SNP Genotyping. Saliva samples were obtained using Oragene (DNA Genotek, Ottawa, Ontario, Canada) self-collection vials. After extraction, DNA was quantitated with Quant-iT PicoGreen dsDNA Assay (Invitrogen, Carlsbad, CA) and normalized to a concentration of 10ng/uL.  Single nucleotide polymorphisms (SNPs) were genotyped using fluorogenic 5’nuclease TaqMan Genotyping assays and Genotyping Master Mix (Applied Biosystems, Foster City, CA) in a 384-well format. Each 5mL reaction contained 10ng genomic DNA, and was conducted in a GeneAmp PCR System 9700 thermal cycler (Applied Biosystems, Foster City, CA).  Fluorescence was quantified using a Fluoroskan Ascent plate reader (Thermo Scientific, Franklin, MA) and genotypes were determined using TaqAnalysis program.
