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Mass spectrometric analysis

Technical development of LC-MS
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PNGase-F: peptide N-glycosidase F; HILIC: Hydrophilic interaction chromatography; CE: capillary electrophoresis;
DMS: differential ion mobility; CID: collision-induced dissociation; ETD: electron transfer dissociation;

Q-TOF: Quadrupole time of flight.
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