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mili, a mammalian member of piwi family gene, is essential for spermatogenesis
Kuramochi-Miyagawa S et al, Development, 131:839-849, 2004

DNA methylation of retrotransposon genes is regulated by Piwi family members MILI and MIWI2 in murine
fetal testes
Kuramochi-Miyagawa S et al, Genes Dev, 22:918-30, 2008

MVH in piRNA processing and gene silencing of retrotransposons
Kuramochi-Miyagawa S et al, Genes Dev, 24:887-892, 2010

Induction of DNA methylation by artificial piRNA production in
male germ cells
Itou D et al, Current Biol, 25: 901-906, 2015

Comprehensive DNA methylation analysis of retrotransposons in male germ cells
Nagamori I, et al. Cell Rep, 12:1541-7, 2015
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