LA R Journal of Anhui Agri. Sci.2017,45(26) :106 - 108,128

ERFREAVPLEHRBEGHLSF

o212l g w2 A2 YRR A R R 1 synzpl 3ol
MEAR RY AT L R ER, MR HRF
(L. " RA SR G & 0, )28 N 51052052, | RAE RN FLEBEsh P TARFFERT, T4 M 510640)

HE [BWIFRERTHREAVPL ARMESETFHEN, [FE]@EE RT-PCR F M A B2 MRt Py 2R FRmE
A radAES, b VP AR T ARAY 855004, [ER2AERTHEAVPL ARYS GenBank AHaged £EH P EF
FRRAG BRI 92% ~99% , 5 2002 F £ B 4 &tk SVV - 001 &9 Bl R 5 % 4 92.8% #2 92.7% , 5 % B o & % CH - 02 - 2015,
CH =03 -2015 .CH - 04 —2015 9 Bl R M % 535 99.1% , Bt 53| oAt L AL, 5kk VPl ARG ERE R TS5 AW ERTHRAL —F
BEGEF, [ZR]ARERTAXRBERFRE A GGRNB T A3 KSR IR 09 SR 5 BT R A

X8R ER T A;PCR 52, VP42 & o471

hESHKS S$855.3 XEAERIDAD A XET|HES 0517 -6611(2017)26 - 0106 — 03

Phylogenetic Analysis of VP1 Gene of Senecavirus A
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Abstract
symptom from two farms of Guangdong were amplified by RT-PCR method. The sequencing and phylogenetic analysis was made on Senecavirus A
VP1. [ Result] The homology between VP1 gene of these two strains and Brazil,USA and Chinese historical isolates on GenBank was 92% —99% .
The homology between VP1 of these two strains and USA isolate SVV —001 in 2002 were 92.8% and 92.7% respectively. The highest homology
of SVA VP1 gene with Chinese isolates CH —02 —2015, CH —03 -2015 and CH —04 -2015 reached 99. 1% . Sequencing analysis results showed

that the VP1 gene existed scatter point,which suggested that the virus had evolved. [ Conclusion ] The research results can provide references for
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[ Objective | To study the genetic variation of senecavirus A VP1 gene. [ Method ] The positive samples of SVV in swine with vesicular

further study and differential diagnosis of SVA.
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Fig.3 Homology analysis of the SVA VP1 gene according to nucleotide sequence
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