
Supplementary material S7. Phylogenetic analysis of the nearly complete genomes of canine parvovirus-2 (CPV-2) strains from St. Kitts and

Nevis with those of other CPV-2 strains. The tree was created using the Hasegawa-Kishino-Yano model with gamma-distributed rate variation

among sites and 1000 bootstrap replicates. The name of the strain/CPV-2 antigenic variant/place/year of detection are shown for the CPV-2

strains from St. Kitts and Nevis, whilst the GenBank accession number/CPV-2 antigenic variant/place/year of detection have been mentioned for

the other CPV-2 strains. The two major CPV-2 clades (CPV-2 and CPV-2a) is demarcated with a brown and a light gray bar, respectively. The

CPV-2 clade consists of the earliest CPV-2 strains from the late 1970s (the CPV-2 variants), whilst the 'CPV-2a clade' is composed of the CPV-

2a, CPV-2b and CPV-2c antigenic variants [16]. Feline panleukopenia virus (FPV) strains were included in the analysis. Sky blue, purple,

yellow, pink, orange, green and red circles indicates that the CPV-2 strain was detected in Asia, Africa, Australia, Europe, North America, South

America, and St. Kitts and Nevis, respectively. Scale bar, 0.01 substitutions per nucleotide. Bootstrap values of <70 are not shown.
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