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Underlying mechanism of germline sex determination by FOXL3 and its co-factors
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Using CRISPR/Cas9 system, | generated medaka mutant lines of fbxo47 and
rec8a, direct targets of FOXL3. fhxo47-mutant females were sterile, while males were fertile. The
mutant ovaries lacked follicles, and chromosome in germ cells exhibited ring-like morphology
possibly caused by telomere fusion. Furthermore, the fbxo47-mutant germ cells committed into
spermatogenesis, suggesting that FBX047 has a role in suppression of spermatogenesis. rec8a-mutant
females were also sterile, and progression of meiosis was severely defected in germ cells. These
results firstly revealed the molecular pathways that initiates several events in female germ cells
(e.g. folliculogenesis, suppression of spermatogenesis, and meiosis progression).
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fox13, a sexual switch in germ cells, initiates two independent molecular pathways for
commitment to oogenesis in medaka
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