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Metagenomics Technology Application in Microbial
Functional Enzymes

JinHao LiBailin Pan Yingjie OulJie Chen Lanming
College of Food Science and Technology, Shanghai Ocean University, Shanghai 201306

Abstract: Metagenomic technology is applied in studying the total genomes of complex microbial community in specific environment. It
overcomes the limitations of conventional methods of microorganism cultivation and provides powerful techniques to explore and utilize rich
gene resources of unculturable microorganisms. Remarkable progress has been achieved in this research field. This paper reviewed the theory
and application of metagenomic technology in screening novel functional enzymes from microorganisms.
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