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Abstract To better understand the effect of Limnodrilus hoffmeisteri on bacterial community composition and diversity in the surface sedi—
ment, sediment—water microcosms experiments were constructed by simulating natural distribution of Limnodrilus hoffmeisteri in Meiliang
Bay, Lake Taihu. Terminal restriction fragment length polymorphism T-RFLP was applied to analyze the dynamics of bacterial community
in surface sediment samples with Limnodrilus hoffmeisteri distribution and control groups. Results showed that no significant difference of
bacterial community structure was detected between the treatments and controls P>0.05 along the sampling times. Therefore, we conjectured
that the bioturbation driven by Limnodrilus hoffmeisteri didn’t play a major role on bacterial community composition and diversity in surface
sediment in Meiliang Bay. Furthermore, at latter period of the experiments, 206 bp and 370 bp of T-RFs assigned to genus of Nitrosomonas,
ammonia—oxidizing bacteria AOB appeared, which indicating there may be a suitable niche for this functional group.
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Figure 1 T-RFLP profiling of bacteria samples with different

treatments based on the T-RFLP pattern
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Table 1 Diversity of the sediment bacterial

Ibp Shannon-Weaver  H’ Simpson D Pielow  J

Sample No. T-RFs Shannon—-Weaver index Simpson index Pielou index
A 4816 3.325+0.432 0.034+0.017 0.868+0.074

A’ 45+12 3.220+0.278 0.051+0.034 0.849+0.036

B 39+5 3.313+0.029 0.035+0.004 0.876+0.040

B’ 46+6 3.210+0.316 0.040+0.016 0.836+0.051

C 42+4 3.217+0.078 0.037+0.024 0.862+0.021

c’ 44+6 3.200+0.047 0.039+0.009 0.843+0.032

D 48+9 3.283+0.220 0.027+0.010 0.848+0.025

D’ 44+3 3.197+0.043 0.031+0.005 0.846+0.024
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Figure 2 Cluster analysis based on the T-RFLP pattern
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Table 2 Closest matches between T-RFs and sequences from the database of PAT

T-RFs/bp Closest matche accession No. Phylogenetic position
60 Bartonella henselae str. FR96/BK3. AJ223778 Proteobacteria Alphaproteobacteria
82 Sphingomonas str. DhA-95. AF177917 Proteobacteria Alphaproteobacteria
86 str. JTB35. AB015250 Proteobacteria Gammaproteobacteria
88 Flavobacterium hydatis ATCC 29551. M58764 Bacteroidetes Flavobacteria
90 Gelidibacter algens str. 1C147. AF001367 Bacteroidetes Flavobacteria
92 clone Sva0853. AJ240985 Proteobacteria Deltaproteobacteria
94 Cytophaga sp. str. BD1-15. AB015524 Bacteroidetes Cytophagia
98 clone Sva0516. AJ241002 Proteobacteria Deltaproteobacteria
128 uncultured Planctomyces clone 7F15. AF029079 Planctomycetes Planctomycetacia
198 Pirellula sp. str. AGA/M41. X86390 Planctomycetes Planctomycetacia
202 str. from Lake Gossenkoellesee. AJ224987 Bacteria environmental samples
206 Nitrosomonas sp. str. GH22. AB000701 Proteobacteria Betaproteobacteria
222 clone C028. AF013527 Bacteria environmental samples
370 Nitrosomonas sp. str. GH22. AB000701 Proteobacteria Betaproteobacteria
374 clone Sva0864. AJ240988 Proteobacteria Gammaproteobacteria
378 Thermomonospora chromogena ATCC 43196. AF116561 Actinobacteridae Actinobacteridae
564 Pseudomonas Sag—1 str. Sag—1. AF098467 Proteobacteria Gammaproteobacteria
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