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Bacterial community structure of sediment from
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Abstract Bacterial communities of sediments from Guanting Reservoir (Beijing) and Rupa Lake (Nepal) were studied
using method of 16S rDNA clone library. In the sediments, pH and concentration of total phosphorus and phosphorus
fractions were obviously different. Bacterial communities of the two samples were both dominant by phylum of
Proteobacterium,in which the percentage of g-proteobacterium was highest (>>50% ). The second dominant bacteria
cluster of sediment from Rupa Lake is o-Proteobacterium,other than y-Proteobacterium in that from Guanting Reservoir.
d-Proteobacterium in both samples was much less. In sediment from Guanting Reservoir, percentage of Chloroflexi
(9.21% ) was much higher than that of Rupa Lake (1% ).,and Gemmatimonadetes (12.2% ), Acidobacteria (1.3%)
and Bacilli (0.8% ) were peculiar. Sediment of Rupa Lake is peculiar of Spirochaetes (2% ) ,Chlorobi (1% ) ,Clostridia
(1% ) and Verrucomicrobiae (0.3%). There were less Actinobacteridae in sediment of Guanting Reservoir and Rupa
Lake.
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Table 1 pH and phosphorus content of sediment from Guanting Reservoir and Rupa Lake mg/kg
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Table 2 Characteristics of the 16S rDNA clone libraries from Guanting Reservoir and Rupa Lake
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Table 3 Differences of the dominant bacterial species of the sediment samples from Guanting Reservoir and Rupa Lake
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Fig. 1 Differences of bacterial class in sediment

from Guanting Reservoir and Rupa Lake
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