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Fig. 1  Typical results of PCR detection for vpiT -like gene 
among V. alginolyticus strains. M. Marker DL2000; 1.V. algi-
nolyticus  E0601; 2.V. alginolyticus  E0612; 3. V. alginolyti-
cus E0666; 4.V. alginolyticus ZJ0451. 
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Fig. 2  Electrophoresis results of reverse PCR products from V. 
alginolyticus E0601. M. Marker DL2000; 1 and 2.The first and 
the second round PCR products from the template generated by 

Dra�digestion; 3 and 4. Generated by Vsp� digestion; 5 and 6. 

Generated by Rsa�digestion. 
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Fig. 3  Constructed phylogenic tree based on valT sequence from V. alginolyticus E0601 and transposase sequences from other bacte-
ria. Numbers in parenthesis represent accession number of sequences in GenBank. The number at branch points is the percentage sup-

ported by bootstrap (1000 replications). The scale bar, 10% sequence divergence. 
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Fig. 4  Sequence comparison of valT-A from V. alginolyticus E0601 and transposases from other bacteria. The underline: the region 
similar with core domain of integrase. The black podetium: conserved sites of amino acids. Light gray pane: the region that can form 

β–sheet. “▲”: the residue of D-D-E motif. Number in the sequences: the number of omitted sites after sequence alignment. 
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Analysis of molecular biological characteristic of the gene and its flanking  
sequences, similar with transposase in Vibrio cholerae pathogenicity island, 

among V. alginolyticus strains   

Peng Luo, Chaoqun Hu*  

(South China Sea Institute of Oceanology, Key Laboratory of Marine Bio-resources Sustainable Utilization, CAS, Guangzhou 510301, China) 

Abstract: [Objective] To investigate whether the gene similar with transposase gene (vpiT) from pathogenicity island of 

Vibrio cholerae exists in V. alginolyticus strains, and to analyze molecular biological characteristic of the gene and its 

flanking sequences. [Methods] PCR detection of the gene, similar with vpiT in pathogenicity island of V. cholerae was 

done among 94 strains of V. alginolyticus,. PCR products from positive strains were directly sequenced. Based on acquired 

partial sequences, we designed primers for reverse PCR, and got the amplification fragment containing complete gene 

(valT) from V. alginolyticus E0601, which was similar with vpiT gene. The reverse PCR product was cloned and sequenced, 

and the acquired sequence was analyzed with bioinformatic methods. [Results] We found that among 94 V. alginolyticus 

strains, only V. alginolyticus E0601 and E0612�from east coastal areas of Guangdong province, produced predicted 

positive amplification fragments in PCR detection. Sequencing indicated that amplification fragments from V. alginolyti-

cus E0601 and E0612 had identical DNA sequence (named valT-S1). Sequence valT-S3 from V. alginolyticus E0601, con-

taining complete valT gene and flanking segments, was finally obtained through reverse PCR, cloning, and sequencing. 

Bioinformatic analysis on valT-S3 suggested that valT was transposase gene, highly similar with vpiT in V. cholerae VPI. 

[Conclusion] According to above result and related references, we believe that valT and its flanking segments were acquired from 

heterogenous bacteria, and VPI or its component probably transfers among Vibrio species including V. alginolyticus. 
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