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TRAE2H B 7K P A R AR ety e THT AR, SR I A0 SADNA, - AL 1 16S . rDNABERE SCP%E, Ik 16S rDNAFF BRI RGER E /04T, e P (40 s A

ZREVECL RBER GRIAT THESE. S5 RW], 5 ask@ ik bE e e SO BAPE SR 1R 16S rDNAJT A1 23 J8 L LA AN B 1, 437 M a-Proteobacteria (26. 5%) , B-Proteobacteri
a(16.3%), o Proteobacterla(lﬁ. 3%) , Planctomycetes (12.2%), Gemmatimonadetes(6.1%), Acidobacteria(4.1%), Nitrospira(2.0%), py-Proteobacteria(2.0%), B
acteroidetes(2.0%), Actinobacteria(2.0%), Unclassified Bacteria(10.2%). 1.5 a#S e SCEEPFHETIEKI16S rDNAME A4 @ 10N B 258 E, 20 i Na-Pro
teobacteria(21.6%), Planctomycetes(10.8%), Bacteroidetes(10.8%), B-Proteobacteria(9.0%), Acidobacteria(9.0%), Nitrospira(7.2%), é-Proteobacteria
(7.2%) , Unclassified Proteobacteria(5.4%), Gemmatimonadetes(3.6%), Unclassified Bacteria(14.4%). W LAFHH, 2RSS thm & s AE R A+ 34
B BT TN AE2AN Se B SCPE P ORI, AR S a-Proteobacteriadqfllf-ProteobacteriaZl. fEiKis5 alfyiit &I, J-ProteobacteriaZMfif iy LLMl4s
i AEAIRTE R ] (Nitrospira) B dy UG, MiREs1. 5 affiG R R OUA I AH . FE2AN IRFE R L B0 T BT HE 9% 1 I (Afipia) R4 34T 1# I (Chryseobacterium)
K2RMBAEBUN R, TR K A2 2 Aty ok — s AU
G

Two granular activated carbon (GAC) samples with 1.5 a and 5 a age were collected, Bacterial genome DNA was extracted for the 16S rDNA gene

amplification, and then a bacterial 16S rDNA gene clone library was constructed. After the phylogenetic analysis of 16S rDNA sequences, bacterial
diversity and community structure of two activated carbon biofilm sample were studied. The results showed the bacteria in GAC with 5 a age could be
divided into 11 groups,which were as follows a-Proteobacteria(26.5%), f-Proteobacteria(16.3%), 5-Proteobacteria(16.3%),Planctomycetes
(12. 2%), Gemmatimonadetes (6. 1%), Acidobacteria (4. 1%), Nitrospira (2. 0%), y-Proteobacteria (2. 0%), Bacteroidetes (2. 0%), Actinobacteria (2. 0%), Unclassified
Bacteria(10.2%). The bacteria in GAC with 1.5 a age could be divided into 10 groups, which were as follows a-Proteobacteria(21.6%),Planctomycetes
(10. 8%), Bacteroidetes (10. 8%), f-Proteobacteria (9. 0%), Acidobacteria (9. 0%), Nitrospira (7. 2%), 6-Proteobacteria(7.2%), Unclassified Proteobacteria
(5.4%), Gemmatimonadetes (3. 6%), Unclassified Bacteria(14.4%). The results revealed a variety of bacterial divisions on the studied GAC biofilm.
Proteobacteria had the highest share in the two total clones,and a- and f-Proteobacteria were on a dominant position. A relatively high proportion
of 0-Proteobacteria was observed in the biofilm of GAC with 5 a age,and Nitrospira was in a minor proportion. However,a totally converse condition
appeared in GAC with 1.5 a age. Two pathogenic bacteria, Afipia and Chryseobacterium, were detected in analyzed GACs,which implies a potential
microbial risk in water supply.
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