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Residue properties
HR5546A 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
¢. 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
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HR5546A R3Cons em bcer3 10 residprop.ps ** Selected residues only
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b. Absolute deviation from mean of omegatorsion
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c. RMS devs from mean coords: main-chain (black) and side-chain (grey)
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d. Secondary structure & average estimated accessibility

gl =i s m—

Key:- @Hdix@ Betastrand —— Random coil ~ Accessibility shading: m Buried [] Accessble

e. Sequence & average estimated accessibilities  # Accessble @ Buried
SUBBEEE  GVSVEE K EEEEEE

E 3
T DLIWKNQ KVILKN EEVAQRS

Circular variances

f.
Phi O 0000000 OOOOOO  OOOOOOO
Psi O 0000000 OOCOOn  OOOOOOO
Chil a OO00COG OOOOOG OA® G0
Chi2 o O0OdOO0® O OO0 OO OO

Phi-psi OO0000D  OOOOO0  OOOOODD
Chit-chi2 COBOOO® O COOD O *®

g. G-factors

Ave

Phi-psi . | O [ O -0.53
Gy o DOONBOA B7AAA8 BAZEED Qi
Overall n O e mimininin OOMA[AmAmm  [0-0.08

79 90 105 115

HR5546A R3Cons em bcer3 10 residprop.ps ** Selected residues only



