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Abstract

Helicobacter pylori (H. pylori) is the common infectious bacterium and has been linked
to chronic gastritis. peptic ulcer, duodenal ulcer and gastric cancer. Several genes have been
identified as virulence factors which may be related to the clinical outcome including cagA, vacA
and iceA gene. The aim of this study was to assess the genotypes of H. pylori cagA, vacA and
ice A and the relationship to gastro-duodenal diseases in Northern Thai patients. Gastric biopsy
specimens were from positive urease test and paraffin-embedded tissue which identified the
bacteria by histological method. H. pylori DNA was extracted from 135 specimens (58 with
gastritis, 28 with peptic ulcer, 45 with duodenal ulcer and 4 with gastric cancer) and the
genotypes were detected by PCR based methods. cagA were found in 95.6% and the dominant
vacA subtypes was sla (96.3%). vacAslc were also found in 66.67% but non of the vacAs1b and
s2 genotypes were obtained. vacA middle region sequences, the m1 and m2 strains were detected
in 59.3% and 40.7%, respectively. Among vacA genotypes, the sla/ml was the most common in
the studied population (59.3%). iceAl, genotype was present in 64.4% whereas iceA2 was found
only 28.9% (p<0.05). The presence of cagA+, vacAsla/ml either vacAslc/ml or
vacAsla/sle/ml and iceAl genotypes status were associated with higher prevalence in patients
with duodenal ulcer than patients with gastritis (p<0.05). Primer specific to H. pylori Thai strains
detected more cases of cagA, vacAsl, vacAsla genotypes than primer specific for the Western
strains (p<<0.05).

In conclusion, cagA , vacA sla/ml and iceAl, were typical genotypes of H. pylori
strains from Northern Thailand. The combination of cagA, vacA sla/m1 and/or vacAslc/ml and

iceAl, genotypes were predominant in patients with duodenal ulcer.



