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Figure S3. Average path length D on the line of decent 
Mean path length D (see Methods) for a network with (A) metabolic, and (B) protein-protein 
annotation, in three different environments, for the network evolution shown in Fig. 2. Green: 
static, blue: quasi-static, and red: dynamic environment.  

 
Figure S4. Robustness of fitness under precursor and gene removal 
Decrease of normalized log fitness with increasing (A) precursor removal, (B) node removal, as a 
function of the position on the line of descent (colors in inset of panel A). Depth 0: ancestor.  

 
Figure S5. Modularity analysis for static and quasi-static environments 
Analysis of the separation of pairs of genes from networks evolved in an (A) static and (B) quasi-
static environment, as in Fig. 8A. Red line: synthetic lethal pairs, green: dosage rescue pairs, 




