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Abstract: The microbial community structure of beer wastewater treatment plants with hydrolyze-acidification and SBR process was studied by
PCR amplification and denaturing gradient gel electrophoresis (DGGE) based 16S rDNA. Activated sludge samples were collected from both
hydrolyze-acidification tank and SBR tank at different depth and disposal period. The total DNA was extracted and the 16S rDNA was amplified
by universal primer. The microbial community structure was analyzed by denaturing gradient gel electrophoresis; compared with the DGGE
band pattern of the screened high efficient bacteria. The PCR products were cloned and sequenced to analyze the microbial community in
phylogenic evolution. The DGGE pattern showed that the microbial community in hydrolyze-acidification tank changed with the variation of
depth both in microbial structure and population, and at the depth of two-meter the microbial community was relatively rich, the dominant
bands were notable. The microbial community in SBR tank at different depths and different disposal periods ( precipitation period, inflow
period, aeration period) were consistent respectively, but the dominant bands were different. Sequences of y2, 23, 25, 31, h5, 15 yielded
high homogeneity with the strains uncultured Thermotogales sp.> Comamonas sp. WT OTU1, Agrobacterium tumefaciens> Bacillus subtilis»
Bdellovibrio bacteriovorus> Comamonas testosteroni from GenBank. The 16S rDNA sequences of the dominant bands were not completely same
with that of the high efficient bacteria, which indicated that the strains screened were not the dominant strains in actual process.
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Fig.1 Agarose gel electrophoresis of genomic DNA of different sludge samples and DNA extracted from strains capable of
high COD-degradation (15, 23, 25, 31)
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Fig.5 Tree representing the genetic similarity of the bacterial

community in different sludge samples

R 1 & SBRIt KRR LS RHE G 2 B AR B B TR AR L /9%
Table 1  Calculation Method Dice Coefficient of sludge samples from SBR tank and hydrolyze-acidification tank /%

1 2 3 4 5 6 7 8 9
1 100 85.6 82.2 64.6 74.3 61.1 36.8 40.6 40.9
2 85.6 100 89.2 63.3 72.2 62.2 38.7 38.8 39.6
3 82.2 89.2 100 61.5 72.7 61.3 40 38.5 43.1
4 64.6 63.3 61.5 100 57.4 59.3 49.8 47.3 45.8
5 74.3 72.2 72.7 57.4 100 57.4 36.6 38.9 44.2
6 61.1 62.2 61.3 59.3 57.4 100 35.3 33.1 33.4
7 36.8 38.7 40 49.8 36.6 35.3 100 49.6 58.5
8 40.6 38.8 38.5 47.3 38.9 33.1 49.6 100 59.3
9 40.9 39.6 43.1 45.8 44.2 33.4 58.5 59.3 100
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