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Absgract Biologicd treatment techrologes ,epecidly activated dudge methods ,have long been the main slution
for wasewater treatment ,and microbes have played a key role in the degradation of environmental pollutants. Hucidating
microbia ecological processes and microbial functions during poll utants degradation in both artificia and natura biologica
sysems have been the hot issues in environmental science and engineering fidd. The fag developing nolecular biology
techniques provide not only the powerful tools for probing microbid community gructures,functions and microbid
interactions in different sysems,but d scientific bases for congructing dficient biologica sysems for the renova of
environmental pollutants. This review summarizes the nog often used nolecular methods and the recent research results
in environmenta microbia ecology sudies.
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2.3 Didribution o protozoa in dfferent sewage

trestment systems

3 Bioaugmentation sysems for pollutant renoval
4 Microbial and gene reurce exploitation
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Table 1l GConparison of nolecular ecology techniquesfor microbid ecology research

method target purpose advantage d sadvartage
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