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S24 Fig – ML phylogenetic tree of the original concatenated alignment after removal of the Loki 3 EF2 
sequence (36 arCOGs; 10,547 positions).  
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 and their position is pointed on the figure. The scale-bar 
represents the average number of substitutions per site. Values at nodes represent support calculated by 
nonparametric bootstrap (out of 100).  
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