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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

HR4435B_R3Cons_em bcr3 08 ensramach.ps

** Selected residues only




PROCHECK-NMR

Ensemble Ramachandran
HR4435B R3Cons em bcr3 (20 models)* *

plots

Page 2

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

Phi (degrees)

¥ Accessible

& Buried

0.004 0.004 0.004 0.002
A GLN 35 NOOMOE A SER36 NOUOE ) SER 37 X000 A LEU 38 Y0020
120] & L L i
60 -
o S S o o
0] @ 8 - @
-120
0.001 0.005 0.007 0.011
A ALA 39 QO DE A Lys40 NOOEOE A GLU 41 NOTMOE A Cys42 QOO
1204 b o o
60 -
N o~ |~ N B e
60 @ ,,,,,
-120
0.059 0.028 0.018 0.003
A PRO43 N ® ALEU44 XY A SER45 e ® A GLN 46 G000 %
—~ L ‘ i =
§ 12015, T o
. 604 @
= P N T e
O " % " @11
< -60- . .
E -120
CV0.00ZC)* oV 0.003@% v 0.002@ @ CV0.00SC)%
A SER 47 of o200 A MET 48 cf o770 AILE49 cf 00s 0 A SERS0 Gf 079 O
120] & L L i
60 -
I S . o
601 B} R @
-120
CV0.004®% CV0.00B@% CV0.0lO@% CV0.036®%
A SER 51 cfosod AILES2 cf 0400 AVALS3 Gf 0400 A ASN 54 Gf 046 O
1204 L o o
60 -
o] S
“L @‘}H
-60- W | E | E]
-120
-180 T T T T T T T T T T T T T T T T T T T T
-180-120 -60 O 60 120 -180-120 60 O 60 120-180-120 60 O 60 120-180-120 60 O 60 120 180

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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