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Abstract Sands of different depth were sampled from Constructed Rapid Infiltrition system CRI in Shenzhen and they were analyzed by Denaturing
Gradient Gel Electrophoresis DGGE . The profile of DGGE showed that the microbial community decreased from top to bottom and in the upper
30cm part CRI was rich in microbial community about 18 species which played some important roles in the biodegradation of COD such as
Firmicutes alpha proteobacterium and so on  but less than 12 species existed below 40cm  such as Acidovorax sp. Nitrospira sp. Clostridium sp.
this indicated that there were some nitrification phenomenon and anaerobic microenvironment in the lower part of CRI. The microbial diversity was
prominent different spatially. The results showed the microbial community distribution and were certain meaningful to the stabilization and improvement
of CRI.
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1 Reconditioning PCR
30cm 1 165 rDNA V3
18 40cm
%
12
A DQ337021.1 96 Uncultured bacterium
AJ400574 .1 95 Uncultured bacterium
B
DQ180108. 1 95 Uncultured bacterium
B EF019221.1 9 Uncultured bacterium
EF455191.1 9 Uncultured soil bacterium
EF392926.1 99 Uncultured bacterium
C EF208659. 1 100 Uncultured bacterium
DQ862512.1 100 Uncultured bacterium
DQ922753.1 100 Acidovorax sp.
D EF434853.1 929 Uncultured Nitrospira sp.
AB259560. 1 9 Uncultured Nitrospira sp.
AB252944 .1 99 Uncultured Nitrospirae bacterium
E EF073377.1 99 Uncultured Firmicutes bacterium
AB205790.1 96 Uncultured bacterium
DQ221458. 1 99 Uncultured bacterium
F AF128675.1 93 Uncultured soil bacterium
AF234723.1 93 Uncultured sludge bacterium
AF507695. 1 93 Uncultured soil bacterium
1 B G EF378189.1 95 Uncultured bacterium
EF378554.1 95 Uncultured bacterium
30cm 1~4 DQ202407 . 1 95 Uncultured bacterium
H EF075670.1 98 Uncultured alpha proteobacterium
AEFGH e
o . AF431104.1 98 Uncultured alpha proteobacterium
Firmicutes alpha proteobacterium
AY917891.1 98 Uncultured bacterium
COD
1 AB294941 .1 99 Uncultured Clostridium sp.
40cm 5~10 CD
) ) ) EF052865. 1 99 Clostridium sp.
I Acidovorax sp. Nitrospira sp.
EF052864 .1 9 Clostridium sp.
Clostridium sp. Nitrospira sp.
I BIO-RAD QUANTITY ONE4.5.1 DGGE
Clostridium sp. 3

50cm 3 CRI Scm ~ 30cm
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