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Abstract: Microbial canmunities were obtained fran surface ssdiments of the Xisha Trough using cultured-independent
technigue The characterization of the 16S IDNA gene amplified fram the sediments indicated that archaeal clones could be
grouped into the Euryarchaeota and Crenarchaeota domains respectively. Two archaeal assamblages, theM arine Crenarchaeotic
Group (49 2% of the total archaeal clones) and the Terrestrial M iscellaneous Euryarchaeotal Group (16. 9%) , were
the most daminant archaeal 16S IDNA gene components in sediments The remaining sequenceswere related o members of
theM arine Benthic Group B (9. 7%), Marine Benthic Group A (4%), Marine Benthic Group D (1 6%), Novel
Euryarchaeotic Group (0. 8%) and C3 (0. 8% ). The bacteria clones exhibited greater diversity than the archaeal clones,
with the 16S IDNA gene sequences fran mambers of the Proteobacteria (30 5% of the total bacterial clones)
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Planctamycetes (20. 3%), Actinobacteria (14 4%), Fimicutes (15 3%), Chloroflexi (8 5%), Acidobacteria
(3.4%), candidate divison OP8 (2 5%), Bacterioidetes/Chlorobi (1 7%) and Verrucamicrobia (1 7%). Most of
these lineages represented uncultured and undescribed groups of bacteria and archaea The results suggest that a vast

anount of microbial resurce in the surface sediment of the South China Sea is yet © know.
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Fig 1 Phylogenetic analysisof the Xisha Trough bacteria diversity based on 16S DNA sequences
“ MD2902Bxx" is sequence name in thispaper;, MD2902 represents ssdiment core number; “ B” means bacteria; “ xx” is clones number, The

<cale bar represeents 0. 05 substitution per nucleotide position
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Fig 2 Phylogenetic analysisof the Xisha Trough archaeal diversity based on 16S IDNA

TMEG. Terrestrial M iscellaneous Euryarchaeotal Group; “ MD2902-AxX” is sequence name in thispgper, MD2902 represents sediment core
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