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Residue properties
STR70 R3Cons em bcr3 (20 models)**

a. Absolute deviation from mean Chi-1 value (excl. Pro)
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Numbers indicate models with highest deviation
c. RMS devs from mean coords: main-chain (black) and side-chain (grey)
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d. Secondary structure & average estimated accessibility
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e. Sequence & average estimated accessibilities  # Accessble @ Buried
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f. Circular variances

P OOOOOOOO0  COOOOOOOOOOOOOOOODOOODD  OOOOOOOOOEOOOOOOO  OOOODOD
Ps OOOOOOODOD  AOOOODOOOOOOOOOOOODOOD  DOOOOODOBDAOOOODD  OOOOOO
chiv OOOCOO0D & OO0 OGOOOOOADO O OOO0 & OCOO0D GO0 & OORD O
chi2 OO00d @ ® @ OOOOD® @ OO0 @ ACIOOO IAOO® 8 & ®
Pipds  OOOOOOO0D  DOOOOOOOOOOODOOOOOOODD  DOOOOODOOAODOODOOO  OOOOOD
circhiz  ROOROD & B @ OOOOA® & 000 @ GAAOOD AAOO® o O ©
g. G-factors
@f%. “HHBBBHEE B°ZAPE--HHNnbon=“A°-HER  WUOHHEBB®BRE00AZ®C  BEEERH
i1 only [} Oood O O O
Overall mininninEE OAAAA A A WO e OO AR E AR CEC minninn
9 15 25 30 35 40 65 70 78

STR70 _R3Cons em bcr3 10 residprop.ps ** Selected residues only
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