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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

SPR104 R3Cons em_hcr3 08 ensramach.ps

** Selected residues only




PROCHECK-NMR

Ensemble Ramachandran
SPR104 R3Cons em bcr3 (20 models)* *

M ARG 31

cov0.005(D ¥
Gf-043 0

cv0.001 (D ¥

M VAL 32 Gf 0340

cv 0.003 (D ¥

M SER 33 Gf-038 0

plots

Page 2

cv0.016 (D %
Gf -0.56 O

60 -
0
-60 -

-1204

1204 =

M PHE 34

cov0.004 (D %
Gf -0.59 O

cv0.003(D®
Gf-017 0

cv0.003(D M
Gf-1.43 @

cv0.003DO®
Gf-004 0

60
0 -
-60 -
-120+

1204

120+
60 -
0 -
-60 -
-120-

Psi (degrees)

w00130O®
Gf-041 0

v 0.014D®
Gf-0.92 O

ov0.012() %
Gf-0.13 O

M ILE 57

w0003
Gf-0.84 O

)

cov0.002D®
Gf 039 O

ov0.002(D®
Gf-029 0

ov0.013(D ¥
Gf-0.76 O

cv0.000D ¥
Gf 1.34 0

120+
60
0
-60 -

-1204

M LEU 59
Lo
Yo

ov0.001(D %
Gf 0.73 0

cov0.001(D ¥
Gf 1.02 O

cv 0.001(D %
Gf 1170

ov0.002(D ¥
Gf 1.05 O

60
0 -
-60 -
-120-

1204 *

-180
-1

80-120 -60

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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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
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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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