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Research Progress of DNA N°-methyladenine (6mA) in Eukaryotes

LI Feng ( College of Life Sciences, China West Normal University, Nanchong, Sichuan 637009 )

Abstract Methylation at cytosine of DNA has long been considered as the only modified bases in vertebrate, until the methylation at adenine
site was discovered in recent studies. 6mA is a newly studied base in higher eukaryotes, this modification is in a wide prevalence and con-
served among eukaryotic species. The level of 6mA is dynamically changing and it plays important biological functions in the whole life cycle.
This paper was mainly to review researches of 6mA in recent years, explore its conservatism in evolution and the biological function in eu-
karyotes, elucidate the mechanism of enzymes, then sum up the common used methods in recent studies of detecting 6mA. Finally, put for-

ward the prospect of 6mA research in the future.
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