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5g NaCl pH7.0~7.2 1
10 pH7 0~7.2 Table 1 Bacterial populations of sediments by cultivating with
1.5% diluted and un-diluted nutrient media
. 0
Number of colonies g~
1.2 Samol Ratio
Sample Normal medium  Dilution Medium B/A Odds
1.2.1 A B
13 30C 3~7d T3-0 8.0x 10° 3.3x 107 4.12 1.22
1.2.2 13 T3-1 1.0x 107 5.2x 10 5.20 1.35
o T3-2 2.86 x 10° 1.48 x 107 5.17 1.35
T4-0 1.2x10° 4.3x10° 3.58 1.13
1.3 16S rDNA T4-2 3.6 10° 1.11x 107 3.08 1.02
1.3.1 DNA 14 T6-0 2.96 x 107 4.0x 107 1.35 0.30
T6-1 5.5x 10° 3.4x10° 6.18 1.44
DNA “Odds =2 B-A/ B+A .
1.3.2 16S 1DNA PCR PCR
27f 5'-AGAGTTTGATCCTGGCTCAG-3’
9% 70 168 rDNA 5
1492r 5'-GGTTACCTTGTTACGACTT-3" PCR
M 500bp 165 IDNA  CI
C2 D1 D2
1.3.3 16S 1DNA
PCR DNA BLAST  GenBank
Clustal X 2 ! TH-H22
GenBank
1.3.4 BLAST 16S rDNA =97%
J. 5
GenBank
16S rDNA Clustal X 165 rDNA 4% ~95%
st
Kimura- 2 16S rDNA
9 16 Neighbor- Joining 17 Table 2 Analysis of partial 16S rRNA gene sequences of isolates
from sediments of Taihu Lake
bootstrap 100 Normal nutrient medium Dilution nutrient medium
1.3.5 16S rDNA Nearest related ~ No of  Identity =~ Nearest related ~ No of  Identity
97% 18 Shannon- genus isolates 1% genus isolates /%
Pseudomonas 32" 97 ~100  Pseudomonas 8" 99~100
. s 19
Wiener’s Shannon H Bacillus 20 97~100  Bacillus 18" 99~ 100
Arthrobacter 137 98 ~ 99 Arthrobacter 11" 99
S \ Rhodococcus 5 99 Rhodococcus 6" 99
H =- Z/ P 10g2 P Kocuria 2 99 Kocuria 1 100
S = p Vogesella 4 98 Vogesella 4 98
i Herbaspirillum 4 99 Herbaspirillum 1 99
1 Ensifer 2 99 Brevundimonas 5 99
Sphingopyxis 1 96 Methylobacterium 2 95
2 Blastomonas 1 100 Agrobacterium 1 100
Variovorax 1 99 Roseomonas 1 94
2.1 Neisseria 3 99 Novosphingobium 4~ 96 ~ 98
7 Comamonas 1 99 Sphingomonas 25 97~98
6 Psychrobacter 1 100 Frateuria 2 95
Microbacterium 2 97 ~99 Acinetobacter 1 929
Micrococcus 1 99 Brevibacterium 1 98
1 Extguobacterium 1 100 Chryseobacterium 1 97
Pedobacter 1 98
Total 94 Total 70
3~5 1.0 * Include more than one taxon.
172
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Fig.1 Dendrgram for strains isolated normal nutrient medium based on
partial 16S rRNA gene sequences

Data in parentheses are the GenBank accession numbers and the number
of isolates represented by this strain. Aquifex pyrophilus M83548 was
used as outgroup. The scale bar indicates 0.1 substitutions per nucleoti-

de position. Segboot values were showed on the branches.
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Dendrgram for strains isolated from diluted nutrient medium
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based on partial 16S rRNA gene sequences

Data in parentheses are the GenBank accession numbers and the number

921

of isolates represented by this strain. Aquifex pyrophilus M83548  was

used as outgroup. The scale bar indicates 0.1 substitutions per nucleoti-

de position. Seqboot values were showed on the branches.
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Bacterial diversity in the sediments of Taihu Lake by using traditional
nutrient medium and dilution nutrient medium

DAI Xin  WANG Bao-jun  HUANG Yan ZHANG Ping LIU Shuang-jiang
Institute of Microbiology ~ Chinese Academy of Sciences — Beijing 100080  China

Abstract Bacterial diversity in the sediments of Taihu Lake was studied by using traditional nutrient medium NM and
10-fold dilution of traditional nutrient medium DNM . Results showed that the amount of the bacteria cultured on DNM
was 3 ~ 5 times higher of those on NM. The similarities of 16S rRNA gene sequences about 500bp of 5" -end of 164
isolates were analyzed. The results indicated that the different concentrations of nutrient medium did have effects on the
dominant bacteria. On traditional nutrient medium the dominant bacterial groups were ¥-Proteobacteria 35.1%  Ac-
tinobacteria 24.5% and Firmicutes 22.3% . Most of the bacteria isolated from NM were closely related to genera
Pseudomonas  Bacillus and  Archrobacter . However the dominant bacterial groups isolated from DNM were
Actinobacteria 27.1%  Firmicutes 25.7%  «a-Proteobacteria 21.4% andy-Proteobacteria 15.7% . Bacillus-
related strains were predominant bacteria. The conclusion is that using different concentration media will assist to isolate
more and comprehensive bacteria from the sediments of Taihu Lake.

Key words Bacterial diversity 16S rRNA gene Sediment Taihu Lake
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