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epitopes are still challenging to characterize, mainly due to the Anialysi linked Ab/Ag complexes. The
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covalent multimers by chemical cross-linking and High-Mass MALDI T L
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nLC/orbitrap |V|S/|V|S analysis. The data generated were analyzed by After High-Mass MALDI, the cross-linked Ab/Ag complexes were proteolyzed using five
Xquest and Stavrox softwares in order to detect the cross-linked different enzymes to ensure maximum antigen sequence coverage (PMF). The peptides
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dedicated softwares in order to identify inter-protein cross-linked peptides.

between peptides of the antibody and peptides of the antigen.
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