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S15 Figure. Selective sweep differences between populations of C. bursa-pastoris in the most
stringently filtered data. A. The analysis was performed on the fragments that were 100% consistent in
their phasing state with parental species. B. For ease of comparison, we also duplicate Fig. 6 that shows
the results for the data phased with 90% consistency with the parental species. The 0.01 significance level
defined with data simulated under a standard neutral model is depicted with dashed lines. Pericentromeric
regions are removed. Only eight major scaffolds (chromosomes) are shown. Selective sweeps are detected
with the composite likelihood ratio statistics (CLR) along the Cbpc, and Cbpcg sSubgenomes in Asian (ASI),
European (EUR) and Middle Eastern (ME) populations.



