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Evaluation of habitat network of grassland-dwelling insects by landscape
genetics and its application to systematic conservation

Miyashita, Tadashi
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We examined spatial genetic structures of 8 insect species living in
seminatural grasslands in northern Chiba-prefecture, and explored landscape resistance influencing
dispersal between grassland patches. We also estimated local- and landscape-level environmental
factors that determine the abundance of insects. Clear spatial genetic structures were found for
Giant katydid (Mecopoda nipponensis) and a grasshopper (Mongolotettix japonicas), which are known to

have low dispersal ability. Application of circuit theory revealed residential areas and paddy
fields have high resistance values for dispersal in Giant katydid. Distribution analysis also
revealed suitable vegetation structures for local abundance. Thus, combination of landscape
genetics with traditional landscape ecology is proven to be useful for identifying priority areas
for conservation/restoration, as well as determining local habitat management.
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Suyama and Matsuki (2015) MIG-seq: an effective PCR-based method for genome-wide

single-nucleotide polymorphism genotyping using the next-generation sequencing platform. Scientific
Reports, 5: 16963
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