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Demographic history based on the site frequency spectrum and sharing of rare alleles.

a) Updated three-population demographic model based on synonymous sites from 1000
Genomes Phase 1 data’, assuming a mutation rate of 2.36x10%/bp/g and a generation time
of 25 years (for ease of comparison with Gravel et al.? and Tennessen et al.? ). Estimated
times and population sizes are inversely proportional to the assumed mutation rate.
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