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Analysis of epigenomic modification of fetal liver caused by maternal nutrition
via endoplasmic reticulum signal
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Epidemiological studies have revealed that the nutritional status of
pregnant mothers is related to an iIncrease the risk for adverse outcomes both in maternal and
offspring health, but a detailed molecular mechanism is still unknown. Previously, we have found
that PERK, which regulates endoplasmic reticulum stress response, is activated by changes in
nutritional conditions such as starvation and satiation, and that activation of PERK affects glucose

metabolism and lipid metabolism in the liver. In this study, epigenomic changes in fetal liver via
PERK were analyzed using genetically modified mice which can arbitrarily activate only PERK in the
liver. We found that the proportion of DNA methylation was increased in the liver after birth when
PERK was activated in the liver at a time of embryonic stage.
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