MolProbity Ramachandran analysis

CTR148A_R3_em_bcr3.pdb, all models

General case Glycine
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98.0% (3372/3440) of all residues were in favored (98%) regions.
99.9% (3436/3440) of all residues werein alowed (>99.8%) regions.

There were 4 outliers (phi, psi):
[8] 17 GLY (-175.0, 34.0)
[8] 115GLY (-175.0, 33.8)
[19] 87 HIS(65.0, 95.0)
[19] 185 HIS(65.1, 95.0)
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MolProbity Ramachandran analysis
CTR148A_R3_em_bcr3.pdb, model 1

General case Glycine
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97.7% (168/172) of al residues werein favored (98%) regions.
100.0% (172/172) of al residues werein alowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis
CTR148A_R3_em_bcr3.pdb, model 2

General case Glycine
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100.0% (172/172) of al residues werein favored (98%) regions.
100.0% (172/172) of al residues werein alowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis
CTR148A_R3_em_bcr3.pdb, model 3

General case Glycine
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94.2% (162/172) of al residues werein favored (98%) regions.
100.0% (172/172) of al residues werein alowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis
CTR148A_R3_em_bcr3.pdb, model 4

General case Glycine
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98.8% (170/172) of al residues werein favored (98%) regions.
100.0% (172/172) of al residues werein alowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis
CTR148A_R3_em_bcr3.pdb, model 5

General case Glycine
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97.7% (168/172) of al residues werein favored (98%) regions.
100.0% (172/172) of al residues werein alowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis
CTR148A_R3_em_bcr3.pdb, model 6

General case Glycine
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98.8% (170/172) of al residues werein favored (98%) regions.
100.0% (172/172) of al residues werein alowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis
CTR148A_R3_em_bcr3.pdb, model 7

General case Glycine
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100.0% (172/172) of al residues werein favored (98%) regions.
100.0% (172/172) of al residues werein alowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis

CTR148A_R3_em_bcr3.pdb, model 8

=AY TR
{HPT AT S
R

Y

-
12
[ =)

o
I AN AN AR AN TR A A A i A AN AN A A AN AN A AN SN BN A AN A
sl
ﬁ o
o
7

IIIIlIlIIIIIIIIIIIIIIII]I]IIII

e NI NED RELY
So (LA mba| =
T LD

/>o< e
. (N o

A O

: - N/

97.7% (168/172) of all residues werein favored (98%) regions.
98.8% (170/172) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[8] 17 GLY (-175.0, 34.0)
[8] 115GLY (-175.0, 33.8)
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MolProbity Ramachandran analysis
CTR148A_R3_em_bcr3.pdb, model 9

General case Glycine
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96.5% (166/172) of all residues werein favored (98%) regions.
100.0% (172/172) of al residues werein alowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis
CTR148A_R3_em_bcr3.pdb, model 10

General case Glycine
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98.8% (170/172) of al residues werein favored (98%) regions.
100.0% (172/172) of al residues werein alowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis

CTR148A_R3_em_bcr3.pdb, model 11

General case Glycine
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100.0% (172/172) of al residues werein favored (98%) regions.
100.0% (172/172) of al residues werein alowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis
CTR148A_R3_em_bcr3.pdb, model 12

General case Glycine
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98.8% (170/172) of al residues werein favored (98%) regions.
100.0% (172/172) of al residues werein alowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis
CTR148A_R3_em_bcr3.pdb, model 13

General case Glycine
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97.7% (168/172) of al residues werein favored (98%) regions.
100.0% (172/172) of al residues werein alowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis

CTR148A_R3_em_bcr3.pdb, model 14

General case Glycine

] o N \ 1807
N o o 20 &L °
i 0© ‘aoo [
TN o®2% ° @
(<] o oébu /
] o © © o /
Psi —} ° °°

180

\\ \ P

\ oL AD :ZT ¢J\\< ("
U EAN) Vs ol WA\
IERIRY: )\ ° 5 :
B\ °{>\> (J( > \\;\ \/(\J
MV AN (BRI
Adar e
AT KT
" >m . _\2 f (D

/{\g N4 oV

A D
e e T A

97.7% (168/172) of al residues werein favored (98%) regions.
100.0% (172/172) of al residues werein alowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis
CTR148A_R3_em_bcr3.pdb, model 15

General case Glycine
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97.7% (168/172) of al residues werein favored (98%) regions.
100.0% (172/172) of al residues werein alowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis
CTR148A_R3_em_bcr3.pdb, model 16

General case Glycine
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98.8% (170/172) of al residues werein favored (98%) regions.
100.0% (172/172) of al residues werein alowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis

CTR148A_R3_em_bcr3.pdb, model 17

General case Glycine
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96.5% (166/172) of all residues werein favored (98%) regions.
100.0% (172/172) of al residues werein alowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis
CTR148A_R3_em_bcr3.pdb, model 18

General case
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98.8% (170/172) of al residues werein favored (98%) regions.
100.0% (172/172) of al residues werein alowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis

CTR148A_R3_em_bcr3.pdb, model 19
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98.8% (170/172) of all residues were in favored (98%) regions.
98.8% (170/172) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[19] 87 HIS(65.0, 95.0)
[19] 185 HIS(65.1, 95.0)
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MolProbity Ramachandran analysis
CTR148A_R3_em_bcr3.pdb, model 20

General case Glycine
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95.3% (164/172) of al residues werein favored (98%) regions.
100.0% (172/172) of al residues werein alowed (>99.8%) regions.

There were no outliers.
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