Supplementary Table 1.  Information of the candidate SNPs that were investigated in this study
	dbSNP ID
	Alleles
	Chromosome
	Genes
	Region/

Function
	References

	rs8055236
	G/T
	16q23.3
	CDH13
	intron
	1,2

	rs1024611
	T/C
	17
	CCL2
	MCP-1-2578
	3

	rs2107538
	C/T
	17q11.2-q12
	RANTES
	nearGene-5
	4

	rs1041981
	A/C
	6p21.3
	LTA
	missense
	5

	rs1205
	T/C
	1q21-q23
	CRP
	UTR-3
	6

	rs1169313
	T/C
	12q
	C12orf43
	intron
	7

	rs2259816
	C/A
	12q24.31
	HNF1A
	intron 
	7

	rs2258287
	T/G
	12q
	C12orf43
	intron
	7

	rs3791398
	G/A
	2q37.3
	HDAC4
	intron
	8

	rs7291467
	G/A
	22q13.1
	LGALS2
	intron
	9

	rs2515602
	C/T
	9q31.1
	ABCA1
	intron
	10

	rs5082
	T/C
	1q21-q23
	APOA2
	nearGene-5
	11

	rs614230
	T/C
	16q13
	CX3CL1
	nearGene-3
	12

	rs1256049
	G/A
	14q23.2
	ESR2
	synonymous
	13

	rs1378577
	A/C
	21q22.3
	ABCG1
	nearGene-5
	14

	rs10757278
	A/G
	9p21.3
	9p21.3
	intergene
	15

	rs170364
	G/T
	16q13
	CX3CL1
	intron
	12

	rs4537545
	C/T
	1q21
	IL6R
	intron 
	16

	rs2234693
	T/C
	6q25.1
	ESR1
	intron
	17-19

	rs2066992
	T/G
	7p21
	IL-6
	intron
	20

	rs3782886
	A/G
	12q24 
	BRAP
	exon 5
	21

	rs662
	G/A
	7q21.3
	PON1
	Gln192Arg
	22-25

	rs9340799
	A/G
	6q25.1
	ESR1
	intron
	17-19

	rs2267668
	A/G
	6q21.2
	PPARD
	intron
	26

	rs2383206
	G/A
	9p21.3
	9p21.3
	intergene
	15

	rs5186
	A/C
	3q24
	AGTR1
	UTR-3
	27

	rs17465637
	C/A
	1q41 
	MIA3
	intron
	28

	rs854542
	A/G
	7q21.3
	PPP1R9A
	UTR-3
	29

	rs2048327
	A/G
	6q25.3
	SLC22A3
	intron
	30

	rs6700896
	T/C
	1p31
	LEPR
	intron
	16

	rs10757274
	A/G
	9p21.3
	9p21.3
	intergene
	15

	rs2071406
	T/C
	1q42-q43
	AGT
	nearGene-5
	8

	rs1010
	A/G
	2p12-p11.1
	VAMP8
	UTR-3
	31

	rs3850641
	A/G
	1q25
	TNFSF4 
	intron
	32

	rs1152002
	G/A
	3p25
	PPARG
	intron
	8

	rs3742207
	A/C
	13q34
	COL4A1
	Gln1334His
	33

	rs1495448
	G/T
	3p14.1
	MAGI1
	intron
	33

	rs8089
	T/G
	6q27
	THBS2
	UTR-3
	34

	rs1800469
	T/C
	19q13.1
	TGFB1
	nearGene-5
	35

	rs4961
	G/T
	4p16.3
	ADD1
	Gly460Trp
	36

	rs4950928
	C/G
	1q 32.1
	CHI3L1
	UTR-5
	37,38

	rs16147
	A/G
	7p14
	NPY
	intron
	39

	rs187238
	G/C
	11q22.2-q22.3
	IL-18
	nearGene-5
	40,41

	rs1801708
	G/A
	4q31.22
	EDNRA
	UTR-5
	42

	rs2070600
	G/A
	6p21.3
	RAGE
	Gly82Ser
	43,44

	rs3744700
	G/T
	17p13
	CXCL16
	intron
	45

	rs231775
	G/A
	2q33
	CTLA-4
	exon 
	46

	rs2038068
	T/C
	6p21.2-p21.1
	PPARD
	intron
	26
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