Supplementary Figure S1. Global phylogenetic tree for the ORF1 of the three anellovirus
genera. Downloaded sequences defined as reference species and sequences described in this
study (labelled in red) are included. 0.7-0.85 and 0.85-1.0 bootstrap value ranges are indicated
with blue and red circles, respectively. Scale bar indicates the evolutionary distance in nucleotide
substitutions per site.




