HOW TO ANALYZE

PROTEIN
POST-TRANSLATIONAL
MODIFICATIONS

Protein post-translational modification (PTM) refers to
covalently binding chemical moieties to the amino acid
side chains of proteins. More than 400 types of PTMs
are known, and almost all proteins can undergo PTMs.
Meanwhile, the same protein can achieve multiple PTMs
simultaneously.

TYPE OF POST-TRANSLATIONAL MODIFICATIONS
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The physicochemical properties of the protein will significantly change when it
undergoes PTM, altering protein conformation and thus directly changing the
binding ability and protein functions. Although protein expression levels may
remain the same, protein functions are significantly changed if the state of
post-translational modification is altered.

The effects of PTM on protein functions are diverse, which are manifested in the
following three aspects: (1) Multiple functions may be given when one type of
post-translational modification is made to a protein; (2) Different protein func-
tions may be revealed when the same type of post-translational modification is
made to one protein but at different amino side chains; (3) Different post-transla-
tional modifications may be applied to one protein and lead to changes in protein
functions and biological processes of different complexities.

POST-TRANSLATIONAL MODIFICATION ANALYSIS STRATEGIES
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PTM ANALYSIS IN CREATIVE PROTEOMICS

What We Can Do
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