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= a General/Pre-Pro/Proline Favoured L GeneralPre-Pro/Proline Allowed Number of residues
Glycine Favoured x Glycine Allowed
Number of residues in favoured region (~98.0% expected) : 130 (83.3%)
Number of residues in allowed region (~2.0% expected) 123 (14.7%)
Mumber of residues in outlier region © 3 (1.9%)
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Analysis Tool Results Expected values

Ramachandran 98.0 %(residuesin 90 %
both favourable
plus allowed
regions)
ProSA -4.83 Depending on the
sequence length

Verify 3D 98.73 % (residues >80 %
averaged 3D-1D
score > 0.2)




