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Tissue-specific pre-mRNA processing in living animals
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We developed new methods to label nascent precursor messenger RNAs
(pre-mRNAs) in vivo and successfully purified them by using a nematode worm C. elegans as a model
multicellular organism. With the methods, we purified pre-mRNAs from a mutant worms strain defective
in mRNA surveillance system and subjected them to long-read cDNA sequencing. We successfully
identified genes whose expression levels are regulated at the pre-mRNA processing level coupled with
the surveillance system genome wide. Among them was a gene whose expression level was regulated by
nucleotide modification at the very splice acceptor site.
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Intron half-life 16,255 introns, p < 0.2
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