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[ Abstract |

efficiently. Methods: Forty-eight animal samples and ten samples of commercial G. gecko powder were collected from markets. All

Objective: To develop the Bar-HRM method for identifying Gekko gecko and its adulteration

the samples were identified using HRM analysis combined with DNA barcode technique based on 12S rRNA region. Besides,
sensitivity analysis and adulteration detection of HRM were analyzed in this study. Results: It was demonstrated that G. gecko and
six common counterfeits could be clearly distinguished through Bar-HRM analysis based on 12S rRNA region. The sensitivity of
12S-HRM in adulteration detection was 1% . Six samples of commercial G. gecko powder were doubtful in quality. Conclusion;

The Bar-HRM method based on 12S rRNA region is a powerful tool for the identification of G. gecko and its common adulterants.
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