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	Gene Variant
	rsID
	Nucleotide Change
	Amino Acid Change
	Chromosome Location (bp)
	Minor Allele Frequency*

	
	
	
	
	
	Non-Hispanic White
	Hispanic

	CYP1A1*2A
	rs4646903
	3698T>C
	none
	15q:75011641
	0.11
	0.39

	CYP1A2*1C
	rs2069514
	-3860G>A
	none
	15q:75038220
	0.02
	0.32

	CYP1A2*1F
	rs762551
	-163C>A
	none
	15q:75041917
	0.29
	0.30

	NAT2*5
	rs1801280
	341T>C
	I114T
	8p:18257854
	0.45
	0.33

	NAT2*6
	rs1799930
	590G>A
	R197Q
	8p:18258103
	0.30
	0.17


*Minor allele frequency in mothers of children with no major structural birth defect (controls)
rsID = reference SNP ID created by the National Center for Biotechnology Information

APPENDIX 2: Crude Associations Between Xenobiotic Metabolizing Enzyme Gene Variants and Selected Potential Confounders for Non-Hispanic White and Hispanic Mothers of Children with No Major Structural Birth Defects (Controls) Using Data from the National Birth Defects Prevention Study, 1997-2003
	Maternal Race-Ethnicity
	Gene Variant*
	P-Values

	
	
	Maternal Age at Delivery
(Continuous)
	Maternal Education
(≤12 years or >12 years)

	Non-Hispanic White
	CYP1A1*2A
	0.47
	0.62

	
	CYP1A2*1C
	0.00
	0.14

	
	CYP1A2*1F
	0.00
	0.77

	
	NAT2*5
	0.48
	0.67

	
	NAT2*6
	0.71
	0.92

	Hispanic
	CYP1A1*2A
	0.91
	0.00

	
	CYP1A2*1C
	0.98
	0.00

	
	CYP1A2*1F
	0.91
	0.18

	
	NAT2*5
	0.83
	0.10

	
	NAT2*6
	0.37
	0.14


*Co-dominant inheritance model used for all variants


