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Figure S1. Variation of R², the coefficient referring to the correlation between percentage of
mutations (S or NS) and protein length in the TEV genome, versus the mutations number. For
a given number of mutations, 4 independent simulations were run.



Figure S2. Mutation % in A. PVY proteins from experimental evolution (PVY 2015-2017), 
natural diversity (PVYND) and simulations. B. TuMV proteins natural diversity (TuMVND) and 
simulations. The proteins are sorted from the smallest to the largest, left to right: 6K1, 6K2, 
Nia-VPg, Nia-Pro, CP, P1, P3, HcPro, Nib, CI.

A

B



Figure S3. Ratio between the percentage of mutations (S or NS) present in IDRs and ORs for 
PVY (A), and TuMV (B). From left to right, data simulated (4 simulations), datasets from the 
experimental evolution (PVY 2015-2017) and natural biodiversity (PVYND or TuMVND). 
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Figure S4. Mean codon volatility comparison between IDRs and ORs. A) Codon volatility obtained from TuMV natural
(plain) and simulated data (shaded); B) Codon volatility obtained from PVY natural (plain) and simulated data (shaded);
C) Codon volatility obtained from TEV natural (plain) and simulated data (shaded). Non-parametric Mann-Whitney U-
test, p-value < 0.01.

n.s : non significative
* : significative (p<0.05)


