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Fig. S2. Summary of recombination analysis.
(A) Visualization of ancestral recombination. Shared fragments were indicated by identical color.
(B) Histograms showing distribution of the size of recently imported chromosome fragments. The
analysis was performed using three different genome alignments. PSA denotes the proportion of
the genomic fragment length, which exhibits shared ancestry. (C) Barplot showing the number of
polymorphic sites included in recent genomic imports. The origin of genomic imports is indicated
by color. The host or region of isolation is indicated by symbols on the bars.



