MolProbity Ramachandran analysis

ZR18 R3Cons_em_bcr3.pdb,

General case
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82.6% (735/890) of all residues were in favored (98%) regions.
94.9% (845/890) of all residues were in allowed (>99.8%) regions.

There were 45 outliers (phi, psi):
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21GLU (750, 135.0)
24GLU (749, -85.0)
35ASP (-157.9, -109.0)
36ASP (-175.0,-25.2)
52LYS(65.0,-80.2)
89HIS (-86.4, -136.9)
33LYS(84.9, 115.1)
34VAL (306, 85.0)
37 SER (-1750, 55.0)
23ARG (-175.0, -22.0)
24GLU (-166.5, -45.0)
34VAL (250, 815)
23 ARG (3638, -155.0)
27 THR (-85.2, -122.3)
35ASP (-157.7,-107.5)
36ASP(-175.1, -25.1)
83HIS (635, 106.7)
90HIS (-1650,-5.0)
3ILE (65.1, 105.0)
7SER (759, 135.0)

[5] 8GLU(-1696,34)
[5] 24GLU (855, -85.1)
[5] 34VAL (46.2,-178.8)
[5] 35ASP(64.9,925)

[5] 36ASP(-1685,-35.0)
[5] 37SER(165.1,-25.0)
[5] 52LYS(650,-808)
[6] 7SER(6L0,125.0)
[6] 25GLY (165.0,69.1)
[6] 34VAL (250,84.9)

[6] 37SER (1750, -483)
[6] 58MET (47.1,-96.
[7] 88HIS(-87.2,-136.8)
[8] 34VAL (650, 157.7)
[8] 35ASP(-159.0,-105.0)
[8] 36ASP(-1750,-250)
[8] 52LYS(650,-805)

[8] 90HIS(350,-153.8)

[9] 12HIS(782,732)

[9] 25GLY (-1503,-35.0)
[9] 27 THR(-88.0,-119.7)
[10] 3ILE (650, 105.0)

[10] 24 GLU (395,-103.9)
[10] 34VAL (650, 157.3)
[10] 85GLU (809, 111.0)
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MolProbity Ramachandran analysis

ZR18 R3Cons_em_bcr3.pdb, model 1

General case Glycine
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79.8% (71/89) of all residues were in favored (98%) regions. [1] 24 GLU (74.9, -85.0)
93.3% (83/89) of all residues were in allowed (>99.8%) regions. [1] 35ASP(-157.9, -109.0)
[1] 36 ASP(-175.0,-25.2)
There were 6 outliers (phi, psi): [1] 52 LYS(65.0,-80.2)
[1] 21 GLU (75.0, 135.0) [1] 89 HIS(-86.4,-136.9)

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




MolProbity Ramachandran analysis

ZR18 R3Cons_em_bcr3.pdb, model 2

General case
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84.3% (75/89) of all residues were in favored (98%) regions.

96.6% (86/89) of all residues were in allowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[2] 33LYS(84.9,115.1)
[2] 34 VAL (30.6, 85.0)

[2] 37 SER(-175.0, 55.0)
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MolProbity Ramachandran analysis

ZR18 R3Cons_em_bcr3.pdb, model 3

General case
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83.1% (74/89) of all residues were in favored (98%) regions.

96.6% (86/89) of all residues were in allowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[3] 23 ARG (-175.0, -22.0)
[3] 24 GLU (-166.5, -45.0)
[3] 34 VAL (25.0,81.5)
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MolProbity Ramachandran analysis

ZR18 R3Cons_em_bcr3.pdb, model 4
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82.0% (73/89) of all residues were in favored (98%) regions. [4] 27 THR (-85.2,-122.3)
93.3% (83/89) of all residues were in allowed (>99.8%) regions. [4] 35ASP(-157.7,-107.5)
[4] 36ASP(-175.1,-25.1)
There were 6 outliers (phi, psi): [4] 88 HIS(63.5, 106.7)
[4] 23 ARG (36.8, -155.0) [4] 90 HIS (-165.0, -5.0)
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MolProbity Ramachandran analysis

ZR18 R3Cons_em_bcr3.pdb, model 5

General case Glycine
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82.0% (73/89) of all residues were in favored (98%) regions. [5] 8GLU (-169.6, 3.4)
89.9% (80/89) of all residues were in allowed (>99.8%) regions. [5] 24 GLU (55.5,-85.1)
[5] 34 VAL (46.2,-178.8)
There were 9 outliers (phi, psi): [5] 35ASP(64.9,92.5)
[5] 3ILE(65.1, 105.0) [5] 36 ASP(-168.5, -35.0)
[5] 7 SER(75.9, 135.0) [5] 37 SER (165.1, -25.0)

[5] 52LYS(65.0,-80.8)
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MolProbity Ramachandran analysis

ZR18 R3Cons_em_bcr3.pdb, model 6

General case

S
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83.1% (74/89) of all residues were in favored (98%) regions.
94.4% (84/89) of all residues were in allowed (>99.8%) regions.

There were 5 outliers (phi, psi):

http://kinemage.biochem.duke.edu

[6] 7 SER (610, 125.0)

(6]
(6]
(6]
(6]

25GLY (165.0, 69.1)
34 VAL (25.0, 84.9)

37 SER (175.0, -48.3)
58 MET (47.1, -96.7)
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MolProbity Ramachandran analysis

ZR18 R3Cons_em_bcr3.pdb, model 7

General case Glycine

180
] N \ ]
-\ oo
- Oeo 0o ©° \
o o
. ° %l%o° OUQ

ANRSC L
[ \>

180

,/// —
/) ’\(\,// C
(=)

L2 |
=

\
' S - \ —
N /N A
N / . ‘wms K l i \
-180 :m\l-l/rol\ol ||||||||||| LN T 17 I/ -180 S k ||||||||| L INLEL B B B
-180 0 Phi 180 -180 0 Phi 180
Proline Pre-proline

180 180

(=l
A N .
4

©)

0
~—r ﬁ
180 — 7 m\ |||||||||| LI I T T77TTT 180 7 LI [ LI 2 e e e e e e o e I |||||
-180 0 Phi 180 -180 0 Phi 180

79.8% (71/89) of all residues were in favored (98%) regions.
98.9% (88/89) of al residues were in allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[7] 88HIS(-87.2,-136.8)
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MolProbity Ramachandran analysis

ZR18 R3Cons_em_bcr3.pdb, model 8
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82.0% (73/89) of all residues were in favored (98%) regions. [8] 34 VAL (65.0, 157.7)
94.4% (84/89) of all residues were in allowed (>99.8%) regions. [8] 35ASP(-159.0, -105.0)
[8] 36 ASP(-175.0, -25.0)
There were 5 outliers (phi, psi): [8] 52LYS(65.0,-80.5)

[8] 90 HIS(35.0,-153.8)
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MolProbity Ramachandran analysis

ZR18 R3Cons_em_bcr3.pdb, model 9

General case
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80.9% (72/89) of all residues were in favored (98%) regions.

96.6% (86/89) of all residues were in allowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[9] 12HIS(78.2,73.2)
[9] 25GLY (-150.3, -35.0)
[9] 27 THR (-88.0,-119.7)
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MolProbity Ramachandran analysis

ZR18 R3Cons_em_bcr3.pdb, model 10

General case

88.8% (79/89) of all residues were in favored (98%) regions.
95.5% (85/89) of all residues were in alowed (>99.8%) regions.

There were 4 outliers (phi, psi):

[10] 3ILE (65.0, 105.0)

[10] 24 GLU (39.5, -103.9)
[10] 34 VAL (65.0, 157.3)
[10] 85GLU (80.9, 111.0)
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