
ONTOLOGY ID DescriptionGeneRatio BgRatio pvalue p.adjust qvalue geneID Count
BP GO:0016570histone modification47/782 420/17913 3.26E-09 7.23E-06 5.93E-06 CAMK2D/PHF19/MORF4L1/CCNB1/ATF2/USP36/BRPF3/TRIM37/SIRT1/GTF3C4/REST/RSF1/OGT/SRCAP/SETD5/RCOR1/FMR1/NAA40/PHF10/NSD1/ASH1L/NAA50/RIF1/H2AFY/MSL1/MAPK8/DNMT1/MECP2/ATRX/BEND3/BAZ1A/RNF20/KDM5A/PRKAA1/PYGO2/PPM1F/ARID4B/EP300/SMYD3/SNW1/CARM1/HIST1H1B/MAP3K7/JMJD6/CLOCK/MLLT6/BRD447
BP GO:0010506regulation of autophagy39/782 314/17913 4.03E-09 7.23E-06 5.93E-06 KIAA1324/USP36/FYCO1/VPS13D/SIRT1/MCL1/CAPNS1/PARK7/BCL2/FOXK1/ATP6V1D/KLHL22/RAB12/CDK5R1/PSAP/TAB2/ATP6V1H/FOXK2/CTTN/LARP1/HIF1A/MAPK8/TP53INP1/RRAGA/SVIP/EEF1A1/PRKAA1/SESN2/EP300/CAPN1/TP53INP2/LEPR/DDIT3/FOXO1/MAP3K7/MTDH/SCFD1/EIF4G2/BCL2L1139
BP GO:0007050cell cycle arrest32/782 231/17913 7.25E-09 7.23E-06 5.93E-06 CNOT6/SOX4/RBL2/CDK7/TGFBR1/CCNB1/THBS1/DHCR24/TCF7L2/CDKN1B/HBP1/ZFHX3/CDK5R1/CASP2/BTG2/PPM1A/TP53INP1/RRAGA/SKIL/PRKAA1/PPP1R9B/STRADB/TFDP1/CNOT2/EP300/KIF20B/UHMK1/CARM1/CNOT6L/DDIT3/MDM2/EIF4G232
BP GO:0031330negative regulation of cellular catabolic process33/782 244/17913 7.76E-09 7.23E-06 5.93E-06 USP25/USP36/OGT/MCL1/ZFP36/PARK7/PAIP1/BCL2/FOXK1/STYX/KLHL22/FMR1/ANXA2/TAB2/IGF2BP1/FOXK2/LARP1/DERL2/RRAGA/SVIP/PABPC1/CSNK2A1/RPL5/USP14/LAPTM4B/BAG6/ATP2B4/LEPR/MAPKAPK2/DHX36/SCFD1/EIF4G2/EFNA133
BP GO:0018205peptidyl-lysine modification43/782 376/17913 8.06E-09 7.23E-06 5.93E-06 SOX4/PHF19/MORF4L1/ATF2/BRPF3/SIRT1/GTF3C4/RSF1/OGT/PARK7/SRCAP/NUP98/SETD5/NAA40/PHF10/NSD1/ASH1L/NAA50/RIF1/RAE1/H2AFY/MSL1/NUP107/DNMT1/MECP2/ATRX/BEND3/BAZ1A/PRKAA1/PYGO2/ARID4B/EP300/SMYD3/SNW1/BAG6/HIST1H1B/MAP3K7/JMJD6/MDM2/CLOCK/KIAA1586/MLLT6/BRD443
BP GO:0016569covalent chromatin modification47/782 433/17913 8.66E-09 7.23E-06 5.93E-06 CAMK2D/PHF19/MORF4L1/CCNB1/ATF2/USP36/BRPF3/TRIM37/SIRT1/GTF3C4/REST/RSF1/OGT/SRCAP/SETD5/RCOR1/FMR1/NAA40/PHF10/NSD1/ASH1L/NAA50/RIF1/H2AFY/MSL1/MAPK8/DNMT1/MECP2/ATRX/BEND3/BAZ1A/RNF20/KDM5A/PRKAA1/PYGO2/PPM1F/ARID4B/EP300/SMYD3/SNW1/CARM1/HIST1H1B/MAP3K7/JMJD6/CLOCK/MLLT6/BRD447
BP GO:0034248regulation of cellular amide metabolic process48/782 452/17913 1.21E-08 7.73E-06 6.35E-06 CNOT6/SOX4/ENC1/EPRS/ERBB2/THBS1/EIF3H/ZFP36/PAIP1/RPL38/LSM14A/FMR1/IGF2BP1/SHMT2/CAPRIN1/NCL/TNRC6B/ALKBH1/EIF5/LARP1/EEF2/BTG2/ZFP36L1/VIM/TMED10/PABPC1/RPL5/CPEB2/RGS2/EEF1A1/PRKAA1/SESN2/PGAM1/PUM2/DPH5/UHMK1/TNRC6A/EIF4EBP2/YTHDF3/ZFP36L2/CNOT6L/TRIM71/RNF139/DHX36/IREB2/TNRC6C/EIF4G2/EFNA148
BP GO:0009895negative regulation of catabolic process36/782 288/17913 1.35E-08 7.73E-06 6.35E-06 CRTC3/USP25/USP36/OGT/MCL1/ZFP36/PARK7/PAIP1/BCL2/FOXK1/STYX/KLHL22/FMR1/ANXA2/TAB2/IGF2BP1/FOXK2/LARP1/DERL2/RRAGA/SVIP/FLNA/PABPC1/CSNK2A1/RPL5/PRKAA1/USP14/LAPTM4B/BAG6/ATP2B4/LEPR/MAPKAPK2/DHX36/SCFD1/EIF4G2/EFNA136
BP GO:0006914autophagy 49/782 471/17913 1.65E-08 7.73E-06 6.35E-06 KIAA1324/USP36/FYCO1/VPS13D/SIRT1/MCL1/RAB7A/CAPNS1/PARK7/FNBP1L/BCL2/FOXK1/ATP6V1D/C19orf12/KLHL22/RAB12/CLTC/GABARAP/CDK5R1/PSAP/TAB2/ATP6V1H/FOXK2/CTTN/LARP1/HIF1A/VPS37A/MAPK8/TP53INP1/RRAGA/SVIP/CSNK2A1/EEF1A1/PRKAA1/SESN2/DYNLL2/HSPA8/EP300/CAPN1/TP53INP2/LEPR/DDIT3/FOXO1/MAP3K7/MTDH/SCFD1/TMBIM6/EIF4G2/BCL2L1149
BP GO:0061919process utilizing autophagic mechanism49/782 471/17913 1.65E-08 7.73E-06 6.35E-06 KIAA1324/USP36/FYCO1/VPS13D/SIRT1/MCL1/RAB7A/CAPNS1/PARK7/FNBP1L/BCL2/FOXK1/ATP6V1D/C19orf12/KLHL22/RAB12/CLTC/GABARAP/CDK5R1/PSAP/TAB2/ATP6V1H/FOXK2/CTTN/LARP1/HIF1A/VPS37A/MAPK8/TP53INP1/RRAGA/SVIP/CSNK2A1/EEF1A1/PRKAA1/SESN2/DYNLL2/HSPA8/EP300/CAPN1/TP53INP2/LEPR/DDIT3/FOXO1/MAP3K7/MTDH/SCFD1/TMBIM6/EIF4G2/BCL2L1149
BP GO:1901990regulation of mitotic cell cycle phase transition46/782 428/17913 1.7E-08 7.73E-06 6.35E-06 CNOT6/CTDSP1/SOX4/RBL2/CCNB1/YWHAE/YWHAG/CCND2/ZNF830/DYNC1H1/PBX1/BCL2/CDKN1B/TUBB/ANKRD17/KLHL22/CASP2/BUB3/CUL4A/TUBA1A/CEP192/BTG2/PTPN6/CTDSPL/MECP2/ZFP36L1/PSMB2/DLGAP5/ADAMTS1/PPP1R9B/TFDP1/CNOT2/EP300/CCNE1/RBX1/CARM1/PRKDC/ZFP36L2/CNOT6L/HMMR/PCM1/CCP110/MDM2/ZW10/CTDSP2/BRD446
BP GO:0000082G1/S transition of mitotic cell cycle34/782 269/17913 2.59E-08 1.07E-05 8.77E-06 CNOT6/CTDSP1/SOX4/RBL2/CDK7/ITGB1/CCNB1/MCM6/CCND2/GMNN/BCL2/CDKN1B/ANKRD17/CASP2/MCM7/CUL4A/BTG2/PTPN6/CTDSPL/E2F6/ADAMTS1/TFDP1/CNOT2/EP300/CCNE1/CARM1/RRM2/PRKDC/CNOT6L/TRIM71/MDM2/GSPT1/CTDSP2/BRD434
BP GO:0006417regulation of translation43/782 397/17913 4E-08 1.43E-05 1.17E-05 CNOT6/SOX4/ENC1/EPRS/ERBB2/THBS1/EIF3H/ZFP36/PAIP1/RPL38/LSM14A/FMR1/IGF2BP1/SHMT2/CAPRIN1/NCL/TNRC6B/ALKBH1/EIF5/LARP1/EEF2/BTG2/ZFP36L1/VIM/PABPC1/RPL5/CPEB2/RGS2/SESN2/PUM2/DPH5/UHMK1/TNRC6A/EIF4EBP2/YTHDF3/ZFP36L2/CNOT6L/TRIM71/RNF139/DHX36/IREB2/TNRC6C/EIF4G243
BP GO:0072331signal transduction by p53 class mediator33/782 264/17913 5.44E-08 1.7E-05 1.4E-05 CNOT6/SOX4/RBL2/CCNB1/SIRT1/TAF2/BCL2/CDKN1B/NDRG1/CDK5R1/CASP2/DYRK2/PMAIP1/BTG2/TP53INP1/ATRX/CSNK2A1/RPL5/MTA2/DDX5/PRKAA1/SESN2/BCL2L12/TOPBP1/TFDP1/CNOT2/EP300/SNW1/BAG6/CARM1/HIPK1/CNOT6L/MDM233
BP GO:0072431signal transduction involved in mitotic G1 DNA damage checkpoint14/782 57/17913 1.09E-07 2.87E-05 2.36E-05 CNOT6/SOX4/RBL2/CCNB1/CDKN1B/CASP2/BTG2/TFDP1/CNOT2/EP300/CARM1/PRKDC/CNOT6L/MDM214
BP GO:1902400intracellular signal transduction involved in G1 DNA damage checkpoint14/782 57/17913 1.09E-07 2.87E-05 2.36E-05 CNOT6/SOX4/RBL2/CCNB1/CDKN1B/CASP2/BTG2/TFDP1/CNOT2/EP300/CARM1/PRKDC/CNOT6L/MDM214
BP GO:1900153positive regulation of nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay8/782 16/17913 1.2E-07 3E-05 2.47E-05 ZFP36/TNRC6B/BTG2/ZFP36L1/PABPC1/ZFP36L2/DHX36/TNRC6C8
BP GO:0009896positive regulation of catabolic process41/782 392/17913 2.15E-07 3.99E-05 3.28E-05 KIAA1324/FYCO1/VPS13D/SIRT1/RAB7A/ZFP36/PARK7/CDKN1B/FMR1/RAB12/PRKCE/TIPARP/TNRC6B/EDEM1/LARP1/BTG2/HIF1A/TP53INP1/ZFP36L1/SVIP/PABPC1/CSNK2A1/PRKAA1/SESN2/RBX1/BAG6/TP53INP2/LDLR/YTHDF3/SMAD7/ZFP36L2/CNOT6L/TRIM71/FOXO1/MAP3K7/RNF139/DHX36/MDM2/MTDH/TNRC6C/BCL2L1141
BP GO:0009303rRNA transcription10/782 30/17913 3.22E-07 5.05E-05 4.14E-05 GTF3C4/SMARCA4/GTF3C3/IPPK/NCL/H2AFY/NOL11/H2AFY2/NIFK/SPIN110
BP GO:0044783G1 DNA damage checkpoint14/782 64/17913 5.1E-07 6.39E-05 5.24E-05 CNOT6/SOX4/RBL2/CCNB1/CDKN1B/CASP2/BTG2/TFDP1/CNOT2/EP300/CARM1/PRKDC/CNOT6L/MDM214
BP GO:0006900vesicle budding from membrane16/782 91/17913 1.81E-06 0.000171 0.000141 SAR1A/WASL/CD59/SEC23A/RAB7A/FNBP1L/VAPA/ANXA2/INSIG1/PPP6R3/TMED10/LMAN1/PEF1/SEC24B/SEC23IP/SCFD116
BP GO:0048524positive regulation of viral process17/782 103/17913 2.16E-06 0.000194 0.000159 NUCKS1/CFL1/SMARCA4/RSF1/RAB7A/FMR1/VAPA/PPIA/LARP1/POLR2A/TOP2A/PABPC1/HSPA8/SP1/EP300/SNW1/PKN217
BP GO:0001844protein insertion into mitochondrial membrane involved in apoptotic signaling pathway9/782 29/17913 2.51E-06 0.00022 0.000181 YWHAE/YWHAG/PPP3R1/BCL2/PMAIP1/MAPK8/TFDP1/MOAP1/BCL2L119
BP GO:0031570DNA integrity checkpoint20/782 141/17913 3.27E-06 0.000265 0.000217 CNOT6/SOX4/RBL2/FEM1B/CCNB1/ATF2/ZNF830/CDKN1B/CASP2/CUL4A/BTG2/PPP1R10/TFDP1/CNOT2/EP300/CARM1/PRKDC/CNOT6L/MDM2/CLOCK20
BP GO:1903829positive regulation of cellular protein localization33/782 318/17913 3.88E-06 0.000308 0.000253 ERBB2/ITGB1/USP36/YWHAE/TCF7L2/AP2B1/YWHAG/PPP3R1/IQGAP1/RUFY3/PARK7/BCL2/CDK5R1/CD2AP/TCP1/PRKCE/EDEM1/PMAIP1/CDH1/MAPK8/PPM1A/ZFAND1/FLNA/PTGS2/PRKAA1/SESN2/TFDP1/KIF20B/SPTBN1/PCM1/MDM2/KIF5B/VAMP233
BP GO:2001233regulation of apoptotic signaling pathway38/782 397/17913 5.11E-06 0.000376 0.000308 TGFBR1/FEM1B/YWHAE/SIRT1/THBS1/PAK2/TCF7L2/YWHAG/MCL1/PPP3R1/PARK7/BCL2/MAGED1/CASP2/CTTN/PMAIP1/AR/QARS/HIF1A/MAPK8/PRELID1/SKIL/PTGS2/CSNK2A1/TNFRSF10B/BCL2L12/STRADB/TFDP1/CREB3L1/TPT1/MOAP1/HSPA1B/SGK3/DDIT3/PPP2R1B/MDM2/TMBIM6/BCL2L1138
BP GO:0010498proteasomal protein catabolic process37/782 382/17913 5.17E-06 0.000376 0.000308 DDI2/ENC1/CCNB1/RAD23B/USP25/SIRT1/OGT/PARK7/ERLIN2/STYX/KLHL22/FMR1/CD2AP/STT3B/BUB3/SOCS6/CUL4A/EDEM1/DERL2/PMAIP1/SVIP/PSMB2/UBE2K/USP14/RBX1/BAG6/TNFAIP1/PCBP2/SMAD7/DDIT3/FBXW11/UBE4B/TMUB2/RNF139/TBL1XR1/MDM2/CLOCK37
BP GO:0019827stem cell population maintenance21/782 158/17913 5.38E-06 0.000385 0.000316 FZD7/SOX4/BCL9/REST/HOOK3/MED21/TBX3/PBX1/IGF2BP1/HES1/KLF10/CUL4A/RIF1/POLR2A/ZC3H13/FGF2/RBPJ/CNOT2/ZFP36L2/FOXO1/PCM121
BP GO:0006888ER to Golgi vesicle-mediated transport22/782 172/17913 6.1E-06 0.000418 0.000344 SAR1A/CD59/SEC23A/DYNC1H1/VAPA/INSIG1/PPP6R3/TMED10/COPG1/DYNLL2/LMAN1/PEF1/CREB3L2/SEC24B/ARCN1/SEC23IP/GOLGB1/SPTBN1/ARF4/RNF139/SCFD1/ZW1022
BP GO:0098727maintenance of cell number21/782 160/17913 6.57E-06 0.000439 0.00036 FZD7/SOX4/BCL9/REST/HOOK3/MED21/TBX3/PBX1/IGF2BP1/HES1/KLF10/CUL4A/RIF1/POLR2A/ZC3H13/FGF2/RBPJ/CNOT2/ZFP36L2/FOXO1/PCM121
BP GO:0007517muscle organ development38/782 403/17913 7.24E-06 0.000466 0.000382 FZD7/EFNB2/CCNT2/TGFBR1/CCNB1/BCL9/LAMA5/SIRT1/NLN/FRS2/BCL2/FOXK1/CD164/ZFHX3/CHD7/ERBB3/COL3A1/MED1/EEF2/BTG2/FLNB/RGS2/DDX5/PRKAA1/FGF2/CHD2/ARID5B/RBPJ/EP300/FOXP2/BASP1/ID3/SMAD7/HIST1H1B/NR1D2/UBE4B/MEF2A/DSP38
BP GO:0062012regulation of small molecule metabolic process40/782 439/17913 9.5E-06 0.00057 0.000468 ATCAY/NFKB1/CCNB1/TTC39B/SIRT1/NLN/REST/OGT/PARK7/LONP2/ERLIN2/FOXK1/NUP98/NFYA/CLTC/SHMT2/PRKCE/FOXK2/INSIG1/DYRK2/IDI1/PMAIP1/RAE1/HIF1A/NUP107/BEND3/PTGS2/RORA/PSMB2/PRKAA1/SESN2/PGAM1/SP1/EP300/ATP2B4/LDLR/LEPR/FOXO1/KPNB1/PPP1CB40
BP GO:0043254regulation of protein complex assembly38/782 409/17913 1.02E-05 0.000592 0.000486 PFN1/CNOT6/WASL/RIOK3/ARL2/WARS/PMEPA1/ARPC3/PARK7/CDKN1B/CAND1/CDK5R1/PRKCE/CCR7/INSIG1/CUL4A/RICTOR/CTTN/PMAIP1/PPM1A/MECP2/STMN2/SVIP/ANKRD27/PRKAA1/HSPA8/CNOT2/BBS10/EP300/SEC24B/RBX1/NCKAP1/HSPA1B/CNOT6L/SPTBN1/DHX36/BCL2L11/DHX3338
BP GO:1902275regulation of chromatin organization21/782 165/17913 1.07E-05 0.000614 0.000504 CAMK2D/PHF19/CCNB1/SIRT1/OGT/SETD5/FMR1/NSD1/RIF1/H2AFY/MAPK8/DNMT1/MECP2/ATRX/RNF20/KDM5A/PYGO2/SNW1/HIST1H1B/MLLT6/BRD421
BP GO:0071364cellular response to epidermal growth factor stimulus10/782 43/17913 1.23E-05 0.000683 0.000561 ERBB2/ZFP36/IQGAP1/MCM7/NCL/MED1/ZFP36L1/EEF1A1/DUSP3/ZFP36L210
BP GO:0043902positive regulation of multi-organism process22/782 180/17913 1.27E-05 0.000701 0.000576 NUCKS1/CFL1/SMARCA4/RSF1/RAB7A/ANKRD17/FMR1/VAPA/PPIA/LARP1/POLR2A/TOP2A/LHFPL2/PABPC1/HSPA8/SP1/EP300/PUM2/SNW1/PKN2/BCL2L11/ZCCHC322
BP GO:0071900regulation of protein serine/threonine kinase activity42/782 479/17913 1.46E-05 0.00078 0.00064 CCNT2/DAZAP2/CDK7/TGFBR1/ERBB2/LRP6/CCNB1/MAP3K3/SIRT1/THBS1/PPP2CA/SYK/YWHAG/PROK2/CCND2/STK38/FRS2/IQGAP1/WNK1/MAP4K3/CDKN1B/IGF1R/CDK5R1/TAB2/MAGED1/KRAS/IPO7/PTPN6/H2AFY/RAPGEF2/KIDINS220/RGS2/PTPRJ/PRKAA1/FGF2/SESN2/DUSP3/PRKAR1A/ATP2B4/SMPD1/MAP3K7/MAPKAPK242
BP GO:0032386regulation of intracellular transport37/782 400/17913 1.46E-05 0.00078 0.00064 ERBB2/ABCA2/USP36/YWHAE/TCF7L2/DYNC1H1/RUFY3/PARK7/PREPL/CPSF6/RAB21/FMR1/ANXA2/CDK5R1/INSIG1/EDEM1/DERL2/CDH1/PPP1R12A/PPM1A/ZFAND1/SVIP/FLNA/PTGS2/APBA2/PRKAA1/LMAN1/KIF20B/SEC24B/UHMK1/RAB11B/PCM1/RNF139/MDM2/SCFD1/KIF5B/VAMP237
BP GO:0198738cell-cell signaling by wnt43/782 500/17913 1.85E-05 0.000945 0.000776 FZD7/PFN1/SOX4/NFKB1/LRP6/GRB10/BCL9/PPP2CA/SMARCA4/TCF7L2/AP2B1/PPP3R1/WNK1/HBP1/MACF1/TNKS2/CLTC/TNRC6B/RECK/TSKU/PPM1A/CSNK2A1/PSMB2/PRKAA1/PYGO2/STRN/RBPJ/CSNK1G1/AMOTL2/CCNE1/CCDC88C/RBX1/TNRC6A/RSPO3/SPIN1/DDIT3/FOXO1/DAAM1/MAP3K7/FBXW11/TBL1XR1/TNRC6C/USP3443
BP GO:0034976response to endoplasmic reticulum stress27/782 254/17913 1.88E-05 0.000952 0.000781 USP25/SIRT1/THBS1/PARK7/ERLIN2/BCL2/STT3B/EDEM1/DERL2/PMAIP1/EEF2/SVIP/UBE2K/SESN2/TNFRSF10B/EP300/USP14/CREB3L2/CREB3L1/BAG6/DDIT3/TLN1/TMUB2/RNF139/TMBIM6/BCL2L11/CTDSP227
BP GO:0048511rhythmic process29/782 287/17913 2.44E-05 0.00121 0.000994 RAI1/SIRT1/OGT/ZNF830/NFYA/ZFHX3/IMPDH2/CDK5R1/MAGED1/CASP2/KLF10/CUL4A/TOP2A/MAPK8/UBE3A/CSNK2A1/KDM5A/RORA/DDX5/PRKAA1/ADAMTS1/SP1/EP300/AHR/PRKDC/NR1D2/FBXW11/CLOCK/PPP1CB29
BP GO:0006913nucleocytoplasmic transport30/782 302/17913 2.46E-05 0.00121 0.000994 TNPO1/YWHAE/TCF7L2/SYK/PARK7/CPSF6/U2AF2/STYX/XPOT/NUP98/CDC40/MED1/NXF1/CDH1/PPP1R12A/RAE1/RNPS1/PPP1R10/NUP107/THOC7/PPM1A/FLNA/PTGS2/ZC3H11A/STRADB/UHMK1/KPNB1/MDM2/RITA1/TXNIP30
BP GO:0070849response to epidermal growth factor10/782 47/17913 2.83E-05 0.001363 0.001119 ERBB2/ZFP36/IQGAP1/MCM7/NCL/MED1/ZFP36L1/EEF1A1/DUSP3/ZFP36L210
BP GO:0033157regulation of intracellular protein transport24/782 220/17913 3.54E-05 0.001613 0.001324 ERBB2/USP36/YWHAE/TCF7L2/RUFY3/PARK7/CDK5R1/INSIG1/EDEM1/DERL2/CDH1/PPM1A/ZFAND1/SVIP/FLNA/PTGS2/PRKAA1/LMAN1/KIF20B/UHMK1/PCM1/MDM2/KIF5B/VAMP224
BP GO:0010822positive regulation of mitochondrion organization16/782 115/17913 3.93E-05 0.001774 0.001456 DDHD1/USP36/YWHAE/VPS13D/YWHAG/PPP3R1/PARK7/BCL2/STOML2/PMAIP1/HIF1A/MAPK8/PRKAA1/TFDP1/MOAP1/BCL2L1116
BP GO:1903363negative regulation of cellular protein catabolic process13/782 80/17913 3.98E-05 0.001781 0.001463 USP25/OGT/PARK7/STYX/ANXA2/DERL2/SVIP/CSNK2A1/RPL5/USP14/LAPTM4B/BAG6/EFNA113



BP GO:0090114COPII-coated vesicle budding12/782 70/17913 4.55E-05 0.002 0.001642 SAR1A/CD59/SEC23A/VAPA/INSIG1/PPP6R3/TMED10/LMAN1/PEF1/SEC24B/SEC23IP/SCFD112
BP GO:0060537muscle tissue development35/782 392/17913 5.15E-05 0.002215 0.001819 FZD7/EFNB2/CCNT2/TGFBR1/ITGB1/CCNB1/BCL9/NLN/ITGA8/TBX3/FRS2/BCL2/CHD7/ERBB3/COL3A1/TIPARP/MED1/EEF2/BTG2/FLNB/RGS2/DDX5/PRKAA1/FGF2/DSG2/RBPJ/PRKAR1A/EP300/FOXP2/SMAD7/NR1D2/ADAMTS9/UBE4B/MEF2A/DSP35
BP GO:0006109regulation of carbohydrate metabolic process22/782 198/17913 5.62E-05 0.002344 0.001925 NFKB1/SIRT1/NLN/OGT/FOXK1/NUP98/CLTC/PRKCE/FOXK2/DYRK2/PMAIP1/RAE1/HIF1A/NUP107/RORA/PRKAA1/SESN2/PGAM1/EP300/LEPR/FOXO1/PPP1CB22
BP GO:1905897regulation of response to endoplasmic reticulum stress13/782 83/17913 5.93E-05 0.002454 0.002015 USP25/SIRT1/PARK7/EDEM1/DERL2/PMAIP1/SVIP/USP14/CREB3L1/BAG6/DDIT3/TMBIM6/BCL2L1113
BP GO:0007052mitotic spindle organization14/782 95/17913 6.22E-05 0.002535 0.002081 CCNB1/TACC1/CHMP1B/DYNC1H1/SBDS/CLTC/CEP192/KIF3B/RAE1/MECP2/KIFC1/FLNA/HSPA1B/KPNB114
BP GO:0016358dendrite development23/782 216/17913 7.45E-05 0.002894 0.002376 ADAM10/ITGB1/WASL/CFL1/PAK2/IQGAP1/RAB21/FMR1/BTBD3/CDK5R1/VLDLR/CAPRIN1/RAPGEF2/UBE3A/KIDINS220/MECP2/ANKRD27/STRN/CARM1/ARF4/DHX36/MEF2A/EFNA123
BP GO:0032259methylation31/782 336/17913 7.45E-05 0.002894 0.002376 PHF19/SIRT1/OGT/SETD5/NSD1/CMTR2/ASH1L/METTL23/RIF1/BTG2/H2AFY/DNMT1/MECP2/ATRX/BEND3/ZC3H13/RNF20/MTA2/PYGO2/MAT2A/ARID4B/MTRR/DPH5/SMYD3/SNW1/CARM1/HIST1H1B/PCMT1/GSPT1/MLLT6/BRD431
BP GO:0035909aorta morphogenesis8/782 34/17913 8.41E-05 0.003166 0.0026 EFNB2/SOX4/CHD7/COL3A1/HES1/RBPJ/SEC24B/ADAMTS98
BP GO:0034330cell junction organization27/782 277/17913 8.55E-05 0.003172 0.002604 TGFBR1/ARL2/LAMA5/THBS1/IQGAP1/BCL2/MACF1/VCL/CTTN/CDH1/MAPRE2/RAPGEF2/MYO9A/FLNA/PTPRJ/PPM1F/STRN/DSG2/DUSP3/PKN2/HIPK1/SMAD7/ARHGEF7/TLN1/PARD6B/MTDH/DSP27
BP GO:0072594establishment of protein localization to organelle38/782 452/17913 9.06E-05 0.003311 0.002718 TNPO1/RPS23/USP36/YWHAE/SRP54/SYK/YWHAG/TIMM8B/RAB7A/PPP3R1/LONP2/BCL2/RPL38/TCP1/MED1/PMAIP1/CDH1/RPL35A/H2AFY/PPP1R10/MAPK8/RPS24/FLNA/PTGS2/RPL5/H2AFY2/PRKAA1/HSPA8/TFDP1/GNPTAB/LMAN1/RPL37A/HIST1H1B/MOAP1/DDIT3/KPNB1/BCL2L11/TXNIP38
BP GO:0048545response to steroid hormone33/782 375/17913 0.00011 0.003734 0.003066 CDK7/ABCA2/SIRT1/THBS1/REST/SMARCA4/PMEPA1/GOT1/ZFP36/PARK7/BCL2/KRAS/MED1/AR/UBE3A/ZFP36L1/PTGS2/RORA/DDX5/DSG2/CNOT2/EP300/PGRMC2/CCNE1/SMYD3/CARM1/ZFP36L2/NR1D2/FOXO1/MDM2/BCL2L11/CLOCK/TXNIP33
BP GO:0003229ventricular cardiac muscle tissue development10/782 55/17913 0.000117 0.003828 0.003143 TGFBR1/TBX3/CHD7/MED1/DSG2/RBPJ/SMAD7/ADAMTS9/UBE4B/DSP10
BP GO:0016241regulation of macroautophagy19/782 166/17913 0.000119 0.003878 0.003184 KIAA1324/USP36/FYCO1/VPS13D/SIRT1/CAPNS1/ATP6V1D/RAB12/CDK5R1/ATP6V1H/LARP1/HIF1A/MAPK8/RRAGA/PRKAA1/SESN2/CAPN1/MAP3K7/SCFD119
BP GO:0006111regulation of gluconeogenesis9/782 46/17913 0.000142 0.004432 0.003639 SIRT1/NLN/OGT/FOXK1/FOXK2/SESN2/EP300/LEPR/FOXO19
BP GO:0032869cellular response to insulin stimulus21/782 197/17913 0.000149 0.004623 0.003795 EPRS/GRB10/NUCKS1/SIRT1/OGT/YWHAG/GOT1/ATP6V1D/IGF1R/ATP6V1H/ZFP36L1/CPEB2/PRKAA1/PIK3C2A/SP1/GAB1/EIF4EBP2/SESN3/PRKDC/FOXO1/VAMP221
BP GO:0071383cellular response to steroid hormone stimulus24/782 243/17913 0.00017 0.005067 0.00416 CDK7/SIRT1/REST/SMARCA4/PMEPA1/ZFP36/PARK7/MED1/AR/UBE3A/ZFP36L1/RORA/DDX5/CNOT2/EP300/PGRMC2/CCNE1/SMYD3/CARM1/ZFP36L2/NR1D2/FOXO1/BCL2L11/CLOCK24
BP GO:0043488regulation of mRNA stability18/782 158/17913 0.000189 0.005468 0.00449 TNPO1/ZFP36/PAIP1/FMR1/IGF2BP1/LARP1/ZFP36L1/VIM/PABPC1/PSMB2/HSPA8/PUM2/YTHDF3/ZFP36L2/CNOT6L/TRIM71/MAPKAPK2/DHX3618
BP GO:0043434response to peptide hormone34/782 404/17913 0.000205 0.005837 0.004792 PRLR/EPRS/NFKB1/LRP6/GRB10/NUCKS1/SIRT1/OGT/YWHAG/GOT1/IQGAP1/CDKN1B/ATP6V1D/IGF1R/ATP6V1H/BTG2/FBN1/ZFP36L1/PTGS2/CPEB2/PRKAA1/SESN2/PIK3C2A/SP1/PRKAR1A/GAB1/EIF4EBP2/SESN3/PRKDC/FOXO1/GCNT1/MDM2/VAMP2/ADCY634
BP GO:0042594response to starvation19/782 174/17913 0.000221 0.006095 0.005005 KIAA1324/SIRT1/ZFP36/BCL2/FOXK1/FOXK2/KLF10/LARP1/PMAIP1/MAPK8/SSTR2/RRAGA/PRKAA1/SESN2/HSPA8/TNRC6A/SESN3/DDIT3/FOXO119
BP GO:0071103DNA conformation change26/782 279/17913 0.000236 0.006464 0.005307 CCNB1/RAD23B/BRD2/MCM6/RSF1/XRCC6/CENPV/MCM7/CUL4A/ASH1L/SMC4/TOP2A/H2AFY/SMARCA5/ATRX/HIST1H2BG/HIST1H4H/H2AFY2/CHD2/RBX1/SMYD3/PHF13/HIST1H1B/GATAD1/H1F0/DHX3626
BP GO:0006006glucose metabolic process21/782 204/17913 0.000242 0.006542 0.005371 SIRT1/NLN/OGT/GOT1/FOXK1/FOXK2/DYRK2/PMAIP1/PDHA1/RORA/PRKAA1/SESN2/PGAM1/EP300/PFKM/LEPR/DLAT/ALDOA/FOXO1/PDHB/PPP1CB21
BP GO:0016050vesicle organization26/782 280/17913 0.00025 0.006622 0.005437 SAR1A/WASL/CD59/HOOK3/CHMP1B/SEC23A/RAB7A/EEA1/FNBP1L/BCL2/VAPA/ANXA2/CD2AP/INSIG1/VPS37A/PPP6R3/TMED10/ANKRD27/LMAN1/PEF1/SEC24B/SEC23IP/LAPTM4B/SCFD1/KIF5B/VAMP326
BP GO:0019080viral gene expression20/782 191/17913 0.000269 0.007001 0.005748 CCNT2/RPS23/NUCKS1/REST/SMARCA4/RSF1/ZFP36/NUP98/RPL38/RPL35A/POLR2A/RAE1/NUP107/RPS24/RPL5/SP1/EP300/RPL37A/SNW1/PCBP220
BP GO:0032922circadian regulation of gene expression10/782 61/17913 0.000284 0.007144 0.005866 RAI1/SIRT1/OGT/ZFHX3/MAGED1/KDM5A/RORA/AHR/CLOCK/PPP1CB10
BP GO:0051656establishment of organelle localization36/782 448/17913 0.00033 0.008107 0.006656 CCNB1/WASL/CD59/FYCO1/KIF1B/HOOK3/CHMP1B/SEC23A/DYNC1H1/PREPL/FNBP1L/MEI1/FMR1/KIF3B/SYBU/HIF1A/PPP6R3/KIFC1/TMED10/APBA2/DLGAP5/KIAA1107/COPG1/LMAN1/PEF1/SEC24B/SEC23IP/LIN7A/CHAMP1/RAB11B/PCM1/KPNB1/SCFD1/ZW10/KIF5B/VAMP236
BP GO:0043312neutrophil degranulation38/782 485/17913 0.000375 0.008864 0.007278 HGSNAT/ADAM10/NFKB1/RAP2B/CD59/SYK/XRCC6/RAB7A/DYNC1H1/IQGAP1/NHLRC3/TUBB/ATP6V1D/CAND1/VCL/IMPDH2/VAPA/ANXA2/PSAP/PPIA/SLC2A3/EEF2/PTPN6/DEGS1/SVIP/EEF1A1/PTPRJ/PGAM1/HSPA8/CAPN1/ALDOA/HSPA1B/CAP1/VAT1/KPNB1/RAB14/MOSPD2/DSP38
BP GO:0031647regulation of protein stability25/782 272/17913 0.00038 0.008864 0.007278 DDI2/PFN1/SOX4/CDK7/USP36/SIRT1/PARK7/BCL2/ASPH/KRAS/TCP1/FLNA/RPL5/HSPA8/EP300/CCDC88C/BAG6/PRKDC/SMAD7/HIST1H1B/HSPA1B/FBXW11/RNF139/MDM2/EFNA125
BP GO:0051348negative regulation of transferase activity25/782 272/17913 0.00038 0.008864 0.007278 LRP6/WARS/SIRT1/PAK2/PPP2CA/YWHAG/STK38/ZFP36/WNK1/PARK7/CDKN1B/IGF1R/IPO7/PTPN6/QARS/H2AFY/RPL5/RGS2/PTPRJ/PPM1F/DUSP3/PRKAR1A/SMYD3/SMPD1/SMAD725
BP GO:0051817modification of morphology or physiology of other organism involved in symbiotic interaction14/782 113/17913 0.000405 0.009307 0.007642 NUCKS1/CFL1/REST/SMARCA4/FMR1/VAPA/ANXA2/RRAGA/HSPA8/SP1/EP300/SNW1/KPNB1/BCL2L1114
BP GO:0002283neutrophil activation involved in immune response38/782 488/17913 0.000423 0.009519 0.007816 HGSNAT/ADAM10/NFKB1/RAP2B/CD59/SYK/XRCC6/RAB7A/DYNC1H1/IQGAP1/NHLRC3/TUBB/ATP6V1D/CAND1/VCL/IMPDH2/VAPA/ANXA2/PSAP/PPIA/SLC2A3/EEF2/PTPN6/DEGS1/SVIP/EEF1A1/PTPRJ/PGAM1/HSPA8/CAPN1/ALDOA/HSPA1B/CAP1/VAT1/KPNB1/RAB14/MOSPD2/DSP38
BP GO:1905710positive regulation of membrane permeability10/782 64/17913 0.000424 0.009519 0.007816 ATF2/YWHAE/YWHAG/PPP3R1/BCL2/PMAIP1/MAPK8/TFDP1/MOAP1/BCL2L1110
BP GO:0031589cell-substrate adhesion28/782 322/17913 0.000432 0.009574 0.00786 FZD7/ITGB1/ARL2/LAMA5/THBS1/ITGA8/IQGAP1/BCL2/MACF1/ZYX/VCL/COL3A1/PRKCE/ITGB5/CCR7/CTTN/DOCK1/DOCK5/FLNA/PTPRJ/PPM1F/DUSP3/ARHGEF7/ADAMTS9/CSF1/BCL2L11/EFNA1/VAMP328
BP GO:0003222ventricular trabecula myocardium morphogenesis5/782 16/17913 0.000457 0.009915 0.008141 TGFBR1/CHD7/MED1/RBPJ/UBE4B5
BP GO:0019058viral life cycle28/782 324/17913 0.000477 0.010205 0.008379 EFNB2/ITGB1/NUCKS1/WWP1/CHMP1B/RAB7A/EEA1/BCL2/NUP98/FMR1/VAPA/PPIA/ITGB5/LARP1/TOP2A/RAE1/NUP107/VPS37A/TFRC/PABPC1/DDX5/HSPA8/PKN2/LDLR/PCBP2/HSPA1B/SCARB1/KPNB128
BP GO:0034605cellular response to heat14/782 117/17913 0.000579 0.012112 0.009945 CAMK2D/YWHAE/SIRT1/THBS1/NUP98/RAE1/NUP107/PTGS2/HSPA8/EP300/HSPA1B/DNAJC2/MAPKAPK2/DHX3614
BP GO:0003231cardiac ventricle development15/782 131/17913 0.000599 0.012445 0.010218 SOX4/TGFBR1/AP2B1/TBX3/FRS2/CHD7/HES1/MED1/HECTD1/HIF1A/RBPJ/SMAD7/UBE4B/MDM2/DSP15
BP GO:0033962cytoplasmic mRNA processing body assembly5/782 17/17913 0.000625 0.012719 0.010443 CNOT6/DYNC1H1/LSM14A/CNOT2/CNOT6L5
BP GO:0002446neutrophil mediated immunity38/782 499/17913 0.000646 0.01305 0.010715 HGSNAT/ADAM10/NFKB1/RAP2B/CD59/SYK/XRCC6/RAB7A/DYNC1H1/IQGAP1/NHLRC3/TUBB/ATP6V1D/CAND1/VCL/IMPDH2/VAPA/ANXA2/PSAP/PPIA/SLC2A3/EEF2/PTPN6/DEGS1/SVIP/EEF1A1/PTPRJ/PGAM1/HSPA8/CAPN1/ALDOA/HSPA1B/CAP1/VAT1/KPNB1/RAB14/MOSPD2/DSP38
BP GO:0042119neutrophil activation38/782 499/17913 0.000646 0.01305 0.010715 HGSNAT/ADAM10/NFKB1/RAP2B/CD59/SYK/XRCC6/RAB7A/DYNC1H1/IQGAP1/NHLRC3/TUBB/ATP6V1D/CAND1/VCL/IMPDH2/VAPA/ANXA2/PSAP/PPIA/SLC2A3/EEF2/PTPN6/DEGS1/SVIP/EEF1A1/PTPRJ/PGAM1/HSPA8/CAPN1/ALDOA/HSPA1B/CAP1/VAT1/KPNB1/RAB14/MOSPD2/DSP38
BP GO:0000070mitotic sister chromatid segregation15/782 132/17913 0.000649 0.013054 0.010718 CCNB1/CHMP1B/KLHL22/BUB3/NAA50/SMC4/H2AFY/KIFC1/ATRX/DLGAP5/INCENP/CHAMP1/PHF13/KPNB1/ZW1015
BP GO:0140014mitotic nuclear division22/782 237/17913 0.00073 0.014388 0.011813 CCNB1/CHMP1B/CDKN1B/KLHL22/BUB3/NAA50/CEP192/KIF3B/SMC4/H2AFY/KIFC1/ATRX/FLNA/DLGAP5/PPP1R9B/INCENP/KIF20B/CHAMP1/PHF13/HSPA1B/KPNB1/ZW1022
BP GO:1905477positive regulation of protein localization to membrane14/782 120/17913 0.000747 0.014559 0.011954 ERBB2/ITGB1/YWHAE/AP2B1/YWHAG/PPP3R1/BCL2/CDK5R1/PRKCE/PMAIP1/MAPK8/TFDP1/SPTBN1/KIF5B14
BP GO:0007548sex differentiation24/782 269/17913 0.000754 0.014585 0.011975 TGFBR1/CBX2/SIRT1/DHCR24/TBX3/ZNF830/PBX1/BCL2/CHD7/CASP2/TIPARP/AR/LHFPL2/NUP107/UBE3A/ATRX/FLNA/KDM5A/ADAMTS1/ARID5B/ARID4B/BASP1/FNDC3A/BCL2L1124
BP GO:0051702interaction with symbiont11/782 81/17913 0.000762 0.014687 0.012059 NUCKS1/CFL1/REST/SMARCA4/FMR1/VAPA/ANXA2/HSPA8/SP1/EP300/SNW111
BP GO:0006403RNA localization20/782 208/17913 0.000807 0.015355 0.012607 ZFP36/CPSF6/U2AF2/ZNHIT6/XPOT/NUP98/FMR1/CDC40/IGF2BP1/TCP1/NXF1/RAE1/RNPS1/NUP107/THOC7/AHCTF1/ZFP36L1/ZC3H11A/NOP58/DHX3620
BP GO:0035264multicellular organism growth16/782 149/17913 0.000812 0.015355 0.012607 RAI1/RC3H2/SLC25A25/BCL2/TNKS2/CHD7/AR/HOXA5/ZFP36L1/ATRX/APBA2/ARID5B/EP300/CSF1/STK40/TBL1XR116
BP GO:0019216regulation of lipid metabolic process32/782 402/17913 0.000812 0.015355 0.012607 CRTC3/RBL2/SIN3B/NFKB1/TTC39B/SIRT1/REST/LONP2/ERLIN2/STOML2/NFYA/PRKCE/CCR7/INSIG1/SOCS6/MED1/IDI1/H2AFY/MTMR1/PTGS2/RORA/PRKAA1/FGF2/SP1/PLIN2/CNEP1R1/CARM1/LDLR/NR1D2/SCARB1/KPNB1/TBL1XR132



BP GO:0065004protein-DNA complex assembly20/782 210/17913 0.000909 0.0167 0.013712 CDK7/RAD23B/BRD2/SMARCA4/GTF3C3/RSF1/GMNN/CAND1/CENPV/CUL4A/H2AFY/SMARCA5/ATRX/HIST1H2BG/HIST1H4H/H2AFY2/RBX1/SMYD3/HIST1H1B/H1F020
BP GO:1905475regulation of protein localization to membrane18/782 181/17913 0.000981 0.017382 0.014272 ADAM10/ERBB2/ITGB1/YWHAE/AP2B1/YWHAG/PPP3R1/BCL2/CLTC/CDK5R1/PRKCE/PMAIP1/AR/VTI1B/MAPK8/TFDP1/SPTBN1/KIF5B18
BP GO:0090559regulation of membrane permeability11/782 84/17913 0.001038 0.018174 0.014922 ATF2/YWHAE/YWHAG/PPP3R1/BCL2/PMAIP1/MAPK8/TFDP1/LAPTM4B/MOAP1/BCL2L1111
BP GO:0001701in utero embryonic development28/782 342/17913 0.001102 0.018976 0.01558 TGFBR1/ADAM10/ITGB1/CCNB1/MED21/TBX3/ZNF830/SBDS/MIB1/CHD7/HES1/CUL4A/MED1/ALKBH1/AR/HIF1A/KIDINS220/ZFP36L1/SKIL/APBA2/PYGO2/RBPJ/CNOT2/MBNL1/RSPO3/TBL1XR1/SLC39A1/BCL2L1128
BP GO:0006413translational initiation18/782 183/17913 0.001113 0.0191 0.015682 RPS23/EIF3H/PAIP1/RPL38/FMR1/ALKBH1/EIF5/LARP1/RPL35A/RPS24/PABPC1/RPL5/RPL37A/UHMK1/EIF4EBP2/YTHDF3/EIF4G2/DHX3318
BP GO:0071214cellular response to abiotic stimulus26/782 310/17913 0.001157 0.019466 0.015982 NFKB1/NUCKS1/RDH11/SIRT1/REST/XRCC6/ADSS/LRRC8D/GOT1/TMEM109/FMR1/CASP2/EEF1D/MAPK8/TP53INP1/ZFP36L1/PTGS2/TNFRSF10B/EP300/TP53BP1/RAB11B/RHOB/DHX36/MDM2/CLOCK/POLH26
BP GO:0104004cellular response to environmental stimulus26/782 310/17913 0.001157 0.019466 0.015982 NFKB1/NUCKS1/RDH11/SIRT1/REST/XRCC6/ADSS/LRRC8D/GOT1/TMEM109/FMR1/CASP2/EEF1D/MAPK8/TP53INP1/ZFP36L1/PTGS2/TNFRSF10B/EP300/TP53BP1/RAB11B/RHOB/DHX36/MDM2/CLOCK/POLH26
BP GO:0001667ameboidal-type cell migration34/782 446/17913 0.001197 0.019983 0.016407 EFNB2/PFN1/TGFBR1/ITGB1/MAP3K3/LAMA5/CFL1/SIRT1/THBS1/PTPRM/MACF1/CENPV/PRKCE/MAPRE2/DOCK1/HIF1A/DOCK5/MECP2/WASF2/PTGS2/MTA2/FGF2/PIK3C2A/PPM1F/SP1/ARID5B/PKN2/AKAP12/ARHGEF7/SCARB1/CAP1/ADAMTS9/RHOB/EFNA134
BP GO:0008652cellular amino acid biosynthetic process10/782 73/17913 0.001222 0.020137 0.016533 BCAT2/SERINC5/GOT1/PARK7/SHMT2/GLUD2/PSAT1/MTHFD2L/MTRR/ATP2B410
BP GO:0044766multi-organism transport10/782 73/17913 0.001222 0.020137 0.016533 RAB40B/RAB7A/NUP98/FMR1/TCP1/RAE1/NUP107/VPS37A/THOC7/KPNB110
BP GO:1902579multi-organism localization10/782 73/17913 0.001222 0.020137 0.016533 RAB40B/RAB7A/NUP98/FMR1/TCP1/RAE1/NUP107/VPS37A/THOC7/KPNB110
BP GO:1902905positive regulation of supramolecular fiber organization18/782 185/17913 0.001261 0.020708 0.017002 PFN1/TGFBR1/WASL/ARL2/CFL1/ARPC3/CDKN1B/CDK5R1/PRKCE/CCR7/RICTOR/CTTN/MECP2/STMN2/FLNA/PPM1F/NCKAP1/HSPA1B18
BP GO:0030183B cell differentiation13/782 113/17913 0.001298 0.021173 0.017384 ITGB1/TPD52/SYK/BCL2/IRF2BP2/GON4L/PTPN6/ZFP36L1/PTPRJ/RBPJ/EP300/PRKDC/ZFP36L213
BP GO:0045665negative regulation of neuron differentiation19/782 201/17913 0.00132 0.021461 0.017621 EFNB2/CTDSP1/REST/RUFY3/PBX1/MIB1/CDK5R1/HES1/MED1/CERS2/DENND5A/RAPGEF2/UBE3A/STMN2/VIM/CARM1/MDM2/ADCY6/EFNA119
BP GO:0006999nuclear pore organization4/782 12/17913 0.001347 0.021763 0.017868 NUP98/NUP107/AHCTF1/TMEM170A4
BP GO:1904292regulation of ERAD pathway6/782 29/17913 0.001362 0.021813 0.01791 USP25/EDEM1/DERL2/SVIP/USP14/BAG66
BP GO:0042752regulation of circadian rhythm13/782 114/17913 0.001408 0.022312 0.018319 ZFHX3/MAGED1/KLF10/TOP2A/MAPK8/UBE3A/RORA/PRKAA1/PRKDC/NR1D2/FBXW11/CLOCK/PPP1CB13
BP GO:0009161ribonucleoside monophosphate metabolic process27/782 331/17913 0.001415 0.022354 0.018354 CCNB1/UCK2/OGT/ADSS/SLC25A25/PARK7/FOXK1/NUP98/STOML2/PRPS1/IMPDH2/SHMT2/FOXK2/RAE1/HIF1A/NUP107/MECP2/GMPS/BEND3/AK3/PRKAA1/PGAM1/HSPA8/PFKM/ALDOA/HSPA1B/GMPR227
BP GO:0008203cholesterol metabolic process15/782 143/17913 0.001481 0.023179 0.019031 TTC39B/DHCR24/SOAT1/ERLIN2/NFYA/VLDLR/INSIG1/IDI1/PRKAA1/SP1/LDLR/SMPD1/LEPR/SCARB1/KPNB115
BP GO:1905269positive regulation of chromatin organization12/782 101/17913 0.001487 0.023201 0.019049 PHF19/CCNB1/SIRT1/OGT/FMR1/RIF1/DNMT1/MECP2/RNF20/SNW1/HIST1H1B/BRD412
BP GO:0051648vesicle localization23/782 270/17913 0.001776 0.026634 0.021867 WASL/CD59/FYCO1/KIF1B/SEC23A/PREPL/FNBP1L/FMR1/KIF3B/SYBU/PPP6R3/TMED10/APBA2/KIAA1107/LMAN1/PEF1/SEC24B/SEC23IP/LIN7A/RAB11B/SCFD1/KIF5B/VAMP223
BP GO:0060612adipose tissue development7/782 41/17913 0.001806 0.026692 0.021915 ATF2/SIRT1/SLC25A25/ARID5B/ARRDC3/CSF1/TBL1XR17
BP GO:0010763positive regulation of fibroblast migration4/782 13/17913 0.001879 0.027119 0.022266 THBS1/PRKCE/AKAP12/ARHGEF74
BP GO:0043116negative regulation of vascular permeability4/782 13/17913 0.001879 0.027119 0.022266 PDE3A/PTPRJ/DDAH1/AKAP124
BP GO:0045137development of primary sexual characteristics20/782 223/17913 0.001886 0.027141 0.022284 TGFBR1/CBX2/SIRT1/ZNF830/BCL2/CASP2/TIPARP/AR/LHFPL2/NUP107/UBE3A/ATRX/FLNA/KDM5A/ADAMTS1/ARID5B/ARID4B/BASP1/FNDC3A/BCL2L1120
BP GO:0071824protein-DNA complex subunit organization21/782 240/17913 0.001993 0.028356 0.023281 CDK7/RAD23B/BRD2/SMARCA4/GTF3C3/RSF1/GMNN/CAND1/CENPV/CUL4A/H2AFY/SMARCA5/ATRX/HIST1H2BG/HIST1H4H/H2AFY2/SMARCD2/RBX1/SMYD3/HIST1H1B/H1F021
BP GO:0071456cellular response to hypoxia19/782 210/17913 0.00219 0.030375 0.024939 CCNB1/SIRT1/BCL2/NDRG1/PRKCE/PMAIP1/HIF1A/ZFP36L1/PTGS2/CPEB2/RORA/PSMB2/PRKAA1/RBPJ/EP300/DDAH1/RBX1/MDM2/TMBIM619
BP GO:0061384heart trabecula morphogenesis6/782 32/17913 0.002325 0.031647 0.025984 TGFBR1/CHD7/MED1/ADAMTS1/RBPJ/UBE4B6
BP GO:0022406membrane docking15/782 150/17913 0.002377 0.032088 0.026346 ESYT1/YWHAE/YWHAG/RAB7A/DYNC1H1/TUBB/TUBA1A/CEP192/VTI1B/CEP162/PDZD8/PCM1/CCP110/SCFD1/VAMP315
BP GO:0045986negative regulation of smooth muscle contraction4/782 14/17913 0.00254 0.033569 0.027562 DOCK5/PTGS2/ADRA2C/RGS24
BP GO:0009411response to UV14/782 137/17913 0.00268 0.035229 0.028925 SIRT1/REV1/MAP4K3/BCL2/FMR1/MAPK8/TP53INP1/PTGS2/PRKAA1/EP300/UBE4B/DHX36/MDM2/POLH14
BP GO:0098751bone cell development6/782 33/17913 0.002738 0.035629 0.029253 ANXA2/MED1/FBN1/PTPN6/WASF2/EP3006
BP GO:1903573negative regulation of response to endoplasmic reticulum stress7/782 44/17913 0.00275 0.035684 0.029298 USP25/PARK7/DERL2/SVIP/USP14/CREB3L1/TMBIM67
BP GO:0097327response to antineoplastic agent11/782 96/17913 0.003075 0.038414 0.03154 DDI2/ADAM10/KIF1B/FMR1/LARP1/CDH1/ATRX/KDM3B/PRKAA1/SMYD3/FOXO111
BP GO:0042274ribosomal small subunit biogenesis5/782 24/17913 0.00333 0.040084 0.032911 RIOK3/RPL38/UTP20/RPS24/NOL115
BP GO:0043951negative regulation of cAMP-mediated signaling5/782 24/17913 0.00333 0.040084 0.032911 CRTC3/PDE3A/RGS2/ARRDC3/ATP2B45
BP GO:0060148positive regulation of posttranscriptional gene silencing5/782 24/17913 0.00333 0.040084 0.032911 ZFP36/FMR1/DDX5/PUM2/TRIM715
BP GO:0046931pore complex assembly4/782 15/17913 0.003345 0.040084 0.032911 NUP98/NUP107/AHCTF1/TMEM170A4
BP GO:0060009Sertoli cell development4/782 15/17913 0.003345 0.040084 0.032911 ATRX/FLNA/ARID4B/FNDC3A4
BP GO:0046390ribose phosphate biosynthetic process23/782 284/17913 0.003371 0.040295 0.033084 UCK2/OGT/ADSS/FOXK1/NUP98/STOML2/PRPS1/IMPDH2/FOXK2/PANK3/PDHA1/RAE1/HIF1A/NUP107/GMPS/AK3/PRKAA1/PGAM1/PFKM/DLAT/ALDOA/PDHB/ADCY623
BP GO:0016311dephosphorylation33/782 458/17913 0.003439 0.040916 0.033594 CAMTA1/CTDSP1/YWHAE/PPP2CA/PPP3R1/IQGAP1/WNK1/BCL2/PTPRM/STYX/MFHAS1/CEP192/PPP1R12A/PTPN6/PPP1R10/PPP6R3/CTDSPL/PPM1A/MTMR1/DLGAP5/PTPRJ/PTP4A1/PPP1R9B/PPM1F/DUSP3/SH2D4A/CTTNBP2NL/CNEP1R1/SMPD1/FBXW11/PPP2R1B/PPP1CB/CTDSP233
BP GO:0140056organelle localization by membrane tethering14/782 141/17913 0.003489 0.041411 0.034 ESYT1/YWHAE/YWHAG/DYNC1H1/TUBB/TUBA1A/CEP192/VTI1B/CEP162/PDZD8/PCM1/CCP110/SCFD1/VAMP314
BP GO:0106027neuron projection organization10/782 85/17913 0.003856 0.044714 0.036712 ADAM10/WASL/CFL1/IGF1R/CDK5R1/CAPRIN1/CTTN/UBE3A/DHX36/EFNA110
BP GO:0015931nucleobase-containing compound transport19/782 221/17913 0.003866 0.044717 0.036715 SLC25A25/ZFP36/CPSF6/U2AF2/XPOT/NUP98/FMR1/CDC40/IGF2BP1/NXF1/SLC35D1/RAE1/RNPS1/NUP107/THOC7/AHCTF1/ZFP36L1/SLC25A24/ZC3H11A19
BP GO:0035722interleukin-12-mediated signaling pathway7/782 47/17913 0.004031 0.045583 0.037426 CFL1/PAK2/HNRNPDL/HNRNPF/ANXA2/TCP1/PPIA7
BP GO:0000280nuclear division27/782 357/17913 0.004073 0.045949 0.037727 CCNB1/CHMP1B/PDE3A/MEI1/CDKN1B/KLHL22/BUB3/NAA50/CEP192/KIF3B/SMC4/TOP2A/H2AFY/KIFC1/ATRX/FLNA/DLGAP5/PPP1R9B/INCENP/PRKAR1A/KIF20B/BAG6/CHAMP1/PHF13/HSPA1B/KPNB1/ZW1027
BP GO:0010212response to ionizing radiation14/782 144/17913 0.004218 0.047217 0.038767 NUCKS1/LZIC/SIRT1/XRCC6/BCL2/TMEM109/EEF1D/PRKAA1/TOPBP1/TP53BP1/PRKDC/RHOB/MDM2/CLOCK14



BP GO:0044262cellular carbohydrate metabolic process21/782 256/17913 0.004276 0.047665 0.039135 SIRT1/NLN/OGT/GOT1/FOXK1/IPPK/PRKCE/FOXK2/DYRK2/PMAIP1/MECP2/RORA/SESN2/PGAM1/GNPTAB/EP300/LEPR/B3GNT2/FOXO1/STK40/PPP1CB21
BP GO:1901654response to ketone17/782 191/17913 0.004307 0.047665 0.039135 KIF1B/SIRT1/THBS1/PARK7/PRKCE/CCR7/LARP1/AR/UBE3A/PRKAA1/DSG2/AHR/FOXP2/SMYD3/FOXO1/ADCY6/TXNIP17
BP GO:0071634regulation of transforming growth factor beta production6/782 36/17913 0.004311 0.047665 0.039135 ATF2/THBS1/CD2AP/HIF1A/PTGS2/LAPTM4B6
BP GO:0045814negative regulation of gene expression, epigenetic11/782 101/17913 0.004557 0.049519 0.040657 PHF19/SIRT1/RIF1/H2AFY/SMARCA5/DNMT1/MECP2/BEND3/HIST1H4H/H2AFY2/H1F011
BP GO:0048872homeostasis of number of cells20/782 241/17913 0.004595 0.049814 0.0409 TSC22D3/RC3H2/ZFP36/BCL2/KRAS/CCR7/MFHAS1/MED1/PMAIP1/HIF1A/HOXA5/RPS24/ZFP36L1/SKIL/UBAP2L/HSPA1B/CSF1/JMJD6/IREB2/BCL2L1120
CC GO:0005912adherens junction58/800 496/18678 3.58E-12 2.06E-09 1.54E-09 EFNB2/PFN1/ADAM10/ARPC5L/ITGB1/ARL2/FRMD4A/CD59/YWHAE/CFL1/ITGA8/YWHAG/ARPC3/FRS2/IQGAP1/PARK7/PTPRM/RPL38/RAB21/ZYX/CLTC/VCL/NDRG1/ANXA2/KRAS/PPIA/ITGB5/DST/CTTN/CDH1/PPP1R12A/MAPRE2/FLNB/VIM/FLNA/PABPC1/RPL5/PPP1R9B/HSPA8/RPL37A/CAPN1/TNS3/AKAP12/PCBP2/AHNAK/YES1/SMAD7/ARHGEF7/NCKAP1/KLHL24/HSPA1B/CAP1/TLN1/RHOB/EIF4G2/PPP1CB/DSP/MARCKS58
CC GO:0005925focal adhesion46/800 397/18678 8.82E-10 1.99E-07 1.49E-07 EFNB2/PFN1/ADAM10/ARPC5L/ITGB1/ARL2/CD59/YWHAE/CFL1/ITGA8/YWHAG/ARPC3/IQGAP1/RPL38/RAB21/ZYX/CLTC/VCL/KRAS/PPIA/ITGB5/DST/CTTN/PPP1R12A/MAPRE2/FLNB/VIM/FLNA/PABPC1/RPL5/HSPA8/RPL37A/CAPN1/TNS3/AKAP12/PCBP2/AHNAK/YES1/ARHGEF7/NCKAP1/HSPA1B/CAP1/TLN1/RHOB/PPP1CB/MARCKS46
CC GO:0005924cell-substrate adherens junction46/800 399/18678 1.04E-09 1.99E-07 1.49E-07 EFNB2/PFN1/ADAM10/ARPC5L/ITGB1/ARL2/CD59/YWHAE/CFL1/ITGA8/YWHAG/ARPC3/IQGAP1/RPL38/RAB21/ZYX/CLTC/VCL/KRAS/PPIA/ITGB5/DST/CTTN/PPP1R12A/MAPRE2/FLNB/VIM/FLNA/PABPC1/RPL5/HSPA8/RPL37A/CAPN1/TNS3/AKAP12/PCBP2/AHNAK/YES1/ARHGEF7/NCKAP1/HSPA1B/CAP1/TLN1/RHOB/PPP1CB/MARCKS46
CC GO:0030055cell-substrate junction46/800 404/18678 1.56E-09 2.23E-07 1.67E-07 EFNB2/PFN1/ADAM10/ARPC5L/ITGB1/ARL2/CD59/YWHAE/CFL1/ITGA8/YWHAG/ARPC3/IQGAP1/RPL38/RAB21/ZYX/CLTC/VCL/KRAS/PPIA/ITGB5/DST/CTTN/PPP1R12A/MAPRE2/FLNB/VIM/FLNA/PABPC1/RPL5/HSPA8/RPL37A/CAPN1/TNS3/AKAP12/PCBP2/AHNAK/YES1/ARHGEF7/NCKAP1/HSPA1B/CAP1/TLN1/RHOB/PPP1CB/MARCKS46
CC GO:0000785chromatin 51/800 500/18678 8.86E-09 1.02E-06 7.63E-07 MORF4L1/NUCKS1/CBX2/SIRT1/SMARCA4/TCF7L2/RSF1/CCND2/SMARCA2/PARK7/TRPS1/CPSF6/ANKRD17/MAGED1/MCM7/PHF10/TCP1/HIST1H2BD/MED1/RIF1/AR/WDR76/H2AFY/HIF1A/PPP1R10/SMARCA5/DNMT1/AHCTF1/MECP2/UBA1/ATRX/CBX6/BEND3/BAZ1A/HIST1H2BG/RNF20/HIST1H4H/CSNK2A1/H2AFY2/MTA2/TMPO/SMARCD2/SP1/INCENP/PHF12/CREB3L2/CREB3L1/HIST1H1B/H1F0/CBX5/MEF2A51
CC GO:0035770ribonucleoprotein granule25/800 188/18678 4.94E-07 4.46E-05 3.34E-05 RC3H2/ZFP36/IQGAP1/TUBB/LSM14A/FMR1/IGF2BP1/CAPRIN1/NCL/TUBA1A/LARP1/ZFP36L1/ZFAND1/PABPC1/PNRC2/PUM2/FASTKD5/UHMK1/TNRC6A/MBNL1/TRIM71/KPNB1/DHX36/GRSF1/CLOCK25
CC GO:0000792heterochromatin15/800 75/18678 5.43E-07 4.46E-05 3.34E-05 CBX2/SIRT1/TCP1/WDR76/H2AFY/DNMT1/MECP2/UBA1/ATRX/CBX6/BEND3/RNF20/INCENP/HIST1H1B/CBX515
CC GO:0017053transcriptional repressor complex15/800 78/18678 9.23E-07 5.94E-05 4.46E-05 SIRT1/REST/RCOR1/SPEN/SMARCA5/DEPDC1/CSNK2A1/MTA2/SP1/RBPJ/PHF12/RLIM/H1F0/CBX5/TBL1XR115
CC GO:0030662coated vesicle membrane23/800 169/18678 9.32E-07 5.94E-05 4.46E-05 SAR1A/CD59/AP2B1/SEC23A/CLTC/DENND1A/TFRC/TMED10/TGOLN2/KIAA1107/COPG1/HSPA8/LMAN1/PEF1/VMA21/SEC24B/ARCN1/SEC23IP/LDLR/VAMP2/KDELR2/VAMP3/SYNRG23
CC GO:0036464cytoplasmic ribonucleoprotein granule23/800 176/18678 1.91E-06 0.000109 8.2E-05 RC3H2/ZFP36/IQGAP1/TUBB/LSM14A/FMR1/IGF2BP1/CAPRIN1/NCL/TUBA1A/LARP1/ZFP36L1/ZFAND1/PABPC1/PNRC2/PUM2/UHMK1/TNRC6A/MBNL1/TRIM71/KPNB1/DHX36/CLOCK23
CC GO:0030135coated vesicle29/800 261/18678 2.73E-06 0.000135 0.000101 SAR1A/LMBRD1/CD59/YIPF6/AP2B1/SEC23A/CLTC/DENND1A/GGA2/TFRC/TMED10/TGOLN2/KIAA1107/PIK3C2A/COPG1/HSPA8/LMAN1/PEF1/VMA21/STON2/SEC24B/ARCN1/SEC23IP/LDLR/RAB14/VAMP2/KDELR2/VAMP3/SYNRG29
CC GO:0010494cytoplasmic stress granule12/800 55/18678 2.82E-06 0.000135 0.000101 ZFP36/LSM14A/FMR1/IGF2BP1/CAPRIN1/LARP1/ZFAND1/PABPC1/PUM2/MBNL1/KPNB1/DHX3612
CC GO:0005798Golgi-associated vesicle20/800 145/18678 3.83E-06 0.000169 0.000127 SAR1A/ADAM10/CD59/SPPL2A/YIPF6/SEC23A/CLTC/TMED10/COPG1/LMAN1/PEF1/VMA21/SEC24B/ARCN1/SEC23IP/ZDHHC17/RAB14/SCFD1/KDELR2/SYNRG20
CC GO:0044454nuclear chromosome part42/800 469/18678 5.56E-06 0.000228 0.000171 MORF4L1/CCNB1/NUCKS1/SIRT1/SMARCA4/MCM6/TCF7L2/RSF1/XRCC6/SMARCA2/TRPS1/CPSF6/TNKS2/MCM7/PHF10/TCP1/RIF1/AR/H2AFY/HIF1A/PPP1R10/SMARCA5/THOC7/ATRX/BEND3/BAZ1A/HIST1H4H/CSNK2A1/H2AFY2/MTA2/SMARCD2/SP1/INCENP/TP53BP1/PHF12/CREB3L1/PRKDC/HIST1H1B/H1F0/CBX5/MEF2A/PPP1CB42
CC GO:0030660Golgi-associated vesicle membrane16/800 102/18678 6.67E-06 0.000255 0.000191 SAR1A/CD59/SPPL2A/SEC23A/CLTC/TMED10/COPG1/LMAN1/PEF1/VMA21/SEC24B/ARCN1/SEC23IP/ZDHHC17/KDELR2/SYNRG16
CC GO:0000790nuclear chromatin31/800 309/18678 1.04E-05 0.000372 0.000279 MORF4L1/NUCKS1/SIRT1/SMARCA4/TCF7L2/RSF1/SMARCA2/TRPS1/CPSF6/PHF10/TCP1/RIF1/AR/H2AFY/HIF1A/SMARCA5/ATRX/BEND3/BAZ1A/HIST1H4H/CSNK2A1/H2AFY2/MTA2/SMARCD2/SP1/PHF12/CREB3L1/HIST1H1B/H1F0/CBX5/MEF2A31
CC GO:0000151ubiquitin ligase complex25/800 224/18678 1.21E-05 0.000409 0.000307 ENC1/CBX2/WWP1/MED21/GAN/CDKN1B/CAND1/KLHL22/DCAF10/CUL4A/MED1/DYRK2/RNF20/HSPA8/PEF1/RBX1/KLHL9/DCAF15/TNFAIP1/GID4/KLHL24/HSPA1B/FBXW11/UBE4B/RMND5A25
CC GO:0005667transcription factor complex28/800 270/18678 1.49E-05 0.000477 0.000357 CDK7/BCL9/GTF3C4/GTF3C3/TCF7L2/TAF2/XRCC6/SATB2/PBX1/NFYA/ZFHX3/PBX3/HIF1A/E2F6/HOXB9/MTA2/PYGO2/TFDP1/EP300/AHR/CARM1/PRKDC/SMAD7/PBX2/GTF2A1/DDIT3/MEF2A/CLOCK28
CC GO:0030120vesicle coat10/800 48/18678 2.92E-05 0.000884 0.000663 SAR1A/AP2B1/SEC23A/CLTC/KIAA1107/COPG1/PEF1/SEC24B/ARCN1/SYNRG10
CC GO:0005911cell-cell junction36/800 414/18678 4.78E-05 0.001371 0.001028 TGFBR1/RAP2B/USP53/ITGB1/FRMD4A/CFL1/FRS2/IQGAP1/PARK7/PTPRM/ZYX/VCL/VAPA/NDRG1/ANXA2/CD2AP/ASH1L/CDH1/PNN/PTPN6/RAPGEF2/UBA1/WASF2/FLNA/PTPRJ/STRN/DSG2/LIN7A/PKN2/AHNAK/SMAD7/KLHL24/PARD6B/MTDH/EIF4G2/DSP36
CC GO:0016607nuclear speck34/800 386/18678 5.96E-05 0.00163 0.001222 STK17A/EAF1/DAZAP2/MORF4L1/BRD2/USP36/SRP54/ZNF830/CPSF6/U2AF2/HBP1/AAGAB/SF3A1/PSKH1/CDC40/NXF1/SMC4/AR/PNN/DOCK1/RNPS1/HIF1A/THOC7/SON/DDX46/ZC3H13/SRRM2/PRKAA1/DHX15/SNW1/BASP1/HIPK1/HSPA1B/DHX3634
CC GO:0031463Cul3-RING ubiquitin ligase complex8/800 34/18678 7.36E-05 0.001921 0.001441 ENC1/GAN/KLHL22/PEF1/RBX1/KLHL9/TNFAIP1/KLHL248
CC GO:0005635nuclear envelope35/800 420/18678 0.000141 0.003514 0.002635 SIRT1/GTF3C3/RAB40B/CCND2/BCL2/TUBB/XPOT/NUP98/ANKRD17/TNKS2/TMEM109/VAPA/IPO7/DST/NXF1/CERS2/RIF1/POLR2M/SEPHS1/RAE1/NUP107/AHCTF1/TMPO/PGRMC2/PUM2/RRP12/CNEP1R1/SPIN1/TMEM170A/PCM1/DNAJC2/KPNB1/CBX5/MTDH/ABCF135
CC GO:0005801cis-Golgi network8/800 39/18678 0.000206 0.004937 0.003703 BCL9/HOOK3/YIPF6/LIMK2/TMED10/GOLGB1/GOLIM4/SCFD18
CC GO:0098687chromosomal region29/800 337/18678 0.000301 0.006911 0.005183 CCNB1/PPP2CA/MCM6/XRCC6/NUP98/TNKS2/CENPV/FMR1/MCM7/BUB3/PPP1R12A/RIF1/H2AFY/PPP1R10/NUP107/DNMT1/THOC7/AHCTF1/ATRX/HIST1H4H/H2AFY2/INCENP/TP53BP1/CHAMP1/PRKDC/CBX5/DHX36/ZW10/PPP1CB29
CC GO:0044798nuclear transcription factor complex16/800 140/18678 0.000331 0.007313 0.005485 CDK7/BCL9/GTF3C4/GTF3C3/TCF7L2/TAF2/PBX1/NFYA/HIF1A/E2F6/HOXB9/PYGO2/TFDP1/CARM1/GTF2A1/DDIT316
CC GO:0005720nuclear heterochromatin7/800 33/18678 0.000415 0.008605 0.006454 SIRT1/TCP1/H2AFY/ATRX/BEND3/HIST1H1B/CBX57
CC GO:1902911protein kinase complex11/800 77/18678 0.00042 0.008605 0.006454 CCNT2/CDK7/CCNB1/CCND2/CDK5R1/PRKAA1/SESN2/PRKAR1A/CCNE1/SNW1/MAP3K711
CC GO:0012507ER to Golgi transport vesicle membrane9/800 55/18678 0.000502 0.009935 0.007452 SAR1A/CD59/SEC23A/TMED10/LMAN1/PEF1/VMA21/SEC24B/SEC23IP9
CC GO:0005913cell-cell adherens junction11/800 79/18678 0.000525 0.010053 0.00754 FRS2/PARK7/PTPRM/ZYX/VCL/NDRG1/ANXA2/CDH1/SMAD7/EIF4G2/DSP11
CC GO:0005770late endosome22/800 240/18678 0.000674 0.011762 0.008822 MCOLN2/KIAA1324/FYCO1/SPPL2A/CHMP1B/RAB7A/ANXA2/PSAP/LITAF/DERL2/VTI1B/RAPGEF2/VPS37A/KIDINS220/ANKRD27/HSPA8/LAPTM4B/LDLR/TPT1/DDIT3/RHOB/RAB1422
CC GO:0000784nuclear chromosome, telomeric region14/800 121/18678 0.000676 0.011762 0.008822 MCM6/XRCC6/TNKS2/MCM7/H2AFY/PPP1R10/THOC7/ATRX/HIST1H4H/H2AFY2/TP53BP1/PRKDC/CBX5/PPP1CB14
CC GO:0030134COPII-coated ER to Golgi transport vesicle10/800 69/18678 0.000676 0.011762 0.008822 SAR1A/CD59/YIPF6/SEC23A/TMED10/LMAN1/PEF1/VMA21/SEC24B/SEC23IP10
CC GO:0031461cullin-RING ubiquitin ligase complex14/800 124/18678 0.000863 0.013778 0.010334 ENC1/GAN/CDKN1B/CAND1/KLHL22/DCAF10/CUL4A/PEF1/RBX1/KLHL9/DCAF15/TNFAIP1/KLHL24/FBXW1114
CC GO:0090575RNA polymerase II transcription factor complex14/800 124/18678 0.000863 0.013778 0.010334 CDK7/BCL9/TCF7L2/TAF2/PBX1/NFYA/HIF1A/E2F6/HOXB9/PYGO2/TFDP1/CARM1/GTF2A1/DDIT314
CC GO:0017101aminoacyl-tRNA synthetase multienzyme complex4/800 11/18678 0.000866 0.013778 0.010334 EPRS/IARS/QARS/AIMP24
CC GO:0010008endosome membrane35/800 464/18678 0.000888 0.013778 0.010334 FZD7/MCOLN2/ERBB2/LRP6/RAP2B/KIAA1324/ABCA2/SPPL2A/AP2B1/CHMP1B/RAB7A/EEA1/PMEPA1/RAB21/CD164/RAB12/CLTC/NDRG1/ANXA2/TAB2/LITAF/GGA2/VTI1B/PLEKHB2/VPS37A/UBA1/TFRC/LAPTM4B/LDLR/RAB11B/MAP3K7/RHOB/RAB14/GOLIM4/VAMP335
CC GO:0008287protein serine/threonine phosphatase complex7/800 38/18678 0.001017 0.014927 0.011196 PPP2CA/PPP3R1/PPP1R12A/PPP1R10/PPP1R9B/CNEP1R1/PPP1CB7
CC GO:1903293phosphatase complex7/800 38/18678 0.001017 0.014927 0.011196 PPP2CA/PPP3R1/PPP1R12A/PPP1R10/PPP1R9B/CNEP1R1/PPP1CB7
CC GO:0030117membrane coat11/800 86/18678 0.001085 0.014927 0.011196 SAR1A/AP2B1/CHMP1B/SEC23A/CLTC/KIAA1107/COPG1/PEF1/SEC24B/ARCN1/SYNRG11
CC GO:0048475coated membrane11/800 86/18678 0.001085 0.014927 0.011196 SAR1A/AP2B1/CHMP1B/SEC23A/CLTC/KIAA1107/COPG1/PEF1/SEC24B/ARCN1/SYNRG11
CC GO:0000781chromosome, telomeric region16/800 156/18678 0.001092 0.014927 0.011196 MCM6/XRCC6/TNKS2/MCM7/RIF1/H2AFY/PPP1R10/THOC7/ATRX/HIST1H4H/H2AFY2/TP53BP1/PRKDC/CBX5/DHX36/PPP1CB16



CC GO:0031252cell leading edge30/800 384/18678 0.00117 0.015615 0.011712 ITGB1/WASL/CFL1/ITGA8/ARPC3/IQGAP1/RUFY3/PTPRM/MACF1/ANXA2/CD2AP/IGF2BP1/DST/CTTN/CDC42BPG/PSD3/CDH1/STMN2/VIM/WASF2/EEF1A1/PTPRJ/PPP1R9B/PKN2/ARHGEF7/NCKAP1/SPTBN1/TLN1/ARF4/RAPH130
CC GO:0000307cyclin-dependent protein kinase holoenzyme complex6/800 29/18678 0.001235 0.01575 0.011813 CCNT2/CDK7/CCNB1/CCND2/CCNE1/SNW16
CC GO:0030127COPII vesicle coat4/800 12/18678 0.001255 0.01575 0.011813 SAR1A/SEC23A/PEF1/SEC24B4
CC GO:0000242pericentriolar material5/800 20/18678 0.00129 0.01575 0.011813 HOOK3/TNKS2/TCP1/CEP192/PCM15
CC GO:0005721pericentric heterochromatin5/800 20/18678 0.00129 0.01575 0.011813 H2AFY/DNMT1/ATRX/INCENP/CBX55
CC GO:0055038recycling endosome membrane10/800 76/18678 0.001451 0.017354 0.013016 FZD7/MCOLN2/RAP2B/RAB12/NDRG1/VTI1B/PLEKHB2/RAB11B/RAB14/VAMP310
CC GO:1902554serine/threonine protein kinase complex9/800 65/18678 0.001725 0.020041 0.015032 CCNT2/CDK7/CCNB1/CCND2/CDK5R1/SESN2/CCNE1/SNW1/MAP3K79
CC GO:0055037recycling endosome16/800 164/18678 0.001846 0.020041 0.015032 FZD7/MCOLN2/RAP2B/ITGB1/EEA1/RAB12/NDRG1/TUBA1A/VTI1B/PLEKHB2/TFRC/AMOTL2/RAB11B/SGK3/RAB14/VAMP316
CC GO:0016235aggresome7/800 42/18678 0.001874 0.020041 0.015032 TRIM37/EDEM1/EEF2/KLF8/STRADB/ZDHHC17/HSPA1B7
CC GO:0031519PcG protein complex7/800 42/18678 0.001874 0.020041 0.015032 PHF19/CBX2/TRIM37/SIRT1/CBX6/CSNK2A1/UBAP2L7
CC GO:0005765lysosomal membrane27/800 344/18678 0.001885 0.020041 0.015032 HGSNAT/LMBRD1/KIAA1324/ABCA2/SPPL2A/AP2B1/RAB7A/ATP6V1D/CD164/RAB12/CLTC/VAPA/ANXA2/PSAP/VLDLR/ATP6V1H/LITAF/VTI1B/UBA1/RRAGA/EEF1A1/HSPA8/LAPTM4B/LDLR/AHNAK/SCARB1/RAB1427
CC GO:0098852lytic vacuole membrane27/800 344/18678 0.001885 0.020041 0.015032 HGSNAT/LMBRD1/KIAA1324/ABCA2/SPPL2A/AP2B1/RAB7A/ATP6V1D/CD164/RAB12/CLTC/VAPA/ANXA2/PSAP/VLDLR/ATP6V1H/LITAF/VTI1B/UBA1/RRAGA/EEF1A1/HSPA8/LAPTM4B/LDLR/AHNAK/SCARB1/RAB1427
CC GO:1904115axon cytoplasm8/800 54/18678 0.001984 0.020704 0.015529 KIF1B/RAB21/FMR1/DST/KIF3B/SYBU/HIF1A/KIF5B8
CC GO:0061695transferase complex, transferring phosphorus-containing groups17/800 181/18678 0.002035 0.020863 0.015648 CCNT2/CDK7/CCNB1/TAF2/CCND2/SETD5/CDK5R1/POLR2A/POLR2M/PRKAA1/SESN2/PRKAR1A/CCNE1/PFKM/SNW1/GTF2A1/MAP3K717
CC GO:0005774vacuolar membrane29/800 382/18678 0.002152 0.021358 0.01602 HGSNAT/LMBRD1/KIAA1324/ABCA2/SPPL2A/AP2B1/RAB7A/ATP6V1D/CD164/RAB12/CLTC/GABARAP/VAPA/ANXA2/PSAP/VLDLR/ATP6V1H/LITAF/VTI1B/UBA1/RRAGA/EEF1A1/HSPA8/LAPTM4B/RPN2/LDLR/AHNAK/SCARB1/RAB1429
CC GO:0030136clathrin-coated vesicle17/800 182/18678 0.002158 0.021358 0.01602 LMBRD1/AP2B1/CLTC/DENND1A/GGA2/TFRC/TMED10/TGOLN2/KIAA1107/PIK3C2A/HSPA8/STON2/LDLR/RAB14/VAMP2/VAMP3/SYNRG17
CC GO:0030133transport vesicle27/800 349/18678 0.002312 0.021626 0.01622 SAR1A/ADAM10/CD59/SEC23A/CLTC/VTI1B/TMED10/TGOLN2/APBA2/KIAA1107/COPG1/LMAN1/PEF1/VMA21/STON2/SEC24B/ARCN1/SEC23IP/SLC6A9/RAB11B/RAB3C/RAB14/GOLIM4/VAMP2/KDELR2/VAMP3/SYNRG27
CC GO:0000793condensed chromosome18/800 199/18678 0.002317 0.021626 0.01622 CCNB1/CENPV/BUB3/SMC4/RIF1/TOP2A/H2AFY/SMARCA5/NUP107/AHCTF1/ATRX/TOPBP1/NIFK/INCENP/TP53BP1/CHAMP1/ZW10/BRD418
CC GO:0099568cytoplasmic region30/800 402/18678 0.002358 0.021626 0.01622 PFN1/WASL/KIF1B/RIC8B/CFL1/FNBP1L/RAB21/FMR1/GABARAP/ASPH/ANXA2/DST/NCL/CTTN/KIF3B/CDH1/SYBU/HIF1A/FLNB/FLNA/EEF1A1/RAI14/PRKAR1A/CEP162/AKAP12/UHMK1/ARHGEF7/SPTBN1/KIF5B/MARCKS30
CC GO:0001726ruffle 16/800 168/18678 0.002362 0.021626 0.01622 ITGB1/CFL1/IQGAP1/MACF1/ANXA2/CD2AP/CTTN/PSD3/WASF2/EEF1A1/PTPRJ/PPP1R9B/ARHGEF7/NCKAP1/TLN1/ARF416
CC GO:0070603SWI/SNF superfamily-type complex9/800 68/18678 0.002374 0.021626 0.01622 SMARCA4/RSF1/SMARCA2/PHF10/SMARCA5/BAZ1A/CSNK2A1/MTA2/SMARCD29
CC GO:1904813ficolin-1-rich granule lumen13/800 124/18678 0.002548 0.022486 0.016866 XRCC6/CAND1/VCL/IMPDH2/PPIA/EEF2/EEF1A1/PGAM1/HSPA8/CAPN1/ALDOA/HSPA1B/KPNB113
CC GO:0000775chromosome, centromeric region17/800 185/18678 0.002564 0.022486 0.016866 CCNB1/PPP2CA/NUP98/CENPV/FMR1/BUB3/PPP1R12A/H2AFY/NUP107/DNMT1/AHCTF1/ATRX/INCENP/TP53BP1/CHAMP1/CBX5/ZW1017
CC GO:0031970organelle envelope lumen10/800 82/18678 0.002586 0.022486 0.016866 COA4/ARL2/TIMM8B/PARK7/TUBB/STOML2/SHMT2/PRELID1/COA7/TXNIP10
CC GO:0030139endocytic vesicle23/800 289/18678 0.003324 0.028475 0.021358 CAMK2D/WASL/LMBRD1/SYK/AP2B1/RAB7A/RAB12/ZYX/CLTC/CD2AP/ITGB5/RAPGEF2/FLNB/VIM/KIAA1107/LDLR/RAB11B/SCARB1/RAB14/MDM2/GOLIM4/KIF5B/VAMP323
CC GO:0005643nuclear pore8/800 59/18678 0.003506 0.029594 0.022197 XPOT/NUP98/IPO7/NXF1/RAE1/NUP107/AHCTF1/KPNB18
CC GO:0030057desmosome5/800 25/18678 0.003701 0.030675 0.023007 PNN/UBA1/DSG2/KLHL24/DSP5
CC GO:0045121membrane raft24/800 309/18678 0.003741 0.030675 0.023007 TGFBR1/LRP6/RAP2B/ITGB1/PPP2CA/IQGAP1/PARK7/ERLIN2/TUBB/STOML2/ANXA2/KRAS/TUBA1A/CD48/MAL2/CDH1/EEF2/RGMB/PTGS2/PRKAR1A/ATP2B4/AHNAK/SCARB1/PPP2R1B24
CC GO:0005758mitochondrial intermembrane space9/800 73/18678 0.00387 0.031058 0.023295 COA4/ARL2/TIMM8B/PARK7/STOML2/SHMT2/PRELID1/COA7/TXNIP9
CC GO:0098857membrane microdomain24/800 310/18678 0.003896 0.031058 0.023295 TGFBR1/LRP6/RAP2B/ITGB1/PPP2CA/IQGAP1/PARK7/ERLIN2/TUBB/STOML2/ANXA2/KRAS/TUBA1A/CD48/MAL2/CDH1/EEF2/RGMB/PTGS2/PRKAR1A/ATP2B4/AHNAK/SCARB1/PPP2R1B24
CC GO:0030014CCR4-NOT complex4/800 16/18678 0.004024 0.03164 0.023732 CNOT6/ZFP36/CNOT2/CNOT6L4
CC GO:0000118histone deacetylase complex7/800 48/18678 0.004099 0.031793 0.023846 MORF4L1/SATB2/CSNK2A1/MTA2/PHF12/CBX5/TBL1XR17
CC GO:0005813centrosome33/800 473/18678 0.004229 0.032366 0.024276 CCNB1/ARL2/RIC8B/CEP85L/HOOK3/DYNC1H1/ATP6V1D/MIB1/TNKS2/KLHL22/NDRG1/TCP1/CEP192/KIF3B/PPP1R12A/VPS37A/MECP2/DLGAP5/DYNLL2/KIF20B/CEP170/CEP162/PKN2/HIPK1/SMAD7/HSPA1B/FBXW11/HMMR/PCM1/MAPKAPK2/CCP110/RITA1/MARCKS33
CC GO:0005938cell cortex 19/800 229/18678 0.004645 0.035079 0.026311 PFN1/WASL/RIC8B/CFL1/FNBP1L/ASPH/ANXA2/DST/NCL/CTTN/CDH1/FLNB/FLNA/EEF1A1/RAI14/AKAP12/ARHGEF7/SPTBN1/MARCKS19
CC GO:0043296apical junction complex13/800 134/18678 0.004979 0.037118 0.02784 TGFBR1/RAP2B/USP53/FRMD4A/VAPA/ASH1L/CDH1/RAPGEF2/STRN/LIN7A/PKN2/PARD6B/MTDH13
CC GO:0000932P-body 8/800 63/18678 0.005274 0.038809 0.029109 RC3H2/ZFP36/LSM14A/CAPRIN1/ZFP36L1/PNRC2/TNRC6A/TRIM718
CC GO:1904949ATPase complex10/800 92/18678 0.005954 0.042943 0.032209 ABCA2/SMARCA4/RSF1/SMARCA2/PHF10/SMARCA5/BAZ1A/CSNK2A1/MTA2/SMARCD210
CC GO:0098589membrane region24/800 321/18678 0.005985 0.042943 0.032209 TGFBR1/LRP6/RAP2B/ITGB1/PPP2CA/IQGAP1/PARK7/ERLIN2/TUBB/STOML2/ANXA2/KRAS/TUBA1A/CD48/MAL2/CDH1/EEF2/RGMB/PTGS2/PRKAR1A/ATP2B4/AHNAK/SCARB1/PPP2R1B24
CC GO:0032993protein-DNA complex16/800 187/18678 0.006717 0.046865 0.035151 TCF7L2/XRCC6/NFYA/HIST1H2BD/MED1/H2AFY/HIST1H2BG/HIST1H4H/KDM5A/H2AFY2/SP1/EP300/PRKDC/HIST1H1B/DDIT3/H1F016
CC GO:0005905clathrin-coated pit8/800 66/18678 0.006994 0.046865 0.035151 LRP10/AP2B1/CLTC/VLDLR/CTTN/TFRC/KIAA1107/LDLR8
CC GO:0030658transport vesicle membrane16/800 188/18678 0.00706 0.046865 0.035151 SAR1A/CD59/SEC23A/CLTC/TMED10/LMAN1/PEF1/VMA21/SEC24B/SEC23IP/SLC6A9/RAB11B/RAB3C/VAMP2/VAMP3/SYNRG16
CC GO:0031248protein acetyltransferase complex9/800 80/18678 0.007101 0.046865 0.035151 MORF4L1/BRPF3/TAF2/OGT/NAA50/MSL1/EP300/UBAP2L/MAP3K79
CC GO:0120111neuron projection cytoplasm9/800 80/18678 0.007101 0.046865 0.035151 KIF1B/RAB21/FMR1/DST/KIF3B/SYBU/HIF1A/UHMK1/KIF5B9
CC GO:1902493acetyltransferase complex9/800 80/18678 0.007101 0.046865 0.035151 MORF4L1/BRPF3/TAF2/OGT/NAA50/MSL1/EP300/UBAP2L/MAP3K79
CC GO:0080008Cul4-RING E3 ubiquitin ligase complex5/800 29/18678 0.007185 0.046865 0.035151 CDKN1B/DCAF10/CUL4A/RBX1/DCAF155
CC GO:1990391DNA repair complex5/800 29/18678 0.007185 0.046865 0.035151 RAD23B/XRCC6/RCOR1/TP53BP1/PRKDC5
CC GO:0000805X chromosome3/800 10/18678 0.007493 0.047429 0.035574 SIN3B/H2AFY/H2AFY23



CC GO:0031080nuclear pore outer ring3/800 10/18678 0.007493 0.047429 0.035574 NUP98/NUP107/AHCTF13
CC GO:0030665clathrin-coated vesicle membrane11/800 110/18678 0.007519 0.047429 0.035574 AP2B1/CLTC/DENND1A/TFRC/TGOLN2/KIAA1107/HSPA8/LDLR/VAMP2/VAMP3/SYNRG11
CC GO:0016234inclusion body9/800 81/18678 0.007693 0.047762 0.035824 TRIM37/NUP98/EDEM1/NXF1/EEF2/KLF8/STRADB/ZDHHC17/HSPA1B9
CC GO:0031941filamentous actin4/800 19/18678 0.007738 0.047762 0.035824 ARPC3/CD2AP/FLNA/NCKAP14
CC GO:0030027lamellipodium16/800 191/18678 0.008173 0.049771 0.03733 ITGB1/WASL/CFL1/ARPC3/RUFY3/PTPRM/IGF2BP1/CTTN/CDH1/STMN2/WASF2/PPP1R9B/PKN2/ARHGEF7/NCKAP1/RAPH116
CC GO:0071013catalytic step 2 spliceosome9/800 82/18678 0.008323 0.049771 0.03733 HNRNPF/SF3A1/CDC40/PNN/PABPC1/SRRM2/DDX5/HNRNPH1/SNW19
CC GO:0042788polysomal ribosome5/800 30/18678 0.008324 0.049771 0.03733 RPS23/RPL38/FMR1/LARP1/EEF25
MF GO:0003682chromatin binding54/781 437/16969 3.43E-11 2.53E-08 2.12E-08 CCNT2/RBL2/SIN3B/NFKB1/ZIC2/ATF2/NUCKS1/BRD2/CBX2/TRIM37/REST/SMARCA4/SMARCA2/SATB2/GMNN/NUP98/ANKRD17/FMR1/CHD7/SHMT2/NSD1/ASH1L/MED1/AR/POLR2A/TOP2A/H2AFY/SMARCA5/DNMT1/PBRM1/SKIL/ATRX/RNF20/KDM5A/H2AFY2/MTA2/DDX5/PRKAA1/PYGO2/SMARCD2/RBPJ/EP300/CREB3L1/PHF13/HIST1H1B/PBX2/FOXO1/H1F0/DNAJC2/CBX5/MEF2A/CLOCK/MLLT6/BRD454
MF GO:0050839cell adhesion molecule binding47/781 444/16969 9.15E-08 2.74E-05 2.29E-05 PFN1/ADAM10/ITGB1/YWHAE/LAMA5/THBS1/PAK2/SYK/STK38/IQGAP1/PARK7/FNBP1L/PTPRM/MACF1/VCL/VAPA/NDRG1/ANXA2/CDK5R1/CD2AP/COL3A1/DST/CTTN/EEF1D/EIF5/LARP1/CDH1/EEF2/FBN1/PTPN6/FLNB/WASF2/FLNA/TMPO/FGF2/HSPA8/DSG2/PKN2/AHNAK/RAB11B/ALDOA/SPTBN1/TLN1/PCMT1/EIF4G2/KIF5B/DSP47
MF GO:0045296cadherin binding36/781 297/16969 1.11E-07 2.74E-05 2.29E-05 PFN1/ITGB1/YWHAE/PAK2/STK38/IQGAP1/PARK7/FNBP1L/PTPRM/MACF1/VCL/VAPA/NDRG1/ANXA2/CDK5R1/CD2AP/CTTN/EEF1D/EIF5/LARP1/CDH1/EEF2/FLNB/WASF2/FLNA/TMPO/HSPA8/PKN2/AHNAK/RAB11B/ALDOA/SPTBN1/TLN1/PCMT1/EIF4G2/KIF5B36
MF GO:0042393histone binding25/781 174/16969 4.15E-07 7.64E-05 6.4E-05 PHF19/BRD2/CBX2/SIRT1/SMARCA4/RSF1/SMARCA2/FMR1/IPO7/SPIN4/SMARCA5/ATRX/RNF20/KDM5A/CHD2/PYGO2/TP53BP1/CARM1/PHF13/SPIN1/DNAJC2/CBX5/TBL1XR1/MLLT6/BRD425
MF GO:0003730mRNA 3'-UTR binding14/781 67/16969 1.72E-06 0.000253 0.000212 ZFP36/FMR1/IGF2BP1/LARP1/RNPS1/ZFP36L1/RNF20/PABPC1/RPL5/CPEB2/DDX5/PUM2/ZFP36L2/DHX3614
MF GO:0008013beta-catenin binding15/781 78/16969 2.24E-06 0.000275 0.00023 BCL9/LZIC/TCF7L2/VCL/CD2AP/MED12L/CDH1/AR/RORA/PTPRJ/EP300/CARM1/SMAD7/FOXO1/TBL1XR115
MF GO:0031625ubiquitin protein ligase binding31/781 270/16969 2.7E-06 0.000284 0.000238 USP25/YWHAE/TRIM37/ERLIN2/BCL2/TUBB/GABARAP/VCL/ERBB3/TCP1/MFHAS1/POLR2A/HIF1A/RRAGA/RNF20/RPL5/UBE2K/HSPA8/PRKAR1A/RBX1/LAPTM4B/UBE2G1/BAG6/PCBP2/SMAD7/MOAP1/HSPA1B/FOXO1/MDM2/TMBIM6/TXNIP31
MF GO:0044389ubiquitin-like protein ligase binding32/781 286/16969 3.26E-06 0.0003 0.000251 CCNB1/USP25/YWHAE/TRIM37/ERLIN2/BCL2/TUBB/GABARAP/VCL/ERBB3/TCP1/MFHAS1/POLR2A/HIF1A/RRAGA/RNF20/RPL5/UBE2K/HSPA8/PRKAR1A/RBX1/LAPTM4B/UBE2G1/BAG6/PCBP2/SMAD7/MOAP1/HSPA1B/FOXO1/MDM2/TMBIM6/TXNIP32
MF GO:0001085RNA polymerase II transcription factor binding18/781 113/16969 3.89E-06 0.000318 0.000266 ATF2/TCF7L2/TAF2/TBX3/ZNHIT6/AR/SPEN/MTA2/SP1/RBPJ/BBS10/EP300/TP53BP1/AHR/GTF2A1/NOP58/MEF2A/MTDH18
MF GO:0003712transcription coregulator activity45/781 494/16969 1.02E-05 0.000753 0.00063 SOX4/CDK7/BCL9/SIRT1/SMARCA4/MED21/SMARCA2/PARK7/NFIL3/SRCAP/GMNN/NUP98/GON4L/MAGED1/NSD1/MED1/ZFX/SPEN/UBE3A/MECP2/E2F6/RNF20/KDM5A/FGF2/SMARCD2/TFDP1/ARID5B/CNOT2/EP300/TP53BP1/ZNF281/PHF12/CCNE1/RLIM/SNW1/BASP1/CARM1/ID3/GTF2A1/DDIT3/ZHX1/TBL1XR1/JMJD6/MEF2A/MTDH45
MF GO:0140030modification-dependent protein binding19/781 135/16969 1.35E-05 0.000905 0.000757 PHF19/RAD23B/BRD2/CBX2/SMARCA4/FMR1/TAB2/SPIN4/PTPN6/ATRX/KDM5A/TP53BP1/BAG6/CARM1/PHF13/SPIN1/DNAJC2/CBX5/BRD419
MF GO:0003725double-stranded RNA binding12/781 62/16969 2.15E-05 0.001232 0.001031 RC3H2/LSM14A/FMR1/CLTC/TFRC/VIM/YRDC/DHX15/MBNL1/DHX36/MTDH/DHX3312
MF GO:0000978RNA polymerase II proximal promoter sequence-specific DNA binding40/781 432/16969 2.17E-05 0.001232 0.001031 SOX4/ATF2/REST/SMARCA4/TCF7L2/TBX3/SATB2/NFIL3/PBX1/NFYA/ZFHX3/CHD7/HES1/FOXK2/NSD1/KLF10/LITAF/MED1/AR/HIF1A/HOXA5/SKIL/RORA/CHD2/SMARCD2/KLF8/SP1/RBPJ/EP300/AHR/ZNF281/CREB3L2/FOXP2/CREB3L1/SMYD3/NR1D2/DDIT3/DHX36/MEF2A/CLOCK40
MF GO:0000987proximal promoter sequence-specific DNA binding40/781 452/16969 6.02E-05 0.003168 0.002651 SOX4/ATF2/REST/SMARCA4/TCF7L2/TBX3/SATB2/NFIL3/PBX1/NFYA/ZFHX3/CHD7/HES1/FOXK2/NSD1/KLF10/LITAF/MED1/AR/HIF1A/HOXA5/SKIL/RORA/CHD2/SMARCD2/KLF8/SP1/RBPJ/EP300/AHR/ZNF281/CREB3L2/FOXP2/CREB3L1/SMYD3/NR1D2/DDIT3/DHX36/MEF2A/CLOCK40
MF GO:0046332SMAD binding12/781 72/16969 0.0001 0.004923 0.004121 TGFBR1/PMEPA1/COL3A1/IPO7/PPM1A/FLNA/TRIM33/DDX5/CREB3L1/SNW1/SMAD7/MEF2A12
MF GO:0043021ribonucleoprotein complex binding15/781 107/16969 0.000112 0.005154 0.004314 SRP54/SBDS/CPSF6/FMR1/RICTOR/LARP1/CPEB2/DDX5/RPN2/BAG6/UHMK1/YTHDF3/CBX5/MDM2/DHX3315
MF GO:0050681androgen receptor binding9/781 44/16969 0.000147 0.00637 0.005331 CDK7/SMARCA4/PARK7/NSD1/DDX5/EP300/FOXP2/CCNE1/SNW19
MF GO:0031490chromatin DNA binding12/781 77/16969 0.000194 0.007952 0.006656 ZIC2/SMARCA4/MED1/H2AFY/KDM5A/H2AFY2/MTA2/SMARCD2/EP300/HIST1H1B/H1F0/CLOCK12
MF GO:0001227DNA-binding transcription repressor activity, RNA polymerase II-specific23/781 224/16969 0.000277 0.009877 0.008266 NFKB1/REST/TBX3/NFIL3/TRPS1/FOXK1/RCOR1/ZFHX3/HES1/FOXK2/BTG2/MECP2/E2F6/SKIL/ZNF175/KLF8/HIVEP1/ARID5B/ZNF281/FOXP2/CREB3L1/NR1D2/FOXO123
MF GO:0005525GTP binding29/781 313/16969 0.000283 0.009877 0.008266 RAB2B/SAR1A/RAP2B/ARL2/SRP54/RAB40B/HBS1L/RAB7A/ADSS/RAB21/RAB12/KRAS/MFHAS1/EIF5/EEF2/SEPHS1/GLUD2/RRAGA/AK3/EEF1A1/GTPBP2/RAB11B/NKIRAS2/ARF4/RHOB/RAB3C/RAB14/ARHGAP5/GSPT129
MF GO:0030228lipoprotein particle receptor activity5/781 14/16969 0.000288 0.009877 0.008266 LRP10/LRP6/VLDLR/LDLR/SCARB15
MF GO:0045182translation regulator activity9/781 48/16969 0.000295 0.009877 0.008266 PAIP1/FMR1/IGF2BP1/LARP1/PABPC1/CPEB2/EIF4EBP2/TRIM71/IREB29
MF GO:0003713transcription coactivator activity27/781 285/16969 0.000318 0.010199 0.008536 SOX4/CDK7/BCL9/SMARCA4/MED21/SMARCA2/PARK7/SRCAP/NUP98/MAGED1/MED1/ZFX/UBE3A/RNF20/KDM5A/FGF2/SMARCD2/TFDP1/ARID5B/EP300/CCNE1/SNW1/CARM1/GTF2A1/JMJD6/MEF2A/MTDH27
MF GO:0032550purine ribonucleoside binding29/781 318/16969 0.000368 0.0113 0.009457 RAB2B/SAR1A/RAP2B/ARL2/SRP54/RAB40B/HBS1L/RAB7A/ADSS/RAB21/RAB12/KRAS/MFHAS1/EIF5/EEF2/SEPHS1/GLUD2/RRAGA/AK3/EEF1A1/GTPBP2/RAB11B/NKIRAS2/ARF4/RHOB/RAB3C/RAB14/ARHGAP5/GSPT129
MF GO:0001883purine nucleoside binding29/781 321/16969 0.000429 0.012659 0.010595 RAB2B/SAR1A/RAP2B/ARL2/SRP54/RAB40B/HBS1L/RAB7A/ADSS/RAB21/RAB12/KRAS/MFHAS1/EIF5/EEF2/SEPHS1/GLUD2/RRAGA/AK3/EEF1A1/GTPBP2/RAB11B/NKIRAS2/ARF4/RHOB/RAB3C/RAB14/ARHGAP5/GSPT129
MF GO:0032549ribonucleoside binding29/781 322/16969 0.000452 0.012808 0.01072 RAB2B/SAR1A/RAP2B/ARL2/SRP54/RAB40B/HBS1L/RAB7A/ADSS/RAB21/RAB12/KRAS/MFHAS1/EIF5/EEF2/SEPHS1/GLUD2/RRAGA/AK3/EEF1A1/GTPBP2/RAB11B/NKIRAS2/ARF4/RHOB/RAB3C/RAB14/ARHGAP5/GSPT129
MF GO:0048027mRNA 5'-UTR binding6/781 23/16969 0.00048 0.013099 0.010964 FMR1/IGF2BP1/NCL/LARP1/RPL5/DHX366
MF GO:0016887ATPase activity26/781 280/16969 0.000553 0.014564 0.01219 CDK7/LMBRD1/ABCA2/KIF1B/SMARCA4/MCM6/XRCC6/ATAD1/SMARCA2/DYNC1H1/LONP2/MACF1/ATP6V1H/MCM7/KIF3B/TOP2A/SMARCA5/ATRX/DDX5/CHD2/HSPA8/KIF20B/ATP2B4/HSPA1B/DHX36/ABCF126
MF GO:0001882nucleoside binding29/781 329/16969 0.00064 0.016258 0.013607 RAB2B/SAR1A/RAP2B/ARL2/SRP54/RAB40B/HBS1L/RAB7A/ADSS/RAB21/RAB12/KRAS/MFHAS1/EIF5/EEF2/SEPHS1/GLUD2/RRAGA/AK3/EEF1A1/GTPBP2/RAB11B/NKIRAS2/ARF4/RHOB/RAB3C/RAB14/ARHGAP5/GSPT129
MF GO:0019001guanyl nucleotide binding29/781 331/16969 0.000705 0.016699 0.013976 RAB2B/SAR1A/RAP2B/ARL2/SRP54/RAB40B/HBS1L/RAB7A/ADSS/RAB21/RAB12/KRAS/MFHAS1/EIF5/EEF2/SEPHS1/GLUD2/RRAGA/AK3/EEF1A1/GTPBP2/RAB11B/NKIRAS2/ARF4/RHOB/RAB3C/RAB14/ARHGAP5/GSPT129
MF GO:0032561guanyl ribonucleotide binding29/781 331/16969 0.000705 0.016699 0.013976 RAB2B/SAR1A/RAP2B/ARL2/SRP54/RAB40B/HBS1L/RAB7A/ADSS/RAB21/RAB12/KRAS/MFHAS1/EIF5/EEF2/SEPHS1/GLUD2/RRAGA/AK3/EEF1A1/GTPBP2/RAB11B/NKIRAS2/ARF4/RHOB/RAB3C/RAB14/ARHGAP5/GSPT129
MF GO:0002039p53 binding10/781 65/16969 0.000725 0.016699 0.013976 SIRT1/SMARCA4/EEF2/HIF1A/RNF20/BCL2L12/EP300/TP53BP1/MDM2/BRD410
MF GO:0042826histone deacetylase binding13/781 102/16969 0.0008 0.016786 0.014049 YWHAE/GMNN/HES1/TOP2A/HIF1A/MAPK8/SP1/PKN2/HIST1H1B/HSPA1B/CBX5/DHX36/MEF2A13
MF GO:0004386helicase activity15/781 128/16969 0.000803 0.016786 0.014049 SMARCA4/MCM6/XRCC6/SMARCA2/SRCAP/CHD7/MCM7/HELZ/SMARCA5/ATRX/DDX46/DDX5/CHD2/DHX15/DHX3615
MF GO:0035064methylated histone binding10/781 66/16969 0.00082 0.016786 0.014049 PHF19/CBX2/FMR1/SPIN4/ATRX/KDM5A/TP53BP1/PHF13/SPIN1/CBX510
MF GO:0140034methylation-dependent protein binding10/781 66/16969 0.00082 0.016786 0.014049 PHF19/CBX2/FMR1/SPIN4/ATRX/KDM5A/TP53BP1/PHF13/SPIN1/CBX510
MF GO:0001091RNA polymerase II basal transcription factor binding5/781 18/16969 0.001058 0.02108 0.017643 TAF2/ZNHIT6/AR/AHR/NOP585
MF GO:0001094TFIID-class transcription factor complex binding4/781 11/16969 0.001133 0.021677 0.018143 TAF2/ZNHIT6/AHR/NOP584
MF GO:0042623ATPase activity, coupled21/781 218/16969 0.001147 0.021677 0.018143 CDK7/LMBRD1/ABCA2/SMARCA4/MCM6/XRCC6/SMARCA2/DYNC1H1/LONP2/ATP6V1H/MCM7/KIF3B/TOP2A/ATRX/DDX5/CHD2/HSPA8/KIF20B/ATP2B4/HSPA1B/DHX3621
MF GO:0097110scaffold protein binding9/781 58/16969 0.001242 0.02289 0.019158 YWHAE/KIF1B/PARK7/VIM/DYNLL2/ATP2B4/MAP3K7/MDM2/DSP9



MF GO:0035326enhancer binding14/781 121/16969 0.001342 0.024119 0.020187 NFKB1/ATF2/RAI1/SIRT1/SMARCA4/NFYA/TIPARP/PBX3/SMARCD2/HIVEP1/AHR/ZNF281/NR1D2/CLOCK14
MF GO:0019003GDP binding9/781 59/16969 0.001407 0.024119 0.020187 RAP2B/SRP54/RAB7A/RAB21/RAB12/KRAS/RAB11B/RHOB/RAB149
MF GO:0070491repressing transcription factor binding9/781 59/16969 0.001407 0.024119 0.020187 TCF7L2/PARK7/GMNN/MTA2/SP1/RBPJ/BBS10/GTF2A1/CBX59
MF GO:0008094DNA-dependent ATPase activity10/781 72/16969 0.001627 0.026834 0.022459 CDK7/SMARCA4/MCM6/XRCC6/SMARCA2/MCM7/TOP2A/ATRX/CHD2/DHX3610
MF GO:0005041low-density lipoprotein particle receptor activity4/781 12/16969 0.001638 0.026834 0.022459 LRP10/LRP6/VLDLR/LDLR4
MF GO:0001103RNA polymerase II repressing transcription factor binding6/781 29/16969 0.001784 0.028587 0.023926 TCF7L2/MTA2/SP1/RBPJ/BBS10/GTF2A16
MF GO:0004674protein serine/threonine kinase activity30/781 371/16969 0.002039 0.03197 0.026758 CAMK2D/STK17A/CDK7/TGFBR1/RIOK3/MAP3K3/PAK2/SYK/STK38/WNK1/MAP4K3/PSKH1/MARK3/PRKCE/CDC42BPG/DYRK2/STK17B/MAPK8/LIMK2/CSNK2A1/PRKAA1/CSNK1G1/PKN2/UHMK1/HIPK1/PRKDC/MAP3K7/MAPKAPK2/STK40/BRD430
MF GO:0000980RNA polymerase II distal enhancer sequence-specific DNA binding11/781 87/16969 0.002108 0.032258 0.026999 NFKB1/ATF2/SIRT1/SMARCA4/NFYA/PBX3/SMARCD2/HIVEP1/ZNF281/NR1D2/CLOCK11
MF GO:007188914-3-3 protein binding6/781 30/16969 0.002145 0.032258 0.026999 ZFP36/FOXK1/KLHL22/PRKCE/PPP1R12A/ZFP36L16
MF GO:0050699WW domain binding5/781 21/16969 0.002241 0.033034 0.027648 DAZAP2/PMEPA1/LITAF/RAPGEF2/KIF20B5
MF GO:0035258steroid hormone receptor binding11/781 88/16969 0.002311 0.033395 0.02795 CDK7/SMARCA4/PARK7/NSD1/MED1/DDX5/STRN/EP300/FOXP2/CCNE1/SNW111
MF GO:0004402histone acetyltransferase activity8/781 52/16969 0.002424 0.034356 0.028755 ATF2/GTF3C4/OGT/SRCAP/NAA40/NAA50/EP300/CLOCK8
MF GO:0019210kinase inhibitor activity9/781 64/16969 0.002515 0.034973 0.029271 LRP6/SH3BP5/WARS/YWHAG/WNK1/CDKN1B/QARS/H2AFY/PRKAR1A9
MF GO:0003714transcription corepressor activity19/781 205/16969 0.002987 0.040693 0.034058 SIRT1/SMARCA4/NFIL3/GMNN/GON4L/NSD1/MED1/SPEN/MECP2/E2F6/ZNF281/PHF12/RLIM/SNW1/BASP1/ID3/DDIT3/ZHX1/TBL1XR119
MF GO:0016417S-acyltransferase activity4/781 14/16969 0.003078 0.040693 0.034058 ZDHHC5/ZDHHC17/DLAT/ZDHHC74
MF GO:0061733peptide-lysine-N-acetyltransferase activity8/781 54/16969 0.003092 0.040693 0.034058 ATF2/GTF3C4/OGT/SRCAP/NAA40/NAA50/EP300/CLOCK8
MF GO:0035257nuclear hormone receptor binding15/781 147/16969 0.003215 0.041568 0.034791 CDK7/SIRT1/SMARCA4/TCF7L2/PARK7/NSD1/MED1/HIF1A/JMJD1C/DDX5/STRN/EP300/FOXP2/CCNE1/SNW115
MF GO:0019902phosphatase binding17/781 177/16969 0.003357 0.04218 0.035303 ERBB2/SYK/PPP3R1/IQGAP1/WNK1/BCL2/CDKN1B/MFHAS1/CEP192/PPP6R3/PPP1R9B/STRN/SH2D4A/CTTNBP2NL/ATP2B4/FOXO1/AKAP1117
MF GO:0030371translation repressor activity5/781 23/16969 0.003434 0.04218 0.035303 FMR1/CPEB2/EIF4EBP2/TRIM71/IREB25
MF GO:0031369translation initiation factor binding5/781 23/16969 0.003434 0.04218 0.035303 FMR1/EIF5/LARP1/RPS24/EIF4EBP25
MF GO:0003924GTPase activity20/781 224/16969 0.003618 0.043707 0.036581 RAP2B/ARL2/SRP54/RAB7A/TUBB/RAB21/KRAS/TUBA1A/EIF5/RRAGA/RGS2/GTPBP2/RAB11B/NKIRAS2/ARF4/RHOB/RAB3C/RAB14/ARHGAP5/GSPT120
MF GO:0002020protease binding13/781 121/16969 0.003785 0.044998 0.037661 ITGB1/RIOK3/PARK7/LONP2/BCL2/CLTC/ANXA2/CDK5R1/PSAP/COL3A1/BAG6/LDLR/RNF13913
MF GO:0031072heat shock protein binding12/781 108/16969 0.004034 0.047187 0.039494 STIP1/ZFP36/CDKN1B/METTL23/HIF1A/CSNK2A1/HSPA8/AHR/BAG6/HSPA1B/DNAJC2/KPNB112


