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Abstract
diseased individuals of Quassipaa spinosa. The results showed that the liver, spleen, kidney, and other tissues of the diseased (). spinosa were
inoculated into the squid epithelial cells (EPC) , and the cytopathic effect (CPE) appeared. The artificially injected infection of Q. spinosa
showed similar symptoms with those of the natural disease, with a mortality rate of 80% on the 14" day. After PCR detection and phylogenetic
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The isolated pathogens were identified by combining with artificial infection test, PCR detection and phylogenetic analysis on the

analysis of the MCP gene of Ranavirus, the similarity between the isolated Quassipaa spinosa virus and the ranavirus was found to be more than

99% ., and it was clustered with the FV3 virus group of Ranavirus. It was tentatively named as Quassipaa spinosa ranavirus (QSRV).
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Fig.1 Clinical symptoms of diseased Q. spinosa
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Fig.2 Cytopathic effect caused by inoculation of EPC cells with

tissue filtrate from diseased Q. spinosa
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Table 1 Results of artificial infection experiment

E SR AR

gfgp Cumulative dead number after infection//H

0d 1d 2d 3d 4d 5d 6d 7d 8d 9d 10d 11d 12d 13d 14 d
A 5T 4H Injection group 0 0 0 2 7 7 8 8 8 8
S HEZH Control group 0 0 0 0 0 0 0 0 0 0 0 0
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Fig.3 PCR detection results of MCP gene
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Fig.4 Phylogenetic tree construction of different strains of Ranavirus based on MCP gene sequences
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Fig.3 Histopathological examination results of sick dogs
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