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This supplementary information includes two supplementary figures. 
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Figure S1. The exemplified use of sTOL for studying the evolution of enzymes, post-translational 

modifications and metabolism. The diagram in the top panel shows the paths covering three kingdoms. 

The bottom panel lists the details of their presence (1) and absence (0) patterns at the major branching 

points of eukaryotic evolution.  
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Figure S2. The exemplified use of sTOL for studying the evolution of diseases and phenotypes. 

The diagram in the top panel shows the paths covering three kingdoms. The bottom panel lists the details of 

their presence (1) and absence (0) patterns at the major branching points of eukaryotic evolution.  

 


