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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

HR3646E_NMR_em bcr3 08 ensramach.ps

** Selected residues only




PROCHECK-NMR

Ensemble Ramachandran
HR3646E NMR_em bcr3 (20 models)* *

plots

Page 2

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:

Phi (degrees)

Unfavourable

¥ Accessible

& Buried

APROM  Fhmo* S me ¥ AILE49 S ATHR 50 S
120- % - L
.
N - N | S P s |
60
-120
B il i)
AGLY 51 NS ® A ASP52 N OISO ¥ A GLN 53 A S ¥ AALA 54 pAvCe i
1204 o o
60 ‘
I N . A T
-60- B @]
-120-
A ARG 55 D% A ASN 56 9O D® A pHES? XO0BOY A PHESS NS
N ‘Lj‘ !
§ 1204 ¢ B -
. 601
Z o B B} )
E -120-
A PHE 59 e D® A GLN 60 NOweD* AsER6L AOReDE A GLY 62 yOo0R0 *
0. B B
.
N - % S |
-60-
-120
ALEU 63 O * APROGA e * A GLN 65 X e S * A PRO 66 A
10, 7 . o ‘
60 ‘
ol M T | = HL
604 i ] -8
-120-
18050120 %0 © 60 150 -180-120 %0 © €0 130 -180-120 %0 O €0 130 -180-120 %0 O €0 130 180

HR3646E_NMR_em bcr3 08 ensramach.ps

** Selected residues only




PROCHECK-NMR

Ensemble Ramachandran

plots

Page 3

HR3646E NMR_em bcr3 (20 models)* *

0.008 0.002 0.001 0.002
A VAL 67 NOBOE A LEU 68 Y0020 ) ALA 69 OO A GLN 70 q0020
120] & L L i
60 -
o] e . o
-601 @ @
-120-
0.003 0.002 0.006 0.008
AILET7L QOB OY A TRP72 NO0ROY A ALA 73 NORO® A LEUT4 300080
1204 b B B
60 -
04 I "1111 rrrrr ,,,,, % "1111
e 8 LB |’
-120
0.015 0.007 0.006 0.004
AALA 75 SO OY A ASPT6 SO OE A MET 77 NO0EO¥ A ASNTS 00O ¥
] - : : . 1 -
§ 1204 - Lo @ B
. 601
D [N N
N’ -60 R e e
E -120
0.007 0.011 0.037 0.082
A ASN 79 Yo% A ASPSO YOLO* ) 6Ly 81 N00TD% A ARG 82 yoomd
1204 L . L o
60 e .
o i s VN (e [:‘,Jhw H
-60- 'ﬂ‘a,,ﬁj
-120-
0.054 0.007 0.004 0.002
A8 N0 D® A GLN 85 N0 OY A VAL 86 NONUOY A GLU 87 %0000
1204 & B B
60 -
o{ & W] 4T % """ S S
0]  ul B w8
-120
‘180'_.1%| 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

HR3646E_NMR_em bcr3 08 ensramach.ps

** Selected residues only




PROCHECK-NMR

Ensemble Ramachandran
HR3646E NMR_em bcr3 (20 models)* *

plots

Page 4

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
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