PROCHECK-NMR

Ensemble Ramachandran

plots

Page 1

HR5546A R3 em bcr3 (20 models)* *

AVAL 15 Ao D® Acysi6 SOIO® AILE17 X OMBOY AGLU 18 Yo0e0®
L\ i L\ I L\ i L\ i
120_ L L o L L o
60
ol H = | H S | ] - ‘, )
0] v L
-120-
{1}
SomE® AILE20 Yot oY AVAL 22 S
120 % I
N =y 4
o 47 S I 7
0] ] ] ]
-120-
A ASP23 e D® AGLY 24 XNV ALYS2 Y A PHE 2 50020 ®
—~ L‘ 1 L‘ 7 L‘ a % :
§ 12045 L N N
o 60
8> 0- ’ d -3 7 I ’
Z o o
E -120-
Ao S ma ALEY29 e ALYS0 S ma
120 | E@f} w
60
ol H = | H = | A ] = | A 1 -
0] ]
-120-
A ASN 31 N OmOOY ATHR 32 N00RDE A GLU 34 o ¥ AGLN 3 yooud*
11 ] 1‘1 1‘1 1 Eﬁr Z
1204 L. L o
60 u ' A
0] ] ]
-120-
18050120 % © 60 10150120 % © €0 130180120 %0 0§ €0 130180120 %0 0§ €0 130 180

cv = Circular Variance (low values signify high clustering of the data points).
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Gf = Average G-factor for the residue (the higher the value the more favourable the conformations) based on analysis of high-res. Xstal structures
Data points coloured according to G-factor:
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cv = Circular Variance (low values signify high clustering of the data points). ¥ Accessible @ Buried
Gf = Average G-factor for the residue (the higher the value the more favourable the conformations) based on analysis of high-res. Xstal structures
Data points coloured according to G-factor: Unfavourable
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