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Elucidation and application of spermatogenesis induced by Leydig cell maturation
by iron-dependent demethylation

Yamashita, Yasuhisa
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In mammalin testicular interstitium, there are detal leydig cells (FLCs;
lacking LH receptor(LHCGR)) before sexual maturity, whereas after sexual maturity, adult leydig cell
(ALC; with LHCGR) are present. In mice lacking the LC-specific knockout mice for transferrin (TF)

receptor (TfrlcK0), testosterone (T) could not synthesize due to reduction of LHCGR expression,
which lead to oligozoospermia. Therefore, we explored the possibility of an epigenetic mechanism of
TF-mediated induction of ALC. As the results, we found that Lhcgr of FLC was highly methylated in
TfricKO mice. These results suggest that iron bound to TF demethylates the Lhcgr gene in FLC, which

induces conversion of FLCs to ALCs in mice.



(Tonai et al., J Reprod Dev, 2020)
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Lipopolysaccharide (LPS) suppresses follicle development marker expression and enhances 2023

cytokine expressions, which results in fail to granulosa cell proliferation in developing
follicle in cows
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