MolProbity Ramachandran analysis

SGR145 XRay_em bcr3.pdb, model 1

General case Glycine
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93.5% (316/338) of al residues werein favored (98%) regions. 40 GLU (-30.0, -87.1)
98.2% (332/338) of all residues werein allowed (>99.8%) regions. 79 THR (-171.2, 44.4)
231 GLY (34.7,-88.9)
There were 6 outliers (phi, psi): 232 GLU (-29.8, -87.1)
39GLY (34.6,-88.8) 271 THR (-171.0, 44.2)
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