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APPLICATION OF MODERN MOLECULAR
BIOTECHNOLOGY TECHNIQUES IN.-THE RESEARCH OF
MICROBIAL COMMUNITY+IN ACTIVATED SLUDGE

XU Jin, YU Ping=ping, ZHANG Hong—feng
(Agricultural and Animal Husbandry College of Tibet University, Tibet Linzhi, 860000)

Abstract: Activated sludge is the key functional element of biological wastewater treatment
plants which employ an activated sludge process. With the development of the research
method, people?s understanding on the microbial community in activated sludge is gradually
deepened. This article summarized the application of modern molecular biology techniques in
the research of microbial community in activated sludge. These modern molecular biology
techniques include the ERIC —PCR technology, SSCP technology, real —time quantitative
PCR, DGGE/TGGE technology, 16S rRNA sequence comparison, T —RFLP technique,
FISH technology, Metagenomics technology and so on. Then emphasize the further research
of microbial community of activated sludge should be the establishment of the new method
and a variety of the integrated use of modern molecular biology techniques.
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