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Fig. 1 N-glycosylation of proteins through the Pgl pathway in prokaryotes
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Abstract
functions and it's an important molecular basis in the dynamic response and interaction of proteins, meanwhile, it

Post-translational modification of proteins is a key step in the process of regulating their biological

can be considered as important targets to regulate the cell signaling networks. At present, post-translational
modification of protein has become a critical area in the research of proteins. In prokarytes, post-translational
modification of proteins can play a crucial role in the life activities, such as cell signal transduction, metabolism,
protein degradation, pathogenicity of pathogenic microorganisms and so on. The types, mechanisms and functions
of the classical post-translational modification of proteins in prokaryotes were summarized and the recently
discovered global acetylation in Salmonella enterica, as well as the ubiquitin-like modification in Mycobacterium
tuberculosis, were also introduced.

Key words prokaryote, post-translational modification, glycosylation, phosphorylation, lipid modification,
acetylation, ubiquitin-like modification, methylation

DOI: 10.3724/SP.J.1206.2010.00138

*This work was supported by grants from The National Natural Science Foundation of China (30870100) and National Basic Research Program of
China (2009CB522605).

**Corresponding author.

Tel: 86-21-64671226, E-mail: yfyao@sjtu.edu.cn

Received: July 22,2010  Accepted: October 11,2010



