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Appendix Figure. Phylogenetic tree as presented in Figure 2 of the main article, although only taxa from the 

recent New Zealand outbreak are included, alongside five closest outgroup taxa. Clade posterior support 

values (percentages) are labelled on internal nodes. Alignment positions are only included in the figure if the 

site contains at least two variants among the taxa considered (ambiguous nucleotides are ignored from the 

count). The minority character in each column is colored. 
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