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Isolation of 6 Strains of Goose Parvovirus and Analysis of VP3 Gene
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Abstract: In order to evaluate the epodemic development of goose parvovirus ( GPV) in different district of Jilin
province, intestines of suspected goose were collected from poultry farm in different regions including Panshi,
Baicheng, Jiutai, Dehui, Liaoyuan and Zhenlai city of Jilin province, and 6 strains named respectively PSH, BCH,
JLJT, DH, LY and ZL., were isolated with inoculating SPF goose embryos. The detection of PCR showed that all six
samples were positive for goose parvovirus. The result of sequence analysis of VP3 gene showed that the 6 isolated
strains shared high identities with the domestic popular strains in recent years, with 93.1% ~99.6% and 95.9% ~
99.4% homology. Among them, BCH, JLJT and LY located in the same branch, all three strains had a high
homology at 99.4% ~99.6% with isolayed strains from Zhejiang and Yangzhou; Z1., DH and PSH located in the
same branch, but the homology was low. This assay indicate that the epidemic GPV strain in Jilin province
possessed high identities with epidemic strain of the southern China, and different from strains in other areas.
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