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Figure 6: False Positive Rates for summary statistics from human Al candidate regions

The summary statistics are obtained from simulations under Neutral and Deleterious mutation
models using human demography, Model h. The recombination rates and exon density reflect
the four regions in the human genome harboring BNC2, EPASI, HLA and HYAL2. The FPR (y-
axis) is computed assuming a neutral null model and represents the proportion of simulations
replicates under the Deleterious model that are called significant for adaptive introgression. The
HLA and HYLA?2-like regions result in the highest FPRs, while the EPASI and BNC2-like
regions have similar FPRs as the other regions simulated.
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Figure 7: Human whole-genome exon density and mean recombination rate
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This figure shows the relationship between the exon density and mean recombination rate in
non-overlapping SMB windows across the human genome (hgl9). The blue points highlight the
regions of Al candidate genes mentioned in the main text, including the outliers (HYAL2, HLA),
and the typical ones (EPASI, OAS cluster, BNC2). The red point represents the “Chrllmax”
region mentioned in earlier sections.
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969  Figure 8. Significant hits number change in candidate genes between different null models
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970
971  We compared the difference in the number of significant hits (windows with p-value <0.05)

972  predicted by neutral and deleterious null models. Each point represents that difference in
973  number (y-axis, Neutral significance number — Deleterious significance number) in its
974  corresponding statistics (x-axis). The genes with multiple points above y-axis value 0 are
975  highlighted in the gray-shaded area, indicating the deleterious null models predict fewer window
976  hits being significant for given statistics, which implies potential false positives from neutral null
977  models. The OAS gene cluster (“OAS123”) - is shown here instead of EPASI because the Al
978  signal in EPASI is not shown in any of the 1000 Genomes populations.
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