MolProbity Ramachandran analysis

HR1958 NMR_em_bcr3.pdb, all models

General case Glycine
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91.7% (2586/2820) of all residues were n favored (98%) regions. [10] 17LEU (737, -8856)
98.3% (2773/2820) of all residues were in allowed (>99.8%) regions. [10] 1BALA (562, 94.0)
[10] 69 VAL (483, 935)

There were 47 outliers (phi, psi): [11] 17LEU (762,-10L3)
[2] 17LEU (703, 90.3) [11] 18ALA (595,111.3)
[2] 70GLN (177.4,-68.3) [11] 69 VAL (716, 121.8)
[2] B4ASP(616,98.1) [12] 17LEU (718,-90.7)
[3] 17LEU (740,13L8) [12] 1BALA (524,99.6)
[3] 68PHE (69.3,-932) [13] 17LEU (67.4,942)
[3] 70GLN (1775,-728) [13] B4ASP (638, 97.6)
[4] 3LYS(705,89.4) [14] 70GLN (-172.7, -69.8)
(5] 2ARG (688, 124.6) [14] 84 ASP(63.2,105.9)
[5] 17LEU (732,-90.0) [15] 84ASP(635,106.8)
[5] 1BALA (555,930) [16] 17LEU (710, 118:8)
[71 3LYS(696,106.8) [17] 17LEU (694,99.7)
[7] 17LEU (693,-94.7) [17] 68 PHE (67.9,-85.0)
[7] 18ALA (630, 116.7)
(7] 84ASP(611,938)
[8] 17LEU (758,-82.1) 7)
[8] 1BALA (515,90.7) [18] 1BALA (527,94.9)
[8] 140 ASN (-77.5,-100.1) [18] 70GLN (-163.4,-95.3)
[9] 17LEU (740,-906) [18] B4ASP(64.4,101.7)
[9] 1BALA (54.1,93.1) [19] 17LEU (698, 100.7)
[9] 70GLN (1727, -73.4) [20] 17LEU (657, 91.8)
[9] 84ASP (653, 1000) [20] 70GLN (-170.1,-720)

[20] 84ASP(58.4,930)
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MolProbity Ramachandran analysis

HR1958 NMR_em_bcr3.pdb, model 1

General case Glycine
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92.9% (131/141) of al residues werein favored (98%) regions.
100.0% (141/141) of al residues werein alowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis

HR1958 NMR_em_bcr3.pdb, model 2

General case
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88.7% (125/141) of al residues were in favored (98%) regions.

97.9% (138/141) of all residues werein allowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[2] 17 LEU (70.3,90.3)
[2] 70GLN (177.4,-68.3)
[2] 84 ASP(61.6,98.1)
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MolProbity Ramachandran analysis

HR1958 NMR_em_bcr3.pdb, model 3

General case Glycine
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93.6% (132/141) of al residues were in favored (98%) regions.
97.9% (138/141) of all residues werein allowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[3] 17 LEU (74.0, 131.8)
[3] 68 PHE (69.3,-93.2)
[3] 70GLN (177.5,-72.8)
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MolProbity Ramachandran analysis

HR1958 NMR_em_bcr3.pdb, model 4

General case Glycine
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92.2% (130/141) of al residues werein favored (98%) regions.
99.3% (140/141) of al residues werein allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[4] 3LYS(70.5, 89.4)
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MolProbity Ramachandran analysis

HR1958 NMR_em_bcr3.pdb, model 5
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88.7% (125/141) of al residues were in favored (98%) regions.
97.9% (138/141) of all residues werein allowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[5] 2ARG (68.8, 124.6)
[5] 17 LEU (73.2,-90.0)
[5] 18 ALA (55.5,93.0)
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MolProbity Ramachandran analysis

HR1958 NMR_em_bcr3.pdb, model 6

General case Glycine
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90.8% (128/141) of all residues werein favored (98%) regions.
100.0% (141/141) of al residues werein alowed (>99.8%) regions.

There were no outliers.
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91.5% (129/141) of al residues werein favored (98%) regions.
97.2% (137/141) of al residues were in alowed (>99.8%) regions.

MolProbity Ramachandran analysis

HR1958 NMR_em_bcr3.pdb, model 7

General case
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There were 4 outliers (phi, psi):
[71 3LYS(69.6,106.8)

[7] 17L

EU (69.3, -94.7)

[7] 18 ALA (63.0, 116.7)
[7] 84ASP(61.1,93.8)
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MolProbity Ramachandran analysis

HR1958 NMR_em_bcr3.pdb, model 8

General case Glycine
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92.2% (130/141) of al residues were in favored (98%) regions.
97.9% (138/141) of all residues werein allowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[8] 17 LEU (75.8,-82.1)
[8] 18 ALA (51.5,90.7)

[8] 140 ASN (-77.5,-100.1)
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MolProbity Ramachandran analysis

HR1958 NMR_em_bcr3.pdb, model 9

General case
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92.2% (130/141) of al residues werein favored (98%) regions.

97.2% (137/141) of al residues were in alowed (>99.8%) regions.

There were 4 outliers (phi, psi
[9] 17 LEU (74.0,-90.6)
[9] 18ALA (54.1,93.1)
[9] 70GLN (172.7,-73.4)
[9] 84 ASP(65.3,100.0)

):
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MolProbity Ramachandran analysis

HR1958 NMR_em_bcr3.pdb, model 10

General case
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87.9% (124/141) of al residues were in favored (98%) regions.
97.9% (138/141) of all residues werein allowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[10] 17 LEU (73.7,-88.6)
[10] 18 ALA (56.2, 94.0)
[10] 69 VAL (48.3,93.5)
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MolProbity Ramachandran analysis

HR1958 NMR_em_bcr3.pdb, model 11

General case Glycine
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90.1% (127/141) of al residues were in favored (98%) regions.
97.9% (138/141) of all residues werein allowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[11] 17 LEU (76.2,-101.3)
[11] 18 ALA (59.5, 111.3)
[11] 69 VAL (71.6,121.8)
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MolProbity Ramachandran analysis

General case

HR1958 NMR_em_bcr3.pdb

, model 12
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91.5% (129/141) of all residues werein favored (98%) regions.
98.6% (139/141) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[12] 17 LEU (71.8,-90.7)
[12] 18 ALA (52.4,99.6)
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MolProbity Ramachandran analysis

HR1958 NMR_em_bcr3.pdb, model 13

General case Glycine
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93.6% (132/141) of all residues were in favored (98%) regions.
98.6% (139/141) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[13] 17 LEU (67.4,94.2)
[13] 84 ASP(63.8,97.6)
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93.6% (132/141) of all residues were in favored (98%) regions.
98.6% (139/141) of all residues were in alowed (>99.8%) regions.

MolProbity Ramachandran analysis

HR1958 NMR_em_bcr3.pdb, model 14

General case
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There were 2 outliers (phi, psi):
[14] 70 GLN (-172.7, -69.8)
[14] 84 ASP(63.2, 105.9)
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MolProbity Ramachandran analysis

HR1958 NMR_em_bcr3.pdb, model 15

General case

Glycine
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93.6% (132/141) of all residues were in favored (98%) regions.
99.3% (140/141) of al residues werein allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[15] 84 ASP (63.5, 106.8)
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MolProbity Ramachandran analysis
HR1958 NMR_em_bcr3.pdb, model 16

General case Glycine
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92.2% (130/141) of al residues werein favored (98%) regions.
99.3% (140/141) of al residues werein allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[16] 17 LEU (71.0, 118.8)
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MolProbity Ramachandran analysis

HR1958 NMR_em_bcr3.pdb, model 17
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92.9% (131/141) of al residues werein favored (98%) regions.
97.2% (137/141) of al residues were in alowed (>99.8%) regions.

There were 4 outliers (phi, psi):
[17] 17 LEU (69.4, 99.7)
[17] 68 PHE (67.9, -85.0)
[17] 70GLN (-174.2,-77.5)
[17] 84 ASP(61.5,93.1)
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MolProbity Ramachandran analysis

HR1958 NMR_em_bcr3.pdb, model 18

General case Glycine
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90.1% (127/141) of al residues werein favored (98%) regions.
97.2% (137/141) of al residues were in alowed (>99.8%) regions.

There were 4 outliers (phi, psi):
[18] 17 LEU (72.2,-87.7)
[18] 18 ALA (52.7,94.9)
[18] 70 GLN (-163.4,-95.3)
[18] 84 ASP(64.4,101.7)
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MolProbity Ramachandran analysis

HR1958 NMR_em_bcr3.pdb, model 19

General case Glycine
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95.0% (134/141) of all residues were in favored (98%) regions.
99.3% (140/141) of al residues werein allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[19] 17LEU (69.8, 100.7)
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MolProbity Ramachandran analysis

HR1958 NMR_em_bcr3.pdb, model 20

ECo VRS L Y
AR e | | Mo
N AV ft AR
15 Ny R NS 2
S ARV N[ | A
D jS3)
kR e
D @

90.8% (128/141) of al residues were in favored (98%) regions.
97.9% (138/141) of all residues werein allowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[20] 17 LEU (65.7,91.8)
[20] 70 GLN (-170.1, -72.0)
[20] 84 ASP(58.4,93.0)
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