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Abstract
AIM: To clone and analyze H pylori cagT gene.

METHODS: H pylori cagT gene was amplified
from the genome DNA by polymerase chain re-
action (PCR). The PCR product was inserted into
PGEM-T vector and then transformed into E.co/s
DHb5a.. The positive recombinant clone was ana-
lyzed by digestion of restriction endonuclease.
Next, the cagT gene fragment was inserted direc-
tionally into vector pQE30 to construct recombi-
nant clone of cagT, which was sequenced finally.

RESULTS: A cagT gene consisting of 843 base
pairs, which encoded a product of 280 amino
acids, was obtained using PCR method and
was cloned into pGEM-T vector successfully.
Its GenBank accession number was EF114758.
Sequence analysis showed that cagT gene had
shared 97%-99% homology with other strains in
GenBank.
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CONCLUSION: The correct cagT gene is suc-
cessfully cloned, which established a basis for
further investigation of its biological function.
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I +HindIl; 4: pGEM—T/cag7/BamH 1 ; 5: pGEM—T/cagT/
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