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Cloning and Evolution Analysis of the 3D Gene of Porcine Kobuvirus in Fujian
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LIU Yu-tao, YAN Shan, ZHOU Lun-jiang
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Development Center, Fujian Academy of Agricultural Sciences, Fuzhou, Fujian 350013, China)
Abstract: The 3D gene of porcine kobuvirus was amplified by RT-PCR from tissues of piglets association with
diarrhea from Fujian and then sequenced. The results showed that the porcine kobuvirus 3D gene was 1 407 bp in
length, coding an open reading frame (ORF) containing 468 amino acids. Compared with the published PKV 3D
genes by the bioinformatics software, the sequenced gene shared the highest homogeneity with SH-W-CHN/2010/
China strain of 93. 6%. In the phylogenetic tree, the porcine kobuvirus Fujian strain was at the same branch with
other strains isolated in China while the Hungarian isolates share another branch, which indicated that the porcine
kobuvirus had its own evolution status in different continents.
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