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Study on Matrix Degradation Efficiency of Wastewater Based on
Regeneration of Frozen Activated Sludge Microbial

XIAO Fei, DONG Wen-ming, WANG Wei-hong
( College of Water Conservancy and Civil Engineering, Xinjiang Agricultural University ,
Urumgi, Xinjiang 830052, China)

Abstract; A sequencing batch reactor (SBR) with 12.5 height-diameter ratio was used to defrost and ac-
climate the frozen mature aerobic granular sludge ( AGS) for studying the enrichment culture of frozen parent
particles and its recycling in matrix degradation of tomato wastewater. The results showed that the activated
sludge was granulated completely on the 60th day, and the average particle size was not less than 0.45 mm.
The results of high-throughput sequencing showed that compared with parent particles, proteobacteria and
bacteroidetes related to granulation were dominant bacterial communities and were enriched in the sludge. The
microbial abundance was significantly different (P <0.05). The removal rates of COD, NH,-N and PO; -P
by complex strains were 98.9% , 82. 1% and 82.2% respectively. It was concluded that tomato wastewater
could be effectively degraded.
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Table 1 Alpha diversity index of microbial community

BA 5 YR
D1 D2 D3 D4

FE 5 EL n/ A 61 385 51 243 45 258 55 074
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Fig. 1 Distribution of microorganisms at order level
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