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T7 530F  SP6 530F 2.2 16S rDNA
5'-GTGCCAGCAGCCGCGG-3" 515-530 E. coli 39
RDP 7 32
1.5 1400bp
RDP 16S rDNA
GenBank  BLAST 98 % 17
Clustral
X version 1.8 Treecon W Proteobacteria alpha gamma
1.3b Neighbor — Joining Kimura 3 1 5
Proteobacteria  alpha Ro-
1.6 Accession number seobacter Rhodobium
16S rRNA GenBank 15.6% 20 Proteobacteria
AY588949-AY588965 gamma Photobacterium
Halomonas Marinobacter
2 Alcanivorax Pseudomonas
2.1 DNA PCR Acinetobacter Pseud-
10 500ng oalteromonas 62.5% 1
DNA DNA
21kb PCR 16S tDNA
16S rDNA DNA 21.9%
1.5kb
1 16S rDNA
Table 1~ Phylogenetic affiliations of 16S rDNA clone sequences obtained from sediment of Parece Vela Pacific Ocean
Re‘:)rfej:iﬁ;;;:}‘)“c GenBank No. tf;lmbj;ni Nearest phylogenetic neighbor 163 rDNA Similarity/ %

a- Proteobacteria

DE4.1 AY588949 2 Roseobacter sp. GAI-109 94
DE6.8 AY588950 1 Rhodobium orientis 93
DE4.7 AY588951 2 Magnetite containing magnetic vibrioid strain MV-2 94
7-Proteobacteria
DE2.8 AY588952 3 Photobacterium leiognathi 96
DEI.1 AY588953 1 Halomonas variabilis strain ANT9112 98
DE2.10 AY588954 1 Halomonas meridiana 99
DES.2 AY588955 1 Marinobacter bryozoanae 97
DE2.9 AY588956 3 Alcanivorax jadensis 98
DE2.6 AY588957 1 Pseudomonas chloritidismutans 9
DE3.4 AY588958 2 Acinetobacter johnsonii 9
DE3.1 AY588959 1 Pseudoalteromonas elyakovii 97
DE3.9 AY588960 6 Pseudoalteromonas elyakovii 99
DE6.7 AY588961 1 Pseudoalteromonas tetraodonis 99
Marine uncultured bacteria
DE2.1 AY588962 2 Uncultured delta proteobacterium 99
DE2.5 AY588963 2 uncultured Low G + C Gram-positive bacterium Sval064 99
DE6.13 AY588964 2 Unidentified bacterium clone K2-30-19 92
DEL.3 AY588965 1 Unidentified proteobacterium 98
2.3 1 gamma- Proteobacteria
16S rDNA

© PERZFRMEDHRATIKESHEE http://journals. im ac. cn



3
0.1
100 Halomonas meridiana DSM5425 (AJ306891) ]
DE2.10
Halomonas variabilis ANT9112 (AY167282)
DE1.1
100 Marinobacter bryozoanae (A3609271)
DES.2
100 I: Alcanivorax jadensis (AJ001150)
DE2.9
100 Pseud chloritidi, DSM 13592 (AY017341)
DE2.6 Gamma-Proteobacteria
100 100 Acinetobacter johnsonii S35 (AB099655)
DE3.4
L‘:Phombacterium leiognathi SN2B (AY292951)
100 DE2.8
DE3.1
10010()‘_ Pseudoalt s elyakovii KMM 162 (AF082562)
100 L| DE39
100 Pseudoalteromonas tetraodonis KMM458 (AF214729)
DE6.7 -
100 Magnetite vibrioid strain MV-2 (L06455) ]
DE4.7
100 0 Rhodobium orientis MB 312 (D30792) Alpha-Proteobacteria
80 DE6.8
100 Roseobacter sp.GAI-109 (AF098494)
89| DE4.1 -
190 [ Uncultured bacterium Sva 1064 (AJ241007)
00 DE2.5
100 Unidentified proteobacterium (AB015534)
100 | 100 DEL3 Uncultured bacteria
100 [~ Uncultured delta proteobacterium (A}535245)
t DE2.1
100 Clone K2-30-19 (AY344412)
- DE6.13 —
1 16S rDNA Parece Vela
Fig.1 Phylogenetic tree of the bacteria in Parece Vela Basin based on 16S rDNA sequences
“ DE” refers to the representative bacterial clones. Numbers in parentheses represent the sequences’ accession number in GenBank .
The number at each branch points is the percentage supported by bootstrap. Bar 10% sequence divergence.
DE2.10 DFE1.1 Halomonas variabi- Photobacterium leiognathi 96% DE3.1  DE3.9
lis  Halomonas meridiana 16S rDNA 6 Pseudoaltero-
9% 99% DES5.2 Marinobacter ~ monas elyakovii > 97%  DE6.7
bryozoanae 97% DE2.9 3 16S 1DNA Pseudoalteromonas tetraodonis 99 % alpha-
Alcanivorax ja- Proteobacteria
densis 98% DE2.6 DE4.7 2
Pseudomonas  chloritidismutans 165 rDNA 94%
999, DE3 4 2 DE6.8 Rhodobium orientis ~ 16S rDNA
Acinetobacter johnsonii 99% DE2.8 3 93% DEA.1 2
16S rDNA Leiognathidae Roseobacter sp. GAI-109  16S tDNA
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Preliminary research on bacterial diversity of Parece vela Basin
Pacific Ocean by culture-independent method
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Abstract The environmental DNA was directly extracted from the sediment in Parece Vela Basin Pacific Ocean at a

depth of 5010m. Bacterial 16S TRNA gene library of 32 clones was generated using bacterial universal primers and

16S rDNA sequences were analyzed phylogenetically. 17 phylotypes were obtained. The library was dominated by gamma-

Proteobacteria  alpha- Proteobacteria and marine uncultured bacteria. Sixty-two percent of the cloned sequences was

highly related to the known bacteria in the genus Halomonas ~Alcanivorax — Pseudomonas — Acinetobacter ~ Pseudoaltero-

monas > 96% sequence similarity while some of the cloned sequences showed less affiliation with known taxa
<949% sequence similarity and may represent novel taxa.
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