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Eleven strains of Helicobacter pylori were isolated from endoscopic
biopsy specimens obtained at the A-San medical center from Dec., 1995
to Feb., 1996. To determine the diversity among isolates, followings
were analyzed: total protein pattern, plasmid profile, presence of cag A,
and variation in DNA sequence. Protein patterns were similar to each
other in nine strains. Two strains had a protein band with 35 kd not
appeared in others. The presence of cag A in eight strains (72%) was
detected using PCR. Seven strains (63%) had plasmid: three strains
had only one plasmid with 2.3 kb, two strains had one plasmid with 7
kb, and two strains had three plasmids each with 1.6 kb, 2.5 kb and 49
kb. Each strain showed a big diversity in DNA sequence when
analyzed with RAPD (Random Amplified Polymorphic DNA).
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