180

Psi

-180

-180

MolProbity Ramachandran analysis

HR4527E_R3_em_bcr3.pdb, al models

General case Glycine
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92.7% (1650/1780) of all residues were in favored (98%) regions.
98.4% (1751/1780) of all residues were in allowed (>99.8%) regions.

There were 29 outliers (phi, psi):
18 ASN (65.0, 115.0)
18 ASN (65.1, 115.0)
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8HIS (650,

95.1)

18 ASN (57.3, 124.8)
89 ALA (-175.1, -95.0)
18 ASN (65.0, 115.0)
2GLY (-144.9, 75.0)
18 ASN (65.0, 115.0)
42 HIS(-176.9, -25.0)
18 ASN (64.9, 115.0)
18 ASN (65.0, 114.9)
18 ASN (65.0, 115.0)
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[9] 61GLY (-155.0,85.1)

[10]
(10
[11
[11]
[12]
[13]
[14]
(18]
[16]
[17]
[18]
[19]
[19]
[19]
[20]
[20]

16 GLY (-171.9, 55.0)
18 ASN (65.1, 115.0)
18 ASN (65.0, 115.1)
39GLY (-145.0, 75.1)
39GLY (-175.0, 29.9)
18 ASN (65.1, 115.0)
18 ASN (65.0, 115.0)
18 ASN (65.1, 115.0)
18 ASN (65.0, 115.1)
18 ASN (65.0, 115.0)
2GLY (-145.0, 74.9)
18 ASN (73.8, 142.2)
39GLY (-144.9, 74.9)
41 SER (520, -85.0)
13 THR (18.3, -105.0)
18 ASN (65.0, 115.1)
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MolProbity Ramachandran analysis

General case
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96.6% (86/89) of all residues werein favored (98%) regions.
98.9% (88/89) of al residues were in allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[1] 18 ASN (65.0, 115.0)

http://kinemage.biochem.duke.edu

HR4527E_R3_em_bcr3.pdb, model 1
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MolProbity Ramachandran analysis

General case

180

\

\J

\

N
°oo<:,69
o o o
%o

Psi | K& {

(1
)\
I
N

|

T N T I TT T TTT [/
180 0 Phi 180
Proline
180 \K \
N/
hE >m g
: /\y<
. N—/
-180 : TTTTT m\ |||||||||||| I |||||||
180 0 Phi 180

93.3% (83/89) 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):
[2] 18 ASN (65.1, 115.0)
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HR4527E_R3_em_bcr3.pdb, model 2
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MolProbity Ramachandran analysis

HR4527E_R3_em_bcr3.pdb, model 3

General case
180

i © o = N \
N o % °<§3 o° o

] % 08 o

] o’ o° o

\

~

)o
N

o

8HIS

o
1 o © ©
B %
Psi —

<
ya

o\
°lo
N

(

. . )

) g f

‘_S d /\\J
IS
R
S5

EA

CND

A ek AN

95.5% (85/89) 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):
[3] 8HIS(65.0,95.1)
[3] 18 ASN (57.3,124.8)
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MolProbity Ramachandran analysis

HR4527E_R3_em_bcr3.pdb, model 4

General case Glycine
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88.8% (79/89) 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):
[4] 89ALA (-175.1, -95.0)
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93.3% (83/89) of all residues were in favored (98%) regions.
98.9% (88/89) of al residues were in allowed (>99.8%) regions.

MolProbity Ramachandran analysis

General case
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There were 1 outliers (phi, psi):
[5] 18 ASN (65.0, 115.0)
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HR4527E_R3_em_bcr3.pdb, model 5
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MolProbity Ramachandran analysis

HR4527E_R3_em_bcr3.pdb, model 6

General case Glycine
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88.8% (79/89) 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] 2GLY (-144.9, 75.0)
[6] 18 ASN (65.0, 115.0)
[6] 42 HIS(-176.9, -25.0)
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MolProbity Ramachandran analysis

General case
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94.4% (84/89) 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] 18 ASN (64.9, 115.0)
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HR4527E_R3_em_bcr3.pdb, model 7
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MolProbity Ramachandran analysis

General case

\

\J

\

Psi |

Q)
(

: \
é [
‘_S d /\\J
2
D
Sl
A

D
2 M. AARRRARS o

92.1% (82/89) 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):

[8] 18 ASN (65.0, 114.9)
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HR4527E_R3_em_bcr3.pdb, model 8
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MolProbity Ramachandran analysis

HR4527E_R3_em_bcr3.pdb, model 9

General case Glycine
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93.3% (83/89) 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):
[9] 18 ASN (65.0, 115.0)
[9] 61GLY (-155.0, 85.1)

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




MolProbity Ramachandran analysis

HR4527E_R3_em_bcr3.pdb, model 10

General case
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92.1% (82/89) 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):
[10] 16 GLY (-171.9, 55.0)
[10] 18 ASN (65.1, 115.0)
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MolProbity Ramachandran analysis

HR4527E_R3_em_bcr3.pdb, model 11

General case Glycine

ke >/ 7 )\\/
JENA f 1 || e =

—~

NEAN o
(

i

N

Y

-
A

Tl
AL
.

Q=
D
\

o
PSR N N N T A T T I N T A A AN O Y O MO
"1
o
o
o [0
e
o
o
/
=

IIIIlIlIIIIIIIIIIIIIIII]I]IIII

-180 ||||||||||\||||||||||ITIIIIIIII -180 ||||||||||||||||||||||||||||||

-180 0 Phi 180 -180 0 Phi 180
Proline Pre-proline

180 \K \ 180 ( - \
. Ny B 4 O[11] 18ASN

Psi | > / Psi | f /
: N A (N
TN NS NS,

= f\\\\ =

: N—r : é)

_180_||||| [IIII\IIIII TTTTT ||||| TTTTT _180_||||| ||[||\||||| TTTTT ||||| |||||I
-180 0 Phi 180 -180 0 Phi 180

94.4% (84/89) 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):
[11] 18 ASN (65.0, 115.1)
[11] 39GLY (-145.0,75.1)
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MolProbity Ramachandran analysis

HR4527E_R3_em_bcr3.pdb, model 12

General case Glycine
180

AP T 1

: ® oo A~
RN = /\ S 7
-

U \\i:\(

180

) o
g
2

\
P
pan
==
/),\‘\\‘:///(
(=)

/i //
N\

D g
N

180 — T 1

[ T
i >Q L 7T L
/ ( N o/
0 (\o\ 0
D @
N
e I e

89.9% (80/89) 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):
[12] 39GLY (-175.0, 29.9)
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MolProbity Ramachandran analysis

HR4527E_R3_em_bcr3.pdb, model 13

General case
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92.1% (82/89) 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):
[13] 18 ASN (65.1, 115.0)
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MolProbity Ramachandran analysis

HR4527E_R3_em_bcr3.pdb, model 14

General case
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96.6% (86/89) of all residues werein favored (98%) regions.
98.9% (88/89) of al residues were in allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[14] 18 ASN (65.0, 115.0)
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MolProbity Ramachandran analysis

HR4527E_R3_em_bcr3.pdb, model 15

General case
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92.1% (82/89) 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):
[15] 18 ASN (65.1, 115.0)

http://kinemage.biochem.duke.edu

180

Psi |

,/// —
/) ,\‘\\;/// C
(=)

PRYARY
A

E =/
Vz
180 — 17 - ﬁ ...... .\\ T

_;< ) of1s] BASY
I 2 f ()

Ny o/

(@D
E N
w o R 180

Lovell, Davis, et al. Proteins 50:437 (2003)



MolProbity Ramachandran analysis

HR4527E_R3_em_bcr3.pdb, model 16

General case
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96.6% (86/89) of all residues werein favored (98%) regions.
98.9% (88/89) of al residues were in allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[16] 18 ASN (65.0, 115.1)

http://kinemage.biochem.duke.edu

180

Psi |

,/// —
/) ,\‘\\;"/o"// C
(=)

2
7

—/
/
‘180_|°|||||| k |||||| I\\ L INLEL B B B
180 0 Phi 180
Pre-proline
180 _( \\
y O[16] 18ASN

()
&/

AN

Lovell, Davis, et al. Proteins 50:437 (2003)



180

MolProbity Ramachandran analysis

HR4527E_R3_em_bcr3.pdb, model 17

General case
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91.0% (81/89) 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):
[17] 18 ASN (65.0, 115.0)
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HR4527E_R3_em_bcr3.pdb, model 18

General case
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89.9% (80/89) 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):
[18] 2GLY (-145.0, 74.9)
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MolProbity Ramachandran analysis

HR4527E_R3_em_bcr3.pdb, model 19

General case Glycine
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92.1% (82/89) 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):
[19] 18 ASN (73.8,142.2)
[19] 39GLY (-144.9, 74.9)
[19] 41 SER (52.0,-85.0)
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HR4527E_R3_em_bcr3.pdb, model 20

General case
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91.0% (81/89) 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):
[20] 13 THR (18.3, -105.0)
[20] 18 ASN (65.0, 115.1)
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