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Abstract: To diagnhose suspected sheep rabies case and analyze -4

molecular epidemiological characteristics of the pathogen, brain tissues R



of sheep with clinical symptom from a farm in Xinjiang Uygur ZEREe

Autonomous Region, China were used. Rabies virus (RV) in brain tissue

was confirmed by specific nucleoprotein gene (N) RT-PCR amplification.

The full-length gene sequence of RV from sheep was sequenced and

assembled by DNAStar Lasergene.V7.1 based on N gene sequence of

rabies virus, which was analyzed with phylogenetic tree. Results showed

that the sheep disease case was caused by RV. And the full-length

sequence of RV from sheep in Xinjiang was obtained. It was suggested

that the RV had a closer genetic relationship with the genotype 1 of

Russia Group C by phylogenetic tree analysis. This study provided a

basis for further study toward molecular epidemiology of sheep RV in

China in the future.
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