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S5 Fig – ML phylogenetic tree of the concatenation of 8 Woese’s proteins from the curated datasets 
(1,582 positions).  
The 8 proteins correspond to all the Woese’s proteins minus the RNA polymerase subunits A’/A” and B. In 
this tree, bacterial and eukaryotic sequences are indicated in red and blue, respectively. For Archaea, 
Thaumarchaeota and Aigarchaeota are indicated in pink, Crenarchaeota in orange and Euryarchaeota in olive-
green. The Lokiarchaeota are indicated in light-green. The scale-bar represents the average number of 
substitutions per site. Values at nodes represent support calculated by nonparametric bootstrap (out of 100).  


