Table S1. Primers used to amplify the VP1 HV and full-length genome of FCV strains in this study.

Primer name* Primers sequence (5°-3") Location® Length (bp)

FCV-VPI-F TTTATGTTGCTTGGTCTGG

FCV-VP1-R ATTCCCATGTAGGAGGCA 39337262 1329
FCV-A-F GTAAAAGAAATCTGAGACAATG 1-2789 2788
FCV-A-R AAGATTTCAGACCATGGC
FCV-B-F GGTGCTCGTATCTGGGC 2665-4797 2132
FCV-B-R GTAGACACCATCATCACCAT
FCV-C-F TGTCTGTATGTTGGGTG 4683-5961 1278
FCV-C-R CTCCACAGACCCAGACC
FCV-D-F AACCTGCGCTAACGTGCTTA 5350-6274 944
FCV-D-R CAGTGACAATACACCCAGAAG
FCV-E-F TTTATGTTGCTTGGTCTGG 5933-7262 1329
FCV-E-R ATTCCCATGTAGGAGGCA
FCV-F-F GGCATGTACGTCTGTGGG
FCV-F-R CACTGGGGTTAGACGC 6706-7683 77

2 F and R represent forward and reverse primers, respectively. ® The location is according to
the genomic sequences of FCV-21223 strain (GenBank no. JX519212).



