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Tab.1 Phylogenetic affiliation of bacterial 16SrDNA clonesfrom northern dope of the South China Sea
(% ()
f3- Proteobacteria
E02-24 Ralstonia sp. C1, A Y479983 99 2
0 - Proteobacteria
5E02-2 Sulfate-reducing bacterium mXySl1 ,AJ006853 82 5
E602-28 Delta proteobacterium EbS7 , AJ430774 Guaymas 89 6
E02-36 Desul f omonile limimaris, A F230531 Breeze 82 4
Firmicutes
E02-3 Thermoanaerobacter tengcongensis, A F209708 79 2
E02-7 Desul f osporosinus sp. S7, AF076244 78 5
E02-8 Desul f itibacter alkalitolerans, A Y538171 81 3
E02-11 Desul f otomacul um kuznetsovii , A YO36903 82 4
E02-47 Desul f itibacter alkalitolerans, A Y538171 82 2
E02-20 Desul f osporosinus sp. A10, AJ582756 84 3
Planctomycetes
E02-12 ,23 ,37 Planctomycetales bacterium HIin7244 , A Y673410 83 3
E02-15 Planctomycetales bacterium HIin7244 , A Y673410 84 2
E02-32 ,42 Planctomycetales bacterium Ellin7244 , A Y673410 81 2
E02-43 Anaerobic ammoniumroxidizing planctomycete 81 2
KOLL 2a, AJ250882
Flavobacteriacea
EO02-4 Flavobacterium f errugineum , AM230484 91 2
Deferribacteres
E02-26 Cal dothrix abyssi L F13T 84 3
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Fig.1 Phyloggenetic tree of bacterial 16S rDNA clonesfrom northern dope of South China Sea
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Phylogenetic analysis of bacterial community in deep-sea sedi-
ment from northern dope of the South China Sea
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Abstract : The bacterial community in one deep-sea sediment sample from northern slope of the South China
Sea was investigated by molecular methods. A phylogenetic analyss revealed that the bacterial population
was composed of 5 major lineages of the domain bacteria, Proteobacteria (34 %) , Firmicutes (38 %) , Planc
tomycetes (18 %) , Cytopahgar FlexibacteriaBacteroides (CFB) (4 %) and Deferribacteres (6 %) . Over 60 %
clones were related with metabolism of sulfur , indicating the important role of sulfur cyclein thisarea. 20 %
clones show high smilarity with clonesfrom an environment impacted by gasoline, indicating the existence
of hydrocarbon from petroleum resources.

Marine Sciences/ Vol. 32 ,No. 4/ 2008 39



