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Black: Interaction with MD-2 (conserved function) (PDB IDs 3FXI, 2Z64)
Grey: Interaction with LPS (specificity) (PDB ID 3FXI)
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Grey: Interaction with ligand (PDB ID 3A79)
Black: Interaction with TLR2 co-receptor (PDB ID 3A79)
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Figure S2: Maps of individual residue conservation scores, at an intermediate step in
RCM prior to calculation of regional conservation scores. The residue conservation
score diagrams in this figure (which are not full RCM maps) were made using the input data
used for the RCM maps in Figures 2 and S1, for A) ribonuclease inhibitor, B) auxin receptor
(TIR1 and AFB1-5), C) TLR3,and D) slit.
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Figure S3: Identification of an EFR ortholog. Two high-scoring BLAST hits (highly similar to
Arabidopsis EFR) were identified at the Brassica Genome Gateway, both from B. rapa. One of
these was cloned by PCR (see Methods), fully sequenced, and expressed in N. benthamiana (see
Methods). This sequence, designated BrEFR1, conferred elf18 sensitivity in an ROS assay when A)
transiently expressed in N. benthamiana leaves, and B) rescued elf18 perception as seenin a
seedling growth inhibition assay when expressed in stable transgenic T1 seedlings derived from an
Arabidopsis efr mutant line.





