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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

HR4694F R3 em bcr3 08 ensramach.ps

** Selected residues only




PROCHECK-NMR

Ensemble Ramachandran

plots

Page 2

HR4694F R3 em bcr3 (20 models)* *

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

Phi (degrees)

¥ Accessible

& Buried

0.007 0.008 0.000 0.001
AGLY 28 N0 % A VAL 29 N8 O¥ A THR30 XOM0O® AVAL 31 YOO
L N L 1 - L N
1204 L. L L o ;2 L
60 .
ol o % ,,,,,,,,,,,,,,, .
i, i, L -
-60-
-120+
v 0006(DY 001200 % 00060 ¥ w0009 ®
A ARG 32 cf 0730 A ASP33 cfosog ASER34 cf 0430 ALEU3S Gf-1.05 @
1204 - o o
60
0 - i %
e B | =& w1
-120-
0.022 0.018 0.001 0.003
ALYS36 SO DY A Lysar NOEO® A ALA 38 e A LEU 39 s
L - ; = ; = ; =
§ 1204 - . L
. 601
ol |l ¢ | o
o @
~—~ -60 & g=a
E -120-
ov0.003(D % ov0012(D % o 0022(D % ov 0,007 (D %
A MET 40 cf o2 AMETA41 063 AARG42 cf-126m  AGLY 43 Gf 083 0
1204 L. L B L o L
60 .
o % ,,,,, %
-601
-120+
v 0009(D % 0020 % v 0009() % ov 0,006 (D %
ALEU 44 cf-orvm  AILE4S cf-0120 APRO46 cfoosg AGLU47 Gf 016 0
1204 - 7 ﬁ@ﬁ o
60
o | N N VO N o % [%
604 o]
-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 0 60 120 -180-120 -60 0O 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

HR4694F R3 em bcr3 08 ensramach.ps

** Selected residues only




PROCHECK-NMR

Ensemble Ramachandran

plots

Page 3

HR4694F R3 em bcr3 (20 models)* *

ACYS48 yomo® ACYSS XOMTOY A ALA 50 X0 OY AVAL 51 o D
120] o | o
60-
Je | e C® e |
60
-120-
o
ATYRS oY A ARG 53 oS A ILE 54 Hoonn® Yma*
= [ m ‘ i
1204 & 1
60-
od S T | ST N S e S I & N
604 ) S
-120
-
A ASP56 e ¥ AGLY 57 N O* A GLU S8 ¥ ALyS50 yomO*
“n 4 B .
§ 1204 B @@
= 1 . @ | | e B |
0- 5
S ] . S
E -120-
ALYS60 oD% APROGL A D® AlLE6R XD A GLY 63 SO O®
120/ | j Lj‘aw I i
N ey
o I e | I I |
601
-120-
A TRP64 N2 OY A ASPE5 e 0¥ ATHR 66 N0 A ASPET NO0uO®
1204 & B o i @L
60- ‘ .
ol I N S e S I & N
-601 ) S
-120
18050120 %0 © 60 150 -180-120 %0 © €0 130 -180-120 %0 O €0 130 -180-120 %0 O €0 130 180

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

HR4694F R3 em bcr3 08 ensramach.ps

** Selected residues only




PROCH

ECK-NMR

Ensemble Ramachandran

plots

Page 4

HR4694F R3 em bcr3 (20 models)* *

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

Phi (degrees)

¥ Accessible

@

Buried

0.001 0.002 0.001 0.002
A ILE 68 200 OY A SER69 2002 0% A TRP70 NOMO® ALEUTL P
1204, W b L
60 1
0 " Lﬂ”‘u
L By i i
-60 -
-120+
v 0001 (D% o 0010() % w0011 % v 0003(0D%
ATHR72 cfo7am AGLY 73 Gf 1.00 O LU 7 ci-1r4am  AGLUT75 Gf -087 O
1204h, & o o B
60
o [ S (N % ,,,,,,,,,,
A 600 Sl i T |
§ -120-
—
0.015 0.009 0.002 0.007
_§) A LEU 76 oD AmIsTT o S AVAL 78 e AcLuTo e DY
~— L : B Lo 3@@ 5
. 120 -, @ 1,
& - o
60 1
o | (A S N (N O
-604  ta_l -l T L I
-120+
ov0.008(D &% ov 0.007 (D % cv 0.062 (N 3#80 120 -60 O 60 120 180
A VAL 80 o020 ALEUSL Gf-123 0 Gf-088 O
120{ b, B o
60 1
ol o ,,,,,
0] v &
-120+
_18C 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

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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