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Identification of a novel endo-O-mannosidases for developing a new tool for
de-glycosylation of O-glycans
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Glycosylation for the nascent proteins are one of the most common co- and
post- translational modifications. This modification is well known to play a critical role in the
various biological processes . It is known that free-formed N-glycans, designated as free N-?chans
(fNgs), which are liberated from glycans on the glycoproteins, are accumulated in the cytosol.
However biological meaning of the accumulation of fNgs is unclear. Unexpectedly, we found that
under specific culture condition, yeast cells generate novel free glycans derived from O-linked
sugar chains on the glycoproteins, suggesting yeast cells possess a novel endo O-mannosidase (EOM).
Our goal of this study, therefore, is not only identification of the gene coding EOM and gain
deeper insight into biological and physiological meaning of the generation of the free glycans
derived from O-glycans(fOGs) but also providing this enzyme as a tool for structural/functional
analysis of 0-glycan on glycoproteins.
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