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Table 1: Summarizing the literature. Papers reporting HDX-MS based epitope mapping were retrieved by using SCOPUS and PUBMED

databases with the search query “Epitope Mapping + Mass Spectrometry + Hydrogen Deuterium Exchange”. Whenever an epitope

type is not mentioned, the assignment is based on protection profiles observed in HDX-MS of peptides. Longer peptides and protection

in multiple regions are considered as a signature of a conformational epitope. *Protease (O) and protease (C) indicate offline digestion

and immobilized column digestion, respectively. *U and G indicate urea and guanidinium hydrochloride, respectively. #C and L indicate

conformational and linear epitopes, respectively. We apologize to authors whose work was unintentionally overlooked in our

literature searches.
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