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The effects of maternal gut microbiota on the fetal health
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It is reported that the fetal environment is involved in postnatal health
disorders. There are many environmental factors, such as maternal nutritional status and exposure to
environmental chemicals. Additionally, maternal health status is one of those factors. in this
study, we investigated the relationship between maternal gut microbiota and umbilical cord DNA
methylation. The body mass index or other maternal factors were not associated the composition of
their gut microbiota. The DNA methylation of three regions neighboring two genes were associated
with Firmicutes phylum of maternal gut microbiota. The data suggest that maternal gut microbiota can
affect DNA methylation status of fetal tissues.
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