Supplementary Figure 1. Neighbour-Joining trees, showing the phylogenetic relationships
between partial polyprotein nucleotide (A) and the amino acid (B) sequences of the reported
assemblies with an isolate (MH562009) previously recovered from a field outbreak
(Kristoffersen et al., 2018). BG 1 to 6 represent assembled sequences in the current study. The
distances were computed using the Maximum Composite Likelihood method for nucleotides
and Poisson for the amino acid data. The rate variation among sites was modelled with a gamma
distribution (shape parameter = 1). There were a total of 1513 nucleotides and 504 amino acids

in the final dataset. Evolutionary analyses were conducted in MEGA X.
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