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EMNEARERRFZETHMNERES BEREHNBREK. Detect the protein
folding state, unfolding and unfolding movements, oligomerization states and
protein conformational changes in protein level.
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EEEBRASIE AR . Detect protein binding states and provide
information about the interactions between proteins and ligands(protein-
protein, protein-peptides, protein-drug molecules, proteinDNA, protein-
membrane, etc..). H/D exchange Mass Spectrometry can detect both the
binding strength and binding positions in both protein and peptide level.
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Continuous labeling — the most common experiment
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