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This study performed population genomics to estimate when and how the hybrid
zone between rhesus and long-tailed macaques has been formed in Southeast Asia. Results suggest
that the two species recently contacted to each other and formed hybrid zone, after long-time
isolation. Some loci, particularly on X-chromosome, show abrupt change in allele frequency at the
traditionally recognized species boundary. In contrast, in a handful of loci, rhesus macaque-type
alleles were likely introgressed widely into the long-tailed macaque populations across the Isthmus
of Kra possibly because of natural selection.
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