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Elucidation of the contribution of non-coding regions to carcinogenesis by
transcriptome analysis using a long read sequencing technology
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The objective of this study was to identify and elucidate the function of
candidate novel protein-coding genes in non-coding regions from full-length analysis of transcripts
in cancer and noncancerous areas of multiple tumors using long-read sequencing. Using a long-read
sequencer, we performed full-length analysis of transcripts from multiple tumors and identified
several transcripts whose expression levels were elevated in cancerous areas. We also developed a
program to extract domains present in transcripts with differential expression by combining
automated and in house programs to predict protein domain structures from amino acid sequences.
Further detailed analysis of the candidates detected by these approaches will be performed, as well
as cell-based experiments.
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