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INTRODUCTION PROPOSAL

Accurate RNA modification identification is vital for understanding
gene expression regulation and its implications in biotechnology. This
study focuses on precise RNA modification detection using Oxford
Nanopore Technology (ONT) sequencing data. RNA modifications
play a central role in gene expression and post-transcriptional
processes, underscoring their critical importance in diverse fields.

Traditional methods often oversimplify by relying on reading errors as Unmodified base .ol - Modified base pisail
indirect indicators of RNA methylation, resulting in lower accuracy ole ole ”

and a lack of specific modification details. '1 " — ore " "‘

MATERIALS AND METHODS
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CONCLUSIONS
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Our proposal is a novel approach to the precise detection of RNA
modifications with a ML model based on NLP and sequencing data.
Bk 5 Lt o | The accurate identification of RNA modifications will undoubtedly

il e - enhance our knowledge of gene regulation and open up new
avenues for biotechnological applications.
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