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Figure S1: Calculation time of the AFS as a function of sample
size. Here we show the time it takes to calculate the AFS as sample size for
both populations increases equivalently. All jobs were run on 12 cores. The
y-axis is shown on a log scale.
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Figure S2: Accuracy of parameter estimates across divergence time.
Here we show the root mean square error (RMSE) across all parameter esti-
mates as a function of the three parameter sets used in Figure 6. Migration
rates, m12 = 1.0;m21 = 1.0, and divergence time varies from left to right
tdiv = 0.1, 0.5, 1.0.
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Figure S3: Accuracy of parameter estimates across divergence time.
Here we show the root mean square error (RMSE) across all parameter esti-
mates as a function of the three parameter sets used in Figure 7. Migration
rates, m12 = 1.0;m21 = 0.1, and divergence time varies from left to right
tdiv = 0.1, 0.5, 1.0.
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Figure S4: Distance tree of population divergence times. Using
estimated divergence time in pairwise comparisons as a distance metric, we
constructed a tree using UPGMA clustering. Times are in years, as depicted
on the x-axis, assuming 15 generations per year, and u = 5.49× 10−9.
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