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Table 1. The proportion of each phylotypes in total bacteria
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Table 2. The proportion of each subclass in total Proteobacteria
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Fig. 3. Phylogenetic trees of bacternial 16S rDNA sequences from the sediments in Bering Sea
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Abstract

Biodiversity of bacteria in the top layer of the sediment from Northern Bering Sea was stud-
ied by a combination of RFLP and 16S rDNA analysis. Phylogenetic analysis showed that bacte-
rial community composition of the sediment had a high diversity. 124 clones from the 16S rDNA
library fell into ten bacterial groups, including Proteobacteria (49.6% ), Acidobacteria (20.
8% ), Bacteroidetes (6.4% ), Actinobacteria (5.6% ), Planctomycetes (5.6% ), Nitrospirae
(4% ), Verrucomicrobia (2.4% ), Chloroflexi (1.6% ), Fibrobacteres (0.8% ) and Spiro-
chaetes (0.8% ). In addition, a part of unidentified bacteria (2.4% ) was detected, suggesting
a potential source of novel bacterial species or genera. § and y-Proteobacteria were two domi-
nant fractions in the Proteobacteria.

Key words Northern Bering Sea, sediments, bacteria, diversity



