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1
Table 1 Characterization of sediments
Sample Time Longitude Latitude Depth/m Characteristics of sediments
B78 Grey ooze. The surface layer lem  was half-fluidic siliceous ooze with less
Sem/layer 20030828  147°01'41"W  7828'43'N 3850  viscosity. The lower layer was caesious ooze without gravel and organisms. Sampling
6 layers equipment box corer Depth 34cm.
P24 Brown arenaceous ooze. The surface layer 2cm  was mud scum. The color of
demflayer  2003-09-05  158°%43'16"W  77°48'38'N 1819  sample changed from surface to the lower beige to puce . Sampling equipment
7 layers Gravity multitube corer Depth 35cm.
St Grey clay. The surface layer 0 ~Scm  was mud scum the lower layer was fuscous
dem/layer  2003-8-17  159°00°00'W  72°29'24'N 47 and compact with a few gravel and organisms. Sampling equipment box corer
7 layers Depth  35cm.
1.2 DNA PCR 1.4
1.2.1 DNA 0.7z 10g PCR DNA
Ultra Clean Soil DNA Kit  Ultra pMDI18-T E . coli Topl0
Clean Mega Prep Soil DNA Kit B78 T
DNA
DNA PCR
1.2.2 16S rDNA PCR Bosshard
" 8f 5'- 1.5
AGAGTTTGATCCTGGCTCAG-3"  1492r 5'-GGTTACC 16S rDNA BLAST
TTGTTACGACTT-3’ http //www. ncbi. hlm. nih. gov
Escherichia coli  16S tDNA 8 BLAST 2
1510 PCR CLUSTALX1.8 PHYLIP
1.2.3 16S tDNA V3 PCR Muyzer ~ * SEQBOOT DNADIS NEIGHBOR-
341f  5'-CGCCC JOINING CONSENSE
GCCGCGLGLGGLGGGCGGEGCGGEGGGCACCGGEGE
CCTAGGGGAGGCAGCAG-3’ 534r 5'-ATTACCGC 2
GGCTGCTGG-3’ Escherichia 2.1 DNA PCR
coli  16S rDNA 341 534  PCR DNA 3
GC 1L 16S rDNA B78 S11 P24
PCR PCR PCR DNA DNA
1.3 DGGE 21kb PCR
1.3.1 DGGE 200pL 16S t'DNA V3 PCR 16S rDNA V3
2.5 40pL DNA 1.5kb
Bio-Rad D-code System DGGE 250bp
PAGE 2.2 16S rDNA V3 DGGE
8% 30% ~ 60% Tmol/L 40% 1
100% 1 x TAE 20pL. PCR 16S rDNA V3 DGGE
60°C 150V 4h
15min
1.3.2 DGGE DNA P24 S11
DGGE 16S rDNA PCR DGGE
1.5mlL 20pL 1-B C 10 10
-20C 12000 x g Imin B78
16S t{DNA V3 PCR 5~10 1-A DGGE
1.2.3
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Fig.1 DGGE profiles of PCR amplified 16S rDNA V3 region fragments from sediment B78. The bands marked with * were excised.
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Phylogenetic analysis of bacterial diversity in Pacific Arctic sediments
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' SOA Key Laboratory for Polar Science Polar Research Institute of China Shanghai 200136  China
2 State Key Laboratory of Genetic Engineering Institute of Genetics Fudan University Shanghai 200433 China

Abstract Using PCR-DGGE denaturing gradient gel electrophoresis methods bacterial phylogenetic diversity in three Pacific Arctic
sediment samples were investigated taken from different depths in the range of 47 m to 3850 m. DGGE profiles of different layers in
the same sediment sample are not completely same. 16S rDNA sequences corresponding to 50 excised bands from three sediment
samples were analyzed and fell into seven lineages of the domain Bacteria o- [- V- & e Proteobacteria the Cytophaga-
Flavobacterium-Bacteroides CFB  group and Actinobacteria. However the composition of bacterial phylotypes in three sediments is
different. Fourteen sequences obtained from sediment B78 collected from the Canadian Basin belong to B- - Proteobacteria

Comamonadaceae and Acidobacteria. Bacterial phylotypes in submarine plateau sediment P24 are o- Y- o6-Proteobacteria While
seventeen sequences from sediment S11 colleted from continental slop in the Chukchi Sea are grouped into o- - 8- e
Proteobacteria  the Cytophaga-Flavobacterium-Bacteroides CFB  group and Actinobacteria. It is suggested the different
characteristics of three sediments may cause the difference in the composition of bacterial phylotypes. 16S rDNA sequences from
members of y-Proteobacteria dominated three sediments samples. The majority of the sequences were most closely related to
uncultured marine environmental sequences especially marine sediment environmental sequences 88% ~ 100%
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