
 

 
Figure S2. Distribution of lengths of maximal ARF, based on 35,000 parametric simula-
tions based on codon model fits to orthologous gene alignments from 3 or 4 species (to-
tal of 39 gene fits, each with at least 500 bp sampled from equiprobably). Only 0.29% of 
simulated alignments had open ARF with 500 or more nucleotides.  


