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Study of microbial safety in biological activated carbon filtration process
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Abstract: Bacterial community composition of effluents from the biological activated carbon
(BACQ) filtration process in a water treatment plant in Beijing was analyzed by 16S rDNA based py-
rosequencing. The results showed that sand filtration had little effect on the bacterial diversity.
However, the diversity of bacterial community was increased by the BAC process. Bacterial struc-
ture on the carbon particles was remarkably different from the effluents of each processes. Alpha-
proteobacteria, Betaproteobacteria and Gammaproteobacteria were the dominate groups in all sam-
ples. Alphaproteobacteria and Betaproteobacteria could be removed by BAC. However, Alphapro-
teobacteria predominated in the finished water after chlorination. The dominant specie in the fin-
ished water was Hydrogenophaga sp. and its relative abundance was 86. 2%. Nine potential
pathogens were detected in the finished water and carbon particles, including Brevundimonas, Fla-
vimonas and Sphingomonas. Due to their relative low abundance, the risk of biological safety of
drinking water remained at a low level.
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