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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:

Unfavourable

HR1958 NMR_em_bcr3 08 ensramach.ps

** Selected residues only




PROCHECK-NMR

Ensemble Ramachandran

plots

Page 2

HR1958 NMR_em bcr3 (20 models)**

120+
60
0
-60 -

-1204

1204

60
0 -
-60 -
-120+

60 -
0
.60
-120-

Psi (degrees)

1204 !

A PRO 26

cv 0.018(D %
Gf-0770

A PRO 27

cv0.009(D %
Gf-042 0

A GLU 28

ov0.011(D &
Gf 0.26 O

A ASN 29

ov0.022(D ¥
Gf 0310

wv0012D®
Gf 0.05 OJ

cv 0.064 (D %
Gf-041 0

cv 0.033() ¥
Gf-0.29 O

cv0.034 (D %
Gf-1.59 @

ov 0.039 () %
Gf-0.53 0

A THR 37

ov0.084 () %
Gf-0.72 O

A PHE 38

ov0.045 ) %
Gf -0.35 O

v 0.018(D ¥
Gf-0.38 0

| ] b
L 5 @ Lj:

- 1]

I mE
e

|

1204 =

60 -
0
-60 -

-1204

cv0.018(D%
Gf 014 O

ov0.020D %
Gf-0.25 0

ov 00310 ¥
Gf-151 @

cov0.041(D %
Gf-0.12 O

ATHR 41
[T

ov 0.029(D ¥
Gf-1.150

ov 0.015(D %
Gf-0.04 0

cv 0.009 (D ¥
Gf-0.61 0

A GLN 47
: 5

cv0.030(D ¥
Gf-053 0

1201 @

60
0 -
-60 -
-120-

-180
-1

80-120 -60

0 60 120 -1

80-120 -60 0 60 120 -1

¥ Accessible

. 80-120 -60 O 60 120 -1
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:
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cv = Circular Variance (low values signify high clustering of the data points).

Phi (degrees)

¥ Accessible & Buried

AGLU 48 SO0 Y A PHE 49 XY AILESD AOEO® A ILESL P
) L ¥ .
N =
o I e 5 o, B |
-60
-120-
A CYS52 Y A PHE 53 N0 OY A HISEA g?ﬁéﬁ?*@vsss YOO
120 @a o o L
601 . T
ol N | E rrrrr
604 S
-120
\i280
AHIS56 NOOLE A VAL 57 X0020% A ARG 58 % AILESO YoM
—~ [ = @ A R
§ 1204 4, 54 - : L @
&, " Phy
8) o | S (R e A I i
S ] . S
E -120-
AGLU 60 SO O® A ARGE e O® ALEU G2 DY AVAL 63 Y0000
1204 - % L 0 j;” @@
60-
N % ,,,,, 5 o, B |
-60 ] ]
-120-
AILE64 e DY A GLN 65 e gy S e
120 % iy o
60-
od S T | ST N S e S I & N
604 ) S
-120
180 e 50 %0 § 6 10180120 0 6 60 130180 150 %0 § 6 10 150120 % 0 60 130 0

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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Unfavourable

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
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 vaues 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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