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SFig 1: Phylogenetic placement of identified phage portal protein contigs (red) on a gp20 

maximum likelihood reference tree (references in black). Full alignment length 197 amino acids. 

Node support (aLRT-SH statistic) >50% are shown.  



 

SFig 2: Phylogenetic placement of identified RecA contigs (red) on a maximum likelihood 

reference tree (references in black). Final alignment length 351 amino acids. Node support 

(aLRT-SH statistic) >50% are shown.  



 

SFig 3: Phylogenetic placement of identified phage ribonucleotide reductase contigs (red) on a 

maximum likelihood reference tree (references in black). Final alignment length 318 amino 

acids. Node support (aLRT-SH statistic) >50% are shown.  



 

 

SFig 4: Phylogenetic placement of identified Rpb1 contigs on a maximum likelihood reference 

tree (Eukaryotes – Green, Bacteria – Blue, Archaea – Red, Contigs – Black).  Full alignment 

length 1726 bases. Node support (aLRT-SH statistic) > 50% are shown.  

 


