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To elucidate the evolutionary and genetic mechanisms underlying
diversification in sexual dimorphism, we studied on the male nuptial coloration (red pectoral fins)
of a medaka fish, Oryzias woworae, endemic to Sulawesi, Indonesia. A candidate gene on an autosome,
identified by QTL analysis and RNA-seq, was disrupted by CRISPR/Cas system, and the mutant exhibited

loss of red pigment cells. Then, androgen administration showed that the differential expression of
the gene between two sexes is caused by androgen signaling. Furthermore, a mating experiment and a
predator experiment using the knockout fish indicated that loss of the red coloration decreased the
female mate preference but increased the preference by the predator.
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