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Abstract: The aim of current study was to identify the genotype and genetic variation of Echino-
coccus granulosus in the Tibetan plateau of China, and provide the basic molecular data needed for
studies of the molecular diagnosis, epidemiology, prevention and control of echinococcus disea-
ses. The whole mitochondrial ND5 gene sequences of 43 isolates from the Tibetan plateau were
analyzed. We found out that 42 isolates were belonged to E. granulosus G1 genotype, while one
isolate from Tibetan sheep was identified as E. granulosus G6 genotype according to phylogenetic

tree. There were 43 mutation sites in G1 isolates, which were separated in 27 haplotypes. The

Y HH:2013-03-21

ELTA : HEZRHE L5015 B (2006 BAT06B09) 5 [ 5% i K i B R4 112135 H (20091K019)

YEE B A S FHPE 1991, T3, DU 1 9 N B, £ B2 AT Bl ) 7 A Ol 2 BF 5T, E-mail : 18783542005@163. com
* BIEIEE LR B WS EZENE W A4 R 5T . E-mail : guangyoul 963@aliyun. com



9 P46 T G e DB R Rk 4 ol ) 4 T AL A T 1439

haplotype diversity and nuclear diversity were 0. 940£0. 028 and 0. 001 93£0. 001 14, respective-

ly; And mean genetic distance between haplotypes was 0. 002 6. Parsimony network showed a ra-

dialized expansion from a main founder haplotype H,. The analysis of mismatch distribution

showed a unimodal structure. Additionally, significant negative neutrality indices were detected.

All these results suggested that the main genotype of E. granulosus in the Tibetan plateau was

G1 with low genetic variability.

Key words: Echinococcus granulosus; mitochondrial NADH dehydrogenase subunit 5 gene; Ti-

betan Plateau; molecular identification; genetic variation
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Fig. 1 Phylogenetic tree based on E. granulosus mt NDS gene using MrBayes

& 2

22

ERHEREANRKERAFHHANEE (EE
HRAREAY , BRATRTR)
Fig. 2 Parsimony network for E. granulosus of the Tibetan
Plateau (The area of a circle and the dot represent the
number of samples and the median vectors)
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Table 1 Distance and fixation indexes for the two sub-popula-

tions of E. granulosus in the Tibetan Plateau

By M mieEE Fu A
Sub-populations  Numbers  Distance  Value Nm
NS 11 0.002 2

0.046 77 5.12
R TS 29 0.0018
* P<<0.05
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