Supplemental Figure 5A

Supplemental Figure 5A. Homology model of 3D structure of FLS2 kinase domain generated
using SWISS-MODEL.

FLS2 residues 860-1161 were modelled based on PDB template 2QKW_B (tomato Pto kinase),
the top selection by SWISS-MODEL (Arnold, et al. 2006) at the time of the modeling. 3D-Jury
results suggested multiple similar-scoring models, including 2QKW-B, 3TL8 A (Arabidopsis BAK1)
and 1B6C_B (cytoplasmic domain of Type | TGF-b receptor). Top of model is rotated 900 toward
viewer ona horizontal axis in the right image. Rainbow coloring transition is from amino- (blue) to
carboxy- (red) termini. Amino acid side chains are represented only for S938 and D997 (red),

and T867, S909 and S1084 (purple), which are located in the left image as depictedin the

cartoon below that image. Cartoon also emphasizes catalytic cleft of the protein kinase.

Arnold K., Bordoli L., Kopp J., and Schwede T. (2006). The SWISS-MODEL Workspace: A web-
based environment for protein structure homology modelling. Bioinformatics, 22,195-201.
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Supplemental Figure 5B. Annotated amino acid sequence of full-length FLS2 (At5g46330).
Blue residues indicate trasmembrane domain that separates predicted extracellular N-terminus
from predicted intracellular C-terminus. Each kinase subdomain (indicated with Roman numer-
als) starts with a capitol amino acid letter. Red residues are the three phosphorylation sites
identified in vitro, for which amino acid number is also shown.





