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Recent Progresses of N° -methyladenosine in mRNA
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Abstract: N°-methyladenosine(m°A) is the most prevalent internal modification in eukaryotic mRNA.
Recent studies have shown that the modification of m°A is dynamic and reversible ,which is modulated by
multiprotein methyltransferase complex , demethylase and readers. Recently ,m° A modification has received
significant attention as the technology for m®A identification continuously developed. The modification of
m°’A has become one of the hot topics in life science. We summarized the recent progresses on m° A modi-
fication including m®A distribution patterns at transcriptome-wide and organ level, dynamic regulation,
recognition and regulation of mRNA fate. The review will help us better understand the biological impor-
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tance of m A modification and its action mechanism.
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