Supplementary Tables
Table S1. Influence of the genotypes of TNF-α (rs1799964) on the phenotypes of patients with vitiligo
	S. No.
	Heading
	TNF-α  (rs1799964)
	Phenotypes positive(n)
	Phenotypes negatives(n)
	p value
	OR
	95% CI

	1. 
	Females
	TT Vs. CT + CC
	82
	74
	0.30
	0.74
	0.45 - 1.22

	2. 
	
	CC
	14
	18
	0.87
	1.06
	0.48 - 2.36

	3. 
	
	CT
	68
	56
	0.19
	0.68
	0.40 - 1.14

	4. 
	
	TT
	49
	59
	-
	-
	-

	5. 
	Early onset type
	TT Vs. CT + CC
	62
	94
	0.85
	0.92 
	0.56 - 1.52

	6. 
	
	CC
	14
	18
	0.99
	1.08
	0.49 - 2.41

	7. 
	
	CT
	48
	76
	0.74
	0.88
	0.52 -1.49

	8. 
	
	TT
	45
	63
	-
	-
	-

	9. 
	Family History
	TT Vs. CT + CC
	28
	128
	0.25
	1.59
	0.78 - 3.25

	10. 
	
	CC
	5
	27
	0.56
	1.35
	0.44 - 4.13

	11. 
	
	CT
	23
	101
	0.23
	1.66
	0.79 - 3.47

	12. 
	
	TT
	13
	95
	-
	-
	-

	13. 
	Acrofacial vitiligo type
	TT Vs. CT + CC
	54
	102
	0.10
	0.64
	0.38 - 1.05

	14. 
	
	CC
	13
	19
	0.85
	0.85
	0.38 - 1.90

	15. 
	
	CT
	41
	83
	0.10
	0.61
	0.36 - 1.05

	16. 
	
	TT
	48
	60
	-
	-
	-

	17. 
	Vulgaris type
	TT Vs. CT + CC
	78
	78
	0.31
	1.29
	0.79 - 2.12

	18. 
	
	CC
	14
	18
	1.00
	1.01
	0.45 - 2.23

	19. 
	
	CT
	64
	60
	0.27
	1.38
	0.82 - 2.32

	20. 
	
	TT
	47
	61
	-
	-
	-

	21. 
	Active vitiligo
	TT Vs. CT + CC
	120
	36
	0.70
	1.16
	0.66 - 2.06

	
	
	CC
	20
	12
	0.26
	0.53
	0.25 - 1.34

	
	
	CT
	100
	24
	0.29
	1.45
	0.78 - 2.71

	
	
	TT
	80
	28
	-
	-
	-



Chi-square test with Yate’s correction was used to analyze association of genotype and phenotype.

*p value < 0.05 was considered statistically significant. All significant results are in bold font.

Table S2. Influence of the genotypes of TNF-α (rs1800630) on the phenotypes of patients with vitiligo
	S. No.
	Heading
	TNF-α  (rs1800630)
	Phenotypes positive(n)
	Phenotypes negatives(n)
	p value
	OR
	95% CI

	1. 
	Females
	CC Vs. AC + AA
	53
	59
	0.60
	1.17
	0.71 - 1.91

	2. 
	
	AA
	9
	7
	0.91
	0.81
	0.29 - 2.31

	3. 
	
	AC
	44
	52
	0.47
	1.24
	0.74 - 2.07

	4. 
	
	CC
	78
	74
	-
	-
	-

	5. 
	Early onset type
	CC Vs. AC + AA
	43
	69
	0.63
	0.85
	0.52 - 1.41

	6. 
	
	AA
	5
	11
	0.56
	0.62
	0.20 - 1.88

	7. 
	
	AC
	38
	58
	0.79
	0.90
	0.53 - 1.51

	8. 
	
	CC
	64
	88
	-
	-
	-

	9. 
	Family History
	CC Vs. AC + AA
	20
	92
	0.46
	1.35 
	0.69 - 2.64

	10. 
	
	AA
	5
	11
	0.14
	2.83
	0.89 - 8.98

	11. 
	
	AC
	15
	81
	0.83
	1.15
	0.56 - 2.36

	12. 
	
	CC
	21
	131
	-
	-
	-

	13. 
	Acrofacial vitiligo type
	CC Vs. AC + AA
	39
	73
	0.33
	0.75
	0.45 - 1.25

	14. 
	
	AA
	6
	10
	0.96
	0.84
	0.29 - 2.45

	15. 
	
	AC
	33
	63
	0.32
	0.74
	0.43 - 1.25

	16. 
	
	CC
	63
	89
	-
	-
	-

	17. 
	Vulgaris type
	CC Vs. AC + AA
	60
	52
	0.10
	1.54
	0.94 - 2.52

	18. 
	
	AA
	9
	7
	0.42
	1.72
	0.60 - 4.86

	19. 
	
	AC
	51
	45
	0.14
	1.51
	0.90 - 2.53

	20. 
	
	CC
	65
	87
	-
	-
	-

	21. 
	Active vitiligo
	CC Vs. AC + AA
	85
	27
	0.96
	1.01
	0.57 - 1.79

	
	
	AA
	12
	4
	1.00
	0.96
	0.29 - 3.17

	
	
	AC
	73
	23
	0.94
	1.02 
	0.56 - 1.85

	
	
	CC
	115
	37
	-
	-
	-



Chi-square test with Yate’s correction was used to analyze association of genotype and phenotype.

*p value < 0.05 was considered statistically significant. All significant results are in bold font.


Table S3. Influence of the genotypes of TNF-α (rs1799724) on the phenotypes of patients with vitiligo
	S. No.
	Heading
	TNF-α  (rs1799724)
	Phenotypes positive(n)
	Phenotypes negatives(n)
	p value
	OR
	95% CI

	1. 
	Females
	CC Vs. CT + TT
	22
	25
	0.79
	1.14 
	0.60 - 2.15

	2. 
	
	TT
	2
	2
	0.99
	1.00
	0.13 - 7.29

	3. 
	
	CT
	20
	23
	0.78
	1.161
	0.60 - 2.23

	4. 
	
	CC
	109
	108
	-
	-
	-

	5. 
	Early onset type
	CC Vs. CT + TT
	16
	31
	0.40
	0.71
	0.36 - 1.38

	6. 
	
	TT
	0
	4
	0.23
	0.15
	0.01 - 2.89

	7. 
	
	CT
	16
	27
	0.68
	0.82
	0.41 - 1.61

	8. 
	
	CC
	91
	126
	-
	-
	-

	9. 
	Family History
	CC Vs. CT + TT
	10
	37
	0.26
	1.62
	0.73 - 3.59

	10. 
	
	TT
	1
	3
	0.46
	2.00
	0.20 - 19.8

	11. 
	
	CT
	9
	34
	0.25
	1.58
	0.69 - 3.63

	12. 
	
	CC
	31
	186
	-
	-
	-

	13. 
	Acrofacial vitiligo type
	CC Vs. CT + TT
	19
	28
	0.91
	1.09
	0.57 - 2.08

	14. 
	
	TT
	2
	2
	0.96
	1.61
	0.22-11.69

	15. 
	
	CT
	17
	26
	0.98
	1.05
	0.54 - 2.06

	16. 
	
	CC
	83
	134
	-
	-
	-

	17. 
	Vulgaris type
	CC Vs. CT + TT
	21
	26
	0.74
	0.87
	0.46 - 1.65

	18. 
	
	TT
	2
	2
	1.00
	1.08
	0.15 - 7.85

	19. 
	
	CT
	19
	24
	0.73
	0.86
	0.44 - 1.66

	20. 
	
	CC
	104
	113
	-
	-
	-

	21. 
	Active vitiligo
	CC Vs. CT + TT
	34
	13
	0.57
	0.80
	0.39 - 1.63

	
	
	TT
	3
	1
	1.00
	0.92
	0.09 - 9.0

	
	
	CT
	31
	12
	0.56
	0.79
	0.37 - 1.65

	
	
	CC
	166
	51
	-
	-
	-



Chi-square test with Yate’s correction was used to analyze association of genotype and phenotype.

*p value < 0.05 was considered statistically significant. All significant results are in bold font.



Table S4. Influence of the genotypes of TNF-α (rs1800629) on the phenotypes of patients with vitiligo
	S. No.
	Heading
	TNF-α (rs1800629)
	Phenotypes positive(n)
	Phenotypes negatives(n)
	p value*
	OR
	95% CI

	1. 
	Females
	GG Vs. AG + AA
	82
	78
	0.59
	0.85
	0.52 - 1.39

	
	
	AA
	1
	1
	0.93
	0.89
	0.05 - 14.63

	
	
	AG
	81
	77
	0.59
	0.85
	0.52 - 1.39

	
	
	GG
	49
	55
	-
	-
	-

	2. 
	Early onset type
	GG Vs. AG + AA
	54
	106
	0.008
	0.49
	0.29 – 0.81

	3. 
	
	AA
	1
	1
	0.49
	0.96
	0.05 – 15.81

	4. 
	
	AG
	53
	105
	0.007
	0.48
	0.29 - 0.80

	5. 
	
	GG
	53
	51
	-
	-
	-

	6. 
	Family History
	GG Vs. AG + AA
	26
	134
	0.82
	1.15
	0.57 - 2.29

	7. 
	
	AA
	0
	2
	1.00
	1.15
	0.052 - 25.24

	8. 
	
	AG
	26
	132
	0.78
	1.16
	0.58 - 2.33

	9. 
	
	GG
	15
	89
	-
	-
	-

	10. 
	Acrofacial vitiligo type
	GG Vs. AG + AA
	62
	98
	0.93
	1.01
	0.60 - 1.68

	11. 
	
	AA
	1
	1
	0.68
	1.60
	0.09- 26.32

	12. 
	
	AG
	61
	97
	0.91
	1.00 
	0.60 - 1.67

	13. 
	
	GG
	40
	64
	-
	-
	-

	14. 
	Vulgaris type
	GG Vs. AG + AA
	79
	81
	0.48
	1.23
	0.74 - 2.01

	15. 
	
	AA
	1
	1
	1.00
	1.26
	0.076 - 20.72

	16. 
	
	AG
	78
	80
	0.49
	1.22
	0.74 - 2.02

	17. 
	
	GG
	46
	58
	-
	-
	-

	18. 
	Active vitiligo
	GG Vs. AG + AA
	121
	39
	0.95
	0.98
	0.55 - 1.74

	
	
	AA
	2
	0
	1.00
	1.60
	0.07 - 34.53

	
	
	AG
	119
	39
	0.90
	0.96
	0.54 - 1.72

	
	
	GG
	79
	25
	-
	-
	-


Chi-square test with Yate’s correction was used to analyze association of genotype and phenotype.

*p value < 0.05 was considered statistically significant. All significant results are in bold font.


Table S5. Influence of the genotypes of TNF-α (rs361525)) on the phenotypes of patients vitiligo
	S. No.
	Heading
	TNF-α  (rs361525)
	Phenotypes positive(n)
	Phenotypes negatives(n)
	p value*
	OR
	95% CI

	1. 
	Females
	GG Vs. AG + AA
	32
	19
	0.04
	0.51
	0.27 - 0.96

	
	
	AA
	23
	12
	0.04
	0.45
	0.21 - 0.95

	
	
	AG
	9
	7
	0.62
	0.67
	0.24 -1.88

	
	
	GG
	99
	114	
	-
	-
	-

	2. 
	Early onset type
	GG Vs. AG + AA
	22
	34
	0.94
	0.97
	0.53 – 1.78

	3. 
	
	AA
	15
	25
	0.91
	0.90
	0.45- 1.81

	4. 
	
	AG
	7
	9
	0.96
	1.17
	0.42 – 3.26

	5. 
	
	GG
	85
	128
	-
	-
	-

	6. 
	Family History
	GG Vs. AG + AA
	10
	41
	0.49
	1.43
	0.65 - 3.15

	7. 
	
	AA
	8
	27
	0.31
	1.74
	0.72 - 4.17

	8. 
	
	AG
	2
	14
	0.82
	0.84
	0.18 - 3.87

	9. 
	
	GG
	31
	182
	-
	-
	-

	10. 
	Acrofacial vitiligo type
	GG Vs. AG + AA
	17
	34
	0.48
	0.75
	0.39 - 1.43

	11. 
	
	AA
	14
	21
	0.86
	1.00
	0.48 – 2.08

	12. 
	
	AG
	3
	13
	0.15
	0.34
	0.09- 1.25

	13. 
	
	GG
	85
	128
	-
	-
	-

	14. 
	Vulgaris type
	GG Vs. AG + AA
	24
	27
	0.96
	0.98
	0.53 - 1.81

	15. 
	
	AA
	16
	19
	1.00
	0.93
	0.45 - 1.91

	16. 
	
	AG
	8
	8
	1.00
	1.10
	0.40 - 3.06

	17. 
	
	GG
	101
	112
	-
	-
	-

	18. 
	Active vitiligo
	GG Vs. AG + AA
	38
	13
	0.85
	0.92
	0.45 - 1.86

	
	
	AA
	27
	8
	1.00
	1.06
	0.45 - 2.48

	
	
	AG
	11
	5
	0.54
	0.69
	0.23 - 2.08

	
	
	GG
	162
	51
	-
	-
	-


Chi-square test with Yate’s correction was used to analyze association of genotype and phenotype.

*p value < 0.05 was considered statistically significant. All significant results are in bold font.

[bookmark: _GoBack]Table S6: Results of previous studies: Association of TNF-α gene variants with vitiligo risk in other ethnics 
	References
	Ethnicity
	Sample size
	SNP/rsID
	Allele/
Genotype
	P value
	Odds ratio, 
OR (95% CI)
	Reference

	Laddha et al.
	North Indian population
	729 generalized vitiligo and 990 controls
	rs361525
	AA
	<0.0001
	6.35 (5.320–7.590)
	(1)

	
	
	728 generalized vitiligo and 981controls
	[bookmark: OLE_LINK1]rs1800629

	AA
	<0.0001
	4.326 (3.623–5.165)
	

	
	
	728 generalized vitiligo and 984  controls
	rs1799724
	TT
	<0.0001
	2.181 (1.885–2.524)
	

	
	
	728 generalized vitiligo and 984  controls
	rs1800630
	AA
	<0.0001
	2.231 (1.894–2.629)
	

	
	
	733 generalized vitiligo and 989 controls
	rs1799964
	CC
	<0.0001
	1.960 (1.675–2.294)
	

	Namian et al.
	Iranian population
	176 vitiligo and 575 controls
	s1800629
	AA
	0.0004
	NA
	(2)

	Yazici et al.,
	Turkish population
	61 patients with vitiligo 
and 123 controls
	rs1800629
	AA
	NS
	NA
	(3)

	Aydingoz et al.
	Turkish population
	105 patients with vitiligo and  211 controls
	rs1800629
	AA
	0.22
	0.27 (0.01–1.43)
	(4)

	Salinas-Santander et al.
	Northeastern Mexican population
	198 vitiligo patients and 395 controls
	rs1800629
	AA
	0.78 
	1.08 (0.60-1.96)
	(5)

	Al Harthi et al.
	Saudi population
	123 vitiligo patients and 200 controls
	rs1800629
	AA
	0.0001
	NA
	(6)

	Nie et al.
	European Asian, North American
	Meta-analysis 
1391 vitiligo patients and 2455 healthy controls
	rs1800629
	A allele
	0.188
	0.65 (0.35-1.23)
	

	Wu et al
	European Asian, North American
	Meta-analysis 
	rs1800629
	A allele
	0.101
	1.79 (0.89–3.58)
	(7)

	Lee and Bae.
	Overall
	Meta-analysis 
1527 vitiligo patients and 2244 controls
	rs1800629
	AA
	0.068
	2.269 (0.941-5.471)
	(8)

	
	Middle Eastern populations
	360 vitiligo patients and 868 controls
	rs1800629
	AA
	0.234
	2.093 (0.021-7.059) 
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