PROCHECK-NMR

Residue properties
BER31 R3Cons em bcr3 (20 models)**

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

b. Absolute deviation from mean of omegatorsion

Omega abs. mean dev.

Mean values indicated by circles

Error bars show one standard deviation either side

Residue number

d. Secondary structure & average estimated accessibility
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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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e. Sequence & average estimated accessibilities  # Accessble @ Buried
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** Selected residues only
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Residue properties
BER31 R3Cons em bcr3 (20 models)**

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

3 40
©
32

§ 24 1 14 20 1><3 ds
5 4 X128 19 gl6 8X
X 16'136116 x £ g 119
g dExx 24 g 016 ig 13 1719§ ¥ g§
= L ,%u%i v 11 d_jﬁi

100 105 110 115 120 125 130 135 145

Residue number
o b. Absolute deviation from mean of omegatorsion
g
§ 24 1
16

5 18+ " fx s %1g
&
@
g ¥
£ AR INEENEES I Radi ] (EANEREY : X
o 100 105 110 115 120 125 130 135 140 145

Mean values indicated by circl ' Dashed i ds t

Er?gp t\)/aréJ 3&% Iocne stan){ig:(rjcd?/i ation either side Residue number 2.0 sltr?%(e:\?;r??g%ni dseal0

Numbers indicate models with highest deviation

c. RMS devs from mean coords: main-chain (black) and side-chain (grey)
50.0

0.0
100 105 110 115 120 125 130 135 140 145

d. Secondary structure & average estimated accessibility
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e. Sequence & average estimated accessibilities  # Accessble @ Buried
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