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Post-translational modification by ubiquitin and several ubiquitin like
protein modifiers controls diverse cellular processes. There are many proteins carrying the protein
domains structurally similar to ubiquitin without the ability to form covalent linkage. Sde2 was
first identified as a factor involved in gene silencing at telomere in Schizosaccharomyces pombe and

later found to be required for mRNA splicing. In_this study, we showed that the evolutionary
conserved ubiquitin like domain (Ubl) of Sde2 at its N-terminus is cleaved off in S. pombe and also
in human cells. We found that the Ubl itself is dispensable but the newly exposed neo N-terminus
after removal of the Ubl is important for mRNA splicing.
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