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Abstract: The diversity of bacteria presents in marine sediment of Nansha islands has been analyzed by con-

structing a 165 tDNA clone library. The partial 16S rDNA sequences of 20 clones from the library were deter-

mined. Dendrograms were constructed by sequence analyse and comparison with the data of GenBank. The re-

sults showed that the 16S rDNAs from uncultured marine bacteria always cluster together, while far away from

other known bacteria. Which suggested that there are more novel taxa of bacteria in marine sediments.
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