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Molecular biological techniques for the analysis of
microbial communities in biological water treatment plant
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Biological water treatment processes such as activated sludge have been widely used. But our
understanding of those microorganisms is limited, since many environmental bacteria cannot be
cultivated by conventional techniques. Recent molecular biological techniques provided us new
approaches to understand the dynamics of microbial communities in environment or biological water
treatment plants. Fluorescent in situ hybridization (FISH) provides us a powerful tool to detect the
target bacteria in microbial communities. By using denaturing gradient gel electrophoresis (DGGE) and
terminal-restriction fragment length polymorphism (T-RFLP), we can analyse the diversity microbial
community. These novel techniques would offer us useful information for the optimization of process
operation and the development of high performance equipments.
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