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Figure S1. Evaluation of a three-dimensional model of SPIGF-1R. Ramachandran diagrams were used to analyze
the probability of amino acids to form secondary structures based on their dihedral angles, i.e., ¢ and ¥ (allowed
and disallowed), and to assess the quality of the tertiary structure model by the percentage of residues in the
favored, allowed, and outlier regions. The Ramachandran plots show that, in the original model, 58.1%, 32.1%,
and 6.4% of the residuals were in the favored, allowed, and outlier regions, respectively (A), while in the refined
model, 84.7%, 12.6%, and 1.3% of the residuals were in the favored, allowed, and outlier regions, respectively

(B).



