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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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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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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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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

PFR193A_R3Cons em bcr3 08 ensramach.ps ** Selected residues only



PROCHECK-NMR

Ensemble Ramachandran
PFR193A R3Cons em bcr3 (20 models)**

plots

Page 5

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

Phi (degrees)

¥ Accessible

& Buried

0.000 0.001 0.003 0.000
A THR 82 Y000O® A VAL 83 00O A AsPa4 N00BO® ) GLU 8s Y0000
Ta g o I
120_ i - o i o i
60 - =Y
B T N e
R 4 . B
-60 1 1l | | |
-120
CV0.00l@* CV0.00Z@* CV0.007®% CV0.00G@%
A GLU 86 Gf-0320 A ASN87 cf-0620 ATHRS88 cf-o1d AVALS89 Gf 028 0
1204 & o o
60 -
N I e e
604 - = [
-120
0.000 0.005 0.000 0.017
A VAL 90 oS ® AcLuoa e s ALEU® S s ®
: i : -
§ 120 8. o -
. 601
= N N N A
S @
~ 604 o . I
E -120
CV0.00SC)% oV 0.003@* v 0.005@ % ch.OlZ@ﬁb
A GLU 94 cf-076m A ASN 95 of 0150 A ASN 96 cf 070 AASN 97 Gf 012 0
120] & L L i
60 -
04 in
604 = |
-120
0.000 0.000 0.000 0.000
A VAL 98 Q00RDY A ALA 99 YO0NOY A THR 100 NO0NOY A PHE 101 Yoo
1204 1 La - LB
60 -
- | T N T
604 ] 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

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

PFR193A_R3Cons em bcr3 08 ensramach.ps

** Selected residues only




PROCHECK-NMR

Ensemble Ramachandran
PFR193A R3Cons em bcr3 (20 models)**

plots P°

Data points coloured according to G-factor:
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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
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