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Influence of sludge retention time on microbial community in SBR
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In order to reveal the succession procedure of bacteria community structure under different sludge retention times in SBR, the molecular biological techniques
of polymerase chain reaction (PCR) and denaturing gradient gel electrophoresis (DGGE) were applied. The results of cloning and sequencing revealed that the
difference of the structure of bacteria between the samples was obvious. Escherichia coli and Aeromonas sp. were dominant species in the reactor, however,
Uncultured Peptostreptococcaceae was only found in the sample under the SRT of 40 d. It was also found that Shannon-Wiener index was biggest when the SRT was 40 d.

The results of similarity analysis showed that the samples were obviously different from each other.
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