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Post-transcriptional control of spermatogonial stem cell self-renewal and
differentiation
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During the period when spermatogonial stem cells lose their self-renewal

activity, significant epigenetic changes occur in them. It is suggested that epigenetic modification
enzymes, such as DNA methyltransferase and histone methyltransferase, are upregulated through
post-transcriptional regulation. In this study, our aim was to investigate the translational
regulation of epigenetic modification enzymes during the transition from spermatogonial stem cells
to progenitors. We found that 1) mRNA export from the nucleus and its localization within cells, 2)
the upregulation of total protein synthesis and the specific activation of mTOR during
differentiation, were not sufficient for the induction of epigenetic modification enzymes. Thus, the

upregulation of these enzymes is likely to be achieved through selective regulatory mechanisms
rather than being accompanied by fluctuations in overall protein synthesis.
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