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Figure S1. Detection and confirmation of FPV isolates through TRFIA test and PCR amplification.
(A) Samples were placed into collection tubes and the TRFIA (time resolved fluoro-immunoassay)
test strip was used to determine whether FPV was present. Column 1. FPV-SH2001; Column 2.
FPV-SH2002; Column 3. Negative control. (B) Samples were also tested using the PCR method. The
PCR positive samples presented with a band at 559 bp. Lane M. Trans2K DNA Marker; Lane 1.

FPV-SH2001; Lane 2. FPV-SH2002; Lane 3. Negative control.
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EU659115/FPV-Kai.us.06/USA 2006
MN862748/FPV/River otter/OTVI-16/BC/Canada 2019
MN862744/FPV/American pine marten/MAVI-36/BC/Canada 2016
EU659113/FPV-8a.us 89/USA 1989
MN862743/FPV/American mink/MIVI-34/BC/Canada 2018
MF069446/FPV/Raccoon/RC9/BC 2010/Canada 2010
MN862745/FPV/American pine marten/MAHG-3/BC/Canada 2017
EU659112/FPV-4.us 64/USA 1964
X55115/193/70/Australia 1990
MT614366/HF 1/China 2019
MN908257/MHS2019/China 2019
MW650831/FPV-SH2001/2020 Shanghai/China
MW659466/FPV-SH2002/Shanghai/China 2020
MN451652/BFPV/Finland 1983
MH165481/FPV-BJ04/Beijing/China 2015
MK413725/FPLV 4311/14/Italy 2014
KX434462/FPV |Z3SSI 42807 15/ltaly 2015
MW926316/Cat 3/United Kingdom 2019
MN127779/18R217C/TH/2018/Thailand 2018
MN400978/Gigucheon/South Korea 2017
MH559110/TN/FPV/2018/India 2018
MN400980/Rara/South Korea 2017
KX900570/HH-1/86/Shanghai/China 1986
KX434461/FPV 1ZSSI 3201 1 15/Italy 2015
MG764510/FPV-G/Guilin/China 1999
KP280068/HRB-CS1/China 2014
MN451692/RACFPV1/USA 2011
KX685354/HN-ZZ1/China 2016
MN683826/Fe-P2/2017/South Korea 2017
MG924893/GX01/ Guangxi/China 2016
MZ357119/rpfe013par01-5/ Sichuan/China 2020
MZ712026/AMPY2020/ Sichuan /China 2020



Figure S2. Phylogenetic analyses of NS1 amino acid sequences from the isolated FPV strains in this
study. The phylogenetic tree was inferred by using the Maximum Likelihood method with 1,000
bootstrap replicates, using the MEGA-X software (version 10.1.8). Yellow circles designate the FPV
sequences identified from the present study, the remain ones are the reference sequences.
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Figure S3. Phylogenetic analyses of VP2 amino acid sequences from the isolated FPV strains in this
study. The phylogenetic tree was inferred by using the Maximum Likelihood method with 1,000
bootstrap replicates, using the MEGA-X software (version 10.1.8). Red circles designate the FPV
sequences identified from the present study, the remain ones are the reference sequences.



