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Performance of population and reference panel phasing.
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Figure S1. Switch Error Rate (SWE) distributions for phasing of ancient individuals simulated
under a population split 100 generations in the past: A) Population phasing. B) Reference
panel phasing. SWE (y-axis) is presented in 3 facets corresponding to 10x, 5x, and 1x
average read depth. Within these facets are the SWE distributions for 100 simulated individuals
for each combination of age (x-axis) and contamination level (shades of blue).
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Figure S2. Non-Reference Discordance (NRD) and Switch Error Rate (SWE) distributions for
individuals simulated under a demographic model with a population split event 100
generations in the past. NRD or SWE (y-axis) are presented in facets corresponding to 10x,
5x, and 1x average coverage. For each combination of age (x-axis) and contamination level
(shades of blue), we plot the distributions of NRD and SWE values computed for each of the
100 simulated individuals. All phasing results were obtained through reference panel phasing.
A) NRD distributions of imputed variants. B) SWE distributions of unimputed individuals.
C) SWE distributions of imputed individuals.
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