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Culturable bacteria in the sediment of Lake Taihu (I): primary analysis of bacterial
diversity
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Abstract: The sediment samples collected from the different sites of the Lake Taihu, 2006 were cultured on traditional nutrient
medium. 603 bacteria strains were separated with 40 different morphological features, and were grouped into 4 clusters and 51
subclusters at the level of 0.75 with numerical classified based on the unweighted pair group method with arithmetic averages
(UPGMA) algorithm. Based on the partial sequences of 16SrDNA (540bp) analysis, the bacteria strains sample chosen from each
subclusters randomly were ranked into Firmicutes, Actinobacteria and y-Proteobacteria three groups, and closely related to
Bacillus, Paenibacillus, Micrococcus, Arthrobacter, Dietzia and Pseudomonas genera. The dietzia genera was reported in the
sediment of freshwater lake in China for the first time.
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Tab.1 The clustering analytical characteristic table of bacteria
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Fig.1 Picture of some colonies in the sediment of Lake Taihu
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DietziaJ@AHPL(99.8%), 2tk 5 Artrobacter@ {LL(99%F1100%). y-ProteobacteriaZSHE{Y & L 1#R(THXI-092),
5 Pseudomonas@ A 4199%.
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Fig.3 Phylogenetic tree for fifty-one strains based on partial 16STDNA gene sequences
The number above each branch is the bootstrap value (Fir= Firmicutes;
v-Pro=y-Proteobacteria; Act= Actinobacteria; Bac =Bacillus; Pae = Paenibacillus;

Pse = Pseudomonas; Mic = Micrococcus; Art = Arthrobacter; Die = Dietzia)
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