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Abstract: Normal development of mammals depends on accurate function of epigenetic regulation, such as

genome-wide DNA methylation reprogramming in the primordial germ cells and in the early embryo. DNA

methylation in embryonic development was closely related with genomic imprinting, regulation of gene ex-

pression and morphogenesis of cells and embryos. It is of significance to clarify the mechanism and function

of DNA methylation for research on mammalian ontogeny and human disease.
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