
 

 

 

Figure S1. Three-dimensional (3D) representations of the extracellular domain of interleukin-
1 receptor type 1 (IL-1R1-ECD)-ligand bound complexes available in the PDB. X-ray structure 

of IL-1R1-ECD bound (A) to a small antagonist peptide AF10847 (coloured in red), adopting a 
closed conformation (PDB entry 1G0Y); (B) to interleukin-1 receptor antagonist (IL-1Ra, coloured 
in blue) (PDB entry 1IRA); (C) to interleukin-1β (IL-1β, coloured in red) (PDB entry 1ITB); (D) to 

IL-1β (coloured in red) and the receptor accessory protein (IL-1RAcP, coloured in purple) (PDB 
entry 4DEP); and (E) to EBI-005, a chimera of human IL-1β and IL-1Ra (coloured in blue and red) 

(PDB entry 4GAF). 

 

 

 

 

 

 

 

 

 

 



 

Figure S2. Comparison of human, rat and mouse interleukin-1 receptor type 1 (IL-1R1) protein 
sequences and structure. Protein sequence alignment for residues (one-letter code) comprising 
(A) site A and (B) site B of IL-1R1, which establish interactions with IL-1β. The sequence 

alignment was produced using the Clustal Omega Server [192]. Conservation across orthologs is 
color coded as green, for full conservation across the three orthologs (a whole green table line 
represents 100% conservation); yellow, for amino acid differences with similar side -chain 

properties; red, for amino acid differences with distinct side-chain properties. 

 

Figure S3. Comparison of human, rat and mouse interleukin-1 receptor type 1 (IL-1R1) protein 

sequences and structure. Protein sequence alignment for residues (one-letter code) comprising 
two binding pockets – (A) PO_1 and (B) PO_2 – predicted in the crystal structure of human IL-1R1 
(hIL-1R1) by DoGSiteScorer [200]. The sequence alignment was produced using the Clustal 

Omega Server [192]. Conservation across orthologs is color coded as green, for full conservation 
across the three orthologs (a whole green table line represents 100% conservation); yellow, for 

amino acid differences with similar side-chain properties; red, for amino acid differences with 
distinct side-chain properties. 

 


