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Genome-wide analysis on a hybrid gibbon population in the wild
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Phylogenetic relationship, divergence time, hybridization, and introgression
of Hylobates gibbons were studied by GRAS-Di and whole genome sequencing analyses. The study
revealed that the common ancestor of Hylobates species originated in the mainland of Southeast Asia,
and the gibbons expanded their distribution to the Sunda i1slands with speciation. Introgression was
detected between the many pairs of species including the species currently hybridizing in the wild,
which suggested that Hylobates species have repeatedly experienced hybridization through their
evolution.
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