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Residue properties
STR65 R3Cons em bcr3 (18 models)**

a. Absolute deviation from mean Chi-1 value (excl. Pro)
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Residue number
b. Absolute deviation from mean of omegatorsion

g 20 -
© 9
§ 16‘ ><><2
10 X 18
S 12-;7&53(5””1}1718 77777 S _E A x ,,,,11,,1; 777777 9””15 777777777777777777777777777777
% 8 ¥ xx 1 Wx X : 131513 §3f4 x 10 e ; 1110 >
S 4 35% 150 o 28X w29 xt gx X17x
P P il %% *%@ it g i 1n
O 15 1 %%i 1L § TH BB ITLL LA m
11 31 40 45 60 75
Mean valuesindicated by circles j Dashed line corr ondsto
Error bars show one stan){iard deviation either side Res due number 2.0 st. devs. ??gm ideal

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
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STR65 R3Cons em bcer3 10 residprop.ps ** Selected residues only
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d. Secondary structure & average estimated accessibility
SN\
Key:- < Hdix@ Betastrand —— Random coil ~ Accessibility shading: m Buried [] Accessble
e. Sequence & average estimated accessibilities  # Accessble @ Buried
EHE EEREEFESE RSN
ASG STYMQEQLKELVLE
f. Circular variances
Phi 000  OOOOOOOOOOOOOD
P 010/ I G010010010 0001010100}
chiz O GCOOAOBOOOBOOD
chi2 OOOB®BOOOD B®
RO VINL010010/000010 010010
Chil-chi2 OOCABOOOR O
g. G-factors
Ave
Phi-psi . oono [ O 054
Sfe "o peoooodEHBEZEE i
Overall 100 OOOAAAAAACACACAN O 055
81 100 105

STR65 R3Cons em bcer3 10 residprop.ps ** Selected residues only



