




















bioRxiv preprint first posted online Sep. 12, 2017; doi: http://dx.doi.org/10.1101/187633. The copyright holder for this preprint
(which was not peer-reviewed) is the author/funder, who has granted bioRxiv a license to display the preprint in perpetuity.
It is made available under a CC-BY-NC 4.0 International license.

Figure 2: Falsely-inferred population size changes based on RHH simulations are illustrated.
Population size change estimates are shown for the trunk simulations (no true size changes). In
the two-epoch scenario, we allow !"lI# to infer a single population size change. In the three-
epoch scenario, we allow !"l# to infer a size change and require it to return to its original

effective population size.
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Figure 3: Demographic parameter estimates are shown for bottleneck simulations based on the
true model shown on the left. Simulations with RHH showed relatively little bias for the duration

and time since the bottleneck, but moderate bias for the time since recovery.
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Figure 4: Demographic parameter estimates for simulations of the depicted isolation-migration

model are shown. Some bias was observed for this relatively ancient population split time even

under neutrality. However, differences from neutral estimates for RHH cases with shared sweeps

or local sweeps were consistent with the effects of decreased or increased genetic differentiation,

respectively.
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