S7 Table The statistically enriched GO terms of Sub 2

GO Style Term Pvalue Gene count The involved genes
[positive regulation of RNA metabolic process LS0E-10 RIDI A BCLLLE, CTCE ELKI GATAG,KLF12 KLF13 KLF4,VKL2 MEIS2,NOTCHI PKNOXL otc
[positive regulation of macromolecule metabolic process 4.00E-10 [KLF13 KLF4 MKL2, MFIS2,NDFIP1 NOTCHI PKNOX1 SMAD7,S OX9,SMARCAL SMARCA4 etc
[positive regulation of nitrogen compound metabolic process 2.40E-09 TBX3,TEAD3 713 ABLIVG APP,ATXNI BRPF1,CREE] ESRRGEVAL GDTS, HAND? etc
Inegative regulation of nitrogen compound metabolic process 160E-05 CTCEDNMI3AKLFLL KLFAMEIS? NKIE NDEIPLSVADY, SOX9 SARCAY TEXS AT s
Iregulation of phos phorus metabolic process 2.40E-05 PP, APLP2 ATXNI CAV3,CCNDL,CCND2, CCNT2 CDKSRL ote
Iregulation of cellular protein metabolic process 3.70E-05 155424 mm],smm,sm7,wm PP,BOLL,CCNDI CCND2,CPEBL,CPEB2,DLC] etc
Metabolic  [negative regulation of RNA metabolic process 7.20E-05 KLF12KLF4 MEIS? SMAD7 SOX9,SMARCA4, TBX3 BAZ2 A CBFA2T? etc
[phos phorus metabolic process 1.80E-04 (36.5%) |\t NRKGSACMIL PP,CREBI CAMKID,CAMK2G,CAV2,CTTNEP? et
|phos phate metabolic process 1.30E-04 [MARK1 NRK,SACMIL SMAD7,SNRK APP,CREBL CAMKID CAMK2G,CAV2, CTINEP? etc
Inegative regulation of macromolecule metabolic process 2.20E-04 (CTCEDNMI3A,KLF12,KLF4 MEIS2 NKRF,NDFIP1,SMADS SMAD7,S0X9 SMARCAS ete
[positive regulation of protein metabolic process 210E-02 [NDETP1,SMAD7,BOLL C.CNDL CCNDR DLCLGJAL GCLC, GDFS, GHRHDAC4 PPARGCLA ete:
Iregulation of glucos e metabolic process 2.30E-02 [DYRK2 HDAC4 JRS2 PPARGC1APCAMI, TGFER1,UBE2 D1, ZFP91
[regulation metabolic process 330802 [DYRK? HDAC4 JRS2 PPARGCLA PGAML
[regulation of trans cription from RNA polymerase IT promoter 120811 [BOLI1B,DNMI3A FLK1 GATAG KLF12 KLF13 KLF4,MKL2 MEIS2 NOTCHL PKNOX1,PRNOX2 etc
[positive regulation of trans cription, DNA-dependent 110E-10 \BLIVE,APPATXIVL,CREBL HDACA JUNE, NEATS,NRIF? etc
Iregulation of trans eription 3.80E-10 [HEP1 KHDRES3,KLF12,KLF13 KLF4,MKL2 MEIS 1, MEIS2, NKRFNRK,NOTCHI PKNOXI ete
[positive regulation of trans cription from RNA polymerase II promoter 420E-10 JUNB, 3, PPARGC] A RARB,RXRB,RUNXL SRESTATS etc
[positive regulation of trans cription 7.60E-10 SP1,TEXS, TEAD3 ZIC3 ABLIVG APP,ATXN BRPF1,CREE] ESRRG,GDFS tc
Iregulation of trans cription, DNA-dependent 220807 RIDIABCLLIE, FLFS,FLK] GATAS KLFI2 KLF13 KLF4,VKL2 otc
Tr It trans cription 5.90E-07 137424 |ARIDIAARIDSBBCLI1ABCLIIB,BCORLL, CTCF/ELFS, LK1 EAF],GATAG HEP1 etc
ranscripion |, oative regulation of trans cription 7.60E-06 (32.3%) 9, SMARCA4,TBX3,ATXNL BAZ2 A ete
Inegative regulation of trans cription, DNA- dependent S.50E-05 (CTCE.DNMI3A,KLF12 KLF4 MEIS? SMAD7,SOX9, SMARCA4 TEX3 BAZ2 A, CEEA2T2 DRI et
[positive regulation of gene-specific transcription 370E-04 (GATAS NOTCHI SMARCAL SMARCA4,CREB1 HDAC4 NR2F2 PPARGC1A SRE,TFES ETS1 etc
regulation of gene-specific trans cription 1.00E-03 GATAS NOTCHI SMAD7,SMARCALSMARCA4,TALL, CREBI HDAC4 NR2F2 PPARGCIA SRF etc
[positive regulation of spe cific trans cription from RNA polymerase Il promq  1.90E-03 (GATA6 NOTCHI SMARCA4,CREBL HDACA,SRE,TFE3 ETS1
Biological [regulation of s pe cific transcription from RNA polymerase II promoter 2.70E-03 (GATAS NOTCHI SMAD7,SMARCA4, TAL,CREELHDAC4,SRF,TFE3 ETS1
Inegative regulation of from RNA polymerase II promoter 430E-03 [DINMI3A KLF1 2, MFIS? SMAD7,SMARCA4 DR1,HDAC4, HOXE4 HIVEP] JARID2,NR2F? etc
processes [positive regulation of macromolecule hiosynthetic process 400E-09 [ARIDIA BCLI 1B, CTCRELKI GATAG KLF12 KLF13 KLF4, MKL2,MEIS2,NOTCH PKNOXI etc
[positive regulation of bios ynthetic process 4.00E-09 [BOLL BRPFI CREE1, DYRK? ESRRG, GDFS, HAND?, HDAC4 RS2, JUNB, MITE,NEUROD] atc
Biosynthetic [PPFKive regulation of cellular biosynthetic process 6.70E-09 77/424  |NEATS,NR2E2 PAX3 PPARGC1ARARB,RXRE RUNXI SRF,STAT6, S TRN3, THRB, TFE3 etc
[negative regulation of cellular bios ynthetic process 620E-06 (18.1%)  [DNMT3AKLF12 KLF4 MEIS2,NKRF SMAD7,SOX9,SMARCA4, TBX3 ATXN] BAZ2 A, CBFAZT2 etc
[negative regulation of macromolecule biosynthetic process $.60E-06 [EIF21,GCLC,HDAC4 HOXBA, HIVEPL HIC? ID4,IGFEPS, JARIDR NR2F2,PAXS ctc
Inegative regulation of b ic process 1.00E-05 [NKRF,SMAD?7, 0X0 SMARCA4, TEX3,ATXN] BAZ2A, CEEA2 T2, DRL,FED FIF2 C1 GCLC et
[positive regulation of gene expression 2.005-09 RRIDLA S5 C1CFELK] GATAG KLF: RLFTS KLFY ML MESANOTCH e
Gene expresslon ["¥*ive regulaion of gene expression 3.50E-06 87424 OX9 SMARCA4,TEX3, ATXN] BAZ2A,CBFA2 T2 DRLEED et
[posttrans criptional regulation of gene expression 110E-04 (20.5%) |SMAD7,APPBOLL,CPIB1 CPEE? FIF2C1 EIF4EEIFS ETFL IGFEPS, MIPN.NANOS1 PPARGCIA ete
[regulation of gene expression, epigenetic 2.70E-03 |ARID1ACT: \RCA4SMARCDL HRCLFOS
Apoptosis _[Poeiive regulaton ofapepdesis 290502 420424 |BBC3,BCL2L11 NOTCHL, TIVIP3, ALDHI A3, AFP,CDKSR1, DLCT DUSP1 DYRK2, TGS etc
[regulation of apoptosis 250803 (9.9%) _|DUSPLDYRK2,EYALGCLC, GHRHSPEL ING3 MIT NNGER,NEURODLPREX1PIMI etc
[negative regulation of cell differentiation 150E-05 [ABCAILKLFs NOTCHI SMAD7 SOX9 TEX3,CCNDICDKS EZH2 HDACA T4, NGFR NRP1 etc
Inewron difierentiation 4.90E.05 D4 LIFR MTPN,NGFR NRP1, NRF2 0TX2 PAX3,PAFAHIB1 PEX3,RAC], SRF.CELSR3 ete
Imuscle cell differentiation 1.00E-04 |ADAMI2 GATAG MKL2, APP, C ACNALH,CACNE? CAV2,CAV3 MBNLL MIPN,QKLRARB etc
cell morphogenesis involved in differentiation 240E-04 |ATP2B2 ECL11B,NOTCH,SOX9,APP CREB],CXCL12,CDKSRL GAP43, LAMC1 NGERNRP et
cell morphogenesis involved in neuron differentiation 310E-04 |ATP2B2,BCL11B,NOTCHI, APP,CREB1,CXCLL2,CDKSR1 GAP43,NGFR,NRPLNRE? etc:
regulation of myeloid cell differentiation 3.108-04 [NDITP1, TAL1, CDK, MITF;PURR, RUNX1 TFE3 ETS1 MAFB, ZFP36
Differentiation |*Ttedmus e cell diflerentiation 170803 700424 |ADAMI2,GATAG APP,CACNALH.CACNE2, CAV2 MIPN,RARE RXRE,TTN
cerehellar granule cell differentiation 5.60E-03 (16.5%)  [sTR2E2MIPNULKL
Iregulation of mus cle cell differentiation 7.00E-03 [NOTCHI TBX3 CAV3,EZH2 HDACH SRF
Inegative regulation of mus e cell differentiation 130802 [NOTCHI TB3 EZID2, HDAC4
Iregulation of striated muscle cell differentiation 170802 [NOTCHL TBX3,CAV3 EZH2 HDACH
Iregulation of erythrocyte differentiation 170802 TALLCDKS,ETS1 MAFR
[positive regulation of cell differentiation 2.80E-02 (GATAS NOTCHI TALL, TGIF? JUNB,JUND,NGFR,NEUROD1 RUNX1, SRES OCSS ete
cardiac muscle cell differentiation 340E-02 (GATAS RARE,RXRB, TN
[plas ma membrane 170603 [ADANIZ ADAND3 ABCALATP2E2 ATPGVIE2 ATPIBL ATP1E2 ECL2L1 L BVE CAPL otc
|plas ma membrane part 250803 37336 |CACNBLCACNG,CNRI CAV2,CAV3,CLONS,CTTNGR2, CDKSRI, CFEBI DLC1 DCBLD2,DAGL ete
Plasma membranefextrinsic to plasma membrane 9.70E-03 SMAD7,CAV2,GNBL GNG12,6NG3 RACL
[basal plasma membrane 3.00E-02 (708%) | vz Crer:, mEE P MET
linternal side of plasma membrane 3.90E-02 [RAB14,RAB39B RAB40C;RAP2C,RAPHI, AP3§1,CACNE2 CAV2,CDKSRI DMD et
vesicle membrane 430505 [SEC24C,CACTNG4 CAMR2 6,CAV2, CL.CT, CTTNEP? P2, GJALITPRI PHLDAT SCAMPLSLC32A1 ete
Cellular cytoplasmic vesicle membrane 7.308-05 SEC24C,CACNGS CAMKIG,CAV2, CTTNRP2,KPN2 GJAL ITPRI,PHLDAL SCAMP1 SLC32AL et
cytoplasmic vesicle part 120E-04 (CAMK2G,CAV2 CTINEP2 EPN2 FGA,GIAL ITPR PHLDAL SCAMPL SLC32AL SYT1 ete
component membrane-bounded vesicle 2.10E-03 |ABCA1,ATP6 V1B2,DNAJCS, NOTCH1 RAB14 SEC24C AP3S1 APP,CACNGY, CAMK2G,CAV?2 ete
Vesicle cytoplasmic membrane-bounded vesicle 2.70E-03 30336 [RaBI4SEC24C,AP3SI  CTTNBP2,EPIR FGA GJALTIPRI ete
cytoplasmiic vesicle 310803 (8.9%)  |RABL4 ARHGAP21SEC24C,AP3SLAPP,CACNG CAMKIG,CAV2,CLCNS CTTNBP? ENTPDT ote
[vesicte 550503 (CACNGH,CAMK2G,CAV2,CLCN3, CTTNEP? ENTPD7 EPN2 FGA,GIAL TTER1,MYRIP ete
transport vesicle 2.908-02 [RAB14,SEC24 C,AP3SLCAV2 SYTI VAMP2
coated vesicle membrane 420E-02 SEC24C EPI2,SCAMPL SLC32A1 SYTLVAMP2
clathrin coate d veside membrane 5.00E-02 (PN SCAMP1,SLC32AL SYTLVAME?
[trans eription regulator activity 1.90E-09 [AEEP2,ARIDI A, BCL11A,CTCRELFS ELK], GATAG, HBP1 KLF1Z,KLF13,KLF4 etc
[RNA polymerase II trans cription factor activity 5.00E-08 [PKINOX1 SOX12,S OX9,5P1, SP2,TBX3 TEADS, CREB] HOXC10,JUNB,JUND etc
transeription factor activity 310E-07 (CTCEELES ELK1, GATAS KLF1?2 KLF4,MEIS 1 MEIS2, NRK NOTCHL PKNOX1,PKNOX2 ate
Transcription | Fseription repressor actviey 7.20E-06 ooog |CTCEALFLLKLF MEIS? NKRETEXS ATXNL CEFAZT?, DRI EEDEZH2 HDACS e
trans cription activator activity 9.50E-05 |ARIDI1A CTCFELK1, GATAG KLF4,MKL2, NOTCHI, SOX9,SMARCA4,SMARCDI SP1,TEADS etc
activity specific RNA polymerase II transcription factor activity 340804 @20%) |y gy PRNOXI SOX9,CRER] NR2F2 RXRB,SRFFOS
Molecular IRNA polymerase I trans cription factor activity, enhancer binding 7.10E-03 GATAS PKNOX1 CREB1,MITF,PAX3, TFAP4
. |transeription corepressor activity 160E-02 CBFA2T2 DRI, D4, JUNE,NR2F2 THRB
function ipti ivity 2.00E-02 |AEEP2 BCL11 A CTCRKLFI2 MKL2, MEIS2, SMARCDI CREB], CEFA2 T2 DRLHAND2
[protein kinase activity 3.60E04 o0 AV2,CTTNEP?,CONDI,CDKSRI CDES CDES,CRIMLDYRKIA ate
Kinase activity [protein serine/threonine Kinase activity 4.90E-04 @8%) | CAVEID.CAVERGCDRSRL CDED,DYRKI ADYRIC ICK MAP2 KB MAPSKI3 MAPSKA VAT K0 MATAES e
[protein tyrosine kinase activity 3.60E-02 - (CAV2,CTTINBP2, CRIML DYRKIA DYRK? MET MAP2KS5, NRP1NRP2,STK4, TN
[metal ion binding 3.60E-02
Ton binding  [ion binding 39002 (1357‘/7‘0/":;
|magnesium ion binding 4.70E-02 . | ATP2B2, MARK], SNRK ACSL4, ADCY6, DYRK? EYAL E¥A4, GCLCICKMAP3K13 MAP3KS, VFLK ot




