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Figure 5-Figure supplement 5. Confusion matrix showing the fraction of test simulation windows
assigned to each of five prediction categories by diploS/HIC (+ERN AND 3CHRIDER ): hard, hard-
linked, soft, soft-linked, and neutral. The y-axis shows the location of the window being classified
relative to the selected window.
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Figure 6-Figure supplement 1. Recombination rate estimates using flanking window sizes from
1-5 Mb. Rates are shown for genomic windows within the inversion, within regions flanking the
inversion, and for regions outside both the inversion and flanking regions. All estimates are from
chromosome 2L with In(2L)t sampled at different inversion frequencies
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