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Table 1. Information of the sampling stations
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P2-8 2009-02-18 70°30.0'E  66°29.8'S 2128 0.,50,100 £1200

P2-11 2009-02-18 70°30.2'E  67°0.2'S 303 0.50.100 #1200
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Fig. 1. Sampling stations in Prydz Bay, Antarctic
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Fig.2. Cell morphology and ultrastructure of strain Ar-22. (a)Scanning electron micrographs; (b) Transmission electron micrographs
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Table 2. Number of the cultured marine bacteria and diversity
indices at the western part of the Prydz Bay, Antarctic
K2 uhfir

Om 50m 100 m200 m P2-8 P2-11 P2-14

SREEER(H)® 2.28 2.73 2.34 2.50 2.52 2.36 2.64
FEEEARE(Dy,)" 3.61 5,00 3.49 4.09 4.25 3.78 4.76
A RESRC(E)S 0.92 0.98 0.91 0.95 0.93 0.92 0.9
PR () 0.24 0.11 0.16 0.17 0.19 0.21 0.16
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Haloferaxlarsenii ZJ206" (AY838278)

88

a-Proteobacteria

93

B-Proteobacteria
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B3 il B2 al R AT 16S TRNA BN RS L 7 W
Fig. 3. Phylogenetic tree of 16S rRNA gene sequences of the strains isolated from the seawater at the Prydz Bay, Antarctic. The tree
was constructed by the neighbour-joining tree method, with Haloferaxlarsenii as the out-group. Bootstrap values are based on

1000 replicates; only values >60% are show. Bar, 0.02 substitutions per nucleotide position
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Abstract
We collected 12 sea water samples from three stations in Prydz Bay, near Cape Darnley, Antarctica. Based on
the oligographic media, 95 strains of Antarctic bacterioplankton were isolated in total. The 16S rRNA gene se-
quences were determined and analyzed. The isolates fell into three lineages: Alphaproteobactia, Gammaproteobac-

teria and Bacteroidetes. The sequences were assigned to 35 operational taxonomic units ( OTUs) based on the se-
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quence analysis. The results showed that Alphaproteobactia was the dominant bacterial group and the proportions
were 52.6% —062.5% in the different layers. Analysis using the Shannon diversity index indicated that station P2-
14 index, located on the continental shelf, was higher than that of stations P2-11 and P2-8 located on the slope.
There was a positive correlation between the bacteria diversity and biomass as well as productivity of phytoplankton.
The Shannon diversity index of the surface was the lowest, and that of the 50-m layer the highest. There was no
difference in the Shannon diversity index between the 100-m and 200-m layers. The vertical distribution of bacteria
was correlated with the nutrient and dissolved oxygen concentrations. In addition, some strains isolated from oligo-
graphic media showed low affiliation with the sequences from the described species (less than 97% ), suggesting
the presence of some novel taxa and specific strains in the Antarctic euphotic layer. Therefore, as shown by this
study, the bacterioplankton resources in the Antarctic euphotic layer are rich. The numerous unknown microorgan-
isms should be studied further and explored as a valuable resource.
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