SUPPLEMENTARY METHODS
[bookmark: _GoBack]Genotyping and Quality Control
Saliva DNA extraction and genotyping were performed by Genequest Inc. (Tokyo, Japan). Samples were genotyped on the Illumina Human Core-v12 or -v24 BeadChip. A total of 296,676 SNPs that were common between these platforms were used for analyses. We excluded 52 subjects whose genotyped sex did not match the self-reported sex in the questionnaire. A pairwise identity-by-decent association test identified 89 pairs including 164 participants, whose data were excluded from further analyses. Individuals with genotype call rates < 95% also were excluded. SNPs with genotype call rates < 90%, minor allele frequencies < 5%, or deviations from the Hardy-Weinberg equilibrium (p < 0.05) were excluded. A total of 210,086 SNPs in 11,706 participants were used for subsequent analyses.
 
Population Stratification
A principal-component model was built using the HapMap genotype data for Asian (CHB, JPT), African (YRI), and European (CEU) populations. Samples were clustered by the top 2 eigenvectors using the K-means method. Two individuals who did not cluster with Asian populations were removed. Next, principal-component analyses using the CHB and JPT genotype data were performed. Only individuals that clustered with Japanese ancestry were included in further analyses (N = 11,409). EIGENSOFT version 6.1.4 was used to perform the principal-component analyses of SNP data.

Statistical analyses
[bookmark: _Hlk506714056]Genome-wide association between genotypes and PSS was analyzed by logistic regression using PLINK 1.90. Age and sex were used as covariates. The genotypes of each SNP were coded as the number of minor alleles present. Because PSS is presumed to be inherited in a dominant manner, we used a dominant model for our primary analysis. An additive model was also performed for comparison with previous studies. SNPs with p < 5 × 10-8 were considered genome-wide significant, and those with p < 5 × 10-6 were considered suggestive.
