MolProbity Ramachandran analysis

bref11 1 clean.pdb, model 1
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96.3% (389/404) of al residues werein favored (98%) regions.
99.0% (400/404) of al residues were in alowed (>99.8%) regions.

There were 4 outliers (phi, psi):
A A 86GLU (-40.8, 16.7)
A A 185LEU (-47.7,94.3)
BB 187 GLY (152.0, 49.0)
B B 198 SER (-20.0, 140.4)
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