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Figure S7: Analysis of FLS2 and PGIP by other computational methods. Positively selected
(divergent) sites on the predicted FLS2 LRR are shown in yellow. Color scales for ODA and Consurf
results are the same as in Figure 9. A homology model for the FLS2 LRR domain was used as input for
ODA and Consurf analyses, along with derived amino acid sequence data for 10 FLS2 LRR domains
from diverse flg22-responsive Brassicaceae species (see text). Output from positive selection
(performed on the linear amino acid sequences) was mapped onto the homology model for comparison.
All maps are shown in two views with 1800 rotation between right and left columns.



