MolProbity Ramachandran analysis

DHR8C_R3_em bcr3.pdb, al models

General case
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90,19 (2486/2760) of all resicues were i favored (98%) regions.
9 al

There were 60 outliers (phi, psi):
1) 2BILE(117,-707)

1] 48ALA (-1649,-549)
1) 1091LE (-117, -708)

1] 129 ALA (1649, -54.9)
2] T0HIS (750, 1250)

2] 151HIS (75,1, 125.0)

3] 47LYS(468,-950)

3] 128LYS (468, -85.0)

5] 41ILE (750,876)

[5] 122 ILE (750,87.7)

[6] 43HIS (165.7,64.9)

[6] 124 HIS (1658, 648)
[7] 42LYS (1682, 759)
7) 43HIS(-1650,-1051)
7] 47LYS(449,-950)

7] 65GLU (849, 100.4)
7] 123LYS(1682, -75.9)
7] 124 HIS (-165.0,-105.0)
7] 128LYS (450, -95.0)

7] 146 GLU (849, 109.4)
8] 41ILE (750, 117.7)

8] 122ILE (750, 117.7)
[10] 47LYS(651,-799)
[10] 67HIS(65.0,95.0)
[10] 69HIS(-177.2,-228)
[10] 128LYS (650, -799)
[10] 148 HIS (65.1,949)
[10] 150HIS (1771, -228)

[11] 41ILE (747, 1185)
[11] 43HIS(749,125.0)
[11] 48ALA (1650, -508)
[11] 49GLY (1449, 747)
11] 122 ILE (747, 1185)
11] 124 HIS (749, 125.1)
11] 129 ALA (-1650,-59.8)
11] 130GLY (-1450, 74.8)
1] 4ARG (674,1351)
12] 28ILE (-99,-69.1)

12] 85ARG (673, 135.1)
12] 109 ILE (-10.0, -69.0)
13 47LYS(650,-78.1)
[13] 128LYS (650, -781)
[16] 43HIS(750,1250)
[16] BBHIS(-1649,-1050)
[16] 124 HIS (750, 125.0)
16] 149 HIS (1650, -105.0)
17) 47LYS(434,-949)
17) 64LEU (650,950)
17] 128LYS (435, -95.0)
17) 145 LEU (649, 951)
19] 45ASP(1749,-249)
19] 126 ASP (-174.9,-24.9)
20] 3ASN (-1650,-151)
20] 46LEU (-1650,-75.0)
[20] 47LYS(485,-950)
[20] BBHIS (-177.5,-24.9)
[20] B4ASN (-1651,-150)
[20] 127 LEU (1649, -75.0)
[20] 128LYS (48.4,-95.0)
[20] 149 HIS (1776, -25.0)
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MolProbity Ramachandran analysis

DHR8C_R3_em bcr3.pdb, model 1

General case Glycine
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87.0% (120/138) of all residues were in favored (98%) regions.
97.1% (134/138) of al residues were in alowed (>99.8%) regions.

There were 4 outliers (phi, psi):
[1] 28ILE(-11.7,-70.7)
[1] 48 ALA (-164.9, -54.9)
[1] 109ILE (-11.7,-70.8)
[1] 129 ALA (-164.9, -54.9)
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MolProbity Ramachandran analysis
DHR8C_R3_em_bcr3.pdb, model 2

General case Glycine
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91.3% (126/138) of al residues were in favored (98%) regions.
98.6% (136/138) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[2] 70HIS(75.0,125.0)
[2] 151 HIS(75.1, 125.0)
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MolProbity Ramachandran analysis
DHR8C_R3_em_bcr3.pdb, model 3

General case Glycine

e N R L)

& ‘9%%2’ Q
o
° r Psi
=

N
WA\
\\ \

180

Psi

ZaNs
DT
=N

)

/ q
)
|

IIIIlIlIIIIIIIIIIIIIIII]I]IIII

= _ —
),\‘\ ;’/ C

} - )
5 d VA —// z
AN - o

“8"_180'/'Tﬁ\""'0""' ARRRRRRRRS “80_180"'" AR AR AR "°'°"180

L KD

S >O :\2 /f ?;\

: /< NS/ -/

. B\ .

LD G
] . NG/

94.2% (130/138) of al residues were in favored (98%) regions.
98.6% (136/138) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[3] 47LYS(46.8,-95.0)
[3] 128LYS(46.8,-95.0)
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MolProbity Ramachandran analysis
DHR8C_R3_em_bcr3.pdb, model 4

General case Glycine
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85.5% (118/138) of all residues werein favored (98%) regions.
100.0% (138/138) of all residues werein alowed (>99.8%) regions.

There were no outliers.
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180

MolProbity Ramachandran analysis
DHR8C_R3_em_bcr3.pdb, model 5

General case
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92.8% (128/138) of all residues were in favored (98%) regions.
98.6% (136/138) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[5] 411LE(75.0,87.6)
[5] 122 ILE (75.0, 87.7)
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MolProbity Ramachandran analysis

DHR8C_R3_em_bcr3.pdb, model 6

General case
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95.7% (132/138) of all residues were in favored (98%) regions.
98.6% (136/138) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[6] 43HIS(165.7,64.9)
[6] 124 HIS(165.8, 64.8)
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MolProbity Ramachandran analysis

DHR8C_R3_em bcr3.pdb, model 7

General case Glycine
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85.5% (118/138) of all residues were in favored (98%) regions. [71 47LYS(44.9,-95.0)
94.2% (130/138) of al residues were in allowed (>99.8%) regions. [7] 65GLU (84.9, 109.4)
[7] 123LYS(-168.2, -75.9)
There were 8 outliers (phi, psi): [7] 124 HIS (-165.0, -105.0)
[7] 42LYS(-168.2,-75.9) [7] 128 LYS(45.0,-95.0)
[7] 43 HIS(-165.0, -105.1) [7] 146 GLU (84.9, 109.4)
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MolProbity Ramachandran analysis
DHR8C_R3_em_bcr3.pdb, model 8
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94.2% (130/138) of al residues were in favored (98%) regions.
98.6% (136/138) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[8] 41ILE(75.0,117.7)
[8] 122 ILE (75.0,117.7)
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MolProbity Ramachandran analysis
DHR8C_R3_em_bcr3.pdb, model 9

General case Glycine
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91.3% (126/138) of al residues werein favored (98%) regions.
100.0% (138/138) of all residues werein alowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis

DHR8C_R3_em_bcr3.pdb, model 10

General case Glycine
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89.9% (124/138) of all residues werein favored (98%) regions. [10] 67 HIS(65.0, 95.0)
95.7% (132/138) of all residues werein allowed (>99.8%) regions. [10] 69 HIS(-177.2,-22.8)
[10] 128 LY S(65.0,-79.9)
There were 6 outliers (phi, psi): [10] 148 HIS(65.1, 94.9)
[10] 47LYS(65.1,-79.9) [10] 150 HIS (-177.1, -22.8)
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MolProbity Ramachandran analysis

DHR8C_R3_em bcr3.pdb, model 11

General case
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88.4% (122/138) of all residues were in favored (98%) regions.
94.2% (130/138) of all residueswerein allowed (>99.8%) regions.

There were 8 outliers (phi, psi):
[11] 41ILE(74.7,1185)
[11] 43 HIS(74.9, 125.0)
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[11] 48 ALA (-165.0, -59.8)
[11] 49 GLY (-144.9, 74.7)
[11] 122ILE (74.7, 118.5)
[11] 124 HIS(74.9, 125.1)
[11] 129 ALA (-165.0, -59.8)
[11] 130 GLY (-145.0, 74.8)
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MolProbity Ramachandran analysis

DHR8C_R3_em_bcr3.pdb, model 12

General case
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85.5% (118/138) of all residues werein favored (98%) regions.
97.1% (134/138) of al residues were in alowed (>99.8%) regions.

There were 4 outliers (phi, psi):
[12] 4 ARG (67.4,135.1)
[12] 28ILE(-9.9,-69.1)
[12] 85ARG (67.3,135.1)
[12] 109 ILE (-10.0, -69.0)
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MolProbity Ramachandran analysis

DHR8C_R3_em_bcr3.pdb, model 13

General case Glycine
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91.3% (126/138) of all residues were in favored (98%) regions.
98.6% (136/138) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[13] 47LYS(65.0,-78.1)
[13] 128 LYS(65.0,-78.1)
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MolProbity Ramachandran analysis
DHR8C_R3_em_bcr3.pdb, model 14

General case Glycine
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95.7% (132/138) of al residues werein favored (98%) regions.
100.0% (138/138) of all residues werein alowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis
DHR8C_R3_em_bcr3.pdb, model 15

General case Glycine
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88.4% (122/138) of all residues werein favored (98%) regions.
100.0% (138/138) of all residues werein alowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis

DHR8C_R3_em_bcr3.pdb, model 16

General case
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84.1% (116/138) of al residues werein favored (98%) regions.
97.1% (134/138) of al residues were in alowed (>99.8%) regions.

There were 4 outliers (phi, psi):
[16] 43 HIS(75.0,125.0)
[16] 68 HIS (-164.9, -105.0)
[16] 124 HIS(75.0, 125.0)
[16] 149 HIS(-165.0, -105.0)
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MolProbity Ramachandran analysis

DHR8C_R3_em bcr3.pdb, model 17

General case
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87.0% (120/138) of all residues werein favored (98%) regions.
97.1% (134/138) of al residues were in alowed (>99.8%) regions.

There were 4 outliers (phi, psi):
[17] 47LYS(43.4,-94.9)
[17] 64 LEU (65.0, 95.0)
[17] 128 LYS(43.5,-95.0)
[17] 145LEU (64.9, 95.1)
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MolProbity Ramachandran analysis
DHR8C_R3_em_bcr3.pdb, model 18

General case Glycine
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97.1% (134/138) of al residues werein favored (98%) regions.
100.0% (138/138) of all residues werein alowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis

DHR8C_R3_em_bcr3.pdb, model 19

General case Glycine
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89.9% (124/138) of all residues were in favored (98%) regions.
98.6% (136/138) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[19] 45 ASP(-174.9, -24.9)
[19] 126 ASP (-174.9, -24.9)
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MolProbity Ramachandran analysis

DHR8C_R3_em_bcr3.pdb, model 20
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87.0% (120/138) of all residues were in favored (98%) regions. [20] 47LYS(48.5, -95.0)
94.2% (130/138) of all residues were in allowed (>99.8%) regions. [20] 68 HIS(-177.5, -24.9)
[20] 84 ASN (-165.1, -15.0)
There were 8 outliers (phi, psi): [20] 127 LEU (-164.9, -75.0)
[20] 3 ASN (-165.0, -15.1) [20] 128LYS (48.4,-95.0)
[20] 46 LEU (-165.0, -75.0) [20] 149 HIS (-177.6, -25.0)
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