MolProbity Ramachandran analysis

ZR18 R3_em bcr3.pdb, al models

General case
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83.0% (739/890) 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 (749, 135.0)
24GLU (729, -80.0)
35ASP(-1613,-107.8)
36ASP (-175.0,-25.7)
52LYS (650, -81.2)
89HIS (-87.6, -136.9)
33LYS(84.4, 115.0)
34VAL (-9, 76.6)

3ILE (650, 105.0)
24GLU (35.1, -105.1)
34VAL (39.4, -154.6)
85GLU (850, 105.1)

7 SER (64.2, 95.0)
25GLY (1649, 69.2)
34VAL (250, 84.9)

37 SER (1753, -47.6)
3ILE (650, 105.0)
7SER (76.3, 135.0)
8GLU (1749, -5.)

24GLU (582, -85.0)

[5] 34VAL (469, -176.6)
[5] 36ASP(-1703,-30.7)
[5] 37SER(1736,-26.3)
[5] 52LYS(65.1,-80.1)
[6] 12 HIS(-165.1, -136.5)
[6] 23ARG (-175.0,-23.4)
[6] 34VAL (24.9,809)
[7] 12HIS(837,75.4)
[7) 25GLY (-1488,-35.1)
[7] 27 THR(-852,-122.7)
[7] 34VAL (383,-153.7)
[8] 34VAL (37.4,-156.9)
[8] 35ASP(-1717,-1115)
[8] 36ASP(-175.2,-25.2)
[8] 84LEU (-165.1, -75.0)
[8] 88HIS(635, 106.9)
[8] 90HIS(-165.0, -5.0)
[9] 66GLU (-65.6,-144.9)
[9] 83GLU (-160.1,-84.9)
[9] 88HIS(-87.9,-136.6)
[10] 34VAL (39.1,-159.4)
[10] 35ASP(-1703,-109.0)
[10] 36ASP(-175.1,-25.0)
[10] 52LYS(64.9,-809)
[10] 90HIS(350,-155.0)
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5] 37 SER
[4] 37 SER
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MolProbity Ramachandran analysis

ZR18 R3_em bcr3.pdb, model 1

General case
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° M)
o
o Og o o o
o %0
6 o0 ) °°° o[1] 216l

,

Psi

A
A

|

3

bmﬁszmau

o
S AN AN AR AN A A A A A A AN AN A A AN AR A AN SN SN A A A
sl
8 )

;
[1] goHIS /:
Akl

-180 TTTTT m \l T TTT TTTTT T I TT LI

-180 0 Phi 180
Proline

180 \K \
N |~

AL
] / \/<
: N—/

-180 1 TTTTT TT I TT \l T TTT TTTTT TT I TT TTTTT
180 0 Phi 180

79.8% (71/89) of all residues were in favored (98%) regions.

93.3% (83/89) of all residues were in allowed (>99.8%) regions.

There were 6 outliers (phi, psi):
[1] 21GLU (74.9, 135.0)
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[1] 24 GLU (72.9, -80.0)
[1] 35ASP(-1613,-107.8)
[1] 36ASP(-175.0,-25.7)
[1] 52LYS(65.0,-81.2)
[1] 89 HIS(-87.6,-136.9)
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MolProbity Ramachandran analysis
ZR18 R3_em bcr3.pdb, model 2

General case
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85.4% (76/89) of all residues were in favored (98%) regions.

97.8% (87/89) of all residues were in allowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[2] 33LYS(84.4,115.0)

[2] 34VAL (-9.9, 76.6)
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MolProbity Ramachandran analysis

ZR18 R3_em bcr3.pdb, model 3
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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):
[3] 3ILE(65.0,105.0)
[3] 24GLU (35.1,-105.1)
[3] 34 VAL (39.4,-154.6)
[3] 85GLU (85.0, 105.1)
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MolProbity Ramachandran analysis

ZR18 R3_em bcr3.pdb, model 4

General case
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84.3% (75/89) 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):
[4] 7SER(64.2,95.0)
[4] 25GLY (164.9, 69.2)
[4] 34 VAL (25.0,84.9)
[4] 37 SER (175.3,-47.6)
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MolProbity Ramachandran analysis

ZR18 R3_em bcr3.pdb, model 5

General case Glycine
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78.7% (70/89) of all residues were in favored (98%) regions. [5] 8GLU (-174.9,-5.1)
91.0% (81/89) of all residues were in allowed (>99.8%) regions. [5] 24 GLU (58.2, -85.0)
[5] 34 VAL (46.9, -176.6)
There were 8 outliers (phi, psi): [5] 36 ASP(-170.3,-30.7)
[5] 3ILE(65.0, 105.0) [5] 37 SER (173.6, -26.3)
[5] 7 SER (76.3, 135.0) [5] 52LYS(65.1,-80.1)
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MolProbity Ramachandran analysis

ZR18 R3_em bcr3.pdb, model 6

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):
[6] 12 HIS(-165.1,-136.5)
[6] 23 ARG (-175.0, -23.4)
[6] 34 VAL (24.9,80.9)
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82.0% (73/89) of all residues were in favored (98%) regions.
95.5% (85/89) of all residues were in alowed (>99.8%) regions.

MolProbity Ramachandran analysis

ZR18 R3 em bcr3.pdb, model 7

General case
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There were 4 outliers (phi, psi):

[7] 12HIS(837,

75.4)

[7] 25GLY (-148.8, -35.1)
[7] 27 THR(-85.2,-122.7)
[7] 34 VAL (38.3,-153.7)
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MolProbity Ramachandran analysis

ZR18 R3_em bcr3.pdb, model 8

General case Glycine
180 ] oo, N \ 180 . \
e % o & \) ] \
. S K o 00% ] \ /\
] T g 8 88HIS '\\ P /

Psi_: &Q o r/ o8] oo _:/\>\—-/ J \/ /.,
AT () =S =N
IR A EARN

LT AR \ . (1 \{ \ AN
WA NI FANE AN W2
: o o8 [ SN =
_: (8] 84LEU \\./ _:J \j <’\/
-~ oA / /\ ] //\ ( /——\\\/
v \ \ l ]\ n
] 9 [34 VAL ]

_180_mm\lllll TTTTT ITIII LI _180_IIIII IIIII TTTTT TTTTT IIIII TTTTT
-180 0 Phi 180 -180 0 Phi 180

Proline Pre-proline

180 T \K \ 180 _( \\

E >\—/ 2 z )
e AT LA
. / \/< N/ -/
: N—/ : £>

_180:IIIIITI|II\IIIIIIIIIIIIIIIIIIII _180:IIIIIII[II\IIIIIIIIIIIIIIIIIIIII
-180 0 Phi 180 -180 0 Phi 180

82.0% (73/89) of all residues were in favored (98%) regions. [8] 35ASP(-171.7,-111.5)

93.3% (83/89) of all residues were in allowed (>99.8%) regions. [8] 36 ASP(-175.2,-25.2)

[8] 84 LEU (-165.1, -75.0)

There were 6 outliers (phi, psi): [8] 88 HIS(63.5, 106.9)
[8] 34 VAL (37.4,-156.9) [8] 90 HIS (-165.0, -5.0)
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MolProbity Ramachandran analysis

ZR18 R3_em bcr3.pdb, model 9
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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] 66 GLU (-65.6, -144.9)
[9] 83GLU (-160.1, -84.9)
[9] 88HIS(-87.9,-136.6)
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MolProbity Ramachandran analysis

ZR18 R3_em_bcr3.pdb, model 10
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85.4% (76/89) of all residues were in favored (98%) regions. [10] 34 VAL (39.1,-159.4)
94.4% (84/89) of all residues were in allowed (>99.8%) regions. [10] 35 ASP(-170.3, -109.0)
[10] 36 ASP(-175.1,-25.0)
There were 5 outliers (phi, psi): [10] 52LYS(64.9, -80.9)

[10] 90 HIS (35.0, -155.0)
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