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IHIZ, RNA T 17 1 > ZIZB B3 Td 5 Adenosine deaminase acting on RNA (ADAR)
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WIER OB (J530) : In this study, we first developed a high-throughput screening method to
identify microRNA (miRNA) which maturation is inhibited at the processing steps, and found several
candidate miRNAs. Second, we examined the effects of adenosine deaminases acting on RNAs
(ADARs) on miRNA processing, and identified novel 48 editing sites in 24 miRNAs. Each ADAR

isoform was considered to inhibit the processing of different miRNAs.
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