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Residue properties
MRR110B R3Cons em bcr3 (20 models)**

a. Absolute deviation from mean Chi-1 value (excl. Pro)
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c. RM S devs from mean coords: main-chain (black) and side-chain (grey)
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Error bars show one standard deviation either side

d. Secondary structure & average estimated accessibility
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e. Sequence & average estimated accessibilities
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f. Circular variances
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** Selected residues only




PROCHECK-NMR

Page 2

Residue properties

MRR110B R3Cons em bcr3 (20 models)**

a. Absolute deviation from mean Chi-1 value (excl. Pro)

Chi-1 abs. mean dev.
|_\
(o))

9
19

g 1081 Nz%n ;% m fg 197,
Pu W I iiﬁ g%x

64 70 75
Residue number

5 a0 b. Absolute deviation from mean of omegatorsion
g 2
E 18- :
. 4 3
% 290, 13§§§5;1916>1<%131?§§719 ””””””””””””””””””””””””””””””””””””””
ol i b
: % il %éii
© 0 75 |

“E”r?SP Bt ahow, one standord cviation cither side RES‘ duie number O dove from e

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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