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Fig. 1

Rarefaction curves using bacteria and archaeal 16S rDNA

sequences from the sediment of the south slope.
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Fig. 2 Phylogenetic tree reconstructed from 16S rDNA sequences of bacteria from the south slope, the South China Sea. “MD2896-Bxx” is
sequence name in this paper; MD2896 represents sediment core number; “B” means bacteria; “xx” is clones number. The scale bar represents

0.05 substitution per nucleotide position.
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Fig. 3 Phylogenetic tree reconstructed from 16S rDNA sequences of archaea from the southern slope, the South China Sea. SAGMEG: South
African Gold Mine Euryarchaeotic Group. “MD2896-Axx” is sequence name in this paper; MD2896 represents sediment core number; “A”
means archaea; “xx” is the clones number. The scale bar represents 0.05 substitution per nucleotide position.
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Bacterial and archaeal diversity in surface sediment from the south slope
of the South China Sea

Tao L1, Peng Wang, Pinxian Wang
(State Key Laboratory of Marine Geology, Tongji University, Shanghai 200092, China)

Abstract: Diversity of bacteria and archaea was studied in deep marine sediments by PCR amplification and sequence
analysis of 16S rDNA. Sample analysed was from IMAGES(International Marine Past Global Change Study) 147 at site of
the south slope of the South China Sea. DNA was amplified from samples at the surface layer of core MD05-2896. Phy-
logenetic analysis of clone libraries showed a wide variety of uncultured bacteria and archeae. The most abundant bacte-
rial sequences (phylotypes) corresponded to the Proteobacteria, followed by the Planctomycete, Acidobacteria and candi-
date division OP10. Phylotypes ascribing to Deferrobacteres, Verrucomicrobia, Spirochaetes and candidate division clades
of OP3, OP11, OP8 and TM6 were also identified. Archaeal 16S rDNA sequences were within phylums of Crenarchaeota
and Euryarchaeota, respectively. The majority of archaeal phylotypes were Marine Benthic Group B(MBGB), Marine
Crenarchaeotic Group I (MG 1), Marine Benthic Group D(MBGD) and South African Gold Mine Euryarchaeotic
Group(SAGMEG). Additional sequences grouped with the C3, Methanobacteriales and Novel Euryarchaeotic Group
(NEG). These results indicate that bacteria and archaea are abundant and diversified in surface environment of subseafloor

sediments.
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