PROCHECK-NMR

Chi-1 abs. mean dev.

Residue properties .
CTR148A R3 em bcr3 (20 models)**

a. Absolute deviation from mean Chi-1 value (excl. Pro)
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b. Absolute deviation from mean of omegatorsion
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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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g. G-factors
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** Selected residues only
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Residue properties e
CTR148A R3 em bcr3 (20 models)**

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

&

©

£

(%]

&

N
63 70 75 80 105 110 120 125 130 135

Residue number
. b. Absolute deviation from mean of omegatorsion

g 20 -

§ 16 14 1010 2 2 B, 10 2

5 12'”5”3’1918”* ””””” X”’;””2’0’1: ””” oo mu 1;3’”161’5’”16?5 ””””” i;f%iiij% 77777 -

8 8- §X§X %XmXx 13 g ;9 X5 ><6X3;9 : X%XB 557 X : % ¥ %

© 18 5 % > X% X% R

E %Mﬁﬁ i s i

8 i;ﬁ § g ¥ § B §§ % i%% X B X x %
63 80 105 110 120 125 130 135
M a d ated b | J Dashed li ds t
Er?glr’]t\)/aréJ 3&% Iocne stan){ig:(rjcd?/i ation either side Residue number 2.0 sltr?%g\%r??g%ni dseal0

5.0

0.0

Phi
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d. Secondary structure & average estimated accessibility
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Residue properties
CTR148A R3 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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