MolProbity Ramachandran analysis

UURL7A_NMR_em_bcr3.pdb, al models

General case
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91.3% (2174/2380) of all residues were in favored (98%) regions.
98.6% (2346/2380) of all residues were in allowed (>99.8%) regions.

There were 34 outliers (phi, psi):
[1] 2LEU (55.3,95.2)
[2] 57 TYR(-585, 67.0)
[2] 72ASP(-175.4,-58.3)
[3] 112 PRO (-65.3, -80.0)
[4] 19LYS(-167.0,-42.7)
[4] 55HIS(-163.9, -60.2)
[4] 59 ASN (-169.5, -36.4)
[5] 72ASP(-55.7,95.2)
[5] 73GLY (139.4, -88.4)
[5] 112 PRO (-67.5,-77.3)
[6] 57 TYR(-59.2, 85.0)
[6] 112 PRO (-75.1, -74.5)
[7] 112 PRO (-70.2, -62.4)
[8] 57 TYR(-53.4,86.7)
[8] 59ASN (-171.7, -43.4)
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[9] 71PRO(-531,-75.2)
[10] 57 TYR (-545,88.9)
[10] 59 ASN (-1615, -54.2)
[10] 71PRO(-50.3, 79.5)
[10] 112 PRO (-74.4, -68.1)
[11] 112 PRO (-80.3,-70.8)
[12] 19LYS(-1613,-36.8)
[13] 19LYS(-172.4,-43.0)
[13] 71PRO(-3856,-78.2)
[13] 112 PRO (-58.3, -76.0)
[14] 71PRO(-45.2,-76.8)
[14] 112 PRO (-72.2, -67.0)
[15] 57 TYR (-50.0, 86.1)
[15] 112 PRO (-62.1, -76.9)
[16] 59 ASN (-176.0, -41.3)
[16] 112 PRO (-58.0, -68.5)
[18] 112 PRO (-719,-72.7)
[19] 112 PRO (-6338, -69.3)
[20] 57 TYR(-517, 88.8)
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MolProbity Ramachandran analysis
UUR17A_NMR_em_bcr3.pdb, model 1

General case
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93.3% (111/119) of all residues were in favored (98%) regions.
99.2% (118/119) of all residues werein allowed (>99.8%) regions.
There were 1 outliers (phi, psi):
[1] 2LEU(55.3,95.2)
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MolProbity Ramachandran analysis

UUR17A_NMR_em_bcr3.pdb, model 2
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89.9% (107/119) of all residues were in favored (98%) regions.
98.3% (117/119) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[2] 57 TYR(-58.5, 67.0)
[2] 72 ASP(-175.4,-58.3)
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MolProbity Ramachandran analysis

UUR17A_NMR_em_bcr3.pdb, model 3

General case
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90.8% (108/119) of all residues were in favored (98%) regions.
99.2% (118/119) of all residues werein allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[3] 112 PRO (-65.3,-80.0)
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MolProbity Ramachandran analysis

UUR17A_NMR_em_bcr3.pdb, model 4
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89.1% (106/119) of all residues were in favored (98%) regions.
97.5% (116/119) of all residues werein allowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[4] 19LYS(-167.0,-42.7)
[4] 55HIS(-163.9,-60.2)
[4] 59 ASN (-169.5, -36.4)

http://kinemage.biochem.duke.edu Lovell, Davis, et al. Proteins 50:437 (2003)




180

Psi

-180

Psi

-180

89.9% (107/119) of al residues were in favored (98%) regions.
97.5% (116/119) of all residues werein allowed (>99.8%) regions.

MolProbity Ramachandran analysis

UUR17A_NMR_em_bcr3.pdb, model 5

General case
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There were 3 outliers (phi, psi):
[5] 72 ASP(-55.7,95.2)

[5] 73GLY (139.4,-88.4)
[5] 112 PRO (-67.5,-77.3)
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MolProbity Ramachandran analysis

UUR17A_NMR_em_bcr3.pdb, model 6
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91.6% (109/119) of all residues were in favored (98%) regions.
98.3% (117/119) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[6] 57 TYR (-59.2, 85.0)
[6] 112 PRO (-75.1,-74.5)

http://kinemage.biochem.duke.edu Lovell, Davis, et al. Proteins 50:437 (2003)




MolProbity Ramachandran analysis

UUR17A_NMR_em_bcr3.pdb, model 7

General case
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91.6% (109/119) of all residues werein favored (98%) regions.
99.2% (118/119) of all residues werein allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[7] 112 PRO (-70.2, -62.4)
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MolProbity Ramachandran analysis

UUR17A_NMR_em_bcr3.pdb, model 8
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93.3% (111/119) of all residues were in favored (98%) regions.
98.3% (117/119) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[8] 57 TYR (-53.4,86.7)
[8] 59 ASN (-171.7,-43.4)
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MolProbity Ramachandran analysis

UUR17A_NMR_em_bcr3.pdb, model 9

General case Glycine
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90.8% (108/119) of all residues were in favored (98%) regions.
99.2% (118/119) of all residues werein allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[9] 71 PRO (-53.1,-75.2)

http://kinemage.biochem.duke.edu Lovell, Davis, et al. Proteins 50:437 (2003)




MolProbity Ramachandran analysis

UUR17A_NMR_em_bcr3.pdb, model 10

General case
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89.1% (106/119) of all residues werein favored (98%) regions.
96.6% (115/119) of al residues were in alowed (>99.8%) regions.

There were 4 outliers (phi, psi):
[10] 57 TYR (-54.5, 88.9)
[10] 59 ASN (-161.5,-54.2)
[10] 71 PRO (-50.3, 79.5)
[10] 112 PRO (-74.4,-68.1)

http://kinemage.biochem.duke.edu

LD
S
\( \x \\ \\
A\

§\\\>\ \fi\
| A
g%/ 1/

Lovell, Davis, et al. Proteins 50:437 (2003)



MolProbity Ramachandran analysis

UUR17A_NMR_em_bcr3.pdb, model 11

General case
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93.3% (111/119) of all residues were in favored (98%) regions.
99.2% (118/119) of all residues werein allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[11] 112 PRO (-80.3,-70.8)
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MolProbity Ramachandran analysis

UUR17A_NMR_em_bcr3.pdb, model 12

General case Glycine

o X 180
: ° @ g °<z> \) ]
] oo
-1 (o)
RN £y

B
BN \\\(

180

,/// —
/) ,\‘\\;/// C
(=)

D
LNC N AWAN
10 N )
‘_S AR N[ | A
AN WA

Proline Pre-proline
180

—~—T
7~
/j

©)

—180_ m\ TT[T7T —180_ T

-180 0 Phi 180 -180 0 Phi 180

93.3% (111/119) of all residues were in favored (98%) regions.
99.2% (118/119) of all residues werein allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[12] 19LYS(-161.3,-36.8)
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MolProbity Ramachandran analysis

UUR17A_NMR_em_bcr3.pdb, model 13

General case Glycine
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89.9% (107/119) of al residues were in favored (98%) regions.
97.5% (116/119) of all residues werein allowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[13] 19LYS(-172.4,-43.0)
[13] 71 PRO (-38.6,-78.2)
[13] 112 PRO (-58.3, -76.0)
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94.1% (112/119) of all residues werein favored (98%) regions.
98.3% (117/119) of all residues were in alowed (>99.8%) regions.

MolProbity Ramachandran analysis

UUR17A_NMR_em_bcr3.pdb, model 14

General case
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There were 2 outliers (phi, psi):
[14] 71PRO (-45.2, -76.8)
[14] 112 PRO (-72.2,-67.0)
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MolProbity Ramachandran analysis

UUR17A_NMR_em_bcr3.pdb, model 15
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91.6% (109/119) of all residues were in favored (98%) regions.
98.3% (117/119) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[15] 57 TYR (-50.0, 86.1)
[15] 112 PRO (-62.1, -76.9)
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MolProbity Ramachandran analysis

UUR17A_NMR_em_bcr3.pdb, model 16

FEANENE YA
“ K-\%l’ f - D ?275/ mj\v/'
T AT @A
[lf %QX@ °Q,:§°§£>\> ( \/( > \\> \v iﬂ
/S < Q ‘;\/\( A
(RO IRREEN D)

X AR,
HAGY @

-180 0 Phi 180 -180 0 Phi 180

93.3% (111/119) of all residues were in favored (98%) regions.
98.3% (117/119) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[16] 59 ASN (-176.0, -41.3)
[16] 112 PRO (-58.0, -68.5)
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MolProbity Ramachandran analysis

UUR17A_NMR_em_bcr3.pdb, model 17

General case Glycine
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89.1% (106/119) of al residues werein favored (98%) regions.
100.0% (119/119) of all residues werein alowed (>99.8%) regions.

There were no outliers.
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95.8% (114/119) of all residues were in favored (98%) regions.
99.2% (118/119) of all residues werein allowed (>99.8%) regions.

MolProbity Ramachandran analysis

UUR17A_NMR_em_bcr3.pdb, model 18

General case
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There were 1 outliers (phi, psi):
[18] 112 PRO (-71.9,-72.7)
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MolProbity Ramachandran analysis

UUR17A_NMR_em_bcr3.pdb, model 19

General case Glycine
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90.8% (108/119) of all residues were in favored (98%) regions.
99.2% (118/119) of all residues werein allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[19] 112 PRO (-63.8, -69.3)
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MolProbity Ramachandran analysis

UUR17A_NMR_em_bcr3.pdb, model 20
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86.6% (103/119) of all residues were in favored (98%) regions.
99.2% (118/119) of all residues werein allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[20] 57 TYR (-51.7, 88.8)
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