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FigureS1.Intergenomicsimilarity matrix for phage€2005-C,109,andonephagefrom eachlCTV-recognizedspeciesvithin
the Pbunaviruggenus Matrix wasconstructedisingVIRIDIC Web.
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Figure S1. Intergenomic similarity matrix for phages E2005-C, 109, and one phage from each ICTV-recognized species within 
the Pbunavirus genus. Matrix was constructed using VIRIDIC Web.




