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Complementarity of EThcD and HCD of Glycopeptides: Y ion Filtering for Increased Glycopeptide Identification
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Introduction EfpelrimaiiEl Metal Adduct Glycopeptide Identifications

This poster presents improvements to free web-based software (MS-Filter) for finding * Two d?tasets were an.alyzed | | |

specific ions in peak list files. These changes are designed to assist with intact * Urine dataset enriched for O-linked glycopeptides. Used ten glycopeptides to evaluate performance.  Both expected Y ions and those shifted by the mass of metal adducts (.e.g sodium) were observed.
glycopeptide analysis. We present results using identifications from EThcD data to * Human Glycoproteomics Initiative Study Dataset: enriched for glycopeptides using HILIC. Used to evaluate  Some peptides only gave one or the other

examine matched. HCD data er the.presence of Y ions that are diagnf)stic .fc.)r a given performance for N-linked glycopeptide analysis considering 260 glycopeptide sequences. - o slhvions relEtansiis betmeen sumr s wihether i ermed sl st 7 e
glycosylated peptide, and using this strategy we demonstrate the identification of e Data was acquired on Orbitrap Fusion Lumos mass spectrometer with HCD and EThcD acquired on each

additional glycoforms in O-linked and N-linked glycopeptide datasets. precursor.

In the case of O-linked glycopeptide the most prominent Y ions are YO and Y1, whereas

, _ )  EThcD data was searched using Protein Prospector to identify intact glycopeptides
for N-linked Y1 and Y2 are normally observed. If glycosylated peptides in a sample are
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