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Summary: Lysine acetylation is a reversible modification controlled by two groups of enzymes: 

lysine acetyltransferases (KATs) and lysine deacetylases (KDACs). Acetylated lysine residues 

are recognized by bromodomains, a family of evolutionarily conserved domains. The use of 

high-resolution mass spectrometry-based proteomics, in combination with the enrichment of 

acetylated peptides through immunoprecipitation with anti-acetyl-lysine antibodies, has 

expanded the number of acetylated proteins from histones and a few nuclear proteins to more 

than 2,000 human proteins. Because acetylation targets almost all cellular processes, this 

modification has been associated with cancer. Several KATs, KDACs and bromodomain-
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