LZHRMFRIEE, J. Anhui Agric. Sci. 2022,50(9) :83-86

RFEFFAKNE SN KA R E LGN

oW RMRE B o B RAE L P ET
(BB AN B2 B K PR WF IS BT 7K P 1 J3 58 2048 T S S 5, 225 AR 230000)

WE [ ARNAEFT KN LA R mERE SN, [ F %] K8 Nlumina—MiSeq 38 F 0] 5 H AR N £ 4 2 5T KRN
EAEBIATMA SRS, [SRINEFSB PO DAREL SR FENEES TAELETARK, 4 BAHESTHAAREFI AR
VAN Cdnty B JE T80 5 £ KT L R HH 12 % 29 8 17 (Cyanobacteria) o34 & # 17 (Actinobacteriota) ; f£ & K -F L e # m ¥ & &
# Cyanobium_PCC_6307 .hge 1_clade, WA LI E LI L TAMTIA T F BRI, ARFAR 547 & I N K38 i 58 4F
J SRR B A A COD #3134 3 39. 75% 37. 21% 59. 52% ., [ 456 |32 AT 50 A M R4 K3 KA AE L sl 3038 ) 3+ 0 K 4L 22 R A
EFRRARAMELAIRTEN,

KR RAAEEF KRN E; AR Sl 0 AR il S A
FESES X703 XHERFRIZES A

XERE  0517-6611(2022)09-0083-04

doi : 10. 3969/j. issn. 0517-6611. 2022. 09. 020

FFHRIE (HEARS ) FRIRAD (OSID) : ot

Analysis of Bacterial Community Structure in Shellfish Purification Area of Rural Domestic Sewage
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Abstract
lumina-MiSeq high-throughput sequencing technology was used to analyze bacterial diversity in shellfish treatment unit water and shellfish sam-

[ Objective ] To study the microbial community composition in shellfish purification area of rural domestic sewage. [ Method ] The 11-

ples. [ Result]The diversity and abundance of bacterial community in the shellfish samples were significantly higher than those in the water of
the treatment unit. There were a large number of sequences in the four samples that cannot be classified into known genera. The dominant bac-
teria were Cyanobacteria and Actinobacteriota at phylum level. At the genus level, the mainly bacteria are Cyanobium PCC 6307 and hge
I_clade. Microbiota analysis showed that the water of the shellfish treatment unit may be in the process of eutrophication. Water quality detec-
tion and analysis showed that the removal rates of ammonia nitrogen, total phosphorus and COD by shellfish filter-feeding were 39. 75%,
37.21% and 59.52%, respectively. [ Conclusion]The research provides a theoretical basis for shellfish water purification technology, and it

has guiding significance to the construction of shellfish treatment rural sewage system.
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Fig.1 Schematic diagram of shellfish purification area
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Fig.2 Rarefaction curve of samples
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Fig.3 Venn diagram of 4 samples OTUs
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Table 2 Bacterial community diversity index
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Fig.4 Composition of bacterial community in each sample at
the phylum level
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Fig.5 Composition of bacterial community in each sample at

the genus level
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