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Intron-exonized RNA regulated by RNA surveillance systems and their involvement
in cancer maintenance mechanisms.
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RNA surveillance sKstems, such as RNA processing, degradation, and
modification, are important regulatory mechanisms that appropriately regulate gene expression levels
in response to various external stimuli. Dysregulation of RNA surveillance systems is a cause of
various diseases; however, their molecular mechanisms are not fully understood. Here we focused on
the RNA exosome-MTR4 complex that degrades aberrant nuclear RNA. We revealed that it regulates
paraspeckle formation by IncRNA NEAT degradation and that EXOSC4, an RNA exosome component, is
required for the survival of pancreatic cancer cells. Moreover, MTR4 interacts with hnRNPK to
recognize and degrade aberrant RNAs with defects in RNA processing. We also demonstrate that the

proteig granslated from aberrant RNA derived from the KCTD13 gene forms aberrant condensates, termed
KeXT body.
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