Supplementary Table 1： The characteristics of the eligible studies
	Author[Ref]
	Year
	Country
	Ethnicity
	Case
	Control
	SNP method
	Gene
	Quality score

	1. Takeyabu 
	2000
	Japan
	Asian
	79
	172
	[bookmark: OLE_LINK3]direct sequencing
	EPHX
	7 points

	2. Yamada
	2000
	Japan
	Asian
	101
	100
	direct sequencing
	HO-1
	7 points

	3. Yim 
	2000
	Koreans
	Asian
	83
	76
	PCR-RFLP
	GST, EPHX
	8 points

	4. Yosgikawa 
	2000
	Japan
	Asian
	40
	318
	PCR-RFLP
	EPHX
	6 points

	5. Rodriguez 
	2002
	Spanish
	Caucasian
	79
	146
	PCR‑RFLP
	EPHX
	8 points

	6. Yim 
	2002
	Koreans
	Asian
	89
	94
	PCR‑RFLP
	GST
	8 points

	7. Budhi 
	2003
	Japan
	Asian
	63
	172
	PCR-RFLP
	GST, EPHX, CYP, HO-1
	8 points

	8. Cheng  
	2004
	China
	Asian
	184
	212
	PCR-RFLP
	GST, EPHX
	8 points

	9. Xiao 
	2004
	China
	Asian
	100
	100
	PCR-RFLP
	GST, EPHX
	8 points

	10. Gaspar 
	2004
	Brazil
	Caucasian
	75
	187
	Multiplex PCR
	GST, CYP
	8 points

	11. Yanchina 
	2004
	Russia
	Caucasian
	72
	77
	PCR
	GST
	6 points

	12. Hersh 
	2005
	USA
	Caucasian
	304
	441
	TaqMan 
	GST
	7 points

	13. Park 
	2005
	USA
	Caucasian
	131
	262
	PCR-RFLP
	EPHX
	8 points

	14. Rodriguez 
	2005
	Spanish
	Caucasian
	98
	267
	Real-time PCR
	GST
	8 points

	15. Brøgger 
	2006
	Norway
	Caucasian
	244
	248
	TaqMan 
	EPHX
	9 points

	16. Fu 
	2006
	China
	Asian
	256
	266
	PCR-RFLP
	EPHX， HO-1
	7 points

	17. Matheson   
	2006
	Australia
	Caucasian
	72
	220
	ARMS
	EPHX
	6 points

	18. Calikoglu 
	2006
	Turkish
	Caucasian
	149
	150
	Real-time PCR
	GST
	9 points

	19. Young 
	2006
	European
	Caucasian
	230
	210
	PCR-RFLP
	CAT, SOD
	8 points

	20. Vibhuti 
	2007
	India
	Asian
	202
	136
	PCR-RFLP
	GST, EPHX
	8 points

	21. Chan-Yeung
	2007
	China
	Asian
	163
	163
	Multiplex PCR
	GST
	9 points

	22. Korytina 
	2007
	Russia
	Caucasian
	319
	418
	PCR–PDRF
	CYP
	8 points

	23. Mak 
	2007
	China
	Asian
	165
	165
	PCR-RFLP
	CAT, SOD
	9 points

	24. Chappell  
	2008
	European
	Caucasian
	1017
	912
	TaqMan 
	EPHX
	8 points

	25. Židzik J
	2008
	Slovakia
	Caucasian
	217
	160
	PCR-RFLP
	GST, EPHX
	9 points

	26. Joyce 
	2008
	Dutch
	Caucasian
	102
	20
	PCR
	SOD
	8 points

	27. Faramawy 
	2009
	Egypt
	African
	34
	34
	Multiplex PCR
	GST
	5 points

	28. Cheng SL
	2009
	China
	Asian
	184
	212
	PCR-RFLP
	CYP
	8 points

	29. Korytina 
	2009
	Bashkortostan
	Mixed
	320
	585
	PCR-RFLP
	GST, CAT, SOD
	8 points

	30. Penyige 
	2010
	Hungarian
	Caucasian
	272
	301
	TaqMan 
	EPHX
	7 points

	31. Chen CZ
	2010
	China
	Asian
	105
	103
	PCR-RFLP
	EPHX
	8 points

	32. Lakhdar 
	2010
	Tunisia
	African
	234
	182
	Multiplex PCR
	GST, EPHX
	9 points

	33. Mehrotra 
	2010
	India
	Asian
	50
	50
	Multiplex PCR
	GST
	7 points

	34. Vibhuti 
	2010
	India
	Asian
	210
	136
	PCR-RFLP
	CYP
	8 points

	35. Sørheim 
	2010
	USA
	Caucasian
	389
	472
	Taqman assays
	SOD
	9 points

	36. Pietras 
	2010
	Poland
	Caucasian
	162
	63
	PCR-RFLP
	SOD
	7 points

	37. Lee J
	2011
	Denmark
	Caucasian
	4127
	37964
	TaqMan 
	EPHX
	7 points

	38. Putra 
	2011
	Japan
	Asian
	48
	172
	PCR-RFLP
	GST, EPHX, CYP, HO-1 
	8 points

	39. Yechshzhanov 
	2011
	Kazakhstan
	Asian
	60
	119
	PCR-RFLP
	GST
	6 points

	40. Shukla 
	2011
	India
	Asian
	204
	208
	Multiplex PCR
	GST
	8 points

	41. Young 
	2011
	New Zealand
	Caucasian
	669
	488
	[bookmark: OLE_LINK4]Taqman
	GST
	9 points

	42. Thakur 
	2011
	India
	Asian
	200
	200
	Multiplex PCR
	GST
	7 points

	43. Bose 
	2012
	India
	Asian
	23
	70
	PCR-RFLP
	GST
	7 points

	44. Matokanović
	2012
	Croatia
	Caucasian
	130
	90
	PCR-RFLP
	HO-1
	7 points

	45. Zuntar 
	2014
	Croatia
	Caucasian
	30
	60
	Multiplex PCR
	GST
	7 points

	46. Begum 
	2014
	Indian
	Asian
	250
	250
	Multiplex PCR
	GST
	8 points

	47. Dey 
	2014
	India
	Asian
	70
	85
	Multiplex PCR
	GST
	7 points

	48. Yang 
	2014
	China
	Asian
	101
	80
	PCR-RFLP
	CYP
	9 points

	49. Natsuko 
	2014
	Japan
	Asian
	265
	1076
	TaqMan 
	CAT
	7 points

	50. Stankovic
	2015
	Serbia
	Caucasian
	122
	100
	PCR-RFLP
	GST, EPHX, CYP
	[bookmark: OLE_LINK1]7 points

	51. Gandhi 
	2015
	India
	Asian
	32
	19
	Multiplex PCR
	GST, SOD
	8 points

	52. El Wahsh 
	2015
	Egypt
	African
	146
	130
	Multiplex PCR
	GST, EPHX
	6 points

	53. Zivka 
	2016
	Serbia
	Caucasian
	71
	153
	PCR-RFLP
	GST, EPHX
	6 points

	54. Khan 
	2016
	India
	Asian
	186
	160
	PCR-RFLP
	GST
	8 points

	55. Akparova 
	2017
	Kazakhstan
	Asian
	55
	52
	PCR
	EPHX
	7 points

	56. Arpaci 
	2018
	Turkey
	Caucasian
	100
	100
	PCR
	CAT, SOD
	7 points

	57. Cao 
	2017
	China
	Asian
	33
	33
	PCR
	GST
	8 points

	58. Du 
	2019
	China
	Asina
	150
	150
	PCR-SBT
	GST, SOD, HO-1
	7 points

	59. Anes 
	2019
	Tunisia
	African
	143
	216
	PCR-RFLP
	CAT
	7 points

	60. Ma
	2020
	China
	Asina
	441
	192
	PCR
	EPHX
	8 points

	61. Würtz
	2020
	Danish
	Caucasian
	150
	150
	PCR
	HO-1
	7 points

	62. Ganbold
	2021
	Mongolia
	Asina
	181
	292
	PCR
	GST、EPHX
	7 points

	63. Tacheva
	2022
	Bulgaria
	Caucasian
	152
	131
	PCR
	GST
	7 points















Supplementary Table 2: Summary of results from different comparative genetic models
	SNP 
	R/M
	Com
	No
	OR(95%CI)
	P
	I2(%) (P*)
	Mo
	SNP
	R/M
	Com
	No
	OR(95%CI)
	P
	I2(%) (P*)
	Mo

	EPHX,
	C
	R
	22
	1.27 [1.06, 1.52]
	0.01
	59,＜0.01
	R
	EPHX
	G
	R
	20
	1.06 [0.92, 1.23]
	0.42
	12,0.30
	F

	T113C
	
	D
	24
	1.25 [1.09, 1.43]
	＜0.01
	65,＜0.01
	R
	A139G
	
	D
	22
	1.01 [0.95, 1.07]
	0.83
	20,0.20
	F

	
	
	CD
	23
	1.38 [1.13, 1.69]
	＜0.01
	60,＜0.01
	R
	
	
	CD
	20
	1.06 [0.91, 1.23]
	0.44
	12,0.31
	F

	
	
	A
	23
	1.18 [1.07, 1.30]
	＜0.01
	66,＜0.01
	R
	
	
	A
	21
	1.01 [0.95, 1.06]
	0.80
	22,0.18
	F

	
	
	H
	22
	1.17 [1.00, 1.36]
	0.05
	67,＜0.01
	R
	
	
	H
	20
	0.93 [0.83, 1.03]
	0.17
	33,0.08
	R

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	GSTP1
	G
	R
	19
	1.54 [1.10, 2.17]
	0.01
	59,＜0.01
	R
	GSTP1
	T
	R
	5
	1.31 [0.92, 1.84]
	0.13
	30,0.22
	F

	A313G
	
	D
	19
	1.07 [0.84, 1.35]
	0.59
	74,＜0.01
	R
	C341T
	
	D
	5
	1.96 [1.16, 3.29]
	0.01
	80,＜0.01
	R

	
	
	CD
	19
	1.54 [1.03, 2.29]
	0.03
	65,＜0.01
	R
	
	
	CD
	5
	2.00 [0.88, 4.57]
	0.10
	66,＜0.01
	R

	
	
	A
	19
	1.14 [0.94, 1.40]
	0.18
	79,＜0.01
	R
	
	
	A
	5
	1.52 [1.09, 2.13]
	0.01
	76,＜0.01
	R

	
	
	H
	19
	0.98 [0.79, 1.22]
	0.87
	67,＜0.01
	R
	
	
	H
	5
	1.91 [1.16, 3.14]
	0.01
	76,＜0.01
	R

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	CAT 
	T
	R
	3
	0.91 [0.68, 1.20]
	0.49
	0,0.42
	F
	CAT 
	T
	R
	5
	0.81 [0.29, 2.26]
	0.69
	67,0.03
	R

	A21T
	
	D
	3
	0.90 [0.73, 1.10]
	0.30
	0,0.74
	F
	C262T
	
	D
	5
	1.00 [0.80, 1.26]
	0.98
	13,0.33
	F

	
	
	CD
	3
	0.86 [0.63, 1.18]
	0.35
	0.0.39
	F
	
	
	CD
	5
	0.52 [0.32, 0.84]
	＜0.01
	17,0.31
	F

	
	
	A
	3
	0.92 [0.80, 1.07]
	0.27
	0.0.52
	F
	
	
	A
	5
	0.92 [0.77, 1.10]
	0.37
	0.0.72
	F

	
	
	H
	3
	0.91 [0.73, 1.12]
	0.37
	0,0.92
	F
	
	
	H
	5
	1.10 [0.87, 1.39]
	0.41
	49,0.10
	F

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	CYP1A1 
	C
	R
	7
	1.38 [0.98, 1.93]
	0.06
	26,0.23
	F
	CYP1A1 
	G
	R
	4
	1.22 [0.27, 5.45]
	0.80
	59,0.06
	R

	MspI
	
	D
	8
	1.12 [0.81, 1.53]
	0.50
	65,＜0.01
	R
	A462G
	
	D
	5
	1.02 [0.66, 1.57]
	0.93
	61,0.04
	R

	
	
	CD
	7
	1.51 [1.06, 2.16]
	0.02
	35,0.16
	F
	
	
	CD
	4
	1.13 [0.23, 5.49]
	0.88
	62,0.05
	R

	
	
	A
	7
	1.15 [0.91, 1.45]
	0.26
	59,0.02
	F
	
	
	A
	4
	1.09 [0.62, 1.92]
	0.76
	78,＜0.01
	R

	
	
	H
	7
	1.17 [0.83, 1.65]
	0.38
	66,＜0.01
	R
	
	
	H
	4
	1.01 [0.75, 1.36]
	0.94
	52,0.10
	R

	SNP 
	R/M
	COM
	No
	OR(95%CI)
	P
	I2(%) (P*)
	Mo
	SNP
	R/M
	COM
	No
	OR(95%CI)
	P
	I2(%) (P*)
	Mo

	CYP 2E1 
	T
	R
	3
	0.50 [0.08, 3.10]
	0.46
	0,0.64
	F
	SOD2 
	C
	R
	3
	1.02 [0.68, 1.52]
	0.93
	0,0.94
	F

	RsaI
	
	D
	4
	1.19 [0.81, 1.75]
	0.37
	44,0.15
	F
	Ala 16 Val
	
	D
	3
	1.11 [0.80, 1.53]
	0.54
	20,0.29
	F

	
	
	CD
	3
	1.38 [0.57, 3.37]
	0.48
	60,0.08
	R
	
	
	CD
	3
	0.94 [0.57, 1.55]
	0.81
	0,0.87
	F

	
	
	A
	3
	1.69 [0.59, 4.84]
	0.33
	64,0.06
	R
	
	
	A
	3
	1.05 [0.85, 1.31]
	0.64
	9,0.33
	F

	
	
	H
	3
	0.48 [0.08, 3.01]
	0.44
	0,0.68
	F
	
	
	H
	3
	1.11 [0.80, 1.56]
	0.53
	20,0.28
	F

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	SOD2
	C
	R
	3
	0.56 [0.35, 0.90]
	0.02
	55,0.11
	F
	SOD3
	G
	R
	4
	2.77 [0.70, 10.95]
	0.15
	53,0.09
	R

	Val 9 Ala
	
	D
	3
	0.68 [0.21, 2.23]
	0.53
	82,＜0.01
	R
	A213G
	
	D
	4
	1.43 [0.76, 2.69]
	0.27
	81,＜0.01
	R

	
	
	CD
	3
	0.53 [0.13, 2.24]
	0.39
	80,＜0.01
	R
	
	
	CD
	4
	3.56 [1.80, 7.06]
	＜0.01
	51,0.10
	R

	
	
	A
	3
	0.78 [0.35, 1.76]
	0.55
	85,＜0.01
	R
	
	
	A
	4
	1.33 [0.77, 2.27]
	0.30
	79,＜0.01
	R

	
	
	H
	3
	0.74 [0.27, 2.06]
	0.57
	72,0.03
	R
	
	
	H
	4
	1.31 [0.67, 2.55]
	0.43
	81,＜0.01
	R

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	GSTM1
	Null
	N
	30
	1.59 [1.37, 1.86]
	＜0.01
	64,＜0.01
	R
	GSTTI
	Null
	N
	27
	1.18 [1.02, 1.37]
	0.02
	44,＜0.01
	R

	GSTM1/GSTT1
	Null
	N
	16
	1.39[1.15,1.67]
	<0.001
	0,0.45
	F
	
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	HO-1(type 1)
	GTn
	R
	7
	1.66 [1.36, 2.03]
	＜0.01
	0,0.48
	F
	HO-1 (L type)
	GTn
	R
	5
	1.69 [1.40, 2.04]
	＜0.01
	28,0.24
	F




R/M: risk/minor alle; COM: comparison; R: recessive model (GG vs. GA+AA); D: dominant genetic model (GG+GA vs. AA); CD: co-dominant model (GG vs. AA); A: allele model (G vs. A); H: heterozygote model (GA vs. AA); N: Null vs. Present; Mo: model; R: random; F: fixed; P*: Pheterogeneity 





Supplementary Table 3: Summary of results of subgroup comparative genetic models
	SNP
	Ethnicity
	Com
	No
	OR(95%CI)
	P
	I2(%) (P*)
	SNP
	Ethnicity
	Com
	No
	OR(95%CI)
	P
	I2(%)(P*)

	EPHX1 
	Asian
	R
	11
	1.30 [1.03, 1.64]
	0.03
	41,0.08
	EPHX1
	Asian
	R
	9
	0.95 [0.63, 1.43]
	0.80
	0,0.63

	T113C
	
	D
	12
	1.41 [1.05, 1.89]
	0.02
	66,＜0.01
	A139G
	
	D
	10
	0.81 [0.69, 0.96]
	0.01
	0.0.45

	
	
	CD
	11
	1.56 [1.27, 1.91]
	＜0.01
	36,0.11
	
	
	CD
	9
	0.88 [0.59, 1.34]
	0.56
	0.0.60

	
	
	A
	12
	1.24 [1.02, 1.49]
	0.03
	71,＜0.01
	
	
	A
	10
	0.84 [0.73, 0.96]
	0.01
	0,0.44

	
	
	H
	11
	1.31 [0.91, 1.90]
	0.15
	75,＜0.01
	
	
	H
	9
	0.80 [0.67, 0.95]
	0.01
	0,0.36

	
	Caucasian
	R
	9
	1.17 [0.86, 1.59]
	0.31
	70,＜0.01
	
	Caucasian
	R
	9
	0.93 [0.79, 1.09]
	0.38
	0,0.50

	
	
	D
	10
	1.02 [0.96, 1.08]
	0.48
	7,0.38
	
	
	D
	10
	0.95 [0.89, 1.02]
	0.16
	0,0.87

	
	
	CD
	9
	1.17 [0.87, 1.57]
	0.30
	64,＜0.01
	
	
	CD
	9
	0.92 [0.78, 1.08]
	0.29
	0,0.57

	
	
	A
	9
	1.02 [0.98, 1.07]
	0.27
	37,0.12
	
	
	A
	9
	0.96 [0.90, 1.01]
	0.12
	0.0.90

	
	
	H
	9
	1.00 [0.94, 1.06]
	0.97
	10,0.35
	
	
	H
	9
	0.96 [0.89, 1.03]
	0.21
	0,0.74

	
	
	
	
	
	
	
	
	
	
	
	
	
	

	GSTP1
	Asian
	R
	12
	1.94 [1.50, 2.52]
	＜0.01
	21，,024
	CYP1A1 
	Asian
	R
	4
	1.47 [1.01, 2.14]
	0.04
	42,0.16

	A313G
	
	D
	12
	1.18 [0.92, 1.51]
	0.18
	55,0.01
	MspI
	
	D
	5
	1.27 [0.81, 1.99]
	0.31
	67,0.02

	
	
	CD
	12
	1.94 [1.45, 2.60]
	＜0.01
	17,0.27
	
	
	CD
	4
	1.61 [0.86, 3.01]
	0.14
	52,0.10

	
	
	A
	12
	1.28 [1.05, 1.55]
	0.01
	58,＜0.01
	
	
	A
	4
	1.26 [0.93, 1.71]
	0.14
	65,0.14

	
	
	H
	12
	1.06 [0.81, 1.37]
	0.68
	57,＜0.01
	
	
	H
	4
	1.29 [0.80, 2.06]
	0.30
	69,0.02

	
	Caucasian
	R
	5
	0.92 [0.43, 1.97]
	0.83
	69,0.01
	
	Caucasian
	R
	3
	1.00 [0.44, 2.27]
	0.99
	21,0.28

	
	
	D
	5
	0.92 [0.53, 1.58]
	0.76
	79,＜0.01
	
	
	D
	3
	0.87 [0.68, 1.11]
	0.27
	9,0.33

	
	
	CD
	5
	0.93 [0.36, 2.36]
	0.87
	77,＜0.01
	
	
	CD
	3
	0.98 [0.43, 2.25]
	0.97
	3,0.36

	
	
	A
	5
	0.94 [0.58, 1.52]
	0.81
	85,＜0.01
	
	
	A
	3
	0.92 [0.71, 1.18]
	0.51
	0,0.39

	
	
	H
	5
	0.91 [0.58, 1.42]
	0.68
	65,0.02
	
	
	H
	3
	1.02 [0.60, 1.73]
	0.95
	61,0.08

	
	
	
	
	
	
	
	
	
	
	
	
	
	

	HO-1
	Asian
	R
	5
	1.77 [1.38, 2.28]
	＜0.01
	0,0.68
	HO-1
	Asian
	R
	3
	1.84 [1.47, 2.30]
	＜0.01
	0,0.44

	SNP
	Ethnicity
	Com
	No
	OR(95%CI)
	P
	I2(%) (P*)
	SNP
	Ethnicity
	Com
	No
	OR(95%CI)
	P
	I2(%)(P*)

	GSTP1
	Asian
	R
	3
	1.37 [0.71, 2.66]
	0.35
	59,0.09
	GSTM1
	Asian
	N
	17
	1.67 [1.31, 2.13]
	＜0.01
	67,＜0.01

	C341T
	
	D
	3
	1.76 [0.84, 3.69]
	0.14
	86,＜0.01
	
	Caucasian
	N
	10
	1.36 [1.12, 1.63]
	＜0.01
	40,0.09

	
	
	CD
	3
	1.90 [0.68, 5.31]
	0.22
	79,＜0.01
	
	African
	N
	3
	1.87 [1.14, 3.07]
	0.01
	80,＜0.01

	
	
	A
	3
	1.43 [0.86, 2.39]
	0.17
	85,＜0.01
	GSTT1
	Asian
	N
	16
	1.26 [1.01, 1.57]
	0.04
	58,0.02

	
	
	H
	3
	1.68 [0.86, 3.29]
	0.13
	81,＜0.01
	
	Caucasian
	N
	7
	1.12 [0.88, 1.43]
	0.35
	26,0.23

	
	
	
	
	
	
	
	
	African
	N
	3
	1.18 [0.87, 1.62]
	0.29
	0,0.94

	
	
	
	
	
	
	
	
	
	
	
	
	
	

	GSTM1/GSTT1
	Asian
	N
	9
	1.28[1.00,1.64]
	0.05
	6,0.38
	
	
	
	
	
	
	

	
	Caucasian
	N
	3
	1.58[1.09,2.27]
	0.01
	27,0.25
	
	
	
	
	
	
	


COM: comparison; R: recessive model (GG vs. GA+AA); D: dominant genetic model (GG+GA vs. AA); CD: co-dominant model (GG vs. AA); A: allele model (G vs. A); H: heterozygote model (GA vs. AA); N: Null vs. Present; P*: Pheterogeneity 













Supplementary Table 4: Summary of results from different comparative genetic models in accord to HWE
	SNP 
	R/M
	Com
	No
	OR(95%CI)
	P
	I2(%) (P*)
	Mo
	SNP
	R/M
	Com
	No
	OR(95%CI)
	P
	I2(%) (P*)
	Mo

	EPHX,
	C
	R
	15
	1.25 [1.00, 1.56]
	0.05
	64,＜0.01
	R
	EPHX
	G
	R
	18
	1.07 [0.92, 1.25]
	0.36
	17,0.25
	F

	T113C
	
	D
	15
	1.09 [0.97, 1.22]
	0.14
	36,0.08
	R
	A139G
	
	D
	18
	1.01 [0.94, 1.07]
	0.85
	29,0.12
	F

	
	
	CD
	15
	1.25 [1.00, 1.57]
	0.06
	57,＜0.01
	R
	
	
	CD
	18
	1.07 [0.92, 1.25]
	0.38
	18,0.24
	F

	
	
	A
	15
	1.13 [1.02, 1.25]
	0.02
	58,＜0.01
	R
	
	
	A
	18
	1.01 [0.96, 1.07]
	0.63
	25,0.16
	F

	
	
	H
	15
	1.04 [0.92, 1.18]
	0.51
	35,0.09
	R
	
	
	H
	18
	0.92 [0.82, 1.03]
	0.13
	32,0.09
	R

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	GSTP1
	G
	R
	14
	1.71 [1.34, 2.18]
	0.01
	30，0.14
	F
	GSTP1
	T
	R
	3
	0.88 [0.52, 1.50]
	0.65
	0,0.53
	F

	A313G
	
	D
	14
	1.18 [0.95, 1.46]
	0.14
	57,＜0.01
	R
	C341T
	
	D
	3
	1.66 [0.80, 3.46]
	0.13
	83,＜0.01
	R

	
	
	CD
	14
	1.77 [1.19, 2.62]
	＜0.01
	45,0.04
	R
	
	
	CD
	3
	1.42 [0.42, 4.80]
	0.57
	71,0.03
	R

	
	
	A
	14
	1.25 [1.04, 1.51]
	0.02
	65,＜0.01
	R
	
	
	A
	3
	1.35 [0.84, 2.16]
	0.22
	79,0.01
	R

	
	
	H
	14
	1.08 [0.89, 1.32]
	0.43
	44,0.04
	R
	
	
	H
	3
	1.74 [0.82, 3.66]
	0.15
	82,＜0.01
	R

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	CAT 
	T
	R
	3
	0.91 [0.68, 1.20]
	0.49
	0,0.42
	F
	CAT 
	T
	R
	4
	1.23 [0.71, 2.13]
	0.46
	0,0.64
	F

	A21T
	
	D
	3
	0.90 [0.73, 1.10]
	0.30
	0,0.74
	F
	C262T
	
	D
	4
	0.83 [0.57, 1.20]
	0.32
	0,0.39
	F

	
	
	CD
	3
	0.86 [0.63, 1.18]
	0.35
	0.0.39
	F
	
	
	CD
	4
	0.81 [0.38, 1.71]
	0.58
	0,0.40
	F

	
	
	A
	3
	0.92 [0.80, 1.07]
	0.27
	0.0.52
	F
	
	
	A
	4
	0.94 [0.70, 1.25]
	0.66
	0.0.56
	F

	
	
	H
	3
	0.91 [0.73, 1.12]
	0.37
	0,0.92
	F
	
	
	H
	4
	0.79 [0.54, 1.16]
	0.22
	0,0.40
	F

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	CYP1A1 
	C
	R
	6
	1.58 [1.10, 2.27]
	0.01
	0,0.58
	F
	CYP1A1 
	G
	R
	3
	2.66 [1.22, 5.77]
	0.01
	54,0.11
	F

	MspI
	
	D
	6
	1.26 [0.87, 1.82]
	0.23
	70,＜0.01
	R
	A462G
	
	D
	3
	1.03 [0.52, 2.07]
	0.93
	79,＜0.01
	R

	
	
	CD
	6
	1.74 [1.19, 2.55]
	＜0.01
	0,0.48
	F
	
	
	CD
	3
	1.72 [0.34, 8.61]
	0.51
	62,0.07
	R

	
	
	A
	6
	1.21 [0.94, 1.56]
	0.13
	57,0.04
	R
	
	
	A
	3
	1.13 [0.54, 2.34]
	0.74
	85,＜0.01
	R

	
	
	H
	6
	1.21 [0.81, 1.80]
	0.35
	71,＜0.01
	R
	
	
	H
	3
	0.96 [0.69, 1.32]
	0.79
	63,0.07
	R

	SNP 
	R/M
	COM
	No
	OR(95%CI)
	P
	I2(%) (P*)
	Mo
	SNP
	R/M
	COM
	No
	OR(95%CI)
	P
	I2(%) (P*)
	Mo

	SOD2
	C
	R
	3
	0.56 [0.35, 0.90]
	0.02
	55,0.11
	F
	SOD2 
	C
	R
	3
	1.02 [0.68, 1.52]
	0.93
	0,0.94
	F

	Val 9 Ala
	
	D
	3
	0.68 [0.21, 2.23]
	0.53
	82,＜0.01
	R
	Ala 16 Val
	
	D
	3
	1.11 [0.80, 1.53]
	0.54
	20,0.29
	F

	
	
	CD
	3
	0.53 [0.13, 2.24]
	0.39
	80,＜0.01
	R
	
	
	CD
	3
	0.94 [0.57, 1.55]
	0.81
	0,0.87
	F

	
	
	A
	3
	0.78 [0.35, 1.76]
	0.55
	85,＜0.01
	R
	
	
	A
	3
	1.05 [0.85, 1.31]
	0.64
	9,0.33
	F

	
	
	H
	3
	0.74 [0.27, 2.06]
	0.57
	72,0.03
	R
	
	
	H
	3
	1.11 [0.80, 1.56]
	0.53
	20,0.28
	F



COM: comparison; R: recessive model (GG vs. GA+AA); D: dominant genetic model (GG+GA vs. AA); CD: co-dominant model (GG vs. AA); A: allele model (G vs. A); H: heterozygote model (GA vs. AA); N: Null vs. Present; P*: Pheterogeneity 



