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S-1 Ramachandran plot of the amino acids that make up the receptor (PRR)

Program: ERRAT2

File: ivarfwwwihtml/Services/ERRAT/DATASI165393 pdh
Chaing:1

Owverall quality factor*: 92.140
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*On the emor axis, two Ines are draan 1o indicate the confidenca with
which It Is possiole to reject reglons that exceed that emor vale.
“Expressed as the percentage of the protein for which the caloulated
emor value falls below the 35% rejection Imit.Good high resolution
structures generally produse vales around 95% or higher. For lower
resolutions (2.5 to 34) the average overall quallty factor 15 around 91%.

S-2. Plot ERRAT quality model (PRR) obtained by molecular modeling
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S-3. Aminoacids residues that formed binding site predicted on the PRR and main interactions obtained for the peptide RILLKKMPSV with PRR.
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S-4. Aminoacids residues that formed binding site predicted on the PRR and main interactions obtained for the peptide SQGVLKEDVF with PRR.



