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Since aberrant accumulation of R-loops in the genome structure can cause
adverse effects on cells, the resolution mechanisms of R-loops are very important to cells. It has
been suggested that inosine modification, one of the epitranscriptomic marks, is involved in the
resolution of the R-loop structure. In this study, we aimed to develop a technique to identify
inosine modification sites on the R-loop regions. We found a new compound that specifically reacts
with inosine bases, and determined the conditions for biochemical enrichment and purification of
nucleic acid oligos cotaining inosine derivatives after the reaction. Furthermore, we explored the
R-loop regions resolved by the inosine modification enzyme ADAR1 and found that it resolves the
R-loop of the region encoding a transcriptional factor involved in inflammatory responses.
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