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Analysis of epigenetic memory induced by maternal hyperglycemia focusing on DNA
methylation and its application to preemptive medicine

Sato, Naoichi
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This study revealed that DNA methylation changes dramatically in the mouse
liver in prenatal period. The study also revealed that changes in DNA methylation are essential for
the functional maturation of the liver as a metabolic organ in this period and identified several
metabolism-related transcription factors as regulators of DNA methylation. Maternal hyperglycemia
caused significant expression changes in a group of genes belonging to GOterms involved in chromatin

structure, such as DNA methylation and nucleosome assembly, in the liver of the pups, suggesting
that maternal hyperglycemia may affect the establishment of DNA methylation in the postnatal
periods.This study suggests that DNA methylation and its regulators may be useful factors for

assessing_the risk of future development of lifestyle-related diseases in newborns and as
therapeutic targets.
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Defining the stage-dependent transcriptome and methylome in the mice liver during perinatal metabolic maturation
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