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Diapause is an alternative developmental pathway that arrests growth at specific
developmental stages, and is an important strategy to adapt to the environment, but its molecular
function is poorly understood. To elucidate the molecular mechanisms of vertebrate embryos, 1 have
studied it using the annual killifish Nothbranchius korthausae. Highly expressed genes in diapause
embryos were selected by the comparison of the transcriptome analysis between diapause and developing
embryos. To analyze the function of these genes, mutations were introduced into these loci using genome
editing technology.
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