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Fig. S4 Examples of sequencing depth for each Y-linked gene. (A) Female chimpanzee, Jire (JR48, Bossou). Some ampliconic and satellite genes were
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Fig. S6 ADMIXTURE results. Each color in barplots indicates an

estimated ancestry. K: the number of populations. CV: cross-

validation.(A) K = 1. (B) K = 2. (C) K = 3. (D) K = 4. (E) K = 5.

(F) K = 6. (G) K = 7.
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Fig. S6 Continued.
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