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Application of metaproteomics for studying functional microbial
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Beijing 100193, China)

Abstract: In the postgenomic era, there is a clear recognition of the limitations of nucleic acid-based methods for
getting information on functions expressed by microbial communities in situ. In this context, metaproteomics
approaches appear to solve the limitation of metagenomics, the large-scale study of proteins expressed by
indigenous microbial communities should provide information to gain insights into the functioning of the microbial
component in ecosystems, track new functional genes and metabolic pathways, and provide data linking genetic and
functional diversity of microbial communities. Metaproteomics is expected to identify proteins preferentially
associated with specific function. These proteins are considered as functional bioindicators should contribute, in the
future, to help policy makers in defining strategies for sustainable management of our environment. This review
tracked the origin of metaproteomics, laid emphasis on the function of metaproteome analysis on describing new
functional genes and their related genes, revealing microbial taxonomic diversity and the functionality of microbial
communities in complex environments. At last the situation of application of metaproteomics in studying functional
microbial was also discussed in the dissertation.
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