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Analysis of Bacterial Diversity of Gravel Contact Oxidation Reactor by
16SrDNA Sequencing
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Abstract Microbes are important members in a biological treatment system, especially, in the gravel contact oxidation reactor filled with
crushed stone globular aggregates as carriers, which is discussed in this paper. By means of molecular biology techniques, for the gravel
contact reactor, in its typical area, including the surface biological membrane of gravel, internal sludge of gravel and bottom sludge of the
reactor, after DNA extraction, PCR and cloning, 16SrDNA sequence determination, the bacterial diversity is analyzed. The results indicate
that the reactor bacterial communities are composed of aerobic bacteria group and anaerobic bacteria group. The dominant members are
respiratory metabolized microbes Pseudomonas and fermentative metabolized microbes Bacteroidetes bacterium/Cytophaga. Non—dominant
members in the aerobic group include a—, B—, and 7y —Proteobacterium, Nitrosospira, Chlamydia, Gluconobacter and Agrobacterium.
Anaerobic members are Spirochaeta Sp., delta preobacterium, Denitrifying bacterium. In addition, to reduce the growth of biomass, the
slow—growth bacterial group is also a feature group in this reactor. The existence of biodiversity is the key of the sludge reduction.
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Fig. 1 Gravel contact oxidation reactor
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Fig. 2 Biological gravel carrier
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Fig. 3 Results of genomic DNA sample extraction
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