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Chi-1 (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 09 enschlch2.ps ** Selected residues only



PROCHECK-NMR

Ensemble chil-chi2

plots

Page 2

PFR193A R3Cons em bcr3 (20 models)**

Chi-2 (degrees)

0.021 0.002 0.000 0.033
A ARG 42 NOAOD A TYR44 X020 L ILE45 X000 A ASN 46 qooad ¥
T T T T T T T T
| | | | | | | @
b S A I R
2404 : | | : | | : | I : I I
| | | | | | |
180-”;77”+”gfm;f7”+”747m;f7”+7”@”ﬂ;ﬂﬁ+7”4”
| | | | | | |
120 : | | : \ \ : \ \ : \ \
| | | | | | |
00 S D (O - 1 O A S IO S
| 1 1 | 1 1 | 1 1 | LI
0.000 0.001 0.001 0.000
A LEU 49 NO00O* A TYRS50 NOOX A Lyssl NOUDE A ASN 52 Q000D
T T T T T T T T
| | | | | | | |
S T S S A I
2404 : | | : | | : | | : | |
| | | | | | | | | | | |
180+ — — — — — === =d-L___ === =d-L___ —==a=-dk-L__- t=—====4
i ‘ ‘ i ‘ ‘ TR i ‘ ‘
1204 ‘ | | ‘ | | ‘ | | ‘ | |
| | | | | | |
60-77:7777@77747777:7777@77747777:7777L77747777@777L,,,J,,
| | | | | | | |
| | | |
| | | | | | | |
0.002 0.000 0.000 0.128
A TRP53 SO0 A LEUST N0 A LYS60 NO0O% A GLUGL Yon s ®
T T T T T T T T
300 | | | | | | | |
I S INF At St o (et St ol R
| | | |
2404 ‘ | | ‘ | | ‘ | | ‘ | |
| | | | | | | |
] e il Ht i it S Bl i il il My
120 : | | : | | : | | : | |
| | | | | | | |
60-77:7777477747777:77774»77747777:77774»77747777:7777777477
| 1 1 | 1 1 | 1 1 | 1 1
0.000 0.101 0.000 0.000
A GLU 62 G000 A Lyses NINDE A LEU 65 X000 PHE 67 Y0000 %
T T T T T T T T
300 | | | | | | | |
o oy e
2404 ‘ | | ‘ | | ‘ | I ‘ I I
| | | | | | | |
180-771777777747Wf:f777+77J@d7Wf:————+———@———:————+———4——
o T Ty P
| | | |
| | | | | | | |
| | | |
| | | | | | | | | | | |
0.008 0.190 0.222 0.000
A TRP 69 QO0BOY A GLN 73 NOINDH A GLU 74 NO22B¥ \ MET 76 00D ¥
T T T T T T T T
| | | | | | | |
S T S S - i A IR
2404 : | | : | | : | | : | |
| | | | | | | |
180-——:————+———4————:————%———@———————+———4————:————+———4——
| | | | | | ‘ | | | | |
120- | | | | | | | |
: | | : | | -‘ | | : | |
604+ - — — — FCI (N o a0 IR R I 1 1
‘ B | ] | | ] | | ] | |
0+——r————t R — — R —
0 60 120 180 240 300 O 60 120 180 240 300 O 60 120 180 240 300 O 60 120 180 240 300 360

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

Chi-1 (degrees)
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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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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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