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ABSTRACT Objective: Based on the conservative region of mitochondrial cytochrome C oxidase subunit I gene (CO1) as a DNA
barcode technology sequence, the feasibility of DNA barcode technology in identifying Longan and Kunming Population from Tupaia be-
langeri was explored in this study. Methods: CO1 gene were amplified by per and sequenced in 22 Guangxi Longan and 21 Kunming tree
shrew samples. Sequences were aligned and genetic distance was measured by MEGA V5. The phylogenetic trees were constructed by
NJ method. Results: The intraspecific genetic distance of Longan population, Kunming population and T.belangeri modesta from Tupaia
belangeri was 0.00%-0.79%, the interspecific genetic distance between Tupaia belangeri subspecies was 9.71%-13.59%, and the interspe-
cific genetic distance between Tupaia belangeri and Tupaia glis was 20.43%-24.11%. There is barcode gap. Phylogenetic tree showed
that Longan population, Kunming population and T.belangeri modesta from Tupaia belangeri were clustered into three small branches,
branches of confidence as high as 100%. Conclusions: The results showed that DNA barcode technology is helpful to the classification
and identification of tree shrew species and subspecies. Through the CO1 gene sequencing analysis, the study confirmes that Longan pop-
ulation and Kunming population from Tupaia belangeri are belong to different species.
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Fig.3 Saturation analysis of nucleotide substitutions in COI gene
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Fig.4 Adjacency method (NJ method) phylogenetic tree
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