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要     旨

ア. 緒 言 Introduction

Mongolia has the high prevalence of Helicobacter pylori infection and the second highest incidence 

of gastric cancer in the world. Thus, investigating the prevalence of antibiotic resistance and its 

underlying genetic mechanism is necessary. 

イ. 研究対象及び方法 Methods

We isolated 361 H. pylori strains from different locations of Mongolia. Agar dilution assays were

used to determine the minimum inhibition concentration of five antibiotics; amoxicillin, 

clarithromycin, metronidazole, levofloxacin, and minocycline. The genetic mutations of antibiotic 

resistance were identified with the next-generation sequence based approaches and the CLC 

Genomics Workbench. 

ウ. 結果と考察 Results and Discussion

Resistance to metronidazole, levofloxacin, clarithromycin, amoxicillin, and minocycline were 78.7%, 

41.3%, 29.9%, 11.9% and 0.28%, respectively. The multidrug resistance affected 51.3% of the 

isolates that area comprised of 9 different profiles. A number of known antibiotic resistance 



mutations were identified including rdxA, frxA (missense, frameshift), gyrA (N87K, A88P, 

D91G/N/Y), 23S rRNA (A2143G), pbp1A (N562Y) and 16S rRNA (A928C) genes, respectively. 

Additionally, we detected novel mutations in pbp1A (L610*) and 23S rRNA gene (A1410G, C1707T, 

A2167G, C2248T, and C2922T). 

エ. 結 語 Conclusion

Antibiotic resistance rate to H. pylori was high, indicating the inefficient result of standard triple 

therapy in Mongolia. Next-generation sequence is a comprehensive and powerful tool for detecting 

the antibiotic resistance associated genetic causes and determining novel mutations.  


