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Study on genetic characteristics of Hantavirus carried by murids in Xiantao city of Hubei province during 2012 PENG
Yan . ZOU Wen-jing » L1 Guo-ming ( Hubei Center for Disease Control and Prevention sWuhan 430079 ,China)

[Abstract] Objective To study the species of captured murids in Xiantao area during 2012 and their carrying
Hantavirus situation,and to analyze the gene characteristics of Hantavirus. Methods The night trapping method was
used to capture murines. After sterility dissection, the murine lung was taken for extracting total RNA. Hantavirus
was detected by fluorescent PCR. The positive samples were performed the viral S segments sequence determination
and evolution analysis. Results Altogether 100 murines were captured including 64 cases (64%) of Apodmus agrari-
us,6 cases(6%) of Rattus norvegicus,13 cases (13%) of Mus musculus and 17 cases(17%) of Rattus flavipectu. 2
murine lungs with Hantavirus nucleic acid positive and the virus genotyping was Hantaan virus. Conclusion The
hosts of Hantavirus in Xiantao in 2012 were mainly Mus musculus, the carrying virus is mainly Hantaanvirus,and the
genotype has obvious regional characteristic, which belongs to new subtype reported by literature.
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