
 

 

S12 Fig. Maximum likelihood phylogenetic trees of the arTVs MCPs and portal proteins. The 

best-fitting models identified for the MCP and portal trees were selected by PhyML and were 

Blosum62+G+I+F and LG+G+I+F, respectively. Same colors are used for clades containing 

the same group of viral members in both trees. HGTV-1 and related haloarchaeal virus 

fosmids, as well as ChaoS9, that clustered differently in the two trees are indicated by lines. 

Bootstrap values are shown next to the nodes, with values above 80 shown in black and those 

below 80 in grey. 

 


