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Development of systematic approaches to explore protein acylation using
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Using a proteomics approach in combination with immunoprecipitation, we
identified 197 lysine acetylation sites from 128 proteins, 361 lysine propionylation sites from 183
proteins, and 18 succinylation sites from 14 proteins in Thermus thermophilus HB8, an extremely
thermophilic eubacterium. It was demonstrated for the first time that lysine propionylation is a
prevalent post-translational modification. The types and numbers of acylation sites varied depending on
the growth phase and carbon source. In addition, acylproteome analysis for other four bacteria revealed
that abundance of these acylation varied by species and suggested that different acylation are regulated
separately and may serve different functions. Mapping of the acylation sites on the structures proposed
the likely regulatory function of these post-translational modification.
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T. thermophilus (129 )
Geobacillus kaustophilus (83 )

Bacilllus subtilis (7 )
Escherichia coli (10 )
Rhodothermus marinus (2 )
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