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A. Known haplotypes model, 25 loci
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C. NGS−individual model, 25 loci
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E. NGS−population model, 25 loci
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B. Known haplotypes model, 500 loci
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D. NGS−individual model, 500 loci
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F. NGS−population model, 500 loci
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Figure S1.—Posterior probability distribution for mean genome-level φST (µST ). The median
(solid circle), 95% ETPI (vertical lines), and empirical mean φST (open box, known haplotypes

model) from a set of simulated data are shown in each plot.


