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The functional analysis of transcription factors and transcriptional co-factors
related to embryonic female mouse gonadal differentiation
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I performed the expression and functional analysis of 18 ovarian differentiation
candidate genes to reveal transcriptional network during ovarian differentiation. To elucidate the
transcriptional interaction among these genes, first, luciferase assay using cultured cell based
overexpression system was conducted. Second, high-throughput screening using same system was conducted to
find the novel candidate genes. In addition, in order to identify the essential genes for female gonadal
differentiation in vivo, knockout mice for six genes among them were generated using genome-editing
technology, CRISPR/Cas9. However, no gonadal abnormality was detected so far.
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