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Abstract A dominant strain of H1B6 was isolated from the ulcer surface of diseased Cynoglossus semilaevis. According to morphological ob-
servation, 16S rDNA sequencing, physiological and biochemical identification results, H1B6 strain was suspected as Vibrio alginolyticus. Ac-
cording to the phylogenetic tree model constructed by 16S rDNA sequence, H1B6 strain was clustered with Vibrio alginolyticus strains. Fur-
thermore, H1B6 strain was finally identified as Vibrio alginolyticus by using Biolog microbial identification test,and the probability (PROB val-
ue) was 98.6%. HIBG6 strain’s acute toxicity test on zebrafish was performed and half lethal concentration (LD, ) after 24 hours was deter-

mined as 4. 58x10° CFU/mL.
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Fig.1 Cynoglossus semilaevis Giinther diseased with canker
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Fig.2 Gram staining result of H1B6 strain
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Fig.3 Colony features of H1B6 strain on TCBS plate
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Fig.4 PCR amplification results of 16S rDNA sequence of H1B6
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Fig.5 The phylogenetic tree analysis of 16S rDNA sequence of H1B6 strain
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Table 1 Biochemical identification results of isolated bacteria strain
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H &% Mannitol (3%NaCl) + + #1542 Lysine(3%NaCl) + \%

- - + +

WAk & Hydrogen sulfide(3%NaCl)
ki @8 Arginine(3%NaCl) - _
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Fig. 6 Reactions of strain HIB6 on GEN IIl identification plate

#z2 Biolog fEMETELER

Table 2 The results of Biolog microbial identification test

ﬁ% PROB SIM DIST Sf?j'its

1 0.986 0.776 2.964 Vibrio alginolyticus
2 0. 006 0. 004 6.204 Vibrio harveyi

3 0. 006 0.003 6.255 Vibrio aestuarianus
4 0.002 0.001 6.970 Vibrio splendidus
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Table 3 The results of zebrafish’s artificial infection test
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10°(1) 0 0 0 0 0 0 0 0 0
10°(1D) 0 0 0 1 0 0 0 1 20
107() 1 1 0 0 0 0 3 5 100
10%(IV) 0 2 3 0 0 0 0 5 100
75%NaCl( CK) 0 0 0 0 0 0 0 0 0
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Note : A. Infected zebrafish ; B. Healthy zebrafish
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Fig.7 Clinical symptoms of zebrafish infected with V. alginolyticus
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Fig.3 Survival rate of large cherry cultivated at different depths
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