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In islands, ocean is known as a strong barrier for migration of terrestrial animals and plants and
causes genetic difference among island populations, leading high ratio of endemic species and thus high
species diversity. A population will be divided into multiple, unique, isolated populations through
separation of land area and/or dispersal and establ ishment of a new population, fol lowed by accumulation
of genetic mutations in each population. On the other hand, break-up and connection of islands could
have repeated|y occurred by crustal movements and sea level fluctuation. In such areas, secondary contact
and hybridization of al lopatric species and populations, as well as re—isolation of hybrid populations,
are alsopossible. This canmake new allelic combinations and thus strongly drive evolution of population
and speciation.

In this study, [ attempted to reveal the role of hybridization in divergence of populations and
species of ground-dwelling geckos, Goniurosaurus spp. (Squamata: Eublepharidae), distributed in the
Ryukyu Archipelago, southwestern part of Japan. [ reconstructed historical population dynamics from
genome—wide genotyping data of seven populations of the geckos, of which four are populations within
a single large island and the others are those from nearby islets. I compared scenarios that do or do
not consider hybridization using approximate Bayesian computation implemented in a program DIYABC

As a result, for comparison of four populations from the large island, the scenario considering
hybridization after genetic divergence is strongly suggested. On the other hand, for analysis of four
populations from the different island and islets, the scenario without hybridization had relatively
better support than those considering hybridization. These results suggest that a historical sequence
of isolation, genetic divergence, and subsequent hybridization of populations works as a driver of
establ ishment of genetically unique populations, which are potential origin of independent species.




