MolProbity Ramachandran analysis

General case

2K SK.pdb, al models
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80,1% (1105/1380) of all residues were in favored (98%) regions.
96,8% (1336/1380) of all residues were in allowed (>99.8%) regions.

There were 44 outliers (phi, psi):
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18GLY (-1556, -38,8)
57 CYS (-60,5, -169,4)
50 ARG (63,0, 162,7)
61 ARG (-165,4, -64,1)
62ALA (-178,3, 348)
50 ARG (62,5, 1638)
62ALA (-161.2, -57,7)
63ALA (630, 102.7)
18GLY (157.3,38.6)
19ARG (1793, -329)
15GLU (-174,0, -44,0)
68 TRP (63,2, 160,6)
18GLY (-1793,-77.9)
6 THR (1796, 71.4)
50 ARG (64,3, 156,3)
63ALA (633, 103.2)
68 TRP (63,2, 160,6)
14HIS (-1794, -65.2)
18GLY (-1495, -503)
64 ALA (-167,1, -47,1)
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68 TRP (633, 160,6)
63ALA (-178,2,-754)
18GLY (1769, -73,6)
34 SER (-169,5, 34,9)
64 ALA (637, 160,2)

65 THR (-161.2, -48.,6)
18GLY (-160.3, -92,6)
6 THR (65,7, 142.3)

50 ARG (68,2, 150,1)
64 ALA (64,0, 107.,5)
19ARG (-1783, 46,0)
70GLY (1796, -85,7)
18GLY (13477, -808)
60GLU (632, 104,5)
62ALA (638, 106,8)
65 THR (64,4, 108,3)
66 LEU (63,1, 1628)
18GLY (1484, 719)
19 ARG (1785, -335)
60 GLU (63,1, 104,1)
63ALA (-1758,54,8)
18GLY (-1784, 315)
20CYS(-1783,-528)
67 ARG (-164,1, -629)
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MolProbity Ramachandran analysis
2K SK.pdb, model 1

General case Glycine
180

AN O TN

1\
o
]
Psi k
o

180

Psi |

R
/)
\

N |

P RAPA/
AN filA AN
W YWY
N A oAb
é\%’.§<\l. e ....... l\ ...... \ N —

(LS )
/ ( N/ -/
o e\ o
) @)
; ~ E NS=
T B - SRR e e e e

76,8% (53/69) of al residues were in favored (98%) regions.
97,1% (67/69) of al residues were in allowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[1] 18 GLY (-155,6, -38,8)
[1] 57 CYS(-60,5, -169,4)
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MolProbity Ramachandran analysis

2K SK.pdb, model 2
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81,2% (56/69) of all residues were in favored (98%) regions.
95,7% (66/69) of all residues were in allowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[2] 59 ARG (63,0, 162,7)
[2] 61 ARG (-165,4, -64,1)
[2] 62 ALA (-178,3, 34,8)
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MolProbity Ramachandran analysis

2K SK.pdb, model 3

General case
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79,7% (55/69) of all residues were in favored (98%) regions.

95,7% (66/69) of all residues were in allowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[3] 59 ARG (62,5, 163,8)
[3] 62ALA (-161,2, -57,7)
[3] 63 ALA (63,0, 102,7)
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MolProbity Ramachandran analysis
2K SK.pdb, model 4

General case
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75,4% (52/69) of al residues were in favored (98%) regions.
97,1% (67/69) of al residues were in allowed (>99.8%) regions.

There were 2 outliers (phi, psi):

[4] 18 GLY (157,3, 38,6)

[4] 19ARG (1793, -32,9)
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MolProbity Ramachandran analysis
2K SK.pdb, model 5

General case Glycine
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82,6% (57/69) of all residues werein favored (98%) regions.
98,6% (68/69) of all residues were in allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[5] 15GLU (-174,0, -44,0)
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MolProbity Ramachandran analysis
2K SK.pdb, model 6

General case Glycine
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78,3% (54/69) of all residues were in favored (98%) regions.
98,6% (68/69) of all residues were in allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[6] 68 TRP (63,2, 160,6)
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MolProbity Ramachandran analysis
2K SK.pdb, model 7

General case Glycine
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82,6% (57/69) of all residues werein favored (98%) regions.
98,6% (68/69) of all residues were in allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[7] 18GLY (-179,3,-77,9)
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MolProbity Ramachandran analysis

2K SK.pdb, model 8

General case Glycine
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76,8% (53/69) of all residues werein favored (98%) regions.
94,2% (65/69) of all residues were in alowed (>99.8%) regions.

There were 4 outliers (phi, psi):
[8] 6 THR(179,6, 71,4)
[8] 59 ARG (64,3, 156,3)
[8] 63 ALA (63,3, 103,2)
[8] 68 TRP (63,2, 160,6)
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MolProbity Ramachandran analysis

2K SK.pdb, model 9

General case Glycine
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84,1% (58/69) of all residues were in favored (98%) regions.
94,2% (65/69) of all residues were in alowed (>99.8%) regions.

There were 4 outliers (phi, psi):
[9] 14 HIS(-179,4,-65,2)
[9] 18 GLY (-149,5, -50,3)
[9] 64 ALA (-167,1,-47,1)
[9] 68 TRP (63,3, 160,6)
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MolProbity Ramachandran analysis
2K SK.pdb, model 10

General case Glycine
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85,5% (59/69) of all residues were in favored (98%) regions.
100,0% (69/69) of all residues were in allowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis
2K SK.pdb, model 11

General case Glycine
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81,2% (56/69) of all residues were in favored (98%) regions.
98,6% (68/69) of all residues were in allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[11] 63 ALA (-178,2,-75,4)
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MolProbity Ramachandran analysis
2K SK.pdb, model 12

General case Glycine
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81,2% (56/69) of all residues were in favored (98%) regions.
100,0% (69/69) of all residues were in allowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis
2K SK.pdb, model 13

General case Glycine
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82,6% (57/69) of all residues were in favored (98%) regions.
100,0% (69/69) of all residues were in allowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis

2K SK.pdb, model 14

General case Glycine
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75,4% (52/69) of all residues were in favored (98%) regions.
94,2% (65/69) of all residues were in alowed (>99.8%) regions.

There were 4 outliers (phi, psi):
[14] 18 GLY (176,9, -73,6)
[14] 34 SER (-169,5, 34,9)
[14] 64 ALA (63,7, 160,2)
[14] 65 THR (-161,2, -48,6)
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MolProbity Ramachandran analysis
2K SK.pdb, model 15

General case Glycine
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88,4% (61/69) of all residues were in favored (98%) regions.
98,6% (68/69) of all residues were in allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[15] 18 GLY (-160,3, -92,6)
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MolProbity Ramachandran analysis

2K SK.pdb, model 16
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79,7% (55/69) of all residues were in favored (98%) regions.
95,7% (66/69) of all residues were in allowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[16] 6 THR (65,7, 142,3)
[16] 59 ARG (68,2, 150,1)
[16] 64 ALA (64,0, 107,5)
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MolProbity Ramachandran analysis
2K SK.pdb, model 17

General case
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73,9% (51/69) of all residues were in favored (98%) regions.
97,1% (67/69) of al residues were in allowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[17] 19 ARG (-178,3, 46,0)
[17] 7O0GLY (179,6, -85,7)
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MolProbity Ramachandran analysis

2K SK.pdb, model 18

General case Glycine
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82,6% (57/69) of all residues were in favored (98%) regions. [18] 18 GLY (134,7,-80,8)
92,8% (64/69) of all residues were in allowed (>99.8%) regions. [18] 60 GLU (63,2, 104,5)
[18] 62 ALA (63,8, 106,8)
There were 5 outliers (phi, psi): [18] 65 THR (64,4, 108,3)

[18] 66 LEU (63,1, 162,8)
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MolProbity Ramachandran analysis

2K SK.pdb, model 19
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73,9% (51/69) of all residues were in favored (98%) regions.
94,2% (65/69) of all residues were in alowed (>99.8%) regions.

There were 4 outliers (phi, psi):
[19] 18 GLY (1484, 71,9
[19] 19 ARG (178,5,-38,5)
[19] 60 GLU (63,1, 104,1)
[19] 63 ALA (-175,8, 54,8)
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MolProbity Ramachandran analysis

2K SK.pdb, model 20
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79,7% (55/69) of all residues were in favored (98%) regions.
95,7% (66/69) of all residues were in allowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[20] 18 GLY (-178,4, 31,5)
[20] 20CYS(-178,3, -52,8)
[20] 67 ARG (-164,1, -62,9)
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