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= Residues in most favoured regions [A,B.L] 116 95.9%
4 o Residues in additional allowed regions [a,b.Lp] 5 4.1%
Residues in generously allowed regions [~a,~b,~l,~p] 0 0.0%
1 ‘_‘ ] Residues in disallowed regions 0 0.0%
’J Number of non-glycine and non-proline residues 121 100.0%
E 1 L. Number of end-residues (excl. Gly and Pro) 2
a - r: Number of glycine residues (shown as triangles) 7
-3 J | Number of proline residues 3
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/7 Total number of residues 133

Based on an analysis of 118 structures of resolution of at least 2.0 Angstroms
and R-factor no greater than 20%, a good quality model would be expected
to have over 90% in the most favoured regions.
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Overall quality factor**: 87.200
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“On the error axis, two lines are drawn to indicate the confidence with
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sinuctures generslly produce vehues around 85% of higher. For lower
resolutions (2.5 to 3A) the average overall quality factor is around 91%

Figure S1. Evaluation of OachGOBP1. A. Ramachandran plot. B. Verify 3D graph. C. ERRAT generated result.



