
Text S5:   The initiation rates used in this study are robust and not 

over-fitted  
 

 To verify the robustness of the initiation rate use in the analysis of heterologous 

genes we divided each of the datasets to two parts (each with 50% of the genes). In 

each case we verified that the same initiation rate optimizes the correlation with PA in 

both parts.  

 

 

 


