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Recent Progresses in RNA m°A Methylation Research

RU Wen-xiu, SHEN Xue-mei, ZHANG Xiao-yan, CHEN Hong "
( College of Animal Science and Technology , Northwest A&F University , Yangling , Shaanxi 712100 )

Abstract; RNA m°A methylation is a post-transcriptional modification that occurs at the sixth N atom of RNA

adenine. m°A is a dynamically reversible modification that catalyzed by methyliransferase, demethylase and reader

proteins. It has important regulatory functions. In this review, we summarized the discovery of m°A, the role of re-

lated enzymes, and vital functions in biological significance, which will provide important theoretical support for the

research on the regulation of m®A in the genetics and breeding of cattle.
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