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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
Data points coloured according to G-factor:
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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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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

SR478 NMR_em bcr3 08 ensramach.ps

** Selected residues only




PROCHECK-NMR

Ensemble Ramachandran plots ¢
SR478 NMR_em bcr3 (20 models)* *

MGLN147 e D% M His148 NOMO® Mleu1ae X0TO® \asp1so DY
wofl, 7 L L
N g g It
o CHE T )
e ™ @
-120
MOLUISL oD% vatatse  S%20% MrvyR1ss oY masnisa oA eY
§ 12095, by R
— 601 , i
8) 0 [:'H’LLE ] 7 L2 [:"M"‘LHL ] [:'H’TLH
S o] =& g @ Rl
& -120
MLYS155 oD Y MvAL16 MR OY Mivsisr Yeeo¥ MARG1ss  oean®
1204 | o o
60 ‘
od S | g e S S %
-60 - B @
-120
18050120 %0 © 60 150 -150-120 %0 © €0 130 180-120 %0 0O €0 130 180-120 %0 0O €0 130 180

Phi (degrees)

cv = Circular Variance (low vaues 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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