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The purpose of this study is to develop a technique for editing m6A
modification of specific mRNA, and to analyze the function of m6A and to develop an RNA editing
method for m6A modification abnormal diseases. As a development of RNA methylation editing platform,

we have succeeded in demethylation editing of about 80%. As a new evaluation system, we developed a
highly sensitive methylation evaluation method using MazF, a methylated RNA-sensitive RNase. It has
become possible to calculate the editing efficiency with higher accuracy compared to the
conventional IP method using an antibody. The effectiveness of the new methylated RNA editing
platform was demonstrated by the development of these RNA editing systems and their evaluation
methods, and showed the usefulness of the artificial RNA modification editing method.
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