Supplemental Table 1.Parameter estimates from models of natural log-transformed urine Hg levels with exposure predictor variables, genotype, and genotype-by-amalgam interactions for all polymorphisms tested.Beta coefficients are reported along with 95% CI in parentheses for each predictor variable. Statistically significant beta coefficients (p<0.05) are bolded.

	Polymorphism
	na
	Adj. r2
	Amalgam
	Amalgam Handled
	Non-Dentist
	Genotype
	Amalgam*

Genotype

	Base Model
	492
	0.23
	0.08(0.06, 0.1)
	0.12 (0.04, 0.21)
	-0.45 (-0.64, -0.25)
	
	

	GSTP1-105
	206, 214, 46
	0.23
	0.09 (0.04, 0.15)
	0.11 (0.02, 0.2)
	-0.45 (-0.65, -0.26)
	0.01 (-0.16, 0.18)
	-0.01 (-0.04, 0.03)

	GSTP1-114
	388, 66, 2
	0.23
	0.06 (-0.01, 0.14)
	0.11 (0.02, 0.2)
	-0.45 (-0.65, -0.24)
	0 (-0.32, 0.31)
	0.01 (-0.05, 0.07)

	GCLM 5'
	310, 126, 27
	0.24
	0.11 (0.06, 0.16)
	0.11 (0.02, 0.19)
	-0.46 (-0.66, -0.27)
	0.03 (-0.16, 0.21)
	-0.02 (-0.05, 0.02)

	SEPP1-234
	267, 173, 25
	0.23
	0.1 (0.05, 0.16)
	0.1(0.01, 0.19)
	-0.48 (-0.68, -0.28)
	0.05 (-0.15, 0.24)
	-0.02 (-0.05, 0.02)

	SEPP1  3'UTR
	240, 186, 35
	0.25
	0.03 (-0.03, 0.08)
	0.11 (0.03, 0.2)
	-0.44 (-0.64, -0.24)
	-0.26 (-0.43,-0.08)
	0.04 (0.01, 0.07)

	GSTT1 deletion
	347, 71
	0.24
	0.08 (0.02, 0.15)
	0.12 (0.03, 0.21)
	-0.4 (-0.6, -0.19)
	-0.18 (-0.48, 0.12)
	0 (-0.06, 0.05)

	GPX1-200
	114, 82, 21
	0.21
	0.11 (0.04, 0.18)
	0.15 (-0.01, 0.31)
	-0.39 (-0.74, -0.04)
	0.08 (-0.18, 0.34)
	-0.03 (-0.07, 0.02)

	GPX4 3'UTR
	67, 107, 46
	0.21
	0.09 (0.01, 0.17)
	0.16 (0, 0.32)
	-0.39 (-0.73, -0.05)
	0.07 (-0.21, 0.31)
	-0.01 (-0.05, 0.03)

	GCLC 5'
	193, 28, 3
	0.21
	0.08 (0, 0.16)
	0.15 (0, 0.31)
	-0.39 (-0.73, -0.05)
	0.11 (-0.34, 0.55)
	0 (-0.07, 0.05)

	GSTM1deletion
	93, 111
	0.22
	0.09 (0, 0.18)
	0.16 (0, 0.33)
	-0.42 (-0.78, -0.06)
	0.17 (-0.2, 0.55)
	-0.01 (-0.07, 0.05)

	GGT1 intron
	93, 122, 23
	0.25
	0.1(0.01, 0.19)
	0.07 (-0.04, 0.18)
	-0.52 (-0.77, -0.27)
	-0.01 (-0.25, 0.22)
	0 (-0.05, 0.05)

	GSTM3-224
	134, 77, 19
	0.24
	0.02 (-0.06, 0.1)
	0.06 (-0.04, 0.17)
	-0.48 (-0.72, -0.24)
	-0.14 (-0.37, 0.09)
	0.05 (0, 0.1)

	GSS 5'
	91, 110, 41
	0.25
	0.14 (0.06, 0.23)
	0.07 (-0.04, 0.18)
	-0.52 (-0.77, -0.27)
	0.01 (-0.21, 0.22)
	-0.02 (-0.07, 0.02)

	GSR 5'
	155, 64, 7
	0.23
	0.12 (0.03, 0.21)
	0.05 (-0.06, 0.17)
	-0.53 (-0.79, -0.27)
	0.05 (-0.25, 0.34)
	-0.02 (-0.08, 0.05)

	GSR intron
	140, 82, 15
	0.24
	0.09 (0.01, 0.17)
	0.07 (-0.04, 0.18)
	-0.54 (-0.79, -0.28)
	0.02 (-0.23, 0.28)
	0.01 (-0.05, 0.06)


a Number of subjects in model in each genotype group. Gentoype groups are major homozygote, heterozygote, minor homozygote except in the case of GSTT1 (gene present vs. double deletion) and GSTM1 (double deletion vs. gene present).

Supplemental Table 2.Parameter estimates from models of natural log-transformed hair Hg levels with exposure predictor variable (estimated mercury intake from fish, ug per kg body weight per day), genotype, and genotype-by-fish Hg interactions for all polymorphisms tested. Beta coefficients are reported along with 95% CI in parentheses for each predictor variable. Statistically significant beta coefficients (p<0.05) are bolded. 

	Polymorphism
	na
	Adj. r2
	Fish Hg
	Genotype
	Genotype*Fish Hg

	Base Model
	
	0.19
	3.62 (2.96, 4.28)
	 
	 

	GSTP1-105
	214, 216, 44
	0.2
	2.87 (0.95, 4.8)
	-0.22 (-0.38, -0.06)
	0.42 (-0.73, 1.57)

	GSTP1-114
	393, 69, 2
	0.2
	2.91 (0.74, 5.07)
	-0.31 (-0.6, -0.03)
	0.67 (-1.05, 2.39)

	GCLM 5'
	315, 127, 28
	0.18
	4.49 (2.93, 6.06)
	0.06 (-0.12, 0.23)
	-0.63 (-1.63, 0.36)

	SEPP1-234
	272, 176, 26
	0.19
	2.41 (0.45, 4.37)
	-0.04 (-0.21, 0.13)
	0.78 (-0.43, 1.99)

	SEPP1  3'UTR
	245, 188, 36
	0.19
	6.22 (4.14, 8.29)
	0.15 (-0.02, 0.32)
	-1.61 (-2.82, -0.4)

	GSTT1 deletion
	356, 70
	0.18
	2.38 (-0.49, 5.25)
	-0.01 (-0.32, 0.3)
	1.07 (-1.49, 3.63)

	GPX1-200
	113, 84, 21
	0.22
	3.65 (1.07, 6.22)
	0.04 (-0.19, 0.28)
	0.06 (-1.25, 1.37)

	GPX4 3'UTR
	70, 104, 47
	0.23
	2.69 (-0.49, 5.86)
	-0.12 (-0.34, 0.1)
	0.55 (-0.96, 2.05)

	GCLC 5'
	192, 30, 3
	0.23
	4.53 (1.49, 7.57)
	0.07(-0.33, 0.47)
	-0.6 (-3.17, 1.96)

	GSTM1 deletion
	92, 112
	0.25
	5.51 (2.46, 8.55)
	0.04 (-0.28, 0.35)
	-1.04 (-2.91, 0.83)

	GGT1 intron
	96, 124, 25
	0.16
	6.05 (3.16, 8.93)
	-0.09 (-0.31, 0.12)
	-1.32 (-2.67, 0.03)

	GSTM3-224
	137, 80, 21
	0.13
	3.58 (1.11, 6.05)
	0.02 (-0.21, 0.24)
	-0.29 (-2.07, 1.5)

	GSS 5'
	94, 111, 44
	0.15
	0.34 (-2.13, 2.81)
	-0.15 (-0.35, 0.06)
	1.88 (0.44, 3.31)

	GSR 5'
	159, 67, 8
	0.12
	1.4 (-0.99, 3.78)
	-0.21 (-0.47, 0.05)
	1.1 (-0.28, 2.47)

	GSR intron
	143, 86, 15
	0.14
	1.7 (-1.2, 4.6)
	0.06 (-0.18, 0.3)
	1.18 (-0.84, 3.21)


a Number of subjects in model in each genotype group. Gentoype groups are major homozygote, heterozygote, minor homozygote except in the case of GSTT1 (gene present vs. double deletion) and GSTM1 (double deletion vs. gene present). 

