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Genomic basis of adaptation to host-plants in closely related fig wasp species
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The genomic region that determines host-utilization of fig was?s
Agaonidae), which have obligate mutualism with fig trees (Ficus) were investigated. Multiple genomic
regions with particularly high genetic differentiation among species were found by comparisons of
the closely related species using different host plants (Blastophaga nipponica and B. taiwanensins).
There is a possibility that these regions or the flanking regions of them are the genomic regions

which determine the host-utilization of these fig wasps.
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