PROCHECK-NMR

Omega abs. mean dev.

Residue properties
PSR293 NMR_em bcr3 (20 models)**

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

Page 1

8
2 -
17 x
20 19 1914 1314820% X 18 13713,
w7 xugfe! g X198, 441818227,

1 ¥4y 1411 % 7 x

3

X x 3 14

@ X

Mean values indicated by circles

Resi num
Error bars show one standard deviation either side esidue number

c. RMS devs from mean coords: main-chain (black)

3.0
it aadsedddididaddadiddadanoaddiild
2 10 15 20 25 30 35

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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Residue properties
PSR293 NMR_em bcr3 (20 models)**

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

Ps OOOOOOOOOODOOODOOOOOD  DOOOOOOOOD  OOOOOOODOODOODODOD

chiv ABO0 OO SIGAD OO OOOBOOO® AAODIOOOBOBOD

chi2 D O D POI® D@ dA® OO OO OO OBD

Pips  OOOOOOOOOOODOODOOOOD0D  OOOOOOOOOD  AOOOOOOODOOOOOODD®

circhiz QB O PO BOA® B A OOd APOO OO OB®
g. G-factors

Ave
Phi-psi . onno [ oo oo [ om Ood O O O 0.01
B, WA9BUBBCCCWHWE-UHAY®  BEECCEEE HEEE2EAEAAAET Hik
Overall BOOAAACAA A A O E O e ORI S OOOAAOAAACAAACACAN 0 -003
64 70 75 80 95 101 110 115

PSR293 NMR_em_bcr3 10 residprop.ps ** Selected residues only



