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Development of a method to analyze glycosylation site-specific glycome at
proteome-scale for study on significance of glycan heterogeneity

Kaji, Hiroyuki
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Since glycans on glycoproteins are synthesized by many glycan
synthesis-related enzymes, they have diverse and heterogeneous structures. Since the expression
profile of the enzyme varies depending on the cell type, the glycan variety (glycomes) varies from
cell to cell. Furthermore, glycomes are recognized to be different for each type of protein, and at
each attachment site. However, little is known about the actual state of glycan heterogeneity.
Direct analysis of glycopeptides is essential for analyzing site-specific glycomes, and several
methods using MS analysis based on multi-ste? dissociation have been developed. However, its
sensitivity 1s quite low. Therefore, we developed an MS/MS-independent method for site-specific
glycome analysis, and applied it to the glycopeptides obtained from several major mouse tissues. We
could obtain large scale information of site specific glycomes; about 12,000 site-specific
glycoforms at about 1,200 sites on ca 800 glycoproteins.
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. Accurate mass- and glycan
composition-based  assignment  of
glycosylation site-specific glycomes of

complex glycoprotein mixture.
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GlycoProtDB: A glycoprotein database
http://acgqg.asia/gpdb2/index?request lo
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