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Transformation of Ammonia Nitrogen in Tanning Wastewater by
Artificial Microbiome and Comparative Analysis of Microbiome
Change

LIU Yi',LIN Zuduan', TANG Hongchi',SHI Yongkang®,LIN Lihua',GUO Yuan',
WANG Zilong' ,PANG Hao'" "

(1. State Key Laboratory of Non-Food Biomass Enzyme Technology. National Engineering Research Center for Non-Food Biorefin-
ery,Guangxi Key Laboratory of Biorefinery, Guangxi Academy of Sciences,Nanning, Guangxi,530007,China;2. College of Chem-

istry and Engineering, Guangxi University for Nationalities, Nanning , Guangxi,530007 , China)

Abstract: In order to explore the impact of compound artificial microbial group on the microbial community in
the tannery wastewater treatment system, based on the traditional anaerobic/aerobic (A/QO) wastewater
treatment process, the artificial microbial group was formed by adding microbial compound bacteria. The
composite artificial microbiome was used to enhance wastewater treatment,and high-throughput sequencing
technology was used to determine the sequence of bacterial 16S rRNA V3 — V4 mutation region in each sam-
ple. The sequencing data were analyzed by bioinformatics analysis, Alpha diversity analysis and species com-
position analysis. The results showed that after the addition of microbial group,the treatment effects of COD
and ammonia nitrogen were improved. The removal rate of COD was about 82. 60% ,and the removal rate of
ammonia nitrogen was about 99. 47%. The results of high-throughput sequencing showed that the abundance
and diversity of microbial communities in activated sludge were improved with the addition of microbial
groups.and the proportion of pollutant degradation functional bacteria was increased. The genus Thauera be-
came the most dominant one. The addition of composite artificial microbial group has certain potential for
strengthening tannery wastewater treatment.

Key words: artificial microbiome; tannery wastewater; biological nitrogen removal; high-throughput sequen-

cing; microbial community structure
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