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[bookmark: _Hlk50649386]Table S1. Genes reported to be associated with risk of cervical cancer through GWAS
	PMID
	First Author
	Year
	N(case/control)
	Population
	Region
	SNP
	Gene
	Ref

	23482656
	Chen D
	2013
	(1,034/3,948)
	European 
	-
	DRB1*1301-DQA1*0103-DQB1*0603
	HLA
	(1)　

	23482656
	Chen D
	2013
	(1,034/3,949)
	European 
	-
	DRB1*1501-DQB1*0602
	HLA
	

	23482656
	Chen D
	2013
	(1,034/3,950)
	European 
	6p21.33
	rs2516448
	AL645933.5
	

	23482656
	Chen D
	2013
	(1,034/3,951)
	European 
	6p21.32
	rs9272143
	HLA-DQA1
	

	23482656
	Chen D
	2013
	(1,034/3,952)
	European 
	6p21.32
	rs3117027
	HLA-DPB2
	

	23482656
	Chen D
	2013
	(1,034/3,953)
	European 
	-
	HLA-B*0702
	HLA-B
	

	24700089
	Miura K
	2014
	(226/186)
	East Asian 
	16p13.2
	rs4782151
	RPL21P119, LINC02177
	(2)

	24700089
	Miura K
	2014
	(226/186)
	East Asian 
	8p21.3
	rs11985951
	AC018541.1, TMEM97P2
	

	24700089
	Miura K
	2014
	(226/186)
	East Asian 
	8p23.3
	rs6558578
	KBTBD11, AC245164.1
	

	24700089
	Miura K
	2014
	(226/186)
	East Asian 
	7q21.13
	rs3899697
	ZNF804B
	

	24700089
	Miura K
	2014
	(226/186)
	East Asian 
	2q36.3
	rs997363
	C2orf83
	

	24700089
	Miura K
	2014
	(226/186)
	East Asian 
	7q11.23
	rs7780883
	AC004921.1, GCNT1P5
	

	24700089
	Miura K
	2014
	(226/186)
	East Asian 
	2q14.2
	rs6726538
	INSIG2, THORLNC
	

	24700089
	Miura K
	2014
	(226/186)
	East Asian 
	18q22.3
	rs8088832
	AC069114.1, CBLN2
	

	24700089
	Miura K
	2014
	(226/186)
	East Asian 
	1q23.3
	rs12068654
	SLAMF7, AL121985.3
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	12q24.23
	rs142761815
	TMEM233, AC002070.1
	(3)

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	13q12.11
	rs146343995
	AL136962.1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	13q33.3
	rs141629209
	LINC0046, RPL35P9
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	14q11.2
	rs145233920
	TTC5
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	14q11.2
	rs149049108
	TEP1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	14q21.1
	rs138523818
	LRFN5
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	14q32.31
	rs41286572
	MIR154, MIR496
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	16p13.3
	rs72764914
	RBFOX1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	17q24.3
	rs140991990
	LINC02097, SOX9-AS1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	19q13.32
	rs56182403
	RN7SL836P, GIPR
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	19q13.41
	rs75724373
	HAS1, FPR1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	20p13
	rs201524967
	RASSF2
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	20q13.33
	rs75874947
	NPBWR2, MYT1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p22.1
	rs145023077
	HLA-G
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p22.1
	rs142979264
	RNF39
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.33
	rs78868683
	LINC00243
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.33
	rs2530710
	NAPGP2, MUC21
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.33
	rs117759870
	AL662844.2, HLA-C
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.33
	rs28752857
	HLA-B
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.33
	rs28399987
	MSH5, SAPCD1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.33
	rs75393409
	STK19
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.33
	rs57079996
	TNXB
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.32
	rs380911
	NOTCH4, TSBP1-AS1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.32
	rs36022506
	HLA-DRB1, HLA-DQA1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.32
	rs113721192
	MTCO3P1, AL662789.1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.32
	rs117231810
	HLA-Z, HLA-DMB
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.32
	rs910320
	COL11A2P1, HLA-DPB2
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6q22.31
	rs9375182
	RN7SL564P, FABP7
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	7q22.3
	rs10272208
	ATXN7L1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	7q33
	rs147175877
	EXOC4
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	7q33
	rs149996974
	RPS3AP27, EXOC4
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	8p23.1
	rs2090064
	TNKS, LINC00599
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	8q12.1
	rs4077818
	AC107952.1, SDR16C5
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	9q21.2
	rs17784899
	PCA3, PRUNE2
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	9q32
	rs140330106
	PTBP3
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	10p13
	rs147380957
	TRDMT1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	11p15.5
	rs150806792
	INS-IGF2, AC132217.2
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	12p11.22
	rs377042484
	TMTC1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p22.1
	rs144335201
	H3C10, H2AC14
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p22.1
	rs79476506
	AL358933.1, ZSCAN16-AS1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p22.1
	rs213237
	ZKSCAN3, ZSCAN31
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p22.1
	rs77011267
	OR2E1P, Z98745.2
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p22.1
	rs138803712
	AL121932.2
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p22.1
	rs141456208
	NOP56P1, AL662890.1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p22.1
	rs3129795
	ZNF311, OR2AD1P
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p22.1
	rs149016863
	AL672167.1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p22.1
	rs9257927
	SUMO2P1, MOG
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p22.1
	rs145023077
	HLA-G
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p22.1
	rs142979264
	RNF39
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.33
	rs78868683
	LINC00243
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.33
	rs2530710
	NAPGP2, MUC21
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.33
	rs28380833
	HLA-B
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.33
	rs138885312
	NFKBIL1, LTA
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.33
	rs143029752
	VWA7
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.33
	rs75393409
	STK19
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.33
	rs57079996
	TNXB
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.32
	rs380911
	NOTCH4, TSBP1-AS1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.32
	rs367607265
	HLA-DRB9, HLA-DRB5
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.32
	rs113721192
	MTCO3P1, AL662789.1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.32
	rs117231810
	HLA-Z, HLA-DMB
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.32
	rs872956
	COL11A2P1, HLA-DPB2
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6q22.31
	rs9375182
	RN7SL564P, FABP7
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	7q22.3
	rs10272208
	ATXN7L1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.33
	rs140668832
	HLA-E, LINC02569
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.33
	rs117670375
	MDC1, TUBB
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	11p15.5
	rs150806792
	INS-IGF2, AC132217.2
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	17q24.3
	rs140991990
	LINC02097, SOX9-AS1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	1q23.3
	rs57561731
	UHMK1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	1q23.3
	rs75068199
	DDR2
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	2p25.2
	rs76883373
	NPM1P48, LINC01249
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	2p16.3
	rs62133116
	NRXN1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	2p13.1
	rs11684858
	ALMS1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	2q12.1
	rs2679850
	LINC01918, GPR45
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	2q24.3
	rs190074712
	AC016766.1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	2q32.1
	rs183319101
	FSIP2, AC097500.1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	2q36.3
	rs559021322
	AC062015.1, MIR5702
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	3p12.2
	rs76537691
	AC017015.2, AC129807.1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	3q28
	rs117143670
	NMNAT1P3, CLDN1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	4p16.3
	rs556607390
	ZFYVE28
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	4q26
	rs146513397
	CAMK2D
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	4q31.22
	rs185348880
	TTC29
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p22.1
	rs77050118
	AL009179.3, AL009179.1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	20q13.33
	rs75874947
	NPBWR2, MYT1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.33
	rs140668832
	HLA-E, LINC02569
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p21.33
	rs117670375
	MDC1, TUBB
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	11p15.5
	rs150806792
	INS-IGF2, AC132217.2
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	17q24.3
	rs140991990
	LINC02097, SOX9-AS1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	1q23.1
	rs1885560
	FCRL4
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	1q23.3
	rs75068199
	DDR2
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	2p25.2
	rs76883373
	NPM1P48, LINC01249
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	2p16.3
	rs62133116
	NRXN1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	2p13.1
	rs11684858
	ALMS1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	2q24.3
	rs190074712
	AC016766.1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	2q32.1
	rs183319101
	FSIP2, AC097500.1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	2q36.3
	rs559021322
	AC062015.1, MIR5702
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	3p25.1
	rs59692692
	HDAC11, FBLN2
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	3q28
	rs117143670
	NMNAT1P3, CLDN1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	4p16.3
	rs556607390
	ZFYVE28
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	4q26
	rs146513397
	CAMK2D
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	4q31.22
	rs185348880
	TTC29
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p22.1
	rs74994185
	ZSCAN16, AS1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p22.1
	rs79476506
	AL358933.1, ZSCAN16-AS1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p22.1
	rs213237
	ZKSCAN3, ZSCAN31
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p22.1
	rs146362527
	Z98745.1, GPX6
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p22.1
	rs138803712
	AL121932.2
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	6p22.1
	rs3129795
	ZNF311, OR2AD1P
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	7q33
	rs147175877
	EXOC4
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	7q33
	rs149996974
	RPS3AP27, EXOC4
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	7q33
	rs141588684
	EXOC4
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	8p23.1
	rs2090064
	TNKS, LINC00599
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	8q12.1
	rs75951998
	AC107952.2, AC107952.1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	8q12.1
	rs58726170
	AC087698.1, RNA5SP267
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	9q21.2
	rs17784899
	PCA3, PRUNE2
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	10p13
	rs147380957
	TRDMT1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	11p15.5
	rs150806792
	INS-IGF2, AC132217.2
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	11q12.1
	rs184467454
	OR5B1P
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	12p11.22
	rs377042484
	TMTC1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	12q24.23
	rs142761815
	TMEM233, AC002070.1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	13q12.11
	rs146343995
	AL136962.1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	13q33.3
	rs141629209
	LINC00460, RPL35P9
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	14q11.2
	rs145233920
	TTC5
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	14q11.2
	rs149049108
	TEP1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	14q21.1
	rs138523818
	LRFN5
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	14q32.31
	rs41286572
	MIR154, MIR496
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	16p13.3
	rs72764914
	RBFOX1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	17q24.3
	rs140991990
	LINC02097, SOX9-AS1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	19q13.32
	rs56182403
	RN7SL836P, GIPR
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	19q13.41
	rs75724373
	HAS1, FPR1
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	20p13
	rs201524967
	RASSF2
	

	31488892
	Masuda T
	2019
	(538/39,556)
	East Asian 
	20q13.32
	rs6513380
	RAB22A, VAPB
	

	30412241
	Takeuchi F
	2018
	(2,609/4,712)
	East Asian 
	2p11.2
	rs6547598
	TCF7L1
	(4)

	30412241
	Takeuchi F
	2018
	(2,609/4,712)
	East Asian 
	5q14.3
	rs59661306
	ADGRV1, LUCAT1
	

	30412241
	Takeuchi F
	2018
	(2,609/4,712)
	East Asian 
	7p11.2
	rs7457728
	LINC01445
	

	30412241
	Takeuchi F
	2018
	(2,609/4,712)
	East Asian 
	6p21.32
	rs115137622
	HLA-DPA3
	

	30412241
	Takeuchi F
	2018
	(2,609/4,712)
	East Asian 
	17q21.1
	rs8067378
	ZPBP2, GSDMB
	

	27285765
	Chen D
	2016
	(1634/4,442)
	European
	6p21.32
	rs73730372
	HLA-DRB1, HLA-DQA1
	(5)

	28806749
	Leo PJ
	2017
	(2,866/6,481)
	European
	6p21.33
	rs3132461
	MICB, AL663061.2
	
(6)

	28806749
	Leo PJ
	2017
	(2,866/6,481)
	European
	4p12
	rs4396968
	GABRB1
	

	28806749
	Leo PJ
	2017
	(2,866/6,481)
	European
	7q34
	rs2267681
	TBXAS1
	

	28806749
	Leo PJ
	2017
	(2,866/6,481)
	European
	8p23.1
	rs56804039
	AC103957.2, AC114550.2
	

	28806749
	Leo PJ
	2017
	(2,866/6,481)
	European
	8q13.3
	rs4738017
	SULF1, SLCO5A1
	

	28806749
	Leo PJ
	2017
	(2,866/6,481)
	European
	13q14.11
	rs9532669
	SUGT1P3, ELF1
	

	28806749
	Leo PJ
	2017
	(2,866/6,481)
	European
	15q26.3
	rs11637339
	AC015660.1, AC015660.5
	

	28806749
	Leo PJ
	2017
	(2,866/6,481)
	European
	18q22.3
	rs17087933
	LINC02582, AC079070.1
	

	28806749
	Leo PJ
	2017
	(2,866/6,481)
	European
	6p21.33
	rs2239704
	LTA
	

	28806749
	Leo PJ
	2017
	(2,866/6,481)
	European
	6p21.32
	rs9272143
	HLA-DQA1
	

	28806749
	Leo PJ
	2017
	(2,866/6,481)
	European
	-
	HLA-DQB1*602
	HLA-DQB1, HLA-DRB1, HLA-DQA1
	

	28806749
	Leo PJ
	2017
	(2,866/6,481)
	European
	-
	HLA-DQA1*0301
	HLA-DQA1, HLA-DRB1
	

	28806749
	Leo PJ
	2017
	(2,866/6,481)
	European
	-
	HLA-B*15
	HLA-B, HLA-C
	

	28806749
	Leo PJ
	2017
	(2,866/6,481)
	European
	-
	HAL-DRB1*13
	HLA-DRB1, HLA-DQB1, HLA-DQA1
	

	28120872
	Li X
	2017
	(160/66)
	East Asian 
	4q34.3
	rs6812281
	AC020551.1
	(7)

	28120872
	Li X
	2017
	(160/66)
	East Asian 
	14q32.11
	rs1742101
	AL139193.2, TTC7B
	

	28120872
	Li X
	2017
	(160/66)
	East Asian 
	16q23.3
	rs1364121
	CDH13, AC009063.3
	

	23817570
	Shi Y
	2013
	(1,364/3,028)
	East Asian 
	4q12
	rs13117307
	EXOC1
	(8)

	23817570
	Shi Y
	2013
	(1,364/3,028)
	East Asian 
	6p21.32
	rs4282438
	COL11A2P1
	

	23817570
	Shi Y
	2013
	(1,364/3,028)
	East Asian 
	17q21.1
	rs8067378
	ZPBP2, GSDMB
	

	23817570
	Shi Y
	2013
	(1,364/3,028)
	East Asian 
	6p21.32
	rs9277952
	ZNF70P1, HTATSF1P1
	


[bookmark: _Hlk50649979]Abbreviation: PMID, PubMed ID; OR, Odd Ratio; CI, Confidence Interval.
[bookmark: _Hlk50649937]Table S2. Functional term enrichment analysis by casual genes.
	GOID
	Ontology
	Description
	P
	Gene
	GOID
	Ontology
	Description
	P
	Gene

	GO:1901617
	BP
	organic hydroxy compound biosynthetic process
	0.001 
	GIPC1/PPIP5K2
SNAI1/SPR
	GO:0097734
	BP
	extracellular exosome biogenesis
	0.034 
	VPS4B

	GO:0060536
	BP
	cartilage morphogenesis
	0.001 
	COL6A1/SNAI1
	GO:0140112
	BP
	extracellular vesicle biogenesis
	0.034 
	VPS4B

	GO:0046173
	BP
	polyol biosynthetic process
	0.005 
	PPIP5K2/SPR
	GO:0010389
	BP
	regulation of G2/M transition of mitotic cell cycle
	0.034 
	PCM1/VPS4B

	GO:1901615
	BP
	organic hydroxy compound metabolic process
	0.007 
	GIPC1/PPIP5K2
/SNAI1/SPR
	GO:0003272
	BP
	endocardial cushion formation
	0.036 
	SNAI1

	GO:0017015
	BP
	regulation of transforming growth factor beta receptor signaling pathway
	0.011 
	GIPC1/PPM1A
	GO:0006582
	BP
	melanin metabolic process
	0.036 
	GIPC1

	GO:1903844
	BP
	regulation of cellular response to transforming growth factor beta stimulus
	0.011 
	GIPC1/PPM1A
	GO:0010894
	BP
	negative regulation of steroid biosynthetic process
	0.036 
	SNAI1

	GO:0001704
	BP
	formation of primary germ layer
	0.012 
	COL6A1/SNAI1
	GO:0031365
	BP
	N-terminal protein amino acid modification
	0.036 
	PPM1A

	GO:0007098
	BP
	centrosome cycle
	0.013 
	PCM1/VPS4B
	GO:0036258
	BP
	multivesicular body assembly
	0.036 
	VPS4B

	GO:0019751
	BP
	polyol metabolic process
	0.013 
	PPIP5K2/SPR
	GO:0051647
	BP
	nucleus localization
	0.036 
	PCM1

	GO:0031023
	BP
	microtubule organizing center organization
	0.014 
	PCM1/VPS4B
	GO:0090169
	BP
	regulation of spindle assembly
	0.036 
	VPS4B

	GO:0006244
	BP
	pyrimidine nucleotide catabolic process
	0.017 
	DCTPP1
	GO:1900101
	BP
	regulation of endoplasmic reticulum unfolded protein response
	0.036 
	FICD

	GO:0042559
	BP
	pteridine-containing compound biosynthetic process
	0.017 
	SPR
	GO:0051216
	BP
	cartilage development
	0.037 
	COL6A1/SNAI1

	GO:0061314
	BP
	Notch signaling involved in heart development
	0.017 
	SNAI1
	GO:0003413
	BP
	chondrocyte differentiation involved in endochondral bone morphogenesis
	0.038 
	COL6A1

	GO:1900376
	BP
	regulation of secondary metabolite biosynthetic process
	0.017 
	GIPC1
	GO:0009110
	BP
	vitamin biosynthetic process
	0.038 
	SNAI1

	GO:0006020
	BP
	inositol metabolic process
	0.019 
	PPIP5K2
	GO:0036257
	BP
	multivesicular body organization
	0.038 
	VPS4B

	GO:0007183
	BP
	SMAD protein complex assembly
	0.019 
	PPM1A
	GO:0042359
	BP
	vitamin D metabolic process
	0.038 
	SNAI1

	GO:0009143
	BP
	nucleoside triphosphate catabolic process
	0.019 
	DCTPP1
	GO:0045939
	BP
	negative regulation of steroid metabolic process
	0.038 
	SNAI1

	GO:0030656
	BP
	regulation of vitamin metabolic process
	0.019 
	SNAI1
	GO:0045992
	BP
	negative regulation of embryonic development
	0.038 
	SNAI1

	GO:0034312
	BP
	diol biosynthetic process
	0.019 
	SPR
	GO:0001649
	BP
	osteoblast differentiation
	0.038 
	COL6A1/SNAI1

	GO:0060707
	BP
	trophoblast giant cell differentiation
	0.019 
	SNAI1
	GO:0017157
	BP
	regulation of exocytosis
	0.039 
	GIPC1/VPS4B

	GO:0070208
	BP
	protein heterotrimerization
	0.019 
	COL6A1
	GO:0010971
	BP
	positive regulation of G2/M transition of mitotic cell cycle
	0.039 
	VPS4B

	GO:1902188
	BP
	positive regulation of viral release from host cell
	0.019 
	VPS4B
	GO:0061311
	BP
	cell surface receptor signaling pathway involved in heart development
	0.039 
	SNAI1

	GO:1903894
	BP
	regulation of IRE1-mediated unfolded protein response
	0.019 
	FICD
	GO:1902749
	BP
	regulation of cell cycle G2/M phase transition
	0.040 
	PCM1/VPS4B

	GO:0000910
	BP
	cytokinesis
	0.020 
	GIPC1/VPS4B
	GO:0003180
	BP
	aortic valve morphogenesis
	0.041 
	SNAI1

	GO:2000241
	BP
	regulation of reproductive process
	0.020 
	SNAI1/SYDE1
	GO:0009394
	BP
	2'-deoxyribonucleotide metabolic process
	0.041 
	DCTPP1

	GO:0034311
	BP
	diol metabolic process
	0.021 
	SPR
	GO:0060706
	BP
	cell differentiation involved in embryonic placenta development
	0.041 
	SNAI1

	GO:0042368
	BP
	vitamin D biosynthetic process
	0.021 
	SNAI1
	GO:0071985
	BP
	multivesicular body sorting pathway
	0.041 
	VPS4B

	GO:0043455
	BP
	regulation of secondary metabolic process
	0.021 
	GIPC1
	GO:0090092
	BP
	regulation of transmembrane receptor protein serine/threonine kinase signaling pathway
	0.042 
	GIPC1/PPM1A

	GO:0003414
	BP
	chondrocyte morphogenesis involved in endochondral bone morphogenesis
	0.022 
	COL6A1
	GO:0019692
	BP
	deoxyribose phosphate metabolic process
	0.043 
	DCTPP1

	GO:0003429
	BP
	growth plate cartilage chondrocyte morphogenesis
	0.022 
	COL6A1
	GO:0030511
	BP
	positive regulation of transforming growth factor beta receptor signaling pathway
	0.043 
	GIPC1

	GO:0009200
	BP
	deoxyribonucleoside triphosphate metabolic process
	0.022 
	DCTPP1
	GO:0032506
	BP
	cytokinetic process
	0.043 
	VPS4B

	GO:0061952
	BP
	midbody abscission
	0.022 
	VPS4B
	GO:1902186
	BP
	regulation of viral release from host cell
	0.043 
	VPS4B

	GO:0090171
	BP
	chondrocyte morphogenesis
	0.022 
	COL6A1
	GO:1903846
	BP
	positive regulation of cellular response to transforming growth factor beta stimulus
	0.043 
	GIPC1

	GO:0003422
	BP
	growth plate cartilage morphogenesis
	0.024 
	COL6A1
	GO:0044550
	BP
	secondary metabolite biosynthetic process
	0.044 
	GIPC1

	GO:0009147
	BP
	pyrimidine nucleoside triphosphate metabolic process
	0.026 
	DCTPP1
	GO:1902751
	BP
	positive regulation of cell cycle G2/M phase transition
	0.044 
	VPS4B

	GO:0009219
	BP
	pyrimidine deoxyribonucleotide metabolic process
	0.026 
	DCTPP1
	GO:0009262
	BP
	deoxyribonucleotide metabolic process
	0.046 
	DCTPP1

	GO:0009264
	BP
	deoxyribonucleotide catabolic process
	0.026 
	DCTPP1
	GO:0042558
	BP
	pteridine-containing compound metabolic process
	0.046 
	SPR

	GO:0031069
	BP
	hair follicle morphogenesis
	0.026 
	SNAI1
	GO:0098760
	BP
	response to interleukin-7
	0.046 
	GIPC1

	GO:0035970
	BP
	peptidyl-threonine dephosphorylation
	0.026 
	PPM1A
	GO:0098761
	BP
	cellular response to interleukin-7
	0.046 
	GIPC1

	GO:0039702
	BP
	viral budding via host ESCRT complex
	0.026 
	VPS4B
	GO:1901661
	BP
	quinone metabolic process
	0.046 
	CRYZL1

	GO:0042362
	BP
	fat-soluble vitamin biosynthetic process
	0.026 
	SNAI1
	GO:1902230
	BP
	negative regulation of intrinsic apoptotic signaling pathway in response to DNA damage
	0.046 
	SNAI1

	GO:0043162
	BP
	ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway
	0.026 
	VPS4B
	GO:0003176
	BP
	aortic valve development
	0.048 
	SNAI1

	GO:0043518
	BP
	negative regulation of DNA damage response, signal transduction by p53 class mediator
	0.026 
	SNAI1
	GO:0019068
	BP
	virion assembly
	0.048 
	VPS4B

	GO:0046386
	BP
	deoxyribose phosphate catabolic process
	0.026 
	DCTPP1
	GO:0043902
	BP
	positive regulation of multi-organism process
	0.048 
	SYDE1

	GO:0060972
	BP
	left/right pattern formation
	0.026 
	SNAI1
	GO:0071539
	BP
	protein localization to centrosome
	0.048 
	PCM1

	GO:1901673
	BP
	regulation of mitotic spindle assembly
	0.026 
	VPS4B
	GO:0072529
	BP
	pyrimidine-containing compound catabolic process
	0.048 
	DCTPP1

	GO:1903543
	BP
	positive regulation of exosomal secretion
	0.026 
	VPS4B
	GO:1901797
	BP
	negative regulation of signal transduction by p53 class mediator
	0.048 
	SNAI1

	GO:0046165
	BP
	alcohol biosynthetic process
	0.026 
	PPIP5K2/SPR
	GO:0032388
	BP
	positive regulation of intracellular transport
	0.048 
	PCM1/PPM1A

	GO:0003198
	BP
	epithelial to mesenchymal transition involved in endocardial cushion formation
	0.027 
	SNAI1
	GO:0071560
	BP
	cellular response to transforming growth factor beta stimulus
	0.049 
	GIPC1/PPM1A

	GO:1902410
	BP
	mitotic cytokinetic process
	0.027 
	VPS4B
	GO:0003417
	BP
	growth plate cartilage development
	0.049 
	COL6A1

	GO:1903541
	BP
	regulation of exosomal secretion
	0.027 
	VPS4B
	GO:0019076
	BP
	viral release from host cell
	0.049 
	VPS4B

	GO:0007369
	BP
	gastrulation
	0.027 
	COL6A1/SNAI1
	GO:0035890
	BP
	exit from host
	0.049 
	VPS4B

	GO:0003418
	BP
	growth plate cartilage chondrocyte differentiation
	0.029 
	COL6A1
	GO:0035891
	BP
	exit from host cell
	0.049 
	VPS4B

	GO:0003433
	BP
	chondrocyte development involved in endochondral bone morphogenesis
	0.029 
	COL6A1
	GO:0060317
	BP
	cardiac epithelial to mesenchymal transition
	0.049 
	SNAI1

	GO:0046755
	BP
	viral budding
	0.029 
	VPS4B
	GO:1905508
	BP
	protein localization to microtubule organizing center
	0.049 
	PCM1

	GO:0097150
	BP
	neuronal stem cell population maintenance
	0.029 
	PCM1
	GO:0030496
	CC
	midbody
	0.029 
	VPS4B/ZNF330

	GO:0090316
	BP
	positive regulation of intracellular protein transport
	0.030 
	PCM1/PPM1A
	GO:0000242
	CC
	pericentriolar material
	0.031 
	PCM1

	GO:0007097
	BP
	nuclear migration
	0.031 
	PCM1
	GO:0005721
	CC
	pericentric heterochromatin
	0.033 
	SNAI1

	GO:0032509
	BP
	endosome transport via multivesicular body sorting pathway
	0.031 
	VPS4B
	GO:0000775
	CC
	chromosome, centromeric region
	0.036 
	SNAI1/ZNF330

	GO:0034453
	BP
	microtubule anchoring
	0.031 
	PCM1
	GO:0090543
	CC
	Flemming body
	0.036 
	VPS4B

	GO:0048730
	BP
	epidermis morphogenesis
	0.031 
	SNAI1
	GO:0034451
	CC
	centriolar satellite
	0.040 
	PCM1

	GO:1901223
	BP
	negative regulation of NIK/NF-kappaB signaling
	0.031 
	PPM1A
	GO:0050661
	MF
	NADP binding
	0.004 
	CRYZL1/SPR

	GO:0007179
	BP
	transforming growth factor beta receptor signaling pathway
	0.031 
	GIPC1/PPM1A
	GO:0004724
	MF
	magnesium-dependent protein serine/threonine phosphatase activity
	0.020 
	PPM1A

	GO:0046599
	BP
	regulation of centriole replication
	0.033 
	VPS4B
	GO:0048407
	MF
	platelet-derived growth factor binding
	0.022 
	COL6A1

	GO:1990182
	BP
	exosomal secretion
	0.033 
	VPS4B
	GO:0004033
	MF
	aldo-keto reductase (NADP) activity
	0.033 
	SPR

	GO:2000810
	BP
	regulation of bicellular tight junction assembly
	0.033 
	SNAI1
	GO:0070566
	MF
	adenylyltransferase activity
	0.041 
	FICD

	GO:0021846
	BP
	cell proliferation in forebrain
	0.034 
	PCM1
	GO:0000287
	MF
	magnesium ion binding
	0.043 
	DCTPP1/PPM1A

	GO:0042438
	BP
	melanin biosynthetic process
	0.034 
	GIPC1
	GO:0070412
	MF
	R-SMAD binding
	0.043 
	PPM1A

	GO:0046827
	BP
	positive regulation of protein export from nucleus
	0.034 
	PPM1A
	
	
	
	
	


[bookmark: _Hlk50649430]Abbreviation: GOID, gene ontology id; BP, biological function; CC, cellular component; MF, molecular function
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