MolProbity Ramachandran analysis

STR65_NMR_em_bcr3.pdb, al models

General case
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87.0% (186212140) of all residues werein favored (98%) regions.
9 of al i

There were 58 outliers (phi, ps):
[2] 5ASP(1600,-1585)
[2] 28VAL (1208, -58.0)
[3] 22MET (694, 1051)

(4] 3PHE (72.4,-885)

[4] SASP(1746,1183)

24THR (67.3, 112.3)

[4] S0ASN (-1315,-513)

5 4LYS(700,1002)

[5] SOASN (762, 152.2)

[6] 4LYS(702,1396)

[6] 27 SER(-165.1,-51.4)

SEEEE

=

29PRO (302, 96.3)
[6] 90ASN (-148.4,-1603)
6] 91PRO(434,867)

[6] 93TYR (6456,-93.0)
[6] 94 PHE (169.9,-157.1)
[7] 23ASN (605, 93.7)
88ILE (793, 1410)

[6] 9PRO (67.8,-60.8)
[9] 28VAL (1092 -479)
(o] 89LYS(66.1 -835)

(9] 92GLU (57.2,-814)
[10] 7SER (657, 1025)
[10] BOLYS(1757,-505)
[10] 91PRO (67.8,24.2)
[11] 28VAL (850,157.9)
[11] 20PRO (305,-145)

3

regions.

90ASN (1539, 126.4)
27 SER (-177.4, -685)

794)
[13] 24 THR (-179.1,-30.0)
[13] 27 SER (-162.2,-60.9)
[13] 28VAL (1032, -58.4)
[13] 66ASN (1662, 1308)
[13] 85ARG (645, 1566)
[14] 23ASN (643,-832)
[14] 91PRO (629, -67.9)
[14] 92GLU (564,-81.2)
[15] 66ASN (729, 145.1)
[16] 3PHE (597, -83.3)
[16] 4LYS(6321062)
[16] 7 SER (176.4,-156.5)
[16] 28VAL (1146, -535)
[17] 8MET (686,98.4)
[17] 25 SER (582, 1118)
(17] 29PRO (298, 1103)
[18] 4LYS(409,95.3)
[18] 7SER (542,107.6)
[18] 25SER (712,1225)
[18] 28VAL (1386, -631)
[18] 66 ASN (696, 129.0)
12

28VAL (1091, 57.1)
64GLY (1218,-77.0)
[20] 29PRO(-223,1053)
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MolProbity Ramachandran analysis
STR65_NMR_em_bcr3.pdb, model 1

General case Glycine
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92.5% (99/107) of all residues were in favored (98%) regions.
100.0% (107/107) of al residues werein alowed (>99.8%) regions.

There were no outliers.
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MolProbity Ramachandran analysis
STR65_NMR_em_bcr3.pdb, model 2

General case
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90.7% (97/107) of al residues were in favored (98%) regions.

98.1% (105/107) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):

[2] 5ASP(160.0, -158.5)

[2] 28VAL (-120.8, -58.0)
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MolProbity Ramachandran analysis
STR65_NMR_em_bcr3.pdb, model 3

General case
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87.9% (94/107) of all residues were in favored (98%) regions.
99.1% (106/107) of all residues werein allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[3] 22 MET (69.4, 105.1)
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MolProbity Ramachandran analysis

STR65_NMR_em_bcr3.pdb, model 4

General case
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83.2% (89/107) of all residues were in favored (98%) regions.

96.3% (103/107) of al residues were in alowed (>99.8%) regions.

There were 4 outliers (phi, psi):

[4] 3PHE (72.4,-88.5)
[4] 5ASP(174.6, 118.3)
[4] 24THR(67.3,112.3)

[4] 90 ASN (-1315, -51.3)
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MolProbity Ramachandran analysis
STR65_NMR_em_bcr3.pdb, model 5

General case
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86.0% (92/107) of al residues were in favored (98%) regions.
98.1% (105/107) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):

[5] 4LYS(70.0, 100.2)
[5] 90 ASN (76.2, 152.2)
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MolProbity Ramachandran analysis

STR65_NMR_em_bcr3.pdb, model 6

General case
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88.8% (95/107) of all residues were in favored (98%) regions.

93.5% (100/107) of all residues were in allowed (>99.8%) regions.

There were 7 outliers (phi, psi):
[6] 4LYS(70.2,139.6)
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[6] 27 SER (-165.1, -51.4)
[6] 29 PRO (-30.2, 96.3)
[6] 90 ASN (-148.4,-160.3)
[6] 91 PRO (-43.4,86.7)
[6] 93TYR (64.6, -93.0)
[6] 94 PHE (169.9, -157.1)
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MolProbity Ramachandran analysis
STR65_NMR_em_bcr3.pdb, model 7

General case Glycine
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87.9% (94/107) of al residues were in favored (98%) regions.
98.1% (105/107) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[7] 23 ASN (60.5,93.7)
[7] 8BILE(79.3, 141.0)
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MolProbity Ramachandran analysis
STR65_NMR_em_bcr3.pdb, model 8

General case Glycine
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86.0% (92/107) of all residues were in favored (98%) regions.
100.0% (107/107) of al residues werein alowed (>99.8%) regions.

There were no outliers.
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87.9% (94/107) of all residues were in favored (98%) regions.
96.3% (103/107) of al residues were in alowed (>99.8%) regions.

MolProbity Ramachandran analysis

STR65_NMR_em_bcr3.pdb, model 9

General case
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There were 4 outliers (phi, psi):
[9] 9PRO (-67.8,-60.8)
[9] 28 VAL (-109.2, -47.9)
[9] 89LYS(66.1,-83.5)
[9] 92 GLU (57.2,-81.4)
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MolProbity Ramachandran analysis

STR65_NMR_em_bcr3.pdb, model 10

General case

RIS
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84.1% (90/107) of al residues were in favored (98%) regions.

97.2% (104/107) of all residues werein allowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[10] 7 SER(65.7,102.5)
[10] 89LYS(175.7,-59.5)

[10] 91 PRO (-67.8, 24.2)
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MolProbity Ramachandran analysis

STR65_NMR_em_bcr3.pdb, model 11

General case Glycine
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84.1% (90/107) of al residues were in favored (98%) regions.
97.2% (104/107) of all residues werein allowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[11] 28 VAL (85.0, 157.9)
[11] 29 PRO (-30.5, -14.5)
[11] 90 ASN (153.9, 126.4)
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MolProbity Ramachandran analysis

STR65_NMR_em_bcr3.pdb, model 12
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86.0% (92/107) of all residues were in favored (98%) regions.
98.1% (105/107) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[12] 27 SER (-177.4, -68.5)
[12] 29 PRO (-25.7, 105.4)
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MolProbity Ramachandran analysis

STR65_NMR_em_bcr3.pdb, model 13

General case Glycine
180 Toe N \ 180 . \
A N N W N
. % - 4 \//
Psi _: k o T/ Psi _:/\> / J /-’
ISR A EARN
0 1 (‘D ) o\ N\ N 0 1 ( & \
:}iﬁ""\\ it NSRRI
013 24 °% ° ] o
E ; - <
RN — N[ | A
% \ \ l — \ \ —
_180:mm\lllll TTTTT IIIII LI _180:IIIII IIIII TTTTT TTTTT IIIII TTTTT
-180 0 Phi 180 -180 0 Phi 180
180 . Proline 180 . - Pre-proline
E \K ° \ E( ° \ o[1B] 66ASN
e NGz
. / \/< N/ -/
.- f\\ .-
: \\ : @E\
_: (\DE/QPRO _: =/
_180:IIIII IIIII\IIIII TTTTT IIIII TTTTT _180:IIIII II[II\IIIII TTTTT IIIII IIIIII
-180 0 Phi 180 -180 0 Phi 180
86.0% (92/107) of all residues were in favored (98%) regions. [13] 9PRO (-64.0,-79.4)
93.5% (100/107) of all residues werein allowed (>99.8%) regions. [13] 24 THR (-179.1, -30.0)
[13] 27 SER (-162.2, -60.9)
There were 7 outliers (phi, psi): [13] 28 VAL (-103.2,-58.4)
[13] 8 MET (-139.8,-56.7) [13] 66 ASN (166.2, 130.8)

[13] 85 ARG (64.5, 156.6)
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MolProbity Ramachandran analysis

STR65_NMR_em_bcr3.pdb, model 14

General case Glycine
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90.7% (97/107) of al residues were in favored (98%) regions.
97.2% (104/107) of all residues werein allowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[14] 23 ASN (64.3,-83.2)
[14] 91 PRO (-62.9, -67.9)
[14] 92 GLU (56.4, -81.2)
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MolProbity Ramachandran analysis
STR65_NMR_em_bcr3.pdb, model 15

General case Glycine
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87.9% (94/107) of all residues were in favored (98%) regions.
99.1% (106/107) of all residues werein allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[15] 66 ASN (72.9, 145.1)
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MolProbity Ramachandran analysis

STR65_NMR_em_bcr3.pdb, model 16

General case
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86.9% (93/107) of all residues were in favored (98%) regions.

96.3% (103/107) of al residues were in alowed (>99.8%) regions.

There were 4 outliers (phi, psi):
[16] 3 PHE (59.7,-83.3)
[16] 4LYS(63.2,106.2)
[16] 7 SER (176.4,-156.5)
[16] 28 VAL (-114.6, -53.5)
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MolProbity Ramachandran analysis

STR65_NMR_em_bcr3.pdb, model 17
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88.8% (95/107) of al residues were in favored (98%) regions.
97.2% (104/107) of all residues werein allowed (>99.8%) regions.

There were 3 outliers (phi, psi):
[17] 8 MET (68.6, 98.4)
[17] 25 SER (58.2, 111.8)
[17] 29 PRO (-29.8, 110.3)
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82.2% (88/107) of all residues were in favored (98%) regions.
93.5% (100/107) of all residues were in allowed (>99.8%) regions.

MolProbity Ramachandran analysis

STR65_NMR_em_bcr3.pdb, model 18

General case
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There were 7 outliers (phi, psi):
[18] 4LYS(40.9,95.3)
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[18] 7 SER (54.2,107.6)
[18] 25 SER (71.2,122.5)
[18] 28 VAL (-138.6, -63.1)
[18] 66 ASN (69.6, 129.0)
[18] 85 ARG (47.9, 127.7)



MolProbity Ramachandran analysis

STR65_NMR_em_bcr3.pdb, model 19

General case Glycine
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87.9% (94/107) of all residues were in favored (98%) regions.
98.1% (105/107) of all residues were in alowed (>99.8%) regions.

There were 2 outliers (phi, psi):
[19] 28 VAL (109.1, -57.1)
[19] 64 GLY (121.8,-77.0)
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MolProbity Ramachandran analysis
STR65_NMR_em_bcr3.pdb, model 20

General case Glycine
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85.0% (92/107) of &l residues were in favored (98%) regions.
99.1% (106/107) of all residues werein allowed (>99.8%) regions.

There were 1 outliers (phi, psi):
[20] 29 PRO (-22.3, 105.3)
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