Supplemental Digital Content 1: Genetic map and Linkage Disequilibrium (LD, r2) map presenting RICH2 SNPs genotyped by the Illumina Infinium II HumanHap300 beadChips (Illumina, San Diego, CA, USA). Exons and UnTranslated Regions are symbolized by full and empty rectangles, respectively. The positions of the ATG and STOP codons are indicated by a triangle (►) and by an asterisk (*), respectively. In parenthesis next to the SNP name, the lowest MAF either in the SP or in the CTR group is provided. There were 2 SNPs with MAF <5% that were selected in our study: the significant SNP rs2072255 which was reliably imputed (imputation quality score P=0.99), and a second SNP rs3785732 (imputation quality score P=0.78) which was excluded from the analysis. The significant SNP is marked in red.
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