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[Abstract] Objective To apply the DNA barcoding technology for identification on host
animal and to establish the host animal DNA bar code database on natural foci of plague in Shaanxi.
Methods 139 host animals belonging to 3 orders, 6 families and 12 genera and 62 residues
belonging to 7 species from 8 different parts of the province, were detected. DNA barcoding
technology was used to analyze the DNA CO I gene sequence on the natural foci of plague in
Dingbian county. Results The intra-specific genetic distance was less than 2% while the
inter-specific distance ranged from 8.9% to 15.1%. Fourteen major clusters were apparently showed
on a Neighbor-Joining tree. Residue samples could be detected regarding the objective gene. Alashan
ground squirrel was previously noticed to carry 14 major clusters, which were previously mistakenly
named as Citellus dauricus in Dingbian county. Conclusion DNA barcoding technology could
overcome the shortcomings caused by the morphological identification so could be used to identify the
host animal and residues in the natural focus of plague.
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(1)3L X 2] DNA $2HL ,PCR 4" 38 K ¥ 51100 % - fif
A5 Qiagen 28 Fl A= 7= QIAamp DNA Mini Kit {7
& BEIUIFIE B 5% AR 40 21 v 1Y) 5 DNA, i H Infinite
200 it #7542 NanoQuant il % H: DNA % & , i 1 PCR

P co 1 3H G P k2. RV
2 X Taq Mastermix 12.5 pl, EF#519)45 1 pl, Btk
2 ul, #h7KZE 25 ple PCR B 25A4: 94 °C FiAs 1
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1 min, 3£ 35 M. PCR =4 1.5% i B i et
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R o, SR PR o 2 , N B 1A A T 3, D) o
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R6036R ACTTCTGGGTGTCCAAAGAATCA
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VFId t TGTAAAACGACGGCCAGTTCTCAACCAACCACAARGAYATYGG
VEIi_tl TGTAAAACGACGGCCAGTTCTCAACCAACCAIAAIGAIATIGG
XI5 149 CF#) VRILRt LepRI_t1 CAGGAAACAGCTATGACTAAACTTCTGGATGTCCAAAAAATCA
VRId tl CAGGAAACAGCTATGACTAGACTTCTGGGTGGCCRAARAAYCA
VRI tl CAGGAAACAGCTATGACTAGACTTCTGGGTGGCCAAAGAATCA

VRIi_tl

CAGGAAACAGCTATGACTAGACTTCTGGGTGICCIAAIAAICA
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W W Rattus norvegicus

INFKE Mus musculus

TR Meriones meridianus

KN Meriones unguiculatus

68 ZRJTH R Microtus fortis

/NE 2 B Phodopus roborovskii

FHEBE B Allactaga sibirica

92 —BEBEE Dipus sagitta

KEREER Cricetulus longicaudatus

100) A [ Circetidae barabensis

& B Circetidae barabensis

97

IEE IR Ochotona daurica
B S IRH W Citellus dauricus
33 B4 Lepus capensis
53 B§§% Scaptochirus moschatus
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