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Abstract: In order to analyze the bacterial population diversity in surface layer(10 cm depth) of CRI, a bac-
terial 16S rDNA gene clone library was constructed. The results indicated that the bacterial community
composition in surface Layer of CRI was high diversity and could be divided into 7 groups. The uncultured
Acidobacteria and uncultured bacteria were the largest fraction(53.72% of total clones), followed by uncul-
tured planctomycete (13.89%) and B-proteobacterium (8.33%); In clone library, the proportion of denitrify-
ing bacteria was larger than that of nitrosobacteria and Nitrospira-like bacteria wasn’t found. The high per-
centage of uncultured bacterial clones predominated in clone library, but by plating culture method the ma-
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jority colonies were only Pseudomonas aeroginosa and Chromobacterium sp., Which were the minority

presented in clone library. The results demonstrated that either the bacterial community composition diver-

sity or the abundance of phytogenetic groups analyzed by 16S rDNA clone library were much higher than
those by plating culture method. The bacterial population diversity shown by 16S rDNA gene library is cer-
tain meaningful to reveal the activity profile of biodegradation in CRI.

Keywords: Constructed Rapid Infiltration system (CRI), 16S rDNA clone library, Bacterial community
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Table 1 Data of bactcrial 16S rDNA clone library constructed with surface layer in CRI
OTU GenBank
ouT (NCBI )
OUT No Number, Percentage Closest relative in GenBank Phylogenetic group
of clone (Accession Number, Similarity %)
OTU1 18 (16.67%) Uncultured bacterium clone(AY302113, 96%) Uncultured bacteria
OTU2 3 (2.78%) Methylocystis sp. (AY 007196, 97%) a-proteobacterium
OTU3 15 (13.89%) 3;;1;1;1 ’A9c7iod/;>)bacteria clone E;igifﬁrsd Acidobacteria
OTU4 10 (9.26%) Uncultured bacterium clone(EF516030, 98%) Uncultured bacteria
OTUS 3 (2.78%) Uncultured gamma proteobacterium clone(AY 921861, 100%) Y- proteobacterium
OTU6 2 (1.85%) Burkholderia thailandensis (DQ388537, 95%) B-proteobacterium
OTU7 13 (12.04%) Uncultured Acidobacteria clone (EF111087, 95%) Uncultured Acidobacteria
OTU8 2 (1.85%) Uncultured bacterium clone(AF361091, 99%) Y- proteobacterium
OTU9 2 (1.85%) Uncultured Planctomycetaceae bacterium (EF020316, 95%) Uncultured planctomycete
OTU10 6 (5.56%) Uncultured Chloroflexi bacterium (AY 922047, 96%) Uncultured Chloroflexi bacterium
OTU11 3 (2.78%) Uncultured beta proteobacterium(AF204252, 96%) B-proteobacterium
OTU12 2 (1.85%) Sphingomonadaceae bacterium (AB220121, 96%) a-proteobacterium
OTU14 7 (6.48%) Uncultured planctomycete clone (DQ329794, 100%) Uncultured planctomycete
OTU1S 2 (1.85%) Acidovorax sp. (AMO084011, 96%) B-proteobacterium
OTU16 2 (1.85%) Hyphomicrobium sp. (AF279787, 96%) a-proteobacterium
OTU17 6 (5.56%) Uncultured planctomycete clone (AY 922083, 98%) Uncultured planctomycete
OTU18 2 (1.85%) Pseudomonas aeruginosa (DQ464061, 100%) Y- proteobacterium
OTU19 2 (1.85%) Chromobacterium sp. (DQ985277, 100%) B-proteobacterium
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