%34 % H11#H o 2 K HE K Vol. 34 No. 11
2018 46 A CHINA WATER & WASTEWATER Jun. 2018

mRVMEX O, /BAC T Z, BV A V) o F I R AT

A, Bt kesM Fmg
(L ks ERIAEFER, & M 5100065 2. &I FKE <@ >HRANE, J° &
EY) 518031 3.ARE LIRS <FEI > EALSRBIEFE, 4 K] 518055; 4. I
RFERARE R T LR EEERE, & KI| 518055)

# ZE. A A llumina HiSeq Fi@ M 53 A, st & B d 5 B #A K % 0,/BAC 427 K 4 22
AP & T L BRI R AN AR R L RAMAERATAT L . R A, 0 P L 3RAT 385 499
HA A (Effective Tags) )3 K A 45 A~17.86 449,165 /A~ B 308 AMF+.567 A& #AY %A
PR T LA AR T AR, SR A T A K HRAR T e A O A R B A2 A
By Ve K P A S AREAR V AR K (FB) R IR, BLIEAY (FS) Fo i % £ 39 A X
THANW A, L P ERR LR MAN SRR TRA I AR P EHE T ALKE
N BAFEA T RER AT EA N4 ERES, 55 4 68.47% (10.64% 6. 15% 4. 63% A= 1.51% ;
R IOE B FBFS o BACH S w KRB A , A5 B LA /AL KA A HMEAL, =
H TR W AR, RARA R Z EW—KIRE, 2T AEM,

KEW: AR, RAR/AEMNFEERRIZL; AW SHM;  Ilumina HiSeq & il &0 5

FESHES: TU91.2  XEIRIREE: ¢ XTEHS: 1000 -4602(2018) 11 -0045 - 06

Analysis of Microbial Diversity in O,/BAC Drinking Water Advanced

Process in Southern Humid Heat Area
ZHOU Chang', CAI Guang-giang”>*, ZHANG Jin-song'”***, HUANG He-xun’
(1. School of Civil Engineering, Guangzhou University, Guangzhou 510006, China; 2. Shenzhen
Water Affairs < Group > Co. Lid., Shenzhen 518031, China; 3. School of Civil and Environmental
Engineering , Harbin Institute of Technology < Shenzhen >, Shenzhen 518055, China; 4. Key
Laboratory of Water Resource Utilization and Environmental Pollution Control in Shenzhen
Shenzhen 518055, China)

Abstract; The Illumina HiSeq high-throughput sequencing technology was used to study the mi-
crobial diversity and variation in the effluent from each unit and in the filter media of an O;/BAC drink-
ing water treatment process, located in a southern humid heat area of China. A total of 385 499 effective
tags were sequenced, which were classified as 45 phylum, 86 class, 165 order, 308 family, and 567
genera. The microbial diversity decreased with the whole process. Especially, the microbial diversity was

reduced greatly in the disinfection process, which indicated high disinfection efficiency. However, the
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microbial diversity in the effluent of biological activated carbon filter was larger than that of the V-shaped
sand filter. In addition, the filtration sand and the activated carbon were attached by a large amount of
microorganisms, and the microbial diversity in the activated carbon was larger than that of raw water. Mo-
reover, the contents of Proteobacteria, Actinobacteria, Bacteroidetes, Firmicutes and Planctomycetes were
relatively high in all samples, accounting for 68.47% , 10.64% , 6.15% , 4.63% and 1.51% , respec-
tively. A large number of Sphingomnas were detected in the sample of FB, FS and BAC, and were found

together with Pseudomonas in finished water, both of which could cause corrosion of the pipe network and
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were great potential risks to the drinking water.
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Fig.2  Microbial composition of samples at different classification levels
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