
Supplementary Figures



Supplementary Figure 1. Structural identity for each mutant obtained from randomly mutating a nucleotide in one of the other three.
 
Supplementary Figure 2. Difference in free energy between the WT and the MT with structural identity = 100%.
 
Supplementary Figure 3.  Structural identity distributions for the viral (A) and non-viral (B) IRES sequences.

Supplementary Figure 4. Enrichment of known ITAFs in IRES interactions. A. ITAF enrichment calculated at different thresholds of RBPs ranked by catRAPID score compared to 
10 random interactomes. B. Distribution of catRAPID binding propensity score of the 2064 RBPs binding to VEGF and IGF2 IRESs.
 
Supplementary Figure 5. Frequency of mutations of one nucleotide into another as beneficial mutations selected with the above criteria.
 
Supplementary Figure 6. Presence of beneficial mutations in the 5’ (first 50 nt) and 3’ (last 50 nt) of IRES sequences.
 
Supplementary Figure 7. GO enrichment of the 50 highest-ranked RBPs by change in binding propensity (MutA/MutD sequences vs WT).
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Structural identity > 0.95; ΔG Mut < ΔG WT; Structural content >2%
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