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[Abstract]  Objective To elucidate the characteristics of genetic variability and its
relationship with prevalence, through sequencing and analysis of N gene among street rabies virus
isolated from different hosts (homo sapiens, ferret badger, dog) in Zhejiang province. Methods
Samples were screened and confirmed by direct fluorescence assay and reverse transcript PCR.
Sequences were analyzed using bio-information software. Results Eighteen street rabies virus strains
were identified, including 2 from homo sapiens, 5 from ferret badger, and 11 from dog. Similarities of
N gene and N protein were calculated to be 89.7%-100.0% and 98.4%-100.0% respectively.
Mutations occurred in N gene were almost non-sense mutations. In addition, Data from phylogenetic
analysis showed that all these strains could be classified into traditional genotype 1. Conclusion The
prevalence of rabies viruses among different hosts in Zhejiang province had certain regional
properties. Rabies viruses isolated from the same kind of host or from the same/adjacent county/
counties had the closest relationship. However, the characteristics of rabies virus prevalent in homo
sapiens were somewhat complicated. In summary, the transmission of street rabies virus in Zhejiang
province was from dogs to ferret badgers and homo sapiens, and the virus could circulate and
cross-regional transmit among dogs and ferret badgers.
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— BJ2011E Equine JQ423952 Beijing

rCSD0803D Dog HM486377 Shandong

'cJs0634D Dog HMA486363 Jiangsu

FJO11 Dog FJ866828 Fujian

JSL26 Dog EU159381 Jiangsu

CJS0636D Dog HM486352 Jiangsu

FJ010 Dog FJ866827 Fujian

CSD0711D Dog HM486378 Shandong

Hebei0O(H) Homosapiens EU267777 Hebei

= BeijjingHu1l Homosapiens EU700031 Beijing

rPOG Homo sapiens JX123687 Zhejiang_Xianju
P07 Homosapiens JX123688 Zhejiang_Shengzhou
== Wz0(H) Homo sapiens EF556197 Zhejiang_Wenzhou
|'Yunnan_Md06 Dog EU095330 Yunnan

LSCR10-219 Dog JX005947 Sichuan
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Sichuan-BZ-1 Dog GU591792 Sichuan

931 SCR10-385 Dog JX005936 Sichuan

"k Shaanxi-HZ6 Dog GU591790 Shaanxi
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D11 Dog HQ118113 Zhejiang_Jinyun
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D10 Dog FJ032317 Zhejiang_Songyang
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D02 Dog FJ032314 Zhejiang_Songyang
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ZJ-QZ Dog FJ719760 Zhejiang_Quzhou
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97 GXPX Dog GQ472475 Guangxi
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GX074 Dog DQ866107 Guangxi
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98 .IJX08-45 Ferret badger GU647092 Jiangxi
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