MolProbity Ramachandran analysis

CTR107_R3_em bcr3.pdb, al models

General case
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92296 (3023/3280) of all resicues were i favored (98%)
of al

regions.

There were 53 ouliers (phi, psi):
[2 67GLY (1351,-75.0)
[2) 107 GLY (-1650,-85.0)
[2] 157 GLU (846, -175.1)

(2] 162HIS(65.1, 95.0)

(3] 30GLU (1795,-24.8)

[3] 43LEU (650, 121.0)

[3] 143ALA (724, 1395)

(3] 158 SER (-175.9,-89.9)

(3] 164 HIS(65.0, 95.4)

[4] 107 GLY (172.7, -75.0)

[4] 157 GLU (67.6, 134.9)

5] 105PRO (710, -63.7)

[6] 136 LEU (1649, -445)

[7] 42ILE (409, -1536)

[7] 67GLY (1350,-75.0)

[7] 107 GLY (-1750,-75.1)

(8] 66ALA (1635, -49)

(8] 67GLY (-1550,-95.)

8] 107 GLY (1726, -75.0)

(8] 143ALA (700, 152.1)

(9] 107 GLY (1793, -35.0)

[10] 85GLY (135.1,-74.0)

[10] 143 ALA (851, 135.1)

[10] 156 HIS (5.0, 15L5)

regions.

[11] 2ASP(-1649,-638)
[11] 42ILE(-1707,-218)
[11] 164 HIS(75.0,125.0)
[12] 66ALA (-1750,-449)
[12) 143ALA (729,1348)
[12) 158 SER (757, 135.0)
[13] 5CYS(-750,-95.0)
[13] 66ALA (1749, -5.1)
[13] 157 GLU (-154.9, -93.0)
[13] 162 HIS (65.0, 95.0)
[14) 74GLY (327,750)
[14] 107 GLY (-1750,-75.1)
[14] 143 ALA (704, 157.7)
[15] 67GLY (-1483,-350)
[15] 79GLY (-1550,-950)
[15] 107 GLY (-1550, -94.9)
[15] 156 HIS (85.0, 140.0)
[15] 157 GLU (746, -84.9)
[16] 66ALA (65.1,98.5)
[16] 129GLY (1719, 764)
[16] 163 HIS (65.1, 95.0)
[17] 6GLN (724,1050)
[17] 156 HIS(75.0, 124.9)
[18] 108GLU (840, 106.8)
[19] 161 HIS(75.0,125.0)
[19] 163 HIS(65.1,95.1)
[20] 43LEU (-1750,-35.0)
[20] 155LEU (527, -75.0)
[20] 157 GLU (1650, -70.4)
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MolProbity Ramachandran analysis

CTR107_R3_em_bcr3.pdb, model 1

General case Glycine
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93.9% (154/164) of al residues werein favored (98%) regions.
100.0% (164/164) of all residues werein alowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis

CTR107_R3_em_bcr3.pdb, model 2

General case Glycine
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90.2% (148/164) of al residues werein favored (98%) regions.
97.6% (160/164) of all residues were in alowed (>99.8%) regions.

There were 4 outliers (phi, psi):
[2] 67 GLY (135.1,-75.0)
[2] 107 GLY (-165.0, -85.0)
[2] 157 GLU (84.6,-175.1)
[2] 162 HIS(65.1, 95.0)
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MolProbity Ramachandran analysis

CTR107_R3_em_bcr3.pdb, model 3

General case Glycine
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90.9% (149/164) of al residues werein favored (98%) regions. [3] 30GLU (179.5,-24.8)
97.0% (159/164) of all residues werein allowed (>99.8%) regions. [3] 43LEU (65.0, 121.0)
[3] 143 ALA (72.4,139.5)
There were 5 outliers (phi, psi): [3] 158 SER (-175.9, -89.9)

[3] 164 HIS (65.0, 95.4)
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MolProbity Ramachandran analysis

CTR107_R3_em_bcr3.pdb, model 4
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95.1% (156/164) of all residues were in favored (98%) regions.
98.8% (162/164) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[4] 107 GLY (172.7,-75.0)
[4] 157 GLU (67.6, 134.9)
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MolProbity Ramachandran analysis
CTR107_R3_em_bcr3.pdb, model 5

General case Glycine
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92.1% (151/164) of al residues werein favored (98%) regions.
99.4% (163/164) of all residues werein allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[5] 105 PRO (-71.0,-63.7)
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93.3% (153/164) of all residues were in favored (98%) regions.
99.4% (163/164) of all residues werein allowed (>99.8%) regions.

MolProbity Ramachandran analysis
CTR107_R3_em_bcr3.pdb, model 6

General case
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There were 1 outliers (phi, psi):
[6] 136 LEU (-164.9, -44.5)
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90.2% (148/164) of all residues were in favored (98%) regions.
98.2% (161/164) of all residues were in alowed (>99.8%) regions.

MolProbity Ramachandran analysis

CTR107_R3_em_bcr3.pdb, model 7

General case
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There were 3 outliers (phi, psi):
[7] 42I1LE (40.9,-153.6)
[7] 67 GLY (135.0,-75.0)

[7] 107 GLY (-175.0,-75.1)

http://kinemage.biochem.duke.edu

180

Psi

-180

180

Psi

-180

;\ ° >\ QN ooo °
~—7 1\
~ A f\\
A\

\

D%

A

[

5

=N
=

_180""'""'""'0""'"P'hi"""o'wo
T}

AT &
NS NSV,
(O

; =/

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



MolProbity Ramachandran analysis

CTR107_R3_em_bcr3.pdb, model 8

General case Glycine
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90.9% (149/164) of al residues werein favored (98%) regions.
97.6% (160/164) of all residues were in alowed (>99.8%) regions.

There were 4 outliers (phi, psi):
[8] 66 ALA (-1635,-4.9)
[8] 67 GLY (-155.0, -95.1)
[8] 107 GLY (172.6, -75.0)
[8] 143 ALA (70.0,152.1)
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MolProbity Ramachandran analysis
CTR107_R3_em_bcr3.pdb, model 9

General case Glycine
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93.3% (153/164) of all residues were in favored (98%) regions.
99.4% (163/164) of all residues werein allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[9] 107 GLY (179.3,-35.0)
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92.1% (151/164) of al residues were in favored (98%) regions.
98.2% (161/164) of all residues were in alowed (>99.8%) regions.

MolProbity Ramachandran analysis

CTR107_R3_em_bcr3.pdb, model 10

General case
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There were 3 outliers (phi, psi):
[10] 85GLY (135.1,-74.0)
[10] 143 ALA (85.1,135.1)

[10] 156 HIS (55.0, 151.5)

http://kinemage.biochem.duke.edu

180

Psi

-180

180

Psi

-180

Glycine

\

/
=
[}

IR
nwdPENE
(TN
\ \\‘5 \fﬁmj%
=N \(  ——
i (A
Wa

N &)

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



MolProbity Ramachandran analysis

CTR107_R3_em_bcr3.pdb, model 11

General case Glycine
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92.1% (151/164) of al residues were in favored (98%) regions.
98.2% (161/164) of all residues were in alowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[11] 2ASP(-164.9,-63.8)
[11] 42ILE(-170.7,-21.8)
[11] 164 HIS(75.0, 125.0)
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MolProbity Ramachandran analysis

CTR107_R3_em_bcr3.pdb, model 12

General case Glycine
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91.5% (150/164) of all residues were in favored (98%) regions.
98.2% (161/164) of all residues were in alowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[12] 66 ALA (-175.0,-44.9)
[12] 143 ALA (72.9,134.8)
[12] 158 SER (75.7, 135.0)
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MolProbity Ramachandran analysis

CTR107_R3_em_bcr3.pdb, model 13

General case
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93.3% (153/164) of al residues werein favored (98%) regions.

97.6% (160/164) of all residues were in alowed (>99.8%) regions.

There were 4 outliers (phi, psi):
[13] 5CYS(-75.0,-95.0)
[13] 66 ALA (174.9,-5.1)
[13] 157 GLU (-154.9, -93.0)
[13] 162 HIS (65.0, 95.0)

http://kinemage.biochem.duke.edu

180

Psi

0

-180

180

Psi

-180

Glycine

NE\AY

=

oo\

\ \\”\

NI

T
A

IIIIlIlIIIIIIIIIIIIIIII]I]IIII

K‘ NS
=\

(=YD

1}
||1||IIIII||||||||||||||||||||

0 Phi 180

Pre-proline

L/

(=
=

NN s

IIIIIIIIIIIIIIIIIIIIIIILIIIIII

N /
|||||III'II||||||||||||||||||||

0 Phi 180

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



MolProbity Ramachandran analysis

CTR107_R3_em_bcr3.pdb, model 14

General case Glycine
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90.9% (149/164) of al residues were in favored (98%) regions.
98.2% (161/164) of all residues were in alowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[14] 74 GLY (32.7, 75.0)
[14] 107 GLY (-175.0,-75.1)
[14] 143 ALA (70.4,157.7)
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MolProbity Ramachandran analysis

CTR107_R3_em_bcr3.pdb, model 15

General case Glycine
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90.9% (149/164) of al residues werein favored (98%) regions. [15] 67 GLY (-148.3,-35.0)
97.0% (159/164) of all residues werein allowed (>99.8%) regions. [15] 79 GLY (-155.0,-95.0)
[15] 107 GLY (-155.0, -94.9)
There were 5 outliers (phi, psi): [15] 156 HIS (85.0, 140.0)

[15] 157 GLU (74.6,-84.9)
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MolProbity Ramachandran analysis

CTR107_R3_em_bcr3.pdb, model 16

General case Glycine
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93.9% (154/164) of all residues were in favored (98%) regions.
98.2% (161/164) of all residues were in alowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[16] 66 ALA (65.1, 98.5)
[16] 129 GLY (171.9, 76.4)
[16] 163 HIS(65.1, 95.0)
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MolProbity Ramachandran analysis

CTR107_R3_em_bcr3.pdb, model 17

General case
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92.7% (152/164) of all residues werein favored (98%) regions.
98.8% (162/164) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[17] 6 GLN (72.4,105.0)
[17] 156 HIS(75.0, 124.9)
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MolProbity Ramachandran analysis
CTR107_R3_em_bcr3.pdb, model 18

General case Glycine
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92.1% (151/164) of al residues werein favored (98%) regions.
99.4% (163/164) of all residues werein allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[18] 108 GLU (84.0, 106.8)
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MolProbity Ramachandran analysis

CTR107_R3_em_bcr3.pdb, model 19

General case Glycine
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92.7% (152/164) of all residues werein favored (98%) regions.
98.8% (162/164) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[19] 161 HIS(75.0, 125.0)
[19] 163 HIS(65.1, 95.1)
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MolProbity Ramachandran analysis

CTR107_R3_em_bcr3.pdb, model 20

General case
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91.5% (150/164) of all residues were in favored (98%) regions.
98.2% (161/164) of all residues were in alowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[20] 43 LEU (-175.0, -35.0)
[20] 155LEU (52.7, -75.0)
[20] 157 GLU (165.0, -70.4)
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