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Fig.1 Research strategies formetaproteomics
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Table 1 Applications ofmetaproteomics in environmental ecology
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PREWE A MEREBRIIGEIETR 2D-PAGE, MALDI-TOF-MS 588,78 [15]
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¥ i ok h 2D-PAGE - [21]
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Recent advance and application of metaproteomics

WU Chong-de'*” , HUANG Jun', ZHOU Rong-qing'

1( College of Light Industry, Textile & Food Engineering, and Key Laboratory of Leather Chemistry and Engineering,

Ministry of Education, Sichuan University, Chengdu 610065, China) 2 ( Liquor Making Biological Technology

and Application of Key Laboratory of Sichuan Province, Zigong 643000, China)

ABSTRACT Metaproteomics is a newly emerging technology to investigate the micro-ecosystem in environmental

system by proteomie approach, and it has shown powerful functions in the fields of environmental ecosystem. This re-

view summarized the research strategies of metaproteomics and applications in wastewater biotreatment, soil and fer-

mented food. It demonstrated the directions for future research in the field of microbial ecosystems.

Key words metarpoteomics; two-dimensional electrophoresis; environmental microbe; microbial community struc-

ture
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