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Developmental genetic basis of evolution of male ornaments driven by "
reinforcement™
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We aimed to elucidate the developmental genetic basis of ornamental trait
evolution through (1) identification of "reinforcement” genes and ornamental trait-forming genes and
(2) analysis of gene regulatory networks that support ornamental trait formation. For (1), we
obtained F2 generation data from genetic crosses between the mainland Japan and Okinawa lines of
Eurema and analyzed them by ddRAD-seq (genetic linkage analysis). For (2), we clarified the
morphological changes of cells that change to form ornamental traits through immunohistochemistry

and electron microscopy, and obtained genetic information related to ornamental trait formation
based on mRNA-seq analysis.
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