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Microbial Community Characteristics of UASB for Low-phosphorus Brewery
Wastewater Treatment
YUAN Ya-shu', ZHANG Li-wei', YANG Jia-rong', CHEN Zheng-yang',
FU Jin-xiang', LU Ze', WANG Wei?
(1. School of Municipal and Environmental Engineering , Shenyang Jianzhu University, Shenyang
110168, China; 2. Shenyang Water Group Co. Lid., Shenyang 110000, China)

Abstract:  To investigate the microbial community and diversity in anaerobic treatment of
low-phosphorus brewery wastewater, the anaerobic sludge obtained from a special low-phosphorus
wastewater treatment process of a brewery in Benxi was inoculated in a laboratory-scale UASB, and the
bacterial and archaeal communities of the cultivated anaerobic sludge for low-phosphorus wastewater
treatment were analyzed by high-throughput sequencing. It took approximately 60 days for the UASB
system from start-up to stabilization, and the COD removal efficiency was above 70%. The dominant
bacterial genera of the sludge in the system were Chlorobium, Longilinea, Methanothrix, Levilinea, etc.,
and the dominant archaea were Methanothrix and Methanobacterium. Compared with other conventional
anaerobic sludge, the relative abundance of sulfur-oxidizing bacteria and sulfate-reducing bacteria in the
anaerobic sludge for low-phosphorus brewery wastewater treatment was higher, which were the dominant

bacteria.
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Fig.3 Community structure distribution of bacteria in

sludge samples at genus level
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