Supplementary Table 2. All SNPs results of GWAS data

	Gender
	SNP
	CHR
	BP
	P
	Alleles
	MAF (ALFA)
	Associated gene
	Consequence

	Man
	rs11679458
	2
	141599179
	0.00001383
	C>A
	C=0.486669/44281 
	LRP1B
	intron_variant

genic_upstream_transcript_variant

	
	rs10027083
	4
	32052323
	0.00004722
	G>A,C
	G=0.487104/12880 
	-
	-

	
	rs2726780
	4
	183419916
	0.00003714
	C>G,T
	C=0.171893/13067 
	TENM3
	intron_variant,

genic_upstream_transcript_variant

	
	rs4747681
	10
	30121142
	0.00001576
	G>C,T
	T=0.11418/2465 
	-
	-

	
	rs4747682
	10
	30126150
	0.00001576
	C>T
	T=0.172387/15239 
	-
	-

	
	rs10848321
	12
	130288474
	0.00003748
	C>T
	T=0.41889/133217 
	LOC105370082
	non_coding_transcript_variant

	
	rs11848300
	14
	71769263
	0.000006039
	A>G
	G=0.478108/120205 
	RGS6
	intron_variant,

genic_upstream_transcript_variant

	
	rs2139594
	14
	71793717
	0.000001016
	C>G,T
	C=0.458804/16828 
	RGS6
	intron_variant

genic_upstream_transcript_variant

	
	rs8007922
	14
	71796649
	3.74E-07
	G>A,C,T
	C=0.424672/3952 
	RGS6 
	intron_variant

genic_upstream_transcript_variant

	
	rs740337
	14
	71801725
	3.03E-07
	C>A,G,T
	G=0.43238/3990 
	RGS6
	intron_variant

genic_upstream_transcript_variant

	
	rs1076317
	14
	71802071
	0.000006105
	C>G,T
	G=0.419996/7633 
	RGS6
	intron_variant

genic_upstream_transcript_variant

	
	rs1568404
	14
	71806722
	0.0000294
	C>G,T
	T=0.447908/93911 
	RGS6
	intron_variant

genic_upstream_transcript_variant

	
	rs657355
	18
	21798019
	0.00004289
	G>A
	A=0.462411/13175 
	-
	-

	Woman
	rs17130257
	1
	88342965
	0.00001883
	T>C
	C=0.007686/271 
	-
	-

	
	rs1258993
	6
	14972108
	0.000008641
	G>A,T
	G=0.11603/23984 
	LOC105374944
	intron_variant

	
	rs1562987
	8
	64695569
	0.000002187
	C>T
	T=0.033956/6253 
	-
	-

	
	rs12334387
	8
	64709872
	0.00003029
	A>G
	G=0.443487/91156 
	-
	-

	
	rs2060859
	8
	64728511
	0.000006382
	C>T
	T=0.450887/16929 
	-
	-

	
	rs790564
	8
	64766772
	0.000006923
	A>C,G,T
	A=0.274539/7054 
	LOC105375876
	intron_variant

	
	rs10815767
	9
	8121675
	0.000006783
	T>A,C,G
	T=0.120588/2952 
	-
	-

	
	rs12337126
	9
	8133686
	6.72E-07
	A>G
	G=0.131731/3381 
	-
	-

	
	rs7466238
	9
	8133773
	4.59E-07
	G>T
	T=0.127745/10321 
	-
	-

	
	rs11189312
	10
	99414232
	0.00001602
	T>C
	C=0.168092/6328 
	PI4K2A
	intron_variant

	
	rs7907690
	10
	108852117
	0.00004612
	A>G
	A=0.43714/11523 
	SORCS1
	intron_variant

genic_upstream_transcript_variant

	
	rs472446
	11
	119290275
	0.000001529
	G>A
	G=0.452366/70342
	LOC105369526 
	intron_variant

	
	rs16977675
	18
	39650092
	0.00004649
	T>C,G
	T=0.387283/7985 
	LOC105372088
	intron_variant

	
	rs1380834
	18
	39651882
	0.00002929
	A>G
	A=0.391585/49400 
	LOC105372088
	intron_variant


SNPs = single nucleotide polymorphisms, GWAS = genome-wide association studies, CHR = chromosome, BP = base pair, MAF = minor allele frequencies.
