©
2019 2023

Identification of novel factors to regulate maturation and meiosis initiation of
spermatogonia using zebrafish spermatogenesis mutants
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In spermatogenesis, the maturation of spermatogonia associated with
proliferation and the initiation of meiosis are closely related. In order to establish a molecular
basis for elucidating the mechanisms that control these processes, | performed translatome analysis
based on the moto and PM-035 mutant zebrafish having defect in the spermatogonial stem cell
differerentiation and in the inhibition of meiotic entry in the undifferentiated spermatogonia,
respectively. To remove information of somatic cells, translating mRNA were used for RNA-seq
analysis by using the RNA immunoprecipitated with GFP tagged Rpll0a expressed in the
undifferentiated spermatogonia (TRAP-seq). The characteristic proteins and pathways were identified
on self-renewal and differentiation of spermatogonial stem cells and meiosis.
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