MolProbity Ramachandran analysis

SGR209C_NMR_em_bcr3.pdb, all models

General case
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[11] 6ASN (60.1,941)

“There were 64 outlers (ph, psi):
43LYS(560,-870)
47GLN (67.7, 811)
2 4TYR(623,-658)

2] 47 GLN (-650,-835)
2] 143PRO (254, 1189)
4TYR(648,-807)
44ALA (1703,-237)
4] 9ALA (587,-902)

4] 82GLU (612, 1040)
5] 7ALA (551 -846)

5] 42THR (1738, -530)
5] 143PRO (510, 905)
10LYS5(669,928)
BLYS(67.9,-883)
46 SER (1613, -428)
BLPHE (1657, -381)
B3PRO(-77.9, -538)
7] 10LYS(69.2,146.7)
7 11ARG (1588, -823)
7] 39 ARG (569, -90.4)
(7] 46SER (66.4,1245)
7] 149 GLU (513, -919)
7] 151 HIS (67.1,96.2)
11ARG (703, 1212)
44 ALA (176.6,-458)
BLPHE (1785,-646)
147GLY (1763, -95.8)
(9] 147 GLY (1408, 726)
[9] 149GLU (521,903
[10] BASN (65.0,106.7)

[11] 10LYS (499, 821)
[11] 47GLN (675,-840)
12] 40ASP (1630, 1443)
12 46 SER (686, 146.5)
12] 154 HIS (659, -80.1)

13] 12GLN (665, 109.7)
14] 6ASN (715,104.2)

15) 11 ARG (689, 106.0)
15) 44 ALA (1727,-382)
15] 46 SER (568, -845)

15) 151HIS (1623, -316)
15] 153 HIS (66.1, 790)

1] 154 HIS (1700, 126.9)
16] 44ALA (1777,-3L6)
17 9ALA (712,921

17] 13LYS (668, 1521)
17] 19GLY (1485, 365)
17) 40 ASP (345, -109.0)
17] 411LE (479, 12L6)

17] 154 HIS (69.1, 103.1)
18] 411LE (603, 156.2)

18] 82GLU (980, 57.4)
18] 143 PRO (-24.9, 105.9)
18] 154 HIS (1736, 37.)
19 11ARG (57.4,%5.1)

19) 46 SER (816, 10L7)
19) 47 GLN (542, 844)
19] 143PRO (313, 1048)
19] 148 LEU (686, 149.1)
20] 42 THR (81.4, 104.0)
[20] 46 SER (1736,-820)
[20] 82GLU (993, -54.)
[20] 154HIS (-1636,-38.4)
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MolProbity Ramachandran analysis

SGR209C_NMR_em_bcr3.pdb, model 1

General case Glycine
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93.5% (143/153) of all residues were in favored (98%) regions.
98.7% (151/153) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[1] 43LYS(56.0,-87.0)
[1] 47 GLN (67.7,-81.1)
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MolProbity Ramachandran analysis

SGR209C_NMR_em_bcr3.pdb, model 2

General case
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90.2% (138/153) of all residues were in favored (98%) regions.
98.0% (150/153) of all residues were in alowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[2] 4TYR(62.3,-85.8)

[2] 47 GLN (-65.0, -83.5)

[2] 143 PRO (-25.4, 118.9)

http://kinemage.biochem.duke.edu

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

[NE YR
S e
. 7
NGIRW
PR
N |
R D

g%/ 1/



180

Psi

-180

Psi

-180

MolProbity Ramachandran analysis

SGR209C_NMR_em_bcr3.pdb, model 3

General case
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90.2% (138/153) of all residues werein favored (98%) regions.

98.7% (151/153) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[3] 4TYR(64.8,-80.7)

[3] 44ALA (170.3,-23.7)
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MolProbity Ramachandran analysis

SGR209C_NMR_em_bcr3.pdb, model 4

General case Glycine
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89.5% (137/153) of all residues were in favored (98%) regions.
98.7% (151/153) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[4 9ALA (58.7,-90.2)
[4] 82GLU (61.2, 104.0)
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MolProbity Ramachandran analysis

SGR209C_NMR_em_bcr3.pdb, model 5
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88.9% (136/153) of all residues were in favored (98%) regions.
98.0% (150/153) of all residues were in alowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[5] 7ALA (55.1,-84.6)
[5] 42 THR (-173.8, -53.0)
[5] 143 PRO (-51.0, 90.5)

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




MolProbity Ramachandran analysis

SGR209C_NMR_em_bcr3.pdb, model 6
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90.2% (138/153) of all residues werein favored (98%) regions. [6] 10LYS(66.9, 93.8)
96.7% (148/153) of all residues werein allowed (>99.8%) regions. [6] 43LYS(67.9,-88.3)
[6] 46 SER (-161.3, -42.8)
There were 5 outliers (phi, psi): [6] 81PHE (-165.7,-38.1)

[6] 83PRO(-77.9, -53.8)
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MolProbity Ramachandran analysis

SGR209C_NMR_em_bcr3.pdb, model 7
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86.3% (132/153) of all residues werein favored (98%) regions. [71 11 ARG (158.8,-82.3)
96.1% (147/153) of al residues werein allowed (>99.8%) regions. [71 39 ARG (56.9, -90.4)
[7] 46 SER (66.4, 124.5)
There were 6 outliers (phi, psi): [7] 149 GLU (-51.3,-91.9)
[7] 10LYS(69.2, 146.7) [7] 151 HIS(67.1, 96.2)

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




MolProbity Ramachandran analysis

SGR209C_NMR_em_bcr3.pdb, model 8

General case Glycine
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91.5% (140/153) of al residues werein favored (98%) regions.
97.4% (149/153) of al residues were in alowed (>99.8%) regions.

There were 4 outliers (phi, psi):
[8] 11 ARG (70.3,121.2)
[8] 44 ALA (176.6, -45.8)
[8] 81PHE (-178.5, -64.6)
[8] 147 GLY (176.3,-95.8)

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




MolProbity Ramachandran analysis

SGR209C_NMR_em_bcr3.pdb, model 9

General case Glycine
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91.5% (140/153) of all residues were in favored (98%) regions.
98.7% (151/153) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[9] 147 GLY (140.8, 72.6)
[9] 149 GLU (52.1,90.3)
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MolProbity Ramachandran analysis
SGR209C_NMR_em_bcr3.pdb, model 10

General case Glycine
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92.8% (142/153) of all residues werein favored (98%) regions.
99.3% (152/153) of all residues werein allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[10] 6ASN (65.0, 106.7)
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MolProbity Ramachandran analysis

SGR209C_NMR_em_bcr3.pdb, model 11

General case
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90.2% (138/153) of all residues were in favored (98%) regions.
98.0% (150/153) of all residues were in alowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[11] 6 ASN (60.1, 94.1)
[11] 10LYS(49.9,-82.1)
[11] 47 GLN (67.5, -84.0)
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MolProbity Ramachandran analysis

SGR209C_NMR_em_bcr3.pdb, model 12

General case Glycine
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88.9% (136/153) of all residues were in favored (98%) regions.
98.0% (150/153) of all residues were in alowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[12] 40 ASP(163.0, 144.3)
[12] 46 SER (68.6, 146.5)
[12] 154 HIS(65.9, -80.1)
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MolProbity Ramachandran analysis
SGR209C_NMR_em_bcr3.pdb, model 13

General case
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92.2% (141/153) of al residues werein favored (98%) regions.
99.3% (152/153) of all residues werein allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[13] 12 GLN (66.5, 109.7)
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MolProbity Ramachandran analysis
SGR209C_NMR_em_bcr3.pdb, model 14

General case Glycine
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93.5% (143/153) of all residues were in favored (98%) regions.
99.3% (152/153) of all residues werein allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[14] 6 ASN (71.5,104.2)
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MolProbity Ramachandran analysis

SGR209C_NMR_em_ber3.pdb, model 15

General case
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86.9% (133/153) of all residues were in favored (98%) regions.

96.1% (147/153) of al residues werein allowed (>99.8%) regions.

There were 6 outliers (phi, psi):
[15] 11 ARG (68.9, 106.0)
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[15] 44 ALA (172.7,-38.2)
[15] 46 SER (56.8, -84.5)
[15] 151 HIS(-162.3, -31.6)
[15] 153 HIS(66.1, -79.0)
[15] 154 HIS (170.0, 126.9)
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MolProbity Ramachandran analysis
SGR209C_NMR_em_bcr3.pdb, model 16

General case Glycine
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90.8% (139/153) of all residues were in favored (98%) regions.
99.3% (152/153) of all residues werein allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[16] 44 ALA (177.7,-31.6)
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91.5% (140/153) of al residues werein favored (98%) regions.
96.1% (147/153) of al residues werein allowed (>99.8%) regions.

MolProbity Ramachandran analysis

SGR209C_NMR_em_bcr3.pdb, model 17

General case
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There were 6 outliers (phi, psi):
[17] 9ALA (71.2,92.1)
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[17] 13LYS(66.8, 152.1)
[17] 19GLY (1485, 36.5)
[17] 40 ASP (34.5,-109.0)
[17] 41ILE (47.9, 121.6)
[17] 154 HIS (69.1, 103.1)
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MolProbity Ramachandran analysis

SGR209C_NMR_em_bcr3.pdb, model 18

General case

Glycine
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92.2% (141/153) of al residues werein favored (98%) regions.
97.4% (149/153) of al residues were in alowed (>99.8%) regions.

There were 4 outliers (phi, psi):
[18] 41ILE (60.3, 156.2)
[18] 82 GLU (-98.0, -57.4)
[18] 143 PRO (-24.9, 105.9)
[18] 154 HIS(-173.6, 37.8)
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MolProbity Ramachandran analysis

SGR209C_NMR_em_bcr3.pdb, model 19

General case Glycine
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87.6% (134/153) of all residues werein favored (98%) regions. [19] 11 ARG (57.4,95.1)
96.7% (148/153) of all residues werein allowed (>99.8%) regions. [19] 46 SER (81.6, 101.7)
[19] 47 GLN (54.2, -84.4)
There were 5 outliers (phi, psi): [19] 143 PRO (-31.3, 104.8)

[19] 148 LEU (68.6, 149.1)
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MolProbity Ramachandran analysis

SGR209C_NMR_em_ber3.pdb, model 20

General case
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90.2% (138/153) of all residues werein favored (98%) regions.
97.4% (149/153) of al residues were in alowed (>99.8%) regions.

There were 4 outliers (phi, psi):
[20] 42 THR (81.4,104.0)
[20] 46 SER (-173.6, -82.0)
[20] 82 GLU (-99.3, -54.4)
[20] 154 HIS(-168.6, -38.4)
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