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Supplementary Figure 1. Detection of abnormal samples. (A). Clustering dendrogram of 
496 TCGA samples. (B). Clustering dendrogram of samples based on their Euclidean 
distance. The clustering was based on the TCGA-LUAD RNA-seq data. TCGA: the Cancer 
Genome Atlas; LUAD: lung adenocarcinoma. 



 
 
Supplementary Figure 2. PPI network of the 30 H&IIRGs. The PPI network of H&IIRGs 
was constructed using Cytoscape. The larger the circle, the more important the gene is in the 
PPI network. PPI: protein-protein interaction; H&IIRGs: hypoxia- and infiltrating immune 
cell-related genes. 
 



 

 
Supplementary Figure 3. Box plots showing the relationships between risk scores and 
clinical characteristics. 



ACKR3 BNIP3L CSRP2 FAM162A HDLBP KDM3A NDRG1 PGM1 S100A4 TES
ADM BRS3 CXCR4 FBP1 HEXA KIF5A NDST1 PGM2 SAP30 TGFB3
ADORA2B BTG1 DCN FOS HK1 KLF6 NDST2 PHKG1 SCARB1 TGFBI
AK4 CA12 DDIT3 FOSL2 HK2 KLF7 NEDD4L PIM1 SDC2 TGM2
AKAP12 CASP6 DDIT4 FOXO3 HMOX1 KLHL24 NFIL3 PKLR SDC3 TIPARP
ALDOA CAV1 DPYSL4 GAA HOXB9 LALBA NOCT PKP1 SDC4 TKTL1
ALDOB CAVIN1 DTNA GALK1 HS3ST1 LARGE1 NR3C1 PLAC8 SELENBP1TMEM45A
ALDOC CAVIN3 DUSP1 GAPDH HSPA5 LDHA P4HA1 PLAUR SERPINE1 TNFAIP3
AMPD3 CCN1 EDN2 GAPDHS IDS LDHC P4HA2 PLIN2 SIAH2 TPBG
ANGPTL4 CCN2 EFNA1 GBE1 IER3 LOX PAM PNRC1 SLC25A1 TPD52
ANKZF1 CCN5 EFNA3 GCK IGFBP1 LXN PCK1 PPARGC1A SLC2A1 TPI1
ANXA2 CCNG2 EGFR GCNT2 IGFBP3 MAFF PDGFB PPFIA4 SLC2A3 TPST2
ATF3 CDKN1A ENO1 GLRX IL6 MAP3K1 PDK1 PPP1R15A SLC2A5 UGP2
ATP7A CDKN1B ENO2 GPC1 ILVBL MIF PDK3 PPP1R3C SLC37A4 VEGFA
B3GALT6 CDKN1C ENO3 GPC3 INHA MT1E PFKFB3 PRDX5 SLC6A6 VHL
B4GALNT2 CHST2 ERO1A GPC4 IRS2 MT2A PFKL PRKCA SRPX VLDLR
BCAN CHST3 ERRFI1 GPI ISG20 MXI1 PFKP PYGM STBD1 WSB1
BCL2 CITED2 ETS1 GRHPR JMJD6 MYH9 PGAM2 RBPJ STC1 XPNPEP1
BGN COL5A1 EXT1 GYS1 JUN NAGK PGF RORA STC2 ZFP36
BHLHE40 CP F3 HAS1 KDELR3 NCAN PGK1 RRAGD SULT2B1 ZNF292

Supplementary Table 1. List of 200 hypoxia-related genes obtained from the MSigDB database



Supplementary Table 2. Risk scores for tumor samples in the training set
id futime fustat FBP1 LDHA MAFF PDGFB GPC3 riskScore risk
TCGA-50-6590-013.528767 1 4.876352 7.336842 2.089679 2.693871 0.51802 1.463932 high
TCGA-69-8255-010.353425 0 4.782257 7.562368 3.024292 2.369239 4.211943 1.356427 high
TCGA-73-7498-013.257534 0 6.800206 6.003484 2.396301 3.361 3.953668 0.544844 low
TCGA-78-7148-011.715068 1 5.777301 7.565209 2.921827 2.952801 2.506125 1.50019 high
TCGA-95-A4VN-011.515068 0 5.938112 7.387048 2.3767 3.235266 2.383434 1.294425 high
TCGA-78-7152-013.328767 1 6.365983 6.755566 2.348318 2.052785 1.308449 0.783937 low
TCGA-MP-A4TD-010.841096 1 5.851654 6.170017 3.047475 2.765337 4.084634 0.674247 low
TCGA-55-7914-010.512329 1 4.338993 7.611766 2.826457 2.319918 2.405394 1.642491 high
TCGA-44-A47A-011.276712 0 6.493556 7.648423 2.212169 1.834624 2.079115 1.012167 high
TCGA-97-A4M3-011.479452 0 5.962941 6.654964 3.449632 3.138677 3.366203 1.030187 high
TCGA-67-3773-011.169863 0 5.58228 7.426379 2.369446 2.111454 2.565137 1.089542 high
TCGA-50-6593-010.920548 1 7.287102 6.843853 2.321151 2.546231 2.62632 0.701467 low
TCGA-73-4659-011.947945 1 5.53714 7.005483 2.500774 3.115248 3.958608 1.006102 high
TCGA-38-4630-012.939726 1 3.322861 6.891799 2.185399 3.792317 3.514695 1.463652 high
TCGA-78-7540-013.279452 1 6.320074 6.216527 4.175327 2.752709 2.58976 0.915779 low
TCGA-J2-A4AD-011.506849 1 5.325744 6.915489 2.946523 3.111456 3.324474 1.147983 high
TCGA-44-6778-015.106849 0 5.667546 6.823854 2.559117 3.507559 4.843292 0.921402 low
TCGA-38-A44F-010.364384 0 6.202171 6.981085 3.581192 3.750969 3.746715 1.298926 high
TCGA-50-6592-012.128767 1 4.568198 7.571607 2.852658 3.03059 1.331865 1.98173 high
TCGA-44-6775-011.931507 0 6.686418 6.914122 2.511573 2.014196 2.758365 0.729429 low
TCGA-95-8494-010.230137 0 6.812571 7.823423 2.109828 2.188859 1.281837 1.179775 high
TCGA-44-2656-013.915068 0 7.270885 7.351618 2.382765 2.646971 2.672322 0.913781 low
TCGA-50-5055-015.013699 1 5.361662 6.320851 2.78477 3.029805 2.294143 0.903754 low
TCGA-75-5147-013.652055 0 5.755454 8.248012 2.564142 2.030779 5.8643 1.196431 high
TCGA-86-8278-012.586301 0 5.345802 7.03103 2.195638 1.862938 1.685274 0.931116 low
TCGA-05-4250-010.331507 1 5.312753 8.099419 3.310187 3.239823 2.15834 2.41794 high
TCGA-4B-A93V-010.821918 1 7.142268 6.975853 4.065044 1.863911 0.910863 1.091599 high
TCGA-86-7713-013.169863 0 4.671402 7.193505 3.472537 2.288876 5.515762 1.120052 high
TCGA-91-A4BD-011.652055 0 6.404043 7.21704 1.901926 1.895838 2.377093 0.779521 low
TCGA-78-7149-0110.79452 0 5.557829 5.926994 1.847386 3.759903 2.250565 0.705287 low
TCGA-78-7535-012.6 1 6.202418 6.197923 1.875668 2.157657 1.469169 0.568818 low
TCGA-49-6742-011.336986 1 4.917358 7.585629 2.731818 3.702599 2.762373 1.873499 high
TCGA-05-4249-014.172603 0 5.918084 6.749955 1.594324 2.328876 3.259921 0.640711 low
TCGA-64-1679-016.816438 0 4.992802 7.295534 2.016682 3.698679 3.349567 1.335008 high
TCGA-69-7760-010.553425 0 6.205446 7.359248 1.580792 1.536894 2.460112 0.741967 low
TCGA-05-4405-011.671233 0 6.521937 6.405059 2.775615 2.485411 3.266837 0.655388 low
TCGA-55-6987-015.854795 0 6.143663 7.296302 1.813672 2.651432 2.687141 0.933586 low
TCGA-05-5428-011.835616 0 5.418646 7.300952 2.158697 1.228197 1.273276 0.945048 low
TCGA-55-7724-011.931507 0 5.791547 7.055285 2.020928 2.999262 5.302456 0.785041 low
TCGA-97-7938-010.049315 1 6.091187 6.581061 3.14872 1.358086 4.314575 0.594676 low
TCGA-75-6206-017.09589 0 6.459245 6.298282 3.068148 2.417536 3.376603 0.652541 low
TCGA-05-4418-010.750685 1 4.00243 9.434903 2.836641 1.843649 0.809694 4.164509 high
TCGA-44-2661-013.175342 0 6.347094 6.642516 1.878714 1.871768 3.473839 0.544139 low
TCGA-80-5608-017.758904 0 6.101585 7.211035 3.243906 1.828622 4.681956 0.860818 low
TCGA-55-6984-012.082192 1 5.63396 7.376013 4.65726 3.827105 2.069048 2.458331 high
TCGA-99-8032-010.120548 0 4.728166 6.870986 2.926116 2.909554 3.20931 1.183664 high
TCGA-55-8512-011.663014 1 5.475818 5.203917 3.735863 2.191994 3.368806 0.496758 low
TCGA-97-A4M2-011.709589 0 8.051662 5.456613 2.644361 3.067068 3.760612 0.356844 low
TCGA-50-6673-010.060274 1 5.131546 6.465677 3.190357 3.267174 5.367618 0.872867 low
TCGA-67-3772-011.569863 0 5.355627 7.346572 2.407681 2.1222 3.997488 0.969183 low
TCGA-86-7954-011.657534 0 5.139007 6.576879 1.768458 2.538717 4.677015 0.632771 low
TCGA-L9-A743-011.819178 0 6.762633 7.176765 3.289676 3.461859 2.107821 1.343568 high
TCGA-05-4433-01 2 0 6.372305 6.168722 3.481141 2.231744 3.695113 0.634148 low
TCGA-91-A4BC-010.120548 0 5.129187 6.726935 1.824143 3.219854 4.608092 0.791243 low



TCGA-91-6829-013.446575 1 4.464259 6.89516 1.684549 2.918275 5.081593 0.826727 low
TCGA-44-6779-011.369863 1 3.679349 8.46539 3.281704 2.686499 0.351988 3.757557 high
TCGA-05-4432-012.084932 0 5.589521 6.853248 2.185867 2.776384 5.316367 0.727182 low
TCGA-05-4398-013.920548 0 6.52091 7.769334 2.927041 3.0258 1.708244 1.611034 high
TCGA-L4-A4E5-011.583562 0 5.748732 6.172218 2.230406 2.500931 1.286519 0.700737 low
TCGA-53-7624-012.857534 1 4.062342 7.612219 3.127387 3.599778 0.927006 2.660698 high
TCGA-55-6968-013.542466 1 5.754532 6.652428 1.863771 2.030877 3.86519 0.592247 low
TCGA-93-A4JP-011.583562 0 6.25451 5.79055 2.889346 4.07995 5.990526 0.571838 low
TCGA-44-2655-013.627397 0 5.574543 6.98932 2.609821 2.319562 3.139338 0.929113 low
TCGA-55-1594-013.227397 0 4.325734 7.054744 3.691861 2.59285 3.73655 1.427818 high
TCGA-50-5941-014.038356 0 5.786677 7.399424 2.193846 2.613258 2.568774 1.114822 high
TCGA-49-6767-011.854795 0 5.656098 6.886922 2.201529 2.411973 0.451572 1.034917 high
TCGA-78-7539-012.167123 0 6.512467 5.690917 2.874862 1.587134 1.656549 0.462468 low
TCGA-55-7726-011.786301 0 3.334299 7.658972 3.943577 5.063962 1.536564 4.519451 high
TCGA-78-7162-018.682192 1 6.052557 6.042728 1.779269 4.269159 4.414816 0.628685 low
TCGA-55-6979-010.649315 1 6.335062 6.954669 2.439282 3.756895 2.340635 1.130529 high
TCGA-86-8669-012.569863 0 6.71162 6.350115 2.830873 2.30502 3.750485 0.581984 low
TCGA-44-3918-012.838356 0 6.321784 7.755533 2.229741 2.708502 4.262058 1.080095 high
TCGA-75-6212-014.153425 1 5.982295 8.161973 2.30465 2.75808 2.775331 1.59182 high
TCGA-44-5645-012.334247 0 4.172002 5.773093 1.23776 1.238721 3.868226 0.373204 low
TCGA-44-3396-013.09589 0 5.897617 7.607121 2.972355 2.574168 1.540704 1.529355 high
TCGA-50-8457-013.082192 0 5.963412 6.39044 3.009475 2.666982 4.43507 0.693462 low
TCGA-49-AARE-013.367123 1 4.81864 6.923667 2.567869 2.863669 0.953807 1.339016 high
TCGA-49-4487-012.342466 1 5.322194 6.91868 2.404899 3.14848 3.400614 1.032644 high
TCGA-44-6774-011.80274 0 4.844608 6.541975 2.281581 3.270367 3.676148 0.9078 low
TCGA-L9-A5IP-010.158904 1 3.818759 7.933744 3.602912 2.921615 0.348343 3.225203 high
TCGA-69-8253-011.167123 0 5.309468 7.858916 2.761304 2.328049 2.629174 1.553053 high
TCGA-L9-A7SV-011.547945 0 5.936056 4.733354 2.365119 2.219569 4.598468 0.257431 low
TCGA-97-8172-011.493151 0 6.676909 6.100824 2.430994 2.602944 5.192522 0.451456 low
TCGA-86-A4P7-011.136986 0 5.962794 6.409896 2.579289 3.839623 5.096784 0.766496 low
TCGA-55-7574-012.726027 1 5.403044 6.589871 2.561016 3.30224 3.086113 0.959128 low
TCGA-NJ-A4YI-010.010959 1 7.694432 5.971472 1.575532 1.477937 1.302041 0.345149 low
TCGA-44-2668-012.084932 1 5.081613 7.463844 2.742729 3.618391 1.504221 1.899077 high
TCGA-55-8620-011.027397 1 5.224956 7.979015 3.280101 3.202272 3.232615 2.084628 high
TCGA-55-7728-011.928767 0 8.062231 6.506414 3.635186 2.457789 1.561347 0.753128 low
TCGA-62-A46V-016.024658 0 5.74612 7.404048 1.827097 2.025847 0.89977 1.071053 high
TCGA-55-A48Y-011.726027 0 5.242945 7.268451 2.23514 2.957969 2.524964 1.230256 high
TCGA-71-6725-010.70137 0 8.628896 6.277428 2.387206 2.307074 0.868061 0.500925 low
TCGA-55-6642-016.709589 0 5.054499 7.261602 2.240058 2.916693 1.81821 1.328881 high
TCGA-78-7159-015.408219 0 5.086231 7.319707 2.444897 3.024237 3.261553 1.278286 high
TCGA-55-6971-013.835616 0 5.629557 7.288887 2.325459 2.609263 3.463293 1.02983 high
TCGA-50-5933-016.556164 1 7.337901 7.59128 2.56983 3.037995 1.204463 1.286313 high
TCGA-95-A4VK-011.783562 0 6.200897 7.349212 3.367884 3.578191 2.365541 1.603186 high
TCGA-64-5779-012.367123 0 4.146298 7.043579 3.669265 2.953988 6.006579 1.283909 high
TCGA-44-A47G-010.961644 0 6.196662 7.102412 2.454415 2.593107 2.914728 0.934262 low
TCGA-97-8179-011.191781 0 6.244225 6.017889 2.54678 3.812892 3.922459 0.671752 low
TCGA-78-7155-013.208219 1 2.17886 6.808859 0.633503 1.578852 7.740296 0.544115 low
TCGA-49-4505-011.172603 1 5.638862 7.649667 2.960307 2.940299 2.747434 1.566495 high
TCGA-97-8552-011.715068 0 6.89178 5.23493 2.269842 1.952652 4.951976 0.255144 low
TCGA-MP-A4TJ-010.928767 1 5.420642 6.896154 3.092727 2.721111 3.225784 1.0783 high
TCGA-73-4670-010.358904 0 3.712364 7.908257 3.447017 4.042159 2.253882 3.332659 high
TCGA-55-A493-010.076712 0 6.027373 8.003294 2.499296 3.744592 0.981494 2.17074 high
TCGA-69-7973-010.630137 0 4.656863 7.07407 2.50168 2.937605 3.422308 1.190527 high
TCGA-50-5932-013.383562 1 5.755108 6.525443 2.829039 2.308275 2.881961 0.779605 low
TCGA-05-4430-012.084932 0 6.29874 6.574647 2.518367 3.297814 4.220163 0.753051 low
TCGA-49-4486-016.350685 1 6.449108 6.641371 2.338973 1.764274 2.368867 0.632459 low



TCGA-78-8662-019.208219 1 6.365684 5.977983 3.759812 4.05613 4.406908 0.832749 low
TCGA-95-8039-012.273973 0 6.345995 6.087156 2.534589 2.700909 3.668466 0.558057 low
TCGA-MP-A4TA-012.60274 1 4.829001 7.171124 3.295015 2.612233 1.19032 1.615746 high
TCGA-55-7284-010.665753 1 6.319528 6.416121 3.734352 3.354569 4.037131 0.915396 low
TCGA-69-7764-011.134247 0 6.257683 6.827837 2.002642 2.270073 2.983872 0.694791 low
TCGA-44-A4SU-011.120548 1 5.597986 6.66438 1.852355 2.505263 5.608124 0.575378 low
TCGA-49-4506-012.736986 1 3.127944 7.825465 1.568766 1.193554 0.514008 1.572423 high
TCGA-78-7161-010.79726 1 4.956222 6.761127 3.649904 2.774253 2.476765 1.305288 high
TCGA-49-AAQV-011.854795 1 5.668335 7.103395 3.144106 2.662654 3.278254 1.13811 high
TCGA-62-A46P-011.627397 1 5.484218 6.545525 2.444312 2.649404 1.977618 0.875807 low
TCGA-49-6761-010.969863 0 6.330128 7.742238 2.275646 3.8015 1.879395 1.650687 high
TCGA-44-3919-012.810959 1 6.037201 7.518667 1.959488 2.333088 4.102325 0.898838 low
TCGA-69-7980-011.126027 0 4.850989 6.067405 3.521625 2.927129 3.821117 0.862495 low
TCGA-93-7348-011.454795 0 5.499271 6.735801 3.553813 2.708378 2.335355 1.169565 high
TCGA-86-8074-010.065753 0 5.427912 7.968944 3.060328 2.589153 3.396367 1.682578 high
TCGA-MP-A4TE-012.454795 1 5.615457 6.894466 2.593645 1.631739 1.734669 0.866486 low
TCGA-55-6543-011.191781 0 6.419912 7.819611 2.587248 2.815827 3.905955 1.241291 high
TCGA-49-AAR3-015.186301 0 5.612765 6.127657 2.542877 3.079432 0.438834 0.899582 low
TCGA-38-4632-013.717808 1 5.910349 6.993853 2.11376 2.399363 1.224164 0.961542 low
TCGA-62-A46S-014.528767 1 6.2699 6.288533 3.259295 2.943534 3.106994 0.788391 low
TCGA-99-8033-011.79726 1 5.015731 8.50783 3.185033 2.034537 1.620171 2.444028 high
TCGA-55-6980-015.778082 0 5.980251 7.946208 2.924118 3.107751 5.313024 1.408893 high
TCGA-91-8497-011.189041 1 6.7165 5.80294 2.306423 2.686789 3.905125 0.433442 low
TCGA-64-1680-013.084932 0 5.477544 6.772864 2.386423 1.305844 2.815985 0.684726 low
TCGA-86-7953-012.731507 0 6.63435 6.822884 2.828434 2.343723 2.932113 0.790196 low
TCGA-55-8616-010.131507 0 6.537254 6.276217 2.964027 2.18364 3.284088 0.601767 low
TCGA-86-8055-010.339726 1 5.573697 7.388177 2.892587 3.19184 4.187746 1.285565 high
TCGA-73-4668-011.279452 0 5.388729 7.262398 3.032162 2.519277 2.73555 1.268631 high
TCGA-55-6982-012.726027 1 5.60453 7.610553 2.571083 2.456558 1.574296 1.435488 high
TCGA-67-6217-011.156164 0 5.869784 6.503506 2.117094 1.761182 5.753323 0.461392 low
TCGA-44-6146-011.994521 0 5.648399 5.710361 4.272279 1.835416 2.759558 0.668465 low
TCGA-49-4512-012.479452 1 7.847109 6.921058 2.370397 2.263279 2.173618 0.665544 low
TCGA-64-5774-017.331507 0 4.45927 7.384523 3.338354 2.488674 2.572483 1.643138 high
TCGA-97-8177-011.367123 0 7.147705 7.594602 3.182357 2.728127 3.830509 1.123894 high
TCGA-78-8640-0119.34795 0 5.689659 6.892452 2.219015 2.710334 2.546044 0.919238 low
TCGA-95-7947-011.306849 0 6.36231 6.690715 3.284305 2.438355 2.63613 0.885562 low
TCGA-44-6777-012.70411 1 6.4075 7.557028 2.260149 3.713742 3.094922 1.323397 high
TCGA-55-7816-011.282192 1 5.749684 6.682361 1.022962 2.925582 3.774666 0.611533 low
TCGA-49-AAR4-012.408219 1 5.073644 6.910971 2.882498 2.733442 1.002561 1.326503 high
TCGA-55-7907-010.939726 1 5.299613 6.358099 3.16503 3.018144 1.952586 1.028481 high
TCGA-86-8359-011.216438 1 5.736751 6.94779 2.708781 2.054817 1.365879 1.003003 high
TCGA-50-5051-011.309589 1 7.527061 7.09142 2.741967 2.625006 2.404815 0.855629 low
TCGA-05-4402-010.668493 1 5.764759 7.740291 2.268199 2.571053 3.617338 1.203621 high
TCGA-50-8459-013.065753 0 7.019249 6.772177 3.410939 3.811654 2.492688 1.143041 high
TCGA-NJ-A7XG-011.690411 0 6.445401 7.021345 3.101047 1.751887 1.796148 0.920094 low
TCGA-49-4488-012.380822 1 5.908954 8.109727 2.353357 2.579892 2.380352 1.583091 high
TCGA-64-5815-012.372603 0 6.514419 7.879549 3.038484 3.362534 2.555194 1.725609 high
TCGA-86-8056-010.380822 0 5.37349 5.820064 2.985416 2.958017 2.611296 0.715737 low
TCGA-49-6745-011.430137 0 6.650542 7.29722 2.411475 2.653413 2.679034 0.980369 low
TCGA-38-4631-010.969863 1 3.798576 8.043163 2.930347 2.698703 2.870217 2.290453 high
TCGA-38-4626-0110.06575 0 6.678997 6.244698 2.899192 4.329951 4.558847 0.789503 low
TCGA-44-6147-012.315068 0 3.17866 6.266767 1.635252 2.484152 3.906801 0.747451 low
TCGA-55-7227-012.608219 1 6.434431 7.537534 2.385129 2.527692 2.83879 1.080695 high
TCGA-55-A57B-011.49589 0 5.386033 5.86804 2.706268 3.533251 4.420804 0.663443 low
TCGA-69-7979-011.117808 0 5.690775 6.547177 2.878698 1.774782 2.254993 0.76139 low
TCGA-44-A4SS-011.136986 0 5.060409 6.044419 2.804074 3.642193 1.830286 0.980862 low



TCGA-05-4424-012.50137 0 5.928434 6.005114 2.543455 3.022255 4.079639 0.588327 low
TCGA-MN-A4N5-010.230137 0 6.357876 6.93599 2.460916 2.939139 2.411106 0.947309 low
TCGA-99-8028-013.063014 0 7.005667 6.784418 2.9793 3.194968 3.155157 0.882292 low
TCGA-75-5146-016.487671 0 5.381934 6.943142 3.127205 2.442022 3.591458 1.022688 high
TCGA-55-1596-015.657534 0 6.049212 6.171057 2.317216 3.257978 1.569915 0.77499 low
TCGA-55-7910-012.849315 0 5.256939 7.028248 2.374517 1.958183 2.118015 0.958825 low
TCGA-80-5611-017.109589 0 7.374186 7.570502 2.381953 2.097689 2.280489 0.922597 low
TCGA-91-6828-010.884932 0 5.799592 6.55083 3.200123 3.154523 3.034652 0.986799 low
TCGA-69-7761-010.509589 0 5.31316 7.20992 2.812718 2.992753 1.307884 1.487878 high
TCGA-91-6849-010.09589 0 6.802404 7.104465 3.907311 2.062904 2.110515 1.106096 high
TCGA-MP-A4TH-012.030137 0 6.146829 6.111212 2.809106 2.021723 3.025849 0.566003 low
TCGA-44-7669-011.572603 1 5.168835 7.765044 2.938573 3.349654 4.218836 1.683084 high
TCGA-44-2662-013.506849 0 5.802033 7.43944 2.294195 2.716895 1.080603 1.340664 high
TCGA-73-7499-014.194521 1 6.412675 6.724548 2.50802 1.902411 4.589274 0.580844 low
TCGA-55-8505-011.205479 0 4.068 7.074542 2.315907 3.901113 1.652788 1.76046 high
TCGA-86-8671-012.29863 0 6.554367 6.345018 1.850018 3.147016 3.118177 0.60909 low
TCGA-95-7948-011.30411 0 1.841754 6.228393 2.157161 2.55319 1.304524 1.251324 high
TCGA-95-7043-011.378082 1 3.910355 7.019822 1.05679 2.505425 1.906049 1.009936 high
TCGA-50-5044-011.709589 1 4.674579 8.167385 2.361026 2.714555 1.774133 2.102437 high
TCGA-J2-A4AG-012.706849 0 5.713903 6.527001 3.49411 2.381704 3.683216 0.849778 low
TCGA-86-7955-012.936986 0 4.32645 7.582093 2.50689 2.588031 2.537549 1.587914 high
TCGA-78-7158-010.490411 1 5.996218 6.864884 2.274499 1.676489 0.716596 0.835745 low
TCGA-05-5425-012.416438 0 4.851128 6.791533 2.992021 2.440238 3.111397 1.043277 high
TCGA-91-6831-010.849315 0 5.010029 7.498169 2.251266 1.983443 4.002545 1.028815 high
TCGA-97-8175-011.509589 0 6.033228 7.771007 3.016923 2.706366 1.775641 1.642173 high
TCGA-86-8672-010.052055 1 5.616564 7.802317 2.968915 2.719468 1.562053 1.78852 high
TCGA-50-6594-011.013699 1 6.880869 7.269473 1.739881 2.322398 0.705378 0.9071 low
TCGA-86-7714-011.712329 1 5.307378 7.151272 1.596615 1.288921 2.135828 0.752768 low
TCGA-86-6562-011.030137 1 6.067705 7.323069 2.994863 4.025598 3.335069 1.507531 high
TCGA-55-8090-011.638356 1 5.884013 7.753534 3.645214 3.252619 2.684088 1.947927 high
TCGA-55-7911-011.471233 0 5.660952 7.376686 1.454994 2.601872 2.138143 1.002527 high
TCGA-55-8507-011.145205 0 6.123248 6.496016 2.488373 2.688243 3.10457 0.721198 low
TCGA-93-8067-010.509589 0 4.63715 7.040698 3.232297 2.738254 1.97817 1.480534 high
TCGA-97-7553-015.123288 0 7.413808 5.918441 2.877655 2.901035 4.780283 0.449208 low
TCGA-55-8205-011.641096 0 6.51819 8.45663 2.27043 2.801428 2.33792 1.755692 high
TCGA-05-4390-013.084932 0 5.315499 7.819735 3.226824 1.99181 4.499273 1.333131 high
TCGA-86-8668-011.158904 0 5.073487 6.608469 1.774137 3.120849 3.230901 0.824862 low
TCGA-62-8398-011.216438 1 4.606492 7.518659 3.428934 3.158703 1.465609 2.190095 high
TCGA-55-8513-012.167123 0 6.402278 5.458253 2.542268 3.076401 4.175673 0.428464 low
TCGA-83-5908-012.257534 0 4.006784 6.590359 2.571743 2.770838 1.3731 1.222982 high
TCGA-05-4422-01 1 0 6.785655 6.605614 2.109526 1.822332 1.354046 0.624763 low
TCGA-50-5045-015.956164 1 6.407593 7.247253 2.97697 3.046914 2.913393 1.17824 high
TCGA-44-4112-012.213699 1 3.710064 6.80387 1.91509 2.243118 2.677415 0.993167 high
TCGA-91-6836-011.142466 0 4.92891 6.380117 2.698006 2.112259 3.175468 0.749759 low
TCGA-55-6975-010.323288 1 3.515277 7.96116 2.474833 5.205538 3.089802 3.393505 high
TCGA-55-A491-011.715068 0 5.919669 7.455272 2.712382 3.187627 2.012881 1.464769 high
TCGA-93-7347-011.871233 0 6.609214 6.578334 1.88666 2.384916 2.099539 0.635143 low
TCGA-MP-A4T9-013.465753 1 5.524527 6.382082 3.059447 4.897413 3.367195 1.270941 high
TCGA-49-AAR9-010.712329 1 3.773466 7.750503 2.319741 5.138213 0.548754 3.528888 high
TCGA-55-8091-011.643836 0 5.189783 7.255941 3.307551 2.61841 1.963378 1.498808 high
TCGA-97-7547-015.383562 0 5.76147 5.83255 2.912239 1.568504 4.289882 0.440374 low
TCGA-05-4417-011.246575 0 5.740568 6.705368 2.784201 3.562882 2.327435 1.132965 high
TCGA-62-A46R-014.726027 1 7.418257 6.400061 2.65582 1.369829 0.785728 0.555672 low
TCGA-49-4490-011.054795 1 5.393751 7.012978 3.906898 3.287406 3.896717 1.421953 high
TCGA-62-A46Y-011.134247 1 6.471808 7.77644 1.898722 2.526914 2.402705 1.129385 high
TCGA-97-A4M7-011.723288 0 5.22842 6.453662 2.583548 3.471673 5.585174 0.774917 low



TCGA-78-8655-016.465753 0 6.538195 7.014167 2.533993 3.276797 3.604849 0.937872 low
TCGA-MP-A4TF-010.920548 1 4.144047 7.631643 2.88664 3.018473 1.096888 2.218611 high
TCGA-55-8203-011.49863 0 5.859045 7.832796 2.22014 2.016584 1.468365 1.320535 high
TCGA-91-6848-010.613699 0 4.940869 7.142398 3.382613 2.543379 3.422848 1.301124 high
TCGA-86-8073-012.027397 0 5.404316 6.102023 2.59741 2.791905 3.646907 0.664377 low
TCGA-78-7220-012.210959 1 3.688342 7.236476 1.803435 2.496549 2.790474 1.238298 high
TCGA-L9-A8F4-011.30411 0 5.353664 6.353732 2.71502 3.096263 2.044383 0.937746 low
TCGA-35-5375-010.723288 0 4.270524 7.026747 1.451934 1.484103 7.272334 0.536539 low
TCGA-50-5939-011.260274 1 4.914725 7.299812 3.837698 3.095408 2.468995 1.863818 high
TCGA-55-8510-011.476712 0 6.270717 5.954504 2.222787 3.182848 3.059607 0.578242 low
TCGA-38-6178-011.227397 0 4.083271 7.156586 2.524152 2.908625 3.885315 1.288675 high
TCGA-MN-A4N4-013.219178 0 6.749856 6.775571 2.27094 4.727551 2.048948 1.180394 high
TCGA-44-7662-010.59726 0 5.338765 6.602683 2.682927 3.867804 2.464096 1.178241 high
TCGA-MP-A4T4-017.169863 1 6.046137 6.149056 2.942812 2.431044 1.459915 0.744776 low
TCGA-95-A4VP-011.657534 0 5.491148 6.487843 3.457468 4.086516 3.977318 1.172281 high
TCGA-55-8206-012.432877 0 6.795054 6.002572 2.286012 1.884284 4.899369 0.366088 low
TCGA-86-8585-010.967123 0 6.339191 7.523069 2.821441 3.16275 1.545428 1.506404 high
TCGA-95-7562-010.238356 1 6.121692 8.629313 1.996738 2.233252 4.588466 1.402157 high
TCGA-05-4426-012.167123 0 5.519904 8.217312 2.449048 2.400176 2.113677 1.769634 high
TCGA-55-8508-011.690411 0 4.95927 7.299851 2.699411 2.211675 3.475375 1.133302 high
TCGA-99-8025-012.90411 0 7.25363 7.181534 2.862429 3.093961 1.538807 1.123752 high
TCGA-44-7672-011.969863 0 7.302336 7.007638 2.878303 2.843604 4.381033 0.770697 low
TCGA-NJ-A4YG-016.194521 0 7.161031 6.427573 2.38916 1.922279 2.649483 0.526823 low
TCGA-44-8117-011.054795 0 7.043083 6.782545 3.246539 3.064048 1.737449 1.017605 high
TCGA-62-A46O-013.983562 1 3.557201 8.793832 1.125657 2.317399 1.429042 2.443887 high
TCGA-93-A4JO-010.090411 1 6.160289 6.300559 2.310774 3.018096 3.438626 0.656749 low
TCGA-44-2666-010.265753 1 5.984472 6.783011 2.318649 2.061604 3.777453 0.675873 low
TCGA-67-3774-011.054795 0 6.269498 6.739451 3.807179 2.730638 4.115668 0.952006 low
TCGA-86-8358-011.789041 0 4.952511 7.715419 1.801527 4.081678 2.86256 1.755606 high
TCGA-62-8394-010.380822 1 5.092795 7.003794 3.196327 2.758309 4.196761 1.124067 high
TCGA-MP-A4T6-014.90411 1 5.680428 6.023144 2.426973 1.773507 3.070775 0.510199 low
TCGA-55-8514-011.424658 0 5.243497 6.794429 3.266419 2.418582 2.794001 1.067608 high
TCGA-64-1681-013.19726 1 6.579679 6.827529 2.570998 2.678614 6.845328 0.579608 low
TCGA-50-5944-014.794521 0 6.354945 6.096874 2.422119 1.590424 5.661303 0.369711 low
TCGA-44-A47B-010.786301 0 5.802128 6.92911 2.640782 2.267309 0.995659 1.046565 high
TCGA-L4-A4E6-011.191781 0 6.742098 5.696443 1.901108 3.766945 4.675397 0.44029 low
TCGA-49-AARR-0113.67671 0 5.783628 5.628129 3.77871 4.261843 4.54384 0.796599 low
TCGA-49-4507-010.734247 1 4.09138 7.504951 2.659863 1.921212 0.272375 1.737002 high
TCGA-75-7027-018.380822 0 4.131559 7.16747 2.788499 3.632136 1.942322 1.850754 high
TCGA-38-4625-018.145205 0 3.407159 8.12607 3.04903 4.06935 1.898731 3.682631 high
TCGA-44-8120-010.712329 0 5.784395 7.190739 3.065691 3.352893 4.569008 1.17875 high
TCGA-44-6776-017.167123 0 5.853209 6.637588 1.773752 2.554208 3.079657 0.676298 low
TCGA-62-8402-014.10411 1 5.051941 7.00248 3.832601 2.503549 2.647408 1.393392 high
TCGA-75-5125-015.553425 1 5.57293 7.054012 2.118254 2.321731 1.800176 0.973244 low
TCGA-64-1678-013.257534 0 3.969411 8.040362 5.251591 0.633083 3.629039 2.206937 high
TCGA-95-7567-011.556164 0 5.167524 6.74343 3.079415 2.350395 1.959265 1.075913 high
TCGA-99-AA5R-011.80274 0 6.301102 5.61166 3.236271 4.385263 4.856395 0.656953 low
TCGA-97-8174-010.449315 1 5.073352 5.437936 2.185918 3.83961 4.79682 0.527907 low
TCGA-55-8089-011.923288 1 5.639864 6.966082 2.365793 3.285861 2.162909 1.143356 high
TCGA-69-A59K-011.619178 0 7.175727 6.486481 2.208228 2.422634 2.823876 0.567076 low
TCGA-55-6978-010.482192 1 4.826201 7.593934 2.454157 3.727752 1.655301 1.991255 high
TCGA-78-7153-019.958904 0 7.109649 7.015619 2.305764 1.812494 4.808479 0.556225 low
TCGA-05-5715-010.169863 0 6.268126 6.680547 2.105949 2.352508 2.584876 0.696265 low
TCGA-69-8254-011.120548 0 7.029785 6.097832 4.011695 2.28367 3.536589 0.636461 low
TCGA-J2-A4AE-012.956164 0 6.055036 6.113257 3.844341 2.139895 4.278346 0.64993 low
TCGA-78-7150-011.824658 1 3.460808 8.821105 3.050782 3.569593 2.018553 4.508404 high



TCGA-93-A4JN-011.967123 0 4.725459 5.750935 2.94949 2.858524 5.629234 0.571848 low
TCGA-J2-8194-011.983562 0 5.9797 7.043507 2.813912 3.505727 3.055198 1.195234 high
TCGA-55-6712-010.468493 1 5.817168 7.841353 2.516029 2.889205 2.0046 1.609102 high
TCGA-55-7815-012.117808 0 5.131159 7.395489 1.703464 1.627666 1.076667 1.033917 high
TCGA-50-5049-018.476712 0 5.858148 7.036504 2.429289 3.440167 3.861512 1.033747 high
TCGA-49-4510-012.454795 1 5.998178 5.724496 3.010349 3.183851 2.799454 0.647961 low
TCGA-73-4666-012.191781 0 7.374414 7.460309 2.433483 2.569153 1.719804 1.021429 high
TCGA-MP-A5C7-016.158904 0 6.603077 5.914542 2.404449 2.72267 1.932271 0.564035 low
TCGA-55-7994-011.652055 0 6.43589 7.231878 2.041607 1.720993 1.286658 0.851881 low
TCGA-95-7039-013.484932 0 7.402686 6.859989 2.450399 3.247328 2.730333 0.813259 low
TCGA-78-7156-012.673973 1 6.995356 5.99078 1.997153 2.844709 3.135011 0.470402 low
TCGA-55-8299-011.284932 1 5.595698 8.468865 2.856994 4.270227 3.794013 2.683135 high
TCGA-44-7661-011.526027 1 6.308577 8.71594 2.917118 3.875703 3.285802 2.651984 high
TCGA-97-7554-012.123288 0 7.018388 7.710843 2.353736 3.534395 5.917899 1.00469 high
TCGA-78-7167-017.345205 1 5.749198 6.335032 2.177117 2.15425 2.513321 0.627656 low
TCGA-50-6595-010.517808 1 4.499855 7.570326 2.677959 4.698007 2.279205 2.484031 high
TCGA-64-1677-011.720548 1 4.45058 7.501683 1.761758 1.852373 4.085702 0.97885 low
TCGA-97-A4M6-011.556164 0 6.523798 6.420957 3.210807 1.994486 4.434954 0.590875 low
TCGA-97-8547-011.8 0 5.288845 7.15214 2.279138 2.499162 2.242036 1.09265 high
TCGA-62-A470-013.271233 1 6.284609 7.372508 2.299031 2.406779 2.784134 0.986514 low
TCGA-97-8171-011.556164 0 6.283075 7.349248 1.70213 2.004902 0.283951 0.990013 low
TCGA-44-6148-011.928767 0 5.817032 4.609666 2.558156 2.585805 7.469142 0.216367 low
TCGA-MP-A4T7-010.457534 1 5.847507 7.145818 3.55579 3.108644 2.899776 1.387227 high
TCGA-49-4514-014.657534 0 5.679476 7.630922 2.497353 2.382306 1.681844 1.37892 high
TCGA-50-5946-014.430137 0 4.505271 6.119322 2.305998 2.348941 4.487642 0.611977 low
TCGA-55-8621-011.410959 0 7.589174 6.534992 2.209155 3.969402 5.092577 0.612961 low
TCGA-55-8614-011.468493 0 4.253398 6.571492 3.621563 4.499197 6.668499 1.296501 high
TCGA-71-8520-010.575342 1 4.98733 7.091211 2.486065 3.291897 5.596956 1.016454 high
TCGA-69-7978-010.367123 0 5.349656 7.549533 2.620921 2.917833 2.093884 1.533518 high
TCGA-L9-A443-010.528767 1 6.897651 7.315219 2.89571 2.836907 2.98699 1.062393 high
TCGA-55-7573-011.334247 0 5.36585 5.994325 1.86891 2.335911 4.960118 0.448133 low
TCGA-78-7154-011.624658 1 4.425645 6.527671 2.941983 2.704559 3.616803 0.981587 low
TCGA-S2-AA1A-011.405479 0 5.782882 6.104396 4.133518 2.990433 1.933985 1.033173 high
TCGA-05-5423-010.413699 0 7.98578 7.097943 2.225746 1.164644 3.687707 0.48496 low
TCGA-50-6591-010.326027 1 2.179074 7.784535 2.168021 2.606393 7.600891 1.440934 high
TCGA-62-8395-013.331507 0 6.277117 6.719016 2.142565 3.219607 3.189128 0.805016 low
TCGA-55-7727-010.326027 0 5.249793 7.473811 2.454139 1.585847 3.463772 0.990378 low
TCGA-49-4494-012.961644 1 5.767646 8.016749 2.22121 1.905171 2.422254 1.312634 high
TCGA-49-4501-013.893151 1 5.057737 6.895792 2.295433 1.885633 3.794475 0.780094 low
TCGA-91-6847-012.306849 0 2.745877 6.823414 2.467922 2.790159 5.416287 1.134237 high
TCGA-86-A4JF-012.019178 1 6.423719 7.091518 2.582307 2.416491 2.235461 0.944627 low
TCGA-49-AAR2-016.093151 0 5.812233 6.348489 1.64347 1.899427 0.785102 0.619633 low
TCGA-73-4675-012.526027 1 7.198133 7.088671 3.457002 3.152218 1.578045 1.233117 high
TCGA-38-4628-014.087671 1 6.876125 6.251418 2.184904 1.792253 4.628294 0.399517 low
TCGA-O1-A52J-014.926027 1 8.017182 7.331674 1.821528 2.27163 3.543733 0.625945 low
TCGA-05-4396-010.830137 1 6.014425 7.088707 2.435161 2.718 1.467969 1.101597 high
TCGA-44-7660-011.621918 0 4.742059 6.512563 1.502141 2.736475 4.107986 0.673269 low
TCGA-86-8279-012.6 0 7.278774 7.219695 2.67366 2.33715 2.664055 0.856653 low
TCGA-97-7937-011.545205 0 7.167651 7.221993 1.975722 2.323896 1.132014 0.861294 low
TCGA-05-5420-011.252055 0 6.532458 7.779505 1.884429 1.899736 2.343002 0.991457 high
TCGA-78-7542-010.879452 1 3.637223 8.513377 3.241059 3.611819 0.39448 4.59431 high
TCGA-67-3771-011.671233 0 4.713908 7.141874 3.350416 2.748572 2.804739 1.466586 high
TCGA-38-7271-012.191781 1 5.566049 6.1418 2.960815 2.805708 4.845327 0.643593 low
TCGA-78-7163-0119.85753 0 6.154993 8.287703 2.178694 0.399489 1.457767 1.121431 high
TCGA-73-4658-014.383562 1 6.807931 6.937561 2.850991 3.240214 2.897304 0.979116 low
TCGA-78-7160-011.909589 1 6.233193 6.519192 2.463156 2.954925 3.056933 0.75603 low



TCGA-49-6743-014.441096 0 5.006197 6.828976 2.680901 3.469551 3.084562 1.200468 high
TCGA-05-4425-011.832877 0 6.155208 8.579187 2.6623 2.89206 0.417004 2.540828 high
TCGA-78-7143-0113.59178 1 6.557467 6.920013 2.970674 1.463971 5.128727 0.597524 low
TCGA-55-8087-011.265753 0 6.808738 5.996944 2.44212 0.980428 3.27195 0.360886 low
TCGA-55-6986-018.934247 0 5.325001 7.893315 3.089359 2.242567 2.917709 1.612692 high
TCGA-69-7765-010.452055 0 5.53169 7.53884 2.407206 2.911632 2.50758 1.373 high
TCGA-55-7281-012.389041 0 7.269786 6.576163 3.112813 2.688507 1.744556 0.80865 low
TCGA-50-6597-013.473973 1 7.426761 6.466292 2.798578 1.787544 2.828247 0.537315 low
TCGA-73-4677-010.10411 1 5.321837 6.737118 3.293706 2.689022 2.17391 1.150737 high
TCGA-05-4434-011.252055 1 5.875201 6.972342 3.594699 2.798437 3.247176 1.173134 high
TCGA-MP-A4SW-014.871233 1 7.624503 6.67351 2.394905 2.062426 1.897161 0.606152 low
TCGA-55-6972-014.471233 1 5.900872 5.512758 1.937855 1.354311 2.350127 0.346638 low
TCGA-78-7633-014.186301 1 5.132941 5.898733 2.485988 3.959842 3.120418 0.812504 low
TCGA-44-2659-013.745205 0 6.326723 6.938019 1.692183 2.814979 2.258444 0.806722 low
TCGA-55-6983-017.734247 0 6.130825 7.018826 2.491952 2.017055 2.250945 0.862736 low
TCGA-97-A4M0-011.786301 0 5.739718 6.947189 2.006497 1.574677 2.078082 0.744135 low
TCGA-50-5068-014.106849 1 5.511271 7.690475 2.253545 0.958937 2.270723 0.989306 low
TCGA-86-A4P8-012.205479 0 7.077697 5.151729 2.829161 4.483737 5.228888 0.433039 low
TCGA-86-A4D0-010.317808 1 5.305799 6.91244 5.027218 3.718395 3.490781 1.942751 high
TCGA-55-8085-012.476712 0 5.39084 7.555853 2.279815 2.376838 1.595531 1.337438 high
TCGA-50-5935-011.789041 1 7.020532 7.231726 2.037124 2.601403 4.58704 0.703367 low
TCGA-53-7813-011.161644 0 5.825443 7.92223 2.134174 1.020055 1.617628 1.09965 high
TCGA-73-4662-016.890411 0 7.284572 6.478675 2.532155 1.889711 2.346366 0.556033 low
TCGA-62-8399-017.386301 0 4.394539 6.911303 4.257285 3.275299 3.377318 1.752132 high
TCGA-44-7671-012.435616 0 5.104582 6.878552 2.615387 2.742046 2.881169 1.051729 high
TCGA-97-7552-015.293151 0 6.228407 6.226815 2.640071 2.496759 3.926956 0.580466 low
TCGA-44-6145-011.630137 0 4.907109 7.82281 2.670493 2.16538 2.472369 1.558909 high
TCGA-44-7670-012.416438 0 4.081487 6.782639 4.007872 3.555108 3.634395 1.699422 high
TCGA-49-AARO-0110.29863 0 6.806577 7.354657 2.840949 4.430089 2.075176 1.61103 high
TCGA-44-2657-013.70137 0 5.806007 6.503622 1.931828 2.281424 5.102018 0.526305 low
TCGA-55-8204-011.410959 0 3.058639 7.40012 2.795983 3.759461 4.671246 1.953425 high
TCGA-64-1676-014.734247 0 6.516659 7.472757 2.224927 0.748179 1.745206 0.772772 low
TCGA-91-8496-011.383562 0 7.422707 6.31609 2.097977 1.651517 4.145049 0.378993 low
TCGA-35-3615-010.038356 0 5.016349 7.062364 1.847978 1.789154 1.447269 0.928764 low
TCGA-55-8096-011.969863 1 6.342971 7.365512 2.366451 3.17963 3.64885 1.071043 high
TCGA-67-6215-010.476712 0 7.357129 7.789087 1.473477 1.789701 2.244898 0.803803 low
TCGA-53-A4EZ-012.934247 0 5.673355 6.046394 1.685567 1.526506 1.259338 0.494459 low
TCGA-MP-A4SY-014.112329 1 5.867742 7.725698 1.965897 2.04743 1.479223 1.199276 high
TCGA-73-4676-010.769863 1 5.678252 7.525553 2.258045 2.901765 2.889909 1.252617 high
TCGA-86-8075-011.90137 1 5.24359 7.188909 3.02889 2.982731 5.619809 1.072328 high
TCGA-78-8660-010.879452 1 5.133841 7.206065 2.317105 3.244687 2.527767 1.306847 high
TCGA-91-6840-011.019178 0 4.008196 4.585186 2.305395 3.457216 8.962418 0.275961 low
TCGA-44-2665-013.564384 0 4.717362 7.678885 2.713995 2.454909 1.884597 1.685126 high
TCGA-75-7025-019.054795 0 5.700748 6.009645 2.217417 1.949423 4.904413 0.429114 low
TCGA-44-A479-011.331507 0 4.342916 6.791672 3.212688 2.534702 2.205489 1.291725 high
TCGA-44-3917-013.241096 0 3.417776 6.25457 1.140004 1.272402 3.813974 0.514604 low
TCGA-62-A472-012.493151 0 6.464262 7.528623 1.85769 2.082162 2.260899 0.926705 low
TCGA-MP-A4SV-017.178082 1 6.621413 7.222516 2.514353 2.354965 1.473226 1.014408 high
TCGA-49-AARN-013.109589 1 5.348823 6.269269 2.832423 2.71421 2.097019 0.852445 low
TCGA-50-5072-010.684932 1 4.778824 7.27618 2.606789 3.868355 2.934196 1.646422 high
TCGA-55-5899-012.547945 0 5.241186 6.319577 2.46741 3.181342 0.56521 1.030522 high
TCGA-97-A4LX-011.682192 0 6.276214 6.919831 2.478666 3.238859 2.861226 0.975308 low
TCGA-L9-A444-010.841096 0 7.295108 6.225293 2.448987 3.068782 1.00245 0.689905 low
TCGA-55-8615-011.221918 0 6.071842 6.570444 2.661964 2.234098 1.542509 0.81277 low
TCGA-50-7109-010.843836 1 5.977386 7.430566 2.422315 2.705199 4.251292 1.015972 high
TCGA-91-7771-011.347945 0 5.961898 6.733091 3.374319 3.093805 3.983873 0.988919 low



TCGA-97-A4M1-011.646575 0 7.277557 5.216568 1.915946 2.63895 5.27926 0.248653 low
TCGA-44-5644-012.364384 0 4.246559 6.541149 3.680343 1.681186 4.101532 0.919138 low
TCGA-78-7536-010.668493 1 6.012031 7.584561 1.513855 1.98838 3.354228 0.846231 low
TCGA-MP-A4TI-011.175342 1 7.329915 7.888928 2.562088 4.292493 2.216884 1.7368 high
TCGA-05-4403-011.583562 0 6.762661 6.785602 3.516791 3.420371 4.11266 0.981226 low
TCGA-99-7458-012.046575 0 6.792249 7.698109 1.830721 3.014191 3.260761 1.051157 high
TCGA-64-5778-013.575342 0 6.606666 6.904012 2.806849 1.429576 2.404168 0.714746 low
TCGA-78-7145-012.263014 1 7.352428 7.64225 2.883166 2.981491 2.556429 1.232444 high
TCGA-NJ-A4YP-010.136986 0 5.517733 7.045798 2.732037 2.931231 0.498075 1.395722 high
TCGA-55-7283-011.668493 0 6.653006 6.711593 2.358234 2.789023 4.480475 0.652196 low
TCGA-55-8208-011.846575 0 6.071233 6.913058 2.741215 3.428219 2.782102 1.10356 high
TCGA-55-8302-011.309589 0 5.411473 7.268356 3.069427 3.52279 1.777329 1.694355 high
TCGA-05-4384-011.167123 0 6.346317 6.340611 2.138482 3.575732 3.779939 0.683063 low
TCGA-55-8511-011.512329 0 5.937127 6.273872 3.227429 4.557381 1.359707 1.308131 high
TCGA-97-7941-011.326027 0 6.735218 6.476484 3.158577 2.801474 4.389921 0.686315 low
TCGA-62-8397-013.531507 0 6.486691 6.888632 2.589323 1.354937 0.958348 0.770681 low
TCGA-91-6830-010.164384 0 5.255078 7.80452 3.043522 3.846628 4.832082 1.811594 high
TCGA-44-3398-013.186301 0 5.935121 8.254185 2.669985 3.612863 4.043001 1.91459 high
TCGA-55-7913-011.536986 1 5.237527 7.168454 3.526051 2.233737 0.839113 1.523365 high
TCGA-55-1592-011.920548 1 6.020384 6.817365 2.500682 3.059631 4.909864 0.784852 low
TCGA-64-5775-010.169863 1 4.522005 7.922485 2.246673 2.395159 0.760408 1.920131 high
TCGA-44-7659-011.893151 0 6.035977 7.346823 2.968737 1.499403 1.402704 1.085249 high
TCGA-55-A4DG-011.665753 0 6.437023 5.412912 2.26817 1.742166 3.513896 0.32042 low
TCGA-55-6985-013.378082 0 5.489061 6.9933 3.482768 2.570986 4.226593 1.075622 high
TCGA-86-8054-013.145205 0 3.558921 8.17582 2.706855 2.009679 4.075379 1.893599 high
TCGA-38-4629-012.367123 1 6.016389 8.205077 2.44432 3.542425 1.222291 2.219841 high
TCGA-78-7147-011.605479 1 5.258573 6.455538 2.474953 1.737315 5.195079 0.552601 low
TCGA-55-8092-010.421918 1 3.549534 7.188121 3.566779 2.546419 2.087001 1.88811 high
TCGA-86-A456-012.454795 0 6.399824 6.045978 3.851821 2.480541 3.150151 0.708134 low
TCGA-05-5429-010.753425 1 6.275836 8.631493 4.04127 2.644556 1.644568 2.89091 high
TCGA-55-A48X-011.887671 0 5.772213 6.344395 2.499345 2.538199 3.656533 0.656193 low
TCGA-86-8673-012.361644 0 5.196167 7.149024 2.555226 2.641576 1.746546 1.254501 high
TCGA-86-8674-012.208219 0 6.38329 7.711708 2.963255 2.300889 0.493111 1.547561 high
TCGA-49-6744-014.610959 0 6.578005 7.102985 2.460876 2.626819 3.546225 0.844999 low
TCGA-44-5643-012.775342 0 3.003046 6.852689 2.689418 1.773505 4.688288 1.006427 high
TCGA-05-4382-011.663014 0 5.496814 7.371251 3.317234 3.732897 3.79837 1.617758 high
TCGA-49-AARQ-0118.44384 0 4.981249 6.610681 2.016384 1.270379 1.358323 0.712643 low
TCGA-55-8094-011.482192 0 3.76205 6.913566 2.946384 2.42238 2.976228 1.288385 high
TCGA-MP-A4TC-010.20274 1 6.76019 7.137385 3.047658 3.118388 1.851025 1.200088 high
TCGA-49-AAR0-0113.05479 0 6.397867 6.551568 2.771481 3.112987 5.386548 0.674083 low
TCGA-05-4427-012.167123 0 7.520989 6.920508 2.583824 2.018785 2.009867 0.702843 low
TCGA-75-6214-013.054795 1 4.312633 7.343807 3.160863 2.288797 0.370035 1.844011 high
TCGA-69-7763-011.890411 0 5.257698 6.565397 3.092299 3.592195 3.927811 1.062167 high
TCGA-86-8076-012.720548 0 6.62966 7.05947 2.490084 2.247694 2.479279 0.840041 low
TCGA-78-7537-014.443836 1 6.405612 6.252586 2.186745 2.463243 1.284546 0.651227 low
TCGA-78-7166-010.706849 1 5.41068 7.691036 3.180261 2.661953 0.818699 1.923798 high
TCGA-55-7995-012.435616 0 5.604453 7.474606 1.915156 2.31817 2.74846 1.039912 high
TCGA-35-4123-010.49863 0 5.131874 8.370708 2.177584 2.222723 1.19281 1.985463 high
TCGA-55-7576-011.835616 0 6.245693 6.458999 2.330358 2.124514 2.534296 0.633275 low
TCGA-64-5781-014.271233 0 2.89337 6.99748 2.89462 2.05488 1.813411 1.540733 high
TCGA-L9-A50W-011.210959 1 6.8759 6.899833 2.704563 2.739023 1.873177 0.913965 low
TCGA-97-A4M5-011.736986 0 5.696473 6.621614 2.422814 3.551913 4.511457 0.844408 low
TCGA-35-4122-010.616438 0 6.436948 8.089147 1.991642 2.392397 2.51734 1.287217 high
TCGA-55-A48Z-011.783562 0 5.914096 7.341312 2.375968 2.721715 3.841328 1.013042 high
TCGA-86-6851-010.490411 0 5.286438 6.957817 2.177606 2.391186 2.166111 0.964767 low
TCGA-NJ-A4YF-015.920548 0 5.696072 7.888181 2.206952 2.200141 1.50625 1.42992 high



TCGA-05-4389-013.750685 0 5.686953 6.342973 1.760758 1.81182 2.19011 0.561318 low
TCGA-NJ-A4YQ-013.923288 0 5.567193 6.386768 1.524712 2.549662 1.48852 0.683748 low
TCGA-55-6981-013.778082 1 5.250912 8.082035 2.837781 3.71996 3.756577 2.112663 high
TCGA-97-7546-013.520548 0 6.193872 6.507718 3.297829 2.59352 6.054146 0.643681 low
TCGA-MN-A4N1-012.265753 0 5.77837 6.064416 3.107745 3.414428 3.315777 0.798751 low
TCGA-62-A471-013.413699 0 4.342282 7.594337 3.017369 2.949364 0.604583 2.238754 high
TCGA-55-7570-012.257534 0 3.367041 6.833859 1.705433 3.345641 1.218549 1.431945 high
TCGA-55-A4DF-011.205479 1 6.040227 8.103938 2.817405 1.963702 6.563369 1.051128 high
TCGA-78-8648-013.312329 1 6.319131 6.318898 3.509697 3.903675 4.875456 0.869084 low
TCGA-67-3770-011.671233 0 6.190763 7.175719 2.349023 1.445349 4.914386 0.634468 low
TCGA-50-5936-010.70411 1 4.973782 7.906527 2.734598 2.879969 1.581075 2.023433 high
TCGA-67-6216-010.386301 0 5.691493 7.677611 2.200757 1.419278 1.795418 1.082765 high
TCGA-69-7974-010.50411 0 7.851521 7.615733 2.694804 3.218151 2.834234 1.117326 high
TCGA-93-A4JQ-011.441096 0 5.392129 6.775609 2.279987 3.237759 2.138825 1.058748 high
TCGA-55-8207-012.676712 0 6.569223 6.775109 3.185506 2.376981 3.694062 0.790541 low
TCGA-97-8176-011.282192 1 5.566564 7.022489 1.921508 2.374154 2.024285 0.914911 low
TCGA-86-8280-011.920548 0 6.076279 6.648832 2.707624 2.626228 4.8587 0.691847 low
TCGA-MP-A4T8-010.441096 1 5.211064 7.044547 2.829954 3.540874 2.09078 1.464875 high
TCGA-55-A492-011.632877 0 6.828519 5.823362 1.717671 2.89354 2.949599 0.432683 low
TCGA-J2-8192-012.024658 0 5.930221 7.135162 2.886016 2.492774 3.939065 0.96478 low
TCGA-50-8460-012.271233 0 5.500612 7.000915 1.967162 2.853791 2.461891 0.978291 low
TCGA-NJ-A55A-010.041096 0 4.926179 5.837768 2.371584 2.568683 4.264636 0.546217 low
TCGA-55-8097-011.30411 0 6.458778 5.775495 2.909904 2.440338 5.218789 0.426462 low
TCGA-55-A490-010.271233 1 6.180893 7.013834 2.858571 2.420557 1.113734 1.099021 high
TCGA-86-7711-012.865753 1 2.296871 7.182313 2.41731 4.764932 2.502027 2.688588 high
TCGA-MP-A4TK-011.594521 1 6.718081 6.83542 2.350647 3.427125 2.525572 0.917125 low
TCGA-50-5066-013.950685 0 4.634088 7.756302 2.219703 1.93572 1.671844 1.46919 high
TCGA-50-5942-015.060274 0 6.009767 6.380088 2.053969 1.686782 4.215255 0.474185 low
TCGA-69-8453-012.227397 0 7.92199 6.320629 4.173539 2.839539 3.683519 0.707298 low
TCGA-44-8119-010.780822 0 4.226054 7.989867 3.215573 2.714207 1.856663 2.435445 high
TCGA-78-7146-010.473973 1 5.035252 8.299785 2.422201 2.056285 1.592096 1.913174 high
TCGA-91-8499-010.09863 0 4.108657 7.984688 4.2852 2.595428 3.106171 2.687453 high
TCGA-55-6970-011.271233 1 4.483699 7.50565 2.685984 2.948943 3.004441 1.604417 high
TCGA-05-4420-012.49863 0 5.380057 7.019307 1.943997 2.115768 4.64643 0.715146 low
TCGA-86-7701-012.594521 0 5.04179 7.285596 1.603228 2.02939 1.919928 0.983624 low
TCGA-NJ-A55R-011.652055 0 4.399639 7.089749 2.634456 3.091391 3.271202 1.334772 high
TCGA-05-4397-012.00274 1 4.007143 6.819157 3.559801 1.942867 3.454077 1.175087 high
TCGA-53-7626-012.545205 1 6.471556 6.322083 3.419509 3.52358 4.297756 0.814472 low
TCGA-95-7944-011.032877 0 4.904804 7.425116 2.495961 2.164394 1.561652 1.35546 high
TCGA-73-A9RS-010.931507 1 4.215651 6.021947 3.126984 1.952322 0.600105 0.926964 low
TCGA-44-7667-013.005479 0 4.875563 7.416904 1.877455 2.239246 3.572015 1.023459 high
TCGA-NJ-A55O-010.035616 0 6.15387 6.520217 3.037002 3.113799 2.980828 0.891901 low
TCGA-55-8301-011.463014 0 6.638468 7.582839 2.042007 2.974158 1.319265 1.245548 high
TCGA-05-4415-010.249315 1 3.024066 10.11061 2.874998 1.728473 1.806304 5.911782 high
TCGA-91-6835-010.216438 0 5.190742 5.981906 1.847659 2.706665 5.198192 0.480024 low
TCGA-55-7725-011.210959 0 6.252633 7.485959 2.307047 1.688555 3.877071 0.825156 low
TCGA-55-8506-010.030137 0 7.406104 6.929269 2.742501 2.416845 1.113347 0.865856 low
TCGA-50-5931-011.189041 1 3.19969 6.930773 3.388164 3.152818 4.165243 1.607352 high
TCGA-55-A494-011.317808 0 5.927685 6.819325 3.000824 2.70769 0.845967 1.161887 high
TCGA-50-5930-010.772603 1 4.933891 6.360063 2.295472 3.208193 2.566542 0.8978 low
TCGA-38-4627-013.142466 1 4.333425 7.409998 2.741801 2.98767 3.649234 1.512889 high
TCGA-67-4679-011.227397 0 5.573538 6.376686 2.414025 3.008511 3.413948 0.755451 low
TCGA-55-7903-011.553425 0 5.623411 7.220081 1.949837 1.84941 2.786369 0.843224 low
TCGA-55-8619-011.139726 0 6.961034 6.471799 3.559494 3.392109 4.587208 0.794998 low



Supplementary Table 3. Risk scores for tumor samples in the validation set
id futime fustat FBP1 LDHA MAFF PDGFB GPC3 riskScore risk
GSM1672281 8.8 0 10.23664 13.11122 8.646784 6.884643 8.166213 4.325975 low
GSM1672282 2.1 0 10.83464 12.89049 7.997888 6.883573 9.281536 2.861791 low
GSM1672283 5.4 1 10.77148 13.39059 9.039159 6.641892 7.116905 5.137969 low
GSM16722845.766667 0 11.83647 13.3319 9.147113 7.642683 8.849912 4.618899 low
GSM1672285 2.825 1 10.68013 13.58215 10.30089 8.289862 8.09097 9.363013 high
GSM16722866.916667 0 11.74969 13.49703 8.647976 6.933517 8.050202 4.242839 low
GSM16722875.766667 0 12.1164 13.46796 8.955215 7.044571 7.93124 4.363869 low
GSM16722882.258333 0 11.79235 13.10019 9.298403 7.243354 8.727492 4.018988 low
GSM16722890.483333 1 10.25709 13.50329 9.947683 6.729303 7.897023 6.654161 high
GSM16722904.183333 1 9.767272 12.97642 8.920777 7.104896 9.832979 4.162628 low
GSM16722916.083333 0 11.86706 13.17559 9.047973 6.908714 8.298842 3.79858 low
GSM1672292 2.9 1 11.10124 13.53598 8.026369 6.857812 8.273469 4.043206 low
GSM1672293 2.3 1 10.08363 13.38624 9.977208 7.063604 8.116432 6.82192 high
GSM16722944.066667 1 10.4335 13.1349 8.537721 7.568422 9.881555 4.116748 low
GSM1672295 5.55 0 9.970509 14.00822 9.075898 7.128015 8.412718 7.606331 high
GSM16722960.841667 1 9.962753 14.29485 9.020055 6.345003 7.905182 7.674102 high
GSM1672297 0.725 1 9.611065 13.87019 9.547438 7.087655 6.550714 9.612268 high
GSM1672298 5.1 1 11.58099 13.79167 9.033303 6.809187 7.646271 5.4306 low
GSM167229911.01667 0 9.232723 13.97437 9.472688 6.433875 6.432899 9.297286 high
GSM167230010.73333 1 10.62038 13.97768 8.635259 6.199078 9.475034 4.744263 low
GSM1672301 3.65 1 11.7598 13.20908 8.469324 6.533501 8.335645 3.225768 low
GSM16723020.491667 1 9.534455 13.82287 9.188562 6.796346 7.899315 7.43775 high
GSM1672303 0.2 1 10.33134 14.39411 9.934056 6.463413 8.166705 9.165373 high
GSM16723041.466667 1 10.24659 13.71347 8.356333 6.812329 7.411697 5.652432 low
GSM16723051.358333 1 9.245051 14.03855 9.007505 7.310513 8.0329 9.044039 high
GSM16723062.466667 1 10.1193 13.77391 8.815279 6.038775 6.539528 5.992447 high
GSM16723076.766667 1 9.697913 13.5765 9.813667 6.318593 7.901929 6.683965 high
GSM16723084.916667 1 10.22308 13.31155 9.297134 6.853771 8.377558 5.285803 low
GSM16723097.716667 1 9.680994 13.83898 8.949328 6.533442 7.611408 6.801326 high
GSM16723100.333333 1 8.867943 13.48531 9.597351 6.835623 7.694421 7.801046 high
GSM1672311 1.4 1 12.38898 13.63615 8.424 6.586265 7.994054 3.699283 low
GSM16723125.166667 0 10.40729 13.65673 8.964142 6.664111 9.511925 4.931042 low
GSM16723135.191667 1 11.27802 13.22738 8.43859 6.673934 6.827933 4.05353 low
GSM16723145.983333 0 10.09604 13.49987 9.521168 7.11462 8.024347 6.666838 high
GSM1672315 7 0 9.258778 13.87002 8.976086 6.68813 11.60443 5.399106 low
GSM1672316 1.55 1 11.18161 13.15343 9.798458 7.087861 9.245945 4.608856 low
GSM16723173.816667 1 12.57888 14.54573 8.840189 6.766672 8.950075 5.680327 low
GSM16723181.716667 1 9.189657 13.58856 9.310237 6.540466 7.710786 6.942651 high
GSM16723199.208333 0 10.68718 13.49957 9.015164 6.284437 7.59963 4.861505 low
GSM167232011.13333 0 11.50863 13.57631 8.917004 6.444939 8.342706 4.253128 low
GSM1672321 5.875 1 10.35576 13.36216 8.605824 6.736999 7.939773 4.686492 low
GSM16723224.341667 0 10.96967 13.05588 9.560924 6.012553 10.67871 3.090766 low
GSM16723231.466667 1 10.64392 13.59453 8.471417 6.613888 8.075832 4.697664 low
GSM16723241.408333 1 10.83351 13.463 9.253272 6.658953 7.132793 5.507481 low
GSM16723257.233333 0 11.13842 13.60495 9.399261 6.906341 8.469011 5.430283 low
GSM16723268.616667 0 9.652825 13.44928 8.701897 5.786457 8.019702 4.518314 low
GSM1672327 9.8 0 10.87393 13.75174 9.545243 6.131628 7.304584 5.881137 high
GSM1672328 9.65 1 10.61884 13.77977 9.348066 6.104501 7.257888 5.930988 high
GSM16723291.583333 1 11.38853 13.46235 9.913167 6.173554 8.507585 4.683895 low
GSM16723307.008333 1 11.00076 13.29868 8.57861 6.62501 6.781229 4.456878 low
GSM1672331 12.775 0 9.379298 12.98927 9.482085 6.618116 9.720364 4.539379 low
GSM1672332 12.825 0 9.838244 13.71252 9.501845 6.540139 8.493599 6.508681 high
GSM1672333 13.55 0 11.0913 13.42832 9.827883 6.540254 9.816036 4.549956 low
GSM16723345.316667 0 10.87523 13.79455 8.920596 6.564537 7.677889 5.586294 low



GSM167233511.04167 1 10.30951 13.5432 8.369004 6.406476 7.950113 4.572976 low
GSM1672336 10.9 0 9.790373 13.66995 10.05715 6.209516 7.668275 7.217849 high
GSM1672337 13.3 0 10.24166 13.9239 8.525141 6.43438 7.277604 6.04659 high
GSM167233813.14167 0 11.48404 13.75048 9.66512 6.503652 7.339405 5.924571 high
GSM16723396.358333 0 9.363732 13.13323 9.763088 6.576229 7.481129 6.17818 high
GSM1672340 8.825 0 10.81048 13.64576 9.943385 6.68832 7.277734 6.858339 high
GSM1672341 2.35 1 9.310558 14.0167 9.662096 7.428707 7.720107 10.63833 high
GSM1672342 0.6 1 12.61921 14.53855 8.89281 6.897091 8.85079 5.888675 high
GSM1672343 6.625 1 10.29763 14.09823 9.473477 7.022064 7.484767 8.685309 high
GSM16723446.858333 0 11.0007 13.39087 8.798332 6.180994 8.014489 4.001707 low
GSM16723458.433333 0 9.824849 13.66238 8.605931 6.634566 7.83576 5.739192 low
GSM167234614.00833 0 8.356338 13.74776 9.6649 6.338124 8.578192 8.059386 high
GSM16723471.241667 1 10.07755 13.97031 9.057821 6.652031 7.560944 7.174155 high
GSM1672348 0.8 1 11.42364 13.42418 9.33035 6.947088 7.891583 5.011439 low
GSM16723497.916667 0 10.18651 13.53769 8.936528 6.294929 8.981813 4.657944 low
GSM1672350 5.2 0 9.548263 13.40922 9.566558 6.974933 7.248696 7.254177 high
GSM16723515.358333 0 10.6429 13.42549 9.095028 6.762051 5.572232 6.287783 high
GSM16723521.741667 1 11.55131 13.62879 8.522833 6.723227 7.979991 4.363022 low
GSM16723531.858333 1 9.633836 13.78137 9.654351 6.801796 7.498753 8.183637 high
GSM16723545.658333 1 11.40926 13.82303 8.510392 6.81843 8.320245 4.807783 low
GSM1672355 3.025 0 9.826957 13.5652 9.027502 7.039274 7.39315 6.723765 high
GSM16723561.891667 1 10.29361 14.09431 9.32478 6.106198 10.06206 5.623835 low
GSM16723572.741667 0 11.10679 13.66247 8.822227 6.190136 7.418122 4.730989 low
GSM1672358 3.175 0 10.10106 13.64471 8.885292 5.842692 7.47209 5.097461 low
GSM16723594.516667 1 11.44769 13.73706 8.860837 6.359652 10.90996 3.604541 low
GSM16723608.008333 1 11.16404 13.578 9.096929 7.099415 9.549228 4.764917 low
GSM16723614.433333 0 10.98504 13.49927 9.251226 6.087459 9.431069 4.013944 low
GSM16723621.041667 1 11.35247 13.50576 7.710641 6.045422 6.289012 3.638201 low
GSM16723632.458333 0 10.31094 13.58159 10.27902 6.640451 7.249588 7.597025 high
GSM16723648.958333 0 11.88741 13.98265 9.111471 6.811631 7.484082 5.847756 high
GSM1672365 4.475 0 9.054862 13.54488 8.857846 7.001636 7.986326 6.783984 high
GSM16723661.816667 0 10.71536 13.7892 8.807994 6.773563 8.035184 5.636676 low
GSM1672367 4.65 0 11.09585 13.65928 9.424411 6.900535 8.051753 5.828158 low
GSM1672368 1.75 1 9.43346 14.05322 9.763756 6.856435 7.255699 10.07011 high
GSM16723690.608333 1 10.75507 13.62651 10.78391 6.872956 8.902025 7.323332 high
GSM1672370 13.325 0 10.10809 13.31417 8.815784 6.93275 7.095218 5.538069 low
GSM16723715.066667 0 11.04129 13.46829 9.141139 6.66065 9.424044 4.307703 low
GSM16723721.766667 1 10.8709 13.51427 8.95551 6.338065 8.656486 4.349327 low
GSM16723734.466667 0 10.34351 13.17686 9.28541 6.092368 8.969873 3.977811 low
GSM16723741.933333 0 10.19922 13.50784 8.600482 6.72895 7.921668 5.119168 low
GSM16723753.939167 0 11.57482 13.73855 9.240432 6.309562 7.132279 5.22964 low
GSM16723764.925833 1 10.34712 13.89125 9.117411 6.351663 6.743717 6.803703 high
GSM16723774.298333 0 10.7134 13.99182 8.077641 6.727052 6.447091 6.066925 high
GSM16723783.020833 1 10.58077 13.54841 8.253117 6.593149 7.799346 4.52949 low
GSM1672379 0.55 1 11.09463 13.52992 9.296853 7.301487 7.500834 6.07991 high
GSM1672380 4.5775 1 9.315881 14.02991 9.245603 6.518323 7.856861 8.106728 high
GSM16723810.811667 1 10.13923 13.02138 9.905838 6.720839 9.325775 4.74951 low
GSM16723824.906667 0 11.61065 13.47634 8.830006 6.603075 9.294988 3.74201 low
GSM1672383 4.3175 0 9.879076 14.17776 9.568671 6.249565 6.887355 8.795335 high
GSM1672384 1.79 1 10.93424 12.90593 9.417367 6.514308 7.749568 4.001607 low
GSM16723850.531667 1 10.39078 13.54764 9.670546 6.735839 8.487313 5.999102 high
GSM16723865.750833 1 10.19377 13.61503 9.389892 6.48572 6.954976 6.525816 high
GSM1672387 5.345 0 10.66403 13.40332 9.128082 6.764122 10.13928 4.226467 low
GSM16723882.686667 1 12.1401 13.42369 8.671368 5.94478 7.196951 3.441541 low
GSM1672389 0 0 9.195399 13.73867 9.737639 6.862909 6.812973 9.327445 high
GSM16723904.695833 0 13.01347 13.52853 9.599295 6.662137 6.231636 4.812245 low



GSM16723915.754167 0 9.683379 13.59148 8.602634 6.714642 8.841492 5.281355 low
GSM16723924.693333 0 12.19222 13.92229 9.253852 6.466861 7.466725 5.237548 low
GSM16723935.104167 0 9.261456 13.85147 8.183017 6.420163 7.752775 6.015944 high
GSM1672394 4.2025 0 11.7264 13.12567 8.482328 6.750683 9.319796 3.002038 low
GSM16723956.113333 0 9.906963 13.47193 8.851829 6.820375 7.697496 5.73309 low
GSM16723965.561667 0 10.98216 13.35732 8.701033 7.106227 8.996654 4.284638 low
GSM16723976.066667 0 10.65832 13.7476 8.514197 7.08638 7.135289 6.042763 high
GSM16723981.658333 1 11.24861 13.03294 9.88307 6.664809 9.217509 4.04676 low
GSM16723992.606667 1 11.22576 13.94626 9.373345 6.579931 7.096135 6.57748 high
GSM1672400 3.7775 1 11.23562 13.2132 8.974541 6.26503 6.984908 4.102737 low
GSM16724016.995833 0 10.56245 13.8818 9.332188 6.601871 7.072342 7.009033 high
GSM1672402 1.0525 1 10.64683 13.89941 8.436095 7.247592 7.611003 6.33513 high
GSM16724036.490833 0 10.66509 13.38664 8.644316 7.409518 8.248132 5.089681 low
GSM16724040.931667 0 9.095845 13.79578 9.598555 6.353108 8.096246 7.643868 high
GSM16724052.544167 0 10.78283 13.34841 9.078145 7.439762 9.433919 4.876142 low
GSM1672406 6.1325 0 10.51316 13.0641 8.734423 7.052467 8.794864 4.057708 low
GSM16724070.973333 1 10.07097 13.65093 10.03189 7.578982 9.137988 7.925612 high
GSM1672408 6.2175 0 8.194166 13.85151 9.626494 7.700281 11.42288 8.832654 high
GSM16724092.661667 1 11.64015 12.94139 9.459748 6.829772 9.461025 3.410324 low
GSM16724100.186667 1 10.87902 13.49049 9.62743 7.49495 7.753932 6.693013 high
GSM1672411 0.7375 1 8.109455 13.8784 9.844497 6.942241 7.077307 11.7927 high
GSM16724127.683333 0 10.02029 13.32853 10.10978 7.015652 8.873401 6.391049 high
GSM16724137.505833 0 10.39709 13.6769 10.28645 8.015727 8.557693 9.237855 high
GSM16724142.080833 1 9.880049 14.33752 8.950244 7.077262 7.869285 9.066449 high
GSM16724153.503333 1 10.84968 13.15193 8.395538 5.957874 7.760567 3.30287 low
GSM16724161.016667 1 9.546487 14.02453 9.952484 7.542638 6.852324 12.05657 high
GSM1672417 0.225 1 10.47591 13.78316 8.640042 7.084215 7.704388 6.156191 high
GSM1672418 8 1 9.491222 13.70985 9.863025 6.822207 7.81405 8.237055 high
GSM16724195.508333 1 10.29247 13.68138 8.878227 6.373564 6.702214 5.981521 high
GSM16724205.716667 1 12.50527 13.7547 8.683295 6.604808 7.558926 4.216564 low
GSM1672421 4 1 9.402217 14.1596 9.342117 6.578752 7.602795 8.963616 high
GSM16724221.333333 1 9.713715 14.1663 8.581991 6.751339 6.818889 8.171095 high
GSM1672423 6 0 8.544605 13.23076 9.394057 7.231624 6.508952 8.358346 high
GSM16724243.916667 0 10.69058 13.00584 9.915607 7.642129 8.950894 5.418887 low
GSM16724254.333333 1 13.12604 13.29054 9.99278 7.307444 8.692246 4.232113 low
GSM1672426 3.25 1 9.15496 13.43472 9.180347 6.932043 5.709357 8.128476 high
GSM1672427 5.5 0 10.66035 13.13135 9.361725 7.289216 10.06554 4.370396 low
GSM16724283.666667 0 11.01766 13.46777 9.405143 7.323162 8.577421 5.591877 low
GSM16724295.833333 0 10.45672 12.94044 9.84327 7.23721 7.369658 5.659588 low
GSM1672430 6.25 0 11.51286 13.62614 9.004263 6.964022 8.270991 4.939501 low
GSM16724317.666667 0 11.78731 13.44324 9.824863 7.38661 8.066654 5.699728 low
GSM16724325.416667 0 10.77529 14.43504 8.40937 6.556544 9.819681 5.706542 low
GSM16724333.583333 0 8.461721 13.86459 8.924364 6.580423 7.388655 8.390008 high
GSM1672434 5.75 0 8.670589 13.96886 9.683291 7.338638 7.459473 11.50459 high
GSM16724353.333333 1 12.19213 13.69954 9.548 6.684444 7.632217 5.164115 low
GSM1672436 1.75 1 10.79569 13.78795 9.023817 6.110148 8.121186 5.056756 low
GSM16724372.416667 1 10.17521 13.61881 8.918337 7.340451 7.14176 6.959792 high
GSM16724382.166667 1 10.22607 13.3895 9.22584 6.96058 8.730497 5.350763 low
GSM16724396.416667 0 8.028094 14.26086 9.958566 7.017146 6.809414 15.11745 high
GSM16724400.166667 1 9.163675 14.21678 9.01463 6.825177 6.739619 10.08466 high
GSM1672441 5.5 0 10.7098 13.50865 9.79887 6.709923 8.974165 5.511655 low
GSM16724421.166667 1 9.421417 14.24372 9.23135 7.311598 7.928027 10.23018 high
GSM1672443 2.75 0 10.28023 13.02762 10.73325 7.763131 9.058717 6.943283 high
GSM16724447.083333 0 8.558264 14.22037 9.673936 6.575887 7.629349 11.08747 high
GSM1672445 5.5 0 10.56797 13.3885 8.289839 7.703421 7.498841 5.439354 low
GSM1672446 1.25 0 11.38266 13.22138 9.314609 6.74245 6.436885 4.977168 low



GSM16724477.583333 0 10.26952 13.98355 9.177295 7.044116 6.450797 8.553913 high
GSM16724485.666667 1 11.71854 13.30081 9.196608 7.499046 7.99749 4.889085 low
GSM1672449 2.75 0 9.405601 13.28882 9.675517 7.11932 8.400303 6.677426 high
GSM1672450 2 1 10.52925 13.70035 9.093843 7.627714 8.97113 6.442195 high
GSM16724515.166667 0 11.30457 13.48629 9.232204 6.77164 8.145132 4.859388 low
GSM1672452 9.5 1 10.7287 14.4924 9.538339 6.999324 7.293748 10.03427 high
GSM16724530.333333 1 11.92496 13.70661 9.552733 7.037358 8.239799 5.488485 low
GSM16724541.666667 1 10.24017 13.39123 10.27605 6.536381 7.832681 6.547197 high
GSM16724554.333333 1 9.910367 13.62228 10.25755 7.213979 6.059706 10.13454 high
GSM1672456 7.75 0 8.662992 13.90869 9.735669 6.983619 7.264733 10.72383 high
GSM16724571.166667 1 9.825437 13.87944 8.936214 7.202806 7.878701 7.562112 high
GSM16724588.333333 0 10.85361 13.47738 9.657683 7.382135 8.272821 6.282659 high
GSM1672459 2.75 0 10.75181 13.44261 9.214636 6.841336 8.082804 5.236969 low
GSM16724602.666667 1 10.81336 13.1859 8.705159 7.359575 9.118347 4.226472 low
GSM1672461 5 0 11.70651 13.6525 8.961869 6.779154 8.781101 4.448386 low
GSM16724624.166667 0 11.29758 13.93842 9.447734 7.465848 7.324595 7.706014 high
GSM1672463 1.25 1 10.02752 13.64511 9.121637 6.896911 7.790974 6.488795 high
GSM16724643.083333 0 10.49067 13.4133 9.190163 7.02172 9.747466 4.798188 low
GSM1672465 4.5 0 11.15596 13.13204 9.932012 7.043704 8.654461 4.905994 low
GSM16724662.583333 0 10.97264 12.8957 8.126983 7.38663 9.592066 3.107534 low
GSM16724673.166667 0 9.404316 13.76542 8.484563 6.889538 8.747324 6.070574 high
GSM16724689.583333 0 10.41059 12.73242 9.088853 7.113853 13.02367 2.675293 low
GSM1672469 3 0 11.87996 13.08655 9.402032 7.196711 8.09593 4.21132 low
GSM1672470 4 1 11.43288 12.83763 10.64298 6.788006 9.071259 4.355124 low
GSM16724711.583333 1 10.95396 13.50348 8.963525 6.954583 8.596507 4.869481 low
GSM16724727.583333 0 10.17939 13.67032 9.776331 7.346018 8.47656 7.555739 high
GSM1672473 17 1 9.425434 13.63572 9.757093 6.806795 7.745338 7.889342 high
GSM16724744.166667 0 10.96851 13.99967 8.607066 6.718207 7.889924 5.759664 low
GSM16724756.666667 0 10.19383 13.49061 8.924214 6.715632 7.108326 5.799745 low
GSM1672476 3.5 1 10.88886 13.46182 8.632065 6.887212 9.637377 4.071606 low
GSM1672477 5 0 9.529106 14.65644 7.770085 6.769531 9.649148 7.03425 high
GSM16724782.166667 0 10.62125 13.9356 9.348613 7.228455 7.092091 8.086718 high
GSM16724795.166667 1 10.66076 13.5072 9.217941 6.985932 6.551128 6.418499 high
GSM16724801.833333 0 7.431055 12.74805 9.588744 7.406949 9.23425 6.696003 high
GSM1672481 5.25 0 11.85485 13.48286 9.831234 6.789059 8.980288 4.724251 low
GSM16724825.666667 0 10.81913 12.74618 8.500035 7.124281 8.658476 3.285468 low
GSM16724830.583333 0 10.84554 13.88093 9.521638 7.132533 8.115673 7.105578 high
GSM16724844.333333 1 10.66205 12.88231 9.106962 6.870133 8.261009 3.973973 low
GSM1672485 3 0 10.68764 12.99961 9.004187 7.002897 9.051709 3.928355 low
GSM1672486 1.25 1 9.872025 13.49026 9.056947 6.982961 7.80013 6.199961 high
GSM16724871.666667 1 12.009 13.50587 8.791531 6.413375 6.584746 4.317182 low
GSM16724883.416667 0 9.975963 13.03908 9.879164 7.333301 8.724991 5.800476 low
GSM16724892.083333 1 10.5195 13.51838 8.984601 6.649817 8.080327 5.153509 low
GSM1672490 3.5 0 9.844789 13.30869 9.306912 6.771833 7.826548 5.758631 low
GSM1672491 4.25 1 11.41864 13.55379 8.701298 7.50352 9.002326 4.767154 low
GSM16724924.166667 0 9.218217 13.5401 9.148339 7.042988 7.501805 7.367098 high
GSM1672493 4.75 1 9.794305 13.287 9.949663 7.193942 10.03382 5.884122 high
GSM16724941.083333 1 9.597846 13.74543 8.441336 7.125145 7.35086 6.851494 high
GSM1672495 6.5 1 9.837797 13.75956 8.457272 7.269173 7.684707 6.685559 high
GSM1672496 4 0 10.92575 12.74525 9.301541 6.570791 7.818192 3.655222 low
GSM1672497 2.75 1 11.46172 13.31497 9.641666 7.186222 9.478612 4.619936 low
GSM16724983.083333 0 10.51283 12.5022 9.98498 7.760654 10.98171 3.847407 low
GSM16724991.416667 1 10.24067 13.79224 9.954353 7.381325 8.406779 8.317535 high
GSM1672500 2 1 9.764671 13.57387 8.863111 7.294126 6.54147 7.458609 high
GSM16725013.666667 0 11.45277 13.54035 8.35764 6.814872 8.859479 3.882313 low
GSM1672502 2.5 0 10.71009 13.80342 9.475599 7.081332 8.180009 6.818661 high



GSM16725034.166667 0 11.65523 13.73671 9.833926 8.34709 8.254438 7.939304 high
GSM16725047.333333 0 9.829068 13.87495 8.751788 6.822305 9.540909 5.843002 high
GSM1672505 3.5 0 11.39339 13.40668 9.496696 8.034519 8.969493 5.848657 high
GSM16725063.833333 0 11.23118 13.32418 9.396176 7.085475 7.842174 5.146818 low
GSM16725074.666667 0 11.07661 12.75691 9.354037 7.032805 10.21369 3.246454 low
GSM16725083.333333 0 12.24782 12.79101 8.397506 6.95814 9.650982 2.379005 low
GSM16725093.166667 0 11.38901 13.98352 8.776696 6.98404 8.221075 5.708604 low
GSM16725103.583333 0 9.333759 14.23835 9.463519 6.58523 7.466244 9.743123 high
GSM16725114.583333 0 9.408977 13.3335 9.428134 7.612965 8.944618 6.828367 high
GSM16725121.416667 1 11.71576 13.96259 9.036459 7.104013 7.694191 6.090603 high
GSM1672513 3 0 10.57874 13.34202 10.63132 7.556898 8.541538 7.555383 high
GSM16725140.833333 1 10.15898 13.52977 8.996692 7.352891 10.02849 5.325747 low
GSM16725151.916667 1 9.423696 14.40667 8.423358 7.064486 8.125238 8.771724 high
GSM16725165.166667 0 8.701026 13.61605 8.867354 7.327908 7.996276 7.878972 high
GSM16725177.083333 0 10.1121 12.69134 9.078971 6.860292 9.452132 3.529469 low
GSM16725183.916667 1 8.996982 13.71111 10.66205 7.639034 7.589876 12.46245 high
GSM1672519 4 1 10.83218 13.28705 9.607374 7.058104 8.325278 5.333646 low
GSM1672520 4.75 0 11.74177 13.59695 9.324985 6.97778 7.809974 5.246945 low
GSM16725213.583333 0 11.09126 13.06855 9.264091 7.477738 9.098308 4.415349 low
GSM16725223.416667 0 10.1032 12.70684 9.386267 7.646945 9.814554 4.294202 low
GSM16725233.583333 0 10.92568 12.69085 8.672851 7.040069 8.801996 3.17206 low
GSM16725242.666667 0 8.836884 13.03201 9.326753 7.536984 5.834858 8.126563 high
GSM16725255.333333 0 11.15826 12.78731 8.973319 7.538116 9.374059 3.582995 low
GSM16725268.916667 0 12.72963 13.34423 9.114061 6.930394 8.864056 3.517672 low
GSM16725272.083333 1 12.16569 13.39977 8.636362 7.031788 8.981005 3.591178 low
GSM1672528 8 0 10.38849 13.76455 9.307362 7.570374 8.918416 7.018131 high
GSM16725298.166667 0 10.64834 13.30786 9.158896 7.53506 8.965836 5.260828 low
GSM16725303.083333 1 11.43987 14.14156 9.048521 6.896455 9.183286 5.824497 low
GSM1672531 7.5 0 11.13974 13.29866 8.92161 8.137558 8.135873 5.637112 low
GSM16725323.333333 0 10.73217 13.50596 9.561196 7.020416 8.224629 5.935078 high
GSM16725335.916667 1 12.55388 13.314 9.677739 7.345864 9.511055 4.095083 low
GSM1672534 0.75 1 11.1781 14.36357 8.563414 7.470195 8.722049 7.087596 high
GSM16725359.166667 0 9.99291 13.60771 9.431092 7.006891 7.62511 7.071835 high
GSM16725369.166667 0 10.63841 12.89084 9.213477 7.126527 9.795911 3.774305 low
GSM1672537 0.5 1 9.140096 14.51327 11.23142 7.372007 7.026025 19.69665 high
GSM16725387.916667 1 10.62316 13.94021 9.716885 7.090928 7.904309 7.916888 high
GSM16725393.166667 1 10.48316 13.66532 9.47039 7.319842 7.808913 7.149245 high
GSM1672540 0.75 1 7.611401 14.31456 10.44315 7.752249 8.224677 18.59913 high
GSM1672541 7.25 0 9.888393 14.55427 10.00258 7.928672 13.70484 8.887453 high
GSM16725427.333333 0 11.38398 13.49629 9.674404 7.082604 8.02412 5.670924 low
GSM16725436.166667 0 12.51205 14.37282 8.788963 7.023406 8.359504 5.804262 low
GSM16725440.666667 1 9.198511 14.3438 10.79045 7.614459 8.336413 15.51495 high
GSM16725454.916667 0 11.30775 13.24625 8.371088 7.001575 10.16587 3.222158 low
GSM16725464.583333 0 12.2652 13.64796 8.955303 6.893122 7.52621 4.661297 low
GSM1672547 3 0 10.11749 13.03409 8.596736 7.187623 8.629783 4.292979 low
GSM1672548 1.25 1 10.68624 13.24439 7.660984 7.709349 9.584621 3.694204 low
GSM16725497.083333 0 11.1311 14.57814 9.070067 6.804507 7.371289 8.569824 high
GSM1672550 0.75 1 8.337778 14.39472 7.722671 7.072853 5.097935 11.49436 high
GSM16725510.916667 1 9.540475 14.42326 9.309696 7.362109 6.610572 12.54704 high
GSM16725526.583333 1 12.47333 13.11072 9.832258 7.195145 9.215654 3.873083 low
GSM1672553 8.75 0 12.17405 13.39797 9.091297 6.899351 9.130609 3.775496 low
GSM16725548.083333 0 8.260092 14.22919 9.334613 7.124705 4.363437 16.01773 high
GSM16725550.333333 1 10.21203 14.18859 9.374267 7.551202 7.765488 9.748819 high
GSM1672556 3 1 10.08144 14.06307 9.450069 6.847646 7.871363 8.197368 high
GSM16725573.666667 1 10.61113 13.4163 8.954166 6.534581 10.43452 3.853157 low
GSM16725586.166667 1 12.1525 14.23705 8.63519 7.55249 7.800648 6.490098 high



GSM16725591.083333 1 9.478499 13.21228 8.414119 7.283133 9.630655 4.60529 low
GSM1672560 7.5 0 10.20429 13.98806 9.009728 6.511627 7.743979 6.733739 high
GSM16725617.083333 0 10.99111 14.25918 8.729194 7.348681 8.264246 7.281557 high
GSM16725625.916667 1 11.1745 13.26788 8.327398 7.238336 7.414804 4.362974 low
GSM16725635.333333 1 11.13096 14.07371 8.537385 7.290604 7.219933 6.816315 high
GSM16725645.416667 1 9.501286 13.06468 8.876066 7.545447 8.123258 5.641952 low
GSM16725655.666667 0 10.2516 13.91148 9.594756 7.36665 7.662882 8.673053 high
GSM16725665.333333 0 10.61787 13.89109 9.998346 6.219314 8.50042 6.544371 high
GSM1672567 5.25 0 11.1731 13.37407 9.671392 7.76354 7.283977 6.740084 high
GSM16725681.083333 1 11.05511 13.32324 9.234698 7.436514 7.597673 5.594454 low
GSM16725697.916667 0 9.33985 14.61468 8.809985 6.652474 7.025583 10.68395 high
GSM16725706.166667 0 11.30327 13.8923 8.958312 6.839386 6.537386 6.449805 high
GSM1672571 4.75 1 10.39539 13.11529 9.220156 7.614937 8.262076 5.454636 low
GSM16725724.666667 1 11.84993 14.23393 9.304645 6.569041 8.197841 6.148669 high
GSM1672573 4 0 10.5789 13.96467 10.11136 6.275907 7.537141 7.648466 high
GSM16725744.083333 0 11.39568 13.62122 9.423014 7.001418 9.082628 5.123419 low
GSM16725752.333333 0 12.06366 13.54208 9.20413 7.149356 6.697538 5.427801 low
GSM1672576 3 0 10.57496 13.64664 8.833072 6.678931 8.389674 5.153246 low
GSM16725773.333333 0 10.25099 13.89974 9.379116 7.082187 9.050611 6.930982 high
GSM16725783.083333 0 9.932256 14.04563 9.171462 7.23269 7.760906 8.563994 high
GSM16725793.333333 0 11.8265 13.28516 10.18856 6.987986 9.225767 4.74109 low
GSM16725801.916667 1 11.5663 13.6331 9.818621 7.329281 9.078519 5.812842 low
GSM16725816.333333 0 10.47671 13.52338 9.967379 7.522309 7.505097 7.91573 high
GSM16725822.833333 1 12.13321 13.71696 9.583 7.557787 8.409976 5.888368 high
GSM1672583 5.5 0 12.90515 13.66615 10.04632 7.64452 7.524871 6.203545 high
GSM16725842.416667 1 9.420967 14.51495 9.941646 7.232283 10.66304 10.40959 high
GSM16725850.583333 1 7.652135 13.92556 8.871645 6.290863 12.66475 5.75985 low
GSM16725864.416667 0 11.28464 13.64515 9.008959 6.81823 7.701868 5.255504 low
GSM1672587 5.25 0 11.1285 13.74741 9.618723 7.333306 8.770178 6.439504 high
GSM16725881.916667 0 11.1745 13.38322 9.281783 6.934856 8.51728 4.772222 low
GSM16725895.166667 0 9.212248 13.85528 9.674806 6.51443 7.8009 8.309494 high
GSM16725900.583333 1 12.23345 13.55012 9.700622 7.417169 7.603708 5.734242 low
GSM16725912.166667 0 10.67195 13.98859 8.493974 7.073521 7.558153 6.455411 high
GSM16725923.333333 0 11.23857 13.83902 8.744398 7.34902 8.929847 5.489069 low
GSM1672593 2.5 0 10.7519 14.11018 8.997412 7.250487 8.305756 7.255603 high
GSM16725943.333333 0 11.82605 14.03872 8.847638 7.288561 8.316549 5.880308 high
GSM1672595 7 0 11.27508 13.26429 9.064158 7.083538 9.133194 4.165989 low
GSM1672596 1.5 1 10.52761 13.86191 9.261015 7.160161 7.433711 7.457894 high
GSM16725972.083333 1 11.31591 13.71729 9.380775 7.406243 8.700381 6.016559 high
GSM16725986.666667 0 10.70501 13.34593 9.098989 7.317325 6.561438 6.172275 high
GSM1672599 1 1 8.899303 13.67598 9.548895 7.171915 7.421518 9.191173 high
GSM16726002.666667 0 11.23138 13.26271 9.03292 6.617132 8.800761 3.902291 low
GSM1672601 8.75 0 11.35912 13.4039 9.650622 7.42471 8.805689 5.435883 low
GSM1672602 6.75 0 10.80746 13.85589 9.391647 6.785586 8.753417 6.079031 high
GSM1672603 6.25 0 10.72183 13.36669 8.518584 6.807396 9.755967 3.801293 low
GSM16726048.083333 0 11.27999 13.01776 8.87681 7.14141 10.0561 3.34603 low
GSM1672605 1.5 1 12.8806 13.60628 8.764973 6.931472 7.849536 3.949964 low
GSM16726062.666667 1 11.54049 13.85291 9.840856 7.468954 9.246926 6.571885 high
GSM16726070.833333 1 9.896591 14.25396 9.718263 7.063437 7.620366 10.34511 high
GSM1672608 3.745 1 10.6597 13.50798 8.89949 6.354485 8.398774 4.53347 low
GSM16726092.896667 1 10.20256 13.87869 9.902162 7.035795 7.965548 8.347058 high
GSM16726101.653333 1 9.518384 13.50217 10.04774 6.932755 6.970658 8.504535 high
GSM1672611 0.7175 1 10.77661 13.40582 9.25992 6.923349 8.835779 4.934533 low
GSM16726120.044167 1 10.01456 12.61092 9.66817 6.924272 8.750988 4.175478 low
GSM16726133.129167 1 8.446703 13.20473 10.03495 6.515771 8.83106 6.768104 high
GSM16726148.881667 0 10.29708 14.2055 10.02034 6.795222 7.824456 9.454239 high



GSM1672615 10.275 0 9.759068 13.59756 8.873596 6.757341 8.931479 5.536455 low
GSM16726164.733333 1 10.09015 13.5216 9.202221 7.04242 7.656225 6.430558 high
GSM1672617 2.51 1 9.445298 13.81217 8.763285 6.588833 7.734764 6.697301 high
GSM16726181.110833 1 11.13401 13.17149 9.230368 6.951666 8.064468 4.495316 low
GSM1672619 8.8325 1 11.29109 13.25591 9.049384 7.017784 10.11253 3.746625 low
GSM16726203.701667 1 9.403947 13.26645 9.088152 7.017222 7.605702 6.162122 high
GSM16726211.738333 1 9.860207 13.47468 10.17482 7.2771 7.305852 8.538082 high
GSM1672622 2.3025 1 10.33985 13.37104 8.457063 6.403485 6.596792 4.804694 low
GSM16726236.181667 1 10.55199 13.18903 9.533138 6.529731 7.345254 5.117279 low
GSM1672624 8 1 10.68788 12.97496 9.126519 6.331565 10.64276 3.037809 low
GSM16726253.444167 1 10.59521 13.37907 10.21954 6.546479 7.548814 6.281133 high
GSM16726260.470833 1 11.05547 13.68637 11.0759 7.478686 7.97994 9.33775 high
GSM16726270.035833 1 10.00913 13.80597 8.927131 6.413807 7.246285 6.409884 high
GSM1672628 1.38 1 9.963422 13.43832 9.590349 6.750478 7.950935 6.267094 high
GSM16726295.100833 1 10.85514 13.70383 10.30676 6.517364 7.476698 7.15317 high
GSM16726308.705833 0 9.593348 13.71091 9.661812 7.35193 7.849687 8.643552 high
GSM16726315.883333 1 10.29692 13.18303 9.509512 7.001468 7.973026 5.485414 low
GSM16726320.293333 1 9.853238 13.74978 9.699364 6.983706 7.726661 8.020558 high
GSM16726331.461667 1 10.29531 14.11635 8.857969 6.612215 7.247225 7.280856 high
GSM16726342.296667 1 9.197536 14.04926 10.6183 7.441791 7.551724 13.52615 high
GSM16726351.365833 1 9.219628 13.69921 8.530566 6.78808 7.224513 6.813031 high
GSM1672636 6.475 0 11.33854 13.6518 10.24132 6.770231 7.698774 6.637236 high
GSM16726377.846667 0 10.96521 12.86279 8.676997 6.752429 8.84404 3.214294 low
GSM16726386.116667 0 9.933865 13.54774 9.745544 6.77768 6.914254 7.502446 high
GSM1672639 3.77 1 12.12028 13.75037 9.127662 6.927215 7.252315 5.322927 low
GSM1672640 0.0025 1 9.664616 13.34206 8.493485 5.933766 7.755816 4.33751 low
GSM16726416.310833 1 11.5517 13.37356 9.083604 7.033268 8.891276 4.272333 low
GSM1672642 3.255 1 11.57317 13.61708 9.170879 6.237831 7.841929 4.525182 low
GSM16726436.466667 1 9.26407 13.57395 8.73421 6.420638 7.389231 6.099906 high
GSM16726440.189167 1 9.682099 13.88205 10.33581 6.616208 7.967601 9.035276 high
GSM16726457.036667 0 10.85802 13.27758 8.459659 5.771461 7.864799 3.380834 low
GSM1672646 3.515 1 10.03461 13.29805 9.088542 6.699911 7.712032 5.313302 low
GSM1672647 7.1375 1 10.80796 13.88126 9.700764 6.114904 7.465101 6.391134 high
GSM1672648 7.71 0 10.11022 13.88993 9.450813 6.393629 9.938393 5.769363 low
GSM1672649 3.28 1 9.39508 13.82756 8.679776 6.206974 8.753066 5.673367 low
GSM1672650 6.875 0 10.57574 13.20346 9.236864 6.451521 7.308312 4.777543 low
GSM16726512.641667 0 10.48075 13.64946 8.663713 6.914731 7.839292 5.554614 low
GSM16726523.501667 1 11.37577 13.47151 9.11585 6.695326 7.638414 4.800425 low
GSM16726530.481667 1 11.49399 13.5887 9.031019 6.158681 6.752655 4.746201 low
GSM16726540.640833 1 9.738314 13.18889 10.54915 7.219407 9.642729 6.646432 high
GSM16726553.991667 1 11.00504 13.35184 9.009133 6.63649 7.714884 4.60462 low
GSM16726564.903333 0 10.03466 13.27031 9.434036 6.735122 7.721222 5.657887 low
GSM1672657 6.795 0 11.8253 13.32639 8.870235 6.33767 6.871745 3.984768 low
GSM1672658 2.0425 1 10.73451 13.39669 9.410471 6.55412 7.65839 5.235247 low
GSM16726590.585833 1 10.09936 13.42738 8.703698 6.900993 7.803995 5.341113 low
GSM1672660 0.8025 1 11.02692 13.6714 9.351163 6.774354 6.630028 6.423687 high
GSM16726613.350833 1 10.14186 13.4879 9.356892 6.576657 8.527731 5.482652 low
GSM1672662 5.5575 0 10.85497 13.26225 8.80176 6.581928 9.018729 3.831245 low
GSM16726633.414167 1 9.191804 14.25636 9.833119 6.600759 7.825544 10.50357 high
GSM16726646.343333 0 8.897192 13.38372 9.814095 6.454896 8.106825 6.927674 high
GSM16726656.053333 1 10.9847 13.41379 10.5878 7.063419 7.729403 7.09496 high
GSM16726660.999167 1 9.389081 13.84266 9.084042 6.703674 7.763292 7.453362 high
GSM1672667 0.52 1 9.271643 14.44802 9.664447 6.966936 7.541135 12.08581 high
GSM16726681.823333 1 11.07748 13.5074 9.037595 6.647194 7.874164 4.86684 low
GSM16726696.570833 0 10.3777 13.35541 8.578739 6.788817 8.139014 4.601031 low
GSM16726706.004167 0 10.43283 14.03936 9.18633 6.3527 7.295741 6.959351 high



GSM16726712.354167 1 9.578546 14.01793 8.524826 7.137704 8.388779 7.26424 high
GSM16726724.449167 0 10.29178 13.2918 9.416806 5.991994 9.754153 3.975681 low
GSM1672673 3.2525 0 9.860805 13.68163 9.528015 6.745291 7.568154 7.251118 high
GSM1672674 4.35 1 11.13868 13.41133 7.909263 6.2241 7.248165 3.568344 low
GSM16726751.314167 1 10.05708 13.77252 8.94928 6.552031 7.232661 6.480491 high
GSM1672676 2.305 1 9.088955 13.85531 8.137396 6.175033 9.298072 5.106311 low
GSM1672677 2.4725 1 9.538086 13.34452 9.720131 6.625447 8.693271 5.993264 high
GSM16726781.001667 1 8.717114 13.32203 10.75298 7.450068 6.811702 11.37046 high
GSM1672679 12.515 0 8.864452 13.84807 9.654853 6.385511 7.779726 8.465368 high
GSM16726801.289167 1 10.94766 13.52066 8.589108 7.181636 7.279778 5.337223 low
GSM16726812.061667 1 10.1941 13.48438 9.659636 6.449348 8.544478 5.620443 low
GSM16726821.374167 1 9.642248 13.76207 9.686569 6.519499 7.908945 7.441245 high
GSM1672683 0.745 1 8.891161 13.82577 10.39996 7.066849 6.485544 12.40789 high
GSM16726842.198333 1 9.271052 13.32445 9.825975 6.795661 7.312157 7.33868 high
GSM16726851.516667 1 9.18912 13.27605 8.607499 7.116434 7.007812 6.222216 high
GSM16726866.628333 1 11.74459 13.28285 8.548951 7.266447 9.250623 3.637327 low
GSM16726872.558333 1 9.807571 13.54761 8.662127 7.151238 7.903954 6.083613 high
GSM16726886.741667 1 8.958698 12.89867 8.779396 6.888509 6.778051 5.453402 low
GSM1672689 0.975 1 11.79693 13.64532 9.647061 6.381261 6.913895 5.442751 low
GSM16726902.766667 1 10.10287 13.02798 9.301353 6.20955 12.24089 2.98392 low
GSM16726913.541667 1 11.40467 13.33223 8.950578 6.982011 7.229992 4.756594 low
GSM1672692 10.2 1 10.29609 13.75634 10.46526 6.672373 8.00449 8.079933 high
GSM16726932.516667 1 9.76147 13.5272 8.561513 7.015145 5.870777 6.886362 high
GSM16726946.541667 1 10.67859 13.82443 8.717053 7.121185 7.334819 6.435862 high
GSM1672695 6.1 1 10.39067 13.53898 8.311866 7.013257 8.404631 4.842088 low
GSM16726965.433333 1 10.5339 13.77525 8.890673 6.407761 7.957056 5.469215 low
GSM1672697 12.15 0 9.949282 13.32293 8.728002 6.926077 6.921972 5.665003 low
GSM16726986.141667 1 11.89042 13.48559 9.661296 6.528298 7.408848 4.939441 low
GSM1672699 0.275 1 10.46043 14.03403 8.760954 6.529216 6.569107 6.998827 high
GSM1672700 1.625 1 12.08345 13.58088 9.299111 7.151721 8.507485 4.81197 low
GSM1672701 0.7 1 10.54453 14.33546 9.40095 6.027434 7.349091 7.643474 high
GSM16727022.241667 1 10.35991 13.8578 9.986419 6.839278 8.171202 7.766528 high
GSM167270310.81667 0 9.571753 13.44065 10.20467 7.514217 10.09059 7.279739 high
GSM16727041.633333 1 11.61083 13.90659 9.221077 6.851635 7.328747 6.13489 high
GSM16727058.783333 1 11.25051 13.67184 8.982245 6.444634 7.291364 5.112252 low
GSM1672706 13.125 1 11.82468 14.06699 9.310539 6.573801 7.133851 6.27332 high
GSM167270710.04167 1 10.08265 13.72403 9.395726 6.633888 6.78326 7.295665 high
GSM16727083.983333 1 9.425103 13.61159 10.24872 6.590959 6.714039 9.010343 high
GSM167270910.83333 1 9.533273 13.79561 9.867554 6.768855 7.243555 8.856696 high
GSM16727104.358333 0 10.31858 14.0195 9.038871 6.509675 8.65854 6.248654 high
GSM16727115.783333 0 11.38607 13.965 8.434845 6.269313 7.874182 4.722121 low
GSM1672712 2.1625 1 10.30359 13.47355 8.569164 6.997279 8.051301 5.147186 low
GSM1672713 10.15 0 8.875884 13.57784 9.434168 7.797763 7.527141 9.672961 high
GSM16727142.716667 1 10.23867 14.20297 10.17545 6.983793 6.596026 11.33212 high
GSM1672715 3.35 1 11.5447 13.88874 9.015206 6.403298 6.897253 5.592159 low
GSM16727161.208333 1 11.08977 14.12294 10.2424 7.880195 8.000648 10.39178 high
GSM16727170.766667 1 8.332475 13.96682 8.677193 6.86839 7.017833 9.320397 high
GSM16727181.583333 1 9.380777 13.45495 9.479924 6.266213 6.662419 6.806822 high
GSM1672719 10.1 0 10.52668 13.70252 8.831578 6.524764 8.482421 5.120375 low
GSM1672720 0.75 1 9.862549 13.58151 8.991739 6.13729 8.792045 4.958017 low
GSM16727218.133333 0 10.17404 14.01596 9.387608 6.792386 8.699736 7.202106 high
GSM167272214.65833 0 9.932507 13.55284 10.32233 6.626217 8.347644 7.246972 high
GSM1672723 3.775 1 10.27785 14.18509 9.284231 6.277908 6.698982 8.04574 high



gene logFC AveExpr t P.Value adj.P.Val B
GPM6A 2.778249624 0.647571565 37.90264944 5.14E-158 1.01E-153 350.523958
SERTM1 2.358019267 0.406679703 37.15232536 1.74E-154 1.71E-150 342.4378591
SH3GL3 1.26346089 0.250475837 36.17924803 7.29E-150 4.78E-146 331.8479095
SLC6A4 3.868215395 0.714455861 36.02657162 3.92E-149 1.92E-145 330.1758682
SGCG 1.731139528 0.464160961 34.82466249 2.39E-143 9.41E-140 316.9155697
C10orf67 1.185393219 0.258976412 34.55784188 4.72E-142 1.54E-138 313.9486644
RS1 1.122518642 0.249868526 34.46973963 1.26E-141 3.55E-138 312.9671936
ANGPT4 1.142097943 0.237410404 34.38276341 3.35E-141 8.22E-138 311.9973848
ITLN2 3.821337902 0.904781456 33.05470008 1.08E-134 2.35E-131 297.0821825
WNT3A 2.170047747 0.550873829 32.82250538 1.51E-133 2.96E-130 294.4542855
GYPE 1.269367035 0.396059965 32.48104905 7.38E-132 1.32E-128 290.5792089
CD300LG 1.895147017 0.351103705 32.11254826 4.99E-130 8.17E-127 286.3832902
RTKN2 3.467985356 1.61367099 31.53501581 3.79E-127 5.72E-124 279.7788606
SPAAR 1.389070749 0.741946757 30.38366528 2.31E-121 3.02E-118 266.5137089
SCUBE1 1.751724264 0.528060763 30.02325826 1.53E-119 1.88E-116 262.3356916
MYZAP 2.187791222 0.987360241 29.72577948 4.92E-118 5.69E-115 258.8784471
LGI3 3.631298255 1.018603097 29.66000255 1.06E-117 1.16E-114 258.1129599
CA4 3.313336157 1.041610122 29.56382437 3.27E-117 3.38E-114 256.9930079
FABP4 4.938887641 2.010070834 29.40349609 2.13E-116 2.09E-113 255.1243168
FAM107A 3.850324817 1.745860279 29.36076655 3.52E-116 3.29E-113 254.6259237
GRIA1 1.606153719 0.416324595 29.08606498 8.80E-115 7.52E-112 251.4182523
RXFP1 1.138069298 0.384584015 28.99211692 2.65E-114 2.17E-111 250.319829
NECAB1 1.740646454 0.650561461 28.59660196 2.77E-112 2.09E-109 245.6879786
CNTN6 1.679879974 0.47524594 28.45598184 1.45E-111 1.06E-108 244.0383242
FXYD1 1.333944386 0.541476891 28.19937246 2.99E-110 2.10E-107 241.0242467
TEK 2.731336454 1.840121231 27.87160322 1.44E-108 9.73E-106 237.1676155
NCKAP5 2.266772615 0.785614956 27.68093007 1.37E-107 8.68E-105 234.9207785
CHRM1 1.122962741 0.21436312 27.50267975 1.13E-106 6.94E-104 232.8182144
TAL1 1.387480677 0.659809693 27.30517184 1.17E-105 6.99E-103 230.4861986
CCDC85A 1.183151619 0.480055462 27.20926217 3.66E-105 2.12E-102 229.3529315
STX11 2.711212989 2.330854137 27.17861495 5.27E-105 2.96E-102 228.9906912
GPD1 3.076602923 1.227096937 27.10384075 1.28E-104 6.98E-102 228.1066573
STXBP6 2.147766194 0.81880504 27.03024107 3.06E-104 1.63E-101 227.2361997
ST8SIA6 1.653732584 0.56884088 26.80180325 4.62E-103 2.39E-100 224.5325867
KANK3 2.040225706 1.322255434 26.62318492 3.87E-102 1.95E-99 222.4166815
EDNRB 3.160259667 2.140779244 26.56436464 7.78E-102 3.82E-99 221.7195462
LIMS2 2.218423936 1.698588259 26.26795695 2.65E-100 1.27E-97 218.2040142
HSPA12B 2.115101298 1.660449672 25.74619985 1.33E-97 6.09E-95 212.0064637
ADRB2 2.455109244 1.48696329 25.74273119 1.39E-97 6.20E-95 211.9652264
ADAMTS8 2.703389294 1.139870429 25.69400855 2.48E-97 1.08E-94 211.3859414
PYCR1 -3.283780832 4.889937575 -25.61873502 6.10E-97 2.61E-94 210.4908161
GPIHBP1 3.157099298 1.452853366 25.51557248 2.09E-96 8.74E-94 209.2637315
ANKRD1 3.761272051 1.30544266 25.4930456 2.74E-96 1.12E-93 208.995735
UPK3B 4.371805848 1.857261596 25.47934053 3.22E-96 1.29E-93 208.8326813
PRX 2.694422553 1.76999014 25.29547479 2.90E-95 1.14E-92 206.64461
RSPO1 1.358194895 0.40359631 25.25773554 4.55E-95 1.75E-92 206.1953753
OTUD1 1.816942355 2.973790402 25.23349505 6.07E-95 2.29E-92 205.9068039
JAM2 1.966513551 1.639567177 25.22820665 6.47E-95 2.40E-92 205.843846
MYOC 1.401821514 0.271048018 25.22162358 7.00E-95 2.55E-92 205.765474
SEMA3G 2.292854247 1.578701378 25.1253386 2.21E-94 7.90E-92 204.6190596
HBA1 1.553886186 0.375441542 25.01544747 8.22E-94 2.88E-91 203.3103542
ARHGAP6 1.23854606 0.724634528 24.8175561 8.76E-93 3.02E-90 200.9529391
PTPN21 2.000397366 1.953631753 24.79152503 1.20E-92 4.05E-90 200.642778
LDB2 2.181375454 2.068855224 24.73565326 2.33E-92 7.64E-90 199.9770194
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ACADL 2.178089599 0.909454599 24.64805428 6.65E-92 2.14E-89 198.9330898
TMEM100 3.838353317 1.831766901 24.54846667 2.19E-91 6.94E-89 197.7461335
CLEC1A 1.413729513 1.037760385 24.52892415 2.77E-91 8.62E-89 197.5131938
ACVRL1 2.304306377 3.010416936 24.5135742 3.32E-91 1.02E-88 197.330224
NOVA2 1.129172166 0.649206948 24.48762677 4.53E-91 1.37E-88 197.0209258
ROBO4 2.369279485 2.107097328 24.4841316 4.73E-91 1.41E-88 196.979262
WWC2 2.002202132 2.198864706 24.38433776 1.56E-90 4.57E-88 195.7896132
CCM2L 1.686337621 1.166753626 24.26209705 6.73E-90 1.92E-87 194.3322162
BTNL9 2.515343221 1.147319896 24.17886032 1.82E-89 5.12E-87 193.3397566
ANGPTL7 1.058446518 0.230219638 24.1627194 2.21E-89 6.12E-87 193.1472964
S1PR1 2.634631932 3.194938906 24.15392478 2.46E-89 6.70E-87 193.0424308
CLEC3B 3.850323912 3.067279813 24.09047277 5.25E-89 1.39E-86 192.2858242
FHL1 3.451676005 2.690965106 24.07533709 6.29E-89 1.65E-86 192.1053414
ECSCR 1.92850358 2.014902517 24.05541164 7.99E-89 2.06E-86 191.867742
AGER 6.216060798 4.397378457 24.032187 1.05E-88 2.69E-86 191.5907992
CLIC5 3.670915492 2.177540909 23.94390197 3.03E-88 7.64E-86 190.5380211
RAMP2 2.719361691 3.716599827 23.85992405 8.29E-88 2.06E-85 189.5365837
NMUR1 1.102508144 0.514465201 23.83897538 1.06E-87 2.61E-85 189.2867689
TCF21 2.477477622 1.305948501 23.82269852 1.29E-87 3.14E-85 189.0926657
PRKG2 1.302019449 0.613618536 23.76404198 2.61E-87 6.18E-85 188.3931806
ODAM 1.290163936 0.363969545 23.63312987 1.25E-86 2.89E-84 186.8320589
ALKAL2 1.470133887 0.541947438 23.56392778 2.86E-86 6.54E-84 186.0068497
PECAM1 2.24606215 4.744001265 23.39604452 2.13E-85 4.82E-83 184.0050237
LYVE1 2.614262495 1.665014604 23.36924903 2.94E-85 6.57E-83 183.6855372
EPAS1 2.584988366 5.835388532 23.32677767 4.89E-85 1.08E-82 183.1791593
CD101 1.708316015 1.149842184 23.2951516 7.14E-85 1.56E-82 182.8021
FOXF1 2.182746652 1.84524006 23.25929362 1.10E-84 2.37E-82 182.3745996
RGCC 2.834389397 5.543240482 23.21444318 1.87E-84 4.00E-82 181.8399128
GPR146 1.010522176 0.622247747 23.15338632 3.89E-84 8.22E-82 181.1120629
SIRPB1 1.78480254 0.975690206 23.14807101 4.15E-84 8.67E-82 181.0487024
FRMD3 1.329757535 0.733034753 23.04661202 1.40E-83 2.89E-81 179.8393551
RAMP3 2.893488664 3.425102015 23.0079791 2.22E-83 4.53E-81 179.3789119
EMP2 2.762032308 4.944441504 22.9795933 3.11E-83 6.30E-81 179.040615
FCN3 4.041817547 2.360519379 22.97298019 3.37E-83 6.68E-81 178.9618033
FHL5 1.936739353 1.121997427 22.96782468 3.58E-83 7.04E-81 178.9003631
ABCA8 1.927415826 0.910063954 22.94420893 4.75E-83 9.15E-81 178.6189314
MCEMP1 4.12744108 2.338709552 22.86186992 1.27E-82 2.43E-80 177.6377741
ARHGEF26 2.326275391 2.038262505 22.82035665 2.09E-82 3.95E-80 177.1431531
GSTM5 1.21036648 0.682347837 22.78921072 3.03E-82 5.67E-80 176.7720816
USHBP1 1.109373638 0.691665142 22.77208762 3.72E-82 6.90E-80 176.5680871
SPOCK2 3.24116707 3.622837393 22.76245621 4.18E-82 7.67E-80 176.4533472
SCN4B 1.959427509 1.138970132 22.75495349 4.57E-82 8.31E-80 176.363968
GRK5 2.148635477 2.115757696 22.70483442 8.31E-82 1.50E-79 175.7669397
MGAT3 2.589605246 1.35153487 22.68736826 1.02E-81 1.83E-79 175.558894
SLC19A3 1.84798736 0.847170935 22.66965626 1.27E-81 2.24E-79 175.3479279
VEGFD 3.330330068 1.568848271 22.66290268 1.37E-81 2.41E-79 175.2674888
FGFBP2 1.848374198 0.645934394 22.59107148 3.24E-81 5.58E-79 174.4120115
RGS9 1.045885491 0.574070524 22.59038538 3.27E-81 5.58E-79 174.403841
FGD5 1.839823456 1.953271941 22.48174366 1.20E-80 2.03E-78 173.1102449
CAV1 3.884710949 4.883969083 22.47594831 1.28E-80 2.15E-78 173.0412496
TNNC1 3.642776143 2.644135741 22.47543336 1.29E-80 2.15E-78 173.035119
STARD13 1.469334986 1.502211342 22.46245005 1.51E-80 2.49E-78 172.8805529
FMO2 3.137443483 2.608085891 22.45645986 1.62E-80 2.65E-78 172.8092415
GDF10 2.583716903 1.191186855 22.3535407 5.53E-80 8.91E-78 171.5841996
ARHGEF15 1.861194991 1.655338997 22.32878106 7.44E-80 1.19E-77 171.2895391
CALCRL 2.503008974 2.677390296 22.32022655 8.24E-80 1.30E-77 171.1877381



PLAC9 2.25830011 2.155378944 22.31166035 9.12E-80 1.42E-77 171.0858006
NXPH3 1.13558764 0.630537674 22.21034726 3.06E-79 4.73E-77 169.8803758
C14orf132 2.180884126 1.634973485 22.20255551 3.36E-79 5.15E-77 169.787685
EMCN 2.288697787 1.825078702 22.19760777 3.56E-79 5.42E-77 169.7288277
CDH5 2.355735272 3.194904055 22.1463629 6.57E-79 9.92E-77 169.1192849
PDLIM2 1.442511367 1.607063662 22.07104067 1.61E-78 2.42E-76 168.2235361
LRRN3 1.634841753 0.6989486 22.05831616 1.88E-78 2.79E-76 168.0722361
SH2D3C 1.922876977 2.372233712 22.02463785 2.81E-78 4.15E-76 167.6718186
EFCC1 1.898454852 1.382034651 21.94481579 7.27E-78 1.07E-75 166.722969
PTPRB 2.180041445 1.963064984 21.93583415 8.10E-78 1.18E-75 166.6162211
CAVIN2 3.432926396 3.694935249 21.84265242 2.46E-77 3.55E-75 165.5089611
ADGRE3 1.135885948 0.470984673 21.83979037 2.54E-77 3.65E-75 165.4749582
MYCT1 1.82911315 1.9522529 21.8176501 3.31E-77 4.72E-75 165.211932
LIN7A 1.548050783 0.741764272 21.79891132 4.14E-77 5.86E-75 164.9893338
SOX7 2.045984835 1.365895669 21.74438038 7.94E-77 1.11E-74 164.341657
TENT5B 2.410831848 1.816873691 21.66604074 2.02E-76 2.81E-74 163.4114584
CDO1 1.739917374 0.95017665 21.65170591 2.39E-76 3.31E-74 163.2412818
PRKCE 1.330948603 1.575514728 21.60695699 4.08E-76 5.61E-74 162.7101126
CYYR1 1.906327499 2.338014548 21.53644072 9.45E-76 1.29E-73 161.8733033
SEMA6A 1.566677281 0.9285801 21.52302776 1.11E-75 1.50E-73 161.714164
CD36 2.76741359 1.789115957 21.47985485 1.85E-75 2.49E-73 161.2020034
TGFBR3 2.096706333 1.545503836 21.38141815 5.98E-75 8.00E-73 160.0346491
ALDH18A1 -1.56475399 4.749827392 -21.37157885 6.73E-75 8.93E-73 159.9179969
GIMAP8 2.160551749 2.373685981 21.35712591 7.99E-75 1.05E-72 159.7466571
CTXND1 1.137541271 0.32241917 21.30238146 1.53E-74 2.01E-72 159.0977761
THSD1 1.497718018 1.288391063 21.25717133 2.62E-74 3.41E-72 158.5620444
RASIP1 1.880497124 1.909883933 21.24035805 3.20E-74 4.14E-72 158.3628429
VIPR1 2.486166947 1.725313325 21.21714042 4.22E-74 5.42E-72 158.0877934
SOSTDC1 2.810817902 0.992108267 21.21662105 4.25E-74 5.42E-72 158.081641
SOX17 1.663734883 1.074550622 21.18796559 5.97E-74 7.57E-72 157.7422206
FAM189A2 2.658959604 1.991847586 21.17092734 7.31E-74 9.21E-72 157.5404301
STARD8 1.623052893 1.688633232 21.15349309 9.00E-74 1.13E-71 157.3339693
FEZ1 1.409150319 1.222359554 21.12171836 1.31E-73 1.63E-71 156.9577368
HIGD1B 2.375949095 2.057973946 21.04040919 3.45E-73 4.23E-71 155.9952971
ERG 1.642458515 1.738598308 20.97560362 7.45E-73 9.03E-71 155.2285358
AGRP 1.694327992 0.771124829 20.97270977 7.71E-73 9.29E-71 155.1943036
NPR1 2.34540126 1.878630564 20.88569714 2.16E-72 2.56E-70 154.1652864
PHACTR1 1.698810016 1.306745267 20.84405013 3.55E-72 4.17E-70 153.6729637
INMT 3.649635753 2.950345013 20.82931055 4.23E-72 4.91E-70 153.4987536
FPR2 1.792765769 0.883904727 20.8172009 4.88E-72 5.64E-70 153.3556395
ADRB1 2.395255994 1.197613025 20.79236985 6.55E-72 7.52E-70 153.0622165
NLRC4 1.392332211 1.219951263 20.72880082 1.39E-71 1.58E-69 152.3112528
IGSF10 1.651753882 0.732087297 20.72005776 1.54E-71 1.74E-69 152.2079927
COL6A6 1.850668418 0.913772356 20.69786219 2.01E-71 2.25E-69 151.9458787
SMAD6 1.662173805 1.417345543 20.65242168 3.44E-71 3.84E-69 151.409381
FAM110D 1.353220304 0.98202959 20.61674391 5.25E-71 5.79E-69 150.9882656
LRRC36 2.140826829 0.912944988 20.6093064 5.73E-71 6.29E-69 150.9004916
HBA2 4.119652558 2.894734473 20.51862229 1.68E-70 1.80E-68 149.8306511
PKNOX2 1.262912909 0.70073378 20.29654371 2.32E-69 2.45E-67 147.2137036
HTR3C 1.001336 0.184958293 20.22228142 5.58E-69 5.86E-67 146.3396044
DNASE1L3 2.026707083 0.88758609 20.21475011 6.10E-69 6.37E-67 146.2509865
PPP1R14B -2.036646497 5.557289591 -20.11583524 1.96E-68 2.04E-66 145.087601
ARC 1.523525852 0.59186087 20.08520712 2.81E-68 2.91E-66 144.7275621
SLC39A8 2.612334346 4.260009452 20.08029748 2.98E-68 3.07E-66 144.669857
TMEM177 -1.185835843 2.319181457 -20.06811145 3.44E-68 3.52E-66 144.5266398
ANOS1 2.685973324 2.465483659 20.00511285 7.24E-68 7.29E-66 143.7864818



GOLM1 -2.428754504 5.727232768 -19.98487339 9.19E-68 9.16E-66 143.5487777
SLIT2 2.035324614 1.829328272 19.91924417 1.99E-67 1.97E-65 142.7782796
RBP2 1.683205665 0.5629709 19.90175807 2.45E-67 2.40E-65 142.5730654
DACH1 1.523468714 0.834785634 19.85261665 4.36E-67 4.24E-65 141.996522
ADAMTSL3 1.343544828 0.817850351 19.74881988 1.48E-66 1.43E-64 140.7795963
ANGPTL1 1.528154238 0.825204443 19.7411163 1.62E-66 1.55E-64 140.6893256
CLEC14A 2.139864226 3.576678034 19.69197854 2.89E-66 2.74E-64 140.1136826
DPEP2 1.638834356 1.418890293 19.63823328 5.43E-66 5.13E-64 139.4843737
CLDN18 5.61496127 2.997589546 19.6342535 5.69E-66 5.33E-64 139.4377871
SEMA5A 2.096199542 1.547479025 19.63421386 5.70E-66 5.33E-64 139.437323
MMRN2 1.811023469 2.477861216 19.58552794 1.01E-65 9.40E-64 138.867561
GRASP 1.905492022 2.111128942 19.56354045 1.31E-65 1.21E-63 138.6103354
KCNT2 1.004184307 0.392431132 19.53060956 1.92E-65 1.77E-63 138.2251914
CAT 1.893481379 4.939457027 19.45146073 4.87E-65 4.41E-63 137.3000289
GLDN 1.551210278 0.953930566 19.44712324 5.12E-65 4.62E-63 137.24935
LMO2 1.599536481 2.311896443 19.39279643 9.69E-65 8.69E-63 136.6147937
ACKR4 1.292570984 0.640209008 19.3881863 1.02E-64 9.13E-63 136.5609623
GPA33 1.948491176 0.755986856 19.26445918 4.36E-64 3.87E-62 135.1172148
PTCRA 1.041497951 0.569062134 19.24921303 5.21E-64 4.61E-62 134.9394436
HHIP 2.455850786 1.073383764 19.19110808 1.03E-63 9.05E-62 134.2622085
RASGRP4 1.05656848 0.863747847 19.17855872 1.19E-63 1.04E-61 134.1159983
MME 2.292179282 1.376489626 19.13015427 2.10E-63 1.83E-61 133.5522393
ADGRE1 1.500978413 0.758202038 19.10120187 2.94E-63 2.53E-61 133.2151826
ARHGAP31 1.94076621 2.404849115 19.07157299 4.16E-63 3.56E-61 132.8703657
PLA2G4F 2.455578521 1.673641279 19.05099205 5.28E-63 4.51E-61 132.6309166
EFNA4 -1.894199656 3.786891761 -19.04868576 5.43E-63 4.62E-61 132.6040876
SRPK1 -1.415479406 3.678654 -19.00351977 9.20E-63 7.79E-61 132.0788181
VEPH1 2.426837805 1.624122294 19.00158043 9.41E-63 7.93E-61 132.0562702
TGM1 1.230254907 0.718309683 18.99265844 1.04E-62 8.77E-61 131.9525447
PAICS -1.655271121 3.965222434 -18.90149494 3.02E-62 2.51E-60 130.8933226
SBSPON 1.61353991 0.896382182 18.77079394 1.39E-61 1.13E-59 129.3767545
CLDN5 2.571441412 2.955065089 18.75659651 1.64E-61 1.33E-59 129.2121645
GIMAP1 1.423081801 1.456641465 18.7338368 2.13E-61 1.73E-59 128.9483735
SLC14A1 1.141331841 0.471329081 18.73000986 2.23E-61 1.80E-59 128.9040257
ATIC -1.230856646 4.593150728 -18.72380128 2.40E-61 1.93E-59 128.8320833
AOC3 2.668243462 3.600893246 18.68142147 3.92E-61 3.14E-59 128.341155
RAI2 1.905023466 2.288325148 18.66029222 5.01E-61 3.99E-59 128.0964928
C1QTNF7 1.412230219 0.778563732 18.617997 8.19E-61 6.49E-59 127.6069433
RHOJ 1.497864623 2.013265456 18.61062455 8.93E-61 7.04E-59 127.5216378
RCC1 -1.565705646 3.946704655 -18.58204476 1.24E-60 9.78E-59 127.1910228
UBE2T -2.551983139 3.692285321 -18.54775983 1.85E-60 1.44E-58 126.7945739
SULT1C4 1.345370162 0.862753072 18.53995742 2.03E-60 1.57E-58 126.704377
PEAR1 1.34317875 1.249698761 18.52210828 2.49E-60 1.92E-58 126.4980736
DKK2 1.396318428 1.021059164 18.50851176 2.92E-60 2.24E-58 126.3409556
LRRC32 1.996264889 3.141279926 18.50270859 3.12E-60 2.39E-58 126.2739044
ABI3BP 2.182547782 1.828511195 18.49111576 3.57E-60 2.72E-58 126.1399735
NME1 -1.949818827 3.922778987 -18.49000925 3.62E-60 2.75E-58 126.1271912
CGNL1 2.039546025 2.446520409 18.44480802 6.11E-60 4.62E-58 125.6051937
CXCR2 1.253827198 0.676933913 18.44220991 6.30E-60 4.74E-58 125.5751998
CORO2B 1.289521796 0.900075056 18.44151193 6.35E-60 4.76E-58 125.5671421
OR7E47P 1.652176055 1.496483138 18.43176061 7.11E-60 5.31E-58 125.454578
PIP5K1B 1.863824265 1.428879685 18.42110822 8.05E-60 5.99E-58 125.3316294
CFP 1.202024442 0.904677367 18.41972474 8.18E-60 6.06E-58 125.3156628
TNXB 2.111125026 1.310745786 18.37649122 1.35E-59 9.93E-58 124.8168613
ADPRH 1.312044345 2.206057915 18.36700024 1.51E-59 1.10E-57 124.7074001
TMEM88 1.668171466 1.794195643 18.32725985 2.39E-59 1.74E-57 124.2492241



F11 1.383127234 0.502024208 18.2842782 3.92E-59 2.83E-57 123.7539663
SFXN1 -1.208412119 2.735811263 -18.25468921 5.52E-59 3.97E-57 123.4132013
PI16 1.659836321 0.604176679 18.24137998 6.44E-59 4.62E-57 123.2599708
CASQ2 1.130527618 0.498834738 18.21050992 9.20E-59 6.57E-57 122.9046737
HBB 4.559863442 4.423530307 18.20812905 9.46E-59 6.73E-57 122.8772777
MAMDC2 2.447973615 1.783639094 18.19010595 1.16E-58 8.23E-57 122.6699222
SASH1 1.516435684 2.256703966 18.1783656 1.33E-58 9.39E-57 122.5348788
THBD 2.354528617 3.452272707 18.16240986 1.60E-58 1.13E-56 122.3513848
ADH1B 3.729448555 2.577024817 18.14532756 1.95E-58 1.37E-56 122.1549827
PALMD 1.470334992 1.346630019 18.13283474 2.26E-58 1.57E-56 122.0113788
CSRNP1 2.078583696 4.073050046 18.12531298 2.46E-58 1.70E-56 121.9249296
DES 3.046914526 2.22555282 18.12478205 2.48E-58 1.71E-56 121.9188278
CPED1 1.484706144 1.286480207 18.12105554 2.59E-58 1.78E-56 121.8760021
RSPO2 1.22107655 0.477601771 18.10003787 3.29E-58 2.26E-56 121.6345076
GIMAP6 1.918746732 2.795449309 18.0913375 3.64E-58 2.48E-56 121.5345617
KL 1.511027627 0.799713117 18.08479238 3.93E-58 2.67E-56 121.4593829
TIE1 1.684026242 2.339568077 18.0639572 4.99E-58 3.38E-56 121.2201139
FAM162B 1.79603594 1.672826932 18.06359072 5.02E-58 3.39E-56 121.215906
CCL23 1.921907748 1.316580188 18.05907985 5.28E-58 3.55E-56 121.1641137
TCEAL2 1.631713034 0.687017217 18.0438409 6.30E-58 4.22E-56 120.9891713
CNOT11 -1.130503611 4.755154151 -18.03460042 7.01E-58 4.68E-56 120.8831106
SELP 1.843247503 1.704795041 17.94552607 1.95E-57 1.30E-55 119.8614927
OCIAD2 -1.989893229 5.166357077 -17.93543739 2.19E-57 1.45E-55 119.7458707
GLIPR2 2.123072663 3.653123697 17.89383271 3.54E-57 2.33E-55 119.2692486
SPN 1.968243303 2.128463724 17.88737789 3.81E-57 2.51E-55 119.19533
KANK2 1.477169571 3.669800024 17.88602571 3.87E-57 2.54E-55 119.1798462
PEAK1 1.207154879 1.610201708 17.87987202 4.16E-57 2.71E-55 119.1093844
ODF3L1 1.023303887 0.608303302 17.86143304 5.14E-57 3.34E-55 118.898293
ABCG2 1.238589037 1.042621122 17.85628908 5.45E-57 3.54E-55 118.8394153
AFF3 1.358053925 0.71349624 17.8384131 6.70E-57 4.33E-55 118.6348442
RADIL 1.046442805 0.574469284 17.81754598 8.51E-57 5.48E-55 118.3961159
PLPP2 -2.13061408 3.403271569 -17.80691782 9.62E-57 6.17E-55 118.2745558
ST6GALNAC5 1.771379222 1.454129477 17.77858173 1.33E-56 8.49E-55 117.9505614
CD93 2.11940134 3.845143724 17.74914387 1.87E-56 1.18E-54 117.6141253
ANGPT1 1.762034358 1.391043489 17.74808421 1.89E-56 1.19E-54 117.6020177
TBX3 1.598885472 1.540149554 17.74434219 1.97E-56 1.24E-54 117.5592636
SPRYD7 1.028528714 2.467243613 17.74371279 1.99E-56 1.24E-54 117.5520727
DENND3 1.415834088 2.109581992 17.73975718 2.08E-56 1.30E-54 117.5068814
ETV4 -2.666047015 3.30271815 -17.73290855 2.25E-56 1.40E-54 117.4286454
FAM136A -1.138616322 3.939460909 -17.70989126 2.93E-56 1.81E-54 117.1657687
CTHRC1 -3.225755602 4.547802017 -17.62365809 7.87E-56 4.84E-54 116.1817955
HBEGF 2.37374159 3.205889556 17.61042327 9.15E-56 5.62E-54 116.0309024
SLIT3 2.046092694 1.656367148 17.59565297 1.08E-55 6.63E-54 115.8625422
CAVIN1 2.107728821 5.668370694 17.59484302 1.09E-55 6.67E-54 115.8533112
CAV2 2.516286009 3.635209125 17.58967633 1.16E-55 7.06E-54 115.7944289
SYNM 1.243881563 1.379119076 17.57685933 1.34E-55 8.15E-54 115.6483821
CPB2 3.22074962 1.476286894 17.57127721 1.43E-55 8.66E-54 115.5847849
HEG1 1.997772822 3.13756596 17.53132562 2.26E-55 1.36E-53 115.1297908
PDZD2 1.777695545 1.399472553 17.52083756 2.55E-55 1.53E-53 115.0103973
B3GNT3 -3.087249218 3.643926637 -17.50628944 3.01E-55 1.80E-53 114.8448203
PDIA4 -1.718717887 6.933460156 -17.47500459 4.31E-55 2.57E-53 114.4888967
GUCY1A2 1.170405249 0.833955749 17.41903865 8.16E-55 4.84E-53 113.8526591
HSPB6 2.422520834 2.26109319 17.40422436 9.66E-55 5.72E-53 113.6843495
SPTBN1 1.658617436 4.552085949 17.38969646 1.14E-54 6.71E-53 113.5193361
PNPLA6 1.324313371 3.49549958 17.35766543 1.64E-54 9.60E-53 113.1556643
KIAA1324L 1.709792862 1.768848007 17.34941392 1.80E-54 1.05E-52 113.0620123



SESN1 1.395953445 2.325435095 17.33459909 2.14E-54 1.24E-52 112.893903
BCHE 1.60401386 0.916572082 17.3244933 2.40E-54 1.39E-52 112.7792542
FXYD6 1.591082033 2.11223796 17.29250012 3.45E-54 1.99E-52 112.4164327
SCN7A 2.036708149 1.542612062 17.28644737 3.70E-54 2.13E-52 112.3478144
RETN 2.990416316 1.871634388 17.2774248 4.10E-54 2.35E-52 112.2455419
SNX22 1.13917776 1.117252906 17.23798083 6.42E-54 3.68E-52 111.7986329
RAPGEF4 1.0027703 0.852804419 17.17085339 1.38E-53 7.84E-52 111.0388022
TNS1 2.150775539 4.084453552 17.15733158 1.61E-53 9.11E-52 110.8858593
TSPAN18 1.645713468 1.973141295 17.14986644 1.75E-53 9.89E-52 110.8014387
JCAD 1.836548551 2.560323707 17.14934578 1.76E-53 9.92E-52 110.7955513
TOP2A -2.805612445 3.640280117 -17.13744001 2.01E-53 1.13E-51 110.6609387
P2RY1 1.056698248 0.996723345 17.12770911 2.25E-53 1.26E-51 110.5509385
LMCD1 1.37924201 2.186918272 17.08815739 3.52E-53 1.97E-51 110.1040429
DUOX1 2.718431446 2.313852746 17.08656639 3.58E-53 2.00E-51 110.086073
COX4I2 2.056741547 2.723427343 17.07548866 4.06E-53 2.26E-51 109.9609687
GPM6B 1.510657017 1.397044508 17.06281757 4.69E-53 2.60E-51 109.8179022
DNASE2B 1.238352492 0.559623952 17.05063762 5.39E-53 2.98E-51 109.6804134
ADARB1 1.302963779 1.77450085 17.02400827 7.28E-53 4.01E-51 109.3799285
COX7A1 1.61465377 2.586819795 16.97874505 1.22E-52 6.67E-51 108.8695302
WFS1 1.591771753 3.912573375 16.97194589 1.31E-52 7.19E-51 108.7928997
CD300C 1.660282933 1.73514325 16.95977972 1.51E-52 8.23E-51 108.6558049
LAMP3 3.17192509 4.550376803 16.94627432 1.76E-52 9.56E-51 108.5036568
LTBP4 2.095891344 3.723944654 16.87207816 4.06E-52 2.19E-50 107.6684972
FFAR4 1.294527106 0.792982435 16.86816329 4.25E-52 2.28E-50 107.6244648
CCT3 -1.333805367 6.194610273 -16.85722206 4.81E-52 2.57E-50 107.5014216
F8 1.213714452 1.54388633 16.83191873 6.40E-52 3.41E-50 107.2169668
CAMP 1.547188522 0.740731386 16.81261584 7.95E-52 4.23E-50 107.000064
PAFAH1B3 -1.970221817 4.390111561 -16.80587913 8.58E-52 4.56E-50 106.9243845
DAPK2 1.405479873 1.357109004 16.78257325 1.12E-51 5.91E-50 106.6626477
CASKIN2 1.349900094 2.936966853 16.74567451 1.69E-51 8.91E-50 106.2485072
LGR4 -2.002717391 3.189827376 -16.73508808 1.91E-51 9.99E-50 106.1297453
FGFR4 2.283133381 1.914617153 16.72749316 2.08E-51 1.08E-49 106.0445589
GFOD1 1.006426557 0.922260288 16.71710406 2.33E-51 1.22E-49 105.9280535
IL3RA 1.485630329 2.928720092 16.68309706 3.42E-51 1.77E-49 105.5468656
TACC1 1.753889671 3.212568782 16.66109318 4.38E-51 2.26E-49 105.3003636
NOTCH4 1.360167775 1.852682162 16.62003935 6.96E-51 3.57E-49 104.8407511
PRAM1 1.480234935 1.362321605 16.61445515 7.41E-51 3.79E-49 104.7782643
NDST1 1.40834628 3.613774713 16.59374714 9.35E-51 4.77E-49 104.5466065
SFTPC 7.721358434 5.952172636 16.58605448 1.02E-50 5.19E-49 104.4605753
FOLR3 1.396999087 0.479735983 16.52093099 2.12E-50 1.07E-48 103.732822
TRPV2 1.722825822 3.104892803 16.49472519 2.84E-50 1.43E-48 103.4402564
SFXN4 -1.272307196 3.734730811 -16.4924958 2.91E-50 1.46E-48 103.4153747
SLC5A9 1.274809375 0.590841451 16.48792354 3.07E-50 1.54E-48 103.3643485
TBX4 1.837753973 1.773066422 16.47744501 3.45E-50 1.72E-48 103.2474274
ITGA8 1.747408428 1.694099734 16.47728701 3.45E-50 1.72E-48 103.2456647
FLAD1 -1.265773579 3.701169011 -16.44915516 4.73E-50 2.35E-48 102.9318964
MANF -1.356988105 5.203198428 -16.44297951 5.07E-50 2.52E-48 102.8630419
GYPC 1.594854675 2.809876211 16.44041726 5.22E-50 2.58E-48 102.8344771
CDC20 -2.734346343 3.49765086 -16.43767012 5.38E-50 2.66E-48 102.8038529
GPX3 2.497723706 5.844887537 16.43542885 5.52E-50 2.72E-48 102.7788693
FGF2 1.115947575 0.744496349 16.43231105 5.72E-50 2.81E-48 102.744117
TMEM204 1.599694698 3.269418771 16.41171938 7.20E-50 3.52E-48 102.5146527
CXCR1 1.124581521 0.504310051 16.39803691 8.39E-50 4.09E-48 102.3622381
MS4A7 2.100838375 3.092661375 16.39450775 8.73E-50 4.24E-48 102.3229328
FGR 1.913977543 2.864268183 16.36815789 1.17E-49 5.68E-48 102.0295622
TMEM184A -1.904262886 2.41246472 -16.34481619 1.52E-49 7.36E-48 101.7698252



FLI1 1.343132281 1.930623043 16.29160997 2.76E-49 1.32E-47 101.1782689
TRAP1 -1.070703029 3.549902627 -16.27769215 3.22E-49 1.54E-47 101.0236436
GGCT -1.563604763 4.841963286 -16.23081106 5.43E-49 2.58E-47 100.5031556
AMOTL1 1.573704342 2.347452658 16.2149221 6.48E-49 3.07E-47 100.3268764
EIF2AK1 -1.026979509 5.397519038 -16.19044258 8.51E-49 4.02E-47 100.055414
PPP1R15A 1.647220498 4.857138428 16.18171889 9.38E-49 4.42E-47 99.95871041
ESAM 1.979760365 4.026063323 16.16450096 1.14E-48 5.34E-47 99.76790322
EML1 1.176439773 1.298714377 16.13660603 1.55E-48 7.27E-47 99.45893453
BCL6B 1.356094237 2.049177001 16.11822652 1.90E-48 8.88E-47 99.25546861
AFAP1L1 1.319043534 1.933036945 16.05951357 3.65E-48 1.70E-46 98.60608193
CCNB1 -2.255850506 3.566228797 -16.03361847 4.87E-48 2.26E-46 98.31995559
ITIH5 1.566500654 1.158729215 16.0302293 5.06E-48 2.34E-46 98.28252008
DOCK4 1.274169262 1.875056957 16.02338712 5.45E-48 2.50E-46 98.20695294
ADCY4 1.030268066 1.115490792 16.00712973 6.53E-48 2.99E-46 98.02745035
VSIR 1.474073182 3.487524695 16.00339818 6.81E-48 3.10E-46 97.98625892
LHFPL6 1.584147309 3.741487546 15.99677999 7.33E-48 3.33E-46 97.91321181
ZWINT -2.041359149 3.406035479 -15.98474326 8.37E-48 3.79E-46 97.78038785
CBLC -2.29277326 3.251644434 -15.97456164 9.37E-48 4.22E-46 97.66806441
WASF3 1.440087292 1.480764618 15.96859816 1.00E-47 4.50E-46 97.6022881
RCAN1 1.481436273 2.689423827 15.95331959 1.19E-47 5.31E-46 97.43381044
KAT2A -1.549180987 4.031726343 -15.95007596 1.23E-47 5.49E-46 97.39805065
CASS4 1.335278592 1.400465296 15.94939985 1.24E-47 5.52E-46 97.3905971
MSRB3 1.667029266 2.334935076 15.93940924 1.38E-47 6.15E-46 97.28047376
PDE5A 1.297275174 1.645368138 15.93474589 1.46E-47 6.46E-46 97.2290801
RECK 1.122804277 1.531904987 15.92829067 1.56E-47 6.92E-46 97.15794823
RILPL2 1.087497658 2.431185433 15.91798818 1.75E-47 7.74E-46 97.04444499
PTH1R 1.151580719 0.956978608 15.91752437 1.76E-47 7.76E-46 97.03933581
SPP1 -4.295400461 6.472260592 -15.90940339 1.93E-47 8.48E-46 96.94988739
SERINC1 1.094233846 6.000432611 15.89198919 2.34E-47 1.03E-45 96.75813798
GNL3 -1.101819834 4.587184342 -15.87112075 2.95E-47 1.29E-45 96.52846005
SEMA6D 1.219392733 0.746344894 15.85965748 3.34E-47 1.46E-45 96.40234502
LILRA5 1.610118595 1.629965622 15.85416275 3.55E-47 1.55E-45 96.34190628
MSR1 2.287443077 3.033771744 15.8520142 3.64E-47 1.58E-45 96.31827578
NIM1K 1.006832289 0.522189381 15.84385977 3.98E-47 1.73E-45 96.22860171
OLR1 2.639353836 3.433958585 15.83940522 4.18E-47 1.81E-45 96.17962258
KDELR3 -1.951738142 4.416793805 -15.82747084 4.77E-47 2.06E-45 96.04842709
FAM83A -3.469759275 3.37473065 -15.81588334 5.42E-47 2.33E-45 95.9210815
TRAF4 -1.301452879 4.503495347 -15.81494141 5.48E-47 2.34E-45 95.91073139
ROR1 1.330584556 1.292404864 15.78636984 7.51E-47 3.20E-45 95.59689504
KLF6 1.671909274 4.886624659 15.78514568 7.61E-47 3.24E-45 95.58345362
HMGB3 -2.887154911 5.380731087 -15.780954 7.97E-47 3.38E-45 95.53743126
CBX7 1.392889579 2.221466295 15.77670863 8.35E-47 3.54E-45 95.49082433
MSTO1 -1.044032356 2.133173779 -15.75339184 1.08E-46 4.54E-45 95.2349335
MDK -2.741909291 6.497307706 -15.74988701 1.12E-46 4.71E-45 95.19648241
VWF 2.329393995 4.278190327 15.74388987 1.20E-46 5.03E-45 95.13069637
OSCAR 2.027561007 2.679988329 15.73861247 1.27E-46 5.30E-45 95.07281364
SPAG4 -1.894459799 2.617081607 -15.72649972 1.45E-46 6.05E-45 94.93998953
QKI 1.200541369 2.824774649 15.71308517 1.68E-46 7.00E-45 94.79293729
MRPL3 -1.053246911 5.002027961 -15.71233749 1.70E-46 7.04E-45 94.78474262
RXRG 1.278393826 0.574491572 15.71047825 1.73E-46 7.17E-45 94.76436566
ADTRP 1.442204149 1.069457452 15.70353206 1.87E-46 7.72E-45 94.68824495
SLC50A1 -1.648180651 5.280930181 -15.69649018 2.02E-46 8.33E-45 94.61108919
MMRN1 1.685593442 1.382356989 15.69511268 2.05E-46 8.44E-45 94.59599798
PCOLCE2 2.028741366 1.452013395 15.68167983 2.38E-46 9.76E-45 94.44886146
NPM3 -1.560513858 4.404692308 -15.66831622 2.76E-46 1.13E-44 94.30253294
MARCO 3.630981515 4.341736525 15.66669486 2.81E-46 1.15E-44 94.2847827



CCL14 1.01073776 0.557956704 15.66383902 2.90E-46 1.18E-44 94.25351968
S100A3 1.664094423 1.478793663 15.6560334 3.16E-46 1.28E-44 94.1680825
CRYAB 1.787582372 2.10810248 15.64809977 3.44E-46 1.39E-44 94.08126146
CRTAC1 3.148589836 2.688029967 15.64479803 3.57E-46 1.44E-44 94.04513435
TGFBR2 1.706209798 5.308585055 15.63347483 4.04E-46 1.63E-44 93.92126075
ST6GALNAC6 1.216980174 3.62382749 15.63313049 4.06E-46 1.63E-44 93.91749427
C2orf40 1.954385659 1.030012802 15.63186862 4.12E-46 1.65E-44 93.90369205
DLC1 2.2447873 2.929226039 15.62028083 4.68E-46 1.87E-44 93.77696607
NARF -1.11314857 3.23559849 -15.62024586 4.68E-46 1.87E-44 93.77658363
RMI2 -1.584846586 2.462427613 -15.61071612 5.19E-46 2.07E-44 93.67239315
WIF1 4.012511172 2.430572082 15.60750296 5.38E-46 2.14E-44 93.63726877
RNF144B 1.60931535 2.936900692 15.60534706 5.51E-46 2.19E-44 93.61370337
NLN -1.010648747 2.085087124 -15.60083669 5.79E-46 2.29E-44 93.56440627
SPTBN2 -1.705841699 2.518073391 -15.58796297 6.67E-46 2.63E-44 93.42373138
LDLR 1.854102096 3.79381509 15.57608338 7.60E-46 2.98E-44 93.29396108
ZBED2 1.81043272 1.516730611 15.57551424 7.64E-46 3.00E-44 93.28774495
MARCKSL1 -1.923069871 6.576507922 -15.56930701 8.18E-46 3.20E-44 93.21995521
PREX2 1.062152814 0.788264724 15.55087648 1.00E-45 3.91E-44 93.01873781
ADM2 -1.757496056 1.989217892 -15.53823038 1.15E-45 4.49E-44 92.88072815
AQP4 3.751311263 3.32574673 15.53234469 1.23E-45 4.77E-44 92.81651183
DENND2A 1.314629567 1.479872317 15.53214997 1.23E-45 4.78E-44 92.81438745
SLC1A1 2.184043979 2.410385065 15.5059179 1.64E-45 6.33E-44 92.52830131
POLR2H -1.117123746 4.006638387 -15.49436477 1.86E-45 7.17E-44 92.40236557
LGALSL 1.605393938 2.62374623 15.49190406 1.91E-45 7.35E-44 92.37554729
ANKRD29 2.051548177 1.771074121 15.4812406 2.15E-45 8.24E-44 92.25935078
IQANK1 -1.836468879 3.381906823 -15.47790412 2.23E-45 8.53E-44 92.22300088
BMPR2 1.139131591 3.359580468 15.45924093 2.73E-45 1.04E-43 92.01972999
SVEP1 1.593629376 1.358603811 15.44622538 3.15E-45 1.20E-43 91.87802984
PPAT -1.237364095 2.096846457 -15.44349684 3.25E-45 1.24E-43 91.84833049
CDCA8 -2.014922209 2.716002154 -15.43727702 3.48E-45 1.32E-43 91.78063746
NHSL1 1.457152852 1.945986342 15.4334938 3.62E-45 1.37E-43 91.73946858
KIF1C 1.206703445 4.183570742 15.43023078 3.75E-45 1.42E-43 91.7039638
ADAMTS1 2.017604526 2.675584014 15.41405508 4.48E-45 1.69E-43 91.52800206
B4GALT2 -1.169871915 3.99919832 -15.40706595 4.84E-45 1.82E-43 91.45199658
IL1RL1 1.957473233 0.914361454 15.40639014 4.87E-45 1.83E-43 91.44464803
UBE2C -3.075236614 4.034769084 -15.40052133 5.19E-45 1.95E-43 91.38083802
SLC35F2 -1.58251516 3.378551755 -15.39702104 5.40E-45 2.02E-43 91.34278505
JPT2 -1.130042456 5.035590446 -15.39648111 5.43E-45 2.03E-43 91.33691557
SLC25A10 -1.57877635 2.697929321 -15.35663706 8.39E-45 3.12E-43 90.9040137
MYO19 -1.133460359 2.125951599 -15.3559029 8.46E-45 3.14E-43 90.89604144
WISP2 1.664575117 1.645963591 15.35259812 8.77E-45 3.24E-43 90.86015693
BZW2 -1.266481257 4.586127416 -15.33434377 1.07E-44 3.95E-43 90.66200172
NUSAP1 -1.926384473 3.10780278 -15.31910466 1.26E-44 4.65E-43 90.49665256
LEPR 1.525530662 1.429030122 15.31874537 1.27E-44 4.66E-43 90.49275498
KRT4 2.561245234 1.251902558 15.30086475 1.54E-44 5.64E-43 90.2988338
MFAP4 2.960712434 5.120389421 15.29208281 1.70E-44 6.19E-43 90.2036254
TNFRSF21 -1.846619043 5.481722012 -15.28291311 1.87E-44 6.83E-43 90.10423747
TFB2M -1.097269825 3.675691042 -15.2573176 2.48E-44 8.97E-43 89.82694639
FERMT2 1.212190185 2.742539149 15.25399183 2.57E-44 9.29E-43 89.79093072
PLPP3 1.261052571 3.793610415 15.24917599 2.71E-44 9.77E-43 89.73878447
PHACTR2 1.282345608 2.147338848 15.24878381 2.72E-44 9.79E-43 89.73453817
AGTR2 2.447079917 1.14877273 15.23788264 3.06E-44 1.10E-42 89.6165264
CNRIP1 1.097564752 1.656033704 15.23327358 3.22E-44 1.16E-42 89.56664117
METTL7A 1.963379385 4.222195824 15.23144275 3.28E-44 1.18E-42 89.54682733
IQGAP3 -1.861622291 2.100781365 -15.20783321 4.24E-44 1.52E-42 89.29140688
KCNK3 2.056714161 1.467516211 15.20573707 4.34E-44 1.55E-42 89.26873773



SLC25A39 -1.232010221 5.545074202 -15.20541883 4.35E-44 1.55E-42 89.26529625
PCDH12 1.280186599 1.967796588 15.2023054 4.50E-44 1.60E-42 89.23162816
KIF20A -1.788270751 2.199906503 -15.18187525 5.62E-44 2.00E-42 89.010773
FUT2 -1.977582445 2.529005785 -15.18089631 5.68E-44 2.02E-42 89.00019352
DKC1 -1.084121647 4.133852325 -15.15430317 7.59E-44 2.68E-42 88.71291115
EPCAM -1.580118468 7.291320955 -15.1367934 9.17E-44 3.23E-42 88.52387209
TEDC2 -1.358738034 1.461265403 -15.13197764 9.67E-44 3.40E-42 88.47189647
SNRPE -1.136990587 5.00366581 -15.1287735 1.00E-43 3.51E-42 88.43731861
GAB1 1.053917048 1.786150292 15.12073712 1.09E-43 3.82E-42 88.35060696
C8B 1.799660431 0.738919709 15.11969878 1.10E-43 3.86E-42 88.3394049
TK1 -2.281665258 4.528039841 -15.11076188 1.22E-43 4.25E-42 88.2430026
CDH13 1.14050776 1.032758133 15.09818544 1.39E-43 4.86E-42 88.10738197
PEBP4 3.800566444 3.159245566 15.08082413 1.68E-43 5.85E-42 87.92024202
CD34 1.41560492 2.680643749 15.06835659 1.93E-43 6.69E-42 87.78590976
SYNPO 1.649158409 3.687668526 15.06531359 1.99E-43 6.89E-42 87.75312998
P4HB -1.156163793 7.815653048 -15.06529071 1.99E-43 6.89E-42 87.75288346
MYADM 1.792856336 5.288122082 15.04869864 2.38E-43 8.23E-42 87.57420083
TPX2 -2.545373583 3.374743192 -15.0416462 2.57E-43 8.86E-42 87.49827764
ITM2A 1.890243606 3.268178285 15.02893339 2.95E-43 1.02E-41 87.36145638
KLF4 2.247334213 3.208955639 15.02332795 3.14E-43 1.08E-41 87.30114384
GNAQ 1.098800373 3.897598098 15.01877517 3.29E-43 1.13E-41 87.25216476
GPER1 1.339816282 1.02526874 15.00554998 3.80E-43 1.30E-41 87.10992358
FRY 1.111921036 1.481229838 14.96940169 5.61E-43 1.92E-41 86.72141441
CCBE1 1.69040212 0.981208242 14.9336646 8.26E-43 2.81E-41 86.33772555
PLK1 -1.860138561 2.288314146 -14.92898346 8.68E-43 2.95E-41 86.2874964
GKN2 3.426195868 1.815995891 14.92285612 9.28E-43 3.14E-41 86.22175984
CD52 2.398466081 5.315052281 14.92046851 9.52E-43 3.22E-41 86.19614776
CFD 2.548557581 4.129219539 14.91927774 9.64E-43 3.25E-41 86.183375
BMPER 1.124225824 0.556051718 14.91649923 9.94E-43 3.35E-41 86.15357301
C5AR1 1.834476697 3.259067728 14.91541319 1.01E-42 3.38E-41 86.14192491
C1orf162 1.668825871 3.054993745 14.91349639 1.03E-42 3.44E-41 86.12136762
SGCA 1.517019353 1.424598634 14.91139721 1.05E-42 3.51E-41 86.09885573
TBX2 1.613748505 2.373322444 14.90220023 1.16E-42 3.87E-41 86.00024214
RASGEF1B 1.089812953 1.719565488 14.89548891 1.25E-42 4.16E-41 85.92829763
RASGRF1 1.904589438 1.257772174 14.88822361 1.35E-42 4.49E-41 85.85043053
IL33 2.311515951 2.942731221 14.88516364 1.39E-42 4.63E-41 85.81763982
STAC 1.637392058 1.383816762 14.87562715 1.54E-42 5.12E-41 85.71546542
SERINC2 -1.882017096 5.441450294 -14.86879229 1.66E-42 5.50E-41 85.64225408
ADGRL2 1.709161357 2.530936176 14.85950334 1.84E-42 6.07E-41 85.54277972
EZH2 -1.556894733 2.206138401 -14.85018038 2.03E-42 6.70E-41 85.44296873
TMOD1 1.083732321 0.990461239 14.84179016 2.22E-42 7.31E-41 85.35316721
SEC14L6 1.817354577 1.45046555 14.81945104 2.82E-42 9.26E-41 85.11417827
SSTR1 1.5775211 0.892743968 14.81486852 2.97E-42 9.72E-41 85.06517318
HSD17B6 2.803543239 2.963017451 14.81066397 3.10E-42 1.01E-40 85.02021597
ACE 1.524404096 2.527251248 14.80399187 3.34E-42 1.09E-40 84.94888604
SYNPO2 1.22155128 1.166664801 14.79929289 3.51E-42 1.14E-40 84.89865882
HACD4 1.135178211 1.72642272 14.79625532 3.62E-42 1.17E-40 84.86619416
ARHGEF16 -1.36350973 2.808788171 -14.78312144 4.17E-42 1.35E-40 84.72585713
SPAG5 -1.837859615 2.357438706 -14.76580294 5.03E-42 1.61E-40 84.54089169
CBX3 -1.061745978 5.389165779 -14.74850269 6.05E-42 1.94E-40 84.35621779
SAPCD2 -1.824737788 2.014826901 -14.74777486 6.10E-42 1.95E-40 84.34845063
CCNB2 -1.930713836 2.576795185 -14.74393876 6.36E-42 2.03E-40 84.30751559
BIRC5 -2.370923691 2.919745798 -14.74271287 6.44E-42 2.05E-40 84.29443519
RRM2 -2.220054338 2.996420045 -14.74189239 6.50E-42 2.07E-40 84.28568079
PSMG3 -1.4121402 4.231989499 -14.73407673 7.06E-42 2.25E-40 84.20229985
EPN3 -1.6937576 2.057361467 -14.73137121 7.27E-42 2.31E-40 84.17344081



E2F3 -1.115605512 2.624715728 -14.730686 7.33E-42 2.32E-40 84.16613224
PLEK2 -1.950631404 3.17845226 -14.72714393 7.61E-42 2.41E-40 84.12835428
PPP1R14A 1.720989243 2.577469637 14.71803906 8.39E-42 2.65E-40 84.03126489
SOX4 -1.625617958 5.118795328 -14.70892006 9.25E-42 2.92E-40 83.93405189
MFNG 1.341767698 2.746115171 14.70563811 9.58E-42 3.01E-40 83.89907132
HIST1H2BD -2.10797325 4.101209585 -14.67662619 1.31E-41 4.09E-40 83.59000135
PID1 1.882555266 2.403545651 14.67080696 1.39E-41 4.35E-40 83.52804096
RSPO4 1.432984005 0.872630475 14.66885781 1.42E-41 4.42E-40 83.50728986
SFRP5 1.555631644 0.695961682 14.66881911 1.42E-41 4.42E-40 83.50687788
GIMAP7 1.753167783 3.488998925 14.66066722 1.55E-41 4.81E-40 83.42010442
ITPRIP 1.347586485 2.589801032 14.66023828 1.56E-41 4.82E-40 83.41553918
JDP2 1.106862881 2.570070405 14.65988148 1.56E-41 4.83E-40 83.4117417
SPARCL1 1.990679302 5.516190266 14.65900318 1.58E-41 4.87E-40 83.40239407
TOM1L2 1.170285463 2.849656702 14.65396367 1.67E-41 5.13E-40 83.34876422
HSPB8 2.000757654 3.304184779 14.64659043 1.80E-41 5.53E-40 83.27031425
GAPDH -1.641912542 9.201819891 -14.63365348 2.07E-41 6.34E-40 83.13271034
COL10A1 -2.896412109 3.150328306 -14.63106591 2.13E-41 6.50E-40 83.10519431
TMEM47 1.566450856 2.505814909 14.58117984 3.63E-41 1.10E-39 82.57514095
IQCN 1.224158111 0.8169441 14.57566795 3.85E-41 1.16E-39 82.51662608
VSIG4 2.536894482 4.342840272 14.5709345 4.05E-41 1.22E-39 82.4663834
S1PR4 1.464574458 2.22942944 14.56223898 4.44E-41 1.34E-39 82.37410501
JPT1 -1.561177978 5.254781871 -14.5565818 4.72E-41 1.42E-39 82.31408361
CAB39L 1.059153342 1.838961607 14.53951645 5.66E-41 1.69E-39 82.13308864
P3H4 -1.634969387 3.265277929 -14.53757448 5.77E-41 1.73E-39 82.11249835
ASF1B -1.751235414 2.857528202 -14.51867756 7.06E-41 2.10E-39 81.91220364
NECTIN4 -1.979654395 3.940879802 -14.49528117 9.06E-41 2.69E-39 81.6643835
MYL9 1.7688912 5.78551909 14.48732647 9.86E-41 2.92E-39 81.5801673
ANXA3 2.002924042 3.447738993 14.47406533 1.14E-40 3.35E-39 81.43981938
TMEM273 1.300169673 1.934693276 14.4682545 1.21E-40 3.56E-39 81.3783398
SAMD10 -1.265488318 2.457222499 -14.46360709 1.27E-40 3.74E-39 81.32917756
SLC2A1 -2.685092176 4.343977819 -14.45387285 1.41E-40 4.14E-39 81.22622852
C11orf80 -1.134452855 2.684894187 -14.4450492 1.55E-40 4.54E-39 81.13293751
PDK4 2.459319156 3.225384995 14.444012 1.56E-40 4.58E-39 81.1219731
RECQL4 -1.804895144 2.367386171 -14.44282245 1.58E-40 4.63E-39 81.10939864
MCM4 -1.738525844 3.454486731 -14.43467197 1.73E-40 5.04E-39 81.02325451
ACOXL 1.243028228 0.920238858 14.42005803 2.02E-40 5.88E-39 80.86885331
CEP55 -1.993486845 2.538335103 -14.41839334 2.05E-40 5.97E-39 80.8512699
PAK1 -1.076897613 3.75003386 -14.41415713 2.15E-40 6.24E-39 80.80652892
ENG 1.532755074 5.262354759 14.41358405 2.16E-40 6.27E-39 80.80047682
ADAMTSL4 1.719111642 2.275056995 14.40407341 2.39E-40 6.92E-39 80.70005379
GPT2 -2.179002818 2.982437719 -14.38429613 2.95E-40 8.48E-39 80.49132393
SLC39A11 -1.183890469 3.600481338 -14.37839579 3.14E-40 9.00E-39 80.42907749
HSPE1 -1.257125192 5.300321674 -14.3777595 3.16E-40 9.05E-39 80.42236558
GALNT7 -1.391846518 3.399988509 -14.36521997 3.61E-40 1.03E-38 80.29012056
HSPD1 -1.253350025 6.116359854 -14.35427386 4.05E-40 1.16E-38 80.1747242
MYBL2 -2.791798881 3.456381947 -14.34458516 4.49E-40 1.28E-38 80.07261812
GAS6 1.798282386 4.1086514 14.34422891 4.51E-40 1.28E-38 80.06886433
DBNDD1 -1.474947203 2.721881028 -14.34336281 4.55E-40 1.29E-38 80.05973851
ZNF106 1.133040717 2.767354492 14.33248542 5.10E-40 1.44E-38 79.94514831
PGM5 1.3766833 1.223958931 14.32626382 5.45E-40 1.54E-38 79.87962389
ERO1A -1.70753232 4.578420034 -14.31914683 5.88E-40 1.65E-38 79.80468583
FIBIN 1.946651025 2.294205622 14.31206943 6.34E-40 1.78E-38 79.73018207
VARS -1.148873477 4.362856744 -14.30507034 6.82E-40 1.91E-38 79.65651964
PHKA1 -1.121706257 2.159086915 -14.29345764 7.71E-40 2.16E-38 79.53433846
HYAL2 1.046306619 4.131222479 14.27835399 9.05E-40 2.53E-38 79.37549779
CHRDL1 2.409702694 2.322293919 14.27409965 9.47E-40 2.63E-38 79.33077042



KIF2C -2.01108069 2.38541272 -14.26052248 1.09E-39 3.03E-38 79.18807124
RBMS2 1.100522336 3.183752768 14.25976605 1.10E-39 3.05E-38 79.18012288
KLF9 1.500946883 3.531903743 14.23587864 1.42E-39 3.91E-38 78.92922302
MRC1 2.666053775 3.886488671 14.22412844 1.60E-39 4.42E-38 78.80587886
SHC3 1.141185402 0.963009504 14.21675482 1.73E-39 4.77E-38 78.72850127
DOK2 1.776133877 3.04539862 14.19567816 2.17E-39 5.95E-38 78.50743142
ILF2 -1.089481453 6.540694874 -14.18799922 2.35E-39 6.44E-38 78.42692701
GATA6 1.716497751 2.118866759 14.18157925 2.51E-39 6.87E-38 78.35963747
CXorf36 1.136614477 1.588663601 14.17980917 2.56E-39 6.99E-38 78.34108723
DCAF13 -1.056241238 2.679214049 -14.17079322 2.82E-39 7.66E-38 78.24661865
IRAK1 -1.207710468 5.335694018 -14.1670834 2.93E-39 7.96E-38 78.20775563
NDRG4 1.229424528 0.990665583 14.14949937 3.52E-39 9.56E-38 78.023617
HMGA1 -2.026148042 6.318118345 -14.13363973 4.16E-39 1.12E-37 77.85763004
FBLN5 1.861979088 3.308984089 14.12689978 4.47E-39 1.20E-37 77.7871168
WNT7A 1.453065306 0.663885411 14.12568475 4.53E-39 1.22E-37 77.77440699
PCLAF -1.632850164 2.142251083 -14.09319773 6.37E-39 1.71E-37 77.43476955
KDELR2 -1.023948371 6.471121114 -14.07578988 7.65E-39 2.05E-37 77.25293354
GATA2 1.440811879 1.961117155 14.07200865 7.96E-39 2.13E-37 77.21345053
OLFML1 1.314432314 1.937753443 14.06774025 8.32E-39 2.22E-37 77.16888672
PCDH17 1.29025814 1.820786939 14.06577053 8.50E-39 2.26E-37 77.14832429
ANLN -2.145919432 2.543506217 -14.06156882 8.88E-39 2.36E-37 77.10446608
JAML 1.476033905 1.953681834 14.0486127 1.02E-38 2.70E-37 76.96926799
CTNNAL1 1.268581887 3.673171313 14.04242561 1.09E-38 2.87E-37 76.90472648
FKBP11 -1.471470944 3.240343992 -14.03178357 1.21E-38 3.21E-37 76.79374491
RBMS3 1.206961577 1.400687214 14.03118284 1.22E-38 3.23E-37 76.78748137
GPC3 2.607174134 3.20060258 14.02849394 1.26E-38 3.31E-37 76.75944697
SORBS1 1.235351359 1.725507923 14.01957063 1.38E-38 3.63E-37 76.6664314
PLA2G1B 2.932088632 2.120062865 14.01288414 1.48E-38 3.89E-37 76.59675113
UQCC2 -1.22085423 3.135028136 -14.01197938 1.49E-38 3.92E-37 76.58732387
KIF11 -1.648839059 2.326048014 -14.0111878 1.51E-38 3.95E-37 76.57907603
CSF3 2.172106149 0.937463759 14.00880666 1.54E-38 4.04E-37 76.55426746
PLEKHN1 -1.398382554 1.625247276 -14.00074261 1.68E-38 4.39E-37 76.47026498
PSAT1 -2.335690669 3.121460378 -13.99601296 1.77E-38 4.61E-37 76.42100755
NEK2 -1.880641563 2.124154084 -13.98303369 2.02E-38 5.27E-37 76.28587559
SLC52A2 -1.355204895 4.662105756 -13.97767595 2.14E-38 5.56E-37 76.23011196
DUS1L -1.141619962 4.117767227 -13.97566977 2.19E-38 5.67E-37 76.20923422
OGN 1.885360225 1.291683049 13.94711834 2.95E-38 7.63E-37 75.91226709
FABP5 1.894562261 2.886041794 13.9406532 3.15E-38 8.16E-37 75.84506372
MRM1 -1.005194643 2.427160336 -13.93529405 3.33E-38 8.62E-37 75.78936828
CFL2 1.178299559 2.329966784 13.91446616 4.14E-38 1.07E-36 75.57301286
CRABP2 -4.176198048 5.664933194 -13.91191048 4.26E-38 1.10E-36 75.54647602
AHNAK 2.077118468 4.972260574 13.91138662 4.28E-38 1.10E-36 75.54103689
EFNA3 -1.429257176 1.725867415 -13.91052842 4.32E-38 1.11E-36 75.5321265
TMEM150B 1.372000658 1.53441934 13.90808831 4.43E-38 1.13E-36 75.50679304
DUOXA1 2.047152674 2.070649623 13.89802638 4.92E-38 1.25E-36 75.40235268
FERMT1 -1.803100273 2.282513179 -13.89418434 5.12E-38 1.30E-36 75.36248312
UHRF1 -1.506256919 1.707131517 -13.88425585 5.68E-38 1.44E-36 75.25947843
SRPX 1.749924583 2.263775437 13.88161763 5.84E-38 1.48E-36 75.23211393
LDHA -1.316126874 6.845356035 -13.86749601 6.76E-38 1.71E-36 75.08568332
CACNA2D2 3.020610775 2.839214813 13.86234107 7.14E-38 1.80E-36 75.03224885
ARHGAP44 1.376464671 1.808911845 13.85773241 7.49E-38 1.89E-36 74.98448524
SHMT2 -1.33900769 4.334893235 -13.85471281 7.73E-38 1.95E-36 74.95319475
NEBL 1.527497333 2.440518692 13.83622992 9.37E-38 2.36E-36 74.76174025
CHPF2 -1.00778075 4.584396038 -13.83353669 9.64E-38 2.42E-36 74.73385312
TMPRSS4 -2.669659908 2.859660994 -13.82965109 1.00E-37 2.52E-36 74.69362419
FZD4 1.386834607 2.371445419 13.82146487 1.09E-37 2.73E-36 74.60888806



TINCR 1.314912192 0.732421969 13.80194273 1.34E-37 3.34E-36 74.40691376
RBP4 2.359920403 1.948014518 13.79256137 1.48E-37 3.68E-36 74.30990558
KPNA2 -1.761206956 4.749148221 -13.79141084 1.49E-37 3.71E-36 74.29801082
PRC1 -1.628043564 2.448562213 -13.78951754 1.52E-37 3.78E-36 74.27843797
SHROOM4 1.389953483 1.752102441 13.78734738 1.56E-37 3.87E-36 74.25600455
ITPRID2 1.106691229 3.73444121 13.78057708 1.67E-37 4.14E-36 74.18602979
KIF26B -1.51683174 1.789736182 -13.77938114 1.69E-37 4.18E-36 74.17367088
MS4A15 3.320694898 2.127069237 13.77599891 1.75E-37 4.32E-36 74.13872161
RUSC1 -1.022575009 3.354536377 -13.75937638 2.08E-37 5.12E-36 73.96702016
CBX4 -1.038765367 3.894262487 -13.75691209 2.14E-37 5.24E-36 73.94157426
MT1M 2.193846868 1.840125523 13.75416701 2.20E-37 5.38E-36 73.91323163
DPYSL2 1.619770821 4.497087627 13.74283937 2.47E-37 6.05E-36 73.79630512
CDC6 -1.709984082 1.996010334 -13.72840587 2.87E-37 7.01E-36 73.6473892
KIF4A -1.809503509 1.987226507 -13.72615954 2.94E-37 7.16E-36 73.6242201
CALCOCO1 1.07646623 3.304931169 13.72607627 2.94E-37 7.16E-36 73.62336127
KLF13 1.243048819 3.508334466 13.71119879 3.44E-37 8.32E-36 73.46996
AURKB -1.965054492 2.350576872 -13.70090434 3.82E-37 9.25E-36 73.36386338
PDCD2L -1.140014565 2.633428909 -13.69428369 4.09E-37 9.88E-36 73.29565085
KIAA0040 1.079443731 3.519490428 13.67872754 4.81E-37 1.16E-35 73.13544126
PPIF -1.091712856 4.456513009 -13.67546107 4.98E-37 1.20E-35 73.10181229
DONSON -1.066241143 2.273682847 -13.6752539 4.99E-37 1.20E-35 73.09967953
TLCD1 -1.513241145 3.839643056 -13.67145412 5.19E-37 1.24E-35 73.06056539
GINS1 -1.559756638 1.928174622 -13.66597233 5.49E-37 1.32E-35 73.00414668
TIMP3 1.548156816 1.748433404 13.66465367 5.56E-37 1.33E-35 72.99057674
ALG3 -1.058723928 3.959848052 -13.63358802 7.67E-37 1.83E-35 72.67108045
CYBRD1 1.962917627 4.61430125 13.62040037 8.79E-37 2.09E-35 72.53556295
MVB12B 1.210598385 2.09512306 13.59613328 1.13E-36 2.67E-35 72.28636643
SECISBP2L 1.360735812 3.246812666 13.59163992 1.18E-36 2.80E-35 72.24024943
UBASH3B 1.137714935 1.364198793 13.59140983 1.19E-36 2.80E-35 72.23788814
ZFYVE9 1.048929719 2.17852087 13.58032039 1.33E-36 3.13E-35 72.12410722
ACSS3 1.007686875 0.842289992 13.58016627 1.33E-36 3.13E-35 72.12252622
TPPP3 2.672196151 3.644341396 13.57989123 1.34E-36 3.14E-35 72.11970489
AGTR1 1.075154112 0.670660915 13.57760006 1.37E-36 3.21E-35 72.09620309
RTN1 1.062070295 1.106803449 13.57688852 1.38E-36 3.23E-35 72.08890486
KHDC4 -1.267175415 3.256035901 -13.57551216 1.40E-36 3.27E-35 72.07478818
CLEC12A 1.363131902 1.249630176 13.5745556 1.41E-36 3.30E-35 72.06497755
CCDC167 -1.352477978 4.546210695 -13.57226019 1.45E-36 3.37E-35 72.04143698
PHLDA2 -2.174197991 4.450133337 -13.5592875 1.65E-36 3.84E-35 71.90843399
IGSF9 -1.730101257 2.025805574 -13.55788405 1.68E-36 3.89E-35 71.89404897
DLGAP5 -1.794446342 2.018078721 -13.55761679 1.68E-36 3.90E-35 71.8913097
ICAM2 1.128202053 2.21854454 13.55038382 1.81E-36 4.19E-35 71.81718642
LMOD1 1.598280694 2.37494363 13.54764238 1.86E-36 4.30E-35 71.78909744
FGFR2 1.701149838 2.022558955 13.54570578 1.90E-36 4.38E-35 71.76925673
CCDC69 1.512458588 3.338945301 13.54382662 1.94E-36 4.46E-35 71.75000583
CCNA2 -1.838006379 2.582152582 -13.53737273 2.07E-36 4.75E-35 71.68389993
A2M 2.045268772 7.292606046 13.5328593 2.17E-36 4.97E-35 71.63767946
PTGER4 1.42454661 2.189794187 13.52697218 2.31E-36 5.27E-35 71.5774033
ENO1 -1.23051055 8.709841981 -13.51389548 2.64E-36 6.01E-35 71.44356383
FOXM1 -1.993044338 2.503246977 -13.49321389 3.26E-36 7.41E-35 71.23202453
LPL 2.700382218 3.203424145 13.49098463 3.34E-36 7.58E-35 71.20923278
BUB1B -1.564056144 1.783550194 -13.47622774 3.89E-36 8.80E-35 71.05840857
CYP4B1 3.73946263 3.876006151 13.47550623 3.92E-36 8.85E-35 71.0510365
ZEB2 1.105475657 1.651266729 13.46964267 4.16E-36 9.39E-35 70.9911327
TLR8 1.36605529 1.427672939 13.46755283 4.25E-36 9.58E-35 70.96978553
PKP3 -1.421197548 4.269715899 -13.46049421 4.57E-36 1.03E-34 70.89769632
ACP5 1.735092978 5.300810071 13.44736196 5.23E-36 1.17E-34 70.76362955



SLC11A1 1.536655238 2.220955455 13.42807502 6.37E-36 1.43E-34 70.56685263
HYAL1 2.168754204 2.482033895 13.42295404 6.72E-36 1.50E-34 70.51462993
PRKCQ 1.14195271 1.333027392 13.40105842 8.41E-36 1.88E-34 70.29145975
SCARA5 1.736979409 1.012408179 13.39804339 8.67E-36 1.93E-34 70.26074395
STX1A -1.647151785 2.117127263 -13.39528823 8.92E-36 1.99E-34 70.23267876
MND1 -1.205322021 1.429450812 -13.38722493 9.69E-36 2.16E-34 70.15056014
CD300LF 1.612530313 2.317478861 13.37563215 1.09E-35 2.42E-34 70.03254146
RASL12 1.332113876 2.437169868 13.369339 1.16E-35 2.58E-34 69.96849726
SLC46A2 1.952937336 1.40580267 13.36769285 1.18E-35 2.62E-34 69.95174731
ARHGEF6 1.2606138 2.322553449 13.36450325 1.22E-35 2.70E-34 69.9192954
PLSCR4 1.290760553 2.707600656 13.3601956 1.28E-35 2.82E-34 69.87547458
MELK -1.849842594 2.128215752 -13.3499621 1.42E-35 3.12E-34 69.771401
MS4A2 1.246870912 1.013423103 13.34123051 1.55E-35 3.40E-34 69.6826347
TLR4 1.44127509 2.186188625 13.33237029 1.70E-35 3.72E-34 69.59259178
LHFPL3 1.119304078 0.547421345 13.32272116 1.87E-35 4.09E-34 69.49456724

02-Mar 1.3972209 2.897811318 13.32074805 1.91E-35 4.17E-34 69.47452713
CCRL2 1.268858554 1.812154741 13.31068886 2.12E-35 4.60E-34 69.37238435
ECT2 -1.588293933 3.02988804 -13.30720101 2.20E-35 4.76E-34 69.33697757
CDT1 -1.634766129 2.219203698 -13.30543416 2.24E-35 4.84E-34 69.31904326
PROM2 -1.983477664 3.461403642 -13.300763 2.35E-35 5.08E-34 69.27163514
HJURP -1.763741643 1.918010589 -13.29630659 2.46E-35 5.31E-34 69.22641461
LMNB1 -1.55514753 3.450758534 -13.29326546 2.53E-35 5.47E-34 69.19556
LIMCH1 1.646699518 3.829083464 13.29001318 2.62E-35 5.65E-34 69.16256716
TIMELESS -1.326344405 2.931722256 -13.28264435 2.82E-35 6.07E-34 69.08782969
HDGF -1.038805326 6.61653596 -13.27521684 3.04E-35 6.54E-34 69.01251908
CENPF -1.738607626 2.038939436 -13.25872888 3.60E-35 7.73E-34 68.84542026
CCNF -1.130693126 1.853549067 -13.25790943 3.63E-35 7.78E-34 68.83711831
FEN1 -1.357283751 3.606058942 -13.25537872 3.73E-35 7.98E-34 68.81148106
P3H2 2.216128017 2.383876576 13.24765214 4.03E-35 8.61E-34 68.73322352
RHBDL2 -1.442338849 1.945767801 -13.24138221 4.30E-35 9.17E-34 68.66973718
CHAF1B -1.064287026 1.684728009 -13.23638768 4.52E-35 9.64E-34 68.61917622
ZEB1 1.083826376 1.892094799 13.22915773 4.87E-35 1.03E-33 68.54600352
CDCA5 -1.777106114 2.34128255 -13.22836889 4.91E-35 1.04E-33 68.53802105
NEXN 1.21944225 1.891943566 13.20828062 6.02E-35 1.27E-33 68.33482981
BOP1 -1.448250541 3.856746031 -13.2065797 6.13E-35 1.29E-33 68.31763261
PTTG1 -1.767604292 3.258192361 -13.20023441 6.53E-35 1.38E-33 68.25348892
ALOX5 1.821209458 3.793817786 13.19986752 6.56E-35 1.38E-33 68.2497806
PRDX4 -1.368071092 5.777726995 -13.19813616 6.68E-35 1.41E-33 68.23228158
BYSL -1.127493841 3.490243002 -13.1941879 6.95E-35 1.46E-33 68.19238081
MKI67 -1.827632535 2.347469374 -13.19389791 6.97E-35 1.46E-33 68.18945045
COL1A1 -2.814205891 7.348223859 -13.19278292 7.05E-35 1.48E-33 68.17818371
GPR4 1.046613401 1.717104799 13.18817014 7.39E-35 1.55E-33 68.131578
CENPU -1.515957987 2.340569495 -13.18269645 7.81E-35 1.64E-33 68.07628529
KIF22 -1.055528079 3.510651776 -13.17893177 8.11E-35 1.69E-33 68.03826325
NME4 -1.303099158 4.451007694 -13.17169513 8.73E-35 1.82E-33 67.96519189
VAMP2 1.049488598 4.288635137 13.15471469 1.04E-34 2.16E-33 67.79381728
IL7R 1.980480046 3.219076041 13.14574021 1.14E-34 2.36E-33 67.70329021
NTN4 1.711709137 3.688539794 13.12105759 1.46E-34 3.01E-33 67.45448296
LRRK2 2.504548577 2.607652591 13.11520698 1.55E-34 3.19E-33 67.39554399
TMEM139 1.811299702 1.56036316 13.11484129 1.56E-34 3.20E-33 67.3918605
KIFC1 -1.805922615 2.652037625 -13.10645724 1.69E-34 3.47E-33 67.3074255
METTL1 -1.153662456 3.176911129 -13.09616844 1.88E-34 3.84E-33 67.20384753
C1orf198 1.124396407 4.567383553 13.08516854 2.10E-34 4.28E-33 67.09315917
ACKR1 2.24004857 2.564964115 13.06336468 2.62E-34 5.32E-33 66.87390196
PCYOX1 1.026717777 4.554996053 13.05347336 2.89E-34 5.86E-33 66.77450089
ID4 1.99860811 2.868806296 13.04481528 3.16E-34 6.38E-33 66.68752635



DTYMK -1.16120953 3.623025788 -13.03510087 3.49E-34 7.02E-33 66.58997757
HS6ST2 -2.235884343 2.67691342 -13.02647019 3.80E-34 7.65E-33 66.50334425
AURKA -1.755190213 2.728231659 -13.01727389 4.17E-34 8.38E-33 66.41106738
STIL -1.037481938 1.306853939 -12.99855527 5.04E-34 1.01E-32 66.22335141
HMMR -1.537192189 1.898939511 -12.99757419 5.09E-34 1.02E-32 66.21351682
PCDHGC3 1.25744965 1.899418081 12.99739698 5.10E-34 1.02E-32 66.21174048
PROS1 1.568082264 3.411409864 12.99564671 5.19E-34 1.04E-32 66.19419657
ALOX5AP 2.041124469 4.47199094 12.99549429 5.20E-34 1.04E-32 66.19266886
TONSL -1.217860808 1.868974794 -12.99149916 5.41E-34 1.08E-32 66.15262859
NUF2 -1.659237482 1.838643292 -12.98128046 6.00E-34 1.19E-32 66.05024436
KCNJ5 1.314359887 1.159121927 12.97942911 6.11E-34 1.21E-32 66.03169974
TXNDC17 -1.429674873 4.099064978 -12.96970046 6.74E-34 1.33E-32 65.93427374
FAM49A 1.197625259 2.092232767 12.96227345 7.27E-34 1.43E-32 65.85992381
HMBS -1.005994225 2.848620335 -12.95914906 7.50E-34 1.48E-32 65.82865331
GARS -1.01999241 4.909610076 -12.95538019 7.79E-34 1.53E-32 65.79093792
ORC6 -1.123435639 1.280577914 -12.9441565 8.72E-34 1.71E-32 65.678657
KLF2 1.727366289 3.613671619 12.93374549 9.68E-34 1.90E-32 65.57455344
GIMAP4 1.47036403 3.878076295 12.9208265 1.10E-33 2.16E-32 65.44543523
HLA-E 1.32176116 8.242592023 12.91914199 1.12E-33 2.19E-32 65.42860469
PC -1.308458502 2.686913222 -12.91829763 1.13E-33 2.21E-32 65.4201689
UBL3 1.061716084 4.156606681 12.91512308 1.17E-33 2.28E-32 65.38845513
AP1S1 -1.108762749 5.121636468 -12.90832696 1.25E-33 2.43E-32 65.32057641
EPB41L2 1.22988644 2.409765057 12.90473922 1.30E-33 2.52E-32 65.28475044
GIPC2 1.080096489 0.794986136 12.90050676 1.35E-33 2.62E-32 65.24249347
NCAPH -1.60250704 2.012443601 -12.89599736 1.42E-33 2.74E-32 65.19747987
AARD 1.299658817 0.77615742 12.88593525 1.57E-33 3.02E-32 65.09706927
PTPRM 1.320714264 2.651238811 12.88217224 1.63E-33 3.14E-32 65.05952899
NCF2 1.660812494 3.902936593 12.87822956 1.69E-33 3.26E-32 65.02020271
E2F8 -1.177170846 1.320440886 -12.87433176 1.76E-33 3.38E-32 64.98133057
GINS2 -1.469317934 1.878885971 -12.87355863 1.77E-33 3.40E-32 64.97362105
MYOZ1 1.302787736 1.123364993 12.8697637 1.84E-33 3.53E-32 64.93578227
INAVA -1.583315826 2.826698061 -12.8586925 2.06E-33 3.94E-32 64.82542777
LAD1 -1.777814278 5.165926018 -12.85374883 2.16E-33 4.13E-32 64.77616748
FANCI -1.230432935 2.074756163 -12.84926785 2.26E-33 4.32E-32 64.73152664
GFPT1 -1.057279059 4.309663873 -12.8474175 2.30E-33 4.40E-32 64.7130955
SCIMP 1.18630622 1.569440289 12.84298265 2.41E-33 4.59E-32 64.6689261
CA3 1.383325171 1.121944589 12.82988053 2.75E-33 5.21E-32 64.53848334
GPI -1.093442915 5.203407151 -12.82781697 2.80E-33 5.32E-32 64.51794552
VMP1 -1.240377013 5.101301117 -12.82771938 2.81E-33 5.32E-32 64.51697433
TIMP1 -1.602943692 7.957053244 -12.82757752 2.81E-33 5.32E-32 64.51556243
C1QTNF6 -1.389952093 2.139467756 -12.81572751 3.17E-33 5.97E-32 64.39766047
FAM167A 1.718334967 1.688000146 12.80030456 3.69E-33 6.96E-32 64.24429946
XPR1 -1.532774038 3.932491637 -12.79874619 3.75E-33 7.06E-32 64.22880916
SLC25A25 1.146468581 2.583654498 12.79584832 3.86E-33 7.25E-32 64.20000697
DECR2 -1.059517848 2.565189604 -12.79347729 3.96E-33 7.42E-32 64.17644379
UTRN 1.298593314 3.107357494 12.78896568 4.14E-33 7.76E-32 64.13161427
ST14 -1.425924751 5.923263549 -12.78323409 4.38E-33 8.20E-32 64.07467516
GALNT18 1.341271781 3.151188204 12.77347347 4.83E-33 9.00E-32 63.97774299
SOCS2 1.59596268 1.987661699 12.77101329 4.95E-33 9.22E-32 63.9533176
CDC45 -1.558117111 1.867539691 -12.76641819 5.18E-33 9.64E-32 63.90770306
SPC24 -1.3304746 1.72623708 -12.76196368 5.42E-33 1.01E-31 63.8634928
GTSE1 -1.349053375 1.562792118 -12.73359493 7.19E-33 1.33E-31 63.5821389
NRN1 1.621188187 1.979198572 12.72387809 7.93E-33 1.46E-31 63.48584982
TDRKH -1.081565019 2.698427231 -12.7021514 9.84E-33 1.81E-31 63.27069754
PKMYT1 -1.281425719 1.498475355 -12.70140181 9.92E-33 1.83E-31 63.26327825
NPR3 1.340735561 1.559251903 12.69460431 1.06E-32 1.95E-31 63.19600918



MEX3A -1.878242599 2.018237411 -12.68352731 1.19E-32 2.17E-31 63.08643272
CDCA7 -1.83372175 2.436078291 -12.67316806 1.31E-32 2.40E-31 62.98400479
HOXA5 1.269677303 2.015672834 12.67178569 1.33E-32 2.43E-31 62.97034002
KHDRBS2 1.287513481 0.869755351 12.66221913 1.46E-32 2.67E-31 62.87579727
C19orf48 -1.25740923 3.644299944 -12.66107855 1.48E-32 2.70E-31 62.86452805
GMFG 1.431557962 3.955299176 12.65957263 1.50E-32 2.74E-31 62.84964997
THBS2 -2.326970529 4.299536842 -12.65252038 1.61E-32 2.93E-31 62.77998904
TBX5 1.09058203 1.581334158 12.64947597 1.66E-32 3.02E-31 62.74992358
RALGPS2 -1.083193726 2.07000046 -12.64240635 1.78E-32 3.23E-31 62.68012234
UNC5CL -1.727883677 2.19510103 -12.63899845 1.85E-32 3.33E-31 62.64648258
LMO7 1.409055064 4.093411034 12.62765688 2.07E-32 3.72E-31 62.53456545
MOCS1 1.041671835 1.828097793 12.62094936 2.21E-32 3.97E-31 62.46840307
NPNT 2.113697426 3.492809013 12.61633436 2.31E-32 4.15E-31 62.42289266
GNG11 1.797889181 3.473692213 12.6023486 2.66E-32 4.75E-31 62.28503038
ZBTB16 1.355983483 0.827121607 12.60040592 2.71E-32 4.84E-31 62.26588762
TYMS -1.459895265 3.071635683 -12.59736396 2.79E-32 4.98E-31 62.235916
TNS2 1.316186246 3.411863439 12.59173291 2.95E-32 5.26E-31 62.18044565
COLEC12 1.769190794 2.655177509 12.58428237 3.18E-32 5.65E-31 62.10707334
FCGR3B 1.21580136 0.843378335 12.57502835 3.48E-32 6.18E-31 62.01597463
SKA3 -1.279067134 1.455610346 -12.56680466 3.78E-32 6.69E-31 61.93505056
MMP11 -2.831142225 2.953316459 -12.56170919 3.97E-32 7.02E-31 61.88492433
LIFR 1.555754455 2.647071987 12.54528571 4.67E-32 8.23E-31 61.72343808
HGH1 -1.051715385 3.615082775 -12.54185471 4.83E-32 8.50E-31 61.68971739
ITLN1 2.072443363 0.765641995 12.53753831 5.05E-32 8.87E-31 61.64730223
TOX2 1.220737945 1.67139189 12.53426727 5.21E-32 9.15E-31 61.61516477
DCSTAMP 1.026185172 0.758375415 12.52266305 5.85E-32 1.02E-30 61.50119375
EFEMP1 1.846410287 4.708886158 12.51886794 6.07E-32 1.06E-30 61.46393296
TSTA3 -1.264292942 4.775702477 -12.5111882 6.55E-32 1.14E-30 61.38855226
NIPSNAP1 -1.047024471 4.625031357 -12.49098969 7.99E-32 1.38E-30 61.19041867
SLC7A7 1.349609968 2.998677805 12.48509238 8.47E-32 1.46E-30 61.1326045
TMED3 -1.000676299 2.906892748 -12.48334147 8.62E-32 1.49E-30 61.11544253
TPI1 -1.115182652 7.494514251 -12.47614013 9.25E-32 1.59E-30 61.04487102
RRAS 1.318503742 5.398960511 12.47105201 9.73E-32 1.67E-30 60.99502264
BRIX1 -1.029344122 3.133926346 -12.47041972 9.79E-32 1.68E-30 60.98882888
FOSB 3.261142763 3.20427074 12.46316957 1.05E-31 1.80E-30 60.91782123
MCM2 -1.53836371 3.242915579 -12.45767627 1.11E-31 1.90E-30 60.86403576
SLC7A5 -2.121804387 4.184366901 -12.45591013 1.13E-31 1.93E-30 60.84674617
PILRA 1.386033728 2.691759841 12.45107966 1.18E-31 2.02E-30 60.79946558
NEDD9 1.686818294 3.779293176 12.44762327 1.23E-31 2.09E-30 60.76564087
TSPAN7 2.240167498 2.731395175 12.43994785 1.32E-31 2.24E-30 60.69054739
SEMA4B -1.464103051 4.57772259 -12.4205836 1.60E-31 2.71E-30 60.50121274
PAPSS2 1.581285135 4.343880668 12.4194949 1.62E-31 2.73E-30 60.49057301
SRM -1.056042757 4.976011606 -12.41297092 1.72E-31 2.91E-30 60.42682586
CLIC3 2.258924218 3.705658972 12.39841605 1.99E-31 3.35E-30 60.28467653
HSH2D -1.162330456 2.742259467 -12.39514724 2.05E-31 3.46E-30 60.25276499
SH3BP5 1.125871912 2.00982861 12.39296104 2.10E-31 3.53E-30 60.23142513
TNFSF12 1.10161237 3.923476245 12.38333868 2.31E-31 3.88E-30 60.13752534
CCT5 -1.172547665 5.168652155 -12.38158714 2.35E-31 3.94E-30 60.12043746
TROAP -1.622050445 1.760014389 -12.37197325 2.58E-31 4.32E-30 60.02666981
RIPOR1 1.090681163 3.231267942 12.36704029 2.71E-31 4.53E-30 59.97857326
APBB1 1.19033574 2.348160134 12.35582471 3.02E-31 5.05E-30 59.86926208
TACC3 -1.296212924 2.888996729 -12.35263227 3.12E-31 5.20E-30 59.83815781
GJB2 -2.54867456 2.934205948 -12.34732896 3.29E-31 5.47E-30 59.78649737
MIS18A -1.021171663 2.924691888 -12.34677312 3.30E-31 5.49E-30 59.78108359
ABCC3 -2.073026026 4.200590406 -12.33992775 3.53E-31 5.87E-30 59.7144224
SSR4 -1.31522775 5.869970185 -12.3376444 3.61E-31 5.99E-30 59.69219157



KNTC1 -1.102618904 1.659577967 -12.33408061 3.74E-31 6.20E-30 59.65749906
FILIP1 1.29185711 1.376060745 12.33175293 3.83E-31 6.34E-30 59.63484291
KRT80 -1.891943646 3.404506961 -12.32946489 3.91E-31 6.48E-30 59.61257489
CYP27A1 1.786207798 4.406359044 12.32571078 4.06E-31 6.71E-30 59.57604387
NDC80 -1.456367098 1.748938315 -12.32009348 4.29E-31 7.07E-30 59.52139424
AATK 1.508013584 1.487764131 12.31391007 4.56E-31 7.51E-30 59.46125369
SHANK3 1.050068893 2.125218652 12.30976779 4.75E-31 7.81E-30 59.42097525
DARS2 -1.027509786 3.273326742 -12.30899969 4.78E-31 7.86E-30 59.41350726
GNPNAT1 -1.190449865 3.258048892 -12.30741669 4.86E-31 7.97E-30 59.39811724
SELENOP 1.816336363 4.043921402 12.30482408 4.98E-31 8.16E-30 59.37291414
SUSD2 3.132964981 4.247928564 12.30295925 5.08E-31 8.31E-30 59.35478776
APOLD1 1.291817033 1.937172826 12.30222302 5.11E-31 8.36E-30 59.34763196
ARHGAP18 1.104294581 3.625814626 12.29845564 5.30E-31 8.67E-30 59.3110187
TPBG -1.267174058 2.595429842 -12.29181909 5.66E-31 9.23E-30 59.24653737
HDHD3 -1.075613064 3.767863567 -12.28893632 5.82E-31 9.49E-30 59.21853443
CDK1 -1.678251018 2.82869654 -12.28374202 6.12E-31 9.97E-30 59.168087
ATAD3A -1.03953017 3.136078131 -12.2810606 6.29E-31 1.02E-29 59.14204972
COL3A1 -2.410043904 7.503594766 -12.27621802 6.59E-31 1.07E-29 59.09503546
PLLP 1.408321524 2.118994089 12.27253872 6.83E-31 1.11E-29 59.05932211
CRIM1 1.325107824 3.649434128 12.25635895 8.00E-31 1.30E-29 58.90234607
CKS1B -1.379330173 3.41880212 -12.25334378 8.24E-31 1.33E-29 58.87310622
ALDOA -1.179803158 7.603397459 -12.24917687 8.59E-31 1.39E-29 58.83270414
FLRT3 1.979906628 3.033159695 12.24366242 9.06E-31 1.46E-29 58.77924883
BCL9 -1.108911004 3.032732099 -12.2341453 9.94E-31 1.60E-29 58.68702589
HK3 1.65126965 2.396116636 12.2301482 1.03E-30 1.66E-29 58.64830566
SLC15A2 1.592744043 2.262469957 12.22356612 1.10E-30 1.77E-29 58.58456052
TTYH3 -1.344450044 4.477564347 -12.22017427 1.14E-30 1.82E-29 58.55171949
NOSTRIN 1.241050156 1.770925136 12.21712635 1.17E-30 1.88E-29 58.52221295
MYH10 1.410519135 3.65453229 12.2168932 1.18E-30 1.88E-29 58.51995606
NDRG2 1.425031466 2.608005536 12.21668165 1.18E-30 1.88E-29 58.51790826
CDC25C -1.059820197 1.102204945 -12.20622909 1.31E-30 2.08E-29 58.41675343
SLC27A3 1.167834637 2.868055738 12.2003128 1.38E-30 2.20E-29 58.35952096
GPRIN1 -1.228769077 1.550137128 -12.19609932 1.44E-30 2.29E-29 58.31877084
STK39 -1.299767332 3.74794758 -12.18874331 1.55E-30 2.45E-29 58.24764786
MCM6 -1.249421762 3.608033649 -12.18323055 1.63E-30 2.58E-29 58.19436328
TUBG1 -1.080782654 4.123722794 -12.18301029 1.64E-30 2.59E-29 58.1922346
PPBP 1.823351989 1.05632082 12.16431523 1.96E-30 3.09E-29 58.01164114
JUND 1.284171031 6.177969534 12.16019395 2.04E-30 3.22E-29 57.97185162
GJA5 1.500091112 3.123854018 12.15503664 2.15E-30 3.38E-29 57.92207086
KIF18B -1.476335869 1.575787377 -12.15436443 2.16E-30 3.39E-29 57.91558321
BAIAP2L1 -1.119687989 4.147822233 -12.15207989 2.21E-30 3.46E-29 57.89353646
RFC4 -1.256407959 2.591239014 -12.12158408 2.97E-30 4.62E-29 57.59947261
STOM 1.268415344 6.383594817 12.11999692 3.02E-30 4.69E-29 57.58417992
EXO1 -1.30363832 1.411798065 -12.11954157 3.03E-30 4.71E-29 57.57979272
ABCG1 1.289811395 2.935807823 12.11483874 3.17E-30 4.92E-29 57.5344877
ABHD11 -1.290512071 4.289639968 -12.09889977 3.70E-30 5.73E-29 57.38101588
PPIL1 -1.014674652 4.297585429 -12.09704644 3.77E-30 5.83E-29 57.36317837
CDCA3 -1.187344081 1.346481661 -12.09229337 3.95E-30 6.09E-29 57.31743965
BUB1 -1.445793174 1.977197225 -12.078003 4.54E-30 6.97E-29 57.17998772
APOBR 1.395961338 2.476581511 12.07121876 4.84E-30 7.43E-29 57.11476711
PYCR3 -1.104718283 2.853248992 -12.06798867 5.00E-30 7.66E-29 57.08372212
FAM167B 1.097089495 2.499593827 12.06449275 5.17E-30 7.91E-29 57.05012778
FAM111B -1.34273854 1.726316771 -12.05622181 5.60E-30 8.56E-29 56.97067041
POC1A -1.080130265 2.208712455 -12.05546901 5.64E-30 8.61E-29 56.96344
CD83 1.446755365 3.538049916 12.05412472 5.72E-30 8.72E-29 56.95052921
CDKN3 -1.619178937 2.130901035 -12.04020566 6.54E-30 9.92E-29 56.81689819



FPR1 1.612122251 2.541626893 12.03848975 6.65E-30 1.01E-28 56.80043082
PFKP -1.791559785 4.649134371 -12.03687072 6.75E-30 1.02E-28 56.78489452
CENPA -1.52299607 1.682668696 -12.03301677 7.01E-30 1.06E-28 56.74791662
ABCA3 2.569829151 4.623970229 12.01854887 8.06E-30 1.22E-28 56.60916306
PTGES -2.125385956 3.810539822 -12.01758066 8.14E-30 1.23E-28 56.59988106
ADCK5 -1.165997156 2.395631328 -12.017573 8.14E-30 1.23E-28 56.59980758
C17orf53 -1.15999768 1.443982442 -12.0136042 8.46E-30 1.27E-28 56.56176425
C1orf115 1.56715173 2.891042234 12.00261982 9.40E-30 1.41E-28 56.45651138
NCAPG -1.421964719 1.665016751 -11.99691597 9.93E-30 1.49E-28 56.40187942
ARRB1 1.216357003 3.408830849 11.99651965 9.97E-30 1.49E-28 56.39808393
SIX4 -1.122538177 1.698998077 -11.99262808 1.04E-29 1.55E-28 56.36081981
EDN1 1.922866624 3.519857579 11.99197436 1.04E-29 1.56E-28 56.35456072
EXOSC5 -1.096703925 3.707772439 -11.98712555 1.09E-29 1.63E-28 56.30814199
SHCBP1 -1.132123686 1.586209289 -11.98258735 1.14E-29 1.70E-28 56.26470695
GPRIN2 1.699401005 2.299329078 11.98206003 1.15E-29 1.70E-28 56.25966068
MRPL24 -1.047506802 5.081939473 -11.98109224 1.16E-29 1.72E-28 56.25039945
PRG4 1.851974881 1.196445676 11.96668352 1.33E-29 1.97E-28 56.11256927
H2AFX -1.23041665 4.583902169 -11.96032928 1.41E-29 2.09E-28 56.05181777
DOCK11 1.177125404 2.228017857 11.94990695 1.56E-29 2.30E-28 55.95221389
SELPLG 1.457100379 3.985728816 11.93893313 1.74E-29 2.55E-28 55.84739581
ST6GALNAC2 1.276782413 1.568678113 11.9378657 1.75E-29 2.57E-28 55.83720311
GJA4 1.204201019 2.592214791 11.93765293 1.76E-29 2.58E-28 55.83517149
MMP19 1.461996406 2.222076609 11.93719637 1.77E-29 2.59E-28 55.83081219
CD302 1.266778266 2.238780542 11.93504334 1.80E-29 2.64E-28 55.81025568
PGM2L1 -1.226514028 2.303970378 -11.93083243 1.88E-29 2.74E-28 55.77005775
F10 1.103690332 1.228278477 11.92544718 1.98E-29 2.89E-28 55.71866178
CRY2 1.041112114 3.130502374 11.9146365 2.19E-29 3.19E-28 55.61552836
SMAD9 1.172107415 1.270285823 11.90623471 2.38E-29 3.45E-28 55.53541458
MYRF 1.800390424 1.929409971 11.89119319 2.75E-29 3.99E-28 55.39207358
PHLDB2 1.203985495 1.637555796 11.89014363 2.77E-29 4.02E-28 55.38207567
EGR2 1.416696144 2.248437114 11.88858835 2.82E-29 4.08E-28 55.36726134
RAD54L -1.18843612 1.320411923 -11.88392231 2.95E-29 4.25E-28 55.32282343
CARD16 1.17139499 2.471521414 11.87340545 3.26E-29 4.70E-28 55.22270278
PDGFB 1.228524964 2.817479419 11.85682652 3.82E-29 5.50E-28 55.06497975
MYH11 1.879791898 2.602665902 11.83998812 4.49E-29 6.44E-28 54.90492451
SERPINH1 -1.11595713 5.688294496 -11.80501864 6.27E-29 8.93E-28 54.57296657
EPHA10 -1.069552072 1.115772732 -11.8046786 6.29E-29 8.95E-28 54.56974156
FIGNL1 -1.008322816 2.001389866 -11.80373203 6.35E-29 9.03E-28 54.56076442
DEPDC1B -1.222942969 1.311500208 -11.8033473 6.37E-29 9.06E-28 54.55711585
SORBS3 1.068952452 3.670926788 11.7964971 6.80E-29 9.66E-28 54.49216368
ZNF692 -1.291688689 2.866888817 -11.79417742 6.95E-29 9.86E-28 54.47017417
TUBB3 -1.268897292 1.231689265 -11.79130643 7.15E-29 1.01E-27 54.44296208
LAMC3 1.295722425 1.671238417 11.78902077 7.31E-29 1.03E-27 54.42130083
ZNF385B 1.913886801 1.549471381 11.7881394 7.37E-29 1.04E-27 54.41294871
ESRP1 -1.058111031 4.49998055 -11.75914418 9.71E-29 1.36E-27 54.13839434
FLVCR2 1.038607931 2.138805014 11.75642711 9.97E-29 1.40E-27 54.11268768
H1F0 -1.148494306 6.923423037 -11.74346388 1.13E-28 1.58E-27 53.99008992
SCD5 1.562667363 2.220011642 11.74166375 1.15E-28 1.60E-27 53.97307205
BMP2 1.796613434 2.742695302 11.72591327 1.33E-28 1.85E-27 53.8242393
CA2 2.064178009 3.10085922 11.72539359 1.34E-28 1.86E-27 53.81933073
SLC16A11 1.172796481 1.117767773 11.72265505 1.38E-28 1.91E-27 53.7934663
CEACAM21 1.053188771 1.306629005 11.72103665 1.40E-28 1.94E-27 53.77818293
NR4A3 1.640010724 1.4752533 11.72061816 1.40E-28 1.95E-27 53.7742311
SOX18 1.184028093 2.185028134 11.71341007 1.50E-28 2.08E-27 53.7061784
BTK 1.150325282 2.0134437 11.71119894 1.53E-28 2.12E-27 53.68530798
POLE2 -1.055578384 1.444481553 -11.70749666 1.59E-28 2.19E-27 53.65036821



TNFSF13 1.119122755 3.385809134 11.69531478 1.78E-28 2.45E-27 53.53545096
CKAP2L -1.180719558 1.345415688 -11.69311842 1.82E-28 2.50E-27 53.51473954
CHEK1 -1.108103643 1.607191142 -11.68613473 1.95E-28 2.66E-27 53.4488998
YDJC -1.106035935 3.599661794 -11.68520021 1.96E-28 2.69E-27 53.44009136
STYK1 -1.236855316 1.663910726 -11.68399315 1.99E-28 2.71E-27 53.42871461
MAD2L1 -1.310946446 1.819304103 -11.67934599 2.08E-28 2.83E-27 53.38492114
PBK -1.642331842 1.942757446 -11.6748645 2.17E-28 2.95E-27 53.34269906
NES 1.522978039 3.222977377 11.67439176 2.18E-28 2.96E-27 53.33824578
SERPING1 1.449896615 6.386293067 11.66645059 2.35E-28 3.19E-27 53.2634548
KCNN4 -2.283106218 3.375286105 -11.66563876 2.36E-28 3.21E-27 53.25581061
PPARG 1.527071002 2.271094674 11.64584181 2.85E-28 3.86E-27 53.06950453
PAQR5 1.22537324 1.583221039 11.64454452 2.89E-28 3.90E-27 53.05730269
ZNF217 -1.127103915 3.751829218 -11.63493753 3.16E-28 4.26E-27 52.96696908
MFSD2A 1.744281629 3.421945597 11.62688768 3.41E-28 4.59E-27 52.89131244
ORC1 -1.180078596 1.464750167 -11.62299664 3.54E-28 4.76E-27 52.85475406
RAD51 -1.053948758 1.492574508 -11.61641056 3.77E-28 5.06E-27 52.79289153
ATAD2 -1.295353388 2.668910752 -11.61446586 3.84E-28 5.15E-27 52.7746292
PDIA6 -1.032107527 6.026500455 -11.61411651 3.85E-28 5.16E-27 52.77134874
MRPL15 -1.080792851 5.264508499 -11.61184428 3.94E-28 5.27E-27 52.75001349
ASPM -1.217268325 1.293785369 -11.59537121 4.60E-28 6.15E-27 52.5954154
S100A12 1.361129252 0.948503318 11.58463158 5.09E-28 6.78E-27 52.49469811
SPI1 1.576120714 4.296585455 11.57385063 5.64E-28 7.49E-27 52.39365139
CLEC4E 1.204046879 1.287701963 11.57169151 5.75E-28 7.64E-27 52.37342164
IL20RA 1.312743087 1.460446395 11.56518791 6.12E-28 8.11E-27 52.31250043
RAB5IF -1.091171083 4.328449801 -11.55289644 6.87E-28 9.07E-27 52.19742059
WNT3 -1.053112416 1.602202024 -11.54786277 7.20E-28 9.50E-27 52.15031436
CKAP4 -1.047449919 5.254567413 -11.54590892 7.34E-28 9.67E-27 52.13203322
RAB11FIP1 1.425877367 3.648195366 11.53398216 8.21E-28 1.08E-26 52.0204825
RFLNB 1.061133332 2.578517855 11.52646126 8.81E-28 1.16E-26 51.95017643
LRRC20 -1.016874105 3.090795289 -11.52303742 9.10E-28 1.19E-26 51.91817951
GMNN -1.078307774 2.880763407 -11.51262462 1.00E-27 1.31E-26 51.82090481
ABLIM3 1.24875038 1.747136709 11.51089212 1.02E-27 1.33E-26 51.80472545
MAOB 1.608994562 2.753607972 11.50858601 1.04E-27 1.36E-26 51.78319151
HRCT1 1.182065787 1.348929502 11.50623731 1.07E-27 1.39E-26 51.76126274
SYT7 -2.111597916 2.876695396 -11.48849656 1.26E-27 1.64E-26 51.59571492
NCAPG2 -1.151387568 2.200262107 -11.4869314 1.28E-27 1.66E-26 51.58111729
SFTPD 3.581199738 6.194822311 11.48174031 1.34E-27 1.74E-26 51.53271081
SLCO2A1 1.762080118 3.583129752 11.46076524 1.63E-27 2.10E-26 51.33725942
MTHFD2 -1.340772927 3.888746607 -11.43847448 2.01E-27 2.58E-26 51.129793
KIF23 -1.245889747 1.675629073 -11.41661679 2.47E-27 3.16E-26 50.92660301
TUBB6 1.338965697 3.630188911 11.41289717 2.56E-27 3.27E-26 50.89204952
CYGB 1.023921408 2.659433615 11.4119195 2.58E-27 3.30E-26 50.88296865
TPPP 1.544517841 1.979964791 11.40902 2.65E-27 3.38E-26 50.85604004
C11orf96 1.66949463 3.569977815 11.40797171 2.68E-27 3.42E-26 50.84630533
KCTD12 1.419061979 4.302079561 11.4068598 2.71E-27 3.45E-26 50.83598035
ADGRE5 1.258425399 4.531514795 11.39582661 3.00E-27 3.81E-26 50.73356302
CDCA4 -1.126598567 2.917171548 -11.39258654 3.10E-27 3.93E-26 50.70349834
NAXE -1.07531907 5.833932668 -11.38506574 3.32E-27 4.20E-26 50.63373358
CCNE1 -1.4438082 1.728811702 -11.38053439 3.47E-27 4.38E-26 50.59171357
FCN1 1.398080957 1.712276977 11.37823846 3.54E-27 4.47E-26 50.57042709
SPC25 -1.160555914 1.604796086 -11.37111569 3.78E-27 4.77E-26 50.50440611
PLEKHO2 1.050009876 3.826186918 11.36942341 3.84E-27 4.84E-26 50.48872426
FAM83D -1.514867732 2.403214255 -11.36554937 3.99E-27 5.02E-26 50.45283002
ADGRL4 1.025654685 2.526372072 11.36356004 4.06E-27 5.10E-26 50.43440131
RASAL1 -1.30597779 1.346988547 -11.35600334 4.36E-27 5.47E-26 50.36441608
HYOU1 -1.078653456 4.968781853 -11.35391531 4.44E-27 5.56E-26 50.34508328



NFIX 1.574075215 3.612726715 11.34444348 4.85E-27 6.07E-26 50.25741298
SNX25 1.212558874 3.058741633 11.33117741 5.49E-27 6.86E-26 50.13470133
CREB3L4 -1.119449292 3.108724436 -11.33072965 5.52E-27 6.88E-26 50.1305611
PPP1R35 -1.134728571 3.831854447 -11.32502761 5.82E-27 7.25E-26 50.07784617
ADAM8 -1.63170119 3.466315393 -11.3199059 6.10E-27 7.58E-26 50.03051068
GMDS -1.098271246 2.812739676 -11.31580767 6.34E-27 7.86E-26 49.9926441
FHL2 -1.651421807 2.941219383 -11.30579919 6.96E-27 8.62E-26 49.90020476
P2RY6 -1.580426824 2.043704741 -11.28469038 8.47E-27 1.04E-25 49.70541164
NDNF 2.293773404 3.963982044 11.27791053 9.02E-27 1.11E-25 49.6428958
TTK -1.244838443 1.410601581 -11.25899875 1.08E-26 1.32E-25 49.46863974
TRIP13 -1.590699241 2.372144268 -11.24596459 1.21E-26 1.48E-25 49.34864921
TMEM132A -1.456498842 2.797444453 -11.24225066 1.26E-26 1.53E-25 49.3144755
MROH6 -1.698118691 2.972243266 -11.2411594 1.27E-26 1.54E-25 49.30443563
DTL -1.141304898 1.866544114 -11.23720003 1.32E-26 1.60E-25 49.26801371
PODXL2 -2.327385126 3.831293492 -11.20078797 1.84E-26 2.22E-25 48.93344574
SPDEF -2.297363252 3.643242227 -11.19720047 1.91E-26 2.29E-25 48.90051988
SFTPA1 4.784181136 8.388364267 11.1909557 2.02E-26 2.42E-25 48.84322193
SLC15A3 1.252168079 3.093852651 11.18970303 2.04E-26 2.45E-25 48.83173071
FBP1 1.588750237 5.863903244 11.18638711 2.11E-26 2.52E-25 48.80131651
CENPM -1.225952658 2.245655848 -11.176141 2.32E-26 2.76E-25 48.70737368
SCGB1A1 5.13775958 5.129010696 11.17422833 2.36E-26 2.81E-25 48.68984322
LARGE2 -1.746170807 3.138035637 -11.16153092 2.65E-26 3.14E-25 48.5735146
ZDHHC9 -1.228264994 5.050491404 -11.15367794 2.85E-26 3.37E-25 48.50161114
MEST -1.194981244 3.782415157 -11.15162743 2.90E-26 3.43E-25 48.48284158
CHTF18 -1.052569907 1.793860716 -11.14932228 2.97E-26 3.51E-25 48.46174381
GRTP1 -1.03644509 2.308358961 -11.14529707 3.08E-26 3.63E-25 48.42491002
GADD45B 1.421708165 4.811807062 11.13559251 3.37E-26 3.96E-25 48.33614081
COA6 -1.067699349 4.151005468 -11.13374521 3.43E-26 4.03E-25 48.31924887
LSR -1.274006969 6.174933924 -11.12922485 3.57E-26 4.19E-25 48.27792181
ASNS -1.223705159 3.012904245 -11.12628431 3.67E-26 4.30E-25 48.25104393
PABPC1 -1.020075024 8.16113819 -11.1135592 4.13E-26 4.82E-25 48.13478304
KIF14 -1.002916444 1.036184387 -11.11171168 4.20E-26 4.89E-25 48.11791067
IDH2 -1.095308139 5.544324423 -11.09491779 4.90E-26 5.70E-25 47.96462364
DEPDC1 -1.172107727 1.222297749 -11.08070203 5.58E-26 6.48E-25 47.83498548
CP -2.702493254 4.572565737 -11.07816387 5.71E-26 6.62E-25 47.81185039
ALG1L -1.934179431 2.521994435 -11.07125138 6.09E-26 7.04E-25 47.74886124
CPAMD8 1.585774451 1.758625935 11.06239893 6.60E-26 7.63E-25 47.66823147
RNASEH2A -1.092514057 3.350969038 -11.05717976 6.93E-26 7.99E-25 47.62071383
TSPAN6 -1.04058528 3.8098121 -11.04107243 8.03E-26 9.24E-25 47.47415692
VIM 1.278239673 7.157110234 11.04090526 8.04E-26 9.25E-25 47.47263663
TNS3 1.042516019 3.855585421 11.02055384 9.69E-26 1.11E-24 47.2876635
ANKRD22 -1.857510083 2.937786922 -11.01414428 1.03E-25 1.17E-24 47.22945304
FBXO32 -1.406372945 2.839511851 -11.00979789 1.07E-25 1.22E-24 47.18999244
GYG2 -1.264685743 1.879650813 -11.00551688 1.11E-25 1.27E-24 47.15113534
FUT8 -1.118741062 3.158502083 -10.99649775 1.21E-25 1.38E-24 47.06930423
RASSF8 1.192673882 2.005776323 10.99232258 1.26E-25 1.43E-24 47.03143736
PMP22 1.20845576 4.661085629 10.99148512 1.26E-25 1.44E-24 47.02384318
F2RL3 1.07035046 1.401480102 10.98024496 1.40E-25 1.59E-24 46.92195167
SLCO2B1 1.461588498 3.228157275 10.97883395 1.42E-25 1.61E-24 46.90916571
MCM10 -1.101023956 1.176082513 -10.97523866 1.47E-25 1.66E-24 46.87659163
SAMHD1 1.204511604 4.694295289 10.96193158 1.66E-25 1.87E-24 46.75608724
FUT3 -1.612042331 2.935027611 -10.95727626 1.73E-25 1.95E-24 46.7139527
NET1 -1.209562262 5.114964979 -10.95529112 1.76E-25 1.99E-24 46.695989
MSMO1 1.034025548 4.812865257 10.9447919 1.94E-25 2.18E-24 46.60101633
CEACAM1 -1.500257328 3.095580858 -10.91809385 2.47E-25 2.77E-24 46.35978199
CYS1 1.463933273 1.449488543 10.90947519 2.67E-25 2.98E-24 46.28198893



MAFF 1.00179792 2.745158585 10.8931791 3.10E-25 3.44E-24 46.1350084
TSPAN12 1.293898134 3.705565426 10.88211573 3.43E-25 3.80E-24 46.03530583
MATN3 1.40268094 1.887542115 10.88055334 3.48E-25 3.85E-24 46.02123095
MNDA 1.486406127 3.203003019 10.86574443 3.98E-25 4.38E-24 45.88789022
RAC3 -1.572626635 2.90619622 -10.85189636 4.51E-25 4.96E-24 45.7633089
SFTPA2 4.580828173 8.646648369 10.84635793 4.74E-25 5.21E-24 45.71351282
RETREG1 1.343004083 1.789488582 10.83003847 5.50E-25 6.03E-24 45.56688152
DERL3 -1.69427154 3.044858089 -10.82953169 5.52E-25 6.05E-24 45.5623304
SEMA3B 1.772577899 2.626240276 10.82385226 5.82E-25 6.35E-24 45.51133608
TPSAB1 1.875079974 3.163307662 10.81840162 6.11E-25 6.66E-24 45.46241252
PCSK9 1.725472725 1.472318979 10.81740467 6.17E-25 6.71E-24 45.45346594
BCL2L15 -1.445626575 1.652459471 -10.81155004 6.50E-25 7.08E-24 45.40093757
SKA1 -1.127852981 1.309274658 -10.80744681 6.75E-25 7.33E-24 45.36413417
APOL3 1.230344647 2.791043645 10.80138556 7.13E-25 7.73E-24 45.30978538
DNAJB4 1.071968282 2.487747307 10.78058802 8.60E-25 9.30E-24 45.12345529
PIMREG -1.222669719 1.40560818 -10.77270634 9.24E-25 9.96E-24 45.05290349
IL6 1.834434473 1.976961823 10.76492465 9.91E-25 1.07E-23 44.98328012
MMP1 -3.065893268 3.703366321 -10.75452694 1.09E-24 1.17E-23 44.89030312
MTURN 1.20311589 2.732376196 10.75054014 1.13E-24 1.21E-23 44.85466868
ESPL1 -1.061435796 1.197908758 -10.74983277 1.14E-24 1.22E-23 44.84834701
VGLL3 1.124427972 1.467894614 10.73790586 1.26E-24 1.35E-23 44.74179996
NSMF -1.048901956 3.41632492 -10.73503344 1.30E-24 1.38E-23 44.71615139
STEAP1 -1.949658345 3.235327203 -10.7259564 1.41E-24 1.50E-23 44.63513009
B3GALNT1 1.159433811 2.095958911 10.72257393 1.45E-24 1.54E-23 44.60495
ARHGAP29 1.011690316 2.124614001 10.72227321 1.46E-24 1.55E-23 44.60226713
CHPF -1.182303795 5.335279751 -10.7122289 1.59E-24 1.69E-23 44.51268552
KCNJ8 1.304689002 2.516601633 10.69805878 1.81E-24 1.91E-23 44.38640217
AK1 1.205818754 2.903693924 10.687541 1.99E-24 2.09E-23 44.29274026
RHBDL1 -1.314553862 1.563028948 -10.68641459 2.01E-24 2.11E-23 44.28271312
AQP9 1.458190866 2.135801691 10.68591675 2.02E-24 2.12E-23 44.27828156
PAQR4 -1.07490751 2.579527777 -10.68245711 2.08E-24 2.19E-23 44.24748969
SLFN13 -1.165574106 2.341891954 -10.67588602 2.21E-24 2.32E-23 44.18902313
PKIG 1.168904939 3.929247696 10.65778465 2.60E-24 2.71E-23 44.02808934
ALDH2 1.271583692 4.537669167 10.64481226 2.92E-24 3.04E-23 43.91286799
SOX12 -1.080961078 2.838256118 -10.64228449 2.98E-24 3.11E-23 43.89042706
SELE 1.021798264 0.696599291 10.61992903 3.65E-24 3.79E-23 43.69211642
C11orf97 1.236571748 0.613881304 10.60963643 4.00E-24 4.14E-23 43.60090677
LAGE3 -1.085149862 4.408226801 -10.60925229 4.01E-24 4.15E-23 43.59750373
SULF1 -1.894352401 3.57054792 -10.60878287 4.03E-24 4.17E-23 43.5933454
CCND2 1.215385372 2.691746485 10.59498067 4.56E-24 4.69E-23 43.47113441
ZFP36 1.684379938 6.752455844 10.58445697 5.01E-24 5.14E-23 43.37802443
MYLK 1.136781697 2.43675302 10.57498719 5.45E-24 5.58E-23 43.29429227
SMPDL3B -1.553123595 4.223277745 -10.57406981 5.49E-24 5.63E-23 43.28618346
SIRPA 1.223828375 3.592084217 10.57148715 5.62E-24 5.75E-23 43.26335755
PTPRH -1.667357945 1.629457312 -10.55464466 6.53E-24 6.66E-23 43.11459322
MAPK4 1.03507427 0.522017887 10.5529772 6.63E-24 6.76E-23 43.09987368
CTGF 1.653962024 6.143291919 10.54336782 7.22E-24 7.34E-23 43.01507767
RASSF2 1.13633208 2.827481163 10.54226602 7.29E-24 7.41E-23 43.00535833
ARHGEF19 -1.243486435 3.214402642 -10.54129779 7.35E-24 7.47E-23 42.99681789
IHH 1.208918442 0.583247307 10.52934295 8.18E-24 8.29E-23 42.89141129
RHPN1 -1.42458701 2.915160854 -10.52919349 8.19E-24 8.30E-23 42.890094
LY86 1.372996147 3.024804202 10.51944609 8.93E-24 9.02E-23 42.8042111
PCNA -1.039566827 5.714736764 -10.51656463 9.16E-24 9.24E-23 42.77883324
LIMK1 -1.030760533 3.715645381 -10.51349228 9.42E-24 9.48E-23 42.75177935
MRPL12 -1.134474837 4.363559322 -10.5064048 1.00E-23 1.01E-22 42.68939015
DUSP1 1.789879794 7.023695321 10.50368861 1.03E-23 1.03E-22 42.66548776



C11orf88 1.158441005 0.60289551 10.50103406 1.05E-23 1.05E-22 42.64213184
COL5A2 -1.734932855 4.279200348 -10.49331368 1.13E-23 1.13E-22 42.57422715
AQP1 2.496954327 6.216926485 10.48747565 1.19E-23 1.18E-22 42.52290115
C1QA 1.75209706 7.091776016 10.47946212 1.27E-23 1.27E-22 42.45248036
ADCY9 1.015092858 2.380407616 10.47430431 1.33E-23 1.32E-22 42.40717411
RAD51AP1 -1.194496289 1.966349642 -10.47270411 1.35E-23 1.34E-22 42.39312101
EMP1 1.37940884 4.1244083 10.47030704 1.38E-23 1.37E-22 42.37207243
SLC51B 1.399079413 1.326720076 10.46794796 1.41E-23 1.40E-22 42.35136063
PRR11 -1.286733196 2.053315144 -10.46446438 1.45E-23 1.44E-22 42.32078202
CCL24 1.500983087 1.393715309 10.45889838 1.53E-23 1.51E-22 42.27193825
PREX1 1.075731661 2.991091962 10.45723703 1.55E-23 1.53E-22 42.25736273
ATOH8 1.829866617 2.239167549 10.45246836 1.62E-23 1.60E-22 42.21553435
TYROBP 1.576718025 6.271591731 10.44447696 1.74E-23 1.71E-22 42.14546689
C7 2.29106285 3.582781099 10.44091206 1.79E-23 1.76E-22 42.11422205
NCKAP1L 1.158702615 2.465095809 10.43971031 1.81E-23 1.78E-22 42.10369093
CADM1 1.609151568 3.13025425 10.41883193 2.18E-23 2.13E-22 41.92086061
PTGFRN -1.052416051 3.765614187 -10.40366026 2.49E-23 2.43E-22 41.78815958
IGFBP3 -1.926899012 5.520419165 -10.39438752 2.70E-23 2.63E-22 41.70711922
EHD2 1.32270158 5.25641632 10.39399738 2.71E-23 2.64E-22 41.70371062
ARRDC4 1.083133109 2.710187794 10.39353089 2.72E-23 2.65E-22 41.69963503
JAM3 1.0337253 2.261813007 10.38867528 2.84E-23 2.76E-22 41.65722081
PTGDS 1.968515308 4.49880194 10.3868797 2.89E-23 2.80E-22 41.64153958
BICDL1 -1.244246712 2.057901627 -10.38117913 3.04E-23 2.94E-22 41.5917676
SBK1 -1.563970421 2.430352237 -10.37917949 3.09E-23 2.99E-22 41.57431303
DCN 1.583655099 4.781792259 10.37820178 3.12E-23 3.01E-22 41.56577958
DTX2 -1.033254698 3.026041001 -10.36086098 3.63E-23 3.49E-22 41.41452037
MICALL2 -1.145049475 2.553254569 -10.3575763 3.74E-23 3.59E-22 41.38588837
ETS1 1.139513637 3.963820129 10.35344809 3.88E-23 3.71E-22 41.34991237
TUBA1C -1.005458807 4.650482024 -10.35324595 3.88E-23 3.72E-22 41.34815101
PABPC1L -1.492103548 2.606872447 -10.32206709 5.11E-23 4.86E-22 41.07675735
F12 -1.054135442 1.27246379 -10.3149503 5.44E-23 5.16E-22 41.01488847
RPL39L -1.687853582 3.337210486 -10.31029825 5.66E-23 5.37E-22 40.97446223
SEC14L4 1.179391319 1.315995947 10.28952582 6.79E-23 6.40E-22 40.79410294
WISP1 -1.20362785 1.81148159 -10.27776115 7.53E-23 7.08E-22 40.6920654
CELF2 1.187226827 3.060526796 10.26629159 8.33E-23 7.81E-22 40.5926646
FAM216B 1.677264196 1.073538686 10.26050149 8.76E-23 8.19E-22 40.5425138
OIP5 -1.021168423 1.396817873 -10.26017926 8.78E-23 8.21E-22 40.53972343
CPA3 1.979023979 3.448482454 10.24955438 9.64E-23 8.99E-22 40.4477489
NQO1 -2.271201602 5.465820844 -10.22966522 1.15E-22 1.07E-21 40.27575432
ARHGAP11A -1.04787891 1.655531593 -10.22301156 1.22E-22 1.13E-21 40.21826722
GREM1 -1.686796917 1.682058072 -10.21934186 1.25E-22 1.16E-21 40.18657231
CYP27B1 -1.020177259 1.415384076 -10.20992361 1.36E-22 1.26E-21 40.10526368
PDPN 1.460760292 2.984230793 10.20277688 1.45E-22 1.34E-21 40.04359976
FAM83H -1.090288386 4.408438576 -10.191425 1.60E-22 1.47E-21 39.94571406
PRELP 1.622808679 3.695467895 10.19116583 1.60E-22 1.47E-21 39.94348013
CNN1 1.302831193 2.335401092 10.18451398 1.70E-22 1.56E-21 39.88615824
LST1 1.326131707 2.994446826 10.18399226 1.71E-22 1.56E-21 39.88166341
C9orf24 1.821310221 1.334358509 10.17462112 1.85E-22 1.69E-21 39.80095493
CERCAM -1.187372365 3.135529864 -10.17380974 1.87E-22 1.70E-21 39.79396933
SLC22A18 -1.06654383 2.734147389 -10.16873001 1.95E-22 1.78E-21 39.75024437
DBN1 -1.096729179 4.253666972 -10.16416994 2.03E-22 1.85E-21 39.71100536
C1QB 1.780343132 6.995843444 10.16086244 2.09E-22 1.90E-21 39.68255217
COL5A1 -1.697524723 4.332137109 -10.15670192 2.16E-22 1.97E-21 39.64676995
GABARAPL1 1.027537586 4.156610224 10.14164934 2.47E-22 2.24E-21 39.5173964
HCK 1.373020689 3.501726771 10.11646261 3.07E-22 2.77E-21 39.30122005
GRAMD2A 1.304135436 2.254846624 10.1162669 3.07E-22 2.78E-21 39.29954173



LAPTM4B -1.301474632 6.379896993 -10.11271726 3.17E-22 2.86E-21 39.26910577
SDF2L1 -1.055938613 4.736259912 -10.11028371 3.24E-22 2.92E-21 39.24824396
MCM7 -1.09898589 4.599031895 -10.10866912 3.28E-22 2.96E-21 39.23440462
IRF7 -1.122760235 4.150881128 -10.10363366 3.43E-22 3.09E-21 39.19125354
ETV5 1.070928119 3.232332393 10.1005864 3.52E-22 3.17E-21 39.16514739
AADAC 1.70423263 1.271233001 10.09868213 3.58E-22 3.21E-21 39.14883622
TNFRSF18 -1.526442035 2.288958338 -10.09625782 3.65E-22 3.28E-21 39.1280736
DAB2 1.066808567 3.2810039 10.09033066 3.85E-22 3.45E-21 39.07732616
CHI3L2 1.696583038 2.317170246 10.08478356 4.03E-22 3.61E-21 39.0298515
KRT8 -1.282766094 7.489288144 -10.07922846 4.23E-22 3.78E-21 38.98232657
HPGDS 1.159991711 1.518804124 10.07417758 4.42E-22 3.95E-21 38.93913118
NFAM1 1.019543697 1.915095447 10.04820826 5.53E-22 4.91E-21 38.71727898
PRR36 -1.337357697 2.245818485 -10.01557037 7.33E-22 6.46E-21 38.43902595
C15orf48 -2.267828855 4.365873775 -10.00605802 7.95E-22 6.99E-21 38.35804808
CNFN -1.367845486 1.909093642 -9.998197976 8.51E-22 7.46E-21 38.29117689
HLF 1.494611132 1.787824688 9.987805567 9.30E-22 8.15E-21 38.20281758
FAP -1.155672856 1.738882336 -9.981041138 9.86E-22 8.63E-21 38.14533906
CES1 2.518662563 4.163117735 9.96323892 1.15E-21 1.00E-20 37.99420132
TPSB2 1.907163715 3.113757391 9.942327138 1.37E-21 1.19E-20 37.81690632
IRX1 1.277323134 0.841602341 9.930279713 1.52E-21 1.32E-20 37.71488452
MMP12 -2.443871408 2.970614618 -9.913580814 1.76E-21 1.52E-20 37.57361664
CYR61 1.59624998 6.025423648 9.909953788 1.81E-21 1.56E-20 37.54295521
HNF4G -1.080157706 1.180353334 -9.907549308 1.85E-21 1.59E-20 37.52263307
XDH -1.454906848 1.599795808 -9.903824841 1.91E-21 1.64E-20 37.49116155
ADAM28 -1.21450908 1.903967373 -9.901865961 1.94E-21 1.67E-20 37.47461249
CILP2 -1.353564884 1.47792776 -9.900371879 1.97E-21 1.69E-20 37.46199171
PLXNB3 -1.394582595 1.623363697 -9.888585593 2.17E-21 1.86E-20 37.36247793
TFAP2A -1.158033318 1.226851315 -9.871754168 2.51E-21 2.14E-20 37.22051246
RACGAP1 -1.099539688 2.880140686 -9.867789049 2.60E-21 2.21E-20 37.18709338
CXCL16 1.029680064 5.659321468 9.865328765 2.65E-21 2.25E-20 37.16636223
CDH3 -2.009935363 3.51604381 -9.86426968 2.67E-21 2.27E-20 37.15743916
PXDC1 1.036359166 3.909869778 9.863719946 2.69E-21 2.28E-20 37.15280778
PLEKHH2 1.030498941 1.591240277 9.863559769 2.69E-21 2.28E-20 37.15145836
TNNI2 1.221485793 1.383229292 9.860071131 2.77E-21 2.35E-20 37.12207197
ARHGAP40 -1.479358873 1.63432664 -9.851740009 2.98E-21 2.51E-20 37.05192493
CDKN2B 1.323302856 2.711298853 9.846882592 3.10E-21 2.61E-20 37.01104546
ETV1 1.198053645 2.255686878 9.842674657 3.21E-21 2.71E-20 36.97564352
SMIM22 -1.579549962 4.226861572 -9.838392126 3.33E-21 2.80E-20 36.939625
CXCL2 1.960743925 4.235488213 9.835699759 3.41E-21 2.86E-20 36.91698636
C1orf21 1.012485711 2.180514118 9.828190475 3.64E-21 3.04E-20 36.85386815
THY1 -1.371840236 3.615402138 -9.8165339 4.01E-21 3.35E-20 36.75595829
GALNT14 -1.601206163 1.860542423 -9.814292105 4.09E-21 3.41E-20 36.73713771
SRD5A3 -1.279925971 3.875534301 -9.803561331 4.48E-21 3.72E-20 36.64709178
CXCL13 -2.365811748 3.484838415 -9.799011711 4.66E-21 3.86E-20 36.60893536
ADGRG1 -1.249832851 4.193397277 -9.791342031 4.97E-21 4.11E-20 36.5446404
BIK -1.352508764 2.71722549 -9.777735472 5.57E-21 4.59E-20 36.43066475
EVI2B 1.231853748 3.680966601 9.769860618 5.96E-21 4.90E-20 36.36475245
VSIG2 2.279888866 3.472899383 9.763602067 6.28E-21 5.15E-20 36.31239557
PKDCC 1.247529109 2.021023796 9.758109003 6.58E-21 5.39E-20 36.26646221
KCNJ15 1.702924499 2.284558219 9.750817293 7.00E-21 5.72E-20 36.20551695
CXCL12 1.278312422 2.720876672 9.744723363 7.37E-21 6.01E-20 36.15460787
ITM2C -1.135563261 5.583728957 -9.741185038 7.59E-21 6.18E-20 36.12505891
CX3CR1 1.036133358 1.173019012 9.740001058 7.67E-21 6.24E-20 36.11517306
FOXF2 1.120049261 2.009073761 9.732729533 8.15E-21 6.63E-20 36.05447706
TEKT1 1.369730548 0.833911301 9.730782446 8.29E-21 6.73E-20 36.03823007
DHCR24 1.05726738 7.187552294 9.723318154 8.83E-21 7.15E-20 35.97596764



SLC22A18AS -1.093984104 1.509126218 -9.717805097 9.25E-21 7.48E-20 35.93000312
MANEAL -1.238346656 2.546164971 -9.706705955 1.02E-20 8.19E-20 35.83752183
ADGRD1 1.24091957 1.645088874 9.703936831 1.04E-20 8.37E-20 35.81446047
CPXM1 -1.401268996 2.361163523 -9.701959742 1.06E-20 8.51E-20 35.7979981
PITX1 -1.661225282 1.70455808 -9.689532966 1.17E-20 9.42E-20 35.69458066
CABCOCO1 1.189465217 1.043269603 9.678049609 1.29E-20 1.03E-19 35.599099
TNFRSF25 -1.17120291 1.970650937 -9.669562591 1.39E-20 1.11E-19 35.52858347
KLF15 1.288313742 1.731051474 9.660740721 1.49E-20 1.19E-19 35.45533285
CYP24A1 -2.665548314 2.666937136 -9.649574803 1.64E-20 1.30E-19 35.3626878
ARHGAP30 1.054887522 3.110542126 9.649187657 1.65E-20 1.31E-19 35.35947698
DNTTIP1 -1.205947941 4.777428082 -9.640196078 1.77E-20 1.40E-19 35.28493085
ATF3 1.568854984 3.557185953 9.637915702 1.81E-20 1.43E-19 35.26603297
ZP3 -1.000067722 1.526211701 -9.629074154 1.95E-20 1.54E-19 35.19279193
HCAR2 1.448729486 1.8306792 9.621311929 2.08E-20 1.64E-19 35.12853161
CST1 -2.671866206 2.560018398 -9.616421072 2.17E-20 1.70E-19 35.08806136
UBE2S -1.194664234 2.650613368 -9.608369712 2.32E-20 1.82E-19 35.02147128
IER5L -1.178816424 2.411281151 -9.599322069 2.50E-20 1.95E-19 34.94668927
TMEM45B -1.427166019 3.903021042 -9.599281506 2.50E-20 1.95E-19 34.94635413
TEF 1.003409156 2.803145487 9.570309335 3.18E-20 2.47E-19 34.70723174
SLC17A9 -1.367833904 2.067297242 -9.560066761 3.47E-20 2.69E-19 34.62281945
SCEL 1.799742301 3.491215441 9.559549763 3.48E-20 2.70E-19 34.61856044
SDC2 1.15523074 3.457780945 9.553253414 3.67E-20 2.84E-19 34.56670472
TSKU -1.345609634 3.789831602 -9.547062519 3.86E-20 2.98E-19 34.51574162
GBP4 1.370009211 3.275787288 9.521684771 4.77E-20 3.67E-19 34.30708361
GCNT3 -1.975666878 2.048732315 -9.520906419 4.80E-20 3.69E-19 34.30069029
RHOV -2.06928009 2.964249497 -9.518848962 4.88E-20 3.75E-19 34.28379236
SIGLEC14 1.014689051 1.669005878 9.511844314 5.18E-20 3.97E-19 34.2262829
OTULINL 1.394133992 3.061620009 9.507666451 5.36E-20 4.11E-19 34.1919965
PPP1R14D -2.502866995 2.525814655 -9.506946356 5.39E-20 4.13E-19 34.18608802
MAL 1.322423236 2.051473302 9.499822983 5.72E-20 4.37E-19 34.12765719
ITGA11 -1.386095948 1.813908251 -9.494711401 5.97E-20 4.56E-19 34.08574808
TBC1D2 1.103924323 3.862968137 9.492729032 6.06E-20 4.63E-19 34.06949933
COL4A3 1.306409537 1.683876828 9.488652925 6.27E-20 4.78E-19 34.03609674
DNAJC12 -2.114934613 2.543169303 -9.440597254 9.33E-20 7.03E-19 33.64308101
EGR3 1.067354734 1.415728828 9.41134175 1.19E-19 8.88E-19 33.4045323
NR4A1 1.801855559 3.673454094 9.402977911 1.27E-19 9.49E-19 33.33643318
SNTN 1.174150711 0.824023296 9.392748948 1.38E-19 1.03E-18 33.25320825
GPRC5A 1.543881512 5.981848386 9.388459889 1.43E-19 1.07E-18 33.21833132
AK4 -1.273976549 1.778836862 -9.382146732 1.51E-19 1.12E-18 33.16701643
METTL7B -1.697586754 2.912009139 -9.38073092 1.53E-19 1.13E-18 33.15551184
C6 1.040266283 0.684307784 9.378143293 1.56E-19 1.15E-18 33.13448859
EGR1 1.696101329 5.868262006 9.372584649 1.63E-19 1.21E-18 33.08934162
PTGIS 1.28561253 2.34142298 9.368206953 1.69E-19 1.25E-18 33.05380004
DAPK1 1.115699693 3.399040554 9.362012924 1.78E-19 1.31E-18 33.00353284
FCER1G 1.300835446 5.682806051 9.361844044 1.78E-19 1.31E-18 33.00216265
FBLN1 1.387583911 4.387893553 9.360634496 1.80E-19 1.33E-18 32.99234962
SGK1 1.108553484 3.471488931 9.355630024 1.88E-19 1.38E-18 32.95175838
ITGAL 1.15578126 2.746830083 9.35023212 1.96E-19 1.44E-18 32.90799386
NECTIN1 -1.128252259 2.659648726 -9.347891368 2.00E-19 1.47E-18 32.88902154
SLCO4C1 1.360545676 1.829200381 9.345866977 2.03E-19 1.49E-18 32.8726162
GOLGA7B -1.337241233 1.876742761 -9.344152818 2.06E-19 1.51E-18 32.85872698
ADAM12 -1.239434241 1.515286556 -9.338311443 2.16E-19 1.58E-18 32.81141043
KRT18 -1.107629399 7.620402757 -9.321399135 2.49E-19 1.81E-18 32.67453923
MB -1.524319893 1.836623068 -9.319676372 2.52E-19 1.84E-18 32.66060716
TUBA1A 1.15731831 5.332952225 9.316094107 2.60E-19 1.89E-18 32.63164326
TUBA4B 1.196480576 0.79314722 9.302511971 2.90E-19 2.11E-18 32.52190123



MMP9 -1.938400993 4.303706496 -9.298432743 3.00E-19 2.18E-18 32.48896458
KRTCAP3 -1.302637937 4.814701268 -9.296366359 3.05E-19 2.21E-18 32.47228416
APLN 1.308113946 2.125102802 9.290735141 3.19E-19 2.31E-18 32.42684129
CFAP77 1.016353339 0.615239206 9.288058684 3.26E-19 2.36E-18 32.40524989
TMSB15A 1.032452691 0.837198753 9.285370186 3.34E-19 2.41E-18 32.38356598
MORN5 1.38992138 0.949718408 9.281227683 3.45E-19 2.49E-18 32.35016394
SIX1 -1.448101739 2.122801121 -9.249832363 4.46E-19 3.20E-18 32.09737315
C20orf85 2.471320076 2.091297415 9.244513116 4.65E-19 3.33E-18 32.05460597
CFAP52 1.049436428 0.721230942 9.235116394 5.02E-19 3.59E-18 31.97910001
EPHX3 -1.463189497 2.811935583 -9.223089484 5.54E-19 3.94E-18 31.88254243
MIF -1.143895387 5.148043088 -9.214733043 5.93E-19 4.21E-18 31.8155079
STOML3 1.060573019 0.64373254 9.206654934 6.33E-19 4.48E-18 31.7507489
CPNE7 -1.208389493 1.429687548 -9.19449293 6.99E-19 4.93E-18 31.65333032
FCGR3A 1.460006571 5.001396578 9.19372311 7.03E-19 4.96E-18 31.64716722
ID3 1.104122243 4.567812635 9.188779967 7.32E-19 5.16E-18 31.60760202
NRGN 1.862935716 3.937535406 9.182857615 7.68E-19 5.40E-18 31.56021996
GJA1 1.490488593 4.926881445 9.170956041 8.45E-19 5.92E-18 31.46506942
EPHB2 -1.116488814 1.705605561 -9.170402555 8.49E-19 5.94E-18 31.46064664
GSDMB -1.116991797 2.208948492 -9.162250457 9.07E-19 6.34E-18 31.39552817
C2CD4A -1.573562884 1.721780563 -9.152016563 9.85E-19 6.87E-18 31.31384137
DSP -1.789416889 4.566149978 -9.145160397 1.04E-18 7.25E-18 31.25915352
EFCAB1 1.023840694 0.650067876 9.130737271 1.17E-18 8.11E-18 31.14420777
SGCE 1.168795288 3.372614009 9.116211275 1.31E-18 9.10E-18 31.02857879
MAP1LC3C 1.150912293 1.34565265 9.112153302 1.36E-18 9.39E-18 30.99630126
SRPX2 -1.531665652 3.096601356 -9.111789705 1.36E-18 9.42E-18 30.9934097
SGMS2 1.035790552 3.309408709 9.107724731 1.41E-18 9.71E-18 30.96108819
DEPTOR -1.20747595 3.225891123 -9.103338868 1.46E-18 1.00E-17 30.92622729
ATP13A4 1.716700809 2.42211963 9.092923395 1.59E-18 1.09E-17 30.84349042
AOX1 1.069640657 1.294396977 9.04536142 2.32E-18 1.58E-17 30.46657451
CD44 1.123583935 5.027394259 9.036041298 2.50E-18 1.70E-17 30.39288839
LAPTM5 1.206115679 6.464235976 9.031976008 2.58E-18 1.75E-17 30.36076549
SELENBP1 1.681174717 5.475719643 9.030582122 2.61E-18 1.77E-17 30.34975384
ACY3 -1.218538096 1.550037154 -9.028524945 2.66E-18 1.80E-17 30.33350456
FMO3 1.045815228 1.943972622 9.025383823 2.72E-18 1.85E-17 30.30869874
EGLN3 -1.654909126 2.507467908 -9.014586022 2.97E-18 2.00E-17 30.22347655
CYBB 1.485704059 4.485357858 9.010479289 3.07E-18 2.07E-17 30.19108404
CLDN4 -1.118649253 6.313973985 -9.001236544 3.30E-18 2.22E-17 30.11822097
MS4A4A 1.200791436 3.2055312 8.998087666 3.39E-18 2.28E-17 30.09341033
OLFML2A 1.000567136 2.16881339 8.992742156 3.53E-18 2.37E-17 30.05130691
COL11A1 -1.997399573 1.924110771 -8.989630546 3.62E-18 2.43E-17 30.02680727
RAMP1 -1.670105723 4.15471389 -8.982487763 3.84E-18 2.57E-17 29.97059177
PANX2 -1.356821728 2.160213472 -8.96878744 4.28E-18 2.86E-17 29.86286084
MMP28 1.932802395 2.704966326 8.967905169 4.31E-18 2.87E-17 29.85592744
RTN4RL2 -1.499206768 2.173562702 -8.967473085 4.32E-18 2.88E-17 29.85253206
DYNLRB2 1.00822178 0.788654174 8.95796511 4.66E-18 3.10E-17 29.77784817
PLAU -1.841908013 5.022285302 -8.941825671 5.30E-18 3.52E-17 29.65121164
EFNB2 1.15067676 3.526160681 8.93423937 5.63E-18 3.73E-17 29.59174593
DNAJC22 -1.110601759 1.230403104 -8.930036929 5.82E-18 3.85E-17 29.55882122
ITPKA -1.830745144 1.878309974 -8.926731459 5.97E-18 3.95E-17 29.53293218
DKK3 1.176459178 3.889653574 8.926239347 6.00E-18 3.97E-17 29.52907849
SIGLEC1 1.143430643 2.23586021 8.917510234 6.43E-18 4.24E-17 29.46074812
FA2H -1.438180595 2.54169293 -8.912545395 6.68E-18 4.40E-17 29.42190651
NMU -1.668438291 1.768751529 -8.911158854 6.76E-18 4.44E-17 29.41106206
NEIL3 -1.004896291 1.017065497 -8.901069809 7.32E-18 4.80E-17 29.33219169
CCNO -1.36367935 2.171632428 -8.899820222 7.39E-18 4.85E-17 29.32242783
CSTA 1.271539658 2.566339461 8.88600877 8.25E-18 5.39E-17 29.2145788



THEM5 -1.228575169 2.539955685 -8.871259014 9.27E-18 6.03E-17 29.09954281
C1orf194 1.445968593 1.215970372 8.867782339 9.52E-18 6.19E-17 29.07244867
SLC29A4 -1.439343534 1.912130908 -8.829240307 1.29E-17 8.32E-17 28.77262551
DEPP1 1.268325997 5.149966865 8.821283139 1.37E-17 8.84E-17 28.71084916
C1orf189 1.212663557 0.960428938 8.81190623 1.48E-17 9.49E-17 28.63810481
DRAM1 1.297487565 4.921118002 8.803706479 1.58E-17 1.01E-16 28.57454084
DPT 1.551640726 3.493939407 8.79945366 1.63E-17 1.04E-16 28.54159097
BTG2 1.335166376 5.636699615 8.799069253 1.64E-17 1.05E-16 28.53861327
TOX3 -1.490010726 2.138988933 -8.796207285 1.67E-17 1.07E-16 28.51644695
COL4A4 1.079700853 1.937719404 8.790315065 1.75E-17 1.12E-16 28.4708282
IL4I1 -1.311457228 2.536837856 -8.788262222 1.78E-17 1.14E-16 28.45494014
WFDC3 -1.507908523 1.712980431 -8.787729068 1.79E-17 1.14E-16 28.45081424
ZMYND10 1.331036185 1.348594893 8.777476403 1.94E-17 1.23E-16 28.37150931
SLC39A4 -1.093861282 3.217182637 -8.771832732 2.02E-17 1.29E-16 28.32788529
NGEF -1.109970499 1.324159294 -8.770536417 2.04E-17 1.30E-16 28.31786815
GGTLC1 2.162010404 2.767097738 8.770060638 2.05E-17 1.30E-16 28.3141919
CYB5A 1.182367719 4.058878417 8.767079004 2.10E-17 1.33E-16 28.29115688
CAPSL 1.441550748 1.085000265 8.75889946 2.24E-17 1.42E-16 28.22799533
SPINK1 -3.437455397 3.946219601 -8.750283983 2.40E-17 1.52E-16 28.16151619
AXL 1.042597097 3.524833873 8.744677737 2.50E-17 1.58E-16 28.11828382
ALDH1A1 1.828656636 4.707749317 8.732371209 2.76E-17 1.74E-16 28.02345666
UGDH -1.361607913 4.757529271 -8.729944829 2.81E-17 1.77E-16 28.00477238
S100A4 1.51204431 7.064488053 8.728119818 2.85E-17 1.79E-16 27.99072154
CARD11 -1.259072592 2.587456414 -8.725671672 2.90E-17 1.83E-16 27.97187668
TFRC 1.142402327 4.201081733 8.724415966 2.93E-17 1.84E-16 27.96221233
ENC1 -1.031211593 3.861828139 -8.721252459 3.01E-17 1.89E-16 27.93786957
EMP3 1.033959724 4.522534614 8.718790317 3.06E-17 1.92E-16 27.91892839
RSPH4A 1.191117738 1.052678855 8.715299526 3.15E-17 1.97E-16 27.89208085
BHLHA15 -1.290403289 1.741281806 -8.696272384 3.65E-17 2.27E-16 27.74588846
BARX2 -1.308859855 1.435116645 -8.693581106 3.73E-17 2.32E-16 27.72523014
SPRY4 1.021261043 3.405485219 8.678808097 4.18E-17 2.59E-16 27.61191939
LYPD1 -1.138427776 1.20607163 -8.677217594 4.23E-17 2.62E-16 27.59972885
APOC1 1.56037921 6.01728666 8.677039041 4.24E-17 2.63E-16 27.59836042
C4orf48 -1.146638633 2.667140462 -8.673868895 4.34E-17 2.69E-16 27.57406807
CFTR 1.232056494 1.420429752 8.669348174 4.50E-17 2.78E-16 27.53943823
KIFC2 -1.100145336 2.135402184 -8.660523487 4.82E-17 2.97E-16 27.47187885
ANO9 -1.121023144 2.506235394 -8.660283824 4.83E-17 2.98E-16 27.47004479
PRF1 1.217489715 2.703613401 8.65780731 4.92E-17 3.04E-16 27.45109516
LIPA 1.040096902 4.936494224 8.657669525 4.93E-17 3.04E-16 27.45004099
SNX30 1.049651705 2.767759378 8.656828794 4.96E-17 3.06E-16 27.44360896
DSG2 -1.160385824 4.69905906 -8.653744521 5.08E-17 3.13E-16 27.42001679
PXMP4 1.06693248 2.891152607 8.624216371 6.38E-17 3.91E-16 27.19447745
BCL2A1 1.175529793 3.197736305 8.624188887 6.38E-17 3.91E-16 27.19426781
WDR38 1.44233728 1.13380402 8.622584431 6.46E-17 3.95E-16 27.18202979
ALOX15 1.449862334 1.101059221 8.609873799 7.13E-17 4.35E-16 27.08514117
LCP1 1.204060141 5.276605616 8.592711567 8.14E-17 4.95E-16 26.95449419
LGSN -1.496320368 1.537155796 -8.591225744 8.23E-17 5.00E-16 26.94319285
CFB -1.267214338 2.500242333 -8.588991601 8.38E-17 5.09E-16 26.92620254
NKD2 1.028631046 2.146010509 8.587555741 8.47E-17 5.14E-16 26.91528485
POSTN -1.546142244 4.998573463 -8.579825207 8.99E-17 5.45E-16 26.8565292
STK32A -1.039939119 1.675057091 -8.577299011 9.17E-17 5.56E-16 26.83733778
ROPN1L 1.146089761 0.987959556 8.558913083 1.06E-16 6.38E-16 26.69779193
FAM92B 1.293303552 1.116416002 8.550937222 1.12E-16 6.76E-16 26.63732849
TBX15 -1.243224936 1.374263168 -8.54153007 1.21E-16 7.25E-16 26.56607069
CITED2 1.127979318 5.452316997 8.514029367 1.49E-16 8.89E-16 26.3581048
TMEM190 1.615251866 1.28687977 8.512246811 1.51E-16 9.00E-16 26.34464266



EFNB1 1.040631697 3.259269018 8.505810213 1.59E-16 9.44E-16 26.29605065
PDGFRL -1.076138504 2.633540169 -8.492418286 1.76E-16 1.04E-15 26.19504182
MUC20 -1.515724667 3.07102866 -8.481855937 1.91E-16 1.13E-15 26.11546218
E2F1 -1.086259882 2.993572373 -8.480040526 1.93E-16 1.14E-15 26.10179211
EIF4EBP1 -1.259064386 4.866731384 -8.477356358 1.97E-16 1.16E-15 26.08158445
NTM 1.099928951 1.608913305 8.474482104 2.02E-16 1.19E-15 26.05995124
CEACAM5 -3.287249477 5.291847641 -8.471081489 2.07E-16 1.22E-15 26.03436369
SRGN 1.238949897 6.747237205 8.469723158 2.09E-16 1.23E-15 26.02414531
MMP17 -1.0006824 1.285111297 -8.466792834 2.14E-16 1.26E-15 26.00210556
ERICH2 1.097398073 2.258815469 8.451480767 2.40E-16 1.41E-15 25.88703575
ALPL 2.081743226 4.472069805 8.451411557 2.40E-16 1.41E-15 25.88651601
SLC16A3 -1.13122575 4.117969113 -8.450466758 2.42E-16 1.42E-15 25.87942121
RCN3 -1.323308459 3.896887799 -8.440130727 2.62E-16 1.53E-15 25.80184495
PLAC8 1.369944001 2.160618172 8.437396183 2.67E-16 1.57E-15 25.7813334
CD37 1.057248025 3.165838861 8.433017023 2.76E-16 1.61E-15 25.74849651
CAMK2N1 1.396848372 3.600530982 8.429050082 2.85E-16 1.66E-15 25.71876208
PLEKHA6 -1.13731901 2.721676354 -8.428624435 2.86E-16 1.67E-15 25.71557226
MACROD2 1.146959258 1.248754299 8.40873792 3.32E-16 1.93E-15 25.56668176
EEF1A2 -2.720378176 2.881551127 -8.408046291 3.34E-16 1.94E-15 25.56150846
PER1 1.181171232 3.854805499 8.388085401 3.89E-16 2.24E-15 25.41234634
PODNL1 -1.243326861 1.705391269 -8.37721129 4.22E-16 2.43E-15 25.33120355
ENTPD8 -1.062479148 1.050186111 -8.365090939 4.62E-16 2.66E-15 25.24085814
SLC2A3 1.197281094 3.2915233 8.363411953 4.68E-16 2.69E-15 25.22835099
HES6 -1.520122463 2.706345627 -8.362491759 4.72E-16 2.70E-15 25.22149709
NDN 1.015166177 3.165876909 8.359565054 4.82E-16 2.76E-15 25.19970196
FOS 1.574830286 6.265473452 8.358596828 4.86E-16 2.78E-15 25.19249291
CBX2 -1.134661884 1.644302877 -8.358208883 4.87E-16 2.79E-15 25.1896046
ACTG2 1.19267233 2.208569362 8.355721456 4.96E-16 2.84E-15 25.17108781
ESPN -1.242443173 1.803566586 -8.34862221 5.24E-16 2.99E-15 25.11826361
COMP -1.911654673 2.840356696 -8.346771346 5.31E-16 3.03E-15 25.10449744
FKBP10 -1.403236622 4.487941935 -8.343735003 5.43E-16 3.10E-15 25.0819192
PLBD1 1.239073326 3.864329844 8.343368783 5.45E-16 3.11E-15 25.07919642
SCNN1G 1.317657862 2.077920871 8.338302223 5.66E-16 3.22E-15 25.04153709
SOD3 1.221286156 4.089920376 8.315795269 6.71E-16 3.80E-15 24.87446122
B4GALNT4 -1.392294331 1.403111809 -8.310374247 6.98E-16 3.95E-15 24.83427221
ARNTL2 -1.237219673 2.02510678 -8.271667529 9.34E-16 5.24E-15 24.54791558
C5orf38 1.445198858 2.043486885 8.265046801 9.81E-16 5.50E-15 24.49903983
SLPI 2.249885165 8.266410291 8.263605901 9.92E-16 5.56E-15 24.48840684
ADGRF5 1.606211307 4.772366388 8.258848212 1.03E-15 5.75E-15 24.45330828
SLC6A8 -1.199622435 2.655553346 -8.244889292 1.14E-15 6.36E-15 24.35042186
LRRC4 1.040624281 1.529206416 8.240879183 1.18E-15 6.55E-15 24.32089003
MFAP2 -1.172101811 3.039650406 -8.23800369 1.20E-15 6.68E-15 24.29972088
BEX5 1.086901416 1.853524803 8.234500596 1.23E-15 6.85E-15 24.27393922
ASPHD1 -1.339461923 1.935125234 -8.226304534 1.31E-15 7.27E-15 24.21365255
HCST 1.018416778 3.279601675 8.220126615 1.37E-15 7.61E-15 24.16824173
BEX4 1.041470364 4.314909424 8.207656669 1.51E-15 8.33E-15 24.07666322
REEP6 -1.379364223 2.678928866 -8.191262922 1.70E-15 9.37E-15 23.95643541
SCG5 -1.423780385 1.955579346 -8.182301506 1.82E-15 9.99E-15 23.89079473
SPATA18 1.148021187 1.533490694 8.163304055 2.09E-15 1.14E-14 23.75182969
AKAP12 1.364937947 2.335599024 8.161325223 2.13E-15 1.16E-14 23.73736936
CABYR -1.379584376 1.434095855 -8.137324242 2.54E-15 1.38E-14 23.56220275
CENPW -1.076333609 2.94695934 -8.133609544 2.61E-15 1.41E-14 23.53512821
CLDN3 -1.631637625 5.556536297 -8.120136647 2.88E-15 1.55E-14 23.43701335
CSF3R 1.338291839 2.679424012 8.095324902 3.46E-15 1.86E-14 23.25666203
TMEM63C -1.090041742 1.132508749 -8.087965746 3.65E-15 1.96E-14 23.20325411
STRA6 -1.119339273 1.126321956 -8.080885297 3.85E-15 2.06E-14 23.15190525



SGPP2 -1.280489398 4.232414514 -8.05934559 4.51E-15 2.40E-14 22.99591468
PLOD2 -1.327557792 3.454314542 -8.053059283 4.72E-15 2.51E-14 22.95045164
HIST1H3H -1.14418221 1.670283533 -8.048641853 4.88E-15 2.59E-14 22.91852135
FAM166B 1.114278007 1.142591131 8.030288336 5.58E-15 2.95E-14 22.7860069
CD163 1.319188746 3.87504243 8.013767055 6.30E-15 3.31E-14 22.66692753
NFE2L3 -1.018216159 3.23978098 -8.005618352 6.69E-15 3.51E-14 22.60826667
CNTD2 -1.091628991 1.118574163 -8.003390021 6.80E-15 3.56E-14 22.59223365
CA9 -2.051286 2.0869596 -7.99672876 7.14E-15 3.73E-14 22.54432659
CPD -1.065050825 4.41446006 -7.982405284 7.92E-15 4.13E-14 22.44142159
PRSS22 -1.213505363 3.295695827 -7.982198269 7.93E-15 4.13E-14 22.4399354
LYZ 1.758096469 7.551724291 7.976567321 8.27E-15 4.30E-14 22.39952183
CFAP73 1.058410205 0.951081044 7.974486725 8.39E-15 4.36E-14 22.38459507
GLB1L2 -1.024568452 2.38995043 -7.967507901 8.83E-15 4.58E-14 22.33454981
FAXDC2 1.257666709 2.564386414 7.956017546 9.60E-15 4.98E-14 22.25222861
IGLL5 -1.895818758 4.739618387 -7.954879301 9.68E-15 5.01E-14 22.24407898
CD53 1.072338591 4.98001285 7.947949391 1.02E-14 5.26E-14 22.19448214
HSD17B13 1.01303474 0.744429458 7.920209618 1.24E-14 6.39E-14 21.99629735
XKRX -1.297417706 1.861064192 -7.911641862 1.32E-14 6.79E-14 21.93519788
CAPN5 -1.193683541 2.766962585 -7.875179343 1.72E-14 8.75E-14 21.67576543
CXCL3 1.111776798 1.742048484 7.870159918 1.79E-14 9.07E-14 21.64012739
TMEM156 -1.020777329 1.439497509 -7.866703539 1.83E-14 9.29E-14 21.61559763
MELTF -1.104189811 1.501199536 -7.861989579 1.90E-14 9.59E-14 21.58215684
BAIAP2L2 -1.183873043 1.371841503 -7.855187835 1.99E-14 1.01E-13 21.53393374
ADA2 1.016436978 3.997241244 7.852980679 2.02E-14 1.02E-13 21.51829263
DDIT4L -1.263823384 1.604153824 -7.830049248 2.39E-14 1.20E-13 21.35599742
CD69 1.026546169 2.162295344 7.826673321 2.44E-14 1.23E-13 21.33213687
JSRP1 -1.119849578 1.41360937 -7.826043367 2.46E-14 1.23E-13 21.32768537
HLA-DOA 1.276993273 3.92652492 7.818679834 2.59E-14 1.30E-13 21.27567317
S100P -2.980312971 5.030169511 -7.796241655 3.04E-14 1.52E-13 21.11742494
CACHD1 1.075990089 1.983668354 7.789738286 3.18E-14 1.59E-13 21.07162768
OASL 1.02296487 2.14068229 7.776100166 3.51E-14 1.74E-13 20.97568715
TRIM2 -1.042816916 3.404482782 -7.775364767 3.53E-14 1.75E-13 20.97051768
TGFB2 1.027039143 1.747691376 7.772363284 3.61E-14 1.79E-13 20.9494229
LRRC46 1.103976968 1.386640525 7.750682231 4.21E-14 2.08E-13 20.7972415
ALDH3B2 -1.225748905 1.696575934 -7.748037088 4.29E-14 2.11E-13 20.77869852
HSF4 -1.075873889 1.96793388 -7.745500024 4.37E-14 2.15E-13 20.76091802
HIST1H4H -1.221035234 2.446086098 -7.727356823 4.97E-14 2.43E-13 20.63390246
AOC1 -1.943943317 2.144360216 -7.721861114 5.17E-14 2.53E-13 20.59547613
MZB1 -1.619422682 3.515248781 -7.719005548 5.27E-14 2.58E-13 20.57551859
SFN -1.255605896 6.636598455 -7.701246675 5.98E-14 2.91E-13 20.45153627
C1QC 1.294026567 6.987472136 7.684963197 6.71E-14 3.25E-13 20.33805799
MMP13 -1.867035446 1.859431965 -7.684938866 6.71E-14 3.25E-13 20.33788858
RAB15 -1.056997579 3.469516102 -7.679555198 6.97E-14 3.37E-13 20.30041322
SYT12 -1.279267073 1.221780941 -7.671840414 7.37E-14 3.56E-13 20.24674831
CGREF1 -1.000909164 1.037149023 -7.670670599 7.43E-14 3.58E-13 20.23861477
ATP6V1C2 -1.096301633 1.473176644 -7.669821712 7.47E-14 3.60E-13 20.23271322
LYPD3 -1.476468825 2.051859618 -7.658140002 8.11E-14 3.90E-13 20.15155477
LAMA3 1.368636394 2.49290419 7.642572738 9.06E-14 4.35E-13 20.04355792
BATF -1.007635672 3.561559054 -7.638578313 9.31E-14 4.46E-13 20.01587569
APOBEC3B -1.154760457 1.928926886 -7.633387001 9.66E-14 4.62E-13 19.9799164
IFT57 1.062829618 4.428463761 7.612244653 1.12E-13 5.35E-13 19.83367288
LOXL2 -1.168872977 2.911744102 -7.607341356 1.16E-13 5.53E-13 19.79980356
TXNIP 1.015439937 7.506342358 7.547742353 1.76E-13 8.29E-13 19.38955109
NOXA1 -1.018754132 2.951814211 -7.543948823 1.81E-13 8.51E-13 19.36352745
ADGRF4 -1.015755231 1.021380967 -7.529889613 1.99E-13 9.35E-13 19.2671746
SLC7A11 -1.310107229 1.7125276 -7.516217054 2.19E-13 1.02E-12 19.17361281



AGR2 -1.784630135 6.723592748 -7.51529002 2.21E-13 1.03E-12 19.16727412
B3GNT6 -1.687929038 1.653499856 -7.495907829 2.53E-13 1.17E-12 19.03489341
MT1A 1.376378496 1.61381914 7.486635999 2.69E-13 1.25E-12 18.97166581
PLA1A 1.062841972 2.016154059 7.477753581 2.86E-13 1.33E-12 18.911154
SCD 1.055545164 6.151535467 7.470730795 3.01E-13 1.39E-12 18.86335276
CTSH 1.331506545 6.11243132 7.467253548 3.08E-13 1.42E-12 18.83969822
MYEOV -1.549017745 1.486051326 -7.466314609 3.10E-13 1.43E-12 18.83331248
RARRES2 1.122654802 5.127676907 7.457929376 3.29E-13 1.52E-12 18.77631368
FNDC4 -1.132790371 2.377696337 -7.455996024 3.33E-13 1.53E-12 18.76317915
HLA-DRA 1.264630963 9.958801052 7.45220248 3.42E-13 1.57E-12 18.73741525
SHE 1.081785056 1.937969697 7.445380603 3.58E-13 1.65E-12 18.69111151
DMBT1 2.144420164 3.209123404 7.444438148 3.61E-13 1.66E-12 18.68471731
TMPRSS11E -1.656152252 1.567248864 -7.424264945 4.15E-13 1.89E-12 18.54800943
SOCS3 1.053802905 5.73047037 7.420668921 4.25E-13 1.94E-12 18.52367231
HLA-DPA1 1.268098807 6.306606271 7.416357962 4.38E-13 2.00E-12 18.49450947
SEZ6L2 -1.292494233 4.124703644 -7.412211002 4.50E-13 2.05E-12 18.46646922
PTK6 -1.132424244 3.00660826 -7.402678363 4.81E-13 2.19E-12 18.40206196
HILPDA -1.103596655 3.272558292 -7.398445666 4.95E-13 2.25E-12 18.37348566
MS4A8 1.460397766 1.367175284 7.374603643 5.83E-13 2.63E-12 18.21277242
CD79A -1.563461609 3.600342303 -7.342016679 7.29E-13 3.27E-12 17.99380482
VCAN -1.211207696 3.580864852 -7.327071414 8.07E-13 3.61E-12 17.89364861
MAP7D2 -1.062865719 1.233220987 -7.323198537 8.29E-13 3.70E-12 17.86772195
C2 1.134044409 3.741194907 7.321696062 8.37E-13 3.74E-12 17.8576668
VMO1 1.016445053 2.571368792 7.31231819 8.92E-13 3.97E-12 17.79494509
S100A2 -1.727928427 3.200099944 -7.311350883 8.98E-13 4.00E-12 17.78847927
HIST1H2BK -1.052723158 5.862807149 -7.310362922 9.04E-13 4.02E-12 17.78187612
MUC3A -1.487174268 1.625691541 -7.307897349 9.20E-13 4.08E-12 17.76540041
FOXA3 -1.236235968 1.576579948 -7.304406977 9.42E-13 4.18E-12 17.74208456
CDHR3 1.107894205 1.122995672 7.303257082 9.49E-13 4.21E-12 17.73440523
PMAIP1 -1.135057658 2.884584367 -7.286717763 1.06E-12 4.69E-12 17.62406177
PRSS12 1.095264036 1.53046453 7.282908703 1.09E-12 4.81E-12 17.5986787
FOXA1 -1.101581884 3.984070461 -7.274756876 1.15E-12 5.06E-12 17.54439301
COL17A1 -1.717093629 2.028108946 -7.269077735 1.20E-12 5.26E-12 17.50660358
HIST1H2BC -1.184474916 2.581367513 -7.267303291 1.21E-12 5.32E-12 17.49480131
MGP 1.178888008 6.070119649 7.251165797 1.35E-12 5.90E-12 17.38757675
GALNT6 -1.171029207 2.933034247 -7.246706605 1.39E-12 6.07E-12 17.35798285
HLA-DRB5 1.542953919 7.458446326 7.229255693 1.57E-12 6.80E-12 17.24231358
FAM183A 1.291493235 1.759175927 7.216145716 1.71E-12 7.40E-12 17.15556981
FNDC1 -1.215726944 2.068035486 -7.200204724 1.91E-12 8.21E-12 17.05027092
RSPH1 1.116036899 1.572138945 7.174362236 2.27E-12 9.72E-12 16.87997968
C5orf49 1.066319773 1.396428644 7.16780001 2.37E-12 1.01E-11 16.83681865
PTN 1.213392307 2.212038646 7.16052481 2.49E-12 1.06E-11 16.78900678
MAOA 1.218015446 4.335704209 7.160071779 2.49E-12 1.07E-11 16.78603085
IRX2 1.603011219 2.753702311 7.150816262 2.65E-12 1.13E-11 16.72526636
HTR3A -1.207014786 1.15010292 -7.132601798 3.00E-12 1.27E-11 16.60587621
COL1A2 -1.277481878 6.801417864 -7.121606575 3.22E-12 1.36E-11 16.53392916
HLA-DRB1 1.259714279 9.082676101 7.116668727 3.33E-12 1.41E-11 16.50164865
AIM2 -1.251255623 1.856765101 -7.114569583 3.38E-12 1.42E-11 16.48793146
PTPN13 1.203933738 2.756235615 7.109918543 3.48E-12 1.47E-11 16.45755056
AKR7A3 -1.49279104 1.585097398 -7.104743061 3.61E-12 1.52E-11 16.42376351
ADAMDEC1 -1.216444996 1.899523682 -7.099255617 3.74E-12 1.57E-11 16.38796239
CDKN2A -1.395128235 1.815877743 -7.093487761 3.89E-12 1.63E-11 16.35035678
LRRN4 1.47786185 2.432122913 7.093029448 3.90E-12 1.64E-11 16.34736974
KCNK1 -1.044782679 3.276468272 -7.081402099 4.21E-12 1.76E-11 16.27164301
HLA-DPB1 1.154624988 7.043851746 7.078104425 4.31E-12 1.80E-11 16.25018484
AHNAK2 -1.185960143 2.165396979 -7.077996646 4.31E-12 1.80E-11 16.24948365



NKG7 1.182901207 3.394332521 7.048190434 5.25E-12 2.18E-11 16.05591561
SPNS2 1.08988681 2.859452593 7.00893832 6.80E-12 2.81E-11 15.8020507
HIST1H2BG -1.156684908 1.350210078 -7.00816898 6.83E-12 2.82E-11 15.79708687
MXRA5 -1.156041604 3.297239004 -7.002812359 7.08E-12 2.92E-11 15.76253831
ALDH3B1 1.073901102 4.053013257 6.995519157 7.43E-12 3.06E-11 15.71553514
COL7A1 -1.002711455 1.244832095 -6.976145747 8.43E-12 3.46E-11 15.59087784
FCER1A 1.288582742 2.036843171 6.954336869 9.73E-12 3.97E-11 15.45089826
ID1 1.254952124 5.169348827 6.9384474 1.08E-11 4.39E-11 15.34914503
LCN2 -1.930803231 5.459666504 -6.920444596 1.21E-11 4.91E-11 15.23409587
BMP5 1.027741103 2.01713281 6.860905406 1.79E-11 7.15E-11 14.85540414
CEBPA 1.037766457 3.053806196 6.849533231 1.92E-11 7.67E-11 14.78338804
ATP1B1 -1.001628816 7.314059826 -6.846619856 1.96E-11 7.80E-11 14.76495492
XAGE2 1.358794081 1.110188616 6.846187813 1.96E-11 7.82E-11 14.76222193
GPR87 -1.529225275 1.724315421 -6.82661614 2.23E-11 8.83E-11 14.63856976
C4BPA 2.013555013 5.413328962 6.805415161 2.55E-11 1.01E-10 14.50496289
CXCL14 -2.196128433 3.946928016 -6.801935595 2.61E-11 1.03E-10 14.48306867
KRT15 -1.296429477 2.192107519 -6.793333359 2.76E-11 1.08E-10 14.42898229
BASP1 -1.213128042 4.668611202 -6.789793877 2.82E-11 1.11E-10 14.40674476
ST6GALNAC1 -1.419153837 3.652576821 -6.781959606 2.97E-11 1.16E-10 14.35755939
PGC 3.16908021 4.821031022 6.776239359 3.08E-11 1.20E-10 14.32167687
SLC16A9 -1.304672459 1.85305115 -6.756831459 3.49E-11 1.35E-10 14.20012513
SPAG6 1.042794463 1.094725802 6.754702831 3.53E-11 1.37E-10 14.18681159
HIST1H2AE -1.18440875 1.455402611 -6.720520768 4.39E-11 1.69E-10 13.97350903
KCNK5 -1.092703542 3.700919526 -6.716712507 4.50E-11 1.73E-10 13.9498019
TESC -1.914582905 3.820676263 -6.710834291 4.67E-11 1.80E-10 13.91323142
SCGB3A2 2.704210374 5.998479355 6.705715732 4.83E-11 1.85E-10 13.8814093
CT83 -1.720581646 1.636830492 -6.678663474 5.73E-11 2.19E-10 13.71356966
SMKR1 -1.081232594 1.567157123 -6.647676092 6.97E-11 2.64E-10 13.52202833
LDLRAD1 1.13045002 1.467121306 6.642881312 7.18E-11 2.72E-10 13.49245861
QPCT -1.476052171 3.148090683 -6.631575539 7.71E-11 2.92E-10 13.42280751
RRAD 1.354564485 3.520643781 6.629263796 7.83E-11 2.96E-10 13.40857815
RHOBTB2 1.009528866 3.949931005 6.599469007 9.44E-11 3.55E-10 13.22556437
PRRX2 -1.049022853 1.807011923 -6.585789746 1.03E-10 3.85E-10 13.14177673
HGD -1.46123898 1.945330291 -6.554626827 1.25E-10 4.64E-10 12.95145656
COL6A3 -1.019395218 4.794610397 -6.535761161 1.40E-10 5.19E-10 12.83661611
PRAME -1.561868945 1.444250396 -6.531614549 1.44E-10 5.33E-10 12.81141274
S100A8 1.51213427 4.026172064 6.525291534 1.50E-10 5.53E-10 12.77300754
CACNG4 1.304546384 1.960411503 6.502155495 1.73E-10 6.35E-10 12.63275525
LRRC15 -1.137086129 1.83378591 -6.499048312 1.76E-10 6.47E-10 12.61395199
PLA2G4A -1.349088867 3.408730483 -6.481945964 1.96E-10 7.17E-10 12.51059503
PCP4 -1.756952617 1.944075738 -6.469916229 2.11E-10 7.71E-10 12.43803484
CST2 -1.041242401 1.472362257 -6.465576692 2.17E-10 7.91E-10 12.41188845
AC007906.2 1.387497822 1.988674247 6.465375773 2.17E-10 7.92E-10 12.41067825
MAB21L4 1.095104722 2.516109347 6.437567108 2.58E-10 9.34E-10 12.24349087
TNS4 -1.422061046 1.816732103 -6.428348501 2.73E-10 9.86E-10 12.18820551
HOXB7 -1.137614477 2.402318107 -6.421569054 2.84E-10 1.03E-09 12.14759187
MUC4 -1.266982414 2.129933075 -6.418914537 2.89E-10 1.04E-09 12.13169955
IER3 -1.013970653 5.593316371 -6.410938779 3.03E-10 1.09E-09 12.08398372
CX3CL1 1.237908455 3.67729877 6.402592225 3.19E-10 1.15E-09 12.03410455
GPX2 -2.514161871 3.223178207 -6.39944245 3.25E-10 1.17E-09 12.01529605
WFDC2 -1.380749352 7.354064111 -6.396621369 3.31E-10 1.19E-09 11.99845711
CLDN10 -1.418396859 1.671836793 -6.386653673 3.52E-10 1.26E-09 11.93901176
MT-ND6 1.129307065 10.39441835 6.384204926 3.57E-10 1.28E-09 11.92442022
TRIM31 -1.004782464 1.13545737 -6.38162177 3.63E-10 1.30E-09 11.90903301
UCHL1 -1.790201525 3.201559697 -6.373436242 3.81E-10 1.36E-09 11.86030954
HIST1H1C -1.097535712 5.766138082 -6.355556626 4.25E-10 1.51E-09 11.75407165



DUSP4 -1.295746712 3.014797485 -6.353473616 4.30E-10 1.53E-09 11.74171157
KRT16 -1.303258895 1.364246837 -6.339280229 4.69E-10 1.66E-09 11.65758502
CEMIP -1.134966323 2.555452797 -6.326680454 5.06E-10 1.79E-09 11.58304097
FOLR1 1.707505401 5.710771403 6.319856819 5.28E-10 1.86E-09 11.54272407
SCGB3A1 2.577286325 5.663899543 6.318057017 5.34E-10 1.88E-09 11.53209639
COL9A2 -1.06894202 2.408896286 -6.279778974 6.72E-10 2.35E-09 11.3066911
MUC21 -1.810030324 2.934333856 -6.229025121 9.11E-10 3.16E-09 11.00966031
ROS1 1.22229078 2.94852946 6.228088716 9.16E-10 3.18E-09 11.00419986
SLC16A14 -1.242237126 2.057976052 -6.21812377 9.72E-10 3.36E-09 10.94613574
PAEP -2.28810612 2.355393898 -6.215158604 9.90E-10 3.42E-09 10.92887387
ITGB4 -1.190469545 4.51104278 -6.209572828 1.02E-09 3.54E-09 10.8963755
RNASE1 1.213885323 8.035512453 6.207597229 1.04E-09 3.58E-09 10.88488746
TREM1 1.176763724 3.430376673 6.202621072 1.07E-09 3.68E-09 10.85596542
CIT -1.149724765 2.746352811 -6.188456949 1.16E-09 3.99E-09 10.77375273
SCNN1B 1.219794757 3.629034713 6.185765061 1.18E-09 4.05E-09 10.7581468
PGGHG -1.335870686 3.983597945 -6.176518447 1.25E-09 4.27E-09 10.70458579
HIST3H2A -1.255669264 2.528509785 -6.168611013 1.31E-09 4.46E-09 10.65883756
SFTPB 2.258564658 9.815290369 6.162501015 1.35E-09 4.62E-09 10.62352346
HLA-DQA1 1.107032665 5.027997685 6.153961109 1.42E-09 4.85E-09 10.57421647
CD24 -1.162621912 5.975198508 -6.14257395 1.52E-09 5.17E-09 10.50856338
CILP -1.023025705 1.542021561 -6.128263514 1.66E-09 5.61E-09 10.42620707
HHIPL2 -1.097597871 1.04617209 -6.127295206 1.67E-09 5.64E-09 10.42064056
GCLC -1.174741161 2.938206817 -6.126557254 1.67E-09 5.66E-09 10.41639881
MUC13 -1.84099206 1.955785507 -6.092920798 2.04E-09 6.85E-09 10.22353201
RNF128 1.161638841 2.634073826 6.091972798 2.05E-09 6.89E-09 10.21810981
SIX2 -1.000455723 1.244376116 -5.972511202 4.11E-09 1.34E-08 9.540775394
FGL1 -1.738119833 1.681771785 -5.965230736 4.29E-09 1.40E-08 9.499878058
HORMAD1 -1.025056035 1.072409266 -5.949753405 4.69E-09 1.52E-08 9.413081892
MUC15 1.131147823 2.255948196 5.946893303 4.76E-09 1.55E-08 9.397064365
GJB3 -1.183116629 1.657872289 -5.941636756 4.91E-09 1.60E-08 9.367643689
PFN2 -1.053990462 4.275997825 -5.930210763 5.24E-09 1.70E-08 9.303772146
TNNT1 -1.438485506 2.245554834 -5.915171046 5.71E-09 1.85E-08 9.219865473
PPP1R14C 1.054770264 2.856688472 5.896873308 6.35E-09 2.04E-08 9.118036395
ACHE -1.037226943 1.775391427 -5.879816694 6.99E-09 2.25E-08 9.023365783
TMEM59L -1.414887842 1.771037071 -5.837460361 8.90E-09 2.83E-08 8.789323274
ISG15 -1.08662804 5.956584338 -5.833418996 9.10E-09 2.89E-08 8.767070882
NT5E -1.132256748 3.390808914 -5.825192834 9.53E-09 3.02E-08 8.721818586
BARX1 -1.534894381 1.438220198 -5.822399455 9.69E-09 3.07E-08 8.706465036
VSTM2L -1.401415107 4.29752174 -5.815444966 1.01E-08 3.18E-08 8.668268737
MUC5B -1.957713496 2.954107759 -5.807881276 1.05E-08 3.32E-08 8.626772527
KLK10 1.194309728 1.767783748 5.806442481 1.06E-08 3.34E-08 8.618884387
LY6K -1.000037584 1.152648691 -5.790267507 1.16E-08 3.64E-08 8.530325153
SLC22A3 1.064918587 2.997786392 5.785742306 1.19E-08 3.73E-08 8.505588638
IL37 -1.511505199 1.528840214 -5.774160656 1.27E-08 3.97E-08 8.44235714
BMP6 1.04550887 1.832092719 5.770038591 1.30E-08 4.06E-08 8.419879389
TMPRSS2 1.011506107 3.947990909 5.683145038 2.11E-08 6.48E-08 7.949374976
TUBB2B -1.216449795 1.556295548 -5.678830275 2.16E-08 6.62E-08 7.926177694
FOXA2 1.143173535 3.122961786 5.660815574 2.39E-08 7.28E-08 7.829496008
VIL1 -1.172707661 1.092401695 -5.64210206 2.65E-08 8.04E-08 7.729354618
LY6D -1.244947162 1.250260426 -5.59505148 3.43E-08 1.03E-07 7.478884319
IL20RB -1.01518651 1.254734761 -5.580804473 3.70E-08 1.11E-07 7.403411976
ALOX15B 1.300245972 3.694713375 5.578940598 3.74E-08 1.12E-07 7.393551008
TCN1 -1.607438838 1.646659254 -5.57420009 3.84E-08 1.15E-07 7.368484309
TFF1 -2.067743294 2.042357297 -5.491413936 6.01E-08 1.77E-07 6.933815291
C1orf116 1.144218527 4.945848592 5.429071479 8.39E-08 2.44E-07 6.610348857
FDCSP -1.225581617 2.007736053 -5.428260457 8.43E-08 2.45E-07 6.606162767



AKR1B10 -1.930432409 1.987379205 -5.42641335 8.51E-08 2.47E-07 6.59663102
ANGPTL4 -1.200026044 3.519173927 -5.389423857 1.04E-07 2.99E-07 6.406367993
HOXC10 -1.048010713 0.995990455 -5.388686425 1.04E-07 3.00E-07 6.402586807
UBD -1.089957748 2.872955319 -5.375869654 1.11E-07 3.20E-07 6.336943346
HPGD 1.268673726 3.553224771 5.346785275 1.30E-07 3.70E-07 6.188506403
SLC34A2 1.376597815 8.043219433 5.327117273 1.44E-07 4.09E-07 6.088540313
CRLF1 -1.717304855 3.120698479 -5.325878287 1.45E-07 4.11E-07 6.082254111
HLA-DQB1 1.002545696 5.721263445 5.284224948 1.80E-07 5.07E-07 5.871689718
AGT -1.146196357 2.315159439 -5.20734824 2.68E-07 7.43E-07 5.487005306
CCL21 1.037380104 5.115779716 5.15739269 3.46E-07 9.52E-07 5.239779919
FGB -2.010364754 1.977817706 -5.112397413 4.35E-07 1.19E-06 5.018961074
KRT6A -1.572869 1.852206368 -5.041407044 6.21E-07 1.67E-06 4.674161301
ADGRF1 -1.07172463 2.009925742 -5.041212387 6.22E-07 1.67E-06 4.673221912
ARSE -1.051935721 2.671436411 -4.999202207 7.67E-07 2.04E-06 4.471262952
KLK11 1.301431037 2.316278392 4.982591756 8.33E-07 2.21E-06 4.391837176
CCL19 -1.159650416 4.026207057 -4.960100212 9.31E-07 2.46E-06 4.284676143
SPRR1B -1.31132821 1.363446388 -4.93228204 1.07E-06 2.80E-06 4.152751671
CDA -1.176233372 2.954028982 -4.908929959 1.20E-06 3.13E-06 4.04253314
SFTA3 1.070645567 4.526044444 4.902007615 1.24E-06 3.23E-06 4.009953001
SERPINB5 -1.005392367 1.1285634 -4.882701739 1.36E-06 3.53E-06 3.919312842
HABP2 -1.053353945 2.016759373 -4.833403305 1.73E-06 4.44E-06 3.68935253
CCL18 1.106253437 5.586063113 4.831974187 1.74E-06 4.47E-06 3.682718237
PCSK1N -1.056980064 2.210780096 -4.799696666 2.03E-06 5.18E-06 3.533360193
C16orf89 1.479726506 5.553843458 4.783041342 2.20E-06 5.59E-06 3.456651988
CST6 1.09614902 3.365727603 4.775679143 2.28E-06 5.79E-06 3.422822869
PRSS2 -1.303780762 1.493819559 -4.774649452 2.29E-06 5.81E-06 3.418095299
INHA -1.043850817 1.053992062 -4.750952701 2.56E-06 6.48E-06 3.30955767
SMOC1 -1.021357889 1.372756124 -4.746265333 2.62E-06 6.62E-06 3.28814733
PIGR 1.638866246 6.007079717 4.648659586 4.15E-06 1.03E-05 2.846760325
TFPI2 -1.510631513 3.491618553 -4.610934744 4.95E-06 1.22E-05 2.67844061
NAPSA 1.447940292 7.811215462 4.541323608 6.82E-06 1.66E-05 2.371195447
VSIG1 -1.204193548 1.866580495 -4.496452355 8.37E-06 2.01E-05 2.175450205
CXCL5 1.000272124 2.061809339 4.491167322 8.58E-06 2.06E-05 2.152514056
GFRA3 -1.138028273 2.071589811 -4.421379742 1.17E-05 2.78E-05 1.85200704
SERPINA1 1.052962419 6.903284399 4.41950357 1.18E-05 2.80E-05 1.843988819
KRT81 -1.014895831 1.112820587 -4.413441929 1.22E-05 2.88E-05 1.818104815
CLDN6 -1.155673932 1.263404814 -4.343704934 1.66E-05 3.86E-05 1.522707615
MMP7 -1.129636827 4.162042128 -4.286936446 2.13E-05 4.89E-05 1.285495498
SFRP2 -1.058278394 5.099654523 -4.276563857 2.22E-05 5.10E-05 1.24246875
BPIFA1 -1.986837828 3.938633125 -4.210351524 2.96E-05 6.71E-05 0.970117606
AGR3 1.156140185 4.874459036 4.173142016 3.47E-05 7.82E-05 0.818816428
MAGEA3 -1.002835156 0.921754194 -4.124471012 4.27E-05 9.53E-05 0.622818479
CCL20 -1.055346072 3.439546816 -4.08708432 4.99E-05 0.000110681 0.473733623
KRT17 -1.140366309 3.627033715 -3.939823407 9.16E-05 0.000196988 -0.101015674
CPS1 -1.256223735 1.419309141 -3.917838947 0.000100169 0.00021443 -0.185107558
SAA1 -1.037448893 3.010703781 -3.854154744 0.000129315 0.000273691 -0.426185174
TM4SF4 -1.01280689 1.321289799 -3.717667615 0.00022089 0.000454338 -0.930210896
AKR1C2 -1.159502906 2.523867683 -3.092894696 0.002079 0.003793253 -3.014883411
TFF3 -1.01779631 4.335422995 -2.907222479 0.003788187 0.006671352 -3.563219679
CALCA -1.01717155 1.22840469 -2.794251405 0.005376756 0.009258973 -3.880727664
MSMB -1.021104209 3.06997048 -2.578881861 0.010161232 0.016786706 -4.452060948



Supplementary Table 5. Expression patterns of genes shared by HRGs and DEGs in the TCGA database
gene logFC AveExpr t P.Value adj.P.Val B
CAV1 3.884711 4.883969 22.47595 1.28E-80 2.15E-78 173.0412
CAVIN1 2.107729 5.668371 17.59484 1.09E-55 6.67E-54 115.8533
NDST1 1.408346 3.613775 16.59375 9.35E-51 4.77E-49 104.5466
PPP1R15A 1.64722 4.857138 16.18172 9.38E-49 4.42E-47 99.95871
KLF6 1.671909 4.886625 15.78515 7.61E-47 3.24E-45 95.58345
GPC3 2.607174 3.200603 14.02849 1.26E-38 3.31E-37 76.75945
SRPX 1.749925 2.263775 13.88162 5.84E-38 1.48E-36 75.23211
PDGFB 1.228525 2.817479 11.85683 3.82E-29 5.50E-28 55.06498
FBP1 1.58875 5.863903 11.18639 2.11E-26 2.52E-25 48.80132
MAFF 1.001798 2.745159 10.89318 3.10E-25 3.44E-24 46.13501
IL6 1.834434 1.976962 10.76492 9.91E-25 1.07E-23 44.98328
ZFP36 1.68438 6.752456 10.58446 5.01E-24 5.14E-23 43.37802
DUSP1 1.78988 7.023695 10.50369 1.03E-23 1.03E-22 42.66549
DCN 1.583655 4.781792 10.3782 3.12E-23 3.01E-22 41.56578
ETS1 1.139514 3.96382 10.35345 3.88E-23 3.71E-22 41.34991
ATF3 1.568855 3.557186 9.637916 1.81E-20 1.43E-19 35.26603
SDC2 1.155231 3.457781 9.553253 3.67E-20 2.84E-19 34.5667
SELENBP1 1.681175 5.47572 9.030582 2.61E-18 1.77E-17 30.34975
S100A4 1.512044 7.064488 8.72812 2.85E-17 1.79E-16 27.99072
CITED2 1.127979 5.452317 8.514029 1.49E-16 8.89E-16 26.3581
PLAC8 1.369944 2.160618 8.437396 2.67E-16 1.57E-15 25.78133
SLC2A3 1.197281 3.291523 8.363412 4.68E-16 2.69E-15 25.22835
FOS 1.57483 6.265473 8.358597 4.86E-16 2.78E-15 25.19249
AKAP12 1.364938 2.335599 8.161325 2.13E-15 1.16E-14 23.73737
KDELR3 -1.95174 4.416794 -15.8275 4.77E-47 2.06E-45 96.04843
GAPDH -1.64191 9.20182 -14.6337 2.07E-41 6.34E-40 83.13271
SLC2A1 -2.68509 4.343978 -14.4539 1.41E-40 4.14E-39 81.22623
ERO1A -1.70753 4.57842 -14.3191 5.88E-40 1.65E-38 79.80469
EFNA3 -1.42926 1.725867 -13.9105 4.32E-38 1.11E-36 75.53213
LDHA -1.31613 6.845356 -13.8675 6.76E-38 1.71E-36 75.08568
ENO1 -1.23051 8.709842 -13.5139 2.64E-36 6.01E-35 71.44356
GPI -1.09344 5.203407 -12.8278 2.80E-33 5.32E-32 64.51795
TPI1 -1.11518 7.494514 -12.4761 9.25E-32 1.59E-30 61.04487
TPBG -1.26717 2.59543 -12.2918 5.66E-31 9.23E-30 59.24654
ALDOA -1.1798 7.603397 -12.2492 8.59E-31 1.39E-29 58.8327
PFKP -1.79156 4.649134 -12.0369 6.75E-30 1.02E-28 56.78489
CP -2.70249 4.572566 -11.0782 5.71E-26 6.62E-25 47.81185
IGFBP3 -1.9269 5.520419 -10.3944 2.70E-23 2.63E-22 41.70712
COL5A1 -1.69752 4.332137 -10.1567 2.16E-22 1.97E-21 39.64677
AK4 -1.27398 1.778837 -9.38215 1.51E-19 1.12E-18 33.16702
MIF -1.1439 5.148043 -9.21473 5.93E-19 4.21E-18 31.81551
IER3 -1.01397 5.593316 -6.41094 3.03E-10 1.09E-09 12.08398
ANGPTL4 -1.20003 3.519174 -5.38942 1.04E-07 2.99E-07 6.406368
INHA -1.04385 1.053992 -4.75095 2.56E-06 6.48E-06 3.309558

Up

Down



Supplementary Table 6. List of all genes in the hub (blue) module
PHEX OXLD1 CYCS GPS1 P2RX7 DNAJA3 MRPS21 HMMR FAM13C RIN3 SHCBP1 TRPT1 PKIG DPP6 ST8SIA6
DACH1 TRIM71 C10orf105 AL049634.2PLEK ACBD6 NUBP2 CRTC3 COX6A1 VASH1 SGCA VDAC1 LMAN2 GLRX3 OSBPL11
TOMM40 SCAMP3 FAM189A1INKA2 HAX1 INTS8 ECHS1 MYO1F LCP1 METAP1 ISOC2 ZFYVE9 HBB CTIF LTA4H
ADTRP PPIF FSHR PDLIM1 GGA2 MS4A4A SEMA6A SIDT2 HBG2 TXNDC17 IL16 GAS7 GPATCH4 C8B CYTH4
FOXP1 ARHGAP31NOVA2 UBE2F CSDC2 CRYAB DNAJC18 PSMA1 COLEC12 CFL1 SOX17 DUSP12 ADGRF5 GPR182 POP7
PLCE1 GTF3C2 ACKR4 TMCO2 HAVCR2 USB1 SPARC CEMIP2 FGD3 SCN1A CD300LG TPMT NDEL1 COL6A5 ANKRD20A3
SERPINE3 RAB40A GPR17 NPR2 ZFP64 SORT1 ENPP2 LEPROT PARD3B ACE GPRASP2 MYCT1 CPA3 CASZ1 DDX52
PKMYT1 USP12 BTNL9 TPPP NIPAL3 CCDC68 POLDIP2 DDX54 PARVG VSIG10 PMP22 WFS1 CPAMD8 COX7A1 ZSCAN2
FAM89B ADRB1 TMEM245NDUFA12 SYNJ2 PARK7 BEST1 TROAP ABCG1 KRTCAP2 HPRT1 LY6G6F RCSD1 SGMS2 FOXF1
MED8 PCDH12 DPM2 ITPRID2 EDNRB NKIRAS2 TMEM79 EIF5A BTK HDGF THBD MIF TMEM139CABLES1
PRKG2 PLSCR4 SLC5A4 AAMP DISP1 KCNA10 CD5L MAIP1 SUMO1 TSLP ARHGEF17MEIS1 CD101 SAMD1
AMZ2 RGL1 VAMP3 KCNAB2 LHFPL6 PSMD13 ACOXL FANCD2 CCR1 PPARGC1BNME4 AKAP7 PSMA5 MYLIP
NOP2 SATB1 PLXDC2 PTCH1 RYBP EPN3 TDRKH GALE SAP30L SERTM1 MTMR10 KIF1C CTGF STAB2
PTPRB IRF8 WFIKKN2 PUS7 BAK1 ATOH8 IGFBP7 EPCAM PRKAR1A ZNRD1 NDUFB4 NDRG4 MARCO SLITRK2
TMCO1 TGM1 PCDH15 TMEM69 PUF60 C16orf86 PIK3AP1 ANAPC7 BOLA3 EEF2KMTHMGN1 MAGED1 BZW1 NECTIN4
PHLDA2 IGSF10 JAM2 GATA6 KLHL29 TLL1 DENND2ALGALSL SELE PLAGL1 PLPP2 GPR4 TMEM109CCDC137
OTUD1 SNRPE ZNHIT3 HSPB8 S1PR1 HSPB6 FCN3 TRIM35 FAM107A ARRB2 P2RY1 CXorf40A SIK2 E2F3
PDCD6 ST6GALNAC6GIMAP7 GTSE1 SSC5D NFS1 STX7 UST JUN PXMP4 BTN3A3 LIM2 MDGA1 RUSC2
EPB41L2 FABP4 SCNM1 YIPF2 GPC5 MEN1 SNRPA1 KLRF1 AATK SH3GL3 ITLN2 MYD88 GTF2IRD1ASAH1
C1orf35 SUMO2 FEM1A TRIM59 MDH2 CKS2 GRHL2 HSD17B6 LAMP3 ZMIZ1 SUSD2 NIT2 SHARPIN PXDC1
LDHA ELN GNPNAT1 PDCD2L GIPC3 MFSD1 SIGLEC9 PTPRD MRPL20 CASP6 FAM241A EDNRA MCM4 EBNA1BP2
PDE5A LEFTY2 HSPB7 PPP1R14A EGFL7 PPIH DDX27 CEACAM21IL33 BCKDK A2M ULK2 PHACTR1 SLIT3
NOP16 OTUB1 CHST7 RILPL2 PRAM1 PYGM CAVIN1 GNL3 HNRNPABUBFD1 GNL2 LTBP4 ITGA1 PEAK3
PES1 EID1 GNGT2 SIGLEC7 CAV3 VIM IQANK1 RAB1A MAOB CHN1 RHBDD3 LYL1 NOP56 KCNAB1
HSDL2 FBLN5 FERMT3 GAB3 MYRF LRRFIP1 AMIGO1 PECAM1 PRDX2 MTX2 HSPG2 TAF9 FO681492.1SLC11A1
NTM SGCG EMP2 LILRA6 KAT2A PCLAF ETV1 KLF17 SPTBN1 HTR3C FPR1 AC004691.2ADGRE1 PHACTR2
MZT2A CYC1 AXL METTL23 AK2 PHF24 NAT9 LRRTM4 SIRPD KLHL12 ARHGAP24SLC2A9 ARHGAP30CSTF3
FAM86C1 RPL37 NOC4L COL14A1 KHDRBS2 STAT5A REM1 MYLK GAS6 B3GALNT1NDUFV1 TSPAN4 ARHGEF37HLA.DOA
PPP4C RUSC1 DDO UTP14A WSCD2 KIAA1522AIMP2 METTL26 DBN1 GCOM1 TSPYL1 RPP21 HSPB1 RASSF8
ALDOA LAMTOR2BUD23 ZDHHC18 AUP1 CD93 PDE8B WRAP73 FAM222B CDC34 ZNF593 ITPKC SCUBE1 SSPN
GALC DAP3 TMEM150BLRRC42 CCDC50 STK39 PGR SRP68 YIPF1 RNF11 HBA2 IQSEC3 TEK OTC
LCN6 DKC1 PREX1 CD302 MALSU1 TAGAP HBA1 CCDC141 PTK2B SNF8 TESK2 CDK14 TMOD2 AUNIP
PLK3 FYN RERG PUS1 TFAP4 DPY30 MSMO1 KANK3 ZCCHC24 SLC7A7 RFLNB ST3GAL2 NEK6 EFCAB14
MPLKIP DNPH1 NEXN CLEC12A LSM2 SH2D4B FGF7 SEC14L4 MRPS5 GTPBP4 NCKAP1L TXNDC12 SULT1C4 R3HDM4
MRPL22 EPB41L5 ICAM2 CXorf21 TRAIP AGTPBP1 KCNK3 SMIM22 ADAM15 CLEC3B RPP40 BCL2A1 FOXO3 BLOC1S4
RMI2 PCGF1 ARID4A COA6 FLT4 MRPL11 RGN AHCY C16orf91 TBC1D2 SNX24 NR4A1 SNX30 SLC5A9
GALNT16 CISD2 SMTNL2 JPH2 AKT3 CRK DUSP1 PLCL1 ZBTB47 ERGIC3 FOSB ANKRD33BTAGLN OGN
LPCAT3 TCP11L2 DCUN1D5 RNF38 TACC3 NEDD9 SLCO2A1 ZMYND19BEX5 TBC1D4 PSMB3 TBC1D20 CD37 MOGS
SOSTDC1 CNOT9 METTL21AMGME1 CARMIL1 PEAK1 SLC6A13 TFB2M PRF1 MOB3C KL P4HB B4GALT3 PTPRG
KCNJ5 SELENOP ATP6V1B2CXCR2 DDX55 TM9SF4 MRPL30 PODXL PTPRQ STARD9 ZNF331 NOL11 CR1 PHPT1
DENND5AKCTD10 C2orf91 HBG1 SELENBP1INMT HBEGF PLA2G5 GNG2 MCAM RAC3 AGER YARS KLF10
N4BP1 CARD6 CHEK2 PPP1CA GABARAPL1LST1 PSMB2 MAGOHB RUNX1T1 TCEAL7 ITGA9 FRY LCNL1 F8
CXCR1 IL11RA MS4A7 C10orf67 UBE2Q1 IL3RA OSCAR DNAJB4 IL1R1 ALG3 COPG1 OSTF1 SPRYD7 MRPL12
EIF3I TACC1 CLEC14A FUT11 POLD2 MRPS15 C1orf198 KDELR1 MFSD2A ADAMTS4SLC25A30STAMBP SLC6A4 TLE4
NIF3L1 ATP1A2 HSD17B10ADA2 PSME2 PER1 TBL2 PRKCE RAPGEF3 RBMS3 BDNF ANKRD39 C1QTNF1 RRP1
ANKRD1 ARHGEF16ADGRL4 MRVI1 EHD1 ZBED2 NEO1 PAMR1 MRPS23 COL1A2 ATP5MD KLF11 GIMAP1 SHC3
PRG4 HSPE1 CLDN18 CD40LG GRAP DECR2 PDGFRA TMEM208ARL15 EFCC1 ZNF485 FGD5 POLR2D NEK7
POU6F1 ZYX NLN PPIL1 CARD16 B4GAT1 H1F0 TARS2 ESAM RNF144B RAMP3 PROS1 APOL3 PEX13
ISG20L2 EMP1 ARRDC4 PRKCH CMTM2 EXOSC5 CYR61 PLXNA2 NARF EGR1 RUVBL2 TMEM204GTF3A CAT
ZFYVE19 PPIA P2RY13 ARF1 INMT.MINDY4COPS7B LAMC3 SLC1A1 C1QA ID3 CAV2 EFNB2 NIM1K TMEM62
NR2F1 SDCBP EME1 ACACB IER2 SSMEM1 ACVRL1 MS4A14 TBX2 CD300C PARVB UCHL3 PPP1R15A PFDN6
MORF4L2 CRB2 SERPING1CTSG PHOSPHO1ADAMTSL3PPFIBP1 JUND SASH1 PRICKLE1CALCOCO1FGFBP2 REPS2 NHSL1
UBE2Z BCL6B SEMA3B DES POLR3C TLN1 ILF2 PNO1 NXPE3 CCL2 HVCN1 ANKS1A GPC3 PFKP
FGFR4 QDPR FMO2 AGRP IFNGR1 ENDOU TUBA4A GUCY1A2 ERMAP STON1 THRB UBE2I EOGT EXD1
WAS LGR4 SEC61A1 GEMIN6 CIAO1 ARL13B AATF HCK CCDC9B ABI3 TSPAN14 MYOZ3 NES OLR1
SPI1 ODAM SERTAD1 FCGR2A KMO NPRL2 CCDC152 CYP17A1 TPST2 ITM2A NOB1 FKBPL EPB41L3 LAGE3
SGCB LILRA5 GIMAP8 ACTA2 MRPL24 TLR7 SLC25A22NALCN OSR1 LYVE1 HLX HLA.DPB1NDUFS3 APRT
FCGRT CELA2B METTL7ASYNPO2 ANKRD40 ANGPTL7 SIGLEC1 MYH10 PRELID1 HYAL2 ACTR5 CD53 EML1 IL34
ZNF622 PLA2G4C CENPH ANGPT1 EIF3B P2RX1 ABCB1 ABCA8 EIF2B2 TAPT1 NLE1 NOL10 ECHDC1 APBB2
ANXA3 GDF2 FBN1 ADH1B ZMYND15CAVIN2 EIF4A3 C3AR1 FHL5 MFAP3L WDR34 SH2B3 DUS4L KDM6B
SLA NDN METTL18 LPL LGI4 CYYR1 PKNOX2 MRPL44 TMEM220NDST1 GNAQ AVEN SGK1 AURKB
FGF10 PILRA RP2 AC008758.4FH SWAP70 PGAM5 NUDT5 SNRK GPR146 VSIR DBNDD1 CNKSR2 DARS
TONSL TNS2 PRRG1 COPB2 COX4I2 PPM1D ILK PGM5 INPP5A TPD52L2 JPH4 ITGA8 SIRPB2 RS1
IL10RA ALYREF CYP2U1 MYH11 TMOD3 MRPL28 PSMB4 EPHA10 HSPB3 CORIN AFF3 PIP5K1B RPN2 LIPN
PSMB5 HNRNPL SNRPA STAC MYO1B TMEM54 SCIMP ROBO4 LDB2 ARAP2 PKD2 ACADL SEMA3D NRG3
TMOD1 IQCN VWC2 ADGRE3 KIF17 LAD1 TIPRL AL645922.1SIRPB1 CEP55 IBA57 SNRPG UNC5B UQCC3
FXYD6 SRF EHD4 DOCK4 GLIPR2 LRRC59 KANK2 OLA1 CDK1 ROR1 TRPV2 MFNG PYGO2 BTG2
MRPL10 NOP14 TNFAIP8L3PCCB TTC7A SLC39A7 CALHM5 ACER3 NKD2 GJA4 LAMB1 EIF4E3 F12 ODF3L1
MZT2B SYNPO EIF6 SDC2 SRM TRHDE ERAL1 TPI1 APEX1 SPRY1 PTMA MPHOSPH8PPP1R14B TMED2
MCL1 ADCYAP1R1PYCR3 TNFRSF1BMBP FMNL3 ANXA6 PIGU RXRG SNRNP25 P3H1 ZFP36 FKBP15 COIL
ADAMTSL4SNX22 TSTA3 NAXE EEF1E1 MRPL15 RCAN1 WASF2 TARBP2 CTSO NUP88 TTC28 CCL14 ARF5
STMP1 ECSCR CADM1 STON1.GTF2A1LGDF10 SLCO3A1 AK1 XPC HSPD1 VPS72 SLCO2B1 COX8A PDE7B KPNB1
CDO1 CYBC1 ORMDL2 NTMT1 GBP4 MOCS1 CD36 SEC61G SSBP1 PHB DHRS13 02-Mar MRGBP ADD1
CTXND1 EXOC3L1 NUDT22 LYSMD1 CRISPLD2 AC008878.3MSRB3 PREB CYP26B1 DPT ANGPTL1 TMEM223SEMA3G SASH3
FAT3 KAT6B GPR65 THSD1 MS4A2 MTMR6 CENPN GSTM5 SPTAN1 ANO2 TMEM177HYAL1 MPDZ MRPL9
RBMS2 LAIR1 PFDN2 ATXN2L RHOJ CLEC9A UBE2C PPM1G FAM110D SPRY2 MEIS2 TRAK2 POLR3K TEDC2
LSAMP JPT2 CSNK2B TCF3 WNT2 FXYD1 SELPLG LRRC4B RNPS1 RPP38 RRAS NECAB1 PID1 PTGES2
ABHD5 NFAM1 MINDY2 SCARF1 FANCF PPP2R5A MCEMP1 AC142391.1SEC24D DOLPP1 AMOTL2 MTA3 TLR8 FRMPD4
CDS2 IL20RA NDRG2 PIH1D1 DIABLO ANOS1 ARHGEF3 B4GALT7 MPRIP GAB1 JTB PSMG1 SEMA5A DENND3
LRRC32 TUBB3 MYO7B CALCOCO2PA2G4 SRGAP2B MARS2 SLC35B2 WWTR1 HBM CHURC1 ARHGAP44LATS2 SSSCA1
HBZ NUP85 ELOC FARSB SND1 ZFPM2 NPM3 CLDN12 KNOP1 YWHAZ ENG SMYD5 HIGD1B DENR
CALHM2 SLC37A4 PTRH2 SLC8A3 SSR4 COPZ1 ELMO3 PDE1B HHIP LMOD3 CST5 SLC16A3 TUBB1 GPX3
BEND2 GCHFR TMED3 EIF2AK1 PROK2 PTPN6 STX2 RD3 CYP4B1 LTBP2 EFEMP1 MRPL16 IL6R SH3BGRL
INKA1 CCDC178 SLC50A1 CORO1B OVCH1 PTH1R CACNA2D2PAICS RANBP10 GNG7 NDUFAF8 MYADM GTF3C6 SFTPA1
PRX MTURN DNASE1L3STIP1 PARS2 MEFV TMEM74BNPR1 RTN1 FAM98A TSPAN7 CDADC1 COX5A PPM1F
RILP GRN UQCRH KARS PCDHGC3 RASSF5 GRIK4 TMEM47 STARD13 CDH13 PRXL2C TSEN54 UTP6 SPART
ECE2 BTN3A2 USP39 TGOLN2 VAMP2 AL662899.1MRPL19 SLC9A9 MMP19 CXCL3 DCC SFTPC ATF3 CALU
SCN2B NSUN2 FCGR1B CYGB MAN1B1 CSF3 MRAS ALKBH2 PSMA4 WISP2 GTF2E2 DHH BIRC5 MRPL17
RAN MYO1C RSPO2 DAPK2 GALNT7 KLF2 DGUOK HPGDS MYOCD SLC35A1 PLEKHA2 RFC2 DUS1L GPBAR1



TENT5B PTCRA CA3 STK10 EDN1 JCAD RCBTB2 PSMD9 MRPS33 THNSL1 MYOZ1 MYL3 ZDHHC14 LHX6
PTS SLC31A2 WNT9B ZNF239 CKAP4 TRUB2 ADRA1D CD3EAP SLIT2 ZSWIM1 DNAAF5 ZNF408 BNC1 TMEM100
ABCF2 GAB2 RAPGEF4 BICD2 TMUB1 FKBP11 C21orf62 MATK PIAS1 HGS EPRS GORASP1 CXCL12 GRK5
CFL2 PRDM11 RGS9BP SLC25A25TRIM27 TMED4 MTM1 NIPSNAP1CHCHD1 ADPRH KCNJ15 DHX37 ARAP3 BUB3
PRPF19 GNA11 CCT8 GGTLC3 TOM1L2 SUV39H2 FLCN SUSD6 CRTAC1 TIMM9 SPRY4 TGFBR3 UNC13B MTFP1
MARVELD3LMCD1 PRRG3 MRPS9 CSRP1 C11orf91 MARCKSL1CCRL2 MCOLN1 CRIM1 NHP2 DNAJC5B RNF13 AL096711.2
TUBA1C OR6K3 ZHX3 NFATC1 ARHGAP25CTSS GPD1 TMEM119HSD17B4 KLF13 PDLIM3 GAPT TNS1 IPO4
LY86 CLSTN2 TLCD2 PRDM5 ETV5 ZFP36L2 UBE2O PREX2 ID4 TNFAIP8L2EXOSC2 CALD1 POLR1C RFTN2
NRN1 CDK15 PLPP7 CLIC4 PCDHGA9 EIF1AD C1orf74 SPDL1 WNT9A MT1M IKBKE APLN SBSPON SAMD10
SLC14A1 INTS7 RCC2 PHF23 ZNF511 OLFML1 LIMD1 FBLN1 FOLR3 KLF9 PIK3R5 IP6K1 GOT2 HMCN2
RXRA CIAPIN1 GAR1 RPUSD1 HMBS FAM49A LSM4 CASKIN2 C11orf98 ST6GALNAC5KLF15 BPHL ZNF385B GIMAP4
NFASC STX11 LAMA4 NOSTRIN HM13 HPCAL1 UBALD2 JPT1 PIGC TLCD1 ETS2 RARS PALB2 CKS1B
APEX2 THRA DHTKD1 SDF2L1 PPP1R16B MRPL58 TIMM8A DUSP3 TSPAN18 CANT1 GADD45BSURF4 GOLM1 SF3B4
TMEM214PYM1 SPATS2 DYSF RANBP1 SMUG1 ABHD6 TSC22D3 RAI2 MAP3K20 STOML2 RCCD1 C17orf58 SLC19A3
HGH1 FLAD1 RFTN1 MAP3K3 MOGAT1 ASPRV1 FAM167A SLC12A4 SLC39A11TYROBP ROBO2 PGP DAB2IP METTL2A
CCDC85A JDP2 MAP3K8 FAM124B ITGBL1 C1orf131 OLFML2ACOQ9 PTPRO NIFK ZBTB4 TXNIP TTYH3 CCDC58
NPNT SFTPA2 CDH5 ACTN2 COA4 CHRM1 CCL16 TCF4 ALOX5APCCDC43 IQGAP3 SOCS2 C11orf24 CDKL5
TMEM164BPNT1 GID4 STXBP6 RAP1A GATA5 RDX STAT5B FLT1 NOP58 ZNF423 ZDHHC12 PLN TSC22D1
DENND2CWWC3 SH3D19 SPAG4 SLC24A3 SLC25A10FAM180A PCDH17 LY6G6E TGFBR2 HDLBP DLL4 NDNF NR2F6
VIPR1 RNF181 CCT7 GIMAP5 RANBP3L AC008763.3FLRT3 ZC3H15 F11 NR3C2 NEBL ADGRE5 FOXK2 AOAH
P2RY12 GPM6A AQP4 CAB39L CTTN C2orf15 COPA DLC1 FASTK NFKBIA DCN APBB1IP SNRPC PTPN1
BCS1L NUDT1 APBB1 RAB25 PDCL3 MTHFD2 FRMD4B HDAC1 MFSD9 CHD1L MRPL21 MEF2A WFDC1 PLCG2
SLBP AURKAIP1TIMP2 CD81 SERINC1 ANGPTL5 CYB5R3 AFAP1L1 DARS2 EPB41L4AUQCC2 DAAM2 MRPS7 PPP2CB
WDR77 CDC6 FCGR3A C19orf48 HIC1 CXorf40B RARRES2 UTP4 SLC27A4 PPP5D1 PTGDS MRPL3 C16orf78 GJC2
CA4 SFTPD ST14 ABLIM1 LRRC2 SH2D1B CPB2 KANK1 DRAP1 UBE2T C20orf194 UBASH3B RAB44 MRPL55
SLC37A3 CD33 C1QTNF7 LSM7 MNDA KIAA0355TMA16 SPN PTAFR FBXL7 SOX18 BSPRY HEG1 GALNT18
CRTAP VPS33A MYH2 HARBI1 ARHGAP29SRP9 FILIP1 MAF C1orf115 ATP5MC3 FCER1G RRAGB CDC123 MCRIP2
LRP1 NTNG1 GRID1 ANXA8L1 SLC19A1 CELF2 CACYBP LPXN GJA5 MID1IP1 CCIN RAB14 SH2D3C VPS25
DDR2 EMC9 TRAF7 RPS6KB2 EIF2B1 SNAP47 RGCC PDZD11 HEYL ZSCAN16 APLNR RASL12 LIN7A NOC2L
ENO1 CCT5 PSMC3 WDR12 CD68 PDF DDX39A PSMC5 SGCD SYNM LIMCH1 TRAF4 GATA2 PCSK5
KLF4 PCDHGB7 RBBP8NL FAM207A ACP6 DTYMK SMAD7 TRPC4 CBX4 S100A11 GMPPA LMBRD1 B3GAT3 IL6
KCNA5 NME2 SH3BP5 TMEM140CD276 RAMAC PTGER4 DUSP8 FRMD5 KIAA0408C1orf122 YDJC DAPK1 CETP
MORC2 FANCG MYL9 EVI2B AKAP4 BACE1 KPNA2 TTC7B SEC61B IL1RL1 LIFR MRPL47 ADGRD1 SYDE1
GLT8D2 COX5B PHLDB2 OSTC CCDC167 PPP3CC ARL6IP1 AVPR2 BZW2 NCF1 ADSS BCL2L12 GHR CCNB1
TMEM182NFIX ITGAM SAMHD1 BMPER RHOD PDGFRB TOR3A SLC44A2 LAPTM5 KIAA0040NTRK3 EFNA4 C1QB
PC RETN RSPO1 CFD MSRA RXFP1 APOBR CASQ2 FADD SCEL ERG MPEG1 RNF34 TBC1D2B
DCAF13 ADCY4 TCF21 EGR2 ARHGEF15NDUFAB1 CYTH1 PTTG1 CPSF3 SLC35B1 NACC2 C1QC PTGIR KDELR3
RRP9 NFYB LRRK2 CDKN1C ABLIM3 PI16 PLAC9 ADAMTSL2MRPL37 FLI1 ETS1 LRRC8C VSIG2 FAM43A
SMAD6 MRGPRF ATG16L1 FEZ1 MSR1 GRIA1 SH3GL1 CLIC3 SRGAP2C PCDH18 PARVA SLC39A1 RTL3 ITM2B
GRAPL DACT3 PALM2.AKAP2NAT10 GSS DOCK6 THOC6 TOM1L1 WDR45B TSPAN9 SCD5 NAA10 SSH2 P2RY14
CCDC51 CDKN1A ALDH2 SPR DOK3 MASP1 COL6A6 DAB2 EZH1 VSIG4 SCO2 CX3CR1 MSRB1 MMRN1
TWF1 NDUFS8 NR2C2AP USP54 HLA.DPA1PRMT1 MAP4 POMP BMP2 TRAF2 PNPLA6 AL049844.1GNG11 TIMM29
PTPRM ALAS2 CA5B AQP9 CDC25C NR2F2 ITGAX PDGFB SMIM15 SOX12 BCCIP BMPR2 TNS3 SH3RF3
MRPS16 TMEM216COG2 HELT TRAP1 COL4A4 KIF13A LSM12 HSPA12B CYP27A1 FYCO1 TBX4 AP1M2 OR6N1
S100A3 PAFAH1B3TPRG1 NFKBIZ FCGR1A FSTL1 MCC AIF1 TMCC3 POC1A PODN ORC6 TNXB NFIL3
IZUMO1 MAL SYNC ARID5A COBL DNAJC27 UFD1 MINK1 HLA.DRA GGCT SLC15A2 TKT KIRREL1 ACP5
TJP2 KLRB1 C14orf132 FAM184A NTN4 ZNF438 GPRIN2 RPE OR1L8 RPP25L MGP SOWAHD TMEM8A NEDD4L
ABCG2 FNBP1 IARS2 RFNG XYLB DKK3 RITA1 ANGPT4 MEA1 ARPC5L ACP1 CMKLR1 COL4A2 SERINC3
NPR3 EMILIN2 MAST3 IL17RA CALR CCDC86 RTKN RAD51 HACD4 DUOX1 CAV1 LRRN3 RAMP2 TAL1
RCC1 SRPRB SMARCB1 CD163 GAPDH ARRB1 PCYOX1 FHL1 FAM53B DDX41 DKK2 SNX1 C1orf112 LRRC20
RNF125 LILRB1 SLC25A39CLDN4 NME1 COL5A2 PDCD1LG2BOLA2B POLR2G TSPAN2 FAM71A MTCH2 PSME3 RHNO1
PLEKHO2 ADCY8 FAM189B C12orf45 CLEC4M ADRM1 RADIL CHRDL1 PTPN21 KCNT2 CREBL2 RILPL1 MPIG6B ITPA
LPAR2 FGD2 PLA2G1B RASSF2 ENTR1 PPM1M ZEB1 FAT4 LIPA PSMD12 ALOX5 MTX1 NXPH3 GFRA2
TMEM273DOCK2 LAMB2 DHCR24 PPAT MAS1L SOCS3 GPM6B WNT3A ALDH18A1TRAPPC3LGART SAPCD2 ARAP1
CASS4 MAMDC2 TRPM1 PGK1 NAALADL1FRAS1 CHPF ADAMTS15INPP5K TMEM134SCN7A CCM2L CNPY2 NUP37
MTIF2 GFRA1 FAM136A EIF1B LOXHD1 MITF C1orf162 MRPL18 SBDS C22orf39 AMOTL1 SHANK3 ADAMTS8GATA1
ITIH5 TFG HCST POLR2J ZP3 NELFA FAM220A ECM2 CXCL16 SDHAF2 FZD4 RASGRP4 PRCD B3GNTL1
ADGRL2 TGFB1I1 TSPAN12 GPR20 SCARF2 PPP1R35 WWC2 LMO7 NONO NOTCH4 MRPL2 RAPGEF1 ATXN7L3 CD52
LGI3 ABI3BP SKI PSMD11 TMEM9 DPH2 TBX3 C11orf80 NSUN5 PDZRN3 UACA RPS2 ATAD3A TARS
GORASP2 OR4N2 FBXL3 PALD1 MRPL35 PSMD14 COL4A3 RPL36A BTN3A1 SVEP1 GIMAP6 CBX3 RCE1 COL13A1
F2RL3 MECR ARC FAM114A1FAHD1 PSMC4 PRDX4 AGPAT4 SWI5 TAF12 PALLD OST4 CD86 SSH3
MYOC CLIC5 MAGI1 DAO EPM2A CPEB3 CNN1 NDUFS2 RASSF1 GFPT1 B2M PLLP PCARE NUP62
BCL2L2 TUBG1 ASPA SACM1L RECK ITIH3 SLC9A3R2TMEM258ALKAL2 SHROOM4CDC42EP2NDUFB11 TNFRSF21GYPE
PTX3 TNFSF13 SFXN1 MAML2 TMEM186CLCN2 CFP HPS5 CCDC69 PTPN5 EIF2S2 NCF2 C5AR1 SFTPB
CD200 LIMK1 BCHE SFXN4 PCDHB4 PITPNA EIPR1 CSRNP1 MRC1 PCDHGA12HOXA5 JMJD4 CRY2 SNX20
QKI CD300LB CLDN7 PNRC2 MANF MPHOSPH10SMG5 THAP4 PRDM6 PLEKHH2 PUSL1 SOX7 MMACHC HK3
PTPN14 LTBP1 HEMGN LNX2 TTC9C THEMIS2 SYNE1 MRPL27 C11orf21 BOP1 SSR2 SLC52A2 SORBS1 SAMD14
PRCC DCSTAMPLCP2 FGF2 RRP36 RECQL4 GMFG SPOCK2 LDLR GLRX2 LILRB3 MGAT3 RAB34 IRAK1
RAB11FIP1ETF1 DBF4 SORBS3 VEPH1 MYL6B PADI4 TRIB1 SYNDIG1LZNF365 GPD1L TOX2 KAZN SERPINB6
CTDSPL C1QTNF2 LONRF1 SMCO3 CHSY1 MYO19 C3orf58 FOXO4 CCDC80 PTBP1 C1orf21 ESRP1 PAQR5 DPAGT1
USHBP1 CDC45 EVC PKM SEMA6D B4GALT2 LUM LEPR RSL1D1 IL7R IL12RB1 EHD2 ABCA3 ANAPC11
TNFSF12 TMEM263APOC1 LILRB2 HECW2 AP1S1 FAM241B CPQ HRCT1 ADARB1 RTKN2 NCOA4 CHRNA2 AKAP2
GYPC ARHGAP6 UNC45B DNASE2B NT5C UNC119 GRASP GFER EVL ARHGAP23RASGRP2 SEM1 BORCS7 CD44
GARS TMEM236TM6SF1 KCNIP1 FGR EFNA3 APH1B THBS1 PDK4 MTERF3 OSTM1 FAM198A SEC13 SEC14L1
ZC3HC1 DNAJB11 PRKCQ CLDN5 VWF RIN2 U2AF2 GPIHBP1 PMPCA SCN4B SPECC1L PDIA4 ANTXR1 BANF1
TRMT112 PLA2G4F TSEN34 PLCXD2 SDF2 RUVBL1 ADAMTS1NIT1 DPYSL2 JAML FAM13B PDE2A RAE1 LMOD1
COMMD4 10-Sep CBX7 MRPL51 VSTM4 JAK1 CGNL1 UTRN SAC3D1 PLCD1 UTP18 NOTCH1 SFRP5 ADCY9
DDX56 CNOT11 KCTD12 C4orf48 PALM HECA CALCRL CAMTA2 DEPP1 SYN2 HMGCLL1LCMT1 PRSS35 GFOD1
KLHL33 BIN2 CHMP4B PLPP3 NLRC4 PAPSS2 NFIC SAMD5 04-Sep RNH1 LRRN4CL FERMT2 SLC35F2 SSTR4
IQSEC1 PNPT1 C20orf202 IFRD2 RABIF ANO6 ZFP92 NMRAL1 UROS MCTS1 ZNF366 MVB12B NACC1 AOC3
BNIP2 CXCL2 EMP3 ANXA8 BRMS1 FAM189A2CBX8 TRIM47 TMEM45BRASGEF1BNCKAP5 JAM3 GPER1 PLEKHN1
MMRN2 DDOST EXOSC1 EIF2B4 ARMCX1 ERI3 SPINT2 FIBP SPON1 PALMD C5orf67 RIOX2 CDCA3 GLMP
DPP3 CD69 SIRT7 SHMT2 LILRA1 TUFM ATP5F1C NDUFS5 LRCH1 ATP5PD AGBL1 TEX2 TAF10 PCOLCE2
CCDC54 SYNPO2L TSHZ3 TK1 ITLN1 CHRM2 F2R IWS1 CD83 TBX5 OTUD7A SNRPF MRTO4 WDR75
SPAAR KDELR2 MXD4 VARS STT3A CYBB PSMB7 CHTOP ERO1A NEGR1 SEC22C FCN1 CNRIP1 TIE1
FAM83H SIRPA SNX2 ZBTB16 LYPLA2 LNP1 BRIX1 NUTF2 TIMM23 CDKN2B SERPINH1SIGLEC14 ARHGEF10CENPL
FIBIN GCSAML FAM122A HSPB2 LUZP1 C4orf3 ATIC C7 OTULINL PIK3R1 VCL AP1S2 FILIP1L FPR2
YIF1A SPARCL1 WDR46 CBLC HNRNPC SMARCA2CCL23 YKT6 CDK5RAP1VEGFD TPSD1 SARAF RASA3 PLA2G15
C19orf24 NUDT8 MRC2 RASIP1 MPZL1 ACSL4 MSN FTSJ1 SNCA SRSF9 ACKR1 OMD MTHFD1LCLEC1A
FBP1 SERINC2 ARHGAP17MRM1 FOXF2 ZNF106 NDUFS6 PAK1 WASF3 HMGCR ARHGEF40CENPM FBXO7 FGFR2



NRROS STOM FAM78A CLNS1A PPARG ETV4 NELFE OVCH2 TIMM17ATJP1 SLC4A1 WDR4 NMUR1 STARD8
TSPAN32 SYNE3 EMC8 VPS39 TOMM40LKAT2B CNR1 FFAR4 PRICKLE2KRT79 MFAP4 SYT15 MRPS26 IFFO1
CYBRD1 DPYS TPK1 WDR74 FAM167B PRELP STYXL1 TIMP3 RIPOR1 GPI ATP5MC2 SEC14L6 INAFM2 SPINT1
TACO1 PEAR1 MRPS10 NHSL2 ROMO1 CD34 DLG3 DPEP2 FOS LRRC25 TSPAN17 RETREG1 DOK2 CORO1C
FAM162B CD244 VIP SOX13 WWP2 DTX2 GLDN APH1A GPRC5A DIXDC1 PHKA1 EPAS1 LMO2 PSMD4
N4BP2L1 AHNAK SNX25 PDZD2 STYK1 KLF6 RNF122 IGSF6 ADIPOQ TLR4 MRPS34 RGS9 TNNC1 MME
EFNB1 SLC15A3 GALK1 SOX5 MYBL2 CDK7 SGPL1 ADRA1A MAFF APOLD1 ATP5MC1 RCN1 CCT3 CSF2RB
TSACC STAC3 CASP3 TBRG4 ARHGEF6 MAD2L2 ADGRA2 NR4A3 FBXW4 PAFAH1B1MAP3K15 CACNA1CPSMD7 C18orf63
COASY RHOA CNTN6 ADRB2 PKP3 RAPGEF2 LRRC36 ITGB2 SLC39A8 NIP7 CACNA1S ATXN1L TBXA2R CHMP3
RPS6KA2 PLPPR4 C11orf96 SOX4 MED19 SYVN1 LIG3 LAMA2 UNC5C CASP1 KRTCAP3 GNAI2 GIPC2 KCNA4
SMARCA5METTL5 PAPSS1 PDCD6IP ATP5MPL P3H2 CHPF2 THOP1 IL18R1 KDF1 ABTB1 KIF22 ST6GALNAC3CPED1
POLR2H DOCK8 TMEM88 ATP1B2 TUBB6 H2AFX GOLGA5 KRT27 MRPL13 PKHD1L1 PEBP4 ANKRD29 ABHD11 TPSAB1
TBC1D9 POP5 ARHGEF39ARHGAP18GP9 LAT2 PDLIM2 CRTAM GIMAP2 ITGAL MSTO1 SESN1 RSPO4 PYCR1
HSPA5 CSTF2 TRIOBP UBE2M RAB5IF FREM3 ITPRIP ERH FCGR3B CD4 TNR TMSB10 IARS CTU2
FOXRED1 SIGLEC11 ALG8 PTGIS MEOX2 EFTUD2 FRMD3 CMTM5 MAGI2 ECI1 CYP7A1 TPSB2 FLVCR2 SELP
MYZAP TIMM10 PIK3IP1 ARHGEF26ERICH4 MBOAT7 EMCN LTC4S TGFB2 NABP2 HLF S1PR4 RMDN3 OCIAD2
CARS ARF4 EGR3 SF3B6 FRMD4A HDHD3 SIGMAR1 NATD1 KIAA1324LNPLOC4 RPN1 RNF187 PSMG3 DUOXA1
SLC27A3 UPK3B PPP6C STAP2 SRPK1 STX12 LBH CASP5 MDK CNP TIMM13 ZDHHC3 ARPC3 BOLA1
TEF PDE4B SULT1A1 TRIAP1 MLF2 EXOSC4 AKAP13 MLST8 HLA.E AIFM1 FBXL5 PHF2 PFDN4 MRPL52
CTNNAL1 PRKD1 DCHS1 RCC1L UBL3 JUNB ABCA9 TMED9 CDK5 SECISBP2LCCDC102BLSM5 GALNT15 CCT4

TPBG EGFL6 CD300LF LIMS2 CXorf36 FIG4 RAVER2 ZNF25 PRKG1 TNFAIP1 ENOPH1 EFEMP2 RGS18



Supplementary Table 7. List of identified H&IIRGs
CAV1
CAVIN1
NDST1
PPP1R15A
KDELR3
KLF6
GAPDH
ERO1A
GPC3
EFNA3
LDHA
ENO1
GPI
TPI1
TPBG
ALDOA
PFKP
PDGFB
FBP1
MAFF
IL6
ZFP36
DUSP1
DCN
ETS1
ATF3
SDC2
MIF
SELENBP1
FOS



Supplementary Table 8. Univariate Cox regression analysis in LUAD
id HR HR.95L HR.95H pvalue
ALDOA 1.391452 1.133078 1.708743 0.001621
ATF3 0.975586 0.859145 1.107807 0.703089
CAV1 1.092619 0.978841 1.219621 0.114385
DCN 0.887511 0.787653 1.00003 0.050057
DUSP1 0.978273 0.875857 1.092664 0.697034
EFNA3 1.159426 0.969638 1.386361 0.104823
ENO1 1.319533 1.034696 1.682781 0.025425
FBP1 0.784737 0.688243 0.894761 0.000293
FOS 0.924302 0.831852 1.027027 0.143198
GAPDH 1.505493 1.256657 1.803602 9.06E-06
GPC3 0.871319 0.780128 0.973169 0.0146
GPI 1.481849 1.196988 1.834501 0.000305
IL6 0.996136 0.886896 1.118832 0.947918
KDELR3 1.024022 0.869449 1.206076 0.776157
KLF6 0.995781 0.829349 1.195611 0.963857
LDHA 1.723769 1.396164 2.128245 4.12E-07
MAFF 1.269663 1.008218 1.598903 0.042403
MIF 1.24081 1.051325 1.464446 0.010712
NDST1 0.950424 0.760915 1.18713 0.654055
PDGFB 1.242008 1.040918 1.481946 0.016174
PFKP 1.273511 1.116267 1.452904 0.000323
SDC2 1.005794 0.867701 1.165865 0.938884
SELENBP1 0.838131 0.755863 0.929353 0.000808
TPI1 1.480293 1.17544 1.864211 0.000857
ZFP36 0.97745 0.860363 1.110473 0.726075



Supplementary Table 9. List of DEGs identified between high- and low-risk groups
Gene logFC AveExpr t P-value adj. P-valueB
LDHA 0.922942 6.974682 18.60254 4.62E-59 9.01E-55 122.7628
GAPDH 0.850257 9.362282 12.93322 3.36E-33 3.28E-29 64.4427
LOXL2 1.147576 3.03805 12.65719 4.87E-32 3.17E-28 61.82197
SLC2A1 1.326628 4.622609 11.82959 1.24E-28 6.05E-25 54.14166
STC1 1.139023 2.590905 11.68366 4.80E-28 1.87E-24 52.81672
ERO1A 0.845268 4.75534 11.6276 8.05E-28 2.62E-24 52.31024
PLOD2 1.165533 3.586983 11.5908 1.13E-27 3.15E-24 51.97855
GPD1L -0.79155 3.731824 -11.4299 4.93E-27 1.20E-23 50.53547
SPHK1 0.810664 1.98649 11.1233 7.92E-26 1.56E-22 47.81736
ACSS1 -0.80766 2.605283 -11.1226 7.97E-26 1.56E-22 47.81131
SELENBP1 -1.27271 5.303556 -11.085 1.12E-25 1.98E-22 47.48122
EGLN3 1.229307 2.678203 10.86653 7.83E-25 1.27E-21 45.57536
ESYT3 -0.71279 1.36614 -10.82 1.18E-24 1.78E-21 45.17216
TMPRSS2 -1.1848 3.844384 -10.7732 1.79E-24 2.49E-21 44.76862
CCNB1 0.930251 3.795787 10.72482 2.74E-24 3.56E-21 44.35167
SFTA3 -1.43596 4.42333 -10.6051 7.80E-24 9.52E-21 43.32592
PGK1 0.652392 6.752186 10.55302 1.23E-23 1.41E-20 42.8816
ADH1B -1.33573 2.188533 -10.5424 1.35E-23 1.46E-20 42.7911
C1orf116 -1.36517 4.816248 -10.5075 1.83E-23 1.88E-20 42.49442
VIPR1 -0.67745 1.468733 -10.4245 3.75E-23 3.66E-20 41.79125
ATP13A4 -1.20976 2.234654 -10.338 7.89E-23 7.34E-20 41.06281
CTSH -1.13974 5.976605 -10.2973 1.12E-22 9.93E-20 40.72104
IL6R -0.71536 3.149635 -10.2865 1.23E-22 1.04E-19 40.63038
INMT -1.09643 2.572217 -10.2439 1.77E-22 1.42E-19 40.2745
TNFAIP6 0.75449 1.949226 10.21549 2.25E-22 1.69E-19 40.0373
PLA2G4F -0.80126 1.425447 -10.1108 5.48E-22 3.82E-19 39.16723
RRM2 0.943143 3.224588 10.07041 7.72E-22 5.20E-19 38.83313
ARNTL2 0.917475 2.138183 10.01161 1.27E-21 8.25E-19 38.34831
CYP4B1 -1.73301 3.485559 -10.0028 1.36E-21 8.60E-19 38.2758
ADGRF5 -1.21817 4.60606 -9.99648 1.44E-21 8.78E-19 38.22384
VEGFD -0.89639 1.220933 -9.96983 1.80E-21 1.07E-18 38.00494
SUSD2 -1.59319 3.92636 -9.96202 1.92E-21 1.10E-18 37.94088
DLGAP5 0.827168 2.205371 9.922644 2.67E-21 1.45E-18 37.61835
TMEM158 0.749001 1.434108 9.916128 2.82E-21 1.49E-18 37.56505
TMEM125 -0.86587 5.204755 -9.85194 4.83E-21 2.36E-18 37.0413
BUB1B 0.71763 1.947708 9.817498 6.43E-21 3.06E-18 36.76122
FBP1 -0.84478 5.688654 -9.74477 1.17E-20 5.33E-18 36.17192
NCAPG 0.727578 1.813076 9.732288 1.30E-20 5.78E-18 36.07112
KPNA2 0.770084 4.928798 9.634083 2.92E-20 1.27E-17 35.28082
LYPD3 1.169224 2.205543 9.630469 3.01E-20 1.28E-17 35.25184
CCNB2 0.792082 2.77867 9.618999 3.31E-20 1.37E-17 35.15991
ANLN 0.925484 2.761223 9.6076 3.63E-20 1.48E-17 35.06863
TPX2 1.022113 3.635697 9.599532 3.88E-20 1.52E-17 35.00407
FAM189A2 -0.74408 1.722085 -9.59939 3.89E-20 1.52E-17 35.00293
C16orf89 -1.87371 5.392011 -9.59379 4.07E-20 1.56E-17 34.95818
KIF4A 0.799928 2.175688 9.590408 4.18E-20 1.57E-17 34.9311
CLIC5 -0.91572 1.796515 -9.58517 4.37E-20 1.61E-17 34.88924
FAM83D 0.794692 2.555747 9.538517 6.39E-20 2.27E-17 34.51701
MTHFD2 0.687285 4.025153 9.464615 1.17E-19 4.06E-17 33.92994
SMOX 0.690834 2.331715 9.462347 1.19E-19 4.07E-17 33.91198
MAD2L1 0.671107 1.950988 9.4454 1.36E-19 4.51E-17 33.77782
CDCA5 0.800078 2.521235 9.436644 1.46E-19 4.76E-17 33.70857
ARHGAP11A0.614092 1.766105 9.423383 1.63E-19 5.21E-17 33.60377
ABCC6 -0.62608 1.759492 -9.40708 1.86E-19 5.85E-17 33.4751



CCNA2 0.802635 2.770297 9.363304 2.64E-19 7.94E-17 33.13028
GREM1 0.979669 1.857621 9.350707 2.93E-19 8.66E-17 33.03127
CDC6 0.737764 2.173298 9.323219 3.65E-19 1.06E-16 32.81554
BTBD9 -0.59372 2.730217 -9.31325 3.95E-19 1.14E-16 32.73739
CACNA2D2-1.27731 2.531727 -9.30529 4.21E-19 1.19E-16 32.67511
CDKN3 0.790975 2.299901 9.278932 5.20E-19 1.45E-16 32.4689
STC2 0.786308 1.700869 9.276545 5.31E-19 1.46E-16 32.45025
SKA1 0.616556 1.427355 9.268715 5.65E-19 1.53E-16 32.38909
BIRC5 0.940798 3.164282 9.265311 5.80E-19 1.55E-16 32.36253
GGTLC1 -1.44076 2.546767 -9.2414 7.03E-19 1.85E-16 32.17606
SNX30 -0.70251 2.652872 -9.20753 9.20E-19 2.36E-16 31.91248
EXO1 0.630538 1.5465 9.187509 1.08E-18 2.74E-16 31.757
PLK1 0.725498 2.478948 9.18455 1.10E-18 2.77E-16 31.73404
ABCA3 -1.23785 4.351847 -9.17662 1.18E-18 2.91E-16 31.67256
HLF -0.86615 1.634243 -9.15538 1.39E-18 3.29E-16 31.50801
CDC20 0.960707 3.777043 9.133987 1.65E-18 3.83E-16 31.34254
FOXM1 0.853833 2.701786 9.132467 1.67E-18 3.84E-16 31.33079
ECT2 0.694692 3.19277 9.105939 2.06E-18 4.62E-16 31.12602
CD302 -0.61132 2.104538 -9.10104 2.14E-18 4.75E-16 31.08824
CTHRC1 1.04334 4.887631 9.092379 2.29E-18 4.97E-16 31.02152
CGNL1 -0.624 2.23795 -9.0841 2.45E-18 5.25E-16 30.95774
KIF23 0.632306 1.806421 9.070544 2.72E-18 5.78E-16 30.85348
SLC16A3 0.760406 4.228423 9.04665 3.29E-18 6.83E-16 30.66992
PLPP4 0.656617 0.964836 9.033703 3.64E-18 7.40E-16 30.5706
PRR11 0.706783 2.182773 9.030582 3.73E-18 7.51E-16 30.54668
C1QTNF6 0.619862 2.285277 8.993279 5.00E-18 9.95E-16 30.26116
CEP55 0.790209 2.743194 8.991651 5.06E-18 9.98E-16 30.24872
HMMR 0.674488 2.053813 8.978992 5.59E-18 1.09E-15 30.15203
HSD17B6 -1.07461 2.672274 -8.97605 5.72E-18 1.10E-15 30.12956
HJURP 0.758142 2.103634 8.941298 7.50E-18 1.42E-15 29.86472
NUSAP1 0.711653 3.308997 8.933768 7.95E-18 1.49E-15 29.80743
PBK 0.802442 2.118148 8.91609 9.13E-18 1.68E-15 29.67305
CFAP221 -0.63388 1.210609 -8.90615 9.86E-18 1.80E-15 29.59759
ATP8A1 -0.71892 2.294049 -8.90165 1.02E-17 1.85E-15 29.56344
NCAPH 0.70456 2.180231 8.864978 1.36E-17 2.41E-15 29.28565
SPOCK1 0.842373 1.258565 8.822068 1.89E-17 3.27E-15 28.96164
MAMDC2 -0.73769 1.53598 -8.80252 2.20E-17 3.70E-15 28.81441
PFKP 0.832288 4.825851 8.784937 2.52E-17 4.10E-15 28.6822
ADAM12 0.74547 1.645666 8.778429 2.65E-17 4.25E-15 28.63331
BUB1 0.671308 2.128179 8.769409 2.84E-17 4.51E-15 28.5656
CDC45 0.685968 2.030416 8.765056 2.94E-17 4.63E-15 28.53294
CDK1 0.762874 3.004714 8.745778 3.41E-17 5.32E-15 28.38843
RASGRF1 -0.70564 1.06476 -8.73576 3.68E-17 5.70E-15 28.31346
ITGA5 0.68966 3.627662 8.726636 3.95E-17 6.04E-15 28.24517
VEPH1 -0.70435 1.375904 -8.71732 4.24E-17 6.33E-15 28.17552
KIF2C 0.787132 2.594228 8.717095 4.25E-17 6.33E-15 28.17386
LAMP3 -1.03726 4.220923 -8.70808 4.55E-17 6.73E-15 28.10655
COL11A1 1.238915 2.137247 8.697542 4.93E-17 7.18E-15 28.02788
VSIG2 -1.29228 3.243461 -8.69461 5.04E-17 7.23E-15 28.006
AK1 -0.62656 2.776513 -8.69438 5.05E-17 7.23E-15 28.00431
UCK2 0.680442 2.205755 8.678445 5.71E-17 7.96E-15 27.88554
UBE2C 1.105141 4.356292 8.673784 5.91E-17 8.19E-15 27.85084
KIF20A 0.650701 2.383569 8.66135 6.50E-17 8.92E-15 27.75832
LMO3 -1.04697 3.088905 -8.62541 8.55E-17 1.16E-14 27.49141
SHH -0.59993 1.070961 -8.61775 9.06E-17 1.21E-14 27.43469
SERPINE1 1.011093 4.531727 8.591909 1.10E-16 1.44E-14 27.24343



NDC80 0.652398 1.90347 8.589377 1.12E-16 1.46E-14 27.22471
FOSL1 0.989546 2.212335 8.574632 1.26E-16 1.62E-14 27.1158
TMEM163 -0.83523 2.292071 -8.55216 1.49E-16 1.91E-14 26.95006
PXMP4 -0.66629 2.781622 -8.54622 1.56E-16 1.97E-14 26.90632
PRR15L -0.94133 5.064927 -8.52045 1.89E-16 2.37E-14 26.71674
FNIP2 -0.61515 2.776098 -8.51898 1.91E-16 2.38E-14 26.70598
CPAMD8 -0.77612 1.611009 -8.51273 2.01E-16 2.47E-14 26.66009
KLF15 -0.7126 1.596427 -8.51222 2.01E-16 2.47E-14 26.65635
TUBB3 0.586762 1.367247 8.484237 2.49E-16 3.03E-14 26.45113
PLA2G1B -1.13072 1.822874 -8.46396 2.89E-16 3.44E-14 26.30277
SCN7A -0.62098 1.335542 -8.46105 2.96E-16 3.50E-14 26.28146
PRC1 0.641282 2.617065 8.456895 3.05E-16 3.59E-14 26.25112
CENPA 0.688752 1.84157 8.443589 3.37E-16 3.92E-14 26.15396
C7 -1.17536 3.341665 -8.43754 3.53E-16 4.07E-14 26.10981
MMP12 1.322584 3.217694 8.435849 3.57E-16 4.10E-14 26.09749
DUOX1 -0.84959 2.032929 -8.42217 3.96E-16 4.52E-14 25.99778
FSCN1 0.917044 4.506128 8.421068 3.99E-16 4.53E-14 25.98976
KIF11 0.636695 2.500135 8.417562 4.10E-16 4.58E-14 25.96423
DLC1 -0.75986 2.701866 -8.4144 4.19E-16 4.65E-14 25.94125
RACGAP1 0.60145 2.989398 8.407125 4.43E-16 4.86E-14 25.88828
DUOXA1 -0.7845 1.858684 -8.40303 4.57E-16 4.98E-14 25.85848
AURKA 0.728142 2.914967 8.400727 4.64E-16 4.98E-14 25.84175
CDKL2 -0.72128 1.667209 -8.39097 4.99E-16 5.30E-14 25.77082
ADAMTS120.610946 1.727419 8.38801 5.11E-16 5.39E-14 25.74934
MMP14 0.725271 5.958977 8.386029 5.18E-16 5.42E-14 25.73496
MELK 0.746045 2.316667 8.368005 5.93E-16 6.12E-14 25.6042
NEK2 0.721382 2.317009 8.35441 6.56E-16 6.74E-14 25.50571
HMGA1 0.762041 6.518265 8.336753 7.48E-16 7.56E-14 25.37798
NKX2-1 -1.14154 5.282582 -8.32613 8.09E-16 8.14E-14 25.30122
RHOV 1.154341 3.183901 8.317233 8.64E-16 8.65E-14 25.237
POSTN 0.924639 5.165232 8.30058 9.77E-16 9.68E-14 25.11693
SLC15A2 -0.69368 2.102868 -8.29866 9.91E-16 9.77E-14 25.10311
ADM 0.853708 2.771472 8.297381 1.00E-15 9.82E-14 25.09388
RAD51AP1 0.606441 2.091234 8.285777 1.09E-15 1.06E-13 25.01034
SULF1 0.946416 3.770381 8.281114 1.13E-15 1.09E-13 24.9768
SCTR -1.06107 2.099028 -8.26618 1.26E-15 1.21E-13 24.86947
PRDM16 -0.61391 1.147115 -8.25221 1.40E-15 1.32E-13 24.76917
LRRK2 -1.00695 2.344896 -8.24894 1.43E-15 1.35E-13 24.74572
DAPK1 -0.6258 3.282066 -8.22428 1.71E-15 1.59E-13 24.56911
COL4A3 -0.71096 1.557345 -8.21212 1.88E-15 1.73E-13 24.48216
TWIST1 0.609377 0.969815 8.197728 2.08E-15 1.89E-13 24.37936
GPC6 0.709752 1.663052 8.183539 2.31E-15 2.08E-13 24.27816
TOP2A 0.859033 3.927017 8.1697 2.56E-15 2.28E-13 24.17958
GFPT2 0.593251 1.957962 8.165734 2.63E-15 2.33E-13 24.15135
MKI67 0.729118 2.53614 8.165668 2.63E-15 2.33E-13 24.15088
EMP2 -0.61967 4.652927 -8.13042 3.41E-15 2.89E-13 23.90047
AQP4 -1.26256 2.934779 -8.12581 3.52E-15 2.98E-13 23.86778
CENPW 0.68942 3.06228 8.111572 3.91E-15 3.28E-13 23.7669
LOX 0.687659 2.802323 8.110872 3.93E-15 3.28E-13 23.76195
COL5A2 0.851208 4.46397 8.09689 4.35E-15 3.60E-13 23.66303
KIFC1 0.720787 2.844094 8.095897 4.38E-15 3.61E-13 23.65601
SCGB3A2 -2.09188 5.715086 -8.08804 4.64E-15 3.80E-13 23.60048
ITGA9 -0.61144 2.231255 -8.08382 4.78E-15 3.91E-13 23.57069
AGER -1.32649 3.74982 -8.06499 5.48E-15 4.42E-13 23.43782
PCLAF 0.60221 2.316115 8.060886 5.65E-15 4.54E-13 23.4089
PEBP4 -1.30498 2.764375 -8.05315 5.97E-15 4.76E-13 23.35441



NAMPT 0.761417 4.47097 8.048744 6.16E-15 4.89E-13 23.3234
PTTG1 0.691999 3.436654 8.041486 6.50E-15 5.11E-13 23.27234
SEC14L6 -0.62536 1.265521 -7.99731 8.93E-15 6.95E-13 22.96232
GJB2 1.067127 3.1945 7.99495 9.09E-15 7.04E-13 22.94576
PLAUR 0.689874 4.119753 7.984052 9.83E-15 7.55E-13 22.8695
PMAIP1 0.787686 2.982881 7.976655 1.04E-14 7.93E-13 22.81778
MYBL2 0.998513 3.747806 7.964539 1.13E-14 8.56E-13 22.73315
NFIX -0.70756 3.458955 -7.95528 1.21E-14 9.11E-13 22.66852
PIGR -1.80658 5.832103 -7.93987 1.35E-14 1.01E-12 22.56114
UBE2S 0.634778 2.776711 7.912003 1.65E-14 1.21E-12 22.3673
CDCA8 0.666683 2.925218 7.906636 1.71E-14 1.25E-12 22.33004
NAPSA -1.62886 7.662918 -7.89724 1.83E-14 1.32E-12 22.26483
SFTPB -1.88067 9.55676 -7.89138 1.91E-14 1.37E-12 22.22422
ANGPTL4 1.102754 3.627126 7.872084 2.19E-14 1.56E-12 22.09058
KIF18B 0.620566 1.729671 7.858262 2.41E-14 1.71E-12 21.99502
NUF2 0.652348 2.014769 7.855991 2.45E-14 1.73E-12 21.97933
LIFR -0.61482 2.489257 -7.8519 2.53E-14 1.77E-12 21.95107
RNASE1 -0.99615 7.909878 -7.8493 2.57E-14 1.80E-12 21.93314
METTL7A -0.64956 4.013381 -7.84185 2.71E-14 1.88E-12 21.88173
AURKB 0.728181 2.555211 7.834798 2.85E-14 1.97E-12 21.83309
ST3GAL5 -0.7582 3.67318 -7.80312 3.57E-14 2.38E-12 21.61509
CD1C -0.75584 1.871032 -7.79296 3.83E-14 2.54E-12 21.5453
SLC7A5 0.852248 4.397569 7.786421 4.01E-14 2.62E-12 21.50042
DSG2 0.667551 4.821206 7.782555 4.12E-14 2.68E-12 21.47391
COL12A1 0.953547 2.910077 7.778662 4.24E-14 2.73E-12 21.44722
HOPX -1.1353 4.642892 -7.76655 4.62E-14 2.96E-12 21.36428
CXCL8 1.041102 3.829151 7.764971 4.67E-14 2.98E-12 21.35344
ICAM5 -0.64962 1.546893 -7.7605 4.82E-14 3.06E-12 21.32285
TK1 0.751594 4.761218 7.75711 4.93E-14 3.13E-12 21.29965
PIFO -0.71791 1.885539 -7.74675 5.31E-14 3.34E-12 21.2288
CAVIN2 -0.77841 3.330876 -7.72914 6.01E-14 3.75E-12 21.10861
KRT6A 1.532579 1.978503 7.72537 6.17E-14 3.82E-12 21.08291
ZWINT 0.635051 3.625237 7.705069 7.11E-14 4.35E-12 20.94464
CHRDL1 -0.82549 2.071768 -7.68507 8.18E-14 4.96E-12 20.80869
SFTPC -2.31342 5.152663 -7.67513 8.76E-14 5.26E-12 20.74124
ALDH2 -0.59298 4.401797 -7.67433 8.81E-14 5.28E-12 20.73579
TNNC1 -0.79867 2.275905 -7.65067 1.04E-13 6.15E-12 20.57557
SPAG5 0.618391 2.549771 7.646241 1.07E-13 6.32E-12 20.54559
MDFI 0.744761 3.063786 7.641 1.11E-13 6.50E-12 20.51015
B3GNT8 -0.7982 3.07348 -7.63521 1.16E-13 6.72E-12 20.47103
STEAP1 0.893483 3.431295 7.621668 1.27E-13 7.25E-12 20.37961
ZNF385B -0.80056 1.350001 -7.61942 1.29E-13 7.33E-12 20.36448
TDRD10 -0.66344 1.292001 -7.60969 1.38E-13 7.77E-12 20.29885
MCM4 0.595462 3.636753 7.606416 1.41E-13 7.93E-12 20.27681
SFTPD -1.53842 5.824874 -7.59938 1.48E-13 8.28E-12 20.22943
CYP24A1 1.356082 2.933751 7.581459 1.68E-13 9.29E-12 20.10893
CYB5A -0.66048 3.925475 -7.57601 1.74E-13 9.60E-12 20.07231
GJB3 0.975003 1.771724 7.575871 1.75E-13 9.60E-12 20.07141
SCGB3A1 -1.97816 5.395648 -7.56077 1.94E-13 1.05E-11 19.97007
CLEC3B -0.77058 2.671113 -7.55348 2.04E-13 1.10E-11 19.92124
CCNE1 0.623479 1.878211 7.549907 2.09E-13 1.13E-11 19.89732
FAM83A 1.073681 3.717893 7.547533 2.12E-13 1.14E-11 19.88143
IFT57 -0.67785 4.319374 -7.54397 2.18E-13 1.16E-11 19.8576
TRIP13 0.679341 2.527445 7.532396 2.36E-13 1.25E-11 19.78019
GPR160 -0.64285 3.194564 -7.52479 2.48E-13 1.30E-11 19.72935
INHBA 0.688777 2.577999 7.521407 2.54E-13 1.32E-11 19.70679



COL4A4 -0.59065 1.832125 -7.52082 2.55E-13 1.32E-11 19.70285
CLDN18 -1.38177 2.415768 -7.48548 3.25E-13 1.66E-11 19.4674
DRAM1 -0.714 4.794067 -7.46952 3.62E-13 1.83E-11 19.36136
ZDHHC11B-0.64659 1.24892 -7.4657 3.72E-13 1.87E-11 19.33604
UNC13B -0.62002 4.072646 -7.45358 4.04E-13 2.02E-11 19.25566
WIF1 -1.23548 2.023215 -7.43056 4.73E-13 2.30E-11 19.10323
FMO5 -0.85349 2.921446 -7.39813 5.89E-13 2.80E-11 18.8892
NPC2 -0.74297 7.404507 -7.38555 6.42E-13 3.02E-11 18.80639
MS4A15 -1.15203 1.785124 -7.35841 7.71E-13 3.57E-11 18.62809
STRIP2 0.591851 1.266443 7.354163 7.94E-13 3.65E-11 18.60025
RAP1GAP -0.87086 3.611509 -7.35278 8.01E-13 3.67E-11 18.59115
AHNAK2 0.796761 2.284732 7.348237 8.26E-13 3.78E-11 18.56141
THBS2 0.867956 4.551828 7.319843 1.00E-12 4.47E-11 18.37564
SLC6A8 0.692218 2.7927 7.311384 1.06E-12 4.71E-11 18.32041
SLC47A1 -0.60796 1.501516 -7.30446 1.11E-12 4.91E-11 18.27522
IGFBP3 0.85908 5.725137 7.28408 1.27E-12 5.58E-11 18.14249
CXCL17 -1.17986 7.040542 -7.27338 1.37E-12 5.94E-11 18.07294
CD109 0.666765 1.933074 7.25746 1.52E-12 6.54E-11 17.96954
CEBPA -0.70763 2.955524 -7.22407 1.90E-12 7.99E-11 17.75335
TMEM130 -0.76526 1.619612 -7.21168 2.06E-12 8.54E-11 17.6733
C5orf38 -0.80946 1.878268 -7.1706 2.71E-12 1.10E-10 17.40879
SLC34A2 -1.20911 7.903006 -7.16334 2.84E-12 1.15E-10 17.36215
PARM1 -0.84212 4.790917 -7.14873 3.13E-12 1.25E-10 17.26846
LAMC2 0.936206 4.784413 7.146845 3.17E-12 1.27E-10 17.25636
COL3A1 0.886755 7.756234 7.143921 3.23E-12 1.29E-10 17.23762
PLAU 0.954808 5.209179 7.131167 3.52E-12 1.39E-10 17.15599
DOK4 -0.64135 3.509914 -7.12752 3.60E-12 1.41E-10 17.13267
SCNN1B -0.91703 3.5034 -7.11839 3.82E-12 1.49E-10 17.07436
VCAN 0.761943 3.710208 7.114453 3.92E-12 1.52E-10 17.04919
FHL2 0.675369 3.118772 7.106712 4.13E-12 1.59E-10 16.9998
MYBPHL -0.72449 1.166634 -7.09032 4.60E-12 1.75E-10 16.89534
SLC16A1 0.699228 2.049733 7.08814 4.67E-12 1.77E-10 16.88147
SLC26A9 -1.01897 2.48465 -7.08436 4.78E-12 1.81E-10 16.85742
FOLR1 -1.25077 5.529289 -7.08105 4.89E-12 1.85E-10 16.83637
TROAP 0.607677 1.929396 7.062505 5.52E-12 2.04E-10 16.71856
PCDH7 0.60808 1.408585 7.000768 8.26E-12 2.88E-10 16.3282
UBE2T 0.626483 3.961279 6.978157 9.56E-12 3.30E-10 16.18592
KRT16 0.933001 1.503077 6.97509 9.75E-12 3.35E-10 16.16666
SLCO4C1 -0.65893 1.693994 -6.96871 1.02E-11 3.48E-10 16.1266
SLC22A31 -1.14934 4.605144 -6.9572 1.10E-11 3.70E-10 16.05439
C4BPA -1.34294 5.21102 -6.94569 1.18E-11 3.94E-10 15.98227
ADGRF4 0.616102 1.125398 6.940465 1.22E-11 4.05E-10 15.94961
DUSP5 0.623946 3.945123 6.935793 1.26E-11 4.17E-10 15.92039
SLC22A3 -0.83726 2.88427 -6.93216 1.29E-11 4.24E-10 15.89767
MT2A 0.784735 6.09618 6.906456 1.52E-11 4.90E-10 15.73729
DNALI1 -0.65046 2.61443 -6.9028 1.56E-11 5.00E-10 15.71449
IRX2 -1.00727 2.576296 -6.90214 1.56E-11 5.01E-10 15.71043
EIF4EBP1 0.666432 4.997646 6.893969 1.65E-11 5.24E-10 15.65954
HILPDA 0.664954 3.398209 6.888469 1.70E-11 5.37E-10 15.62534
HLA-DMA -0.64607 5.804636 -6.8773 1.83E-11 5.71E-10 15.55594
COL1A2 0.788892 6.935085 6.860901 2.03E-11 6.27E-10 15.45422
RHOBTB2 -0.6751 3.846003 -6.84296 2.28E-11 6.95E-10 15.34315
PGC -2.10189 4.505488 -6.83904 2.34E-11 7.10E-10 15.31894
MBIP -0.60863 4.426332 -6.83027 2.47E-11 7.48E-10 15.26476
CERS4 -0.6283 3.296529 -6.80588 2.89E-11 8.56E-10 15.11442
MLPH -0.70516 4.431552 -6.80221 2.96E-11 8.72E-10 15.09183



SHE -0.64367 1.826389 -6.79514 3.09E-11 9.07E-10 15.04831
MXRA5 0.725696 3.424311 6.781725 3.37E-11 9.77E-10 14.96593
GGT6 -0.80026 1.843327 -6.78081 3.39E-11 9.81E-10 14.96032
GPC3 -0.81847 2.941852 -6.77668 3.48E-11 1.00E-09 14.93497
HOXD1 -0.65918 1.204294 -6.771 3.60E-11 1.03E-09 14.90014
FOXA2 -0.90017 3.001813 -6.76773 3.68E-11 1.05E-09 14.8801
COL1A1 0.915062 7.644074 6.751395 4.08E-11 1.16E-09 14.78013
ACSL5 -0.72263 5.115936 -6.73008 4.67E-11 1.31E-09 14.64999
SLC40A1 -0.65409 5.188408 -6.70918 5.32E-11 1.48E-09 14.52267
FCER1A -0.80671 1.89648 -6.7087 5.34E-11 1.48E-09 14.51975
ACKR1 -0.72784 2.328775 -6.70513 5.46E-11 1.51E-09 14.49803
IRX5 -0.68198 2.418061 -6.70084 5.61E-11 1.55E-09 14.47196
PTPN13 -0.73877 2.634418 -6.69549 5.80E-11 1.59E-09 14.43944
ZNF750 -0.68368 1.921752 -6.68041 6.38E-11 1.73E-09 14.34798
MMP1 1.241549 4.016607 6.668824 6.86E-11 1.85E-09 14.27781
C15orf48 0.980271 4.599305 6.656468 7.41E-11 1.96E-09 14.20308
MYEOV 0.908057 1.629274 6.647462 7.84E-11 2.07E-09 14.14869
CDA 1.032771 3.050658 6.640971 8.16E-11 2.15E-09 14.10952
PRG4 -0.6197 1.008973 -6.63514 8.46E-11 2.22E-09 14.07434
C9orf152 -0.72392 2.778167 -6.63388 8.53E-11 2.23E-09 14.0668
MGP -0.70376 5.951468 -6.63233 8.61E-11 2.25E-09 14.05743
SFRP2 1.049648 5.213651 6.630034 8.73E-11 2.28E-09 14.0436
CLIC6 -1.03521 4.546789 -6.61491 9.60E-11 2.48E-09 13.95261
TNS4 0.955574 1.956546 6.603435 1.03E-10 2.64E-09 13.88366
CYP27A1 -0.61438 4.226054 -6.59529 1.08E-10 2.77E-09 13.83478
COL7A1 0.61863 1.35844 6.593707 1.09E-10 2.79E-09 13.82531
ALOX15B -0.99491 3.558383 -6.59055 1.12E-10 2.83E-09 13.80638
AK4 0.587213 1.902197 6.573501 1.24E-10 3.09E-09 13.70432
SUSD4 -0.60386 1.845605 -6.56465 1.31E-10 3.24E-09 13.6514
SELENOP -0.62766 3.849257 -6.51514 1.78E-10 4.21E-09 13.3566
BMP3 -0.78586 1.964947 -6.4859 2.13E-10 4.94E-09 13.18339
KCNK5 -0.6929 3.807591 -6.47826 2.23E-10 5.13E-09 13.13826
A2M -0.6379 7.081351 -6.46038 2.48E-10 5.62E-09 13.03276
TMEM45A 0.645304 2.199651 6.439732 2.82E-10 6.30E-09 12.91124
COL5A1 0.693882 4.515635 6.438212 2.84E-10 6.35E-09 12.9023
GGH 0.657177 2.859242 6.419056 3.19E-10 7.06E-09 12.78988
TCEA3 -0.63242 4.014463 -6.41829 3.21E-10 7.09E-09 12.7854
LGALS1 0.609149 7.389476 6.399099 3.61E-10 7.87E-09 12.67306
NDNF -0.85371 3.727096 -6.3648 4.43E-10 9.57E-09 12.473
MMP11 0.934943 3.251725 6.360464 4.55E-10 9.78E-09 12.44778
PTGDS -0.78956 4.300786 -6.3599 4.57E-10 9.80E-09 12.4445
MFSD2A -0.62002 3.24231 -6.35786 4.62E-10 9.89E-09 12.43265
CPXM1 0.585259 2.508784 6.357191 4.64E-10 9.92E-09 12.42874
TLR2 -0.59172 3.320283 -6.33422 5.33E-10 1.12E-08 12.2954
PTHLH 0.590348 1.125977 6.32043 5.79E-10 1.20E-08 12.21556
AQP3 -1.00742 6.628751 -6.31894 5.84E-10 1.21E-08 12.20691
PI3 0.993948 2.017437 6.29677 6.67E-10 1.36E-08 12.0789
COL15A1 0.616175 3.023044 6.290192 6.94E-10 1.41E-08 12.04099
KYNU 0.595069 1.194366 6.28408 7.19E-10 1.46E-08 12.00578
HLA-DPB1 -0.67201 6.911599 -6.27995 7.37E-10 1.49E-08 11.98202
ABO -0.63053 2.452745 -6.27952 7.39E-10 1.49E-08 11.97953
DES -0.68199 1.91941 -6.27427 7.63E-10 1.53E-08 11.94935
TPPP3 -0.80715 3.365675 -6.27409 7.64E-10 1.53E-08 11.94834
FHL1 -0.5875 2.334896 -6.26608 8.01E-10 1.59E-08 11.90231
CYP4X1 -0.68408 2.227706 -6.26063 8.27E-10 1.63E-08 11.87103
PALM3 -0.67097 1.963056 -6.23477 9.65E-10 1.88E-08 11.7229



GZMB 0.683415 2.642897 6.229794 9.93E-10 1.92E-08 11.69443
CPE 0.850001 4.910169 6.221881 1.04E-09 1.99E-08 11.64923
DDIT4 0.647912 5.553565 6.217913 1.07E-09 2.03E-08 11.62659
APOD -0.98617 3.655639 -6.18467 1.30E-09 2.44E-08 11.43739
SFTA2 -1.05102 6.980478 -6.17941 1.34E-09 2.51E-08 11.40751
SFTPA1 -1.74891 7.890994 -6.17822 1.35E-09 2.53E-08 11.40078
ATOH8 -0.70591 2.035062 -6.16507 1.46E-09 2.71E-08 11.3262
EPHX1 -0.69264 6.719632 -6.1631 1.47E-09 2.73E-08 11.31508
FKBP10 0.679537 4.631596 6.146625 1.62E-09 2.97E-08 11.22189
SPINK5 -0.81071 1.776021 -6.13154 1.77E-09 3.21E-08 11.13675
RSPO3 0.623383 1.106954 6.123232 1.86E-09 3.36E-08 11.08996
ITGA11 0.588816 1.965686 6.119725 1.90E-09 3.42E-08 11.07022
GPC4 -0.60574 4.374668 -6.11967 1.90E-09 3.42E-08 11.0699
ROS1 -0.79157 2.82116 -6.11848 1.91E-09 3.44E-08 11.06318
IGF2BP2 0.617326 2.357728 6.111262 1.99E-09 3.58E-08 11.02262
PLA2G12B -0.68429 1.265944 -6.0955 2.19E-09 3.90E-08 10.93409
PITX1 0.68823 1.858782 6.088839 2.27E-09 4.03E-08 10.89677
CCL20 0.998004 3.52549 6.045357 2.92E-09 5.02E-08 10.65388
CHIA -0.69052 1.127761 -6.02773 3.24E-09 5.50E-08 10.55586
PFN2 0.702446 4.390118 6.020248 3.38E-09 5.70E-08 10.5143
FGFR3 -0.75096 2.510927 -6.0149 3.48E-09 5.85E-08 10.48464
HHIPL2 0.709068 1.14948 5.987447 4.08E-09 6.75E-08 10.33272
MFAP4 -0.75938 4.823565 -5.98559 4.12E-09 6.81E-08 10.32246
CRYM -0.81061 2.153629 -5.97866 4.29E-09 7.06E-08 10.28421
IL20RB 0.703891 1.326008 5.974628 4.39E-09 7.21E-08 10.26199
BTG2 -0.58717 5.498168 -5.96303 4.69E-09 7.67E-08 10.19811
HLA-DPA1 -0.66793 6.154963 -5.96001 4.77E-09 7.80E-08 10.18149
SFTPA2 -1.66521 8.171622 -5.9459 5.17E-09 8.38E-08 10.10394
DKK1 0.913831 1.680335 5.916611 6.11E-09 9.71E-08 9.943509
LPCAT1 -0.66928 6.482401 -5.89406 6.94E-09 1.09E-07 9.820453
FCGBP -0.73016 2.172071 -5.88859 7.16E-09 1.12E-07 9.790679
S100A9 1.035851 7.56635 5.867602 8.06E-09 1.25E-07 9.67658
MAOA -0.66003 4.194613 -5.84816 9.00E-09 1.37E-07 9.571247
CD207 -0.83908 1.832868 -5.84621 9.10E-09 1.39E-07 9.560692
IER3 0.590088 5.700201 5.84065 9.38E-09 1.42E-07 9.530608
BCAM -0.59879 5.676284 -5.84034 9.40E-09 1.42E-07 9.52896
HTRA3 0.633878 4.015319 5.782809 1.30E-08 1.88E-07 9.21932
TGFBI 0.650708 4.749924 5.778982 1.33E-08 1.91E-07 9.198815
CAPN8 -0.78216 3.667178 -5.77285 1.37E-08 1.97E-07 9.166014
GAL 0.606611 0.863638 5.753933 1.52E-08 2.17E-07 9.064925
COL9A2 -0.64844 2.544048 -5.74715 1.58E-08 2.25E-07 9.02874
NR0B2 -0.75437 1.429779 -5.7253 1.78E-08 2.50E-07 8.912472
SCGB1A1 -1.68871 4.599986 -5.71224 1.92E-08 2.66E-07 8.84317
PLA2G10 -0.69082 1.805746 -5.7098 1.94E-08 2.69E-07 8.830246
HLA-DOA -0.61136 3.780978 -5.70805 1.96E-08 2.71E-07 8.821003
LRRC31 -0.5867 1.147135 -5.70077 2.04E-08 2.80E-07 8.782459
CA9 0.96863 2.303403 5.68059 2.28E-08 3.11E-07 8.675815
ELN -0.67045 3.614379 -5.67048 2.41E-08 3.27E-07 8.622529
APOH -0.76961 1.65993 -5.61802 3.21E-08 4.23E-07 8.347319
DSP 0.719052 4.758125 5.607468 3.40E-08 4.45E-07 8.292234
SPP1 0.988257 6.907102 5.603241 3.48E-08 4.54E-07 8.270196
MMP9 0.746384 4.520265 5.600679 3.53E-08 4.59E-07 8.256846
PHYHD1 -0.59694 2.434522 -5.59047 3.73E-08 4.82E-07 8.20368
INHA 0.81062 1.164755 5.582104 3.91E-08 5.01E-07 8.160205
KIF12 -0.61494 1.955026 -5.56751 4.23E-08 5.38E-07 8.084466
CAPS -0.59766 3.076306 -5.56554 4.27E-08 5.42E-07 8.074253



ANKRD65 -0.63392 3.328894 -5.53013 5.17E-08 6.42E-07 7.891307
IRX3 -0.62881 3.795443 -5.50025 6.07E-08 7.39E-07 7.73772
AGR3 -1.0033 4.76487 -5.47945 6.78E-08 8.11E-07 7.631241
SERPINB5 0.745407 1.219127 5.460173 7.51E-08 8.89E-07 7.532874
CPB2 -0.65305 1.149337 -5.45972 7.53E-08 8.90E-07 7.530575
LRRC15 0.628952 1.958141 5.447579 8.03E-08 9.44E-07 7.468776
SRPX2 0.609524 3.246509 5.44301 8.23E-08 9.63E-07 7.445559
KIAA1324 -0.80184 2.764178 -5.42964 8.83E-08 1.02E-06 7.377685
AQP1 -0.85343 5.939965 -5.40668 9.97E-08 1.14E-06 7.261543
BNIPL -0.58976 1.936918 -5.38406 1.12E-07 1.27E-06 7.147522
SLC7A11 0.617627 1.836614 5.356353 1.30E-07 1.44E-06 7.00841
FNDC1 0.596186 2.202283 5.344322 1.38E-07 1.52E-06 6.948209
CIT -0.65521 2.864518 -5.31945 1.57E-07 1.71E-06 6.824132
KRT17 1.004206 3.76689 5.281339 1.92E-07 2.04E-06 6.63504
SLC44A4 -0.66388 4.981685 -5.25432 2.21E-07 2.31E-06 6.501712
CHIT1 -0.77525 2.47215 -5.22398 2.58E-07 2.66E-06 6.352701
HLA-DQB1 -0.65187 5.600328 -5.22168 2.61E-07 2.69E-06 6.341439
GDF15 -0.73801 4.697503 -5.21229 2.74E-07 2.81E-06 6.29553
CRTAC1 -0.68858 2.370421 -5.19571 2.98E-07 3.03E-06 6.214606
LPL -0.68981 2.92338 -5.19169 3.04E-07 3.08E-06 6.195015
HABP2 -0.7476 2.123986 -5.16389 3.50E-07 3.52E-06 6.059897
CPA3 -0.65289 3.234999 -5.12229 4.32E-07 4.25E-06 5.858987
ABCC2 0.667381 0.884855 5.112967 4.53E-07 4.44E-06 5.814157
S100A8 0.78328 3.87029 5.106163 4.69E-07 4.58E-06 5.781485
GKN2 -0.77494 1.457565 -5.09917 4.85E-07 4.72E-06 5.747968
C2CD4A 0.589438 1.887702 5.090254 5.07E-07 4.92E-06 5.705247
CLU -0.70565 5.17618 -5.07489 5.48E-07 5.24E-06 5.631847
HAS3 -0.63935 2.511107 -5.06917 5.64E-07 5.39E-06 5.604526
HLA-DRB5 -0.70706 7.287705 -5.03679 6.63E-07 6.21E-06 5.450626
MFSD4A -0.67501 2.64285 -5.03054 6.84E-07 6.38E-06 5.421016
DMBT1 -0.95551 2.994242 -5.02762 6.94E-07 6.46E-06 5.407187
HLA-DRB1 -0.58876 8.93724 -4.99851 8.01E-07 7.32E-06 5.269808
B3GNT7 -0.63423 4.073286 -4.97173 9.14E-07 8.25E-06 5.144047
SAA1 0.867016 3.083627 4.939104 1.07E-06 9.51E-06 4.991644
KLK6 0.684835 0.992476 4.87909 1.44E-06 1.23E-05 4.713705
STEAP4 -0.61642 3.715663 -4.87033 1.50E-06 1.28E-05 4.673406
NRGN -0.65087 3.746222 -4.83059 1.81E-06 1.51E-05 4.491352
SLC1A7 -0.72316 1.48294 -4.78511 2.25E-06 1.83E-05 4.284653
CPS1 1.040116 1.574015 4.779615 2.31E-06 1.88E-05 4.25982
HLA-DQB2 -0.70263 4.389584 -4.77844 2.33E-06 1.88E-05 4.254517
CD1A -0.602 1.659486 -4.7671 2.46E-06 1.97E-05 4.203297
KRT81 0.725071 1.209519 4.756016 2.59E-06 2.07E-05 4.153389
MUC1 -0.59496 7.335829 -4.74407 2.74E-06 2.18E-05 4.099678
TMPRSS11E0.710647 1.73552 4.71865 3.09E-06 2.41E-05 3.985861
GPR87 0.705873 1.875853 4.708743 3.23E-06 2.52E-05 3.941643
FOXJ1 -0.64728 3.416103 -4.68386 3.63E-06 2.79E-05 3.830958
NTS 0.815121 0.913102 4.679396 3.71E-06 2.85E-05 3.811164
DPP4 -0.69943 4.046902 -4.67048 3.87E-06 2.94E-05 3.77166
DUSP4 0.637654 3.14587 4.665372 3.96E-06 3.00E-05 3.749073
MUCL3 -0.58533 0.973781 -4.6595 4.07E-06 3.07E-05 3.723138
MAGEA3 0.76585 1.037185 4.649332 4.27E-06 3.20E-05 3.67827
AC007906.2-0.62219 1.838392 -4.58226 5.82E-06 4.21E-05 3.384616
ALPL -0.75336 4.259763 -4.57545 6.00E-06 4.33E-05 3.355003
FABP3 -0.59495 3.423731 -4.57288 6.07E-06 4.37E-05 3.343848
CXCL5 0.664112 1.960822 4.547189 6.83E-06 4.85E-05 3.232629
PPP1R1B -0.74889 2.910064 -4.53337 7.28E-06 5.11E-05 3.173044



LRRN4 -0.62908 2.267732 -4.51889 7.77E-06 5.41E-05 3.110772
GJB1 -0.71778 2.389376 -4.51538 7.89E-06 5.48E-05 3.095727
GSTA2 -0.58598 1.146541 -4.49802 8.54E-06 5.88E-05 3.021356
ALDH1A1 -0.62959 4.516309 -4.49394 8.70E-06 5.98E-05 3.003898
TNNT1 0.731735 2.390884 4.48307 9.14E-06 6.23E-05 2.957535
MAGEA6 0.683037 0.908561 4.459869 1.01E-05 6.81E-05 2.858879
MUC3A -0.6022 1.78719 -4.37421 1.48E-05 9.54E-05 2.498733
QPCT 0.651933 3.292415 4.362127 1.57E-05 9.99E-05 2.448456
MMP28 -0.62431 2.481916 -4.32412 1.85E-05 0.000116 2.291136
WFDC2 -0.62276 7.511644 -4.31339 1.94E-05 0.000121 2.246957
FGFBP1 0.632795 2.048329 4.312273 1.95E-05 0.000122 2.242359
ADGRF1 -0.61038 2.117827 -4.29114 2.14E-05 0.000132 2.15567
MUC21 -0.82774 3.127787 -4.27863 2.25E-05 0.000139 2.104521
CEACAM6 -0.79423 8.301433 -4.27597 2.28E-05 0.00014 2.09368
PCP4L1 -0.71145 2.97201 -4.25545 2.49E-05 0.000151 2.010136
CLDN2 -0.79183 2.025824 -4.23621 2.71E-05 0.000162 1.932131
S100A2 0.656408 3.355875 4.191444 3.28E-05 0.000192 1.751981
CLDN10 0.615357 1.816579 4.100067 4.82E-05 0.000268 1.38975
CXCL10 0.58768 4.234281 4.072932 5.40E-05 0.000296 1.28362
TNC 0.610036 4.293037 4.050957 5.91E-05 0.000321 1.198155
SNCG 0.61397 3.368975 3.959171 8.61E-05 0.000447 0.845858
C20orf85 -0.65195 1.828936 -3.87089 0.000123 0.000607 0.514158
PRAME 0.624869 1.616681 3.857058 0.00013 0.000636 0.462835
AQP5 -0.86706 3.235528 -3.85314 0.000132 0.000645 0.448345
UCHL1 0.717958 3.391937 3.798424 0.000164 0.000775 0.24716
TFF1 0.930404 2.250193 3.645478 0.000295 0.001298 -0.30074
CTSE -0.80043 5.044177 -3.58259 0.000374 0.001593 -0.51984
TCN1 0.694402 1.811844 3.536152 0.000444 0.001848 -0.67929
IL37 -0.61635 1.666167 -3.47457 0.000556 0.002241 -0.88772
GFRA3 -0.59908 2.194553 -3.45545 0.000596 0.002381 -0.95169
SLPI -0.62972 8.026117 -3.39791 0.000733 0.002853 -1.14229
BARX1 0.604154 1.608971 3.357815 0.000846 0.003228 -1.27326
GSTA1 -0.6386 2.915065 -3.35615 0.000851 0.003245 -1.27867
FGA 0.86359 2.823366 3.28934 0.001075 0.003963 -1.49353
FGB 0.876382 2.19619 3.264155 0.001173 0.004272 -1.57345
CXCL14 -0.66683 4.209872 -3.04373 0.00246 0.008073 -2.24777
PAEP 0.752756 2.582415 2.984453 0.00298 0.009538 -2.42136
AKR1B10 0.702227 2.168768 2.913586 0.003733 0.011547 -2.62457
SPINK1 -0.7387 4.294496 -2.76845 0.005842 0.016866 -3.02602
S100P 0.677093 5.347798 2.614378 0.009209 0.024865 -3.43041
BPIFA1 0.785628 4.112323 2.476388 0.013602 0.03443 -3.77346



ONTOLOGY ID Description GeneRatio BgRatio pvalue p.adjust qvalue geneID Count

BP GO:0030198 extracellular matrix organization 49/462 368/18670 3.86E-22 9.04E-19 7.54E-19 LOXL2/ERO1A/PLOD2/GREM1/ADAM12/ITGA5/COL11A1/SERPINE1/MMP12/FSCN1/MMP14/POSTN/SULF1/COL4A3/LOX/COL5A2/ITGA9/COL12A1/ICAM5/COL4A4/LAMC2/COL3A1/VCAN/COL1A2/COL1A1/MMP1/SFRP2/COL7A1/A2M/COL5A1/NDNF/MMP11/COL15A1/SPINK5/ITGA11/MFAP4/TGFBI/COL9A2/ELN/SPP1/MMP9/SERPINB5/CPB2/HAS3/DPP4/MMP28/TNC/FGA/FGB49

BP GO:0043062 extracellular structure organization 49/462 369/18670 4.35E-22 9.04E-19 7.54E-19 LOXL2/ERO1A/PLOD2/GREM1/ADAM12/ITGA5/COL11A1/SERPINE1/MMP12/FSCN1/MMP14/POSTN/SULF1/COL4A3/LOX/COL5A2/ITGA9/COL12A1/ICAM5/COL4A4/LAMC2/COL3A1/VCAN/COL1A2/COL1A1/MMP1/SFRP2/COL7A1/A2M/COL5A1/NDNF/MMP11/COL15A1/SPINK5/ITGA11/MFAP4/TGFBI/COL9A2/ELN/SPP1/MMP9/SERPINB5/CPB2/HAS3/DPP4/MMP28/TNC/FGA/FGB49

BP GO:0140014 mitotic nuclear division 38/462 264/18670 1.47E-18 2.04E-15 1.70E-15 SPHK1/CCNB1/DLGAP5/BUB1B/NCAPG/ANLN/TPX2/KIF4A/MAD2L1/CDCA5/CDC6/BIRC5/PLK1/CDC20/KIF23/NUSAP1/NCAPH/BUB1/KIF2C/UBE2C/NDC80/PRC1/KIF11/RACGAP1/AURKA/NEK2/MKI67/KIFC1/PTTG1/MYBL2/UBE2S/CDCA8/KIF18B/NUF2/AURKB/ZWINT/SPAG5/TRIP13 38

BP GO:0000070 mitotic sister chromatid segregation 28/462 151/18670 6.54E-17 6.80E-14 5.67E-14 CCNB1/DLGAP5/BUB1B/NCAPG/KIF4A/MAD2L1/CDCA5/CDC6/PLK1/CDC20/KIF23/NUSAP1/NCAPH/BUB1/KIF2C/NDC80/PRC1/RACGAP1/NEK2/KIFC1/PTTG1/CDCA8/KIF18B/NUF2/AURKB/ZWINT/SPAG5/TRIP13 28

BP GO:0000819 sister chromatid segregation 29/462 189/18670 3.44E-15 2.87E-12 2.39E-12 CCNB1/DLGAP5/BUB1B/NCAPG/KIF4A/MAD2L1/CDCA5/CDC6/PLK1/CDC20/KIF23/NUSAP1/NCAPH/BUB1/KIF2C/NDC80/PRC1/RACGAP1/NEK2/TOP2A/KIFC1/PTTG1/CDCA8/KIF18B/NUF2/AURKB/ZWINT/SPAG5/TRIP13 29

BP GO:0007059 chromosome segregation 37/462 321/18670 6.49E-15 4.50E-12 3.75E-12 CCNB1/DLGAP5/BUB1B/NCAPG/KIF4A/FAM83D/MAD2L1/CDCA5/CDC6/SKA1/BIRC5/PLK1/CDC20/ECT2/KIF23/HJURP/NUSAP1/NCAPH/BUB1/KIF2C/NDC80/PRC1/RACGAP1/NEK2/TOP2A/MKI67/CENPW/KIFC1/PTTG1/CDCA8/KIF18B/NUF2/AURKB/ZWINT/SPAG5/CCNE1/TRIP13 37

BP GO:0098813 nuclear chromosome segregation 32/462 262/18670 9.27E-14 5.51E-11 4.59E-11 CCNB1/DLGAP5/BUB1B/NCAPG/KIF4A/FAM83D/MAD2L1/CDCA5/CDC6/PLK1/CDC20/ECT2/KIF23/NUSAP1/NCAPH/BUB1/KIF2C/NDC80/PRC1/RACGAP1/NEK2/TOP2A/KIFC1/PTTG1/CDCA8/KIF18B/NUF2/AURKB/ZWINT/SPAG5/CCNE1/TRIP13 32

BP GO:0000280 nuclear division 40/462 407/18670 1.07E-13 5.55E-11 4.63E-11 SPHK1/CCNB1/DLGAP5/BUB1B/NCAPG/ANLN/TPX2/KIF4A/MAD2L1/CDCA5/CDC6/BIRC5/PLK1/CDC20/KIF23/NUSAP1/NCAPH/BUB1/KIF2C/UBE2C/NDC80/PRC1/KIF11/RACGAP1/AURKA/NEK2/TOP2A/MKI67/KIFC1/PTTG1/MYBL2/UBE2S/CDCA8/KIF18B/NUF2/AURKB/ZWINT/SPAG5/CCNE1/TRIP13 40

BP GO:0048285 organelle fission 41/462 449/18670 5.95E-13 2.75E-10 2.29E-10 SPHK1/CCNB1/DLGAP5/BUB1B/NCAPG/ANLN/TPX2/KIF4A/MAD2L1/CDCA5/CDC6/BIRC5/PLK1/CDC20/KIF23/NUSAP1/NCAPH/BUB1/KIF2C/UBE2C/NDC80/PRC1/KIF11/RACGAP1/AURKA/NEK2/LRRK2/TOP2A/MKI67/KIFC1/PTTG1/MYBL2/UBE2S/CDCA8/KIF18B/NUF2/AURKB/ZWINT/SPAG5/CCNE1/TRIP13 41

BP GO:0051983 regulation of chromosome segregation 19/462 103/18670 7.51E-12 3.12E-09 2.60E-09 CCNB1/DLGAP5/BUB1B/MAD2L1/CDCA5/CDC6/PLK1/CDC20/ECT2/BUB1/KIF2C/NDC80/RACGAP1/NEK2/MKI67/PTTG1/AURKB/SPAG5/TRIP13 19

BP GO:1902850 microtubule cytoskeleton organization involved in mitosis 20/462 131/18670 7.74E-11 2.93E-08 2.44E-08 CCNB1/TPX2/KIF4A/MAD2L1/BIRC5/PLK1/CDC20/KIF23/NUSAP1/NDC80/PRC1/CENPA/KIF11/RACGAP1/AURKA/NEK2/KIFC1/MYBL2/NUF2/AURKB 20

BP GO:0030199 collagen fibril organization 13/462 54/18670 4.85E-10 1.68E-07 1.40E-07 LOXL2/PLOD2/GREM1/COL11A1/LOX/COL5A2/COL12A1/COL3A1/COL1A2/COL1A1/SFRP2/COL5A1/MMP11 13

BP GO:0007088 regulation of mitotic nuclear division 21/462 164/18670 7.46E-10 2.39E-07 1.99E-07 SPHK1/CCNB1/DLGAP5/BUB1B/ANLN/MAD2L1/CDCA5/CDC6/PLK1/CDC20/NUSAP1/BUB1/UBE2C/NDC80/KIF11/AURKA/NEK2/MKI67/PTTG1/AURKB/TRIP13 21

BP GO:0007052 mitotic spindle organization 17/462 106/18670 9.42E-10 2.80E-07 2.33E-07 CCNB1/TPX2/KIF4A/BIRC5/PLK1/CDC20/KIF23/NDC80/PRC1/KIF11/RACGAP1/AURKA/NEK2/KIFC1/MYBL2/NUF2/AURKB 17

BP GO:0019730 antimicrobial humoral response 18/462 122/18670 1.22E-09 3.39E-07 2.82E-07 GAPDH/PLA2G1B/CXCL8/KRT6A/SFTPD/PGC/PI3/SPINK5/S100A9/S100A8/CLU/DMBT1/CXCL5/CXCL10/SLPI/FGA/FGB/BPIFA1 18

BP GO:0043129 surfactant homeostasis 7/462 11/18670 1.65E-09 4.28E-07 3.57E-07 CTSH/ADGRF5/NAPSA/SFTPD/SFTPA1/SFTPA2/LPCAT1 7

BP GO:0036293 response to decreased oxygen levels 31/462 370/18670 3.55E-09 8.68E-07 7.24E-07 LDHA/LOXL2/SLC2A1/STC1/ERO1A/PLOD2/EGLN3/CCNB1/PGK1/VEGFD/CCNA2/STC2/MMP14/POSTN/ADM/TWIST1/AGER/NAMPT/PMAIP1/ANGPTL4/PLAU/EIF4EBP1/HILPDA/AK4/NDNF/TLR2/AQP3/DDIT4/CA9/AQP1/DPP4 31

BP GO:0070482 response to oxygen levels 32/462 394/18670 4.22E-09 9.75E-07 8.13E-07 LDHA/LOXL2/SLC2A1/STC1/ERO1A/PLOD2/EGLN3/CCNB1/PGK1/VEGFD/CCNA2/STC2/MMP14/POSTN/ADM/TWIST1/AGER/NAMPT/PMAIP1/ANGPTL4/PLAU/EIF4EBP1/HILPDA/COL1A1/AK4/NDNF/TLR2/AQP3/DDIT4/CA9/AQP1/DPP4 32

BP GO:0001666 response to hypoxia 30/462 359/18670 6.78E-09 1.48E-06 1.24E-06 LDHA/LOXL2/SLC2A1/STC1/ERO1A/PLOD2/EGLN3/CCNB1/PGK1/VEGFD/CCNA2/STC2/MMP14/POSTN/ADM/TWIST1/AGER/PMAIP1/ANGPTL4/PLAU/EIF4EBP1/HILPDA/AK4/NDNF/TLR2/AQP3/DDIT4/CA9/AQP1/DPP4 30

BP GO:0048875 chemical homeostasis within a tissue 7/462 13/18670 8.19E-09 1.70E-06 1.42E-06 CTSH/ADGRF5/NAPSA/SFTPD/SFTPA1/SFTPA2/LPCAT1 7

BP GO:0051783 regulation of nuclear division 21/462 188/18670 9.07E-09 1.80E-06 1.50E-06 SPHK1/CCNB1/DLGAP5/BUB1B/ANLN/MAD2L1/CDCA5/CDC6/PLK1/CDC20/NUSAP1/BUB1/UBE2C/NDC80/KIF11/AURKA/NEK2/MKI67/PTTG1/AURKB/TRIP13 21

BP GO:0090307 mitotic spindle assembly 12/462 56/18670 9.52E-09 1.80E-06 1.50E-06 TPX2/KIF4A/BIRC5/PLK1/CDC20/KIF23/KIF11/RACGAP1/NEK2/KIFC1/MYBL2/AURKB 12

BP GO:0010965 regulation of mitotic sister chromatid separation 12/462 57/18670 1.18E-08 2.13E-06 1.78E-06 CCNB1/DLGAP5/BUB1B/MAD2L1/CDC6/PLK1/CDC20/BUB1/NDC80/PTTG1/AURKB/TRIP13 12

BP GO:0051306 mitotic sister chromatid separation 12/462 60/18670 2.18E-08 3.78E-06 3.15E-06 CCNB1/DLGAP5/BUB1B/MAD2L1/CDC6/PLK1/CDC20/BUB1/NDC80/PTTG1/AURKB/TRIP13 12

BP GO:2000816 negative regulation of mitotic sister chromatid separation 10/462 39/18670 2.61E-08 4.34E-06 3.62E-06 CCNB1/BUB1B/MAD2L1/PLK1/CDC20/BUB1/NDC80/PTTG1/AURKB/TRIP13 10

BP GO:1905818 regulation of chromosome separation 12/462 62/18670 3.22E-08 5.15E-06 4.29E-06 CCNB1/DLGAP5/BUB1B/MAD2L1/CDC6/PLK1/CDC20/BUB1/NDC80/PTTG1/AURKB/TRIP13 12

BP GO:1905819 negative regulation of chromosome separation 10/462 40/18670 3.41E-08 5.25E-06 4.37E-06 CCNB1/BUB1B/MAD2L1/PLK1/CDC20/BUB1/NDC80/PTTG1/AURKB/TRIP13 10

BP GO:0030071 regulation of mitotic metaphase/anaphase transition 11/462 51/18670 3.69E-08 5.48E-06 4.57E-06 CCNB1/DLGAP5/BUB1B/MAD2L1/CDC6/PLK1/CDC20/BUB1/NDC80/AURKB/TRIP13 11

BP GO:0051304 chromosome separation 14/462 90/18670 4.31E-08 6.18E-06 5.15E-06 CCNB1/DLGAP5/BUB1B/MAD2L1/CDC6/PLK1/CDC20/NCAPH/BUB1/NDC80/TOP2A/PTTG1/AURKB/TRIP13 14

BP GO:0007051 spindle organization 19/462 170/18670 4.59E-08 6.37E-06 5.31E-06 CCNB1/TPX2/KIF4A/BIRC5/PLK1/CDC20/KIF23/NDC80/PRC1/KIF11/RACGAP1/AURKA/NEK2/CENPW/KIFC1/MYBL2/NUF2/AURKB/SPAG5 19

BP GO:0008608 attachment of spindle microtubules to kinetochore 9/462 32/18670 5.44E-08 7.13E-06 5.94E-06 CCNB1/ECT2/KIF2C/NDC80/RACGAP1/NEK2/NUF2/AURKB/SPAG5 9

BP GO:1902099 regulation of metaphase/anaphase transition of cell cycle 11/462 53/18670 5.65E-08 7.13E-06 5.94E-06 CCNB1/DLGAP5/BUB1B/MAD2L1/CDC6/PLK1/CDC20/BUB1/NDC80/AURKB/TRIP13 11

BP GO:0033048 negative regulation of mitotic sister chromatid segregation 10/462 42/18670 5.65E-08 7.13E-06 5.94E-06 CCNB1/BUB1B/MAD2L1/PLK1/CDC20/BUB1/NDC80/PTTG1/AURKB/TRIP13 10

BP GO:0051225 spindle assembly 15/462 108/18670 6.79E-08 8.25E-06 6.87E-06 TPX2/KIF4A/BIRC5/PLK1/CDC20/KIF23/KIF11/RACGAP1/AURKA/NEK2/CENPW/KIFC1/MYBL2/AURKB/SPAG5 15

BP GO:0007091 metaphase/anaphase transition of mitotic cell cycle 11/462 54/18670 6.94E-08 8.25E-06 6.87E-06 CCNB1/DLGAP5/BUB1B/MAD2L1/CDC6/PLK1/CDC20/BUB1/NDC80/AURKB/TRIP13 11

BP GO:0033045 regulation of sister chromatid segregation 13/462 80/18670 7.69E-08 8.88E-06 7.40E-06 CCNB1/DLGAP5/BUB1B/MAD2L1/CDCA5/CDC6/PLK1/CDC20/BUB1/NDC80/PTTG1/AURKB/TRIP13 13

BP GO:0052548 regulation of endopeptidase activity 31/462 425/18670 8.81E-08 9.35E-06 7.79E-06 GAPDH/EGLN3/CTSH/BIRC5/SPOCK1/LAMP3/SERPINE1/CPAMD8/DLC1/DAPK1/COL4A3/AGER/PTTG1/PLAUR/PMAIP1/IFT57/CD109/SFRP2/COL7A1/A2M/PI3/SPINK5/S100A9/MMP9/SERPINB5/AQP1/S100A8/MAGEA3/WFDC2/SLPI/SPINK1 31

BP GO:0033046 negative regulation of sister chromatid segregation 10/462 44/18670 9.12E-08 9.35E-06 7.79E-06 CCNB1/BUB1B/MAD2L1/PLK1/CDC20/BUB1/NDC80/PTTG1/AURKB/TRIP13 10

BP GO:0033047 regulation of mitotic sister chromatid segregation 12/462 68/18670 9.49E-08 9.35E-06 7.79E-06 CCNB1/DLGAP5/BUB1B/MAD2L1/CDC6/PLK1/CDC20/BUB1/NDC80/PTTG1/AURKB/TRIP13 12

BP GO:0007094 mitotic spindle assembly checkpoint 9/462 34/18670 9.74E-08 9.35E-06 7.79E-06 CCNB1/BUB1B/MAD2L1/PLK1/CDC20/BUB1/NDC80/AURKB/TRIP13 9

BP GO:0031577 spindle checkpoint 9/462 34/18670 9.74E-08 9.35E-06 7.79E-06 CCNB1/BUB1B/MAD2L1/PLK1/CDC20/BUB1/NDC80/AURKB/TRIP13 9

BP GO:0071173 spindle assembly checkpoint 9/462 34/18670 9.74E-08 9.35E-06 7.79E-06 CCNB1/BUB1B/MAD2L1/PLK1/CDC20/BUB1/NDC80/AURKB/TRIP13 9

BP GO:0071174 mitotic spindle checkpoint 9/462 34/18670 9.74E-08 9.35E-06 7.79E-06 CCNB1/BUB1B/MAD2L1/PLK1/CDC20/BUB1/NDC80/AURKB/TRIP13 9

BP GO:0031639 plasminogen activation 8/462 25/18670 9.89E-08 9.35E-06 7.79E-06 PGK1/SERPINE1/CLEC3B/PLAU/APOH/CPB2/FGA/FGB 8

BP GO:0044784 metaphase/anaphase transition of cell cycle 11/462 56/18670 1.03E-07 9.54E-06 7.95E-06 CCNB1/DLGAP5/BUB1B/MAD2L1/CDC6/PLK1/CDC20/BUB1/NDC80/AURKB/TRIP13 11

BP GO:0052547 regulation of peptidase activity 32/462 452/18670 1.08E-07 9.75E-06 8.13E-06 GAPDH/EGLN3/CTSH/BIRC5/SPOCK1/LAMP3/SERPINE1/CPAMD8/DLC1/DAPK1/COL4A3/AGER/PTTG1/PLAUR/PMAIP1/IFT57/CD109/GPC3/SFRP2/COL7A1/A2M/PI3/SPINK5/S100A9/MMP9/SERPINB5/AQP1/S100A8/MAGEA3/WFDC2/SLPI/SPINK1 32

BP GO:0035987 endodermal cell differentiation 10/462 45/18670 1.15E-07 9.94E-06 8.29E-06 ITGA5/COL11A1/MMP14/COL5A2/COL12A1/INHBA/COL7A1/COL5A1/DKK1/MMP9 10

BP GO:0051985 negative regulation of chromosome segregation 10/462 45/18670 1.15E-07 9.94E-06 8.29E-06 CCNB1/BUB1B/MAD2L1/PLK1/CDC20/BUB1/NDC80/PTTG1/AURKB/TRIP13 10

BP GO:0019886 antigen processing and presentation of exogenous peptide antigen via MHC class II 14/462 98/18670 1.30E-07 1.10E-05 9.19E-06 KIF4A/KIF23/KIF2C/KIF11/RACGAP1/HLA-DMA/HLA-DPB1/HLA-DPA1/HLA-DOA/HLA-DQB1/HLA-DRB5/HLA-DRB1/HLA-DQB2/CTSE 14

BP GO:0010466 negative regulation of peptidase activity 23/462 262/18670 1.66E-07 1.36E-05 1.14E-05 GAPDH/BIRC5/SPOCK1/LAMP3/SERPINE1/CPAMD8/COL4A3/PTTG1/PLAUR/CD109/GPC3/SFRP2/COL7A1/A2M/PI3/SPINK5/MMP9/SERPINB5/AQP1/MAGEA3/WFDC2/SLPI/SPINK1 23

BP GO:0045841 negative regulation of mitotic metaphase/anaphase transition 9/462 36/18670 1.67E-07 1.36E-05 1.14E-05 CCNB1/BUB1B/MAD2L1/PLK1/CDC20/BUB1/NDC80/AURKB/TRIP13 9

BP GO:0002495 antigen processing and presentation of peptide antigen via MHC class II 14/462 101/18670 1.91E-07 1.53E-05 1.27E-05 KIF4A/KIF23/KIF2C/KIF11/RACGAP1/HLA-DMA/HLA-DPB1/HLA-DPA1/HLA-DOA/HLA-DQB1/HLA-DRB5/HLA-DRB1/HLA-DQB2/CTSE 14

BP GO:0002504 antigen processing and presentation of peptide or polysaccharide antigen via MHC class II 14/462 102/18670 2.16E-07 1.67E-05 1.39E-05 KIF4A/KIF23/KIF2C/KIF11/RACGAP1/HLA-DMA/HLA-DPB1/HLA-DPA1/HLA-DOA/HLA-DQB1/HLA-DRB5/HLA-DRB1/HLA-DQB2/CTSE 14

BP GO:1902100 negative regulation of metaphase/anaphase transition of cell cycle 9/462 37/18670 2.16E-07 1.67E-05 1.39E-05 CCNB1/BUB1B/MAD2L1/PLK1/CDC20/BUB1/NDC80/AURKB/TRIP13 9

BP GO:0001503 ossification 29/462 398/18670 2.37E-07 1.79E-05 1.49E-05 STC1/IL6R/GREM1/CTHRC1/COL11A1/SHH/MMP14/TWIST1/LOX/COL5A2/CHRDL1/CYP24A1/CLEC3B/IGFBP3/CEBPA/VCAN/COL1A2/GPC3/COL1A1/MGP/SFRP2/BMP3/PTHLH/ITGA11/FGFR3/DKK1/SPP1/ALPL/TNC 29

BP GO:0010951 negative regulation of endopeptidase activity 22/462 250/18670 2.96E-07 2.20E-05 1.84E-05 GAPDH/BIRC5/SPOCK1/LAMP3/SERPINE1/CPAMD8/COL4A3/PTTG1/PLAUR/CD109/SFRP2/COL7A1/A2M/PI3/SPINK5/MMP9/SERPINB5/AQP1/MAGEA3/WFDC2/SLPI/SPINK1 22

BP GO:0045861 negative regulation of proteolysis 27/462 358/18670 3.14E-07 2.29E-05 1.91E-05 GAPDH/BIRC5/PBK/SPOCK1/LAMP3/SHH/SERPINE1/CPAMD8/LRRK2/COL4A3/PTTG1/PLAUR/CD109/GPC3/SFRP2/COL7A1/A2M/PI3/SPINK5/MMP9/SERPINB5/CPB2/AQP1/MAGEA3/WFDC2/SLPI/SPINK1 27

BP GO:0001706 endoderm formation 10/462 50/18670 3.31E-07 2.37E-05 1.98E-05 ITGA5/COL11A1/MMP14/COL5A2/COL12A1/INHBA/COL7A1/COL5A1/DKK1/MMP9 10

BP GO:0045839 negative regulation of mitotic nuclear division 10/462 52/18670 4.87E-07 3.43E-05 2.86E-05 CCNB1/BUB1B/MAD2L1/PLK1/CDC20/BUB1/NDC80/PTTG1/AURKB/TRIP13 10

BP GO:0031638 zymogen activation 10/462 53/18670 5.87E-07 4.07E-05 3.39E-05 PGK1/CTSH/SERPINE1/MMP14/CLEC3B/PLAU/APOH/CPB2/FGA/FGB 10

BP GO:0006959 humoral immune response 26/462 356/18670 9.59E-07 6.54E-05 5.45E-05 GAPDH/EXO1/PLA2G1B/C7/CXCL8/KRT6A/SFTPD/C4BPA/PGC/SUSD4/A2M/PI3/SPINK5/S100A9/CPB2/HLA-DQB1/S100A8/CLU/DMBT1/FOXJ1/CXCL5/CXCL10/SLPI/FGA/FGB/BPIFA1 26

BP GO:0097529 myeloid leukocyte migration 19/462 210/18670 1.26E-06 8.44E-05 7.04E-05 IL6R/VEGFD/GREM1/SERPINE1/PLA2G1B/MMP14/ITGA9/AGER/CXCL8/SFTPD/CXCL17/CCL20/S100A9/S100A8/SAA1/CXCL5/MMP28/CXCL10/IL37 19

BP GO:0000281 mitotic cytokinesis 11/462 72/18670 1.47E-06 9.69E-05 8.08E-05 ANLN/KIF4A/PLK1/ECT2/KIF23/CEP55/NUSAP1/KIF20A/CENPA/RACGAP1/CIT 11

BP GO:0019731 antibacterial humoral response 9/462 46/18670 1.57E-06 0.000102186 8.52E-05 PLA2G1B/SFTPD/PGC/SPINK5/DMBT1/SLPI/FGA/FGB/BPIFA1 9

BP GO:0032602 chemokine production 12/462 89/18670 1.93E-06 0.000122596 0.000102209 IL6R/POSTN/TWIST1/AGER/ACKR1/ALOX15B/TLR2/APOD/CHIA/S100A9/LPL/S100A8 12

BP GO:0051784 negative regulation of nuclear division 10/462 60/18670 1.95E-06 0.000122596 0.000102209 CCNB1/BUB1B/MAD2L1/PLK1/CDC20/BUB1/NDC80/PTTG1/AURKB/TRIP13 10

BP GO:0016485 protein processing 19/462 217/18670 2.06E-06 0.000126315 0.000105309 TMPRSS2/PGK1/CTSH/SHH/SERPINE1/MMP14/LRRK2/CLEC3B/PLAU/CPXM1/CPE/APOH/CPB2/CPA3/KLK6/MAGEA3/CTSE/FGA/FGB 19

BP GO:0051231 spindle elongation 5/462 10/18670 2.07E-06 0.000126315 0.000105309 KIF4A/KIF23/PRC1/RACGAP1/AURKB 5

BP GO:0007492 endoderm development 11/462 76/18670 2.54E-06 0.000153359 0.000127855 ITGA5/COL11A1/MMP14/NKX2-1/COL5A2/COL12A1/INHBA/COL7A1/COL5A1/DKK1/MMP9 11

BP GO:0033280 response to vitamin D 8/462 37/18670 2.72E-06 0.000161557 0.00013469 STC1/STC2/CYP24A1/AQP3/SPP1/ALPL/CXCL10/TNC 8

BP GO:0050900 leukocyte migration 31/462 499/18670 2.79E-06 0.000163262 0.000136112 IL6R/VEGFD/GREM1/SLC16A3/ITGA5/SERPINE1/PLA2G1B/MMP14/ITGA9/AGER/SLC7A5/CXCL8/SFTPD/CXCL17/SLC16A1/COL1A2/COL1A1/MMP1/APOD/CCL20/S100A9/SLC7A11/S100A8/SAA1/FOXJ1/CXCL5/MMP28/CEACAM6/CXCL10/IL37/CXCL14 31

BP GO:0019884 antigen processing and presentation of exogenous antigen 17/462 182/18670 2.95E-06 0.000170382 0.000142048 KIF4A/KIF23/KIF2C/KIF11/RACGAP1/CD1C/HLA-DMA/HLA-DPB1/HLA-DPA1/CD207/HLA-DOA/HLA-DQB1/HLA-DRB5/HLA-DRB1/HLA-DQB2/CD1A/CTSE 17

BP GO:0033273 response to vitamin 12/462 93/18670 3.10E-06 0.000176772 0.000147376 STC1/STC2/POSTN/CYP24A1/FOLR1/COL1A1/AQP3/KYNU/SPP1/ALPL/CXCL10/TNC 12

BP GO:0007093 mitotic cell cycle checkpoint 16/462 165/18670 3.54E-06 0.000199065 0.000165961 CCNB1/BUB1B/MAD2L1/CDC6/PLK1/CDC20/BUB1/CDK1/NDC80/AURKA/TOP2A/AURKB/ZWINT/TRIP13/BTG2/MUC1 16

BP GO:0042730 fibrinolysis 7/462 28/18670 4.10E-06 0.000227187 0.000189406 SERPINE1/PLAUR/PLAU/APOH/CPB2/FGA/FGB 7

BP GO:0006575 cellular modified amino acid metabolic process 17/462 188/18670 4.58E-06 0.000250857 0.00020914 ERO1A/PLOD2/PLA2G4F/MTHFD2/GGTLC1/PLA2G1B/DUOX1/DUOXA1/SLC6A8/FOLR1/GGT6/GGH/CRYM/PLA2G10/SLC7A11/GSTA2/GSTA1 17

BP GO:0031145 anaphase-promoting complex-dependent catabolic process 11/462 81/18670 4.82E-06 0.000260343 0.000217048 CCNB1/BUB1B/MAD2L1/PLK1/CDC20/CDK1/UBE2C/AURKA/PTTG1/UBE2S/AURKB 11

BP GO:0032963 collagen metabolic process 13/462 115/18670 5.43E-06 0.000289755 0.00024157 PLOD2/MMP12/MMP14/COL1A2/COL1A1/MMP1/COL5A1/MMP11/COL15A1/MFAP4/MMP9/KLK6/MMP28 13

BP GO:0090068 positive regulation of cell cycle process 22/462 298/18670 5.54E-06 0.000291403 0.000242943 SPHK1/CCNB1/DLGAP5/FAM83D/MAD2L1/CDCA5/CDC6/ECT2/KIF23/NUSAP1/CDC45/CDK1/UBE2C/NDC80/RACGAP1/AURKA/AURKB/SPAG5/CCNE1/BTG2/CIT/MUC1 22

BP GO:0051988 regulation of attachment of spindle microtubules to kinetochore 5/462 12/18670 6.23E-06 0.000323854 0.000269998 CCNB1/ECT2/RACGAP1/NEK2/SPAG5 5

BP GO:0061640 cytoskeleton-dependent cytokinesis 12/462 100/18670 6.69E-06 0.000343622 0.000286478 ANLN/KIF4A/PLK1/ECT2/KIF23/CEP55/NUSAP1/KIF20A/CENPA/RACGAP1/AURKB/CIT 12

BP GO:0051310 metaphase plate congression 9/462 57/18670 1.01E-05 0.000511801 0.00042669 CCNB1/FAM83D/CDCA5/KIF2C/NDC80/KIFC1/CDCA8/NUF2/SPAG5 9

BP GO:0061844 antimicrobial humoral immune response mediated by antimicrobial peptide 10/462 73/18670 1.20E-05 0.000603018 0.000502738 GAPDH/PLA2G1B/CXCL8/KRT6A/PGC/SPINK5/S100A9/CXCL5/CXCL10/BPIFA1 10

BP GO:0030595 leukocyte chemotaxis 18/462 224/18670 1.26E-05 0.000621746 0.000518351 IL6R/VEGFD/GREM1/SERPINE1/PLA2G1B/ITGA9/CXCL8/SFTPD/CXCL17/CCL20/S100A9/S100A8/SAA1/CXCL5/MMP28/CXCL10/IL37/CXCL14 18

BP GO:0001649 osteoblast differentiation 18/462 225/18670 1.33E-05 0.000652898 0.000544323 IL6R/GREM1/CTHRC1/SHH/TWIST1/LOX/CYP24A1/IGFBP3/CEBPA/VCAN/COL1A1/SFRP2/BMP3/PTHLH/ITGA11/SPP1/ALPL/TNC 18

BP GO:0019882 antigen processing and presentation 18/462 226/18670 1.42E-05 0.000685443 0.000571456 CTSH/KIF4A/KIF23/KIF2C/KIF11/RACGAP1/CD1C/HLA-DMA/HLA-DPB1/HLA-DPA1/CD207/HLA-DOA/HLA-DQB1/HLA-DRB5/HLA-DRB1/HLA-DQB2/CD1A/CTSE 18

BP GO:0051303 establishment of chromosome localization 10/462 75/18670 1.54E-05 0.000734424 0.000612291 CCNB1/DLGAP5/FAM83D/CDCA5/KIF2C/NDC80/KIFC1/CDCA8/NUF2/SPAG5 10

BP GO:0050000 chromosome localization 10/462 76/18670 1.73E-05 0.000817871 0.000681861 CCNB1/DLGAP5/FAM83D/CDCA5/KIF2C/NDC80/KIFC1/CDCA8/NUF2/SPAG5 10

BP GO:0030574 collagen catabolic process 8/462 47/18670 1.78E-05 0.000833229 0.000694665 MMP12/MMP14/MMP1/MMP11/COL15A1/MMP9/KLK6/MMP28 8

BP GO:0051302 regulation of cell division 15/462 168/18670 1.93E-05 0.000891145 0.00074295 VEGFD/SUSD2/CDC6/PLK1/ECT2/KIF23/KIF20A/SHH/PRC1/RACGAP1/AURKA/KIF18B/AURKB/SFRP2/CIT 15

BP GO:0000910 cytokinesis 15/462 171/18670 2.38E-05 0.001086889 0.000906142 ANLN/KIF4A/CDC6/PLK1/ECT2/KIF23/CEP55/NUSAP1/KIF20A/PRC1/CENPA/RACGAP1/AURKA/AURKB/CIT 15

BP GO:0007565 female pregnancy 16/462 192/18670 2.43E-05 0.001096357 0.000914035 SLC2A1/STC1/CLIC5/STC2/ITGA5/FOSL1/ADM/EMP2/NAMPT/GJB2/DSG2/PTHLH/SCGB1A1/SPP1/MMP9/ABCC2 16

BP GO:0000075 cell cycle checkpoint 17/462 216/18670 2.85E-05 0.001273001 0.001061304 CCNB1/BUB1B/MAD2L1/CDC6/PLK1/CDC20/BUB1/CDC45/CDK1/NDC80/AURKA/TOP2A/AURKB/ZWINT/TRIP13/BTG2/MUC1 17

BP GO:0036294 cellular response to decreased oxygen levels 17/462 217/18670 3.02E-05 0.001335978 0.001113808 STC1/ERO1A/EGLN3/CCNB1/PGK1/CCNA2/STC2/TWIST1/NAMPT/PMAIP1/EIF4EBP1/HILPDA/AK4/NDNF/AQP3/CA9/AQP1 17

BP GO:0051604 protein maturation 20/462 285/18670 3.05E-05 0.001336828 0.001114517 ERO1A/TMPRSS2/PGK1/CTSH/SHH/SERPINE1/MMP14/LRRK2/CLEC3B/PLAU/CPXM1/CPE/APOH/CPB2/CPA3/KLK6/MAGEA3/CTSE/FGA/FGB 20

BP GO:0002478 antigen processing and presentation of exogenous peptide antigen 15/462 175/18670 3.12E-05 0.00135196 0.001127132 KIF4A/KIF23/KIF2C/KIF11/RACGAP1/HLA-DMA/HLA-DPB1/HLA-DPA1/CD207/HLA-DOA/HLA-DQB1/HLA-DRB5/HLA-DRB1/HLA-DQB2/CTSE 15

BP GO:0090092 regulation of transmembrane receptor protein serine/threonine kinase signaling pathway 18/462 241/18670 3.35E-05 0.00142771 0.001190285 GREM1/VEPH1/SHH/NKX2-1/SULF1/PRDM16/LOX/CHRDL1/INHBA/CD109/FOLR1/GPC3/SFRP2/BMP3/DKK1/HTRA3/INHA/GDF15 18

BP GO:0007584 response to nutrient 17/462 219/18670 3.39E-05 0.00142771 0.001190285 LDHA/STC1/STC2/POSTN/CYP24A1/SLC16A1/FOLR1/FOXA2/COL1A1/SFRP2/AQP3/KYNU/SPP1/LPL/ALPL/CXCL10/TNC 17

BP GO:0032642 regulation of chemokine production 10/462 82/18670 3.40E-05 0.00142771 0.001190285 IL6R/POSTN/TWIST1/AGER/ACKR1/ALOX15B/TLR2/APOD/CHIA/LPL 10

BP GO:0045787 positive regulation of cell cycle 24/462 389/18670 4.17E-05 0.001732146 0.001444094 SPHK1/CCNB1/DLGAP5/FAM83D/MAD2L1/CDCA5/CDC6/ECT2/KIF23/NUSAP1/CDC45/CDK1/UBE2C/NDC80/FOSL1/RACGAP1/AURKA/AURKB/SPAG5/CCNE1/EIF4EBP1/BTG2/CIT/MUC1 24

BP GO:0032506 cytokinetic process 7/462 39/18670 4.21E-05 0.001732146 0.001444094 ANLN/ECT2/KIF23/CEP55/KIF20A/RACGAP1/AURKB 7

BP GO:0010812 negative regulation of cell-substrate adhesion 9/462 68/18670 4.35E-05 0.001772202 0.001477489 SPOCK1/SERPINE1/MMP12/DLC1/MMP14/POSTN/COL1A1/LGALS1/APOD 9

BP GO:0001704 formation of primary germ layer 12/462 121/18670 4.67E-05 0.00188604 0.001572396 ITGA5/COL11A1/MMP14/COL5A2/COL12A1/INHBA/SFRP2/COL7A1/COL5A1/ATOH8/DKK1/MMP9 12

BP GO:0031667 response to nutrient levels 28/462 499/18670 5.30E-05 0.002119299 0.001766865 LDHA/SLC2A1/STC1/STC2/POSTN/ADM/SCTR/LRRK2/NAMPT/PMAIP1/CYP24A1/SLC16A1/FOLR1/SLC22A3/EIF4EBP1/FOXA2/COL1A1/SFRP2/AQP3/KYNU/SPP1/KIAA1324/GDF15/LPL/CPS1/ALPL/CXCL10/TNC 28

BP GO:0061448 connective tissue development 19/462 273/18670 5.37E-05 0.002126617 0.001772966 LOXL2/STC1/IL6R/GREM1/COL11A1/ADAMTS12/SULF1/LOX/COL12A1/COL1A1/MGP/SFRP2/COL7A1/BMP3/COL5A1/PTHLH/PITX1/FGFR3/TGFBI 19

BP GO:0045931 positive regulation of mitotic cell cycle 14/462 163/18670 5.57E-05 0.002186615 0.001822986 SPHK1/CCNB1/DLGAP5/MAD2L1/CDCA5/CDC6/NUSAP1/CDC45/CDK1/UBE2C/NDC80/AURKA/CCNE1/EIF4EBP1 14

BP GO:0071456 cellular response to hypoxia 16/462 207/18670 6.04E-05 0.002349464 0.001958754 STC1/ERO1A/EGLN3/CCNB1/PGK1/CCNA2/STC2/TWIST1/PMAIP1/EIF4EBP1/HILPDA/AK4/NDNF/AQP3/CA9/AQP1 16

BP GO:0051216 cartilage development 16/462 209/18670 6.78E-05 0.002610442 0.002176332 LOXL2/STC1/GREM1/COL11A1/ADAMTS12/SULF1/COL12A1/COL1A1/MGP/SFRP2/COL7A1/BMP3/PTHLH/PITX1/FGFR3/TGFBI 16

BP GO:0051255 spindle midzone assembly 4/462 10/18670 6.90E-05 0.002618534 0.002183078 KIF4A/KIF23/RACGAP1/AURKB 4

BP GO:0032465 regulation of cytokinesis 10/462 89/18670 6.93E-05 0.002618534 0.002183078 CDC6/PLK1/ECT2/KIF23/KIF20A/PRC1/RACGAP1/AURKA/AURKB/CIT 10

BP GO:0051047 positive regulation of secretion 25/462 428/18670 7.03E-05 0.002620031 0.002184326 GAPDH/PLA2G1B/MMP12/POSTN/LRRK2/TWIST1/AGER/INHBA/UNC13B/ALOX15B/TLR2/CHIA/GAL/NR0B2/PLA2G10/SPP1/INHA/CPB2/AQP1/LPL/S100A8/SAA1/FGA/FGB/PAEP 25

BP GO:2001251 negative regulation of chromosome organization 13/462 146/18670 7.06E-05 0.002620031 0.002184326 CCNB1/BUB1B/MAD2L1/PLK1/CDC20/BUB1/NDC80/HMGA1/TWIST1/TOP2A/PTTG1/AURKB/TRIP13 13

BP GO:0042445 hormone metabolic process 17/462 233/18670 7.38E-05 0.002715264 0.002263722 ADH1B/STC2/HSD17B6/SHH/DUOX1/DUOXA1/ADM/CYP27A1/CPE/CRYM/GAL/SPP1/SLC44A4/CPA3/KLK6/ALDH1A1/AKR1B10 17

BP GO:0048002 antigen processing and presentation of peptide antigen 15/462 189/18670 7.57E-05 0.002756533 0.002298128 KIF4A/KIF23/KIF2C/KIF11/RACGAP1/HLA-DMA/HLA-DPB1/HLA-DPA1/CD207/HLA-DOA/HLA-DQB1/HLA-DRB5/HLA-DRB1/HLA-DQB2/CTSE 15

BP GO:1903035 negative regulation of response to wounding 10/462 90/18670 7.62E-05 0.002756533 0.002298128 SERPINE1/AGER/PLAUR/CD109/PLAU/APOH/SPP1/CPB2/FGA/FGB 10

BP GO:0031589 cell-substrate adhesion 22/462 354/18670 7.77E-05 0.002764768 0.002304993 LYPD3/SPOCK1/ITGA5/SERPINE1/MMP12/DLC1/ADAMTS12/MMP14/POSTN/EMP2/LAMC2/COL3A1/PLAU/COL1A1/LGALS1/NDNF/APOD/ITGA11/BCAM/CEACAM6/FGA/FGB 22

BP GO:0071453 cellular response to oxygen levels 17/462 234/18670 7.78E-05 0.002764768 0.002304993 STC1/ERO1A/EGLN3/CCNB1/PGK1/CCNA2/STC2/TWIST1/NAMPT/PMAIP1/EIF4EBP1/HILPDA/AK4/NDNF/AQP3/CA9/AQP1 17

BP GO:0032722 positive regulation of chemokine production 8/462 58/18670 8.57E-05 0.003020081 0.002517849 IL6R/POSTN/TWIST1/AGER/ALOX15B/TLR2/CHIA/LPL 8

BP GO:0007080 mitotic metaphase plate congression 7/462 44/18670 9.42E-05 0.003255874 0.00271443 CCNB1/CDCA5/KIF2C/NDC80/KIFC1/CDCA8/NUF2 7

BP GO:0010810 regulation of cell-substrate adhesion 16/462 215/18670 9.47E-05 0.003255874 0.00271443 SPOCK1/ITGA5/SERPINE1/MMP12/DLC1/MMP14/POSTN/EMP2/PLAU/COL1A1/LGALS1/NDNF/APOD/CEACAM6/FGA/FGB 16

BP GO:0043281 regulation of cysteine-type endopeptidase activity involved in apoptotic process 16/462 215/18670 9.47E-05 0.003255874 0.00271443 EGLN3/CTSH/BIRC5/LAMP3/DLC1/DAPK1/COL4A3/PLAUR/PMAIP1/IFT57/SFRP2/S100A9/MMP9/AQP1/S100A8/MAGEA3 16

BP GO:0051346 negative regulation of hydrolase activity 26/462 463/18670 9.64E-05 0.003286764 0.002740183 GAPDH/BIRC5/SPOCK1/LAMP3/SERPINE1/CPAMD8/LRRK2/COL4A3/PTTG1/PLAUR/ANGPTL4/CD109/GPC3/SFRP2/COL7A1/A2M/PI3/SPINK5/MMP9/SERPINB5/AQP1/MAGEA3/PPP1R1B/WFDC2/SLPI/SPINK1 26

BP GO:0006855 drug transmembrane transport 9/462 76/18670 0.000105537 0.003539761 0.002951107 SLC7A5/SLC6A8/SLC47A1/FOLR1/SLC22A3/AQP1/SLC7A11/ABCC2/SLC1A7 9

BP GO:0061045 negative regulation of wound healing 9/462 76/18670 0.000105537 0.003539761 0.002951107 SERPINE1/AGER/PLAUR/CD109/PLAU/APOH/CPB2/FGA/FGB 9

BP GO:0010038 response to metal ion 22/462 362/18670 0.000107585 0.003579566 0.002984293 LOXL2/CCNB1/FBP1/ECT2/CDK1/SHH/LRRK2/TNNC1/CYB5A/CEBPA/MT2A/SLC40A1/GGH/AQP3/MMP9/AQP1/ABCC2/S100A8/CPS1/TFF1/FGA/FGB 22

BP GO:0042476 odontogenesis 12/462 132/18670 0.000109076 0.003600361 0.00300163 SHH/SERPINE1/ADM/TWIST1/INHBA/COL1A2/COL1A1/AQP3/AQP1/ALPL/TNC/AQP5 12

BP GO:0042326 negative regulation of phosphorylation 26/462 468/18670 0.000114628 0.003753857 0.003129599 GPD1L/CCNB1/FBP1/GREM1/PLK1/FOXM1/PBK/LMO3/LRRK2/TWIST1/INHBA/IGFBP3/CD109/CEBPA/DUSP5/MBIP/FOXA2/PTPN13/SFRP2/DDIT4/DKK1/INHA/DUSP4/PPP1R1B/UCHL1/SPINK1 26

BP GO:0033044 regulation of chromosome organization 21/462 342/18670 0.000133084 0.004324182 0.003605081 CCNB1/DLGAP5/BUB1B/MAD2L1/CDCA5/CDC6/PLK1/CDC20/BUB1/CDC45/NDC80/NEK2/HMGA1/LRRK2/TWIST1/TOP2A/MKI67/PTTG1/AURKB/TRIP13/MUC1 21

BP GO:0044706 multi-multicellular organism process 16/462 222/18670 0.000137627 0.004437133 0.003699248 SLC2A1/STC1/CLIC5/STC2/ITGA5/FOSL1/ADM/EMP2/NAMPT/GJB2/DSG2/PTHLH/SCGB1A1/SPP1/MMP9/ABCC2 16

BP GO:0030261 chromosome condensation 7/462 47/18670 0.000145037 0.004640054 0.003868425 CCNB1/NCAPG/CDCA5/NUSAP1/NCAPH/CDK1/TOP2A 7

BP GO:0002921 negative regulation of humoral immune response 4/462 12/18670 0.000156458 0.004856036 0.004048489 C4BPA/A2M/SPINK5/FOXJ1 4

BP GO:0006069 ethanol oxidation 4/462 12/18670 0.000156458 0.004856036 0.004048489 ACSS1/ADH1B/ALDH2/ALDH1A1 4

BP GO:0007077 mitotic nuclear envelope disassembly 4/462 12/18670 0.000156458 0.004856036 0.004048489 CCNB1/CCNB2/PLK1/CDK1 4

BP GO:1904668 positive regulation of ubiquitin protein ligase activity 4/462 12/18670 0.000156458 0.004856036 0.004048489 PLK1/CDC20/UBE2C/UBE2S 4

BP GO:0007160 cell-matrix adhesion 16/462 225/18670 0.000160675 0.004949996 0.004126823 LYPD3/SERPINE1/MMP12/DLC1/ADAMTS12/MMP14/POSTN/EMP2/COL3A1/PLAU/APOD/ITGA11/BCAM/CEACAM6/FGA/FGB 16

BP GO:1904666 regulation of ubiquitin protein ligase activity 5/462 22/18670 0.000168772 0.005161202 0.004302906 MAD2L1/PLK1/CDC20/UBE2C/UBE2S 5

Supplementary Table 10. GO analysis results for risk score-related DEGs



BP GO:1901987 regulation of cell cycle phase transition 26/462 480/18670 0.000171469 0.005205384 0.004339741 CCNB1/SUSD2/DLGAP5/BUB1B/ANLN/TPX2/FAM83D/MAD2L1/CDCA5/CDC6/PLK1/CDC20/HMMR/BUB1/CDC45/CDK1/UBE2C/NDC80/AURKA/NEK2/AURKB/CCNE1/TRIP13/FHL1/BTG2/MUC1 26

BP GO:0007178 transmembrane receptor protein serine/threonine kinase signaling pathway 21/462 349/18670 0.000175992 0.005303976 0.004421938 GREM1/VEPH1/SHH/NKX2-1/SULF1/PRDM16/LOX/CHRDL1/INHBA/CD109/COL3A1/FOLR1/COL1A2/GPC3/SFRP2/BMP3/ATOH8/DKK1/HTRA3/INHA/GDF15 21

BP GO:0050715 positive regulation of cytokine secretion 12/462 139/18670 0.000178299 0.005334856 0.004447682 GAPDH/MMP12/POSTN/LRRK2/TWIST1/AGER/ALOX15B/TLR2/CHIA/LPL/SAA1/PAEP 12

BP GO:0015893 drug transport 15/462 205/18670 0.000187311 0.005564486 0.004639125 SLC7A5/INHBA/SLC6A8/SLC47A1/FOLR1/SLC22A3/GAL/AQP1/SLC7A11/SLC44A4/ABCC2/SLC1A7/SNCG/AQP5/TCN1 15

BP GO:1903532 positive regulation of secretion by cell 23/462 403/18670 0.000191 0.005633816 0.004696926 GAPDH/PLA2G1B/MMP12/POSTN/LRRK2/TWIST1/AGER/INHBA/UNC13B/ALOX15B/TLR2/CHIA/GAL/NR0B2/PLA2G10/SPP1/INHA/CPB2/LPL/SAA1/FGA/FGB/PAEP 23

BP GO:0031960 response to corticosteroid 13/462 162/18670 0.00020182 0.005911064 0.004928068 STC1/ABCA3/FOSL1/ADM/GJB2/EIF4EBP1/COL1A1/DDIT4/SCGB1A1/AQP1/ABCC2/CPS1/ALPL 13

BP GO:0007369 gastrulation 14/462 185/18670 0.000215019 0.006253594 0.005213636 ITGA5/COL11A1/MMP14/COL5A2/COL12A1/INHBA/GPC3/FOXA2/SFRP2/COL7A1/COL5A1/ATOH8/DKK1/MMP9 14

BP GO:0060326 cell chemotaxis 19/462 304/18670 0.00021958 0.006341911 0.005287266 IL6R/VEGFD/GREM1/SERPINE1/PLA2G1B/LOX/ITGA9/CXCL8/SFTPD/CXCL17/CCL20/S100A9/S100A8/SAA1/CXCL5/MMP28/CXCL10/IL37/CXCL14 19

BP GO:0045765 regulation of angiogenesis 22/462 383/18670 0.000239414 0.006843211 0.005705202 SPHK1/PGK1/CTSH/VEGFD/ADAM12/ITGA5/SERPINE1/ADM/SULF1/COL4A3/TWIST1/EMP2/ANGPTL4/CXCL8/THBS2/SFRP2/SPINK5/APOH/SRPX2/AQP1/FGFBP1/CXCL10 22

BP GO:0002062 chondrocyte differentiation 11/462 123/18670 0.000241874 0.006843211 0.005705202 LOXL2/GREM1/COL11A1/ADAMTS12/SULF1/COL12A1/SFRP2/COL7A1/PTHLH/FGFR3/TGFBI 11

BP GO:0071621 granulocyte chemotaxis 11/462 123/18670 0.000241874 0.006843211 0.005705202 PLA2G1B/ITGA9/CXCL8/CXCL17/CCL20/S100A9/S100A8/SAA1/CXCL5/CXCL10/IL37 11

BP GO:0030593 neutrophil chemotaxis 10/462 104/18670 0.000255799 0.007188285 0.005992891 PLA2G1B/ITGA9/CXCL8/CCL20/S100A9/S100A8/SAA1/CXCL5/CXCL10/IL37 10

BP GO:0051384 response to glucocorticoid 12/462 146/18670 0.000282011 0.007871697 0.006562653 STC1/ABCA3/FOSL1/ADM/GJB2/EIF4EBP1/DDIT4/SCGB1A1/AQP1/ABCC2/CPS1/ALPL 12

BP GO:1901990 regulation of mitotic cell cycle phase transition 24/462 444/18670 0.000311799 0.008573116 0.007147428 CCNB1/DLGAP5/BUB1B/ANLN/TPX2/MAD2L1/CDCA5/CDC6/PLK1/CDC20/HMMR/BUB1/CDC45/CDK1/UBE2C/NDC80/AURKA/NEK2/AURKB/CCNE1/TRIP13/FHL1/BTG2/MUC1 24

BP GO:0030195 negative regulation of blood coagulation 7/462 53/18670 0.000312906 0.008573116 0.007147428 SERPINE1/PLAUR/PLAU/APOH/CPB2/FGA/FGB 7

BP GO:0016572 histone phosphorylation 6/462 38/18670 0.000313324 0.008573116 0.007147428 CCNB1/CCNA2/CDK1/AURKA/TWIST1/AURKB 6

BP GO:2000116 regulation of cysteine-type endopeptidase activity 16/462 239/18670 0.000318371 0.008621653 0.007187893 EGLN3/CTSH/BIRC5/LAMP3/DLC1/DAPK1/COL4A3/PLAUR/PMAIP1/IFT57/SFRP2/S100A9/MMP9/AQP1/S100A8/MAGEA3 16

BP GO:0002793 positive regulation of peptide secretion 18/462 288/18670 0.000319244 0.008621653 0.007187893 GAPDH/PLA2G1B/MMP12/POSTN/LRRK2/TWIST1/AGER/UNC13B/ALOX15B/TLR2/CHIA/NR0B2/LPL/S100A8/SAA1/FGA/FGB/PAEP 18

BP GO:0007162 negative regulation of cell adhesion 18/462 289/18670 0.000332853 0.008931197 0.00744596 SPOCK1/SHH/SERPINE1/MMP12/DLC1/MMP14/POSTN/SFTPD/COL1A1/LGALS1/APOD/IL20RB/TGFBI/SCGB1A1/MUC1/FOXJ1/MUC21/TNC 18

BP GO:0002576 platelet degranulation 11/462 128/18670 0.000342077 0.009119848 0.00760324 VEGFD/SERPINE1/CLEC3B/CD109/PCDH7/SELENOP/A2M/APOH/CLU/FGA/FGB 11

BP GO:1900047 negative regulation of hemostasis 7/462 54/18670 0.000351957 0.009323502 0.007773026 SERPINE1/PLAUR/PLAU/APOH/CPB2/FGA/FGB 7

BP GO:1901342 regulation of vasculature development 23/462 422/18670 0.000368468 0.009699112 0.008086173 SPHK1/PGK1/CTSH/IL6R/VEGFD/ADAM12/ITGA5/SERPINE1/ADM/SULF1/COL4A3/TWIST1/EMP2/ANGPTL4/CXCL8/THBS2/SFRP2/SPINK5/APOH/SRPX2/AQP1/FGFBP1/CXCL10 23

BP GO:0045132 meiotic chromosome segregation 9/462 90/18670 0.000385861 0.010093068 0.008414615 BUB1B/PLK1/NCAPH/BUB1/TOP2A/PTTG1/NUF2/CCNE1/TRIP13 9

BP GO:0045992 negative regulation of embryonic development 5/462 26/18670 0.000388553 0.010099941 0.008420345 SULF1/COL5A2/SFRP2/COL5A1/DKK1 5

BP GO:0050714 positive regulation of protein secretion 17/462 268/18670 0.000391899 0.010123648 0.00844011 GAPDH/PLA2G1B/MMP12/POSTN/LRRK2/TWIST1/AGER/UNC13B/ALOX15B/TLR2/CHIA/NR0B2/LPL/SAA1/FGA/FGB/PAEP 17

BP GO:0090197 positive regulation of chemokine secretion 4/462 15/18670 0.00040671 0.010377351 0.008651623 POSTN/ALOX15B/CHIA/LPL 4

BP GO:2000095 regulation of Wnt signaling pathway, planar cell polarity pathway 4/462 15/18670 0.00040671 0.010377351 0.008651623 GPC3/SFRP2/RSPO3/DKK1 4

BP GO:0032467 positive regulation of cytokinesis 6/462 40/18670 0.000417832 0.010531893 0.008780465 CDC6/ECT2/KIF23/RACGAP1/AURKB/CIT 6

BP GO:0071548 response to dexamethasone 6/462 40/18670 0.000417832 0.010531893 0.008780465 GJB2/EIF4EBP1/DDIT4/AQP1/ABCC2/CPS1 6

BP GO:0050819 negative regulation of coagulation 7/462 57/18670 0.000493023 0.012352315 0.010298155 SERPINE1/PLAUR/PLAU/APOH/CPB2/FGA/FGB 7

BP GO:0030397 membrane disassembly 4/462 16/18670 0.000531731 0.013085605 0.010909501 CCNB1/CCNB2/PLK1/CDK1 4

BP GO:0034116 positive regulation of heterotypic cell-cell adhesion 4/462 16/18670 0.000531731 0.013085605 0.010909501 AGER/CEACAM6/FGA/FGB 4

BP GO:0051081 nuclear envelope disassembly 4/462 16/18670 0.000531731 0.013085605 0.010909501 CCNB1/CCNB2/PLK1/CDK1 4

BP GO:0042116 macrophage activation 9/462 95/18670 0.000575969 0.014090908 0.011747624 SPHK1/ADGRF5/LRRK2/AGER/NAMPT/CEBPA/TLR2/PLA2G10/CLU 9

BP GO:0045766 positive regulation of angiogenesis 14/462 204/18670 0.000580177 0.014110853 0.011764253 SPHK1/CTSH/VEGFD/ADAM12/ITGA5/SERPINE1/ADM/TWIST1/ANGPTL4/CXCL8/SFRP2/SRPX2/AQP1/FGFBP1 14

BP GO:0048545 response to steroid hormone 21/462 383/18670 0.000606328 0.014661163 0.012223047 STC1/ABCA3/LMO3/FOSL1/ADM/LOX/GJB2/DSG2/CCNE1/FHL2/EIF4EBP1/COL1A1/TLR2/DDIT4/NR0B2/SCGB1A1/SPP1/AQP1/ABCC2/CPS1/ALPL 21

BP GO:0001953 negative regulation of cell-matrix adhesion 6/462 43/18670 0.000623416 0.014987201 0.012494866 SERPINE1/MMP12/DLC1/MMP14/POSTN/APOD 6

BP GO:1904018 positive regulation of vasculature development 15/462 230/18670 0.000637279 0.015232429 0.012699313 SPHK1/CTSH/IL6R/VEGFD/ADAM12/ITGA5/SERPINE1/ADM/TWIST1/ANGPTL4/CXCL8/SFRP2/SRPX2/AQP1/FGFBP1 15

BP GO:0007076 mitotic chromosome condensation 4/462 17/18670 0.000681824 0.016204027 0.013509337 NCAPG/CDCA5/NUSAP1/NCAPH 4

BP GO:1990266 neutrophil migration 10/462 118/18670 0.00070317 0.016616383 0.013853119 PLA2G1B/ITGA9/CXCL8/CCL20/S100A9/S100A8/SAA1/CXCL5/CXCL10/IL37 10

BP GO:0030193 regulation of blood coagulation 8/462 79/18670 0.000742287 0.017441641 0.014541139 SERPINE1/PLAUR/PLAU/FOXA2/APOH/CPB2/FGA/FGB 8

BP GO:0034113 heterotypic cell-cell adhesion 7/462 61/18670 0.000747448 0.017464244 0.014559982 ITGA5/AGER/DSG2/DSP/CEACAM6/FGA/FGB 7

BP GO:0031214 biomineral tissue development 12/462 163/18670 0.000762937 0.017628088 0.01469658 GREM1/TWIST1/LOX/CLEC3B/COL1A2/GPC3/COL1A1/MGP/PTHLH/FGFR3/SPP1/ALPL 12

BP GO:0110148 biomineralization 12/462 163/18670 0.000762937 0.017628088 0.01469658 GREM1/TWIST1/LOX/CLEC3B/COL1A2/GPC3/COL1A1/MGP/PTHLH/FGFR3/SPP1/ALPL 12

BP GO:0071549 cellular response to dexamethasone stimulus 5/462 30/18670 0.000775976 0.017648484 0.014713584 GJB2/EIF4EBP1/DDIT4/AQP1/ABCC2 5

BP GO:1901889 negative regulation of cell junction assembly 5/462 30/18670 0.000775976 0.017648484 0.014713584 DLC1/MMP14/TLR2/APOD/DKK1 5

BP GO:0097530 granulocyte migration 11/462 141/18670 0.00077655 0.017648484 0.014713584 PLA2G1B/ITGA9/CXCL8/CXCL17/CCL20/S100A9/S100A8/SAA1/CXCL5/CXCL10/IL37 11

BP GO:1900046 regulation of hemostasis 8/462 80/18670 0.000807267 0.018246878 0.015212466 SERPINE1/PLAUR/PLAU/FOXA2/APOH/CPB2/FGA/FGB 8

BP GO:0007585 respiratory gaseous exchange by respiratory system 7/462 62/18670 0.000824931 0.018545342 0.015461297 SFTPB/SFTPC/TNNC1/SFTPD/SFTPA1/SFTPA2/ELN 7

BP GO:0036148 phosphatidylglycerol acyl-chain remodeling 4/462 18/18670 0.000859605 0.019118158 0.015938855 PLA2G4F/PLA2G1B/LPCAT1/PLA2G10 4

BP GO:0090196 regulation of chemokine secretion 4/462 18/18670 0.000859605 0.019118158 0.015938855 POSTN/ALOX15B/CHIA/LPL 4

BP GO:0022617 extracellular matrix disassembly 8/462 81/18670 0.00087674 0.019395544 0.016170113 MMP12/FSCN1/MMP14/MMP1/A2M/MMP11/MMP9/DPP4 8

BP GO:0007143 female meiotic nuclear division 5/462 31/18670 0.0009066 0.019949987 0.016632353 PLK1/NCAPH/AURKA/TOP2A/TRIP13 5

BP GO:0001101 response to acid chemical 19/462 343/18670 0.000963635 0.021093455 0.017585665 CCNB1/CTSH/COL5A2/GJB2/GJB3/COL3A1/FOLR1/COL1A2/COL1A1/TLR2/AQP3/DKK1/SCGB1A1/AQP1/LPL/ABCC2/CPS1/FABP3/TNC 19

BP GO:0032102 negative regulation of response to external stimulus 21/462 400/18670 0.001052362 0.022764629 0.018978926 TNFAIP6/GREM1/PBK/SERPINE1/MMP12/AGER/PLAUR/CXCL17/CD109/PLAU/A2M/APOD/SPINK5/IL20RB/APOH/SPP1/CPB2/SAA1/MMP28/FGA/FGB 21

BP GO:0071295 cellular response to vitamin 5/462 32/18670 0.001052897 0.022764629 0.018978926 POSTN/CYP24A1/FOLR1/COL1A1/TNC 5

BP GO:1901988 negative regulation of cell cycle phase transition 16/462 267/18670 0.001056401 0.022764629 0.018978926 CCNB1/SUSD2/BUB1B/MAD2L1/CDC6/PLK1/CDC20/BUB1/CDK1/NDC80/AURKA/AURKB/TRIP13/FHL1/BTG2/MUC1 16

BP GO:0006833 water transport 4/462 19/18670 0.001067703 0.022889575 0.019083094 AQP4/AQP3/AQP1/AQP5 4

BP GO:0001933 negative regulation of protein phosphorylation 22/462 429/18670 0.00109358 0.023238716 0.019374174 GPD1L/CCNB1/GREM1/PLK1/FOXM1/PBK/LMO3/LRRK2/TWIST1/IGFBP3/CD109/CEBPA/DUSP5/MBIP/PTPN13/SFRP2/DDIT4/DKK1/DUSP4/PPP1R1B/UCHL1/SPINK1 22

BP GO:0006026 aminoglycan catabolic process 7/462 65/18670 0.001095988 0.023238716 0.019374174 HMMR/GPC6/VCAN/GPC3/GPC4/CHIA/CHIT1 7

BP GO:0050727 regulation of inflammatory response 20/462 374/18670 0.001100752 0.023238716 0.019374174 SPHK1/TNFAIP6/PBK/SERPINE1/DUOXA1/ADAMTS12/LRRK2/AGER/CXCL17/CEBPA/TLR2/APOD/IL20RB/S100A9/SCGB1A1/MMP9/LPL/S100A8/C2CD4A/SAA1 20

BP GO:0050818 regulation of coagulation 8/462 84/18670 0.001114365 0.023400436 0.019509 SERPINE1/PLAUR/PLAU/FOXA2/APOH/CPB2/FGA/FGB 8

BP GO:0001774 microglial cell activation 6/462 48/18670 0.001130918 0.023400436 0.019509 SPHK1/LRRK2/AGER/NAMPT/TLR2/CLU 6

BP GO:0002063 chondrocyte development 6/462 48/18670 0.001130918 0.023400436 0.019509 COL11A1/SULF1/COL12A1/SFRP2/COL7A1/PTHLH 6

BP GO:0002269 leukocyte activation involved in inflammatory response 6/462 48/18670 0.001130918 0.023400436 0.019509 SPHK1/LRRK2/AGER/NAMPT/TLR2/CLU 6

BP GO:0035148 tube formation 11/462 148/18670 0.001156935 0.023664474 0.019729129 CTHRC1/SHH/DLC1/ADM/TWIST1/IFT57/FOLR1/IRX2/SFRP2/ATOH8/IRX3 11

BP GO:0061041 regulation of wound healing 11/462 148/18670 0.001156935 0.023664474 0.019729129 SERPINE1/DUOX1/AGER/PLAUR/CD109/PLAU/FOXA2/APOH/CPB2/FGA/FGB 11

BP GO:0048608 reproductive structure development 22/462 431/18670 0.001160748 0.023664474 0.019729129 STC1/STC2/SHH/FOSL1/MMP14/NKX2-1/ADM/SULF1/GJB2/MDFI/GJB3/INHBA/CEBPA/IRX5/SFRP2/ALOX15B/RSPO3/SPP1/INHA/SERPINB5/GJB1/TNC 22

BP GO:0040001 establishment of mitotic spindle localization 5/462 33/18670 0.001215995 0.024488166 0.020415843 MAD2L1/PLK1/NUSAP1/NDC80/CENPA 5

BP GO:2000352 negative regulation of endothelial cell apoptotic process 5/462 33/18670 0.001215995 0.024488166 0.020415843 SERPINE1/ANGPTL4/NDNF/FGA/FGB 5

BP GO:0030324 lung development 12/462 172/18670 0.001218815 0.024488166 0.020415843 CTSH/SHH/MMP14/NKX2-1/LOX/SFTPD/CEBPA/EIF4EBP1/GPC3/SLC7A11/FOXJ1/TNC 12

BP GO:0002685 regulation of leukocyte migration 13/462 196/18670 0.001232032 0.02463471 0.020538018 IL6R/VEGFD/GREM1/SERPINE1/MMP14/AGER/CXCL8/CXCL17/APOD/CCL20/MMP28/CXCL10/CXCL14 13

BP GO:0061458 reproductive system development 22/462 434/18670 0.001268146 0.025124918 0.020946705 STC1/STC2/SHH/FOSL1/MMP14/NKX2-1/ADM/SULF1/GJB2/MDFI/GJB3/INHBA/CEBPA/IRX5/SFRP2/ALOX15B/RSPO3/SPP1/INHA/SERPINB5/GJB1/TNC 22

BP GO:1901989 positive regulation of cell cycle phase transition 9/462 106/18670 0.00126863 0.025124918 0.020946705 CCNB1/DLGAP5/FAM83D/CDCA5/CDC6/CDC45/CDK1/UBE2C/CCNE1 9

BP GO:0044843 cell cycle G1/S phase transition 17/462 298/18670 0.001278845 0.025207179 0.021015286 CCNB1/RRM2/SUSD2/FAM83D/CCNA2/CDC6/CDKN3/CDC45/CDK1/AURKA/MCM4/CCNE1/INHBA/EIF4EBP1/FHL1/BTG2/MUC1 17

BP GO:0016331 morphogenesis of embryonic epithelium 11/462 150/18670 0.001290144 0.025309945 0.021100963 CTHRC1/SHH/DLC1/ADM/SULF1/TWIST1/IFT57/FOLR1/IRX2/SFRP2/IRX3 11

BP GO:0006919 activation of cysteine-type endopeptidase activity involved in apoptotic process 8/462 86/18670 0.00129948 0.025339173 0.02112533 EGLN3/CTSH/DLC1/COL4A3/PMAIP1/IFT57/S100A9/S100A8 8

BP GO:0090195 chemokine secretion 4/462 20/18670 0.001308752 0.025339173 0.02112533 POSTN/ALOX15B/CHIA/LPL 4

BP GO:0000086 G2/M transition of mitotic cell cycle 15/462 247/18670 0.00131264 0.025339173 0.02112533 CCNB1/CCNB2/TPX2/CCNA2/CDC6/PLK1/FOXM1/HMMR/CDK1/AURKA/MELK/NEK2/AURKB/FHL1/CIT 15

BP GO:0002687 positive regulation of leukocyte migration 10/462 128/18670 0.001316004 0.025339173 0.02112533 IL6R/VEGFD/SERPINE1/MMP14/AGER/CXCL8/CXCL17/CCL20/CXCL10/CXCL14 10

BP GO:0001819 positive regulation of cytokine production 23/462 464/18670 0.001332106 0.025531002 0.021285258 GAPDH/SPHK1/IL6R/SERPINE1/MMP12/POSTN/SULF1/LRRK2/TWIST1/AGER/CXCL17/HILPDA/ALOX15B/TLR2/HLA-DPB1/CHIA/IL20RB/HLA-DPA1/LPL/CLU/SAA1/IL37/PAEP 23

BP GO:0031099 regeneration 13/462 198/18670 0.001350577 0.025766275 0.021481406 CCNB1/CCNA2/CDK1/AURKA/POSTN/ADM/FOLR1/APOD/NR0B2/SPP1/CPB2/KLK6/TNC 13

BP GO:1901991 negative regulation of mitotic cell cycle phase transition 15/462 248/18670 0.00136631 0.025947412 0.02163242 CCNB1/BUB1B/MAD2L1/CDC6/PLK1/CDC20/BUB1/CDK1/NDC80/AURKA/AURKB/TRIP13/FHL1/BTG2/MUC1 15

BP GO:0046677 response to antibiotic 18/462 327/18670 0.001393101 0.026335945 0.021956341 LDHA/SPHK1/PLA2G4F/ECT2/CDK1/FOSL1/LRRK2/GJB2/CLDN18/EIF4EBP1/COL1A1/GGH/SCGB1A1/AQP1/S100A8/CLU/ALPL/TNC 18

BP GO:0051781 positive regulation of cell division 8/462 87/18670 0.001400785 0.026361371 0.021977539 VEGFD/CDC6/ECT2/KIF23/SHH/RACGAP1/AURKB/CIT 8

BP GO:0034341 response to interferon-gamma 13/462 199/18670 0.001413316 0.026477399 0.022074272 GAPDH/DAPK1/AQP4/MT2A/TLR2/KYNU/HLA-DPB1/CCL20/HLA-DPA1/HLA-DQB1/HLA-DRB5/HLA-DRB1/HLA-DQB2 13

BP GO:0033627 cell adhesion mediated by integrin 7/462 68/18670 0.001432446 0.026715438 0.022272725 ITGA5/SERPINE1/PLAU/SFRP2/ITGA11/MUC1/DPP4 7

BP GO:0030323 respiratory tube development 12/462 176/18670 0.001483905 0.027551611 0.022969845 CTSH/SHH/MMP14/NKX2-1/LOX/SFTPD/CEBPA/EIF4EBP1/GPC3/SLC7A11/FOXJ1/TNC 12

BP GO:0042119 neutrophil activation 24/462 498/18670 0.001540477 0.028084173 0.023413843 CTSH/TNFAIP6/ATP8A1/PLAUR/PIGR/METTL7A/CXCL8/NPC2/PLAU/SLCO4C1/CDA/GGH/TLR2/LPCAT1/S100A9/DSP/MMP9/CHIT1/S100A8/QPCT/CEACAM6/TCN1/SLPI/S100P 24

BP GO:0007566 embryo implantation 6/462 51/18670 0.001559505 0.028084173 0.023413843 STC1/STC2/EMP2/SCGB1A1/SPP1/MMP9 6

BP GO:0048146 positive regulation of fibroblast proliferation 6/462 51/18670 0.001559505 0.028084173 0.023413843 SPHK1/CCNB1/CCNA2/CDC6/PLA2G1B/AQP1 6

BP GO:0002446 neutrophil mediated immunity 24/462 499/18670 0.001582005 0.028084173 0.023413843 CTSH/TNFAIP6/ATP8A1/PLA2G1B/PLAUR/PIGR/METTL7A/NPC2/PLAU/SLCO4C1/CDA/GGH/TLR2/LPCAT1/S100A9/DSP/MMP9/CHIT1/S100A8/QPCT/CEACAM6/TCN1/SLPI/S100P 24

BP GO:0006067 ethanol metabolic process 4/462 21/18670 0.001585375 0.028084173 0.023413843 ACSS1/ADH1B/ALDH2/ALDH1A1 4

BP GO:0051383 kinetochore organization 4/462 21/18670 0.001585375 0.028084173 0.023413843 NDC80/CENPA/CENPW/NUF2 4

BP GO:0071459 protein localization to chromosome, centromeric region 4/462 21/18670 0.001585375 0.028084173 0.023413843 CDK1/NDC80/CENPA/AURKB 4

BP GO:0032836 glomerular basement membrane development 3/462 10/18670 0.001586867 0.028084173 0.023413843 SULF1/COL4A3/COL4A4 3

BP GO:0051918 negative regulation of fibrinolysis 3/462 10/18670 0.001586867 0.028084173 0.023413843 SERPINE1/APOH/CPB2 3

BP GO:1903862 positive regulation of oxidative phosphorylation 3/462 10/18670 0.001586867 0.028084173 0.023413843 CCNB1/PGK1/CDK1 3

BP GO:1904338 regulation of dopaminergic neuron differentiation 3/462 10/18670 0.001586867 0.028084173 0.023413843 SHH/SFRP2/DKK1 3

BP GO:0010876 lipid localization 21/462 415/18670 0.001656304 0.029188849 0.024334815 ESYT3/PLA2G4F/ABCA3/ATP8A1/SHH/PLA2G1B/INHBA/NPC2/HILPDA/MFSD2A/APOD/SFTPA1/PLA2G12B/GAL/PLA2G10/APOH/SPP1/LPL/ABCC2/CLU/FABP3 21

BP GO:1903034 regulation of response to wounding 12/462 179/18670 0.001712511 0.030052033 0.025054453 SERPINE1/DUOX1/AGER/PLAUR/CD109/PLAU/FOXA2/APOH/SPP1/CPB2/FGA/FGB 12

BP GO:0010948 negative regulation of cell cycle process 19/462 361/18670 0.001741681 0.030435507 0.025374156 CCNB1/RRM2/SUSD2/BUB1B/MAD2L1/CDC6/PLK1/CDC20/BUB1/CDK1/NDC80/AURKA/NEK2/PTTG1/AURKB/TRIP13/FHL1/BTG2/MUC1 19

BP GO:0071346 cellular response to interferon-gamma 12/462 180/18670 0.001794857 0.031233515 0.026039457 GAPDH/DAPK1/AQP4/MT2A/TLR2/HLA-DPB1/CCL20/HLA-DPA1/HLA-DQB1/HLA-DRB5/HLA-DRB1/HLA-DQB2 12

BP GO:0043588 skin development 21/462 419/18670 0.001860109 0.032234139 0.02687368 SHH/COL5A2/DSG2/KRT6A/GJB3/INHBA/CD109/COL3A1/KRT16/COL1A2/COL1A1/ALOX15B/COL5A1/AQP3/PI3/SPINK5/DKK1/GAL/DSP/KRT17/KRT81 21

BP GO:1901992 positive regulation of mitotic cell cycle phase transition 8/462 91/18670 0.001870383 0.032277683 0.026909983 CCNB1/DLGAP5/CDCA5/CDC6/CDC45/CDK1/UBE2C/CCNE1 8

BP GO:0045840 positive regulation of mitotic nuclear division 6/462 53/18670 0.001907224 0.03277745 0.02732664 SPHK1/DLGAP5/CDCA5/NUSAP1/UBE2C/AURKA 6

BP GO:0045930 negative regulation of mitotic cell cycle 18/462 338/18670 0.00200493 0.034314834 0.028608361 CCNB1/BUB1B/MAD2L1/CDC6/PLK1/CDC20/BUB1/CDK1/NDC80/AURKA/TOP2A/PTTG1/AURKB/ZWINT/TRIP13/FHL1/BTG2/MUC1 18

BP GO:0006979 response to oxidative stress 22/462 451/18670 0.00205201 0.034961562 0.029147539 LDHA/ERO1A/SPHK1/CCNA2/STC2/ECT2/CDK1/FOSL1/DUOX1/MMP14/MELK/LRRK2/DAPK1/GJB2/COL1A1/SELENOP/APOD/SCGB1A1/MMP9/AQP1/SLC7A11/ABCC2 22

BP GO:0071542 dopaminergic neuron differentiation 5/462 37/18670 0.002059529 0.034961562 0.029147539 VEGFD/SHH/FOXA2/SFRP2/DKK1 5

BP GO:0002688 regulation of leukocyte chemotaxis 9/462 114/18670 0.002106839 0.035190127 0.029338095 IL6R/VEGFD/GREM1/SERPINE1/CXCL8/CXCL17/MMP28/CXCL10/CXCL14 9

BP GO:0006690 icosanoid metabolic process 9/462 114/18670 0.002106839 0.035190127 0.029338095 PLA2G4F/GGTLC1/PLA2G1B/GGT6/ALOX15B/PTGDS/TLR2/PLA2G10/GSTA1 9

BP GO:0030282 bone mineralization 9/462 114/18670 0.002106839 0.035190127 0.029338095 GREM1/TWIST1/LOX/CLEC3B/COL1A2/GPC3/MGP/PTHLH/FGFR3 9

BP GO:0060349 bone morphogenesis 9/462 114/18670 0.002106839 0.035190127 0.029338095 STC1/MMP14/TWIST1/COL12A1/COL1A1/SFRP2/COL7A1/FGFR3/ALPL 9

BP GO:0008655 pyrimidine-containing compound salvage 3/462 11/18670 0.002142049 0.035352312 0.029473309 UCK2/TK1/CDA 3

BP GO:0035404 histone-serine phosphorylation 3/462 11/18670 0.002142049 0.035352312 0.029473309 CCNB1/AURKA/AURKB 3

BP GO:0043097 pyrimidine nucleoside salvage 3/462 11/18670 0.002142049 0.035352312 0.029473309 UCK2/TK1/CDA 3

BP GO:0060350 endochondral bone morphogenesis 7/462 73/18670 0.002166575 0.035615759 0.029692945 STC1/MMP14/COL12A1/COL1A1/COL7A1/FGFR3/ALPL 7

BP GO:0045109 intermediate filament organization 4/462 23/18670 0.002255729 0.036646779 0.030552509 SHH/DES/DSP/KRT17 4

BP GO:1903429 regulation of cell maturation 4/462 23/18670 0.002255729 0.036646779 0.030552509 AURKA/LRRK2/GAL/PAEP 4

BP GO:2000050 regulation of non-canonical Wnt signaling pathway 4/462 23/18670 0.002255729 0.036646779 0.030552509 GPC3/SFRP2/RSPO3/DKK1 4

BP GO:0030104 water homeostasis 7/462 74/18670 0.002343057 0.037697794 0.031428743 SCTR/AQP4/SCNN1B/KRT16/AQP3/AQP1/BPIFA1 7

BP GO:0031670 cellular response to nutrient 7/462 74/18670 0.002343057 0.037697794 0.031428743 POSTN/CYP24A1/FOLR1/FOXA2/COL1A1/LPL/TNC 7

BP GO:0043312 neutrophil degranulation 23/462 485/18670 0.002347614 0.037697794 0.031428743 CTSH/TNFAIP6/ATP8A1/PLAUR/PIGR/METTL7A/NPC2/PLAU/SLCO4C1/CDA/GGH/TLR2/LPCAT1/S100A9/DSP/MMP9/CHIT1/S100A8/QPCT/CEACAM6/TCN1/SLPI/S100P 23

BP GO:0048871 multicellular organismal homeostasis 23/462 486/18670 0.002409062 0.038535734 0.032127335 CTSH/ADGRF5/BTBD9/PRDM16/AQP4/PIGR/NAPSA/SFTPD/CLDN18/SCNN1B/KRT16/SLC40A1/AQP3/SFTPA1/IL20RB/SFTPA2/LPCAT1/SPP1/IRX3/AQP1/ALDH1A1/TFF1/BPIFA1 23

BP GO:0051656 establishment of organelle localization 20/462 401/18670 0.002500023 0.039837525 0.033212641 CCNB1/DLGAP5/FAM83D/MAD2L1/CDCA5/PLK1/KIF23/NUSAP1/KIF2C/NDC80/CENPA/LRRK2/KIFC1/CDCA8/NUF2/SPAG5/FOLR1/MLPH/COL7A1/UCHL1 20

BP GO:0150076 neuroinflammatory response 7/462 75/18670 0.002530411 0.04010448 0.033435203 SPHK1/LRRK2/AGER/NAMPT/TLR2/MMP9/CLU 7

BP GO:0002283 neutrophil activation involved in immune response 23/462 488/18670 0.002536061 0.04010448 0.033435203 CTSH/TNFAIP6/ATP8A1/PLAUR/PIGR/METTL7A/NPC2/PLAU/SLCO4C1/CDA/GGH/TLR2/LPCAT1/S100A9/DSP/MMP9/CHIT1/S100A8/QPCT/CEACAM6/TCN1/SLPI/S100P 23

BP GO:0048705 skeletal system morphogenesis 14/462 239/18670 0.002616947 0.041226829 0.034370907 STC1/GREM1/COL11A1/MMP14/TWIST1/COL12A1/MDFI/COL1A1/IRX5/MGP/SFRP2/COL7A1/FGFR3/ALPL 14

BP GO:0090287 regulation of cellular response to growth factor stimulus 16/462 292/18670 0.002632056 0.041308385 0.034438901 GREM1/ITGA5/VEPH1/ADAMTS12/NKX2-1/SULF1/PRDM16/LOX/CHRDL1/CD109/FOLR1/GPC3/SFRP2/DKK1/HTRA3/FGFBP1 16

BP GO:0046697 decidualization 4/462 24/18670 0.002654572 0.041349686 0.034473334 STC1/STC2/GJB2/SPP1 4

BP GO:0071677 positive regulation of mononuclear cell migration 4/462 24/18670 0.002654572 0.041349686 0.034473334 SERPINE1/AGER/CXCL17/CXCL10 4

BP GO:0044839 cell cycle G2/M phase transition 15/462 266/18670 0.002695807 0.041835306 0.034878196 CCNB1/CCNB2/TPX2/CCNA2/CDC6/PLK1/FOXM1/HMMR/CDK1/AURKA/MELK/NEK2/AURKB/FHL1/CIT 15

BP GO:0007568 aging 17/462 321/18670 0.002796036 0.043190644 0.036008145 LOXL2/ERO1A/FOXM1/CDK1/SERPINE1/HMGA1/ADM/LRRK2/TWIST1/AGER/NAMPT/GJB2/AURKB/KRT16/KYNU/APOD/DKK1 17

BP GO:0019755 one-carbon compound transport 3/462 12/18670 0.002803913 0.043190644 0.036008145 AQP3/AQP1/AQP5 3

BP GO:0001952 regulation of cell-matrix adhesion 9/462 119/18670 0.002822764 0.043320574 0.036116468 SERPINE1/MMP12/DLC1/MMP14/POSTN/EMP2/PLAU/APOD/CEACAM6 9

BP GO:0072006 nephron development 10/462 142/18670 0.002841858 0.043453263 0.036227091 IL6R/SHH/KLF15/SULF1/COL4A3/COL4A4/IRX2/GPC3/IRX3/FOXJ1 10

BP GO:0090288 negative regulation of cellular response to growth factor stimulus 11/462 166/18670 0.002875689 0.043765883 0.036487723 GREM1/VEPH1/ADAMTS12/NKX2-1/SULF1/PRDM16/CHRDL1/CD109/SFRP2/DKK1/HTRA3 11

BP GO:0060562 epithelial tube morphogenesis 17/462 322/18670 0.00288653 0.043765883 0.036487723 CTSH/CTHRC1/SHH/DLC1/ADAMTS12/MMP14/NKX2-1/ADM/TWIST1/IFT57/FOLR1/IRX2/GPC3/SFRP2/IRX3/CXCL10/TNC 17



BP GO:0031668 cellular response to extracellular stimulus 15/462 268/18670 0.002893873 0.043765883 0.036487723 SLC2A1/FOSL1/POSTN/LRRK2/NAMPT/PMAIP1/CYP24A1/FOLR1/FOXA2/COL1A1/SFRP2/AQP3/KIAA1324/LPL/TNC 15

BP GO:0015711 organic anion transport 23/462 495/18670 0.003026186 0.045197202 0.037681017 SLC2A1/PLA2G4F/SLC16A3/ATP8A1/PLA2G1B/SLC7A5/UNC13B/NPC2/SLC6A8/SLC16A1/SLC26A9/FOLR1/SLCO4C1/MFSD2A/PLA2G12B/PLA2G10/CA9/AQP1/SLC7A11/SLC44A4/ABCC2/SLC1A7/FABP3 23

BP GO:0060348 bone development 13/462 217/18670 0.003026571 0.045197202 0.037681017 STC1/GREM1/MMP14/SULF1/TWIST1/LOX/COL12A1/CLDN18/COL1A1/SFRP2/COL7A1/FGFR3/ALPL 13

BP GO:0061900 glial cell activation 6/462 58/18670 0.003031984 0.045197202 0.037681017 SPHK1/LRRK2/AGER/NAMPT/TLR2/CLU 6

BP GO:0071385 cellular response to glucocorticoid stimulus 6/462 58/18670 0.003031984 0.045197202 0.037681017 STC1/GJB2/EIF4EBP1/DDIT4/AQP1/ABCC2 6

BP GO:0006869 lipid transport 19/462 380/18670 0.003084508 0.045815954 0.038196872 ESYT3/PLA2G4F/ABCA3/ATP8A1/SHH/PLA2G1B/INHBA/NPC2/MFSD2A/APOD/SFTPA1/PLA2G12B/GAL/PLA2G10/APOH/SPP1/ABCC2/CLU/FABP3 19

BP GO:0090025 regulation of monocyte chemotaxis 4/462 25/18670 0.003099197 0.045870326 0.038242202 GREM1/SERPINE1/CXCL17/CXCL10 4

BP GO:0070664 negative regulation of leukocyte proliferation 7/462 78/18670 0.003162099 0.046635347 0.038880002 GREM1/SHH/SFTPD/IL20RB/GAL/SCGB1A1/FOXJ1 7

BP GO:1901654 response to ketone 12/462 193/18670 0.003194735 0.046950184 0.039142482 FOSL1/GJB2/DSG2/EIF4EBP1/TLR2/DDIT4/CA9/SPP1/AQP1/ABCC2/CPS1/TNC 12

BP GO:0051222 positive regulation of protein transport 21/462 440/18670 0.003314191 0.048534226 0.040463102 GAPDH/ECT2/SHH/PLA2G1B/MMP12/POSTN/LRRK2/TWIST1/AGER/PMAIP1/UNC13B/ALOX15B/TLR2/GZMB/CHIA/NR0B2/LPL/SAA1/FGA/FGB/PAEP 21

BP GO:0016999 antibiotic metabolic process 9/462 122/18670 0.003336859 0.048694727 0.040596913 ACSS1/ADH1B/CYP4B1/DUOX1/DUOXA1/ALDH2/ABCC2/ALDH1A1/AKR1B10 9

BP GO:0002791 regulation of peptide secretion 23/462 500/18670 0.003423279 0.049781175 0.041502687 GAPDH/SLC2A1/CACNA2D2/PLA2G1B/MMP12/POSTN/LRRK2/TWIST1/AGER/UNC13B/SLC16A1/FOXA2/ALOX15B/TLR2/CHIA/NR0B2/LPL/S100A8/SAA1/DPP4/FGA/FGB/PAEP 23

CC GO:0062023 collagen-containing extracellular matrix 51/473 406/19717 2.05E-22 7.94E-20 5.94E-20 LOXL2/CTSH/GREM1/CTHRC1/COL11A1/SHH/SERPINE1/POSTN/SULF1/COL4A3/GPC6/COL5A2/COL12A1/CLEC3B/COL4A4/THBS2/LAMC2/COL3A1/VCAN/COL1A2/MXRA5/GPC3/COL1A1/PRG4/MGP/SFRP2/COL7A1/A2M/COL5A1/LGALS1/COL15A1/GPC4/MFAP4/S100A9/BCAM/TGFBI/COL9A2/ELN/APOH/MMP9/LRRC15/SRPX2/GDF15/CPA3/S100A8/CLU/MMP28/TNC/SLPI/FGA/FGB51

CC GO:0042599 lamellar body 10/473 17/19717 9.61E-13 1.86E-10 1.40E-10 SFTA3/CTSH/ABCA3/LAMP3/NAPSA/SFTPB/SFTPC/SFTPA1/SPINK5/SFTPA2 10

CC GO:0005581 collagen trimer 18/473 87/19717 2.10E-12 2.72E-10 2.04E-10 CTHRC1/C1QTNF6/COL11A1/COL4A3/LOX/COL5A2/COL12A1/SFTPD/COL4A4/COL3A1/COL1A2/COL1A1/COL7A1/COL5A1/COL15A1/SFTPA1/SFTPA2/COL9A2 18

CC GO:0000779 condensed chromosome, centromeric region 19/473 118/19717 5.36E-11 5.20E-09 3.89E-09 CCNB1/BUB1B/NCAPG/MAD2L1/SKA1/BIRC5/PLK1/HJURP/BUB1/KIF2C/NDC80/CENPA/AURKA/NEK2/CENPW/NUF2/AURKB/ZWINT/SPAG5 19

CC GO:0098644 complex of collagen trimers 9/473 19/19717 1.82E-10 1.41E-08 1.06E-08 COL11A1/COL4A3/COL5A2/COL4A4/COL3A1/COL1A2/COL1A1/COL7A1/COL5A1 9

CC GO:0042613 MHC class II protein complex 8/473 16/19717 1.12E-09 7.27E-08 5.44E-08 HLA-DMA/HLA-DPB1/HLA-DPA1/HLA-DOA/HLA-DQB1/HLA-DRB5/HLA-DRB1/HLA-DQB2 8

CC GO:0045334 clathrin-coated endocytic vesicle 13/473 63/19717 2.60E-09 1.44E-07 1.08E-07 SFTA3/SFTPB/SFTPC/SFTPD/HLA-DPB1/SFTPA1/HLA-DPA1/SFTPA2/CD207/HLA-DQB1/HLA-DRB5/HLA-DRB1/HLA-DQB2 13

CC GO:0000777 condensed chromosome kinetochore 16/473 105/19717 4.12E-09 2.00E-07 1.50E-07 CCNB1/BUB1B/MAD2L1/SKA1/BIRC5/PLK1/HJURP/BUB1/KIF2C/NDC80/CENPA/NEK2/CENPW/NUF2/ZWINT/SPAG5 16

CC GO:0000793 condensed chromosome 23/473 223/19717 4.72E-09 2.04E-07 1.52E-07 CCNB1/BUB1B/NCAPG/MAD2L1/CDCA5/SKA1/BIRC5/PLK1/HJURP/NCAPH/BUB1/KIF2C/NDC80/CENPA/AURKA/NEK2/TOP2A/MKI67/CENPW/NUF2/AURKB/ZWINT/SPAG5 23

CC GO:0000780 condensed nuclear chromosome, centromeric region 9/473 26/19717 5.30E-09 2.06E-07 1.54E-07 CCNB1/BUB1B/PLK1/BUB1/NDC80/CENPA/AURKA/NUF2/AURKB 9

CC GO:0000775 chromosome, centromeric region 21/473 193/19717 8.58E-09 3.03E-07 2.27E-07 CCNB1/BUB1B/NCAPG/MAD2L1/CDCA5/SKA1/BIRC5/PLK1/HJURP/BUB1/KIF2C/NDC80/CENPA/AURKA/NEK2/CENPW/CDCA8/NUF2/AURKB/ZWINT/SPAG5 21

CC GO:0000778 condensed nuclear chromosome kinetochore 7/473 15/19717 2.38E-08 7.19E-07 5.39E-07 CCNB1/BUB1B/PLK1/BUB1/NDC80/CENPA/NUF2 7

CC GO:0005819 spindle 28/473 347/19717 2.45E-08 7.19E-07 5.39E-07 CCNB1/DLGAP5/BUB1B/TPX2/KIF4A/FAM83D/MAD2L1/CDC6/SKA1/BIRC5/PLK1/CDC20/ECT2/KIF23/NUSAP1/CDK1/KIF20A/PRC1/KIF11/RACGAP1/AURKA/NEK2/KIFC1/CDCA8/KIF18B/AURKB/SPAG5/SNCG 28

CC GO:0000776 kinetochore 17/473 135/19717 2.60E-08 7.19E-07 5.39E-07 CCNB1/BUB1B/MAD2L1/SKA1/BIRC5/PLK1/HJURP/BUB1/KIF2C/NDC80/CENPA/NEK2/CENPW/NUF2/AURKB/ZWINT/SPAG5 17

CC GO:0005788 endoplasmic reticulum lumen 26/473 309/19717 3.36E-08 8.68E-07 6.50E-07 ERO1A/STC2/COL11A1/SHH/COL4A3/COL5A2/PLAUR/COL12A1/CHRDL1/COL4A4/IGFBP3/COL3A1/VCAN/COL1A2/GPC3/COL1A1/COL7A1/COL5A1/LGALS1/COL15A1/FKBP10/COL9A2/SPP1/CLU/TNC/FGA 26

CC GO:0072686 mitotic spindle 15/473 109/19717 5.18E-08 1.26E-06 9.41E-07 TPX2/FAM83D/MAD2L1/SKA1/ECT2/KIF23/NUSAP1/CDK1/KIF11/RACGAP1/AURKA/KIFC1/KIF18B/AURKB/SPAG5 15

CC GO:0005583 fibrillar collagen trimer 6/473 11/19717 7.70E-08 1.60E-06 1.19E-06 COL11A1/COL5A2/COL3A1/COL1A2/COL1A1/COL5A1 6

CC GO:0098643 banded collagen fibril 6/473 11/19717 7.70E-08 1.60E-06 1.19E-06 COL11A1/COL5A2/COL3A1/COL1A2/COL1A1/COL5A1 6

CC GO:0042611 MHC protein complex 8/473 25/19717 7.81E-08 1.60E-06 1.19E-06 HLA-DMA/HLA-DPB1/HLA-DPA1/HLA-DOA/HLA-DQB1/HLA-DRB5/HLA-DRB1/HLA-DQB2 8

CC GO:0005876 spindle microtubule 11/473 59/19717 1.34E-07 2.59E-06 1.94E-06 KIF4A/SKA1/BIRC5/PLK1/NUSAP1/CDK1/PRC1/KIF11/AURKA/KIF18B/AURKB 11

CC GO:0030496 midbody 18/473 173/19717 1.97E-07 3.65E-06 2.73E-06 SLC2A1/ANLN/KIF4A/BIRC5/PLK1/ECT2/KIF23/CEP55/CDK1/KIF20A/PRC1/RACGAP1/AURKA/NEK2/CDCA8/AURKB/SPAG5/CIT 18

CC GO:0000940 condensed chromosome outer kinetochore 6/473 14/19717 4.71E-07 8.31E-06 6.22E-06 CCNB1/BUB1B/SKA1/PLK1/BUB1/NDC80 6

CC GO:1904724 tertiary granule lumen 9/473 55/19717 5.82E-06 9.82E-05 7.35E-05 CTSH/TNFAIP6/METTL7A/CDA/GGH/MMP9/CHIT1/QPCT/TCN1 9

CC GO:0098687 chromosomal region 23/473 347/19717 1.22E-05 0.000196944 0.000147467 CCNB1/BUB1B/NCAPG/MAD2L1/CDCA5/SKA1/BIRC5/PLK1/HJURP/BUB1/CDK1/KIF2C/NDC80/CENPA/AURKA/NEK2/CENPW/CDCA8/NUF2/AURKB/ZWINT/SPAG5/MCM4 23

CC GO:0051233 spindle midzone 7/473 34/19717 1.34E-05 0.000208316 0.000155983 CDC6/PLK1/RACGAP1/AURKA/CDCA8/KIF18B/AURKB 7

CC GO:0005604 basement membrane 11/473 95/19717 1.72E-05 0.000256118 0.000191776 LOXL2/COL4A3/COL4A4/THBS2/LAMC2/COL7A1/COL5A1/COL15A1/TGFBI/COL9A2/TNC 11

CC GO:0000794 condensed nuclear chromosome 11/473 99/19717 2.54E-05 0.000365356 0.000273571 CCNB1/BUB1B/PLK1/NCAPH/BUB1/NDC80/CENPA/AURKA/NEK2/NUF2/AURKB 11

CC GO:0005771 multivesicular body 8/473 51/19717 2.66E-05 0.000368775 0.000276131 CTSH/LRRK2/NAPSA/SFTPB/SFTPC/SFTPD/SFTPA1/SFTPA2 8

CC GO:0016324 apical plasma membrane 21/473 318/19717 3.06E-05 0.000409433 0.000306575 SLC2A1/STC1/IL6R/CLIC5/ABCC6/DUOX1/EMP2/AGER/SLC7A5/DSG2/SLC34A2/SCNN1B/SLC26A9/FOLR1/AQP1/SLC44A4/ABCC2/MUC1/DPP4/CEACAM6/AQP5 21

CC GO:0000922 spindle pole 14/473 164/19717 4.29E-05 0.000554995 0.000415568 CCNB1/DLGAP5/TPX2/FAM83D/MAD2L1/CDC6/PLK1/CDC20/PRC1/KIF11/AURKA/NEK2/AURKB/SPAG5 14

CC GO:0005871 kinesin complex 8/473 55/19717 4.68E-05 0.000574659 0.000430293 KIF4A/KIF23/KIF2C/KIF20A/KIF11/KIFC1/KIF18B/KIF12 8

CC GO:0030139 endocytic vesicle 20/473 303/19717 4.74E-05 0.000574659 0.000430293 SPHK1/SFTA3/SCGB3A2/SFTPB/SFTPC/SFTPD/UNC13B/TLR2/HLA-DPB1/SFTPA1/HLA-DPA1/SFTPA2/CD207/HLA-DQB1/HLA-DRB5/DMBT1/HLA-DRB1/SAA1/HLA-DQB2/DPP4 20

CC GO:0030136 clathrin-coated vesicle 15/473 188/19717 5.06E-05 0.00059517 0.000445651 SFTA3/SFTPB/SFTPC/SFTPD/FOLR1/HLA-DPB1/SFTPA1/HLA-DPA1/SFTPA2/CD207/HLA-DQB1/HLA-DRB5/HLA-DRB1/NRGN/HLA-DQB2 15

CC GO:0071556 integral component of lumenal side of endoplasmic reticulum membrane 6/473 29/19717 5.49E-05 0.000608241 0.000455438 HLA-DPB1/HLA-DPA1/HLA-DQB1/HLA-DRB5/HLA-DRB1/HLA-DQB2 6

CC GO:0098553 lumenal side of endoplasmic reticulum membrane 6/473 29/19717 5.49E-05 0.000608241 0.000455438 HLA-DPB1/HLA-DPA1/HLA-DQB1/HLA-DRB5/HLA-DRB1/HLA-DQB2 6

CC GO:0005874 microtubule 24/473 416/19717 7.44E-05 0.000801362 0.000600044 TPX2/KIF4A/SKA1/BIRC5/PLK1/KIF23/NUSAP1/CDK1/KIF2C/KIF20A/TUBB3/PRC1/KIF11/RACGAP1/AURKA/NEK2/SCTR/KIFC1/KIF18B/AURKB/SPAG5/TPPP3/KIF12/SAA1 24

CC GO:0030669 clathrin-coated endocytic vesicle membrane 7/473 44/19717 7.77E-05 0.000801362 0.000600044 HLA-DPB1/HLA-DPA1/CD207/HLA-DQB1/HLA-DRB5/HLA-DRB1/HLA-DQB2 7

CC GO:0005875 microtubule associated complex 13/473 152/19717 7.85E-05 0.000801362 0.000600044 KIF4A/BIRC5/KIF23/KIF2C/KIF20A/KIF11/AURKA/KIFC1/CDCA8/KIF18B/AURKB/DNALI1/KIF12 13

CC GO:0034774 secretory granule lumen 20/473 321/19717 0.000104942 0.001044038 0.000781754 CTSH/VEGFD/SERPINE1/CLEC3B/NPC2/CDA/SELENOP/A2M/GGH/S100A9/APOH/CHIT1/S100A8/CLU/QPCT/TCN1/SLPI/FGA/FGB/S100P 20

CC GO:0060205 cytoplasmic vesicle lumen 20/473 325/19717 0.000124057 0.001203349 0.000901043 CTSH/VEGFD/SERPINE1/CLEC3B/NPC2/CDA/SELENOP/A2M/GGH/S100A9/APOH/CHIT1/S100A8/CLU/QPCT/TCN1/SLPI/FGA/FGB/S100P 20

CC GO:0031983 vesicle lumen 20/473 327/19717 0.00013472 0.001274911 0.000954627 CTSH/VEGFD/SERPINE1/CLEC3B/NPC2/CDA/SELENOP/A2M/GGH/S100A9/APOH/CHIT1/S100A8/CLU/QPCT/TCN1/SLPI/FGA/FGB/S100P 20

CC GO:0098576 lumenal side of membrane 6/473 34/19717 0.000140346 0.00129653 0.000970815 HLA-DPB1/HLA-DPA1/HLA-DQB1/HLA-DRB5/HLA-DRB1/HLA-DQB2 6

CC GO:0045177 apical part of cell 22/473 384/19717 0.000162382 0.001465214 0.001097122 SLC2A1/STC1/IL6R/ADGRF5/CLIC5/ABCC6/DUOX1/EMP2/AGER/SLC7A5/DSG2/SLC34A2/SCNN1B/SLC26A9/FOLR1/AQP1/SLC44A4/ABCC2/MUC1/DPP4/CEACAM6/AQP5 22

CC GO:0031091 platelet alpha granule 9/473 91/19717 0.000335172 0.002955607 0.002213097 VEGFD/SERPINE1/THBS2/CD109/PCDH7/A2M/CLU/FGA/FGB 9

CC GO:0012507 ER to Golgi transport vesicle membrane 7/473 62/19717 0.00068861 0.005937347 0.004445761 FOLR1/HLA-DPB1/HLA-DPA1/HLA-DQB1/HLA-DRB5/HLA-DRB1/HLA-DQB2 7

CC GO:0005796 Golgi lumen 9/473 102/19717 0.000777246 0.006555903 0.004908923 MMP14/GPC6/VCAN/GPC3/MMP11/GPC4/MUC1/MUC3A/MUC21 9

CC GO:0005680 anaphase-promoting complex 4/473 21/19717 0.001415068 0.011681834 0.008747114 BUB1B/CDC20/UBE2C/UBE2S 4

CC GO:0030135 coated vesicle 16/473 289/19717 0.001749151 0.014042208 0.010514513 SFTA3/SFTPB/SFTPC/SFTPD/FOLR1/COL7A1/HLA-DPB1/SFTPA1/HLA-DPA1/SFTPA2/CD207/HLA-DQB1/HLA-DRB5/HLA-DRB1/NRGN/HLA-DQB2 16

CC GO:0030134 COPII-coated ER to Golgi transport vesicle 8/473 93/19717 0.001773372 0.014042208 0.010514513 FOLR1/COL7A1/HLA-DPB1/HLA-DPA1/HLA-DQB1/HLA-DRB5/HLA-DRB1/HLA-DQB2 8

CC GO:0070820 tertiary granule 11/473 164/19717 0.002066087 0.016032832 0.01200505 CTSH/TNFAIP6/METTL7A/PLAU/CDA/GGH/DSP/MMP9/CHIT1/QPCT/TCN1 11

CC GO:0016323 basolateral plasma membrane 13/473 217/19717 0.002327241 0.017417565 0.01304191 SLC2A1/IL6R/ABCC6/AQP4/ITGA9/FOLR1/SLCO4C1/SLC40A1/AQP3/CA9/DSP/AQP1/AQP5 13

CC GO:0097386 glial cell projection 4/473 24/19717 0.002373604 0.017417565 0.01304191 SCN7A/AQP4/GJB2/SLC7A11 4

CC GO:0005765 lysosomal membrane 18/473 354/19717 0.002379203 0.017417565 0.01304191 PLA2G4F/ATP8A1/LAMP3/PIGR/DRAM1/SLCO4C1/HLA-DMA/HLA-DPB1/HLA-DPA1/LPCAT1/HLA-DOA/KIAA1324/HLA-DQB1/HLA-DRB5/HLA-DRB1/HLA-DQB2/DPP4/CEACAM6 18

CC GO:0098852 lytic vacuole membrane 18/473 355/19717 0.002452311 0.01762031 0.013193721 PLA2G4F/ATP8A1/LAMP3/PIGR/DRAM1/SLCO4C1/HLA-DMA/HLA-DPB1/HLA-DPA1/LPCAT1/HLA-DOA/KIAA1324/HLA-DQB1/HLA-DRB5/HLA-DRB1/HLA-DQB2/DPP4/CEACAM6 18

CC GO:0097449 astrocyte projection 3/473 12/19717 0.002568064 0.018116527 0.013565278 AQP4/GJB2/SLC7A11 3

CC GO:0045171 intercellular bridge 6/473 59/19717 0.002840146 0.019678153 0.014734591 TPX2/KIF4A/KIF23/CEP55/KIF20A/CDCA8 6

CC GO:0010008 endosome membrane 22/473 479/19717 0.002948 0.020067086 0.015025816 SPHK1/HSD17B6/LAMP3/TMEM163/RHOV/AQP4/CD1C/STEAP1/PARM1/HLA-DMA/HLA-DPB1/HLA-DPA1/DKK1/CD207/HLA-DOA/KIAA1324/HLA-DQB1/HLA-DRB5/HLA-DRB1/STEAP4/HLA-DQB2/CD1A 22

CC GO:0000307 cyclin-dependent protein kinase holoenzyme complex 5/473 42/19717 0.003184544 0.021303499 0.015951616 CCNB1/CCNB2/CCNA2/CDK1/CCNE1 5

CC GO:0005770 late endosome 14/473 256/19717 0.003691822 0.024278424 0.018179178 CTSH/LAMP3/LRRK2/NAPSA/SFTPB/SFTPC/SFTPD/PARM1/HLA-DMA/SFTPA1/SFTPA2/KIAA1324/HLA-DRB5/HLA-DRB1 14

CC GO:0031089 platelet dense granule lumen 3/473 14/19717 0.004100083 0.02651387 0.019853033 CLEC3B/SELENOP/APOH 3

CC GO:0005791 rough endoplasmic reticulum 7/473 85/19717 0.004319413 0.027474299 0.020572183 PLOD2/SFTPD/PTGDS/SFTPA1/SFTPA2/SCGB1A1/SLC7A11 7

CC GO:0030658 transport vesicle membrane 12/473 208/19717 0.004561798 0.028548025 0.021376166 TMEM163/LRRK2/UNC13B/FOLR1/HLA-DPB1/CPE/HLA-DPA1/HLA-DQB1/HLA-DRB5/HLA-DRB1/NRGN/HLA-DQB2 12

CC GO:0031616 spindle pole centrosome 3/473 15/19717 0.005034672 0.030522699 0.022854761 DLGAP5/AURKA/AURKB 3

CC GO:0045120 pronucleus 3/473 15/19717 0.005034672 0.030522699 0.022854761 SLC2A1/CCNA2/AURKA 3

CC GO:0005774 vacuolar membrane 19/473 412/19717 0.005286214 0.031512274 0.023595734 PLA2G4F/ABCC6/ATP8A1/LAMP3/PIGR/DRAM1/SLCO4C1/HLA-DMA/HLA-DPB1/HLA-DPA1/LPCAT1/HLA-DOA/KIAA1324/HLA-DQB1/HLA-DRB5/HLA-DRB1/HLA-DQB2/DPP4/CEACAM6 19

CC GO:0031093 platelet alpha granule lumen 6/473 67/19717 0.005360335 0.031512274 0.023595734 VEGFD/SERPINE1/A2M/CLU/FGA/FGB 6

CC GO:0032153 cell division site 6/473 68/19717 0.005762921 0.03312034 0.02479982 ANLN/ECT2/CEP55/KIF20A/RACGAP1/CIT 6

CC GO:0030667 secretory granule membrane 15/473 298/19717 0.005804596 0.03312034 0.02479982 ABCA3/ATP8A1/LAMP3/PLAUR/PIGR/CD109/PLAU/PCDH7/SLCO4C1/TLR2/CPE/LPCAT1/DSP/DMBT1/CEACAM6 15

CC GO:0071437 invadopodium 3/473 16/19717 0.006087319 0.03423014 0.025630816 FSCN1/PLAUR/DPP4 3

CC GO:0030660 Golgi-associated vesicle membrane 8/473 114/19717 0.006212892 0.034437172 0.025785837 FOLR1/HLA-DPB1/HLA-DPA1/HLA-DQB1/HLA-DRB5/HLA-DRB1/NRGN/HLA-DQB2 8

CC GO:0030665 clathrin-coated vesicle membrane 8/473 115/19717 0.00654154 0.035748133 0.026767457 HLA-DPB1/HLA-DPA1/CD207/HLA-DQB1/HLA-DRB5/HLA-DRB1/NRGN/HLA-DQB2 8

CC GO:0031225 anchored component of membrane 10/473 170/19717 0.008084659 0.043567327 0.032622307 LYPD3/GPC6/PLAUR/CD109/FOLR1/GPC3/GPC4/ALPL/CEACAM6/GFRA3 10

CC GO:0031904 endosome lumen 4/473 34/19717 0.008581142 0.045460046 0.034039535 CTSH/NAPSA/SFTPB/SFTPC 4

CC GO:0031526 brush border membrane 5/473 53/19717 0.008670215 0.045460046 0.034039535 SLC34A2/FOLR1/AQP1/SLC7A11/ABCC2 5

MF GO:0005201 extracellular matrix structural constituent 28/454 163/17696 1.26E-15 8.06E-13 6.79E-13 CTHRC1/COL11A1/POSTN/COL4A3/COL5A2/COL12A1/COL4A4/THBS2/LAMC2/COL3A1/VCAN/COL1A2/MXRA5/COL1A1/PRG4/MGP/COL7A1/COL5A1/COL15A1/MFAP4/TGFBI/COL9A2/ELN/SRPX2/MUC3A/TNC/FGA/FGB 28

MF GO:0030020 extracellular matrix structural constituent conferring tensile strength 12/454 41/17696 2.83E-10 9.02E-08 7.60E-08 COL11A1/COL4A3/COL5A2/COL12A1/COL4A4/COL3A1/COL1A2/COL1A1/COL7A1/COL5A1/COL15A1/COL9A2 12

MF GO:0050840 extracellular matrix binding 11/454 57/17696 1.79E-07 3.80E-05 3.20E-05 LYPD3/SPOCK1/COL11A1/SHH/ITGA9/LGALS1/BCAM/TGFBI/ELN/SPP1/LRRC15 11

MF GO:0005539 glycosaminoglycan binding 20/454 229/17696 1.99E-06 0.000313874 0.000264523 TNFAIP6/HMMR/COL11A1/SHH/POSTN/SULF1/CLEC3B/THBS2/LAMC2/VCAN/COL5A1/NDNF/TLR2/RSPO3/APOH/LPL/HABP2/SAA1/FGFBP1/CXCL10 20

MF GO:0032395 MHC class II receptor activity 5/454 10/17696 2.46E-06 0.000313874 0.000264523 HLA-DPA1/HLA-DOA/KRT17/HLA-DQB1/HLA-DQB2 5

MF GO:0061134 peptidase regulator activity 19/454 219/17696 3.94E-06 0.00035416 0.000298474 GAPDH/CTSH/BIRC5/SPOCK1/SERPINE1/CPAMD8/COL4A3/PTTG1/CD109/GPC3/SFRP2/COL7A1/A2M/PI3/SPINK5/SERPINB5/WFDC2/SLPI/SPINK1 19

MF GO:0030414 peptidase inhibitor activity 17/454 182/17696 4.73E-06 0.00035416 0.000298474 GAPDH/BIRC5/SPOCK1/SERPINE1/CPAMD8/COL4A3/PTTG1/CD109/GPC3/COL7A1/A2M/PI3/SPINK5/SERPINB5/WFDC2/SLPI/SPINK1 17

MF GO:0061135 endopeptidase regulator activity 17/454 182/17696 4.73E-06 0.00035416 0.000298474 GAPDH/BIRC5/SPOCK1/SERPINE1/CPAMD8/COL4A3/PTTG1/CD109/SFRP2/COL7A1/A2M/PI3/SPINK5/SERPINB5/WFDC2/SLPI/SPINK1 17

MF GO:0004867 serine-type endopeptidase inhibitor activity 12/454 94/17696 5.00E-06 0.00035416 0.000298474 SPOCK1/SERPINE1/CPAMD8/CD109/COL7A1/A2M/PI3/SPINK5/SERPINB5/WFDC2/SLPI/SPINK1 12

MF GO:0008017 microtubule binding 20/454 246/17696 5.92E-06 0.000377097 0.000317804 GAPDH/KIF4A/FAM83D/SKA1/BIRC5/PLK1/KIF23/NUSAP1/KIF2C/KIF20A/PRC1/KIF11/RACGAP1/LRRK2/KIFC1/KIF18B/SPAG5/S100A9/KIF12/S100A8 20

MF GO:0004866 endopeptidase inhibitor activity 16/454 175/17696 1.18E-05 0.000682089 0.000574842 GAPDH/BIRC5/SPOCK1/SERPINE1/CPAMD8/COL4A3/PTTG1/CD109/COL7A1/A2M/PI3/SPINK5/SERPINB5/WFDC2/SLPI/SPINK1 16

MF GO:0019838 growth factor binding 13/454 137/17696 5.23E-05 0.002778378 0.002341523 IL6R/LIFR/IGFBP3/CD109/COL3A1/COL1A2/COL1A1/A2M/COL5A1/FGFR3/HTRA3/SRPX2/FGFBP1 13

MF GO:0015631 tubulin binding 22/454 336/17696 6.06E-05 0.002967329 0.002500765 GAPDH/KIF4A/FAM83D/SKA1/BIRC5/PLK1/KIF23/NUSAP1/KIF2C/KIF20A/PRC1/KIF11/RACGAP1/LRRK2/KIFC1/KIF18B/PIFO/SPAG5/TPPP3/S100A9/KIF12/S100A8 22

MF GO:0043236 laminin binding 6/454 29/17696 7.94E-05 0.003610725 0.003042997 LYPD3/SHH/ITGA9/LGALS1/BCAM/LRRC15 6

MF GO:0004857 enzyme inhibitor activity 23/454 375/17696 0.000111425 0.004326685 0.003646384 GAPDH/BIRC5/SPOCK1/SERPINE1/FNIP2/CPAMD8/LRRK2/COL4A3/PTTG1/ANGPTL4/CD109/MBIP/GPC3/COL7A1/A2M/PI3/SPINK5/SCGB1A1/SERPINB5/PPP1R1B/WFDC2/SLPI/SPINK1 23

MF GO:0042605 peptide antigen binding 6/454 31/17696 0.000117774 0.004326685 0.003646384 SLC7A5/HLA-DPB1/HLA-DPA1/HLA-DQB1/HLA-DRB5/HLA-DRB1 6

MF GO:0015250 water channel activity 4/454 11/17696 0.000122261 0.004326685 0.003646384 AQP4/AQP3/AQP1/AQP5 4

MF GO:0048407 platelet-derived growth factor binding 4/454 11/17696 0.000122261 0.004326685 0.003646384 COL3A1/COL1A2/COL1A1/COL5A1 4

MF GO:0048018 receptor ligand activity 27/454 482/17696 0.000132806 0.004452512 0.003752427 STC1/IL6R/VEGFD/GREM1/STC2/SHH/ADM/NAMPT/CXCL8/SCGB3A1/INHBA/SFRP2/BMP3/PTHLH/CCL20/DKK1/GAL/SPP1/INHA/GDF15/SAA1/NTS/CXCL5/CXCL10/TFF1/IL37/CXCL14 27

MF GO:0008238 exopeptidase activity 11/454 113/17696 0.000155487 0.004766244 0.00401683 CTSH/GGTLC1/MMP14/GGT6/GGH/CPXM1/CPE/CPB2/CPA3/DPP4/UCHL1 11

MF GO:0030546 signaling receptor activator activity 27/454 487/17696 0.000157129 0.004766244 0.00401683 STC1/IL6R/VEGFD/GREM1/STC2/SHH/ADM/NAMPT/CXCL8/SCGB3A1/INHBA/SFRP2/BMP3/PTHLH/CCL20/DKK1/GAL/SPP1/INHA/GDF15/SAA1/NTS/CXCL5/CXCL10/TFF1/IL37/CXCL14 27

MF GO:0005372 water transmembrane transporter activity 4/454 12/17696 0.000179682 0.005202602 0.004384577 AQP4/AQP3/AQP1/AQP5 4

MF GO:0008201 heparin binding 13/454 169/17696 0.00042904 0.01188253 0.010014196 COL11A1/POSTN/CLEC3B/THBS2/LAMC2/COL5A1/NDNF/RSPO3/APOH/LPL/SAA1/FGFBP1/CXCL10 13

MF GO:0008242 omega peptidase activity 4/454 15/17696 0.000466069 0.012370239 0.01042522 GGTLC1/GGT6/GGH/UCHL1 4

MF GO:0048029 monosaccharide binding 8/454 75/17696 0.000661473 0.016854321 0.014204253 PLOD2/EGLN3/FBP1/PFKP/SFTPD/SFTPA1/SFTPA2/CD207 8

MF GO:0004175 endopeptidase activity 23/454 427/17696 0.000706563 0.017310783 0.014588944 TMPRSS2/CTSH/ADAM12/MMP12/ADAMTS12/MMP14/NAPSA/PLAU/PGC/MMP1/MMP11/GZMB/HTRA3/CAPN8/MMP9/HABP2/KLK6/CPS1/TMPRSS11E/DPP4/MMP28/UCHL1/CTSE 23

MF GO:0035173 histone kinase activity 4/454 17/17696 0.000780211 0.018407195 0.015512963 CCNB1/CDK1/AURKA/AURKB 4

MF GO:0003777 microtubule motor activity 8/454 84/17696 0.001399526 0.031839224 0.026833023 KIF4A/KIF23/KIF2C/KIF20A/KIF11/KIFC1/KIF18B/KIF12 8

MF GO:0005518 collagen binding 7/454 67/17696 0.001611397 0.033265842 0.028035329 SPOCK1/MMP12/ITGA9/ITGA11/TGFBI/MMP9/LRRC15 7

MF GO:0042277 peptide binding 17/454 295/17696 0.001676388 0.033265842 0.028035329 VIPR1/TMEM158/KPNA2/SCTR/AGER/CD1C/SLC7A5/INHBA/SLC40A1/TLR2/HLA-DPB1/HLA-DPA1/HLA-DQB1/CLU/HLA-DRB5/HLA-DRB1/CD1A 17

MF GO:0005125 cytokine activity 14/454 220/17696 0.001688952 0.033265842 0.028035329 GREM1/NAMPT/CXCL8/SCGB3A1/INHBA/BMP3/CCL20/SPP1/INHA/GDF15/CXCL5/CXCL10/IL37/CXCL14 14

MF GO:0140375 immune receptor activity 10/454 128/17696 0.001714935 0.033265842 0.028035329 CTSH/IL6R/PIGR/LIFR/IL20RB/HLA-DPA1/HLA-DOA/KRT17/HLA-DQB1/HLA-DQB2 10

MF GO:0071723 lipopeptide binding 3/454 10/17696 0.001759807 0.033265842 0.028035329 CD1C/TLR2/CD1A 3

MF GO:0030246 carbohydrate binding 16/454 271/17696 0.001775571 0.033265842 0.028035329 LOXL2/PLOD2/EGLN3/SUSD2/FBP1/CD302/PFKP/SFTPD/CLEC3B/VCAN/PRG4/LGALS1/SFTPA1/SFTPA2/CD207/HLA-DRB1 16

MF GO:0005044 scavenger receptor activity 6/454 51/17696 0.001870128 0.034036323 0.028684664 LOXL2/TMPRSS2/SUSD2/AGER/PRG4/DMBT1 6

MF GO:0005178 integrin binding 10/454 132/17696 0.002155606 0.038142255 0.032145006 ITGA5/MMP14/COL4A3/EMP2/ICAM5/COL3A1/SFRP2/COL5A1/TGFBI/SPP1 10

MF GO:0050786 RAGE receptor binding 3/454 11/17696 0.002373886 0.040869336 0.034443298 S100A9/S100A8/S100P 3

MF GO:0008237 metallopeptidase activity 12/454 181/17696 0.0025232 0.042296805 0.03564632 ADAM12/MMP12/ADAMTS12/MMP14/MMP1/MMP11/CPXM1/CPE/MMP9/CPB2/CPA3/MMP28 12

MF GO:0003774 motor activity 10/454 136/17696 0.002683171 0.043825124 0.036934336 KIF4A/CGNL1/KIF23/KIF2C/KIF20A/KIF11/KIFC1/KIF18B/DNALI1/KIF12 10

MF GO:0004252 serine-type endopeptidase activity 11/454 160/17696 0.002842721 0.045270332 0.038152308 TMPRSS2/CTSH/PLAU/MMP1/GZMB/HTRA3/MMP9/HABP2/KLK6/TMPRSS11E/DPP4 11

MF GO:0035325 Toll-like receptor binding 3/454 12/17696 0.003105288 0.048245565 0.040659735 TLR2/S100A9/S100A8 3



ID Description GeneRatio BgRatio pvalue p.adjust qvalue geneID

hsa04974 Protein digestion and absorption 17/252 103/8104 1.46E-08 3.63E-06 2.98E-06 COL11A1/COL4A3/COL5A2/COL12A1/COL4A4/COL3A1/COL1A2/COL1A1/COL7A1/KCNK5/COL5A1/COL15A1/COL9A2/ELN/CPB2/CPA3/DPP4

hsa04512 ECM-receptor interaction 13/252 88/8104 2.80E-06 0.000275392 0.000225855 HMMR/ITGA5/COL4A3/ITGA9/COL4A4/THBS2/LAMC2/COL1A2/COL1A1/ITGA11/COL9A2/SPP1/TNC

hsa05310 Asthma 8/252 31/8104 3.32E-06 0.000275392 0.000225855 HLA-DMA/FCER1A/HLA-DPB1/HLA-DPA1/HLA-DOA/HLA-DQB1/HLA-DRB5/HLA-DRB1

hsa04940 Type I diabetes mellitus 9/252 43/8104 5.27E-06 0.000327844 0.000268873 HLA-DMA/HLA-DPB1/GZMB/CPE/HLA-DPA1/HLA-DOA/HLA-DQB1/HLA-DRB5/HLA-DRB1

hsa05330 Allograft rejection 8/252 38/8104 1.70E-05 0.000848082 0.000695532 HLA-DMA/HLA-DPB1/GZMB/HLA-DPA1/HLA-DOA/HLA-DQB1/HLA-DRB5/HLA-DRB1

hsa05323 Rheumatoid arthritis 12/252 93/8104 2.80E-05 0.001006154 0.00082517 CXCL8/HLA-DMA/MMP1/TLR2/HLA-DPB1/CCL20/HLA-DPA1/HLA-DOA/HLA-DQB1/HLA-DRB5/HLA-DRB1/CXCL5

hsa04110 Cell cycle 14/252 124/8104 2.83E-05 0.001006154 0.00082517 CCNB1/BUB1B/CCNB2/MAD2L1/CCNA2/CDC6/PLK1/CDC20/BUB1/CDC45/CDK1/PTTG1/MCM4/CCNE1

hsa05332 Graft-versus-host disease 8/252 42/8104 3.69E-05 0.001148657 0.00094204 HLA-DMA/HLA-DPB1/GZMB/HLA-DPA1/HLA-DOA/HLA-DQB1/HLA-DRB5/HLA-DRB1

hsa04672 Intestinal immune network for IgA production 8/252 49/8104 0.000116819 0.003231991 0.002650629 PIGR/HLA-DMA/HLA-DPB1/HLA-DPA1/HLA-DOA/HLA-DQB1/HLA-DRB5/HLA-DRB1

hsa05320 Autoimmune thyroid disease 8/252 53/8104 0.000206218 0.005134837 0.004211196 HLA-DMA/HLA-DPB1/GZMB/HLA-DPA1/HLA-DOA/HLA-DQB1/HLA-DRB5/HLA-DRB1

hsa04640 Hematopoietic cell lineage 11/252 99/8104 0.000236804 0.005360392 0.004396179 IL6R/ITGA5/CD1C/HLA-DMA/HLA-DPB1/HLA-DPA1/HLA-DOA/HLA-DQB1/HLA-DRB5/HLA-DRB1/CD1A

hsa04145 Phagosome 14/252 152/8104 0.00026041 0.005403501 0.004431534 ITGA5/TUBB3/SFTPD/THBS2/HLA-DMA/TLR2/HLA-DPB1/SFTPA1/HLA-DPA1/SFTPA2/HLA-DOA/HLA-DQB1/HLA-DRB5/HLA-DRB1

hsa04610 Complement and coagulation cascades 10/252 85/8104 0.000284235 0.005444199 0.00446491 SERPINE1/C7/PLAUR/PLAU/C4BPA/A2M/CPB2/CLU/FGA/FGB

hsa04115 p53 signaling pathway 9/252 73/8104 0.000401955 0.007149061 0.005863106 CCNB1/RRM2/CCNB2/CDK1/SERPINE1/PMAIP1/CCNE1/IGFBP3/SERPINB5

hsa05321 Inflammatory bowel disease 8/252 65/8104 0.000851735 0.014138794 0.011595545 HLA-DMA/TLR2/HLA-DPB1/HLA-DPA1/HLA-DOA/HLA-DQB1/HLA-DRB5/HLA-DRB1

hsa00010 Glycolysis / Gluconeogenesis 8/252 67/8104 0.001043397 0.016237866 0.013317041 LDHA/GAPDH/ACSS1/PGK1/ADH1B/FBP1/PFKP/ALDH2

hsa05146 Amoebiasis 10/252 102/8104 0.001219207 0.017745371 0.01455338 COL4A3/CD1C/CXCL8/COL4A4/LAMC2/COL3A1/COL1A2/COL1A1/TLR2/CD1A

hsa05166 Human T-cell leukemia virus 1 infection 16/252 219/8104 0.001282798 0.017745371 0.01455338 SLC2A1/BUB1B/CCNB2/MAD2L1/CCNA2/CDC20/FOSL1/PTTG1/CCNE1/HLA-DMA/HLA-DPB1/HLA-DPA1/HLA-DOA/HLA-DQB1/HLA-DRB5/HLA-DRB1

hsa04514 Cell adhesion molecules 12/252 149/8104 0.002286845 0.029187459 0.023937295 ITGA9/CLDN18/VCAN/HLA-DMA/HLA-DPB1/HLA-DPA1/HLA-DOA/HLA-DQB1/HLA-DRB5/HLA-DRB1/CLDN2/CLDN10

hsa05416 Viral myocarditis 7/252 60/8104 0.002446983 0.029187459 0.023937295 HLA-DMA/HLA-DPB1/HLA-DPA1/HLA-DOA/HLA-DQB1/HLA-DRB5/HLA-DRB1

hsa04657 IL-17 signaling pathway 9/252 94/8104 0.002501728 0.029187459 0.023937295 FOSL1/CXCL8/MMP1/CCL20/S100A9/MMP9/S100A8/CXCL5/CXCL10

hsa05140 Leishmaniasis 8/252 77/8104 0.002578812 0.029187459 0.023937295 HLA-DMA/TLR2/HLA-DPB1/HLA-DPA1/HLA-DOA/HLA-DQB1/HLA-DRB5/HLA-DRB1

hsa05150 Staphylococcus aureus infection 9/252 96/8104 0.002890062 0.031288058 0.025660043 KRT16/HLA-DMA/HLA-DPB1/HLA-DPA1/HLA-DOA/KRT17/HLA-DQB1/HLA-DRB5/HLA-DRB1

hsa04933 AGE-RAGE signaling pathway in diabetic complications 9/252 100/8104 0.003808975 0.039162093 0.032117718 VEGFD/SERPINE1/COL4A3/AGER/CXCL8/COL4A4/COL3A1/COL1A2/COL1A1

hsa04510 Focal adhesion 14/252 201/8104 0.003931937 0.039162093 0.032117718 VEGFD/RASGRF1/ITGA5/COL4A3/ITGA9/COL4A4/THBS2/LAMC2/COL1A2/COL1A1/ITGA11/COL9A2/SPP1/TNC

Supplementary Table 11. KEGG analysis results for risk score-related DEGs


