 HKiFXn1wHxE.uuxf7Y 84707 BEX2 brain expressed X-linked 2 1.9708 1.63E-05 0.00030227
57 0FCogUoBoBIutPVSVo 1649 DDIT3 DNA-damage-inducible transcript 3 1.9669 0.0010202 0.0068273
58 WhKIH.9TObkx3ew9S4 6310 ATXN1 ataxin 1 1.9649 5.24E-07 2.57E-05
59 BOzotPH3hfgMl564ek 144363 LYRM5 LYR motif containing 5 1.9607 5.58E-07 2.68E-05
60 3lOb7J463W7CUClRIo 53343 NUDT9 nudix (nucleoside diphosphate linked moiety X)-type motif 9 1.9593 1.11E-06 4.50E-05
61 QQtwGQicj4llPgh19U 51390 AIG1 androgen-induced 1 1.9541 8.95E-06 0.00020304
62 K0L4R51G55EL1r1CXk 6916 TBXAS1 thromboxane A synthase 1 (platelet) 1.9492 2.05E-08 2.49E-06
63 iHq69UeThXc1eU3tVM 63874 ABHD4 abhydrolase domain containing 4 1.9464 4.53E-06 0.0001228
64 6hhXG6R7_IDvlw_vsU 6013 RLN1 relaxin 1 1.9354 6.82E-06 0.00016614
65 B0lK3X1ev1LREiVJJ8 79007 DBNDD1 dysbindin (dystrobrevin binding protein 1) domain containing 1 1.9332 4.61E-05 0.00065158
66 HSV3JIm0uS27zVp.xI 55002 TMCO3 transmembrane and coiled-coil domains 3 1.9285 2.01E-07 1.29E-05
67 9tIudLlBUKj39SIbFY 10443 N4BP2L2 NEDD4 binding protein 2-like 2 1.9272 2.16E-07 1.37E-05
68 Q4dLhS5e4k6pSgLesM 4157 MC1R melanocortin 1 receptor (alpha melanocyte stimulating hormone receptor) 1.9201 2.05E-06 6.95E-05
69 rAgJ6l7YKOEqO55Svk 29946 SERTAD3 SERTA domain containing 3 1.9192 1.15E-05 0.0002399
70 iXSU6IU7Tkg8EKyRYk 56666 PANX2 pannexin 2 1.9189 1.17E-07 8.87E-06
71 KokaNxRFPkz_EVfVSU 4257 MGST1 microsomal glutathione S-transferase 1 1.9188 4.19E-06 0.00011531
72 iXR6udHHnR5NFaBHuM 606293 KLKP1 kallikrein pseudogene 1 1.8944 1.05E-06 4.35E-05
73 cVdrdRuuzo3utPtXeQ 84557 MAP1LC3A microtubule-associated protein 1 light chain 3 alpha 1.894 0.0013515 0.0083691
74 0Z7unqF.KAuA5K4ggU 2222 FDFT1 farnesyl-diphosphate farnesyltransferase 1 1.8922 2.19E-07 1.38E-05
75 9eMh.XcAlPR1I.xeqA 2729 GCLC glutamate-cysteine ligase, catalytic subunit 1.8914 2.97E-06 9.06E-05
76 osj1QiH8ktFJfDk7Eo 3899 AFF3 AF4/FMR2 family, member 3 1.8783 2.65E-05 0.00043475
77 Ek9TyQi_xVdVLfZfXc 29968 PSAT1 phosphoserine aminotransferase 1 1.8709 9.43E-06 0.00020933
78 0V.iL1ELrLIuvwbf10 26092 TOR1AIP1 torsin A interacting protein 1 1.8678 5.86E-06 0.0001492
79 rKQNPVFNHwZajzET3I 84918 LRP11 low density lipoprotein receptor-related protein 11 1.8652 0.00010603 0.0012257
80 rlSIie13T6uB4_KCrc 6844 VAMP2 vesicle-associated membrane protein 2 (synaptobrevin 2) 1.8604 2.91E-05 0.0004665
81 BV9KdE5EoOcTjpSefU 23710 GABARAPL1 GABA(A) receptor-associated protein like 1 1.8603 1.60E-06 5.92E-05
82 od3Qq3Rvkk98UilPqU 147184 TMEM99 transmembrane protein 99 1.851 7.51E-05 0.00094303
83 HoRQmVzvn7T04brfok 55841 WWC3 WWC family member 3 1.851 1.59E-08 2.10E-06
84 9yKecDYXmIinFGF4u4 22844 FRMPD1 FERM and PDZ domain containing 1 1.8469 3.23E-07 1.82E-05
85 xochUjffiKUjnUuXjo 51019 CCDC53 coiled-coil domain containing 53 1.8458 6.89E-05 0.0008882
86 fdXKKf_V0n4MS9euTQ 10826 C5orf4 chromosome 5 open reading frame 4 1.8431 4.62E-08 4.54E-06
87 cFS454rTueg57P6FEQ 23175 LPIN1 lipin 1 1.8393 2.63E-06 8.29E-05
88 iIIkxQ5DKR3Uaa.hJQ 55856 THEM2 thioesterase superfamily member 2 1.8389 0.00010525 0.0012179
89 iKh.vylCgomgsqQdrU 599 BCL2L2 BCL2-like 2 1.8381 1.86E-08 2.32E-06
90 EtIF_jxAF2JX3Sy654 6713 SQLE squalene epoxidase 1.8371 4.08E-06 0.00011303
91 QResT94Iqn8wkp6kpU 94101 ORMDL1 ORM1-like 1 (S. cerevisiae) 1.8367 1.54E-05 0.00029259
92 Nd8wBK_mNP1Qj6.V_I 6451 SH3BGRL SH3 domain binding glutamic acid-rich protein like 1.8332 9.81E-06 0.00021585
93 ZsbVFe1UjVc9XUQwSA 6510 SLC1A5 solute carrier family 1 (neutral amino acid transporter), member 5 1.8311 1.06E-05 0.00022558
94 lfnune873il_o8l310 23052 ENDOD1 endonuclease domain containing 1 1.8257 0.00010311 0.0012007
95 xJ5IPSIoIJiqRpniEg 26471 NUPR1 nuclear protein 1 1.8142 0.0015576 0.0093022
96 TC7Vlk3X0mYlFj7EsA 5805 PTS 6-pyruvoyltetrahydropterin synthase 1.8133 0.00017098 0.0017569
97 ZtKFRqk837e49avnuE 51655 RASD1 RAS, dexamethasone-induced 1 1.8059 0.00058699 0.0044436
98 35QRHIUd.o9CJHuzh4 493869 GPX8 glutathione peroxidase 8 1.8052 6.42E-06 0.0001585
99 ZiEgj4Jf5SU9.V._fU 10301 DLEU1 deleted in lymphocytic leukemia 1 (non-protein coding) 1.8026 0.00012803 0.0014061

100 WlysSDwyV8kGHnnruw 64207 C14orf4 chromosome 14 open reading frame 4 1.8 3.57E-06 0.00010249
101 fTS1QQjpcgNk90XZfk 10903 MTMR11 myotubularin related protein 11 1.799 6.16E-08 5.51E-06
102 iNSrSUu_AiE.7cXpHk 100130633 LOC100130633 similar to ZMYM6 protein 1.7984 0.00023424 0.0022221
103 TN4l1ZIoOSDhlGkZKM 11147 HHLA3 HERV-H LTR-associating 3 1.7966 0.00014779 0.0015824
104 rNP1d1zkUsKVtSJVJI 11237 RNF24 ring finger protein 24 1.7949 1.58E-05 0.00029774
105 HbqiKmwPt_4O7nBQBU 8351 HIST1H3D histone cluster 1, H3d 1.7908 7.08E-06 0.00017059
106 HqUg1UK9X._9NKV9eI 28996 HIPK2 homeodomain interacting protein kinase 2 1.7903 1.96E-06 6.80E-05
107 fhRCEFBJ6UbHwD.tVE 51660 BRP44L brain protein 44-like 1.7854 1.70E-06 6.19E-05
108 WQuio7aBKef6ejyRas 282991 BLOC1S2 biogenesis of lysosomal organelles complex-1, subunit 2 1.7777 3.88E-08 4.09E-06
109 l11UXKUbuJ517d7fPk 10381 TUBB3 tubulin, beta 3 1.7753 5.31E-05 0.00072726
110 EV.SnurHrfq9y0wqvU 1317 SLC31A1 solute carrier family 31 (copper transporters), member 1 1.7746 3.82E-07 2.03E-05
111 Hdc9cTr26qUf5pf4ok 2052 EPHX1 epoxide hydrolase 1, microsomal (xenobiotic) 1.7736 0.00028614 0.0025857
112 xde7_T16j810Lk.eFM 152137 CCDC50 coiled-coil domain containing 50 1.7729 3.34E-06 9.83E-05
113 QZ3mav_ihPJPf37N1s 29087 THYN1 thymocyte nuclear protein 1 1.7702 2.14E-06 7.15E-05
114 WuH3ixLwvXXP5R6nvo 51646 YPEL5 yippee-like 5 (Drosophila) 1.7681 4.39E-05 0.00062905
115 3TXj7nnrbf3V0iS4SQ 10791 VAMP5 vesicle-associated membrane protein 5 (myobrevin) 1.766 1.53E-07 1.08E-05
116 3pac6J8W7dQ4QGI7AI 28978 TMEM14A transmembrane protein 14A 1.7587 0.00051945 0.0040606
117 TSt64Fu5.fqE3ov17U 390858 hCG_33730 ACYL3 pseudogene 1.756 8.57E-07 3.69E-05
118 WrJeqcjugdTo3u94ek 5562 PRKAA1 protein kinase, AMP-activated, alpha 1 catalytic subunit 1.7554 0.0001893 0.001884
119 ilet45VBHlfn_.1e0U 132160 PPM1M protein phosphatase 1M (PP2C domain containing) 1.7537 3.93E-08 4.09E-06
120 WXunv9W3K90Ss3XhIo 84706 GPT2 glutamic pyruvate transaminase (alanine aminotransferase) 2 1.7522 9.56E-05 0.0011362
121 6F69Qy_7_VCX92k034 10325 RRAGB Ras-related GTP binding B 1.7509 6.32E-05 0.00083581
122 oUtfe0t1jlNOSXryiQ 1031 CDKN2C cyclin-dependent kinase inhibitor 2C (p18, inhibits CDK4) 1.7502 2.66E-07 1.58E-05
123 B.we.lHnldFXlad6LE 4779 NFE2L1 nuclear factor (erythroid-derived 2)-like 1 1.7498 4.50E-08 4.45E-06
124 6qt3k30tt7VC151.eU 1583 CYP11A1 cytochrome P450, family 11, subfamily A, polypeptide 1 1.7486 1.30E-07 9.58E-06
125 TIii_KmOImrHmB5amM 7704 ZBTB16 zinc finger and BTB domain containing 16 1.7432 3.65E-05 0.0005505
126 inkrerL6NOnUeo_q6A 10193 RNF41 ring finger protein 41 1.7423 2.29E-07 1.42E-05
127 Q0akKULqOXoOJ4CofU 1622 DBI diazepam binding inhibitor (GABA receptor modulator, acyl-Coenzyme A binding protein) 1.7417 3.50E-06 0.00010109
128 3J4Sj3rg5ueVKFLghI 874 CBR3 carbonyl reductase 3 1.7363 0.00035784 0.0030655
129 EgOz7_J0ApWFFVfank 8535 CBX4 chromobox homolog 4 (Pc class homolog, Drosophila) 1.736 8.55E-05 0.0010397
130 3h4ZBUbsHtJaleLDZ8 1051 CEBPB CCAAT/enhancer binding protein (C/EBP), beta 1.7356 3.25E-05 0.00050572
131 xe6KOSjxffOBKS6Z4U 79056 PRRG4 proline rich Gla (G-carboxyglutamic acid) 4 (transmembrane) 1.7334 5.98E-06 0.0001506
132 QZXtSkcinV_G.pI4AE 2297 FOXD1 forkhead box D1 1.7326 1.05E-05 0.00022484
133 ZXIl88gOSDeCVR3oVI 54741 LEPROT leptin receptor overlapping transcript 1.7293 1.01E-05 0.00021882
134 E0LNfvhGlOFH9VupTo 3162 HMOX1 heme oxygenase (decycling) 1 1.7259 0.00084044 0.0058472
135 QJ9JXkT_By0d1SH5uo 6388 SDF2 stromal cell-derived factor 2 1.7245 0.00056321 0.0043173
136 Wrk6B7r5QrPwCp.Xl0 23462 HEY1 hairy/enhancer-of-split related with YRPW motif 1 1.7243 5.41E-08 5.06E-06
137 QukXrSjodHAo.BUh94 441461 LOC441461 hypothetical gene supported by BC030123 1.7205 4.19E-05 0.00060842
138 uy1Mm10X1UJRE111TU 26232 FBXO2 F-box protein 2 1.7183 1.36E-06 5.18E-05
139 Tkh.l..QK6JuDFIKNQ 3398 ID2 inhibitor of DNA binding 2, dominant negative helix-loop-helix protein 1.7165 1.84E-06 6.48E-05
140 6BVx9xJ77TR4tJHRek 53917 RAB24 RAB24, member RAS oncogene family 1.7165 0.0002594 0.002392
141 6ovovvgFCu1ONXVR4U 150684 COMMD1 copper metabolism (Murr1) domain containing 1 1.7129 0.00069471 0.0050418
142 fKVEOXu10U8tW5JeCE 29802 VPREB3 pre-B lymphocyte gene 3 1.709 4.46E-06 0.0001216
143 KevBfguHvsU6_5E59I 5962 RDX radixin 1.7084 0.0016083 0.0095221
144 WRv9U.le6dHt8Q0ee4 9404 LPXN leupaxin 1.7047 2.80E-08 3.23E-06
145 3VCm.p0ipxIc6UgdN4 4246 SCGB2A1 secretoglobin, family 2A, member 1 1.7045 4.85E-07 2.44E-05
146 T4v1BFuefjIOH_K1_g 147463 ANKRD29 ankyrin repeat domain 29 1.7032 7.18E-08 5.98E-06
147 lv.m6i7uXm6u7m7_r8 6477 SIAH1 seven in absentia homolog 1 (Drosophila) 1.7018 2.45E-07 1.50E-05
148 315T_ecDep60g55JjE 153222 C5orf41 chromosome 5 open reading frame 41 1.699 1.75E-05 0.000318
149 3Uleb9T3l90i5X55FQ 55652 FLJ20489 hypothetical protein FLJ20489 1.6926 7.83E-05 0.00097749
150 fr.eioN6UIS1HxOjbs 171586 ABHD3 abhydrolase domain containing 3 1.6916 2.08E-05 0.00036069
151 okOl4MgkFKRTdJDv90 59084 ENPP5 ectonucleotide pyrophosphatase/phosphodiesterase 5 (putative function) 1.6851 0.00012033 0.0013434
152 ZW0V.L_fgfywFF58qE 5480 PPIC peptidylprolyl isomerase C (cyclophilin C) 1.6845 0.00013428 0.0014629
153 TnTjVh7ojuuYcpeCC0 132001 C3orf31 chromosome 3 open reading frame 31 1.6841 0.00010442 0.0012131
154 cpX09d1OeQ0e16nzrk 3158 HMGCS2 3-hydroxy-3-methylglutaryl-Coenzyme A synthase 2 (mitochondrial) 1.6793 2.39E-07 1.46E-05
155 lRQD6oKLlH9SdR9A9c 6926 TBX3 T-box 3 1.6775 2.05E-05 0.00035826
156 xVnqABUpfhPvPQOlXU 7164 TPD52L1 tumor protein D52-like 1 1.675 1.74E-05 0.00031681
157 9oh33Xus0hsipqdXwI 729229 LOC729229 hypothetical LOC729229 1.6745 5.62E-08 5.23E-06
158 uske9697_RlLqiIMCI 131583 FAM43A family with sequence similarity 43, member A 1.6715 9.63E-06 0.00021232
159 KU6Ur5couq1HjgCK78 55214 LEPREL1 leprecan-like 1 1.6702 2.08E-07 1.33E-05
160 HRaeR6PTS7wfX_KCeU 282679 AQP11 aquaporin 11 1.6692 1.43E-05 0.00027899
161 6LJP1cU0JT7.uU9KIo 22858 ICK intestinal cell (MAK-like) kinase 1.6669 0.0003517 0.003026
162 EZ6.7RPSTzUpNKQTe0 9521 EEF1E1 eukaryotic translation elongation factor 1 epsilon 1 1.6642 0.00013217 0.0014445
163 onsnvop.hKDoejReHU 9709 HERPUD1 homocysteine-inducible, endoplasmic reticulum stress-inducible, ubiquitin-like domain member 1 1.66 1.51E-05 0.00028873
164 WnxZ90X9BVN7pf7UpU 51573 GDE1 glycerophosphodiester phosphodiesterase 1 1.6579 0.0007047 0.005105
165 TgCvBIxJ2i_4kdx5CE 1363 CPE carboxypeptidase E 1.6562 0.0001701 0.001749
166 NQ57gwdXh1kNBQr1SU 7035 TFPI tissue factor pathway inhibitor (lipoprotein-associated coagulation inhibitor) 1.6559 1.52E-05 0.00028995
167 6p1QpTggjsQpuXQsVY 10809 STARD10 StAR-related lipid transfer (START) domain containing 10 1.6556 0.0014115 0.0086353
168 NjlXhNNPfuohJJezus 1119 CHKA choline kinase alpha 1.6552 2.95E-06 9.02E-05
169 WR44PxXQv19d7FHefU 23708 GSPT2 G1 to S phase transition 2 1.6547 7.65E-07 3.42E-05
170 Be0y75.fl7XnC.8fno 51397 COMMD10 COMM domain containing 10 1.6518 0.00024105 0.002269
171 xsHVVKxjKh4M6FeeAk 8660 IRS2 insulin receptor substrate 2 1.6506 1.59E-05 0.00029877
172 6ede0V1GPUSFKE9TuU 5226 PGD phosphogluconate dehydrogenase 1.6504 1.71E-06 6.19E-05
173 Q9G111OeKZDEWferSg 55839 CENPN centromere protein N 1.6493 1.08E-06 4.43E-05
174 Esk6vpDcSTupQNSXnk 26275 HIBCH 3-hydroxyisobutyryl-Coenzyme A hydrolase 1.6481 2.85E-06 8.83E-05
175 BffgXrpVb6BzS6bdU4 9764 KIAA0513 KIAA0513 1.646 1.39E-05 0.00027579
176 9ugp6CxF__in0uGEpI 123803 NTAN1 N-terminal asparagine amidase 1.6451 0.0006466 0.0047804
177 WxFEbxB5OJ9d2RCFJ4 104 ADARB1 adenosine deaminase, RNA-specific, B1 (RED1 homolog rat) 1.6439 1.20E-05 0.00024547
178 N5PqFLT9cJxM6U34S4 6788 STK3 serine/threonine kinase 3 (STE20 homolog, yeast) 1.6438 0.00053799 0.0041664
179 fkuElWlCUXcNd7JDBo 6536 SLC6A9 solute carrier family 6 (neurotransmitter transporter, glycine), member 9 1.6421 3.56E-05 0.00054255
180 3pKX73R5XcKgfrR2kc 140809 SRXN1 sulfiredoxin 1 homolog (S. cerevisiae) 1.6412 1.63E-05 0.00030206
181 oERC63oTirEv3lxQhE 154091 SLC2A12 solute carrier family 2 (facilitated glucose transporter), member 12 1.6404 4.48E-06 0.00012172
182 fJoiBH.p94qU_epyuQ 11345 GABARAPL2 GABA(A) receptor-associated protein-like 2 1.6392 0.0010547 0.0069964
183 HpOFLuRv1NeC7.d9HI 159371 TMEM20 transmembrane protein 20 1.6361 4.38E-05 0.00062738
184 iX4yf1AOAvH4pJ37q4 51119 SBDS Shwachman-Bodian-Diamond syndrome 1.6356 5.35E-06 0.0001397
185 TlzASPjkbrqBXicsl8 9453 GGPS1 geranylgeranyl diphosphate synthase 1 1.6319 1.05E-05 0.00022511
186 o1LvjZCe_ORKbfukJU 25901 CCDC28A coiled-coil domain containing 28A 1.6308 1.43E-05 0.00027992
187 NKdH5f6fXvh99WFSAk 1459 CSNK2A2 casein kinase 2, alpha prime polypeptide 1.6307 0.00015387 0.0016287
188 3rTUn7X8tLI3KB0Uug 9205 ZMYM5 zinc finger, MYM-type 5 1.6304 1.03E-06 4.27E-05
189 0XEnqOxeiIyqsvdXHk 5252 PHF1 PHD finger protein 1 1.6268 9.93E-06 0.00021721
190 rs1P5F3j3ncan9XpHo 25972 UNC50 unc-50 homolog (C. elegans) 1.6266 4.52E-05 0.00064265
191 flAfl.n0dNOSX3q_vk 84932 RAB2B RAB2B, member RAS oncogene family 1.6237 2.68E-06 8.42E-05
192 0UjOfSJfvoSQDlZRrM 83891 SNX25 sorting nexin 25 1.623 9.82E-05 0.0011611
193 3idlziQukCldAwlXXo 1192 CLIC1 chloride intracellular channel 1 1.6191 0.00043413 0.0035514
194 NJ7096Q4.pBLmrrXYk 1850 DUSP8 dual specificity phosphatase 8 1.6124 0.0010591 0.0070105
195 cTqn3heJFCvioSjyko 57761 TRIB3 tribbles homolog 3 (Drosophila) 1.6124 1.41E-05 0.00027754
196 uWeCeygmU99Xs3B6p4 59342 SCPEP1 serine carboxypeptidase 1 1.6118 2.69E-06 8.44E-05
197 N_gvYKp7bu7pXjfZ_0 10899 JTB jumping translocation breakpoint 1.6108 0.00073399 0.0052785
198 KhEgRIZfHpBef0IVe0 2947 GSTM3 glutathione S-transferase M3 (brain) 1.6097 4.67E-05 0.00065826
199 i21k654OnihfVLdVIs 4637 MYL6 myosin, light chain 6, alkali, smooth muscle and non-muscle 1.6093 4.23E-05 0.00061226
200 xfozx4CoquiOrukuzo 1718 DHCR24 24-dehydrocholesterol reductase 1.6067 0.00011584 0.0013066
201 96erggxSQKRbhKULko 98 ACYP2 acylphosphatase 2, muscle type 1.6059 0.00019616 0.0019328
202 Tp4_Q96VB0Fd3_hZD4 8992 ATP6V0E1 ATPase, H+ transporting, lysosomal 9kDa, V0 subunit e1 1.6049 0.0012296 0.0078095
203 9KgVOTeXpPykkiVeFs 7296 TXNRD1 thioredoxin reductase 1 1.6047 0.00034924 0.0030081
204 ucp3.VSiLjjokzI3p0 79098 C1orf116 chromosome 1 open reading frame 116 1.6046 1.59E-05 0.00029858
205 39v0qt5b1NevSIKWJs 56937 PMEPA1 prostate transmembrane protein, androgen induced 1 1.6005 0.00098171 0.0066345
206 xfcujvkdAankiOifSk 7050 TGIF1 TGFB-induced factor homeobox 1 1.5993 0.00047037 0.0037644
207 xrFTlV5XZeg0u8eTeM 55700 MAP7D1 MAP7 domain containing 1 1.596 5.35E-05 0.00073019
208 ESSOKRzOZ9QHXgXhBQ 56271 BEX4 BEX family member 4 1.5924 9.10E-06 0.00020383
209 3shEtNIA7eV.78ffrU 57763 ANKRA2 ankyrin repeat, family A (RFXANK-like), 2 1.5922 2.38E-05 0.00039912
210 Kg56u_T96FdR9DeIIQ 2673 GFPT1 glutamine-fructose-6-phosphate transaminase 1 1.5893 0.00012657 0.0013948
211 ZJd74XON5KiGRJShNc 388524 LOC388524 ribosomal protein SA pseudogene 1.5879 6.19E-06 0.00015463
212 EujpL.ey.6oe6yd_j4 201895 C4orf34 chromosome 4 open reading frame 34 1.5878 4.06E-07 2.13E-05
213 fAqn9O2.X15155EnlI 1717 DHCR7 7-dehydrocholesterol reductase 1.5834 3.42E-05 0.00052468
214 N0qXoC3fUvTSrLIXtI 114932 MRFAP1L1 Morf4 family associated protein 1-like 1 1.5823 1.80E-06 6.39E-05
215 HFCkHQRff3ep_BZR50 8825 LIN7A lin-7 homolog A (C. elegans) 1.5822 1.71E-06 6.19E-05
216 oV3gR9T7zlFSAXHovE 9445 ITM2B integral membrane protein 2B 1.5804 0.001121 0.0072891
217 WpSg16t5B.oAdd9EwQ 10404 PGCP plasma glutamate carboxypeptidase 1.5783 1.99E-06 6.85E-05
218 uWsCSg4QJ_f96zvcrs 57142 RTN4 reticulon 4 1.578 2.82E-05 0.00045597
219 ouT3XcIHRdbyZHu0mo 1946 EFNA5 ephrin-A5 1.5778 2.01E-05 0.00035292
220 Z1.d5feJFt.D9TN9C0 53354 PANK1 pantothenate kinase 1 1.5773 2.12E-05 0.00036712
221 Bm6iA.3ehUvOf9eD54 124923 FLJ25006 hypothetical protein FLJ25006 1.5765 1.73E-06 6.23E-05
222 Bk1eFRL0LrMPU_kJ54 9848 MFAP3L microfibrillar-associated protein 3-like 1.5758 1.26E-05 0.00025357
223 ZrUrg3bTC43SndEo1o 2802 GOLGA3 golgi autoantigen, golgin subfamily a, 3 1.5752 3.09E-06 9.34E-05
224 96KT.nu4pY2UewK1yI 23048 FNBP1 formin binding protein 1 1.5743 1.71E-05 0.00031344
225 ZLdgoJiBgN3T7uW7p0 1182 CLCN3 chloride channel 3 1.5737 0.0015546 0.0092944
226 NE1PefUZOn3lPr3fVU 51335 NGRN neugrin, neurite outgrowth associated 1.5736 0.00012407 0.0013769
227 3HlR305eUB_qQ_OcDo 353376 TICAM2 toll-like receptor adaptor molecule 2 1.573 5.40E-06 0.00014049
228 iSOGEH1_5Uya6ieX6Q 3920 LAMP2 lysosomal-associated membrane protein 2 1.5728 1.65E-06 6.07E-05
229 feETXd.kJ54epEdOUI 7319 UBE2A ubiquitin-conjugating enzyme E2A (RAD6 homolog) 1.5726 4.42E-05 0.0006332
230 0eucdTkqtLkkihLeiA 1839 HBEGF heparin-binding EGF-like growth factor 1.5723 5.22E-05 0.00071599
231 NUnqGKi.Tvq.IBk4WA 10987 COPS5 COP9 constitutive photomorphogenic homolog subunit 5 (Arabidopsis) 1.5721 0.00021354 0.0020566
232 Ntq5IeJhZJVIRxJ6P0 10671 DCTN6 dynactin 6 1.5711 0.00038666 0.0032353
233 lRy_KLIIo4UnIdU6D4 93974 ATPIF1 ATPase inhibitory factor 1 1.5702 5.70E-07 2.71E-05
234 EqSCendx8QXn93ngl8 117584 RFFL ring finger and FYVE-like domain containing 1 1.5702 7.37E-06 0.00017613
235 oiS4TT5f0dSo66B30E 493911 PHOSPHO2 phosphatase, orphan 2 1.569 8.30E-05 0.001016
236 BS6WEpPo5IFyJS.0oE 91694 LONRF1 LON peptidase N-terminal domain and ring finger 1 1.5676 7.92E-06 0.000186
237 rVexXMHsNPRfq_lr_0 66036 MTMR9 myotubularin related protein 9 1.5673 4.86E-06 0.00012989
238 cbrT3_e7OOpOevdK_U 5494 PPM1A protein phosphatase 1A (formerly 2C), magnesium-dependent, alpha isoform 1.5656 2.52E-05 0.00041781
239 WX_lPqL_ntXSJTWtCQ 55776 C6orf64 chromosome 6 open reading frame 64 1.5656 5.97E-06 0.0001506
240 WuS53iqEhCn6uzOUFI 64112 MOAP1 modulator of apoptosis 1 1.5645 8.94E-06 0.00020302
241 90TCtf5.3_7wiofl3s 1102 RCBTB2 regulator of chromosome condensation (RCC1) and BTB (POZ) domain containing protein 2 1.5635 2.91E-07 1.71E-05
242 lkWrpI73OS7r0L9.hY 23022 PALLD palladin, cytoskeletal associated protein 1.56 0.00024892 0.0023197
243 ThTd5HgqV3rpaRqT6g 10417 SPON2 spondin 2, extracellular matrix protein 1.5598 0.00044463 0.0036114
244 0jp6I4T81KtH_0pXKE 56892 C8orf4 chromosome 8 open reading frame 4 1.5593 0.00054446 0.0042083
245 xUq5TcNep7E7ozofik 788 SLC25A20 solute carrier family 25 (carnitine/acylcarnitine translocase), member 20 1.5589 2.29E-05 0.00038688
246 3UVCs0lkvuWU0yXF04 51657 STYXL1 serine/threonine/tyrosine interacting-like 1 1.5571 0.0010728 0.0070662
247 HXVeIuKF01hTsPFPZ8 222166 C7orf41 chromosome 7 open reading frame 41 1.5558 2.57E-06 8.15E-05
248 BieNPnX3RdeU4x7S8U 9528 TMEM59 transmembrane protein 59 1.5549 1.49E-06 5.60E-05
249 QO8NCd10bksNBlZu1E 5644 PRSS1 protease, serine, 1 (trypsin 1) 1.5547 2.24E-06 7.34E-05
250 lF4JSEqSKbWeEDR1Tg 55281 TMEM140 transmembrane protein 140 1.5542 1.07E-05 0.00022657
251 KTonQjt_7e7pyOl3n4 22930 RAB3GAP1 RAB3 GTPase activating protein subunit 1 (catalytic) 1.5537 4.18E-05 0.00060761
252 ERYgbff3Pjp6Nz.SlU 54505 DHX29 DEAH (Asp-Glu-Ala-His) box polypeptide 29 1.5482 0.0015773 0.0093876
253 fRUktbn9c3ZTuCDop0 8545 CGGBP1 CGG triplet repeat binding protein 1 1.5471 3.48E-06 0.00010057
254 lgiQKueA4fsa_nrn90 57542 KLHDC5 kelch domain containing 5 1.547 0.00036846 0.0031293
255 lRfyRoy.XrVC6u6JfU 39 ACAT2 acetyl-Coenzyme A acetyltransferase 2 1.5466 4.85E-05 0.00067595
256 Nu3z03e73y5Il6Vnvo 79877 DCAKD dephospho-CoA kinase domain containing 1.5459 1.97E-06 6.80E-05
257 fqLrolLZ7BHiXSIYFA 3300 DNAJB2 DnaJ (Hsp40) homolog, subfamily B, member 2 1.5459 8.32E-06 0.00019215
258 9fXq5nvWiH0KRydjrc 127845 GOLT1A golgi transport 1 homolog A (S. cerevisiae) 1.5459 0.0015094 0.0090931
259 Eg_eJPygkkULc8Sk64 10529 NEBL nebulette 1.5458 0.0017103 0.0099792
260 EUuyelHzUqf.cfTRCg 6038 RNASE4 ribonuclease, RNase A family, 4 1.5451 4.14E-05 0.00060333
261 fxu_JulxuJQQgkql3g 56901 NDUFA4L2 NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 4-like 2 1.5449 0.00068179 0.0049755
262 xLfTe1hC9HZdr5oXKE 7508 XPC xeroderma pigmentosum, complementation group C 1.5425 3.67E-05 0.00055322
263 Q1IDD3SQqcQwpLo_uo 5567 PRKACB protein kinase, cAMP-dependent, catalytic, beta 1.5423 0.00037552 0.0031758
264 folGvnj3_jgSgnl.g0 5194 PEX13 peroxisomal biogenesis factor 13 1.5362 1.34E-05 0.00026782
265 fgQrpK6olfxX3rgvAU 28970 C11orf54 chromosome 11 open reading frame 54 1.5354 1.33E-05 0.00026735
266 TeewU1IBpPjvn0b544 285550 LOC285550 hypothetical protein LOC285550 1.5348 3.21E-07 1.81E-05
267 KUg7rr3qQQOI_6Ybog 57659 ZBTB4 zinc finger and BTB domain containing 4 1.5346 3.86E-05 0.00057183
268 Ei3V7YSwL4DrhtR56c 83930 STARD3NL STARD3 N-terminal like 1.5335 0.00025414 0.002353
269 W3stSAW0qKC950V0RY 5406 PNLIP pancreatic lipase 1.5333 1.86E-05 0.00033453
270 fbkkP1LgXsfoTSsuLc 5813 PURA purine-rich element binding protein A 1.5333 8.49E-05 0.0010331
271 xa1DlFyHdXsRLlV_6Q 9622 KLK4 kallikrein-related peptidase 4 1.5316 4.11E-07 2.13E-05
272 lUMl16RSUhdFfhQXdo 6468 FBXW4 F-box and WD repeat domain containing 4 1.5305 4.54E-06 0.00012303
273 ujVBgklTmuHgSkMSxo 152926 PPM1K protein phosphatase 1K (PP2C domain containing) 1.5296 1.77E-06 6.36E-05
274 xkhAF34BX1VOkQHZU4 8935 SKAP2 src kinase associated phosphoprotein 2 1.5293 0.00010695 0.0012333
275 uLvkKgXXJHuAtINl0k 10231 RCAN2 regulator of calcineurin 2 1.5284 9.95E-06 0.00021742
276 rnFyh8J44J_nXLj66U 55033 FKBP14 FK506 binding protein 14, 22 kDa 1.5283 8.82E-07 3.78E-05
277 HdUm8EQDU6ks46Std4 467 ATF3 activating transcription factor 3 1.5283 4.04E-05 0.00059179
278 ZoFe7X7qnotIno3vBY 2065 ERBB3 v-erb-b2 erythroblastic leukemia viral oncogene homolog 3 (avian) 1.5269 0.00074627 0.0053387
279 HnVfl7oE_3rXJ7r1T4 284058 KIAA1267 KIAA1267 1.5268 0.00012778 0.0014053
280 Hi9BxO96qVojI4f5I4 1647 GADD45A growth arrest and DNA-damage-inducible, alpha 1.526 0.00028833 0.0026025
281 KuolFOXhURH.x_zI48 26136 TES testis derived transcript (3 LIM domains) 1.5248 5.95E-06 0.00015046
282 cUr8U3R1SwxUnXNwJU 9887 SMG7 Smg-7 homolog, nonsense mediated mRNA decay factor (C. elegans) 1.5246 2.46E-05 0.00041076
283 len6N2.8Fb15VF5XMs 83719 YPEL3 yippee-like 3 (Drosophila) 1.5243 0.00074061 0.0053164
284 fRHj2H97qfIo4oIXHo 1491 CTH cystathionase (cystathionine gamma-lyase) 1.5233 2.10E-05 0.00036296
285 Tf6QkorhHI6e4O41nQ 4864 NPC1 Niemann-Pick disease, type C1 1.5229 5.82E-06 0.00014901
286 WnW3lSQL_FA2JL0GFE 26137 ZBTB20 zinc finger and BTB domain containing 20 1.5223 4.20E-06 0.00011531
287 flJd37V6.Xzu_Duvi8 54749 EPDR1 ependymin related protein 1 (zebrafish) 1.5222 3.37E-06 9.88E-05
288 fUR_ReNCJLn3U.v_SI 51322 WAC WW domain containing adaptor with coiled-coil 1.5222 0.00058533 0.0044352
289 6VQofeoEor24T2icXg 5106 PCK2 phosphoenolpyruvate carboxykinase 2 (mitochondrial) 1.522 1.23E-05 0.00024979
290 iuuUy.tNXq3KAy0MBI 116461 TSEN15 tRNA splicing endonuclease 15 homolog (S. cerevisiae) 1.5215 0.00021056 0.0020341
291 9TvapRvvs7PjsSX4O4 5170 PDPK1 3-phosphoinositide dependent protein kinase-1 1.5185 4.97E-05 0.00068862
292 BVAAoikiCA4ldXaYJc 23479 ISCU iron-sulfur cluster scaffold homolog (E. coli) 1.5185 0.0012808 0.0080665
293 rniefXv994_deqAEZc 10929 SFRS2B splicing factor, arginine/serine-rich 2B 1.518 2.28E-05 0.00038688
294 rjoMglfvnsjubkt6SU 8073 PTP4A2 protein tyrosine phosphatase type IVA, member 2 1.5177 3.82E-05 0.0005688
295 HtHuUfoSpv93g_CoCU 10681 GNB5 guanine nucleotide binding protein (G protein), beta 5 1.5173 3.77E-05 0.00056382
296 HVJXHWNdMxVa6NUQdM 23587 C17orf81 chromosome 17 open reading frame 81 1.5158 0.00030327 0.0026943
297 WkEvu3I7SKTp6l1N3k 10475 TRIM38 tripartite motif-containing 38 1.5158 2.00E-06 6.87E-05
298 oUXkAnD7ul6_oqnP.o 55860 ACTR10 actin-related protein 10 homolog (S. cerevisiae) 1.5154 1.15E-06 4.58E-05
299 ZS6LveQJWPd5J.CHoQ 84851 TRIM52 tripartite motif-containing 52 1.5153 1.55E-05 0.00029386
300 HkEgFzXR5XVS3d8C_g 1027 CDKN1B cyclin-dependent kinase inhibitor 1B (p27, Kip1) 1.5149 1.22E-05 0.00024813
301 TSnePcugokveLdSgsk 25957 SFRS18 splicing factor, arginine/serine-rich 18 1.5125 0.00015544 0.0016391
302 ByLH7TfgzJdVCIgSro 10632 ATP5L ATP synthase, H+ transporting, mitochondrial F0 complex, subunit G 1.5125 0.0005577 0.0042813
303 W0tPXVKrVg7756fWwU 1797 DOM3Z dom-3 homolog Z (C. elegans) 1.5123 0.00066655 0.0048978
304 9B3EjpMXuXn3qvoLuE 84925 DIRC2 disrupted in renal carcinoma 2 1.5118 1.32E-06 5.08E-05
305 B9D_FSZdtuuJdO8Rpk 5516 PPP2CB protein phosphatase 2 (formerly 2A), catalytic subunit, beta isoform 1.5117 1.96E-05 0.0003472
306 oMgrqBSve4pPcXRSQk 151613 TTC14 tetratricopeptide repeat domain 14 1.5116 0.0011334 0.007346
307 WVHrohnz3HoWnnsX0o 51093 C1orf66 chromosome 1 open reading frame 66 1.5109 0.00018973 0.001886
308 KjXt6fl5VI.z48V4mk 11043 MID2 midline 2 1.5102 4.16E-06 0.00011462
309 QN4TRVJlP7AiQf1JLE 51128 SAR1B SAR1 gene homolog B (S. cerevisiae) 1.5102 0.00051033 0.0040051
310 3uIneDntQVSejuSnFA 51601 LIPT1 lipoyltransferase 1 1.5096 6.32E-05 0.00083581
311 NkgchVZRJJd4L6EkAU 351 APP amyloid beta (A4) precursor protein 1.5088 0.00030739 0.0027248
312 WokXUp_QIC4pd_s1.U 5218 PFTK1 PFTAIRE protein kinase 1 1.5077 5.14E-05 0.0007093
313 lFF5Z40l871QIleLLk 114928 GPRASP2 G protein-coupled receptor associated sorting protein 2 1.5077 0.00010824 0.0012431
314 ltS76e8uz_M95e3XTo 84159 ARID5B AT rich interactive domain 5B (MRF1-like) 1.5056 0.00081335 0.0057014
315 rNWwSR7oMRXwQvol6Y 6653 SORL1 sortilin-related receptor, L(DLR class) A repeats-containing 1.5056 4.04E-05 0.00059179
316 QnkeVInuOd7E37_yRE 55502 HES6 hairy and enhancer of split 6 (Drosophila) 1.5043 3.41E-05 0.00052407
317 lcNUrC0JcQ5XIoIsAU 9474 ATG5 ATG5 autophagy related 5 homolog (S. cerevisiae) 1.5043 0.00086948 0.0060043
318 r93nTRGl9pHsn_rrqc 51650 MRPS33 mitochondrial ribosomal protein S33 1.5035 0.00056818 0.0043407
319 uk64.r9OdO7SM59XQE 8382 NME5 non-metastatic cells 5, protein expressed in (nucleoside-diphosphate kinase) 1.503 5.60E-05 0.00075749
320 o6VOm1J95_DH9Llaic 147081 C17orf69 chromosome 17 open reading frame 69 1.503 3.90E-06 0.00010949
321 6PfJ5qKSeWCXgHeXnc 83464 APH1B anterior pharynx defective 1 homolog B (C. elegans) 1.5021 0.0011031 0.0072175
322 09Z2pfVIJte4d6iK4Q 8912 CACNA1H calcium channel, voltage-dependent, T type, alpha 1H subunit 1.501 9.85E-05 0.0011615
323 Hw3ya7V1El6RrrSDko 54845 RBM35A RNA binding motif protein 35A 1.5007 5.03E-06 0.00013262
324 ZSGY24kKU_H7pEBHuo 51256 TBC1D7 TBC1 domain family, member 7 1.5001 0.0011178 0.0072716
325 NeUv3for6T7AooEnwo 10289 EIF1B eukaryotic translation initiation factor 1B 1.5 0.00080124 0.005639
326 cR5KkmrPddVFwt3qCA 6051 RNPEP arginyl aminopeptidase (aminopeptidase B) -1.5 0.00039472 0.0032853
327 QqTc4brSrtT1w06pI4 65123 INTS3 integrator complex subunit 3 -1.5005 1.75E-05 0.0003186
328 KeRf6rTn_yS7dX5hdk 51281 ANKMY1 ankyrin repeat and MYND domain containing 1 -1.5006 7.18E-06 0.00017288
329 WUR3Y971PrezNzfotI 5046 PCSK6 proprotein convertase subtilisin/kexin type 6 -1.5013 2.08E-06 7.02E-05
330 rpUbpNjXV5WYLhL8QA 87 ACTN1 actinin, alpha 1 -1.5021 0.001048 0.0069723
331 NZ6BfqQoIO4kIsiIuU 91543 RSAD2 radical S-adenosyl methionine domain containing 2 -1.5039 1.07E-05 0.00022657
332 05Tpl.rWQjP30Rn1QE 1138 CHRNA5 cholinergic receptor, nicotinic, alpha 5 -1.5061 8.69E-06 0.00019897
333 36HqUBcKuCun2qtuug 4691 NCL nucleolin -1.5071 1.39E-05 0.00027558
334 0p534Nte.3_XLPJFEo 3192 HNRNPU heterogeneous nuclear ribonucleoprotein U (scaffold attachment factor A) -1.5072 1.14E-05 0.00023737
335 HXtejl3giKhIW0gHog 5351 PLOD1 procollagen-lysine 1, 2-oxoglutarate 5-dioxygenase 1 -1.5076 0.00028396 0.002569
336 iU7tU3QlEiQdEqx9EU 121260 SLC15A4 solute carrier family 15, member 4 -1.5083 4.96E-05 0.00068859
337 rlBFB2yfy6SOoutEh0 23306 TMEM194A transmembrane protein 194A -1.5104 1.45E-05 0.00028037
338 HtP0XXvXKB3U9UJPlI 138046 RALYL RALY RNA binding protein-like -1.5106 6.00E-06 0.00015085
339 KLh7rtfiOdE8eVpeXU 57176 VARS2 valyl-tRNA synthetase 2, mitochondrial (putative) -1.5106 0.00017648 0.0017883
340 cqCkUk4tURFSX3T9yI 91107 TRIM47 tripartite motif-containing 47 -1.5121 0.00040997 0.0033921
341 cTSFK3c6S7DLpKKARE 86 ACTL6A actin-like 6A -1.5123 4.61E-05 0.00065181
342 3kkAUB6t9J.NVv35Co 3038 HAS3 hyaluronan synthase 3 -1.513 8.00E-06 0.00018775
343 ElF3J5OF_pCc7BVD5c 10712 C1orf2 chromosome 1 open reading frame 2 -1.5141 3.00E-05 0.00047886
344 f_uHe5X53cH3iVF1So 3712 IVD isovaleryl Coenzyme A dehydrogenase -1.5162 2.71E-05 0.00044152
345 u3o7h3vFf9UQjKKg1U 79000 C1orf135 chromosome 1 open reading frame 135 -1.5164 5.16E-07 2.54E-05
346 9KF6mXqAOg5BUT7AlE 80724 ACAD10 acyl-Coenzyme A dehydrogenase family, member 10 -1.5169 0.00083821 0.0058394
347 xnSItd3DnXIUqH4VPI 57122 NUP107 nucleoporin 107kDa -1.517 0.00034668 0.0029893
348 fW1HXXHs.z6ErSHZao 6597 SMARCA4 SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily a, member 4 -1.5176 0.00036043 0.0030827
349 u2UUepfv9Zw9SpI9So 4669 NAGLU N-acetylglucosaminidase, alpha- -1.5179 0.00011085 0.0012657
350 lLROR6GKlgHXt5zYlc 84948 TIGD5 tigger transposable element derived 5 -1.5185 2.22E-05 0.00037994
351 rltvjvPag8pN5Xjjnk 5304 PIP prolactin-induced protein -1.5197 0.00033974 0.0029488
352 lKF_Xd6De0FS.6nUro 26027 ACOT11 acyl-CoA thioesterase 11 -1.5198 3.02E-07 1.75E-05
353 iFJ9Ac7AKH0ULypdeo 84515 MCM8 minichromosome maintenance complex component 8 -1.5198 0.00015022 0.0015995
354 u_Sp0JRQ3OCF0pSquI 10419 PRMT5 protein arginine methyltransferase 5 -1.5205 3.46E-06 0.00010044
355 rpT9IfqI4pp77T5414 348093 RBPMS2 RNA binding protein with multiple splicing 2 -1.5209 5.34E-05 0.00072956
356 oJEiuCghLmxqJS0uiQ 4791 NFKB2 nuclear factor of kappa light polypeptide gene enhancer in B-cells 2 (p49/p100) -1.5214 0.0001952 0.0019257
357 oSpKX73ge.Z94e8BFg 9315 C5orf13 chromosome 5 open reading frame 13 -1.5215 4.82E-06 0.00012886
358 B44l6gKLu95eVvEuiY 65980 BRD9 bromodomain containing 9 -1.5222 2.62E-06 8.29E-05
359 ZiQmZqtf5b6fcucsNM 9638 FEZ1 fasciculation and elongation protein zeta 1 (zygin I) -1.5222 5.01E-05 0.00069378
360 WebhLrV3VaH5H71_.U 22827 PUF60 poly-U binding splicing factor 60KDa -1.5224 2.67E-05 0.00043604
361 T_bfHe90mEvl57Swno 595097 SNORD16 small nucleolar RNA, C/D box 16 -1.523 1.00E-05 0.0002185
362 cWqPBSbzQUgnAo44r4 3945 LDHB lactate dehydrogenase B -1.5232 0.00019716 0.0019402
363 fTneb76.RSfeV0TkSo 6574 SLC20A1 solute carrier family 20 (phosphate transporter), member 1 -1.5232 0.00019748 0.0019421
364 05L59LFTDs9_t1XEkg 2146 EZH2 enhancer of zeste homolog 2 (Drosophila) -1.5235 4.23E-05 0.00061226
365 NTnKfigggAZ9pPdfKE 10202 DHRS2 dehydrogenase/reductase (SDR family) member 2 -1.5236 9.90E-06 0.00021685
366 9.qEIlev9xnlfpRRHk 5296 PIK3R2 phosphoinositide-3-kinase, regulatory subunit 2 (beta) -1.524 0.0013738 0.0084602
367 ZdTpXaWfkVnd77Ef0M 5496 PPM1G protein phosphatase 1G (formerly 2C), magnesium-dependent, gamma isoform -1.5248 0.00010675 0.0012322
368 QUSofik5L6itena.nM 81545 FBXO38 F-box protein 38 -1.5249 5.77E-05 0.00077347
369 KpRe1Fu6lue7XztPsM 10608 MXD4 MAX dimerization protein 4 -1.5255 0.00021725 0.0020885
370 H6R4UoCHl3hXfJISJU 55572 FOXRED1 FAD-dependent oxidoreductase domain containing 1 -1.5259 7.32E-06 0.00017563
371 coV66q6dfdHno1of.A 10362 HMG20B high-mobility group 20B -1.5264 0.00057136 0.0043587
372 BCVPXu7W15T8lEgp5o 79850 FAM57A family with sequence similarity 57, member A -1.528 2.76E-06 8.64E-05
373 fSQgQDQpHV7kv_UnUo 122769 PPIL5 peptidylprolyl isomerase (cyclophilin)-like 5 -1.5284 3.58E-06 0.00010252
374 3eV9Urj3sL7V0Hsfog 55750 AGK acylglycerol kinase -1.5285 1.16E-05 0.00024026
375 WVUPU0hQp5C6V1Pbu4 10072 DPP3 dipeptidyl-peptidase 3 -1.5286 0.0001466 0.0015707
376 lo1eNU.13htRdcVTKI 1017 CDK2 cyclin-dependent kinase 2 -1.5335 0.00014198 0.001531
377 KeInUP01t5TaZTXkNw 6210 RPS15A ribosomal protein S15a -1.5338 0.0012495 0.007904
378 oelKRQk7u5H7F66.d4 7884 SLBP stem-loop binding protein -1.5353 6.90E-07 3.15E-05
379 uqh7e05einfaRH1U38 10128 LRPPRC leucine-rich PPR-motif containing -1.5356 0.00085679 0.0059374
380 ckKhzgu0jLlXTfipck 57405 SPC25 SPC25, NDC80 kinetochore complex component, homolog (S. cerevisiae) -1.5359 2.50E-06 7.98E-05
381 lNFaERNOfCPQeokxSo 51602 NOP5/NOP58 nucleolar protein NOP5/NOP58 -1.5366 0.00019364 0.0019151
382 xVIIF0orBfqV9XnNf8 23082 PPRC1 peroxisome proliferator-activated receptor gamma, coactivator-related 1 -1.5379 0.00079015 0.0055758
383 oWp20SO0BV03.p5Mg4 93594 WDR67 WD repeat domain 67 -1.5388 0.00015602 0.0016416
384 Zt.fVGdP3NPdVThW3o 8710 SERPINB7 serpin peptidase inhibitor, clade B (ovalbumin), member 7 -1.5393 4.28E-05 0.00061659
385 r6EKf33NLJvxX_0Uuk 54517 PUS7 pseudouridylate synthase 7 homolog (S. cerevisiae) -1.5403 0.00025083 0.0023319
386 QXkZT3UXSzef2qBUF4 51559 NT5DC3 5'-nucleotidase domain containing 3 -1.5427 2.23E-05 0.0003808
387 rqVD33UYQ5WFk75EFQ 6419 SETMAR SET domain and mariner transposase fusion gene -1.5432 2.43E-06 7.84E-05
388 BKS6Xoin_97Brl.3yo 26030 PLEKHG3 pleckstrin homology domain containing, family G (with RhoGef domain) member 3 -1.5438 1.41E-05 0.00027754
389 ieV56egF6y4BDDVI1I 10549 PRDX4 peroxiredoxin 4 -1.5444 2.75E-05 0.00044801
390 cjl4f19T66ujq6qk9Q 10103 TSPAN1 tetraspanin 1 -1.546 0.0014811 0.0089502
391 ot96nUUt3lUUz1.tHE 55159 RFWD3 ring finger and WD repeat domain 3 -1.5472 0.00034715 0.0029917
392 Bh95VJ.N7REKepF3Lk 5213 PFKM phosphofructokinase, muscle -1.5483 6.13E-05 0.00081562
393 N6oTiekQQo33clQDbo 85444 LRRCC1 leucine rich repeat and coiled-coil domain containing 1 -1.5496 5.86E-05 0.00078188
394 op3vv4MBuBuBUpoKhU 84875 PARP10 poly (ADP-ribose) polymerase family, member 10 -1.55 0.00045723 0.0036797
395 Tl9F63uh8xe7n6.ErU 191 AHCY S-adenosylhomocysteine hydrolase -1.5501 0.00015542 0.0016391
396 cUnrw4bcJcudydCIXc 54821 ERCC6L excision repair cross-complementing rodent repair deficiency, complementation group 6-like -1.5504 1.62E-05 0.00030175
397 H5SXVArcIogAefUuvU 641 BLM Bloom syndrome -1.5519 4.59E-07 2.32E-05
398 rX31EblYN57hejt_lI 5096 PCCB propionyl Coenzyme A carboxylase, beta polypeptide -1.5519 1.77E-05 0.00032089
399 xSj4keD1CdR6T9LeG4 80071 CCDC15 coiled-coil domain containing 15 -1.552 5.88E-06 0.0001492
400 3ZCM6nl55etRf5c9ng 79713 TMEM149 transmembrane protein 149 -1.5526 0.0016891 0.0098855
401 c12cHhPJU9K30SZ0x4 8187 ZNF239 zinc finger protein 239 -1.555 1.15E-05 0.00023943
402 fHgztF_dUIRpXdKCdU 8985 PLOD3 procollagen-lysine, 2-oxoglutarate 5-dioxygenase 3 -1.5557 0.000278 0.0025296
403 EioGvouqNpeYCjHuA0 119559 SFXN4 sideroflexin 4 -1.5568 7.27E-06 0.00017484
404 frhAHi16oC4etbrIlo 3177 SLC29A2 solute carrier family 29 (nucleoside transporters), member 2 -1.5574 1.81E-05 0.00032747
405 WV4uwvFOukny.xzlEE 81930 KIF18A kinesin family member 18A -1.558 1.44E-05 0.00027992
406 QStf58UCilQ.R0Dv_I 6434 SFRS10 splicing factor, arginine/serine-rich 10 (transformer 2 homolog, Drosophila) -1.5581 0.00012741 0.0014021
407 lnfRJOJOCVLpFA6erE 8671 SLC4A4 solute carrier family 4, sodium bicarbonate cotransporter, member 4 -1.5581 0.00011161 0.0012726
408 BXecb1z7TwKzRrZRek 4790 NFKB1 nuclear factor of kappa light polypeptide gene enhancer in B-cells 1 -1.5602 0.00017118 0.0017569
409 QSZJJdoVo_b_XyaM78 79180 EFHD2 EF-hand domain family, member D2 -1.5609 0.00019896 0.0019506
410 9SKSKOeQiIAnkAillk 4716 NDUFB10 NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 10, 22kDa -1.5616 0.00037973 0.0031984
411 Koi5Igojafuv0V4oHo 4830 NME1 non-metastatic cells 1, protein (NM23A) expressed in -1.5617 5.56E-06 0.00014375
412 ovcevcR7iukOo.nSOU 8659 ALDH4A1 aldehyde dehydrogenase 4 family, member A1 -1.5637 6.42E-05 0.00084523
413 96VQxU.6CVe6W7o7aw 5909 RAP1GAP RAP1 GTPase activating protein -1.5645 0.00011614 0.0013082
414 HkSKPlX3f9InpXY5QM 9784 SNX17 sorting nexin 17 -1.5645 2.94E-06 9.01E-05
415 rtGtHJ41dK3nkBEk6I 5420 PODXL podocalyxin-like -1.5662 5.43E-05 0.00073804
416 99UqQp43vls8tb.REk 9235 IL32 interleukin 32 -1.5666 0.00086258 0.0059647
417 Q_wieokBG.OLu2g1bk 23560 GTPBP4 GTP binding protein 4 -1.5675 0.00012031 0.0013434
418 rqEqc_MK1X675ffk3U 112770 C1orf85 chromosome 1 open reading frame 85 -1.5679 9.69E-07 4.07E-05
419 N_vOIY3Z6hZV5W6AlE 79643 CHMP6 chromatin modifying protein 6 -1.5695 4.09E-06 0.00011303
420 lLhQjHTur6HlShEkjk 204 AK2 adenylate kinase 2 -1.57 9.89E-06 0.00021685
421 90.3m.Uk5X6AIdX8tU 25819 CCRN4L CCR4 carbon catabolite repression 4-like (S. cerevisiae) -1.5736 1.19E-05 0.00024492
422 ZrKae7h3LfpVKCYKBA 114990 VASN vasorin -1.574 8.36E-06 0.00019252
423 TdVw_E9zSVBXT3kqUU 8508 NIPSNAP1 nipsnap homolog 1 (C. elegans) -1.5746 5.43E-07 2.62E-05
424 0h575QxdIdSoCIopTQ 2542 SLC37A4 solute carrier family 37 (glucose-6-phosphate transporter), member 4 -1.5757 7.88E-07 3.49E-05
425 0XpPp_uiiXOjCuigoU 201299 RDM1 RAD52 motif 1 -1.5761 0.00013854 0.0014975
426 WFE.ekm.VIRV3nKU1c 23413 FREQ frequenin homolog (Drosophila) -1.5774 9.32E-05 0.0011135
427 WiuuqFKnOoukrPOEtg 5935 RBM3 RNA binding motif (RNP1, RRM) protein 3 -1.5776 2.06E-05 0.00035885
428 fpJVeC5QiJ4iiS_4dw 7004 TEAD4 TEA domain family member 4 -1.5788 7.81E-06 0.00018386
429 WkpUoIEk0oLUgpAIJI 10615 SPAG5 sperm associated antigen 5 -1.5795 7.01E-06 0.00016937
430 36FHzuY1uhR_bmN7aU 10785 WDR4 WD repeat domain 4 -1.5796 1.22E-05 0.00024902
431 laDrQERISKKUxIVvQg 7443 VRK1 vaccinia related kinase 1 -1.5798 1.96E-05 0.0003474
432 uAAYeVNWrX9Xjq_qS8 5606 MAP2K3 mitogen-activated protein kinase kinase 3 -1.5805 3.64E-07 1.95E-05
433 Nlp7tfXlEdqj09fIB4 80305 TRABD TraB domain containing -1.5817 4.11E-06 0.00011333
434 oJfvfK.oEt63Xu.Tv0 54830 NUP62CL nucleoporin 62kDa C-terminal like -1.5829 6.01E-07 2.81E-05
435 NmXo95T5hE._5f0lXo 8662 EIF3B eukaryotic translation initiation factor 3, subunit B -1.5843 9.78E-05 0.0011575
436 3hHTG3HqKNCkniCCgk 81624 DIAPH3 diaphanous homolog 3 (Drosophila) -1.5848 3.12E-07 1.79E-05
437 6H3H5QTeX56H7Oo_3U 55133 SRBD1 S1 RNA binding domain 1 -1.5857 0.00051464 0.0040309
438 QnXJTIn1.UgV9R5UO4 113791 PIK3IP1 phosphoinositide-3-kinase interacting protein 1 -1.5858 1.76E-06 6.33E-05
439 314xQjiCOncNJ4hJFI 201725 C4orf46 chromosome 4 open reading frame 46 -1.5861 6.43E-05 0.00084558
440 iF6gV0rdyuKt_OKEgs 9221 NOLC1 nucleolar and coiled-body phosphoprotein 1 -1.5864 0.00018262 0.0018325
441 TdRf7_R3vl7iif3pO4 51776 ZAK sterile alpha motif and leucine zipper containing kinase AZK -1.5869 2.04E-06 6.93E-05
442 ZhAGpmOOV6f0q60geg 148022 TICAM1 toll-like receptor adaptor molecule 1 -1.5891 0.00011013 0.0012595
443 3deo33PeR10l6MUk14 2491 CENPI centromere protein I -1.5897 3.30E-07 1.83E-05
444 0JUZ6I0FUpGZ00IJ4M 10131 TRAP1 TNF receptor-associated protein 1 -1.5902 1.05E-05 0.00022443
445 Qe0WCUoJVv7Cbu_658 9555 H2AFY H2A histone family, member Y -1.5905 1.25E-07 9.31E-06
446 Kkjn_VKfdFGuxajPAU 3030 HADHA hydroxyacyl-Coenzyme A dehydrogenase/3-ketoacyl-Coenzyme A thiolase/enoyl-Coenzyme A hydratase (trifunctional protein), alpha subunit -1.5907 0.0001712 0.0017569
447 oHjV5_5KUuinfqfogQ 2030 SLC29A1 solute carrier family 29 (nucleoside transporters), member 1 -1.5911 3.35E-06 9.85E-05
448 3aZ9UkUE7BaTv1JIIQ 595 CCND1 cyclin D1 -1.5936 0.000687 0.0050042
449 QrDm7p4OpMFHun37nk 55504 TNFRSF19 tumor necrosis factor receptor superfamily, member 19 -1.5948 5.84E-06 0.00014919
450 od6Lrsx5RNLv4tLVSI 203068 TUBB tubulin, beta -1.5971 0.00088505 0.0060932
451 xVkl.VQiRUESQgJUeA 10195 ALG3 asparagine-linked glycosylation 3 homolog (S. cerevisiae, alpha-1,3-mannosyltransferase) -1.5976 3.77E-05 0.00056382
452 9XqXh7q3rqTTz6hTfQ 3122 HLA-DRA major histocompatibility complex, class II, DR alpha -1.5976 4.00E-06 0.00011128
453 xjpUt9zVUXACFCT45U 8635 RNASET2 ribonuclease T2 -1.5977 0.00010936 0.0012532
454 uqErQ72dFfSl0nkI0k 171568 POLR3H polymerase (RNA) III (DNA directed) polypeptide H (22.9kD) -1.5981 7.28E-05 0.00092151
455 K1Imtl1Ov6Ci7.cSjU 4285 MIPEP mitochondrial intermediate peptidase -1.5989 8.27E-06 0.00019174
456 Qu_z0gAaoio58PpXpk 5422 POLA1 polymerase (DNA directed), alpha 1, catalytic subunit -1.5992 0.00015547 0.0016391
457 0e5.F1_V_7dK7rV5ec 79709 GLT25D1 glycosyltransferase 25 domain containing 1 -1.5994 3.41E-05 0.00052407
458 ZQReUvNEYKOFUqh0u4 9218 VAPA VAMP (vesicle-associated membrane protein)-associated protein A, 33kDa -1.6002 9.67E-07 4.07E-05
459 uh7748vPPkCR7RaXSo 5198 PFAS phosphoribosylformylglycinamidine synthase -1.6006 1.28E-06 5.00E-05
460 fIAk8VP_aUL1YYinoU 57706 DENND1A DENN/MADD domain containing 1A -1.6017 2.88E-06 8.88E-05
461 in7S1rfIjFd.XguKbk 112616 CMTM7 CKLF-like MARVEL transmembrane domain containing 7 -1.6028 0.0001885 0.0018819
462 EC1yOkA26V0ecK5In4 29893 PSMC3IP PSMC3 interacting protein -1.6051 3.58E-05 0.00054325
463 ol9ui.hDisSkqknZjk 6626 SNRPA small nuclear ribonucleoprotein polypeptide A -1.6061 0.0011128 0.0072599
464 iLe0X4lqYme6lCSq_Q 516 ATP5G1 ATP synthase, H+ transporting, mitochondrial F0 complex, subunit C1 (subunit 9) -1.6076 0.0015319 0.0091939
465 352KZNKVv.xS.M0a30 79651 RHBDF2 rhomboid 5 homolog 2 (Drosophila) -1.6082 0.00013479 0.0014664
466 fKROo6O1LnFFQlV198 10158 PDZK1IP1 PDZK1 interacting protein 1 -1.6087 0.00012907 0.0014164
467 uihtWnqOC3rrq2wvyg 8870 IER3 immediate early response 3 -1.6091 5.82E-05 0.00077788
468 Nkl_jf3TFQBPoSOebE 10592 SMC2 structural maintenance of chromosomes 2 -1.6097 5.36E-05 0.00073039
469 u0etuXVJK5Ij3yCKK4 158 ADSL adenylosuccinate lyase -1.6101 2.29E-06 7.46E-05
470 HFS7.KJOLlu7ubXtok 4599 MX1 myxovirus (influenza virus) resistance 1, interferon-inducible protein p78 (mouse) -1.6115 4.33E-07 2.20E-05
471 uV6nvqKBI4hLpzIJH4 3656 IRAK2 interleukin-1 receptor-associated kinase 2 -1.6116 8.17E-08 6.56E-06
472 EXTn1LAUVaP0oJfuhE 55706 TMEM48 transmembrane protein 48 -1.6116 7.59E-05 0.00095163
473 KJ1Ar0e795Z7XovtFE 115265 DDIT4L DNA-damage-inducible transcript 4-like -1.6124 5.48E-05 0.00074304
474 3lyuECQhUSwJVRFU3Q 80020 FOXRED2 FAD-dependent oxidoreductase domain containing 2 -1.6125 6.83E-05 0.00088182
475 olKBHuht.vSCo0r6qk 7203 CCT3 chaperonin containing TCP1, subunit 3 (gamma) -1.6127 1.58E-05 0.00029774
476 KmuIV6TRhCDUceNE6E 90417 C15orf23 chromosome 15 open reading frame 23 -1.6131 3.68E-06 0.00010465
477 TUVKqWfVHfqV6.7zj8 84261 FBXW9 F-box and WD repeat domain containing 9 -1.615 2.87E-07 1.69E-05
478 luZeJI0NRS5AEqcGkU 65263 PYCRL pyrroline-5-carboxylate reductase-like -1.6151 0.00031066 0.0027477
479 ThXoftPP7eqpHq4J4I 29925 GMPPB GDP-mannose pyrophosphorylase B -1.6171 0.00032664 0.0028543
480 QoyKLD7y6k6j_._or8 219 ALDH1B1 aldehyde dehydrogenase 1 family, member B1 -1.6177 4.25E-06 0.00011638
481 ZUCXcuxfXXfHTU1S0E 10866 HCP5 HLA complex P5 -1.6178 1.06E-06 4.36E-05
482 KVb81O7U_GlNzvn32k 57714 KIAA1618 KIAA1618 -1.6179 1.88E-06 6.59E-05
483 60dCSemkioKp4MBl6I 29952 DPP7 dipeptidyl-peptidase 7 -1.6184 0.00016908 0.0017407
484 NFllqReUUJB79P.z.U 3785 KCNQ2 potassium voltage-gated channel, KQT-like subfamily, member 2 -1.62 9.24E-06 0.00020642
485 fkoh4VIctUiI5UdPbQ 375444 C5orf34 chromosome 5 open reading frame 34 -1.6229 4.52E-05 0.00064265
486 rp.cFx1eDWrXT7gOTk 2967 GTF2H3 general transcription factor IIH, polypeptide 3, 34kDa -1.6239 3.96E-05 0.000581
487 lEdet6Oqeefi5Iqeaw 60386 SLC25A19 solute carrier family 25 (mitochondrial thiamine pyrophosphate carrier), member 19 -1.6252 7.34E-06 0.00017587
488 B4q8hqgh6SopGSse4A 56257 MEPCE methylphosphate capping enzyme -1.6252 0.00024196 0.0022735
489 r_7v.Xrn0Im7kqQuW0 84733 CBX2 chromobox homolog 2 (Pc class homolog, Drosophila) -1.6273 1.56E-05 0.00029405
490 uSp6d678QnodKjXXpY 11253 MAN1B1 mannosidase, alpha, class 1B, member 1 -1.6296 8.16E-05 0.0010039
491 KWfoRgQJRH3B596YHg 10492 SYNCRIP synaptotagmin binding, cytoplasmic RNA interacting protein -1.6298 0.00033184 0.0028899
492 KrziRI9QJSPFyvaIVk 11169 WDHD1 WD repeat and HMG-box DNA binding protein 1 -1.6303 7.46E-05 0.00093877
493 QKkVdd4I1exG676h6A 8608 RDH16 retinol dehydrogenase 16 (all-trans) -1.6323 2.81E-07 1.66E-05
494 0kuM6SCEUiSOSIlP_4 3181 HNRNPA2B1 heterogeneous nuclear ribonucleoprotein A2/B1 -1.6343 0.0013462 0.0083523
495 0d83FzheYnlRRVS__Y 51512 GTSE1 G-2 and S-phase expressed 1 -1.636 1.64E-07 1.15E-05
496 rXL19elXd0enqAVyFM 7867 MAPKAPK3 mitogen-activated protein kinase-activated protein kinase 3 -1.6369 1.68E-06 6.12E-05
497 WC0d9UClhMI0096OCQ 5982 RFC2 replication factor C (activator 1) 2, 40kDa -1.6369 1.11E-05 0.00023199
498 rV0XE9TLqVuqdeuTfA 7106 TSPAN4 tetraspanin 4 -1.6369 0.00012496 0.0013823
499 ZQULXjokIpUZcqjkIE 55964 3-Sep septin 3 -1.6402 2.57E-06 8.15E-05
500 orlJdfFNGn0eK7K6v8 993 CDC25A cell division cycle 25 homolog A (S. pombe) -1.6419 2.00E-07 1.29E-05
501 NijoXRcdZEW4AB6A6k 150084 IGSF5 immunoglobulin superfamily, member 5 -1.6431 4.73E-05 0.00066521
502 Zj_k7fVNL0rQC5PvuI 286826 LIN9 lin-9 homolog (C. elegans) -1.6433 0.00011187 0.0012746
503 riSE4RJ.kqKfd_tc9k 63979 FIGNL1 fidgetin-like 1 -1.6439 4.71E-05 0.00066316
504 Kl_i51Ul.QsLjjiTiA 151246 SGOL2 shugoshin-like 2 (S. pombe) -1.6498 4.29E-05 0.00061711
505 uVpKyvI7q65O8P1fII 10768 AHCYL1 S-adenosylhomocysteine hydrolase-like 1 -1.6507 4.74E-05 0.00066537
506 xij3cugh0gPpG7ngoE 51053 GMNN geminin, DNA replication inhibitor -1.6515 5.43E-06 0.0001409
507 c38h1I1cVdJBydV7aU 79759 ZNF668 zinc finger protein 668 -1.6516 3.51E-07 1.91E-05
508 iXVSKgkoOKUALuT6Mo 41 ACCN2 amiloride-sensitive cation channel 2, neuronal -1.6551 3.19E-05 0.0004979
509 ZdHHmv5e5ehDimiUe8 987 LRBA LPS-responsive vesicle trafficking, beach and anchor containing -1.6551 0.00068255 0.0049776
510 iXxN6egJIl16gRN6eQ 7517 XRCC3 X-ray repair complementing defective repair in Chinese hamster cells 3 -1.6553 8.21E-06 0.0001916
511 uXnlI7s4OlIN5NCV14 4200 ME2 malic enzyme 2, NAD(+)-dependent, mitochondrial -1.6555 3.71E-05 0.00055791
512 TIOl54HqO6B7pq6Irc 92856 IMP4 IMP4, U3 small nucleolar ribonucleoprotein, homolog (yeast) -1.6577 0.001147 0.0074131
513 WR1KULuXyRi4US.DIU 55536 CDCA7L cell division cycle associated 7-like -1.6623 4.98E-06 0.00013177
514 KlB6fjr0PLCcP3VEVk 79805 VASH2 vasohibin 2 -1.6628 0.00028072 0.0025469
515 cEKReT0SmleJF6veH8 80169 C17orf68 chromosome 17 open reading frame 68 -1.663 0.00039202 0.003268
516 fwl.o.Al74p6Lyikj4 9045 RPL14 ribosomal protein L14 -1.6633 1.90E-06 6.65E-05
517 0aj4oK1kSXt3nS_QwE 8751 ADAM15 ADAM metallopeptidase domain 15 -1.664 0.00071387 0.0051596
518 fkoPdfCooiQkrulUn0 83543 C9orf58 chromosome 9 open reading frame 58 -1.6649 8.09E-07 3.55E-05
519 u6kj_19U95BTpCb1FM 55247 NEIL3 nei endonuclease VIII-like 3 (E. coli) -1.6651 1.21E-06 4.79E-05
520 6XS.03dSUW7.XVsQUo 113115 FAM54A family with sequence similarity 54, member A -1.6653 1.76E-07 1.21E-05
521 lZe9S6nSC0UFDHSiBU 8309 ACOX2 acyl-Coenzyme A oxidase 2, branched chain -1.6658 7.46E-08 6.11E-06
522 QU9N1V0DTJcEgR.gJ0 79644 SRD5A3 steroid 5 alpha-reductase 3 -1.6658 9.08E-06 0.00020383
523 Qgkrou354oA6AvrK0U 56992 KIF15 kinesin family member 15 -1.6664 9.03E-06 0.00020383
524 NEx_V6cXRanvPnoNIo 55157 DARS2 aspartyl-tRNA synthetase 2, mitochondrial -1.668 0.00057803 0.0043947
525 Bef6IDFGGs_AKSSKHU 83540 NUF2 NUF2, NDC80 kinetochore complex component, homolog (S. cerevisiae) -1.6685 5.66E-06 0.00014557
526 6UKFA16L3VB.Io6Aqk 221150 C13orf3 chromosome 13 open reading frame 3 -1.6695 4.96E-06 0.00013139
527 0p9dXIr0ApEPIK2.oI 57650 KIAA1524 KIAA1524 -1.6719 2.26E-05 0.0003841
528 BdJt1U56nRxOpSV_dw 5211 PFKL phosphofructokinase, liver -1.6738 2.86E-05 0.00046123
529 rk5Vjf0RHrhXiIoqKI 55210 ATAD3A ATPase family, AAA domain containing 3A -1.6753 5.86E-06 0.0001492
530 rSXVW1UE5N0d6u3638 6624 FSCN1 fascin homolog 1, actin-bundling protein (Strongylocentrotus purpuratus) -1.6754 1.33E-07 9.74E-06
531 Br6C9JUB4KqU5ftSR4 2648 KAT2A K(lysine) acetyltransferase 2A -1.6758 0.00034316 0.0029671
532 3Qf0iXfs.oKegqVIf4 10250 SRRM1 serine/arginine repetitive matrix 1 -1.6798 0.00026505 0.0024355
533 Zhq6dHlPtFK_gd_Xe4 4839 NOL1 nucleolar protein 1, 120kDa -1.6799 1.18E-05 0.00024338
534 fdXvu97FLk4BV7RM1U 6228 RPS23 ribosomal protein S23 -1.6809 0.00049562 0.0039169
535 io1S7lTV0F10uNB06U 9750 FAM65B family with sequence similarity 65, member B -1.6811 3.43E-07 1.88E-05
536 9l3XyK4O4OCXVKRWeA 55612 FERMT1 fermitin family homolog 1 (Drosophila) -1.6819 1.99E-07 1.29E-05
537 TnRCUz6Vjy6x7eHRu4 27346 TMEM97 transmembrane protein 97 -1.6867 2.68E-06 8.42E-05
538 BJFL1tPdvXqgVUd4Xs 10295 BCKDK branched chain ketoacid dehydrogenase kinase -1.6883 3.44E-06 0.00010007
539 cNEhRi5f1aF6G_XUiQ 220323 OAF OAF homolog (Drosophila) -1.6898 0.00011597 0.0013072
540 3tSO5d.p6q966G.Quk 10807 SDCCAG3 serologically defined colon cancer antigen 3 -1.6902 4.89E-06 0.00013046
541 WleDgRX0vki0nvtJJU 6296 ACSM3 acyl-CoA synthetase medium-chain family member 3 -1.6904 5.60E-06 0.00014452
542 6zhu2h0pSegTuSV6Ls 5214 PFKP phosphofructokinase, platelet -1.6953 8.35E-07 3.63E-05
543 ufoLrl7oisCen9iKAE 11200 CHEK2 CHK2 checkpoint homolog (S. pombe) -1.6966 5.15E-07 2.54E-05
544 lharorgoClOxPhHirE 5888 RAD51 RAD51 homolog (RecA homolog, E. coli) (S. cerevisiae) -1.702 1.29E-06 5.03E-05
545 fqLqHibWSK4WAJbOOM 22980 TCF25 transcription factor 25 (basic helix-loop-helix) -1.7031 1.18E-06 4.67E-05
546 EgLJQqh466EdSO6_gk 4678 NASP nuclear autoantigenic sperm protein (histone-binding) -1.7047 6.39E-07 2.96E-05
547 cSj1OhRehCQFQHWCH4 6347 CCL2 chemokine (C-C motif) ligand 2 -1.7069 7.28E-05 0.00092151
548 lSep7.fCp_P1CpRN3k 9721 GPRIN2 G protein regulated inducer of neurite outgrowth 2 -1.7103 3.37E-07 1.85E-05
549 BKGRXR1Xnl9HX94UJA 30812 SOX8 SRY (sex determining region Y)-box 8 -1.7108 2.59E-06 8.19E-05
550 Tk14qaIFIIY4p15AKw 55646 LYAR Ly1 antibody reactive homolog (mouse) -1.7109 8.60E-06 0.00019711
551 919WLjFTgeUsinnNvU 10197 PSME3 proteasome (prosome, macropain) activator subunit 3 (PA28 gamma; Ki) -1.7131 5.64E-05 0.00076136
552 xn4dwXoiffC45V9Oic 54908 CCDC99 coiled-coil domain containing 99 -1.7133 0.00014579 0.0015663
553 Nfm1foeXvj46Au3keE 26586 CKAP2 cytoskeleton associated protein 2 -1.7163 0.00017892 0.0018057
554 6iovSs3vuHrglexdeo 93082 LINCR likely ortholog of mouse lung-inducible Neutralized-related C3HC4 RING domain protein -1.7167 0.00038045 0.0032017
555 9OCzCXcercz7g015f0 9497 SLC4A7 solute carrier family 4, sodium bicarbonate cotransporter, member 7 -1.7186 0.00039255 0.0032707
556 9l5aOODpOCeLpYiPhs 4670 HNRNPM heterogeneous nuclear ribonucleoprotein M -1.7193 0.0012821 0.0080713
557 QQ4tXoGUjm4DoIgf5Y 7431 VIM vimentin -1.7219 7.40E-07 3.34E-05
558 xXr1R31Ql1ah6hO.kM 80142 PTGES2 prostaglandin E synthase 2 -1.7239 2.34E-05 0.00039256
559 o9VQlJ0554UeHSd4X0 4117 MAK male germ cell-associated kinase -1.7254 1.02E-06 4.22E-05
560 xXQSlSoqC7iZfrOHwA 3659 IRF1 interferon regulatory factor 1 -1.7263 6.35E-07 2.94E-05
561 o9R15Vl0VROdXv3Tn8 55038 CDCA4 cell division cycle associated 4 -1.7302 1.79E-06 6.39E-05
562 ojuZu3V5S8VKfR32Bc 255189 PLA2G4F phospholipase A2, group IVF -1.7316 3.01E-06 9.13E-05
563 TpU8h7_SpNHn1V4RdE 64785 GINS3 GINS complex subunit 3 (Psf3 homolog) -1.7326 5.36E-07 2.60E-05
564 uv_rrl3zHO_z1yEKA4 162681 C18orf54 chromosome 18 open reading frame 54 -1.7326 2.22E-06 7.31E-05
565 rdxCJV5V3vopEv8gwo 5284 PIGR polymeric immunoglobulin receptor -1.7328 1.14E-06 4.58E-05
566 BoR4ipDf5fzd4pzoq0 1019 CDK4 cyclin-dependent kinase 4 -1.7336 1.38E-06 5.22E-05
567 Hm0i2eJ__l435v6AgM 388394 RPRML reprimo-like -1.7341 1.56E-05 0.00029416
568 QxSh0XeEJKIKwqVrSc 23203 PMPCA peptidase (mitochondrial processing) alpha -1.7356 1.29E-06 5.01E-05
569 uY4uasoluK593nuEBg 80233 C17orf70 chromosome 17 open reading frame 70 -1.7382 0.00015996 0.0016764
570 lUpdd7h3qcXS.VT.pQ 56996 SLC12A9 solute carrier family 12 (potassium/chloride transporters), member 9 -1.7387 8.59E-06 0.00019709
571 cJTeEkpRy4S.f_71zo 1326 MAP3K8 mitogen-activated protein kinase kinase kinase 8 -1.7393 2.04E-05 0.00035704
572 xGRPW_XxWOn7hmiIFg 5725 PTBP1 polypyrimidine tract binding protein 1 -1.7411 0.00044494 0.003612
573 up5dX10lTyvARQICHo 118980 SFXN2 sideroflexin 2 -1.744 6.02E-08 5.47E-06
574 ZegUHeVxdXkcFJ.ijo 6242 RTKN rhotekin -1.7447 1.07E-07 8.24E-06
575 6fU3p5HUKVXe1.0gRM 124222 PAQR4 progestin and adipoQ receptor family member IV -1.745 5.31E-06 0.00013879
576 lW4AaJ4EMp71TslV6U 7124 TNF tumor necrosis factor (TNF superfamily, member 2) -1.7461 2.24E-05 0.00038205
577 uhJM0B9c6gAt66utJ4 8317 CDC7 cell division cycle 7 homolog (S. cerevisiae) -1.7488 5.09E-05 0.00070318
578 3J1BISCSJ0oK6OKU2U 7407 VARS valyl-tRNA synthetase -1.7496 0.0001426 0.0015362
579 3qn9u1V7mtLv9LFF3c 57026 PDXP pyridoxal (pyridoxine, vitamin B6) phosphatase -1.7513 4.35E-07 2.21E-05
580 xjqRejB0o6qedECFE0 220134 C18orf24 chromosome 18 open reading frame 24 -1.7532 5.37E-07 2.60E-05
581 Tw.6HlET6xfy93gpUY 10606 PAICS phosphoribosylaminoimidazole carboxylase, phosphoribosylaminoimidazole succinocarboxamide synthetase -1.7582 7.21E-05 0.00091629
582 QI4q05JB0nbQ0HU47o 5984 RFC4 replication factor C (activator 1) 4, 37kDa -1.7618 4.33E-07 2.20E-05
583 QW23.5Gp32kkAcH0HU 83451 ABHD11 abhydrolase domain containing 11 -1.7624 0.00012489 0.0013823
584 TpnrGwMhQ5Lyunf1CE 4940 OAS3 2'-5'-oligoadenylate synthetase 3, 100kDa -1.7631 2.63E-07 1.57E-05
585 TK6XR6d90oQcJeetKk 80178 C16orf59 chromosome 16 open reading frame 59 -1.7635 6.42E-06 0.0001585
586 xknVChEJ76jnH3SfRk 8479 HIRIP3 HIRA interacting protein 3 -1.7645 1.26E-05 0.00025357
587 on_s959RO5S_Xo_olM 2731 GLDC glycine dehydrogenase (decarboxylating) -1.7646 1.07E-05 0.00022655
588 fLhCJ6ryjWvod4TaOU 6502 SKP2 S-phase kinase-associated protein 2 (p45) -1.7663 6.74E-07 3.10E-05
589 3gRRofXYRTQiQXoSJU 3418 IDH2 isocitrate dehydrogenase 2 (NADP+), mitochondrial -1.7681 4.73E-08 4.59E-06
590 xbqLufulXSAjLeenXI 388610 TNRP TMF regulated nuclear protein -1.7719 9.51E-06 0.00021068
591 B2oL_Xpy4CtB7I54J4 2956 MSH6 mutS homolog 6 (E. coli) -1.7725 0.0010954 0.0071759
592 QZQuEjkgEAVC1Fw014 9184 BUB3 BUB3 budding uninhibited by benzimidazoles 3 homolog (yeast) -1.7748 2.03E-06 6.93E-05
593 EigSXiCh9.obuttKJE 63922 CHTF18 CTF18, chromosome transmission fidelity factor 18 homolog (S. cerevisiae) -1.7762 0.0013995 0.0085881
594 HS9GvnXqJ5V1bRNIF8 79751 SLC25A22 solute carrier family 25 (mitochondrial carrier: glutamate), member 22 -1.7874 1.04E-05 0.00022362
595 91V_0SAUqHfSj_I6X4 27235 COQ2 coenzyme Q2 homolog, prenyltransferase (yeast) -1.7944 5.09E-07 2.54E-05
596 EWW3QVdEonx6QE4ANo 6352 CCL5 chemokine (C-C motif) ligand 5 -1.7947 3.06E-05 0.00048375
597 rBehCSaeoKErUMBld4 10025 MED16 mediator complex subunit 16 -1.7955 0.00091533 0.0062527
598 ZVChN4dVxd.O3lS7Po 5427 POLE2 polymerase (DNA directed), epsilon 2 (p59 subunit) -1.7964 5.61E-07 2.69E-05
599 rhdeendlRQULvEJVIM 6723 SRM spermidine synthase -1.7964 0.0016642 0.0097836
600 Wpqpan6BjsYxXTLhTw 26012 NELF nasal embryonic LHRH factor -1.7979 0.00022453 0.0021416
601 HpJOiikIXurQ.4HpfE 5471 PPAT phosphoribosyl pyrophosphate amidotransferase -1.7984 0.0001583 0.0016612
602 B_xQuiSuvmpCb7kiVM 898 CCNE1 cyclin E1 -1.7985 1.44E-07 1.03E-05
603 ipN94F1_bgwrt4egno 8995 TNFSF18 tumor necrosis factor (ligand) superfamily, member 18 -1.7992 1.14E-06 4.57E-05
604 iF56_ZIxcp_1P85P0k 6432 SFRS7 splicing factor, arginine/serine-rich 7, 35kDa -1.8007 2.93E-06 8.99E-05
605 0SXouANerHh.iKLi7k 64859 OBFC2A oligonucleotide/oligosaccharide-binding fold containing 2A -1.8047 6.05E-08 5.47E-06
606 W393IZt_eoi7W_fVtY 27131 SNX5 sorting nexin 5 -1.8105 1.90E-07 1.25E-05
607 Q5K_yf.jqcdMS8j.Ek 3148 HMGB2 high-mobility group box 2 -1.8106 1.37E-06 5.19E-05
608 oUuoJKG3qfxr3KhKII 54938 SARS2 seryl-tRNA synthetase 2, mitochondrial -1.8121 3.51E-06 0.0001012
609 umjOoR8Axx_nVCNijg 5111 PCNA proliferating cell nuclear antigen -1.8139 3.07E-07 1.77E-05
610 01OVCvVK5KEiu6XPsU 78995 C17orf53 chromosome 17 open reading frame 53 -1.817 2.02E-07 1.30E-05
611 6epKh_v.71BLpfdan0 10953 TOMM34 translocase of outer mitochondrial membrane 34 -1.8172 1.37E-07 9.98E-06
612 uCduELl9ESFXZB7UZs 3714 JAG2 jagged 2 -1.8224 2.30E-05 0.00038723
613 KnpNKpbUkJXT0X3qUQ 26173 INTS1 integrator complex subunit 1 -1.8231 0.00071032 0.0051409
614 EbBFAwVVILJSKUv4E0 92667 C20orf72 chromosome 20 open reading frame 72 -1.8278 4.30E-08 4.35E-06
615 ZesPTAlKJDf5foHe5I 91057 CCDC34 coiled-coil domain containing 34 -1.8286 1.35E-06 5.18E-05
616 ovtEinu7lcR4Uq.sAU 144455 E2F7 E2F transcription factor 7 -1.831 4.29E-07 2.20E-05
617 upeWHh7uk6JOnvVQuQ 6621 SNAPC4 small nuclear RNA activating complex, polypeptide 4, 190kDa -1.832 7.46E-06 0.00017749
618 oKnieZ_bp79OFn7.3U 3710 ITPR3 inositol 1,4,5-triphosphate receptor, type 3 -1.8321 0.00011921 0.0013351
619 uYHfegrR0oEV1eXuQI 56241 SUSD2 sushi domain containing 2 -1.8418 3.29E-06 9.75E-05
620 imS5fkxUBSuom.74k4 994 CDC25B cell division cycle 25 homolog B (S. pombe) -1.8425 9.45E-07 3.99E-05
621 lokghwIgYonhSjeYYU 10460 TACC3 transforming, acidic coiled-coil containing protein 3 -1.8447 3.17E-07 1.81E-05
622 ffS4gHlfEBLV93ntDU 51497 TH1L TH1-like (Drosophila) -1.8471 8.10E-07 3.55E-05
623 HSwH2FNVICI5XT0n9I 23590 PDSS1 prenyl (decaprenyl) diphosphate synthase, subunit 1 -1.8503 1.83E-08 2.31E-06
624 cXl3juDSlTwIber_CU 10570 DPYSL4 dihydropyrimidinase-like 4 -1.8511 1.85E-06 6.50E-05
625 9e1epSSoXeCX3_6X.8 2280 FKBP1A FK506 binding protein 1A, 12kDa -1.8537 0.0002593 0.002392
626 l1KHvzJ76Chyt9XJVU 672 BRCA1 breast cancer 1, early onset -1.8617 8.94E-09 1.52E-06
627 WsVSpceUVn1798tg7w 4846 NOS3 nitric oxide synthase 3 (endothelial cell) -1.8629 4.59E-06 0.0001239
628 QckkeqEoOHrV_KK24Q 283643 C14orf80 chromosome 14 open reading frame 80 -1.8634 3.76E-06 0.00010666
629 0p6J6iK54nBLlBC518 56997 CABC1 chaperone, ABC1 activity of bc1 complex homolog (S. pombe) -1.8656 1.15E-05 0.00023899
630 3Z6l7r4jC0UnGgr94Y 54892 NCAPG2 non-SMC condensin II complex, subunit G2 -1.8674 3.29E-07 1.83E-05
631 x7leKemno5ulDACSFw 64423 INF2 inverted formin, FH2 and WH2 domain containing -1.8688 9.54E-05 0.001134
632 QRV6COgMBeburou8oU 9123 SLC16A3 solute carrier family 16, member 3 (monocarboxylic acid transporter 4) -1.8719 7.60E-07 3.42E-05
633 Nnp0VyCVB1B3lH9xCQ 55771 PRR11 proline rich 11 -1.8826 6.21E-08 5.51E-06
634 EAFkjpF1bdI1IASUqU 157313 CDCA2 cell division cycle associated 2 -1.8838 1.38E-07 9.98E-06
635 BSeoXozSTRkQVCZACU 9493 KIF23 kinesin family member 23 -1.8843 6.28E-06 0.00015639
636 Hl_fyRKzglIJSTdB7k 64425 POLR1E polymerase (RNA) I polypeptide E, 53kDa -1.8855 6.86E-08 5.80E-06
637 B91yrztS_q.8KSRIeU 7374 UNG uracil-DNA glycosylase -1.8857 2.92E-08 3.32E-06
638 NRHqnl.d4d7fVQtKqc 116844 LRG1 leucine-rich alpha-2-glycoprotein 1 -1.8862 3.29E-06 9.75E-05
639 lpfPUeeqPju6iRnxxc 6648 SOD2 superoxide dismutase 2, mitochondrial -1.8875 4.75E-05 0.0006654
640 3oeDevdd_xFXQVzkl4 6839 SUV39H1 suppressor of variegation 3-9 homolog 1 (Drosophila) -1.8877 6.54E-07 3.01E-05
641 iSnjux8FH1I.MS317o 3070 HELLS helicase, lymphoid-specific -1.8882 3.09E-06 9.34E-05
642 Eq9eKetRQvn3iGX2fc 730185 LOC730185 hypothetical LOC730185 -1.8891 1.36E-06 5.18E-05
643 ll_l77fVc.3tUnTW7c 28988 DBNL drebrin-like -1.8909 2.84E-08 3.26E-06
644 xiqEanT5ruZXkd7V0c 3329 HSPD1 heat shock 60kDa protein 1 (chaperonin) -1.894 4.83E-08 4.65E-06
645 rS4tdXpNduAuREfToo 8208 CHAF1B chromatin assembly factor 1, subunit B (p60) -1.8978 1.22E-08 1.76E-06
646 TRPIdFYoP8ASXM5UqU 55635 DEPDC1 DEP domain containing 1 -1.8981 4.60E-05 0.00065108
647 lo7qXyXUrUhxx3O91I 24137 KIF4A kinesin family member 4A -1.8996 3.50E-08 3.78E-06
648 ZWm_wXShfV_ygSX92A 80324 PUS1 pseudouridylate synthase 1 -1.9037 1.21E-07 9.10E-06
649 BslSRJ9.skdYOv6Fuk 995 CDC25C cell division cycle 25 homolog C (S. pombe) -1.9072 2.74E-08 3.19E-06
650 WbrbqLsSlFVQrggeC8 2091 FBL fibrillarin -1.9099 1.50E-05 0.0002871
651 N_flnpOXig7P6f48RE 64332 NFKBIZ nuclear factor of kappa light polypeptide gene enhancer in B-cells inhibitor, zeta -1.9125 1.25E-07 9.31E-06
652 rOezhdXiRW4eVTn9V8 5905 RANGAP1 Ran GTPase activating protein 1 -1.9199 5.60E-05 0.00075749
653 EnrersnfIoKIyoAqnU 8438 RAD54L RAD54-like (S. cerevisiae) -1.9204 1.28E-06 5.01E-05
654 Nr1NDriRSXg5IJnUs0 1434 CSE1L CSE1 chromosome segregation 1-like (yeast) -1.9272 0.00012796 0.0014061
655 Z16HriPrrKXuA.lcvE 2189 FANCG Fanconi anemia, complementation group G -1.9289 5.92E-07 2.79E-05
656 BWrEjdJLkyYoIT4WeY 23464 GCAT glycine C-acetyltransferase (2-amino-3-ketobutyrate coenzyme A ligase) -1.9343 1.95E-06 6.77E-05
657 fue9R36dSSFR7VIAl4 55226 NAT10 N-acetyltransferase 10 -1.935 1.01E-05 0.00021894
658 ognEUXgHSS0XTfJeCg 151648 SGOL1 shugoshin-like 1 (S. pombe) -1.9397 9.42E-09 1.54E-06
659 lRA1XkJz0Drjoxn6T0 259266 ASPM asp (abnormal spindle) homolog, microcephaly associated (Drosophila) -1.9487 3.62E-06 0.00010308
660 c1ILCUnujVlR0gCmII 23649 POLA2 polymerase (DNA directed), alpha 2 (70kD subunit) -1.95 2.96E-07 1.72E-05
661 Kbi2l5Tv1O5T98Vfso 81691 LOC81691 exonuclease NEF-sp -1.9524 1.72E-07 1.19E-05
662 xKf56fuaTXnW3kr7n0 521 ATP5I ATP synthase, H+ transporting, mitochondrial F0 complex, subunit E -1.9579 0.0010713 0.0070605
663 fRrtH9Tq9Lzea0FGt4 23729 SHPK sedoheptulokinase -1.958 4.08E-07 2.13E-05
664 BU6gOUeyttjF3p4KPk 7112 TMPO thymopoietin -1.9592 0.00065114 0.0048073
665 Ey6v5_K6wp.noV75KQ 6240 RRM1 ribonucleotide reductase M1 -1.972 2.95E-09 7.40E-07
666 Z0hYgkq4iPcGHo55yw 57568 SIPA1L2 signal-induced proliferation-associated 1 like 2 -1.9751 3.39E-07 1.86E-05
667 iFenouojznUse.1Gno 5557 PRIM1 primase, DNA, polypeptide 1 (49kDa) -1.9815 6.12E-08 5.50E-06
668 He6I5Uo.h2pfIH_TJI 4860 NP nucleoside phosphorylase -1.9889 6.83E-06 0.00016622
669 9jpCddAlL7AMrVeXrE 26271 FBXO5 F-box protein 5 -1.9891 1.99E-09 6.07E-07
670 BiXUgqHpd5URfh9LP0 81620 CDT1 chromatin licensing and DNA replication factor 1 -1.9898 5.73E-08 5.24E-06
671 fIlLXtp6lfoae0v_RM 83605 CCM2 cerebral cavernous malformation 2 -1.9898 3.17E-07 1.81E-05
672 cSU3eS93S5KS99d0p4 8458 TTF2 transcription termination factor, RNA polymerase II -1.9976 5.93E-06 0.00015025
673 ZS4J4QDQLpUqLt657k 3615 IMPDH2 IMP (inosine monophosphate) dehydrogenase 2 -1.9979 3.84E-07 2.03E-05
674 x1o13.jeVKAqOT4R3U 147381 CBLN2 cerebellin 2 precursor -1.9985 5.75E-07 2.73E-05
675 ie.vTY8kgi1KEBn7mI 387103 C6orf173 chromosome 6 open reading frame 173 -2.0128 8.02E-07 3.54E-05
676 fieOjriigofChJO3qg 1515 CTSL2 cathepsin L2 -2.0175 2.93E-07 1.71E-05
677 KMrUN53QpfrXrqPX0U 27242 TNFRSF21 tumor necrosis factor receptor superfamily, member 21 -2.0176 2.44E-06 7.84E-05
678 ZqbssL7IKdiqG6Hz_U 10276 NET1 neuroepithelial cell transforming gene 1 -2.032 4.47E-05 0.00063818
679 WVSu6rJC7n1tCMUz3U 93664 CADPS2 Ca++-dependent secretion activator 2 -2.0323 1.02E-05 0.00022159
680 0eL0eWt7fWJ5ve1_04 9088 PKMYT1 protein kinase, membrane associated tyrosine/threonine 1 -2.0347 2.87E-05 0.00046125
681 HXfUJXm1JibRJEF5AA 84823 LMNB2 lamin B2 -2.0372 1.79E-06 6.39E-05
682 N9.k8l01_J0l3miAoI 27178 IL1F7 interleukin 1 family, member 7 (zeta) -2.0404 1.97E-07 1.29E-05
683 ousTrv7pfp4Tgnvu4o 1786 DNMT1 DNA (cytosine-5-)-methyltransferase 1 -2.0404 5.98E-05 0.0007964
684 9Vj517sCOX7bkgEDp4 6427 SFRS2 splicing factor, arginine/serine-rich 2 -2.0455 6.87E-10 2.86E-07
685 0nhUk0lEd6voA7_Xvo 3433 IFIT2 interferon-induced protein with tetratricopeptide repeats 2 -2.0457 3.30E-05 0.00051197
686 ol40F46yMTxEksX7qU 284098 PIGW phosphatidylinositol glycan anchor biosynthesis, class W -2.047 5.35E-05 0.00073039
687 fn1IPzBE4lVACWoekk 6001 RGS10 regulator of G-protein signaling 10 -2.0496 3.68E-05 0.00055393
688 f6fRp6c7oSQi2.2aCU 3014 H2AFX H2A histone family, member X -2.0572 0.0014839 0.0089611
689 u6Cgk67uIS7e9.7lJ0 6860 SYT4 synaptotagmin IV -2.0601 0.00032687 0.0028543
690 6JFXS9e5dJUSlHuMOs 771 CA12 carbonic anhydrase XII -2.0763 1.79E-07 1.22E-05
691 NlJfXQg5SEuhIgk5CE 29089 UBE2T ubiquitin-conjugating enzyme E2T (putative) -2.0842 3.01E-05 0.00047898
692 uUov4NTXqSTHiFeX8A 330 BIRC3 baculoviral IAP repeat-containing 3 -2.0845 0.00018172 0.0018246
693 T6VFBWVF_HlVILu34g 124935 SLC43A2 solute carrier family 43, member 2 -2.0862 6.71E-06 0.00016405
694 0n3xe5qJgAnqfQTpK0 50628 GEMIN4 gem (nuclear organelle) associated protein 4 -2.0919 3.62E-05 0.00054728
695 Z1eixqCnieiPSAhleg 353 APRT adenine phosphoribosyltransferase -2.0968 0.0004769 0.0038012
696 rXg2T3ceh3pefoiukk 84722 PSRC1 proline/serine-rich coiled-coil 1 -2.1038 8.10E-08 6.56E-06
697 KSCOCREoFw6lB6jiuE 10625 IVNS1ABP influenza virus NS1A binding protein -2.1056 5.78E-06 0.00014842
698 BUp.XnUXiMFB1dWw0o 6470 SHMT1 serine hydroxymethyltransferase 1 (soluble) -2.1058 5.80E-07 2.74E-05
699 0nunX1weqf34Tsr5_s 9134 CCNE2 cyclin E2 -2.1223 3.16E-05 0.0004947
700 Zn56RLL8V7ze79MOqk 9928 KIF14 kinesin family member 14 -2.1398 7.22E-07 3.28E-05
701 9WJGeyrOoIFSRRwwJ4 11332 ACOT7 acyl-CoA thioesterase 7 -2.1654 6.51E-09 1.27E-06
702 W7DzRUiKvaSpAt6CnU 580 BARD1 BRCA1 associated RING domain 1 -2.1684 8.04E-06 0.00018817
703 lPneje9fpLodICUE7o 3936 LCP1 lymphocyte cytosolic protein 1 (L-plastin) -2.1713 7.98E-05 0.00098931
704 9p5TpSicLl._7kFHxU 3898 LAD1 ladinin 1 -2.1841 5.92E-07 2.79E-05
705 Tp9JH1.ru.XtUuC_gU 4175 MCM6 minichromosome maintenance complex component 6 -2.1842 1.07E-06 4.38E-05
706 u2q4gVCb6B7IVte2Hs 899 CCNF cyclin F -2.1863 3.29E-06 9.75E-05
707 K63vX_n936K6tkkUjo 8914 TIMELESS timeless homolog (Drosophila) -2.1871 5.23E-08 4.98E-06
708 ukoevq3qjc6TUIS4R0 8638 OASL 2'-5'-oligoadenylate synthetase-like -2.191 1.62E-05 0.00030175
709 xV_RxOmE0HoiIodqt8 29902 C12orf24 chromosome 12 open reading frame 24 -2.1912 9.44E-06 0.00020933
710 0tLSQHUQKdfgvboKew 5983 RFC3 replication factor C (activator 1) 3, 38kDa -2.1919 2.14E-06 7.15E-05
711 irShFNehxEdZiuhGtw 4521 NUDT1 nudix (nucleoside diphosphate linked moiety X)-type motif 1 -2.1941 9.07E-07 3.87E-05
712 34lG83aZ6.WLFnge6s 3049 HBQ1 hemoglobin, theta 1 -2.2049 0.00017711 0.0017906
713 ltfqsEqFEhV0UdEj10 54795 TRPM4 transient receptor potential cation channel, subfamily M, member 4 -2.2123 3.04E-08 3.44E-06
714 3aVeAhBJ1f3n2hFHQE 116028 C16orf75 chromosome 16 open reading frame 75 -2.2345 5.15E-07 2.54E-05
715 BH7oTTo_3BFNEtXp0o 2177 FANCD2 Fanconi anemia, complementation group D2 -2.235 1.12E-08 1.67E-06
716 9V8od6z.43pBTP3oL4 3832 KIF11 kinesin family member 11 -2.2444 6.82E-09 1.30E-06
717 N4OCV6LHOJqV4h6eeE 3434 IFIT1 interferon-induced protein with tetratricopeptide repeats 1 -2.2489 2.64E-07 1.57E-05
718 ujaFNp3qg164My55zs 1111 CHEK1 CHK1 checkpoint homolog (S. pombe) -2.2489 1.84E-07 1.23E-05
719 WlF1W79QtJ.XkIIDXo 2305 FOXM1 forkhead box M1 -2.2523 3.66E-08 3.89E-06
720 0lKn23BEASUtrHyUXg 29899 GPSM2 G-protein signaling modulator 2 (AGS3-like, C. elegans) -2.2612 1.70E-06 6.18E-05
721 0cCok79EunocWIn6HE 23671 TMEFF2 transmembrane protein with EGF-like and two follistatin-like domains 2 -2.2646 1.17E-08 1.72E-06
722 ltXOeFUMfkiuPemlX4 629 CFB complement factor B -2.2686 4.31E-08 4.35E-06
723 rkHTgfpT3_rOoT13jU 4316 MMP7 matrix metallopeptidase 7 (matrilysin, uterine) -2.2764 1.04E-05 0.00022362
724 iEf0jCK7_eo6CBxek4 55010 C12orf48 chromosome 12 open reading frame 48 -2.299 2.04E-06 6.93E-05
725 TVeFqDk3E0yCWdQhLk 81832 NETO1 neuropilin (NRP) and tolloid (TLL)-like 1 -2.3159 6.79E-08 5.78E-06
726 cUiuQDkokiLuj3SUrU 1062 CENPE centromere protein E, 312kDa -2.3182 4.15E-08 4.26E-06
727 0ofRQkgMVokZTUQrnk 4174 MCM5 minichromosome maintenance complex component 5 -2.319 1.76E-07 1.21E-05
728 fXQ4KtUJW1W99UWM.U 10535 RNASEH2A ribonuclease H2, subunit A -2.3196 1.78E-05 0.00032287
729 iqkxJTFPeCu3zdd43I 6288 SAA1 serum amyloid A1 -2.3348 1.45E-05 0.00028062
730 lazqZV5PnqO.eVGv_8 9319 TRIP13 thyroid hormone receptor interactor 13 -2.3602 1.66E-08 2.15E-06
731 9r8Uo7LVHviiTc.Krw 10051 SMC4 structural maintenance of chromosomes 4 -2.3739 3.31E-05 0.00051297
732 f0gC47oTKKQ7uIfqr0 54443 ANLN anillin, actin binding protein -2.379 2.88E-06 8.88E-05
733 ioJIoIo4AO5S4n4tfo 10403 NDC80 NDC80 homolog, kinetochore complex component (S. cerevisiae) -2.3926 6.15E-09 1.23E-06
734 lS3DCed5V_50i6O86g 7057 THBS1 thrombospondin 1 -2.4084 1.64E-06 6.03E-05
735 xWRvd5Vv35VLuv5Pt0 3925 STMN1 stathmin 1/oncoprotein 18 -2.4096 1.02E-08 1.58E-06
736 3.0uJuuHkivLnuAJ6k 26047 CNTNAP2 contactin associated protein-like 2 -2.4129 2.67E-09 7.03E-07
737 BSXeHuXs3VA91HY9R4 22974 TPX2 TPX2, microtubule-associated, homolog (Xenopus laevis) -2.4152 4.60E-09 9.83E-07
738 WVUs_yJC37vAJUu4S4 3184 HNRNPD heterogeneous nuclear ribonucleoprotein D (AU-rich element RNA binding protein 1, 37kDa) -2.4201 1.73E-08 2.21E-06
739 9q1S_vuSkou33NLzF0 10733 PLK4 polo-like kinase 4 (Drosophila) -2.4319 2.63E-07 1.57E-05
740 NH1MoTHk7CULTog3nk 891 CCNB1 cyclin B1 -2.4325 9.25E-09 1.52E-06
741 Z95JJ6aHY50CKHmXWI 79019 CENPM centromere protein M -2.4549 3.60E-06 0.00010265
742 6h9R5TXVCqVA9.S6cU 3627 CXCL10 chemokine (C-X-C motif) ligand 10 -2.4634 3.32E-06 9.81E-05
743 B6W5CfKeqPejkG38QU 8756 ADAM7 ADAM metallopeptidase domain 7 -2.468 1.81E-07 1.22E-05
744 riguY2oF1zMfW.l2a8 6173 RPL36A ribosomal protein L36a -2.4737 4.47E-06 0.0001216
745 0uPXSkHX_e4enOF_aI 84058 WDR54 WD repeat domain 54 -2.4746 6.10E-06 0.0001528
746 BAZH7.TkomqQsK_JeE 5985 RFC5 replication factor C (activator 1) 5, 36.5kDa -2.4818 1.32E-08 1.89E-06
747 9pY7gGgiYFKckAif30 84057 MND1 meiotic nuclear divisions 1 homolog (S. cerevisiae) -2.4853 1.02E-08 1.58E-06
748 ioJTIPnetAFCRFMl8E 51514 DTL denticleless homolog (Drosophila) -2.5116 1.86E-07 1.24E-05
749 Klpg2693.XX6e3gjI0 6229 RPS24 ribosomal protein S24 -2.5137 2.04E-06 6.93E-05
750 EkeagF7l1IR51e4D3g 9735 KNTC1 kinetochore associated 1 -2.5182 1.09E-06 4.43E-05
751 fSqP6p.fgIS1CV6MOc 6137 RPL13 ribosomal protein L13 -2.5203 2.15E-06 7.15E-05
752 xX56r6K.R_RNOir8uc 6364 CCL20 chemokine (C-C motif) ligand 20 -2.531 1.25E-05 0.00025201
753 lWP3EEcSJHv5NVNdCE 55329 MNS1 meiosis-specific nuclear structural 1 -2.5494 1.07E-09 3.85E-07
754 0tEvV.P0TCVAeMhLBo 10512 SEMA3C sema domain, immunoglobulin domain (Ig), short basic domain, secreted, (semaphorin) 3C -2.5505 0.00039151 0.0032668
755 cYOko5Xu.T1L6955VU 10024 TROAP trophinin associated protein (tastin) -2.5914 1.40E-07 1.00E-05
756 E1pvvhXP1bnkWSVf3c 6159 RPL29 ribosomal protein L29 -2.5931 3.90E-07 2.05E-05
757 ES97kTH.Qx1WGgiQq4 79682 MLF1IP MLF1 interacting protein -2.5974 2.45E-08 2.89E-06
758 QVVAPNLnef8tG7P9PE 590 BCHE butyrylcholinesterase -2.6269 2.66E-06 8.37E-05
759 uOq6EEW0haiFKknfRI 55355 HJURP Holliday junction recognition protein -2.628 3.56E-10 1.88E-07
760 up7nZVehL4n_jzfXfQ 51313 C4orf18 chromosome 4 open reading frame 18 -2.6352 0.0001243 0.0013784
761 3f6sV8hd49wtA5A6vA 55789 DEPDC1B DEP domain containing 1B -2.6736 5.18E-07 2.54E-05
762 Tme.WXfl9oZaP_G53Y 6201 RPS7 ribosomal protein S7 -2.6764 5.07E-07 2.54E-05
763 liCOpICeiVei_nu3u8 2237 FEN1 flap structure-specific endonuclease 1 -2.6793 9.82E-10 3.70E-07
764 lKKIuwl4K3.yCn10.o 699 BUB1 BUB1 budding uninhibited by benzimidazoles 1 homolog (yeast) -2.6866 1.03E-08 1.58E-06
765 QXnojsD_U4fXooSSTo 11130 ZWINT ZW10 interactor -2.6891 2.27E-10 1.56E-07
766 fUXqCpLud7qp5DQwOU 1468 SLC25A10 solute carrier family 25 (mitochondrial carrier; dicarboxylate transporter), member 10 -2.6951 5.36E-08 5.04E-06
767 x4v3t.fk3QIpa5XYWU 51083 GAL galanin prepropeptide -2.7011 0.00019093 0.0018966
768 fnXrfiO33bwosqX.oo 7037 TFRC transferrin receptor (p90, CD71) -2.7127 1.72E-05 0.0003143
769 9eebDoPl_ITUgjUFYM 64105 CENPK centromere protein K -2.7461 5.69E-08 5.23E-06
770 3S3ZjB5kpmhQJjd94o 6209 RPS15 ribosomal protein S15 -2.7755 3.51E-05 0.00053592
771 HuvglUkCgOiCsiiOUQ 23594 ORC6L origin recognition complex, subunit 6 like (yeast) -2.7857 4.53E-09 9.83E-07
772 Knknb10Xk4iCDgiPSI 10874 NMU neuromedin U -2.7908 8.32E-08 6.64E-06
773 uUlHrBT33HezlTitD4 9585 KIF20B kinesin family member 20B -2.795 3.60E-07 1.94E-05
774 BI90n1UokIXeJWUJmk 4176 MCM7 minichromosome maintenance complex component 7 -2.7971 8.22E-09 1.48E-06
775 Wg57u3taRVrKXj6v3I 6790 AURKA aurora kinase A -2.8115 2.07E-10 1.56E-07
776 oZYzd5auHJ59f3d2Zk 6227 RPS21 ribosomal protein S21 -2.8165 1.33E-05 0.00026745
777 BepQfvreD3XB1P_Ank 7272 TTK TTK protein kinase -2.817 1.78E-07 1.22E-05
778 lKR6E10bovRKdNLg94 55055 ZWILCH Zwilch, kinetochore associated, homolog (Drosophila) -2.8421 1.43E-06 5.38E-05
779 Z_vKOUXQgeweInSC4k 55215 FANCI Fanconi anemia, complementation group I -2.8703 2.04E-07 1.31E-05
780 ooKJT36B6GH3gB6KGI 83461 CDCA3 cell division cycle associated 3 -2.8871 8.40E-09 1.48E-06
781 NRBiFzZZNtCuhcC9Vk 9212 AURKB aurora kinase B -2.9025 1.03E-07 8.02E-06
782 lLkJVIh77K_f.fXXqQ 150468 CKAP2L cytoskeleton associated protein 2-like -2.9027 4.12E-09 9.18E-07
783 Teq_16d6oiIaJfyxJw 11004 KIF2C kinesin family member 2C -2.918 3.77E-09 8.90E-07
784 WdiMSf.ks66vr.rsE0 6491 STIL SCL/TAL1 interrupting locus -2.9458 8.13E-08 6.56E-06
785 3ZI6Kh14TJSee4DDoI 1033 CDKN3 cyclin-dependent kinase inhibitor 3 -2.9914 1.81E-07 1.22E-05
786 TXm4UjVovoAQ4ApVQo 4609 MYC v-myc myelocytomatosis viral oncogene homolog (avian) -3.0089 2.69E-10 1.64E-07
787 o7h_frpdPU7uXuXqk4 55143 CDCA8 cell division cycle associated 8 -3.0314 5.02E-10 2.27E-07
788 3ieeV36bi_bPSnn.nk 4171 MCM2 minichromosome maintenance complex component 2 -3.0385 9.66E-09 1.56E-06
789 oS1fLl397_6TriAFTk 10721 POLQ polymerase (DNA directed), theta -3.0618 9.85E-08 7.71E-06
790 xp6k.U0zIXeV9Isl0U 1058 CENPA centromere protein A -3.0671 4.03E-10 1.99E-07
791 0nu9VB3veZGASze.ik 55165 CEP55 centrosomal protein 55kDa -3.0714 8.07E-10 3.19E-07
792 fW4rBRfA6ioL6rt5.o 1735 DIO3 deiodinase, iodothyronine, type III -3.0974 2.30E-09 6.45E-07
793 EA6JXik0nPMfqHcXdE 28969 BZW2 basic leucine zipper and W2 domains 2 -3.105 1.43E-09 4.53E-07
794 0p.q69Q_uiIJ3ikbTk 4172 MCM3 minichromosome maintenance complex component 3 -3.107 8.96E-09 1.52E-06
795 uR6JSuH11_bi4qRKDc 25886 WDR51A WD repeat domain 51A -3.1261 3.83E-10 1.95E-07
796 ortS6TUiAkXzi6CD_g 8836 GGH gamma-glutamyl hydrolase (conjugase, folylpolygammaglutamyl hydrolase) -3.1524 2.23E-09 6.45E-07
797 finSkqVEpJY937nj8A 27111 SDCBP2 syndecan binding protein (syntenin) 2 -3.1628 5.30E-08 5.02E-06
798 HfpVTFVBftS6JUH3Ao 29127 RACGAP1 Rac GTPase activating protein 1 -3.2199 9.19E-10 3.54E-07
799 TWl6.Zetu384kU7CXU 1870 E2F2 E2F transcription factor 2 -3.2386 1.10E-09 3.86E-07
800 9d5S3L96kr9e7Sz1V0 83879 CDCA7 cell division cycle associated 7 -3.2659 3.39E-10 1.88E-07
801 QL7MM5_wKeKuJ7N6OU 55388 MCM10 minichromosome maintenance complex component 10 -3.2763 1.22E-10 1.21E-07
802 Wpt9ozfdFzvV6cILSI 11013 TMSL8 thymosin-like 8 -3.2991 3.27E-06 9.75E-05
803 ipUX0u7gHYLn60Xg_8 220042 C11orf82 chromosome 11 open reading frame 82 -3.335 7.15E-09 1.35E-06
804 i13nKFKuP0JSoJB6hU 55723 ASF1B ASF1 anti-silencing function 1 homolog B (S. cerevisiae) -3.428 2.37E-09 6.45E-07
805 igFXtVLSIwTUHB1IJo 9156 EXO1 exonuclease 1 -3.4504 1.26E-09 4.23E-07
806 ECgp1eTtefnkZROrus 4173 MCM4 minichromosome maintenance complex component 4 -3.4598 3.96E-09 9.07E-07
807 QLR0VHu.euUKd_KlUc 54478 FAM64A family with sequence similarity 64, member A -3.5465 3.49E-08 3.78E-06
808 NjXGdGm9V.HQN6l.6Q 10112 KIF20A kinesin family member 20A -3.5909 9.20E-09 1.52E-06
809 Wc5Ts7lH3iLLA4d.nE 1894 ECT2 epithelial cell transforming sequence 2 oncogene -3.6663 2.52E-07 1.52E-05
810 NLdHHg5Rffj0UrcB5I 9787 DLGAP5 discs, large (Drosophila) homolog-associated protein 5 -3.6698 2.17E-08 2.62E-06
811 9UEi3Ker08Tj04lIFE 1164 CKS2 CDC28 protein kinase regulatory subunit 2 -3.6748 1.92E-07 1.27E-05
812 HLhL9JyhgSiu0h54JY 64151 NCAPG non-SMC condensin I complex, subunit G -3.7159 1.95E-08 2.39E-06
813 fgbdYtXQd3Gf5dQrgU 3833 KIFC1 kinesin family member C1 -3.718 2.30E-11 4.05E-08
814 6W70h16.fUp8S6E00k 81610 FAM83D family with sequence similarity 83, member D -3.7349 9.65E-11 1.02E-07
815 NeHlSg0ILnuCnfmo6U 5266 PI3 peptidase inhibitor 3, skin-derived (SKALP) -3.7496 3.55E-07 1.92E-05
816 cUuKnkp9ciu5zFObe0 1063 CENPF centromere protein F, 350/400ka (mitosin) -3.7604 1.35E-08 1.89E-06
817 TqCLahRL88UPeKC1l8 4085 MAD2L1 MAD2 mitotic arrest deficient-like 1 (yeast) -3.766 3.85E-09 8.96E-07
818 ogf9RSSoFUIk1DIJ7k 4001 LMNB1 lamin B1 -3.8527 4.54E-09 9.83E-07
819 irp0SIKOkjrklBDnhY 51659 GINS2 GINS complex subunit 2 (Psf2 homolog) -3.9118 1.66E-08 2.15E-06
820 9Ff619hplIXH7nOK6I 9582 APOBEC3B apolipoprotein B mRNA editing enzyme, catalytic polypeptide-like 3B -3.9312 1.39E-09 4.53E-07
821 rjki1Tu13jcC_Tr63g 11339 OIP5 Opa interacting protein 5 -3.9815 3.45E-09 8.39E-07
822 6e.BIM4nt7T8XH39Uc 4751 NEK2 NIMA (never in mitosis gene a)-related kinase 2 -4.0823 4.40E-10 2.11E-07
823 xX7dOhfRSFxdAkUSTk 890 CCNA2 cyclin A2 -4.118 6.59E-11 8.02E-08
824 6yzOVwBtKpkd7On2mk 8364 HIST1H4C histone cluster 1, H4c -4.1278 1.10E-06 4.48E-05
825 Th3rxI_343fo3XSN.o 55872 PBK PDZ binding kinase -4.18 2.97E-11 4.70E-08
826 QkXgJ9dhN7wwJbKV_0 332 BIRC5 baculoviral IAP repeat-containing 5 -4.2828 2.10E-09 6.27E-07
827 WUTbfV7VDYUuzYaeLk 3934 LCN2 lipocalin 2 -4.432 5.15E-07 2.54E-05
828 iTtHHqiu9edyfUY4pk 9055 PRC1 protein regulator of cytokinesis 1 -4.6675 2.30E-12 1.21E-08
829 lV.9_MUdNRu9ePtRP0 10635 RAD51AP1 RAD51 associated protein 1 -4.7318 7.15E-12 2.20E-08
830 Hu16j3eVXeLIu_6jAo 6241 RRM2 ribonucleotide reductase M2 polypeptide -5.0411 9.93E-09 1.58E-06
831 Z46PfU15aOLuruMSXE 9833 MELK maternal embryonic leucine zipper kinase -5.1273 5.03E-12 1.99E-08
832 N4TSXn31Xeaf0eeL94 7083 TK1 thymidine kinase 1, soluble -5.2777 7.51E-09 1.40E-06
833 rUvfXhFo6ufqBb_JfM 29128 UHRF1 ubiquitin-like with PHD and ring finger domains 1 -5.3777 3.46E-10 1.88E-07
834 BngJ4o2iQv3oZHz9XU 8318 CDC45L CDC45 cell division cycle 45-like (S. cerevisiae) -5.4009 8.35E-12 2.20E-08
835 o.fSL_0zHn7TeTtx0k 3161 HMMR hyaluronan-mediated motility receptor (RHAMM) -5.8373 1.01E-09 3.71E-07
836 ZqR1Qw4LulILoN.Eoc 983 CDC2 cell division cycle 2, G1 to S and G2 to M -6.2034 1.37E-10 1.27E-07
837 rSTjV0ngdAJbQIX5dU 9133 CCNB2 cyclin B2 -6.6197 1.39E-12 1.10E-08
838 clyu1_J4FkeCB37XR4 113130 CDCA5 cell division cycle associated 5 -6.8961 2.09E-11 4.05E-08
839 x.Sd_F7Vd6eXeLeDdU 7153 TOP2A topoisomerase (DNA) II alpha 170kDa -7.8024 4.54E-13 7.18E-09
840 HClLklAJJdNRQpNZ4I 991 CDC20 cell division cycle 20 homolog (S. cerevisiae) -7.9479 1.46E-10 1.29E-07
841 iKKgVb_bmVB1QukAKA 9768 KIAA0101 KIAA0101 -8.3168 1.66E-10 1.39E-07
842 ccp.nyzTtTv19F0uic 51203 NUSAP1 nucleolar and spindle associated protein 1 -9.799 1.76E-10 1.39E-07


