»
y 8
K A

BExXc—19

FIZHREBHER REHREHDE) HARAREBES
VR 2 54 5 H 16 HEBIE

HEEERS 17102

MEIER : S EEEmE

22 AR - 2008~2012

EREES 20062010

MREESL (FIX) BEFERES/ LRRAHFDIES / L EHEE

HEEERER (FEX) Mechanisms of epigenomic regulation in gametogenesis and genomic
imprinting
MERERSE
£ K #z (SASAKI HIROYUKI)
AMKE - EERFLHEEFEHATAT - BiR
MEEES : 30183825

WFFERRREOBEEE (Fn30)

AETEAIRL DI MBI TIXYT ) LRA IR 72 E SRR IR 7 ) IMERF DAL EL , W D
HITO NGt DI AERBIC R E B % 5.2 5, AWFFETIX, ~ 7 AIFFIZINTENE siRNA BN fF7EL
B IR -0 s T O R B A HIE T 528, HEVEAEFEIE O piRNA 4 A2 MitoPLD EFEEND A
RV R—=PI[RILT —ERMETHHIL, piRNA DB K o8 E DA 7V Ml DNA A
FIAICBEDHZEERL | pIRNA DBATF /AL EFH LT DHEOTT VAIRB LT, £, 5~ Of
i THREE DELH D A F AR E 2 RIAL 3 2 0 2 BA %S L 7=,

WFFERR OBEEL (330) -

In mammalian germ cell development, many epigenetic events including genomic
imprinting occur. The changes in the epigenome affect the progression of meiosis and, after
fertilization, the developmental potential of the embryo. In this study, we discovered the
existence of endogenous siRNA in mouse oocytes, which regulated expression of
transposons and genes. We also found that the biogenesis of piIRNA in male germ cells
requires a phospholipase/nuclease family protein called MitoPLD, and that piRNA is
involved in de novo DNA methylation of transposons and a certain imprinted gene(s).
Based on the results, we proposed a model in which piIRNA-mediated DNA methylation
involves nascent noncoding RNA complimentary to the piRNA. Lastly, we developed a
method to visualize the DNA methylation status in individual cells.
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