SUP FIG 1: Sequence alignment of all viruses and VLPs used in study. Geneious Prime (2020.1.2) alignment view of Geneious Tree Builder (Jukes-Cantor genetic distance model with neighbor-joining tree build and B/Lee/1940 as an outgroup) shown following Geneious Alignment (Global Alignment with free end gaps, Blosum62 Cost Matrix). Amino acids that differ from the consensus sequence are highlighted.
 

