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Reticulated evolution and mosaic-like population genetic structure of red-
bellied newts by multiple small- and large-scale hybridizations

Tominaga, Atsushi
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To investigate genetic variation in the nuclear genome of the red-bellied
newt throughout its distribution range, we performed SNP analysis by ddRAD-seq using DNA from 130
individuals obtained from all over Japan. Admixture and principal component analyses revealed that
the species is roughly divided into three groups, northern Japan, central Japan, and western Japan,
with subgroups within each group. The f4-test results confirmed that the Central Japan group was
affected by introgression from both the Northern and Western Japan groups. In addition, RNA-seq was
conducted to verify whether adaptive genes are spreading beyond the hybrid zone by introgression.
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