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Distribution features of RN A modifications
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Abstract: RNA modifications have become as one of the hotspots in epigenetics. N°-methyladenosine (m°A),
5-methylcytosine (m’C), pseudouridylation (w) and many other types of modifications have been identified in recent
years. They displayed distinct distribution features and these features are closely associated with their RNA post-
transcriptional processing. Development of traditional detecting techniques, single-cell, single base resolution
sequencing and other novel emerging technologies opens the possibility of more precise and deeper analysis for
RNA modifications. Here, we mainly introduce the distribution features of RNA modifications and discuss its future

challenges and perspectives.
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