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Residue properties
CTR148A NMR _em bcr3 (20 models)**

a. Absolute deviation from mean Chi-1 value (excl. Pro)
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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
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e. Sequence & average estimated accessibilities  # Accessble @ Buried
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f. Circular variances
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OOOOOOOOOOOOOOOOOOOD  AOOOOOOOOOOODn  OOOOOOOOOOOOODOOOOOOOOOO
OOOOOOOOOOOOOOOOOOOO  OOOOOOOOOOOOD  OOOOOOOOOOOOOOOOOOOOOOO
OOOOAOOO OOOOBOORAOO OO0 OOOO0 OG0  OOACOO OCOGAGOAOAOAOOOOG
OGOCOOO & @ O0C0 0D IO O00 Od¢ O @00 @ 000 300 & O
OOOOOOOOOOOOOOOOOODD  OOOOOOOOOOOOD  OOOOOOOOOOOOOOOOOOOOOOO
oOO0cO © @& 00O S0 GO OG0 oG’ O 00 & 00 00 & OO

g. G-factors

HEBOBECR- - W-SH06°E08 EHE®©000-°088 W_HHE_"_H_BEW_EREZECEE®
OOOOOOONOOEARAOOOARCR HEOOEROOOOROAR  OO0O000O000000EEANAAAECDEES
63 70 75 80 105 110 120 125 130 135

CTR148A NMR_em bcr3 10 residprop.ps ** Selected residues only




PROCH

Phi

Psi
Chi1l
Chi2
Phi-psi

Chi1-chi2

G B CHH9CRIBMECHECHEECCSEEEERECECsEoRER Hig

Chilonly O o

ECK-NMR
Page 3

Residue properties
CTR148A NMR _em bcr3 (20 models)**
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d. Secondary structure & average estimated accessibility
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