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ESM Figure 10 Distribution of genomic control-corrected P-values in stage 2 for the SNPs

selected based on their association in stage 1.

The stage 2 individuals present in stage 1 were removed prior to analysis. The left column shows the
distribution for all SNPs while the right column shows the distribution after removal of SNPs in loci known
to have SNPs associated with metabolic phenotypes. The loci include the nearest genes on both sides of the

known associated variant.



