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Fig.3 Alignment of the Int proteins of phage 297 and VTt Sakai
The RH (Y)- RY moti is framed. Identical amino acids are indicated by dashes
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Cloning and Analysis of Integrase Gene (int) of Shiga
Toximr producing Bacteriophages 297

. 1 1 .1 . .2
7ZHAI Jing 7ZHANG Feng-zhen  JIANG Harming  CAO Qr zhi
(1 Department of Biochemistry of Tai Shan Medical College, Taian 271000, China)
(2 Department of Microbiology and Immunology of Bin Zhou Medical College, Binzhou 256603, China)

Abstract Aim: To clone and analyse the integrase (int) gene of bacteriophages 9297 from Enterohemorrhagic
Escherichia coli (EHEC) strains, which produce Shiga toxin ( Stx) encoded by the lysogenic bacteriophages. Method:
A special adaptor is ligated to the ends of DNA fragments generated by digestion of genomic DNA with restriction
enzymes that generates blunt ended fragments. Siebert PCR walking from the 40 nucleotide of prophage 297, Similar to
that int gene of phage 933W to an unknown region in genomic DNA. Cloning and subcloning of PCR products, DNA
sequencing and data analysis were used in this study. Results: The complete sequence of the intergrase gene (int) was
obtained that encded by the phages 297. The int gene was 1287bp long and the product was a protein of 428 amino
acids. Comparing the nucleotide sequence of the int gene of phage 297 with the int gene of phage VI I Sakai showed
the highest identity (79%) . The Int protein of the phages $297 and VT'I- Sakai are similar but not identical. The overall
identity at the amino acid level is 8% . Amino acid regions of N-terminal are completely conserved, whereas a much
higher divergence in the central and C-terminal region. Conclusion: The phage #297 and VT1-Sakai have a common
ancestor.

Key words Phage 9297  Escherichia coli 0157  Shigatoxin  Site specific recombination  Integrase gene
(int)
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