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Abstract: Post translational modification (PTM) refers to the precursors or proteins undergoing a series of
processing modifications to form the protein with multiple functions. PTMs occur at distinct amino acid
side chains or peptide linkages, and most are mediated by enzyme activity. Enzymes composed of 5%
proteome mediate more than 200 types of post-translational modifications types, among which acetylation
is an important PTM pathway. Acetylation modification is widely studied in eukaryotic organisms, it
participates in almost all physiological activities of cells and is highly conserved. Many recent studies have
shown that acetylation modification is also widespread in bacteria, and the researches related to
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physiological functions have also made significant progress. This article summarizes the mechanisms,

functions of acetylation and detection technology of acetylation modification in bacteria. Besides, we

analyze the existing problems and prospects the potential application value of acetylation modification.

Keywords: bacteria, acetylation, deacetylation, mechanism, function, detection technology
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Figure 1 Acetylation/Deacetylation pathways in bacteria
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Note: Acetylation occurs in two different pathways in bacteria. The
first one is enzymatic, relying on acetyltransferases to catalyze the
donation of an acetyl group from acetyl-coenzyme A to substrates.
The second one is nonenzymatic, acetyl-phosphate acetylates

lysine residues chemically. Acetyllysine can be removed by NAD"
dependent or Zn** dependent deacetylase
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Table 1 Comparison the differences in acetylation modification between eukaryote and prokaryote
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