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Backgrounds
The prevalence of H. pylori, its associated risk factors and efficacy of eradication therapies against it, varies widely in different geographical regions. In the developing countries H. pylori infection is more prevalent. Therefore, assessment of efficacy of prevailing eradication therapies as well as mutations is essential to decrease the epidemiology. Up till now, no study has been carried out to determine the association of TLR 2 (Arg677Trp) polymorphism as well as GSTT1 and GSTM1 polymorphism with H. pylori and gastro-duodenal diseases as genetic risk factor.  
Objectives
To determine the prevalence and association of TLR-2 and GST genes polymorphism with H. Pylori infection along with efficacy and side effects of prevailing treatment therapies in the local population suffering from gastro-duodenal diseases. 
Methods
A total of 159 patients were enrolled to determine the prevalence and effectiveness of first line eradication therapies namely standard triple therapy and sequential therapy as well as second line eradication therapies which included levofloxacin based triple therapy and moxifloxacin based triple therapy. The status of H. pylori infection in patients was determined by 13C Urea Breath Test. Also, 130 individuals (59 H. pylori infected and 71 H. pylori non-infected) were enrolled separately for PCR based detection of polymorphism in TLR-2 Arg677Trp (C2029T), GSST-1 and GSTM1 genes. 
Results
The prevalence of H. pylori was found 72.3% in symptomatic population. The eradication rates for standard triple therapy, sequential therapy levofloxacin based therapy and moxifloxacin based therapy were 66.7%, 62.9%, 30.8% and 14.3% respectively. No association was found between SNP in TLR-2 Arg677Trp (C2029T) and null mutations in GSST-1 genes with H. pylori infection (p>0.05). 
Conclusions
The prevalence of H. pylori infection was very high in Pakistani population with gastro-duodenal diseases. The resistance to prevailing first line and second line eradication therapies was also found very high in our region. Furthermore, gastro-duodenal disorders were not found associated with GSTM1 and GSTT1 null mutations as well as TLR-2 (Arg677Trp) polymorphism.
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