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

Chi-1 (degrees)

¥ Accessible

@ Buried

0 60 120 180 240 300 360

0.013 0.660 0.001 0.632

A ASN 169 YOO A ASN 170 NOS0dE L LEUITL OO A GLU 172 y0c2d %
T T T T T T T T
= | | ] | | | |
300'77‘7777‘?777777 777777 T77777777‘7777T7 - 77@777T e
‘ \ \ @ ‘ | | ‘ \ \
2404 ‘ | | ‘ | | ‘ | I ‘ I I
‘ | | ‘ | ‘ | | | |
150 e e o D e B e e TN e
| | | | | | | |
120- : | | n | | : | | : | |
| | # | iz} | | | |
DT R I 4 I o
o 0 e |
0.006 0.209 0.003 0.585

A ARG 173 00D * A ASN 174 X020 E¥ A LEU1T5 OB A Lysisa qosEdx
T T T T T T T T
| | | = | | | |

30+ — - — — T - -1t 1T - - - - = T - -1t 1T - - - - = T - - T 1T - - — 1t - — — @
‘ | | ‘ | d ] | | -‘ = |
2404 : | | : | | : | | ‘ | |
| | | | | | | |

1801+ -t -- @y - -4 - -rt---+-—-H-t -+ -B B --+-- -

Ty | = | | | | | | | ‘ |
1204 ‘ | | ‘ | | ‘ | | ‘ | |
| | | | | 2 | | | B | |
— 60_77‘7777L77747777T777Lff747777T777L77747777T777777477
8) | | | | | @ | | | | | |
| | | | | | | |
0.002 0.003 0.003 0.001

O ALEU1ST  oee@® AlLE1ss NonEY AGLNIB  NomE T ALEUI0  aomn
T T T T T T T T
(q\| [ [ [ [ [ [ [ [

1 300_77‘7777‘?7 e 77‘7777T77777777‘7777T77777777‘7777T 1
b | | | | | | | |
6 2404 : | | : | | : | | : | |

| | | | | | |
| | @ﬁ |
180+ — — — — — + - - = -+ i + - R + - - -
T ET® R e
1204 ‘ | | ‘ | | ‘ | | ‘ | |
| | | | | | | |
60-77:77774»7 N 77:7777477747777:77774»7 — 4 = 77:77774» R
| | | | | | | |
‘ | | ‘ | | ‘ | | ‘ | |
0.001 0.006 0.292 0.003
A LEU 191 NONDY A GLN 193 YO0 A Lysi9d X022 L LEU195 YO000B0 %
T T T T T T T T
| | | | | | | |
300'77‘7777‘?77777777‘7777‘?77777777_777‘?77777777‘7777‘?777777
| | | | | | | ] | | | |
2404 ‘ | | ‘ | | ‘ | I ‘ I I
| | | | | | | |
180-——:————+———4————:————+———4——— Mg — — ———4————:————+———@—
| | | | | | | |
| | | |
120+ I I I | | | | |
: | | : | | * | | : | |
O -r-—-—@B -1 1~ it Rl et il At
| | | | | | |
‘ ‘ ‘ R — ———— ‘ : :
0 60 120 180 240 300 O 60 120 180 240 300

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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