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with specific help available everywhere you see the (1) symbol.

The types of validation reports are described at
http://www.wwpdb.org/validation /2017 /FAQs#types.

The following versions of software and data (see references (1)) were used in the production of this report:

EMDB validation analysis : 0.0.1.dev118
MolProbity : 4-5-2 with Phenix2.0rcl

Percentile statistics :  20231227.v01 (using entries in the PDB archive December 27th 2023)
MapQ : 1.9.13
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.44
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1 Overall quality at a glance (i)

The following experimental techniques were used to determine the structure:
ELECTRON MICROSCOPY

The reported resolution of this entry is 4.02 A.

Percentile scores (ranging between 0-100) for global validation metrics of the entry are shown in
the following graphic. The table shows the number of entries on which the scores are based.

Metric Percentile Ranks Value
Clashscore - 26
Ramachandran outliers I 0
Sidechain outliers NN 0 D 7%
Worse Better

0 Percentile relative to all structures

[I Percentile relative to all EM structures

Motric Whole archive EM structures
(#Entries) (#Entries)
Clashscore 210492 15764
Ramachandran outliers 207382 16835
Sidechain outliers 206894 16415

The table below summarises the geometric issues observed across the polymeric chains and their fit
to the map. The red, orange, yellow and green segments of the bar indicate the fraction of residues
that contain outliers for >=3, 2, 1 and 0 types of geometric quality criteria respectively. A grey
segment represents the fraction of residues that are not modelled. The numeric value for each
fraction is indicated below the corresponding segment, with a dot representing fractions <=5%
The upper red bar (where present) indicates the fraction of residues that have poor fit to the EM
map (all-atom inclusion < 40%). The numeric value is given above the bar.

Mol | Chain | Length Quality of chain
3%
1 A 726 43% 44% . 13%
13%
1 B 726 43% 43% . 13%
13%
1 C 726 43% 43% < 13%
13%
1 D 726 42% 44% . 13%
13%
1 E 726 43% 44% . 13%
4%
[—
1 F 726 43% 43% T 7
13%
1 G 726 42% 44% S 13%
14%
[—
1 H 726 43% 43% T 7

Continued on next page...

WO RLDWIDE

PROTEIN DATA BANK


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#overall_quality

Page 3

Full wwPDB EM Validation Report

EMD-13951, 7QGO0
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Mol | Chain | Length Quality of chain
3%
_ I
1 I 726 43% 43% < 13%
13%
_ I
1 J 726 42% 44% R T
13%
_ I
1 K 726 43% 43% . 13%
13%
_ I
1 L 726 42% 44% . 13%
13%
_ I
1 M 726 43% 44% < 13%
13%
_ I
1 N 726 43% 44% . 13%
4%
[— —
1 O 726 42% 44% O 13%
13%
_ I
1 P 726 43% 43% < 13%




Page 4

Full wwPDB EM Validation Report

EMD-13951, 7QGO0

2 Entry composition (i)

There is only 1 type of molecule in this entry. The entry contains 78880 atoms, of which 0 are

hydrogens and 0 are deuteriums.

In the tables below, the AltConf column contains the number of residues with at least one atom
in alternate conformation and the Trace column contains the number of residues modelled with at

most 2 atoms.

e Molecule 1 is a protein called NAD(+) hydrolase SARMI.

Mol | Chain | Residues Atoms AltConf | Trace
L A 631 ZSZ%I 31016 815\3]5 9(85 284 0 0
L B 631 ZS?SI 31016 812\315 985 284 0 0
! ¢ 631 Zggél 31016 812\;5 9(85 284 0 0
1 b 631 Zggaol 31016 812\315 985 284 0 0
1 B 631 Zggaol 31C16 816\315 985 284 0 0
1 d 631 Zggaol 31C16 81;5 985 284 0 0
1 G 631 Zgg?)l 31C16 812\315 985 284 0 0
1 H 631 Zgg%l 31C16 812\3]5 985 2S4 0 0
1 ! 631 Zgg%l 31C16 812\3]5 985 2S4 0 0
1 J 631 Zgg%l 31C16 815\3]5 985 2S4 0 0
1 Kk 631 Zgg%l 31C16 815\515 985 2S4 0 0
1 L 631 Zgg%l 31C16 815\515 985 2S4 0 0
L M 031 Zgg%l 31C16 82]5 985 284 0 0
1 N 631 Zgg%l 31C16 82]5 9(55 2S4 0 0
1 O 031 Zgg%l 31016 825 9(0)5 284 0 0
1 P 031 Zgg%l 31016 825 9(85 284 0 0

There are 448 discrepancies between the modelled and reference sequences:
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Chain | Residue | Modelled | Actual Comment Reference

A -1 MET - initiating methionine | UNP Q6SZW1
A 0 SER - expression tag UNP Q6SZW1
A 1 TYR - expression tag UNP Q6SZW1
A 2 HIS - expression tag UNP Q6SZW1
A 3 HIS - expression tag UNP Q6SZW1
A 4 HIS - expression tag UNP Q6SZW1
A 5 HIS - expression tag UNP Q6SZW1
A 6 HIS - expression tag UNP Q6SZW1
A 7 HIS - expression tag UNP Q6SZW1
A 8 ASP - expression tag UNP Q6SZW1
A 9 TYR - expression tag UNP Q6SZW1
A 10 ASP - expression tag UNP Q6SZW1
A 11 ILE - expression tag UNP Q6SZW1
A 12 PRO - expression tag UNP Q6SZW1
A 13 THR - expression tag UNP Q6SZW1
A 14 THR - expression tag UNP Q6SZW1
A 15 GLU - expression tag UNP Q6SZW1
A 16 ASN - expression tag UNP Q6SZW1
A 17 LEU - expression tag UNP Q6SZW1
A 18 TYR - expression tag UNP Q6SZW1
A 19 PHE - expression tag UNP Q6SZW1
A 20 GLN - expression tag UNP Q6SZW1
A 21 GLY - expression tag UNP Q6SZW1
A 22 ALA - expression tag UNP Q6SZW1
A 23 MET - expression tag UNP Q6SZW1
A 24 GLY - expression tag UNP Q6SZW1
A 25 SER - expression tag UNP Q6SZW1
A 642 GLN GLU conflict UNP Q6SZW1
B -1 MET - initiating methionine | UNP Q6SZW1
B 0 SER - expression tag UNP Q6SZW1
B 1 TYR - expression tag UNP Q6SZW1
B 2 HIS - expression tag UNP Q6SZW1
B 3 HIS - expression tag UNP Q6SZW1
B 4 HIS - expression tag UNP Q6SZW1
B ) HIS - expression tag UNP Q6SZW1
B 6 HIS - expression tag UNP Q6SZW1
B 7 HIS - expression tag UNP Q6SZW1
B 8 ASP - expression tag UNP Q6SZW1
B 9 TYR - expression tag UNP Q6SZW1
B 10 ASP - expression tag UNP Q6SZW1
B 11 ILE - expression tag UNP Q6SZW1
B 12 PRO - expression tag UNP Q6SZW1
B 13 THR - expression tag UNP Q6SZW1

Continued on next page...
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Continued from previous page...

Chain | Residue | Modelled | Actual Comment Reference
B 14 THR - expression tag UNP Q65SZW1
B 15 GLU - expression tag UNP Q6SZW1
B 16 ASN - expression tag UNP Q6SZW1
B 17 LEU - expression tag UNP Q6SZW1
B 18 TYR - expression tag UNP Q6SZW1
B 19 PHE - expression tag UNP Q6SZW1
B 20 GLN - expression tag UNP Q6SZW1
B 21 GLY - expression tag UNP Q65SZW1
B 22 ALA - expression tag UNP Q6SZW1
B 23 MET - expression tag UNP Q6SZW1
B 24 GLY - expression tag UNP Q6SZW1
B 25 SER - expression tag UNP Q6SZW1
B 642 GLN GLU conflict UNP Q6SZW1
C -1 MET - initiating methionine | UNP Q6SZW1
C 0 SER - expression tag UNP Q6SZW1
C 1 TYR - expression tag UNP Q6SZW1
C 2 HIS - expression tag UNP Q6SZW1
C 3 HIS - expression tag UNP Q6SZW1
C 4 HIS - expression tag UNP Q6SZW1
C 5 HIS - expression tag UNP Q6SZW1
C 6 HIS - expression tag UNP Q6SZW1
C 7 HIS - expression tag UNP Q6SZW1
C 8 ASP - expression tag UNP Q6SZW1
C 9 TYR - expression tag UNP Q6SZW1
C 10 ASP - expression tag UNP Q6SZW1
C 11 ILE - expression tag UNP Q6SZW1
C 12 PRO - expression tag UNP Q6SZW1
C 13 THR - expression tag UNP Q6SZW1
C 14 THR - expression tag UNP Q6SZW1
C 15 GLU - expression tag UNP Q6SZW1
C 16 ASN - expression tag UNP Q6SZW1
C 17 LEU - expression tag UNP Q6SZW1
C 18 TYR - expression tag UNP Q6SZW1
C 19 PHE - expression tag UNP Q6SZW1
C 20 GLN - expression tag UNP Q6SZW1
C 21 GLY - expression tag UNP Q6SZW1
C 22 ALA - expression tag UNP Q6SZW1
C 23 MET - expression tag UNP Q6SZW1
C 24 GLY - expression tag UNP Q6SZW1
C 25 SER - expression tag UNP Q6SZW1
C 642 GLN GLU conflict UNP Q6SZW1
D -1 MET - initiating methionine | UNP Q6SZW1

Continued on next page...
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Chain | Residue | Modelled | Actual Comment Reference
D 0 SER - expression tag UNP Q65SZW1
D 1 TYR - expression tag UNP Q6SZW1
D 2 HIS - expression tag UNP Q6SZW1
D 3 HIS - expression tag UNP Q6SZW1
D 4 HIS - expression tag UNP Q6SZW1
D 5 HIS - expression tag UNP Q6SZW1
D 6 HIS - expression tag UNP Q6SZW1
D 7 HIS - expression tag UNP Q65SZW1
D 8 ASP - expression tag UNP Q6SZW1
D 9 TYR - expression tag UNP Q6SZW1
D 10 ASP - expression tag UNP Q6SZW1
D 11 ILE - expression tag UNP Q6SZW1
D 12 PRO - expression tag UNP Q6SZW1
D 13 THR - expression tag UNP Q6SZW1
D 14 THR - expression tag UNP Q6SZW1
D 15 GLU - expression tag UNP Q6SZW1
D 16 ASN - expression tag UNP Q6SZW1
D 17 LEU - expression tag UNP Q6SZW1
D 18 TYR - expression tag UNP Q6SZW1
D 19 PHE - expression tag UNP Q6SZW1
D 20 GLN - expression tag UNP Q6SZW1
D 21 GLY - expression tag UNP Q6SZW1
D 22 ALA - expression tag UNP Q6SZW1
D 23 MET - expression tag UNP Q6SZW1
D 24 GLY - expression tag UNP Q6SZW1
D 25 SER - expression tag UNP Q6SZW1
D 642 GLN GLU conflict UNP Q6SZW1
E -1 MET - initiating methionine | UNP Q6SZW1
E 0 SER - expression tag UNP Q6SZW1
E 1 TYR - expression tag UNP Q6SZW1
E 2 HIS - expression tag UNP Q6SZW1
E 3 HIS - expression tag UNP Q6SZW1
E 4 HIS - expression tag UNP Q6SZW1
E 5 HIS - expression tag UNP Q6SZW1
E 6 HIS - expression tag UNP Q6SZW1
E 7 HIS - expression tag UNP Q6SZW1
E 8 ASP - expression tag UNP Q6SZW1
E 9 TYR - expression tag UNP Q6SZW1
E 10 ASP - expression tag UNP Q6SZW1
E 11 ILE - expression tag UNP Q6SZW1
E 12 PRO - expression tag UNP Q6SZW1
E 13 THR - expression tag UNP Q6SZW1

Continued on next page...
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Chain | Residue | Modelled | Actual Comment Reference
E 14 THR - expression tag UNP Q65SZW1
E 15 GLU - expression tag UNP Q6SZW1
E 16 ASN - expression tag UNP Q6SZW1
E 17 LEU - expression tag UNP Q6SZW1
E 18 TYR - expression tag UNP Q6SZW1
E 19 PHE - expression tag UNP Q6SZW1
E 20 GLN - expression tag UNP Q6SZW1
E 21 GLY - expression tag UNP Q65SZW1
E 22 ALA - expression tag UNP Q6SZW1
E 23 MET - expression tag UNP Q6SZW1
E 24 GLY - expression tag UNP Q6SZW1
E 25 SER - expression tag UNP Q6SZW1
E 642 GLN GLU conflict UNP Q6SZW1
F -1 MET - initiating methionine | UNP Q6SZW1
F 0 SER - expression tag UNP Q6SZW1
F 1 TYR - expression tag UNP Q6SZW1
F 2 HIS - expression tag UNP Q6SZW1
F 3 HIS - expression tag UNP Q6SZW1
F 4 HIS - expression tag UNP Q6SZW1
F 5 HIS - expression tag UNP Q6SZW1
F 6 HIS - expression tag UNP Q6SZW1
F 7 HIS - expression tag UNP Q6SZW1
F 8 ASP - expression tag UNP Q6SZW1
F 9 TYR - expression tag UNP Q6SZW1
F 10 ASP - expression tag UNP Q6SZW1
F 11 ILE - expression tag UNP Q6SZW1
F 12 PRO - expression tag UNP Q6SZW1
F 13 THR - expression tag UNP Q6SZW1
F 14 THR - expression tag UNP Q6SZW1
F 15 GLU - expression tag UNP Q6SZW1
F 16 ASN - expression tag UNP Q6SZW1
F 17 LEU - expression tag UNP Q6SZW1
F 18 TYR - expression tag UNP Q6SZW1
F 19 PHE - expression tag UNP Q6SZW1
F 20 GLN - expression tag UNP Q6SZW1
F 21 GLY - expression tag UNP Q6SZW1
F 22 ALA - expression tag UNP Q6SZW1
F 23 MET - expression tag UNP Q6SZW1
F 24 GLY - expression tag UNP Q6SZW1
F 25 SER - expression tag UNP Q6SZW1
F 642 GLN GLU conflict UNP Q6SZW1
G -1 MET - initiating methionine | UNP Q6SZW1

Continued on next page...
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Chain | Residue | Modelled | Actual Comment Reference
G 0 SER - expression tag UNP Q6SZW1
G 1 TYR - expression tag UNP Q6SZW1
G 2 HIS - expression tag UNP Q6SZW1
G 3 HIS - expression tag UNP Q6SZW1
G 4 HIS - expression tag UNP Q6SZW1
G 5 HIS - expression tag UNP Q6SZW1
G 6 HIS - expression tag UNP Q6SZW1
G 7 HIS - expression tag UNP Q6SZW1
G 8 ASP - expression tag UNP Q6SZW1
G 9 TYR - expression tag UNP Q6SZW1
G 10 ASP - expression tag UNP Q6SZW1
G 11 ILE - expression tag UNP Q6SZW1
G 12 PRO - expression tag UNP Q6SZW1
G 13 THR - expression tag UNP Q6SZW1
G 14 THR - expression tag UNP Q6SZW1
G 15 GLU - expression tag UNP Q6SZW1
G 16 ASN - expression tag UNP Q6SZW1
G 17 LEU - expression tag UNP Q6SZW1
G 18 TYR - expression tag UNP Q6SZW1
G 19 PHE - expression tag UNP Q6SZW1
G 20 GLN - expression tag UNP Q6SZW1
G 21 GLY - expression tag UNP Q6SZW1
G 22 ALA - expression tag UNP Q6SZW1
G 23 MET - expression tag UNP Q6SZW1
G 24 GLY - expression tag UNP Q6SZW1
G 25 SER - expression tag UNP Q6SZW1
G 642 GLN GLU conflict UNP Q6SZW1
H -1 MET - initiating methionine | UNP Q6SZW1
H 0 SER - expression tag UNP Q6SZW1
H 1 TYR - expression tag UNP Q6SZW1
H 2 HIS - expression tag UNP Q6SZW1
H 3 HIS - expression tag UNP Q6SZW1
H 4 HIS - expression tag UNP Q6SZW1
H 5 HIS - expression tag UNP Q6SZW1
H 6 HIS - expression tag UNP Q6SZW1
H 7 HIS - expression tag UNP Q6SZW1
H 8 ASP - expression tag UNP Q6SZW1
H 9 TYR - expression tag UNP Q6SZW1
H 10 ASP - expression tag UNP Q6SZW1
H 11 ILE - expression tag UNP Q6SZW1
H 12 PRO - expression tag UNP Q6SZW1
H 13 THR - expression tag UNP Q6SZW1

Continued on next page...
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Chain | Residue | Modelled | Actual Comment Reference
H 14 THR - expression tag UNP Q65SZW1
H 15 GLU - expression tag UNP Q6SZW1
H 16 ASN - expression tag UNP Q6SZW1
H 17 LEU - expression tag UNP Q6SZW1
H 18 TYR - expression tag UNP Q6SZW1
H 19 PHE - expression tag UNP Q6SZW1
H 20 GLN - expression tag UNP Q6SZW1
H 21 GLY - expression tag UNP Q65SZW1
H 22 ALA - expression tag UNP Q6SZW1
H 23 MET - expression tag UNP Q6SZW1
H 24 GLY - expression tag UNP Q6SZW1
H 25 SER - expression tag UNP Q6SZW1
H 642 GLN GLU conflict UNP Q6SZW1
I -1 MET - initiating methionine | UNP Q6SZW1
I 0 SER - expression tag UNP Q6SZW1
I 1 TYR - expression tag UNP Q6SZW1
I 2 HIS - expression tag UNP Q6SZW1
I 3 HIS - expression tag UNP Q6SZW1
I 4 HIS - expression tag UNP Q6SZW1
I 5 HIS - expression tag UNP Q6SZW1
I 6 HIS - expression tag UNP Q6SZW1
I 7 HIS - expression tag UNP Q6SZW1
I 8 ASP - expression tag UNP Q6SZW1
I 9 TYR - expression tag UNP Q6SZW1
I 10 ASP - expression tag UNP Q6SZW1
I 11 ILE - expression tag UNP Q6SZW1
I 12 PRO - expression tag UNP Q6SZW1
I 13 THR - expression tag UNP Q6SZW1
I 14 THR - expression tag UNP Q6SZW1
I 15 GLU - expression tag UNP Q6SZW1
I 16 ASN - expression tag UNP Q6SZW1
I 17 LEU - expression tag UNP Q6SZW1
I 18 TYR - expression tag UNP Q6SZW1
I 19 PHE - expression tag UNP Q6SZW1
I 20 GLN - expression tag UNP Q6SZW1
I 21 GLY - expression tag UNP Q6SZW1
I 22 ALA - expression tag UNP Q6SZW1
I 23 MET - expression tag UNP Q6SZW1
I 24 GLY - expression tag UNP Q6SZW1
I 25 SER - expression tag UNP Q6SZW1
I 642 GLN GLU conflict UNP Q6SZW1
J -1 MET - initiating methionine | UNP Q6SZW1

Continued on next page...
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Chain | Residue | Modelled | Actual Comment Reference
J 0 SER - expression tag UNP Q6SZW1
J 1 TYR - expression tag UNP Q6SZW1
J 2 HIS - expression tag UNP Q6SZW1
J 3 HIS - expression tag UNP Q6SZW1
J 4 HIS - expression tag UNP Q6SZW1
J 5 HIS - expression tag UNP Q6SZW1
J 6 HIS - expression tag UNP Q6SZW1
J 7 HIS - expression tag UNP Q6SZW1
J 8 ASP - expression tag UNP Q6SZW1
J 9 TYR - expression tag UNP Q6SZW1
J 10 ASP - expression tag UNP Q6SZW1
J 11 ILE - expression tag UNP Q6SZW1
J 12 PRO - expression tag UNP Q6SZW1
J 13 THR - expression tag UNP Q6SZW1
J 14 THR - expression tag UNP Q6SZW1
J 15 GLU - expression tag UNP Q6SZW1
J 16 ASN - expression tag UNP Q6SZW1
J 17 LEU - expression tag UNP Q6SZW1
J 18 TYR - expression tag UNP Q6SZW1
J 19 PHE - expression tag UNP Q6SZW1
J 20 GLN - expression tag UNP Q6SZW1
J 21 GLY - expression tag UNP Q6SZW1
J 22 ALA - expression tag UNP Q6SZW1
J 23 MET - expression tag UNP Q6SZW1
J 24 GLY - expression tag UNP Q6SZW1
J 25 SER - expression tag UNP Q6SZW1
J 642 GLN GLU conflict UNP Q6SZW1
K -1 MET - initiating methionine | UNP Q6SZW1
K 0 SER - expression tag UNP Q6SZW1
K 1 TYR - expression tag UNP Q6SZW1
K 2 HIS - expression tag UNP Q6SZW1
K 3 HIS - expression tag UNP Q6SZW1
K 4 HIS - expression tag UNP Q6SZW1
K 5 HIS - expression tag UNP Q6SZW1
K 6 HIS - expression tag UNP Q6SZW1
K 7 HIS - expression tag UNP Q6SZW1
K 8 ASP - expression tag UNP Q6SZW1
K 9 TYR - expression tag UNP Q6SZW1
K 10 ASP - expression tag UNP Q6SZW1
K 11 ILE - expression tag UNP Q6SZW1
K 12 PRO - expression tag UNP Q6SZW1
K 13 THR - expression tag UNP Q6SZW1

Continued on next page...
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Chain | Residue | Modelled | Actual Comment Reference
K 14 THR - expression tag UNP Q65SZW1
K 15 GLU - expression tag UNP Q6SZW1
K 16 ASN - expression tag UNP Q6SZW1
K 17 LEU - expression tag UNP Q6SZW1
K 18 TYR - expression tag UNP Q6SZW1
K 19 PHE - expression tag UNP Q6SZW1
K 20 GLN - expression tag UNP Q6SZW1
K 21 GLY - expression tag UNP Q65SZW1
K 22 ALA - expression tag UNP Q6SZW1
K 23 MET - expression tag UNP Q6SZW1
K 24 GLY - expression tag UNP Q6SZW1
K 25 SER - expression tag UNP Q6SZW1
K 642 GLN GLU conflict UNP Q6SZW1
L -1 MET - initiating methionine | UNP Q6SZW1
L 0 SER - expression tag UNP Q6SZW1
L 1 TYR - expression tag UNP Q6SZW1
L 2 HIS - expression tag UNP Q6SZW1
L 3 HIS - expression tag UNP Q6SZW1
L 4 HIS - expression tag UNP Q6SZW1
L 5 HIS - expression tag UNP Q6SZW1
L 6 HIS - expression tag UNP Q6SZW1
L 7 HIS - expression tag UNP Q6SZW1
L 8 ASP - expression tag UNP Q6SZW1
L 9 TYR - expression tag UNP Q6SZW1
L 10 ASP - expression tag UNP Q6SZW1
L 11 ILE - expression tag UNP Q6SZW1
L 12 PRO - expression tag UNP Q6SZW1
L 13 THR - expression tag UNP Q6SZW1
L 14 THR - expression tag UNP Q6SZW1
L 15 GLU - expression tag UNP Q6SZW1
L 16 ASN - expression tag UNP Q6SZW1
L 17 LEU - expression tag UNP Q6SZW1
L 18 TYR - expression tag UNP Q6SZW1
L 19 PHE - expression tag UNP Q6SZW1
L 20 GLN - expression tag UNP Q6SZW1
L 21 GLY - expression tag UNP Q6SZW1
L 22 ALA - expression tag UNP Q6SZW1
L 23 MET - expression tag UNP Q6SZW1
L 24 GLY - expression tag UNP Q6SZW1
L 25 SER - expression tag UNP Q6SZW1
L 642 GLN GLU conflict UNP Q6SZW1
M -1 MET - initiating methionine | UNP Q6SZW1

Continued on next page...




Page 13

Full wwPDB EM Validation Report

EMD-13951, 7QGO0
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Chain | Residue | Modelled | Actual Comment Reference
M 0 SER - expression tag UNP Q65SZW1
M 1 TYR - expression tag UNP Q6SZW1
M 2 HIS - expression tag UNP Q6SZW1
M 3 HIS - expression tag UNP Q6SZW1
M 4 HIS - expression tag UNP Q6SZW1
M 5 HIS - expression tag UNP Q6SZW1
M 6 HIS - expression tag UNP Q6SZW1
M 7 HIS - expression tag UNP Q65SZW1
M 8 ASP - expression tag UNP Q6SZW1
M 9 TYR - expression tag UNP Q6SZW1
M 10 ASP - expression tag UNP Q6SZW1
M 11 ILE - expression tag UNP Q6SZW1
M 12 PRO - expression tag UNP Q6SZW1
M 13 THR - expression tag UNP Q6SZW1
M 14 THR - expression tag UNP Q6SZW1
M 15 GLU - expression tag UNP Q6SZW1
M 16 ASN - expression tag UNP Q6SZW1
M 17 LEU - expression tag UNP Q6SZW1
M 18 TYR - expression tag UNP Q6SZW1
M 19 PHE - expression tag UNP Q6SZW1
M 20 GLN - expression tag UNP Q6SZW1
M 21 GLY - expression tag UNP Q6SZW1
M 22 ALA - expression tag UNP Q6SZW1
M 23 MET - expression tag UNP Q6SZW1
M 24 GLY - expression tag UNP Q6SZW1
M 25 SER - expression tag UNP Q6SZW1
M 642 GLN GLU conflict UNP Q6SZW1
N -1 MET - initiating methionine | UNP Q6SZW1
N 0 SER - expression tag UNP Q6SZW1
N 1 TYR - expression tag UNP Q6SZW1
N 2 HIS - expression tag UNP Q6SZW1
N 3 HIS - expression tag UNP Q6SZW1
N 4 HIS - expression tag UNP Q6SZW1
N 5 HIS - expression tag UNP Q6SZW1
N 6 HIS - expression tag UNP Q6SZW1
N 7 HIS - expression tag UNP Q6SZW1
N 8 ASP - expression tag UNP Q6SZW1
N 9 TYR - expression tag UNP Q6SZW1
N 10 ASP - expression tag UNP Q6SZW1
N 11 ILE - expression tag UNP Q6SZW1
N 12 PRO - expression tag UNP Q6SZW1
N 13 THR - expression tag UNP Q6SZW1

Continued on next page...




Page 14

Full wwPDB EM Validation Report

EMD-13951, 7QGO0
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Chain | Residue | Modelled | Actual Comment Reference
N 14 THR - expression tag UNP Q65SZW1
N 15 GLU - expression tag UNP Q6SZW1
N 16 ASN - expression tag UNP Q6SZW1
N 17 LEU - expression tag UNP Q6SZW1
N 18 TYR - expression tag UNP Q6SZW1
N 19 PHE - expression tag UNP Q6SZW1
N 20 GLN - expression tag UNP Q6SZW1
N 21 GLY - expression tag UNP Q65SZW1
N 22 ALA - expression tag UNP Q6SZW1
N 23 MET - expression tag UNP Q6SZW1
N 24 GLY - expression tag UNP Q6SZW1
N 25 SER - expression tag UNP Q6SZW1
N 642 GLN GLU conflict UNP Q6SZW1
O -1 MET - initiating methionine | UNP Q6SZW1
O 0 SER - expression tag UNP Q6SZW1
O 1 TYR - expression tag UNP Q6SZW1
O 2 HIS - expression tag UNP Q6SZW1
O 3 HIS - expression tag UNP Q6SZW1
O 4 HIS - expression tag UNP Q6SZW1
O 5 HIS - expression tag UNP Q6SZW1
O 6 HIS - expression tag UNP Q6SZW1
O 7 HIS - expression tag UNP Q6SZW1
O 8 ASP - expression tag UNP Q6SZW1
O 9 TYR - expression tag UNP Q6SZW1
O 10 ASP - expression tag UNP Q6SZW1
O 11 ILE - expression tag UNP Q6SZW1
O 12 PRO - expression tag UNP Q6SZW1
O 13 THR - expression tag UNP Q6SZW1
O 14 THR - expression tag UNP Q6SZW1
O 15 GLU - expression tag UNP Q6SZW1
O 16 ASN - expression tag UNP Q6SZW1
O 17 LEU - expression tag UNP Q6SZW1
O 18 TYR - expression tag UNP Q6SZW1
O 19 PHE - expression tag UNP Q6SZW1
O 20 GLN - expression tag UNP Q6SZW1
O 21 GLY - expression tag UNP Q6SZW1
O 22 ALA - expression tag UNP Q6SZW1
O 23 MET - expression tag UNP Q6SZW1
O 24 GLY - expression tag UNP Q6SZW1
O 25 SER - expression tag UNP Q6SZW1
O 642 GLN GLU conflict UNP Q6SZW1
P -1 MET - initiating methionine | UNP Q6SZW1

Continued on next page...
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Continued from previous page...

Chain | Residue | Modelled | Actual Comment Reference
P 0 SER - expression tag UNP Q65SZW1
P 1 TYR - expression tag UNP Q6SZW1
P 2 HIS - expression tag UNP Q6SZW1
P 3 HIS - expression tag UNP Q6SZW1
P 4 HIS - expression tag UNP Q6SZW1
P 5 HIS - expression tag UNP Q6SZW1
P 6 HIS - expression tag UNP Q6SZW1
P 7 HIS - expression tag UNP Q65SZW1
P 8 ASP - expression tag UNP Q6SZW1
P 9 TYR - expression tag UNP Q6SZW1
P 10 ASP - expression tag UNP Q6SZW1
P 11 ILE - expression tag UNP Q6SZW1
P 12 PRO - expression tag UNP Q6SZW1
P 13 THR - expression tag UNP Q6SZW1
P 14 THR - expression tag UNP Q6SZW1
P 15 GLU - expression tag UNP Q6SZW1
P 16 ASN - expression tag UNP Q6SZW1
P 17 LEU - expression tag UNP Q6SZW1
P 18 TYR - expression tag UNP Q6SZW1
P 19 PHE - expression tag UNP Q6SZW1
P 20 GLN - expression tag UNP Q6SZW1
P 21 GLY - expression tag UNP Q6SZW1
P 22 ALA - expression tag UNP Q6SZW1
P 23 MET - expression tag UNP Q6SZW1
P 24 GLY - expression tag UNP Q6SZW1
P 25 SER - expression tag UNP Q6SZW1
P 642 GLN GLU conflict UNP Q6SZW1




EMD-13951, 7QGO

green = 0, yellow = 1, orange = 2

Full wwPDB EM Validation Report
A red diamond above a residue indicates a poor fit to the EM map for

this residue (all-atom inclusion < 40%). Stretches of 2 or more consecutive residues without any

atom inclusion in map density. Residues are color-coded according to the number of geometric

second graphic. The second graphic shows the sequence view annotated by issues in geometry and
quality criteria for which they contain at least one outlier:

These plots are drawn for all protein, RNA, DNA and oligosaccharide chains in the entry. The
first graphic for a chain summarises the proportions of the various outlier classes displayed in the

3 Residue-property plots (i)

and red = 3 or more.

Page 16

g
[ay]
-
<]
) ¢ ssa
9 02TT 1891
g 61TV [}
) ¢ 539
= ¢ €878 ¢ 0658 €991
- 9111 Iuwz_ ] Z39N
= ¢ Ia 0871 2y ﬁ me MMMM ¢
= ¢ v 673 Al geey e - ¢
9 Sew w2 i i mmm ¢
= il 121d | ssed geeT o e
- ¢ e L I ceea e 6157 s
=) ¢ o SLTH Bt TEEA (1 790
< o 601D [ prE ummm 0ge1 MMM“ ) 1
o ] £LTY 62€Y O0%9H
<& - [ | 152 S8vs [ |
=, ¢ oo Eemmll e 8zed vy 695y q
m . S0T1 L2 SHZH ’I €870 8934 ‘
YOTT oLN vied 9ged | | e
6911 989)
% 0. ot evzH 0 geed 08%s 0 9994 QI
[ ewed | 6.7k 950 ¢
..gnuU 1018 o et ¢ wmwz £9ad ¢ vesa
+ oota 59T MMMM ¢ ST * 83 ¢ seo
= et v oa ¢
= e Ceseo
- 160 LETD Hmﬁ. ¢ et
98TH
5 ¢ a1
) X S6A Immﬁ [ ] *
m 3 el EETD sovd 9291
(o | oeev wmmz Mwwm e
n
O azz1 [} ¢ | ween
1% [ | ¢ orex 0979 ¢ £29d
. yeed [ egvs | | Tees
% €221 0* 85V 0 1291
— ceel 308 [ zsm | 0 6%3d |
o= 2441 d 957D 1194
. M [ wmmo 3571 ¢ eSS 9TON
= | weva | | sveH |
3 m ﬁ mmﬁ 571 ¢ 9591 ¢ Mww
Q 811 1124 [4174:] I
m nmw ey 9Ty ; 1571 799 04
7t o8y oBTYH ST2D 88¢H 0S%a -
R I A T s
IV €TCA
© ° e R ; s e L oo
% = 118 ZHIA e v8zd [aat ] k
o LWJ ° aast 1029 mmg mﬂﬁ T€9T 5053
o0 —~ < 6€TH 02V 08zN [ | 6251 ‘l
< —+ 8ETT " yozy | [ | e) [ sean |
) = | gozA oLeh | 1290 ¢ 5094
3 - €eTT ] sy LEVD [ | ¢ oo
— < ¢ et 6610 wmg % 9TSH ¢
W . Z. S MMM 1673 69CH ¢ 7191 ¢
= aV.w EER 6211 [} | soTT sevd €198 ¢
[N 8211 2614 wwmu cews [ | ¢ ssst
o o0 5] 1z1a | T6TH TE7d 8050
= = .|u. .. I 06TH I 0EPD 10SS ‘I
< .= O < azID 6813 ¢ o [ | 90SA ¢ 9652
ﬂ = < o | 8811 £920 1298 5051 S65A
= o = 1811 cocd [ | [ | | wesa
= 5 M < 9819 1923 iza21 20SL £65T
= = 38TV 0928 £eod T0SA | zesd
& O
O "wm ® $8TA | esed zTvd [ | 16

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#residue_plots

EMD-13951, 7QGO

Full wwPDB EM Validation Report

Page 17

7898
£89M

7891

$ o
¢ v

€L90
0 TLOW
0 1290
0 093

699d
8991
L99A
9990

299M

S o o o

3

NAD(+) hydrolase SARM1

e Molecule 1

X

m

—

.

R

m

<

R

m

<
R
m
—

=

o=

o]

mmw

>

0zTI

S6A
64

261

0 TOA

wSTY
€9TA

8¥11
PAAN
eian:
144 4
IV

E€TEA

i

S0ed
¥oea

€621

0 6824

8823

98¢
98¢y
¥8ca
€8CA

082N

LLT1
9.LZA

vLea

69CH

A& 4
<>

L9ty
9921

0 $9zd

€920
{4214

£THh
(447}
L1474

8T

917

ASES

(457
60%A

90%1

98N

¥8ed
€8EN

T9EN

95€M1

¢

67€T

20SL
TOSA
0050

8674
L6%Y4

S67a
7671

687

L8¥1
98YN
S§8%S
it
€870

6L7A
8LYN

TLYL
8974
S9PY
i
€974

09%D

8S¥)

95¥D
SSPT

[4s14:]
TSY1
0sva
677d
8vvd
LvPL
iads

EVPT
(i)

LEVD

SEVH
vevd
€evd
CEYS
Tevd
0EVD

L2¥S

i4472%

6251

1,239D

9TSH

OO0

1871
€158

8050
L0SS
90SA
S0ST

S¥ol
Fyon

[420)]

0%9H

8E9M
L€9Q
9€9

veoa

2Ee9Q

OOOiOOO

o -
m M
© ©
= o

9291

0
N
©
<

€29d

1291

L1794
9TON
ST9Y

i

CTON
TT9A
0198

8091

9094

i

OO 0O GO 900 oo

0 €094
0 2093

8691

9654
S6SA

SLOA

€290
CLON

T.9a
0494

699d
8991
L99A

999d

NAD(+) hydrolase SARM1

e Molecule 1

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13951, 7QGO

Full wwPDB EM Validation Report

Page 18

R

m

—

.

X

m

<

R

m

<
R
m
—

=

o=

o]

mmw

>

0zTI

0 61TV

9111

0 1431)

TITA
0 jas sy
0 A%t

601D

0 901d
S0TT
%011

T01d
0073

261

S e & Voo

[42:0)

0ved
6€€T
8EEYH

€eeT
ceed
TEEA
0geT
6zeYd
8zeh

oE==a

92ed

0 szea
0. zzed

0 €TEA

S0ed
voea

€621

0 6824

88¢H
98¢
98¢y
v8cd
€8CA
082N

9.LZA

j2xa

69CH

L92d
9921

0 $9zd

£9za
c9cd
T9eH
09Zs

121

E154)

9Tva

A5CS

(457
607A

90%1

¢

TO%A

i

66€4

L6ET

i

76€T

26€d
Teex

98€X

78€d
€8EN

|
s6va
671

1671

TSvh
67vd

9vP1

EVPT

7891
€8SH
T8SA

0851
6.5

S.80

6954
89Sk

0 5954
$9SA
€950
z95d

6%Sd
89S

ii[‘><‘> > @

9751

vvea

0%SL

VESH

T€ST

62ST

1280

9TSH

Y191

739A
€991
TS9N

SO 00O o0

e 00O o

o]
0
©
a

LS9T

NAD(+) hydrolase SARM1

e Molecule 1

X

m

—

.

N

<

<

X

o

<
R
m
—

=

o

o]

mmw

>

T0Td
0073

861

LLS
9.1

SLY

@ SO O 00000

€L

i

1.3

[
©
)

L9Y

€9a

ov T

094

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-13951, 7QGO

Full wwPDB EM Validation Report

Page 19

85TV

821

jaat
€2T1
eeet
1144

612d

L7124
912d
S§120
1454
€1CK

8021
102D

S02Y

€02A

661D

Le1d

2614

06TH
68T

L8T1
981D
G8TV

o=l

zved

oved
6€€T

0 €TEA

orey

L 4

so0ed
70ea

€621

0 6824

882

98¢
98¢y
actecs

{34748
0ZHM

8T¥d

9T¥d

4SS

(45738
60%A

90¥%1

TOVA

¢/ ooma |
0 66€d

L6ET

76€1

26€Y
T6E%

98€N

¥8€D
€8EN

8LEN
LLET

SLex
vLeT

0LEY

89€1

< <&

T9EN

L2 4

95€N

6¥%eT

L6%Y

S67a

6870

1871
98¥N
S8%S
izt
€870

08%S
6L%A
8LYN
€LYT
TLYL
8974
S9%Y
it
€974

09%D

Z8SA

0891
6.5

5.50

6954
8954

0 5954
$9SA
€990
z9sd

0 T9SL

679d
873S

Lo s 2R 2 2 4

9791

fazect

0%SL

SESYH
YeSH

T€S8T

6CSI

1280

0zsd

9TSH

¥191
€188

808D
L0SS
90SA
S0§7T

20SL
TOSA

8674

o 2 2

PO VO G0 SO V0O oo o

G89H
7898

7891

SLOA

€290
TLOW
TL9Q

0,93

699d
8991
L99A

9990

8990
LS91

7390
€991
TSN

NAD(+) hydrolase SARM1

e Molecule 1

R

m

—

.

X

<

<

X

m

<
L
m
—

=

o=

<

mmw

>

T0Td

88A

@ VOO o

691

€90

0. TOA

094

S8TV

L 2 2
&
z

[actacs
T9eH
09ZS

85TV

02D

S0CY

€0CA

661D

2674

06TH
6873

1871
981D

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13951, 7QGO

Full wwPDB EM Validation Report

Page 20

1891
[ | 0ZTI
sa01 “ —
¢ eyl T Caa ¢ ¢ Levs
6VET mew 08s5 ¢ I 67€T wﬂi
cerh zosL ] 4 30 zoza o
N i ﬂﬁ $85T ¢ ¢ ¢ v 1923 ¢ e
L 092
8170 8674 z8sA SP9L * | esza Tevl
oved [ [ | [ 1een 779 ¢ T 852y ocks
Cees1 orva s6va 0881 Cever 1501 oL
segy ey 7671 62971 Zv9b ¢ o e 8170
[ | TARZES [ | [ | Lo o 607D | agzd | L uwa
eee1 e 6870 9,91 079H ) [ | 597 DT
zeed arom Ceew s.sb Ceean - ¢ 901 e L
TEEA 1 L8¥1 | 8e9M 5071 esed vvd
0€€T GO 987N 699Y 1£9Q . 0T ] Cemd
6zed oﬂﬁ s8vs wmm> ¢ oeon ¢ rreet mmg
8zeh 894 see oven
OI ¢ mmwa 0 SRR “ $£9a mmwm 1072 SVCR T
9zea %93 2694 oota gt
¢ seea W €950 o ¢ oo €724
TOVA 674 ¢ ewed |
8LuN
B owem ¢ =
¢ ceet e e 662
16€1 X | sezy
\ 89vy ) IEe
4 mﬂg o
T 5e¢T
9P beey
% £9vY £€20
o e ¢ ¢ een
i 1971 ¢ ¢ ]
09%9
’ ETEA 98eM [ 6gvs | ‘ — 0 82Tl
el = ¢ i
85%31
v | uSTH ¢ 919N | ceon | eed
¢ £geN 55 ¢ svss aToy \ m ¢ MMMM ¢
C8EL IOV s0ed
soed w1 ol ¢ A ¢ 2a, ro0a
| gstid e ‘O 8 iz 1
8LEA CTON 2 et €621
€621 s 1871 vpaa 1190 < ¢ 1
1 9.8u el [ | 0198 o101 > LT24 sazu
¢ com i 6v7a ovs1 meostm ¢ = oy ¢
EIS I o ek
PESH yITh
| 9%V ¢ ~ X 98ed
9823 [ | €12k
ased 0LEY [ Tee €90 — ) ] 58Ty
e | 69eD | €971 ogeH ¢ LK + 8021 [ veea
£8ZA SSel (G474 6251 ¢ 1] X ~— ] £8ZA
] ¢ B4 S ¢ ows A cozh ]
omwz N oM«u ﬁmo ¢ coo 699d < | | om%
8991 o 6670
LEVD ¢ Z 8 9.2
i e MW ¢ 3 e prall
i gevd = ¢ ] yL2h
[ | ¢ e €158 8691 [ 2614 |
692H “ gevd [] o o ¢ —= .. | 16T 69CH
| 89z1 zEYS 605D ¢ O & 06TH [soe1 |
L9248 TEVE 805D ¢ ¢ ] - 6873 456
99271 9S€ 0£%0 10SS S65A [e) = | 8811 991
e ] 5031 vesa = < 1811 N
v92d ¢ 1T%8 5081 £651 ¢ -~ 981D ¢ 95E)
€92a [ | [ ] | zeSd ¢ ° @) S8TV £92a | gger

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



EMD-13951, 7QGO

Full wwPDB EM Validation Report

Page 21

TOSA
8674

S6va
671

1671

8974

S9PY
iasin
€974

09%D

vevd

€EV
CEYS
TEVd
0EVD

06SS

7891
€8SH
28SA

08ST
6.LST

a2 4

S¥oL
¥von

0%9H

8E9M
LE9Q
9E9

veoa

¢
¢
S
¢
¢

0
~
©
=

© N0 O = NMm
© © OO K~ N~ NN
© © © O © O ©©
oA B A =C

Sy
©
©
5]

OO 0O SGOO 90O o0

NAD(+) hydrolase SARM1

13%

e Molecule 1

13%

44%

42%

Chain G

>

0g1I
B6TTV

¢

9111

0 2301

CTTA

0 1174

(%
60TD

¢
0 901d
¢

SOTT
7011

261

68D
88A

180
0831
6.1

@ VOO o

LLS
9.1
SLY
L0
€L0

T4

691

194

€90

0 T9A

094

GETT

€€TO
TETN

82C1

veey
£ee1
e
Teev

612

L7124
9124
G120
454
€1CK

8021
102D

S02Y

€02A

661D

2674

06TH
68T

18TI
981D
S8TV

0ZTM

ElS4)

9T¥d

ALY

(45738

60%A

90%1

TOvA

i

66€d

LBET

76€T

26€d
T6E%

98€N

¥8€d
€8EN
Z8EL

8LEA

67ET

¢

S6va

0E¥D

LTS

j4474"
£THY
(447}
1474

0891
6.9T

9.ST
5250

6954
895K

0 5954
$9SA
€950

8%39s

¢
¢
¢
¢
¢
¢

9%9T

iasrce

0%SL

YESH
€ESA

T€ST

6CSI

practol

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13951, 7QGO

Full wwPDB EM Validation Report

Page 22

& 4

SPOL
742N

0%9H

8E9M
190
9€9)

veoa

2€9a
€90
0E9N

Lo o 4 2 & 4

3

9291

0 S29Y
L &
0 €29d

1291

1194
9TON
ST9Y4

0 BI9Y

TTOW
TT9A
0198

i

8091

e SO o0

909%

€094

o
o
©
B~

86571

9653
GBS

OO0 OOOOOO

€681

o 00O o

T6SA
06SS

98ST

7891
€8SH
¢8SA

w
~
©
=

T99M

3

8590
LS99I

7390
€991
TSN

NAD(+) hydrolase SARM1

14%

e Molecule 1

>

13%

43%

43%

Chain H

S6A
v6d

26T

689
88A

@  © oo

0 TOA

811
LYTT
9%TH
SYIV
i4431

L6734

2614

06TH
6874

L8TI
981D
S8TV

0 €TEA

¢

S0ed
voea

€62TT1

0 6824

8824

98¢

(473

817

9T¥d

ASS

(4573

607A

90%1

TOvA

i

66€T

L6ET

i

76€T

c68Y
T6EN

98€eX

E€8EN

67€T

S67a

6870

0€VD

LT¥S

144729
£THh
[447]
T2y

€8GH

0891
6.5
8.SS

S50

6954
895K

0 5954
$9SA
€950
z95d

6%5d
8%3S

Lo s 2R 2 2 4

99T

At

0%SL

YeSH

T€ST

62SI

,2S0

9TSH

¥191

S6SA

€651

T6SA
06SS

9851

%891

TLON
TL90Q
0493

699d
8991
L99A
9990

A & 2 4 iii<‘><l> >

e 00O o

L8991

739A
€991
TGON

o=

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13951, 7QGO

Full wwPDB EM Validation Report

Page 23

NAD(+) hydrolase SARM1

13%

e Molecule 1

13%

43%

43%

Chain I

>

S6A
764

261

68D
88A

4
¢
¢
¢
‘-
¢
L/

€920
[actace
T9gH
09Zs

85TV

67T

oved

8EEY

€€ET
ceed
TEEA
0€eT
6zeYd
8zed

9zea

0 szed

cced

€TEA

i

o o B 2 2

s0ed
v0ea

€621

LTS

144728
4 4]
[4474]
{34741
0Z¥M

8T¥d

9Tvd

AN

(4578

0 66€d

LBET

i

76€T

c6ed
T6€%

98€N

¥8€d
£8EN

8LEA
LLET

L€
vLeT

0LEV

89€T

R 2

T9EN

A& 4

9GeN

20SL
TOSA

8674

S6%a
v6v1

1671
6870
L8%1
987N
98%S
it
€87

6LVA
8LYN

€LV
TLYL
89%4
S9%H
Yovd
£97Yd

09%D

8573

98¥D
SS¥1

[45340]
TS71

T6SA
06SS

7891
€8SH
Z8SA

0851
65T
8188

§.8b

6994
893K

0 5994
$9SA
£95a
z95d

6%9d
8¥SS

9751

¥vsa

0%SL

YESH

TEST

6251

129D

9TSH

¥191
€188

8050
L0SS
90SA
S0§7T

1891

sl
€591
TSN
7S94

o 2 4

SPOL
779N

Z790

0%9H

8E9M
1£9Q
9€9M

7e9a

2e9a
€90

<‘><‘>ii[‘><‘>4b

0E9W

7891

SL9A

€190
TLOW

1,90
0,93

699d
89971
L99A

9990

> <‘><l><‘>||<‘><‘> S0P 00O oo

NAD(+) hydrolase SARM1

e Molecule 1

R

m

—

.

X

<

<

X

o

<
N
m
—

]

=

o=

o]

5

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13951, 7QGO

Full wwPDB EM Validation Report

Page 24

>

S6A
64

261

68D
88A

@  © 00O

0 T

09Zs

85TV

0ved
8EEY

€eel
zeed
TeEN
0geT
62eYd
8zed

oEEED

9zea

0 szea
|
0 zeed

0 €TEA
|

oreyd

i

¢

S0ed
v0ea

€621

0 6824

882H

98¢
98¢y
v8cd
€8CA

082N

LLTT
9.LTA

v.LlTh

T.L2D

69CH

1924
9921

0 v92d
£92a
29z
1923

81%h

9T7d

ANES

(45738

60%A

90%1
SO¥I

TOvA

i

66€d

LB6ET

i

76€T

26€Y
T6€%

98€N

¥8€d
E€8EN

8LEA
LLET
9.4
SLeN

0 BL€7T
|

0LEY

89€T

< <&

T9e%

2 2 2

9G€EN

<>

67ET

3

¢

LYYL
VY1

€vP1
(07470
LEVD

SEVE

0 eV

€evd

0891
6.9T

91871
5250

6954
895K

0 5954
$9SA
€950
z95d

0 T9SL

8¥%39s

Lo o 2B 2 & 4

9791

A

0%SL

SESY
YESH

T€ST

6CSI

1250

0zsa

9TSH

7191
€188

809D
L0SS
90SA
SG0ST

20SL
TOSA

8674

b

S¥oL
7o

0%9H

8E9M
L€9Q
9€M

7€9a

2€9a
TE90
0EN

<’N‘>ii[‘><‘><b

92971

OO 00O oo

e 00O o

NAD(+) hydrolase SARM1

13%

e Molecule 1

13%

43%

43%

Chain K

>

0ZTI

1014
00Td

261

e 0000 o

LLS
9.1

€90

0 N

o
©o
=

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13951, 7QGO

Full wwPDB EM Validation Report

Page 25

821

jaat
€2T1
eeet
1144

612d

L7124
912d
S§120
1454
€1CK

8021
102D

S02Y

€02A

661D

Le1d

2614

06TH
68T

L8T1
981D
G8TV

DO - Nm 0 o
Mmmommnm [} s}
e E A ~ K

8zed

9zea

0 seed

0 ceed

(4773

8THh

91vd

YIva

(4578

60%A

90%1

TOTA

i

66€4

L6ET

76€1

zeeyd
T6e)

98€N

¥8€D
£8EN

8LEN
LLET
9.€4
S.LeN

0 BLe1

0LEV

89€1

<> <

T9EN

>

9GEN

67€T

¢

€LV
TL%L
8974
9974

252!
€974

T9VI

8G¥)

9G¥D
SG¥T

€G%L
[4si71]
TS¥1
0S%d
677
8vvd
LYYL
Y1

EVV1
(07470
LEVD

SEVE

0 EVY
€evd
[45
TeVE
0€¥0

LTS

j4472"
fota)
[447\)
1271

063s

7891
€8SH

08ST
6.LST

§.50

6954
895K

0 5954
$9SA
€950

6%9d
8¥%3s

¢
¢
¢
:
o=

9%9T

vysa

0%SL

YESH

TEST

62S1

L2380

9TSH

¥19T
€188

808D
L0SS
90SA
S0S7T

20SL
TOSA

8674

NAD(+) hydrolase SARM1

e Molecule 1

R

m

~

.

R

>

<

%

o~

<
X
m
—

—

jw]

o=

<

mmW

>

T01d
00Td

S e & G000

811

SYIY

S¢1d
iZ4%5]

>

0 1214

8GCV

8¢C1

jzéat
€221
zeet
13444

6120

L12d
912H
ST120
14140
€1CA

8021
02D

S0V

€0CA

661D

L6734

(41X

06TH
6874

L8TI
981D
S8TV

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13951, 7QGO

Full wwPDB EM Validation Report

Page 26

082N

LLT1
9.2

j2Xa8

69CH

1924
9921

0 %9zd
€920
29z
19T
09zs

13474
(4743

8T7d

9T¥d

v1va

(45738

60%A

90¥T

T9EN

9GEN

6%€T

S6%a
1691
687Q
18¥1
98¥N
S8¥S
8y
£8%a

6L%A
8LYN

€LY
TLYL
8974
S97Y
252!
€974

09%D

6954
893K

0 5954
$9GA
€950

8%3s

¢
¢
¢
¢
o=

9791

a4k

8674

S6SA

€651

T6SA
06SS

98ST

7891

¢
¢
¢
¢
¢
¢

NAD(+) hydrolase SARM1

e Molecule 1

X

m

—

.

N

<

<

R

m

<
%
m
—

=

o=

o]

mmw

>

0ZTI
61TV

¢

9111

0 231

CTIA
TT1d

01Ty
601D

90Td

SO0T1
V0711

® & oo

T0T1d

i

S6A
v6d

2671

689
88A

08y
6.1

¢
¢
¢
¢
¢
¢
¢

LLS
9.1
SLV

|z
AO TN

094

9
09ZS

8GCV

67€T

0ved

8eeY

€ELT
ceed
TEEA
0€ET

62€Y
8zed

o=

9zeda

vLTA

69CH

L92d
9921

¥9ca
€92a
c9ocd

[444]
T2y

8170

9Tva

Y1va

(457

A& 4

<>

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13951, 7QGO

Full wwPDB EM Validation Report

Page 27

TOSA
00Sb

8674
L6%Yd

S6va

687

L8¥1
98YN
S8YS
it
€870

08¥S
6L7A
8LYN
TLYL
8974
S9PY
st
€974

09%D

8S¥)

95¥D
SSPT

i)
TS%1
0sva
677d
8vva
YA AN
iads

EVPT
[vi470]
LEVD

SEVH
veEVY
eevd
CEYS
Tevd
0€VD

L2¥S

44729
147]

6%Sd
838

iii<.><l> .~ 4

99T

vvsa

0%SL

SESY
VESH

T€ST

6251

1280

€251

0zsa

9TSH

Y191
€158

8050
L0SS
90SA
S0ST

2¢0SL

S¥ol
Ton

[420\]

0%9H

8E9M

0 9653

S6SA

€6SI

T6SA
06SS

%891

00LD
6691
8694

0 1694
9691
S691
693
€693
2691

069V

8890

S89H
%898

¢

CLON
TL90Q
0.L94

699d
8991
L99A

9990

PO 90O GO GO 90O oo

LS9T

3590
€591

NAD(+) hydrolase SARM1

13%

e Molecule 1

13%

44%

43%

Chain N

>

0g1I
B6TTV

¢

9111

0 j230]

CTTA

0 1174

(%
60TD

¢
0 901d
¢

SOTT
7011

261

68D
88A

180
083
6.1

@ VOO o

LLS
9.1
SLY
L0
€L0

T4

691

194

€90

ov T

094

85TV
LSTT1
95¢d

¥5¢1
€9CM

zved

oved
6€ET

8T¥d

91vd

AN

oM F W O~ i3 had w
B 0 ®© 0 @ e o
9SS TS
Acn=A=AaEAa A

(45738

607A

90%1

TOvA

66€4

L6ET

76€1

zeeyd
T6e%

98€)

¥8ed
£8EN

8LEA
LL€7T
9.L84
SLeN
0 BLeT

0LEV

89€1

<& &

T9EN

95€X

< & o0

67€T

i

08¥%S
6L%A
8LYN

TLPL
89%4
S97Y

i
€974

T9%I
09%D

85X

o o JB 2 o

9G¥%D
SS¥T

417}
TS%1
0S%d
677
8vvd
LYYL
Y1

EvP1
(07470
LEDD

SEVE

0 eV
€evd
454
1€
0€%0

L2¥%S

j4472"
£THh
(447}
T2%1

€8SH
T8SA

08ST
6.L9T
8198
fPAsli]

6994
8994

0 5984

79sA
€950

2}
<
re}
[

8¥%39s

9%9T

44k

0%SL

YESH

T€ST

6CSI

pkacrol

9TSH
GT9T
¥19T
€188

809D

90SA
S0ST

20SL
TOSA

8674

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13951, 7QGO

Full wwPDB EM Validation Report

Page 28

b & 4

SPOL
T79A

Z790

0%9H

8€9M

e SO o0

o 00O o

T}
~
©0
=

©ONW0WO O —AN®m
©© OO N~ NN
© O OO © VYO
oA M AEC

8990
LS99I

7390
€991
CTSON

NAD(+) hydrolase SARM1

14%

e Molecule 1

>

13%

44%

42%

Chain O

1014
0073

861

LLS
9.1

@ SO O 90000

o ¢ w
[N
oo

TL3

L6734

2614

06TH
6874

L8TI
981D
S8TV

Tved
ovex
6€€T
8EEY
€ee1
ceed
Teen
0€€T
62ed
8zed
9zed

0 szed
|
0 442

0 €TEA
|
0 o1eY

S0ed
¥0ea

€621

0 6824

88¢H

98¢

(473

TO%A

0 66€d

L6ET

76€T

c6eY
T6EN

98€N

¥8€D
€8EN

1931

o 2 4

95eN

<>

6%€T

3

¢

S67a

LYYL
91

evP1
(44748

[0)7470]

LETD
9EVD
SEVE

0 g
€evd
[45
TeVE
0€¥D

LT¥S

144729
£THh
[447]
T2yl

69T
8LSS

S50
L3S

6954
895K

0 5954
$9SA
€950
z95d

0 T9SL

679d
8%3S

Lo 2 2R 2 2 4

97391

ks

0%SL

Seqy
YeSH

T€ST

62SI

L2S0

0zsd

9TSH

¥191
€188

808D
L0SS
90SA
S0ST

20SL
TOSA

8674

SYOL
THoA

(440

0%9H

8E9M
LE9a
9E9N

veoa

2e9d
T€9D
O0EON

Lo 2 4 2 2 2

F

9291
0 Seov
§f ve
0 €29d

1291

L7194
9TON
ST9d

TLON
TL9a

0494

699d
8991
L99A

9990

PO 90O GO SO G0 oo

1991

7990
€591

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13951, 7QGO

Full wwPDB EM Validation Report

Page 29

NAD(+) hydrolase SARM1

13%

e Molecule 1

13%

43%

43%

Chain P

>

0TI

S6A
764

261

68D
88A

¢
0-
¢
¢
¢
¢
L/

67T

¢

E€TEN

9.LTA

v.LTn

69CH

1924
9921

0 v92a

€920
[asracs
9

j44740
feta4)
[447]
1271

81%h

917

ALY

(45738

60%A

90%1

98€X

ii[‘><.> > @

¥8€d
£8EN

8LEA
LLET
9.€4
S.LeN
vLeT

0LEY

89€1

<& <&

T9€)

>

95€)

20SL
TOSA

86%d

S67a
7671

68%a

L8V1
98¥%N
S8¥%S
i
€87a

6L%A
8LYN

TLYL
89%4
9974

Yovi
€97Y

T9%I
09%D

8S¥)

9G¥%D
SSGP1

4174}
TS%1

T6SA
063S

7891
€8SH
28SA

08ST
6.LST

91971
S.8b

6994
89894

0 5984
$9SA
€950
295d

6%9d
8¥%SS

9%ST

vvsa

0%SL

YESH

TEST

6CS1

128D

9TSH

OO0 OOOOO

7191
€158

8050
L0SS
90SA
SG0ST

0 8990

L8991

7990
€991
TS9N
TS9N

> o

€29d

1291

1194
9TON
ST94

0 jatl

CTON
TT9A
0198

i

8091

> e ii[‘><‘> >

9093

5]
o
©
B

209

@
D
[re)
=

9654
S6SA

€651

C99M

O

R LDWIDE
PROTEIN DATA BANK

W



Page 30

Full wwPDB EM Validation Report

EMD-13951, 7QGO0

4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, Not provided
Number of particles used 28303 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method PHASE FLIPPING AND AMPLITUDE | Depositor
CORRECTION
Microscope FEI TITAN KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /Az) 40 Depositor
Minimum defocus (nm) Not provided
Maximum defocus (nm) Not provided
Magnification Not provided
Image detector GATAN K3 (6k x 4k) Depositor
Maximum map value 0.749 Depositor
Minimum map value -0.361 Depositor
Average map value 0.002 Depositor
Map value standard deviation 0.035 Depositor
Recommended contour level 0.13 Depositor
Map size (A) 335.6, 335.6, 335.6 wwPDB
Map dimensions 400, 400, 400 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 0.839, 0.839, 0.839 Depositor
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5 Model quality (i)

5.1 Standard geometry (i)

The Z score for a bond length (or angle) is the number of standard deviations the observed value
is removed from the expected value. A bond length (or angle) with |Z| > 5 is considered an
outlier worth inspection. RMSZ is the root-mean-square of all Z scores of the bond lengths (or
angles).

. Bond lengths Bond angles
Mol | Chain | pyia71 417 55 | RMSZ | #]7] 5
1 A 0.30 0/5012 0.52 0/6776
1 B 0.30 0/5012 0.52 0/6776
1 C 0.30 0/5012 0.52 0/6776
1 D 0.30 0/5012 0.52 0/6776
1 E 0.30 0/5012 0.52 0/6776
1 F 0.30 0/5012 0.52 0/6776
1 G 0.30 0/5012 0.52 0/6776
1 H 0.30 0/5012 0.52 0/6776
1 | 0.30 0/5012 0.52 0/6776
1 J 0.30 0/5012 0.52 0/6776
1 K 0.30 0/5012 0.52 0/6776
1 L 0.30 0/5012 0.52 0/6776
1 M 0.30 0/5012 0.52 0/6776
1 N 0.30 0/5012 0.52 0/6776
1 ) 0.30 0/5012 0.52 0/6776
1 P 0.30 0/5012 0.52 0/6776
All All 0.30 | 0/80192 | 0.52 | 0/108416

There are no bond length outliers.
There are no bond angle outliers.
There are no chirality outliers.

There are no planarity outliers.

5.2 Too-close contacts (i)

In the following table, the Non-H and H(model) columns list the number of non-hydrogen atoms
and hydrogen atoms in the chain respectively. The H(added) column lists the number of hydrogen
atoms added and optimized by MolProbity. The Clashes column lists the number of clashes within
the asymmetric unit, whereas Symm-Clashes lists symmetry-related clashes.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#model_quality
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#standard_geometry
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 A 4930 0 5018 262 0
1 B 4930 0 5018 260 0
1 C 4930 0 5018 266 0
1 D 4930 0 5018 271 0
1 E 4930 0 5018 272 0
1 F 4930 0 5018 275 0
1 G 4930 0 5018 279 0
1 H 4930 0 5018 268 0
1 I 4930 0 5018 267 0
1 J 4930 0 5018 268 0
1 K 4930 0 5018 276 0
1 L 4930 0 5018 280 0
1 M 4930 0 5018 272 0
1 N 4930 0 5018 278 0
1 O 4930 0 5018 274 0
1 p 4930 0 5018 269 0
All All 78880 0 80288 4157 0

The all-atom clashscore is defined as the number of clashes found per 1000 atoms (including
hydrogen atoms). The all-atom clashscore for this structure is 26.

All (4157) close contacts within the same asymmetric unit are listed below, sorted by their clash
magnitude.

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:D:430:CYS:HB3 | 1:D:434:ARG:HH21 1.27 0.99
1:E:430:CYS:HB3 1:E:434:ARG:HH21 1.27 0.99
1:0:430:CYS:HB3 | 1:0:434:ARG:HH21 1.27 0.99
1:P:430:CYS:HB3 1:P:434:ARG:HH21 1.27 0.99
1:C:430:CYS:HB3 1:C:434:ARG:HH21 1.27 0.99
1:M:430:CYS:HB3 | 1:M:434:ARG:HH21 1.27 0.99
1:N:430:CYS:HB3 | 1:N:434:ARG:HH21 1.27 0.99
1:B:430:CYS:HB3 1:B:434:ARG:HH21 1.27 0.98
1:L:430:CYS:HB3 1:1:434:ARG:HH21 1.27 0.98
1:F:430:CYS:HB3 1:F:434:ARG:HH21 1.27 0.98
1:1:430:CYS:HB3 1:1:434:ARG:HH21 1.27 0.98
1:K:430:CYS:HB3 | 1:K:434:ARG:HH21 1.27 0.98
1:A:430:CYS:HB3 | 1:A:434:ARG:HH21 1.27 0.98
1:G:430:CYS:HB3 | 1:G:434:ARG:HH21 1.27 0.97
1:H:430:CYS:HB3 1:H:434:ARG:HH21 1.27 0.97
1:J:430:CYS:HB3 1:J:434:ARG:HH21 1.27 0.97
1:C:465:ARG:NH2 1:D:437:GLN:OE1 2.06 0.87
1:1:437:GLN:OE1 1:P:465:ARG:NH2 2.07 0.86

Continued on next page...
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Continued from previous page...

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:J:239:GLN:HB2 1:K:478:ASN:HD21 1.41 0.84
1:N:465:ARG:NH2 1:0:437:GLN:OE1 2.11 0.83
1:B:276:VAL:HA 1:B:333:LEU:HD21 1.62 0.81
1:M:276:VAL:HA 1:M:333:LEU:HD21 1.62 0.81
1:N:276:VAL:HA 1:N:333:LEU:HD21 1.62 0.81
1:C:276:VAL:HA 1:C:333:LEU:HD21 1.62 0.81
1:E:276:VAL:HA 1:E:333:LEU:HD21 1.62 0.81
1:P:276:VAL:HA 1:P:333:LEU:HD21 1.62 0.80
1:D:276:VAL:HA 1:D:333:LEU:HD21 1.62 0.80
1:0:276:VAL:HA 1:0:333:LEU:HD21 1.62 0.80
1:G:276:VAL:HA 1:G:333:LEU:HD21 1.62 0.80
1:J:276:VAL:HA 1:J:333:LEU:HD21 1.62 0.80
1:J:465:ARG:NH2 1:K:437:GLN:OE1 2.14 0.80
1:A:276:VAL:HA 1:A:333:LEU:HD21 1.62 0.79
1:F:276:VAL:HA 1:F:333:LEU:HD21 1.62 0.79
1:L:276:VAL:HA 1:1L:333:LEU:HD21 1.62 0.79
1:1:276:VAL:HA 1:1:333:LEU:HD21 1.62 0.79
1:H:276:VAL:HA 1:H:333:LEU:HD21 1.62 0.79
1:K:276:VAL:HA 1:K:333:LEU:HD21 1.62 0.79
1:J:197:GLU:OE1 1:K:384:GLY:N 2.15 0.78
1:D:328:GLN:NE2 1:E:416:GLU:OE2 2.16 0.77
1:L:197:GLU:OE1 1:M:384:GLY:N 2.16 0.77
1:K:235:LEU:O 1:K:329:ARG:NH1 2.18 0.77
1:H:235:LEU:O 1:H:329:ARG:NH1 2.18 0.76
1:L:235:LEU:O 1:1:329:ARG:NH1 2.18 0.76
1:B:235:LEU:O 1:B:329:ARG:NH1 2.18 0.76
1:E:217:ARG:HH12 1:F:685:HIS:HB3 1.51 0.76
1:J:235:LEU:O 1:J:329:ARG:NH1 2.18 0.76
1:M:235:LEU:O 1:M:329:ARG:NH1 2.18 0.76
1:N:235:LEU:O 1:N:329:ARG:NH1 2.18 0.76
1:A:235:LEU:O 1:A:329:ARG:NH1 2.18 0.76
1:C:235:LEU:O 1:C:329:ARG:NH1 2.18 0.76
1:G:235:LEU:O 1:G:329:ARG:NH1 2.18 0.76
1:F:235:LEU:O 1:F:329:ARG:NH1 2.18 0.76
1:1:235:LEU:O 1:1:329:ARG:NH1 2.18 0.76
1:E:235:LEU:O 1:E:329:ARG:NH1 2.18 0.76
1:F:239:GLN:HB2 1:G:478:ASN:HD21 1.50 0.75
1:0:235:LEU:O 1:0:329:ARG:NH1 2.18 0.75
1:P:235:LEU:O 1:P:329:ARG:NH1 2.18 0.75
1:A:437:GLN:OE1 1:H:465:ARG:NH2 2.19 0.75
1:D:235:LEU:O 1:D:329:ARG:NH1 2.18 0.75

Continued on next page...
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:0:127:ASP:HB2 | 1:0:131:ARG:HH12 1.52 0.75
1:C:127:ASP:HB2 1:C:131:ARG:HH12 1.52 0.75
1:D:127:ASP:HB2 1:D:131:ARG:HH12 1.52 0.75
1:P:127:ASP:HB2 1:P:131:ARG:HH12 1.52 0.75
1:B:127:ASP:HB2 1:B:131:ARG:HH12 1.52 0.75
1:E:127:ASP:HB2 1:E:131:ARG:HH12 1.52 0.75
1:N:127:ASP:HB2 | 1:N:131:ARG:HH12 1.52 0.75
1:M:127:ASP:HB2 | 1:M:131:ARG:HH12 1.52 0.75
1:A:127:ASP:HB2 1:A:131:ARG:HH12 1.52 0.74
1:A:384:GLY:N 1:H:197:GLU:OE1 2.19 0.74
1:1:127:ASP:HB2 1:1:131:ARG:HH12 1.52 0.74
1:L:127:ASP:HB2 1:L:131:ARG:HH12 1.52 0.74
1:F:127:ASP:HB2 1:F:131:ARG:HH12 1.52 0.74
1:H:127:ASP:HB2 | 1:H:131:ARG:HH12 1.52 0.74
1:J:127:ASP:HB2 1:J:131:ARG:HH12 1.52 0.74
1:K:127:ASP:HB2 1:K:131:ARG:HH12 1.52 0.74
1:A:465:ARG:NH2 1:B:437:GLN:OE1 2.21 0.74
1:G:127:ASP:HB2 1:G:131:ARG:HH12 1.52 0.74
1:1:239:GLN:HB2 1:M:478:ASN:HD21 1.51 0.74
1:1:328:GLN:NE2 1:J:416:GLU:OE2 2.20 0.72
1:A:583:HIS:CG 1:A:692:ILE:HG13 2.25 0.71
1:F:583:HIS:CG 1:F:692:ILE:HG13 2.25 0.71
1:K:583:HIS:CG 1:K:692:1LE:HG13 2.25 0.71
1:L:583:HIS:CG 1:L:692:1ILE:HG13 2.25 0.71
1:1:583:HIS:CG 1:1:692:ILE:HG13 2.25 0.71
1:A:328:GLN:NE2 1:B:416:GLU:OE2 2.23 0.71
1:D:583:HIS:CG 1:D:692:ILE:HG13 2.25 0.71
1:H:583:HIS:CG 1:H:692:ILE:HG13 2.25 0.71
1:E:583:HIS:CG 1:E:692:ILE:HG13 2.25 0.71
1:J:583:HIS:CG 1:J:692:ILE:HG13 2.25 0.71
1:P:583:HIS:CG 1:P:692:1LE:HG13 2.25 0.71
1:G:583:HIS:CG 1:G:692:ILE:HG13 2.25 0.71
1:0:583:HIS:CG 1:0:692:ILE:HG13 2.25 0.71
1:F:465:ARG:NH2 1:G:437:GLN:OE1 2.23 0.71
1:B:583:HIS:CG 1:B:692:1LE:HG13 2.25 0.71
1:M:583:HIS:CG 1:M:692:ILE:HG13 2.25 0.71
1:P:483:ASP:OD1 1:P:486:ASN:N 2.24 0.71
1:D:197:GLU:OE1 1:E:384:GLY:N 2.24 0.70
1:E:483:ASP:OD1 1:E:486:ASN:N 2.24 0.70
1:1:416:GLU:OE2 1:P:328:GLN:NE2 2.23 0.70
1:N:583:HIS:CG 1:N:692:1LE:HG13 2.25 0.70
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1:C:583:HIS:CG 1:C:692:1ILE:HG13 2.25 0.70
1:E:615:ARG:NH2 1:E:700:GLN:O 2.24 0.70
1:P:615:ARG:NH2 1:P:700:GLN:O 2.24 0.70
1:J:159:ARG:HH21 1:J:163:ILE:HG21 1.57 0.70
1:0:166:GLY:HA2 1:0:169:LEU:HD12 1.74 0.70
1:A:159:ARG:HH21 | 1:A:163:ILE:HG21 1.57 0.70
1:G:159:ARG:HH21 | 1:G:163:ILE:HG21 1.57 0.70
1:1:483:ASP:0OD1 1:1:486:ASN:N 2.24 0.70
1:1:615:ARG:NH2 1:1:700:GLN:O 2.24 0.70
1:D:166:GLY:HA2 1:D:169:LEU:HD12 1.74 0.70
1:F:483:ASP:OD1 1:F:486:ASN:N 2.24 0.70
1:F:615:ARG:NH2 1:F:700:GLN:O 2.24 0.70
1:L:159:ARG:HH21 1:L:163:ILE:HG21 1.57 0.70
1:M:159:ARG:HH21 | 1:M:163:ILE:HG21 1.57 0.70
1:B:159:ARG:HH21 | 1:B:163:ILE:HG21 1.57 0.70
1:1:483:ASP:OD1 1:1:486:ASN:N 2.24 0.69
1:N:166:GLY:HA2 1:N:169:LEU:HD12 1.74 0.69
1:B:166:GLY:HA2 1:B:169:LEU:HD12 1.74 0.69
1:F:239:GLN:HG3 1:G:480:SER:HB2 1.74 0.69
1:M:483:ASP:0OD1 1:M:486:ASN:N 2.24 0.69
1:A:145:ALA:HA 1:A:148:LEU:HD12 1.75 0.69
1:A:483:ASP:0OD1 1:A:486:ASN:N 2.24 0.69
1:C:166:GLY:HA2 1:C:169:LEU:HD12 1.74 0.69
1:K:145:ALA:HA 1:K:148:LEU:HD12 1.75 0.69
1:L:145:ALA:HA 1:1L:148:LEU:HD12 1.75 0.69
1:N:217:ARG:HH12 1:0:685:HIS:HB3 1.57 0.69
1:E:166:GLY:HA2 1:E:169:LEU:HD12 1.74 0.69
1:F:159:ARG:HH21 | 1:F:163:ILE:HG21 1.57 0.69
1:H:145:ALA:HA 1:H:148:LEU:HD12 1.75 0.69
1:1:159:ARG:HH21 1:1:163:ILE:HG21 1.57 0.69
1:J:483:ASP:0OD1 1:J:486:ASN:N 2.24 0.69
1:K:483:ASP:OD1 1:K:486:ASN:N 2.24 0.69
1:M:166:GLY:HA2 | 1:M:169:LEU:HD12 1.74 0.69
1:P:166:GLY:HA2 1:P:169:LEU:HD12 1.74 0.69
1:A:617:PHE:O 1:A:654:VAL:N 2.26 0.69
1:B:328: GLN:NE2 1:C:416:GLU:OE2 2.25 0.69
1:H:483:ASP:OD1 1:H:486:ASN:N 2.24 0.69
1:N:145:ALA:HA 1:N:148:LEU:HD12 1.75 0.69
1:B:483:ASP:OD1 1:B:486:ASN:N 2.24 0.69
1:K:256:PRO:HG3 1:L:582:VAL:HG21 1.72 0.69
1:M:145:ALA:HA 1:M:148:LEU:HD12 1.75 0.69
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1:B:145:ALA:HA 1:B:148:LEU:HD12 1.75 0.69
1:C:145:ALA:HA 1:C:148:LEU:HD12 1.75 0.69
1:0:615:ARG:NH2 1:0:700:GLN:O 2.24 0.69
1:A:166:GLY:HA2 1:A:169:LEU:HD12 1.74 0.69
1:A:478:ASN:HD21 1:H:239:GLN:HB2 1.58 0.69
1:C:617:PHE:O 1:C:654:VAL:N 2.26 0.69
1:E:465:ARG:NH2 1:F:437:GLN:OE1 2.25 0.69
1:G:483:ASP:OD1 1:G:486:ASN:N 2.24 0.69
1:H:617:PHE:O 1:H:654:VAL:N 2.26 0.69
1:J:145:ALA:HA 1:J:148:LEU:HD12 1.75 0.69
1:K:617:PHE:O 1:K:654:VAL:N 2.26 0.69
1:L:617:PHE:O 1:L:654:VAL:N 2.26 0.69
1:M:617:PHE:O 1:M:654:VAL:N 2.26 0.69
1:N:617:PHE:O 1:N:654:VAL:N 2.26 0.69
1:B:197:GLU:OE1 1:C:384:GLY:N 2.26 0.69
1:D:615:ARG:NH2 1:D:700:GLN:O 2.24 0.69
1:G:145:ALA:HA 1:G:148:LEU:HD12 1.75 0.69
1:J:286:GLU:HG3 1:J:289:ARG:HH12 1.58 0.69
1:L:166:GLY:HA2 1:1L:169:LEU:HD12 1.74 0.69
1:B:617:PHE:O 1:B:654:VAL:N 2.26 0.69
1:G:286:GLU:HG3 | 1:G:289:ARG:HH12 1.58 0.69
1:1:166:GLY:HA2 1:1:169:LEU:HD12 1.74 0.69
1:A:615:ARG:NH2 1:A:700:GLN:O 2.24 0.68
1:K:286:GLU:HG3 | 1:K:289:ARG:HH12 1.58 0.68
1:L:286:GLU:HG3 1:L:289:ARG:HH12 1.58 0.68
1:H:286:GLU:HG3 | 1:H:289:ARG:HH12 1.58 0.68
1:M:615:ARG:NH2 1:M:700: GLN:O 2.24 0.68
1:P:286:GLU:HG3 | 1:P:289:ARG:HH12 1.58 0.68
1:A:286:GLU:HG3 | 1:A:289:ARG:HH12 1.58 0.68
1:B:615:ARG:NH2 1:B:700:GLN:O 2.24 0.68
1:E:286:GLU:HG3 | 1:E:289:ARG:HH12 1.58 0.68
1:F:166:GLY:HA2 1:F:169:LEU:HD12 1.74 0.68
1:L:615:ARG:NH2 1:L:700:GLN:O 2.24 0.68
1:0:145:ALA:HA 1:0:148:LEU:HD12 1.75 0.68
1:C:159:ARG:HH21 | 1:C:163:ILE:HG21 1.57 0.68
1:D:145:ALA:HA 1:D:148:LEU:HD12 1.75 0.68
1:N:159:ARG:HH21 | 1:N:163:ILE:HG21 1.57 0.68
1:H:166:GLY:HA2 1:H:169:LEU:HD12 1.74 0.68
1:K:166:GLY:HA2 1:K:169:LEU:HD12 1.74 0.68
1:D:286:GLU:HG3 | 1:D:289:ARG:HH12 1.58 0.68
1:E:145:ALA:HA 1:E:148:LEU:HD12 1.74 0.68
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1:E:159:ARG:HH21 | 1:E:163:ILE:HG21 1.57 0.68
1:F:617:PHE:O 1:F:654:VAL:N 2.26 0.68
1:G:617:PHE:O 1:G:654:VAL:N 2.26 0.68
1:H:159:ARG:HH21 | 1:H:163:ILE:HG21 1.57 0.68
1:J:166:GLY:HA2 1:J:169:LEU:HD12 1.74 0.68
1:J:617:PHE:O 1:J:654:VAL:N 2.26 0.68
1:N:483:ASP:0OD1 1:N:486:ASN:N 2.24 0.68
1:F:286:GLU:HG3 | 1:F:289:ARG:HH12 1.58 0.68
1:H:615:ARG:NH2 1:H:700: GLN:O 2.24 0.68
1:1:617:PHE:O 1:1:654:VAL:N 2.26 0.68
1:P:159:ARG:HH21 | 1:P:163:ILE:HG21 1.57 0.68
1:G:166:GLY:HA2 1:G:169:LEU:HD12 1.74 0.68
1:G:328:GLN:HG3 1:G:368:ILE:HG23 1.76 0.68
1:J:239:GLN:HB2 1:K:478:ASN:ND2 2.09 0.68
1:J:328:GLN:HG3 1:J:368:1ILE:HG23 1.76 0.68
1:K:159:ARG:HH21 | 1:K:163:ILE:HG21 1.57 0.68
1:P:145:ALA:HA 1:P:148:LEU:HD12 1.75 0.68
1:B:328:GLN:HG3 1:B:368:ILE:HG23 1.76 0.68
1:1:286:GLU:HG3 1:1:289:ARG:HH12 1.58 0.68
1:1:328:GLN:HG3 1:1:368:ILE:HG23 1.76 0.68
1:K:615:ARG:NH2 1:K:700:GLN:O 2.24 0.68
1:0:159:ARG:HH21 | 1:0:163:ILE:HG21 1.57 0.68
1:0:286:GLU:HG3 | 1:0:289:ARG:HH12 1.58 0.68
1:C:197:GLU:OE1 1:D:384:GLY:N 2.27 0.67
1:C:483:ASP:0OD1 1:C:486:ASN:N 2.24 0.67
1:F:328:GLN:HG3 1:F:368:ILE:HG23 1.76 0.67
1:M:286:GLU:HG3 | 1:M:289:ARG:HH12 1.58 0.67
1:M:328:GLN:HG3 | 1:M:368:ILE:HG23 1.76 0.67
1:B:286:GLU:HG3 | 1:B:289:ARG:HH12 1.58 0.67
1:D:159:ARG:HH21 | 1:D:163:ILE:HG21 1.57 0.67
1:E:617:PHE:O 1:E:654:VAL:N 2.26 0.67
1:F:145:ALA:HA 1:F:148:LEU:HD12 1.75 0.67
1:1:145:ALA:HA 1:1:148:LEU:HD12 1.75 0.67
1:P:617:PHE:O 1:P:654:VAL:N 2.26 0.67
1:B:465:ARG:NH2 1:C:437:GLN:OE1 2.27 0.67
1:N:615:ARG:NH2 1:N:700:GLN:O 2.24 0.67
1:C:615:ARG:NH2 1:C:700:GLN:O 2.24 0.67
1:D:617:PHE:O 1:D:654:VAL:N 2.26 0.67
1:E:186:GLY:O 1:E:190:HIS:ND1 2.28 0.67
1:0:328:GLN:HG3 1:0:368:ILE:HG23 1.76 0.67
1:E:328:GLN:HG3 1:E:368:ILE:HG23 1.76 0.67
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1:P:186:GLY:O 1:P:190:HIS:ND1 2.28 0.67
1:P:328:GLN:HG3 1:P:368:ILE:HG23 1.76 0.67
1:D:328:GLN:HG3 1:D:368:ILE:HG23 1.76 0.67
1:H:186:GLY:O 1:H:190:HIS:ND1 2.28 0.67
1:J:615:ARG:NH2 1:J:700:GLN:O 2.24 0.67
1:K:186:GLY:O 1:K:190:HIS:ND1 2.28 0.67
1:G:186:GLY:O 1:G:190:HIS:ND1 2.28 0.66
1:K:328:GLN:HG3 1:K:368:ILE:HG23 1.76 0.66
1:N:286:GLU:HG3 | 1:N:289:ARG:HH12 1.58 0.66
1:0:617:PHE:O 1:0:654:VAL:N 2.26 0.66
1:H:328:GLN:HG3 1:H:368:ILE:HG23 1.76 0.66
1:J:186:GLY:O 1:J:190:HIS:ND1 2.28 0.66
1:C:286:GLU:HG3 | 1:C:289:ARG:HH12 1.58 0.66
1:C:328:GLN:HG3 1:C:368:1ILE:HG23 1.76 0.66
1:J:328:GLN:NE2 1:K:416:GLU:OE2 2.28 0.66
1:G:615:ARG:NH2 1:G:700:GLN:O 2.24 0.66
1:N:328:GLN:HG3 1:N:368:ILE:HG23 1.76 0.66
1:L:233:CYS:O 1:L:237:GLY:N 2.29 0.66
1:A:233:CYS:O 1:A:237:GLY:N 2.29 0.66
1:C:256:PRO:HG3 1:D:582:VAL:HG21 1.76 0.66
1:D:186:GLY:O 1:D:190:HIS:ND1 2.28 0.66
1:1:186:GLY:O 1:1:190:HIS:ND1 2.28 0.66
1:1:186:GLY:O 1:1L:190:HIS:ND1 2.28 0.66
1:N:569:ARG:NH2 1:N:625:ALA:O 2.29 0.66
1:C:611:VAL:HG11 | 1:C:645:THR:HG23 1.78 0.66
1:H:569:ARG:NH2 1:H:625:ALA:0 2.29 0.66
1:K:468:ARG:O 1:K:471:THR:OG1 2.14 0.66
1:N:611:VAL:HG11 | 1:N:645:THR:HG23 1.78 0.66
1:A:186:GLY:O 1:A:190:HIS:ND1 2.28 0.66
1:A:569:ARG:NH2 1:A:625:ALA:O 2.29 0.66
1:B:569:ARG:NH2 1:B:625:ALA:O 2.29 0.66
1:C:186:GLY:O 1:C:190:HIS:ND1 2.28 0.66
1:D:233:CYS:O 1:D:237:GLY:N 2.29 0.66
1:D:611:VAL:HG11 | 1:D:645:THR:HG23 1.78 0.66
1:F:197:GLU:OE1 1:G:384:GLY:N 2.29 0.66
1:H:233:CYS:0O 1:H:237:GLY:N 2.29 0.66
1:H:468:ARG:O 1:H:471: THR:OG1 2.14 0.66
1:M:569:ARG:NH2 1:M:625:ALA:O 2.29 0.66
1:N:186:GLY:O 1:N:190:HIS:ND1 2.28 0.66
1:N:233:CYS:O 1:N:237:GLY:N 2.29 0.66
1:0:186:GLY:O 1:0:190:HIS:ND1 2.28 0.66
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1:B:186:GLY:O 1:B:190:HIS:ND1 2.28 0.66
1:B:233:CYS:0O 1:B:237:GLY:N 2.29 0.66
1:B:611:VAL:HG11 | 1:B:645:THR:HG23 1.78 0.66
1:F:186:GLY:O 1:F:190:HIS:ND1 2.28 0.66
1:K:233:CYS:O 1:K:237:GLY:N 2.29 0.66
1:K:449:GLU:QOFE1 1:K:449:GLU:N 2.29 0.66
1:K:569:ARG:NH2 1:K:625:ALA:O 2.29 0.66
1:L:569:ARG:NH2 1:L:625:ALA:O 2.29 0.66
1:M:233:CYS:O 1:M:237:GLY:N 2.29 0.66
1:M:611:VAL:HG11 | 1:M:645:THR:HG23 1.78 0.66
1:0:233:CYS:O 1:0:237:GLY:N 2.29 0.66
1:0:611:VAL:HG11 | 1:0:645:THR:HG23 1.78 0.66
1:A:328:GLN:HG3 1:A:368:ILE:HG23 1.76 0.65
1:A:468:ARG:O 1:A:471:THR:OG1 2.14 0.65
1:C:328:GLN:NE2 1:D:416:GLU:OE2 2.29 0.65
1:F:233:CYS:0O 1:F:237:GLY:N 2.29 0.65
1:1:233:CYS:O 1:1:237:GLY:N 2.29 0.65
1:L:328: GLN:HG3 1:L:368:ILE:HG23 1.76 0.65
1:L:468:ARG:O 1:L:471:THR:OG1 2.14 0.65
1:C:233:CYS:O 1:C:237:GLY:N 2.29 0.65
1:C:569:ARG:NH2 1:C:625:ALA:O 2.29 0.65
1:E:233:CYS:O 1:E:237:GLY:N 2.29 0.65
1:M:186:GLY:O 1:M:190:HIS:ND1 2.28 0.65
1:P:233:CYS:O 1:P:237:GLY:N 2.29 0.65
1:B:449:GLU:OE1 1:B:449:GLU:N 2.29 0.65
1:G:468:ARG:O 1:G:471:THR:OG1 2.14 0.65
1:J:468:ARG:O 1:J:471: THR:OG1 2.14 0.65
1:A:611:VAL:HG11 | 1:A:645:THR:HG23 1.78 0.65
1:C:468:ARG:O 1:C:471:THR:OG1 2.14 0.65
1:G:233:CYS:O 1:G:237:GLY:N 2.29 0.65
1:M:449:GLU:OE1 1:M:449:GLU:N 2.29 0.65
1:C:239:GLN:HB2 1:D:478:ASN:HD21 1.62 0.65
1:N:468:ARG:O 1:N:471:THR:OG1 2.14 0.65
1:0:449:GLU:OE1 1:0:449:GLU:N 2.29 0.65
1:E:468:ARG:O 1:E:471:THR:0G1 2.14 0.65
1:E:611:VAL:HG11 | 1:E:645:THR:HG23 1.78 0.65
1:J:233:CYS:O 1:J:237:GLY:N 2.29 0.65
1:L:611:VAL:HG11 | 1:L:645:THR:HG23 1.78 0.65
1:M:468:ARG:O 1:M:471:THR:O0G1 2.14 0.65
1:0:637:ASP:HB3 1:0:640:HIS:HB3 1.79 0.65
1:A:197:GLU:OE1 1:B:384:GLY:N 2.30 0.65
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1:C:449:GLU:OE1 1:C:449:GLU:N 2.29 0.65
1:D:449:GLU:OE1 1:D:449:GLU:N 2.29 0.65
1:D:637:ASP:HB3 1:D:640:HIS:HB3 1.79 0.65
1:N:449:GLU:N 1:N:449:GLU:OE1 2.29 0.65
1:0:468:ARG:O 1:0:471:THR:OG1 2.14 0.65
1:0:483:ASP:OD1 1:0:486:ASN:N 2.24 0.65
1:C:637:ASP:HB3 1:C:640:HIS:HB3 1.79 0.65
1:N:637:ASP:HB3 1:N:640:HIS:HB3 1.79 0.65
1:B:468:ARG:O 1:B:471: THR:OG1 2.14 0.65
1:C:621:LEU:HD12 1:C:657:1ILE:HD13 1.79 0.65
1:D:468:ARG:O 1:D:471: THR:OG1 2.14 0.65
1:G:449:GLU:OE1 1:G:449:GLU:N 2.29 0.65
1:H:611:VAL:HG11 | 1:H:645:THR:HG23 1.78 0.65
1:1:468:ARG:O 1:1:471: THR:OG1 2.14 0.65
1:0:569:ARG:NH2 1:0:625:ALA:O 2.29 0.65
1:P:468:ARG:O 1:P:471: THR:OG1 2.14 0.65
1:P:611:VAL:HG11 | 1:P:645:THR:HG23 1.78 0.65
1:A:177:PRO:HB2 1:A:180:LEU:HB3 1.79 0.64
1:D:569:ARG:NH2 1:D:625:ALA:O 2.29 0.64
1:E:569:ARG:NH2 1:E:625:ALA:O 2.29 0.64
1:L:177:PRO:HB2 1:L:180:LEU:HB3 1.79 0.64
1:1:328:GLN:NE2 1:M:416:GLU:OE2 2.29 0.64
1:N:621:LEU:HD12 1:N:657:ILE:HD13 1.79 0.64
1:0:197:GLU:OE1 1:P:384:GLY:N 2.29 0.64
1:P:569:ARG:NH2 1:P:625:ALA:O 2.29 0.64
1:D:621:LEU:HD12 1:D:657:1ILE:HD13 1.79 0.64
1:F:468:ARG:O 1:F:471:THR:0G1 2.14 0.64
1:G:569:ARG:NH2 1:G:625:ALA:O 2.29 0.64
1:J:449:GLU:OE1 1:J:449:GLU:N 2.29 0.64
1:P:637:ASP:HB3 1:P:640:HIS:HB3 1.79 0.64
1:D:483:ASP:0OD1 1:D:486:ASN:N 2.24 0.64
1:E:637:ASP:HB3 1:E:640:HIS:HB3 1.79 0.64
1:K:217:ARG:HH12 1:L:685:HIS:HB3 1.62 0.64
1:K:611:VAL:HG11 | 1:K:645: THR:HG23 1.78 0.64
1:0:621:LEU:HD12 | 1:0:657:ILE:HD13 1.79 0.64
1:E:449:GLU:OE1 1:E:449:GLU:N 2.29 0.64
1:E:621:LEU:HD12 1:E:657:ILE:HD13 1.79 0.64
1:F:304:ASP:OD1 1:F:392:ARG:NH1 2.29 0.64
1:J:569:ARG:NH2 1:J:625:ALA:O 2.29 0.64
1:P:621:LEU:HD12 1:P:657:1ILE:HD13 1.79 0.64
1:A:77:SER:HA 1:A:80:LYS:HD2 1.80 0.64
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Atom-1 Atom-2 distance (A) overlap (A)

1:B:77:SER:HA 1:B:80:LYS:HD2 1.79 0.64
1:B:177:PRO:HB2 1:B:180:LEU:HB3 1.79 0.64
1:K:177:PRO:HB2 1:K:180:LEU:HB3 1.79 0.64
1:B:621:LEU:HD12 1:B:657:ILE:HD13 1.79 0.64
1:F:569:ARG:NH2 1:F:625:ALA:O 2.29 0.64
1:H:177:PRO:HB2 1:H:180:LEU:HB3 1.79 0.64
1:J:611:VAL:HG11 | 1:J:645:THR:HG23 1.78 0.64
1:L:77:SER:HA 1:L:80:LYS:HD2 1.80 0.64
1:M:177:PRO:HB2 1:M:180:LEU:HB3 1.79 0.64
1:P:449:GLU:OE1 1:P:449:GLU:N 2.29 0.64
1:D:105:LEU:HB3 1:D:109:GLY:HA3 1.80 0.64
1:E:105:LEU:HB3 1:E:109:GLY:HA3 1.80 0.64
1:F:611:VAL:HG11 | 1:F:645:THR:HG23 1.78 0.64
1:1:304:ASP:OD1 1:1:392: ARG:NH1 2.29 0.64
1:1:569:ARG:NH2 1:1:625:ALA:O 2.29 0.64
1:1:611:VAL:HG11 1:1:645: THR:HG23 1.78 0.64
1:M:77:SER:HA 1:M:80:LYS:HD2 1.80 0.64
1:M:621:LEU:HD12 | 1:M:657:ILE:HD13 1.79 0.64
1:B:240:ALA:HA 1:B:243:ARG:HE 1.63 0.64
1:G:611:VAL:HG11 | 1:G:645:THR:HG23 1.78 0.64
1:H:77:SER:HA 1:H:80:LYS:HD2 1.80 0.64
1:M:240:ALA:HA 1:M:243:ARG:HE 1.63 0.64
1:0:105:LEU:HB3 1:0:109:GLY:HA3 1.80 0.64
1:P:105:LEU:HB3 1:P:109:GLY:HA3 1.80 0.64
1:C:240:ALA:HA 1:C:243:ARG:HE 1.63 0.64
1:F:105:LEU:HB3 1:F:109:GLY:HA3 1.80 0.64
1:G:217:ARG:HH12 1:H:685:HIS:HB3 1.63 0.64
1:H:637:ASP:HB3 1:H:640:HIS:HB3 1.79 0.64
1:1:240:ALA:HA 1:1:243:ARG:HE 1.63 0.64
1:1:621:LEU:HD12 1:1:657:ILE:HD13 1.79 0.64
1:K:621:LEU:HD12 1:K:657:ILE:HD13 1.79 0.64
1:L:240:ALA:HA 1:L:243:ARG:HE 1.63 0.64
1:N:77:SER:HA 1:N:80:LYS:HD2 1.80 0.64
1:A:240:ALA:HA 1:A:243:ARG:HE 1.63 0.64
1:F:621:LEU:HD12 1:F:657:ILE:HD13 1.79 0.64
1:G:240:ALA:HA 1:G:243:ARG:HE 1.63 0.64
1:G:464:LYS:HE2 1:H:445:ARG:NH2 2.12 0.64
1:J:240:ALA:HA 1:J:243:ARG:HE 1.63 0.64
1:K:77:SER:HA 1:K:80:LYS:HD2 1.80 0.64
1:K:637:ASP:HB3 1:K:640:HIS:HB3 1.79 0.64
1:L:449:GLU:OE1 1:1:449:GLU:N 2.29 0.64
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1:N:240:ALA:HA 1:N:243:ARG:HE 1.63 0.64
1:N:256:PRO:HG3 | 1:0:582:VAL:HG21 1.80 0.64
1:C:105:LEU:HB3 1:C:109:GLY:HA3 1.80 0.63
1:F:240:ALA:HA 1:F:243:ARG:HE 1.63 0.63
1:G:105:LEU:HB3 1:G:109:GLY:HA3 1.80 0.63
1:G:177:PRO:HB2 1:G:180:LEU:HB3 1.79 0.63
1:G:637:ASP:HB3 1:G:640:HIS:HB3 1.79 0.63
1:H:240:ALA:HA 1:H:243:ARG:HE 1.63 0.63
1:1:105:LEU:HB3 1:1:109:GLY:HA3 1.80 0.63
1:J:105:LEU:HB3 1:J:109:GLY:HA3 1.80 0.63
1:J:177:PRO:HB2 1:J:180:LEU:HB3 1.79 0.63
1:N:105:LEU:HB3 1:N:109:GLY:HA3 1.80 0.63
1:A:449:GLU:N 1:A:449:GLU:OE1 2.29 0.63
1:C:77:SER:HA 1:C:80:LYS:HD2 1.80 0.63
1:H:105:LEU:HB3 1:H:109:GLY:HA3 1.80 0.63
1:H:621:LEU:HD12 1:H:657:ILE:HD13 1.79 0.63
1:J:637:ASP:HB3 1:J:640:HIS:HB3 1.79 0.63
1:K:240:ALA:HA 1:K:243:ARG:HE 1.63 0.63
1:N:177:PRO:HB2 1:N:180:LEU:HB3 1.79 0.63
1:E:304:ASP:OD1 1:E:392:ARG:NH1 2.29 0.63
1:1:637:ASP:HB3 1:1:640:HIS:HB3 1.79 0.63
1:K:105:LEU:HB3 1:K:109:GLY:HA3 1.80 0.63
1:A:105:LEU:HB3 1:A:109:GLY:HA3 1.80 0.63
1:B:105:LEU:HB3 1:B:109:GLY:HA3 1.80 0.63
1:B:637:ASP:HB3 1:B:640:HIS:HB3 1.79 0.63
1:C:177:PRO:HB2 1:C:180:LEU:HB3 1.79 0.63
1:P:177:PRO:HB2 1:P:180:LEU:HB3 1.79 0.63
1:D:240:ALA:HA 1:D:243:ARG:HE 1.63 0.63
1:E:177:PRO:HB2 1:E:180:LEU:HB3 1.79 0.63
1:F:637:ASP:HB3 1:F:640:HIS:HB3 1.79 0.63
1:J:77:SER:HA 1:J:80:LYS:HD2 1.80 0.63
1:L:105:LEU:HB3 1:L:109:GLY:HA3 1.80 0.63
1:1L:621:LEU:HD12 1:L:657:ILE:HD13 1.79 0.63
1:P:304:ASP:OD1 1:P:392:ARG:NH1 2.29 0.63
1:A:621:LEU:HD12 | 1:A:657:ILE:HD13 1.79 0.63
1:E:77:SER:HA 1:E:80:LYS:HD2 1.80 0.63
1:I:77:SER:HA 1:1:80:LYS:HD2 1.80 0.63
1:0:240:ALA:HA 1:0:243:ARG:HE 1.63 0.63
1:P:77:SER:HA 1:P:80:LYS:HD2 1.80 0.63
1:F:77:SER:HA 1:F:80:LYS:HD2 1.80 0.63
1:G:77:SER:HA 1:G:80:LYS:HD2 1.80 0.63
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1:M:105:LEU:HB3 1:M:109:GLY:HA3 1.80 0.63
1:0:77:SER:HA 1:0:80:LYS:HD2 1.80 0.63
1:0:465:ARG:NH2 1:P:437:GLN:OE1 2.32 0.63
1:G:77:SER:O 1:G:81:GLN:NE2 2.32 0.63
1:J:77:SER:O 1:J:81:GLN:NE2 2.32 0.63
1:P:240:ALA:HA 1:P:243:ARG:HE 1.63 0.63
1:E:240:ALA:HA 1:E:243:ARG:HE 1.63 0.62
1:F:177:PRO:HB2 1:F:180:LEU:HB3 1.79 0.62
1:F:449:GLU:N 1:F:449:GLU:OE1 2.29 0.62
1:1:449:GLU:N 1:1:449:GLU:OE1 2.29 0.62
1:M:637:ASP:HB3 1:M:640:HIS:HB3 1.79 0.62
1:D:77:SER:HA 1:D:80:LYS:HD2 1.80 0.62
1:1:177:PRO:HB2 1:1:180:LEU:HB3 1.79 0.62
1:M:465:ARG:NH2 1:N:437:GLN:OE1 2.33 0.62
1:G:621:LEU:HD12 | 1:G:657:ILE:HD13 1.79 0.62
1:H:77:SER:O 1:H:81:GLN:NE2 2.32 0.62
1:A:77:SER:O 1:A:81:GLN:NE2 2.32 0.62
1:A:637:ASP:HB3 1:A:640:HIS:HB3 1.79 0.62
1:D:177:PRO:HB2 1:D:180:LEU:HB3 1.79 0.62
1:J:239:GLN:HG3 1:K:480:SER:HB2 1.80 0.62
1:J:621:LEU:HD12 1:J:657:ILE:HD13 1.79 0.62
1:M:77:SER:O 1:M:81:GLN:NE2 2.32 0.62
1:K:77:SER:O 1:K:81:GLN:NE2 2.33 0.62
1:L:637:ASP:HB3 1:L:640:HIS:HB3 1.79 0.62
1:B:77:SER:O 1:B:81:GLN:NE2 2.32 0.62
1:L:77:SER:O 1:L:81:GLN:NE2 2.32 0.62
1:M:657:ILE:N 1:M:681:ILE:O 2.33 0.62
1:0:328:GLN:NE2 1:P:416:GLU:OE2 2.33 0.62
1:A:657:ILE:N 1:A:681:ILE:O 2.33 0.62
1:1:77:SER:O 1:1:81:GLN:NE2 2.32 0.62
1:0:177:PRO:HB2 1:0:180:LEU:HB3 1.79 0.62
1:A:105:LEU:HD12 | 1:A:106:PRO:HD2 1.81 0.62
1:B:657:ILE:N 1:B:681:ILE:O 2.33 0.62
1:F:77:SER:O 1:F:81:GLN:NE2 2.32 0.62
1:L:657:ILE:N 1:L:681:ILE:O 2.33 0.62
1:C:105:LEU:HD12 1:C:106:PRO:HD2 1.82 0.62
1:D:239:GLN:HB2 1:E:478:ASN:HD21 1.64 0.62
1:G:505:LEU:HD23 1:G:527:CYS:SG 2.40 0.62
1:H:505:LEU:HD23 1:H:527:CYS:SG 2.40 0.62
1:K:505:LEU:HD23 1:K:527:CYS:SG 2.40 0.62
1:N:105:LEU:HD12 | 1:N:106:PRO:HD2 1.82 0.62
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Atom-1 Atom-2 distance (A) overlap (A)

1:A:416:GLU:OE2 1:H:328:GLN:NE2 2.32 0.62
1:G:257:LEU:HD12 | 1:G:266:LEU:HD21 1.82 0.62
1:J:505:LEU:HD23 1:J:527:CYS:SG 2.40 0.62
1:K:465:ARG:NH2 1:L:437:GLN:OE1 2.33 0.62
1:M:256:PRO:HG3 | 1:N:582:VAL:HG21 1.82 0.62
1:N:77:SER:O 1:N:81:GLN:NE2 2.32 0.62
1:P:657:ILE:N 1:P:681:ILE:O 2.33 0.62
1:B:505:LEU:HD23 1:B:527:CYS:SG 2.40 0.61
1:C:77:SER:O 1:C:81:GLN:NE2 2.32 0.61
1:E:657:ILE:N 1:E:681:ILE:O 2.33 0.61
1:G:465:ARG:NH2 1:H:437:GLN:HB2 2.15 0.61
1:J:257.LEU:HD12 | 1:J:266:LEU:HD21 1.82 0.61
1:K:257:LEU:HD12 | 1:K:266:LEU:HD21 1.82 0.61
1:L:105:LEU:HD12 1:L:106:PRO:HD2 1.82 0.61
1:L:505:LEU:HD23 1:L:527:CYS:SG 2.40 0.61
1:A:257:LEU:HD12 | 1:A:266:LEU:HD21 1.82 0.61
1:A:505:LEU:HD23 1:A:527:CYS:SG 2.40 0.61
1:D:657:ILE:N 1:D:681:ILE:O 2.33 0.61
1:E:340:GLU:OE1 1:E:340:GLU:N 2.30 0.61
1:F:657:ILE:N 1:F:681:ILE:O 2.33 0.61
1:H:257.:LEU:HD12 | 1:H:266:LEU:HD21 1.82 0.61
1:H:657:ILE:N 1:H:681:ILE:O 2.33 0.61
1:1:105:LEU:HD12 1:1:106:PRO:HD2 1.82 0.61
1:1:257:LEU:HD12 1:1:266: LEU:HD21 1.82 0.61
1:1:657:ILE:N 1:1:681:ILE:O 2.33 0.61
1:K:657:ILE:N 1:K:681:ILE:O 2.33 0.61
1:L:257:LEU:HD12 | 1:L:266:LEU:HD21 1.82 0.61
1:N:657:ILE:N 1:N:681:ILE:O 2.33 0.61
1:0:657:ILE:N 1:0:681:ILE:O 2.33 0.61
1:C:657:1LE:N 1:C:681:ILE:O 2.33 0.61
1:F:105:LEU:HD12 1:F:106:PRO:HD2 1.82 0.61
1:F:257.LEU:HD12 | 1:F:266:LEU:HD21 1.82 0.61
1:F:340:GLU:OE1 1:F:340:GLU:N 2.30 0.61
1:H:449:GLU:OE1 1:H:449:GLU:N 2.29 0.61
1:1:340:GLU:OE1 1:1:340:GLU:N 2.30 0.61
1:M:505:LEU:HD23 1:M:527:CYS:SG 2.40 0.61
1:P:340:GLU:OE1 1:P:340:GLU:N 2.30 0.61
1:D:77:SER:O 1:D:81:GLN:NE2 2.32 0.61
1:D:505:LEU:HD23 1:D:527:CYS:SG 2.40 0.61
1:F:607:LEU:HD23 1:F:607:LEU:H 1.66 0.61
1:H:596:GLU:HG2 1:H:598:LEU:H 1.66 0.61
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1:1:465:ARG:NH2 1:J:437:GLN:OE1 2.34 0.61
1:1:607:LEU:HD23 1:1:607:LEU:H 1.66 0.61
1:J:105:LEU:HD12 1:J:106:PRO:HD2 1.81 0.61
1:0:505:LEU:HD23 1:0:527:.CYS:SG 2.40 0.61
1:C:505:LEU:HD23 1:C:527:CYS:SG 2.40 0.61
1:G:105:LEU:HD12 | 1:G:106:PRO:HD2 1.82 0.61
1:G:657:ILE:N 1:G:681:ILE:O 2.33 0.61
1:1:197:GLU:OE1 1:J:384:GLY:N 2.31 0.61
1:J:657:ILE:N 1:J:681:ILE:O 2.33 0.61
1:K:596:GLU:HG2 1:K:598:LEU:H 1.66 0.61
1:M:105:LEU:HD12 | 1:M:106:PRO:HD2 1.82 0.61
1:M:607:LEU:HD23 1:M:607:LEU:H 1.66 0.61
1:0:77:SER:O 1:0:81:GLN:NE2 2.32 0.61
1:B:105:LEU:HD12 1:B:106:PRO:HD2 1.82 0.61
1:B:239:GLN:HB2 1:C:478:ASN:HD21 1.65 0.61
1:B:607:LEU:HD23 1:B:607:LEU:H 1.66 0.61
1:D:607:LEU:HD23 1:D:607:LEU:H 1.66 0.61
1:E:257:LEU:HD12 | 1:E:266:LEU:HD21 1.82 0.61
1:F:505:LEU:HD23 1:F:527:CYS:SG 2.40 0.61
1:N:505:LEU:HD23 1:N:527:CYS:SG 2.40 0.61
1:P:257:LEU:HD12 | 1:P:266:LEU:HD21 1.82 0.61
1:A:74:GLN:O 1:A:77:SER:OG 2.19 0.61
1:B:74:GLN:O 1:B:77:SER:OG 2.19 0.61
1:B:257:LEU:HD12 | 1:B:266:LEU:HD21 1.82 0.61
1:D:465:ARG:NH2 1:E:437:GLN:OE1 2.33 0.61
1.E:77:SER:O 1:E:81:GLN:NE2 2.32 0.61
1:F:239:GLN:HB2 1:G:478:ASN:ND2 2.16 0.61
1:1:505:LEU:HD23 1:1:527:CYS:SG 2.40 0.61
1:N:607:LEU:HD23 1:N:607:LEU:H 1.66 0.61
1:A:607:LEU:HD23 1:A:607:LEU:H 1.66 0.61
1:M:74:GLN:O 1:M:77:SER:OG 2.19 0.61
1:M:257:LEU:HD12 | 1:M:266:LEU:HD21 1.82 0.61
1:0:607:LEU:HD23 1:0:607:LEU:H 1.66 0.61
1:P:77:SER:O 1:P:81:GLN:NE2 2.32 0.61
1:L:74:GLN:O 1:L:77:SER:OG 2.19 0.61
1:L:607:LEU:HD23 1:L:607:LEU:H 1.66 0.61
1:P:105:LEU:HD12 1:P:106:PRO:HD2 1.82 0.61
1:C:607:LEU:H 1:C:607:LEU:HD23 1.66 0.60
1:D:257:LEU:HD12 | 1:D:266:LEU:HD21 1.82 0.60
1:J:607:LEU:HD23 1:J:607:LEU:H 1.66 0.60
1:0:257:LEU:HD12 | 1:0:266:LEU:HD21 1.82 0.60
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1:E:105:LEU:HD12 1:E:106:PRO:HD2 1.82 0.60
1:E:505:LEU:HD23 1:E:527:CYS:SG 2.40 0.60
1:G:607:LEU:HD23 1:G:607:LEU:H 1.66 0.60
1:M:596:GLU:HG2 1:M:598:LEU:H 1.66 0.60
1:0:596:GLU:HG2 1:0:598:LEU:H 1.66 0.60
1:D:596:GLU:HG2 1:D:598:LEU:H 1.66 0.60
1:0:105:LEU:HD12 | 1:0:106:PRO:HD2 1.82 0.60
1:P:505:LEU:HD23 1:P:527:CYS:SG 2.40 0.60
1:B:596:GLU:HG2 1:B:598:LEU:H 1.66 0.60
1:C:74:GLN:O 1:C:77:SER:OG 2.19 0.60
1:C:257:LEU:HD12 | 1:C:266:LEU:HD21 1.82 0.60
1:C:263:ASP:0OD1 1:C:264:GLU:N 2.35 0.60
1:D:263:ASP:OD1 1:D:264:GLU:N 2.35 0.60
1:H:607:LEU:HD23 1:H:607:LEU:H 1.66 0.60
1:N:257:LEU:HD12 | 1:N:266:LEU:HD21 1.82 0.60
1:N:263:ASP:OD1 1:N:264:GLU:N 2.35 0.60
1:D:304:ASP:OD1 1:D:392:ARG:NH1 2.29 0.60
1:H:74:GLN:O 1:H:77:SER:OG 2.19 0.60
1:0:263:ASP:OD1 1:0:264:GLU:N 2.35 0.60
1:K:607:LEU:H 1:K:607:LEU:HD23 1.66 0.60
1:N:74:GLN:O 1:N:77:SER:OG 2.19 0.60
1:0:258:ALA:HA 1:0:267:ARG:HA 1.83 0.60
1:A:596:GLU:HG2 1:A:598:LEU:H 1.66 0.60
1:B:263:ASP:OD1 1:B:264:GLU:N 2.35 0.60
1:D:105:LEU:HD12 1:D:106:PRO:HD2 1.82 0.60
1:D:258:ALA:HA 1:D:267:ARG:HA 1.83 0.60
1:G:74:GLN:O 1:G:77:SER:OG 2.19 0.60
1:G:263:ASP:OD1 1:G:264:GLU:N 2.35 0.60
1:H:88:VAL:O 1:H:92:LEU:HG 2.02 0.60
1:H:105:LEU:HD12 1:H:106:PRO:HD2 1.81 0.60
1:1:391:LYS:HA 1:1:394:LEU:HD12 1.84 0.60
1:K:74:GLN:O 1:K:77:SER:OG 2.19 0.60
1:1:239:GLN:HG3 1:M:480:SER:HB2 1.83 0.60
1:N:258:ALA:HA 1:N:267:ARG:HA 1.83 0.60
1:P:596:GLU:HG2 1:P:598:LEU:H 1.66 0.60
1:A:263:ASP:OD1 1:A:264:GLU:N 2.35 0.60
1:C:596:GLU:HG2 1:C:598:LEU:H 1.66 0.60
1:E:217:ARG:NH1 1:F:685:HIS:HB3 2.15 0.60
1:F:391:LYS:HA 1:F:394:LEU:HD12 1.84 0.60
1:J:263:ASP:OD1 1:J:264:GLU:N 2.35 0.60
1:K:105:LEU:HD12 | 1:K:106:PRO:HD2 1.82 0.60
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1:K:258:ALA:HA 1:K:267:ARG:HA 1.83 0.60
1:K:328:GLN:NE2 1:L:416:GLU:OE2 2.35 0.60
1:N:376:ARG:NH2 1:N:424:1ILE:HA 2.17 0.60
1:N:596:GLU:HG2 1:N:598:LEU:H 1.66 0.60
1:A:239:GLN:HB2 1:B:478:ASN:HD21 1.66 0.60
1:A:376:ARG:NH2 1:A:424:1LE:HA 2.17 0.60
1:C:258:ALA:HA 1:C:267:ARG:HA 1.83 0.60
1:D:391:LYS:HA 1:D:394:LEU:HD12 1.84 0.60
1:K:88:VAL:O 1:K:92:.LEU:HG 2.02 0.60
1:L:376:ARG:NH2 1:1:424:.1LE:HA 2.17 0.60
1:M:263:ASP:OD1 1:M:264:GLU:N 2.35 0.60
1:0:304:ASP:OD1 1:0:392:ARG:NH1 2.29 0.60
1:P:391:LYS:HA 1:P:394:LEU:HD12 1.84 0.60
1:C:376:ARG:NH2 1:C:424:-1LE:HA 2.17 0.60
1:F:376:ARG:NH2 1:F:424:ILE:HA 2.17 0.60
1:G:391:LYS:HA 1:G:394:LEU:HD12 1.84 0.60
1:H:258:ALA:HA 1:H:267:ARG:HA 1.83 0.60
1:1:263:ASP:OD1 1:1:264:GLU:N 2.35 0.60
1:1:376:ARG:NH2 1:1:424:1LE:HA 2.17 0.60
1:J:74:GLN:O 1:J:77:SER:OG 2.19 0.60
1:J:596:GLU:HG2 1:J:598:LEU:H 1.66 0.60
1:1:263:ASP:OD1 1:1:264:GLU:N 2.35 0.60
1:D:376:ARG:NH2 1:D:424:ILE:HA 2.17 0.59
1:E:376:ARG:NH2 1:E:424:ILE:HA 2.17 0.59
1:E:391:LYS:HA 1:E:394:LEU:HD12 1.84 0.59
1:E:596:GLU:HG2 1:E:598:LEU:H 1.66 0.59
1:F:263:ASP:0OD1 1:F:264:GLU:N 2.35 0.59
1:G:465:ARG:NH2 1:H:437:GLN:OE1 2.35 0.59
1:H:263:ASP:OD1 1:H:264:GLU:N 2.35 0.59
1:J:88:VAL:O 1:J:92:.LEU:HG 2.02 0.59
1:J:391:LYS:HA 1:J:394:LEU:HD12 1.84 0.59
1:L:596:GLU:HG2 1:L:598:LEU:H 1.66 0.59
1:0:340:GLU:QOE1 1:0:340:GLU:N 2.30 0.59
1:D:340:GLU:OE1 1:D:340:GLU:N 2.30 0.59
1:F:88:VAL:O 1:F:92:.LEU:HG 2.02 0.59
1:G:88:VAL:O 1:G:92:.LEU:HG 2.02 0.59
1:K:263:ASP:0OD1 1:K:264:GLU:N 2.35 0.59
1:M:88:VAL:O 1:M:92:LEU:HG 2.02 0.59
1:0:391:LYS:HA 1:0:394:LEU:HD12 1.84 0.59
1:P:376:ARG:NH2 1:P:424:ILE:HA 2.17 0.59
1:P:607:LEU:HD23 1:P:607:LEU:H 1.66 0.59
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1:B:88:VAL:O 1:B:92:LEU:HG 2.02 0.59
1:E:133:LEU:HD23 | 1:E:171:LEU:HD11 1.85 0.59
1:E:159:ARG:O 1:E:163:ILE:HG12 2.03 0.59
1:1:88:VAL:O 1:1:92:LEU:HG 2.02 0.59
1:1:596:GLU:HG2 1:I:598:LEU:H 1.66 0.59
1:0:376:ARG:NH2 1:0:424:1LE:HA 2.17 0.59
1:P:159:ARG:O 1:P:163:ILE:HG12 2.03 0.59
1:C:133:LEU:HD23 | 1:C:171:LEU:HD11 1.85 0.59
1:C:391:LYS:HA 1:C:394:LEU:HD12 1.84 0.59
1:D:88:VAL:O 1:D:92:LEU:HG 2.02 0.59
1:F:258:ALA:HA 1:F:267:ARG:HA 1.83 0.59
1:F:596:GLU:HG2 1:F:598:.LEU:H 1.66 0.59
1:G:596:GLU:HG2 1:G:598:LEU:H 1.66 0.59
1:H:133:LEU:HD23 | 1:H:171:LEU:HD11 1.85 0.59
1:N:133:LEU:HD23 | 1:N:171:LEU:HD11 1.85 0.59
1:P:133:LEU:HD23 | 1:P:171:LEU:HD11 1.85 0.59
1:A:159:ARG:O 1:A:163:ILE:HG12 2.03 0.59
1:B:376:ARG:NH2 1:B:424:1LE:HA 2.17 0.59
1:C:159:ARG:O 1:C:163:ILE:HG12 2.03 0.59
1:E:607:LEU:HD23 1:E:607:LEU:H 1.66 0.59
1:1:258:ALA:HA 1:1:267:ARG:HA 1.83 0.59
1:N:391:LYS:HA 1:N:394:LEU:HD12 1.84 0.59
1:0:88:VAL:O 1:0:92.LEU:HG 2.02 0.59
1:A:258:ALA:HA 1:A:267:ARG:HA 1.83 0.59
1:1:74:GLN:O 1:.I.77:SER:OG 2.19 0.59
1:1:685:HIS:HB3 1:P:217:ARG:HH12 1.67 0.59
1:J:376:ARG:NH2 1:J:424:1LE:HA 2.17 0.59
1:K:133:LEU:HD23 | 1:K:171:LEU:HD11 1.85 0.59
1:N:159:ARG:O 1:N:163:ILE:HG12 2.03 0.59
1:C:88:VAL:O 1:C:92:LEU:HG 2.02 0.59
1:D:74:GLN:O 1:D:77:SER:OG 2.19 0.59
1:E:263:ASP:OD1 1:E:264:GLU:N 2.35 0.59
1:G:159:ARG:O 1:G:163:ILE:HG12 2.03 0.59
1:G:304:ASP:OD1 1:G:392:ARG:NH1 2.29 0.59
1:G:376:ARG:NH2 1:G:424:1LE:HA 2.17 0.59
1:K:376:ARG:NH2 1:K:424:ILE:HA 2.17 0.59
1:L:88:VAL:O 1:L:92:LEU:-HG 2.02 0.59
1:1L:133:LEU:HD23 | 1:L:171:LEU:HD11 1.84 0.59
1:L:159:ARG:O 1:L:163:ILE:HG12 2.03 0.59
1:L:258:ALA:HA 1:L:267:ARG:HA 1.83 0.59
1:A:88:VAL:O 1:A:92:LEU:HG 2.02 0.59
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1:B:133:LEU:HD23 | 1:B:171:LEU:HD11 1.84 0.59
1:E:258:ALA:HA 1:E:267:ARG:HA 1.83 0.59
1:H:304:ASP:OD1 1:H:392:ARG:NH1 2.29 0.59
1:1:437:GLN:HB2 1:P:465:ARG:NH2 2.17 0.59
1:J:133:LEU:HD23 1:J:171:LEU:HD11 1.85 0.59
1:M:159:ARG:O 1:M:163:ILE:HG12 2.03 0.59
1:M:376:ARG:NH2 1:M:424:1LE:HA 2.17 0.59
1:P:258:ALA:HA 1:P:267:ARG:HA 1.83 0.59
1:P:263:ASP:0OD1 1:P:264:GLU:N 2.35 0.59
1:A:133:LEU:HD23 | 1:A:171:LEU:HD11 1.84 0.59
1:G:602:LYS:HD2 1:G:606:LYS:HE3 1.85 0.59
1:H:376:ARG:NH2 1:H:424:ILE:HA 2.17 0.59
1:H:391:LYS:HA 1:H:394:LEU:HD12 1.84 0.59
1:J:159:ARG:O 1:J:163:ILE:HG12 2.03 0.59
1:N:88:VAL:O 1:N:92:LEU:HG 2.02 0.59
1:0:74:GLN:O 1:0:77:SER:OG 2.19 0.59
1:P:88:VAL:O 1:P:92:LEU:HG 2.02 0.59
1:E:88:VAL:O 1:E:92.LEU:HG 2.02 0.59
1:G:133:LEU:HD23 | 1:G:171:LEU:HD11 1.85 0.59
1:1:602:LYS:HD2 1:1:606:LYS:HE3 1.85 0.59
1:J:602:LYS:HD2 1:J:606:LYS:HE3 1.85 0.59
1:K:304:ASP:OD1 1:K:392:ARG:NH1 2.29 0.59
1:M:133:LEU:HD23 | 1:M:171:LEU:HD11 1.85 0.59
1:B:159:ARG:O 1:B:163:ILE:HG12 2.03 0.58
1:F:602:LYS:HD2 1:F:606:LYS:HE3 1.85 0.58
1:J:304:ASP:OD1 1:J:392:ARG:NH1 2.29 0.58
1:K:391:LYS:HA 1:K:394:LEU:HD12 1.84 0.58
1:0:409:VAL:HA 1:0:412:TRP:CD1 2.38 0.58
1:B:391:LYS:HA 1:B:394:LEU:HD12 1.84 0.58
1:D:409:VAL:HA 1:D:412: TRP:CD1 2.38 0.58
1:F:397.:LEU:HG 1:F:399:GLU:HG2 1.85 0.58
1:F:505:LEU:O 1:F:508:CYS:N 2.37 0.58
1:G:258:ALA:HA 1:G:267:ARG:HA 1.83 0.58
1:G:397:LEU:HG 1:G:399:GLU:HG2 1.86 0.58
1:1:505:LEU:O 1:1:508:CYS:N 2.37 0.58
1:J:258:ALA:HA 1:J:267:ARG:HA 1.83 0.58
1:J:397:LEU:HG 1:J:399:GLU:HG2 1.86 0.58
1:1:239:GLN:HB2 1:M:478:ASN:ND2 2.16 0.58
1:B:258:ALA:HA 1:B:267:ARG:HA 1.83 0.58
1:C:304:ASP:0OD1 1:C:392:ARG:NH1 2.29 0.58
1:C:409:VAL:HA 1:C:412: TRP:CD1 2.38 0.58
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1:E:465:ARG:NH2 1:F:437:GLN:HB2 2.19 0.58
1:H:397:LEU:HG 1:H:399:GLU:HG2 1.85 0.58
1:1:159:ARG:O 1:1:163:ILE:HG12 2.03 0.58
1:1:397.LEU:HG 1:1:399:GLU:HG2 1.86 0.58
1:M:391:LYS:HA 1:M:394:LEU:HD12 1.84 0.58
1:0:159:ARG:O 1:0:163:ILE:HG12 2.03 0.58
1:P:505:LEU:O 1:P:508:CYS:N 2.37 0.58
1:F:378:VAL:HA 1:F:381:SER:HB3 1.85 0.58
1:K:397:LEU:HG 1:K:399:GLU:HG2 1.85 0.58
1:L:397:LEU:HG 1:1:399:GLU:HG2 1.85 0.58
1:0:133:LEU:HD23 | 1:0:171:LEU:HD11 1.84 0.58
1:E:505:LEU:O 1:E:508:CYS:N 2.37 0.58
1:E:602:LYS:HD2 1:E:606:LYS:HE3 1.85 0.58
1:F:159:ARG:O 1:F:163:ILE:HG12 2.03 0.58
1:G:505:LEU:O 1:G:508:CYS:N 2.37 0.58
1:1:378:VAL:HA 1:1:381:SER:HB3 1.85 0.58
1:K:159:ARG:O 1:K:163:ILE:HG12 2.03 0.58
1:K:409:VAL:HA 1:K:412: TRP:CD1 2.38 0.58
1:N:409:VAL:HA 1:N:412: TRP:CD1 2.38 0.58
1:P:602:LYS:HD2 1:P:606:LYS:HE3 1.85 0.58
1:A:397:LEU:HG 1:A:399:GLU:HG2 1.85 0.58
1:D:159:ARG:O 1:D:163:ILE:HG12 2.03 0.58
1:F:328:GLN:NE2 1:G:416:GLU:OE2 2.36 0.58
1:J:505:LEU:O 1:J:508:CYS:N 2.37 0.58
1:M:258:ALA:HA 1:M:267:ARG:HA 1.83 0.58
1:B:378:VAL:HA 1:B:381:SER:HB3 1.85 0.58
1:D:133:LEU:HD23 | 1:D:171:LEU:HD11 1.85 0.58
1:E:397:LEU:HG 1:E:399:GLU:HG2 1.85 0.58
1:K:602:LYS:HD2 1:K:606:LYS:HE3 1.85 0.58
1:L:391:LYS:HA 1:1:394:LEU:HD12 1.84 0.58
1:M:397:LEU:HG 1:M:399:GLU:HG2 1.86 0.58
1:M:505:LEU:O 1:M:508:CYS:N 2.37 0.58
1:P:397:LEU:HG 1:P:399:GLU:HG2 1.85 0.58
1:A:391:LYS:HA 1:A:394:LEU:HD12 1.84 0.58
1:B:75:ALA:O 1:B:79:LEU:HG 2.04 0.58
1:B:397:LEU:HG 1:B:399:GLU:HG2 1.85 0.58
1:F:409:VAL:HA 1:F:412: TRP:CD1 2.38 0.58
1:H:159:ARG:O 1:H:163:ILE:HG12 2.03 0.58
1:H:409:VAL:HA 1:H:412: TRP:CD1 2.38 0.58
1:N:304:ASP:0OD1 1:N:392:ARG:NH1 2.29 0.58
1:N:505:LEU:O 1:N:508:CYS:N 2.37 0.58
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1:0:505:LEU:O 1:0:508:CYS:N 2.37 0.58
1:A:75:ALA:O 1:A:79:LEU:HG 2.04 0.58
1:A:431:GLU:HG2 1:A:432:SER:N 2.19 0.58
1:C:397:LEU:HG 1:C:399:GLU:HG2 1.85 0.58
1:C:505:LEU:O 1:C:508:CYS:N 2.37 0.58
1:D:397:LEU:HG 1:D:399:GLU:HG2 1.86 0.58
1:D:505:LEU:O 1:D:508:CYS:N 2.37 0.58
1:E:378:VAL:HA 1:E:381:SER:HB3 1.85 0.58
1:E:409:VAL:HA 1:E:412: TRP:CD1 2.38 0.58
1:E:431:GLU:HG2 1:E:432:SER:N 2.19 0.58
1:G:461:ILE:HG22 | 1:H:442:LEU:HD13 1.85 0.58
1:H:602:LYS:HD?2 1:H:606:LYS:HE3 1.85 0.58
1:1:409:VAL:HA 1:1:412:TRP:CD1 2.38 0.58
1:K:197:GLU:OE1 1:1:384:GLY:N 2.37 0.58
1:K:431:GLU:HG2 1:K:432:SER:N 2.19 0.58
1:1:431:GLU:HG2 1:1:432:SER:N 2.19 0.58
1:M:304:ASP:OD1 1:M:392:ARG:NH1 2.29 0.58
1:P:409:VAL:HA 1:P:412: TRP:CD1 2.38 0.58
1:B:505:LEU:O 1:B:508:CYS:N 2.37 0.58
1:D:431:GLU:HG2 1:D:432:SER:N 2.19 0.58
1:D:602:LYS:HD2 1:D:606:LYS:HE3 1.85 0.58
1:F:133:LEU:HD23 | 1:F:171:LEU:HD11 1.84 0.58
1:G:75:ALA:O 1:G:79:LEU:HG 2.04 0.58
1:G:409:VAL:HA 1:G:412: TRP:CD1 2.38 0.58
1:G:431:GLU:HG2 1:G:432:SER:N 2.19 0.58
1:L:75:ALA:O 1:L:79:LEU-HG 2.04 0.58
1:L:602:LYS:HD2 1:L:606:LYS:HE3 1.85 0.58
1:M:75:ALA:O 1:M:79:LEU:HG 2.04 0.58
1:M:378:VAL:HA 1:M:381:SER:HB3 1.85 0.58
1:0:397:LEU:HG 1:0:399:GLU:HG2 1.86 0.58
1:P:431:GLU:HG2 1:P:432:SER:N 2.19 0.58
1:A:378:VAL:HA 1:A:381:SER:HB3 1.85 0.57
1:F:431:GLU:HG2 1:F:432:SER:N 2.19 0.57
1:H:75:ALA:O 1:H:79:LEU:HG 2.04 0.57
1:H:431:GLU:HG2 1:H:432:SER:N 2.19 0.57
1:1:431:GLU:HG2 1:1:432:SER:N 2.19 0.57
1:J:75:ALA:O 1:J:79:LEU:HG 2.04 0.57
1:J:409:VAL:HA 1:J:412:TRP:CD1 2.38 0.57
1:J:431:GLU:HG2 1:J:432:SER:N 2.19 0.57
1:K:75:ALA:O 1:K:79:LEU:HG 2.04 0.57
1:L:378:VAL:HA 1:L:381:SER:HB3 1.85 0.57
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1:1:409:VAL:HA 1:L:412:TRP:CD1 2.38 0.57
1:L:580:LEU:O 1:L:584:LEU:HG 2.04 0.57
1:1:692:ILE:HD13 1:L:695:ILE:HD12 1.86 0.57
1:M:409:VAL:HA 1:M:412: TRP:CD1 2.38 0.57
1:N:692:ILE:HD13 1:N:695:ILE:HD12 1.86 0.57
1:0:431:GLU:HG2 1:0:432:SER:N 2.19 0.57
1:0:602:LYS:HD2 1:0:606:LYS:HE3 1.85 0.57
1:A:580:LEU:O 1:A:584:LEU:HG 2.04 0.57
1:A:602:LYS:HD?2 1:A:606:LYS:HE3 1.85 0.57
1:A:692:1ILE:HD13 1:A:695:1ILE:HD12 1.86 0.57
1:B:304:ASP:OD1 1:B:392:ARG:NH1 2.29 0.57
1:B:692:ILE:HD13 1:B:695:ILE:HD12 1.86 0.57
1:C:199:CYS:O 1:C:203:VAL:HG23 2.04 0.57
1:C:692:1LE:HD13 1:C:695:1LE:HD12 1.86 0.57
1:D:199:CYS:0O 1:D:203:VAL:HG23 2.05 0.57
1:D:565:PHE:HE2 1:D:610:SER:HB2 1.70 0.57
1:E:199:CYS:O 1:E:203:VAL:HG23 2.04 0.57
1:E:565:PHE:HE2 1:E:610:SER:HB2 1.70 0.57
1:H:505:LEU:O 1:H:508:CYS:N 2.37 0.57
1:1:133:LEU:HD23 1:I:171:LEU:HD11 1.84 0.57
1:L:505:LEU:O 1:L:508:CYS:N 2.37 0.57
1:M:199:CYS:O 1:M:203:VAL:HG23 2.05 0.57
1:N:397:LEU:HG 1:N:399:GLU:HG2 1.86 0.57
1:0:565:PHE:HE2 1:0:610:SER:HB2 1.70 0.57
1:A:409:VAL:HA 1:A:412:TRP:CD1 2.38 0.57
1:B:199:CYS:O 1:B:203:VAL:HG23 2.05 0.57
1:B:409:VAL:HA 1:B:412:TRP:CD1 2.38 0.57
1:G:580:LEU:O 1:G:584:LEU:HG 2.04 0.57
1:J:378:VAL:HA 1:J:381:SER:HB3 1.85 0.57
1:N:199:CYS:O 1:N:203:VAL:HG23 2.05 0.57
1:0:75:ALA:O 1:0:79:LEU:HG 2.04 0.57
1:0:199:CYS:O 1:0:203:VAL:HG23 2.05 0.57
1:P:378:VAL:HA 1:P:381:SER:HB3 1.85 0.57
1:P:565:PHE:HE2 1:P:610:SER:HB2 1.70 0.57
1:A:199:CYS:O 1:A:203:VAL:HG23 2.05 0.57
1:B:431:GLU:HG2 1:B:432:SER:N 2.19 0.57
1:D:75:ALA:O 1:D:79:LEU:HG 2.04 0.57
1:D:692:1ILE:HD13 1:D:695:ILE:HD12 1.86 0.57
1:E:74:GLN:O 1.E:77:SER:OG 2.19 0.57
1:E:75:ALA:O 1:E:79:.LEU:-HG 2.04 0.57
1:G:378:VAL:HA 1:G:381:SER:HB3 1.85 0.57
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1:J:580:LEU:O 1:J:584:LEU:HG 2.04 0.57
1:K:505:LEU:O 1:K:508:CYS:N 2.37 0.57
1:M:692:1LE:HD13 1:M:695:1ILE:HD12 1.86 0.57
1:N:378:VAL:HA 1:N:381:SER:HB3 1.85 0.57
1:0:692:ILE:HD13 1:0:695:ILE:HD12 1.86 0.57
1:P:199:CYS:O 1:P:203:VAL:HG23 2.05 0.57
1:C:378:VAL:HA 1:C:381:SER:HB3 1.85 0.57
1:D:378:VAL:HA 1:D:381:SER:HB3 1.85 0.57
1:1:199:CYS:O 1:1:203:VAL:HG23 2.05 0.57
1:M:431:GLU:HG2 1:M:432:SER:N 2.19 0.57
1:N:239:GLN:HB2 1:0:478:ASN:HD21 1.68 0.57
1:F:199:CYS:0O 1:F:203:VAL:HG23 2.05 0.57
1:F:565:PHE:HE2 1:F:610:SER:HB2 1.70 0.57
1:1:199:CYS:O 1:1:203:VAL:HG23 2.04 0.57
1:J:199:CYS:0O 1:J:203:VAL:HG23 2.04 0.57
1:M:616:ASN:HA 1:M:652:ASN:HB3 1.87 0.57
1:P:75:ALA:O 1:P:79:LEU:HG 2.04 0.57
1:B:602:LYS:HD2 1:B:606:LYS:HE3 1.85 0.57
1:B:616:ASN:HA 1:B:652:ASN:HB3 1.87 0.57
1:G:199:CYS:O 1:G:203:VAL:HG23 2.05 0.57
1:H:244:ARG:NH1 1:H:247:GLU:OE1 2.38 0.57
1:1:565:PHE:HE2 1:1:610:SER:HB2 1.70 0.57
1:K:244:ARG:NH1 1:K:247:GLU:OE1 2.38 0.57
1:K:692:ILE:HD13 1:K:695:ILE:HD12 1.86 0.57
1:M:602:LYS:HD?2 1:M:606:LYS:HE3 1.85 0.57
1:P:74:GLN:O 1:P:77:SER:OG 2.19 0.57
1:F:580:LEU:O 1:F:584:LEU:HG 2.04 0.57
1:F:666:GLN:OE1 1:F:666:GLN:N 2.37 0.57
1:G:565:PHE:HE2 1:G:610:SER:HB2 1.70 0.57
1:H:692:ILE:HD13 1:H:695:ILE:HD12 1.86 0.57
1:I:75:ALA:O 1:I:79:LEU:HG 2.04 0.57
1:1:666:GLN:OE1 1:1:666:GLN:N 2.37 0.57
1:J:565:PHE:HE2 1:J:610:SER:HB2 1.70 0.57
1:0:378:VAL:HA 1:0:381:SER:HB3 1.85 0.57
1:A:505:LEU:O 1:A:508:CYS:N 2.37 0.57
1:C:565:PHE:HE2 1:C:610:SER:HB2 1.70 0.57
1:C:602:LYS:HD2 1:C:606:LYS:HE3 1.85 0.57
1:D:286:GLU:OE1 1:D:286:GLU:N 2.38 0.57
1:1:580:LEU:O 1:1:584:LEU:HG 2.04 0.57
1:N:376:ARG:NH2 1:N:423:GLN:O 2.38 0.57
1:0:286:GLU:OE1 1:0:286:GLU:N 2.38 0.57
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1:A:616:ASN:HA 1:A:652:ASN:HB3 1.87 0.57
1:E:228:LEU:HD21 1:E:269:HIS:CD2 2.40 0.57
1:E:256:PRO:HB3 1:F:578:SER:OG 2.04 0.57
1:E:286:GLU:N 1:E:286:GLU:OE1 2.38 0.57
1:H:580:LEU:O 1:H:584:LEU:HG 2.04 0.57
1:N:75:ALA:O 1:N:79:LEU:HG 2.04 0.57
1:N:565:PHE:HE2 1:N:610:SER:HB2 1.70 0.57
1:N:602:LYS:HD2 1:N:606:LYS:HE3 1.85 0.57
1:P:286:GLU:OE1 1:P:286:GLU:N 2.38 0.57
1:C:75:ALA:O 1:C:79:LEU:HG 2.04 0.56
1:C:129:LEU:H 1:C:129:LEU:HD12 1.70 0.56
1:C:376:ARG:NH2 1:C:423:GLN:O 2.38 0.56
1:E:692:1LE:HD13 1:E:695:ILE:HD12 1.86 0.56
1:F:75:ALA:O 1:F:79:LEU-HG 2.04 0.56
1:J:616:ASN:HA 1:J:652:ASN:HB3 1.87 0.56
1:K:616:ASN:HA 1:K:652: ASN:HB3 1.87 0.56
1:0:498:PHE:HE1 1:0:534:HIS:CG 2.23 0.56
1:0:580:LEU:O 1:0:584:LEU:HG 2.04 0.56
1:P:228:LEU:HD21 1:P:269:HIS:CD2 2.40 0.56
1:B:129:LEU:HD12 1:B:129:LEU:H 1.70 0.56
1:D:129:LEU:H 1:D:129:LEU:HD12 1.71 0.56
1:D:376:ARG:NH2 1:D:423:GLN:O 2.38 0.56
1:D:580:LEU:O 1:D:584:LEU:HG 2.04 0.56
1:G:129:LEU:H 1:G:129:LEU:HD12 1.71 0.56
1:G:616:ASN:HA 1:G:652:ASN:HB3 1.87 0.56
1:1:634:ASP:HB2 1:1:636:LYS:HG2 1.88 0.56
1:J:129:LEU:HD12 1:J:129:LEU:H 1.71 0.56
1:1:616:ASN:HA 1:1:652:ASN:HB3 1.87 0.56
1:M:376:ARG:NH2 1:M:423:GLN:O 2.38 0.56
1:M:580:LEU:O 1:M:584:LEU:HG 2.04 0.56
1:0:129:LEU:H 1:0:129:LEU:HD12 1.71 0.56
1:0:376:ARG:NH2 1:0:423:GLN:O 2.38 0.56
1:A:244:ARG:NH1 1:A:247:GLU:OE1 2.38 0.56
1:A:304:ASP:0OD1 1:A:392:ARG:NH1 2.29 0.56
1:B:228:LEU:HD21 1:B:269:HIS:CD2 2.40 0.56
1:B:376:ARG:NH2 1:B:423:GLN:O 2.38 0.56
1:C:498:PHE:HE1 1:C:534:HIS:CG 2.23 0.56
1:D:228:LEU:HD21 1:D:269:HIS:CD2 2.40 0.56
1:D:498:PHE:HE1 1:D:534:HIS:CG 2.23 0.56
1:F:228:LEU:HD21 1:F:269:HIS:CD2 2.40 0.56
1:F:376:ARG:NH2 1:F:423:GLN:O 2.38 0.56
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Atom-1 Atom-2 distance (A) overlap (A)

1:F:634:ASP:HB2 1:F:636:LYS:HG2 1.88 0.56
1:G:483:ASP:0D2 1:G:487:LEU:N 2.36 0.56
1:G:634:ASP:HB2 1:G:636:LYS:HG2 1.88 0.56
1:H:129:LEU:H 1:H:129:LEU:HD12 1.70 0.56
1:H:199:CYS:O 1:H:203:VAL:HG23 2.04 0.56
1:H:616:ASN:HA 1:H:652:ASN:HB3 1.87 0.56
1:H:631:GLN:H 1:H:669:PRO:HD3 1.71 0.56
1:1:631: GLN:H 1:1:669:PRO:HD3 1.71 0.56
1:J:286:GLU:N 1:J:286:GLU:OE1 2.38 0.56
1:J:483:ASP:0OD2 1:J:487:-LEU:N 2.36 0.56
1:J:634:ASP:HB2 1:J:636:LYS:HG2 1.88 0.56
1:K:378:VAL:HA 1:K:381:SER:HB3 1.85 0.56
1:K:580:LEU:O 1:K:584:LEU:HG 2.04 0.56
1:M:129:LEU:HD12 1:M:129:LEU:H 1.71 0.56
1:M:228:LEU:HD21 1:M:269:HIS:CD2 2.40 0.56
1:N:129:LEU:H 1:N:129:LEU:HD12 1.71 0.56
1:N:217:ARG:HH22 | 1:0:688:GLN:NE2 2.02 0.56
1:P:634:ASP:HB2 1:P:636:LYS:HG2 1.88 0.56
1:P:692:1ILE:HD13 1:P:695:ILE:HD12 1.86 0.56
1:B:580:LEU:O 1:B:584:LEU:HG 2.04 0.56
1:C:580:LEU:O 1:C:584:LEU:HG 2.04 0.56
1:E:580:LEU:O 1:E:584:LEU:HG 2.04 0.56
1:E:634:ASP:HB2 1:E:636:LYS:HG2 1.88 0.56
1:F:631:GLN:H 1:F:669:PRO:HD3 1.71 0.56
1:G:286:GLU:N 1:G:286:GLU:OE1 2.38 0.56
1:G:328:GLN:NE2 1:H:416:GLU:OE2 2.38 0.56
1:1:228:LEU:HD21 1:1:269:HIS:CD2 2.40 0.56
1:1:376:ARG:NH2 1:1:423:GLN:O 2.38 0.56
1:1:244:ARG:NH1 1:L:247:GLU:OE1 2.38 0.56
1:N:498:PHE:HE1 1:N:534:HIS:CG 2.23 0.56
1:0:228:LEU:HD21 1:0:269:HIS:CD2 2.40 0.56
1:B:170:ASN:HA 1:B:173:LYS:HE3 1.88 0.56
1:B:565:PHE:HE2 1:B:610:SER:HB2 1.70 0.56
1:B:631:GLN:H 1:B:669:PRO:HD3 1.71 0.56
1:E:129:LEU:HD12 1:E:129:LEU:H 1.71 0.56
1:G:376:ARG:NH2 1:G:423:GLN:O 2.38 0.56
1:H:378:VAL:HA 1:H:381:SER:HB3 1.85 0.56
1:1:498:PHE:HE1 1:1:534:HIS:CG 2.23 0.56
1:J:376:ARG:NH2 1:J:423:GLN:O 2.38 0.56
1:J:692:ILE:HD13 1:J:695:ILE:HD12 1.86 0.56
1:K:199:CYS:0O 1:K:203:VAL:HG23 2.05 0.56
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1:K:631:GLN:H 1:K:669:PRO:HD3 1.71 0.56
1:N:580:LEU:O 1:N:584:LEU:HG 2.04 0.56
1:N:631:GLN:H 1:N:669:PRO:HD3 1.71 0.56
1:P:129:LEU:H 1:P:129:LEU:HD12 1.71 0.56
1:P:498:PHE:HE1 1:P:534:HIS:CG 2.23 0.56
1:A:129:LEU:H 1:A:129:LEU:HD12 1.71 0.56
1:C:170:ASN:HA 1:C:173:LYS:HE3 1.88 0.56
1:E:498:PHE:HE1 1:E:534:HIS:CG 2.23 0.56
1:F:286:GLU:OE1 1:F:286:GLU:N 2.38 0.56
1:H:634:ASP:HB2 1:H:636:LYS:HG2 1.88 0.56
1:J:430:CYS:HB3 1:J:434:ARG:NH2 2.10 0.56
1:K:634:ASP:HB2 1:K:636:LYS:HG2 1.88 0.56
1:M:565:PHE:HE2 1:M:610:SER:HB2 1.70 0.56
1:M:631:GLN:H 1:M:669:PRO:HD3 1.71 0.56
1:N:170:ASN:HA 1:N:173:LYS:HE3 1.88 0.56
1:N:431:GLU:HG2 1:N:432:SER:N 2.19 0.56
1:N:465:ARG:NH2 1:0:437:GLN:HB2 2.20 0.56
1:P:580:LEU:O 1:P:584:LEU:HG 2.04 0.56
1:C:431:GLU:HG2 1:C:432:SER:N 2.19 0.56
1:C:631:GLN:H 1:C:669:PRO:HD3 1.71 0.56
1:D:170:ASN:HA 1:D:173:LYS:HE3 1.88 0.56
1:D:256:PRO:HG3 | 1:E:582:VAL:HG21 1.88 0.56
1:E:631:GLN:H 1:E:669:PRO:HD3 1.71 0.56
1:G:228:LEU:HD21 1:G:269:HIS:CD2 2.40 0.56
1:K:129:LEU:H 1:K:129:LEU:HD12 1.71 0.56
1:L:129:LEU:H 1:1L:129:LEU:HD12 1.71 0.56
1:L:170:ASN:HA 1:L:173:LYS:HE3 1.88 0.56
1:L:304:ASP:0OD1 1:1:392:ARG:NH1 2.29 0.56
1:M:170:ASN:HA 1:M:173:LYS:HE3 1.88 0.56
1:0:170:ASN:HA 1:0:173:LYS:HE3 1.88 0.56
1:0:239:GLN:HB2 1:P:478:ASN:HD21 1.70 0.56
1:P:631:GLN:H 1:P:669:PRO:HD3 1.71 0.56
1:A:170:ASN:HA 1:A:173:LYS:HE3 1.88 0.56
1:A:565:PHE:HE2 1:A:610:SER:HB2 1.70 0.56
1:E:170:ASN:HA 1:E:173:LYS:HE3 1.88 0.56
1:E:376:ARG:NH2 1:E:423:GLN:O 2.38 0.56
1:E:431:GLU:O 1:E:434:ARG:HG2 2.06 0.56
1:F:498:PHE:HE1 1:F:534:HIS:CG 2.23 0.56
1:G:692:ILE:HD13 1:G:695:ILE:HD12 1.86 0.56
1:1:170:ASN:HA 1:1:173:LYS:HE3 1.88 0.56
1:1:286: GLU:OE1 1:1:286:GLU:N 2.38 0.56
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1:J:170:ASN:HA 1:J:173:LYS:HE3 1.88 0.56
1:J:228: LEU:HD21 1:J:269:HIS:CD2 2.40 0.56
1:J:498:PHE:HE1 1:J:534:HIS:CG 2.23 0.56
1:K:498:PHE:HE1 1:K:534:HIS:CG 2.23 0.56
1:L:565:PHE:HE2 1:L:610:SER:HB2 1.69 0.56
1:M:498:PHE:HE1 1:M:534:HIS:CG 2.23 0.56
1:P:170:ASN:HA 1:P:173:LYS:HE3 1.88 0.56
1:P:431:GLU:O 1:P:434:ARG:HG2 2.06 0.56
1:B:498:PHE:HE1 1:B:534:HIS:CG 2.23 0.56
1:D:634:ASP:HB2 1:D:636:LYS:HG2 1.87 0.56
1:E:217:ARG:HH22 1:F:688:GLN:NE2 2.04 0.56
1:F:74:GLN:O 1.F:77:SER:OG 2.19 0.56
1:F:170:ASN:HA 1:F:173:LYS:HE3 1.88 0.56
1:F:692:ILE:HD13 1:F:695:ILE:HD12 1.86 0.56
1:G:170:ASN:HA 1:G:173:LYS:HE3 1.88 0.56
1:G:498:PHE:HE1 1:G:534:HIS:CG 2.23 0.56
1:1:431:GLU:O 1:1:434:ARG:HG2 2.06 0.56
1:1:548:SER:HB2 1:1:549:PRO:HD3 1.88 0.56
1:K:228:LEU:HD21 1:K:269:HIS:CD2 2.40 0.56
1:L:376:ARG:NH2 1:1L:423:GLN:O 2.38 0.56
1:1L:498:PHE:HE1 1:L:534:HIS:CG 2.23 0.56
1:L:631:GLN:H 1:L:669:PRO:HD3 1.71 0.56
1:P:376:ARG:NH2 1:P:423:GLN:O 2.38 0.56
1:A:228:LEU:HD21 1:A:269:HIS:CD2 2.40 0.56
1:A:376:ARG:NH2 1:A:423:GLN:O 2.38 0.56
1:E:616:ASN:HA 1:E:652:ASN:HB3 1.87 0.56
1:F:431:GLU:O 1:F:434:ARG:HG2 2.06 0.56
1:F:548:SER:HB2 1:F:549:PRO:HD3 1.88 0.56
1:G:430:CYS:HB3 1:G:434:ARG:NH2 2.10 0.56
1:G:631:GLN:H 1:G:669:PRO:HD3 1.71 0.56
1:1:129:LEU:H 1:1:129:LEU:HD12 1.71 0.56
1:1:692:ILE:HD13 1:1:695:ILE:HD12 1.86 0.56
1:J:631:GLN:H 1:J:669:PRO:HD3 1.71 0.56
1:M:548:SER:HB2 1:M:549:PRO:HD3 1.88 0.56
1:0:634:ASP:HB2 1:0:636:LYS:HG2 1.88 0.56
1:P:616:ASN:HA 1:P:652:ASN:HB3 1.87 0.56
1:A:498:PHE:HE1 1:A:534:HIS:CG 2.23 0.55
1:E:548:SER:HB2 1:E:549:PRO:HD3 1.88 0.55
1:F:483:ASP:0OD2 1:F:487.LEU:N 2.36 0.55
1:H:498:PHE:HE1 1:H:534:HIS:CG 2.23 0.55
1:H:548:SER:HB2 1:H:549:PRO:HD3 1.88 0.55
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1:1:184:VAL:HA 1:.1:187:ILE:HD12 1.88 0.55
1:1:239: GLN:HB2 1:J:478:ASN:HD21 1.70 0.55
1:1:483:ASP:0OD2 1:1:487:LEU:N 2.36 0.55
1:K:170:ASN:HA 1:K:173:LYS:HE3 1.88 0.55
1:K:548:SER:HB2 1:K:549:PRO:HD3 1.88 0.55
1:L:465:ARG:NH2 1:M:437:GLN:OE1 2.39 0.55
1:P:548:SER:HB2 1:P:549:PRO:HD3 1.88 0.55
1:A:548:SER:HB2 1:A:549:PRO:HD3 1.88 0.55
1:D:616:ASN:HA 1:D:652: ASN:HB3 1.87 0.55
1:E:666:GLN:OE1 1:E:666:GLN:N 2.37 0.55
1:F:129:.LEU:H 1:F:129:LEU:HD12 1.71 0.55
1:F:184:VAL:HA 1:F:187:ILE:HD12 1.88 0.55
1:H:170:ASN:HA 1:H:173:LYS:HE3 1.88 0.55
1:K:376:ARG:NH2 1:K:423:GLN:O 2.38 0.55
1:L:228:LEU:HD21 1:L:269:HIS:CD2 2.40 0.55
1:N:548:SER:HB2 1:N:549:PRO:HD3 1.88 0.55
1:0:616:ASN:HA 1:0:652:ASN:HB3 1.87 0.55
1:A:631:GLN:H 1:A:669:PRO:HD3 1.71 0.55
1:B:548:SER:HB2 1:B:549:PRO:HD3 1.89 0.55
1:C:548:SER:HB2 1:C:549:PRO:HD3 1.88 0.55
1:F:414:GLU:O 1:F:418:GLN:HG2 2.07 0.55
1:H:228:LEU:HD21 1:H:269:HIS:CD2 2.40 0.55
1:H:414:GLU:O 1:H:418:GLN:HG2 2.07 0.55
1:M:217:ARG:HH12 1:N:685:HIS:HB3 1.72 0.55
1:P:666:GLN:OE1 1:P:666:GLN:N 2.37 0.55
1:B:219:ASP:HB3 1:B:222:LEU:HB3 1.89 0.55
1:C:228:LEU:HD21 1:C:269:HIS:CD2 2.40 0.55
1:G:548:SER:HB2 1:G:549:PRO:HD3 1.88 0.55
1:H:376:ARG:NH2 1:H:423:GLN:O 2.38 0.55
1:H:431:GLU:O 1:H:434:ARG:HG2 2.06 0.55
1:H:483:ASP:0OD2 1:H:487.LEU:N 2.36 0.55
1:1:414:GLU:O 1:1:418:GLN:HG2 2.07 0.55
1:K:219:ASP:HB3 1:K:222:LEU:HB3 1.89 0.55
1:1L:197:GLU:CD 1:M:383:ASN:HA 2.31 0.55
1:L:548:SER:HB2 1:L:549:PRO:HD3 1.88 0.55
1:N:228:LEU:HD21 1:N:269:HIS:CD2 2.40 0.55
1:0:548:SER:HB2 1:0:549:PRO:HD3 1.88 0.55
1:A:634:ASP:HB2 1:A:636:LYS:HG2 1.88 0.55
1:C:616:ASN:HA 1:C:652:ASN:HB3 1.87 0.55
1:D:548:SER:HB2 1:D:549:PRO:HD3 1.88 0.55
1:F:616:ASN:HA 1:F:652:ASN:HB3 1.87 0.55
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1:G:184:VAL:HA 1:G:187:ILE:HD12 1.88 0.55
1:J:414:GLU:O 1:J:418:GLN:HG2 2.07 0.55
1:K:414:GLU:O 1:K:418:GLN:HG2 2.07 0.55
1:K:431:GLU:O 1:K:434:ARG:HG2 2.06 0.55
1:M:219:ASP:HB3 1:M:222:LEU:HB3 1.89 0.55
1:N:217:ARG:NH1 1:0:685:HIS:HB3 2.19 0.55
1:0:431:GLU:O 1:0:434:ARG:HG2 2.06 0.55
1:P:414:GLU:O 1:P:418:GLN:HG2 2.07 0.55
1:D:631:GLN:H 1:D:669:PRO:HD3 1.71 0.55
1:E:414:GLU:O 1:E:418:GLN:HG2 2.07 0.55
1:G:414:GLU:O 1:G:418:GLN:HG2 2.07 0.55
1:H:142:VAL:O 1:H:146:ARG:HG3 2.07 0.55
1:1:616:ASN:HA 1:1:652: ASN:HB3 1.87 0.55
1:J:184:VAL:HA 1:J:187:ILE:HD12 1.88 0.55
1:K:142:VAL:O 1:K:146:ARG:HG3 2.07 0.55
1:1:634:ASP:HB2 1:L:636:LYS:HG2 1.88 0.55
1:N:616:ASN:HA 1:N:652:ASN:HB3 1.87 0.55
1:A:219:ASP:HB3 1:A:222:LEU:HB3 1.89 0.55
1:B:244:ARG:NH1 1:B:247:GLU:OE1 2.38 0.55
1:C:414:GLU:O 1:C:418:GLN:HG2 2.07 0.55
1:C:431:GLU:O 1:C:434:ARG:HG2 2.06 0.55
1:C:634:ASP:HB2 1:C:636:LYS:HG2 1.88 0.55
1:D:431:GLU:O 1:D:434:ARG:HG2 2.06 0.55
1:H:219:ASP:HB3 1:H:222:LEU:HB3 1.89 0.55
1:H:565:PHE:HE2 1:H:610:SER:HB2 1.70 0.55
1:J:548:SER:HB2 1:J:549:PRO:HD3 1.89 0.55
1:M:244:ARG:NH1 1:M:247:GLU:OE1 2.38 0.55
1:M:340:GLU:OE1 1:M:340:GLU:N 2.30 0.55
1:0:631:GLN:H 1:0:669:PRO:HD3 1.71 0.55
1:B:634:ASP:HB2 1:B:636:LYS:HG2 1.88 0.55
1:C:627:ASP:N 1:C:627:ASP:0OD1 2.40 0.55
1:F:142:VAL:O 1:F:146:ARG:HG3 2.07 0.55
1:1:142:VAL:O 1:1:146:ARG:HG3 2.07 0.55
1:K:483:ASP:0OD2 1:K:487:LEU:N 2.36 0.55
1:N:414:GLU:O 1:N:418:GLN:HG2 2.07 0.55
1:N:627:ASP:OD1 1:N:627:ASP:N 2.40 0.55
1:G:219:ASP:HB3 1:G:222:LEU:HB3 1.89 0.55
1:G:627:ASP:0OD1 1:G:627:ASP:N 2.40 0.55
1:M:634:ASP:HB2 1:M:636:LYS:HG2 1.88 0.55
1:N:431:GLU:O 1:N:434:ARG:HG2 2.06 0.55
1:N:634:ASP:HB2 1:N:636:LYS:HG2 1.88 0.55
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1:A:431:GLU:O 1:A:434:ARG:HG2 2.06 0.55
1:B:340:GLU:OE1 1:B:340:GLU:N 2.30 0.55
1:K:565:PHE:HE2 1:K:610:SER:HB2 1.70 0.55
1:1:219:ASP:HB3 1:L:222:LEU:HB3 1.89 0.55
1:1L:431:GLU:O 1:L:434:ARG:HG2 2.06 0.55
1:P:430:CYS:HB3 1:P:434:ARG:NH2 2.10 0.55
1:A:184:VAL:HA 1:A:187:ILE:HD12 1.88 0.54
1:A:340:GLU:OE1 1:A:340:GLU:N 2.30 0.54
1:A:414:GLU:O 1:A:418:GLN:HG2 2.07 0.54
1:B:414:GLU:O 1:B:418:GLN:HG2 2.07 0.54
1:B:627:ASP:N 1:B:627:ASP:OD1 2.40 0.54
1:J:219:ASP:HB3 1:J:222:LEU:HB3 1.89 0.54
1:J:627:ASP:N 1:J:627:ASP:OD1 2.40 0.54
1:K:184:VAL:HA 1:K:187:ILE:HD12 1.88 0.54
1:M:239:GLN:HB2 | 1:N:478:ASN:HD21 1.70 0.54
1:M:627:ASP:N 1:M:627:ASP:OD1 2.40 0.54
1:C:142:VAL:O 1:C:146:ARG:HG3 2.07 0.54
1:D:142:VAL:O 1:D:146:ARG:HG3 2.07 0.54
1:E:617:PHE:HB3 1:E:653:ILE:HA 1.90 0.54
1:H:184:VAL:HA 1:H:187:ILE:HD12 1.88 0.54
1:1:414:GLU:O 1:L:418:GLN:HG2 2.07 0.54
1:M:184:VAL:HA 1:M:187:ILE:HD12 1.88 0.54
1:M:414:GLU:O 1:M:418:GLN:HG2 2.07 0.54
1:B:184:VAL:HA 1:B:187:ILE:HD12 1.88 0.54
1:C:617:PHE:HB3 1:C:653:ILE:HA 1.90 0.54
1:F:617:PHE:HB3 1:F:653:ILE:HA 1.90 0.54
1:I:617:PHE:HB3 1:1:653:ILE:HA 1.90 0.54
1:K:375:LYS:O 1:K:376:ARG:NH1 2.41 0.54
1:1:184:VAL:HA 1:L:187:ILE:HD12 1.88 0.54
1:L:340:GLU:OE1 1:1:340:GLU:N 2.30 0.54
1:L:430:CYS:HB3 1:1:434:ARG:NH2 2.10 0.54
1:N:142:VAL:O 1:N:146:ARG:HG3 2.07 0.54
1:0:617:PHE:HB3 1:0:653:1ILE:HA 1.90 0.54
1:P:142:VAL:O 1:P:146:ARG:HG3 2.07 0.54
1:A:375:LYS:O 1:A:376:ARG:NH1 2.41 0.54
1:D:617:PHE:HB3 1:D:653:ILE:HA 1.90 0.54
1:D:627:ASP:OD1 1:D:627:ASP:N 2.40 0.54
1:E:430:CYS:HB3 1:E:434:ARG:NH2 2.10 0.54
1:G:375:LYS:O 1:G:376:ARG:NH1 2.41 0.54
1:G:431:GLU:O 1:G:434:ARG:HG2 2.06 0.54
1:H:375:LYS:O 1:H:376:ARG:NH1 2.41 0.54
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Atom-1 Atom-2 distance (A) overlap (A)
1:J:375:LYS:O 1:J:376:ARG:NH1 2.41 0.54
1:M:142:VAL:O 1:M:146:ARG:HG3 2.07 0.54
1:N:617:PHE:HB3 1:N:653:ILE:HA 1.90 0.54
1:0:142:VAL:O 1:0:146:ARG:HG3 2.07 0.54
1:P:617:PHE:HB3 1:P:653:ILE:HA 1.90 0.54
1:A:286:GLU:OE1 1:A:286:GLU:N 2.38 0.54
1:B:375:LYS:O 1:B:376:ARG:NH1 2.41 0.54
1:D:184:VAL:HA 1:D:187:ILE:HD12 1.88 0.54
1:E:142:VAL:O 1:E:146:ARG:HG3 2.07 0.54
1:G:617:PHE:HB3 1:G:653:ILE:HA 1.90 0.54
1:B:431:GLU:O 1:B:434:ARG:HG2 2.06 0.54
1:D:414:GLU:O 1:D:418:GLN:HG2 2.07 0.54
1:J:142:VAL:O 1:J:146:ARG:HG3 2.07 0.54
1:J:431:GLU:O 1:J:434:ARG:HG2 2.06 0.54
1:K:261:LYS:HG2 1:L:574:SER:OG 2.07 0.54
1:1:286:GLU:OE1 1:1:286:GLU:N 2.38 0.54
1:L:375:LYS:O 1:L:376:ARG:NH1 2.41 0.54
1:M:375:LYS:O 1:M:376:ARG:NH1 2.41 0.54
1:0:627:ASP:OD1 1:0:627:ASP:N 2.40 0.54
1:P:184:VAL:HA 1:P:187:ILE:HD12 1.88 0.54
1:B:142:VAL:O 1:B:146:ARG:HG3 2.07 0.54
1:C:516:HIS:CD2 1:C:546:LEU:HD13 2.43 0.54
1:F:138:LEU:O 1:F:142:VAL:HG23 2.08 0.54
1:F:219:ASP:HB3 1:F:222:LEU:HB3 1.89 0.54
1:H:640:HIS:O 1:H:644:VAL:HG23 2.08 0.54
1:1:138:LEU:O 1:1:142:VAL:HG23 2.08 0.54
1:1:219:ASP:HB3 1:1:222:LEU:HB3 1.89 0.54
1:1:582:VAL:HG21 1:P:256:PRO:HG3 1.89 0.54
1:J:617:PHE:HB3 1:J:653:ILE:HA 1.90 0.54
1:K:640:HIS:O 1:K:644:VAL:HG23 2.08 0.54
1:L:617:PHE:HB3 1:L:653:1ILE:HA 1.90 0.54
1:N:184:VAL:HA 1:N:187:ILE:HD12 1.88 0.54
1:0:414:GLU:O 1:0:418:GLN:HG2 2.07 0.54
1:B:256:PRO:HG3 | 1:C:582:VAL:HG21 1.88 0.54
1:C:184:VAL:HA 1:C:187:ILE:HD12 1.88 0.54
1:C:219:ASP:HB3 1:C:222:LEU:HB3 1.89 0.54
1:D:128:LEU:O 1:D:132:LEU:HG 2.08 0.54
1:E:184:VAL:HA 1:E:187:ILE:HD12 1.88 0.54
1:G:142:VAL:O 1:G:146:ARG:HG3 2.07 0.54
1:G:640:HIS:O 1:G:644:VAL:HG23 2.08 0.54
1:1:128:LEU:O 1:1:132:.LEU:HG 2.08 0.54
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Atom-1 Atom-2 distance (A) overlap (A)
1:J:128:LEU:O 1:J:132:LEU:HG 2.08 0.54
1:J:640:HIS:O 1:J:644:VAL:HG23 2.08 0.54
1:M:617:PHE:HB3 1:M:653:ILE:HA 1.90 0.54
1:N:516:HIS:CD2 1:N:546:LEU:HD13 2.43 0.54
1:P:516:HIS:CD2 1:P:546:LEU:HD13 2.43 0.54
1:A:412: TRP:O 1:A:440:GLY:N 2.33 0.54
1:A:617:PHE:HB3 1:A:653:ILE:HA 1.90 0.54
1:B:617:PHE:HB3 1:B:653:1ILE:HA 1.90 0.54
1:E:516:HIS:CD2 1:E:546:LEU:HD13 2.43 0.54
1:F:128:LEU:O 1:F:132:LEU:HG 2.08 0.54
1:G:128:LEU:O 1:G:132:LEU:HG 2.08 0.54
1:H:617:PHE:HB3 1:H:653:ILE:HA 1.90 0.54
1:H:627:ASP:N 1:H:627:ASP:OD1 2.40 0.54
1:K:617:PHE:HB3 1:K:653:1ILE:HA 1.90 0.54
1:M:431:GLU:O 1:M:434:ARG:HG2 2.06 0.54
1:N:219:ASP:HB3 1:N:222:LEU:HB3 1.89 0.54
1:0:128:LEU:O 1:0:132:LEU:HG 2.08 0.54
1:0:184:VAL:HA 1:0:187:ILE:HD12 1.88 0.54
1:0:244:ARG:NH1 1:0:247:GLU:OE1 2.38 0.54
1:A:142:VAL:O 1:A:146:ARG:HG3 2.07 0.54
1:D:244:ARG:NH1 1:D:247:GLU:OE1 2.38 0.54
1:G:138:LEU:O 1:G:142:VAL:HG23 2.08 0.54
1:1:640:HIS:O 1:1:644:VAL:HG23 2.08 0.54
1:M:128:LEU:O 1:M:132:LEU:HG 2.08 0.54
1:N:244:ARG:NH1 1:N:247:GLU:OE1 2.38 0.54
1:N:286:GLU:OE1 1:N:286:GLU:N 2.38 0.54
1:N:340:GLU:OE1 1:N:340:GLU:N 2.30 0.54
1:0:219:ASP:HB3 1:0:222:LEU:HB3 1.89 0.54
1:A:128:LEU:O 1:A:132:LEU:HG 2.08 0.53
1:A:430:CYS:HB3 1:A:434:ARG:NH2 2.11 0.53
1:B:128:LEU:O 1:B:132:LEU:HG 2.08 0.53
1:B:286:GLU:N 1:B:286:GLU:OE1 2.38 0.53
1:C:244:ARG:NH1 1:C:247:GLU:OE1 2.38 0.53
1:E:159:ARG:HD2 | 1:E:162:ARG:HH21 1.73 0.53
1:H:516:HIS:CD2 1:H:546:LEU:HD13 2.43 0.53
1:1:375:LYS:O 1:1:376:ARG:NH1 2.41 0.53
1:J:138:LEU:O 1:J:142:VAL:HG23 2.08 0.53
1:K:340:GLU:QOE1 1:K:340:GLU:N 2.30 0.53
1:K:516:HIS:CD2 1:K:546:LEU:HD13 2.43 0.53
1:1:142:VAL:O 1:L:146:ARG:HG3 2.07 0.53
1:M:217:ARG:HH22 | 1:N:688:GLN:NE2 2.06 0.53
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1:M:286:GLU:N 1:M:286:GLU:OE1 2.38 0.53
1:D:219:ASP:HB3 1:D:222:LEU:HB3 1.89 0.53
1:F:375:LYS:O 1:F:376:ARG:NH1 2.41 0.53
1:H:340:GLU:OE1 1:H:340:GLU:N 2.30 0.53
1:K:627:ASP:N 1:K:627:ASP:0OD1 2.40 0.53
1:L:128:LEU:O 1:L:132:LEU:HG 2.08 0.53
1:N:159:ARG:HD2 | 1:N:162:ARG:HH21 1.74 0.53
1:0:666:GLN:OE1 1:0:666:GLN:N 2.37 0.53
1:P:128:LEU:O 1:P:132:LEU:HG 2.08 0.53
1:P:159:ARG:HD2 | 1:P:162:ARG:HH21 1.74 0.53
1:A:640:HIS:O 1:A:644:VAL:HG23 2.08 0.53
1:B:121:ARG:NH1 1:B:155:GLU:OE1 2.42 0.53
1:C:286:GLU:OE1 1:C:286:GLU:N 2.38 0.53
1:D:487:LEU:HD13 | 1:D:505:LEU:HD13 1.91 0.53
1:E:128:LEU:O 1:E:132:LEU:HG 2.08 0.53
1:M:159:ARG:HD2 | 1:M:162:ARG:HH21 1.74 0.53
1:P:138:LEU:O 1:P:142:VAL:HG23 2.08 0.53
1:P:219:ASP:HB3 1:P:222:LEU:HB3 1.89 0.53
1:P:487:LEU:HD13 | 1:P:505:LEU:HD13 1.91 0.53
1:A:516:HIS:CD2 1:A:546:LEU:HD13 2.43 0.53
1:A:666:GLN:OE1 1:A:666:GLN:N 2.37 0.53
1:C:128:LEU:O 1:C:132:LEU:HG 2.08 0.53
1:C:159:ARG:HD2 | 1:C:162:ARG:HH21 1.74 0.53
1:C:340:GLU:OE1 1:C:340:GLU:N 2.30 0.53
1:D:640:HIS:O 1:D:644:VAL:HG23 2.08 0.53
1:E:219:ASP:HB3 1:E:222:LEU:HB3 1.89 0.53
1:E:244:ARG:NH1 1:E:247:GLU:OE1 2.38 0.53
1:E:487:LEU:HD13 | 1:E:505:LEU:HD13 1.91 0.53
1:F:322:ARG:HH11 1:F:326:ASP:HB3 1.74 0.53
1:F:487.LEU:HD13 | 1:F:505:LEU:HD13 1.91 0.53
1:G:256:PRO:HB3 1:H:578:SER:OG 2.09 0.53
1:G:516:HIS:CD2 1:G:546:LEU:HD13 2.43 0.53
1:H:666:GLN:OE1 1:H:666:GLN:N 2.37 0.53
1:K:666:GLN:OE1 1:K:666:GLN:N 2.37 0.53
1:1:159:ARG:HD2 | 1:L:162:ARG:HH21 1.73 0.53
1:1L:412:TRP:O 1:1:440:GLY:N 2.33 0.53
1:L:516:HIS:CD2 1:L:546:LEU:HD13 2.43 0.53
1:M:121:ARG:NH1 1:M:155:GLU:OE1 2.42 0.53
1:0:640:HIS:O 1:0:644:VAL:HG23 2.08 0.53
1:A:322:ARG:HH11 1:A:326:ASP:HB3 1.74 0.53
1:B:159:ARG:HD2 | 1:B:162:ARG:HH21 1.74 0.53
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Atom-1 Atom-2 distance (A) overlap (A)

1:C:121:ARG:NH1 1:C:155:GLU:OE1 2.42 0.53
1:D:121:ARG:NH1 1:D:155:GLU:OE1 2.42 0.53
1:D:159:ARG:HD2 | 1:D:162:ARG:HH21 1.73 0.53
1:D:666:GLN:OE1 1:D:666:GLN:N 2.37 0.53
1:F:244:ARG:NH1 1:F:247:GLU:OE1 2.38 0.53
1:F:640:HIS:O 1:F:644:VAL:HG23 2.08 0.53
1:G:685:HIS:O 1:G:688:GLN:NE2 2.38 0.53
1:H:286:GLU:OE1 1:H:286:GLU:N 2.38 0.53
1:1:322:ARG:HH11 1:1:326:ASP:HB3 1.74 0.53
1:J:516:HIS:CD2 1:J:546:LEU:HD13 2.43 0.53
1:J:564:VAL:HG12 1:J:591:VAL:HG23 1.91 0.53
1:K:286:GLU:OE1 1:K:286:GLU:N 2.38 0.53
1:1:322:ARG:HH11 1:1:326:ASP:HB3 1.74 0.53
1:L:666:GLN:OE1 1:1L:666:GLN:N 2.37 0.53
1:M:430:CYS:HB3 1:M:434:ARG:NH2 2.10 0.53
1:N:121:ARG:NH1 1:N:155:GLU:OE1 2.42 0.53
1:N:375:LYS:O 1:N:376:ARG:NH1 2.41 0.53
1:0:487:LEU:HD13 | 1:0:505:LEU:HD13 1.91 0.53
1:P:244:ARG:NH1 1:P:247:GLU:OE1 2.38 0.53
1:A:121:ARG:NH1 1:A:155:GLU:OE1 2.42 0.53
1:A:138:LEU:O 1:A:142:VAL:HG23 2.08 0.53
1:A:159:ARG:HD2 | 1:A:162:ARG:HH21 1.73 0.53
1:C:375:LYS:O 1:C:376:ARG:NH1 2.41 0.53
1:E:138:LEU:O 1:E:142:VAL:HG23 2.08 0.53
1:G:487:LEU:HD13 | 1:G:505:LEU:HD13 1.91 0.53
1:G:564:VAL:HG12 | 1:G:591:VAL:HG23 1.91 0.53
1:H:564:VAL:HG12 | 1:H:591:VAL:HG23 1.91 0.53
1:1:478:ASN:HD21 1:P:239:GLN:HB2 1.74 0.53
1:1:487:LEU:HD13 1:1:505:LEU:HD13 1.91 0.53
1:1:564:VAL:HG12 1:1:591:VAL:HG23 1.91 0.53
1:1:640:HIS:O 1:1:644:VAL:HG23 2.08 0.53
1:J:487:LEU:HD13 1:J:505:LEU:HD13 1.91 0.53
1:K:159:ARG:HD2 | 1:K:162:ARG:HH21 1.74 0.53
1:K:487:LEU:HD13 | 1:K:505:LEU:HD13 1.91 0.53
1:K:564:VAL:HG12 | 1:K:591:VAL:HG23 1.91 0.53
1:1:121:ARG:NH1 1:L:155:GLU:OE1 2.42 0.53
1:N:128:LEU:O 1:N:132:LEU:HG 2.08 0.53
1:0:121:ARG:NH1 1:0:155:GLU:OE1 2.42 0.53
1:0:159:ARG:HD2 | 1:0:162:ARG:HH21 1.74 0.53
1:P:375:LYS:0O 1:P:376:ARG:NH1 2.41 0.53
1:P:564:VAL:HG12 | 1:P:591:VAL:HG23 1.91 0.53
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1:B:640:HIS:O 1:B:644:VAL:HG23 2.08 0.53
1:E:121:ARG:NH1 1:E:155:GLU:OE1 2.42 0.53
1:E:375:LYS:O 1:E:376:ARG:NH1 2.41 0.53
1:E:564:VAL:HG12 | 1:E:591:VAL:HG23 1.91 0.53
1:F:564:VAL:HG12 | 1:F:591:VAL:HG23 1.91 0.53
1:F:668:LEU:HD13 1:F:672.MET:HE2 1.91 0.53
1:G:533:VAL:HG21 | 1:H:510:LEU:HD11 1.89 0.53
1:H:159:ARG:HD2 | 1:H:162:ARG:HH21 1.73 0.53
1:H:487:LEU:HD13 | 1:H:505:LEU:HD13 1.91 0.53
1:1:244:ARG:NH1 1:1:247:GLU:OE1 2.38 0.53
1:J:159:ARG:HD2 1:J:162:ARG:HH21 1.74 0.53
1:K:322:ARG:HH11 | 1:K:326:ASP:HB3 1.74 0.53
1:L:138:LEU:O 1:1:142:VAL:HG23 2.08 0.53
1:L:564:VAL:HG12 | 1:L:591:VAL:HG23 1.91 0.53
1:M:94:GLU:HA 1:M:97:GLN:OE1 2.09 0.53
1:M:640:HIS:O 1:M:644:VAL:HG23 2.08 0.53
1:P:121:ARG:NH1 1:P:155:GLU:OE1 2.42 0.53
1:A:564:VAL:HG12 | 1:A:591:VAL:HG23 1.91 0.53
1:B:94:GLU:HA 1:B:97:GLN:OE1 2.09 0.53
1:C:685:HIS:O 1:C:688:GLN:NE2 2.38 0.53
1:E:627:ASP:N 1:E:627:ASP:OD1 2.40 0.53
1:E:640:HIS:O 1:E:644:VAL:HG23 2.08 0.53
1:G:159:ARG:HD2 | 1:G:162:ARG:HH21 1.74 0.53
1:H:138:LEU:O 1:H:142:VAL:HG23 2.08 0.53
1:H:322:ARG:HH11 1:H:326:ASP:HB3 1.74 0.53
1:1:159:ARG:HD2 1:1:162: ARG:HH21 1.74 0.53
1:M:666:GLN:OE1 1:M:666:GLN:N 2.37 0.53
1:N:94:GLU:HA 1:N:97:GLN:OE1 2.09 0.53
1:0:88:VAL:HG23 1:0:89:GLY:H 1.74 0.53
1:0:375:LYS:O 1:0:376:ARG:NH1 2.41 0.53
1:P:640:HIS:O 1:P:644:VAL:HG23 2.08 0.53
1:B:322:ARG:HH11 1:B:326:ASP:HB3 1.74 0.53
1:C:640:HIS:O 1:C:644:VAL:HG23 2.08 0.53
1:D:88:VAL:HG23 1:D:89:GLY:H 1.74 0.53
1:D:138:LEU:O 1:D:142:VAL:HG23 2.08 0.53
1:D:375:LYS:0O 1:D:376:ARG:NH1 2.41 0.53
1:D:564:VAL:HG12 | 1:D:591:VAL:HG23 1.91 0.53
1:D:668:LEU:HD13 | 1:D:672:MET:HE2 1.91 0.53
1:1:668:LEU:HD13 1:1.672:-MET:-HE2 1.91 0.53
1:J:685:HIS:O 1:J:688:GLN:NE2 2.38 0.53
1:M:127:ASP:N 1:M:127:ASP:OD1 2.42 0.53
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1:N:640:HIS:O 1:N:644:VAL:HG23 2.08 0.53
1:0:138:LEU:O 1:0:142:VAL:HG23 2.08 0.53
1:P:627:ASP:N 1:P:627:ASP:OD1 2.40 0.53
1:A:487:LEU:HD13 | 1:A:505:LEU:HD13 1.91 0.53
1:B:127:ASP:OD1 1:B:127:ASP:N 2.42 0.53
1:C:94:GLU:HA 1:C:97:GLN:OE1 2.09 0.53
1:C:487.-LEU:HD13 | 1:C:505:LEU:HD13 1.91 0.53
1:D:94:GLU:HA 1:D:97:GLN:OE1 2.09 0.53
1:E:216:ARG:HB2 1:F:688:GLN:OE1 2.09 0.53
1:F:159:ARG:HD2 | 1:F:162:ARG:HH21 1.74 0.53
1:1:516:HIS:CD2 1:1:546:LEU:HD13 2.43 0.53
1:K:138:LEU:O 1:K:142:VAL:HG23 2.08 0.53
1:L:88:VAL:HG23 1:1L:89:GLY:H 1.74 0.53
1:M:322:ARG:HH11 | 1:M:326:ASP:HB3 1.74 0.53
1:N:487:LEU:HD13 | 1:N:505:LEU:HD13 1.91 0.53
1:0:94:GLU:HA 1:0:97:GLN:OE1 2.09 0.53
1:0:668:LEU:HD13 | 1:0:672:MET:HE2 1.91 0.53
1:A:483:ASP:0OD2 1:A:487:LEU:N 2.36 0.52
1:A:627:ASP:OD1 1:A:627:ASP:N 2.40 0.52
1:B:430:CYS:HB3 1:B:434:ARG:NH2 2.10 0.52
1:C:483:ASP:0OD1 1:C:485:SER:N 2.43 0.52
1:E:127:ASP:N 1:E:127:ASP:OD1 2.42 0.52
1:F:516:HIS:CD2 1:F:546:LEU:HD13 2.43 0.52
1:G:127:ASP:OD1 1:G:127:ASP:N 2.42 0.52
1:J:127:ASP:OD1 1:J:127:ASP:N 2.42 0.52
1:L:487:LEU:HD13 | 1:L:505:LEU:HD13 1.91 0.52
1:N:127:ASP:N 1:N:127:ASP:0OD1 2.42 0.52
1:N:430:CYS:HB3 1:N:434:ARG:NH2 2.11 0.52
1:N:483:ASP:0OD1 1:N:485:SER:N 2.43 0.52
1:N:630:MET:HA 1:N:668:LEU:HD23 1.92 0.52
1:0:564:VAL:HG12 | 1:0:591:VAL:HG23 1.91 0.52
1:P:127:ASP:N 1:P:127:ASP:OD1 2.42 0.52
1:B:630:MET:HA 1:B:668:LEU:HD23 1.91 0.52
1:C:127:ASP:N 1:C:127:ASP:OD1 2.42 0.52
1:C:564:VAL:HG12 | 1:C:591:VAL:HG23 1.91 0.52
1:C:630:MET:HA 1:C:668:LEU:HD23 1.91 0.52
1:H:88:VAL:HG23 1:H:89:GLY:H 1.74 0.52
1:H:121:ARG:NH1 1:H:155:GLU:OE1 2.42 0.52
1:J:322:ARG:HH11 1:J:326:ASP:HB3 1.74 0.52
1:K:121:ARG:NH1 1:K:155:GLU:OFE1 2.42 0.52
1:K:128:LEU:O 1:K:132:LEU:HG 2.08 0.52
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1:L:197:GLU:OE2 1:M:383:ASN:HA 2.08 0.52
1:N:564:VAL:HG12 | 1:N:591:VAL:HG23 1.91 0.52
1:N:685:HIS:O 1:N:688:GLN:NE2 2.38 0.52
1:0:516:HIS:CD2 1:0:546:LEU:HD13 2.43 0.52
1:A:88:VAL:HG23 1:A:89:GLY:H 1.74 0.52
1:B:138:LEU:O 1:B:142:VAL:HG23 2.08 0.52
1:B:516:HIS:CD2 1:B:546:LEU:HD13 2.43 0.52
1:B:666:GLN:OE1 1:B:666:GLN:N 2.37 0.52
1:C:430:CYS:HB3 1:C:434:ARG:NH2 2.10 0.52
1:F:121:ARG:NH1 1:F:155:GLU:OE1 2.42 0.52
1:G:288:GLU:OE2 1:G:338:ARG:NH1 2.43 0.52
1:K:88:VAL:HG23 1:K:89:GLY:H 1.74 0.52
1:0:288:GLU:OE2 1:0:338:ARG:NH1 2.43 0.52
1:A:127:ASP:0OD1 1:A:127:ASP:N 2.42 0.52
1:B:564:VAL:HG12 | 1:B:591:VAL:HG23 1.91 0.52
1:D:288:GLU:OE2 1:D:338:ARG:NH1 2.43 0.52
1:D:516:HIS:CD2 1:D:546:LEU:HD13 2.43 0.52
1:E:668:LEU:HD13 1:E:672:MET:HE2 1.91 0.52
1:G:244:ARG:NH1 1:G:247:GLU:OE1 2.38 0.52
1:G:322:ARG:HH11 | 1:G:326:ASP:HB3 1.74 0.52
1:H:127:ASP:N 1:H:127:ASP:0OD1 2.42 0.52
1:H:128:LEU:O 1:H:132:LEU:HG 2.08 0.52
1:H:412: TRP:O 1:H:440:GLY:N 2.33 0.52
1:H:432:SER:HA 1:H:435:GLU:OE1 2.10 0.52
1:H:483:ASP:0OD1 1:H:485:SER:N 2.43 0.52
1:1:121:ARG:NH1 1:1:155:GLU:OE1 2.42 0.52
1:J:288:GLU:OE2 1:J:338:ARG:NH1 2.43 0.52
1:J:432:SER:HA 1:J:435:GLU:OE1 2.09 0.52
1:K:127:ASP:N 1:K:127:ASP:OD1 2.42 0.52
1:K:483:ASP:OD1 1:K:485:SER:N 2.43 0.52
1:M:138:LEU:O 1:M:142:VAL:HG23 2.08 0.52
1:M:564:VAL:HG12 | 1:M:591:VAL:HG23 1.91 0.52
1:0:322:ARG:HH11 | 1:0:326:ASP:HB3 1.74 0.52
1:P:668:LEU:HD13 | 1:P:672:MET:HE2 1.91 0.52
1:C:88:VAL:HG23 1:C:89:GLY:H 1.74 0.52
1:C:138:LEU:O 1:C:142:VAL:HG23 2.08 0.52
1:E:288:GLU:OE2 1:E:338:ARG:NH1 2.43 0.52
1:E:630:MET:HA 1:E:668:LEU:HD23 1.92 0.52
1:K:432:SER:HA 1:K:435:GLU:OE1 2.10 0.52
1:L:127:ASP:0OD1 1:L:127:ASP:N 2.42 0.52
1:L:483:ASP:0D2 1:L:487:LEU:N 2.36 0.52
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1:L:627:ASP:0OD1 1:L:627:ASP:N 2.40 0.52
1:M:630:MET:HA | 1:M:668:LEU:HD23 1.91 0.52
1:P:288:GLU:OE2 1:P:338:ARG:NH1 2.43 0.52
1:P:483:ASP:0OD1 1:P:485:SER:N 2.43 0.52
1:P:630:MET:HA 1:P:668:LEU:HD23 1.91 0.52
1:A:432:SER:HA 1:A:435:GLU:OE1 2.10 0.52
1:C:288:GLU:OE2 1:C:338:ARG:NH1 2.43 0.52
1:D:322:ARG:HH11 1:D:326:ASP:HB3 1.74 0.52
1:E:483:ASP:0OD1 1:E:485:SER:N 2.43 0.52
1:G:432:SER:HA 1:G:435:GLU:OE1 2.10 0.52
1:1:483:ASP:0OD1 1:1:485:SER:N 2.43 0.52
1:1:432:SER:HA 1:L:435:GLU:OE1 2.10 0.52
1:M:88:VAL:HG23 1:M:89:GLY:H 1.74 0.52
1:M:422:GLN:HG2 1:M:427:SER:HB3 1.92 0.52
1:M:516:HIS:CD2 1:M:546:LEU:HD13 2.43 0.52
1:N:88:VAL:HG23 1:N:89:GLY:H 1.74 0.52
1:N:138:LEU:O 1:N:142:VAL:HG23 2.08 0.52
1:N:422:GLN:HG2 1:N:427:SER:HB3 1.92 0.52
1:N:432:SER:HA 1:N:435:GLU:OE1 2.10 0.52
1:A:94:GLU:HA 1:A:97:GLN:OE1 2.09 0.52
1:D:127:ASP:OD1 1:D:127:ASP:N 2.42 0.52
1:E:94:GLU:HA 1:E:97:GLN:OE1 2.09 0.52
1:F:483:ASP:OD1 1:F:485:SER:N 2.43 0.52
1:G:483:ASP:0OD1 1:G:485:SER:N 2.43 0.52
1:H:94:GLU:HA 1:H:97:GLN:OE1 2.09 0.52
1:1:94:GLU:HA 1:1:97:GLN:OE1 2.09 0.52
1:J:244:ARG:NH1 1:J:247:GLU:OFE1 2.38 0.52
1:K:94:GLU:HA 1:K:97:GLN:OE1 2.09 0.52
1:K:288:GLU:OE2 1:K:338:ARG:NH1 2.43 0.52
1:M:483:ASP:OD1 1:M:485:SER:N 2.43 0.52
1:M:685:HIS:O 1:M:688:GLN:NE2 2.38 0.52
1:N:197:GLU:OE1 1:0:384:GLY:N 2.43 0.52
1:0:127:ASP:OD1 1:0:127:ASP:N 2.42 0.52
1:P:88:VAL:HG23 1:P:89:GLY:H 1.74 0.52
1:P:94:GLU:HA 1:P:97:GLN:OE1 2.09 0.52
1:A:179:GLU:CD 1:A:179:GLU:H 2.18 0.52
1:B:88:VAL:HG23 1:B:89:GLY:H 1.74 0.52
1:B:422:GLN:HG2 1:B:427:SER:HB3 1.92 0.52
1:B:483:ASP:OD1 1:B:485:SER:N 2.43 0.52
1:B:487:LEU:HD13 | 1:B:505:LEU:HD13 1.91 0.52
1:B:685:HIS:O 1:B:688: GLN:NE2 2.38 0.52
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1:C:418:GLN:HA 1:C:421:LEU:HD12 1.92 0.52
1:C:422:GLN:HG2 1:C:427:SER:HB3 1.92 0.52
1:C:432:SER:HA 1:C:435:GLU:OE1 2.10 0.52
1:C:668:LEU:HD13 | 1:C:672:MET:HE2 1.91 0.52
1:E:88:VAL:HG23 1:E:89:GLY:H 1.74 0.52
1:F:94:GLU:HA 1:F:97:GLN:OE1 2.09 0.52
1:H:288:GLU:OE2 1:H:338:ARG:NH1 2.43 0.52
1:J:483:ASP:OD1 1:J:485:SER:N 2.43 0.52
1:K:179:GLU:CD 1:K:179:GLU:H 2.18 0.52
1:K:418:GLN:HA 1:K:421:LEU:HD12 1.92 0.52
1:L:197:GLU:HB2 1:M:382:THR:O 2.10 0.52
1:N:288:GLU:OE2 1:N:338:ARG:NH1 2.43 0.52
1:A:418:GLN:HA 1:A:421:LEU:HD12 1.92 0.52
1:B:418:GLN:HA 1:B:421:LEU:HD12 1.92 0.52
1:F:127:ASP:0OD1 1:F:127:ASP:N 2.42 0.52
1:F:630:MET:HA 1:F:668:LEU:HD23 1.91 0.52
1:G:94:GLU:HA 1:G:97:GLN:OE1 2.09 0.52
1:1:432:SER:HA 1:1:435:GLU:OE1 2.10 0.52
1:L:94:GLU:HA 1:L:97:GLN:OE1 2.09 0.52
1:1L:179:GLU:CD 1:1L:179:GLU:H 2.18 0.52
1:L:288:GLU:OE2 1:1:338:ARG:NH1 2.43 0.52
1:L:418:GLN:HA 1:1:421:LEU:HD12 1.92 0.52
1:N:418:GLN:HA 1:N:421:LEU:HD12 1.92 0.52
1:N:666:GLN:OE1 1:N:666:GLN:N 2.37 0.52
1:N:668:LEU:HD13 | 1:N:672:MET:HE2 1.91 0.52
1:0:94:GLU:O 1:0:98:LEU:HG 2.10 0.52
1:B:432:SER:HA 1:B:435:GLU:OE1 2.10 0.52
1:C:322:ARG:HH11 1:C:326:ASP:HB3 1.74 0.52
1:D:94:GLU:O 1:D:98:LEU:HG 2.10 0.52
1:E:94:GLU:O 1:E:98:LEU:HG 2.10 0.52
1:G:94:GLU:O 1:G:98:LEU:HG 2.10 0.52
1:G:422:GLN:HG2 1:G:427:SER:HB3 1.92 0.52
1:H:179:GLU:H 1:H:179:GLU:CD 2.18 0.52
1:H:418:GLN:HA 1:H:421:LEU:HD12 1.92 0.52
1:1:94:GLU:O 1:I:98:LEU:HG 2.10 0.52
1:1:127:ASP:OD1 1:1:127:ASP:N 2.42 0.52
1:1:422:GLN:HG2 1:1:427:SER:HB3 1.92 0.52
1:1:630:MET:HA 1:1:668:LEU:HD23 1.92 0.52
1:J:94:GLU:O 1:J:98:LEU:HG 2.10 0.52
1:J:121:ARG:NH1 1:J:155:GLU:OFE1 2.42 0.52
1:J:666:GLN:OE1 1:J:666:GLN:N 2.37 0.52

Continued on next page...

EMD-13951, 7QGO0




Page 70

Full wwPDB EM Validation Report

Continued from previous page...

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:M:418:GLN:HA 1:M:421:LEU:HD12 1.92 0.52
1:M:448:GLU:OE2 1:M:463:ARG:NE 2.42 0.52
1:M:487.LEU:HD13 | 1:M:505:LEU:HD13 1.91 0.52
1:P:94:GLU:O 1:P:98:LEU:HG 2.10 0.52
1:A:422:GLN:HG2 1:A:427:SER:HB3 1.91 0.51
1:F:94:GLU:O 1:F:98:LEU:HG 2.10 0.51
1:F:412: TRP:O 1:F:440:GLY:N 2.33 0.51
1:F:418:GLN:HA 1:F:421:LEU:HD12 1.92 0.51
1:F:432:SER:HA 1:F:435:GLU:OE1 2.10 0.51
1:G:418:GLN:HA 1:G:421:LEU:HD12 1.92 0.51
1:H:151:ILE:HG13 | 1:H:156:ASN:HD21 1.76 0.51
1:H:668:LEU:HD13 | 1:H:672:MET:HE2 1.91 0.51
1:J:94:GLU:HA 1:J:97:GLN:OE1 2.09 0.51
1:J:418:GLN:HA 1:J:421:LEU:HD12 1.92 0.51
1:M:432:SER:HA 1:M:435:GLU:OE1 2.10 0.51
1:A:288:GLU:OE2 1:A:338:ARG:NH1 2.43 0.51
1:A:483:ASP:OD1 1:A:485:SER:N 2.43 0.51
1:A:668:LEU:HD13 | 1:A:672:MET:HE2 1.91 0.51
1:C:666:GLN:OE1 1:C:666:GLN:N 2.37 0.51
1:D:483:ASP:OD1 1:D:485:SER:N 2.43 0.51
1:E:322:ARG:HH11 1:E:326:ASP:HB3 1.74 0.51
1:E:432:SER:HA 1:E:435:GLU:OE1 2.10 0.51
1:F:88:VAL:HG23 1:F:89:GLY:H 1.74 0.51
1:G:88:VAL:HG23 1:G:89:GLY:H 1.74 0.51
1:G:121:ARG:NH1 1:G:155:GLU:OE1 2.42 0.51
1:1:88: VAL:HG23 1:1:89:GLY:H 1.74 0.51
1:J:88:VAL:HG23 1:J:89:GLY:H 1.74 0.51
1:J:180:LEU:O 1:J:184:VAL:HG23 2.11 0.51
1:K:151:ILE:HG13 | 1:K:156:ASN:HD21 1.76 0.51
1:K:412:TRP:O 1:K:440:GLY:N 2.33 0.51
1:L:94:GLU:O 1:L:98:LEU:HG 2.10 0.51
1:L:668:LEU:HD13 1:L:672:MET:HE2 1.91 0.51
1:M:179:GLU:H 1:M:179:GLU:CD 2.18 0.51
1:M:197:GLU:OE1 1:N:384:GLY:N 2.43 0.51
1:P:418:GLN:HA 1:P:421:LEU:HD12 1.92 0.51
1:A:94:GLU:O 1:A:98:LEU:HG 2.10 0.51
1:A:151:ILE:HG13 | 1:A:156:ASN:HD21 1.76 0.51
1:B:179:GLU:H 1:B:179:GLU:CD 2.18 0.51
1:D:418:GLN:HA 1:D:421:LEU:HD12 1.92 0.51
1:E:179:GLU:H 1:E:179:GLU:CD 2.18 0.51
1:E:418:GLN:HA 1:E:421:LEU:HD12 1.92 0.51
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1:F:448:GLU:OE2 1:F:463:ARG:NE 2.42 0.51
1:G:151:ILE:HG13 | 1:G:156:ASN:HD21 1.76 0.51
1:G:180:LEU:O 1:G:184:VAL:HG23 2.11 0.51
1:G:666:GLN:N 1:G:666:GLN:OE1 2.37 0.51
1:1:288:GLU:OE2 1:1:338:ARG:NH1 2.43 0.51
1:J:422:GLN:HG2 1:J:427:SER:HB3 1.92 0.51
1:1:422:GLN:HG2 1:L:427:SER:HB3 1.92 0.51
1:M:668:LEU:HD13 | 1:M:672:MET:HE2 1.91 0.51
1:N:322:ARG:HH11 1:N:326:ASP:HB3 1.74 0.51
1:0:180:LEU:O 1:0:184:VAL:HG23 2.11 0.51
1:P:203:VAL:HA 1:P:208:LEU:HD23 1.92 0.51
1:D:180:LEU:O 1:D:184:VAL:HG23 2.11 0.51
1:D:422:GLN:HG2 1:D:427:SER:HB3 1.91 0.51
1:F:288:GLU:OE2 1:F:338:ARG:NH1 2.43 0.51
1:F:422:GLN:HG2 1:F:427:SER:HB3 1.92 0.51
1:G:412:TRP:O 1:G:440:GLY:N 2.33 0.51
1:G:668:LEU:HD13 | 1:G:672:MET:HE2 1.91 0.51
1:H:180:LEU:O 1:H:184:VAL:HG23 2.11 0.51
1:1:418:GLN:HA 1:1:421:LEU:HD12 1.92 0.51
1:1:448:GLU:OE2 1:1:463:ARG:NE 2.42 0.51
1:J:668:LEU:HD13 1:J:672:MET:HE2 1.91 0.51
1:K:668:LEU:HD13 | 1:K:672:MET:HE2 1.91 0.51
1:1:483:ASP:OD1 1:1:485:SER:N 2.43 0.51
1:N:94:GLU:O 1:N:98:LEU:HG 2.10 0.51
1:0:418:GLN:HA 1:0:421:LEU:HD12 1.92 0.51
1:0:432:SER:HA 1:0:435:GLU:OE1 2.10 0.51
1:0:483:ASP:OD1 1:0:485:SER:N 2.43 0.51
1:P:179:GLU:H 1:P:179:GLU:CD 2.18 0.51
1:P:322:ARG:HH11 1:P:326:ASP:HB3 1.74 0.51
1:P:432:SER:HA 1:P:435:GLU:OE1 2.10 0.51
1:B:668:LEU:HD13 1:B:672:MET:HE2 1.91 0.51
1:D:60:GLU:OE2 1:L:310:ARG:NH2 2.44 0.51
1:D:203:VAL:HA 1:D:208:LEU:HD23 1.92 0.51
1:D:630:MET:HA 1:D:668:LEU:HD23 1.92 0.51
1:E:151:ILE:HG13 | 1:E:156:ASN:HD21 1.76 0.51
1:E:203:VAL:HA 1:E:208:LEU:HD23 1.92 0.51
1:J:151:ILE:HG13 1:J:156:ASN:HD21 1.76 0.51
1:J:179:GLU:H 1:J:179:GLU:CD 2.18 0.51
1:K:180:LEU:O 1:K:184:VAL:HG23 2.11 0.51
1:L:151:ILE:HG13 1:L:156:ASN:HD21 1.76 0.51
1:0:422:GLN:HG2 1:0:427:SER:HB3 1.92 0.51
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1:B:94:GLU:O 1:B:98:LEU:HG 2.10 0.51
1:B:101:GLU:HA 1:B:104:LEU:HB2 1.93 0.51
1:B:151:ILE:HG13 1:B:156:ASN:HD21 1.76 0.51
1:B:235:LEU:HD13 | 1:B:276:VAL:HG21 1.93 0.51
1:B:288:GLU:OE2 1:B:338:ARG:NH1 2.43 0.51
1:D:432:SER:HA 1:D:435:GLU:OE1 2.10 0.51
1:F:180:LEU:O 1:F:184:VAL:HG23 2.11 0.51
1:1:180:LEU:O 1:1:184:VAL:HG23 2.11 0.51
1:1:412:TRP:O 1:1:440:GLY:N 2.33 0.51
1:J:340:GLU:OE1 1:J:340:GLU:N 2.30 0.51
1:M:151:ILE:HG13 | 1:M:156:ASN:HD21 1.75 0.51
1:M:235:LEU:HD13 | 1:M:276:VAL:HG21 1.93 0.51
1:0:179:GLU:H 1:0:179:GLU:CD 2.18 0.51
1:P:151:ILE:HG13 1:P:156:ASN:HD21 1.76 0.51
1:P:422:GLN:HG2 1:P:427:SER:HB3 1.91 0.51
1:A:180:LEU:O 1:A:184:VAL:HG23 2.11 0.51
1:C:94:GLU:O 1:C:98:LEU:HG 2.10 0.51
1:E:422:GLN:HG2 1:E:427:SER:HB3 1.92 0.51
1:G:179:GLU:H 1:G:179:GLU:CD 2.18 0.51
1:J:630:MET:HA 1:J:668:LEU:HD23 1.92 0.51
1:K:422:GLN:HG2 1:K:427:SER:HB3 1.92 0.51
1:K:630:MET:HA 1:K:668:LEU:HD23 1.91 0.51
1:M:203:VAL:HA 1:M:208:LEU:HD23 1.92 0.51
1:N:235:LEU:HD13 | 1:N:276:VAL:HG21 1.93 0.51
1:0:203:VAL:HA 1:0:208:LEU:HD23 1.92 0.51
1:0:583:HIS:ND1 1:0:692:ILE:HG13 2.26 0.51
1:0:630:MET:HA 1:0:668:LEU:HD23 1.91 0.51
1:P:180:LEU:O 1:P:184:VAL:HG23 2.11 0.51
1:A:630:MET:HA 1:A:668:LEU:HD23 1.91 0.51
1:B:203:VAL:HA 1:B:208:LEU:HD23 1.92 0.51
1:C:175:ARG:HD3 1:C:213:TYR:CD1 2.46 0.51
1:C:217:ARG:HH12 1:D:685:HIS:HB3 1.76 0.51
1:C:235:LEU:HD13 | 1:C:276:VAL:HG21 1.93 0.51
1:D:179:GLU:CD 1:D:179:GLU:H 2.18 0.51
1:D:583:HIS:ND1 1:D:692:1LE:HG13 2.26 0.51
1:E:180:LEU:O 1:E:184:VAL:HG23 2.11 0.51
1:F:627:ASP:OD1 1:F:627:ASP:N 2.40 0.51
1:H:422:GLN:HG2 1:H:427:SER:HB3 1.92 0.51
1:1:179:GLU:CD 1:1:179:GLU:H 2.18 0.51
1:1:203:VAL:HA 1:1:208:LEU:HD23 1.92 0.51
1:M:94:GLU:O 1:M:98:LEU:HG 2.10 0.51
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1:M:101:GLU:HA 1:M:104:LEU:HB2 1.93 0.51
1:M:288:GLU:OE2 | 1:M:338:ARG:NH1 2.43 0.51
1:N:175:ARG:HD3 1:N:213:TYR:CD1 2.46 0.51
1:A:483:ASP:OD1 1:A:484:ARG:N 2.44 0.51
1:C:101:GLU:HA 1:C:104:LEU:HB2 1.93 0.51
1:D:151:ILE:HG13 | 1:D:156:ASN:HD21 1.76 0.51
1:E:483:ASP:0OD2 1:E:487:LEU:N 2.36 0.51
1:F:179:GLU:CD 1:F:179:GLU:H 2.18 0.51
1:G:630:MET:HA 1:G:668:LEU:HD23 1.92 0.51
1:H:483:ASP:0OD1 1:H:484:ARG:N 2.44 0.51
1:J:412: TRP:O 1:J:440:GLY:N 2.33 0.51
1:K:483:ASP:OD1 1:K:484:ARG:N 2.44 0.51
1:L:180:LEU:O 1:1:184:VAL:HG23 2.11 0.51
1:1:203:VAL:HA 1:L:208:LEU:HD23 1.92 0.51
1:L:235:LEU:HD13 | 1:L:276:VAL:HG21 1.93 0.51
1:1:483:ASP:OD1 1:1:484:ARG:N 2.44 0.51
1:M:328:GLN:NE2 1:N:416:GLU:OE2 2.43 0.51
1:N:101:GLU:HA 1:N:104:LEU:HB2 1.93 0.51
1:A:203:VAL:HA 1:A:208:LEU:HD23 1.92 0.51
1:A:235:LEU:HD13 | 1:A:276:VAL:HG21 1.93 0.51
1:A:310:ARG:NH2 1:0:60:GLU:OE2 2.43 0.51
1:B:180:LEU:O 1:B:184:VAL:HG23 2.11 0.51
1:C:516:HIS:CG 1:C:546:LEU:HD13 2.47 0.51
1:D:685:HIS:O 1:D:688:GLN:NE2 2.38 0.51
1:E:464:LYS:HE2 1:F:445:ARG:NH2 2.25 0.51
1:F:203:VAL:HA 1:F:208:LEU:HD23 1.92 0.51
1:G:340:GLU:OE1 1:G:340:GLU:N 2.30 0.51
1:G:483:ASP:OD1 1:G:484:ARG:N 2.44 0.51
1:H:630:MET:HA 1:H:668:LEU:HD23 1.92 0.51
1:J:483:ASP:0OD1 1:J:484:ARG:N 2.44 0.51
1:M:175:ARG:HD3 | 1:M:213:TYR:CD1 2.46 0.51
1:N:180:LEU:O 1:N:184:VAL:HG23 2.11 0.51
1:N:516:HIS:CG 1:N:546:LEU:HD13 2.47 0.51
1:A:151:ILE:O 1:A:156:ASN:ND2 2.45 0.50
1:B:151:1LE:O 1:B:156:ASN:ND2 2.45 0.50
1:B:175:ARG:HD3 1:B:213:TYR:CD1 2.46 0.50
1:C:151:1LE:HG13 1:C:156:ASN:HD21 1.76 0.50
1:C:179:GLU:CD 1:C:179:GLU:H 2.18 0.50
1:C:180:LEU:O 1:C:184:VAL:HG23 2.11 0.50
1:D:244:ARG:NH1 1:D:244:ARG:HA 2.26 0.50
1:E:483:ASP:OD1 1:E:484:ARG:N 2.44 0.50
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1:F:244:ARG:NH1 1:F:244:ARG:HA 2.26 0.50
1:H:448:GLU:OE2 1:H:463:ARG:NE 2.42 0.50
1:1:627:ASP:OD1 1:1:627:ASP:N 2.40 0.50
1:L:151:ILE:O 1:L:156:ASN:ND2 2.45 0.50
1:L:244:ARG:NH1 1:L:244:ARG:HA 2.26 0.50
1:L:630:MET:HA 1:L:668:LEU:HD23 1.91 0.50
1:M:151:ILE:O 1:M:156:ASN:ND2 2.45 0.50
1:N:151:ILE:HG13 | 1:N:156:ASN:HD21 1.76 0.50
1:N:179:GLU:CD 1:N:179:GLU:H 2.18 0.50
1:0:101:GLU:HA 1:0:104:LEU:HB2 1.93 0.50
1:0:256:PRO:HG3 1:P:582:VAL:HG21 1.92 0.50
1:P:483:ASP:0OD2 1:P:487:LEU:N 2.36 0.50
1:P:516:HIS:CG 1:P:546:LEU:HD13 2.46 0.50
1:A:244:ARG:NH1 1:A:244:ARG:HA 2.26 0.50
1:C:151:1LE:O 1:C:156:ASN:ND2 2.45 0.50
1:E:516:HIS:CG 1:E:546:LEU:HD13 2.47 0.50
1:H:151:ILE:O 1:H:156:ASN:ND2 2.45 0.50
1:I:151:ILE:HG13 1:1:156:ASN:HD21 1.76 0.50
1:1:244:ARG:NH1 1:1:244:ARG:HA 2.27 0.50
1:J:244:ARG:NH1 1:J:244:ARG:HA 2.26 0.50
1:K:94:GLU:O 1:K:98:LEU:HG 2.10 0.50
1:K:583:HIS:ND1 1:K:692:ILE:HG13 2.26 0.50
1:M:180:LEU:O 1:M:184:VAL:HG23 2.11 0.50
1:N:483:ASP:0OD2 1:N:487.-LEU:N 2.36 0.50
1:0:151:ILE:HG13 | 1:0:156:ASN:HD21 1.76 0.50
1:0:235:LEU:HD13 | 1:0:276:VAL:HG21 1.93 0.50
1:0:244:ARG:NH1 1:0:244:ARG:HA 2.27 0.50
1:P:293:LEU:HB3 1:P:340:GLU:HG2 1.94 0.50
1:P:483:ASP:0OD1 1:P:484:ARG:N 2.44 0.50
1:C:448:GLU:OE2 1:C:463:ARG:NE 2.42 0.50
1:D:101:GLU:HA 1:D:104:LEU:HB2 1.93 0.50
1:D:175:ARG:HD3 1:D:213:TYR:CD1 2.46 0.50
1:E:293:LEU:HB3 1:E:340:GLU:HG2 1.94 0.50
1:F:101:GLU:HA 1:F:104:LEU:HB2 1.93 0.50
1:F:151:ILE:HG13 1:F:156:ASN:HD21 1.76 0.50
1:F:235:LEU:HD13 | 1:F:276:VAL:HG21 1.93 0.50
1:F:516:HIS:CG 1:F:546:LEU:HD13 2.47 0.50
1:G:180:LEU:O 1:G:183:SER:OG 2.24 0.50
1:H:94:GLU:O 1:H:98:LEU:HG 2.10 0.50
1:H:583:HIS:ND1 1:H:692:1LE:HG13 2.26 0.50
1:1:235:LEU:HD13 1:1:276:VAL:HG21 1.93 0.50
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1:1:516:HIS:CG 1:1:546:LEU:HD13 2.47 0.50
1:J:583:HIS:ND1 1:J:692:ILE:HG13 2.26 0.50
1:K:151:ILE:O 1:K:156:ASN:ND2 2.45 0.50
1:L:175:ARG:HD3 1:L:213:TYR:CD1 2.46 0.50
1:L:583:HIS:ND1 1:L:692:1ILE:HG13 2.26 0.50
1:N:151:ILE:O 1:N:156:ASN:ND2 2.45 0.50
1:N:203:VAL:HA 1:N:208:LEU:HD23 1.92 0.50
1:0:175:ARG:HD3 1:0:213:TYR:CD1 2.46 0.50
1:A:175:ARG:HD3 1:A:213:TYR:CD1 2.46 0.50
1:A:583:HIS:ND1 1:A:692:1LE:HG13 2.26 0.50
1:C:203:VAL:HA 1:C:208:LEU:HD23 1.92 0.50
1:C:483:ASP:0OD2 1:C:487:LEU:N 2.36 0.50
1:D:235:LEU:HD13 | 1:D:276:VAL:HG21 1.93 0.50
1:D:483:ASP:0OD2 1:D:487:LEU:N 2.36 0.50
1:F:293:LEU:HB3 1:F:340:GLU:HG2 1.94 0.50
1:G:244:ARG:NH1 1:G:244:ARG:HA 2.27 0.50
1:1:101:GLU:HA 1:1:104:LEU:HB2 1.93 0.50
1:1:293:LEU:HB3 1:1:340:GLU:HG2 1.94 0.50
1:K:217:ARG:HH22 | 1:L:688:GLN:NE2 2.10 0.50
1:K:448:GLU:OE2 1:K:463:ARG:NE 2.42 0.50
1:0:483:ASP:0OD2 1:0:487:LEU:N 2.36 0.50
1:A:240:ALA:O 1:A:244:ARG:HG2 2.12 0.50
1:B:516:HIS:CG 1:B:546:LEU:HD13 2.47 0.50
1:C:433:PHE:CE1 1:C:455:LEU:HD13 2.47 0.50
1:C:501:TYR:CZ 1:C:529:ILE:HG23 2.47 0.50
1:D:501:TYR:CZ 1:D:529:ILE:HG23 2.47 0.50
1:G:583:HIS:ND1 1:G:692:ILE:HG13 2.26 0.50
1:H:101:GLU:HA 1:H:104:LEU:HB2 1.93 0.50
1:1:583:HIS:ND1 1:1:692:1ILE:HG13 2.26 0.50
1:K:203:VAL:HA 1:K:208:LEU:HD23 1.92 0.50
1:K:430:CYS:HB3 1:K:434:ARG:NH2 2.10 0.50
1:L:240:ALA:O 1:L:244:ARG:HG2 2.12 0.50
1:N:464:LYS:HD3 1:0:442:LEU:CD2 2.41 0.50
1:N:483:ASP:0OD1 1:N:484:ARG:N 2.44 0.50
1:N:501:TYR:CZ 1:N:529:ILE:HG23 2.47 0.50
1:0:293:LEU:HB3 1:0:340:GLU:HG2 1.94 0.50
1:0:501:TYR:CZ 1:0:529:1LE:HG23 2.47 0.50
1:0:685:HIS:O 1:0:688:GLN:NE2 2.38 0.50
1:P:235:LEU:HD13 | 1:P:276:VAL:HG21 1.93 0.50
1:C:483:ASP:0OD1 1:C:484:ARG:N 2.44 0.50
1:E:235:LEU:HD13 | 1:E:276:VAL:HG21 1.93 0.50
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1:F:483:ASP:0OD1 1:F:484:ARG:N 2.44 0.50
1:I:175:ARG:HD3 1:I:213:TYR:CD1 2.46 0.50
1:1:384:GLY:N 1:P:197:GLU:OE1 2.44 0.50
1:1:483:ASP:OD1 1:1:484:ARG:N 2.44 0.50
1:J:180:LEU:O 1:J:183:SER:OG 2.24 0.50
1:K:101:GLU:HA 1:K:104:LEU:HB2 1.93 0.50
1:K:252:GLU:QOFE1 1:K:252:GLU:N 2.45 0.50
1:L:101:GLU:HA 1:1L:104:LEU:HB2 1.93 0.50
1:M:583:HIS:ND1 1:M:692:ILE:HG13 2.26 0.50
1:N:433:PHE:CE1 1:N:455:LEU:HD13 2.47 0.50
1:B:240:ALA:O 1:B:244:ARG:HG2 2.12 0.50
1:B:583:HIS:ND1 1:B:692:1ILE:HG13 2.26 0.50
1:C:583:HIS:ND1 1:C:692:1ILE:HG13 2.26 0.50
1:D:293:LEU:HB3 1:D:340:GLU:HG2 1.94 0.50
1:F:175:ARG:HD3 1:F:213:TYR:CD1 2.46 0.50
1:F:240:ALA:O 1:F:244:ARG:HG2 2.12 0.50
1:F:433:PHE:CE1 1:F:455:LEU:HD13 2.47 0.50
1:F:583:HIS:ND1 1:F:692:ILE:HG13 2.26 0.50
1:H:252:GLU:OE1 1:H:252:GLU:N 2.45 0.50
1:1:688:GLN:NE2 1:P:217:ARG:HH22 2.08 0.50
1:K:240:ALA:O 1:K:244:ARG:HG2 2.12 0.50
1:M:240:ALA:O 1:M:244:ARG:HG2 2.12 0.50
1:M:501:TYR:CZ 1:M:529:ILE:HG23 2.47 0.50
1:M:516:HIS:CG 1:M:546:LEU:HD13 2.46 0.50
1:N:448:GLU:OE2 1:N:463:ARG:NE 2.42 0.50
1:A:101:GLU:HA 1:A:104:LEU:HB2 1.93 0.50
1:B:501:TYR:CZ 1:B:529:ILE:HG23 2.47 0.50
1:D:433:PHE:CE1 1:D:455:LEU:HD13 2.47 0.50
1:E:151:ILE:O 1:E:156:ASN:ND2 2.45 0.50
1:F:501:TYR:CZ 1:F:529:1ILE:HG23 2.47 0.50
1:G:151:ILE:O 1:G:156:ASN:ND2 2.45 0.50
1:G:293:LEU:HB3 1:G:340:GLU:HG2 1.94 0.50
1:H:203:VAL:HA 1:H:208:LEU:HD23 1.92 0.50
1:H:240:ALA:O 1:H:244:ARG:HG2 2.12 0.50
1:H:244:ARG:NH1 1:H:244:ARG:HA 2.26 0.50
1:H:685:HIS:O 1:H:688:GLN:NE2 2.38 0.50
1:1:240:ALA:O 1:1:244:ARG:HG2 2.12 0.50
1:I:501: TYR:CZ 1:1:529:ILE:HG23 2.47 0.50
1:J:151:ILE:O 1:J:156:ASN:ND2 2.45 0.50
1:J:293:LEU:HB3 1:J:340:GLU:HG2 1.94 0.50
1:K:256:PRO:CG 1:L:582:VAL:HG21 2.41 0.50
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Atom-1 Atom-2 distance (A) overlap (A)
1:N:244:ARG:NH1 1:N:244:ARG:HA 2.26 0.50
1:N:583:HIS:ND1 1:N:692:ILE:HG13 2.26 0.50
1:0:433:PHE:CE1 1:0:455:LEU:HD13 2.47 0.50
1:P:151:ILE:O 1:P:156:ASN:ND2 2.45 0.50
1:P:583:HIS:ND1 1:P:692:1LE:HG13 2.26 0.50
1:A:252:GLU:OE1 1:A:252:GLU:N 2.45 0.50
1:B:483:ASP:OD1 1:B:484:ARG:N 2.44 0.50
1:B:483:ASP:0D2 1:B:487:LEU:N 2.36 0.50
1:E:101:GLU:HA 1:E:104:LEU:HB2 1.93 0.50
1:E:240:ALA:O 1:E:244:ARG:HG2 2.12 0.50
1:E:583:HIS:ND1 1:E:692:1LE:HG13 2.26 0.50
1:F:151:ILE:O 1:F:156:ASN:ND2 2.45 0.50
1:F:180:LEU:O 1:F:183:SER:OG 2.24 0.50
1:G:175:ARG:HD3 1:G:213:TYR:CD1 2.46 0.50
1:G:235:LEU:HD13 | 1:G:276:VAL:HG21 1.92 0.50
1:H:430:CYS:HB3 1:H:434:ARG:NH2 2.10 0.50
1:I:151:ILE:O 1:1:156:ASN:ND2 2.45 0.50
1:1:180:LEU:O 1:1:183:SER:OG 2.24 0.50
1:1:430:CYS:HB3 1:1:434:ARG:NH2 2.10 0.50
1:1:433:PHE:CE1 1:1:455:LEU:HD13 2.47 0.50
1:J:516:HIS:CG 1:J:546:LEU:HD13 2.46 0.50
1:P:240:ALA:O 1:P:244:ARG:HG2 2.12 0.50
1:B:244:ARG:NH1 1:B:244:ARG:HA 2.26 0.49
1:C:293:LEU:HB3 1:C:340:GLU:HG2 1.94 0.49
1:D:151:ILE:O 1:D:156:ASN:ND2 2.45 0.49
1:E:412: TRP:O 1:E:440:GLY:N 2.33 0.49
1:E:433:PHE:CE1 1:E:455:LEU:HD13 2.47 0.49
1:G:433:PHE:CE1 1:G:455:LEU:HD13 2.47 0.49
1:K:235:LEU:HD13 | 1:K:276:VAL:HG21 1.93 0.49
1:L:252:GLU:OE1 1:1L:252:GLU:N 2.45 0.49
1:M:433:PHE:CE1 | 1:M:455:LEU:HD13 2.47 0.49
1:M:483:ASP:0OD1 1:M:484:ARG:N 2.44 0.49
1:M:483:ASP:0OD2 1:M:487:LEU:N 2.36 0.49
1:N:240:ALA:O 1:N:244:ARG:HG2 2.12 0.49
1:P:101:GLU:HA 1:P:104:LEU:HB2 1.93 0.49
1:B:433:PHE:CE1 1:B:455:LEU:HD13 2.47 0.49
1:C:244:ARG:NH1 1:C:244:ARG:HA 2.27 0.49
1:E:501:TYR:CZ 1:E:529:1LE:HG23 2.47 0.49
1:G:203:VAL:HA 1:G:208:LEU:HD23 1.92 0.49
1:H:235:LEU:HD13 | 1:H:276:VAL:HG21 1.93 0.49
1:J:175:ARG:HD3 1:J:213:TYR:CD1 2.46 0.49
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1:J:235:LEU:HD13 1:J:276:VAL:HG21 1.92 0.49
1:J:433:PHE:CE1 1:J:455:LEU:HD13 2.47 0.49
1:K:244:ARG:NH1 1:K:244:ARG:HA 2.26 0.49
1:K:516:HIS:CG 1:K:546:LEU:HD13 2.46 0.49
1:L:433:PHE:CE1 1:1L:455:LEU:HD13 2.47 0.49
1:L:501:TYR:CZ 1:L:529:ILE:HG23 2.47 0.49
1:0:151:ILE:O 1:0:156:ASN:ND2 2.45 0.49
1:0:516:HIS:CG 1:0:546:LEU:HD13 2.46 0.49
1:P:175:ARG:HD3 1:P:213:TYR:CD1 2.46 0.49
1:P:244:ARG:NH1 1:P:244:ARG:HA 2.27 0.49
1:P:433:PHE:CE1 1:P:455:LEU:HD13 2.47 0.49
1:P:501:TYR:CZ 1:P:529:ILE:HG23 2.47 0.49
1:C:240:ALA:O 1:C:244:ARG:HG2 2.12 0.49
1:D:128:LEU:HD12 | 1:D:131:ARG:NH2 2.28 0.49
1:E:61:VAL:HG13 1:E:112:VAL:HG22 1.94 0.49
1:E:175:ARG:HD3 1:E:213:TYR:CD1 2.46 0.49
1:E:244:ARG:NH1 1:E:244:ARG:HA 2.26 0.49
1:F:256:PRO:HG3 1:G:582:VAL:HG21 1.95 0.49
1:F:533:VAL:HG23 1:G:526:ASP:0D2 2.13 0.49
1:G:516:HIS:CG 1:G:546:LEU:HD13 2.47 0.49
1:P:61:VAL:HG13 1:P:112:VAL:HG22 1.94 0.49
1:A:501:TYR:CZ 1:A:529:ILE:HG23 2.47 0.49
1:C:461:1LE:HD12 1:D:436:GLN:HG3 1.95 0.49
1:D:61:VAL:HG13 1:D:112: VAL:HG22 1.94 0.49
1:E:456:GLY:HA2 1:E:458:LYS:HE2 1.94 0.49
1:F:61:VAL:HG13 1:F:112:VAL:HG22 1.94 0.49
1:F:430:CYS:HB3 1:F:434:ARG:NH2 2.11 0.49
1:G:101:GLU:HA 1:G:104:LEU:HB2 1.93 0.49
1:G:632:ASP:0OD2 1:G:636:LYS:N 2.46 0.49
1:H:433:PHE:CE1 1:H:455:LEU:HD13 2.47 0.49
1:1:456:GLY:HA2 1:1:458:LYS:HE2 1.94 0.49
1:J:632:ASP:0D2 1:J:636:LYS:N 2.46 0.49
1:L:516:HIS:CG 1:1:546:LEU:HD13 2.47 0.49
1:M:244:ARG:NH1 1:M:244:ARG:HA 2.27 0.49
1:M:456:GLY:HA2 1:M:458:LYS:HE2 1.94 0.49
1:N:293:LEU:HB3 1:N:340:GLU:HG2 1.94 0.49
1:0:61:VAL:HG13 1:0:112:VAL:HG22 1.94 0.49
1:0:128:LEU:HD12 | 1:0:131:ARG:NH2 2.28 0.49
1:A:433:PHE:CE1 1:A:455:LEU:HD13 2.47 0.49
1:A:456:GLY:HA2 1:A:458:LYS:HE2 1.94 0.49
1:A:516:HIS:CG 1:A:546:LEU:HD13 2.47 0.49

Continued on next page...



Page 79

Full wwPDB EM Validation Report

Continued from previous page...

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:B:456:GLY:HA2 1:B:458:LYS:HE2 1.94 0.49
1:D:240:ALA:O 1:D:244:ARG:HG2 2.12 0.49
1:D:516:HIS:CG 1:D:546:LEU:HD13 2.47 0.49
1:E:328:GLN:NE2 1:F:416:GLU:OE2 2.45 0.49
1:F:456:GLY:HA2 1:F:458:LYS:HE2 1.94 0.49
1:G:128:LEU:HD12 | 1:G:131:ARG:NH2 2.28 0.49
1:H:293:LEU:HB3 1:H:340:GLU:HG2 1.94 0.49
1:H:516:HIS:CG 1:H:546:LEU:HD13 2.47 0.49
1:K:293:LEU:HB3 1:K:340:GLU:HG2 1.94 0.49
1:K:501:TYR:CZ 1:K:529:ILE:HG23 2.47 0.49
1:P:412: TRP:O 1:P:440:GLY:N 2.33 0.49
1:P:456:GLY:HA2 1:P:458:LYS:HE2 1.94 0.49
1:A:293:LEU:HB3 1:A:340:GLU:HG2 1.94 0.49
1:A:478:ASN:ND2 1:H:239:GLN:HB2 2.27 0.49
1:B:293:LEU:HB3 1:B:340:GLU:HG2 1.94 0.49
1:B:412:TRP:O 1:B:440:GLY:N 2.33 0.49
1:C:632:ASP:0D2 1:C:636:LYS:N 2.46 0.49
1:D:430:CYS:HB3 1:D:434:ARG:NH2 2.11 0.49
1:D:483:ASP:OD1 1:D:484:ARG:N 2.44 0.49
1:G:240:ALA:O 1:G:244:ARG:HG2 2.12 0.49
1:H:531:LEU:HD12 1:H:534:HIS:CE1 2.48 0.49
1:1:61: VAL:HG13 1:1:112:VAL:HG22 1.94 0.49
1:J:101:GLU:HA 1:J:104:LEU:HB2 1.93 0.49
1:J:128:LEU:HD12 1:J:131:ARG:NH2 2.28 0.49
1:J:240:ALA:O 1:J:244:ARG:HG2 2.12 0.49
1:K:433:PHE:CE1 1:K:455:LEU:HD13 2.47 0.49
1:K:685:HIS:O 1:K:688:GLN:NE2 2.38 0.49
1:L:219:ASP:0OD1 1:1:222:LEU:N 2.31 0.49
1:1:293:LEU:HB3 1:L:340:GLU:HG2 1.94 0.49
1:M:632:ASP:0D2 1:M:636:LYS:N 2.46 0.49
1:N:252:GLU:OE1 1:N:252:GLU:N 2.45 0.49
1:N:632:ASP:0OD2 1:N:636:LYS:N 2.46 0.49
1:B:431:GLU:HG2 1:B:432:SER:H 1.78 0.49
1:B:632:ASP:0D2 1:B:636:LYS:N 2.46 0.49
1:H:501:TYR:CZ 1:H:529:ILE:HG23 2.47 0.49
1:H:632:ASP:0OD2 1:H:636:LYS:N 2.46 0.49
1:1:128:LEU:HD12 1:1:131:ARG:NH2 2.28 0.49
1:J:61:VAL:HG13 1:J:112:VAL:HG22 1.94 0.49
1:J:203:VAL:HA 1:J:208:LEU:HD23 1.92 0.49
1:J:501:TYR:CZ 1:J:529:ILE:HG23 2.47 0.49
1:K:531:LEU:HD12 1:K:534:HIS:CE1 2.48 0.49
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1:M:219:ASP:0OD1 1:M:222:LEU:N 2.31 0.49
1:M:293:LEU:HB3 1:M:340:GLU:HG2 1.94 0.49
1:0:240:ALA:O 1:0:244:ARG:HG2 2.12 0.49
1:A:582:VAL:HG21 1:H:256:PRO:HG3 1.94 0.49
1:C:252:GLU:OE1 1:C:252:GLU:N 2.45 0.49
1:C:431:GLU:HG2 1:C:432:SER:H 1.78 0.49
1:E:531:LEU:HD12 1:E:534:HIS:CE1 2.48 0.49
1:F:128:LEU:HD12 1:F:131:ARG:NH2 2.28 0.49
1:G:501:TYR:CZ 1:G:529:ILE:HG23 2.47 0.49
1:K:175:ARG:HD3 1:K:213:TYR:CD1 2.46 0.49
1:L:456:GLY:HA2 1:L:458:LYS:HE2 1.94 0.49
1:M:431:GLU:HG2 1:M:432:SER:H 1.78 0.49
1:N:431:GLU:HG2 1:N:432:SER:H 1.78 0.49
1:0:430:CYS:HB3 1:0:434:ARG:NH2 2.10 0.49
1:0:483:ASP:OD1 1:0:484:ARG:N 2.44 0.49
1:B:219:ASP:OD1 1:B:222:LEU:N 2.31 0.49
1:D:197:GLU:CD 1:E:383:ASN:HA 2.38 0.49
1:D:531:LEU:HD12 1:D:534:HIS:CE1 2.48 0.49
1:F:443:LEU:HD12 | 1:F:446:LEU:HD12 1.95 0.49
1:G:61:VAL:HG13 | 1:G:112:VAL:HG22 1.94 0.49
1:1:443:LEU:HD12 1:1:446:LEU:HD12 1.95 0.49
1:K:632:ASP:0OD2 1:K:636:LYS:N 2.46 0.49
1:N:461:ILE:HD12 1:0:436:GLN:HG3 1.93 0.49
1:P:531:LEU:HD12 1:P:534:HIS:CE1 2.48 0.49
1:A:478:ASN:OD1 1:A:479:TYR:N 2.46 0.49
1:C:61:VAL:HG13 1:C:112:VAL:HG22 1.94 0.49
1:C:128:LEU:HD12 | 1:C:131:ARG:NH2 2.28 0.49
1:E:219:ASP:O 1:E:223:LEU:HG 2.13 0.49
1:F:185:ALA:HB2 1:F:214: TRP:CZ3 2.48 0.49
1:G:456:GLY:HA2 1:G:458:LYS:HE2 1.94 0.49
1:H:175:ARG:HD3 1:H:213: TYR:CD1 2.46 0.49
1:1:185:ALA:HB2 1:1:214: TRP:CZ3 2.48 0.49
1:J:456:GLY:HA2 1:J:458:LYS:HE2 1.94 0.49
1:K:180:LEU:O 1:K:183:SER:OG 2.24 0.49
1:L:478:ASN:OD1 1:L:479:TYR:N 2.46 0.49
1:M:128:LEU:HD12 | 1:M:131:ARG:NH2 2.28 0.49
1:N:61:VAL:HG13 1:N:112:VAL:HG22 1.94 0.49
1:C:456:GLY:HA2 1:C:458:LYS:HE?2 1.94 0.48
1:C:531:LEU:HD12 1:C:534:HIS:CE1 2.48 0.48
1:D:239:GLN:HG3 1:E:480:SER:HB2 1.95 0.48
1:E:128:LEU:HD12 | 1:E:131:ARG:NH2 2.28 0.48
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Atom-1 Atom-2 distance (A) overlap (A)

1:G:443:LEU:HD12 | 1:G:446:LEU:HD12 1.95 0.48
1:G:531:LEU:HD12 1:G:534:HIS:CE1 2.48 0.48
1:H:180:LEU:O 1:H:183:SER:OG 2.24 0.48
1:L:128:LEU:HD12 1:L:131:ARG:NH2 2.28 0.48
1:L:531:LEU:HD12 1:L:534:HIS:CE1 2.48 0.48
1:M:412: TRP:O 1:M:440:GLY:N 2.33 0.48
1:N:128:LEU:HD12 1:N:131:ARG:NH2 2.28 0.48
1:N:456:GLY:HA2 1:N:458:LYS:HE2 1.94 0.48
1:0:531:LEU:HD12 1:0:534:HIS:CE1 2.48 0.48
1:P:443:LEU:HD12 | 1:P:446:LEU:HD12 1.95 0.48
1:A:128:LEU:HD12 | 1:A:131:ARG:NH2 2.28 0.48
1:A:531:LEU:HD12 1:A:534:HIS:CE1 2.48 0.48
1:B:252:GLU:N 1:B:252:GLU:OE1 2.45 0.48
1:E:185:ALA:HB2 1:E:214:TRP:CZ3 2.48 0.48
1:E:443:LEU:HD12 | 1:E:446:LEU:HD12 1.95 0.48
1:1:632:ASP:0OD2 1:1:636:LYS:N 2.46 0.48
1:J:443:LEU:HD12 1:J:446:LEU:HD12 1.95 0.48
1:K:456:GLY:HA2 1:K:458:LYS:HE2 1.94 0.48
1:N:216:ARG:HB2 1:0:688:GLN:OFE1 2.13 0.48
1:N:464:LYS:HD3 1:0:442:LEU:HD21 1.94 0.48
1:N:531:LEU:HD12 1:N:534:HIS:CE1 2.48 0.48
1:P:128:LEU:HD12 | 1:P:131:ARG:NH2 2.28 0.48
1:P:180:LEU:O 1:P:183:SER:OG 2.24 0.48
1:P:185:ALA:HB2 1:P:214: TRP:CZ3 2.48 0.48
1:P:219:ASP:O 1:P:223:LEU:HG 2.14 0.48
1:B:128:LEU:HD12 1:B:131:ARG:NH2 2.28 0.48
1:D:443:LEU:HD12 | 1:D:446:LEU:HD12 1.95 0.48
1:D:478:ASN:OD1 1:D:479:TYR:N 2.46 0.48
1:E:461:ILE:HG22 1:F:442:LEU:HD13 1.94 0.48
1:F:252:GLU:OE1 1:F:252:GLU:N 2.45 0.48
1:F:478:ASN:OD1 1:F:479: TYR:N 2.46 0.48
1:F:632:ASP:0OD2 1:F:636:LYS:N 2.46 0.48
1:H:61:VAL:HG13 1:H:112:VAL:HG22 1.94 0.48
1:H:219:ASP:0OD1 1:H:222:LEU:N 2.31 0.48
1:H:456:GLY:HA2 1:H:458:LYS:HE2 1.94 0.48
1:1:219:ASP:O 1:1:223:LEU:HG 2.13 0.48
1:1:252:GLU:OE1 1:1:252:GLU:N 2.45 0.48
1:1:437:GLN:HB2 1:P:465:ARG:CZ 2.44 0.48
1:1:478:ASN:OD1 1:I:479:TYR:N 2.46 0.48
1:J:531:LEU:HD12 1:J:534:HIS:CE1 2.48 0.48
1:K:217:ARG:NH1 1:L:685:HIS:HB3 2.26 0.48
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:K:219:ASP:O 1:K:223:LEU:HG 2.14 0.48
1:0:443:LEU:HD12 | 1:0:446:LEU:HD12 1.95 0.48
1:0:478:ASN:OD1 1:0:479:TYR:N 2.46 0.48
1:A:219:ASP:O 1:A:223:LEU:HG 2.13 0.48
1:D:632:ASP:0OD2 1:D:636:LYS:N 2.46 0.48
1:E:180:LEU:O 1:E:183:SER:OG 2.24 0.48
1:E:448:GLU:OE2 1:E:463:ARG:NE 2.42 0.48
1:F:219:ASP:O 1:F:223:LEU:HG 2.13 0.48
1:G:185:ALA:HB2 1:G:214: TRP:CZ3 2.48 0.48
1:H:478:ASN:OD1 1:H:479:TYR:N 2.46 0.48
1:J:185:ALA:HB2 1:J:214: TRP:CZ3 2.48 0.48
1:K:61:VAL:HG13 | 1:K:112:VAL:HG22 1.95 0.48
1:M:213:TYR:HA 1:M:216:ARG:NH2 2.28 0.48
1:M:252:GLU:N 1:M:252:GLU:OE1 2.45 0.48
1:M:478:ASN:OD1 1:M:479:TYR:N 2.46 0.48
1:M:696:ILE:HA 1:M:699:LEU:HG 1.96 0.48
1:N:328:GLN:NE2 1:0:416:GLU:OE2 2.47 0.48
1:0:456:GLY:HA2 1:0:458:LYS:HE2 1.94 0.48
1:A:608:ILE:HG22 1:A:612:MET:HE3 1.96 0.48
1:B:696:1LE:HA 1:B:699:LEU:HG 1.96 0.48
1:D:219:ASP:O 1:D:223:LEU:HG 2.14 0.48
1:D:412: TRP:O 1:D:440:GLY:N 2.33 0.48
1:D:456:GLY:HA2 1:D:458:LYS:HE2 1.94 0.48
1:F:696:ILE:HA 1:F:699:LEU-HG 1.96 0.48
1:G:213:TYR:HA 1:G:216:ARG:NH2 2.28 0.48
1:G:249:ARG:CD 1:H:586:LEU:HD22 2.43 0.48
1:G:431:GLU:HG2 1:G:432:SER:H 1.78 0.48
1:H:219:ASP:O 1:H:223:LEU:HG 2.14 0.48
1:1:447:THR:N 1:1:450: GLU:OE2 2.47 0.48
1:1:696:1LE:HA 1:1:699:LEU:HG 1.96 0.48
1:K:128:LEU:HD12 | 1:K:131:ARG:NH2 2.28 0.48
1:K:219:ASP:OD1 1:K:222:LEU:N 2.31 0.48
1:K:252:GLU:HB3 1:L:586:LEU:HD21 1.95 0.48
1:K:478:ASN:OD1 1:K:479:TYR:N 2.46 0.48
1:K:669:PRO:O 1:K:673:GLN:HG3 2.14 0.48
1:1:219:ASP:O 1:L:223:LEU:HG 2.13 0.48
1:L:608:ILE:HG22 1:L:612:-MET:HE3 1.96 0.48
1:0:219:ASP:O 1:0:223:LEU:HG 2.14 0.48
1:A:213:TYR:HA 1:A:216:ARG:NH2 2.28 0.48
1:B:213:TYR:HA 1:B:216:ARG:NH2 2.28 0.48
1:B:478:ASN:OD1 1:B:479:TYR:N 2.46 0.48
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Atom-1 Atom-2 distance (A) overlap (A)

1:C:443:LEU:HD12 | 1:C:446:LEU:HD12 1.95 0.48
1:E:285:ARG:HD3 1:E:285:ARG:HA 1.75 0.48
1:F:447:-THR:N 1:F:450:GLU:OE2 2.47 0.48
1:G:249:ARG:HD2 | 1:H:586:LEU:HD22 1.96 0.48
1:G:447:THR:N 1:G:450:GLU:OE2 2.47 0.48
1:H:669:PRO:O 1:H:673:GLN:HG3 2.14 0.48
1:1:669:PRO:O 1:1:673:GLN:HG3 2.14 0.48
1:J:213:TYR:HA 1:J:216:ARG:NH2 2.28 0.48
1:J:669:PRO:O 1:J:673:GLN:HG3 2.14 0.48
1:1:447:THR:N 1:L:450:GLU:OE2 2.47 0.48
1:N:478:ASN:OD1 1:N:479:TYR:N 2.46 0.48
1:N:626:LEU:O 1:N:630:MET:HG3 2.14 0.48
1:0:213:TYR:HA 1:0:216:ARG:NH2 2.28 0.48
1:0:632:ASP:0OD2 1:0:636:LYS:N 2.46 0.48
1:P:252:GLU:OE1 1:P:252:GLU:N 2.45 0.48
1:A:129:LEU:O 1:A:133:LEU:HD13 2.14 0.48
1:A:447: THR:N 1:A:450:GLU:OE2 2.47 0.48
1:A:632:ASP:0OD2 1:A:636:LYS:N 2.46 0.48
1:B:61:VAL:HG13 1:B:112:VAL:HG22 1.94 0.48
1:C:219:ASP:O 1:C:223:LEU:HG 2.14 0.48
1:C:478:ASN:OD1 1:C:479:TYR:N 2.46 0.48
1:C:626:LEU:O 1:C:630:MET:HG3 2.14 0.48
1:D:431:GLU:HG2 1:D:432:SER:H 1.78 0.48
1:D:696:ILE:HA 1:D:699:LEU:HG 1.96 0.48
1:E:252:GLU:OE1 1:E:252:GLU:N 2.45 0.48
1:F:669:PRO:O 1:F:673:GLN:HG3 2.14 0.48
1:G:478:ASN:OD1 1:G:479:TYR:N 2.46 0.48
1:G:669:PRO:O 1:G:673:GLN:HG3 2.14 0.48
1:H:128:LEU:HD12 | 1:H:131:ARG:NH2 2.28 0.48
1:H:129:LEU:O 1:H:133:LEU:HD13 2.14 0.48
1:H:443:LEU:HD12 | 1:H:446:LEU:HD12 1.95 0.48
1:K:129:LEU:O 1:K:133:LEU:HD13 2.14 0.48
1:L:61:VAL:HG13 1:L:112:VAL:HG22 1.94 0.48
1:L:129:LEU:O 1:1L:133:LEU:HD13 2.14 0.48
1:L:144:ALA:O 1:L:148:LEU:HG 2.14 0.48
1:L:213:TYR:HA 1:1:216:ARG:NH2 2.28 0.48
1:M:256:PRO:HB3 1:N:578:SER:OG 2.13 0.48
1:0:217:ARG:HH12 1:P:685:HIS:HB3 1.78 0.48
1:0:431:GLU:HG2 1:0:432:SER:H 1.78 0.48
1:0:696:1LE:HA 1:0:699:LEU:HG 1.96 0.48
1:A:144:ALA:O 1:A:148:LEU:HG 2.14 0.48
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Atom-1 Atom-2 distance (A) overlap (A)

1:C:669:PRO:0O 1:C:673:GLN:HG3 2.14 0.48
1:D:185:ALA:HB2 1:D:214: TRP:CZ3 2.48 0.48
1:D:213:TYR:HA 1:D:216:ARG:NH2 2.28 0.48
1:D:239:GLN:HB2 1:E:478:ASN:ND2 2.28 0.48
1:D:328:GLN:CD 1:E:416:GLU:OE2 2.57 0.48
1:E:447:-THR:N 1:E:450:GLU:OE2 2.47 0.48
1:F:213:TYR:HA 1:F:216:ARG:NH2 2.28 0.48
1:F:531:LEU:HD12 1:F:534:HIS:CE1 2.48 0.48
1:H:254:LEU:HD13 | 1:H:274:VAL:HG13 1.96 0.48
1:H:696:1LE:HA 1:H:699:LEU:HG 1.96 0.48
1:1:213:TYR:HA 1:1:216:ARG:NH2 2.28 0.48
1:J:431:GLU:HG2 1:J:432:SER:H 1.78 0.48
1:J:447: THR:N 1:J:450:GLU:OE2 2.47 0.48
1:J:478:ASN:OD1 1:J:479:TYR:N 2.46 0.48
1:L:305:PRO:HD2 1:1:392:ARG:NH1 2.29 0.48
1:M:305:PRO:HD2 1:M:392:ARG:NH1 2.29 0.48
1:M:562:PRO:HA 1:M:590:SER:OG 2.14 0.48
1:N:443:LEU:HD12 | 1:N:446:LEU:HD12 1.95 0.48
1:N:447: THR:N 1:N:450:GLU:OE2 2.47 0.48
1:0:185:ALA:HB2 1:0:214:TRP:CZ3 2.49 0.48
1:P:447: THR:N 1:P:450:GLU:OE2 2.47 0.48
1:P:448:GLU:OE2 1:P:463:ARG:NE 2.42 0.48
1:A:61:VAL:HG13 1:A:112:VAL:HG22 1.94 0.48
1:A:305:PRO:HD2 1:A:392:ARG:NH1 2.29 0.48
1:B:531:LEU:HD12 1:B:534:HIS:CE1 2.48 0.48
1:C:447:-THR:N 1:C:450:GLU:OE2 2.47 0.48
1:E:213:TYR:HA 1:E:216:ARG:NH2 2.28 0.48
1:G:254:LEU:HD13 | 1:G:274:VAL:HG13 1.96 0.48
1:1:531:LEU:HD12 1:1:534:HIS:CE1 2.48 0.48
1:J:254:LEU:HD13 1:J:274:VAL:HG13 1.96 0.48
1:K:254:LEU:HD13 | 1:K:274:VAL:HG13 1.96 0.48
1:L:185:ALA:HB2 1:L:214:TRP:CZ3 2.48 0.48
1:L:562:PRO:HA 1:L:590:SER:OG 2.14 0.48
1:L:669:PRO:O 1:L:673:GLN:HG3 2.14 0.48
1:M:61:VAL:HG13 | 1:M:112:VAL:HG22 1.94 0.48
1:M:531:LEU:HD12 1:M:534:HIS:CE1 2.48 0.48
1:M:626:LEU:O 1:M:630:MET:HG3 2.14 0.48
1:N:185:ALA:HB2 1:N:214:TRP:CZ3 2.48 0.48
1:N:213:TYR:HA 1:N:216:ARG:NH2 2.28 0.48
1:N:219:ASP:O 1:N:223:LEU:HG 2.14 0.48
1:N:669:PRO:O 1:N:673:GLN:HG3 2.14 0.48
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Atom-1 Atom-2 distance (A) overlap (A)

1:0:412:TRP:O 1:0:440:GLY:N 2.33 0.48
1:P:478:ASN:OD1 1:P:479:TYR:N 2.46 0.48
1:A:185:ALA:HB2 1:A:214:TRP:CZ3 2.48 0.48
1:A:256:PRO:HG3 1:B:582:VAL:HG21 1.96 0.48
1:A:669:PRO:O 1:A:673:GLN:HG3 2.14 0.48
1:B:144:ALA:O 1:B:148:LEU:HG 2.14 0.48
1:B:305:PRO:HD2 1:B:392:ARG:NH1 2.29 0.48
1:B:562:PRO:HA 1:B:590:SER:OG 2.14 0.48
1:B:626:LEU:O 1:B:630:MET:HG3 2.14 0.48
1:E:305:PRO:HD2 1:E:392:ARG:NH1 2.29 0.48
1:E:478:ASN:OD1 1:E:479:TYR:N 2.46 0.48
1:G:331:VAL:HG22 | 1:G:370:ALA:HB2 1.96 0.48
1:G:464:LYS:HB3 1:H:442:LEU:HD21 1.96 0.48
1:H:144:ALA:O 1:H:148:LEU-HG 2.14 0.48
1:J:331:VAL:HG22 1:J:370:ALA:HB2 1.96 0.48
1:K:144:ALA:O 1:K:148:LEU:HG 2.14 0.48
1:K:443:LEU:HD12 | 1:K:446:LEU:HD12 1.95 0.48
1:K:608:ILE:HG22 1:K:612:MET:-HE3 1.96 0.48
1:K:696:1ILE:HA 1:K:699:LEU:HG 1.96 0.48
1:L:632:ASP:0D2 1:L:636:LYS:N 2.46 0.48
1:M:144:ALA:O 1:M:148:LEU:HG 2.14 0.48
1:M:185:ALA:HB2 1:M:214:TRP:CZ3 2.48 0.48
1:0:129:LEU:O 1:0:133:LEU:HD13 2.14 0.48
1:0:305:PRO:HD2 1:0:392:ARG:NH1 2.29 0.48
1:P:305:PRO:HD2 1:P:392:ARG:NH1 2.29 0.48
1:A:448:GLU:OE2 1:A:463:ARG:NE 2.42 0.47
1:A:562:PRO:HA 1:A:590:SER:OG 2.14 0.47
1:B:129:LEU:O 1:B:133:LEU:HD13 2.14 0.47
1:B:185:ALA:HB2 1:B:214:TRP:CZ3 2.48 0.47
1:C:185:ALA:HB2 1:C:214: TRP:CZ3 2.48 0.47
1:C:213:TYR:HA 1:C:216:ARG:NH2 2.28 0.47
1:D:129:LEU:O 1:D:133:LEU:HD13 2.14 0.47
1:D:252:GLU:OE1 1:D:252:GLU:N 2.45 0.47
1:D:305:PRO:HD2 1:D:392:ARG:NH1 2.29 0.47
1:D:447:THR:N 1:D:450:GLU:OE2 2.47 0.47
1:D:562:PRO:HA 1:D:590:SER:OG 2.14 0.47
1:E:256:PRO:HG3 1:F:582:VAL:HG21 1.96 0.47
1:E:685:HIS:O 1:E:688:GLN:NE2 2.38 0.47
1:F:254:LEU:HD13 | 1:F:274:VAL:HG13 1.96 0.47
1:F:331:VAL:HG22 1:F:370:ALA:HB2 1.96 0.47
1:F:608:ILE:HG22 1:F:612:MET:HE3 1.96 0.47
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1:H:331:VAL:HG22 1:H:370:ALA:HB2 1.96 0.47
1:1:254:LEU:HD13 1:1:274:VAL:HG13 1.96 0.47
1:1:331: VAL:HG22 1:1:370:ALA:HB2 1.96 0.47
1:I1:608:ILE:HG22 1:1.612:MET:HE3 1.96 0.47
1:M:129:LEU:O 1:M:133:LEU:HD13 2.14 0.47
1:N:129:LEU:O 1:N:133:LEU:HD13 2.14 0.47
1:P:213:TYR:HA 1:P:216:ARG:NH2 2.28 0.47
1:B:447:THR:N 1:B:450:GLU:OE2 2.47 0.47
1:C:129:LEU:O 1:C:133:LEU:HD13 2.14 0.47
1:C:412:TRP:0O 1:C:440:GLY:N 2.33 0.47
1:C:427:SER:HA 1:C:430:CYS:SG 2.54 0.47
1:D:197:GLU:HB2 1:E:382: THR:O 2.14 0.47
1:E:331:VAL:HG22 1:E:370:ALA:HB2 1.96 0.47
1:E:562:PRO:HA 1:E:590:SER:OG 2.14 0.47
1:G:608:ILE:HG22 1:G:612:MET:HE3 1.96 0.47
1:H:185:ALA:HB2 1:H:214: TRP:CZ3 2.48 0.47
1:H:447: THR:N 1:H:450:GLU:OE2 2.47 0.47
1:M:447: THR:N 1:M:450:GLU:OE2 2.47 0.47
1:N:427:SER:HA 1:N:430:CYS:SG 2.54 0.47
1:0:252:GLU:OFE1 1:0:252:GLU:N 2.45 0.47
1:0:447:-THR:N 1:0:450:GLU:OE2 2.47 0.47
1:0:562:PRO:HA 1:0:590:SER:OG 2.14 0.47
1:0:626:LEU:O 1:0:630:MET:HG3 2.14 0.47
1:P:562:PRO:HA 1:P:590:SER:OG 2.14 0.47
1:P:685:HIS:O 1:P:688:GLN:NE2 2.38 0.47
1:A:254:LEU:HD13 | 1:A:274:VAL:HG13 1.96 0.47
1:A:626:LEU:O 1:A:630:MET:HG3 2.14 0.47
1:B:427:SER:HA 1:B:430:CYS:SG 2.55 0.47
1:C:465:ARG:NH2 1:D:437:GLN:HB2 2.29 0.47
1:D:626:LEU:O 1:D:630:MET:HG3 2.14 0.47
1:F:175:ARG:HG2 1:F:214:.TRP:HE1 1.80 0.47
1:G:144:ALA:O 1:G:148:LEU:HG 2.14 0.47
1:G:427:SER:HA 1:G:430:CYS:SG 2.54 0.47
1:H:608:ILE:HG22 1:H:612:2MET:HE3 1.96 0.47
1:1:175:ARG:HG2 1:1:214: TRP:HE1 1.80 0.47
1:J:427:SER:HA 1:J:430:CYS:SG 2.54 0.47
1:K:185:ALA:HB2 1:K:214: TRP:CZ3 2.48 0.47
1:L:626:LEU:O 1:L:630:MET:HG3 2.14 0.47
1:P:331:VAL:HG22 1:P:370:ALA:HB2 1.96 0.47
1:B:443:LEU:HD12 | 1:B:446:LEU:HD12 1.95 0.47
1:D:669:PRO:O 1:D:673:GLN:HG3 2.14 0.47
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Atom-1 Atom-2 distance (A) overlap (A)

1:G:252:GLU:OE1 1:G:252:GLU:N 2.45 0.47
1:1:305:PRO:HD2 1:1:392: ARG:NH1 2.29 0.47
1:1:626:LEU:O 1:1:630:MET:HG3 2.14 0.47
1:J:144:ALA:O 1:J:148:LEU:HG 2.14 0.47
1:J:219:ASP:O 1:J:223:LEU:HG 2.14 0.47
1:J:608:ILE:HG22 1:J:612:MET:-HE3 1.96 0.47
1:K:331:VAL:HG22 | 1:K:370:ALA:HB2 1.96 0.47
1:L:448:GLU:OE2 1:L:463:ARG:NE 2.42 0.47
1:M:239:GLN:HG3 1:N:480:SER:HB2 1.96 0.47
1:M:427:SER:HA 1:M:430:CYS:SG 2.55 0.47
1:N:608:ILE:HG22 1:N:612:MET:HE3 1.96 0.47
1:P:669:PRO:O 1:P:673:GLN:HG3 2.14 0.47
1:A:431:GLU:HG2 1:A:432:SER:H 1.78 0.47
1:C:175:ARG:CG 1:C:214: TRP:HE1 2.28 0.47
1:C:608:ILE:HG22 1:C:612:MET:HE3 1.96 0.47
1:E:254:LEU:HD13 | 1:E:274:VAL:HG13 1.96 0.47
1:E:427:SER:HA 1:E:430:CYS:SG 2.55 0.47
1:E:632:ASP:0OD2 1:E:636:LYS:N 2.46 0.47
1:E:669:PRO:O 1:E:673:GLN:HG3 2.14 0.47
1:E:696:1LE:HA 1:E:699:LEU:HG 1.96 0.47
1:F:197:GLU:OE2 1:G:383:ASN:HA 2.15 0.47
1:F:626:LEU:O 1:F:630:-MET:HG3 2.14 0.47
1:G:175:ARG:HG2 1:G:214: TRP:HE1 1.80 0.47
1:G:219:ASP:O 1:G:223:LEU:HG 2.13 0.47
1:J:175:ARG:HG2 1:J:214:TRP:HE1 1.80 0.47
1:K:447:THR:N 1:K:450:GLU:OE2 2.47 0.47
1:1L:443:LEU:HD12 | 1:L:446:LEU:HD12 1.95 0.47
1:M:219:ASP:O 1:M:223:LEU:HG 2.13 0.47
1:M:443:LEU:HD12 | 1:M:446:LEU:HD12 1.95 0.47
1:B:219:ASP:O 1:B:223:LEU:HG 2.13 0.47
1:C:219:ASP:OD1 1:C:222:LEU:N 2.31 0.47
1:D:175:ARG:CG 1:D:214: TRP:HE1 2.28 0.47
1:E:129:LEU:O 1:E:133:LEU:HD13 2.14 0.47
1:E:175:ARG:HG2 1:E:214:TRP:HE1 1.80 0.47
1:F:305:PRO:HD2 1:F:392:ARG:NH1 2.29 0.47
1:G:129:LEU:O 1:G:133:LEU:HD13 2.14 0.47
1:1:431:GLU:HG2 1:1:432:SER:H 1.78 0.47
1:J:129:LEU:O 1:J:133:LEU:HD13 2.14 0.47
1:J:252:GLU:N 1:J:252:GLU:OFE1 2.45 0.47
1:J:305:PRO:HD2 1:J:392:ARG:NH1 2.29 0.47
1:K:213:TYR:HA 1:K:216:ARG:NH2 2.28 0.47
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1:K:305:PRO:HD2 1:K:392:ARG:NH1 2.29 0.47
1:1L:254:.LEU:HD13 | 1:L:274:VAL:HG13 1.96 0.47
1:N:175:ARG:CG 1:N:214:TRP:HE1 2.28 0.47
1:N:219:ASP:OD1 1:N:222:LEU:N 2.31 0.47
1:0:175:ARG:CG 1:0:214:TRP:HE1 2.28 0.47
1:0:669:PRO:O 1:0:673:GLN:HG3 2.14 0.47
1:P:129:LEU:O 1:P:133:LEU:HD13 2.14 0.47
1:P:175:ARG:HG2 1:P:214: TRP:HE1 1.80 0.47
1:P:427:SER:HA 1:P:430:CYS:SG 2.55 0.47
1:P:632:ASP:0OD2 1:P:636:LYS:N 2.46 0.47
1:P:696:ILE:HA 1:P:699:LEU:HG 1.96 0.47
1:A:175:ARG:HG2 1:A:214:TRP:HE1 1.80 0.47
1:A:443:LEU:HD12 | 1:A:446:LEU:HD12 1.95 0.47
1:B:175:ARG:CG 1:B:214:TRP:HE1 2.28 0.47
1:B:669:PRO:O 1:B:673:GLN:HG3 2.14 0.47
1:C:144:ALA:O 1:C:148:LEU:HG 2.14 0.47
1:F:144:ALA:O 1:F:148:LEU:HG 2.14 0.47
1:F:431:GLU:HG2 1:F:432:SER:H 1.78 0.47
1:F:562:PRO:HA 1:F:590:SER:OG 2.14 0.47
1:G:305:PRO:HD2 1:G:392:ARG:NH1 2.29 0.47
1:G:533:VAL:HG11 1:H:510:LEU:HG 1.96 0.47
1:H:213:TYR:HA 1:H:216:ARG:NH2 2.28 0.47
1:H:305:PRO:HD2 1:H:392:ARG:NH1 2.29 0.47
1:H:427:SER:HA 1:H:430:CYS:SG 2.55 0.47
1:1:144:ALA:O 1:1:148:LEU:HG 2.14 0.47
1:J:562:PRO:HA 1:J:590:SER:OG 2.14 0.47
1:K:427:SER:HA 1:K:430:CYS:SG 2.55 0.47
1:L:175:ARG:HG2 1:1L:214:TRP:HE1 1.80 0.47
1:1:331:VAL:HG22 1:L:370:ALA:HB2 1.96 0.47
1:1:431:GLU:HG2 1:1:432:SER:H 1.78 0.47
1:M:175:ARG:CG 1:M:214: TRP:HE1 2.28 0.47
1:M:669:PRO:O 1:M:673:GLN:HG3 2.14 0.47
1:N:144:ALA:O 1:N:148:LEU:-HG 2.14 0.47
1:N:305:PRO:HD2 1:N:392:ARG:NH1 2.29 0.47
1:N:412: TRP:O 1:N:440:GLY:N 2.33 0.47
1:P:254:LEU:HD13 | 1:P:274:VAL:HG13 1.96 0.47
1:B:608:ILE:HG22 1:B:612:MET:HE3 1.96 0.47
1:C:305:PRO:HD2 1:C:392:ARG:NH1 2.29 0.47
1:G:330:LEU:O 1:G:333:LEU:HB2 2.15 0.47
1:G:562:PRO:HA 1:G:590:SER:OG 2.14 0.47
1:K:562:PRO:HA 1:K:590:SER:OG 2.14 0.47
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1:M:608:ILE:HG22 | 1:M:612:MET:HE3 1.96 0.47
1:A:331:VAL:HG22 1:A:370:ALA:HB2 1.96 0.47
1:A:696:1LE:HA 1:A:699:LEU:HG 1.96 0.47
1:C:563:ASP:CG 1:C:590:SER:HB3 2.40 0.47
1:D:254:LEU:HD13 | 1:D:274:VAL:HG13 1.96 0.47
1:D:285:ARG:HH21 | 1:E:484:ARG:NH1 2.13 0.47
1:E:144:ALA:O 1:E:148:LEU:HG 2.14 0.47
1:E:175:ARG:CG 1:E:214: TRP:HE1 2.28 0.47
1:E:626:LEU:O 1:E:630:MET:HG3 2.14 0.47
1:F:143:GLN:O 1:F:147:LEU:HG 2.15 0.47
1:F:197:GLU:CD 1:G:383:ASN:HA 2.40 0.47
1:H:563:ASP:CG 1:H:590:SER:HB3 2.40 0.47
1:1:143:GLN:O 1:1:147.LEU:HG 2.15 0.47
1:1:562:PRO:HA 1:1:590:SER:OG 2.14 0.47
1:J:330:LEU:O 1:J:333:LEU:HB2 2.15 0.47
1:K:563:ASP:CG 1:K:590:SER:HB3 2.40 0.47
1:N:562:PRO:HA 1:N:590:SER:OG 2.14 0.47
1:N:563:ASP:CG 1:N:590:SER:HB3 2.40 0.47
1:0:406:LEU:HD12 | 1:0:416:GLU:HG2 1.97 0.47
1:P:144:ALA:O 1:P:148:LEU:HG 2.14 0.47
1:P:406:LEU:HD12 1:P:416:GLU:HG2 1.97 0.47
1:A:175:ARG:CG 1:A:214:TRP:HE1 2.28 0.47
1:C:562:PRO:HA 1:C:590:SER:OG 2.14 0.47
1:C:575:GLN:O 1:C:579:LEU:HG 2.15 0.47
1:D:175:ARG:HG2 1:D:214:TRP:HE1 1.80 0.47
1:E:406:LEU:HD12 1:E:416:GLU:HG2 1.97 0.47
1:G:406:LEU:HD12 | 1:G:416:GLU:HG2 1.97 0.47
1:H:119:ALA:O 1:H:123:ASP:N 2.49 0.47
1:H:175:ARG:HG2 1:H:214:TRP:HE1 1.80 0.47
1:H:562:PRO:HA 1:H:590:SER:OG 2.14 0.47
1:H:575:GLN:O 1:H:579:LEU:HG 2.15 0.47
1:1:406:LEU:HD12 1:1:416:GLU:HG2 1.97 0.47
1:N:575:GLN:O 1:N:579:LEU-HG 2.16 0.47
1:0:254:LEU:HD13 | 1:0:274:VAL:HG13 1.96 0.47
1:P:175:ARG:CG 1:P:214: TRP:HE1 2.28 0.47
1:P:626:LEU:O 1:P:630:MET:HG3 2.14 0.47
1:A:685:HIS:O 1:A:688:GLN:NE2 2.38 0.46
1:D:232:ASN:O 1:D:236:HIS:HB2 2.15 0.46
1:D:406:LEU:HD12 | 1:D:416:GLU:HG2 1.98 0.46
1:E:460:GLY:O 1:E:464:LYS:N 2.30 0.46
1:E:563:ASP:CG 1:E:590:SER:HB3 2.40 0.46
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Atom-1 Atom-2 distance (A) overlap (A)

1:E:608:ILE:HG22 1:E:612:MET:HE3 1.96 0.46
1:F:232:ASN:O 1:F:236:HIS:HB2 2.16 0.46
1:F:406:LEU:HD12 1:F:416:GLU:HG2 1.97 0.46
1:H:330:LEU:O 1:H:333:LEU:HB2 2.15 0.46
1:J:128:LEU:HD12 | 1:J:131:ARG:HH21 1.81 0.46
1:J:406:LEU:HD12 1:J:416:GLU:HG2 1.97 0.46
1:J:575:GLN:O 1:J:579:LEU:HG 2.15 0.46
1:J:696:1LE:HA 1:J:699:LEU:-HG 1.96 0.46
1:K:119:ALA:O 1:K:123:ASP:N 2.49 0.46
1:K:175:ARG:HG2 1:K:214: TRP:HE1 1.80 0.46
1:K:252:GLU:CB 1:L:586:LEU:HD21 2.44 0.46
1:K:330:LEU:O 1:K:333:LEU:HB2 2.15 0.46
1:K:575:GLN:O 1:K:579:LEU:HG 2.15 0.46
1:L:128:LEU:HD12 | 1:L:131:ARG:HH21 1.81 0.46
1:L:143:GLN:O 1:L:147:-LEU:HG 2.15 0.46
1:L:175:ARG:CG 1:1L:214:TRP:HE1 2.28 0.46
1:L:696:1LE:HA 1:L:699:LEU:HG 1.96 0.46
1:N:696:ILE:HA 1:N:699:LEU:HG 1.96 0.46
1:0:175:ARG:HG2 1:0:214:TRP:HE1 1.80 0.46
1:0:330:LEU:O 1:0:333:LEU:HB2 2.15 0.46
1:0:331:VAL:HG22 | 1:0:370:ALA:HB2 1.96 0.46
1:P:563:ASP:CG 1:P:590:SER:HB3 2.40 0.46
1:P:612:MET:O 1:P:651:LYS:NZ 2.33 0.46
1:A:128:LEU:HD12 | 1:A:131:ARG:HH21 1.81 0.46
1:A:143:GLN:O 1:A:147:LEU:HG 2.15 0.46
1:C:254:LEU:HD13 | 1:C:274:VAL:HG13 1.96 0.46
1:C:696:1ILE:HA 1:C:699:LEU:HG 1.96 0.46
1:D:330:LEU:O 1:D:333:LEU:HB2 2.15 0.46
1:D:331:VAL:HG22 | 1:D:370:ALA:HB2 1.96 0.46
1:D:427:SER:HA 1:D:430:CYS:SG 2.55 0.46
1:D:448:GLU:OE2 1:D:463:ARG:NE 2.42 0.46
1:D:516:HIS:HB2 1:D:546:LEU:HB2 1.97 0.46
1:E:143:GLN:O 1:E:147:LEU:HG 2.15 0.46
1:E:562:PRO:HB2 1:E:614:ALA:HB2 1.98 0.46
1:G:128:LEU:HD12 | 1:G:131:ARG:HH21 1.81 0.46
1:G:575:GLN:O 1:G:579:LEU:HG 2.15 0.46
1:G:696:ILE:HA 1:G:699:LEU:HG 1.96 0.46
1:1:232:ASN:O 1:1:236:HIS:HB2 2.16 0.46
1:1:427:SER:HA 1:1:430:CYS:SG 2.54 0.46
1:J:119:ALA:O 1:J:123:ASP:N 2.49 0.46
1:K:232:ASN:O 1:K:236:HIS:HB2 2.15 0.46
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1:M:331:VAL:HG22 | 1:M:370:ALA:HB2 1.96 0.46
1:0:232:ASN:O 1:0:236:HIS:HB2 2.16 0.46
1:0:575:GLN:O 1:0:579:LEU:HG 2.15 0.46
1:P:143:GLN:O 1:P:147:LEU:HG 2.15 0.46
1:P:460:GLY:O 1:P:464:LYS:N 2.30 0.46
1:A:575:GLN:O 1:A:579:LEU:HG 2.16 0.46
1:B:331:VAL:HG22 1:B:370:ALA:HB2 1.96 0.46
1:D:128:LEU:HD12 | 1:D:131:ARG:HH21 1.81 0.46
1:E:516:HIS:HB2 1:E:546:LEU:HB2 1.97 0.46
1:F:427:SER:HA 1:F:430:CYS:SG 2.54 0.46
1:G:119:ALA:O 1:G:123:ASP:N 2.49 0.46
1:G:143:GLN:O 1:G:147:LEU:HG 2.15 0.46
1:G:175:ARG:CG 1:G:214:TRP:HE1 2.28 0.46
1:H:232:ASN:O 1:H:236:HIS:HB2 2.16 0.46
1:H:406:LEU:HD12 | 1:H:416:GLU:HG2 1.97 0.46
1:J:143:GLN:O 1:J:147:LEU:HG 2.15 0.46
1:K:97:GLN:HA 1:K:100:GLU:HB2 1.97 0.46
1:K:255:PHE:CE2 1:L:581:LYS:HD2 2.49 0.46
1:L:427:SER:HA 1:1L:430:CYS:SG 2.55 0.46
1:N:254:LEU:HD13 | 1:N:274:VAL:HG13 1.96 0.46
1:N:261:LYS:HG2 1:0:574:SER:OG 2.16 0.46
1:0:427:SER:HA 1:0:430:CYS:SG 2.55 0.46
1:0:562:PRO:HB2 1:0:614:ALA:HB2 1.98 0.46
1:P:562:PRO:HB2 1:P:614:ALA:HB2 1.98 0.46
1:P:608:ILE:HG22 1:P:612:MET:HE3 1.96 0.46
1:A:180:LEU:O 1:A:183:SER:OG 2.24 0.46
1:A:427:SER:HA 1:A:430:CYS:SG 2.55 0.46
1:B:143:GLN:O 1:B:147:-LEU:HG 2.15 0.46
1:B:575:GLN:O 1:B:579:LEU:HG 2.16 0.46
1:C:330:LEU:O 1:C:333:LEU:HB2 2.15 0.46
1:C:406:LEU:HD12 1:C:416:GLU:HG2 1.97 0.46
1:D:575:GLN:O 1:D:579:LEU:HG 2.16 0.46
1:F:175:ARG:CG 1:F:214:.TRP:HE1 2.28 0.46
1:F:330:LEU:O 1:F:333:LEU:HB2 2.15 0.46
1:F:562:PRO:HB2 1:F:614:ALA:HB2 1.98 0.46
1:H:175:ARG:CG 1:H:214:TRP:HE1 2.28 0.46
1:H:626:LEU:O 1:H:630:MET:HG3 2.14 0.46
1:1:175:ARG:CG 1:I1:214:TRP:HE1 2.28 0.46
1:1:562:PRO:HB2 1:1:614:ALA:HB2 1.98 0.46
1:J:175:ARG:CG 1:J:214: TRP:HE1 2.28 0.46
1:K:406:LEU:HD12 | 1:K:416:GLU:HG2 1.97 0.46
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Atom-1 Atom-2 distance (A) overlap (A)

1:L:575:GLN:O 1:L:579:LEU:HG 2.15 0.46
1:M:143:GLN:O 1:M:147:LEU:HG 2.15 0.46
1:M:418:GLN:OE1 1:M:434:ARG:NH2 2.49 0.46
1:0:448:GLU:OE2 1:0:463:ARG:NE 2.42 0.46
1:0:516:HIS:HB2 1:0:546:LEU:HB2 1.97 0.46
1:C:516:HIS:HB2 1:C:546:LEU:HB2 1.97 0.46
1:D:562:PRO:HB2 1:D:614:ALA:HB2 1.98 0.46
1:F:129:LEU:O 1:F:133:LEU:HD13 2.14 0.46
1:G:562:PRO:HB2 1:G:614:ALA:HB2 1.98 0.46
1:H:97:GLN:HA 1:H:100:GLU:HB2 1.97 0.46
1:1:129:LEU:O 1:I1:133:LEU:HD13 2.14 0.46
1:1:330:LEU:O 1:1:333:LEU:HB2 2.15 0.46
1:.J:76:LEU:HG 1:J:80:LYS:HE3 1.98 0.46
1:K:175:ARG:CG 1:K:214:TRP:HE1 2.28 0.46
1:K:626:LEU:O 1:K:630:MET:HG3 2.14 0.46
1:1:180:LEU:O 1:1:183:SER:OG 2.24 0.46
1:1L:406:LEU:HD12 1:1:416:GLU:HG2 1.97 0.46
1:L:563:ASP:CG 1:L:590:SER:HB3 2.40 0.46
1:N:330:LEU:O 1:N:333:LEU:HB2 2.15 0.46
1:N:406:LEU:HD12 | 1:N:416:GLU:HG2 1.97 0.46
1:N:516:HIS:HB2 1:N:546:LEU:HB2 1.97 0.46
1:0:128:LEU:HD12 | 1:0:131:ARG:HH21 1.81 0.46
1:P:516:HIS:HB2 1:P:546:LEU:HB2 1.97 0.46
1:A:139:GLU:H 1:A:139:GLU:CD 2.24 0.46
1:A:216:ARG:O 1:A:217:ARG:NH2 2.49 0.46
1:A:406:LEU:HD12 | 1:A:416:GLU:HG2 1.97 0.46
1:B:232:ASN:O 1:B:236:HIS:HB2 2.15 0.46
1:B:254:LEU:HD13 | 1:B:274:VAL:HG13 1.96 0.46
1:B:418:GLN:OE1 1:B:434:ARG:NH2 2.49 0.46
1:C:128:LEU:HD12 | 1:C:131:ARG:HH21 1.81 0.46
1:C:331:VAL:HG22 1:C:370:ALA:HB2 1.96 0.46
1:D:144:ALA:O 1:D:148:LEU:HG 2.14 0.46
1:E:418:GLN:OE1 1:E:434:ARG:NH2 2.49 0.46
1:F:216:ARG:O 1:F:217:ARG:NH2 2.49 0.46
1:F:563:ASP:CG 1:F:590:SER:HB3 2.40 0.46
1:G:76:LEU:HG 1:G:80:LYS:HE3 1.98 0.46
1:G:97:GLN:HA 1:G:100:GLU:HB2 1.98 0.46
1:G:216:ARG:O 1:G:217:ARG:NH2 2.49 0.46
1:G:626:LEU:O 1:G:630:MET:HG3 2.14 0.46
1:H:139:GLU:H 1:H:139:GLU:CD 2.24 0.46
1:H:690:ALA:O 1:H:693:GLU:HG2 2.16 0.46
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1:J:562:PRO:HB2 1:J:614:ALA:HB2 1.98 0.46
1:K:139:GLU:H 1:K:139:GLU:CD 2.24 0.46
1:K:216:ARG:HB2 1:L:688:GLN:OE1 2.16 0.46
1:K:562:PRO:HB2 1:K:614:ALA:HB2 1.98 0.46
1:L:216:ARG:O 1:L:217:ARG:NH2 2.49 0.46
1:1L:330:LEU:O 1:L:333:LEU:HB2 2.15 0.46
1:1L:418:GLN:OE1 1:1:434:ARG:NH2 2.49 0.46
1:M:254:LEU:HD13 | 1:M:274:VAL:HG13 1.96 0.46
1:M:575:GLN:O 1:M:579:LEU:HG 2.16 0.46
1:N:331:VAL:HG22 1:N:370:ALA:HB2 1.96 0.46
1:N:418:GLN:OE1 1:N:434:ARG:NH2 2.49 0.46
1:0:144:ALA:O 1:0:148:LEU:HG 2.14 0.46
1:0:608:ILE:HG22 1:0:612:2MET:HE3 1.96 0.46
1:A:330:LEU:O 1:A:333:LEU:HB2 2.15 0.46
1:A:690:ALA:O 1:A:693:GLU:HG2 2.16 0.46
1:D:310:ARG:NH2 1:L:60:GLU:OE2 2.48 0.46
1:E:431:GLU:HG2 1:E:432:SER:H 1.78 0.46
1:F:431:GLU:OE1 1:F:431:GLU:N 2.43 0.46
1:F:516:HIS:HB2 1:F:546:LEU:HB2 1.97 0.46
1:G:310:ARG:NH2 1:1:60:GLU:OE2 2.49 0.46
1:H:562:PRO:HB2 1:H:614:ALA:HB2 1.98 0.46
1:1:216:ARG:O 1:1:217:ARG:NH2 2.49 0.46
1:1:516:HIS:HB2 1:1:546:LEU:HB2 1.97 0.46
1:1:563:ASP:CG 1:1:590:SER:HB3 2.40 0.46
1:J:97:GLN:HA 1:J:100:GLU:HB2 1.97 0.46
1:J:626:LEU:O 1:J:630:MET:HG3 2.14 0.46
1:K:143:GLN:O 1:K:147:LEU:HG 2.15 0.46
1:K:431:GLU:HG2 1:K:432:SER:H 1.78 0.46
1:L:690:ALA:O 1:1:693:GLU:HG2 2.16 0.46
1:N:128:LEU:HD12 | 1:N:131:ARG:HH21 1.81 0.46
1:P:418:GLN:OE1 1:P:434:ARG:NH2 2.49 0.46
1:P:431:GLU:HG2 1:P:432:SER:H 1.78 0.46
1:A:418:GLN:OE1 1:A:434:ARG:NH2 2.49 0.46
1:A:563:ASP:CG 1:A:590:SER:HB3 2.40 0.46
1:B:330:LEU:O 1:B:333:LEU:HB2 2.15 0.46
1:B:563:ASP:CG 1:B:590:SER:HB3 2.40 0.46
1:C:235:LEU:HG 1:C:329:ARG:HD3 1.98 0.46
1:C:418:GLN:OE1 1:C:434:ARG:NH2 2.49 0.46
1:D:235:LEU:HG 1:D:329:ARG:HD3 1.98 0.46
1:F:575:GLN:O 1:F:579:LEU:-HG 2.15 0.46
1:G:448:GLU:OE2 1:G:463:ARG:NE 2.42 0.46
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1:H:143:GLN:O 1:H:147:LEU:HG 2.15 0.46
1:1:119:ALA:O 1:1:123:ASP:N 2.49 0.46
1:1:128:LEU:HD12 1:1:131:ARG:HH21 1.81 0.46
1:1:575:GLN:O 1:1:579:LEU:HG 2.16 0.46
1:J:216:ARG:O 1:J:217:ARG:NH2 2.49 0.46
1:1:139:GLU:H 1:1:139:GLU:CD 2.24 0.46
1:L:685:HIS:O 1:L:688: GLN:NE2 2.38 0.46
1:M:232:ASN:O 1:M:236:HIS:HB2 2.15 0.46
1:P:330:LEU:O 1:P:333:LEU:HB2 2.15 0.46
1:A:151:1ILE:HG13 1:A:156:ASN:ND2 2.31 0.46
1:D:119:ALA:O 1:D:123:ASP:N 2.49 0.46
1:D:180:LEU:O 1:D:183:SER:OG 2.24 0.46
1:D:608:ILE:HG22 1:D:612:MET:-HE3 1.96 0.46
1:E:235:LEU:HG 1:E:329:ARG:HD3 1.98 0.46
1:E:330:LEU:O 1:E:333:LEU:HB2 2.15 0.46
1:F:119:ALA:O 1:F:123:ASP:N 2.49 0.46
1:F:128:LEU:HD12 | 1:F:131:ARG:HH21 1.81 0.46
1:F:418:GLN:OE1 1:F:434:ARG:NH2 2.49 0.46
1:G:563:ASP:CG 1:G:590:SER:HB3 2.40 0.46
1:G:690:ALA:O 1:G:693:GLU:HG2 2.16 0.46
1:H:377:LEU:HD22 1:H:386:LYS:HZ2 1.81 0.46
1:1:418:GLN:OE1 1:1:434:ARG:NH2 2.49 0.46
1:J:448:GLU:OE2 1:J:463:ARG:NE 2.42 0.46
1:J:563:ASP:CG 1:J:590:SER:HB3 2.40 0.46
1:K:239:GLN:HB2 1:L:478:ASN:HD21 1.81 0.46
1:K:377:LEU:HD22 1:K:386:LYS:HZ2 1.81 0.46
1:K:418:GLN:OFE1 1:K:434:ARG:NH2 2.49 0.46
1:K:690:ALA:O 1:K:693:GLU:HG2 2.16 0.46
1:M:330:LEU:O 1:M:333:LEU:HB2 2.15 0.46
1:M:406:LEU:HD12 | 1:M:416:GLU:HG2 1.97 0.46
1:M:690:ALA:O 1:M:693:GLU:HG2 2.16 0.46
1:0:235:LEU:HG 1:0:329:ARG:HD3 1.98 0.46
1:A:76:LEU:HG 1:A:80:LYS:HE3 1.98 0.46
1:B:377:LEU:HD22 1:B:386:LYS:HZ2 1.81 0.46
1:B:406:LEU:HD12 | 1:B:416:GLU:HG2 1.98 0.46
1:B:516:HIS:HB2 1:B:546:LEU:HB2 1.98 0.46
1:B:690:ALA:O 1:B:693:GLU:HG2 2.16 0.46
1:C:377:LEU:HD22 1:C:386:LYS:HZ2 1.81 0.46
1:D:143:GLN:O 1:D:147:LEU:HG 2.15 0.46
1:E:128:LEU:HD12 | 1:E:131:ARG:HH21 1.81 0.46
1:E:216:ARG:O 1:E:217:ARG:NH2 2.49 0.46
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1:F:235:LEU:HG 1:F:329:ARG:HD3 1.98 0.46
1:F:685:HIS:O 1:F:688:GLN:NE2 2.38 0.46
1:H:235:LEU:HG 1:H:329:ARG:HD3 1.98 0.46
1:1:97:GLN:HA 1:1:100:GLU:HB2 1.97 0.46
1:K:235:LEU:HG 1:K:329:ARG:HD3 1.98 0.46
1:L:151:ILE:HG13 1:L:156:ASN:ND2 2.31 0.46
1:N:235:LEU:HG 1:N:329:ARG:HD3 1.98 0.46
1:N:277:LEU:HD23 1:N:277:LEU:HA 1.81 0.46
1:0:119:ALA:O 1:0:123:ASP:N 2.49 0.46
1:0:180:LEU:O 1:0:183:SER:OG 2.24 0.46
1:P:128:LEU:HD12 | 1:P:131:ARG:HH21 1.81 0.46
1:P:216:ARG:O 1:P:217:ARG:NH2 2.49 0.46
1:P:235:LEU:HG 1:P:329:ARG:HD3 1.98 0.46
1:A:97:GLN:HA 1:A:100:GLU:HB2 1.97 0.45
1:A:235:LEU:HG 1:A:329:ARG:HD3 1.98 0.45
1:C:151:1LE:HG13 1:C:156:ASN:ND2 2.31 0.45
1:C:562:PRO:HB2 1:C:614:ALA:HB2 1.98 0.45
1:E:232:ASN:O 1:E:236:HIS:HB2 2.15 0.45
1:E:690:ALA:O 1:E:693:GLU:HG2 2.16 0.45
1:F:76:LEU-HG 1:F:80:LYS:HE3 1.98 0.45
1:F:690:ALA:O 1:F:693:GLU:HG2 2.16 0.45
1:G:139:GLU:H 1:G:139:GLU:CD 2.24 0.45
1:G:235:LEU:HG 1:G:329:ARG:HD3 1.98 0.45
1:H:418:GLN:OE1 1:H:434:ARG:NH2 2.49 0.45
1:H:431:GLU:HG2 1:H:432:SER:H 1.78 0.45
1:1:235:LEU:HG 1:1:329:ARG:HD3 1.98 0.45
1:1:431:GLU:OE1 1:1:431:GLU:N 2.43 0.45
1:J:139:GLU:H 1:J:139:GLU:CD 2.24 0.45
1:L:76:LEU:HG 1:L:80:LYS:HE3 1.98 0.45
1:L:235:LEU:HG 1:1:329:ARG:HD3 1.98 0.45
1:L:562:PRO:HB2 1:L:614:ALA:HB2 1.98 0.45
1:M:175:ARG:HG2 1:M:214: TRP:HE1 1.80 0.45
1:M:563:ASP:CG 1:M:590:SER:HB3 2.40 0.45
1:N:151:1LE:HG13 1:N:156:ASN:ND2 2.31 0.45
1:N:377:LEU:HD22 1:N:386:LYS:HZ2 1.81 0.45
1:N:562:PRO:HB2 1:N:614:ALA:HB2 1.98 0.45
1:0:563:ASP:CG 1:0:590:SER:HB3 2.40 0.45
1:P:690:ALA:O 1:P:693:GLU:HG2 2.16 0.45
1:A:377:LEU:HD22 1:A:386:LYS:HZ2 1.81 0.45
1:A:562:PRO:HB2 1:A:614:ALA:HB2 1.98 0.45
1:C:97:GLN:HA 1:C:100:GLU:HB2 1.97 0.45
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1:C:175:ARG:HG2 1:C:214:TRP:HE1 1.80 0.45
1:C:232:ASN:O 1:C:236:HIS:HB2 2.15 0.45
1:D:690:ALA:O 1:D:693:GLU:HG2 2.16 0.45
1:E:76:LEU:HG 1:E:80:LYS:HE3 1.98 0.45
1:F:97:GLN:HA 1:F:100:GLU:HB2 1.97 0.45
1:G:151:ILE:HG13 1:G:156:ASN:ND2 2.31 0.45
1:H:216:ARG:O 1:H:217:ARG:NH2 2.49 0.45
1:I:76: LEU:HG 1:1:80:LYS:HE3 1.98 0.45
1:J:151:ILE:HG13 1:J:156:ASN:ND2 2.31 0.45
1:J:235:LEU:HG 1:J:329:ARG:HD3 1.98 0.45
1:J:690:ALA:O 1:J:693:GLU:HG2 2.16 0.45
1:L:277:LEU:HD23 1:L:277:LEU:HA 1.81 0.45
1:M:516:HIS:HB2 1:M:546:LEU:HB2 1.97 0.45
1:N:97:GLN:HA 1:N:100:GLU:HB2 1.97 0.45
1:N:690:ALA:O 1:N:693:GLU:HG2 2.16 0.45
1:0:143:GLN:O 1:0:147:LEU:HG 2.15 0.45
1:P:76:LEU:HG 1:P:80:LYS:HE3 1.98 0.45
1:P:232:ASN:O 1:P:236:HIS:HB2 2.16 0.45
1:P:575:GLN:O 1:P:579:LEU:HG 2.15 0.45
1:B:139:GLU:CD 1:B:139:GLU:H 2.24 0.45
1:C:690:ALA:O 1:C:693:GLU:HG2 2.16 0.45
1:D:97:GLN:HA 1:D:100:GLU:HB2 1.98 0.45
1:D:219:ASP:OD1 1:D:222:LEU:N 2.31 0.45
1:D:377:LEU:HD22 1:D:386:LYS:HZ2 1.81 0.45
1:E:377:LEU:HD22 1:E:386:LYS:HZ2 1.81 0.45
1:E:575:GLN:O 1:E:579:LEU:HG 2.15 0.45
1:G:232:ASN:O 1:G:236:HIS:HB2 2.15 0.45
1:G:516:HIS:HB2 1:G:546:LEU:HB2 1.97 0.45
1:1:685:HIS:O 1:1:688: GLN:NE2 2.38 0.45
1:J:516:HIS:HB2 1:J:546:LEU:HB2 1.97 0.45
1:K:216:ARG:O 1:K:217:ARG:NH2 2.49 0.45
1:L:377:LEU:HD22 1:L:386:LYS:HZ2 1.82 0.45
1:N:143:GLN:O 1:N:147.LEU-HG 2.15 0.45
1:N:175:ARG:HG2 1:N:214: TRP:HE1 1.80 0.45
1:N:232:ASN:O 1:N:236:HIS:HB2 2.16 0.45
1:0:97:GLN:HA 1:0:100:GLU:HB2 1.98 0.45
1:P:119:ALA:O 1:P:123:ASP:N 2.49 0.45
1:B:175:ARG:HG2 1:B:214: TRP:HE1 1.80 0.45
1:C:216:ARG:O 1:C:217:ARG:NH2 2.49 0.45
1:D:563:ASP:CG 1:D:590:SER:HB3 2.40 0.45
1:E:119:ALA:O 1:E:123:ASP:N 2.49 0.45
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1:F:460:GLY:O 1:F:464:LYS:N 2.30 0.45
1:G:219:ASP:OD1 1:G:222:LEU:N 2.31 0.45
1:1:690:ALA:O 1:1:693:GLU:HG2 2.16 0.45
1:L:97:GLN:HA 1:L:100:GLU:HB2 1.97 0.45
1:M:97:GLN:HA 1:M:100:GLU:HB2 1.97 0.45
1:M:139:GLU:CD 1:M:139:GLU:H 2.24 0.45
1:M:377:LEU:HD22 1:M:386:LYS:HZ2 1.82 0.45
1:N:216:ARG:O 1:N:217:ARG:NH2 2.49 0.45
1:N:694:LYS:HA 1:N:697:ARG:CZ 2.46 0.45
1:0:219:ASP:0OD1 1:0:222:LEU:N 2.31 0.45
1:0:690:ALA:O 1:0:693:GLU:HG2 2.16 0.45
1:B:235:LEU:HG 1:B:329:ARG:HD3 1.98 0.45
1:B:562:PRO:HB2 1:B:614:ALA:HB2 1.98 0.45
1:C:217:ARG:HH22 | 1:D:688:GLN:NE2 2.13 0.45
1:C:694:LYS:HA 1:C:697:ARG:CZ 2.47 0.45
1:H:76:LEU:HG 1:H:80:LYS:HE3 1.98 0.45
1:J:219:ASP:OD1 1:J:222:LEU:N 2.31 0.45
1:K:694:LYS:HA 1:K:697:ARG:CZ 2.46 0.45
1:N:239:GLN:HG3 1:0:480:SER:HB2 1.98 0.45
1:P:377:LEU:HD22 1:P:386:LYS:HZ2 1.81 0.45
1:B:97:GLN:HA 1:B:100:GLU:HB2 1.97 0.45
1:C:143:GLN:O 1:C:147:LEU:HG 2.15 0.45
1:D:139:GLU:CD 1:D:139:GLU:H 2.24 0.45
1:H:694:LYS:HA 1:H:697:ARG:CZ 2.47 0.45
1:1:139:GLU:H 1:1:139:GLU:CD 2.24 0.45
1:1:460:GLY:O 1:1:464:LYS:N 2.30 0.45
1:J:232:ASN:O 1:J:236:HIS:HB2 2.16 0.45
1:M:235:LEU:HG 1:M:329:ARG:HD3 1.98 0.45
1:0:694:LYS:HA 1:0:697:ARG:CZ 2.46 0.45
1:A:516:HIS:HB2 1:A:546:LEU:HB2 1.97 0.45
1:B:216:ARG:O 1:B:217:ARG:NH2 2.49 0.45
1:D:216:ARG:O 1:D:217:ARG:NH2 2.49 0.45
1:F:139:GLU:H 1:F:139:GLU:CD 2.24 0.45
1:G:431:GLU:OE1 1:G:431:GLU:N 2.43 0.45
1:H:185:ALA:HB2 1:H:214:TRP:HZ3 1.82 0.45
1:1:495:ASP:HB3 1:1:498:PHE:CD2 2.52 0.45
1:1:685:HIS:HB3 1:P:217:ARG:NH1 2.29 0.45
1:J:672:MET:-HE3 1:J:672:MET:HB2 1.92 0.45
1:K:76:LEU:HG 1:K:80:LYS:HE3 1.98 0.45
1:L:516:HIS:HB2 1:L:546:LEU:HB2 1.97 0.45
1:M:562:PRO:HB2 1:M:614:ALA:HB2 1.98 0.45
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1:N:139:GLU:H 1:N:139:GLU:CD 2.24 0.45
1:0:377:LEU:HD22 1:0:386:LYS:HZ2 1.82 0.45
1:P:97:GLN:HA 1:P:100:GLU:HB2 1.98 0.45
1:P:139:GLU:H 1:P:139:GLU:CD 2.24 0.45
1:A:670:GLU:H 1:A:670:GLU:CD 2.25 0.45
1:A:694:LYS:HA 1:A:697:ARG:CZ 2.47 0.45
1:B:672:MET:HE3 1:B:672:-MET:HB2 1.92 0.45
1:D:694:LYS:HA 1:D:697:ARG:CZ 2.47 0.45
1:E:97:GLN:HA 1:E:100:GLU:HB2 1.98 0.45
1:E:151:ILE:HG13 1:E:156:ASN:ND2 2.31 0.45
1:G:249:ARG:HD2 1:H:586:LEU:CD2 2.46 0.45
1:G:694:LYS:HA 1:G:697:ARG:CZ 2.47 0.45
1:H:151:1ILE:HG13 1:H:156:ASN:ND2 2.31 0.45
1:K:128:LEU:HD12 | 1:K:131:ARG:HH21 1.81 0.45
1:1:694:LYS:HA 1:L:697:ARG:CZ 2.47 0.45
1:M:217:ARG:NH1 1:N:685:HIS:HB3 2.31 0.45
1:N:185:ALA:HB2 1:N:214: TRP:HZ3 1.82 0.45
1:0:216:ARG:O 1:0:217:ARG:NH2 2.49 0.45
1:0:418:GLN:OFE1 1:0:434:ARG:NH2 2.49 0.45
1:C:189:GLU:HG2 1:C:232:ASN:ND2 2.32 0.45
1:D:189:GLU:HG2 1:D:232:ASN:ND2 2.32 0.45
1:E:139:GLU:H 1:E:139:GLU:CD 2.24 0.45
1:F:495:ASP:HB3 1:F:498:PHE:CD2 2.52 0.45
1:G:418:GLN:OE1 1:G:434:ARG:NH2 2.49 0.45
1:H:672:MET:HE3 1:H:672:MET:HB2 1.92 0.45
1:J:418:GLN:OE1 1:J:434:ARG:NH2 2.49 0.45
1:J:431:GLU:OFE1 1:J:431:GLU:N 2.43 0.45
1:J:694:LYS:HA 1:J:697:ARG:CZ 2.47 0.45
1:K:185:ALA:HB2 1:K:214: TRP:HZ3 1.82 0.45
1:N:189:GLU:HG2 1:N:232:ASN:ND2 2.32 0.45
1:0:189:GLU:HG2 1:0:232:ASN:ND2 2.32 0.45
1:B:495:ASP:HB3 1:B:498:PHE:CD2 2.52 0.45
1:B:670:GLU:H 1:B:670:GLU:CD 2.25 0.45
1:C:76:LEU-HG 1:C:80:LYS:HE3 1.98 0.45
1:C:185:ALA:HB2 1:C:214:TRP:HZ3 1.82 0.45
1:D:418:GLN:OE1 1:D:434:ARG:NH2 2.49 0.45
1:F:151:ILE:HG13 1:F:156:ASN:ND2 2.31 0.45
1:F:189:GLU:HG2 1:F:232:ASN:ND2 2.32 0.45
1:H:378:VAL:CA 1:H:381:SER:HB3 2.47 0.45
1:H:516:HIS:HB2 1:H:546:LEU:HB2 1.97 0.45
1:H:670:GLU:H 1:H:670:GLU:CD 2.25 0.45
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1:1:189:GLU:HG2 1:1:232: ASN:ND2 2.32 0.45
1:K:151:1ILE:HG13 1:K:156:ASN:ND2 2.31 0.45
1:K:378:VAL:CA 1:K:381:SER:HB3 2.47 0.45
1:1:232:ASN:O 1:1:236:HIS:HB2 2.16 0.45
1:L:670:GLU:H 1:L:670:GLU:CD 2.25 0.45
1:M:216:ARG:O 1:M:217:ARG:NH2 2.49 0.45
1:M:293:LEU:HD22 | 1:M:340:GLU:HG2 1.99 0.45
1:M:495:ASP:HB3 1:M:498:PHE:CD2 2.52 0.45
1:N:76:LEU:HG 1:N:80:LYS:HE3 1.98 0.45
1:0:236:HIS:HA 1:0:329:ARG:HH12 1.82 0.45
1:P:151:ILE:HG13 1:P:156:ASN:ND2 2.32 0.45
1:P:694:LYS:HA 1:P:697:ARG:CZ 2.46 0.45
1:A:232:ASN:O 1:A:236:HIS:HB2 2.16 0.44
1:A:672:2MET:HE3 1:A:672:MET:HB2 1.92 0.44
1:B:127:ASP:HB2 1:B:131:ARG:NH1 2.28 0.44
1:B:185:ALA:HB2 1:B:214: TRP:HZ3 1.82 0.44
1:B:293:LEU:HD22 1:B:340:GLU:HG2 1.99 0.44
1:C:139:GLU:H 1:C:139:GLU:CD 2.24 0.44
1:D:236:HIS:HA 1:D:329:ARG:HH12 1.82 0.44
1:E:189:GLU:HG2 1:E:232:ASN:ND2 2.32 0.44
1:E:694:LYS:HA 1:E:697:ARG:CZ 2.47 0.44
1:H:495:ASP:HB3 1:H:498:PHE:CD2 2.52 0.44
1:H:603:PHE:HA 1:H:638: TRP:CZ2 2.53 0.44
1:K:495:ASP:HB3 1:K:498:PHE:CD2 2.52 0.44
1:M:670:GLU:H 1:M:670:GLU:CD 2.25 0.44
1:P:189:GLU:HG2 1:P:232:ASN:ND2 2.32 0.44
1:A:185:ALA:HB2 1:A:214:TRP:HZ3 1.82 0.44
1:A:189:GLU:HG2 1:A:232:ASN:ND2 2.32 0.44
1:B:151:1ILE:HG13 1:B:156:ASN:ND2 2.31 0.44
1:C:69:LEU:O 1:C:73:GLN:HG2 2.17 0.44
1:C:495:ASP:HB3 1:C:498:PHE:CD2 2.52 0.44
1:D:69:LEU:O 1:D:73:GLN:HG2 2.17 0.44
1:D:495:ASP:HB3 1:D:498:PHE:CD2 2.52 0.44
1:E:260:SER:O 1:E:267:ARG:HD2 2.18 0.44
1:E:280:ASN:CG 1:E:283:VAL:HG22 2.42 0.44
1:E:378:VAL:CA 1:E:381:SER:HB3 2.47 0.44
1:E:495:ASP:HB3 1:E:498:PHE:CD2 2.52 0.44
1:F:603:PHE:HA 1:F:638: TRP:CZ2 2.53 0.44
1:F:694:LYS:HA 1:F:697:ARG:CZ 2.47 0.44
1:G:670:GLU:H 1:G:670:GLU:CD 2.25 0.44
1:H:128:LEU:HD12 | 1:H:131:ARG:HH21 1.81 0.44
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1:I:151:ILE:HG13 1:1:156:ASN:ND2 2.31 0.44
1:1:694:LYS:HA 1:1:697:ARG:CZ 2.47 0.44
1:J:377:LEU:HD22 1:J:386:LYS:HZ2 1.81 0.44
1:K:516:HIS:HB2 1:K:546:LEU:HB2 1.97 0.44
1:K:603:PHE:HA 1:K:638: TRP:CZ2 2.53 0.44
1:K:670:GLU:H 1:K:670:GLU:CD 2.25 0.44
1:L:185:ALA:HB2 1:L:214:TRP:HZ3 1.82 0.44
1:L:189:GLU:HG2 1:L:232:ASN:ND2 2.32 0.44
1:1:236:HIS:HA 1:1:329:ARG:HH12 1.82 0.44
1:N:69:LEU:O 1:N:73:GLN:HG2 2.18 0.44
1:0:495:ASP:HB3 1:0:498:PHE:CD2 2.52 0.44
1:P:280:ASN:CG 1:P:283:VAL:HG22 2.42 0.44
1:P:495:ASP:HB3 1:P:498:PHE:CD2 2.52 0.44
1:A:236:HIS:HA 1:A:329:ARG:HH12 1.82 0.44
1:A:495:ASP:HB3 1:A:498:PHE:CD2 2.52 0.44
1:G:236:HIS:HA 1:G:329:ARG:HH12 1.82 0.44
1:G:260:SER:O 1:G:267:ARG:HD2 2.18 0.44
1:G:277:LEU:HA 1:G:277:LEU:HD23 1.81 0.44
1:H:260:SER:O 1:H:267:ARG:HD2 2.18 0.44
1:1:442:LEU:CD2 1:P:464:LYS:HD3 2.48 0.44
1:J:260:SER:O 1:J:267:ARG:HD2 2.18 0.44
1:J:670:GLU:H 1:J:670:GLU:CD 2.25 0.44
1:K:260:SER:O 1:K:267:ARG:HD2 2.18 0.44
1:K:603:PHE:HD1 1:K:638: TRP:HZ2 1.65 0.44
1:1L:293:LEU:HD22 1:L:340:GLU:HG2 1.99 0.44
1:L:603:PHE:HA 1:L:638:TRP:CZ2 2.53 0.44
1:M:127:ASP:HB2 1:M:131:ARG:NH1 2.28 0.44
1:M:151:ILE:HG13 1:M:156:ASN:ND2 2.31 0.44
1:M:260:SER:O 1:M:267:ARG:HD2 2.18 0.44
1:N:356:LYS:O 1:N:361:LYS:N 2.51 0.44
1:N:495:ASP:HB3 1:N:498:PHE:CD2 2.52 0.44
1:0:139:GLU:H 1:0:139:GLU:CD 2.24 0.44
1:0:603:PHE:HA 1:0:638:TRP:CZ2 2.53 0.44
1:P:260:SER:O 1:P:267:ARG:HD2 2.18 0.44
1:A:280:ASN:CG 1:A:283:VAL:HG22 2.42 0.44
1:A:603:PHE:HA 1:A:638: TRP:CZ2 2.53 0.44
1:A:681:ILE:HD11 1:A:698:PHE:CD2 2.53 0.44
1:B:215:CYS:HB2 1:B:253: TRP:CE3 2.53 0.44
1:C:293:LEU:HD22 1:C:340:GLU:HG2 1.99 0.44
1:C:356:LYS:O 1:C:361:LYS:N 2.51 0.44
1:C:603:PHE:HA 1:C:638:TRP:CZ2 2.53 0.44
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1:D:215:CYS:HB2 1:D:253: TRP:CE3 2.53 0.44
1:D:603:PHE:HA 1:D:638:TRP:CZ2 2.53 0.44
1:F:670:GLU:H 1:F:670:GLU:CD 2.25 0.44
1:G:377:LEU:HD22 1:G:386:LYS:HZ2 1.81 0.44
1:H:681:ILE:HD11 1:H:698:PHE:CD2 2.53 0.44
1:1:603:PHE:HA 1:1:638:TRP:CZ2 2.53 0.44
1:J:603:PHE:HA 1:J:638: TRP:CZ2 2.53 0.44
1:K:280:ASN:CG 1:K:283:VAL:HG22 2.42 0.44
1:K:681:ILE:HD11 1:K:698:PHE:CD2 2.53 0.44
1:L:260:SER:O 1:L:267:ARG:HD2 2.18 0.44
1:L:280:ASN:CG 1:L:283:VAL:HG22 2.42 0.44
1:L:378:VAL:CA 1:L:381:SER:HB3 2.47 0.44
1:L:603:PHE:HD1 1:L:638:TRP:HZ2 1.65 0.44
1:M:189:GLU:HG2 1:M:232:ASN:ND2 2.32 0.44
1:M:215:CYS:HB2 1:M:253: TRP:CE3 2.53 0.44
1:0:69:LEU:O 1:0:73:GLN:HG2 2.18 0.44
1:0:215:CYS:HB2 1:0:253: TRP:CE3 2.53 0.44
1:P:378:VAL:CA 1:P:381:SER:HB3 2.47 0.44
1:A:69:LEU:O 1:A:73:GLN:HG2 2.18 0.44
1:A:260:SER:O 1:A:267:ARG:HD2 2.18 0.44
1:A:293:LEU:HD22 | 1:A:340:GLU:HG2 1.99 0.44
1:A:356:LYS:O 1:A:361:LYS:N 2.51 0.44
1:B:76:LEU:HG 1:B:80:LYS:HE3 1.98 0.44
1:B:189:GLU:HG2 1:B:232:ASN:ND2 2.32 0.44
1:B:260:SER:O 1:B:267:ARG:HD2 2.18 0.44
1:B:280:ASN:CG 1:B:283:VAL:HG22 2.42 0.44
1:B:681:ILE:HD11 1:B:698:PHE:CD2 2.53 0.44
1:B:694:LYS:HA 1:B:697:ARG:CZ 2.46 0.44
1:C:670:GLU:H 1:C:670:GLU:CD 2.25 0.44
1:D:76:LEU:HG 1:D:80:LYS:HE3 1.98 0.44
1:E:494:LEU:HD12 1:E:494:LEU:HA 1.79 0.44
1:F:236:HIS:HA 1:F:329:ARG:HH12 1.82 0.44
1:G:356:LYS:O 1:G:361:LYS:N 2.51 0.44
1:H:236:HIS:HA 1:H:329:ARG:HH12 1.82 0.44
1:H:280:ASN:CG 1:H:283:VAL:HG22 2.42 0.44
1:H:431:GLU:OE1 1:H:431:GLU:N 2.43 0.44
1:I1:681:ILE:HD11 1:1:698:PHE:CD2 2.53 0.44
1:J:236:HIS:HA 1:J:329:ARG:HH12 1.83 0.44
1:J:356:LYS:0O 1:J:361:LYS:N 2.51 0.44
1:J:681:ILE:HD11 1:J:698:PHE:CD2 2.53 0.44
1:K:236:HIS:HA 1:K:329:ARG:HH12 1.82 0.44
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1:L:356:LYS:O 1:L:361:LYS:N 2.51 0.44
1:1:495:ASP:HB3 1:L:498:PHE:CD2 2.52 0.44
1:L:681:ILE:HD11 1:L:698:PHE:CD2 2.53 0.44
1:M:69:LEU:O 1:M:73:GLN:HG2 2.18 0.44
1:M:76:LEU:HG 1:M:80:LYS:HE3 1.98 0.44
1:M:180:LEU:O 1:M:183:SER:OG 2.24 0.44
1:M:185:ALA:HB2 1:M:214:TRP:HZ3 1.82 0.44
1:M:280:ASN:CG 1:M:283:VAL:HG22 2.42 0.44
1:A:378:VAL:CA 1:A:381:SER:HB3 2.47 0.44
1:B:69:LEU:O 1:B:73:GLN:HG2 2.18 0.44
1:B:180:LEU:O 1:B:183:SER:OG 2.24 0.44
1:B:617:PHE:CD1 1:B:653:ILE:HG23 2.53 0.44
1:C:236:HIS:HA 1:C:329:ARG:HH12 1.82 0.44
1:C:280:ASN:CG 1:C:283:VAL:HG22 2.42 0.44
1:C:681:1ILE:HD11 1:C:698:PHE:CD2 2.53 0.44
1:D:151:ILE:HG13 1:D:156:ASN:ND2 2.32 0.44
1:E:670:GLU:H 1:E:670:GLU:CD 2.25 0.44
1:F:280:ASN:CG 1:F:283:VAL:HG22 2.42 0.44
1:F:681:ILE:HD11 1:F:698:PHE:CD2 2.53 0.44
1:G:189:GLU:HG2 1:G:232:ASN:ND2 2.32 0.44
1:G:495:ASP:HB3 1:G:498:PHE:CD2 2.52 0.44
1:G:603:PHE:HA 1:G:638:TRP:CZ2 2.53 0.44
1:G:681:ILE:HD11 1:G:698:PHE:CD2 2.53 0.44
1:H:391:LYS:HD3 1:H:401:VAL:HG11 2.00 0.44
1:1:236:HIS:HA 1:1:329:ARG:HH12 1.82 0.44
1:1:670:GLU:H 1:1:670:GLU:CD 2.25 0.44
1:J:280:ASN:CG 1:J:283:VAL:HG22 2.42 0.44
1:J:495:ASP:HB3 1:J:498:PHE:CD2 2.52 0.44
1:1L:69:LEU:O 1:L:73:GLN:HG2 2.18 0.44
1:L:672:MET:HE3 1:L:672:-MET:HB2 1.92 0.44
1:M:356:LYS:O 1:M:361:LYS:N 2.51 0.44
1:M:672:.MET:HE3 | 1:M:672:MET:HB2 1.92 0.44
1:M:681:ILE:HD11 1:M:698:PHE:CD2 2.53 0.44
1:M:694:LYS:HA 1:M:697:ARG:CZ 2.47 0.44
1:N:293:LEU:HD22 | 1:N:340:GLU:HG2 2.00 0.44
1:N:603:PHE:HA 1:N:638: TRP:CZ2 2.53 0.44
1:N:670:GLU:H 1:N:670:GLU:CD 2.25 0.44
1:0:76:LEU:HG 1:0:80:LYS:HE3 1.98 0.44
1:0:293:LEU:HD22 | 1:0:340:GLU:HG2 1.99 0.44
1:P:494:LEU:HD12 1:P:494:LEU:HA 1.79 0.44
1:P:670:GLU:H 1:P:670:GLU:CD 2.25 0.44
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1:A:480:SER:HB2 1:H:239:GLN:HG3 1.99 0.44
1:A:603:PHE:HD1 1:A:638: TRP:HZ2 1.65 0.44
1:B:356:LYS:O 1:B:361:LYS:N 2.51 0.44
1:C:215:CYS:HB2 1:C:253: TRP:CE3 2.53 0.44
1:C:617:PHE:CD1 1:C:653:ILE:HG23 2.53 0.44
1:D:185:ALA:HB2 1:D:214:TRP:HZ3 1.82 0.44
1:D:293:LEU:HD22 | 1:D:340:GLU:HG2 1.99 0.44
1:D:670:GLU:H 1:D:670:GLU:CD 2.25 0.44
1:E:603:PHE:HA 1:E:638: TRP:CZ2 2.53 0.44
1:F:60:GLU:OE2 1:J:310:ARG:NH2 2.50 0.44
1:F:215:CYS:HB2 1:F:253: TRP:CE3 2.53 0.44
1:F:356:LYS:O 1:F:361:LYS:N 2.51 0.44
1:G:221:ALA:HA 1:G:224:ARG:HD3 2.00 0.44
1:1:215:CYS:HB2 1:1:253: TRP:CE3 2.53 0.44
1:1:280:ASN:CG 1:1:283:VAL:HG22 2.42 0.44
1:1:356:LYS:O 1:1:361:LYS:N 2.51 0.44
1:J:189:GLU:HG2 1:J:232: ASN:ND2 2.32 0.44
1:K:391:LYS:HD3 1:K:401:VAL:HG11 2.00 0.44
1:K:672:MET:-HE3 1:K:672:MET:HB2 1.92 0.44
1:1:328:GLN:CD 1:M:416:GLU:OE2 2.60 0.44
1:M:128:LEU:HD12 | 1:M:131:ARG:HH21 1.81 0.44
1:M:460:GLY:O 1:M:464:LYS:N 2.30 0.44
1:M:603:PHE:HA 1:M:638: TRP:CZ2 2.53 0.44
1:M:603:PHE:HD1 1:M:638: TRP:HZ2 1.65 0.44
1:M:617:PHE:CD1 1:M:653:ILE:HG23 2.53 0.44
1:N:260:SER:O 1:N:267:ARG:HD2 2.18 0.44
1:N:280:ASN:CG 1:N:283:VAL:HG22 2.42 0.44
1:N:617:PHE:CD1 1:N:653:ILE:HG23 2.53 0.44
1:A:95:VAL:O 1:A:99:VAL:HG22 2.18 0.44
1:A:391:LYS:HD3 1:A:401:VAL:HG11 2.00 0.44
1:B:603:PHE:HA 1:B:638: TRP:CZ2 2.53 0.44
1:D:124:GLY:O 1:D:128:LEU:HD13 2.18 0.44
1:D:280:ASN:CG 1:D:283:VAL:HG22 2.42 0.44
1:D:356:LYS:O 1:D:361:LYS:N 2.51 0.44
1:D:681:ILE:HD11 1:D:698:PHE:CD2 2.53 0.44
1:G:280:ASN:CG 1:G:283:VAL:HG22 2.42 0.44
1:H:603:PHE:HD1 1:H:638: TRP:HZ2 1.65 0.44
1:1:260:SER:O 1:1:267:ARG:HD2 2.18 0.44
1:J:221:ALA:HA 1:J:224:ARG:HD3 2.00 0.44
1:J:603:PHE:HD1 1:J:638:TRP:HZ2 1.65 0.44
1:M:285:ARG:HD3 1:M:285:ARG:HA 1.75 0.44
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1:N:215:CYS:HB2 1:N:253: TRP:CE3 2.53 0.44
1:N:681:ILE:HD11 1:N:698:PHE:CD2 2.53 0.44
1:0:124:GLY:O 1:0:128:LEU:HD13 2.18 0.44
1:0:681:ILE:HD11 1:0:698:PHE:CD2 2.53 0.44
1:P:617:PHE:CD1 1:P:653:ILE:HG23 2.53 0.44
1:B:124:GLY:O 1:B:128:LEU:HD13 2.18 0.44
1:B:128:LEU:HD12 | 1:B:131:ARG:HH21 1.81 0.44
1:B:236:HIS:HA 1:B:329:ARG:HH12 1.82 0.44
1:B:448:GLU:OE2 1:B:463:ARG:NE 2.42 0.44
1:E:215:CYS:HB2 1:E:253: TRP:CE3 2.53 0.44
1:E:356:LYS:O 1:E:361:LYS:N 2.51 0.44
1:E:617:PHE:CD1 1:E:653:ILE:HG23 2.53 0.44
1:G:185:ALA:HB2 1:G:214: TRP:HZ3 1.82 0.44
1:H:69:LEU:O 1:H:73:GLN:HG2 2.17 0.44
1:K:95:VAL:O 1:K:99:VAL:HG22 2.18 0.44
1:K:285:ARG:HA 1:K:285:ARG:HD3 1.75 0.44
1:L:95:VAL:O 1:L:99:VAL:HG22 2.18 0.44
1:L:215:CYS:HB2 1:L:253: TRP:CE3 2.53 0.44
1:M:119:ALA:O 1:M:123:ASP:N 2.49 0.44
1:M:236:HIS:HA 1:M:329:ARG:HH12 1.82 0.44
1:N:236:HIS:HA 1:N:329:ARG:HH12 1.82 0.44
1:0:151:ILE:HG13 1:0:156:ASN:ND2 2.31 0.44
1:0:670:GLU:H 1:0:670:GLU:CD 2.25 0.44
1:P:356:LYS:O 1:P:361:LYS:N 2.51 0.44
1:P:603:PHE:HA 1:P:638: TRP:CZ2 2.53 0.44
1:A:215:CYS:HB2 1:A:253: TRP:CE3 2.53 0.43
1:B:119:ALA:O 1:B:123:ASP:N 2.49 0.43
1:B:378:VAL:CA 1:B:381:SER:HB3 2.47 0.43
1:C:260:SER:O 1:C:267:ARG:HD2 2.18 0.43
1:E:464:LYS:HD3 1:F:442:LEU:CD2 2.48 0.43
1:F:260:SER:O 1:F:267:ARG:HD2 2.18 0.43
1:F:377:LEU:HD22 1:F:386:LYS:HZ2 1.82 0.43
1:G:603:PHE:HD1 1:G:638: TRP:HZ2 1.65 0.43
1:H:95:VAL:O 1:H:99:VAL:HG22 2.18 0.43
1:H:221:ALA:HA 1:H:224:ARG:HD3 2.00 0.43
1:1:377:LEU:HD22 1:1:386:LYS:HZ2 1.82 0.43
1:J:116:LEU:O 1:J:120:ILE:HG13 2.18 0.43
1:K:69:LEU:O 1:K:73:GLN:HG2 2.17 0.43
1:K:116:LEU:O 1:K:120:ILE:HG13 2.18 0.43
1:K:189:GLU:HG2 1:K:232:ASN:ND2 2.32 0.43
1:K:221:ALA:HA 1:K:224:ARG:HD3 2.00 0.43
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Atom-1 Atom-2 distance (A) overlap (A)
1:L:285:ARG:HH21 | 1:M:484:ARG:NH1 2.16 0.43
1:1:391:LYS:HD3 1:1:401:VAL:HG11 2.00 0.43
1:M:124:GLY:O 1:M:128:LEU:HD13 2.18 0.43
1:M:378:VAL:CA 1:M:381:SER:HB3 2.47 0.43
1:M:391:LYS:HD3 | 1:M:401:VAL:HG11 2.00 0.43
1:0:185:ALA:HB2 1:0:214:TRP:HZ3 1.82 0.43
1:0:280:ASN:CG 1:0:283:VAL:HG22 2.42 0.43
1:0:356:LYS:O 1:0:361:LYS:N 2.51 0.43
1:P:215:CYS:HB2 1:P:253: TRP:CE3 2.53 0.43
1:B:391:LYS:HD3 1:B:401:VAL:HG11 2.00 0.43
1:C:143:GLN:HA 1:C:146:ARG:HE 1.83 0.43
1:C:239:GLN:HG3 1:D:480:SER:HB2 1.99 0.43
1:D:460:GLY:O 1:D:464:LYS:N 2.30 0.43
1:D:669:PRO:HB2 1:D:671:ASP:OD1 2.18 0.43
1:F:95:VAL:O 1:F:99:VAL:HG22 2.18 0.43
1:F:143:GLN:HA 1:F:146:ARG:HE 1.84 0.43
1:G:95:VAL:O 1:G:99:VAL:HG22 2.18 0.43
1:G:116:LEU:O 1:G:120:ILE:HG13 2.19 0.43
1:1:143:GLN:HA 1:1:146:ARG:HE 1.84 0.43
1:1:669:PRO:HB2 1:1:671:ASP:OD1 2.18 0.43
1:J:95:VAL:O 1:J:99:VAL:HG22 2.18 0.43
1:J:185:ALA:HB2 1:J:214:TRP:HZ3 1.82 0.43
1:K:669:PRO:HB2 1:K:671:ASP:0OD1 2.18 0.43
1:M:143:GLN:HA 1:M:146:ARG:HE 1.83 0.43
1:N:256:PRO:HB3 1:0:578:SER:OG 2.18 0.43
1:0:669:PRO:HB2 1:0:671:ASP:OD1 2.18 0.43
1:A:143:GLN:HA 1:A:146:ARG:HE 1.83 0.43
1:A:672:MET:O 1:A:675:VAL:HG22 2.19 0.43
1:B:143:GLN:HA 1:B:146:ARG:HE 1.84 0.43
1:B:603:PHE:HD1 1:B:638:TRP:HZ2 1.65 0.43
1:C:127:ASP:HB2 1:C:131:ARG:NH1 2.28 0.43
1:C:180:LEU:O 1:C:183:SER:OG 2.24 0.43
1:E:669:PRO:HB2 1:E:671:ASP:OD1 2.18 0.43
1:G:460:GLY:O 1:G:464:LYS:N 2.30 0.43
1:G:564:VAL:HG22 1:G:616:ASN:HB2 2.01 0.43
1:G:672:MET:O 1:G:675:VAL:HG22 2.19 0.43
1:H:669:PRO:HB2 1:H:671:ASP:OD1 2.18 0.43
1:1:95:VAL:O 1:1:99:VAL:HG22 2.18 0.43
1:1:221:ALA:HA 1:1:224:ARG:HD3 2.00 0.43
1:J:564:VAL:HG22 1:J:616:ASN:HB2 2.01 0.43
1:K:293:LEU:HD22 | 1:K:340:GLU:HG2 1.99 0.43
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1:K:356:LYS:0O 1:K:361:LYS:N 2.51 0.43
1:K:431:GLU:OE1 1:K:431:GLU:N 2.43 0.43
1:L:617:PHE:CD1 1:L:653:ILE:HG23 2.53 0.43
1:M:127:ASP:HA 1:M:130:LEU:HB2 2.01 0.43
1:0:116:LEU:O 1:0:120:ILE:HG13 2.18 0.43
1:A:127:ASP:HA 1:A:130:LEU:HB2 2.01 0.43
1:A:669:PRO:HB2 1:A:671:ASP:OD1 2.18 0.43
1:B:127:ASP:HA 1:B:130:LEU:HB2 2.01 0.43
1:C:124:GLY:O 1:C:128:LEU:HD13 2.18 0.43
1:C:127:ASP:HA 1:C:130:LEU:HB2 2.01 0.43
1:D:116:LEU:O 1:D:120:ILE:HG13 2.19 0.43
1:D:260:SER:O 1:D:267:ARG:HD2 2.18 0.43
1:D:431:GLU:OE1 1:D:431:GLU:N 2.43 0.43
1:F:603:PHE:HD1 1:F:638: TRP:HZ2 1.65 0.43
1:F:669:PRO:HB2 1:F:671:ASP:OD1 2.18 0.43
1:G:124:GLY:O 1:G:128:LEU:HD13 2.18 0.43
1:H:116:LEU:O 1:H:120:ILE:HG13 2.19 0.43
1:H:124:GLY:O 1:H:128:LEU:HD13 2.18 0.43
1:H:189:GLU:HG2 1:H:232:ASN:ND2 2.32 0.43
1:H:293:LEU:HD22 | 1:H:340:GLU:HG2 2.00 0.43
1:H:356:LYS:O 1:H:361:LYS:N 2.51 0.43
1:H:513:SER:C 1:H:514:LEU:HD23 2.44 0.43
1:1:603:PHE:HD1 1:1:638: TRP:HZ2 1.65 0.43
1:J:124:GLY:O 1:J:128:LEU:HD13 2.18 0.43
1:J:173:LYS:H 1:J:173:LYS:HG3 1.66 0.43
1:J:277:LEU:HD23 1:J:277:LEU:HA 1.81 0.43
1:K:124:GLY:O 1:K:128:LEU:HD13 2.18 0.43
1:K:464:LYS:HE2 1:L:445:ARG:NH2 2.34 0.43
1:K:564:VAL:HG22 1:K:616:ASN:HB2 2.01 0.43
1:1L:127:ASP:HA 1:L:130:LEU:HB2 2.01 0.43
1:L:143:GLN:HA 1:L:146:ARG:HE 1.83 0.43
1:L:221:ALA:HA 1:1:224:ARG:HD3 2.00 0.43
1:L:672:MET:O 1:L:675:VAL:HG22 2.19 0.43
1:M:593:ILE:HG23 | 1:M:595:VAL:HG22 2.00 0.43
1:N:124:GLY:O 1:N:128:LEU:HD13 2.18 0.43
1:N:143:GLN:HA 1:N:146:ARG:HE 1.84 0.43
1:N:180:LEU:O 1:N:183:SER:OG 2.24 0.43
1:N:391:LYS:HD3 1:N:401:VAL:HG11 2.00 0.43
1:P:236:HIS:HA 1:P:329:ARG:HH12 1.82 0.43
1:P:293:LEU:HD22 1:P:340:GLU:HG2 1.99 0.43
1:P:669:PRO:HB2 1:P:671:ASP:OD1 2.18 0.43
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1:A:221:ALA:HA 1:A:224:ARG:HD3 2.00 0.43
1:A:617:PHE:CD1 1:A:653:1ILE:HG23 2.53 0.43
1:B:593:ILE:HG23 1:B:595:VAL:HG22 2.00 0.43
1:C:239:GLN:HB2 1:D:478:ASN:ND2 2.30 0.43
1:C:391:LYS:HD3 1:C:401:VAL:HG11 2.00 0.43
1:C:431:GLU:OE1 1:C:431:GLU:N 2.43 0.43
1:C:669:PRO:HB2 1:C:671:ASP:OD1 2.18 0.43
1:C:672:MET:HE3 1:C:672:MET:HB2 1.92 0.43
1:D:155:GLU:HA 1:D:158:ASP:0OD2 2.19 0.43
1:E:116:LEU:O 1:E:120:ILE:HG13 2.18 0.43
1:E:221:ALA:HA 1:E:224:ARG:HD3 2.00 0.43
1:E:293:LEU:HD22 | 1:E:340:GLU:HG2 2.00 0.43
1:F:116:LEU:O 1:F:120:ILE:HG13 2.19 0.43
1:G:69:LEU:O 1:G:73:GLN:HG2 2.17 0.43
1:G:143:GLN:HA 1:G:146:ARG:HE 1.83 0.43
1:G:617:PHE:CD1 1:G:653:ILE:HG23 2.53 0.43
1:H:215:CYS:HB2 1:H:253: TRP:CE3 2.53 0.43
1:H:564:VAL:HG22 1:H:616:ASN:HB2 2.01 0.43
1:H:672:MET:O 1:H:675:VAL:HG22 2.19 0.43
1:1:116:LEU:O 1:1:120:ILE:HG13 2.19 0.43
1:1:442:LEU:HD21 1:P:464:LYS:HB3 1.99 0.43
1:I:513:SER:C 1:1:514:LEU:HD23 2.44 0.43
1:J:285:ARG:HH21 1:K:484:ARG:NH1 2.15 0.43
1:J:391:LYS:HD3 1:J:401:VAL:HG11 2.00 0.43
1:J:672:MET:O 1:J:675:VAL:HG22 2.19 0.43
1:K:215:CYS:HB2 1:K:253: TRP:CE3 2.53 0.43
1:K:513:SER:C 1:K:514:LEU:HD23 2.44 0.43
1:K:672:MET:O 1:K:675:VAL:HG22 2.19 0.43
1:1:116:LEU:O 1:L:120:ILE:HG13 2.18 0.43
1:N:127:ASP:HA 1:N:130:LEU:HB2 2.01 0.43
1:N:491:LEU:HD23 1:N:491:LEU:HA 1.83 0.43
1:N:603:PHE:HD1 1:N:638: TRP:HZ2 1.65 0.43
1:N:669:PRO:HB2 1:N:671:ASP:OD1 2.18 0.43
1:0:155:GLU:HA 1:0:158:ASP:0OD2 2.19 0.43
1:P:116:LEU:O 1:P:120:ILE:HG13 2.18 0.43
1:P:143:GLN:HA 1:P:146:ARG:HE 1.83 0.43
1:P:221:ALA:HA 1:P:224:ARG:HD3 2.00 0.43
1:P:672:MET:O 1:P:675:VAL:HG22 2.19 0.43
1:A:60:GLU:OE2 1:0:310:ARG:NH2 2.50 0.43
1:A:155:GLU:HA 1:A:158:ASP:0OD2 2.19 0.43
1:A:513:SER:C 1:A:514:LEU:HD23 2.44 0.43
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1:A:564:VAL:HG22 1:A:616:ASN:HB2 2.01 0.43
1:C:119:ALA:O 1:C:123:ASP:N 2.49 0.43
1:D:95:VAL:O 1:D:99:VAL:HG22 2.18 0.43
1:D:143:GLN:HA 1:D:146:ARG:HE 1.84 0.43
1:D:452: GLN:HB2 1:D:463:ARG:HD3 2.01 0.43
1:D:540: THR:HG22 | 1:D:544:GLU:OE2 2.19 0.43
1:D:617:PHE:CD1 1:D:653:ILE:HG23 2.53 0.43
1:E:69:LEU:O 1:E:73:GLN:HG2 2.17 0.43
1:E:155:GLU:HA 1:E:158:ASP:0OD2 2.19 0.43
1:E:431:GLU:OE1 1:E:431:GLU:N 2.43 0.43
1:F:124:GLY:O 1:F:128:LEU:HD13 2.18 0.43
1:F:221:ALA:HA 1:F:224:ARG:HD3 2.00 0.43
1:F:513:SER:C 1:F:514:LEU:HD23 2.44 0.43
1:F:564:VAL:HG22 1:F:616:ASN:HB2 2.01 0.43
1:G:293:LEU:HD22 | 1:G:340:GLU:HG2 2.00 0.43
1:H:127:ASP:HA 1:H:130:LEU:HB2 2.01 0.43
1:1:124:GLY:O 1:I1:128:LEU:HD13 2.18 0.43
1:1:452:GLN:HB2 1:1:463:ARG:HD3 2.01 0.43
1:1:564:VAL:HG22 1:1:616:ASN:HB2 2.01 0.43
1:J:143:GLN:HA 1:J:146:ARG:HE 1.84 0.43
1:J:192:PHE:CD2 1:J:233:CYS:HB2 2.54 0.43
1:J:617:PHE:CD1 1:J:653:1ILE:HG23 2.53 0.43
1:L:513:SER:C 1:1L:514:LEU:HD23 2.44 0.43
1:L:669:PRO:HB2 1:L:671:ASP:OD1 2.18 0.43
1:N:119:ALA:O 1:N:123:ASP:N 2.49 0.43
1:N:256:PRO:CG 1:0:582:VAL:HG21 2.47 0.43
1:N:378:VAL:CA 1:N:381:SER:HB3 2.47 0.43
1:N:540:THR:HG22 | 1:N:544:GLU:OE2 2.19 0.43
1:N:593:ILE:HG23 | 1:N:595:VAL:HG22 2.00 0.43
1:0:143:GLN:HA 1:0:146:ARG:HE 1.84 0.43
1:0:260:SER:O 1:0:267:ARG:HD2 2.18 0.43
1:P:155:GLU:HA 1:P:158:ASP:0OD2 2.19 0.43
1:P:603:PHE:HD1 1:P:638: TRP:HZ2 1.65 0.43
1:B:672:MET:O 1:B:675:VAL:HG22 2.19 0.43
1:C:378:VAL:CA 1:C:381:SER:HB3 2.47 0.43
1:C:540: THR:HG22 | 1:C:544:GLU:OE2 2.19 0.43
1:C:593:1LE:HG23 1:C:595:VAL:HG22 2.00 0.43
1:C:603:PHE:HD1 1:C:638: TRP:HZ2 1.65 0.43
1:D:623:PRO:HD3 1:D:658:ASP:O 2.19 0.43
1:E:95:VAL:O 1:E:99:VAL:HG22 2.18 0.43
1:E:143:GLN:HA 1:E:146:ARG:HE 1.84 0.43
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Atom-1 Atom-2 distance (A) overlap (A)
1:E:236:HIS:HA 1:E:329:ARG:HH12 1.83 0.43
1:E:540: THR:HG22 | 1:E:544:GLU:OE2 2.19 0.43
1:E:672:MET:O 1:E:675:VAL:HG22 2.19 0.43
1:F:540: THR:HG22 1:F:544:GLU:OE2 2.19 0.43
1:F:561:THR:HA 1:F:562:PRO:HD3 1.89 0.43
1:G:192:PHE:CD2 1:G:233:CYS:HB2 2.54 0.43
1:G:391:LYS:HD3 1:G:401:VAL:HG11 2.00 0.43
1:G:540: THR:HG22 | 1:G:544:GLU:OE2 2.19 0.43
1:J:197:GLU:CD 1:K:384:GLY:H 2.23 0.43
1:L:155:GLU:HA 1:L:158:ASP:0D2 2.19 0.43
1:M:672:MET:O 1:M:675:VAL:HG22 2.19 0.43
1:0:95:VAL:O 1:0:99:VAL:HG22 2.18 0.43
1:0:431:GLU:QOE1 1:0:431:GLU:N 2.43 0.43
1:0:460:GLY:O 1:0:464:LYS:N 2.30 0.43
1:0:540: THR:HG22 | 1:0:544:GLU:OE2 2.19 0.43
1:0:603:PHE:HD1 1:0:638: TRP:HZ2 1.65 0.43
1:0:617:PHE:CD1 1:0:653:ILE:HG23 2.53 0.43
1:P:452:GLN:HB2 1:P:463:ARG:HD3 2.01 0.43
1:A:116:LEU:O 1:A:120:ILE:HG13 2.19 0.43
1:B:155:GLU:HA 1:B:158:ASP:0D2 2.19 0.43
1:B:447:THR:O 1:B:451:LEU:HD23 2.19 0.43
1:C:116:LEU:O 1:C:120:ILE:HG13 2.18 0.43
1:C:447:THR:O 1:C:451:LEU:HD23 2.19 0.43
1:D:406:LEU:O 1:D:412: TRP:NE1 2.52 0.43
1:E:452: GLN:HB2 1:E:463:ARG:HD3 2.01 0.43
1:E:603:PHE:HD1 1:E:638: TRP:HZ2 1.65 0.43
1:F:452:GLN:HB2 1:F:463:ARG:HD3 2.01 0.43
1:G:173:LYS:H 1:G:173:LYS:HG3 1.66 0.43
1:H:155:GLU:HA 1:H:158:ASP:0D2 2.19 0.43
1:1:612:MET:O 1:1:651:LYS:NZ 2.33 0.43
1:J:69:LEU:O 1:J:73:GLN:HG2 2.18 0.43
1:J:293:LEU:HD22 1:J:340:GLU:HG2 2.00 0.43
1:J:540: THR:HG22 1:J:544:GLU:OE2 2.19 0.43
1:J:593:ILE:HG23 1:J:595:VAL:HG22 2.00 0.43
1:K:127:ASP:HA 1:K:130:LEU:HB2 2.01 0.43
1:K:143:GLN:HA 1:K:146:ARG:HE 1.83 0.43
1:K:447: THR:O 1:K:451:LEU:HD23 2.19 0.43
1:L:564:VAL:HG22 1:1:616:ASN:HB2 2.01 0.43
1:M:95:VAL:O 1:M:99:VAL:HG22 2.18 0.43
1:M:155:GLU:HA 1:M:158:ASP:0OD2 2.19 0.43
1:M:221:ALA:HA 1:M:224:ARG:HD3 2.00 0.43
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1:M:447:THR:O 1:M:451:LEU:HD23 2.19 0.43
1:N:431:GLU:OE1 1:N:431:GLU:N 2.43 0.43
1:N:447:THR:O 1:N:451:LEU:HD23 2.19 0.43
1:P:69:LEU:O 1:P:73:GLN:HG2 2.18 0.43
1:P:95:VAL:O 1:P:99:VAL:HG22 2.18 0.43
1:P:540: THR:HG22 | 1:P:544:GLU:OE2 2.19 0.43
1:A:124:GLY:O 1:A:128:LEU:HD13 2.18 0.43
1:A:447:THR:O 1:A:451:LEU:HD23 2.19 0.43
1:A:593:ILE:HG23 | 1:A:595:VAL:HG22 2.00 0.43
1:B:95:VAL:O 1:B:99:VAL:HG22 2.18 0.43
1:B:192:PHE:CD2 1:B:233:CYS:HB2 2.54 0.43
1:D:127:ASP:HB2 1:D:131:ARG:NH1 2.28 0.43
1:D:127:ASP:HA 1:D:130:LEU:HB2 2.01 0.43
1:D:241:VAL:O 1:D:245:-MET:HG3 2.19 0.43
1:D:603:PHE:HD1 1:D:638: TRP:HZ2 1.65 0.43
1:E:239:GLN:HB2 1:F:478:ASN:HD21 1.83 0.43
1:E:241:VAL:O 1:E:245:-MET:HG3 2.19 0.43
1:E:681:1ILE:HD11 1:E:698:PHE:CD2 2.53 0.43
1:F:69:LEU:O 1:F:73:GLN:HG2 2.18 0.43
1:F:185:ALA:HB2 1:F:214: TRP:HZ3 1.82 0.43
1:F:672:MET:0O 1:F:675:VAL:HG22 2.19 0.43
1:H:487:LEU:HD23 1:H:487:LEU:HA 1.82 0.43
1:H:617:PHE:CD1 1:H:653:1ILE:HG23 2.53 0.43
1:1:540: THR:HG22 1:1:544:GLU:OE2 2.19 0.43
1:1:672:MET:O 1:1:675:VAL:HG22 2.19 0.43
1:J:623:PRO:HD3 1:J:658:ASP:0O 2.19 0.43
1:K:465:ARG:NH2 1:1:437:GLN:HB2 2.33 0.43
1:1:688:GLN:O 1:L:692:ILE:HG12 2.19 0.43
1:N:127:ASP:HB2 1:N:131:ARG:NH1 2.28 0.43
1:0:127:ASP:HA 1:0:130:LEU:HB2 2.01 0.43
1:0:452:GLN:HB2 1:0:463:ARG:HD3 2.01 0.43
1:0:623:PRO:HD3 1:0:658:ASP:O 2.19 0.43
1:P:241:VAL:O 1:P:245:-MET:HG3 2.19 0.43
1:P:431:GLU:OE1 1:P:431:GLU:N 2.43 0.43
1:P:513:SER:C 1:P:514:LEU:HD23 2.44 0.43
1:P:681:ILE:HD11 1:P:698:PHE:CD2 2.53 0.43
1:A:688:GLN:O 1:A:692:1ILE:-HG12 2.19 0.43
1:B:116:LEU:O 1:B:120:ILE:HG13 2.18 0.43
1:B:221:ALA:HA 1:B:224:ARG:HD3 2.00 0.43
1:C:95:VAL:O 1:C:99:VAL:HG22 2.18 0.43
1:D:221:ALA:HA 1:D:224:ARG:HD3 2.00 0.43
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1:E:192:PHE:CD2 1:E:233:CYS:HB2 2.54 0.43
1:E:486:ASN:HD21 1:E:489:ASP:CG 2.26 0.43
1:F:241:VAL:O 1:F:245:-MET:HG3 2.19 0.43
1:G:167:VAL:O 1:G:171:LEU:HG 2.19 0.43
1:G:593:ILE:HG23 | 1:G:595:VAL:HG22 2.00 0.43
1:G:623:PRO:HD3 1:G:658:ASP:O 2.19 0.43
1:G:669:PRO:HB2 1:G:671:ASP:OD1 2.18 0.43
1:1:69:LEU:O 1:1:73:GLN:HG2 2.18 0.43
1:1:241:VAL:O 1:1:245:MET:HG3 2.19 0.43
1:1:378:VAL:CA 1:1:381:SER:HB3 2.47 0.43
1:J:669:PRO:HB2 1:J:671:ASP:OD1 2.18 0.43
1:K:155:GLU:HA 1:K:158:ASP:0OD2 2.19 0.43
1:L:119:ALA:O 1:1:123:ASP:N 2.49 0.43
1:1:124:GLY:O 1:L:128:LEU:HD13 2.18 0.43
1:L:447:THR:O 1:L:451:LEU:HD23 2.19 0.43
1:M:192:PHE:CD2 1:M:233:CYS:HB2 2.54 0.43
1:0:406:LEU:O 1:0:412:TRP:NE1 2.52 0.43
1:0:688:GLN:O 1:0:692:ILE:HG12 2.19 0.43
1:P:185:ALA:HB2 1:P:214:TRP:HZ3 1.82 0.43
1:P:192:PHE:CD2 1:P:233:CYS:HB2 2.54 0.43
1:A:119:ALA:O 1:A:123:ASP:N 2.49 0.42
1:B:458:LYS:HD3 1:B:458:LYS:HA 1.77 0.42
1:B:513:SER:C 1:B:514:LEU:HD23 2.44 0.42
1:C:452:GLN:HB2 1:C:463:ARG:HD3 2.01 0.42
1:C:491:LEU:HD23 1:C:491:LEU:HA 1.83 0.42
1:D:71:GLU:HA 1:D:74:GLN:CD 2.44 0.42
1:D:391:LYS:HD3 1:D:401:VAL:HG11 2.00 0.42
1:E:513:SER:C 1:E:514:LEU:HD23 2.44 0.42
1:E:623:PRO:HD3 1:E:658:ASP:O 2.19 0.42
1:F:155:GLU:HA 1:F:158:ASP:0OD2 2.19 0.42
1:F:167:VAL:O 1:F:171:LEU:HG 2.19 0.42
1:F:378:VAL:CA 1:F:381:SER:HB3 2.47 0.42
1:F:617:PHE:CD1 1:F:653:ILE:HG23 2.53 0.42
1:G:127:ASP:HA 1:G:130:LEU:HB2 2.01 0.42
1:G:285:ARG:HD3 1:G:285:ARG:HA 1.75 0.42
1:H:143:GLN:HA 1:H:146:ARG:HE 1.84 0.42
1:H:447:THR:O 1:H:451:LEU:HD23 2.19 0.42
1:H:623:PRO:HD3 1:H:658:ASP:O 2.19 0.42
1:H:688: GLN:O 1:H:692:ILE:HG12 2.19 0.42
1:1:155:GLU:HA 1:1:158:ASP:0D2 2.19 0.42
1:1:167:VAL:O 1.1:171:LEU:HG 2.19 0.42
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1:1:185:ALA:HB2 1:1:214:TRP:HZ3 1.82 0.42
1:J:127:ASP:HA 1:J:130:LEU:HB2 2.01 0.42
1:J:460:GLY:O 1:J:464:LYS:N 2.30 0.42
1:K:617:PHE:CD1 1:K:653:ILE:HG23 2.53 0.42
1:L:593:ILE:HG23 1:L:595:VAL:HG22 2.00 0.42
1:N:95:VAL:O 1:N:99:VAL:HG22 2.18 0.42
1:N:116:LEU:O 1:N:120:ILE:HG13 2.19 0.42
1:N:155:GLU:HA 1:N:158:ASP:0OD2 2.19 0.42
1:N:672:MET:HE3 1:N:672:MET:HB2 1.92 0.42
1:0:71:GLU:HA 1:0:74:GLN:CD 2.44 0.42
1:0:221:ALA:HA 1:0:224:ARG:HD3 2.00 0.42
1:0:241:VAL:O 1:0:245:MET:HG3 2.19 0.42
1:0:391:LYS:HD3 1:0:401:VAL:HG11 2.00 0.42
1:0:513:SER:C 1:0:514:LEU:HD23 2.44 0.42
1:P:564:VAL:HG22 1:P:616:ASN:HB2 2.01 0.42
1:P:623:PRO:HD3 1:P:658:ASP:O 2.19 0.42
1:A:192:PHE:CD2 1:A:233:CYS:HB2 2.54 0.42
1:A:431:GLU:OE1 1:A:431:GLU:N 2.43 0.42
1:C:155:GLU:HA 1:C:158:ASP:0D2 2.19 0.42
1:C:331:VAL:N 1:C:332:PRO:HD2 2.34 0.42
1:D:688:GLN:O 1:D:692:ILE:HG12 2.19 0.42
1:E:127:ASP:HA 1:E:130:LEU:HB2 2.01 0.42
1:E:185:ALA:HB2 1:E:214: TRP:HZ3 1.82 0.42
1:E:564:VAL:HG22 1:E:616:ASN:HB2 2.01 0.42
1:F:152:LEU:HD11 1:F:187:ILE:HG23 2.02 0.42
1:F:293:LEU:HD22 1:F:340:GLU:HG2 2.00 0.42
1:F:593:1ILE:HG23 1:F:595:VAL:HG22 2.00 0.42
1:F:612:MET:O 1:F:651:LYS:NZ 2.33 0.42
1:G:155:GLU:HA 1:G:158:ASP:0D2 2.19 0.42
1:G:331:VAL:N 1:G:332:PRO:HD2 2.34 0.42
1:H:486:ASN:HD21 1:H:489:ASP:CG 2.27 0.42
1:1:152:LEU:HD11 1:1:187:ILE:HG23 2.02 0.42
1:1:293:LEU:HD22 1:1:340:GLU:HG2 2.00 0.42
1:1:486:ASN:HD21 1:1:489:ASP:CG 2.26 0.42
1:1:593:ILE:HG23 1:1:595:VAL:HG22 2.00 0.42
1:J:167:VAL:O 1:J:171:LEU:HG 2.19 0.42
1:K:623:PRO:HD3 1:K:658:ASP:O 2.19 0.42
1:K:688:GLN:O 1:K:692:ILE:HG12 2.19 0.42
1:L:331:VAL:N 1:1L:332:PRO:HD2 2.34 0.42
1:L:486:ASN:HD21 1:L:489:ASP:CG 2.26 0.42
1:N:452: GLN:HB2 1:N:463:ARG:HD3 2.01 0.42
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1:N:513:SER:C 1:N:514:LEU:HD23 2.44 0.42
1:0:127:ASP:HB2 1:0:131:ARG:NH1 2.28 0.42
1:P:167:VAL:O 1:P:171:LEU:HG 2.19 0.42
1:B:540: THR:HG22 | 1:B:544:GLU:OE2 2.19 0.42
1:B:669:PRO:HB2 1:B:671:ASP:OD1 2.18 0.42
1:C:192:PHE:CD2 1:C:233:CYS:HB2 2.54 0.42
1:C:513:SER:C 1:C:514:LEU:HD23 2.44 0.42
1:C:688:GLN:O 1:C:692:1ILE:HG12 2.19 0.42
1:D:152:LEU:HD11 1:D:187:ILE:HG23 2.01 0.42
1:D:165:LEU:HD12 1:D:166:GLY:N 2.35 0.42
1:D:447:THR:O 1:D:451:LEU:HD23 2.19 0.42
1:E:124:GLY:O 1:E:128:LEU:HD13 2.18 0.42
1:E:167:VAL:O 1:E:171:LEU:HG 2.19 0.42
1:F:127:ASP:HA 1:F:130:LEU:HB2 2.01 0.42
1:F:486:ASN:HD21 1:F:489:ASP:CG 2.27 0.42
1:G:215:CYS:HB2 1:G:253: TRP:CE3 2.53 0.42
1:G:452:GLN:HB2 1:G:463:ARG:HD3 2.01 0.42
1:G:486:ASN:HD21 1:G:489:ASP:CG 2.26 0.42
1:G:688:GLN:O 1:G:692:ILE:HG12 2.19 0.42
1:H:285:ARG:HD3 1:H:285:ARG:HA 1.75 0.42
1:H:540: THR:HG22 | 1:H:544:GLU:OE2 2.19 0.42
1:I:617:PHE:CD1 1:1:653:ILE:HG23 2.53 0.42
1:J:155:GLU:HA 1:J:158:ASP:0OD2 2.19 0.42
1:J:215:CYS:HB2 1:J:253: TRP:CE3 2.53 0.42
1:J:331:VAL:N 1:J:332:PRO:HD2 2.34 0.42
1:J:452:GLN:HB2 1:J:463:ARG:HD3 2.01 0.42
1:J:486:ASN:HD21 1:J:489:ASP:CG 2.26 0.42
1:J:688:GLN:O 1:J:692:1ILE:HG12 2.19 0.42
1:K:192:PHE:CD2 1:K:233:CYS:HB2 2.54 0.42
1:L:71:GLU:HA 1:L:74:GLN:CD 2.44 0.42
1:1L:192:PHE:CD2 1:1:233:CYS:HB2 2.54 0.42
1:M:116:LEU:O 1:M:120:ILE:HG13 2.19 0.42
1:N:331:VAL:N 1:N:332:PRO:HD2 2.35 0.42
1:0:152:LEU:HD11 | 1:0:187:ILE:HG23 2.01 0.42
1:0:167:VAL:O 1:0:171:LEU:HG 2.19 0.42
1:P:92:LEU:HB3 1:P:147:LEU:HD11 2.01 0.42
1:P:124:GLY:O 1:P:128:LEU:HD13 2.18 0.42
1:P:422:GLN:HA 1:P:427:SER:HB3 2.01 0.42
1:P:486:ASN:HD21 1:P:489:ASP:CG 2.27 0.42
1:P:688:GLN:O 1:P:692:ILE:HG12 2.19 0.42
1:A:71:GLU:HA 1:A:74:GLN:CD 2.44 0.42
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1:A:152:LEU:HD11 | 1:A:187:ILE:HG23 2.01 0.42
1:A:331:VAL:N 1:A:332:PRO:HD2 2.35 0.42
1:A:486:ASN:HD21 1:A:489:ASP:CG 2.27 0.42
1:B:331:VAL:N 1:B:332:PRO:HD2 2.35 0.42
1:B:431:GLU:OE1 1:B:431:GLU:N 2.43 0.42
1:C:221:ALA:HA 1:C:224:ARG:HD3 2.00 0.42
1:C:422:GLN:HA 1:C:427.:SER:HB3 2.01 0.42
1:D:192:PHE:CD2 1:D:233:CYS:HB2 2.54 0.42
1:D:378:VAL:CA 1:D:381:SER:HB3 2.47 0.42
1:D:486:ASN:HD21 1:D:489:ASP:CG 2.27 0.42
1:D:672:MET:O 1:D:675:VAL:HG22 2.19 0.42
1:E:111:GLU:HA 1:E:114:GLN:HG2 2.02 0.42
1:E:127:ASP:HB2 1:E:131:ARG:NH1 2.28 0.42
1:E:331:VAL:N 1:E:332:PRO:HD2 2.35 0.42
1:F:165:LEU:HD12 1:F:166:GLY:N 2.35 0.42
1:F:285:ARG:HA 1:F:285:ARG:HD3 1.75 0.42
1:F:391:LYS:HD3 1:F:401:VAL:HG11 2.00 0.42
1:H:192:PHE:CD2 1:H:233:CYS:HB2 2.54 0.42
1:H:422:GLN:HA 1:H:427:SER:HB3 2.01 0.42
1:1:111:GLU:HA 1:1:114:GLN:HG2 2.02 0.42
1:1:127:ASP:HA 1:1:130:LEU:HB2 2.01 0.42
1:1:165:LEU:HD12 1:1:166:GLY:N 2.35 0.42
1:1:285:ARG:HA 1:1:285:ARG:HD3 1.75 0.42
1:1:391:LYS:HD3 1:1:401:VAL:HG11 2.00 0.42
1:1:422:GLN:HA 1:1:427:SER:HB3 2.01 0.42
1:J:152:LEU:HD11 1:J:187:ILE:HG23 2.01 0.42
1:K:486:ASN:HD21 1:K:489:ASP:CG 2.27 0.42
1:K:593:ILE:HG23 | 1:K:595:VAL:HG22 2.00 0.42
1:1L:152:LEU:HD11 1:L:187:ILE:HG23 2.01 0.42
1:1:422:GLN:HA 1:L:427:SER:HB3 2.01 0.42
1:1L:623:PRO:HD3 1:L:658:ASP:0O 2.19 0.42
1:M:331:VAL:N 1:M:332:PRO:HD2 2.35 0.42
1:M:540: THR:HG22 | 1:M:544:GLU:OE2 2.19 0.42
1:M:669:PRO:HB2 1:M:671:ASP:0OD1 2.18 0.42
1:N:192:PHE:CD2 1:N:233:CYS:HB2 2.54 0.42
1:N:221:ALA:HA 1:N:224:ARG:HD3 2.00 0.42
1:0:92:LEU:HB3 1:0:147:LEU:HD11 2.01 0.42
1:0:165:LEU:HD12 1:0:166:GLY:N 2.35 0.42
1:0:378:VAL:CA 1:0:381:SER:HB3 2.47 0.42
1:0:447:THR:O 1:0:451:LEU:HD23 2.19 0.42
1:0:672:MET:O 1:0:675:VAL:HG22 2.19 0.42
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1:P:127:ASP:HA 1:P:130:LEU:HB2 2.01 0.42
1:P:331:VAL:N 1:P:332:PRO:HD2 2.34 0.42
1:A:165:LEU:HD12 1:A:166:GLY:N 2.35 0.42
1:A:422:GLN:HA 1:A:427:SER:HB3 2.01 0.42
1:A:460:GLY:O 1:A:464:LYS:N 2.30 0.42
1:A:623:PRO:HD3 1:A:658:ASP:O 2.19 0.42
1:D:92:LEU:HB3 1:D:147:LEU:HD11 2.01 0.42
1:D:167:VAL:O 1:D:171:LEU:HG 2.19 0.42
1:E:92:LEU:HB3 1:E:147:LEU:HD11 2.01 0.42
1:E:688:GLN:O 1:E:692:1LE:HG12 2.19 0.42
1:F:111:GLU:HA 1:F:114:GLN:HG2 2.02 0.42
1:F:192:PHE:CD2 1:F:233:CYS:HB2 2.54 0.42
1:F:422:GLN:HA 1:F:427:SER:HB3 2.01 0.42
1:G:71:GLU:HA 1:G:74:GLN:CD 2.44 0.42
1:G:241:VAL:O 1:G:245:MET:HG3 2.19 0.42
1:H:165:LEU:HD12 1:H:166:GLY:N 2.35 0.42
1:J:71:GLU:HA 1:J:74:GLN:CD 2.44 0.42
1:J:447:THR:O 1:J:451:LEU:HD23 2.19 0.42
1:J:513:SER:C 1:J:514:LEU:HD23 2.44 0.42
1:K:165:LEU:HD12 1:K:166:GLY:N 2.35 0.42
1:K:422:GLN:HA 1:K:427:SER:HB3 2.01 0.42
1:K:540:THR:HG22 | 1:K:544:GLU:OE2 2.19 0.42
1:M:165:LEU:HD12 1:M:166:GLY:N 2.35 0.42
1:M:486:ASN:HD21 1:M:489:ASP:CG 2.27 0.42
1:M:513:SER:C 1:M:514:LEU:HD23 2.44 0.42
1:M:596:GLU:OE2 1:M:598:LEU:HB2 2.20 0.42
1:M:688:GLN:O 1:M:692:ILE:HG12 2.19 0.42
1:N:422:GLN:HA 1:N:427:SER:HB3 2.01 0.42
1:N:688:GLN:O 1:N:692:ILE:HG12 2.19 0.42
1:0:192:PHE:CD2 1:0:233:CYS:HB2 2.54 0.42
1:0:486:ASN:HD21 1:0:489:ASP:CG 2.27 0.42
1:P:111:GLU:HA 1:P:114:GLN:HG2 2.02 0.42
1:P:127:ASP:HB2 1:P:131:ARG:NH1 2.28 0.42
1:B:215:CYS:HB2 1:B:253: TRP:HE3 1.85 0.42
1:B:486:ASN:HD21 1:B:489:ASP:CG 2.27 0.42
1:B:596:GLU:OE2 1:B:598:LEU:HB2 2.20 0.42
1:B:634:ASP:HB3 1:B:636:LYS:HE2 2.02 0.42
1:C:165:LEU:HD12 1:C:166:GLY:N 2.35 0.42
1:C:241:VAL:O 1:C:245:MET:HG3 2.19 0.42
1:C:623:PRO:HD3 1:C:658:ASP:0O 2.19 0.42
1:D:513:SER:C 1:D:514:LEU:HD23 2.44 0.42
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1:E:422:GLN:HA 1:E:427:SER:HB3 2.01 0.42
1:E:447:THR:O 1:E:451:LEU:HD23 2.19 0.42
1:G:165:LEU:HD12 1:G:166:GLY:N 2.35 0.42
1:G:378:VAL:CA 1:G:381:SER:HB3 2.47 0.42
1:G:513:SER:C 1:G:514:LEU:HD23 2.44 0.42
1:H:593:ILE:HG23 | 1:H:595:VAL:HG22 2.00 0.42
1:H:596:GLU:OE2 1:H:598:LEU:HB2 2.20 0.42
1:1:688: GLN:O 1:1:692:ILE:HG12 2.19 0.42
1:J:165:LEU:HD12 1:J:166:GLY:N 2.35 0.42
1:J:241:VAL:O 1:J:245:-MET:HG3 2.19 0.42
1:K:596:GLU:OE2 1:K:598:LEU:HB2 2.20 0.42
1:L:165:LEU:HD12 1:L:166:GLY:N 2.35 0.42
1:M:215:CYS:HB2 1:M:253: TRP:HE3 1.85 0.42
1:M:564:VAL:HG22 | 1:M:616:ASN:HB2 2.01 0.42
1:M:623:PRO:HD3 1:M:658:ASP:O 2.19 0.42
1:N:241:VAL:O 1:N:245:MET:HG3 2.19 0.42
1:A:452:GLN:HB2 1:A:463:ARG:HD3 2.01 0.42
1:B:60:GLU:HA 1:B:63:ASP:0D2 2.20 0.42
1:B:165:LEU:HD12 1:B:166:GLY:N 2.35 0.42
1:B:494:LEU:HD12 1:B:494:LEU:HA 1.79 0.42
1:B:564:VAL:HG22 1:B:616:ASN:HB2 2.01 0.42
1:B:688:GLN:O 1:B:692:ILE:HG12 2.19 0.42
1:C:138:LEU:N 1:C:141:ARG:HH21 2.18 0.42
1:C:383:ASN:HB3 1:C:386:LYS:HB3 2.02 0.42
1:C:486:ASN:HD21 1:C:489:ASP:CG 2.27 0.42
1:F:688:GLN:O 1:F:692:ILE:HG12 2.19 0.42
1:G:152:LEU:HD11 | 1:G:187:ILE:HG23 2.02 0.42
1:G:447:-THR:O 1:G:451:LEU:HD23 2.19 0.42
1:H:71:GLU:HA 1:H:74:GLN:CD 2.44 0.42
1:H:331:VAL:N 1:H:332:PRO:HD2 2.34 0.42
1:1:192:PHE:CD2 1:1:233:CYS:HB2 2.54 0.42
1:1:447:THR:O 1:I1:451:LEU:HD23 2.19 0.42
1:1:623:PRO:HD3 1:1:658:ASP:O 2.19 0.42
1:J:378:VAL:CA 1:J:381:SER:HB3 2.47 0.42
1:K:449:GLU:O 1:K:453: THR:OG1 2.31 0.42
1:K:461:ILE:H 1:K:461:1LE:HG13 1.63 0.42
1:L:215:CYS:HB2 1:1L:253: TRP:HE3 1.85 0.42
1:L:452:GLN:HB2 1:L:463:ARG:HD3 2.01 0.42
1:L:460:GLY:O 1:L:464:LYS:N 2.30 0.42
1:M:60:GLU:HA 1:M:63:ASP:0OD2 2.20 0.42
1:M:431:GLU:OE1 1:M:431:GLU:N 2.43 0.42
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1:M:502: THR:O 1:M:506:VAL:HG22 2.20 0.42
1:N:165:LEU:HD12 1:N:166:GLY:N 2.35 0.42
1:N:486:ASN:HD21 1:N:489:ASP:CG 2.27 0.42
1:P:447:THR:O 1:P:451:LEU:HD23 2.19 0.42
1:A:215:CYS:HB2 1:A:253: TRP:HE3 1.85 0.42
1:A:406:LEU:O 1:A:412: TRP:NE1 2.52 0.42
1:B:67:ARG:O 1:B:71:GLU:HG2 2.20 0.42
1:B:71:GLU:HA 1:B:74:GLN:CD 2.44 0.42
1:B:165:LEU:HA 1:B:168:1ILE:HD12 2.02 0.42
1:B:452:GLN:HB2 1:B:463:ARG:HD3 2.01 0.42
1:B:502: THR:O 1:B:506:VAL:HG22 2.20 0.42
1:D:111:GLU:HA 1:D:114:GLN:HG2 2.02 0.42
1:D:502: THR:O 1:D:506:VAL:HG22 2.20 0.42
1:D:568: TYR:HE1 1:D:594:ASP:HB2 1.85 0.42
1:E:391:LYS:HD3 1:E:401:VAL:HG11 2.00 0.42
1:F:71:GLU:HA 1:F:74:GLN:CD 2.44 0.42
1:F:596:GLU:OE2 1:F:598:LEU:HB2 2.20 0.42
1:F:623:PRO:HD3 1:F:658:ASP:O 2.19 0.42
1:G:111:GLU:HA 1:G:114:GLN:HG2 2.02 0.42
1:H:152:LEU:HD11 1:H:187:ILE:HG23 2.01 0.42
1:H:167:VAL:O 1:H:171:LEU:HG 2.19 0.42
1:J:111:GLU:HA 1:J:114:GLN:HG2 2.02 0.42
1:J:138:LEU:N 1:J:141:ARG:HH21 2.18 0.42
1:J:285:ARG:HD3 1:J:285:ARG:HA 1.75 0.42
1:K:331:VAL:N 1:K:332:PRO:HD2 2.35 0.42
1:M:165:LEU:HA 1:M:168:ILE:HD12 2.02 0.42
1:N:138:LEU:N 1:N:141:ARG:HH21 2.18 0.42
1:N:383:ASN:HB3 1:N:386:LYS:HB3 2.02 0.42
1:N:623:PRO:HD3 1:N:658:ASP:O 2.19 0.42
1:0:502: THR:O 1:0:506:VAL:HG22 2.20 0.42
1:0:596:GLU:OE2 1:0:598:LEU:HB2 2.20 0.42
1:0:692:ILE:HD13 1:0:692:1ILE:HA 1.90 0.42
1:P:67:ARG:O 1:P:71:GLU:HG2 2.20 0.42
1:P:285:ARG:HD3 1:P:285:ARG:HA 1.75 0.42
1:B:623:PRO:HD3 1:B:658:ASP:O 2.19 0.42
1:C:256:PRO:CG 1:D:582: VAL:HG21 2.49 0.42
1:D:60:GLU:HA 1:D:63:ASP:0D2 2.20 0.42
1:D:422:GLN:HA 1:D:427:SER:HB3 2.01 0.42
1:D:593:ILE:HG23 | 1:D:595:VAL:HG22 2.00 0.42
1:D:596:GLU:OE2 1:D:598:LEU:HB2 2.20 0.42
1:E:67:ARG:O 1:E:71:GLU:HG2 2.20 0.42
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1:E:165:LEU:HD12 1:E:166:GLY:N 2.35 0.42
1:F:92:.LEU:HB3 1:F:147:LEU:HD11 2.01 0.42
1:F:197:GLU:HB2 1:G:382:THR:O 2.19 0.42
1:F:338:ARG:HE 1:F:338:ARG:HB3 1.74 0.42
1:F:447: THR:O 1:F:451:LEU:HD23 2.19 0.42
1:G:138:LEU:N 1:G:141:ARG:HH21 2.18 0.42
1:H:241:VAL:O 1:H:245:MET:HG3 2.19 0.42
1:1:71:GLU:HA 1:1:74:GLN:CD 2.44 0.42
1:1:92:LEU:HB3 1:1:147:LEU:HD11 2.01 0.42
1:I:578:SER:OG 1:P:256:PRO:HB3 2.19 0.42
1:1:596:GLU:OE2 1:1:598:LEU:HB2 2.20 0.42
1:J:596:GLU:OE2 1:J:598:LEU:HB2 2.20 0.42
1:K:446:LEU:HD23 1:K:446:LEU:HA 1.92 0.42
1:L:256:PRO:HG3 | 1:M:582:VAL:HG21 2.02 0.42
1:L:406:LEU:O 1:1:412:TRP:NE1 2.52 0.42
1:1:431:GLU:OE1 1:1:431:GLU:N 2.43 0.42
1:M:67:ARG:O 1:M:71:GLU:HG2 2.20 0.42
1:M:71:GLU:HA 1:M:74:GLN:CD 2.44 0.42
1:M:452: GLN:HB2 1:M:463:ARG:HD3 2.01 0.42
1:M:634:ASP:HB3 1:M:636:LYS:HE2 2.02 0.42
1:N:173:LYS:H 1:N:173:LYS:HG3 1.66 0.42
1:0:60:GLU:HA 1:0:63:ASP:0D2 2.20 0.42
1:0:111:GLU:HA 1:0:114:GLN:HG2 2.02 0.42
1:P:502: THR:O 1:P:506:VAL:HG22 2.20 0.42
1:A:148:LEU:O 1:A:152:LEU:HG 2.20 0.42
1:A:502: THR:O 1:A:506:VAL:HG22 2.20 0.42
1:C:71:GLU:HA 1:C:74:GLN:CD 2.44 0.42
1:C:672:MET:O 1:C:675:VAL:HG22 2.19 0.42
1:D:121:ARG:HA 1:D:125:GLY:HA2 2.02 0.42
1:E:502: THR:O 1:E:506:VAL:HG22 2.20 0.42
1:E:593:ILE:HG23 1:E:595:VAL:HG22 2.00 0.42
1:F:215:CYS:HB2 1:F:253: TRP:HE3 1.85 0.42
1:F:494.LEU:HD12 1:F:494:LEU:HA 1.79 0.42
1:F:568: TYR:HE1 1:F:594:ASP:HB2 1.85 0.42
1:G:67:ARG:O 1:G:71:GLU:HG2 2.20 0.42
1:G:596:GLU:OE2 1:G:598:LEU:HB2 2.20 0.42
1:H:215:CYS:HB2 1:H:253: TRP:HE3 1.85 0.42
1:H:502:THR:O 1:H:506: VAL:HG22 2.20 0.42
1:1:436:GLN:HG3 1:P:461:1ILE:HD12 2.02 0.42
1:1:494:LEU:HD12 1:1:494:LEU:HA 1.79 0.42
1:1:568: TYR:HE1 1:1:594:ASP:HB2 1.85 0.42
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1:J:60:GLU:HA 1:J:63:ASP:0D2 2.20 0.42
1:K:71:GLU:HA 1:K:74:GLN:CD 2.44 0.42
1:K:167:VAL:O 1:K:171:LEU:HG 2.19 0.42
1:K:168:ILE:H 1:K:168:ILE:HG13 1.64 0.42
1:K:215:CYS:HB2 1:K:253: TRP:HE3 1.85 0.42
1:K:241:VAL:O 1:K:245:-MET:HG3 2.19 0.42
1:K:502: THR:O 1:K:506:VAL:HG22 2.20 0.42
1:L:148:LEU:O 1:L:152:LEU:HG 2.20 0.42
1:M:121:ARG:HA 1:M:125:GLY:HA2 2.02 0.42
1:N:121:ARG:HA 1:N:125:GLY:HA2 2.02 0.42
1:N:502:THR:O 1:N:506:VAL:HG22 2.20 0.42
1:N:634:ASP:HB3 1:N:636:LYS:HE2 2.02 0.42
1:N:672:MET:O 1:N:675:VAL:HG22 2.19 0.42
1:0:67:ARG:O 1:0:71:GLU:HG2 2.20 0.42
1:0:422:GLN:HA 1:0:427:SER:HB3 2.01 0.42
1:0:564:VAL:HG22 1:0:616:ASN:HB2 2.01 0.42
1:0:568:TYR:HE1 1:0:594:ASP:HB2 1.85 0.42
1:0:593:ILE:HG23 | 1:0:595:VAL:HG22 2.00 0.42
1:P:165:LEU:HD12 1:P:166:GLY:N 2.35 0.42
1:P:391:LYS:HD3 1:P:401:VAL:HG11 2.00 0.42
1:P:593:ILE:HG23 1:P:595:VAL:HG22 2.00 0.42
1:A:92:LEU:HB3 1:A:147:LEU:HD11 2.01 0.41
1:A:127:ASP:HB2 1:A:131:ARG:NH1 2.28 0.41
1:B:121:ARG:HA 1:B:125:GLY:HA2 2.02 0.41
1:B:152:LEU:HD11 1:B:187:ILE:HG23 2.02 0.41
1:C:564:VAL:HG22 1:C:616:ASN:HB2 2.01 0.41
1:C:596:GLU:OE2 1:C:598.LEU:HB2 2.20 0.41
1:D:564:VAL:HG22 1:D:616:ASN:HB2 2.01 0.41
1:E:138:LEU:N 1:E:141:ARG:HH21 2.18 0.41
1:F:138:LEU:N 1:F:141:ARG:HH21 2.18 0.41
1:G:60:GLU:HA 1:G:63:ASP:0D2 2.20 0.41
1:G:148:LEU:O 1:G:152:LEU:HG 2.20 0.41
1:G:261:LYS:N 1:G:262:GLU:OE1 2.53 0.41
1:G:494:LEU:HD12 1:G:494:LEU:HA 1.79 0.41
1:H:111:GLU:HA 1:H:114:GLN:HG2 2.02 0.41
1:H:138:LEU:N 1:H:141:ARG:HH21 2.18 0.41
1:1:215:CYS:HB2 1:I1:253: TRP:HES3 1.85 0.41
1:J:148:LEU:O 1:J:152:LEU:HG 2.20 0.41
1:J:261:LYS:N 1:J:262:GLU:OFE1 2.53 0.41
1:J:405:1ILE:H 1:J:405:ILE:HG13 1.69 0.41
1:K:152:LEU:HD11 | 1:K:187:ILE:HG23 2.02 0.41
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1:L:165:LEU:HA 1:L:168:ILE:HD12 2.02 0.41
1:L:502: THR:O 1:1:506: VAL:HG22 2.20 0.41
1:N:215:CYS:HB2 1:N:253: TRP:HE3 1.85 0.41
1:N:564:VAL:HG22 1:N:616:ASN:HB2 2.01 0.41
1:N:596:GLU:OE2 1:N:598:LEU:HB2 2.20 0.41
1:0:121:ARG:HA 1:0:125:GLY:HA2 2.02 0.41
1:P:138:LEU:N 1:P:141:ARG:HH21 2.18 0.41
1:A:165:LEU:HA 1:A:168:ILE:HD12 2.02 0.41
1:A:634:ASP:HB3 1:A:636:LYS:HE2 2.02 0.41
1:C:121:ARG:HA 1:C:125:GLY:HA2 2.03 0.41
1:C:215:CYS:HB2 1:C:253: TRP:HE3 1.85 0.41
1:C:406:LEU:O 1:C:412: TRP:NE1 2.52 0.41
1:C:502: THR:O 1:C:506:VAL:HG22 2.20 0.41
1:C:634:ASP:HB3 1:C:636:LYS:HE2 2.02 0.41
1:E:173:LYS:H 1:E:173:LYS:HG3 1.66 0.41
1:E:608:ILE:HG23 | 1:E:645:THR:HG21 2.02 0.41
1:F:60:GLU:HA 1:F:63:ASP:0OD2 2.20 0.41
1:F:331:VAL:N 1:F:332:PRO:HD2 2.34 0.41
1:G:215:CYS:HB2 1:G:253: TRP:HE3 1.85 0.41
1:G:383:ASN:HB3 1:G:386:LYS:HB3 2.02 0.41
1:1:60:GLU:HA 1:1:63:ASP:0OD2 2.20 0.41
1:1:331:VAL:N 1:1:332:PRO:HD2 2.35 0.41
1:J:67:ARG:O 1:J:71:GLU:HG2 2.20 0.41
1:J:148:LEU:HA 1:J:151:ILE:HG12 2.02 0.41
1:J:215:CYS:HB2 1:J:253: TRP:HE3 1.85 0.41
1:K:259:PHE:HD2 1:L:578:SER:HB3 1.84 0.41
1:L:634:ASP:HB3 1:1L:636:LYS:HE2 2.02 0.41
1:M:152:LEU:HD11 | 1:M:187:ILE:HG23 2.01 0.41
1:N:71:GLU:HA 1:N:74:GLN:CD 2.44 0.41
1:N:111:GLU:HA 1:N:114:GLN:HG2 2.02 0.41
1:0:331:VAL:N 1:0:332:PRO:HD2 2.34 0.41
1:0:608:ILE:HG23 | 1:0:645:THR:HG21 2.02 0.41
1:P:568: TYR:HE1 1:P:594:ASP:HB2 1.85 0.41
1:P:608:ILE:HG23 | 1:P:645:THR:HG21 2.02 0.41
1:A:110:ARG:O 1:A:114:GLN:HG2 2.20 0.41
1:A:121:ARG:HA 1:A:125:GLY:HA2 2.02 0.41
1:A:148:LEU:HA 1:A:151:ILE:HG12 2.02 0.41
1:A:540:THR:HG22 | 1:A:544:GLU:OE2 2.19 0.41
1:B:241:VAL:O 1:B:245:MET:HG3 2.19 0.41
1:D:67:ARG:O 1:D:71:GLU:HG2 2.20 0.41
1:D:608:ILE:HG23 | 1:D:645:THR:HG21 2.02 0.41
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1:E:121:ARG:HA 1:E:125:GLY:HA2 2.02 0.41
1:E:168:ILE:H 1:E:168:ILE:HG13 1.64 0.41
1:E:568: TYR:HE1 1:E:594:ASP:HB2 1.85 0.41
1:G:79:LEU:HD22 1:G:92:LEU:HD23 2.02 0.41
1:H:92:LEU:HB3 1:H:147:LEU:HD11 2.01 0.41
1:H:383:ASN:HB3 1:H:386:LYS:HB3 2.01 0.41
1:H:461:ILE:H 1:H:461:1LE:HG13 1.63 0.41
1:1:79:LEU:HD22 1:1:92:LEU:HD23 2.02 0.41
1:1:138:LEU:N 1:1:141:ARG:HH21 2.18 0.41
1:1:165:LEU:HA 1:1:168:ILE:HD12 2.02 0.41
1:1:261:LYS:N 1:1:262:GLU:OE1 2.53 0.41
1:1:406:LEU:O 1:1:412:TRP:NE1 2.52 0.41
1:J:79:LEU:HD22 1:J:92:LEU:HD23 2.02 0.41
1:J:197:GLU:CD 1:K:383:ASN:HA 2.45 0.41
1:J:383:ASN:HB3 1:J:386:LYS:HB3 2.02 0.41
1:K:92:LEU:HB3 1:K:147:LEU:HD11 2.01 0.41
1:K:111:GLU:HA 1:K:114:GLN:HG2 2.02 0.41
1:K:138:LEU:N 1:K:141:ARG:HH21 2.18 0.41
1:L:92:LEU:HB3 1:1L:147:LEU:HD11 2.01 0.41
1:L:121:ARG:HA 1:L:125:GLY:HA2 2.02 0.41
1:L:148:LEU:HA 1:L:151:ILE:HG12 2.02 0.41
1:L:203:VAL:HG21 | 1:L:241:VAL:HG13 2.03 0.41
1:M:110:ARG:O 1:M:114:GLN:HG2 2.20 0.41
1:M:422:GLN:HA 1:M:427:SER:HB3 2.01 0.41
1:N:165:LEU:HA 1:N:168:ILE:HD12 2.02 0.41
1:N:338:ARG:HE 1:N:338:ARG:HB3 1.75 0.41
1:0:406:LEU:HD23 1:0:406:LEU:HA 1.94 0.41
1:0:561: THR:HA 1:0:562:PRO:HD3 1.89 0.41
1:P:71:GLU:HA 1:P:74:GLN:CD 2.44 0.41
1:P:215:CYS:HB2 1:P:253: TRP:HE3 1.85 0.41
1:A:203:VAL:HG21 | 1:A:241:VAL:HG13 2.03 0.41
1:A:241:VAL:O 1:A:245:-MET:HG3 2.19 0.41
1:C:92:LEU:HB3 1:C:147.LEU:HD11 2.01 0.41
1:C:111:GLU:HA 1:C:114:GLN:HG2 2.02 0.41
1:C:165:LEU:HA 1:C:168:1ILE:HD12 2.02 0.41
1:C:464:LYS:HD3 1:D:442:LEU:CD2 2.50 0.41
1:D:215:CYS:HB2 1:D:253: TRP:HE3 1.85 0.41
1:D:331:VAL:N 1:D:332:PRO:HD2 2.34 0.41
1:E:71:GLU:HA 1:E:74:GLN:CD 2.44 0.41
1:F:79:LEU:HD22 1:F:92:LEU:HD23 2.02 0.41
1:F:127:ASP:HB2 1:F:131:ARG:NH1 2.28 0.41
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1:F:165:LEU:HA 1:F:168:ILE:HD12 2.02 0.41
1:F:261:LYS:N 1:F:262:GLU:OE1 2.53 0.41
1:G:148:LEU:HA 1:G:151:ILE:HG12 2.02 0.41
1:G:406:LEU:O 1:G:412:TRP:NE1 2.52 0.41
1:G:617:PHE:N 1:G:652:ASN:O 2.36 0.41
1:H:60:GLU:HA 1:H:63:ASP:0D2 2.20 0.41
1:H:452:GLN:HB2 1:H:463:ARG:HD3 2.01 0.41
1:H:669:PRO:HD2 1:H:672:MET:SD 2.61 0.41
1:1:383:ASN:HB3 1:1:386:LYS:HB3 2.01 0.41
1:J:458:LYS:HD3 1:J:458:LYS:HA 1.77 0.41
1:K:235:LEU:HD21 | 1:K:329:ARG:HB3 2.03 0.41
1:K:458:LYS:HA 1:K:458:LYS:HD3 1.77 0.41
1:L:110:ARG:O 1:1L:114:GLN:HG2 2.20 0.41
1:L:111:GLU:HA 1:1:114:GLN:HG2 2.02 0.41
1:L:127:ASP:HB2 1:L:131:ARG:NH1 2.28 0.41
1:L:167:VAL:O 1:L:171:LEU:HG 2.19 0.41
1:1:241:VAL:O 1:L:245:MET:HG3 2.19 0.41
1:L:540: THR:HG22 1:L:544:GLU:OE2 2.19 0.41
1:M:92:LEU:HB3 1:M:147.LEU:HD11 2.01 0.41
1:M:148:LEU:O 1:M:152:LEU-HG 2.20 0.41
1:M:241:VAL:O 1:M:245:-MET:HG3 2.19 0.41
1:N:79:LEU:HD22 1:N:92:LEU:HD23 2.02 0.41
1:N:92:LEU:HB3 1:N:147:LEU:HD11 2.01 0.41
1:N:406:LEU:O 1:N:412: TRP:NE1 2.52 0.41
1:P:165:LEU:HA 1:P:168:ILE:HD12 2.02 0.41
1:P:634:ASP:HB3 1:P:636:LYS:HE2 2.02 0.41
1:A:235:LEU:HD21 | 1:A:329:ARG:HB3 2.03 0.41
1:A:261:LYS:N 1:A:262:GLU:OFE1 2.53 0.41
1:B:79:LEU:HD22 1:B:92:LEU:HD23 2.02 0.41
1:B:110:ARG:O 1:B:114:GLN:HG2 2.20 0.41
1:B:111:GLU:HA 1:B:114:GLN:HG2 2.02 0.41
1:B:148:LEU:O 1:B:152:LEU:HG 2.20 0.41
1:B:167:VAL:O 1:B:171:LEU:HG 2.19 0.41
1:B:683: TRP:HE1 1:B:685:HIS:CG 2.39 0.41
1:E:60:GLU:HA 1:E:63:ASP:0D2 2.20 0.41
1:E:165:LEU:HA 1:E:168:ILE:HD12 2.02 0.41
1:E:215:CYS:HB2 1:E:253: TRP:HE3 1.85 0.41
1:E:406:LEU:HD23 1:E:406:LEU:HA 1.94 0.41
1:F:383:ASN:HB3 1:F:386:LYS:HB3 2.02 0.41
1:F:608:ILE:HG23 | 1:F:645:THR:HG21 2.02 0.41
1:G:165:LEU:HA 1:G:168:ILE:HD12 2.02 0.41
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1:G:683: TRP:HE1 1:G:685:HIS:CG 2.39 0.41
1:H:127:ASP:HB2 1:H:131:ARG:NH1 2.28 0.41
1:H:235:LEU:HD21 1:H:329:ARG:HB3 2.03 0.41
1:H:505:LEU:O 1:H:507:SER:N 2.54 0.41
1:I:608:ILE:HG23 1:1:645: THR:HG21 2.02 0.41
1:J:197:GLU:OE2 1:K:383:ASN:HA 2.21 0.41
1:J:406:LEU:O 1:J:412: TRP:NE1 2.52 0.41
1:J:568:TYR:HE1 1:J:594:ASP:HB2 1.85 0.41
1:J:683: TRP:HE1 1:J:685:HIS:CG 2.39 0.41
1:K:383:ASN:HB3 1:K:386:LYS:HB3 2.02 0.41
1:K:505:LEU:O 1:K:507:SER:N 2.54 0.41
1:K:669:PRO:HD2 1:K:672:MET:SD 2.61 0.41
1:K:683: TRP:HE1 1:K:685:HIS:CG 2.39 0.41
1:M:79:LEU:HD22 1:M:92:LEU:HD23 2.02 0.41
1:N:167:VAL:O 1:N:171:LEU:HG 2.19 0.41
1:N:235:LEU:HD21 1:N:329:ARG:HB3 2.03 0.41
1:0:215:CYS:HB2 1:0:253: TRP:HE3 1.85 0.41
1:P:60:GLU:HA 1:P:63:ASP:0D2 2.20 0.41
1:P:121:ARG:HA 1:P:125:GLY:HA2 2.02 0.41
1:P:152:LEU:HD11 1:P:187:ILE:HG23 2.01 0.41
1:P:203:VAL:HG21 | 1:P:241:VAL:HG13 2.03 0.41
1:P:349:LEU:HD13 | 1:P:374:LEU:HD21 2.03 0.41
1:A:111:GLU:HA 1:A:114:GLN:HG2 2.02 0.41
1:A:167:VAL:O 1:A:171:LEU:HG 2.19 0.41
1:B:153:VAL:HG22 1:B:154:ALA:H 1.86 0.41
1:B:168:ILE:H 1:B:168:ILE:HG13 1.64 0.41
1:B:422:GLN:HA 1:B:427:SER:HB3 2.01 0.41
1:C:79:LEU:HD22 1:C:92:LEU:HD23 2.02 0.41
1:C:167:VAL:O 1:C:171:LEU:HG 2.19 0.41
1:C:173:LYS:H 1:C:173:LYS:HG3 1.66 0.41
1:C:235:LEU:HD21 1:C:329:ARG:HB3 2.03 0.41
1:C:406:LEU:HD23 1:C:406:LEU:HA 1.95 0.41
1:D:356:LYS:HB3 1:D:361:LYS:O 2.21 0.41
1:D:442:LEU:HD23 1:D:442:LEU:HA 1.92 0.41
1:E:79:LEU:HD22 1:E:92:LEU:HD23 2.02 0.41
1:E:203:VAL:HG21 | 1:E:241:VAL:HG13 2.03 0.41
1:E:349:LEU:HD13 | 1:E:374:LEU:HD21 2.03 0.41
1:E:634:ASP:HB3 1:E:636:LYS:HE2 2.02 0.41
1:F:349:LEU:HD13 | 1:F:374:LEU:HD21 2.03 0.41
1:F:634:ASP:HB3 1:F:636:LYS:HE2 2.02 0.41
1:G:110:ARG:O 1:G:114:GLN:HG2 2.20 0.41
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1:G:203:VAL:HG21 | 1:G:241:VAL:HG13 2.03 0.41
1:G:568:TYR:HE1 1:G:594:ASP:HB2 1.85 0.41
1:H:110:ARG:O 1:H:114:GLN:HG2 2.20 0.41
1:H:121:ARG:HA 1:H:125:GLY:HA2 2.02 0.41
1:H:683: TRP:HE1 1:H:685:HIS:CG 2.39 0.41
1:1:127:ASP:HB2 1:1:131:ARG:NH1 2.28 0.41
1:1:349:LEU:HD13 1:1:374:LEU:HD21 2.03 0.41
1:1:634:ASP:HB3 1:1:636:LYS:HE2 2.02 0.41
1:J:165:LEU:HA 1:J:168:ILE:HD12 2.02 0.41
1:J:203:VAL:HG21 1:J:241:VAL:HG13 2.03 0.41
1:K:60:GLU:HA 1:K:63:ASP:0D2 2.20 0.41
1:K:79:LEU:HD22 1:K:92:LEU:HD23 2.02 0.41
1:L:60:GLU:HA 1:L:63:ASP:0OD2 2.20 0.41
1:L:235:LEU:HD21 1:1:329:ARG:HB3 2.03 0.41
1:L:261:LYS:N 1:1L:262:GLU:OE1 2.53 0.41
1:1:285:ARG:HA 1:1L:285:ARG:HD3 1.75 0.41
1:1L:349:LEU:HD13 | 1:L:374:LEU:HD21 2.03 0.41
1:L:505:LEU:O 1:L:507:SER:N 2.54 0.41
1:M:111:GLU:HA 1:M:114:GLN:HG2 2.02 0.41
1:M:235:LEU:HD21 | 1:M:329:ARG:HB3 2.03 0.41
1:M:683: TRP:HE1 1:M:685:HIS:CG 2.39 0.41
1:N:152:LEU:HD11 | 1:N:187:ILE:HG23 2.02 0.41
1:0:464:LYS:HE2 1:P:445:ARG:NH2 2.35 0.41
1:P:79:LEU:HD22 1:P:92:LEU:HD23 2.02 0.41
1:P:596:GLU:OE2 1:P:598:LEU:HB2 2.20 0.41
1:P:669:PRO:HD2 1:P:672:MET:SD 2.61 0.41
1:A:349:LEU:HD13 | 1:A:374:LEU:HD21 2.03 0.41
1:A:449:GLU:O 1:A:453: THR:0G1 2.31 0.41
1:A:505:LEU:O 1:A:507:SER:N 2.54 0.41
1:B:92:LEU:HB3 1:B:147:LEU:HD11 2.01 0.41
1:B:235:LEU:HD21 1:B:329:ARG:HB3 2.03 0.41
1:B:277:LEU:HA 1:B:277:LEU:HD23 1.81 0.41
1:B:349:LEU:HD13 | 1:B:374:LEU:HD21 2.03 0.41
1:B:669:PRO:HD2 1:B:672:MET:SD 2.61 0.41
1:C:152:LEU:HD11 1:C:187:ILE:HG23 2.02 0.41
1:C:203:VAL:HG21 | 1:C:241:VAL:HG13 2.03 0.41
1:C:460:GLY:O 1:C:464:LYS:N 2.30 0.41
1:C:607:LEU:HD12 | 1:C:642:GLN:HE21 1.86 0.41
1:C:608:ILE:HG23 | 1:C:645:THR:HG21 2.02 0.41
1:C:683: TRP:HE1 1:C:685:HIS:CG 2.39 0.41
1:E:152:LEU:HD11 1:E:187:ILE:HG23 2.02 0.41

Continued on next page...

EMD-13951, 7QGO0




Page 125

Full wwPDB EM Validation Report

Continued from previous page...

EMD-13951, 7QGO0

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:E:356:LYS:HB3 1:E:361:LYS:O 2.21 0.41
1:F:442:LEU:HD23 1:F:442:LEU:HA 1.93 0.41
1:F:669:PRO:HD2 1:F:672:MET:SD 2.61 0.41
1:G:502:THR:O 1:G:506:VAL:HG22 2.20 0.41
1:1:356:LYS:HB3 1:1:361:LYS:O 2.21 0.41
1:1:669:PRO:HD2 1:1:672:MET:SD 2.61 0.41
1:J:110:ARG:O 1:J:114:GLN:HG2 2.21 0.41
1:J:502:THR:O 1:J:506: VAL:HG22 2.20 0.41
1:K:110:ARG:O 1:K:114:GLN:HG2 2.20 0.41
1:K:452:GLN:HB2 1:K:463:ARG:HD3 2.01 0.41
1:M:153:VAL:HG22 1:M:154:ALA:H 1.86 0.41
1:M:167:VAL:O 1:M:171:LEU:HG 2.19 0.41
1:M:349:LEU:HD13 | 1:M:374:LEU:HD21 2.03 0.41
1:N:356:LYS:HB3 1:N:361:LYS:O 2.21 0.41
1:0:356:LYS:HB3 1:0:361:LYS:O 2.21 0.41
1:0:442:LEU:HD23 1:0:442:LEU:HA 1.92 0.41
1:P:168:ILE:H 1:P:168:ILE:HG13 1.64 0.41
1:P:228:LEU:HD23 1:P:228:LEU:HA 1.89 0.41
1:P:356:LYS:HB3 1:P:361:LYS:O 2.21 0.41
1:A:60:GLU:HA 1:A:63:ASP:0D2 2.20 0.41
1:A:161:ALA:HA 1:A:165:LEU:HD23 2.03 0.41
1:B:383:ASN:HB3 1:B:386:LYS:HB3 2.02 0.41
1:B:568: TYR:HE1 1:B:594:ASP:HB2 1.85 0.41
1:C:67:ARG:O 1:C:71:GLU:HG2 2.20 0.41
1:C:356:LYS:HB3 1:C:361:LYS:O 2.21 0.41
1:D:138:LEU:N 1:D:141:ARG:HH21 2.18 0.41
1:D:153:VAL:HG22 1:D:154:ALA:H 1.86 0.41
1:D:505:LEU:O 1:D:507:SER:N 2.54 0.41
1:E:505:LEU:O 1:E:507:SER:N 2.54 0.41
1:E:596:GLU:OE2 1:E:598:LEU:HB2 2.20 0.41
1:E:669:PRO:HD2 1:E:672:MET:SD 2.61 0.41
1:F:148:LEU:O 1:F:152:LEU:HG 2.20 0.41
1:F:356:LYS:HB3 1:F:361:LYS:O 2.21 0.41
1:F:683: TRP:HE1 1:F:685:HIS:CG 2.39 0.41
1:G:92:LEU:HB3 1:G:147:LEU:HD11 2.01 0.41
1:G:356:LYS:HB3 1:G:361:LYS:O 2.21 0.41
1:G:422:GLN:HA 1:G:427:SER:HB3 2.01 0.41
1:G:505:LEU:O 1:G:507:SER:N 2.54 0.41
1:H:79:LEU:HD22 1:H:92:LEU:HD23 2.02 0.41
1:H:161:ALA:HA 1:H:165:LEU:HD23 2.03 0.41
1:H:446:LEU:HD23 1:H:446:LEU:HA 1.92 0.41
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1:1:442:LEU:HD23 1:1:442:LEU:HA 1.92 0.41
1:J:92:LEU:HB3 1:J:147:LEU:HD11 2.01 0.41
1:J:494:LEU:HA 1:J:494:LEU:HD12 1.79 0.41
1:J:505:LEU:O 1:J:507:SER:N 2.54 0.41
1:K:121:ARG:HA 1:K:125:GLY:HA2 2.02 0.41
1:K:127:ASP:HB2 1:K:131:ARG:NH1 2.28 0.41
1:K:165:LEU:HA 1:K:168:ILE:HD12 2.02 0.41
1:1.:383:ASN:HB3 1:1.:386:LYS:HB3 2.01 0.41
1:M:138:LEU:N 1:M:141:ARG:HH21 2.18 0.41
1:M:277:LEU:HA 1:M:277.LEU:HD23 1.81 0.41
1:M:406:LEU:HD23 1:M:406:LEU:HA 1.94 0.41
1:M:561:THR:HA 1:M:562:PRO:HD3 1.89 0.41
1:M:669:PRO:HD2 1:M:672:MET:SD 2.61 0.41
1:N:203:VAL:HG21 | 1:N:241:VAL:HG13 2.03 0.41
1:N:608:ILE:HG23 | 1:N:645:THR:HG21 2.02 0.41
1:N:683: TRP:HE1 1:N:685:HIS:CG 2.39 0.41
1:0:138:LEU:N 1:0:141:ARG:HH?21 2.18 0.41
1:0:505:LEU:O 1:0:507:SER:N 2.54 0.41
1:0:607:LEU:HD12 | 1:0:642:GLN:HE21 1.86 0.41
1:P:110:ARG:O 1:P:114:GLN:HG2 2.20 0.41
1:P:153:VAL:HG22 1:P:154:ALA:H 1.86 0.41
1:P:173:LYS:H 1:P:173:LYS:HG3 1.66 0.41
1:P:406:LEU:HD23 1:P:406:LEU:HA 1.95 0.41
1:P:505:LEU:O 1:P:507:SER:N 2.54 0.41
1:A:285:ARG:HA 1:A:285:ARG:HD3 1.75 0.41
1:A:383:ASN:HB3 1:A:386:LYS:HB3 2.01 0.41
1:A:596:GLU:OE2 1:A:598:LEU:HB2 2.20 0.41
1:A:608:ILE:HG23 | 1:A:645:THR:HG21 2.02 0.41
1:B:138:LEU:N 1:B:141:ARG:HH21 2.18 0.41
1:B:161:ALA:HA 1:B:165:LEU:HD23 2.03 0.41
1:B:285:ARG:HA 1:B:285:ARG:HD3 1.75 0.41
1:B:505:LEU:O 1:B:507:SER:N 2.54 0.41
1:B:607:LEU:HD12 | 1:B:642:GLN:HE21 1.86 0.41
1:C:60:GLU:HA 1:C:63:ASP:0OD2 2.20 0.41
1:C:338:ARG:HE 1:C:338:ARG:HB3 1.75 0.41
1:D:110:ARG:O 1:D:114:GLN:HG2 2.20 0.41
1:D:205:ALA:C 1:D:207:GLY:H 2.29 0.41
1:D:607:LEU:HD12 | 1:D:642:GLN:HE21 1.86 0.41
1:E:110:ARG:O 1:E:114:GLN:HG2 2.20 0.41
1:E:153:VAL:HG22 1:E:154:ALA:H 1.86 0.41
1:E:383:ASN:HB3 1:E:386:LYS:HB3 2.02 0.41
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1:F:148:LEU:HA 1:F:151:ILE:HG12 2.02 0.41
1:F:219:ASP:OD1 1:F:222:LEU:N 2.31 0.41
1:F:505:LEU:O 1:F:507:SER:N 2.54 0.41
1:G:121:ARG:HA 1:G:125:GLY:HA2 2.02 0.41
1:G:161:ALA:HA 1:G:165:LEU:HD23 2.03 0.41
1:G:235:LEU:HD21 | 1:G:329:ARG:HB3 2.03 0.41
1:G:349:LEU:HD13 | 1:G:374:LEU:HD21 2.03 0.41
1:G:576:LEU:HA 1:G:579:LEU:HG 2.03 0.41
1:H:67:ARG:O 1:H:71:GLU:HG2 2.20 0.41
1:H:165:LEU:HA 1:H:168:ILE:HD12 2.02 0.41
1:H:631:GLN:N 1:H:669:PRO:HD3 2.36 0.41
1:1:148:LEU:O 1:1:152:.LEU:HG 2.20 0.41
1:1:505:LEU:O 1:I1:507:SER:N 2.54 0.41
1:1.683: TRP:HE1 1:1:685:HIS:CG 2.39 0.41
1:J:121:ARG:HA 1:J:125:GLY:HA2 2.03 0.41
1:J:161:ALA:HA 1:J:165:LEU:HD23 2.03 0.41
1:J:235:LEU:HD21 1:J:329:ARG:HB3 2.03 0.41
1:J:338:ARG:HE 1:J:338:ARG:HB3 1.74 0.41
1:J:349:LEU:HD13 1:J:374:LEU:HD21 2.03 0.41
1:J:356:LYS:HB3 1:J:361:LYS:0O 2.21 0.41
1:J:422:GLN:HA 1:J:427:SER:HB3 2.01 0.41
1:K:67:ARG:O 1:K:71:GLU:HG2 2.20 0.41
1:K:148:LEU:O 1:K:152:LEU:HG 2.20 0.41
1:K:349:LEU:HD13 | 1:K:374:LEU:HD21 2.03 0.41
1:K:631:GLN:N 1:K:669:PRO:HD3 2.36 0.41
1:L:161:ALA:HA 1:L:165:LEU:HD23 2.03 0.41
1:L:596:GLU:OE2 1:L:598:LEU:HB2 2.20 0.41
1:L:608:ILE:HG23 | 1:L:645:THR:HG21 2.02 0.41
1:M:161:ALA:HA 1:M:165:LEU:HD23 2.03 0.41
1:M:253: TRP:HE1 1:N:586:LEU:HD11 1.85 0.41
1:M:383:ASN:HB3 1:M:386:LYS:HB3 2.02 0.41
1:M:568: TYR:HE1 1:M:594:ASP:HB2 1.85 0.41
1:M:607:LEU:HD12 | 1:M:642:GLN:HE21 1.86 0.41
1:N:67:ARG:O 1:N:71:GLU:HG2 2.20 0.41
1:N:110:ARG:O 1:N:114:GLN:HG2 2.20 0.41
1:N:182:ARG:HD2 1:N:221:ALA:HB3 2.03 0.41
1:N:568: TYR:HE1 1:N:594:ASP:HB2 1.85 0.41
1:N:607:LEU:HD12 | 1:N:642:GLN:HE21 1.86 0.41
1:0:182:ARG:HD2 1:0:221:ALA:HB3 2.03 0.41
1:0:235:LEU:HD21 | 1:0:329:ARG:HB3 2.03 0.41
1:0:349:LEU:HD13 | 1:0:374:LEU:HD21 2.03 0.41
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Atom-1 Atom-2 distance (A) overlap (A)
1:0:383:ASN:HB3 1:0:386:LYS:HB3 2.02 0.41
1:0:494:LEU:HD12 1:0:494:LEU:HA 1.79 0.41
1:P:383:ASN:HB3 1:P:386:LYS:HB3 2.02 0.41
1:A:205:ALA:C 1:A:207:GLY:H 2.29 0.41
1:A:669:PRO:HD2 1:A:672:MET:SD 2.61 0.41
1:A:683:TRP:HE1 1:A:685:HIS:CG 2.39 0.41
1:C:182:ARG:HD2 1:C:221:ALA:HB3 2.03 0.41
1:C:205:ALA:C 1:C:207:GLY:H 2.29 0.41
1:C:349:LEU:HD13 | 1:C:374:LEU:HD21 2.03 0.41
1:D:182:ARG:HD2 1:D:221:ALA:HB3 2.03 0.41
1:D:235:LEU:HD21 1:D:329:ARG:HB3 2.03 0.41
1:D:261:LYS:N 1:D:262:GLU:OE1 2.53 0.41
1:D:349:LEU:HD13 | 1:D:374:LEU:HD21 2.03 0.41
1:D:383:ASN:HB3 1:D:386:LYS:HB3 2.02 0.41
1:D:561: THR:HA 1:D:562:PRO:HD3 1.89 0.41
1:E:576:LEU:HA 1:E:579:LEU:HG 2.03 0.41
1:F:121:ARG:HA 1:F:125:GLY:HA2 2.02 0.41
1:F:285:ARG:HH21 | 1:G:484:ARG:NH1 2.18 0.41
1:F:420: TRP:CE2 1:F:473:LEU:HD22 2.56 0.41
1:F:617:PHE:N 1:F:652:ASN:O 2.36 0.41
1:G:153:VAL:HG12 | 1:G:156:ASN:HB2 2.03 0.41
1:G:420:TRP:CE2 | 1:G:473:LEU:HD22 2.56 0.41
1:G:458:LYS:HD3 1:G:458:LYS:HA 1.77 0.41
1:H:153:VAL:HG22 1:H:154:ALA:H 1.86 0.41
1:H:284:GLU:OE1 1:H:285:ARG:NH2 2.54 0.41
1:H:349:LEU:HD13 | 1:H:374:LEU:HD21 2.03 0.41
1:H:568: TYR:HE1 1:H:594:ASP:HB2 1.85 0.41
1:I:67:ARG:O 1:1:71:GLU:HG2 2.20 0.41
1:1:121:ARG:HA 1:1:125:GLY:HA2 2.02 0.41
1:1:148:LEU:HA 1:1:151:1ILE:HG12 2.02 0.41
1:1:161:ALA:HA 1:1:165:LEU:HD23 2.03 0.41
1:1:420: TRP:CE2 1:1:473:LEU:HD22 2.56 0.41
1:1:491:LEU:HD23 1:1:491:LEU:HA 1.83 0.41
1:J:420: TRP:CE2 1:J:473:LEU:HD22 2.56 0.41
1:K:161:ALA:HA 1:K:165:LEU:HD23 2.03 0.41
1:K:284:GLU:OE1 1:K:285:ARG:NH2 2.54 0.41
1:L:205:ALA:C 1:L:207:GLY:H 2.29 0.41
1:L:420: TRP:CE2 1:1L:473:LEU:HD22 2.56 0.41
1:L:669:PRO:HD2 1:L:672:MET:SD 2.61 0.41
1:M:261:LYS:N 1:M:262:GLU:OE1 2.53 0.41
1:M:505:LEU:O 1:M:507:SER:N 2.54 0.41

Continued on next page...




Page 129

Full wwPDB EM Validation Report

Continued from previous page...

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:N:60:GLU:HA 1:N:63:ASP:0OD2 2.20 0.41
1:N:349:LEU:HD13 | 1:N:374:LEU:HD21 2.03 0.41
1:N:406:LEU:HD23 1:N:406:LEU:HA 1.94 0.41
1:N:515:LEU:HD12 1:N:515:LEU:HA 1.84 0.41
1:0:110:ARG:O 1:0:114:GLN:HG2 2.20 0.41
1:0:153:VAL:HG22 1:0:154:ALA:H 1.86 0.41
1:0:205:ALA:C 1:0:207:GLY:H 2.29 0.41
1:P:261:LYS:N 1:P:262:GLU:OE1 2.53 0.41
1:P:576:LEU:HA 1:P:579:LEU:HG 2.03 0.41
1:A:414:GLU:CD 1:A:437:GLN:HA 2.47 0.40
1:A:420: TRP:CE2 1:A:473:LEU:HD22 2.56 0.40
1:B:182:ARG:HD2 1:B:221:ALA:HB3 2.03 0.40
1:B:261:LYS:N 1:B:262:GLU:OE1 2.53 0.40
1:B:608:1ILE:HG23 | 1:B:645:THR:HG21 2.02 0.40
1:B:692:1LE:HD13 1:B:692:1LE:HA 1.90 0.40
1:C:110:ARG:O 1:C:114:GLN:HG2 2.20 0.40
1:C:339:LEU:HA 1:C:342:GLN:OE1 2.22 0.40
1:C:568: TYR:HE1 1:C:594:ASP:HB2 1.85 0.40
1:D:165:LEU:HA 1:D:168:ILE:HD12 2.02 0.40
1:D:631:GLN:N 1:D:669:PRO:HD3 2.36 0.40
1:D:634:ASP:HB3 1:D:636:LYS:HE2 2.02 0.40
1:D:669:PRO:HD2 1:D:672:MET:SD 2.61 0.40
1:E:235:LEU:HD21 1:E:329:ARG:HB3 2.03 0.40
1:E:261:LYS:N 1:E:262:GLU:OE1 2.53 0.40
1:E:442:LEU:HD23 1:E:442:LEU:HA 1.92 0.40
1:F:235:LEU:HD21 1:F:329:ARG:HB3 2.03 0.40
1:G:634:ASP:HB3 1:G:636:LYS:HE2 2.02 0.40
1:G:669:PRO:HD2 1:G:672:MET:SD 2.61 0.40
1:H:148:LEU:O 1:H:152:LEU:HG 2.20 0.40
1:H:205:ALA:C 1:H:207:GLY:H 2.29 0.40
1:H:458:LYS:HA 1:H:458:LYS:HD3 1.77 0.40
1:J:258:ALA:HB1 1:J:271:CYS:SG 2.62 0.40
1:J:284:GLU:OFE1 1:J:285:ARG:NH2 2.54 0.40
1:J:561: THR:HA 1:J:562:PRO:HD3 1.89 0.40
1:J:576:LEU:HA 1:J:579:LEU:HG 2.04 0.40
1:J:669:PRO:HD?2 1:J:672:MET:SD 2.61 0.40
1:K:261:LYS:N 1:K:262:GLU:OE1 2.53 0.40
1:K:414:GLU:CD 1:K:437:GLN:HA 2.47 0.40
1:K:568:TYR:HE1 1:K:594:ASP:HB2 1.85 0.40
1:1:414:GLU:CD 1:1:437:GLN:HA 2.47 0.40
1:M:356:LYS:HB3 1:M:361:LYS:O 2.21 0.40
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Atom-1 Atom-2 distance (A) overlap (A)

1:N:205:ALA:C 1:N:207:GLY:H 2.29 0.40
1:N:617:PHE:N 1:N:652:ASN:O 2.36 0.40
1:0:165:LEU:HA 1:0:168:ILE:HD12 2.02 0.40
1:0:261:LYS:N 1:0:262:GLU:OE1 2.53 0.40
1:0:631:GLN:N 1:0:669:PRO:HD3 2.36 0.40
1:0:634:ASP:HB3 1:0:636:LYS:HE2 2.02 0.40
1:0:669:PRO:HD2 1:0:672:MET:SD 2.61 0.40
1:P:569:ARG:HE 1:P:625:ALA:HA 1.86 0.40
1:A:67:ARG:O 1:A:71:GLU:HG2 2.20 0.40
1:A:138:LEU:N 1:A:141:ARG:HH21 2.18 0.40
1:A:568: TYR:HE1 1:A:594:ASP:HB2 1.85 0.40
1:B:460:GLY:O 1:B:464:LYS:N 2.30 0.40
1:C:148:LEU:O 1:C:152:.LEU:HG 2.20 0.40
1:C:494:LEU:HA 1:C:494:LEU:HD12 1.79 0.40
1:C:617:PHE:N 1:C:652:ASN:O 2.36 0.40
1:C:669:PRO:HD2 1:C:672:MET:SD 2.61 0.40
1:D:79:LEU:HD22 1:D:92:LEU:HD23 2.02 0.40
1:D:148:LEU:O 1:D:152:LEU:HG 2.20 0.40
1:D:284:GLU:OE1 1:D:285:ARG:NH2 2.54 0.40
1:D:420: TRP:CE2 1:D:473:LEU:HD22 2.56 0.40
1:D:497:ARG:NH2 1:E:509:GLY:H 2.18 0.40
1:E:228:LEU:HD23 1:E:228:LEU:HA 1.89 0.40
1:E:569:ARG:HE 1:E:625:ALA:HA 1.86 0.40
1:F:67:ARG:O 1:F:71:GLU:HG2 2.20 0.40
1:F:161:ALA:HA 1:F:165:LEU:HD23 2.03 0.40
1:F:203:VAL:HG21 | 1:F:241:VAL:HG13 2.03 0.40
1:G:205:ALA:C 1:G:207:GLY:H 2.29 0.40
1:G:258:ALA:HB1 1:G:271:CYS:SG 2.62 0.40
1:G:582:VAL:O 1:G:586:LEU:HG 2.21 0.40
1:G:608:ILE:HG23 | 1:G:645:THR:HG21 2.02 0.40
1:H:420: TRP:CE2 1:H:473:LEU:HD22 2.56 0.40
1:H:634:ASP:HB3 1:H:636:LYS:HE2 2.02 0.40
1:1:203:VAL:HG21 1:1:241:VAL:HG13 2.03 0.40
1:1:487:LEU:HD23 1:1:487:-LEU:HA 1.82 0.40
1:J:153:VAL:HG12 1:J:156:ASN:HB2 2.04 0.40
1:J:205:ALA:C 1:J:207:GLY:H 2.29 0.40
1:J:634:ASP:HB3 1:J:636:LYS:HE2 2.02 0.40
1:K:205:ALA:C 1:K:207:GLY:H 2.29 0.40
1:K:420: TRP:CE2 1:K:473:LEU:HD22 2.56 0.40
1:L:280:ASN:OD1 1:L:280:ASN:C 2.65 0.40
1:L:683: TRP:HE1 1:L:685:HIS:CG 2.39 0.40

Continued on next page...

EMD-13951, 7QGO0




Page 131

Full wwPDB EM Validation Report

Continued from previous page...

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:M:168:ILE:H 1:M:168:ILE:HG13 1.64 0.40
1:N:284:GLU:OE1 1:N:285:ARG:NH2 2.54 0.40
1:N:339:LEU:HA 1:N:342:GLN:OE1 2.22 0.40
1:N:669:PRO:HD2 1:N:672:MET:SD 2.61 0.40
1:0:148:LEU:O 1:0:152:LEU:HG 2.20 0.40
1:0:339:LEU:HA 1:0:342:GLN:OE1 2.22 0.40
1:0:420: TRP:CE2 1:0:473:LEU:HD22 2.56 0.40
1:P:235:LEU:HD21 1:P:329:ARG:HB3 2.03 0.40
1:P:414:GLU:CD 1:P:437:GLN:HA 2.47 0.40
1:A:79:LEU:HD22 1:A:92:LEU:HD23 2.02 0.40
1:A:280:ASN:OD1 1:A:280:ASN:C 2.65 0.40
1:A:631:GLN:N 1:A:669:PRO:HD3 2.36 0.40
1:B:284:GLU:OE1 1:B:285:ARG:NH2 2.54 0.40
1:B:356:LYS:HB3 1:B:361:LYS:O 2.21 0.40
1:B:414:GLU:CD 1:B:437:GLN:HA 2.47 0.40
1:C:261:LYS:N 1:C:262:GLU:OE1 2.53 0.40
1:C:284:GLU:OE1 1:C:285:ARG:NH2 2.54 0.40
1:D:339:LEU:HA 1:D:342:GLN:OE1 2.22 0.40
1:E:205:ALA:C 1:E:207:GLY:H 2.29 0.40
1:E:414:GLU:CD 1:E:437:GLN:HA 2.47 0.40
1:F:153:VAL:HG22 1:F:154:ALA:H 1.86 0.40
1:F:286:GLU:CD 1:F:289:ARG:HH22 2.29 0.40
1:G:284:GLU:OE1 1:G:285:ARG:NH2 2.54 0.40
1:H:258:ALA:HB1 1:H:271:CYS:SG 2.62 0.40
1:H:280:ASN:OD1 1:H:280:ASN:C 2.65 0.40
1:H:356:LYS:HB3 1:H:361:LYS:O 2.21 0.40
1:H:607:LEU:HD12 | 1:H:642:GLN:HE21 1.86 0.40
1:1:173:LYS:H 1:1:173:LYS:HG3 1.66 0.40
1:1:219:ASP:OD1 1:1:222:LEU:N 2.31 0.40
1:1:286:GLU:CD 1:1:289: ARG:HH22 2.29 0.40
1:1:502: THR:O 1:1:506: VAL:HG22 2.20 0.40
1:J:582:VAL:O 1:J:586:LEU:HG 2.22 0.40
1:K:258:ALA:HB1 1:K:271:CYS:SG 2.62 0.40
1:K:280:ASN:OD1 1:K:280:ASN:C 2.65 0.40
1:K:607:LEU:HD12 | 1:K:642:GLN:HE21 1.86 0.40
1:L:67:ARG:O 1:L:71:GLU:HG2 2.20 0.40
1:L:79:LEU:HD22 1:1:92:LEU:HD23 2.02 0.40
1:1L:491:LEU:HD23 1:L:491:LEU:HA 1.83 0.40
1:L:568: TYR:HE1 1:L:594:ASP:HB2 1.85 0.40
1:L:631:GLN:N 1:1L:669:PRO:HD3 2.36 0.40
1:M:256:PRO:CG 1:N:582:VAL:HG21 2.49 0.40
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1:M:284:GLU:OE1 1:M:285:ARG:NH2 2.54 0.40
1:M:608:ILE:HG23 | 1:M:645:THR:HG21 2.02 0.40
1:N:148:LEU:O 1:N:152:LEU:HG 2.20 0.40
1:N:161:ALA:HA 1:N:165:LEU:HD23 2.03 0.40
1:N:460:GLY:O 1:N:464:LYS:N 2.30 0.40
1:0:79:LEU:HD22 1:0:92:.LEU:HD23 2.02 0.40
1:0:148:LEU:HA 1:0:151:ILE:HG12 2.02 0.40
1:A:182:ARG:HD2 1:A:221:ALA:HB3 2.03 0.40
1:A:284:GLU:OE1 1:A:285:ARG:NH2 2.54 0.40
1:A:498:PHE:HD1 1:A:498:PHE:HA 1.76 0.40
1:A:662: TRP:CZ3 1:A:676:LEU:HA 2.57 0.40
1:B:497:ARG:O 1:B:500: GLN:NE2 2.52 0.40
1:C:161:ALA:HA 1:C:165:LEU:HD23 2.03 0.40
1:E:284:GLU:OE1 1:E:285:ARG:NH2 2.54 0.40
1:E:607:LEU:HD12 | 1:E:642:GLN:HE21 1.86 0.40
1:E:631:GLN:N 1:E:669:PRO:HD3 2.36 0.40
1:F:173:LYS:H 1:F:173:LYS:HG3 1.66 0.40
1:F:487.LEU:HD23 1:F:487:LEU:HA 1.82 0.40
1:F:491:LEU:HD23 1:F:491:LEU:HA 1.83 0.40
1:F:502: THR:O 1:F:506:VAL:HG22 2.20 0.40
1:G:153:VAL:HG22 1:G:154:ALA:H 1.86 0.40
1:G:414:GLU:CD 1:G:437:GLN:HA 2.47 0.40
1:H:148:LEU:HA 1:H:151:ILE:-HG12 2.02 0.40
1:H:261:LYS:N 1:H:262:GLU:OE1 2.53 0.40
1:H:286:GLU:CD 1:H:289:ARG:HH22 2.29 0.40
1:H:414:GLU:CD 1:H:437:GLN:HA 2.47 0.40
1:I:110:ARG:O 1:1:114:GLN:HG2 2.20 0.40
1:1:153:VAL:HG22 1:1:154:ALA:H 1.86 0.40
1:1:235:LEU:HD21 1:1:329:ARG:HB3 2.03 0.40
1:J:153:VAL:HG22 1:J:154:ALA:H 1.86 0.40
1:K:153:VAL:HG12 1:K:156:ASN:HB2 2.04 0.40
1:K:153:VAL:HG22 1:K:154:ALA:H 1.86 0.40
1:K:356:LYS:HB3 1:K:361:LYS:O 2.21 0.40
1:L:284:GLU:OE1 1:L:285:ARG:NH2 2.54 0.40
1:M:182:ARG:HD2 | 1:M:221:ALA:HB3 2.03 0.40
1:M:414:GLU:CD 1:M:437:GLN:HA 2.47 0.40
1:N:148:LEU:HA 1:N:151:ILE:HG12 2.02 0.40
1:0:284:GLU:QOE1 1:0:285:ARG:NH2 2.54 0.40
1:0:520:GLU:OE2 1:0:535:ARG:NH1 2.55 0.40
1:P:148:LEU:HA 1:P:151:ILE:HG12 2.02 0.40
1:P:205:ALA:C 1:P:207:GLY:H 2.29 0.40
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1:P:442:LEU:HD23 1:P:442:LEU:HA 1.93 0.40
1:A:153:VAL:HG12 1:A:156:ASN:HB2 2.04 0.40
1:A:395:ARG:C 1:A:398:GLY:H 2.30 0.40
1:B:239:GLN:HG3 1:C:480:SER:HB2 2.02 0.40
1:B:280:ASN:OD1 1:B:280:ASN:C 2.65 0.40
1:B:339:LEU:HA 1:B:342:GLN:OE1 2.21 0.40
1:B:561: THR:HA 1:B:562:PRO:HD3 1.89 0.40
1:C:631:GLN:N 1:C:669:PRO:HD3 2.36 0.40
1:D:414:GLU:CD 1:D:437:GLN:HA 2.47 0.40
1:D:520:GLU:OE2 1:D:535:ARG:NH1 2.55 0.40
1:E:662: TRP:CZ3 1:E:676:LEU:HA 2.57 0.40
1:E:683: TRP:HE1 1:E:685:HIS:CG 2.39 0.40
1:F:110:ARG:O 1:F:114:GLN:HG2 2.20 0.40
1:F:664:GLU:CD 1:F:664:GLU:H 2.30 0.40
1:G:88:VAL:HG23 1:G:89:GLY:N 2.37 0.40
1:G:338:ARG:HE 1:G:338:ARG:HB3 1.74 0.40
1:G:662: TRP:CZ3 1:G:676:LEU:HA 2.57 0.40
1:1.607:LEU:HD12 1:1:642:GLN:HE21 1.86 0.40
1:1:664:GLU:CD 1:1:664:GLU:H 2.30 0.40
1:J:520:GLU:OE2 1:J:535:ARG:NH1 2.55 0.40
1:J:608:1ILE:HG23 1:J:645:THR:HG21 2.02 0.40
1:K:286:GLU:CD 1:K:289:ARG:HH22 2.30 0.40
1:K:634:ASP:HB3 1:K:636:LYS:HE2 2.02 0.40
1:L:153:VAL:HG12 1:L:156:ASN:HB2 2.03 0.40
1:L:182:ARG:HD2 1:L:221:ALA:HB3 2.03 0.40
1:L:395:ARG:C 1:1L:398:GLY:H 2.30 0.40
1:L:607:LEU:HD12 | 1:L:642:GLN:HE21 1.86 0.40
1:L:662: TRP:CZ3 1:L:676:LEU:HA 2.57 0.40
1:M:497:ARG:O 1:M:500: GLN:NE2 2.52 0.40
1:M:520:GLU:OE2 1:M:535:ARG:NH1 2.55 0.40
1:M:523:LEU:HD23 1:M:523:LEU:HA 1.81 0.40
1:M:692:1ILE:HD13 1:M:692:ILE:HA 1.90 0.40
1:N:261:LYS:N 1:N:262:GLU:OE1 2.53 0.40
1:N:631:GLN:N 1:N:669:PRO:HD3 2.36 0.40
1:0:414:GLU:CD 1:0:437:GLN:HA 2.46 0.40
1:P:284:GLU:OE1 1:P:285:ARG:NH2 2.54 0.40
1:P:631:GLN:N 1:P:669:PRO:HD3 2.36 0.40
1:P:662: TRP:CZ3 1:P:676:LEU:HA 2.57 0.40
1:P:683: TRP:HE1 1:P:685:HIS:CG 2.39 0.40
There are no symmetry-related clashes.
grbB
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5.3 Torsion angles (i)

5.3.1 Protein backbone (i)

In the following table, the Percentiles column shows the percent Ramachandran outliers of the
chain as a percentile score with respect to all PDB entries followed by that with respect to all EM

entries.

The Analysed column shows the number of residues for which the backbone conformation was

analysed, and the total number of residues.

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
1 A 625/726 (86%) 562 (90%) | 63 (10%) 0 |
1 B 625/726 (86%) 562 (90%) | 63 (10%) 0 |
1 C 625/726 (86%) 562 (90%) | 63 (10%) 0 |
1 D 625/726 (86%) 563 (90%) | 62 (10%) 0 |
1 E 625/726 (86%) 562 (90%) | 63 (10%) 0 |
1 F 625/726 (86%) 562 (90%) | 63 (10%) 0 |
1 G 625/726 (86%) 562 (90%) | 63 (10%) 0 |
1 H 625/726 (86%) 562 (90%) | 63 (10%) 0 |
1 I 625/726 (86%) 562 (90%) | 63 (10%) 0 |
1 J 625/726 (86%) 562 (90%) | 63 (10%) 0 |
1 K 625/726 (86%) | 562 (90%) | 63 (10%) 0 100 ] [ 100}
1 L 625/726 (86%) 562 (90%) | 63 (10%) 0 |
1 M 625/726 (86%) 562 (90%) | 63 (10%) 0 |
1 N 625/726 (86%) 562 (90%) | 63 (10%) 0 |
1 0 625/726 (86%) 562 (90%) | 63 (10%) 0 |
1 P 625/726 (86%) 562 (90%) | 63 (10%) 0 |

All | All | 10000/11616 (86%) | 8993 (90%) | 1007 (10%) 0 |

There are no Ramachandran outliers to report.

5.3.2 Protein sidechains (1)

In the following table, the Percentiles column shows the percent sidechain outliers of the chain
as a percentile score with respect to all PDB entries followed by that with respect to all EM
entries.

The Analysed column shows the number of residues for which the sidechain conformation was
analysed, and the total number of residues.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#torsion_angles
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#protein_backbone
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#protein_sidechains
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 A 525/594 (88%) 516 (98%) 9 (2%) 56 73
1 B 525/594 (88%) 516 (98%) 9 (2%) 56 73
1 C 525/594 (88%) 516 (98%) 9 (2%) 56 73
1 D 525/594 (88%) 516 (98%) 9 (2%) 56 73
1 E 525/594 (88%) 516 (98%) 9 (2%) 56 73
1 F 525/594 (88%) 516 (98%) 9 (2%) 56 73
1 G 525/594 (88%) 516 (98%) 9 (2%) 56 73
1 H 525/594 (88%) 516 (98%) 9 (2%) 56 73
1 | 525/594 (88%) 516 (98%) 9 (2%) 56 73
1 J 525/594 (88%) 516 (98%) 9 (2%) 56 73
1 K 525/594 (88%) 516 (98%) 9 (2%) 56 73
1 L 525/594 (88%) 516 (98%) 9 (2%) 56 73
1 M 525/594 (88%) 516 (98%) 9 (2%) 56 73
1 N 525/594 (88%) 516 (98%) 9 (2%) 56 73
1 O 525/594 (88%) 516 (98%) 9 (2%) 56 73
1 P 525/594 (88%) 516 (98%) 9 (2%) 56 73
All All 8400/9504 (88%) | 8256 (98%) | 144 (2%) 56 73

All (144) residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 A 123 ASP
1 A 313 VAL
1 A 325 ASP
1 A 381 SER
1 A 594 ASP
1 A 607 LEU
1 A 627 ASP
1 A 667 VAL
1 A 684 SER
1 B 123 ASP
1 B 313 VAL
1 B 325 ASP
1 B 381 SER
1 B 594 ASP
1 B 607 LEU
1 B 627 ASP

Continued on next page...
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Continued from previous page...

Mol | Chain | Res | Type
1 B 667 VAL
1 B 684 SER
1 C 123 ASP
1 C 313 VAL
1 C 325 ASP
1 C 381 SER
1 C 594 ASP
1 C 607 LEU
1 C 627 ASP
1 C 667 VAL
1 C 684 SER
1 D 123 ASP
1 D 313 VAL
1 D 325 ASP
1 D 381 SER
1 D 594 ASP
1 D 607 LEU
1 D 627 ASP
1 D 667 VAL
1 D 684 SER
1 E 123 ASP
1 E 313 VAL
1 E 325 ASP
1 E 381 SER
1 E 594 ASP
1 E 607 LEU
1 E 627 ASP
1 E 667 VAL
1 E 684 SER
1 F 123 ASP
1 F 313 VAL
1 F 325 ASP
1 F 381 SER
1 F 594 ASP
1 F 607 LEU
1 F 627 ASP
1 F 667 VAL
1 F 684 SER
1 G 123 ASP
1 G 313 VAL
1 G 325 ASP
1 G 381 SER

Continued on next page...
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Continued from previous page...

Mol | Chain | Res | Type
1 G 594 ASP
1 G 607 LEU
1 G 627 ASP
1 G 667 VAL
1 G 684 SER
1 H 123 ASP
1 H 313 VAL
1 H 325 ASP
1 H 381 SER
1 H 594 ASP
1 H 607 LEU
1 H 627 ASP
1 H 667 VAL
1 H 684 SER
1 I 123 ASP
1 I 313 VAL
1 I 325 ASP
1 I 381 SER
1 I 594 ASP
1 I 607 LEU
1 I 627 ASP
1 I 667 VAL
1 I 684 SER
1 J 123 ASP
1 J 313 VAL
1 J 325 ASP
1 J 381 SER
1 J 594 ASP
1 J 607 LEU
1 J 627 ASP
1 J 667 VAL
1 J 684 SER
1 K 123 ASP
1 K 313 VAL
1 K 325 ASP
1 K 381 SER
1 K 594 ASP
1 K 607 LEU
1 K 627 ASP
1 K 667 VAL
1 K 684 SER
1 L 123 ASP

Continued on next page...
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Continued from previous page...

Mol | Chain | Res | Type
1 L 313 VAL
1 L 325 ASP
1 L 381 SER
1 L 594 ASP
1 L 607 LEU
1 L 627 ASP
1 L 667 VAL
1 L 684 SER
1 M 123 ASP
1 M 313 VAL
1 M 325 ASP
1 M 381 SER
1 M 594 ASP
1 M 607 LEU
1 M 627 ASP
1 M 667 VAL
1 M 684 SER
1 N 123 ASP
1 N 313 VAL
1 N 325 ASP
1 N 381 SER
1 N 594 ASP
1 N 607 LEU
1 N 627 ASP
1 N 667 VAL
1 N 684 SER
1 O 123 ASP
1 O 313 VAL
1 O 325 ASP
1 O 381 SER
1 O 594 ASP
1 O 607 LEU
1 O 627 ASP
1 O 667 VAL
1 O 684 SER
1 P 123 ASP
1 P 313 VAL
1 P 325 ASP
1 P 381 SER
1 P 594 ASP
1 P 607 LEU
1 P 627 ASP

Continued on next page...
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Continued from previous page...

Mol | Chain | Res | Type
1 P 667 VAL
1 P 684 SER

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. All (152)

such sidechains are listed below:

Mol | Chain | Res | Type
1 A 114 GLN
1 A 150 GLN
1 A 232 ASN
1 A 422 GLN
1 A 534 HIS
1 A 547 HIS
1 A 642 GLN
1 B 114 GLN
1 B 232 ASN
1 B 337 ASN
1 B 422 GLN
1 B 436 GLN
1 B 534 HIS
1 B 547 HIS
1 B 587 HIS
1 B 642 GLN
1 C 114 GLN
1 C 150 GLN
1 C 232 ASN
1 C 337 ASN
1 C 422 GLN
1 C 436 GLN
1 C 534 HIS
1 C 547 HIS
1 C 587 HIS
1 C 642 GLN
1 D 114 GLN
1 D 232 ASN
1 D 337 ASN
1 D 422 GLN
1 D 436 GLN
1 D 534 HIS
1 D 547 HIS
1 D 587 HIS
1 D 642 GLN
1 E 114 GLN

Continued on next page...
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Continued from previous page...

Mol | Chain | Res | Type
1 E 150 GLN
1 E 232 ASN
1 E 328 GLN
1 E 337 ASN
1 E 422 GLN
1 E 436 GLN
1 E 534 HIS
1 E 547 HIS
1 E 587 HIS
1 E 642 GLN
1 F 114 GLN
1 F 150 GLN
1 F 232 ASN
1 F 422 GLN
1 F 436 GLN
1 F 534 HIS
1 F 547 HIS
1 F 587 HIS
1 F 642 GLN
1 G 114 GLN
1 G 150 GLN
1 G 232 ASN
1 G 337 ASN
1 G 422 GLN
1 G 436 GLN
1 G 534 HIS
1 G 547 HIS
1 G h87 HIS
1 G 642 GLN
1 H 114 GLN
1 H 150 GLN
1 H 232 ASN
1 H 236 HIS
1 H 337 ASN
1 H 422 GLN
1 H 436 GLN
1 H 534 HIS
1 H 547 HIS
1 H 587 HIS
1 H 642 GLN
1 I 114 GLN
1 I 150 GLN

Continued on next page...
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Continued from previous page...

Mol | Chain | Res | Type
1 I 232 ASN
1 I 422 GLN
1 I 534 HIS
1 I 547 HIS
1 I 587 HIS
1 I 642 GLN
1 J 114 GLN
1 J 150 GLN
1 J 232 ASN
1 J 236 HIS
1 J 337 ASN
1 J 422 GLN
1 J 436 GLN
1 J 534 HIS
1 J 547 HIS
1 J 587 HIS
1 J 642 GLN
1 K 114 GLN
1 K 232 ASN
1 K 236 HIS
1 K 337 ASN
1 K 422 GLN
1 K 436 GLN
1 K 534 HIS
1 K 547 HIS
1 K 587 HIS
1 K 642 GLN
1 L 114 GLN
1 L 150 GLN
1 L 232 ASN
1 L 337 ASN
1 L 422 GLN
1 L 436 GLN
1 L 534 HIS
1 L 547 HIS
1 L 642 GLN
1 M 114 GLN
1 M 150 GLN
1 M 156 ASN
1 M 232 ASN
1 M 422 GLN
1 M 534 HIS

Continued on next page...
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Continued from previous page...

Mol | Chain | Res | Type
1 M 547 HIS
1 M 587 HIS
1 M 642 GLN
1 N 114 GLN
1 N 150 GLN
1 N 232 ASN
1 N 337 ASN
1 N 422 GLN
1 N 436 GLN
1 N 534 HIS
1 N 547 HIS
1 N 587 HIS
1 N 642 GLN
1 O 114 GLN
1 O 232 ASN
1 O 337 ASN
1 O 422 GLN
1 O 436 GLN
1 O 534 HIS
1 O 547 HIS
1 O h87 HIS
1 O 642 GLN
1 P 114 GLN
1 P 150 GLN
1 P 232 ASN
1 P 337 ASN
1 P 422 GLN
1 P 436 GLN
1 P 534 HIS
1 P 547 HIS
1 P 587 HIS
1 P 642 GLN

5.3.3 RNA (D

There are no RNA molecules in this entry.

5.4 Non-standard residues in protein, DNA, RNA chains (i)

There are no non-standard protein/DNA/RNA residues in this entry.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#rna
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
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5.5 Carbohydrates (i)

There are no oligosaccharides in this entry.

5.6 Ligand geometry (i)

There are no ligands in this entry.

5.7 Other polymers (i)

There are no such residues in this entry.

5.8 Polymer linkage issues (i)

There are no chain breaks in this entry.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#polymer_linkage

Page 144 Full wwPDB EM Validation Report EMD-13951, 7QGO

6 Map visualisation (i)

This section contains visualisations of the EMDB entry EMD-13951. These allow visual inspection
of the internal detail of the map and identification of artifacts.

No raw map or half-maps were deposited for this entry and therefore no images, graphs, etc.
pertaining to the raw map can be shown.

6.1 Orthogonal projections (i)

6.1.1 Primary map

The images above show the map projected in three orthogonal directions.

6.2 Central slices (i)

6.2.1 Primary map

X Index: 200 Y Index: 200 7 Index: 200


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_visualisation
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_projections
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#central_slices
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The images above show central slices of the map in three orthogonal directions.

6.3 Largest variance slices (i)

6.3.1 Primary map

X Index: 170 Y Index: 170 7 Index: 162

The images above show the largest variance slices of the map in three orthogonal directions.

6.4 Orthogonal standard-deviation projections (False-color) (i)

6.4.1 Primary map

The images above show the map standard deviation projections with false color in three orthogonal
directions. Minimum values are shown in green, max in blue, and dark to light orange shades
represent small to large values respectively.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#largest_variance_slices
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_glow_std
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6.5 Orthogonal surface views (i)

6.5.1 Primary map

The images above show the 3D surface view of the map at the recommended contour level 0.13.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.

6.6 Mask visualisation (i)

This section was not generated. No masks/segmentation were deposited.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_views
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#masks
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7 Map analysis (i)

This section contains the results of statistical analysis of the map.

7.1 Map-value distribution (i)

Map-value distribution

— Voxel count

Recommended contour
level 0.13

Voxel count (logl0)
o
i

CI T T T T T T
-0.4 -0.2 0.0 0.2 0.4 0.6

Map value

The map-value distribution is plotted in 128 intervals along the x-axis. The y-axis is logarithmic.
A spike in this graph at zero usually indicates that the volume has been masked.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_analysis
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_value_distribution
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7.2  Volume estimate (i)

Volume estimate

35000 -
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— \olume

20000 + Recommended contour
level 0.13

volume (hm?3)

15000 4
10000 A

3000 - k

D T T T T ! I T
0.4 -0.2 0.0 0.2 0.4 0.6 0.8

Contour level

The volume at the recommended contour level is 596 nm?; this corresponds to an approximate
mass of 538 kDa.

The volume estimate graph shows how the enclosed volume varies with the contour level. The
recommended contour level is shown as a vertical line and the intersection between the line and
the curve gives the volume of the enclosed surface at the given level.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#volume_estimate
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7.3 Rotationally averaged power spectrum (i)

Rotationally averaged power spectrum

5.0 1
2.5 7
0.0

—2.5 7 —— Primary map RAPS

Reported resolution
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_?5 -
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—12.5 +

T T T
0.0 0.1 0.2 0.3 0.4 0.5 0.6
Spatial frequency (A1)

*Reported resolution corresponds to spatial frequency of 0.249 A1


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#raps
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8 Fourier-Shell correlation (i)

This section was not generated. No FSC curve or half-maps provided.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#fsc_validation
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9 Map-model fit (i)

This section contains information regarding the fit between EMDB map EMD-13951 and PDB
model 7QGO. Per-residue inclusion information can be found in section 3 on page 16.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.13 at
50% transparency in yellow overlaid with a ribbon representation of the model coloured in blue.
These images allow for the visual assessment of the quality of fit between the atomic model and
the map.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_model_fit
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_model_overlay
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9.2 Q-score mapped to coordinate model (i)

1.0

0.0
M <0.0

The images above show the model with each residue coloured according its QQ-score. This shows
their resolvability in the map with higher Q-score values reflecting better resolvability. Please
note: Q-score is calculating the resolvability of atoms, and thus high values are only expected at
resolutions at which atoms can be resolved. Low Q-score values may therefore be expected for
many entries.

9.3 Atom inclusion mapped to coordinate model (i)

1.0

0.0

The images above show the model with each residue coloured according to its atom inclusion. This
shows to what extent they are inside the map at the recommended contour level (0.13).

WO RLDWIDE

P

PROTEIN DATA BANK


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#qscore_mapped_model
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#ai_mapped_model
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9.4 Atom inclusion (i)

Atom inclusion

1.0 _ \
o
= 0.8
£
% —— Backbone atoms
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£ All non-hydrogen
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Contour level

At the recommended contour level, 87% of all backbone atoms, 68% of all non-hydrogen atoms,
are inside the map.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#atom_inclusion_by_contour
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9.5 Map-model fit summary (i)

The table lists the average atom inclusion at the recommended contour level (0.13) and Q-score

for the entire model and for each chain.

Chain Atom inclusion Q-score
All e 0.6820 . 0.3080
A B 0.6840 . 0.3070
B e 0.6800 . 0.3080
C  0.6840 . (0.3070
D  0.6790 . (0.3080
E B 0.6850 . 0.3100
F e 0.6790 . 0.3100
G e 0.6830 . 0.3070
H e 0.6790 . 0.3090
I B 0.6780 . 0.3070
J  0.6830 . (0.3080
K  0.6820 . (0.3080
L B 0.6840 I (0.3090
M B 0.6850 . 0.3090
N B 0.6840 . 0.3090
@) e 0.6790 . 0.3090
P e 0.6830 . 0.3070

1.0

0.0
W <0.0
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