MolProbity Ramachandran analysis

1AK®6, model 1

60.5% (104/172) of all residues were in favored (98%) regions.
83.1% (143/172) of all residues were in allowed (>99.8%) regions.

There were 29 outliers (phi, psi):
3 SER (47.5, 99.6)
5 VAL (-58.1, -158.7)
7 VAL (50.4, 176.9)
19 LYS (-44.8, -83.0)
22 LYS (-52.2, 90.0)
24 SER (-16.1, -64.2)
33LYS(65.9, 113.1)
39 CYS (170.5, 33.2)
40 LEU (80.3, 120.7)
41 SER (-52.7, -156.9)
44LYS (80.0, 95.3)
45LYS (-161.9, -112.1)
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51 GLU (-179.1, -29.8)
54 GLU (75.4, 139.0)
60 VAL (-33.5, 93.2)

66 ASP (98.6, -15.5)

67 PRO (-76.5, -118.5)
68 PHE (-168.7, -32.5)
81 ARG (161.3, 168.7)
90 GLU (-77.4, -142.3)
91 THR (157.2, -179.9)
94 SER (100.9, -176.3)
95 ARG (-42.4, 99.9)
99 LEU (-47.1, 174.0)
104 TRP (-40.5, 97.5)
109 ALA (-42.4, 169.8)
122 ASP (179.0, -40.1)
144 ASN (-29.6, 142.6)
158 VAL (-173.6, -27.3)
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