Figure S3. Comparison of shared loci between full and equal size datasets.

A) Percentage of total shared associations between full size and equally powered datasets. W e observe
narrow range of variation of shared loci between the initial mapping and the bootstrapping analysis. For
the selection of replicated and shared associations, see the Supplementary Methods.

B) Representation of differences in variance explained (r2) for monocyte associations shared or not

shared with CEU LCLs, YRI LCLs and fibroblasts. We observe that shared associations with YRI LCLs show
more divergence in variance explained. These data are representative also of others cell populations.

This suggests that allelic expression architecture is further modulated by additional sequence variation

in YRI at each locus.
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