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Novel method to identify targets for RNA binding protein by using RNA modification
enzyme.

Kumagai, Yutaro

3,100,000

RNA 5-
RNA RNA bisulfite

5- RNA RNA

RNA

In this project, enzymatic active region of an enzyme which position-specifically
5-methylates cytosine in RNA will be fused to RNA binding protein of interest to render the enzyme target
specificity. The enzyme will specifically methylate target RNA, which can be distinguished by using
bisulfite sequencing. This project aims at identifying targets of RNA binding protein of interest through
identification of methylated RNAs by using the method above. By optimizing reaction and expression system
of the fusion enzymes, we succeeded to apply the proposed method in certain cell lines when enzyme-fusion
proteins are over-expressed. We further continue to search for enzymes which can be used in primary
cells, and also plan to identify targets of RNA binding proteins in cell lines.
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