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Abstract: Bacterial community composition and predominant bacteria were analyzed by PCR-denaturing gradient gel electrophoresis (DGGE) in
the Yellow Sea Cold Water MassC YSCWMD . The results analysed by Glyko Bandscan software showed that samples from all stations in April
and stations in the YSCWM area in October had almost the same number of different DNA bands (17 and 16 respectively ) with high diversity.
However, samples from the stations out of YSCWM area had fewer DNA bands Cabout 12) with lower diversity. 24 DGGE bands reflecting
varying phylotypes were excised; cloned and sequenced. Phylogenetic analysis of 24 cloned bands showed that bacterial phylotypes were made
up of two phyla bacteria» Proteobacteria and Bacteroides . Among these sequences, 16 were related to Y- Proteobacteria and - Proteobacteria
and 5 were related to Bacteroides . It indicated that bacterial community composition, as well as the predominant bacterial groups, from all
sampling stations in April (the temperature of seawater was around 7 ~ 12°C) and the inter of YSCWM in October ( < 10°C) was the same,
different from the exterior of YSCWM (=19°C). By comparing, from samples of exterior of YSCWM, the predominant bacteria groups were
different with the different sampling stations. So it suggested that bacterial community composition and the characteristic of predominant bacteria
of the YSCWM may have something to do with the development of the YSCWM.
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Fig.2 Change of temperature with depth in the 2006-04 cruise
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Table 2 16S rDNA V3 sequence similarities to closest relatives of DNA recovered from the respective bands in DGGE gels
F i Fe a5 SREGRARIEN TS AU %
YSCWMI EF493036 Uncultured Y- Proteobacterium clone blpll1aH12( EF092653) 99
YSCWM2 EF433369 Uncultured Bacteroidetes bacterium clone MO-A12-P2G08( EF016472) 94
YSCWM3 EF493034 Uncultured delta Proteobacterium Arctic96A-24( AF355048) 97
YSCWM4 EF433362 Alteromonas sp. KOPRI 11568 AY138988) 100
YSCWMS EF433361 Uncultured Bacteroidetes bacterium clone T42 _ 183(DQ436774) 100
YSCWM6 EF493037 Uncultured - Proteobacterium clone JL-ESNP-114C AY664201 ) 100
YSCWM7 EF433358 Uncultured Y- Proteobacterium DGGE band: SIS02-21C AB265980) 99
YSCWMS8 EF433356 Uncultured Y- Proteobacterium DGGE band: SIS02-21C AB265980) 100
YSCWM9 EF433364 Pseudomonas veronii ( AM410088) 100
YSCWM10 EF433360 Uncultured Y- Proteobacterium clone P1_ RT72( AY580804) 99
YSCWMI11 EF493033 Alteromonas sp. KOPRI 11568( AY138988) 100
YSCWMI2 EF433364 Pseudomonas veronii ( AM410088) 100
YSCWMI3 EF433363 Cellulophaga sp. D3054(DQ480142) 99
YSCWM14 EF433372 Uncultured Pseudomonas sp. clone HKTW8(EF427926) 100
YSCWM15 EF433368 Uncultured organism(DQ396109) 95
YSCWM16 EF493038 Pseudoalteromonas sp. BSi20634( EF382715) 100
YSCWM17 EF433370 Pseudoalteromonas sp. Bsi20671(EF198395) 100
YSCWMI18 EF433359 Uncultured Y- Proteobacterium clone SkpllHIOCEF092475) 100
YSCWM19 EF433366 Uncultured Flavobacteriaceae bacterium clone ESP10-K2711-42 bacterium( DQ810324) 98
YSCWM20 EF493035 Uncultured marine bacterium ZD0405( AJ400348) 98
YSCWM21 EF433367 Marinobacter sp. R10CEF177663) 96
YSCWM22 EF433365 Uncultured bacterium clone ELB19-204(DQ015831) 95
YSCWM23 EF433357 Uncultured Y- Proteobacterium clone T32 _ 61(DQ436669) 97
YSCWM24 EF433371 Flavobacteriaceae bacterium DOKDO 020(DQ191181) 97
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