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Towards understanding of life cycle of prematurely terminated RNAs accumulated
in cancer cells

Ogami, Koichi
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In cancer cells, aberrant RNAs (ptRNAs% are produced due to premature
transcriptional termination within introns. ptRNAs can act either as potentially harmful molecules
or as beneficial sources of functional proteins; however, how they are regulated and associated with
cancer remains largely unclear. In this study, we analyzed ptRNA expression across various cancer
types and revealed their diverse expression profiles, demonstrating their potential utility in
classifying cancer patients. We found that ptRNA expression is associated with cellular immaturity

and the expression of RNA modification factors. Furthermore, our analysis of ptRNA-derived proteins
identified candidate molecules with potential as neoantigens.
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