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MolProbity Ramachandran analysis

CTR107_NMR_em_bcr3.pdb, all models

General case
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MolProbity Ramachandran analysis

CTR107_NMR_em_bcr3.pdb, model 1

General case Glycine
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89.0% (146/164) of all residues were in favored (98%) regions. [1] 43 LEU (61.8, 117.5)
95.1% (156/164) of all residues werein allowed (>99.8%) regions. [1] 74GLY (58.3, 84.5)
[1] 129 GLY (140.4,-91.5)
There were 8 outliers (phi, psi): [1] 143 ALA (72.8,142.6)
[1] 5CYS(63.2,97.5) [1] 158 SER (-176.2, -67.5)
[1] 30GLU (-177.6, -36.5) [1] 164 HIS (70.1, 105.7)
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MolProbity Ramachandran analysis

CTR107_NMR_em_bcr3.pdb, model 2
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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] 6GLN (70.3,108.4)
[2] 65SER (-175.5, -63.5)
[2] 74GLY (67.3,119.2)
[2] 156 HIS(76.0, 129.1)
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MolProbity Ramachandran analysis

CTR107_NMR_em_bcr3.pdb, model 3

General case

180 5 o
E&,T&? f:&oo o\o\\ \Q}ams K
] °o<>°¢>g<‘% ®
T\ [
AT L
IR EAY
0 f ’ (‘ooozo‘s‘\ \c\‘,
DAL (LS
: S ° /_’J -~
180:m7ﬂ§\||||| II\OTIIIII TT T T 1
-180 0 Phi 180
Proline
180 .
€N
. 1~
Psi—: > /
: O
] /v<
o] (N
_180_180||||| TIII‘I IIIIIOIIIII IIPIhiII IIIII180

89.0% (146/164) 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):
[3] 85GLY (148.4,-82.0)

[3] 143 ALA (75.1, 145.2)

[3] 156 HIS(60.7, 159.5)
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MolProbity Ramachandran analysis

CTR107_NMR_em_bcr3.pdb, model 4

General case Glycine
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84.8% (139/164) of all residues werein favored (98%) regions. [4] 50GLY (140.8, 58.6)
95.7% (157/164) of all residues were in allowed (>99.8%) regions. [4] 74GLY (50.2,91.2)
[4] 107 GLY (-169.2,-77.2)
There were 7 outliers (phi, psi): [4] 143 ALA (73.7,152.3)
[4] 3PHE(178.8,-41.7) [4] 158 SER (-163.8,-73.2)

[4] 159 LEU (-166.5, -37.1)
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180

MolProbity Ramachandran analysis

CTR107_NMR_em_bcr3.pdb, model 5

General case
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87.2% (143/164) 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):
[5] 28 MET (60.2, -86.4)
[5] 107 GLY (177.4,-41.4)
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MolProbity Ramachandran analysis

CTR107_NMR_em_bcr3.pdb, model 6

General case Glycine

AEENT PO L NN
ST T ST IV
IHE NI ST A
S A A A
T )

11 g\ eI
WX Y
HAY @

88.4% (145/164) 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):
[6] 107 GLY (169.0, -80.4)
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MolProbity Ramachandran analysis

CTR107_NMR_em_bcr3.pdb, model 7

General case Glycine
180 180
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84.1% (138/164) 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):
[7] 43LEU (-173.7,-43.8)
[7] 107 GLY (173.6,-48.7)
[7] 155LEU (70.7, -82.4)
[7] 157 GLU (176.4, -86.4)
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MolProbity Ramachandran analysis

CTR107_NMR_em_bcr3.pdb, model 8

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):
[8] 2ASP(61.0,-89.4)
[8] 74GLY (54.7,83.9)
[8] 161 HIS(78.7,110.1)
[8] 163 HIS (64.6, 104.0)
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MolProbity Ramachandran analysis

CTR107_NMR_em_bcr3.pdb, model 9

General case Glycine
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87.2% (143/164) of al residues werein favored (98%) regions. [9] 74 GLY (43.3,104.2)
96.3% (158/164) of all residues werein allowed (>99.8%) regions. [9] 7T9GLY (153.9,-72.5)
[9] 143 ALA (68.5, 152.0)
There were 6 outliers (phi, psi): [9] 156 HIS (72.2, 129.6)
[9] 66 ALA (-168.0, -39.9) [9] 158 SER (69.6, 144.2)
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MolProbity Ramachandran analysis

CTR107_NMR_em_bcr3.pdb, model 10

General case

86.6% (142/164) 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
[10] 28 MET (64.9, -82.2)

):

[10] 74GLY (57.1,102.3)
[10] 143 ALA (-45.2, 93.2)
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MolProbity Ramachandran analysis

CTR107_NMR_em_bcr3.pdb, model 11

General case

N
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88.4% (145/164) 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):
[11] 2ASP(64.7,-83.4)
[11] 63 GLY (166.8, -100.9)
[11] 136 LEU (-159.0, -47.2)
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MolProbity Ramachandran analysis

CTR107_NMR_em_bcr3.pdb, model 12

General case Glycine
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89.6% (147/164) 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):
[12] 105PRO (-76.9, -57.4)
[12] 107 GLY (134.0, -68.4)
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MolProbity Ramachandran analysis

CTR107_NMR_em_bcr3.pdb, model 13

NG L 7=y o P - )\//\
I A Tam (| 2T
] o ] A \
OGN el @A DN
3\ > [ ( g\\oo\g\ \fh} -
N LA N[ | A
AL N
D o)

>O i L T LA
A N~ Y
A G

- — E G/

89.6% (147/164) 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):
[13] 79 GLY (173.8,-50.8)
[13] 107 GLY (-166.1, 76.2)
[13] 108 GLU (63.7, 100.9)
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MolProbity Ramachandran analysis

CTR107_NMR_em_bcr3.pdb, model 14
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88.4% (145/164) 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):
[14] 63 GLY (169.8, 50.8)
[14] 67 GLY (-155.2,-41.7)
[14] 156 HIS(76.8, 136.9)
[14] 157 GLU (75.1, -80.4)
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MolProbity Ramachandran analysis

CTR107_NMR_em_bcr3.pdb, model 15

General case Glycine
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89.6% (147/164) of al residues werein favored (98%) regions. [15] 7 PHE (42.8,90.5)
96.3% (158/164) of all residues werein allowed (>99.8%) regions. [15] 28 MET (57.0, -85.6)
[15] 107 GLY (156.9, -72.6)
There were 6 outliers (phi, psi): [15] 156 HIS (71.2,114.7)
[15] 2 ASP(-173.4,-59.5) [15] 164 HIS (66.1, 119.6)
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MolProbity Ramachandran analysis

CTR107_NMR_em_bcr3.pdb, model 16

General case Glycine
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87.8% (144/164) 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):
[16] 67 GLY (130.1,-78.8)
[16] 74 GLY (63.9, 127.2)
[16] 107 GLY (-167.0, -87.2)
[16] 162 HIS(61.9, 110.6)
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MolProbity Ramachandran analysis

CTR107_NMR_em_bcr3.pdb, model 17

General case Glycine
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87.2% (143/164) of all residues werein favored (98%) regions. [17] 67 GLY (-147.5,-77.9)
95.1% (156/164) of al residues were in allowed (>99.8%) regions. [17] 74 GLY (614, 89.9)
[17] 107 GLY (172.9, -69.0)
There were 8 outliers (phi, psi): [17] 143 ALA (70.5, 159.8)
[17] 49 GLN (-163.6, -37.8) [17] 159 LEU (61.3, -90.8)
[17] 66 ALA (-165.8,-7.9) [17] 161 HIS (61.1, -88.6)
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MolProbity Ramachandran analysis

CTR107_NMR_em_bcr3.pdb, model 18

General case Glycine
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87.8% (144/164) of al residues werein favored (98%) regions. [18] 6 GLN (63.5, 153.8)
97.0% (159/164) of all residues werein allowed (>99.8%) regions. [18] 66 ALA (-170.4,-27.7)
[18] 74GLY (67.4,123.7)
There were 5 outliers (phi, psi): [18] 107 GLY (157.0,-72.6)

[18] 162 HIS(66.1, 101.5)
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MolProbity Ramachandran analysis

CTR107_NMR_em_bcr3.pdb, model 19

General case Glycine
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88.4% (145/164) of al residues werein favored (98%) regions. [19] 2ASP(66.6,-81.1)
97.0% (159/164) of all residues werein allowed (>99.8%) regions. [19] 66 ALA (68.8,114.1)
[19] 74 GLY (67.0, 89.4)
There were 5 outliers (phi, psi): [19] 129 GLY (173.0, 76.3)

[19] 163 HIS(70.9, 112.0)
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MolProbity Ramachandran analysis

CTR107_NMR_em_bcr3.pdb, model 20

General case

Glycine
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88.4% (145/164) 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):
[20] 6 GLN (69.0, 145.5)
[20] 107 GLY (-179.9, -75.4)
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