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Comprehensive analyses for factors and effects of gene introgression via hybrid
zone between two diverged lineages of Cynops pyrrhogaster based on multiple
approach

Tominaga, Atsushi
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We conducted population genetic analysis, comparison of mating behavior, and

investigation of the geographical variation of sex pheromones to elucidate the taxonomic
relationship among the 5 lineages of Cynops pyrrhogaster. We also estimated the potential suitable
habitat for each lineage by Maxent. We confirmed the presence of the hybrid zones between Northern
and Central Japan lineages, and between Central and West Japan lineages, however they are
genetically independent from each other in both contact zones. Genetic and morphological analyses
between the Tohoku and Kanto races in the Northern Japan lineages revealed that the clinal
geographic patterns across their contact zones. We confirmed that the distinct geographical
variations in the mating behavior and the composition of sex pheromones across the boundaries
between lineages. Habitat analysis implied that there are some relationships between current
hybridizing pattern and potential habitat preferences for each lineage.
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