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PCR-DGGE and its application in the research of
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Abstract: The denaturing gradient gel electrophoresis (DGGE) has been proven to be widely used in

the microbial environment,including the microbial treatment,microbial diversity and the screening of the

function bacterium. In this paper,the principle and technical route of DGGE is briefly introduced,including

its main causing factors,the excellence and the limitation. The future of this technology is also expected.
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