Legends for Supplemental Figures
Supplemental Figure 1. Phylogenetic analysis of representative branches in Luteovirus (A), Tetravirus (B), Picoranvirus (C) and Solemovirales (D).
Maximum likelihood tree inferred using the best-fit model of amino acid substitution (LG + I + Γ + F for all alignments) with 1000 bootstrap replicates.
Supplemental Figure 2. Genomic components of Nuomin virus (left) and Taiga tick Nigecruvirus (right).
Supplemental Figure 3. Phylogenetic analysis of representative branches in family Partitiviridae (A) and Toitiviridae (B).
Maximum likelihood tree inferred using the best-fit model of amino acid substitution (LG + I + Γ + F for all alignments) with 1000 bootstrap replicates.
