Additional file 3: Supplementary Figures
Figure S1. Quantile-quantile (QQ) plot of p-values in 2,273 cases and 2,052 controls.
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Figure S2: Plot of the first two dimensions from a multidimensional scaling (MDS) analysis based on pairwise identity-by-state (IBS). 
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Gray: Case population in this study, Black: Control population in this study, Blue: HapMap Chinese, Red: HapMap Japanese, Green: HapMap CEU, Purple: HapMap YRI base on the HapMap phase 3.
Figure S3: Regional plots of the −log P-values for 7 SNPs at replicated loci. Results (−log P) are shown for the association of directly genotyped and imputed SNPs for a 1 Mb region centered on SNP reported in previous GWAS (diamond). Additional nearby SNP is represented as square.
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