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MolProbity Ramachandran analysis

GMR137_NMR_em_bcr3.pdb, al models

General case
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88.8% (1350/1520) of all residues were in favored (98%) regions.
97.7% (1485/1520) of all residues were in allowed (>99.8%) regions.

There
4
4
(4
4
2
[3]

[9

were 35 outliers (phi, psi):
15ALA (62.8, 92.5)
17 SER (61.6, 114.1)
67 GLY (179.4,-96.7)
74 HIS (65.6, 121.3)
17 SER (64.5, 143.6)
67 GLY (-168.0,-72.2)
74 HIS(-56.2, 93.7)
67 GLY (1729, -45.2)
72 GLU (62,9, 92.2)
28 LYS (69.2, 89.0)
66 MET (72.6, 103.8)
76 HIS (65.6, 128.2)
65 PHE (66.4, 149.5)
73 HIS (-171.0, -54.3)
74 HIS (-180.0, 66.6)
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[10]
[11]
[12]
[12)
[13]
[14]
[15]
[16]
[16]
[16]
[16]
[17]
(18]
[19]
[19]
[19]
[19]
[19]
[20]
[20]

73HIS (6258, 162.7)
T0LYS (666, 116.4)
67 GLY (1762, 43.0)
70LYS (68,0, 113.)
70LYS (66.9, 118.6)
71LEU (31.1,90.7)
9PRO (-57.7,95.7)
17 SER (49.3, 92.0)
57GLY (1736, 52.9)
67 GLY (-146.7, -35.7)
76 HIS (62.8, 111.4)
74 HIS (67.6, 123.7)
67 GLY (-145.0, -54.3)
17 SER (49.4, 96.0)

56 ASP (66.0, 139.6)
67GLY (175.0,-27.2)
70LYS (67.8, 144.7)
76 HIS (67.1, 104.4)
67 GLY (-167.2, 18.0)
75 HIS (65.2, 153.8)
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MolProbity Ramachandran analysis

GMR137_NMR_em_bcr3.pdb, model 1
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84.2% (64/76) of all residues were in favored (98%) regions.
94.7% (72/76) of all residues were in alowed (>99.8%) regions.

There were 4 outliers (phi, psi):
[1] 15ALA (62.8,92.5)
[1] 17 SER (61.6, 114.1)
[1] 67 GLY (179.4,-96.7)
[1] 74 HIS(65.6, 121.3)
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MolProbity Ramachandran analysis

GMR137_NMR_em_bcr3.pdb, model 2

General case Glycine
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90.8% (69/76) of all residues werein favored (98%) regions.
98.7% (75/76) of al residues were in allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[2] 17 SER (64.5, 143.6)
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MolProbity Ramachandran analysis

GMR137_NMR_em_bcr3.pdb, model 3

General case Glycine
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88.2% (67/76) of al residues were in favored (98%) regions.
97.4% (74/76) of all residues were in allowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[3] 67 GLY (-168.0, -72.2)
[3] 74 HIS(-56.2, 93.7)
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MolProbity Ramachandran analysis

GMR137_NMR_em_bcr3.pdb, model 4

General case Glycine
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92.1% (70/76) of all residues were in favored (98%) regions.
100.0% (76/76) of all residues were in allowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis

GMR137_NMR_em_bcr3.pdb, model 5

General case Glycine
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85.5% (65/76) of all residues were in favored (98%) regions.
100.0% (76/76) of all residues were in allowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis

GMR137_NMR_em_bcr3.pdb, model 6

General case Glycine
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89.5% (68/76) of all residues were in favored (98%) regions.
100.0% (76/76) of all residues were in allowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis

GMR137_NMR_em_bcr3.pdb, model 7

General case Glycine
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88.2% (67/76) of al residues were in favored (98%) regions.
97.4% (74/76) of all residues were in allowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[7] 67 GLY (172.9,-45.2)
[7] 72GLU (62.9, 92.2)
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MolProbity Ramachandran analysis

GMR137_NMR_em_bcr3.pdb, model 8

General case Glycine
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85.5% (65/76) of all residues were in favored (98%) regions.
96.1% (73/76) of all residues were in allowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[8] 28LYS(69.2, 89.0)
[8] 66 MET (72.6, 103.8)
[8] 76 HIS(65.6, 128.2)
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MolProbity Ramachandran analysis

GMR137_NMR_em_bcr3.pdb, model 9

" & ogo: 0851:;>\\ \&@bwl Q N \\ \\ Q\ P
AR | N7 | I~
EIAEAN o\(o\ \LEN
D U D
i1/ /T N[ | A
T )

g e g zadire
WK &9
B He

84.2% (64/76) of all residues were in favored (98%) regions.
96.1% (73/76) of all residues were in allowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[9] 65PHE (66.4, 149.5)
[9] 73 HIS(-171.0,-54.3)
[9] 74 HIS (-180.0, 66.6)
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MolProbity Ramachandran analysis
GMR137_NMR_em_bcr3.pdb, model 10

General case Glycine
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92.1% (70/76) of all residues were in favored (98%) regions.
98.7% (75/76) of al residues were in allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[10] 73 HIS(62.8, 162.7)

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




MolProbity Ramachandran analysis

GMR137_NMR_em_bcr3.pdb, model 11

General case Glycine
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88.2% (67/76) of all residueswere in favored (98%) regions.
98.7% (75/76) of al residues were in allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[11] 70LYS(66.6, 116.4)
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MolProbity Ramachandran analysis

GMR137_NMR_em_bcr3.pdb, model 12
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92.1% (70/76) of all residues were in favored (98%) regions.
97.4% (74/76) of all residues were in allowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[12] 67 GLY (176.2, 43.0)
[12] 70LYS(68.0,113.1)
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MolProbity Ramachandran analysis
GMR137_NMR_em_bcr3.pdb, model 13

General case Glycine
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92.1% (70/76) of all residues were in favored (98%) regions.
98.7% (75/76) of al residues were in allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[13] 70LYS(66.9, 118.6)
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MolProbity Ramachandran analysis

GMR137_NMR_em_bcr3.pdb, model 14

General case Glycine

] N \ 180 7
S

i °o b o %

- ooo o

. o
. o ©
Psi — K

180

LEU Psi —

o _
AN
(

LY
\

— —=
/),J\j// C
A=)

o )
I GEA AWAN
NG NI N
‘_S AR N[ | A
N NN

D 11D

™ >m PS 12 ,f (N
/ (\g N/ -/
A D

e e T A

93.4% (71/76) of all residues were in favored (98%) regions.
98.7% (75/76) of al residues were in allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[14] 71LEU (31.1,90.7)
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MolProbity Ramachandran analysis

GMR137_NMR_em_bcr3.pdb, model 15

General case Glycine
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90.8% (69/76) of all residues werein favored (98%) regions.
98.7% (75/76) of al residues were in allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[15] 9PRO(-57.7,95.7)
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MolProbity Ramachandran analysis

GMR137_NMR_em_bcr3.pdb, model 16

General case Glycine
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89.5% (68/76) of all residues were in favored (98%) regions.
94.7% (72/76) of all residues were in alowed (>99.8%) regions.

There were 4 outliers (phi, psi):
[16] 17 SER (49.3,92.0)
[16] 57 GLY (173.6,52.9)
[16] 67 GLY (-146.7,-35.7)
[16] 76 HIS(62.8, 111.4)
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MolProbity Ramachandran analysis

GMR137_NMR_em_bcr3.pdb, model 17

General case Glycine
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86.8% (66/76) of all residues werein favored (98%) regions.
98.7% (75/76) of al residues were in allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[17] 74 HIS(67.6, 123.7)
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MolProbity Ramachandran analysis
GMR137_NMR_em_bcr3.pdb, model 18

General case Glycine
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90.8% (69/76) of all residues werein favored (98%) regions.
98.7% (75/76) of al residues were in allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[18] 67 GLY (-145.0,-54.3)
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MolProbity Ramachandran analysis

GMR137_NMR_em_bcr3.pdb, model 19

General case Glycine
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86.8% (66/76) of all residues were in favored (98%) regions. [19] 17 SER (49.4, 96.0)
93.4% (71/76) of al residues were in allowed (>99.8%) regions. [19] 56 ASP (66.0, 139.6)
[19] 67 GLY (175.0, -27.2)
There were 5 outliers (phi, psi): [19] 70LYS(67.8,144.7)

[19] 76 HIS (67.1, 104.4)
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MolProbity Ramachandran analysis
GMR137_NMR_em_bcr3.pdb, model 20

General case
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85.5% (65/76) of all residues were in favored (98%) regions.

97.4% (74/76) of all residues were in allowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[20] 67 GLY (-167.2, 18.0)

[20] 75 HIS (65.2, 153.8)
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