MolProbity Ramachandran analysis

SGR145 R3Cons_em_bcr3.pdb, all models

General case
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There were 62 ouliers (phi, ps):
(1] 14GLY (1750,95.0)
[1] 20 PHE (1711, 360)
1] 102 PHE (-8.1, 1080)

1] 145 LYS (179, 450)

1] 182 GLN (550,97.2)

2 14GLY (1751,551)

2] 39GLY (-1784,-350)

2] 143GLY (-1675, 750)

[2] 145LYS(-1739,452)

[2] 179ALA (594, 163.2)

14GLY (1776,549)

102 PHE (50, 125.0)

4] 102 PHE (-84, 1055)

4] 144 PRO (-748, -109.1)

19 ASP(-177.4, -483)

5] 20PHE (1768, -308)

102 PHE (4.9, 105.4)

5] 145 LYS (1725, 450)

5] 180 TYR (-1750,-250)

14GLY (1750,95.1)

(6] 102 PHE (-93,1051)

[6] 143GLY (-1783,55.0)

179 ALA (1750,-950)

201 HIS (650, 95.0)

BGLN (450, -65.0)

144 PRO (682, -68.7)

7] 196 GLU (651, 136.7)

(8] 102 PHE (-75,1049)

[8] 179ALA (-1749,-45.0)

7
7

(9] 143GLY (-1449, 74.9)
9] 178GLY (1795, 55.1)
10] 41GLY (-1650,-54.9)
10] 102 PHE (51, 1088)
10) 143 GLY (-1450, 75.1)
10] 145LYS (1704, 45.0)
10) 178 GLY (-175.0,349)
11] 102 PHE (-5, 103.4)
11) 145LYS (1736, 45.1)
12] 102 PHE (-84, 108.3)
12] 145LYS (1728, 45.0)
[13] 14GLY (1384,81.2)
(13] 102 PHE (7.2, 108.1)
13) 145LYS (-1710,-449)
14 15THR (1733,-250)
14) 102 PHE (51, 105.1)
14) 198 HIS (650, 95.1)
15] 142 GLY (1790,550)
15) 144 PRO (718, -TLO)
15] 178 GLY (-165.0,-55.0)
15) 198 HIS (850, 137.0)
16] 102 PHE (-5.1, 125.0)
16] 145LYS(-171.2,-45.0)
[17] 102 PHE (7.4, 106.0)
(17] 144 PRO (67.4,-702)
18) 102 PHE (-84, 1050)
18] 142GLY (-1550,925)
18] 178GLY (-1750, -45.0)
19 39GLY (1754,-150)
19] 201 HIS (551, 155.0)
[20] 102 PHE (50, 111.8)
[20] 15LYS (1704, -45.0)
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MolProbity Ramachandran analysis

SGR145 R3Cons_em_bcr3.pdb, model 1

General case Glycine
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92.0% (184/200) of all residues werein favored (98%) regions. [1] 214 GLY (175.0,95.0)
97.5% (195/200) of all residues werein allowed (>99.8%) regions. [1] 20 PHE (-171.1,-36.0)
[1] 102 PHE (-8.1, 108.0)
There were 5 outliers (phi, psi): [1] 145LYS(-171.9, -45.0)

[1] 182 GLN (55.0, 97.2)
http://kinemage.biochem.duke.edu Lovell, Davis, et al. Proteins 50:437 (2003)




MolProbity Ramachandran analysis

SGR145 R3Cons_em_bcr3.pdb, model 2

General case
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93.5% (187/200) of all residues were in favored (98%) regions.
97.5% (195/200) of all residues werein allowed (>99.8%) regions.

There were 5 outliers (phi, psi):
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[2] 14GLY (-175.1, 25.1)
[2] 39GLY (-1784, -35.0)
[2] 143 GLY (-167.5, 75.0)
[2] 145LYS(-173.9, -45.2)
[2] 179 ALA (59.4, 163.2)
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MolProbity Ramachandran analysis

SGR145 R3Cons_em_bcr3.pdb, model 3

General case

S NN
LT

\ sl
HIUERNEAN
AR YN
GRS TARRY

S d a\
2NN
.180_1'8({.?..|~‘~~'0""'"F,'hi"""'mo
R

. )

i \_/

s

0
-180_1580.n~r'|"""'0""'"P'hi”lllllwo

93.5% (187/200) of all residues were in favored (98%) regions.
99.0% (198/200) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[3] 14 GLY (-177.6,54.9)
[3] 102 PHE (-5.0, 125.0)
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MolProbity Ramachandran analysis

SGR145 R3Cons_em_bcr3.pdb, model 4
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93.0% (186/200) of all residues were in favored (98%) regions.
99.0% (198/200) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[4] 102 PHE (-8.4, 105.5)
[4] 144 PRO (-74.8,-109.1)
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MolProbity Ramachandran analysis

SGR145 R3Cons_em_bcr3.pdb, model 5

General case Glycine
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91.5% (183/200) of all residues werein favored (98%) regions. [5] 19ASP(-177.4,-48.3)
97.5% (195/200) of all residues werein allowed (>99.8%) regions. [5] 20 PHE (-176.8, -39.8)
[5] 102 PHE (-4.9, 105.4)
There were 5 outliers (phi, psi): [5] 145LYS(-172.5, -45.0)

[5] 180 TYR (-175.0, -25.0)
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MolProbity Ramachandran analysis

SGR145 R3Cons_em_bcr3.pdb, model 6

General case Glycine
180 ] N R N \ 180 . \
b DL L )Y
SaShr o1 L _ N
4 8fooe ° .
Psi | o Py GF/ Offl 102PHE 6] 201HIS Psi ;/\?’_‘% J \/ /‘UG} 14GLY
\ _\u /\ W a— /A\ ﬁ\\
O\BD’%\ \\( \< ) 5 5\\
LA | L \f~
et Y D <
“lo[6] ¥79ALA ]
— d /D = N\ 0
:/ \ \ l :\/ . “ —]
_180:mﬂ\lllllIIIIII[IIIIIIII _180:IIIIIIllllﬁllllIIIIIIIIIIIIIII
18 0 Phi 180 -180 0 Phi 180
Proline Pre-proline
180 T 180 T ~
S 1)
. - . 1/
Psi _: > / Psi _j 2 o f/
] ) AL (1)
; /v< N/ NS,
: N—/ : é)
_180:IIIII[I/I?\IIIIIIIIIIIIIIIIIIII _180:IIIIIII[II\IIIIIIIIIIIIIIIIIIIII
-180 0 Phi 180 -180 0 Phi 180
94.0% (188/200) of all residues werein favored (98%) regions. [6] 14GLY (175.0,95.1)
97.5% (195/200) of all residues werein allowed (>99.8%) regions. [6] 102 PHE (-9.3, 105.1)
[6] 143 GLY (-178.3, 55.0)
There were 5 outliers (phi, psi): [6] 179 ALA (-175.0, -95.0)

[6] 201 HIS (65.0, 95.0)
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MolProbity Ramachandran analysis

SGR145 R3Cons_em_bcr3.pdb, model 7

General case Glycine
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93.0% (186/200) of all residues were in favored (98%) regions.
98.5% (197/200) of all residues were in alowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[71 8GLN (45.0, -65.0)
[7] 144 PRO (-68.2, -68.7)
[7] 196 GLU (65.1, 136.7)
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MolProbity Ramachandran analysis

SGR145 R3Cons_em_bcr3.pdb, model 8

General case Glycine
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92.0% (184/200) of all residues were in favored (98%) regions.
99.0% (198/200) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[8] 102 PHE (-7.5, 104.9)
[8] 179 ALA (-174.9, -45.0)
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MolProbity Ramachandran analysis

SGR145 R3Cons_em_bcr3.pdb, model 9

General case
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95.5% (191/200) of all residues were in favored (98%) regions.
98.5% (197/200) of all residues were in alowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[9] 102 PHE (-9.1, 104.9)
[9] 143 GLY (-144.9, 74.9)
[9] 178 GLY (-179.5, 55.1)
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92.0% (184/200) of all residues werein favored (98%) regions.
97.5% (195/200) of all residues werein allowed (>99.8%) regions.

MolProbity Ramachandran analysis

SGR145 R3Cons_em_bcr3.pdb, model 10

General case
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There were 5 outliers (phi, psi):
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[10] 41GLY (-165.0, -54.9)
[10] 102 PHE (-5.1, 108.8)

[10] 143 GLY (-145.0, 75.1)
[10] 145LYS (-170.4, -45.0)
[10] 178 GLY (-175.0, 34.9)




MolProbity Ramachandran analysis

SGR145 R3Cons_em_bcr3.pdb, model 11
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95.5% (192/200) of all residues were in favored (98%) regions.
99.0% (198/200) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[11] 102 PHE (-5.0, 103.4)
[11] 145LYS(-173.6,-45.1)
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MolProbity Ramachandran analysis

SGR145 R3Cons_em_bcr3.pdb, model 12

General case Glycine
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93.0% (186/200) of all residues were in favored (98%) regions.
99.0% (198/200) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[12] 102 PHE (-8.4, 108.3)
[12] 145LYS(-172.8, -45.0)
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MolProbity Ramachandran analysis

SGR145 R3Cons_em_bcr3.pdb, model 13
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93.5% (187/200) of all residues were in favored (98%) regions.
98.5% (197/200) of all residues were in alowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[13] 14 GLY (-138.4,81.2)
[13] 102 PHE (-7.2, 108.1)
[13] 145LYS(-171.0, -44.9)
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MolProbity Ramachandran analysis

SGR145 R3Cons_em_bcr3.pdb, model 14

General case
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91.0% (182/200) of all residues were in favored (98%) regions.
98.5% (197/200) of all residues were in alowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[14] 15THR (-173.3,-25.0)
[14] 102 PHE (-5.1, 105.1)
[14] 198 HIS (65.0, 95.1)
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MolProbity Ramachandran analysis

SGR145 R3Cons_em_bcr3.pdb, model 15

General case Glycine
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93.5% (187/200) of all residues werein favored (98%) regions.
98.0% (196/200) of all residues were in alowed (>99.8%) regions.

There were 4 outliers (phi, psi):
[15] 142 GLY (179.0,55.0)
[15] 144 PRO (-71.8,-71.0)
[15] 178 GLY (-165.0, -55.0)
[15] 198 HIS(85.0, 137.1)
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MolProbity Ramachandran analysis

SGR145 R3Cons_em_bcr3.pdb, model 16

General case Glycine
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96.0% (192/200) of all residues were in favored (98%) regions.
99.0% (198/200) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[16] 102 PHE (-5.1, 125.0)
[16] 145LYS(-171.2, -45.0)
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93.0% (186/200) of all residues were in favored (98%) regions.
99.0% (198/200) of all residues were in alowed (>99.8%) regions.

MolProbity Ramachandran analysis

SGR145 R3Cons_em_bcr3.pdb, model 17

General case
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There were 2 outliers (phi, psi):
[17] 102 PHE (-7.4, 105.0)
[17] 144 PRO (-67.4,-70.2)
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MolProbity Ramachandran analysis

SGR145 R3Cons_em_bcr3.pdb, model 18
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91.5% (183/200) of all residues were in favored (98%) regions.
98.5% (197/200) of all residues were in alowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[18] 102 PHE (-8.4, 105.0)
[18] 142 GLY (-155.0, 92.5)
[18] 178 GLY (-175.0, -45.0)

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




MolProbity Ramachandran analysis

SGR145 R3Cons_em_bcr3.pdb, model 19
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91.5% (183/200) of all residues were in favored (98%) regions.
99.0% (198/200) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[19] 39GLY (175.4,-15.0)
[19] 201 HIS(55.1, 155.0)
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MolProbity Ramachandran analysis

SGR145 R3Cons_em_bcr3.pdb, model 20

General case Glycine
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94.0% (188/200) of all residues were in favored (98%) regions.
99.0% (198/200) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[20] 102 PHE (-5.0, 111.8)
[20] 145LYS(-170.4,-45.0)
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