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Analysis of Glycopeptides of a Monoclonal Antibody Using the High Resolution MALDI-TOF MS “MALDI-7090"
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MS Analysis of the Glycopeptide Fraction
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Mass Spectrum of the Glycopeptide Fraction from the Monoclonal IgG
Glycopeptide signals were shown in red circle.
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High Resolution MS/MS Analysis of the Glycopeptide (m/z 2795.74) from the monoclonal IgG

EEQYNSTYR was the peptide sequence of the analyte which was confirmed by MS/MS analysis. The consensus sequence of the
N-glycan binding site was underlined. HexNAc, Fuc, Hex, and LacNAc is the abbreviation of N-acetylhexosamine, fucose, hexose, and
N-acetyllactosamine, respectively
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Identified Glycopeptide Structures from the Monoclonal IgG
EEQYNSTYR was the peptide sequence of the analyte and the amino acid residue of N-glycan binding site was shown in Red.
Symbols: [l ; N-acetylhexosamine, O@ ; Hexose, A ; Fucose
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