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Sulfonation Strategy Based on Mass Spectrometry
and Its Application in Proteomics Research
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Abstract. Negatively-charged sulfonic group introduced by sulfonation derivatization not on-
ly induced the MS/MS fragmentation of peptides and produced an exclusive series of y-type
ion spectrum, but also changed the charge distribution of sulfonated peptides and made the
enrichment of target peptides by ion-exchange chromatography possible. This technique e-
normously facilitates de novo peptide sequencing and protein identification by mass spec-
trometry. The procedure of sulfonation derivatization and its application in the study of pro-
teomics are reviewed.
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Fig.1 Diagram of sulfonated modification reaction principle
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