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Figure 1. Comparison of MS/MS data from a glycopeptide containing G1F using CID and EAD. Top _ _ _ _
o ZenoTOFE 7600 panel shows CID data, while bottom shows EAD data. Circled in green are indicative c-ions (c8, c9) for the Figure 4. EAD MS/MS spectrum for %chopgptlde with Man5. MS/MS spectrum is shown for a low- © 2021 DH Tech. Dev. Pte. Ltd. RUO-MKT-10-13828-A.
o Export to Sciex 0S Save Annotations glycan while circled in orange are the indicative z-ions (z20, z21). Blue hash (c- and b-ions) and red hash abundance glycopeptide (z = +5) of ~3% relative abundance. EAD achieved extensive fragment
PDF Report System (z- and y- ions) indicate the ions identified. coverage and localization of the glycosylation. Diagnostic fragments ¢8/c9 and z20/z21 are circled in
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