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Exploration of quality control mechanism during U snRNA / snRNP biogenesis
process
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Ul-tfs, derivatives of Ul snRNA, are generated ﬁresumably by quality control
mechanisms in the process of Ul snRNA biogenesis and eliminated through P-body dependent RNA
degradation. However, the detailed molecular mechanisms involved in the formation of Ul-tfs had not
been clarified. To elucidate the mechanisms underlying Ul-tfs formation, we first examined the
cellular compartments where Ul-tfs are generated by using the nuclear export defect mutants of PHAX,
which is required for the nuclear export of U snRNAs, and revealed that Ul-tfs are formed already
in the process between transcription and nuclear export in the nucleus. We therefore examined the
involvement of nuclear-localized 3' -5 exoribonucleases in the formation of Ul-tfs and found that
exoribonuclease ERI1 might play a role in the Ul-tfs formation by targeting Ul snRNA species which
are failed to be processed by TOE1l, the responsible enzymes for normal U snRNAs 3’ end trimming.
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