(®)
2015 2019
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For inferring cicada’ s population structure using its exuviae, | isolated
microsatellite markers for two species of cicadas using the next generation sequencing technology,
and developed DNA extraction method from cicada’ s exuviae, and PCR method. Applying this method to
population samples of a cicada, the genotyping success rate reached more than 70%, which means this
method is useful for inferring population structure non-invasively. In a five-year survey in eight
study sites, yearly abundances of the two species in a site fluctuated in synchrony. But no obvious
synchronism was found among sites. This indicates that cicada’ s abundance fluctuates locally.
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