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Abstract: The bacterial and archaeal diversity of the deep-sea sediment collected at Lau Basin TVGY sites were
analyzed using a polymerase chain reaction-restriction fragment length polymorphism (PCR-RFLP) analysis of 16S
rRNA gene sequences. The 16S rRNA gene libraries were constructed. The results showed that there were three
phyla in the Bacteria domain, including Proteobacteria, Nitrospira, Verrucomicrobia, and the phylum Proteobacteria
is predominant, which has three sub-groups including Alphaproteobactria, Gamaproteobactria and Deltaproteobac-
tria. In the Archaea domain, Crenarchaeota dominates over Euryarchaeota. There were two divisions in the Crenar-
chaeota kingdom, MG I (Marine Group [ )and MCG(Miscellaneous Crenarchaeotal Group). The MBGE(Marine
Benthic Group E) is the dominant group in the Euryarchaeota. This study has uncovered the microbial diversity in
the deep-sea hydrothermal region, and provided more evidence for the ecology environmental research.
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