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Isolation and Characterization of Two Marine Algicidal Bacteria Against the

Phaeocystis globosa
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(1. College of Chemical Engineering and Materials, Zhejiang University of Technology, Hangzhou 310014, China; 2. Institute of
Hydrobiology , Jinan University , Guangzhou 510632 , China)

Abstract: The algae-lysis bacteria YOI and Y04 were isolated from seawater, during a red tide survey of the Zhuhai Estuary in southern
China. The algae-lysis bacteria YOI and Y04 were Gram-positive bacteria which can remove P. globosa in 6 days. The lysing process
was observed by microscope and SEM, both of them could directly lyse P. globosa. The strains were identified by the sequence analysis
of 16S rDNA. The length of the two bacteria’s sequences were 1 468 bp and 1 548 bp ( strain YOl: DQ531607; strain YO04:
DQ531608). The DNA sequence similarity searches showed that share more than 99.7% sequence homology with some strain of
Bacillus. The algae-lysing bacteria would provide a possibility to control P. globosa red-tide by microbial agents.
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Fig. 1  Effects of bacterial stains YO1 and Y04 to the

growth of Phaeocystis globosal
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Fig.3 SEM views of algicidal bacteria YO1 and Y04 infecting the Phaeocystis globosal cells( Scale bars = Sum)
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AB215099 Bacillus cereus. seq

AB159770 Bacillus sp. seq

AY224388 Bacillus cereus. seq
DQ531607 Bacillus sp. Y01.seq
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AY?224384 Bacillus cereus. seq
DQ531608 Bacillus sp. Y04.seq

94 |: AB004313. Marine bacterium E401. seq
ABO040465. Alteromonas sp. K. seq
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ABO017047. Cytophaga sp. seq
ABO017597. Flavobacterium sp. 5N-3. seq
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Fig. 6 Phylogenetic tree of the bacteria YOI and Y04

AY425946 Bacillus cereus strain G9241. seq

AB001333. Marine bacterium MC83. seq
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