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Fuction of m6A RNA modifications in human placenta.

Taniguchi, Kosuke
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The association between N6-methyladenosine §m6A) -a typical mRNA methylation
modification- and disease have begun to be reported. However, the function of m6A modification in
human placenta has not been elucidated.
In this study, we performed a comprehensive m6A analysis using the human placenta of various birth
weight neonates and a pregnancy complication in order to elucidate the function of m6A modification
in the human placenta.
The m6A at the 5"UTR of placental mRNA had unique m6A modification in each fetal development group
and a pregnancy complication group. We identified a number of mRNAs that showed a significant
difference in the amount of m6A in each fetal development group and a ﬁregnancy complication group
compared with the control group, although there was no difference in the expression level. Our
results suggested that the m6A at the 5°UTR might promote protein translation, which could affect
placental function.
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