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New paradigm of genomic imprinting at Gprl/zZdbf2 locus
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Parent-of-origin DNA methylation patterns at imprinted genes are established

during gametogenesis and maintained after fertilization. However, we previously characterized the
unusual regulation of the imprinted Zdbf2 locus, which requires an epigenetic switch during early
embryogenesis. In this study, we revealed that this unique locus is not imprinted in marsupials
without Zdbf2 long isoform switching DNA methylation mark. We also found that LTR retrotransposons
transcribed in oocytes drives specie-specific oocyte DNA methylomes and maternal ly-methylated
potentially imprinted regions. These findings provide us with many hints to elucidate the
complicated origin and mechanism of genome imprinting.
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