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ESM Figure 4 Number of SNPs identified in exome sequencing of 2,000 individuals

binned according to their frequencies in HapMap.

In the graph the light blue bars are the SNPs that were inferred in LuCamp while the dark blue are the sites
that were not identified in exome sequencing of 2,000 samples. In this figure we called SNPs by calling all
sites with an allele frequency above 0.5%. The first bin contains the sites that were genotyped but not
polymorphic in HapMap.



