Table 3. Biological process enriched in each subtypes of MCC

Enriched GO BP terms by genes over-expressed in Subtype | MCC

Category Term Count %
GOTERM_BP_ GO:0006260~DNA replication 43 5.064782
GOTERM_BP_ GO:0000398~mRNA splicing, via spliccosome 46 5.418139
GOTERM_BP_ G0O:0051301~cell division 56 6.595995
GOTERM_BP_ GO:0000082~G1/S transition of mitotic cell cyclc 27 3.180212
GOTERM_BP_ GO:0007062"sister chromatid cohesion 26 3.062426
GOTERM_BP_ GO:0006270~DNA replication initiation 15 1.766784
GOTERM_BP_ GO:0006351~transcription, DNA-templated 144 16.96113
GOTERM_BP_ GO:0006355~regulation of transcription, DNA-te 119 14.01649
GOTERM_BP_ GO:0000722~telomere maintenance via recomb 14 1.648999
GOTERM_BP_ GO:0007067~mitotic nuclear division 36 4.240283
GOTERM_BP_ G0:0006281~DNA repair 34 4.004711
GOTERM_BP_ GO:1901796"~regulation of signal transduction b 24 2.826855
GOTERM_BP_ GO:0016925~protein sumoylation 22 2.591284
GOTERM_BP_ GO:0000731~DNA synthesis involved in DNA reg 12 1.413428
GOTERM_BP_ GO:0006369~termination of RNA polymerase Il1 15 1.766784
GOTERM_BP_ GO:0006406~mRNA export from nucleus 18 2.120141
GOTERM_BP_ GO:0000086~G2/M transition of mitotic cell cyc 20 2.355713
GOTERM_BP_ GO:0042276error-prone translesion synthesis 8 0.942285
GOTERM_BP_ GO:0000732~strand displacement 9 1.060071
GOTERM_BP_ GO:0034080~CENP-A containing nucleosome as: 11 1.295642
GOTERM_BP_ G0:0007059~chromosome segregation 13 1.531213
GOTERM_BP_ GO:0008380~RNA splicing 21 2.473498
GOTERM_BP_ GO:0000083~regulation of transcription involvec 8 0.942285
GOTERM_BP_ GO:0006297~nucleotide-excision repair, DNA ga 8 0.942285
GOTERM_BP_ GO:0006396~RNA processing 15 1.766784
GOTERM_BP_ GO:0006283~transcription-coupled nucleotide-e 13 1.531213
GOTERM_BP_ GO:0000245~spliceosomal complex assembly 8 0.942285
GOTERM_BP_ GO:0008334~histone mRNA metabolic process 6 0.706714
GOTERM_BP_ G0O:1900264~positive regulation of DNA-directel 5 0.588928
GOTERM_BP_ GO:0042769~DNA damage response, detection « 9 1.060071
GOTERM_BP_ G0:0019985~translesion synthesis 9 1.060071
GOTERM_BP_ G0:0000387~spliceosomal snRNP assembly 8 0.942285
GOTERM_BP_ GO:0031124~mRNA 3'-end processing 10 1.177856
GOTERM_BP_ GO:0007076~mitotic chromosome condensatior 6 0.706714
GOTERM_BP_ GO:0006271~DNA strand elongation involved in 6 0.706714
GOTERM_BP_ GO:0045892~negative regulation of transcriptior 39 4.59364
GOTERM_BP_ G0:0007049~cell cycle 22 2.591284
GOTERM_BP_ GO:0051297~centrosome organization 8 0.942285
GOTERM_BP_ GO:0000070~mitotic sister chromatid segregatic 7 0.824499
GOTERM_BP_ GO:0006268~DNA unwinding involved in DNA re 5 0.588928
GOTERM_BP_ GO:0006298~mismatch repair 8 0.942285
GOTERM_BP_ G0:0051170~nuclear import 6 0.706714
GOTERM_BP_ GO:0006296™nucleotide-excision repair, DNA int 8 0.942285
GOTERM_BP_ GO:0070987~error-free translesion synthesis 6 0.706714
GOTERM_BP_ G0:0033683~nucleotide-excision repair, DNA int 8 0.942285
GOTERM_BP_ G0:0000724~double-strand break repair via hon 11 1.295642
GOTERM_BP_ G0:0007052~mitotic spindle organization 7 0.824499
GOTERM_BP_ GO:0006397~mRNA processing 18 2.120141
GOTERM_BP_ GO:0006409~tRNA export from nucleus 7 0.824499
GOTERM_BP_ G0:0016032"viral process 25 2.944641
GOTERM_BP_ GO:0007077~mitotic nuclear envelope disassem 8 0.942285
GOTERM_BP_ G0:0045893~positive regulation of transcription 37 4.358068
GOTERM_BP_ GO:0006310~DNA recombination 11 1.295642
GOTERM_BP_ G0:0042795~snRNA transcription from RNA pol' 10 1.177856
GOTERM_BP_ G0:2000001~regulation of DNA damage checkp 4 0.471143
GOTERM_BP_ GO:0000076~DNA replication checkpoint 4 0.471143
GOTERM_BP_ G0:0000467~exonucleolytic trimming to genera 4 0.471143
GOTERM_BP_ G0:0010569~regulation of double-strand break 5 0.588928
GOTERM_BP_ GO:0007051~spindle organization 5 0.588928
GOTERM_BP_ G0:0036297~interstrand cross-link repair 8 0.942285
GOTERM_BP_ GO:0006376~mRNA splice site selection 5 0.588928
GOTERM_BP_ G0:0006303~double-strand break repair via non 9 1.060071
GOTERM_BP_ G0:0051383~kinetochore organization 3 0.353357
GOTERM_BP_ G0:0075733~intracellular transport of virus 8 0.942285
GOTERM_BP_ G0:0043928~exonucleolytic nuclear-transcribed 6 0.706714
GOTERM_BP_ G0:0045724~positive regulation of cilium assem 4 0.471143
GOTERM_BP_ G0:0006974~cellular response to DNA damage « 18 2.120141
GOTERM_BP_ GO:0006405~RNA export from nucleus 8 0.942285
GOTERM_BP_ G0:0016569~covalent chromatin modification 12 1.413428
GOTERM_BP_ G0:0007093~mitotic cell cycle checkpoint 6 0.706714
GOTERM_BP_ GO:0006338~chromatin remodeling 10 1.177856
GOTERM_BP_ G0O:0010827~regulation of glucose transport 6 0.706714
GOTERM_BP_ G0:0048024~regulation of mRNA splicing, via sg 4 0.471143
GOTERM_BP_ G0O:0032465~regulation of cytokinesis 5 0.588928
GOTERM_BP_ G0:0009113~purine nucleobase biosynthetic pre 3 0.353357
GOTERM_BP_ G0:0010032~meiotic chromosome condensatiol 3 0.353357
GOTERM_BP_ GO:0006398~mRNA 3'-end processing by stem-| 3 0.353357
GOTERM_BP_ G0:0051865™protein autoubiquitination 7 0.824499
GOTERM_BP_ G0O:0016567~protein ubiquitination 25 2.944641
GOTERM_BP_ G0O:0070534~protein K63-linked ubiquitination 6 0.706714
GOTERM_BP_ GO:2000678~negative regulation of transcriptior 4 0.471143
GOTERM_BP_ GO:0031047~gene silencing by RNA 11 1.295642
GOTERM_BP_ GO:0000375~RNA splicing, via transesterificatior 5 0.588928
GOTERM_BP_ GO:0006302~double-strand break repair 8 0.942285
GOTERM_BP_ GO:0006357~regulation of transcription from RN 29 3.415783
GOTERM_BP_ GO:1904874positive regulation of telomerase F 4 0.471143
GOTERM_BP_ GO:0000079"~regulation of cyclin-dependent prc 6 0.706714
GOTERM_BP_ G0O:0045830~positive regulation of isotype switc 3 0.353357
GOTERM_BP_ GO:0046600~negative regulation of centriole rej 3 0.353357
GOTERM_BP_ G0O:0019896~axonal transport of mitochondrion 3 0.353357
GOTERM_BP_ G0O:0010216~maintenance of DNA methylation 3 0.353357
GOTERM_BP_ GO:0000395~mRNA 5'-splice site recognition 3 0.353357
GOTERM_BP_ GO:0006461~protein complex assembly 11 1.295642
GOTERM_BP_ G0:0051225~spindle assembly 5 0.588928
GOTERM_BP_ GO:0090502~RNA phosphodiester bond hydroly 7 0.824499
GOTERM_BP_ G0:0070126~mitochondrial translational termin 9 1.060071
GOTERM_BP_ GO:0006368~transcription elongation from RNA 9 1.060071
GOTERM_BP_ G0:0042787~protein ubiquitination involved in 1 13 1.531213
GOTERM_BP_ G0:1902018~negative regulation of cilium assen 3 0.353357
GOTERM_BP_ G0:0070935~3'-UTR-mediated mRNA stabilizatic 4 0.471143
GOTERM_BP_ GO:0000413~protein peptidyl-prolyl isomerizatii 6 0.706714
GOTERM_BP_ G0:0006606~protein import into nucleus 7 0.824499
GOTERM_BP_ G0O:0045739~positive regulation of DNA repair 5 0.588928
GOTERM_BP_ GO:0034644~cellular response to UV 6 0.706714
GOTERM_BP_ G0:0032508~DNA duplex unwinding 6 0.706714
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Genes
INGS, DBF4, TIPIN, KIAAD101, CHEK: 715
SRSF1, PRPF4B, LSM8, CRNKLL, SRSI 715
CCNT2, CDK19, AURKA, ANKLE2, CCI 715
DBF4, MCM10, PPAT, CCNE2, PRIM1 715
RADS51C, KIF22, NUP160, SPC25, SEI 715
CDC7, CDC6, TOPBP1, MCM2, MCM 715
XRCCS, ARNT2, NAALS, CBX3, CBX2, 715
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EXO1, INGS, SSRP1, CDKSR1, TAFS,” 715
KIAA1586, NUP160, TRIM28, SMCS, 715
EXO1, POLD3, RAD51C, RFC3, RADS: 715
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RADS1C, RPA2, NABP2, RAD51AP1, 715
CCNB1, SPC25, RAN, TTK, NDC80, Al 715
SRSF1, RBFOX1, KHDRBS1, U2AF2, R 715
NDC1, NUP160, SEH1L, RAEL, RAN, 715
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16.92484
18.89109
19.62162
19.95091
24.96127
24.96127
24.96127
27.75816
28.4433
28.53966
28.85654
29.08588
29.48933
31.34068
32.88936
33.85187
33.97935
3431654
3431654
3431654
3431654
3431654
36.42481
36.55096
39.32629
40.43435
40.43435
41.01283
43.70807
44.17486
45.57904
46.74847
47.62693
48.54132
48.54132



GOTERM_BP_ GO:0008053~mitochondrial fusion 4
GOTERM_BP_ GO:0085020~protein K6-linked ubiquitination 3
GOTERM_BP_ GO:0008156~negative regulation of DNA replica 4
GOTERM_BP_ GO:0007094~mitotic spindle assembly checkpoi 4
GOTERM_BP_ G0O:0010389"regulation of G2/M transition of m 3
GOTERM_BP_ GO:0042754~negative regulation of circadian rh' 3

GOTERM_BP_ G0:0010388~cullin deneddylation 3
GOTERM_BP_ GO:0006353~DNA-templated transcription, terrr 3
GOTERM_BP_ GO:0016573~histone acetylation 5

GOTERM_BP_ GO:0010212~response to ionizing radiation 6
GOTERM_BP_ GO:0006139~nucleobase-containing compound 6
GOTERM_BP_ GO:0001701~in utero embryonic development 14
GOTERM_BP_ GO:0048025~negative regulation of mRNA splici 4
GOTERM_BP_ GO:0000132~establishment of mitotic spindle o 4
GOTERM_BP_ GO:0034501~protein localization to kinetochore 3
GOTERM_BP_ GO:0046785~microtubule polymerization 3
GOTERM_BP_ GO:0035871~protein K11-linked deubiquitinatio 3
GOTERM_BP_ GO:0061351~neural precursor cell proliferation 3
GOTERM_BP_ GO:0000723~telomere maintenance 5
GOTERM_BP_ GO:0070125~mitochondrial translational elonga 8
GOTERM_BP_ GO:0007080~mitotic metaphase plate congressi 5
GOTERM_BP_ GO:0043044~ATP-dependent chromatin remode 4
GOTERM_BP_ GO:0000381~regulation of alternative mRNA spl 5
GOTERM_BP_ G0:0035970~peptidyl-threonine dephosphoryla 3
GOTERM_BP_ GO:0033120~positive regulation of RNA splicing 3
GOTERM_BP_ GO:0048511~rhythmic process 6
GOTERM_BP_ GO:0007088"~regulation of mitotic nuclear divisi 4
GOTERM_BP_ G0:0021997~neural plate axis specification 2
GOTERM_BP_ GO:0007057~spindle assembly involved in femal 2
GOTERM_BP_ GO:0006267~pre-replicative complex assembly i 2
GOTERM_BP_ GO:0000354~cis assembly of pre-catalytic splice 2
GOTERM_BP_ GO:0007346"~regulation of mitotic cell cycle 5
GOTERM_BP_ G0:0001833~inner cell mass cell proliferation 3
GOTERM_BP_ G0:0035518~histone H2A monoubiquitination 3
GOTERM_BP_ G0:0000244~spliceosomal tri-snRNP complex as 3
GOTERM_BP_ G0:0040015~negative regulation of multicellula 3

GOTERM_BP_ GO:0006379~mRNA cleavage 3
GOTERM_BP_ G0:0006259~DNA metabolic process 4
GOTERM_BP_ GO:0030488~tRNA methylation 4

GOTERM_BP_ G0:1900034~regulation of cellular response to t 7

0.471143
0.353357
0.471143
0.471143
0.353357
0.353357
0.353357
0.353357
0.588928
0.706714
0.706714
1.648999
0.471143
0.471143
0.353357
0.353357
0.353357
0.353357
0.588928
0.942285
0.588928
0.471143
0.588928
0.353357
0.353357
0.706714
0.471143
0.235571
0.235571
0.235571
0.235571
0.588928
0.353357
0.353357
0.353357
0.353357
0.353357
0.471143
0.471143
0.824499

Enriched GO BP terms by genes over-expressed in Subtype 11 MCC

Category Term
GOTERM_BP_ G0:0051092~positive regulation of NF-kappaB ti 15
GOTERM_BP_ G0:0002052~positive regulation of neuroblast p 6
GOTERM_BP_ G0O:0048661~positive regulation of smooth mus 9
GOTERM_BP_ G0:0002053~positive regulation of mesenchym: 6
GOTERM_BP_ G0:0045944~positive regulation of transcription 45
GOTERM_BP_ G0:0006954~inflammatory response 23
GOTERM_BP_ G0:0046854~phosphatidylinositol phosphorylat 10
GOTERM_BP_ G0:0014066"~regulation of phosphatidylinositol 9
GOTERM_BP_ G0:0043123~positive regulation of I-kappaB kin: 13

GOTERM_BP_ GO:0045087~innate immune response 24
GOTERM_BP_ G0:0000042~protein targeting to Golgi 5
GOTERM_BP_ G0:0048015~phosphatidylinositol-mediated sigi 10
GOTERM_BP_ G0:0071320~cellular response to cAMP 7

GOTERM_BP_ G0:0018108~peptidyl-tyrosine phosphorylation 12
GOTERM_BP_ G0:0042157~lipoprotein metabolic process 6
GOTERM_BP_ G0:0001819~positive regulation of cytokine pro 5
GOTERM_BP_ G0:0032922"circadian regulation of gene expre: 7
GOTERM_BP_ G0:0032496~response to lipopolysaccharide 12
GOTERM_BP_ GO:0050679~positive regulation of epithelial cel 7
GOTERM_BP_ G0:0043547~positive regulation of GTPase activ 27
GOTERM_BP_ G0:0015721~bile acid and bile salt transport 5
GOTERM_BP_ G0:0001516~prostaglandin biosynthetic process 4
GOTERM_BP_ G0:0042060~wound healing 8
GOTERM_BP_ G0:0051482~positive regulation of cytosolic calt 5
GOTERM_BP_ GO0:0035556™intracellular signal transduction ~ 21
GOTERM_BP_ G0:0009611~response to wounding 7
GOTERM_BP_ G0:0050727~regulation of inflammatory respon 7
GOTERM_BP_ G0:0001525~angiogenesis 14
GOTERM_BP_ G0:0051897~positive regulation of protein kinas 8
GOTERM_BP_ GO:0043087~regulation of GTPase activity 7
GOTERM_BP_ G0:0044344~cellular response to fibroblast grov 5
GOTERM_BP_ GO:0048525~negative regulation of viral process 3
GOTERM_BP_ G0:0032680~regulation of tumor necrosis factor 3
GOTERM_BP_ G0:0048557~embryonic digestive tract morphoy 4
GOTERM_BP_ G0:0001701~in utero embryonic development 12
GOTERM_BP_ G0O:0043330"~response to exogenous dsRNA 5
GOTERM_BP_ GO:1904659~glucose transmembrane transport 4
GOTERM_BP_ G0:2000427~positive regulation of apoptotic ce 3
GOTERM_BP_ G0:0030336~negative regulation of cell migratic 8
GOTERM_BP_ GO:0006508~proteolysis 23
GOTERM_BP_ G0O:0022617~extracellular matrix disassembly 7
GOTERM_BP_ G0O:0007229~integrin-mediated signaling pathw 8
GOTERM_BP_ G0O:0071236"cellular response to antibiotic 3
GOTERM_BP_ G0O:0035264~muilticellular organism growth 7
GOTERM_BP_ G0O:0048754~branching morphogenesis of an ep 4
GOTERM_BP_ G0O:0010863positive regulation of phospholipa: 3
GOTERM_BP_ G0O:0042448~progesterone metabolic process 3
GOTERM_BP_ G0O:0051091~positive regulation of sequence-spi 8

GOTERM_BP_ GO:0070527platelet aggregation 5
GOTERM_BP_ GO:0000165~MAPK cascade 14
GOTERM_BP_ G0O:0010628"positive regulation of gene express 14
GOTERM_BP_ GO:0000187~activation of MAPK activity 8

GOTERM_BP_ GO:0007422~peripheral nervous system develof 4
GOTERM_BP_ G0O:0042127~regulation of cell proliferation 11
GOTERM_BP_ G0:0051056~regulation of small GTPase mediat 9
GOTERM_BP_ G0:0032060~bleb assembly 3
GOTERM_BP_ G0:0008228~opsonization 3
GOTERM_BP_ G0:0010884~positive regulation of lipid storage 3
GOTERM_BP_ GO:0045616~regulation of keratinocyte differen 3
GOTERM_BP_ G0:0042327~positive regulation of phosphoryla 4
GOTERM_BP_ GO:0071356cellular response to tumor necrosi: 8

GOTERM_BP_ G0:0034644~cellular response to UV 5
GOTERM_BP_ GO:0006915~apoptotic process 24
GOTERM_BP_ G0:0009312~oligosaccharide biosynthetic proce 3
GOTERM_BP_ G0:0031069~hair follicle morphogenesis 4
GOTERM_BP_ G0:0007219~Notch signaling pathway 8

GOTERM_BP_ GO:0051781~positive regulation of cell division 5

Count %

2.29709

0.918836
1.378254
0.918836
6.891271
3.522205
1.531394
1.378254
1.990812
3.675345
0.765697
1.531394
1.071975
1.837672
0.918836
0.765697
1.071975
1.837672
1.071975
4.134763
0.765697
0.612557
1.225115
0.765697
3.215926
1.071975
1.071975
2.143951
1.225115
1.071975
0.765697
0.459418
0.459418
0.612557
1.837672
0.765697
0.612557
0.459418
1.225115
3.522205
1.071975
1.225115
0.459418
1.071975
0.612557
0.459418
0.459418
1.225115
0.765697
2.143951
2.143951
1.225115
0.612557
1.684533
1.378254
0.459418
0.459418
0.459418
0.459418
0.612557
1.225115
0.765697
3.675345
0.459418
0.612557
1.225115
0.765697

0.038794
0.042631
0.044654
0.050926
0.053295
0.053295
0.053295
0.053295
0.054798
0.056154
0.056154
0.056346
0.0576

0.0576

0.064784
0.064784
0.064784
0.064784
0.065192
0.069629
0.070746
0.072103
0.076535
0.077008
0.077008
0.078629
0.079906
0.083235
0.083235
0.083235
0.083235
0.088798
0.089883
0.089883
0.089883
0.089883
0.089883
0.096542
0.096542
0.099205

PValue

1.35E-05

1.50E-04

1.88E-04

5.58E-04

5.65E-04

5.92E-04

9.34E-04

0.001136
0.001348
0.001368
0.001753
0.002178
0.00257

0.002798
0.003273
0.003533
0.004096
0.004747
0.005285
0.005464
0.005478
0.005583
0.005598
0.006258
0.006275
0.006708
0.006708
0.007253
0.007289
0.007799
0.008031
0.010007
0.010007
0.011562
0.012212
0.012499
0.013462
0.013763
0.013869
0.016163
0.016174
0.017076
0.018027
0.020353
0.02274

0.022771
0.022771
0.022817
0.023593
0.024649
0.024649
0.024995
0.025484
0.027667
0.027926
0.027966
0.027966
0.027966
0.027966
0.028398
0.028523
0.029721
0.032303
0.033583
0.03473

0.035124
0.036706

USP30, OPA1, GDAP1, AFG3L2 715
UBE2S, BRCA1, UBE2T 715
CDC6, GMNN, TTF1, RAD17 715
MAD2L1, TTK, BUB1B, MAD2L2 715
CDKN2A, RNASEH2B, PKIA 715
SIN3A, SFPQ, SUV39H2 715
COPS3, COPS7B, COPS8 715
TTF1, SMN2, SMN1 715

INGS, WDR75, EPC2, TAFS5, GTF3C4 715
RAD51C, NABP2, RRM1, RNF168, TC 715
TYMS, METTL4, CRMP1, CTPS1, BRIF 715
SRSF1, TAPT1, C2CD3, KIF3A, COPS3 715

SRSF10, SRSF12, U2AF2, TRA2B 715
CENPA, NDC80, SPDL1, CDK5RAP2 715
TTK, BUB1B, SPDL1 715
CKAPS, FBXOS5, HDGFRP3 715
USP30, OTUD7A, USP37 715
KIF3A, DBN1, ORC3 715

XRCCS, POLD3, RPA2, POLD1, PCNA 715
MRPL2, MRPL11, MRPL1, MRPS26, | 715
CCNB1, KIF22, SEH1L, SPDL1, CDCAt 715
HDAC2, ACTL6A, HNRNPC, SMARCA: 715
RBFOX1, SRSF12, TRA2B, RBM4, NSF 715

PPM1D, PPM1E, PPM1B
SRSF1, U2AF2, HNRNPLL

715
715

CDK5R1, SIN3A, SFPQ, CBX3, TOP2A 715

MKI67, PDXP, FBXOS5, PIN1 715
C2CD3, PTCH1 715
FBXO5, AURKA 715
CDC45, ORC3 715
DDX23, SNRNP200 715
CKS2, FBXOS, BIRC5, PTCH1, ZNF26¢ 715
NCAPG2, CHEK1, PALB2 715
TRIM37, RNF168, PCGF1 715
SRSF10, SRSF12, SART3 715
RAI1, ALMS1, PTCH1 715
CSTF3, CPSF3, CSTF1 715
MKI67, RAN, TOPBP1, KPNA2 715

LCMT2, THUMPD2, METTL2A, METT 715
NDC1, RPA2, NUP160, SEH1L, RAE1, 715

Genes List Total
BCL10, NFKBIA, TLR3, TRIM15, MIDZ 451
DCT, SMO, SOX10, DRD2, CX3CR1, C 451
FGFR2, NAMPT, EREG, PTGS2, EDN1 451
FGFR2, SMO, TP63, CHRD, MYC, FO) 451
CSF3, FGFR2, NAMPT, HNF1B, CDX1 451
SELP, NFKBIZ, C4A, PTGS2, C4B, C4B 451
FGFR2, FGF7, EREG, PIK3C3, PDGFR/ 451
FGFR2, FGF7, EREG, PDGFRA, FGF23 451
BCL10, PELIL, LPARL, MID2, TRADD, 451
IGHG1, MBL2, BCL10, CR1, C4A, C4B 451
RGPD6, RGPDS, RGPDS, RGPD4, RGF 451
FGFR2, FGF7, EREG, PIK3C3, PDGFR/ 451
ZFP36L1, SLCBAL, STAR, AKAP7, PDI 451
EPHAS, FGFR2, FLTL, FGF7, EREG, M 451
APOB, BMP1, LRP1, APOAS, APOL6, 451
CARD11, SLC11A1, PELIL, EREG, TLR 451
NAMPT, HNF1B, NPAS2, NCOA2, DR 451
TNFRSF9, SLC11A1, OTUDS, SELP, Pl 451
FGFR2, SMO, FGF7, NR4A3, MYC, FC 451
FGD2, FGFR2, RAB3GAP2, ARFGAP2, 451
NCOA2, ABCC3, SLCO1C1, CEACAMI 451
PTGDS, PTGS2, EDN1, PLA2G4F 451
SLC11A1, EREG, CCL20, PDGFRA, CN 451
F2RL3, AGTR1, DRD2, EDN1, LPARL 451
ZFP36, DRD2, MCF2, EDN1, MKNK2, 451
ZFP36, ZFP36L1, F2RL3, FGF7, POUE 451
CASPS, AGTRL, PTGS2, MGLL, BCL6, 451
SAT1, FGFR2, FLTL, PTGS2, MMP19, 451
CSF3, AKR1C2, F7, ITSN1, NRGL, FGI 451
EPHAS, FGD2, RAB3GAP2, PROM2, ¢ 451
ZFP36, ZFP36L1, EGR3, STAR, MYC 451

MBL2, LTF, APOBEC3G 451
ZFP36, LTF, FOXP1 451
FGFR2, HNF1B, PDGFRA, GLI3 451

FGFR2, SMO, SOX10, APOB, OOEP, [ 451
DDX58, IFNA4, TLR3, NFKBIA, IFNA1 451
SLC2A9, SLC2A3, SLC5A1, SLC2A14 451
C4A, C4B_2, C4B 451
PODN, MAGI2, DRD2, CX3CR1, CNN. 451
IGHG1, MBL2, BMP1, C4A, FOLH1B, 451

A2M, BMP1, GSN, KLK4, MMP19, M 451
DAB2, CDH17, TSPAN32, NEDD9, AL 451
PLA2GA4A, STAR, PLA2G4F 451
FGFR2, ZFP36L1, SMO, RARG, PDE4I 451
B4GALT1, HNF1B, MET, EGF 451
FLT1, PDGFRA, FGF2 451
AKR1C2, SRD5A2, AKR1C1 451

DDX58, TRIM38, TRIM8, TRIM34, EC 451
TSPAN32, PDGFRA, MYL12A, GAS6, 451

ZFP36, FGFR2, FGF7, FGF23, ZFP36L 451
STAR, TLR3, HFE, GAS6, DDX58, SM( 451
NOD1, ARRBL, IKBKG, LPARL, EGF, N 451
SOX10, EGR3, PMP22, NRG1 451
STATS, SATL, AGTR1, PLA2G4A, CXC 451
RHOJ, FGD2, A2M, TAGAP, MCF2, S 451
LPAR1, PMP22, EMP1 451
MBL2, C4B_2, C4B 451
IKBKE, APOB, ACACB 451
ZFP36, ZFP36L1, AQP3 451
BCL10, EREG, EGF, ITSN1 451
ZFP36, ZFP36L1, APOB, CCL20, EDN 451
N4BP1, PTGS2, TP63, RHBDD1, MYC 451
FGFR2, BCL1O, PKN2, NFKBIA, TP63, 451
B4GALT1, B3GALTL, FUT3 451
FGFR2, SMO, FGF7, TP63 451

HNF1B, CNTN1, TP63, FOXC2, PERP, 451

FGFR2, FGF7, EREG, FGF2, MACC1

451

16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792

Pop Total
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792
16792

5.218958819
8.806993007
4.944276776
4.697062937
7.828438228
7.828438228
7.828438228
7.828438228
3.453722748
2.875752819
2.875752819
1.758258853
4.473393273
4.473393273
7.045594406
7.045594406
7.045594406
7.045594406
3.261849262
2.210382559
3.173691174
4.084402554
3.090172985
6.405085823
6.405085823
2.609479409
3.914219114
23.48531469
23.48531469
23.48531469
23.48531469
2.935664336
5.871328671
5.871328671
5.871328671
5.871328671
5.871328671
3.613125336
3.613125336
2.191962704

0.571329
0.602584
0.616109
0.66177

0.675075
0.675075
0.675075
0.675075
0.681762
0.687221
0.687221
0.684845
0.689467
0.689467
0.729473
0.729473
0.729473
0.729473
0.728315
0.74884

0.751249
0.754783
0.772721
0.771745
0.771745
0.775944
0.778505
0.78961

0.78961

0.78961

0.78961

0.808538
0.809755
0.809755
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0.809755
0.809755
0.809755
0.830201
0.830201
0.836154

49.33418
52.6995

54.38826
59.26948
60.98195
60.98195
60.98195
60.98195
62.03246
62.95748
62.95748
63.08695
63.92063
63.92063
68.36667
68.36667
68.36667
68.36667
68.60268
71.06747
71.65908
72.36157
74.54471
74.76763
74.76763
75.5187

76.09504
77.53862
77.53862
77.53862
77.53862
79.7691

80.17932
80.17932
80.17932
80.17932
80.17932
82.52911
82.52911
83.39328

Fold Enrichment Bonferroni Benjamini FDR

4.19918977
11.16984479
5.584922395
8.5921883
1.707927338
2.259511259
3.960937869
4.29609415
3.006376444
2.078110658
9.308203991
3.512529808
5.012109841
2.92022086
5.878865679
7.756836659
4.572451083
2.724352388
4.343828529
1779267312
6.894965919
10.63794742
3.723281596
6.648717137
1.940171552
4.136979552
4.136979552
2.337486204
3.545982473
4.009687873
6.205469327
18.61640798
18.61640798
8.273959103
2.389271613
5.475414112
7.838487571
15.95692113
3.135395029
1.712709534
3.429338313
3.008712401
13.96230599
3.257871397
6.475272342
12.41093865
12.41093865
2.836785978
4.540587313
1.989539784
1.989539784
2.783761941
6.205469327
2.213843111
2.50071152
11.16984479
11.16984479
11.16984479
11.16984479
5.957250554
2.707841161
4.231001814
1.57599221
10.15440435
5.515972735
2.590108937
3.960937869

0.0326016
0.3090411
0.3711274
0.74691
0.75102
0.7669241
0.8997926
0.9390168
0.9638592
0.9655673
0.9866748
0.9953284
0.998224
0.998987
0.9996862
0.9998351
0.999959
0.9999918
0.9999978
0.9999986
0.9999987
0.999999
0.999999
0.9999998
0.9999998
0.9999999
0.9999999
1

0.032602
0.168761
0.14325

0.290718
0.242761
0.215518
0.280101
0.295061
0.308523
0.286002
0.324671
0.360576
0.385645
0.388896
0.415965
0.419802
0.447983
0.478253
0.496571
0.490409
0.474655
0.465448
0.451537
0.474649
0.461887
0.471165
0.471165
0.484971
0.474286
0.485456
0.483915

0.549958
0.549958
0.591143

0.600012
0.597638
0.614406
0.612236
0.605027
0.651909
0.642624
0.653432
0.664439
0.700273
0.731931
0.724278
0.724278
0.716999
0.721219
0.729327
0.729327
0.726873
0.726518
0.748662
0.745067

0.738779
0.738779
0.738779
0.738779
0.737552
0.732546
0.740766
0.76379
0.771193
0.776836
0.774955
0.7843
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0.023714
0.264168
0.331337
0.978345
0.989945
1.036698
1.632639
1.981587
2.347838
2.381661
3.042537
3.766995
4.43064

4.813824
5.608776
6.042245
6.972681
8.037753
8.908551
9.196848
9.219436
9.389117
9.412092
10.46501
10.49295
11.17685
11.17685
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