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Phylogenetic diversity analysis of bacteria in the deep-sea sediments from the Bashi
Channel by 16S rDNA BLAST
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Abstract: Using modified DNA extraction and purification method, high-quailty environmental DNA was obtainedfrom
deep-sea sediments of the Bashi Channel in the northern South China Sea. Diversity of eubacteria was studied by PCR,
ARDRA and sequence analysis of 16S rDNA and compared with the published sequences in the GenBank. Based on the
ARDRA profile generated, 118 clones from the 16S rDNA library were divided into 23 operational taxonomic units (OTUs).
Phylogenetic analysis showed that the representative clones of the 23 OUT fell into nine groups: Actinobacteria (26%), Pro-
teobacteria (22%), Planctomycetes (18%), Verrucomicrobia (4.5%), Sphingobacteria (4.5%), Nitrospira (4.5%), Chloroflexi
(5%), Firmicutes (4.5%), and Acidobacteria (4.5%), repspectively. Among the 23 clones, there was no clone being identical to
the known 16S rDNA sequences in the Ribosomal Database Project small subunit RNA database. In this clone library, 11
clones had less than 95% similarity to rDNA sequences retrieved from the DNA databases. The results suggested that bacterial
population in the Bashi Channel of the northern South China Sea is very diverse in phylogeny and there are the massive un-
known microorganism deserve further studying and exploration as valuable resources.
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Tab.1 16S rDNA sequence analysis in the northern South China Sea

REHS T4 40 TR B R IR EL R HEFFIRE ROGAR
MSE307-252 Microbacterium chocolatum (EF197991)99% Actinobacteria
MSE307-350 Brachybacterium sp. (EU196468)99% PSR ALY LY Actinobacteria
MSE307-293 Uncultured actinobacterium (EF061210)97% KV R IX Actinobacteria
MSE307-294 Uncultured actinobacterium (AY307861)97% B, PG £ O UL AR o Actinobacteria
MSE307-305 Uncultured actinobacterium (DQ828204)95% + 8 f Actinobacteria
MSE307-340 Brachybacterium sp. (DQ643203)99% GG Actinobacteria
MSE307-290 Moraxella sp. (AY 162144)99% Kk y-Proteobacterium
MSE307-360 Uncultured gamma proteobacterium (AM422907)95% ¥ 4 2L B AR Y A y-Proteobacterium
MSE307-315 Uncultured gamma proteobacterium (AB015571)99% GG IR y-Proteobacterium
MSE307-196 Uncultured alpha proteobacterium (DQ446093)99% 55 B3 S A Y A a-Proteobacterium
MSE307-359 Achromobacter sp. (EU275167)99% Folm 1 p-Proteobacterium
MSE307-289 Uncultured planctomycete (EF491452)95% RAKFENFETRY Planctomycetales
MSE307-223 Uncultured planctomycete (AY711194)96% A BiEH g Planctomycetales
MSE307-211 Uncultured Planctomycetales (AM406813)91% F R B A K b 78 3 Planctomycetales
MSE307-325 Uncultured planctomycete (DQ070799) 88% RARTHEERER Planctomycetales
MSE307-348 Uncultured Nitrospira sp.( EF061207)97% KFEHEBLE K Nitrospira
MSE307-337 Uncultured Firmicutes (EU043851)88% T Firmicutes
MSE307-343 Uncultured Sphingobacteria (AY711020)90% B R Sphingobacteria
MSE307-341 Uncultured Acidobacteria (EF597689)95% iy I g LR Acidobacteria
MSE307-217 Uncultured Verrucomicrobia (DQ446121)95% Y 6 A 9 S T Verrucomicrobia
MSE307-205 Uncultured Chloroflexi (AF529110)91% R LIV YK e Chloroflexi
MSE307-233 Uncultured bacterium (DQ351751)97% WE SRS R ARy KE
MSE307-356 Uncultured bacterium (AB305474)89% ORI M T R R R R LR FH
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Fig. 2 Phylogenetic tree of 16S rDNA sequences in the deep-sea sediments from the Bashi Channet?
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