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DNA barcoding based on mt DNA COI gene sequence of fleas
from Qiadam Basin in Qinghai., China
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Abstract: In order to making up the deficiency of the traditional morphological classification method, we were being to i-
dentify fleas of the molecular biology by DNA barcoding in the study. The partial fragments (about 600 bp) of the mt DNA
COI gene were amplified from 68 samples of fleas by PCR, and the obtained COI gene fragments were sequenced and aligned.
The intra-and inter-species genetic distances were calculated among the closely-related species with neighbor-joining (N]J) meth-
od. We got 68 COI gene sequences and calculated the genetic distance about 19 kinds of fleas that the intraspecific distance
0.01% —2.9%, interspecific distance 3% —15.4% , interspecific genetic distance was significantly greater than the intraspecific
genetic distance. NJ tree showed the same species have formed a single line with high support rates and interspecific branch was
clearly. The result showed COI gene appear to be accurate and efficient markers for fleas identification.
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Fig.1 Sampling location of fleas used in present study in Qinghai
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Tab.1 Sources of samples in this research
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Tab.2 Base substitutions on COI gene of fleas from Qaidam Basin
57 54, R T TC TA TG CT ¢C€C CA CG AT AC AA AG GT GC GA GG
¥y o42.00 1 204 16 17 2 15 87 3 1 15 4 137 6 1 0 6
Ist  0.78 69 11 15 1 10 5 3 0 14 3 57 5 1 0 4 2
2nd  2.92 48 5 2 0 ) 29 0 0 1 0 57 1 0 0 2 48
3rd  1.19 88 0 0 0 0 53 0 0 0 0 23 0 0 0 0 34
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Fig.3 A neighbor-joining phylogenetic tree of fleas based on Kimura 2-parameter model
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Fig.4 Analysis of genetic distance on partial COI gene se-
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