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Sequencing analysis of E2 gene of muti-passsaging
g leen virus and cytopathogenic clsssical swv ine fever virus

W E| Zhong-feng, ZHANG Y an-m ing, SUN Pei, ZHANG Y ong-guo, HONG Hai-xia, NI Bin, GUO Kang-kang
(College o A nimal Science and Technology,N orthw est A & F U niversity, Yangling, Shannxi 712100, China)

Abstract: A coording to the published CSFV sequence, two pairs of primersw ere designed EZ2 gene of
muti-passsaging and cytopathogenic clsssical svine fever virusw as anplified and sequenced through RT-
PCR, nPCR method T he nucletide sequences and the deduced anino sequences of E2 genew ere compared
and analyzed by DNA star ooftware T he results show ed that the nucleotide homology betw een gleen virus
and Shimenwas 99 4%, the aminoacid homology 99 0%, the nucleotide homology betw een cultured cell
virus and Shimen 98 3%, the am inoacid homology 96 7%. So it indicates that E2 genesof CSFV can be ge-
netically stable after muti-passsaging and cytopathogenic effect

Key words classical s ine fever virus cytopathogenic, sequence analysis E2 gene; sequence homology
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