
Supplementary Figure Legends 

Figure S1. Neighbour-joining phylogeny of family Iridoviridae. Whole genome sequences were aligned with 

MUSCLE using diagonal optimization with 2 iterations. The distance measure for the first iteration 

kmer4_6 for closely related species and the distance for the second iteration was Neighbour-joining 

(clustering method) for more distantly related species. CLUSTALW was used for the sequence weighting 

scheme and the hydrophobicity multiplier was set to 1.2. The phylogenetic tree was constructed using 

PAUP implemented in Geneious with the Neighbour-joining method with 100 bootstrap pseudoreplicates, 

allowing outgroups and using a heuristic search. Nucleotide substitution model tests were performed 

using hLRT (hierarchical likelihood ratio test) with Tamura-Nei [168].  Jukes-Cantor [169], and HKY [170] 

were selected as candidates for NJ analysis. Bootstrap support values for 100 pseudoreplicates are 

displayed as percentages. Different models produced similar trees.  Nodes that are missing bootstrap 

values have 100% support.  Branches are coloured according to Chinchar et al. [1,2] (Figure 3) and are used 

to indicate different iridovirid genera.  Newly added viruses are underlined [171,172]. 

----------------------- 

Figure S2. RAxML Maximum likelihood phylogeny of family Iridoviridae. Complete iridovirid genome 

sequences were aligned as described in Figure S1. The distances were visualized by Genious R11 and the 

maximum likelihood tree was constructed by RAxML using the following parameters: GTR GAMMA: 

GTR+Optimization of substitution rates+GAMMA model rate of heterogeneity, -f a -x 1, and parsimony 

random seed 8. Rapid bootstrapping was performed using 100 bootstrap pseudoreplicates). Newly added 

viruses are underlined [173,174,172]. 
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Figure S1. Neighbour-joining phylogeny of family Iridoviridae.  



 

 

Figure S2. RAxML Maximum likelihood phylogeny of family Iridoviridae. 
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