PROCHECK-NMR

Ensemble Ramachandran

plots

Page 1

BER31 R3Cons em bcr3 (20 models)**

ov0.045(M ¥ v 0.004(D ¥ ov0.019(D % cov0.040(D X%
ci-0030 AVAL14 ci-0420 A THRI15 cf-0740 AALALG Gf-0.90 O
1204 ¢t 219 } @,P } %
e - - R |
60
. R e L @ S
-60
4
-120
0.005 0.005 0.002 0.003
ATYR2L Q00 O% A ILE2 NOOBOY A GLU 23 NOROX A VAL 24 G000
12005, g N -
60
o] o . - £
-60-
-120-
0.011 0.005 0.004 0.009
A VAL 27 GO O¥ A ARG 28 Q0005 0% A PHE 2 NS ¥ AsER30 00000 %
§ | Lj‘ L‘ 17 ll@; 1‘1 i
-
D ol = e
© 4 L L L
N’ -60 -l ol ol —_l
E -120
0.005 0.002 0.001 0.002
AHIS31 NOOEDE A ALA 32 X020 L\ ILE33 NOOD ) ALA 34 Y0020 ®
1200 L, @@ @
60
. R e R e R L
-60-
-120
ov0.001D® cv 0.006 D ® ov0.062MH % ov0.011(D %
A PHE 35 cf-0140 AALA 36 cf-128m A PRO37 cf 0us 0 A PRO40 Gf-028 O
B L @B L & L
1204 %, b b b
60
0 | [j‘ ,,,,, - [j‘ ,,,,, - ; *L%% - j‘ ,,,,, -
-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).
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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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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).
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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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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