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Abstract: Objective To investigate the classification and identification methods for Spermophilus alaschanicus and S. dauricus.
Methods DNA barcoding was used to determine the cytochrome ¢ oxidase subunit I (CO 1) gene sequences of S. alaschanicus
and S. dauricus, analyze the genetic distance, and construct a neighbor - joining (NJ) tree. Results The intraspecific genetic
distance of S. alaschanicus (n=11) was less than 2%, and that of S. dauricus (n=4) was less than 1%. The genetic distance
between S. alaschanicus and S. dauricus ranged from 8% to 9%. Results of NJ tree showed that all the samples of the two species

formed two independent groups with a high support value. Conclusion Spermophilus alaschanicus is an independent species.

DNA barcoding can be used in the species identification of Spermophilus.
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Figure 1 Analysis of genetic distance based on partial CO [

gene sequences of S. alaschanicus and S. dauricus samples
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Figure 2 An NJ phylogenetic tree of S. alaschanicus

and S. dauricus samples
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