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ABSTRACT 237501

Background: Helicobacier pylori has been reported to be associated in the human
hepatobiliary tract. However the correlation between the important virulence genes, cagA and
vacA of H. pylori infection and hepatobiliary disease has not been elucidated. The aims of this
study were to determine any correlation between the cagd and vacd genotypes and clinical
outcomes.and to assess whether there was any correlation between age and gender with clinical
outcomes.

Methods:: A total of 148 hepatobilialy patients including 93 with malignant group and 55 with
benign group were determined the pfesence of H. pylori in liver and bile samples, and H. pylori
vacA and cagA genotypkes by using polymerase chain reaction (PCR) and culture method, and
PCR, Xyber green real-time PCR and DNA sequencing, respectively..

Results: The presence of H. pylori in the malignant and benign groups were 68.8% and 41.8%,
respectively (p<0.05). vacd slatc, vacdsla and vacAslc were detected in 55.2, 27.6 and
17.2 %, respectively. vacAml and vacAm2 were detected in 89.7 and 10.3 %, respectively
(p<0.05). The most vacA subtype found was vac4 sla+c/ml (50.6%). cagA gene was detected
in 34.4% for the malignant group and 8.7% for the benign group (p<0.05). The CagA-Western-
type (87.5%) was found more frequently than the CagA-East Asian-type (12.5%) (p<0.05). The
most combination of vacA and cagA genotype found was vacAslatc/ml and cagA Western
type (36.4%). There was a significant association between: 41-60 years of age and malignant
group and more tha&l 60 years of age and benign group (p<0.05).

Conclusions: H. pylori and cagA gene are related in the severity of hepatobilialy diseases. The
cagA genotype and vacA subtype are not related the severity of disease. Age was related to the
severity of disease. - Thus, the severity of hepatobilialy disease depends on multiple factors,

including the H. pylori strain and host factors.





