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Backgrounds: The prevalence of Helicobacter pylori in patients with gastroduodenal
diseases is high in Thailand. The clinical outcome of this bacterial infection might be linked to the
virulence genes cagA, vacA and iceA . We analyzed the distribution of cc;gA, vacA and iceA
genotypes of H. pylori and their association with the severity of the disease in two areas of
Northern Thailand. Furthermore, the PCR techniques from gastric biopsy specimens and gastric
biopsy cultures were assessed.

Methods: 135 gastric biopsy samples were obtained from H. pylori infected patients at
Maharaj Nakorn Chiang Mai Hospital; 284 H. pylori infected gastric biopsy specimens and 88 H.
pylori cultures were received from Uttaradit Hospital. The cagd, vacA4 and ice4 genotypes were
determined by PCR.

Results: cagA, vacAsl and iceAl were the most frequent genotypes in the two areas of
northern Thailand (95.6%, 99.3% and 60% respectively in the upper north area; 95.1%, 96.8%
and 54.2% respectively in the lower north area). The vacA subtype was sla which was detected in
almost 100% specimens followed by slc, and m1 dominated in the mid-region in both area.
vacAslc subtype was higher in the upper north than in the lower north, however, almost all of the
slc vacA subtypes were combined with sla and were significantly higher in the upper north
(p<0.0001). Among vacA genotypes, sla/ml was the most common in both areas. sla/m2 was
more common in the lower north than in the upper north (20.4% vs. 10.4%; p<0.05). All
genotypes except sla/m2 vacA were not associated with the clinical outcome. 59.3% of patients
from upper north and 46.5% from lower north were infected with 2 or more H. pylori strains of
different genotypes and the combined genotype of cagd/vacAsla/ml/iceAd 1’ was common in both
areas. Both multiple H. pylori strains infection and combined genotyping of cagA, vacA and iceA
had no impact on gastroduodenal diseases outcome. PCR-based genotyping results with tissue
DNA was not significant different to those with bacterial DNA..

Conclusion: Most H. pylori strains in Northern Thailand carried cagd, vacAsla/ml
and iceA1 genes. Multiple strain infection is common and these genes are not associated with the

clinical outcome of the disease in both studied areas.





