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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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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

MBR242E_NMR_em_bcr3_08_ensramach.ps

** Selected residues only




PROCHECK-NMR

Ensemble Ramachandran
MBR242E_ NMR_em bcr3 (20 models)**

plots

Page 4

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

Phi (degrees)

¥ Accessible

& Buried

0.026 0.020 0.007 0.017
M ARG 72 YOO * M GLU 73 Y0000 * M GLY 74 X0 * M THR 75 A
1204 *, L;— b 3
60 -
e e
604 = |
-120- @
0.011 0.008 0.009 0.006
M ARG 76 SOOLO® 1 GLN 77 NOBO¥ M TYRTS NO0BO® M TYRT9 90060
LBy T — —
1204 gl o %
60 -
- I T I T
604 _ SRR
-120
0.009 0.006 0.051 0.053
M ARG 80 2 00OY MILESL X000\ ALA 82 N0 D% M GLY 83 e
o 3 | 5 | 5 e
Tk =
7
CV0.00S@% oV 0.007@% v 0.003@ Qb CV0.00Z@%
M GLU 84 cfos70 M ASP85 cf 0050 M VAL 86 cf o610 MALAS7 Gf 079 O
1208 L L I
60 -
0 I % ''''' O R o | T
] -8 B
-120-
0.005 0.002 0.001 0.002
M ARG 88 0 0005O% M LEU 89 X002 OY |1 PHE 90 NOUOD V1 ALA 01 %0000
1204 & B B
60 -
B o~ & | o~ | o~ N s
60 -8 8
-120
-180 T T T T T T T T T T T T T T T T T T T T
2180120 60 0 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
Data points coloured according to G-factor:

Unfavourable

MBR242E_NMR_em_bcr3_08_ensramach.ps

** Selected residues only




PROCHECK-NMR

Ensemble Ramachandran

plots

Page 5

MBR242E_ NMR_em bcr3 (20 models)**

ov0.002(D ¥
Gf 0.73 0

ov0.002(D®
Gf 0.54 O

ov 0.001O®
Gf 1.07 0

ov0.002(D ¥
Gf 0.88 O

M LEU 92

120
60 -
O 4

-60

-1204

M VAL 93

M GLN 94

M VAL 95

cv0.005(D ¥
Gf 0.70 O

ov 0.015(D %
Gf-0.01 O

ov0.010D ¥
Gf 057 0

ov0.024 (D) %
Gf 0.15 O

M VAL 96

1204
60

04

.60
-120+

v 0019 %
Gi-012 0

ov0.030 () %
Gf -0.02 O

ov0.024 () %
Gf 0310

ov0.011(D) %
Gf 055 O

M HIS 100

1204 !
60 -
0 .

-6041

-120-

Psi (degrees)

M LEU 101

cv0.004(D %
Gf 0.79 O

cv0.005(D %
Gf 0.62 O

cv0.002(D %
Gf 0.85 O

cv0.003(D ¥
Gf 0.73 0

M ALA 127
1204 “11 . JJ‘:
60

01

-60

-1204

M ALA 128

M LEU 129

ov0.007(D ¥
Gf 0.88 OJ

cov 0.02(D®
Gf 0.95 O

cv0.005(D ®
Gf 053 0

cov0.003OW
Gf 0.80 O

1204 *

60

04

.60
-120+

-180 T T
-180-120 -60

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

0 60 120 -1

80-120 -60 0 60 120 -1

Phi (degrees)

¥ Accessible

80-120 -60 0 60 120 -1

& Buried

80-120 -60 0 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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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).
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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