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Fig. 1 Rarefaction curve of archaeal 16S rRNA sequences
from the sediment of southeastern Hainan island
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Fig. 2 Phylogenetic tree of crenarchaeota 16S rRNA clones from the sediment of southeastern Hainan island

“HND501-ACXX”
“HND501-ACXX” is sequence name in this paper
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Fig. 3 Phylogenetic tree of euryarchaeota 16S rRNA clones from the sediment of southeastern Hainan island
“HND501-AEXX”
“HND501-AEXX” is sequence name in this paper
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Abstract: Diversity of archaea was studied in marine sediment by PCR amplification and sequence analysis of 16S
rRNA. Samples were from a site at the east of Hainan island. The phylogenetic analysis revealed that archaeal
population was composed of Crenarchaeota and Euryarchaeota. Mraine crenarchaeotic group I (74.6%), GROUP
A(14.9%) and GROUP B(7.2%) fall into Crenarchaeota. The GROUP C sequences were closely related to ANME
and Methanosarcinales. The result indicates that archaea are diversified in surface environment of subseafloor
sediment and Crenarchaeota is the predominant aechaea.
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