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Genetic Variation Analysis of S, N and ORF3 Genes of Porcine Epidemic Diarrhea Virus
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Abstract: To investigate the variation in structure protein of porcine epidemic diarrhea virus
(PEDV),S, N and ORF3 genes of 7 PEDV strains were cloned and sequenced from different
farms in Fujian in 2012-2013. The results indicated that the nucleotide sequences of S gene shared
98.6%-99. 4% identity within them,shared 93.7%-94. 1% identity with attenuated DR13 strain,
shared 93. 8%-94. 1% identity with CV777 strain. Compared with CV777 strain, there were 64
variant amino acids,and 3 amino acids different from other prevalent strains at home and abroad,
and might be new variations,and 5 amino acids insertion,and 2 amino acids deletion. The amino
acids insertion and deletion were similar to NPPED2008 2 strain isolated in Thailand. The nucle-
otide sequence of N and ORF3 genes shared 96. 5%-99. 7% and 99. 7%-100% identity within
them,and shared 96. 6%-98. 0% and 96. 6%-96. 9% identity with CV777 strain, respectively.
Phylogenetic analysis indicated that S and ORF3 genes of the 7 PEDV strains had a closer rela-
tionship with the Thailand strain,and N gene had a closer relationship with the CV777 strain.
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The results showed that S and ORF3 genes of the 7 PEDV strains varied greatly.and these strains

might origin from Thailand and Korea strains.
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F1 5 -TTTGTGGCTTTTCTAATC-3'
S , , 50 20 600~22 705
R1 5'-CACCACTAGTGACATTCTT-3
F2 5-ATTCTGGACAGTTGTTAGC-3'
S2 , , 48 22 663~24 844
F2 5 -TTCGAGACATCTTTGACAAC-3
F3 5'-GAGTGCGGTTCTCACAGAT-3'
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R3 5-TAGCCAGGATAAGCCGGTC-3'
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Table 2 Variant amino acids of S gene
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5 aa =T 15 aa
28 aa S—A 29 aa
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Fig.2 The prediction of S protein antigenic index
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