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The Diversity of Bacteria in Sediments from
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Abstract: The bacterial diversity of two deep-sea sediments collected at Lau Basin hydrothermal vents
were analysed by performing a restriction fragment length polymorphism (RFLP) analysis of 16S rRNA
gene sequences. Analysis of sequences showed that there were a diversity of bacterial populations in
sediments from Lau Basin deep-sea hydrothermal vents, and six bacterial divisions and four bacterial
divisions represented in the sample DY1 and DY2 respectively. The phyla Gammaproteobacteria and
Epsilonproteobacteria were the most dominant groups in both clone library DY1 and DY2. Additionally,
some bacterial sequences had lower similarity to most known sequences in the database, which
suggested that there were some novel taxa of bacteria in sediment from Lau Basin deep-sea

hydrothermal vents.
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Fig. 1 Accumulation curves for RFLP analysis
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Fig. 2 Phylogenetic tree of the partial bacteria in sediment DY1 from Lau Basin deep-sea
hydrothermal vent according to 16S rRNA gene sequences
s GenBank s R 5% .
Notes: Clones in this study were identified in bold. The reference bacteria were from GenBank database. Data in parentheses are the GenBank
accession numbers. The scale bar represents 5 nucleotide substitutions per 100 nucleotides.
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Fig. 3 Phylogenetic tree of the partial bacteria in sediment DY2 from Lau Basin deep-sea

hydrothermal vent according to 16S rRNA gene sequences
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Notes: Clones in this study were identified in bold. The reference bacteria were from GenBank database. Data in parentheses are the GenBank

accession numbers. The scale bar represents 5 nucleotide substitutions per 100 nucleotides.
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Fig. 4 The proportion of each phylotypes in total bacteria
A: DYI; B: DY2.
Note: A: Sediment DY1; B: Sediment DY2.
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