PROCHECK-NMR

Ensemble Ramachandran

plots

Page 1

HR41 NMR_em bcr3 (20 models)**

ov 0.008(D H# ov 0.002(D ov 0.003(D M ov 0.005(D
AGLUA4 cfoeoo AALAS cfoeo ATHRG6 cfosro AARG7 Gf 0.80 O
1204 L. N L o L o L N
60+
o4 4 T R T I o
wf 9 Ry 8 gL §
-120-
ov 0.004 (D) o 0004 (D % 0005 % ov0011() %
A ARG 8 cfooad AVALY cforoo AVALI0 Gf 0200 ASERI11 Gf 047 O
12005, Lo L L
60 1
of I i = % | o
w] Y R @
-120
AGLU 12 NOO% AILE13 N ® APRO14 N0 A VAL 15 NOmO®
—~ L‘ 1 L‘ 7 L‘ L‘ ‘
1204 - o “*1 o L - L o
-I g g
. 601
8) 0. % i L i | g
© nE L L L L
N’ -60 | =l =l |
E -120-
0.020 0043 0.005 0.021
ALEU1 N O® ALYS17 N D% A PRO22 O ™ AARG 23 At
1204 b, @ L L W
60+
01 . i
-60-
-1201
B2
ov 0026 () ¥ ov 0.008(D % o 0.006 (D % ov0.003(D %
0300 AARG25 cfosog AGLU26 cfoero ALEU27 Gf 038 0
1204 L. L o L o L N
60 1
0 ‘ FFFFF ‘ FFFFF )
L 1 ‘@ 1
-60- =
-120
-180 T T T T T T T T
180-120 -60 0 60 120 -180-120 -60 O 60 120-180-120 -60 O 60 120-180-120 -60 O 60 120 180
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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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
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Phi (degrees)

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:

Unfavourable
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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:

Unfavourable
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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:

Unfavourable
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cv = Circular Variance (low values signify high clustering of the data points).

Phi (degrees)
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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:

Unfavourable
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Data points coloured according to G-factor:

Phi (degrees)

cv = Circular Variance (low values signify high clustering of the data points).
Gf = Average G-factor for the residue (the higher the value the more favourable the conformations) based on analysis of high-res. Xstal structures
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