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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:
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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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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

LKR112 NMR_em bcr3_08_ensramach.ps

** Selected residues only




PROCHECK-NMR

Ensemble Ramachandran

plots

Page 4

LKR112 NMR_em bcr3 (20 models)**

0.024 0028 0013 0.009
AALA 73 SO O® AGLY 74 NOBO¥ A ASPT5 X O® ATHR76 a0
L L‘; L I L ! ; LEgs
ol g L K
60 1
o | S 2 | a2 | A
0 1 Q o
-60-
-120+
0.008 0.004 0.004 0.002
AILET77 N00BOD A VAL 78 e DY AcysT s Y A LEU 80 PATCCICR
1204 g8 S
60 '
o [ S IS S
604 i _ _ )
-120-
ov0.008(D % v 0.003(D % v 0.003(D % v 0.004(D®
A PRO 81 Gi-0270  AHIS82 cf-0e4am ALYSE3 cf-aunm  AVAL 84 Gf 021 O
§ 1204 - o o %7
. 601 @
8) 0. @ ,,,,,,,,,,,,
N’ -60 ] e T |
E -120-
ov0.008(D® v 0013 ® v 0.020D® v 0.008(D%
A PHE 85 cf-0420 A VAL 86 cf o23g  AGLUS87 cf-0600 AILESS Gf -0.05 O
120- @g 7 L
60 1
ol A T s T s T
-60-
-120+
o 0.013(D % ov0.012(D % ov 0.013() 380 120 -60 0 60 120 180
Gf -050 O cf-0150 ATHRO1 Gf 0210
120 = 4 o
60
o [ S (N %
604 i _ T ]
-120-
-180 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

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

Phi (degrees)

¥ 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

LKR112 NMR_em bcr3_08_ensramach.ps

** Selected residues only




