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Abstract: Amur tiger (Panthera tigris altaica) is the flagship species for global biodiversity conservation. The tiger is sus-

ceptible to the viruses that can infect domestic cats, but the epidemiological data on the virus diseases of Amur tiger are ex-

ceedingly limited. Infection with Feline coronavirus (FCoV) usually causes general diarrhea in Felidae animals, while se-

vere cases can present as highly pathogenic and lethal Feline infectious peritonitis (FIP). The nested PCR method was

used to detect FCoV in six whole blood samples of Amur tiger from Siberian Tiger Park in Heilongjiang Province. The re-

sults showed that two samples were positive (H-11-1241, H-11-1310), and the positive rate was 33. 3%. The homology be-

tween the obtained PCR fragments and other reference strains was 99. 3% - 100. 0%. The results enrich the epidemiologi-

cal data of FCoV in captive Amur tigers, provided reference for FCoV monitoring of other captive felines, and have great sig-

nificance to the protection and breeding of wild felines.
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Tab. 1 Primer sequences of FCoV 3’'-UTR gene fragments
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Tab. 2 Reference strain information of FCoV partial gene fragments

BERR A K SE AR S S (K - X)) fi &
Name of virus strain Accession number Origin(Country- Area) Host
HLJ/HRB/2016/11 KY566210 i - SRR ]
HLI/HRB/2016/10 KY566209 s - SRR A
HLJ/DQ/2016/01 KY292377 i - R F
HLJ-071 KY063616 T - e ESN
GH4-2 0M950729 SHE 37 5%
SH143_2011 MF095852 HEJE W BRI
79-1146 00311323
WSU-79/1146_P1 KC461235
WSU-79/1146_P8 KC461236
WSU-79/1146_P50 KC461237
DF-2 JQ408981
DF-2 R3i JQ408980
e 2 PUE B RO TR B IR ST TR BY T 3R AR (Y T R 7 41
Note: The virus strain with blank information in the table is the strain sequence obtained from the vitro study model of feline coronavirus.
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Fig. 1 PCR identification results of FCoV in blood samples of Amur tiger
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Fig. 2 Homology analysis results of nucleotide sequences of FCoV 3'-UTR gene
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