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Molecular diagnostic markers for early gastric cancer using Human and H.Pylori
genome alterations
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We developed a next-generation seguencing (NGS)-based method for genome wide
SNPs analysis of Helicobacter pylori strains (HPs) specific genomes using gastric wash sample
(G-Scan method). Gastric cancer-specific candidate 71 HP gene SNPs was obtained from analysis using
the remaining 4 cases of gastric cancer, 4 cases of gastritis.
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