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Table1l Phylogenetic affiliation of bacterial 16S rDNA clones from microbial bacteria in sediments of Xisha Trough

o-Proteobad eri a

Planctomycene  Actinobacteria

10 22

| AMGES147

ME18-1 Aosprillum sp. B506 AB)49110 88 1

ME18-17 Lhcultured bacterium B21  AY375070 89 1
y-Proleoba:IeHa

ME18-25 Hil o hiobacilluskellyi  AF170419 87 2 96
ME18-30 Thyasira flexuosa L01575 Thyasra fl exuosa 89 1

& Proteobacteri a

ME18-2 Drsul fonema magnum  DMU45989 92 1

ME18-5 Nirospina gracilis Nb-211 L35504 80 1

ME18-19 Desulfacinum sp. M40 /2 AV-2.3 AF170418 Mios 84 1

Low G C Gam-pasitive bacterium

ME18-9 Candidat e division GP8 GPB5 AF027067 87 1

ME18-21 Lhcul tured bacterium  AB177172 94 3 97 98
ME18-27 Uhcultured low G C Gam-positive bacterium 98 2 98

AY 225657
Actinobact erium
ME18-10 Lhcultured Actinobacterium AT-s3-3 92 1
AY 2256 56

ME18-24 Lhcultured Actinobacterium AB116478 92 1

Ranc omycetales

ME18-4 Lhcul tured bacterium MB-C2-147 AY 093482 Forearc 96 1

ME18-6 Uncul tured Planctomycete AKY @83 AY922083 97 1

ME18-15 Uncul tured bacterium PMWV-Bac19 AJ937688 97 1

ME18-23 Candida us Scalindua brodae AY?254883 92 2 97
3.2 17 18

Proteobacteria
i Proteobacteria
Proteobacteria
& Proteobacteria o
y—Proteobaclerla or Proteobacteria
a Proteobacteria 87 98

o-Protecbacteria ¢ -Proteobacteria 17 18 Nan-

kai y-ProIeobact eria B Pro- 22 11

teobacteria ° 95
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Abstract

The bu k DNA was isolated from bacterial habits in sediments of t he Xisha trough

the south China

sea. Wsing a pair of primers special for most common bacteria theresearchers amplified partial sequencesof bacte-
rial 16S rDNA gene and thus constructed a 16S rDNA clone library. A total of 22 clones were used to reconstruct

the bacterial 16 SrDNA phylogenetic tree. Guided by the phylogenetic tree bacteria fell into four main lineages
Proteobacteria Planctomycene Actinabacteria and Low G C Gam-positive bacterium. Among them 49  be-

longed to Proteobacteria 22
ning 7

to Planctomycene the same to Low G C Gam-positive bacterium and the remai-
to Planctomycene. The group of Proteobacteriacl ustered i n three subgroups - e and §-Proteobacteria

and the subgroup of &-Proteobacteria predominated inthem. Furthermore the abundance of two groups of Plancto-

mycene and Low G C Gram-positive bacterium

ments of the Xisha Trough than in other deep-sea sediments.
brought from the shelf into the trough sediment by the turbid.
Key words The Xishatrough Mrine sediment 16 SrDNA Bacterial diversity.

living commonly in shallow marine deposits was higher in sedi-
Mst members of these two groups were probably





