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Elucidation of the influence of habitat environment and reproductive phenotype
on the population structure of Haemaphysalis longicornis

Ohari, Yuma
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The genetic characteristics based on the mitochondrial genome gmitogenome)
and genome-wide SNPs were compared among populations of Haemaphysalis longicornis to elucidate the
influence of habitat and reproductive phenotypes. The ticks collected from the natural environment
in Japan and Oceania, as well as some laboratory-maintained strains with known reproductive
phenotypes, were employed in these analyses. The population separation between Japan and Oceania was
clearly demonstrated baed on the population genetic analyses using SNPs. Furthermore, there was no
genetic segregation between reproductive phenotypes based on either genetic levels. These findings

suggest that the population structure of Haemaphysalis longicornis in Japan is homogeneous among
localities.
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Tick-borne disease: TBD
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