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Microbial Community Characteristics of Traditional Activated Sludge Process and MBR in Acclimation Period
LI An-feng, LUO Jian-ping, HUANG Dan et al
jing Municipal Research Institute of Environmental Protection, Beijing 100037 )

Abstract [ Objective ] To compare the microbial community characteristics in a traditional activated sludge process (S1) and membrane bio-
reactor (MBR, S2). [ Method] MiSeq high-throughput sequencing was used to investigate the microbial community characteristics in S1 and
S2. [Result] The results showed that 47 354 and 51 882 reads with an average read length of 253 bp were found from S1 and S2, respective-
ly. At the similarity level of 97% , 2 693 and 3 208 operational taxonomic units ( OTUs) were obtained from S1 and S2, respectively, and
number of common OTUs was 1 156. The richness index (Chao 1) of S1 and S2 were 6 639.3 and 9 564. 1, and Shannon index were 9.03

and 9. 13, respectively. In addition, Analysis of system evolution demonstrated that Proteobacteria, Planctomycetes and Bacteroidetes were the

(National Engineering Research Center for Urban Environmental Pollution Control, Bei-

dominant phylum in both S1 and S2. Morever, the nitrifying bacteria could be enriched more effectively in MBR, and the ratio of Nitrospirae
was higher in comparison with that in the traditional activated sludge process. [ Conclusion] In acclimation period, both traditional activated
sludge process and MBR had very high microbial community diversity, and similar microbial community structure at phylum level. Higher di-

versity could be found from MBR in acclimation period due to its efficient filtration.
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