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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:
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Data points coloured according to G-factor:

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
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¥ Accessible

& Buried

A VAL 67 D% A LEUGB X0 A ALA 69 D% A GLN 70 P
1204 . B 7
60
of £ | S
-120
AILET1 Y ATRP72 N DY A ALA T3 N T¥ ALEUT4 AT
1204 N o
60
04 < = D Ny T
eof 8] 8 B
-120
AALAT75 N DY A ASPT6 N0t O® AMET 77 NOR0OE A ASNTB e *
o L
§ 120 N
o  60- @
8) o i -
S ] e Y N
E -120-
A ASN 79 XD * A ASPEO e o * AGLY 81 NOZD® A ARG 82 G
L L 4 LB
1204 * b L E
60+ .@ o
N 1 - 1 - [:"‘”"‘ k
-60- ,“ *,,“ ﬁ ,“
-120
AP v AGLN 85 Y maY AVAL 86 Y™ AGLUS? maY
1204 . - .
60
od S T | ST e S S
604 -]
-120
e 50 %0 © 60 10180120 0 0 60 130 180550 %0 § 6 10 150120 %0 0 60 130 0

HR3646E_R3Cons em bcr3 08 ensramach.ps

** Selected residues only




PROCHECK-NMR

Ensemble Ramachandran

plots

Page 4

HR3646E R3Cons em bcr3 (18 models)* *

CV0.00l@Qb CV0.003®® CV0.0lO@Qb CV0.00(S@@
A PHE 88 of 1120 A SER89 of oo AILEQD cf o210  AALAO9L Gf 042 O
120] & L L i
60 -
I .
@ L
-60
-120
CVOOOB@@ CV0.00G@Q‘D CV0.00l@@ CVOOOO@%
A MET 92 ctorso  ALYSO93 cfoson ALEU%4 of 1070  AILE9S Gf 1.01 0
1204 b o o
60 -
04 I "1111 AAAAAAAA
w] 4 1
-120
0.000 0.005 0.001 0.000
ALYS96 YOO ALEUOT YOO ALyses NONMO% A LEU 99 e *
§ 1204 ! B B
. 601
B
© R B
— -60 % el ]
E -120
0.001 0.005 0.006 0.010
AGLN100  So0%O%* ) GLy 101 YOO * A TYR102 X060 % A PRO 105 yoo00 %
120] & L L i
60 -
o I & | . & |
604 = |
-120
= B
0.028 0.067 0.014 0.003
A SER 106 00D ¥ A ALA 107 Yo% | EU 108 NOOLOE A PRO 100 G000 %
L - | o »1 | E-i:"\I 1 | @1
1204 L e
60 -
- I = T N T
60 _ S
-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

Phi (degrees)

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
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Data points coloured according to G-factor: Unfavourable

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