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In this study, we aimed to verify the feasibility of detection of

artificially introduced RNA-modified bases by nanopore sequencing and to create a fundamental method
for analysis of transcription and post-transcriptional regulation. By combining TUC-Seq, which
converts an artificial base, 4sU, to cytosine, with high-accuacy sequencing by nanopore sequencing
using the R2C2 method, we successfully developed an experimental method and pipeline for data
analysis to detect 4sU-labeled and unlabeled RNA-derived reads.

Furthermore, we identified the full-length structures of cancer-specific splicing isoforms. We
applied the method to analyze the mechanism of accumulation of these isoforms in cancer.
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