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https:/ /www.wwpdb.org/validation/2017/EM ValidationReportHelp
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.dev132
MolProbity : 4-5-2 with Phenix2.0
Percentile statistics : 20250101.v01 (using entries in the PDB archive January 1st 2025)
EM percentile statistics : 202505.v01 (Using data in the EMDB archive up until May 2025)
MapQ : 1.9.13
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.49
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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 3.09 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
Clashscore I

Ramachandran outliers I

Sidechain outliers NN

Worse

Percentile Ranks

[

0 Percentile relative to all structures

[I Percentile relative to all EM structures

Metric

Q-score -I

Worse

| |
|
|

Better

Model-Map Fit Percentile Ranks

I Percentile relative to all EM structures

Better

I Percentile relative to EM structures of similar resolution

Value
5
0.1%

1.8%

Value

0.381

Metric ‘Whole archive EM structures Similar EM resolution
(#Entries) (#Entries) (#Entries, resolution range(A))
Clashscore 229148 23984 -
Ramachandran outliers 224038 23583 -
Sidechain outliers 223484 23102 -
Q-score - 25397 14003 ( 2.59 - 3.59 )

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
1 A 893 A 76% 1% 1%
1 AA 893 i 76% 1% 1%
1 AB 893 i 76% 1%  13%
1 | Ac | so3 |° = 1o =T
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Continued from previous page...

Mol | Chain | Length Quality of chain

1 B 893 76% 1% | 13%
1 BA 893 76% 1% | 13%
1 BB 893 76% 1% | 13%
1 C 893 77% 0% 13%
1 CA 893 77% 0% | 13%
1 CB 893 76% 1%  13%
1 D 893 77% 0% - 13%
1 DA 893 76% 1% | 13%
1 DB 893 76% 1% | 13%
1 E 893 77% 0% 13%
1 EA 893 77% 9% | 13%

1 EB 893 77% 0% | 13%
1 F 893 76% 1% | 13%
1 FA 893 76% 1% | 13%
1 FB 893 77% 0% 13%
1 G 893 76% 1% | 13%
1 GA 893 77% 0% - 13%
1 GB 893 77% 0% 13%
1 H 893 77% 0% 13%
1 HA 893 76% 1% | 13%
1 HB 893 76% 1% | 13%
1 I 893 76% 1% | 13%
1 IA 893 77% 0% | 13%
1 IB 893 76% 1% | 13%
1 J 893 76% 1% - 13%

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

Mol | Chain | Length Quality of chain

1 JA 893 77% 0% | 13%
1 JB 893 76% 1% | 13%
1 K 893 77% 0% - 13%
1 KA 893 76% 1% - 13%
1 KB 893 76% 1% | 13%
1 L 893 76% 0% - 13%
1 LA 893 77% 0% | 13%
1 LB 893 77% 0% 13%
1 M 893 76% 1% | 13%
1 MA 893 78% 9% . 13%
1 MB 893 77% 0% | 13%
1 N 893 77% 0% | 13%
1 NA 893 77% 0% - 13%
1 NB 893 76% 1% | 13%
1 O 893 76% 1% | 13%
1 OA 893 77% 0% 13%
1 OB 893 76% 1% | 13%
1 P 893 76% 1% | 13%
1 PA 893 75% 12% | 13%
1 PB 893 77% 0% 13%
1 Q 893 77% 0% | 13%
1 QA 893 77% 9% | 13%

1 QB 893 77% 0% | 13%
1 R 893 77% 0% | 13%
1 RA 893 76% 0% - 13%

Continued on next page...



Page 5 Full wwPDB EM Validation Report EMD-53415, 9QW9

Continued from previous page...

Mol | Chain | Length Quality of chain
1 | rB | so3 | ™ T
1| s 893 | " ™ T
1| sa | sz |° aE "
1 SB 893 i 76% 1% | 13%
1 T 893 i 7% 0% | 13%
1 TA 893 i 76% 1%  13%
1 TB 893 i 76% 0% - 13%
1 UA 893 k 76% 1% | 13%
1 UB 893 i 76% 0% | 13%
1 \Y 893 i 76% 1% | 13%
1 VA 893 i 77% 0% | 13%
1 VB 893 i 76% 1% | 13%
1 W 893 A 76% 1% | 13%
1 WA 893 i 76% 1% | 13%
1 WB 893 A 77% 0% 13%
1 X 893 i 76% 1% | 13%
1 XA 893 b 76% 1% - 13%
1 XB 893 i 76% 1% | 13%
1 Y 893 i 76% 0% | 13%
1 YA 893 i 77% 0% 13%
1 YB 893 i 76% 1% | 13%
1 y/ 893 i 76% 1% | 13%
1 ZA 893 i 76% 1% - 13%
1 | 7B | so3 | ™ T
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2 Entry composition (i)

There is only 1 type of molecule in this entry. The entry contains 966108 atoms, of which 483990
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 Major vault protein.

Mol | Chain | Residues Atoms AltConf | Trace
1 A [ Eo?f;(la 38090 62}(135 1?(1)5 11076 180 0 ’
1| AA e Eo?f;(ls 3809() 62}(135 1?(1)5 11076 180 0 0
1| AB [ ;PQO;S(IS 3809() 62%5 1?(1)5 11076 180 0 ’
1| AC e Eoggé 3809() 62%5 1?(1)5 11076 180 0 0
1 B i ;on?fgé 38%() 62%5 1?(1)5 11076 180 0 0
1| BA [ ;on?fgé 38%0 6;5 1?(1)5 11076 1So 0 0
1 | BB e ;on?fgé 38%0 62%5 1?(1)5 11076 1So 0 0
1 C e Eo?fgé 38%0 62}(135 1?(1)5 1?76 180 0 !
1| CA e 1Tz()3t§é 38C90 62}(1)5 1?(1)5 1?76 180 0 !
1| CB 79 ;on?)tgfls 38C90 62%5 1?(1)5 1?76 180 U !
1 D e Eofstgfls 38C90 62%5 1?(1)5 1?76 180 0 ’
1 | DA e ;onggé 38C90 62%5 15)5 1?76 180 0 ’
1 | DB e 1Tzo3t§é 38%0 62%5 1?(1)5 1?76 180 0 ’
1 E e 1T203t§els 38%0 62%5 1?(1)5 1?76 180 ¥ ’
1| EA 7 1TQO;§fli 38%0 6;)5 15)5 1?76 1S0 0 ’
1 | EB 79 ;FQO;SEIS 38%0 62%5 15)5 11076 130 ’ '
1 F 79 Eozstgé 38%0 62%5 1?(1)5 11076 1S0 0 ’

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

Mol | Chain | Residues Atoms AltConf | Trace
1 | FA e Eoggé 3809() 62%5 1?(1)5 11076 130 0 ’
1 | FB e ;on?fgé 38%() 62%5 1?(1)5 11076 180 0 0
1 G e ;on?fgé 38%0 6;5 1?(1)5 11076 1So 0 0
1 | GA e ;on?fgé 38%0 6;5 1?(1)5 11076 180 0 0
1 | GB 77 Eo?fgé 38%0 62}(1)5 1?(1)5 1?76 180 0 0
1 H e 1Tzo3t§e13 38C90 62}(135 1?(1)5 1?76 180 0 !
L | HA 779 ;on?)tgfls 38C90 62%5 1?(1)5 1?76 180 ’ '
1 | HB e Eofstgé 38C90 62%5 1?(1)5 1?76 180 0 !
1 I e 1Tzo3t§é 38C90 62%5 15)5 1?76 180 0 !
1| IA e 1Tzo3t§é 38%0 6;)5 1?(1)5 1?76 180 0 ’
1| IB e 1T203t§els 38%0 62%5 1?(1)5 1?76 180 0 ’
1 J e 1TQO;§fls 38%0 6;)5 15)5 1?76 1S0 ¥ !
LA 779 ;FQO;SEIS 38%0 62%5 15)5 11076 180 ’ '
| JB 79 Eoggé 38%0 62%5 1?(1)5 11076 1S0 ’ ’
1 K 7 Eozst;é 38%0 62%5 1?(])5 11C')76 1S0 0 ’
L] KA 779 ;FQO:st;é 38%0 62%5 1?(])5 11C')76 1S0 ’ !
I | KB 779 Eost;é 38%0 62}(1)5 1?(])5 1?76 130 0 '
1 L e 1TQO;§é 38%0 62}(135 1?(])5 1?76 180 0 ’
1| LA e 1T20;§é 38%0 62}(135 1?(1)5 11076 180 0 ’
1| LB 7o 320;3(15 38(;0 62}(1)5 1?(1)5 11076 180 0 '
1 M e Eo?f;(la 38090 62}(1)5 1?(1)5 1?76 180 0 ’

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

Mol | Chain | Residues Atoms AltConf | Trace
1| MA e Eoggé 3809() 62%5 1?(1)5 11076 130 0 0
1| MB e ;on?fgé 38%() 62%5 1?(1)5 11076 180 0 0
1 N e ;on?fgé 38%0 6;5 1?(1)5 11076 1So 0 0
L NA e ;on?fgé 38%0 6;5 1?(1)5 11076 180 0 0
1| NB 7 Eo?fgé 38%0 62}(1)5 1?(1)5 1?76 180 0 0
1 0 e 1Tzo3t§e13 38C90 62}(135 1?(1)5 1?76 180 0 ’
1| OA e ;on?)tgfls 38C90 62%5 1?(1)5 1?76 180 ¥ ’
1| OB e Eofstgé 38C90 62%5 1?(1)5 1?76 180 ¥ ’
1 P e 1Tzo3t§é 38C90 62%5 15)5 1?76 180 ¥ ’
1| PA e 1Tzo3t§é 38%0 6;)5 1?(1)5 1?76 180 0 !
1 | PB e 1T203t§els 38%0 62%5 1?(1)5 1?76 180 0 ’
1 Q e 1TQO;§fls 38%0 6;)5 15)5 1?76 1S0 ¥ /
L QA e ;FQO;SEIS 38%0 62%5 15)5 11076 180 0 !
1| QB e Eoggé 38%0 62%5 1?(1)5 11076 1S0 0 /
1 R e Eozst;é 38%0 62%5 1?(])5 11C')76 1S0 0 ’
1 | RA 7 ;FQO:st;é 38%0 62%5 1?(])5 11C')76 1S0 0 0
1 | RB 7 Eost;é 38%0 62}(1)5 1?(])5 1?76 130 0 0
1 S e 1TQO;§é 38%0 62}(135 1?(])5 1?76 180 0 0
L] sA e 1T20;§é 38%0 62}(135 1?(1)5 11076 180 0 0
1| SB e 320;3(15 38(;0 62}(1)5 1?(1)5 11076 180 0 0
1 T e Eo?f;(la 38090 62}(1)5 1?(1)5 1?76 180 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
L TA 7o ;FQO?fgé 3809() 62%5 1?(1)5 11076 130 0 '
1| TB 779 ;on?fgé 38%() 62%5 1?(1)5 11076 180 0 !
1 | UA e ;on?fgé 38%() 6;5 1?(1)5 11076 1So 0 0
1| UB 779 ;rzofstgé 38%0 6;5 1?(1)5 11076 180 0 ’
1 v 7o Eo?fgé 38%0 62}(1)5 1?(1)5 1?76 180 0 ’
L] VA 79 1Tzo3t§e13 38C90 62}(1)5 1?(1)5 1?76 180 ’ ’
L | VB 779 ;on?fgfls 38C90 6;)5 15)5 1?76 180 ’ ’
Ll w 79 Eofstgé 38C90 62%5 1?(1)5 1?76 180 ’ ’
1| WA e 1Tzo3t§é 38C90 62%5 15)5 1?76 180 0 !
1| WB 7o 1Tzo3t§é 38%0 6;)5 15)5 1?76 180 ’ ’
L] X 779 1T203t§els 38%0 62%5 1?(1)5 1?76 180 ’ '
L | XA 79 Eofstgfls 38%0 6;)5 15)5 1?76 1S0 ’ ’
L | XB 779 ;FQO;SEIS 38%0 62%5 15)5 11076 180 ’ '
Ly 79 Eozstgé 38%0 62%5 1?(])5 11076 180 ’ ’
L] YA 779 Eozst;é 38%0 62%5 1?(])5 11C')76 1S0 ’ !
1| YB 779 ;FQO:st;é 38%0 62%5 1?(])5 11C')76 1S0 ’ !
1 / 779 Eost;é 38%0 62}(1)5 1?(])5 1?76 180 0 '
L] ZA 7o 1TQO;§é 38%0 62}(1)5 1?(])5 1?76 180 0 !
L | 7B 7o 1T20;§é 38%0 62}(1)5 1?(1)5 11076 180 0 !
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3 Residue-property plots (i)

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
second graphic. The second graphic shows the sequence view annotated by issues in geometry and
atom inclusion in map density. Residues are color-coded according to the number of geometric
quality criteria for which they contain at least one outlier: green = 0, yellow = 1, orange = 2
and red = 3 or more. 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
outlier are shown as a green connector. Residues present in the sample, but not in the model, are
shown in grey.

e Molecule 1: Major vault protein

M
. I
Chain A: 76% 11% 13%

e Molecule 1: Major vault protein

i
Chain AA: 76% 11% 13%

WO RLDWIDE

er

PROTEIN DATA BANK


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

EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 11

CT8A

018T
L08I
C6LA
88LY
T8LA

6LL7T
8.L.3

YLLd
S9LA

C9LA
19,4

6G.L7T
89,4

TvLA
LELD
8TLS
6990
S991
979N
€V

0%9A

11

Major vault protei

e Molecule 1

13%

11%

76%

Chain AB

6ETV
8ETA
LETA
6274
L2171

1211

0 6071

€074

0 [49 %)
00TA
261

881

€81

194

w0
©
I>I

E9N

LSH
994

€SA
2SL

8YI

LTH

SO¥L

86EN

€6EN

06EA

18¢ed

99€A

65€T

LSEM

6vEN

Svea

2 4

veel

SCEN

91€1

182k

TL2A

8921

092A

0€TH

L2271

6TCA

9TCA

S121

80CA

96TM

9LTT

PL1T

89TI

€971
2911

€8SA

S.SI

0.5

SYSM

€VSA

6€5T

L

6251

LeSI

€284

8191

7094

L6TA

S6¥%d

T16%d

CT8A

0781
6080

L08I
CTBLA
88.LY
T8LA
8LL4
vL.4
S9LA
CT9LA

6G.L7T
85,4

VLA
LELD
8C.LS

6990

979A

TO9L

6651

654

11

Major vault protei

e Molecule 1

13%

10%

76%

Chain AC

LSH

0 994
(47
0SW

8V

LTH

h & 4

STPM

T1%a

SOPL

86EN

€6EA

06EA

18ed

99€A

6S€T

LSEM

Lyed

veeT

(418

£8CA

11108

TLCA

8921

09z

0€TY

4221

61CA

912A
G121

3

80CA

96TM

9L11

iZAN¢

89TI

€9TI

€09A

66SI

€83A

6LSA

S.LSI

89SA

E€VSA

%S

6€5T

6251

Ll

094

LBTA

S6%d

167d

6871

L8¥A

T9%4

[45:78

01871

1081

v08d

T6LA

88LY

T8LA

6LLT
8L.3

vLLd
S9LA
T9LN

6S.LT
85,4

VLA
LELD
8T.LS
6990
E€V9N

0%9A

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 12

11

j It protei

jor vau

Ma

e Molecule 1

13%

11%

76%

m

Chain B

€971

i44%!
6ETY
8ETA
LETA
6214

L2711

0 6071

€073

00TA
261
881

194

E9N

STVM

11%a

SO%L

86EN

€6EA

06€A

18¢ed

99€A

€9€1

6GET

LGEM

L& 4

veeT

92€eT
SCEA

£8CA

18CA

TL2A

8921

09zZA

0€TH

221

61CA

9TCA

ST121

80TA

96TM

9L11

PLTT

89TI

T09L

6651

L69Y

€83A

S.S1

0450

8939A

€VSA

6€5T

6251

€284

7054

LBTA

S6%d

T67d

6871

L8VA

T9%4

¢

CT8A

01871

L08I

C6LA

88LY

T8LA

6LLT
8.L.3

YLLd

S9LA

C9LA

6G.L7T
85,3

THLA

LELD

8TLS

9991
S991

2991

EVON

LESS

€09/

11

j It protei

jor vau

Ma,

e Molecule 1

13%

11%

76%

eVIM
6ETV
8ETA
LETA
6214

42171

0 6071

€073

00TA
261
881

194

E9N

LTH

11%a

SO¥L

86EN

€6EN

06EA

18ed

99€A

6S€T

LSEM

6vEN

SYea

L2 4

veeT

SCEN

8921

09zA

0€TH

1221

61CA

9TCA

S121

80CA

96TM

9L71

PLTT

8971

LSTA

€091

6631

€83A

S.ST

89SA

SYSM

€754

1991
0¥%sb
6€5T
8€sh
62ST
€284
9191
Y05y
LBYA
T6¥%d
L8%A

T9%4

STVM

(45578

01871

L08I

CTB6LA

88.LY

T8LA

8LL4

YLLd

S9LA

T9LA

6G.L7T
8G.3

TvLA

LELD

8C.LS

999L
S99L

2991

9%9A

€79

0%9A

LEYS

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 13

mn

Major vault protei

e Molecule 1

13%

11%

76%

Chain BB

06EA

T8€ed

99€A

T82A

T.L2A

8921

092A

0€2Y

Lee1

6TCA

9TCA

S121

80TA

96TM

9LTT

YLTT

89TI

€971

B6STA

045

89GA

SHSM

257478

[eliZ:1s]
6€ST

62SI
€254
0S4

LBTA

S67d

T67d

6871

L8YA

CT8A
07871
1081
TBLA
88LY

T8LA

6LLT
8LL4

S9LA

29.LA

65LT
85,3

TvLA

LELD

8CLS

€79A

0%9A

LE9S

T09L

€8SA

G.SI

11

Major vault protei

e Molecule 1

0 SSTA

6ETY
8ETA
LETA

6214

13%

L2711

0 6071

€073

10%

i

00TX

261

061

S9A

E9N

LSH

—
77%
|

€SA
2SL

o
0
I=I

44!

veL

0EA

0za

m LTH

3

Chain C

STPM

SOPL

86EA

€6EA

06€A

18€d

99€A

6GET

LGEM

L2 4

vee1
Szen
18CA
120
8921
09zA
0€TH
Lee1
61CA
9TCA
ST121
80TA
96TM
9L11
PLTT

89TI

€09/

T09L

6651

L6954

€83A

S.S1

8939A

€754

1951

6€5T

6251

CT8A

01871
L08I
CT6LA
88LY
98.Lb

T8LA

8LL4

YLl

S9LA

CT9LA

6G.L7T
85,3

THLA

LELD

8CLS

11

Major vault protei

e Molecule 1

13%

10%

—
77%

Chain CA

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 14

SOPL

86EN

06€EA

18¢ed

99€A

63€T

LSEM

Lyed

&

veeT
oeed
SCeEN

80€4

90€X

£8CA

11108

TLCA

8921

09zA

0€TY

1221

61CA

912ZA

S121

80CA

96TM

9L1T

27N}

89TI

€971

€097
T09L
L6984
€83
SLST
89SA
57408
6€ST
62SI
€284
%094
L6TA
T6%d
L8¥A

1974

9T¥'1
STVM

LOVH

CT8A

0181
6080

T6LA
88LY
T8LA

6LL7T
8.L.3

S9LA
29.LA

6S.LT
89,4

TvLA
LELD
8CLS
6990
E€%9N

0%9A

1m

j It protei

jor vau

Ma

e Molecule 1

13%

11%

76%

Chain CB

2911

6ETY
SETA
LETA
6214
1211
1211
0 60T

€073

00TA

€6y
261

881

1,94

E9N

€39A

Y91
veL
0oeA

LTH

t

S0%L

86EA

€6EN

06€A

18€d

99€eA

6S€T

LSEM

Lyed

L2 4

veeT
SZeEN
€8CA
T82A
TLeA
8921
092A
0€Ty
4221
61CA
91ZA
S121
802A
$S021
96TM
9L11
iZAN8
89TI

S9TV

045

89GA

SHSM

537408
0%sb
6€5T
8esb
62SI
€254
9181
¥0s4
L6TA
T6%d

L8%A

1974

121
9TY1

STVM
vl
€TV

T1%a

0181
L08I
T6LA
88.LY
T8LA
8LL3
vLLd
S9LA
TYLA

6SG.LT
ispice

TVLA
LELD
8C.LS
6990
991
€79A

0%9A

€09A
TO9L
1654
€8SA

S.SI

Cner

mn

j It protei

jor vau

Ma

e Molecule 1

—
77%

. 13%

10%

Chain D

6ETY
8ETA
LETA
6214

1211

0 60TI

3

voTA
€013

IIIii

00TX
261
881
L9¥

S9N

LSH

0 994
(43
0SH

8YI

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 15

STPM

T1%a

SOPL

86EN

€6EA

06€A

18ed

6S€T

LSEM

Lyed

& 4

veeT

SZeEN

90€X

20EA

€8CA

TLCA

89271

092A

0€TY

4221

61CA

912A

S121

80CA

96TH

9L11

iZAN¢

89TI

€09A

66SI

€839A

S.SI

89SA

27408

6€ST

62SI

91871

094

LBTA

G674

T67d

6871

C18A

071871

08I

TBLA

88LY

T8LA

6LLT
8LL4

S9LA

TILA

65.LT
85,3

TvLA

LELD

8CLS

€%

0%9A

LE9S

mn

Major vault protei

e Molecule 1

13%

11%

76%

Chain DA

{4498
6ETY
8ETA
LETA
6214

L2111

1211

0 60TI

€073

00T
261
881

1,94

0
©
=

EON

LSH
9G4

€GA
2SL

¢

F393
A = e =

44!

veL

0gA

LTH

l"’-wl\
1] oA

o

86EA
06EA
T8€d
99€A
€9€1

6SET

LSEM

Lyed

veeT

9zeT
SZeN

90e)

20EN

1824k

TLCA

8921

092A

0€Ty

1221

61CA

9T2A

G121

802A

96TM

9LT1

ZAN¢

89TI

€971
(4210

€091

T09L

1694

€839A

SGLSI

89SA

EVSA

981

62SI

91871

7094

L6V

T6%d

L8YA

T9%4

STPM

SOPL

[45:7%

01871

1081

TBLA

88LY

T8LA

8.L.3

20K

S9.LA

29LN

65LT
85,3

LA

LELD

8CLS

9991
S991L

2991

E€¥9N

0%9A

LEYS

mn

Major vault protei

e Molecule 1

13%

11%

76%

Chain DB

LSTA

i44%]
EVIM

6ETY
8ETA
LETA

6214

L2111

0 60TI

€074
[405]

00TA

261

881

€81

L94

SOA

LSH
9G4

2SL

0SI

86EA

€6EN

16€d
06EA

18ed

99€A

65€T

LSeEM

>

veeT

SCEA

€8CA

182k

T.L2A

8921

09zA

o€y

4221

61CA

9TCA
ST121

€121

3

802A

S02T

96TM

.14
9L11

PLTT

89TI

SOTV

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 16

€8SA

GLSI

0480

893GA

SPSM

€¥SK
0vSh
6EST
8€Sh
YESH
62SI
€284
7094
L6YA
T6%d

L8YA

T9%d

STPM

SOPL

CT8A

07871

1081

TBLA

88LY

T8LA

8LLd

S9.LA

T9LA
19,4

6SLT
85,3

TvLA

LELD

8CLs

S99L

7991

9%9A

€V

€09A

T09L

1654

mn

Major vault protei

e Molecule 1

—
77%

13%

10%

Chain E

8ETA
LETA

6214

L211

1211

0 60TI

€074

007X

18¢ed

99€A

6GET

LGEM

L%€d

b & 4

veeT
Scen
9T€T
1824
TLCA
89TT
09zZA
0€TH
L2271
61CA
9TCA
ST2T
80CA
96TM
9LT1

YLTT

€091

6651

€83A

S.ST

89SA

SYSM

5474578

6€5T

62SI

€284

%094

L67A

T6%d

[45:7%

01871

L08I

T6LA

88LY

T8LA

8L.3

YLl

S9LA

C9LA

6G.L7T
85,4

8C.LS

999L
S99L

2991

mn

Major vault protei

e Molecule 1

13%

9%

—
77%

Chain EA:

8ETA
LETA

6214

L211

0 60TI
|

woTA
€074

00TA
261
881
T8A
ELA

194

S9N

LSH

0 95Y

2SL

0SKW

37470

STPM

SO%L

86EA

06€A

18ed

6S€T

LSeM

67EA

Ly€d

Svea

veeT

SCEA

€8CA

T.L2A

8921

092A

0€TY

1221

6TCA

9TCA

S1271

80TA

96TM

9LTT

YLTT

89TI

PIT

6ETV

€09A

6691

€839A

SGLSI

89SA

€¥SK

6EST
8€Sh

62SI

€294

v0s4

L67A

T67d

L8YA

T9%4

[45:7%

0181
TBLA
88LY
T8LA
8.L.3
S9.LA
T9LA

6SLT
85.3

8CLS
6990
S99L

9%9A

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 17

11

Major vault protei

e Molecule 1

13%

10%

-
77%

Chain EB

P11

B6ETY
8ETA

S0%L

86EA

€6EN

06€A

T8€d

99€eA

6SET

LSEM

Lved

>

veeT
Szen
€8CA
T82A
TLeA
8921
092A
0€TY
4221
61CA
91CA
S121
80CA
$S021
96TM
9L11
iZA%¢
89TI

S9TV

1654

£83A

S.SI

0.5

89SA

€VSA

T9S1

6€5T

YESH

6251

Ll

094
LB6YA
T6%d

L8YA

121
9T¥'1

STPM

T1%a

[42:7\

0181

08I

T6LA

88LY

T8LA

8L.3

S9LA

T9LN

6SLT
8G.4

8TLS

0%9A

LESS

€09/

TO9L

6651

mn

Major vault protei

e Molecule 1

13%

11%

76%

Chain F

YLTT

89TI

2911

I
6ETV
8ETA
LETA
6214

1211

1211

LSH

2SL

T1%a

LOYH

SOPL

86EN

€6EA

06€A

18ed

99¢eA

6S€T

veeT

fos3li]

SZEN

90€x

2TOoEA

€8CTA

T8CA

TL2A

8921

092A

0€TY

1221

61CA

9TCA

S121

80TA

96TM

9LTT

6651

1694

€839A

S.SI

89SA

SPSM

E€VSA

1981

6€ST
8€Sh

62SI

€254

9191

70sy

L6YA

T6%d

L8¥A

T9%4

STPM

[45:78

01871
1081
v08d
TBLA
88LY
T8LA

6LLT
8.L.3

S9LA

T9LN
19,4

65.LT
8G.4

8CLS
S99L
9%9A
E€79A

0%on

€091

TO9L

mn

Major vault protei

e Molecule 1

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 18

13%

11%

76%

Chain FA

6214
L2711

1211

0 60TI

€014
20T

00TX

96d

e}
D
IQ

£6Y
261

881

€81

194

0
©
I>I

E9N
8GA
LSH
984

€SGA

¢

N~ 0o [=3 N
< & 0 0
l“-zlzll"

44!

el

0EA

LTH

!")-‘Ol\
12 o

86EA

€6EA

06€A

18€d

99€A

6GET

LGEM

Lyed

& 4

veeT

SZeA

182

TLCA

8921

09zZA

0€TH

221

61CA

9TCA

ST2T

80TA

96TM

9L11

PLTT

89TI

2911

T

6ETV
8ETA
LETA

€839A

S.S1

8939A

€794

1991
0%sb
6EST
8€Sh

62SI

8T9T

9191

7094

L6TA

T6%d

L8YA

STVM

T1%a

SO%L

CT8A

0781

L08I

C6LA

88LY

T8LA

8.L.3

S9LA

CTILA
19,4

6G.L7T
85.3

TvLA

LELD

8TLS

979

0%9A

LESS

€09/

T09L

1654

11

It prote

Major vau

e Molecule 1

13%

10%

77%

Chain FB

.

EVIM

6ETY
8ETA
LETA

6214

L2171

E9N

LSH
954

€SA
2¢SL

86EN

€6EN

06EA

veeT

scen

€8T

18CA

TLCA

8921

09zA

ogeyd

12T

61CA

91CA

S121

80CA

S021

96TM

9LTT

vL11

89TI

S9TV

6SGTA

LSTA

€09A
TO9L
1694
€839A
S.SI
89SA
EVSA
1991
0ovSh
6€9T
6231
€284
7094
L6YA
T6%d

L8VA

STVM
T1%a

SO%L

CT8A

0181

L08I

86.LW

TBLA

88LY

T8LA

8.L.4

S9LA

C9LA

63LT
89,4

TvLA

LELD

8CLS

6990

0%9A

11

It prote

Major vau

e Molecule 1

m

13%

11%

76%

Chain G

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 19

89TI

6ETY
8ETA
LETA

6214

0 60T

€073

00TA
261
881

194

SOA

E9N

LSH
954

€SA
ZSL

E€TA

STPM

T1%a

SOPL

86EA

€6EA

06€A

18¢ed

99€A

6S€T

LSEM

Lyed

L& 4

vee1

Szea

£8CA

15:108

TLCA

89271

09zA

0€TY

1221

61CA

9TCA

S121

80CA

96TM

9L1T

iZAN}

€09A

TO9L

1654

€8SA

G.SI

SHSM

€794

TS

6€ST
8esh

G674

T67d

6871

L8YA

[45:7%

01871

1081

TBLA

88LY

T8LA

6LLT
8.L.3

v.L.d

S9.LA

T9LA
19,4

69LT
86,4

VLA

LELD

8T.LS

9991
G991

2991

7591

9%9A

0%9A

mn

j It protei

jor vau

Ma

e Molecule 1

. 13%

10%

77%

Chain GA

I
6ETV
8ETA
LETA

6214

L2111

0 6071

€0Td

STYM
T1%a
SO%L
86EA
€6EN
06EA
T8€d
99€A
LSGEM

6VEA

o

Lyed

Sved

veeT
SCEA
£8CA
182K
TLCA
89TT1
092A
0€TY
L2321
61CA
9T2A
ST1271
80CA
96TM
9LTT
PLTT

89TI

€091

TO9L

6651

1694

€839A

§.S1

89SA

E€¥SK

6EST

L

62SI

Ll

9191

7094

L67A

T6%d

L8YA

TT8A

0181

L08I

TBLA

88LY

980

T8LA

6LLT
8LL4

S9LA

TILA

6SLT
85,3

TvLA

LELD

8TLS

9%9A

mn

It prote

Major vau

e Molecule 1

13%

10%

—
77%

Chain GB

2911

LSTA

LSH
0 994

[4:A)

0SKW

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 20

S0%L

86EA

€6EN

06eA

T8€d

99€eA

6SET

LSEM

b

veeT

Szen

90e)

20EN

£8CA

11108

TLCA

89271

09zA

0€TY

4221

61CA

912A
G121

3

80CA

96TH

9L11

iZAN¢

89TI

€9TI

€09A

€839A

S.SI

0480

SPSM

(74508

T%S1

6€ST
8€sh

6251

€284

7094

LBYA

T6%d

L8YA

T9%4

STPM

T1%a

[45:7%

0181

08I

TBLA

88LY

T8LA

6LLT
8.L.3

S9LA
T9LN

6S.LT
8G.4

VLA
LELD
8T.LS
6990
0von
TEIN

2ED

mn

j It protei

jor vau

Ma

e Molecule 1

13%

10%

77%

Chain H

|
GOTY STPM
[ woth |
€9TI ﬂwn
¢ mmi.
A wmg
1 £6€A
6TV i
8ETA
LETA omg
i 188d
6214 i
| sera 951
Ak
|
oo e
¢ | oseH
$0TA 38£Q
€014 [ |
‘E T
om§ ¢
261 ¢
ﬂS wmﬂ
| azen
194 ]
[ 9es 1824
G9A []
1.2
|
wmﬁ
= g
| oged
TSl []
T L2zt
05K ]
6T
¢ ]
9Tz
BT s121
- *
mﬂ
802A
o€ [ |
[ | 5021
LTH [ |
— 96TH
|
LT 9,11
ety
PLTT
|
89TT

€091
€8SA
SG.SI
89GA
257408

6€9T
8esh

YESH
62SI
€254
0S4
LBTA
S67d
T67d
6871
L8YA

T9%4

TT8A

0181

1081

T6LA

88LY

T8LA

8.L.L3

vLLd

S9LA

TILA

6SLT
85,3

TvLA

LELD

8T.LS

%591

0%

mn

j It protei

jor vau

Ma

e Molecule 1

13%

11%

76%

Chain HA

44N
6ETY
8ETA
LETA
6214

L2111

0 60TI

€074

00TA

96d
S6a

261
881

1,94

0
©
=

EON

LSH
9G4

€GA
2SL

0SI

Y1

veL

0gA

0za

LTH

b

06€A

18ed

99€A

€9¢€T

6GET

LSEM

67EA

sved

veeT

9zeT
SCEA

182K

T.L2A

8921

09zA

o€y

1221

61CA

9TCA

S121

802A

S027T

96TM

9LTT

iZAN¢

89TI

SOTV

€9TI

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 21

0450

SHSM

€794

6€ST

L

62SI

€254

91871

7054

L67A

T67d

L8%A

Tovd

STPM

T1%a

SOPL

86EN

€6EN

CTT8A
07871
1081
TBLA
88LY
T8LA
8LL4
L4
S9LA

29LA
19,4

6SLT
85,3

TvLA
LELD
8CLS
6990
9991
2991

9%9A

€09A
66SI
€8SA

GLSI

11

j It protei

jor vau

Ma,

e Molecule 1

13%

11%

76%

Chain HB

6ETY
8ETA
LETA
6214

2211

1211

194

S9A

E9N

8SA

954

2SL

0SKW

1T5a

| -—-—ﬁ--

071

] €09

86eA | Togv

[ | TO9L

£6€n | o9y

] 6651

06eA | 86SI

] 1654

18ed |

[] €83

wmm> |
581

LsEn |

] 895

6vEN |
vk
|
6£9T
|
62sT
|
€284
|
oy
|
1670
|
T6vd
|
187

1220

|

8921

|

09zA

|

ogzu

|

L2z

|

6120

|

9o1zA

1271

80zA

|

96TH

|

94711

703

dmﬂq

89TI ¢

] 9zv1

65TA ]

v

CT8A

01871

08I

CT6LA

88LY

T8LA

6LL7T
8L.3

YLl
S9LA
C9LA

6G.L7T
85,4

THLA
LELD
8TLS
6990

9991
S991

2991
E€%9N

LEYS

11

j It protei

jor vau

Ma

e Molecule 1

13%

11%

76%

Chain I

€9TI
(4213

A%
6ETY
8ETA
LETA
6214
1211

1211

0 60TI

€073

00TA
261
881

194

0
©
I>I

E9N

LSH
994

€SA
2SL

LTH

)

SO%L

86EA

€6EN

06€A

18€d

99€A

6GET

LSEM

Lv€d

L 2 2

vee

SCeEN

€8T

T8CA

TL2A

8921

092A

0€TY

1221

61CA

91CA

S121

80CA

S021

96TM

9LTT

ZA%!

89TI

S9TV

L6984

€83A

S.ST

89GA

SYSM

5474578

6€5T
8esh

YESH

6251

€284

%054

L67A

T6%d

L8¥A

1974

STVM

11%a

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 22

CT8A

0181
608d

C6LA

88LY

T18LA

8LL4

S9LA

CTILA
19,4

6G.L7T
85.3

TvLA
LeLD
8CLS
6990

999L
S99L

2991

0797

€09

T091

66SI

11

Major vault protei

e Molecule 1

m

o
77%

13%

10%

Chain TA

14491
6ETY
8ETA
LETA
6214

L2171

1211

0 201D
00TA
T6T

88T

€81

194

[Te]
©
I>I

E9N

LSH

€SA
2SL

o
)
I=I

Yy

veL

0€A

LTH

t

86EA

€6EA

06€A

18€d

99€A

LGEM

veeT
SCEN
€8T
T8CA
TLCTA
8921
092A
ogey
1221
61CA
91CA
S121
80CA
S021
96TM
9LTT
¥L1T
89TI
S9TV

2911

€839A

S.SI

SYSM

€7SA

1951

6€5T
8€SD

62SI

€284

9181

7094

L67A

T67%d

L8¥A

T1%a

SO%L

CT8A

0181

T6LA

88LY

T8LA

6LL7T
8L.3

S9LA

C9LA

6SLT
89,4

THLA

LELD

8CLS

€097

66ST
8651

11

Major vault protei

e Molecule 1

13%

11%

76%

Chain IB

LSTA

448
EVIM

6ETY
8ETA
LETA

6214

1211

1211

0 60TI

€073

i

00TA

261

881

194

SOA

E9N

8SA

994

ZSL

0S8

LOVW

SOPL

86EN

06€EA

18ed

99€A

65€T

LSEM

Lved

L 2 2

vee

oged

SCEN

T8CA

TL2A

8921

092A

ogey

1221

61CA

912ZA

S121

80CA

96TM

9L11

VLT

89TI

€971
(4218

6STA

£09A
8651
€83A
SLSI
89SA
5474578
0vsh
6€5T
8esh
6251
€284
%034
L67A
T6%d
L8¥A

1974

9T¥1

STVM

[45:7%

0181
08I
T6LA
88LY
18LA
8LL4
YLl
S9LA
T9LN

6G.L7T
85,4

LA
LELD
8TLS
6990

9991
S991

2991
9%9A
€%9N

0%9A

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 23

11

j It protei

Jor vau

Ma

e Molecule 1

. 13%

11%

76%

Chain J

S9A

86EA
€6EA
06€A
98€d
18€d
99€A

LGEM

veeT
Szen
18CA
TL2A
8921
09zZA
0€TH
221
61CA
9TCA
ST12T
80TA
S02T
96TM
9L11
PLTT
89TI
SOTV

€9TI
2911

6STA

oo

€839A

S.S1

8939A

€754

1951

6€5T

62SI

Ll

7054

LBTA

S67d

T67d

68%1

L8VA

STVM

T1%a

SO%L

[40an

CT8A

01871

L08I

C6LA

88LY

T8LA

6LLT
8.L.3

S9LA

C9LA

6G.L7T
85,3

THLA

LELD

8TLS

999L
S99L

2991

0791

LESS

€09

6651

11

j It protei

jor vau

Ma,

e Molecule 1

—
77%

13%

10%

Chain JA

2911

147491
6ETY
8ETA
LETA
6214

1211

0 60TI

€073
201D

00TA

261

€81

194

44!

YEL

ﬁmﬁ
- q.sT
(1 [ |
65ET mmm>

IBms vk
1 | |
vea 6€9T

L

4 6281
¢ ]
£28d
vEST | |
[ | 8191
szen | LTeT
[ | 9191
182K | |
| | %054
TLTA | |
| | L6%A
8921 | |
| | 16%d
09z
|
oy
|
1221
|
612
|
9TzA
§121

3

80CA

96TM

9L11

PLTT

89TI

C18A

01871

08I

T6LA

88LY

T8LA

8LL4

YLl

S9LA

T9.LA

6SG.LT
85,3

TvLA

LELD

8CLS

9%9A

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 24

mn

Major vault protei

e Molecule 1

13%

11%

76%

Chain JB

o=

449! 6S€T
£vTM | 8seT
[} 15EM
BETY -
8ETA Lyed
LETA
| ¢
6CTd ’
| szia
LTTT
Pee1
1 ]
1211 oged
1 ]
’ GO GZEA
[ |
¢ ommx
£€07" TOEA
Z0TH [ |
o )
oo | 78T
- 18CA
geil ﬁ“ﬂ>
1 i
881
89C1
1 I
€81
09CA
1 I
I\.w.m 0€TYd
[ |
Imw> 1221
|
N 6TCA
[ |
JSH 9TCA
‘ 95y ST1C1
80TA
[ |
5021
[ |
96TM
[ |
9LT1
s
LT
[ |
89TI
[ |
S9TV
[ |
ToTI
[ |
6STA
| 8atd
LSTA

6€9T

62SI

€284

91871

70sY

L6YA

T6%d

L8¥A

T9%4

STPM

T1%a

LOTW

S0%L

86EA

€6EN

06€A

T8€d

99€A

88LY

T8LA

8.L.3

S9.LA

T9LA

69LT
8G.4

LA

LELD

8T.LS

9991

T991

0%9A

LESS

€091

TO9L

66G1

1694

€839A

SGLSI

SPSM

EVSA

991

CT8A

07871

1081

TBLA

11

Major vault protei

e Molecule 1

13%

9%

—
77%

Chain K

[ |
6STA ﬁmwn
.v mmwﬁ
et sael)
- mﬂm>
BETY -
8ETA
LETA omg
- 18€d
6CTd -
| szIa s98h
LTT1 -
o Cese1
wuﬁ T LSEM
[ |
o
P0TA
€0Td “
00TA ¢Mm..—
ﬂmd m“m>
ﬂwq ﬁ“ﬂ>
- TLCA
PASYS -
| 99s 2921
0ezy
[ |
,TT1
[ |
6TCA
[ |
9TCA
S1C1
80CA
[ |
5021
[ |
96TM
[ |
9LTT
A

2%}

3

Lt 89TI

S9TV

2oTI

€09A

TO9L

654

€8SA

S.SI

89SA

537478

6€9T

6231

vosy

L6V

T6%d

L8%A

STPM

[45:7

0181

08I

TBLA

88LY

T8LA

6LLT
8LL4

v.LLd

S9LA

T9LA

6G.L7T
85,3

LA

LELD

079A

mn

Major vault protei

e Molecule 1

13%

11%

76%

Chain KA

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 25

LETA

6214

1211

0 60TI

194

SOA

LSH
954

ZSL

0SKW

8YI

99€A

6GET

LSGEM

67EA

LY€d

SYEQ

veeT

SZeEN

90€X

£8CA

15:108

TLCA

89271

09zA

0€TY

1221

61CA

91CA

S121

80CA

96TM

9L1T

iZAN¢

89TI

LSTA

448
EVIM

6ETV
8ETA

S.SI

89GA

53742

T9S1

6€5T

62SI

+

05y

LBYA

T6%d

L87A

STPM

11va

SO%L

86€N

€6EN

06€A

18€d

C18A

0187

L08I

TBLA

88.LY

18LA

6LLT
8LL4

S9LA

T9LA
1924

6G.L7T
85,3

TvLA

LELD

8CLS

999L
S99L

2991

591

0%9A

€091

66SI

€8SA

1m

j It protei

jor vau

Ma

e Molecule 1

13%

11%

76%

Chain KB

€9TI
2911

P11
B6ETY
8ETA
LETA

6214

L2171

1211

0 60TI

70TA
€073

i

00TA

261

1,94

S9N

LSH

€9A
ZSL

OSH

8¥IW

>

20ovI

86EN

€6EN

06EA

98€d

18ed

99€A

6G€T

LSEM

Lved

veeT

SZeEN

€8CA

T82A

TLCA

8921

092A

0€Ty

4221

61CA

91ZA

S121

80CA

$S021

96TM

9L11

iZA%¢

89TI

S9TV

S.SI

SHSM

(57408

19971

6€5T

6CSI

€254

91871

v0sy

LETA

S674

T6%d

6871

L8¥A

1974

STVM
T1%a

SO¥L

C18A

01871

L08I

TBLA

88LY

18LA

8L,

S9LA

T9LA

6SG.LT
89,3

TVLA

LELD

8C.LS

€79A

0%9A

LE9S

€09A

TO9L

66ST

1654

€8SA

m

It prote

Major vau

e Molecule 1

. 13%

10%

i

76%

Chain L

14498
6ETY
8ETA
LETA

6214

L2171

0 60TI

70TA
€014

00TA
261
881
T8A

LA

194

S9N

0 994

[4hN

s

LI

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 26

¢

STPM
T1%a
SOPL
86EA
€6EA
06€A
T8ed
99¢eA

6S€T

L

LSEM

& 4

veeT

SZeEN

£8CA

182Kk

TLCA

89271

09zA

0€TY

1221

61CA

912A

S121

80CA

96TH

9L11

iZAN¢

89TI

6€ST

62SI

Ll

91871

7054

LBTA

G674

T67d

6871

L8YA

CT8A

071871

L081

C6LA

88LY

T8LA

6LLT
8.L.3

v.LLd

S9LA

C9LA

69LT
89.3

TvLA

LELD

8T.LS

9991
S991

2991

9%9A

LESS

11

Major vault protei

e Molecule 1

—
77%

13%

10%

Chain LA

44!
6ETV
8ETA
LETA

6214

L2171

1211

0 60TI

¥oTA
€073

i

& 4

00TA

261

881

194

S9A

LSH
994

2¢SL

0SKW
674
8T

11%a

SO%L

86EN

€6EN

06€A

18ed

99€A

69€T

LSEM

Lved

veeT

SCEA

182k

TLCA

89C1

09zA

ogey

1221

61CA

9TCA

ST121

80CA

S02T

96TM

9LTT

PLTT

89TI

S9TV

2911

€09A

€839A

S.SI

89SA

S7SM

EVSK

YESH

6251

€284

9191

7054

L6YA

T6¥%d

L8VA

o < w0
IIY
= A=

CT8A

0181

L08I

CT6LA

88LY

T8LA

8L.L4

v.LL4

S9LA

CTILA
19,4

6G.L7T
85,3

8CTLS

€V

L€98

11

Major vault protei

e Molecule 1

13%

10%

—
77%

Chain LB

A0

STPM

SO%L

86EA

06EA

18¢ed

99€A

6GET

LGEM

Tsed

L2 4

veeT

SCEN

15:198

TL2A

8921

09zA

0€TH

1221

61CA

9TCA

S121

80CA

96TM

9L71

PLTT

8971

€971
2911

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 27

€09

T09L

L6954

€839A

§.ST

0450

STSM

EVSA

6€ST

6251

€284

91871

7094

L6VA

T6%d

L8%A

CT8A

0187

L08I

CB6LA

88LY

T8LA

6LLT
8L.3

S9LA

CT9LA

6G.L7T
8G.4

TPLA

LELD

8CLS

079A

LE98

m

Major vault protei

e Molecule 1

13%

11%

76%

Chain M

4!

veL

0gA

LTH

3

LI

86EA

€6EA

06€A

18€d

99¢eA

6S€T

LSEM

Lyed

veeT

SZen

91€T

182k

TLZA

8921

09zA

o€y

4221

61CA

9T2A

S121

802A

S02T

96TM

9L11

iZAN¢
89TI

S9TV

R CL
€9TI
[4°)5%

G.SI

SHSM

237408

6€ST

L

62SI

€254

81571

0S4

LBTA

9674

T67d

6871

L8YA

STPM
4548
€TV

T1%a

SOPL

07871
6080

08I

T6LA

88LY

T8LA

6LLT
8LL4

vLLd
S9LA
29.LA

6SLT
85,3

TvLA
LELD
8CLS
6990
9%9A

LE9S

€09A

T09L

66ST

1654

€8SA

c18A

11

Major vault protei

e Molecule 1

13%

9%

78%

Chain MA

-7A% o
PLTT
|
89TT
| ¢
€971
mmi
¢ Hmwa
mmﬁ
68TV
8ETA mmg
LETA coen
i i
6214 o6En
I |
th 188d
0 6071 |
998/
|
¢ €981
|
£01d LGN
¢ |
Lped
00TA
- “
261
|
88T YEET
i i
L9Y 9281
| 99s szen
q9A ]
e ——
wwm ﬂﬁ
£
| 8921
81 ]
09zA
¢ ]
ommm
771
[ | 12T
$EL | |
[ | 6TZA
0za | |
| | 9TTA
LTH S121
LT 802A
|
96TM
|
9411

€09A

€83A

SLSI

89SA

E€VSA

1981

62SI

91491

%054

L67A

T6%d

L8¥A

[45:7%

0181

L08I

T6LA

88LY

T8LA

6LL7T
8L.3

S9LA

CT9LA
19,4

6S.LT
8S.4

8TLS

S991L

E€¥9N

0%9A

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 28

11

Major vault protei

e Molecule 1

13%

10%

—
77%

Chain MB

P11
Biailt
6ETV
8ETA
LETA
6214
1211
0 60T

€073

00TX
261
881
8A
ELA

1,949

n
©
I>I

E9N

LSH
9G4

€3A
ZSL

STPM

T1%a

SOPL

86EN

€6EA

06€A

T8ed

99¢eA

6S€T

LSEM

Lyed

h o 4

veeT

(4718

11108

TLCA

8921

09z

0€TY

4221

61CA

912A

S121

80CA

96TM

9L11

iZA%¢

89TI

LSTA

£09A

T09L
1654
€8SA
S.SI
89SA
47408

6€ST
8esh

62SI

91571
0S4
L6YA
T6%d
L8%A

T9%4

[45:7%

0181

08I

v08d

T6LA

88LY

T8LA

6LLT
8L.3

vLLd

S9LA

T9LA

6S.LT
85,3

TVLA

LELD

8C.LS

S991

9%

0%9A

mn

Major vault protei

e Molecule 1

13%

10%

77%

Chain N

€9TI

6GTA

P11
6ETV
8ETA
LETA

6214

L2171

0 6011
|

70TA
€073

00TA
261

881

1,94

LSH
9G4

€3GA
2SL

b & 4

STPM
T1%a
SOPL
86EN
€6EA
06€A
18ed
99¢eA

6S€T

LSEM

Lyed

veeT

SZEN

£8CA

182k

TLCA

89T71

09zA

0€TY

4221

61CA

912A

S121

80CA

96TH

9L1T

iZAN¢

89TI

€09A

66SI

€839A

SLSI

0450

SPSM

E€¥SK

6€ST

62SI

€284

094

LBTA

S67d

T6%d

6871

L8¥A

T9%4

[45:7%

0181

08I

TBLA

88LY

T8LA

6LLT
8.L.3

vLLd

S9LA

T9LA

6S.LT
85,4

TvLA

LELD

8T.LS

E€¥9N

0%9A

LEYS

mn

Major vault protei

e Molecule 1

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 29

—
77%

. 13%

10%

Chain NA

¥L11

89TI

€971

LSH
9%y

2SL

8YIW

44!

veL

LTH

b

<>

STHM
[ 5099
e | vood
[ £09A
o | ooy
] T09L
=een | o9y
- JﬂmH
mmﬂ, €830
068 |
1 G181 T80
s | [ rey
] 895 0181
S [ | 6080
(1 €954 | |
T T
een [ | 88V
1 6281 | |
I + oo
N 61LT
M wmmm mm\.m
L67A $L.8
veeT | o6vL |
[ | 3674 S9LA
SzEA | | | |
[ | 16%d T9LA
1824 | o6v [ |
[ | 6871 65L1
1.TA 85,4
| s8ys
[ | 18%A | |
8921 | | THLA
[ | T9%4 | |
omg \.m\.u
omﬂ_ wm\.m
\.mS mﬂoa
mmg mmg
9T2A 079
ST
802A
|
96TM
|
9411

11

j It protei

jor vau

Ma

e Molecule 1

LSTA

14491
evIM

B6ETY
8ETA
LETA

13%

6214

L2171

0 60T

11%

€0Td 0

‘.
00TA
z61

881

L94

[T
©
II:> II

E9N

76%
-

LSH
9G4

€9A
ZSL

0SW

91

veL

0€A

oza

LTH

5

Chain NB

SOPL

86EN

€6EN

06EA

18ed

99€A

6S€T

LSEM

Lved

veeT

SzeN

€8CA

T8CA

TLeA

8921

092A

0€Ty

1221

61CA

912A

S121

802A

S021

96TM

9L1T

iZANS

89TI

S9TV

1654

€83A

S.SI

0480

SYSM

€VSA

T9S1

6€5T
8£sh

62SI

€284

%054

LBTA

S6%d

T167d

6871

L8¥A

0181

08I

T6LA

88.LY

T8LA

6LLT
8L,

vLLd

S9LA

TYLA
1924

6SG.LT
85,3

TvLA
LELD
8C.LS
6990
S99L
9%9A

E€79A

0%9A

€09/
[ zosy |
TO9L
[ oosy |
6651 [45:7%
[eesT | 7V

mn

j It protei

jor vau

Ma

e Molecule 1

13%

11%

76%

Chain O

{449
6ETY
8ETA
LETA
6214
L2111

1211

0 6071

€074
(405

R LDWIDE

00T

261

881

€81

1,94

SOA

LSH

9G4

2SL

O

PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 30

SOPL

86EN

€6EN

06€EA

T8ed

99€A

6S€T

LSEM

Lyed

>

veeT

SZeEN

€8CA

182k

Tlea

8921

092ZA

0€TY

4221

61CA

912A

121

802A

8021

96TM

9LT1

iZA%¢

89TI

S9TV

[4°)5%

S.SI

89GA

SHSM

25740

ST
0%sb
6€ST
62SI
€254
915871
0S4
L67A
T6%d

L8%A

1974

L2¥1
9y

STPM
4548
€TV

T1%a

C18A
01871
1081
TBLA
88LY
T8LA
8LLd
2K
S9LA
29LA

6S5.LT
85,3

LA
LELD
8CLsS

6990

£09A

TO9L

66ST

1654

€8SA

mn

Major vault protei

e Molecule 1

13%

10%

77%

Chain OA

4491
EVIM

6ETY
8ETA
LETA

6214

L2171

1211

0 6071

€073

00T

44!

veL

b & 4

STPM

SOPL

86EN

06€EA

18ed

99€A

6SET

LSeM

Lyed

veeT

SZeN

€8CA

182X

TLeA

8921

09zA

0€TY

4221

61CA

9T2A

G121

802A

96TM

9L11

iZAN¢

89TI

€971
¢9TI

LSTA

TO9L

66S1

1694

€839A

SGLSI

89SA

SPSM

147478

6E€9T

62SI

€254

7094

L6V

S67d

T6%d

6871

L8%A

T9%4

TT8A

0181

081

T6LA

88LY

T8LA

6LLT
8.L.L3

vLLd

S9LA

TILA

6S8LT
85,4

TvLA

LELD

E€¥9N

0%9A

€091

mn

Major vault protei

e Molecule 1

13%

11%

76%

Chain OB

IT
EVIM

6ETY
8ETA
LETA
6214

1211
0 60TI
€013

00TA
261
88T

194

2SL

€14

SO7L

86EA

€6EN

06EA

18€d

99€A

6GET

LSEM

Lyed

b & 4

veeT

STEA

€8CA

182X
T.L2A
8921
092A
0€2Y
1221
6TCA
9TCA
S121
80TA
96TM
9LT1
YLTT
89TI
€971

LSTA

o

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 31

6651
€839A
G.LSI
893GA
SPSM
€¥SK
0vSh
6EST
8€Sh
62SI
€254
9191
7054
L67A
T6%d
L8YA

T9%4

STPM

T1%a

CT8A

07871
1081
TBLA
88LY
T8LA
8LL4
vLL4
S9.LA
T9LA

6SLT
85,3

TvLA
LELD
8CLs

9991
S99L

T991
9%9A
E€V9N

LESS

€09A

mn

Major vault protei

e Molecule 1

13%

11%

76%

Chain P

194

S9A

E9N

LSH

9G4

2SL

0SKH

3

8T
Lyd

91

veL

0EA

LTH

STA

0TI

€6EA

06€A

18ed

99€A

6GET

LGEM

veeT

SCEA

1824

TLeA

8921

09zZA

0€TH

L2211

61CA

9TCA
ST121

€121

80cA

S02T

96TM

LLTH
9LT1

YLTT

89TI

SOTV

LSTA

I
EVIM

TOo9L
1694
€839A
.91
89SA
E€VSK
0vSh
6EST
8€Sh
62SI
€294
7094
L67A
T67%d
L8YA

T9%d

STPM
SOPL

86EA

CT8A

0781
L081
C6LA
88LY
T8LA
8.L.3
S9LA

CILA
19,4

6G.L7T
89.3

TvLA
LELD
8TLS
S991
7591
9%

€PN

€09/

11

Major vault protei

e Molecule 1

13%

12%

75%

Chain PA

]
44!
EVIN

6ETY
8ETA
LETA

6274

L2171

0 6071

YOTA
€073

00TX

6y
261

881
€81

194

€6EA

06€A

18¢ed

99€A

6GET

LGEM

67EN

PA

Sved

veet

STeEA

£8CA

T8CA

TLCA

8921

09zZA

0€TH

LeT1

6TCA

9TCA
S121

3

80CA

96TM

9LT1

PLTT

89TI

€971

0450

8939A

57408

6€9T

6251

€284

7054

L6V

S67d

T67d

6871

L8%A

T9%4

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 32

CTBLA

88LY

T8LA

6LL7T
8LL3

v.L.d

S9LA

C9LA

6SLT
85,4

TPLA

LELD

8TLS

9991
S991

2991

€79A

LE9S

€09A

TO9L

6651

1654

€8SA

S.SI

CT8A

01871

L08I

m

Major vault protei

e Molecule 1

13%

10%

77%

Chain PB

89TI

€9TI

9Z¥'1

STPM

LOTW

SO7L

86EA

06€A

18ed

99¢eA

6S€T

LSEM

Lyed

veel
oged
(4N

£8CA

T8CA

T.L2A

8921

092A

0€TY

L2271

61CA

912A

S121

80TA

96TM

9.TT

YLTT

€09/

T09L

1694

€839A

§.ST

89SA

€VSA

6€5T

62SI

€284

7054

L6%A

T67d

L8%A

T9%4

CT8A

0181
608d

LA

88LY

T8LA

6LLT
8LL4

S9LA
CTILA

6G.L7T
85.3

TPLA
LELD
8TLS
6990
E€79A

0v9A

11

Major vault protei

e Molecule 1

—
77%

13%

10%

Chain Q

¢

T

6ETV
8ETA

SOvL
86EA
€6EN
06EA
18ed
99€A
6GET

LSEM

¢

Lyed

& 4

veeT

SCEA

90€Y

COEA

€8CA

182k
TLCA
89TT1
092A
0€TY
L2271
61CA
9TCA
S121
80CA
96TM
9LT1
PLTT

89TI

1654

£€839A

G.LSI

0450

89SA

E€VSA

1991

6EST

YESH

6281

Ll

7094
L67A
T6%d

L8YA

L2¥1
9Tv'1

STPM

T1%a

CT8A

0181

1081

TBLA

88LY

T8LA

8L.3

S9.LA

T9LA

639LT
85,4

8TLS

0%9A

LE9S

€09/

T09L

6651

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 33

11

It prote

Major vau

e Molecule 1

13%

9%

77%

m

Chain QA

8971

6ETY
8ETA
LETA

6214

L2171

0 6071

€013

i

00TA

261

881

194

S9A

EON

4

el

0gA

LTH

T4

3

LI

9C¥1

ST¥M

SOvL

86EA

€6EN

06€A

T8ed

99€A

65€T

LGEM

veeT

SZeA

182k

T.L2A

8921

092A

0€TY

L2271

61CA

912A
S12T

3

80TA

96TM

9LTT

YLTT

€09

T09L

6631

1694

€839A

S.SI

0.5

89SA

EVSA

1791

6€9T

62ST

9791

AL

L6YA

T6¥%d

L8YA

CT8A

01871

L08I

C6LA

88LY

T18LA

8L.L4

L4

S9LA

CT9LA

6G.L7T
85,3

TPLA

LELD

8C.LS

079A

L89S

11

It prote

Major vau

e Molecule 1

13%

10%

77%

Chain QB

S9TV

2911

6£TY
8ETA
LETA
6214
1211
1271
0 60TI

€074

00TA
261
881

L94

0
©
=

E9N

LSH
9G4

€GA

44!

el

0EA

LTH

t

oy

STPM
T1%a
SO%L
86EA
€6EA
06€A
18ed
99€A

6GET

LSEM

Ly€d

veeT

Scen

1824k

TLCA

89TT1

092A

0€TY

1221

61CA

9TZA

ST121

80CA

S0TT

96TM

9L11

PLTT

89TI

€097

TO9L

L6954

€83A

S.LSI

89SA

5474578

6CSI

%054

L67A

T67%d

L87A

1974

CT8A

0187

L08I

LA

88LY

T8LA

8LL4

v.L.4

S9LA

T9LA

6G.L7T
8G.3

TvLA

LELD

8CLS

999L

2991

EY9A

LESS

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 34

mn

Major vault protei

e Molecule 1

13%

10%

—
77%

Chain R

LSGTA

T
EVIM

6ETV
SETA
LETA
62T
1211
0 60TI

€073

00T

€6V
261

881

1,94

0
©
=

EON

8GA
LSH

€GA
[4hn

T1%a

SO%L

86EN

€6EN

06€A

18ed

99€A

6S€T

LSeEM

.

veeT

SCEA

€8CA

82k

TLea

8921

0€TY

4221

61CA

9T2A

G121

802A

$S021

96TM

9LT1

ZAN¢

89TI

SOTV

B6STA

£09A

TO9L

6651

1654
€8SA
GLSI
89SA
47478

[eliZets]
6€9T

62SI
€284
0S4
L6YA
T6%d

L8%A

STPM

ZT8A

0181

081

86.LN

T6LA

88LY

T8LA

8.L.3

S9LA

T9LA

6S9LT
85,4

TvLA

LELD

8T.LS

6990

€79

0%9A

mn

Major vault protei

e Molecule 1

. 13%

10%

76%

Chain RA

¢

3

>

SO%L

86EA

€6EN

06EA

18ed

65€T

LSEM

Lyed

veeT

SCEA

90€X

COEA

€82A

TL2A

8921

09zA

0€Ty

L2271

61CA

9TCA

S121

802A

96TM

9LTT

ZA%¢

89TI

€971
2911

LSTA

€8SA

G.LSI

8939A

€794

6€ST

62SI

8TST

91871

7054

LBTA

S67d

T67d

6871

L8YA

9Tv'1
STPM

T1%a

(4578

0181

L1081

TBLA

88LY

T8LA

6LLT
8.L.3

S9LA
T9LA

69LT
89.3

LA
LELD
8CLS
€V
0%9A

LESS

€09A

66SI

mn

Major vault protei

e Molecule 1

13%

10%

—
77%

Chain RB

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 35

89TI

P11
B6ETY
8ETA
LETA

6214

211

60TI

LSH

0 994
zSL
0SW

8¥IW

9TY1

STPM

T1%a

SOPL

86EN

€6EN

06€A

18ed

63€T

LSEM

6vEN

Ly€d

Sved

veet

STEA

€8CA

TLCTA

89271

09zZA

0€TY

1221

61CA

9TCA

S121

80CA

96TM

9L1T

vL1T

€091

6691

€839A

§.SI

89SA

L7478

6€ST
8€Sh

62SI

€254

094

L6TA

T67d

L8%A

1974

[q5:78

01871

1081

708d

T6LA

88LY

T8LA

8.L.3

S9.A

29LA

6SLT
85,3

8CLS

S99L

%591

9%9A

€V

11

Major vault protei

e Molecule 1

—
77%

13%

10%

Chain S

89TI
€911

LSTA

4%}
EVIM

6ETY
8ETA
LETA

6214

0 60TI

3

YOTA
€073

i

00TA
261
881
194

S9A

LSH

0 994

2SL

0SKW

STPM
|
TP
|
mmE.
£09A
86€EA | |
| | 6691
£6EA | |
[ | €89A
06€A | |
[ | 8481
188d | |
| | SHSM
99eA | wpeN
| | €954
63€T | evey
| sse1 | 1991 re,
LgeM | ovedb
[] 6651 oqu
67 850
- - L08T
a7eQ 6281 |
(1 T6LA
g3l wﬂz
1 i
5084
pEET (] T8LA
| e [ ogua
mmg 1 6LL1
EWWict
£82ZA ﬁmi | |
| z8zd I S9LA
ﬁmﬁ 1 | |
T9LA
o T9%Y i
| | 651
8921 ¢ 85,8
| |
09z THLA
| |
oy 181D
| |
1221 8218
| |
612 6990
|
9TzA
a1

3

80CA

S021

96TM

9.1

PLTT

11

Major vault protei

e Molecule 1

13%

10%

77%

Chain SA

4458

6ETY

LTH

STA

3

STPM

T1%a

SOPL

86EN

€6EN

06EA

18¢ed

99€A

6S€T

LSEM

L2 4

veeT
scen
T8CA
TLCTA
89271
09zZA
ogeyd
Lge1
6TCA
91CA
S12T
802A
96TM
9L11
YL
89TI

LSTA

o

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 36

€09/

6651

€839A

S.ST

895A

EVSA

1751

6€ST
8€Sh

6251

€284

7094

L6%A

T67d

L8VA

CT8A

0187

L08I

CT6LA

88LY

T8LA

8L.3

v.LL4

S9LA

C9LA

6G.L7T
8G.3

8CLS

9991
S991

2991

%991

979

EY9A

079A

11

It prote

Major vau

e Molecule 1

13%

11%

76%

Chain SB

89TI

47491
6ETY
8ETA
LETA

6214

4211

0 6071

€073
201D

00TA

261

881

€871

194

S9A

E9N

LSH
994

[4hN

0S8

T1%a

SOPL

{4028

86EN

€6EA

06€A

98¢€d

18ed

99€A

6G€T

LSEM

L2 4

veel

SZEN

90€x

20oEA

15:108

TLCA

8921

09zA

0€TY

12271

61CA

91CA

S121

80CA

96TM

9L11

PLTT

T09L

6651

L69Y4

€83A

S.SI

89SA

5474578

6€ST
8€sh

YESH

62ST

8191

91571

Y05y

[45:7%

0181
6080

L08I

T6LA

88LY

T8LA

8L.3

S9LA

C9LA
19,4

6G.L7T
85,4

LA

LELD

8CLS

9%oN

0%9A

€097

11

It prote

Major vau

e Molecule 1

—
77%

13%

10%

Chain T

6STA

6ETY
8ETA
LETA

6214

1211
1211

0 60T
|

€0Td

i

00TX

261

881

8A

ELA

194

SOA

E9N

LSH

0 954
zSL

8¥IW

44
el

LTH

3

9C¥1

STPM

T1%a

SOPL

86EA

€6EA

06€A

18¢ed

99€eA

LSEM

Lyed

>

veeT

SZeEN

£8CA

8¢k

TLCA

89271

09z

0€TY

1221

61CA

912A

S121

80CA

96TM

9L11

vL1T

89TI

2oTI

£09A

T09L

66ST

654

€8SA

S.ST

89SA

537478

6€9T

6231

€284

91571

vosu

L6YA

T6%d

L8%A

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 37

ZT8A

01871

L08I

C6LA

88LY

T8LA

6LL7T
8L.L3

vLLd

S9LA

C9LA

6SLT
89,4

TvLA

LELD

8TLS

6990

S991

€V

0%9A

L€98

11

It prote

Major vau

e Molecule 1

13%

11%

i

76%

Chain TA

EVIN
6ETY
8ETA
LETA
6214

1211

0 6071

YOTA
€014

00TA

194

S9A

LSH
954

2¢SL

T
0SKW

|oen
8N
L%d

¢

86EA

€6EA

06€A

18€d

99€A

6GET

LSEM

L2 4

vee1
oged
Szen
£8CA
T8CA
TLCA
8921
09zA
0€TH
1221
6TCA
9TCA
S121
80CA
96TM
9L11
PLTT

89TI

2911

89SGA

[574508

99T

6€9T
85D

YESH
6CSI
€284
91871
7094
L67A
T67d
L87A

1974

STVM

12574

LOVKH

SO%L

CT8A

0187

L08I

¥08d

CTB6LA

88LY

T8LA

6LLT
8L.L4

S9LA

CT9LA
1924

6G.L7T
85,4

8CLS

S991

979A

11

j It protei

jor vau

Ma

e Molecule 1

. 13%

10%

76%

Chain TB

€TX

86EN

€6EN

06€EA

veet

STEA

£€8CA

T8CA

TLTA

89271

092A

0€TY

Lget

61CA

9TCA

S1TT

80CA

96TM

9L1T

YL

89TI

TO9L

6651

L6954

€839A

S.LSI

89SA

274508

6€ST

1

62SI

[45:7%

0181

08I

TBLA

88LY

T8LA

6LLT
8L.3

S9LA

T9LN

6S.LT
85,4

VLA

LELD

8T.LS

9%9A

E€V9N

€09A

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 38

11

Major vault protei

e Molecule 1

13%

11%

76%

Chain UA

S9TV

€971

24!
6£TY
8ETA
LETA
6214
1211

0 60TI

€073

00TA
261
881

194

E9N

STVM

11%a

SO%L

86EA

€6EA

06€A

18¢ed

99€A

6G€T

LGEM

L& 4

veeT

SCEA

£8CA

18CA

8921

09zA

0€TH

Lee1

61CA

9TCA

S121

80TA

S02T

96TM

9.L11

PLTT

89TI

1

€09/

T09L

654

€8SA

S.SI

89GA

SHSM

55742

T9S1

6€5T

6CSI

€254

05y

LBTA

S6%4

16%d

6871

L8¥A

[45:7

01871

1081

T6LA

88LY

T8LA

6LL7T
8.L.3

YLl

S9LA

29LA
19,4

6S.LT
85,4

LA

LELD

8CLS

9991
S991L

2991

%591

(074718

11

Major vault protei

e Molecule 1

13%

10%

76%

Chain UB

89TI

SOTV

€971

LSTA

EVIM
BETY
8ETA
LETA

6214

4211

0 60T

€073

00TX
261
881

194

SOA

EON

LSH
9%y

€3GA
[4hN

44

el

0za

LTH

F

oy

STPM
T1%a
SOPL
86EA
€6EA
06€A
18¢ed
99€eA
6S€T
LSEM
6%EN

SHEQ

veeT
SzeA
11108
TLCA
89271
09zA
0€TY
4221
61CA
91CA
S121
80CA
$S021
96TM
9L1T

i ZAN¢

€09A

TO9L

6651

1654

€8SA

GLSI

0.48a

SHSM

€794

6€ST

L

62SI

€254

91871

7054

L67A

T67d

L8%A

T9%4

[45:7%

01871
L1081
TBLA
88LY
T8LA
8.L.3
v.L.d
S9LA
T9LA

69LT
89.3

TvLA
LELD
8TLS
6990
9991
T991
9%9A

0%9A

mn

Major vault protei

e Molecule 1

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 39

13%

11%

76%

Chain V

LSTA

i44%¢
evIN

6£TY
8ETA
LETA
6214
1211
1211
0 60TI

€073

00TA

E9N

44!
el
0EA
0za

LTH

b

SO%L

86EA

€6EN

06EA

18ed

99€A

63€T

LSEM

Lv€d

& 4

veeT

oged

SCEA

182k

TL2A

89C1

092A

ogey

1221

61CA

9TCA

S121

80CA

S02T

96TM

9LTT

PLTT

8971

€971
2911

1694

€839A

S.S1

8939A

6%SA

E€VSK

0vsh
6EST

L

62SI

7094

L6%A

T67d

L8YA

T9%4

STVM

T1%a

LOPN

CT8A

0781

L08I

C6LA

88LY

T8LA

8LL4

vLLd

S9LA

CTILA

6G.L7T
85.3

TvLA

LELD

8CLS

S99L

9%9A

€V

€091

T09L

6651
8651

11

It prote

Major vau

e Molecule 1

13%

10%

77%

Chain VA

€971

47491
6ETY
8ETA
LETA

6274

L2171

60TI

70TA
€073

00TA

261

881

194

LSH
954

€SA
ZSL

STVM

11%a

SO%L

86EA

€6EA

06€A

18¢ed

99€A

6G€T

LSEM

Lyed

b2 4

veeT

SCEA

T8CA

120

092A

0€TH

221

61CA

9TCA

S121

80CA

S0¢1

96TM

9L71

PLTT

8971

S9TV

€09A

€839A

S.SI

89SA

EVSK

6€5T

YESH

6291

€284

7094

LBTA

S6¥%d

T6%d

6871

L8%A

T9%4

CT8A

01871

L08I

CB6LA

88LY

T8LA

8LL4

v.L.4

S9LA

CT9LA

6G.L7T
8G.4

TPLA

LeLD

079

11

j It protei

jor vau

Ma

e Molecule 1

13%

11%

76%

Chain VB

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 40

[4°)8%

A%
B6ETY
8ETA
LETA
6214
1211

114%¢

0 60TI

€0T1d

0 [49 56}

00TX
261
881
€81

194

S9N

E9N

0TI

86EA

€6EA

06€A

18€d

99€A

6S€T

LSEM

67EA

Lved

Svea

.2 4

veeT

SZeEN

€8CA

11108

TLCA

8921

092A

0€TY

14221

61CA

912CA

S121

80CA

S021

96TM

9L1T

2N}

89TI

S9TV

TO9L
6631
8631
L6984
€83
SLST
SYSM
57408

6€5T
8esh

6251

€284

91871

%054

L6V

T6%d

L8¥A

STVM

11%a

SO%L

CT8A

0181
6080

T6LA
88LY
T8LA

6LL7T
8.L.3

S9LA
29.LA

6S.LT
89,4

TvLA
LELD
8CLS
S99L

E€%9N

€091

1m

It prote

Major vau

e Molecule 1

13%

11%

76%

o o ~ ® e} - o) I co I v |
0 0 0 © © Q 0 © ) 8
= = Mo = = ~ = = = A

Chain W

445"
EVIM

B6ETY
8ETA
LETA
6214
L2171

1211

0 60T

€073
2¢0oTd

00TA

8¥IW

el

0gA

3

LI

86EN
06€EA
T8ed
99€A
6S€T
LSEM

6vEN

Sved

veet
oged
STeEA
€8T
T8CA
TLTA
89271
092A
0€TY
Lee1
61CA
9TCA
S1T1
802/
96TM
9L1T
YLTT
89TI
6SGTA

LSTA

oo

| 86sI
1694
|
€8S Z18A
1 ey
G.SI 0781
1 1
S¥SM 1081
| wwsn ]
15574578 26.L0
1 1
G 88Lv
8¢5 -
mﬂmH ﬁMN>
- 8.L.4d
€TS44 -
hﬂmq m“h>
- T9LA
7054 -
- 6SLT
L6TA 85,4
1 |
T6%d THLA
1 |
L8N 1€
1 1
1994 87.S
|
9991
|
2991
|
9%9A
|
079
|
LE9S
STvM
| | £09A
LOVI | 209V
I T09L
SOVL | oogu
[ | 6651

m

It prote

Major vau

e Molecule 1

13%

11%

76%

Chain WA

8ETA
LETA

6214

1211

1211

261

EON
8GA
LSH
9G4

€3GA

LTH

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 41

T8€d

99€A

6SET

LGEM

Lyed

& 4

veeT

SZeEN

€8CA

11108

TLCA

89271

09zA

0€TY

4221

61CA

912A

G121

802A

5021

96TM

9L11

iZAN¢

89TI

S9TV

€971
[4°)8%

P11

B6ETY

89GA
SHSM
237408

6€ST
8esd

62SI
€254
0S4
L6¥A
T6%d
L8%A

Tovd

STYM
T17a
SOPL
86€EN
€6EN

06€A

0181

T6LA

88LY

T8LA

8L.3

S9LA

T9LA

6S.LT
85,4

TvLA

LELD

8T.LS

6990

9991
S991

2991

7991

0%9A

£09A

TO9L

66ST

1654

€8SA

SG.SI

[45:7%

mn

Major vault protei

e Molecule 1

—
77%

13%

10%

Chain WB

i44%!
6ETY
8ETA
LETA
6214

1211

0 60TI

STVM

SO%L

86EA

06€A

18¢ed

99€A

6GET

LSEM

Lv€d

b & 4

veeT

SCEA

1824

TLCA

8921

09zZA

0€TH

2T

61CA

9TCA

ST121

802CA

96TM

9LT1

PLTT

89TI

2911

€097

TO9L

6651

L6954

€83A

S.ST

89SA

5474578

6€5T

L

62SI

€254

8151

9191

%054

L67A

T6%d

L8¥A

CT8A

01871

L08I

T6LA

88LY

T8LA

8L.L4

v.L.4

S9LA

T9LA

6G.L7T
8G.3

TvLA

LELD

8CLS

979A

LE9S

11

Major vault protei

e Molecule 1

13%

11%

76%

Chain X

S9TV

€971
2911

6GTA

B6ETY
8ETA
LETA

6214

1211

1211
0 60T

|

€0TH

00TX
261
881

L9Y

44!
veL
0za

LTH

1170

SOPL

{4028

86EN

€6EA

06€A

98¢€d

18¢ed

99€eA

6S€T

LSEM

>

veeT

SZEN

£8CA

T8¢k

TLCA

89271

09z

0€TY

1221

61CA

91ZA

S1271

80CA

S021

96TM

9L1T

iZAN}

89TI

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 42

€8SA

GLSI

S7SM

E€¥SK

6€ST
8esh

62SI

LTSI

€254

91971

7094

LBTA

G674

T6%d

6871

L8¥A

T9%d

STPM

CT8A

07871

1081

TBLA

88LY

T8LA

6LLT
8LL4

S9.LA

T9LA

6SLT
85,3

TvLA

LELD

8CLs

9%9A

€79A

LE9S

€09/

T09L

6651

1654

mn

j It protei

jor vau

Ma

e Molecule 1

. 13%

11%

76%

Chain XA

LSH
0 994
(43

0SKW

8T

€6EA

06EA

98€d

18€d

99€A

L9eEM

& 4

veet

SCEA

90X

COEA

182X

T.L2A

8921

09ZA

ogeyd

1221

61CA

9TCA

S121

802A

S021

96TM

9LTT

YL

8971

SOTV

€9TI
(42158

6GTA

G.SI

8939A

€%94

6€9T

YESH

62SI

Ll

7054

L6TA

G674

T67d

6871

L8YA

STPM

T1%a

SOPL

(4028

86EN

07871
L08I
708d
CBLA
88LY
T8LA

6LLT
8LL4

S9LA
COLA

6S.L7T
85.3

TvLA
LELD
8CTLS
6990

9991
S99L

2991
7591

LE9S

€09A
6651

€8SA

c18A

11

It prote

Major vau

e Molecule 1

13%

11%

76%

Chain XB

8ETA
LETA

6214

1211

0 60TI
|

€073

i

00TA

96d
S6a

261

881

8LL

194

SOA

LSH

0 994

¢SL

0SKW

8¥I
L%d

¢

44!

vEL

0€A

SCTA

oza
611

LTH

STA

-

LI

06€EA

18¢ed

99€A

63€T

LSEM

L2 4

veel

SZEN

91€1

£8CA

T8CA

TLTA

8921

09zZA

0€TH

12271

6TCA

9TCA

S121

80CA

96TM

9L11

PLTT

89TI

LSTA

44!
EVIN

6ETY

6631

€83A

S.ST

89GA

€754

T9S1

6€ST

62SI

Ll

%094

L6TA

16%d

L8¥A

STYM

11va

SO¥L

86EA

€6EA

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 43

CT8A

01871

L08I

C6LA

88LY

T8LA

6LL7T
8.L.3

S9LA

C9LA
19,4

6G.L7T
85,3

THLA

LELD

8TLS

9991
S991

2991

%591

0%9A

€09

11

It prote

Major vau

e Molecule 1

13%

10%

76%

Chain Y

448
EVIM

6ETV
8ETA
LETA

6214

11458

007X

261

881

194

S9A

E9N

LSH
954

2SL

0S8

STVM

SO%L

86EN

€6EN

06eA

18¢ed

99€A

6G€T

LSEM

veel

SCEN

18CA

TL2A

8921

092A

0€TH

221

61CA

9TCA

S121

80CA

96TM

9LTT

PL1T

8971

€971
(42158

LSTA

€09

TO9L

6651

1,694

€8SA

S.SI

S7SM

EVSA

1991
0%sh
6€5T

L

T9%4

CTI8A

0181

L08I

CT6LA

88LY

T8LA

6LL7T
8L.3

vLL4

S9LA

C9LA

6S.LT
89,4

THLA

LELD

8CLS

6990

11

j It protei

jor vau

Ma

e Molecule 1

13%

10%

w—
77%

Chain YA

0TI

LI

06€A

18ed

99€A

6S€T

LSEM

Lv€d

vee1

SZEN

11:198

TLCA

8921

09zA

0€TY

1221

61CA

91CA

S121

80CA

S021

96TM

9L71

ZA%!

89TI

S9TV

2911

6STA

44!

6ETY

L694

€83A

S.SI

89GA

2474578

6€5T

YESH

62SI

054

L6TA

16%d

L8Y7A

STYM

11va

SO¥L

86EA

€6EN

[45:7%

0181

L08I

T6LA

88LY

T8LA

6LL7T
8L.3

YLl

S9LA

C29LA

6S.LT
85,4

TvLA

LELD

0%9A

€09A

TO9L

6651

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 44

11

j It protei

jor vau

Ma

e Molecule 1

13%

11%

76%

Chain YB

2911

4%
6ETV
8ETA
LETA
6214
1211
1211
0 6071

€014

007X

€6V
261

881

194

11%a

LOVH

SO%L

86EA

€6EA

06€A

18ed

99€A

6G€T

LSEM

Lved

b2 4

veeT

oged

SCEA

18CA

T.20

8921

09zA

0€TH

L2271

61CA

9TCA

ST121

80TA

96TM

9L11

PLTT

89TI

€971

€8SA

S.SI

89SA

STSM

57208

a1
0%sb
6€9T
8€sh
YESH
6251
€284
9181
7054
L6%A
T67d

L8%A

CT8A

01871

08I

C6LA

88LY

T8LA

8.L.3

YLLd

S9LA

C9LA
19,4

6G.L7T
85,3

8TLS

979A

€79A

LESS

€09

1091

6651

L6SY

11

j It protei

jor vau

Ma,

e Molecule 1

13%

11%

76%

oms

Chain Z

8ETA
LETA

6214

1211

194

1o
©
I>I

E9N

LSH
954

€SA
¢SL

0SKW

44!

YeEL

0EA

oza

LTH

E€TA

)

86EA

STen

1824

TLCA

8921

09zA

0€TH

1221

6TCA

9TCA

S121

80CA

96TM

9.L11

PLTT

89TI

LSTA

Il
EVIM

6ETY

€8SA
S.SI
8934
o372 8

6€5T
8esh

62SI

9181
7054

L6TA

S674

T67d

68%1

L8¥A

T9%4

STVM

T1%a

SO%L

CT8A

0187

L08I

CT6LA

88.LY

T8LA

6LLT
8LL4

vL.4

S9LA

T9LA

6G.L7T
85,3

TvLA

LELD

8C.LS

S99L

979N

0v9A

€09A

TO9L

66ST
8651
L6SY

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-53415, 9QW9

Full wwPDB EM Validation Report

Page 45

mn

j It protei

jor vau

Ma

e Molecule 1

. 13%

11%

76%

Chain ZA

0TI

LI

S0%L

86EA

€6EA

06EA

T8€d

99€A

65€T

LSEM

veeT

GTEA

€8CA

182A

TL2A

8921

092A

0€2Y

1221

6TCA

9TCA
12T

3

80TA

96TM

9LTT

YLTT

89TI

P11

B6ETY

1654

€839A

G.SI

0450

89SA

L7408

0%Sh
6€ST

L

62SI

9191

7094

LBYA

T6%d

L8YA

T9%4

STPM

T1%a

CT8A

071871

1081

TBLA

88LY

T8LA

6LLT
8LL4

vLLd

S9.LA

29.LA

6SLT
85,3

TvLA

LELD

8CLS

9991
9991

2991

9%9A

€09A

T09L

6651

86SI

mn

j It protei

jor vau

Ma

e Molecule 1

—
77%

. 13%

10%

3

Chain ZB

{44!
6ETY
8ETA
LETA

6214

L1211

60TI

oA
€074

i

00TA

96d
S6a

261

881

L94

S9N

LSH
994

2SL

0SI

SO%L

86EN

16€d
06EA

18ed

99€A

65€T

LSeEM

>

veeT

SCEA

zced

€8CA

182K

TL2A

8921

09zA

0€Ty

4221

61CA

9TCA

S121

802A

S02T

96TM

9LTT

PLTT

89TI

SOTV

€9TI

€09A
66SI
€8SA
GLSI
89SA
27478

[elZets]
6€9T

6251

91871
0S4
L6YA

T6%d

L8%A

CT8A

0781

1081

TBLA

88LY

T8LA

6LLT
8LL4

S9.LA

T9LA

6SLT
85.3

8TLS

G991

€79A

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



Page 46

Full wwPDB EM Validation Report

EMD-53415, 9QW9

4 Experimental information (i)

Property Value Source

EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, D39 Depositor
Number of particles used 11172 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method PHASE FLIPPING AND AMPLITUDE | Depositor

CORRECTION

Microscope TFS KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /Az) 50.15 Depositor
Minimum defocus (nm) 551 Depositor
Maximum defocus (nm) 2330 Depositor
Magnification 81000 Depositor
Image detector GATAN K3 BIOQUANTUM (6k x 4k) Depositor
Maximum map value 1.881 Depositor
Minimum map value -0.270 Depositor
Average map value 0.006 Depositor
Map value standard deviation 0.099 Depositor
Recommended contour level 0.6 Depositor
Map size (A) 861.7984, 861.7984, 861.7984 wwPDB

Map dimensions 1024, 1024, 1024 wwPDB

Map angles (°) 90.0, 90.0, 90.0 wwPDB

Pixel spacing (A) 0.8416, 0.8416, 0.8416 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 | pyiar | 417 55 | RMSZ | #]2] 5
1 A 0.17 0/6291 0.40 0/8533
1 AA 0.17 0/6291 0.40 0/8533
1 AB 0.17 0/6291 0.40 0/8533
1 AC 0.17 0/6291 0.40 0/8533
1 B 0.17 0/6291 0.40 0/8533
1 BA 0.17 0/6291 0.40 0/8533
1 BB 0.17 0/6291 0.40 0/8533
1 C 0.17 0/6291 0.39 0/8533
1 CA 0.17 0/6291 0.40 0/8533
1 CB 0.17 0/6291 0.40 0/8533
1 D 0.17 0/6291 0.40 0/8533
1 DA 0.17 0/6291 0.40 0/8533
1 DB 0.17 0/6291 0.40 0/8533
1 E 0.17 0/6291 0.40 0/8533
1 EA 0.17 0/6291 0.40 0/8533
1 EB 0.17 0/6291 0.39 0/8533
1 F 0.17 0/6291 0.40 0/8533
1 FA 0.17 0/6291 0.40 0/8533
1 FB 0.17 0/6291 0.40 0/8533
1 G 0.17 0/6291 0.40 0/8533
1 GA 0.17 0/6291 0.40 0/8533
1 GB 0.17 0/6291 0.40 0/8533
1 H 0.17 0/6291 0.39 0/8533
1 HA 0.17 0/6291 0.40 0/8533
1 HB 0.17 0/6291 0.40 0/8533
1 I 0.17 0/6291 0.39 0/8533
1 IA 0.17 0/6291 0.40 0/8533
1 IB 0.17 0/6291 0.40 0/8533
1 J 0.17 0/6291 0.40 0/8533
1 JA 0.17 0/6291 0.40 0/8533
1 JB 0.17 0/6291 0.40 0/8533
1 K 0.17 0/6291 0.40 0/8533
1 KA 0.17 0/6291 0.40 0/8533
1 KB 0.17 0/6291 0.40 0/8533
grDe

EMD-53415, 9QW9
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. Bond lengths Bond angles
Mol | Chain | pyia7 | 417 55 | RMSZ | #]2] 5
1 L 0.17 0/6291 0.40 0/8533
1 LA 0.17 0/6291 0.40 0/8533
1 LB 0.17 0/6291 0.40 0/8533
1 M 0.17 0/6291 0.40 0/8533
1 MA 0.17 0/6291 0.40 0/8533
1 MB 0.17 0/6291 0.40 0/8533
1 N 0.17 0/6291 0.40 0/8533
1 NA 0.17 0/6291 0.40 0/8533
1 NB 0.17 0/6291 0.39 0/8533
1 O 0.17 0/6291 0.40 0/8533
1 OA 0.17 0/6291 0.40 0/8533
1 OB 0.17 0/6291 0.40 0/8533
1 P 0.17 0/6291 0.40 0/8533
1 PA 0.17 0/6291 0.40 0/8533
1 PB 0.17 0/6291 0.40 0/8533
1 Q 0.17 0/6291 0.39 0/8533
1 QA 0.17 0/6291 0.40 0/8533
1 QB 0.17 0/6291 0.40 0/8533
1 R 0.17 0/6291 0.40 0/8533
1 RA 0.17 0/6291 0.40 0/8533
1 RB 0.17 0/6291 0.40 0/8533
1 S 0.17 0/6291 0.40 0/8533
1 SA 0.17 0/6291 0.40 0/8533
1 SB 0.17 0/6291 0.40 0/8533
1 T 0.17 0/6291 0.40 0/8533
1 TA 0.17 0/6291 0.40 0/8533
1 TB 0.17 0/6291 0.40 0/8533
1 UA 0.17 0/6291 0.40 0/8533
1 UB 0.17 0/6291 0.40 0/8533
1 \Y 0.17 0/6291 0.40 0/8533
1 VA 0.17 0/6291 0.40 0/8533
1 VB 0.17 0/6291 0.40 0/8533
1 W 0.17 0/6291 0.39 0/8533
1 WA 0.17 0/6291 0.40 0/8533
1 WB 0.17 0/6291 0.40 0/8533
1 X 0.17 0/6291 0.39 0/8533
1 XA 0.17 0/6291 0.39 0/8533
1 XB 0.17 0/6291 0.40 0/8533
1 Y 0.17 0/6291 0.40 0/8533
1 YA 0.17 0/6291 0.40 0/8533
1 YB 0.17 0/6291 0.40 0/8533
1 Z 0.17 0/6291 0.40 0/8533
1 7ZA 0.17 0/6291 0.40 0/8533
$PDB
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Bond lengths Bond angles
RMSZ | #|Z| >5 | RMSZ | #|Z| >5
1 7B 0.17 0/6291 0.40 0/8533
All All 0.17 | 0/490698 | 0.40 | 0/665574

Mol | Chain

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.

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 A 6181 6205 6203 75 0
1 AA 6181 6205 6203 66 0
1 AB 6181 6205 6203 75 0
1 AC 6181 6205 6203 74 0
1 B 6181 6205 6203 71 0
1 BA 6181 6205 6203 69 0
1 BB 6181 6205 6203 76 0
1 C 6181 6205 6203 65 0
1 CA 6181 6205 6203 66 0
1 CB 6181 6205 6203 76 0
1 D 6181 6205 6203 65 0
1 DA 6181 6205 6203 70 0
1 DB 6181 6205 6203 75 0
1 E 6181 6205 6203 65 0
1 EA 6181 6205 6203 62 0
1 EB 6181 6205 6203 71 0
1 F 6181 6205 6203 70 0
1 FA 6181 6205 6203 72 0
1 FB 6181 6205 6203 69 0
1 G 6181 6205 6203 66 0
1 GA 6181 6205 6203 68 0
1 GB 6181 6205 6203 67 0
1 H 6181 6205 6203 67 0
1 HA 6181 6205 6203 68 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 HB 6181 6205 6203 70 0
1 I 6181 6205 6203 69 0
1 IA 6181 6205 6203 62 0
1 IB 6181 6205 6203 73 0
1 J 6181 6205 6203 73 0
1 JA 6181 6205 6203 66 0
1 JB 6181 6205 6203 68 0
1 K 6181 6205 6203 70 0
1 KA 6181 6205 6203 75 0
1 KB 6181 6205 6203 66 0
1 L 6181 6205 6203 69 0
1 LA 6181 6205 6203 73 0
1 LB 6181 6205 6203 62 0
1 M 6181 6205 6203 74 0
1 MA 6181 6205 6203 63 0
1 MB 6181 6205 6203 70 0
1 N 6181 6205 6203 70 0
1 NA 6181 6205 6203 72 0
1 NB 6181 6205 6203 68 0
1 O 6181 6205 6203 74 0
1 OA 6181 6205 6203 72 0
1 OB 6181 6205 6203 68 0
1 P 6181 6205 6203 74 0
1 PA 6181 6205 6203 75 0
1 PB 6181 6205 6203 67 0
1 Q 6181 6205 6203 69 0
1 QA 6181 6205 6203 64 0
1 QB 6181 6205 6203 64 0
1 R 6181 6205 6203 70 0
1 RA 6181 6205 6203 66 0
1 RB 6181 6205 6203 61 0
1 S 6181 6205 6203 66 0
1 SA 6181 6205 6203 69 0
1 SB 6181 6205 6203 67 0
1 T 6181 6205 6203 67 0
1 TA 6181 6205 6203 72 0
1 B 6181 6205 6203 65 0
1 UA 6181 6205 6203 71 0
1 UB 6181 6205 6203 69 0
1 V 6181 6205 6203 69 0
1 VA 6181 6205 6203 69 0
1 VB 6181 6205 6203 65 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 W 6181 6205 6203 64 0
1 WA 6181 6205 6203 72 0
1 WB 6181 6205 6203 70 0
1 X 6181 6205 6203 70 0
1 XA 6181 6205 6203 73 0
1 XB 6181 6205 6203 76 0
1 Y 6181 6205 6203 67 0
1 YA 6181 6205 6203 75 0
1 YB 6181 6205 6203 77 0
1 Z 6181 6205 6203 70 0
1 ZA 6181 6205 6203 71 0
1 7B 6181 6205 6203 67 0

All All 482118 483990 483834 5156 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 5.

All (5156) 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)

1:0:168:ILE:HG22 1:0:215:LEU:HD21 1.64 0.80
1:MB:168:ILE:HG22 | 1:MB:215:LEU:HD21 1.64 0.79
1:7:168:ILE:HG22 1:7:215:LEU:HD21 1.64 0.79
1:T:168:1ILE:HG22 1:T:215:LEU:HD21 1.64 0.79
1:VA:168:ILE:HG22 1:VA:215:LEU:HD21 1.63 0.79
1:1:168:1ILE:HG22 1:1:215:LEU:HD21 1.65 0.79
1:H:168:1ILE:HG22 1:H:215:LEU:HD21 1.65 0.78
1:JB:168:ILE:HG22 1:JB:215:LEU:HD21 1.64 0.78
1:W:168:ILE:HG22 1:W:215:LEU:HD21 1.66 0.78
1:CB:168:.ILE:HG22 1:CB:215:LEU:HD21 1.67 0.77
1:E:48:MET:HA 1:E:48:MET:HE3 1.67 0.77
1:S:13:TYR:HA 1:S:50:MET:HE3 1.69 0.75
1:WB:13:TYR:HA 1:WB:50:-MET:HE3 1.68 0.75
1:F:168:ILE:HG22 1:F:215:LEU:HD21 1.67 0.74
1:JA:13:TYR:HA 1:JA:50:MET:HE3 1.68 0.74
1:RB:539:LEU:HD11 1:RB:599:ILE:HD11 1.70 0.74
1:FB:168:ILE:HG22 1:FB:215:LEU:HD21 1.69 0.73
1:C:168:1ILE:HG22 1:C:215:LEU:HD21 1.70 0.72
1:RA:168:ILE:HG22 1:RA:215:LEU:HD21 1.71 0.72
1:PA:168:ILE:HG22 1:PA:215:LEU:HD21 1.71 0.72
1:M:539:LEU:HD11 1:M:599:ILE:HD11 1.72 0.72
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:VB:168:ILE:HG22 1:VB:215:LEU:HD21 1.70 0.71
1:YB:16&8:ILE:HG22 1:YB:215:LEU:HD21 1.71 0.71
1:0B:168:ILE:HG22 1:0B:215:LEU:HD21 1.72 0.71
1:EA:539:LEU:HD11 1:EA:599:1LE:HD11 1.70 0.71
1:GB:168:1ILE:HG22 1:GB:215:LEU:HD21 1.73 0.71
1:MA:168:ILE:HG22 | 1:MA:215:LEU:HD21 1.72 0.71
1:Y:168:ILE:HG22 1:Y:215:LEU:HD21 1.73 0.71
1:GA:168:ILE:HG22 | 1:GA:215:LEU:HD21 1.74 0.70
1:AB:539:LEU:HD11 1:AB:599:ILE:HD11 1.71 0.70
1:CA:168:ILE:HG22 1:CA:215:LEU:HD21 1.72 0.70
1:QA:168:1LE:HG22 | 1:QA:215:LEU:HD21 1.71 0.70
1:TA:168:ILE:HG22 1:TA:215:LEU:HD21 1.73 0.70
1:TA:168:ILE:HG22 1:TA:215:LEU:HD21 1.72 0.70
1:FA:168:ILE:HG22 1:FA:215:LEU:HD21 1.73 0.70
1:WA:168:ILE:HG22 | 1:WA:215:LEU:HD21 1.74 0.70
1:0:539:LEU:HD23 1:0:540:GLN:N 2.07 0.70
1:BA:168:ILE:HG22 1:BA:215:LEU:HD21 1.72 0.69
1:PB:168:ILE:HG22 1:PB:215:LEU:HD21 1.73 0.69
1:Y:539:LEU:HD23 1:Y:540: GLN:N 2.07 0.69
1:A:168:ILE:HG22 1:A:215:LEU:HD21 1.74 0.69
1:HB:168:ILE:HG22 1:HB:215:LEU:HD21 1.74 0.69
1:N:168:ILE:HG22 1:N:215:LEU:HD21 1.73 0.69
1:KB:168:ILE:HG22 1:KB:215:LEU:HD21 1.75 0.69
1:NA:168:ILE:HG22 1:NA:215:LEU:HD21 1.75 0.69
1:KA:168:ILE:HG22 1:KA:215:LEU:HD21 1.75 0.69
1:LA:168:ILE:HG22 1:LA:215:LEU:HD21 1.74 0.69
1:JA:168:ILE:HG22 1:JA:215:LEU:HD21 1.74 0.69
1:S:168:ILE:HG22 1:S:215:LEU:HD21 1.73 0.69
1:TB:168:1ILE:HG22 1:TB:215:LEU:HD21 1.73 0.69
1:GA:13:TYR:HA 1:GA:50:MET:HE3 1.74 0.69
1:R:168:ILE:HG22 1:R:215:LEU:HD21 1.74 0.69
1:V:539:LEU:HD23 1:V:540:GLN:N 2.07 0.69
1:7ZB:168:ILE:HG22 1:7ZB:215:LEU:HD21 1.73 0.69
1:D:168:ILE:HG22 1:D:215:LEU:HD21 1.74 0.69
1:G:168:ILE:HG22 1:G:215:LEU:HD21 1.74 0.69
1:HA:168:1LE:HG22 1:HA:215:LEU:HD21 1.74 0.68
1:WB:168:ILE:HG22 | 1:WB:215:LEU:HD21 1.75 0.68
1:B:168:ILE:HG22 1:B:215:LEU:HD21 1.74 0.68
1:N:13:TYR:HA 1:N:50:MET:HE3 1.76 0.68
1:A:48:MET:HA 1:A:48:MET:HE3 1.75 0.68
1:SB:168:ILE:HG22 1:SB:215:LEU:HD21 1.74 0.68
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:BB:168:ILE:HG22 1:BB:215:LEU:HD21 1.75 0.68
1:Q:168:ILE:HG22 1:Q:215:LEU:HD21 1.75 0.68
1:TB:13: TYR:HA 1:TB:50:MET:HE3 1.75 0.68
1:X:168:ILE:HG22 1:X:215:LEU:HD21 1.74 0.68
1:QB:168:ILE:HG22 | 1:QB:215:LEU:HD21 1.74 0.68
1:UB:168:ILE:HG22 1:UB:215:LEU:HD21 1.76 0.68
1:D:48:MET:HA 1:D:48:MET:HE3 1.75 0.67
1:XB:168:ILE:HG22 1:XB:215:LEU:HD21 1.75 0.67
1:DB:168:ILE:HG22 1:DB:215:LEU:HD21 1.76 0.67
1:P:168:ILE:HG22 1:P:215:LEU:HD21 1.74 0.67
1:AC:168:ILE:HG22 1:AC:215:LEU:HD21 1.76 0.67
1:AB:30:VAL:CG2 1:AB:50:MET:HE3 2.25 0.67
1:D:30:VAL:HG21 1:D:50:MET:HE3 1.77 0.67
1:JB:48:MET:HA 1:JB:48:-MET:HE3 1.77 0.67
1:ZA:168:1LE:HG22 1:ZA:215:LEU:HD21 1.77 0.67
1:UA:168:1LE:HG22 1:UA:215:LEU:HD21 1.75 0.67
1:V:168:1ILE:HG22 1:V:215:LEU:HD21 1.75 0.66
1:AA:168:ILE:HG22 1:AA:215:LEU:HD21 1.76 0.66
1:EB:168:ILE:HG22 1:EB:215:LEU:HD21 1.76 0.66
1:J:168: ILE:HG22 1:J:215:LEU:HD21 1.77 0.66
1:AA:129:PHE:CZ 1:AA:137:VAL:HG21 2.31 0.66
1:E:168:ILE:HG22 1:E:215:LEU:HD21 1.77 0.66
1:LB:168:ILE:HG22 1:LB:215:LEU:HD21 1.77 0.66
1:M:168:ILE:HG22 1:M:215:LEU:HD21 1.76 0.66
1:XA:168:ILE:HG22 1:XA:215:LEU:HD21 1.76 0.66
1:CA:129:PHE:CZ 1:CA:137:VAL:HG21 2.31 0.66
1:EB:129:PHE:CZ 1:EB:137:VAL:HG21 2.31 0.66
1:QB:129:PHE:CZ 1:QB:137:VAL:HG21 2.31 0.66
1:TA:129:PHE:CZ 1:TA:137:VAL:HG21 2.31 0.66
1:YB:539:LEU:HD11 1:YB:599:ILE:HD11 1.78 0.66
1:DA:129:PHE:CZ 1:DA:137:VAL:HG21 2.31 0.66
1:Y:30:VAL:HG21 1:Y:50:MET:HE3 1.77 0.66
1:0B:129:PHE:CZ 1:0B:137:VAL:HG21 2.31 0.66
1:NB:129:PHE:CZ 1:NB:137:VAL:HG21 2.31 0.66
1:PA:129:PHE:CZ 1:PA:137:VAL:HG21 2.31 0.66
1:Q:129:PHE:CZ 1:Q:137:VAL:HG21 2.31 0.66
1:0:129:PHE:CZ 1:0:137:VAL:HG21 2.30 0.66
1:0A:168:ILE:HG22 1:0A:215:LEU:HD21 1.78 0.66
1:RB:168:ILE:HG22 1:RB:215:LEU:HD21 1.78 0.66
1:WA:30:VAL:HG21 1:WA:50:MET:HE3 1.78 0.66
1:AB:168:ILE:HG22 1:AB:215:LEU:HD21 1.78 0.65
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Atom-1 Atom-2 distance (A) overlap (A)

1:C:129:PHE:CZ 1:C:137:VAL:HG21 2.31 0.65
1:CB:129:PHE:CZ 1:CB:137:VAL:HG21 2.31 0.65
1:DA:168:ILE:HG22 1:DA:215:LEU:HD21 1.77 0.65
1:W:129:PHE:CZ 1:W:137:VAL:HG21 2.31 0.65
1:XB:129:PHE:CZ 1:XB:137:VAL:HG21 2.31 0.65
1:B:129:PHE:CZ 1:B:137:VAL:HG21 2.31 0.65
1:DB:129:PHE:CZ 1:DB:137:VAL:HG21 2.32 0.65
1:KA:129:PHE:CZ 1:KA:137:VAL:HG21 2.32 0.65
1:QA:129:PHE:CZ 1:QA:137:VAL:HG21 2.31 0.65
1:W:30:VAL:HG21 1:W:50:-MET:HE3 1.78 0.65
1:AB:30:VAL:HG21 1:AB:50:MET:HE3 1.78 0.65
1:EA:129:PHE:CZ 1:EA:137:VAL:HG21 2.31 0.65
1:G:129:PHE:CZ 1:G:137:VAL:HG21 2.31 0.65
1:YA:129:PHE:CZ 1:YA:137:VAL:HG21 2.32 0.65
1:BA:30:VAL:HG21 1:BA:50:MET:HE3 1.78 0.65
1:P:129:PHE:CZ 1:P:137:VAL:HG21 2.32 0.65
1:S:129:PHE:CZ 1:S:137:VAL:HG21 2.32 0.65
1:TB:48:MET:HA 1:TB:48:MET:HE3 1.79 0.65
1:UB:129:PHE:CZ 1:UB:137:VAL:HG21 2.32 0.65
1:CB:65:VAL:HG13 1:CB:103:GLU:OE2 1.97 0.65
1:HA:810:LEU:O 1:HA:810:LEU:HD23 1.97 0.65
1:SA:129:PHE:CZ 1:SA:137:VAL:HG21 2.31 0.65
1:UA:129:PHE:CZ 1:UA:137:VAL:HG21 2.32 0.65
1:E:129:PHE:CZ 1:E:137:VAL:HG21 2.32 0.65
1:HB:129:PHE:CZ 1:HB:137:VAL:HG21 2.32 0.65
1:L:810:LEU:O 1:L:810:LEU:HD23 1.97 0.65
1:NB:168:ILE:HG22 1:NB:215:LEU:HD21 1.79 0.65
1:UB:810:LEU:O 1:UB:810:LEU:HD23 1.97 0.65
1:7ZB:129:PHE:CZ 1:7ZB:137:VAL:HG21 2.32 0.65
1:A:129:PHE:CZ 1:A:137:VAL:HG21 2.32 0.65
1:JB:129:PHE:CZ 1:JB:137:VAL:HG21 2.32 0.65
1:K:168:ILE:HG22 1:K:215:LEU:HD21 1.78 0.65
1:MA:129:PHE:CZ 1:MA:137:VAL:HG21 2.32 0.65
1:ZA:129:PHE:CZ 1:ZA:137:VAL:HG21 2.32 0.65
1:ZB:65:VAL:HG13 1:ZB:103:GLU:OE2 1.97 0.65
1:GA:129:PHE:CZ 1:GA:137:VAL:HG21 2.32 0.65
1:1L:129:PHE:CZ 1:L:137:VAL:HG21 2.32 0.65
1:LA:129:PHE:CZ 1:LA:137:VAL:HG21 2.32 0.65
1:PB:129:PHE:CZ 1:PB:137:VAL:HG21 2.31 0.65
1:Y:129:PHE:CZ 1:Y:137:VAL:HG21 2.32 0.65
1:B:810:LEU:O 1:B:810:LEU:HD23 1.96 0.65
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:BA:129:PHE:CZ 1:BA:137:VAL:HG21 2.32 0.65
1:HA:129:PHE:CZ 1:HA:137:VAL:HG21 2.32 0.65
1:SB:129:PHE:CZ 1:SB:137:VAL:HG21 2.32 0.65
1:D:30:VAL:CG2 1:D:50:MET:HES3 2.27 0.65
1:EA:168:ILE:HG22 1:EA:215:LEU:HD21 1.78 0.65
1:TA:129:PHE:CZ 1:TA:137:VAL:HG21 2.32 0.65
1:LB:129:PHE:CZ 1:LB:137:VAL:HG21 2.32 0.65
1:YB:129:PHE:CZ 1:YB:137:VAL:HG21 2.32 0.65
1:7:129:PHE:CZ 1:7:137:VAL:HG21 2.31 0.65
1:FA:129:PHE:CZ 1:FA:137:VAL:HG21 2.32 0.64
1:J:65:VAL:HG13 1:J:103:GLU:OE2 1.97 0.64
1:JA:129:PHE:CZ 1:JA:137:VAL:HG21 2.32 0.64
1:AB:129:PHE:CZ 1:AB:137:VAL:HG21 2.32 0.64
1:MB:129:PHE:CZ 1:MB:137:VAL:HG21 2.32 0.64
1:M:810:LEU:O 1:M:810:LEU:HD23 1.97 0.64
1:ZA:810:LEU:O 1:ZA:810:LEU:HD23 1.97 0.64
1:FB:129:PHE:CZ 1:FB:137:VAL:HG21 2.33 0.64
1:T:129:PHE:CZ 1:T:137:VAL:HG21 2.32 0.64
1:VB:129:PHE:CZ 1:VB:137:VAL:HG21 2.33 0.64
1:WB:129:PHE:CZ 1:WB:137:VAL:HG21 2.32 0.64
1:F:129:PHE:CZ 1:F:137:VAL:HG21 2.32 0.64
1:H:129:PHE:CZ 1:H:137:VAL:HG21 2.32 0.64
1:RB:129:PHE:CZ 1:RB:137:VAL:HG21 2.32 0.64
1:AC:129:PHE:CZ 1:AC:137:VAL:HG21 2.33 0.64
1:J:129:PHE:CZ 1:J:137:VAL:HG21 2.33 0.64
1:0A:129:PHE:CZ 1:0A:137:VAL:HG21 2.32 0.64
1:TB:129:PHE:CZ 1:TB:137:VAL:HG21 2.32 0.64
1:1B:129:PHE:CZ 1:1B:137:VAL:HG21 2.32 0.64
1:N:129:PHE:CZ 1:N:137:VAL:HG21 2.33 0.64
1:YA:30:VAL:HG21 1:YA:50:MET:HE3 1.79 0.64
1:D:129:PHE:CZ 1:D:137:VAL:HG21 2.33 0.64
1:EA:65:VAL:HG13 1:EA:103:GLU:OE2 1.98 0.64
1:FA:810:LEU:HD23 1:FA:810:LEU:O 1.98 0.64
1:KB:129:PHE:CZ 1:KB:137:VAL:HG21 2.33 0.64
1:UB:65:VAL:HG13 1:UB:103:GLU:OE2 1.98 0.64
1:V:65:VAL:HG13 1:V:103:GLU:OE2 1.98 0.64
1:WA:129:PHE:CZ 1:WA:137:VAL:HG21 2.33 0.64
1:GB:65:VAL:HG13 1:GB:103:GLU:OE2 1.98 0.64
1:GB:129:PHE:CZ 1:GB:137:VAL:HG21 2.33 0.64
1:HB:810:LEU:HD23 1:HB:810:LEU:O 1.98 0.64
1:MA:65:VAL:HG13 1:MA:103:GLU:OE2 1.98 0.64

Continued on next page...




Page 56

Full wwPDB EM Validation Report

EMD-53415, 9QW9

Continued from previous page...

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

1:QA:65:VAL:HG13 1:QA:103:GLU:OE2 1.98 0.64
1:VA:129:PHE:CZ 1:VA:137:VAL:HG21 2.32 0.64
1:XA:129:PHE:CZ 1:XA:137:VAL:HG21 2.32 0.64
1:YA:65:VAL:HG13 1:YA:103:GLU:OE2 1.98 0.64
1:BB:48:MET:HA 1:BB:48:MET:HE3 1.80 0.64
1:J:30:VAL:HG21 1:J:50:-MET:HE3 1.79 0.64
1:NA:129:PHE:CZ 1:NA:137:VAL:HG21 2.33 0.64
1:R:129:PHE:CZ 1:R:137:VAL:HG21 2.32 0.64
1:RB:65:VAL:HG13 1:RB:103:GLU:OE2 1.97 0.64
1:T:810:LEU:O 1:T:810:LEU:HD23 1.98 0.64
1:W:810:LEU:O 1:W:810:LEU:HD23 1.98 0.64
1:WA:65:VAL:HG13 1:WA:103:GLU:OE2 1.98 0.64
1:D:810:LEU:O 1:D:810:LEU:HD23 1.98 0.63
1:J:30:VAL:CG2 1:J:50:-MET:HE3 2.28 0.63
1:K:65:VAL:HG13 1:K:103:GLU:OE2 1.98 0.63
1:LA:65:VAL:HG13 1:LA:103:GLU:OE2 1.98 0.63
1:M:129:PHE:CZ 1:M:137:VAL:HG21 2.33 0.63
1:S:65:VAL:HG13 1:S:103:GLU:OE2 1.98 0.63
1:ZB:810:LEU:O 1:ZB:810:LEU:HD23 1.98 0.63
1:BA:65:VAL:HG13 1:BA:103:GLU:OE2 1.98 0.63
1:BB:129:PHE:CZ 1:BB:137:VAL:HG21 2.33 0.63
1:H:810:LEU:O 1:H:810:LEU:HD23 1.98 0.63
1:TA:810:LEU:HD23 1:TA:810:LEU:O 1.99 0.63
1:1B:65:VAL:HG13 1:IB:103:GLU:OE2 1.98 0.63
1:RA:810:LEU:O 1:RA:810:LEU:HD23 1.99 0.63
1:SB:810:LEU:HD23 1:SB:810:LEU:O 1.99 0.63
1:X:65:VAL:HG13 1:X:103:GLU:OE2 1.98 0.63
1:AB:810:LEU:O 1:AB:810:LEU:HD23 1.98 0.63
1:1:30: VAL:HG21 1:L:50:MET:HE3 1.81 0.63
1:P:30:VAL:HG21 1:P:50:MET:HE3 1.80 0.63
1:S:810:LEU:HD23 1:S:810:LEU:O 1.99 0.63
1:X:129:PHE:CZ 1:X:137:VAL:HG21 2.33 0.63
1:XA:65:VAL:HG13 1:XA:103:GLU:OE2 1.98 0.63
1:BB:810:LEU:O 1:BB:810:LEU:HD23 1.99 0.63
1:H:65:VAL:HG13 1:H:103:GLU:OE2 1.98 0.63
1:K:129:PHE:CZ 1:K:137:VAL:HG21 2.33 0.63
1:KA:810:LEU:O 1:KA:810:LEU:HD23 1.99 0.63
1:M:30:VAL:HG21 1:M:50:MET:HE3 1.81 0.63
1:0A:65:VAL:HG13 1:0A:103:GLU:OE2 1.99 0.63
1:0B:65:VAL:HG13 1:0B:103:GLU:OE2 1.98 0.63
1:V:129:PHE:CZ 1:V:137:VAL:HG21 2.33 0.63
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Atom-1 Atom-2 distance (A) overlap (A)

1:EA:810:LEU:O 1:EA:810:LEU:HD23 1.98 0.63
1:EB:810:LEU:HD23 1:EB:810:LEU:O 1.99 0.63
1:FB:65:VAL:HG13 1:FB:103:GLU:OE2 1.99 0.63
1:KA:65:VAL:HG13 1:KA:103:GLU:OE2 1.99 0.63
1:KB:48:MET:HA 1:KB:48:MET:HE3 1.79 0.63
1:LA:810:LEU:HD23 1:LA:810:LEU:O 1.98 0.63
1:N:810:LEU:HD23 1:N:810:LEU:O 1.99 0.63
1:0A:810:LEU:HD23 1:0A:810:LEU:O 1.98 0.63
1:Q:810:LEU:HD23 1:Q:810:LEU:O 1.99 0.63
1:SA:168:ILE:HG22 1:SA:215:LEU:HD21 1.80 0.63
1:VB:810:LEU:HD23 1:VB:810:LEU:O 1.99 0.63
1:GB:810:LEU:O 1:GB:810:LEU:HD23 1.99 0.63
1:1:129:PHE:CZ 1:1:137:VAL:HG21 2.33 0.63
1:W:48:MET:HA 1:W:48:MET:-HE3 1.80 0.63
1:WB:48:MET:HE3 1:WB:48:MET:HA 1.79 0.63
1:C:810:LEU:HD23 1:C:810:LEU:O 1.99 0.63
1:DA:65:VAL:HG13 1:DA:103:GLU:OE2 1.99 0.63
1:EA:48:MET:HE3 1:EA:48:MET:HA 1.81 0.63
1:KB:65:VAL:HG13 1:KB:103:GLU:OE2 1.98 0.63
1:L:168:ILE:HG22 1:L:215:LEU:HD21 1.80 0.63
1:PA:65:VAL:HG13 1:PA:103:GLU:OE2 1.98 0.63
1:QB:65:VAL:HG13 1:QB:103:GLU:OE2 1.99 0.63
1:RA:129:PHE:CZ 1:RA:137:VAL:HG21 2.34 0.63
1:TB:810:LEU:O 1:TB:810:LEU:HD23 1.99 0.63
1:V:810:LEU:HD23 1:V:810:LEU:O 1.99 0.63
1:VA:810:LEU:HD23 1:VA:810:LEU:O 1.98 0.63
1:7:65:VAL:HG13 1:7:103:GLU:OE2 1.99 0.63
1:A:810:LEU:HD23 1:A:810:LEU:O 1.99 0.63
1:NA:65:VAL:HG13 1:NA:103:GLU:OE2 1.98 0.63
1:SA:65:VAL:HG13 1:SA:103:GLU:OE2 1.99 0.63
1:EB:65:VAL:HG13 1:EB:103:GLU:OE2 1.98 0.63
1:1:65:VAL:HG13 1:1:103:GLU:OE2 1.98 0.63
1:D:65:VAL:HG13 1:D:103:GLU:OE2 1.99 0.62
1:M:65:VAL:HG13 1:M:103:GLU:OE2 1.99 0.62
1:T:65:VAL:HG13 1:T:103:GLU:OE2 1.99 0.62
1:C:65:VAL:HG13 1:C:103:GLU:OE2 1.98 0.62
1:E:30:VAL:HG21 1:E:50:-MET:HE3 1.80 0.62
1:Q:65:VAL:HG13 1:Q:103:GLU:OE2 1.98 0.62
1:TA:810:LEU:HD23 1:TA:810:LEU:O 1.98 0.62
1:HB:65:VAL:HG13 1:HB:103:GLU:OE2 2.00 0.62
1:TA:30:VAL:CG2 1:TA:50:MET:HE3 2.29 0.62
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Atom-1 Atom-2 distance (A) overlap (A)

1:XA:30:VAL:CG2 1:XA:50:MET:HE3 2.29 0.62
1:XB:65:VAL:HG13 1:XB:103:GLU:OE2 1.99 0.62
1:Y:30:VAL:CG2 1:Y:50:MET:HE3 2.29 0.62
1:CA:810:LEU:O 1:CA:810:LEU:HD23 2.00 0.62
1:VA:65:VAL:HG13 1:VA:103:GLU:OE2 1.99 0.62
1:XB:810:LEU:HD23 1:XB:810:LEU:O 2.00 0.62
1:AA:810:LEU:HD23 1:AA:810:LEU:O 2.00 0.62
1:R:65:VAL:HG13 1:R:103:GLU:OE2 2.00 0.62
1:RB:345:ASP:0OD2 1:RB:349:VAL:HG13 2.00 0.62
1:CA:65:VAL:HG13 1:CA:103:GLU:OE2 1.99 0.62
1:G:65:VAL:HG13 1:G:103:GLU:OE2 1.99 0.62
1:1B:30:VAL:HG21 1:I1B:50:-MET:HE3 1.80 0.62
1:LB:48:MET:HE3 1:LB:48:MET:HA 1.80 0.62
1:LB:65:VAL:HG13 1:LLB:103:GLU:OE2 2.00 0.62
1:NA:48:MET:HA 1:NA:48:MET:HE3 1.82 0.62
1:UA:65:VAL:HG13 1:UA:103:GLU:OE2 2.00 0.62
1:ZA:539:LEU:HD11 1:ZA:599:ILE:HD11 1.81 0.62
1:F:810:LEU:HD23 1:F:810:LEU:O 1.99 0.62
1:MA:810:LEU:O 1:MA:810:LEU:HD23 1.99 0.62
1:MB:65:VAL:HG13 1:MB:103:GLU:OE2 1.99 0.62
1:NB:65:VAL:HG13 1:NB:103:GLU:OE2 2.00 0.62
1:PB:65:VAL:HG13 1:PB:103:GLU:OE2 1.99 0.62
1:RA:65:VAL:HG13 1:RA:103:GLU:OE2 1.99 0.62
1:Y:539:LEU:HD11 1:Y:599:ILE:HD11 1.81 0.62
1:AC:65:VAL:HG13 1:AC:103:GLU:OE2 1.99 0.62
1:B:65:VAL:HG13 1:B:103:GLU:OE2 1.99 0.62
1:BB:65:VAL:HG13 1:BB:103:GLU:OE2 1.99 0.62
1:GA:810:LEU:HD23 1:GA:810:LEU:O 1.99 0.62
1:E:65:VAL:HG13 1:E:103:GLU:OE2 1.99 0.62
1:F:65:VAL:HG13 1:F:103:GLU:OE2 2.00 0.62
1:1L:539:LEU:HD11 1:L:599:ILE:HD11 1.81 0.62
1:N:65:VAL:HG13 1:N:103:GLU:OE2 2.00 0.62
1:R:30:VAL:HG21 1:R:50:MET:HE3 1.82 0.62
1:E:810:LEU:O 1:E:810:LEU:HD23 2.00 0.62
1:G:48:MET:HA 1:G:48:MET:HE3 1.81 0.62
1:HA:65:VAL:HG13 1:HA:103:GLU:OE2 1.99 0.62
1:JA:810:LEU:O 1:JA:810:LEU:HD23 2.00 0.62
1:NB:810:LEU:HD23 1:NB:810:LEU:O 2.00 0.62
1:RB:48:MET:HA 1:RB:48:MET:HE3 1.81 0.62
1:Y:810:LEU:HD23 1:Y:810:LEU:O 2.00 0.62
1:PA:810:LEU:O 1:PA:810:LEU:HD23 2.00 0.61
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Atom-1 Atom-2 distance (A) overlap (A)
1:Y:65:VAL:HG13 1:Y:103:GLU:OE2 1.99 0.61
1:DB:30:VAL:HG21 1:DB:50:MET:HE3 1.82 0.61
1:MB:30:VAL:HG21 1:MB:50:-MET:HE3 1.81 0.61
1:IB:810:LEU:O 1:IB:810:LEU:HD23 1.99 0.61
1:TA:65:VAL:HG13 1:TA:103:GLU:OE2 2.00 0.61
1:WB:539:LEU:HD11 | 1:WB:599:ILE:HD11 1.82 0.61
1:XB:30:VAL:HG21 1:XB:50:MET:HE3 1.82 0.61
1:MA:48:MET:HE3 1:MA:48:MET:HA 1.82 0.61
1:0:30:VAL:HG21 1:0:50:MET:HE3 1.81 0.61
1:JA:48:MET:HA 1:JA:48:MET:HE3 1.81 0.61
1:WB:810:LEU:O 1:WB:810:LEU:HD23 2.00 0.61
1:RB:810:LEU:O 1:RB:810:LEU:HD23 1.99 0.61
1:YB:65:VAL:HG13 1:YB:103:GLU:OE2 2.00 0.61
1:KB:810:LEU:HD23 1:KB:810:LEU:O 2.01 0.61
1:L:65:VAL:HG13 1:L:103:GLU:OE2 2.00 0.61
1:LB:810:LEU:O 1:LB:810:LEU:HD23 2.00 0.61
1:FB:30:VAL:HG21 1:FB:50:MET:HE3 1.83 0.61
1:V:539:LEU:HD11 1:V:599:ILE:HD11 1.82 0.61
1:ZA:65:VAL:HG13 1:ZA:103:GLU:OE2 2.00 0.61
1:1B:168:1ILE:HG22 1:1B:215:LEU:HD21 1.81 0.61
1:JA:9:ARG:HH12 1:KA:19:LEU:HD11 1.64 0.61
1:0B:810:LEU:O 1:0B:810:LEU:HD23 2.00 0.61
1:P:810:LEU:O 1:P:810:LEU:HD23 2.01 0.61
1:PB:8&10:LEU:HD23 1:PB:810:LEU:O 2.01 0.61
1:UA:810:LEU:O 1:UA:810:LEU:HD23 2.01 0.61
1:AC:810:LEU:O 1:AC:810:LEU:HD23 2.01 0.60
1:BA:810:LEU:O 1:BA:810:LEU:HD23 2.00 0.60
1:JA:539:LEU:HD11 1:JA:599:1ILE:HD11 1.82 0.60
1:QB:810:LEU:O 1:QB:810:LEU:HD23 2.02 0.60
1:XA:30:VAL:HG21 1:XA:50:MET:HE3 1.81 0.60
1:MB:48:-MET:HA 1:MB:48:-MET:HE3 1.83 0.60
1:X:810:LEU:O 1:X:810:LEU:HD23 2.01 0.60
1:YB:810:LEU:O 1:YB:810:LEU:HD23 2.01 0.60
1:CB:810:LEU:HD23 1:CB:810:LEU:O 2.01 0.60
1:NA:810:LEU:HD23 1:NA:810:LEU:O 2.01 0.60
1:TA:30:VAL:HG21 1:TA:50:MET:HE3 1.81 0.60
1:DA:810:LEU:HD23 1:DA:810:LEU:O 2.02 0.60
1:K:30:VAL:HG21 1:K:50:-MET:HE3 1.82 0.60
1:QA:810:LEU:HD23 1:QA:810:LEU:O 2.00 0.60
1:SA:810:LEU:O 1:SA:810:LEU:HD23 2.01 0.60
1:J:529:ILE:CD1 1:J:583:VAL:HG11 2.32 0.60
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Atom-1 Atom-2 distance (A) overlap (A)

1:T:48:MET:HA 1. T:48:MET:HE3 1.82 0.60
1:XA:529:ILE:CD1 1:XA:583:VAL:HG11 2.32 0.60
1:AA:65:VAL:HG13 1:AA:103:GLU:OE2 2.01 0.59
1:M:529:ILE:CD1 1:M:583:VAL:HG11 2.32 0.59
1:0:65:VAL:HG13 1:0:103:GLU:OE2 2.02 0.59
1:UA:30:VAL:HG21 1:UA:50:MET:HE3 1.85 0.59
1:TA:529:ILE:CD1 1:TA:583:VAL:HG11 2.32 0.59
1:JA:529:ILE:CD1 1:JA:583:VAL:HG11 2.33 0.59
1:SA:529:ILE:CD1 1:SA:583:VAL:HG11 2.33 0.59
1:WA:529:ILE:CD1 1:WA:583:VAL:HG11 2.33 0.59
1:0:539:LEU:HD11 1:0:599:ILE:HD11 1.85 0.59
1:TB:575:1LE:HD12 1:TB:603:VAL:HG13 1.84 0.59
1:Y:575:ILE:HD12 1:Y:603:VAL:HG13 1.85 0.59
1:E:529:ILE:CD1 1:E:583:VAL:HG11 2.33 0.59
1:G:13:TYR:HA 1:G:50:MET:HE3 1.85 0.59
1:K:575:ILE:HD12 1:K:603:VAL:HG13 1.84 0.59
1:AC:529:ILE:HD13 1:AC:583:VAL:HG11 1.84 0.59
1:EB:30:VAL:HG21 1:EB:50:MET:HE3 1.84 0.59
1:VB:529:ILE:CD1 1:VB:583:VAL:HG11 2.33 0.59
1:WB:9:ARG:HH12 1:XB:19:LEU:HD11 1.67 0.59
1:X:539:LEU:HD11 1:X:599:ILE:HD11 1.83 0.59
1:AB:529:ILE:CD1 1:AB:583:VAL:HG11 2.32 0.59
1:D:529:ILE:CD1 1:D:583:VAL:HG11 2.33 0.59
1:KA:30:VAL:HG21 1:KA:50:MET:HE3 1.83 0.59
1:LA:529:ILE:CD1 1:LA:583:VAL:HG11 2.33 0.59
1:Q:30:VAL:HG21 1:Q:50:MET:HE3 1.85 0.59
1:XB:529:ILE:CD1 1:XB:583:VAL:HG11 2.32 0.59
1:A:529:ILE:CD1 1:A:583:VAL:HG11 2.32 0.59
1:BA:30:VAL:CG2 1:BA:50:MET:HE3 2.32 0.59
1:KA:529:ILE:CD1 1:KA:583:VAL:HG11 2.32 0.59
1:NA:529:ILE:HD13 1:NA:583:VAL:HG11 1.85 0.59
1:RA:529:ILE:CD1 1:RA:583:VAL:HG11 2.33 0.59
1:YB:529:ILE:CD1 1:YB:583:VAL:HG11 2.33 0.59
1:E:30:VAL:CG2 1:E:50:-MET:HE3 2.33 0.59
1:0A:575:ILE:HD12 1:0A:603:VAL:HG13 1.85 0.59
1:UA:575:ILE:HD12 1:UA:603:VAL:HG13 1.85 0.59
1:W:529:ILE:CD1 1:W:583:VAL:HG11 2.33 0.58
1:7:48:MET:HE3 1:7Z:48:MET:HA 1.84 0.58
1:B:529:ILE:CD1 1:B:583:VAL:HG11 2.33 0.58
1:PB:30:VAL:HG21 1:PB:50:MET:HE3 1.86 0.58
1:PA:529:1LE:CD1 1:PA:583:VAL:HG11 2.33 0.58
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Atom-1 Atom-2 distance (A) overlap (A)

1:ZA:575:ILE:HD12 1:ZA:603:VAL:HG13 1.84 0.58
1:0:575:ILE:HD12 1:0:603:VAL:HG13 1.85 0.58
1:0A:529:ILE:CD1 1:0A:583:VAL:HG11 2.32 0.58
1:SB:529:ILE:CD1 1:SB:583:VAL:HG11 2.34 0.58
1:DA:30:VAL:HG21 1:DA:50:MET:HE3 1.86 0.58
1:1:529:ILE:CD1 1:1:583:VAL:HG11 2.33 0.58
1:JB:529:ILE:CD1 1:JB:583:VAL:HG11 2.33 0.58
1:GA:48:MET:HA 1:GA:48:MET:HE3 1.85 0.58
1:T:575:1LE:HD12 1:T:603:VAL:HG13 1.85 0.58
1:UB:575:ILE:HD12 1:UB:603: VAL:HG13 1.85 0.58
1:B:575:ILE:HD12 1:B:603:VAL:HG13 1.84 0.58
1:CB:230:ARG:CB 1:CB:268:LEU:HD11 2.34 0.58
1:D:230:ARG:CB 1:D:268:LEU:HD11 2.34 0.58
1:EA:230:ARG:CB 1:EA:268:LEU:HD11 2.33 0.58
1:EB:765:VAL:HG22 | 1:FB:759:LEU:HD21 1.86 0.58
1:PA:575:ILE:HD12 1:PA:603:VAL:HG13 1.86 0.58
1:CA:575:ILE:HD12 1:CA:603:VAL:HG13 1.86 0.58
1:LB:575:1ILE:HD12 1:LB:603:VAL:HG13 1.84 0.58
1:RB:230:ARG:CB 1:RB:268:LEU:HD11 2.34 0.58
1:XB:230:ARG:CB 1:XB:268:LEU:HD11 2.34 0.58
1:ZB:575:1LE:HD12 1:ZB:603:VAL:HG13 1.86 0.58
1:BA:230:ARG:CB 1:BA:268:LEU:HD11 2.34 0.58
1:FB:810:LEU:HD23 1:FB:810:LEU:O 2.04 0.58
1:M:230:ARG:CB 1:M:268:LEU:HD11 2.34 0.58
1:Q:529:1LE:CD1 1:Q:583:VAL:HG11 2.34 0.58
1:SA:575:ILE:HD12 1:SA:603:VAL:HG13 1.86 0.58
1:WB:529:ILE:CD1 1:WB:583:VAL:HG11 2.33 0.58
1:GB:230:ARG:CB 1:GB:268:LEU:HD11 2.34 0.58
1:L:575:ILE:HD12 1:1:603:VAL:HG13 1.84 0.58
1:QB:30:VAL:HG21 1:QB:50:MET:HE3 1.85 0.58
1:S:230:ARG:CB 1:S:268:LEU:HD11 2.34 0.58
1:TA:575:ILE:HD12 1:TA:603:VAL:HG13 1.86 0.58
1:WA:575:ILE:HD12 | 1:WA:603:VAL:HG13 1.86 0.58
1:YA:168:ILE:HG22 1:YA:215:LEU:HD21 1.85 0.58
1:EB:529:ILE:CD1 1:EB:583:VAL:HG11 2.34 0.57
1:FA:529:ILE:CD1 1:FA:583:VAL:HG11 2.34 0.57
1:GA:529:ILE:HD13 1:GA:583:VAL:HG11 1.85 0.57
1:NA:230:ARG:CB 1:NA:268:LEU:HD11 2.34 0.57
1:S:575:ILE:HD12 1:S:603:VAL:HG13 1.86 0.57
1:FA:230:ARG:CB 1:FA:268:LEU:HD11 2.34 0.57
1:.1:575:1ILE:HD12 1:1:603:VAL:HG13 1.86 0.57
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Atom-1 Atom-2 distance (A) overlap (A)

1:KA:230:ARG:CB 1:KA:268:LEU:HD11 2.34 0.57
1:P:230:ARG:CB 1:P:268:LEU:HD11 2.34 0.57
1:R:575:ILE:HD12 1:R:603:VAL:HG13 1.87 0.57
1:V:48:-MET:HA 1:V:48:MET:HE3 1.86 0.57
1:XA:523:PHE:CD2 1:XA:568:VAL:HG23 2.39 0.57
1:XB:575:ILE:HD12 1:XB:603:VAL:HG13 1.86 0.57
1:A:230:ARG:CB 1:A:268:LEU:HD11 2.34 0.57
1:L:529:ILE:CD1 1:L:583:VAL:HG11 2.35 0.57
1:SB:230:ARG:CB 1:SB:268:LEU:HD11 2.34 0.57
1:T:230:ARG:CB 1:T:268:LEU:HD11 2.34 0.57
1:7:230:ARG:CB 1:7:268:LEU:HD11 2.35 0.57
1:CA:230:ARG:CB 1:CA:268:LEU:HD11 2.34 0.57
1:DA:529:ILE:CD1 1:DA:583:VAL:HG11 2.35 0.57
1:0:230:ARG:CB 1:0:268:LEU:HD11 2.34 0.57
1:0A:230:ARG:CB 1:0A:268:LEU:HD11 2.34 0.57
1:0B:230:ARG:CB 1:0B:268:LEU:HD11 2.34 0.57
1:V:230:ARG:CB 1:V:268:LEU:HD11 2.35 0.57
1:HA:575:ILE:HD12 1:HA:603:VAL:HG13 1.85 0.57
1:J:523:PHE:CD2 1:J:568:VAL:HG23 2.39 0.57
1:NB:575:ILE:HD12 1:NB:603:VAL:HG13 1.86 0.57
1:P:65:VAL:HG13 1:P:103:GLU:OE2 2.04 0.57
1:V:529:ILE:CD1 1:V:583:VAL:HG11 2.34 0.57
1:WB:575:1ILE:HD12 | 1:WB:603:VAL:HG13 1.87 0.57
1:AC:230:ARG:CB 1:AC:268:LEU:HD11 2.34 0.57
1:C:230:ARG:CB 1:C:268:LEU:HD11 2.35 0.57
1:DB:230:ARG:CB 1:DB:268:LEU:HD11 2.35 0.57
1:E:529:1LE:HD12 1:E:583:VAL:HG11 1.85 0.57
1:JA:575:1LE:HD12 1:JA:603:VAL:HG13 1.86 0.57
1:PB:230:ARG:CB 1:PB:268:LEU:HD11 2.35 0.57
1:QA:575:1LE:HD12 | 1:QA:603:VAL:HG13 1.87 0.57
1:SA:529:ILE:HD12 1:SA:583:VAL:HG11 1.86 0.57
1:AB:230:ARG:CB 1:AB:268:LEU:HD11 2.34 0.57
1:DA:230:ARG:CB 1:DA:268:LEU:HD11 2.35 0.57
1:DB:65:VAL:HG13 1:DB:103:GLU:OE2 2.04 0.57
1:EA:575:1LE:HD12 1:EA:603:VAL:HG13 1.87 0.57
1:MB:230:ARG:CB 1:MB:268:LEU:HD11 2.35 0.57
1:R:810:LEU:O 1:R:810:LEU:HD23 2.04 0.57
1:RA:230:ARG:CB 1:RA:268:LEU:HD11 2.34 0.57
1:VB:575:ILE:HD12 1:VB:603:VAL:HG13 1.86 0.57
1:CB:575:ILE:HD12 1:CB:603:VAL:HG13 1.87 0.57
1:GA:575:1ILE:HD12 1:GA:603:VAL:HG13 1.86 0.57
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1:TA:65:VAL:HG13 1:TA:103:GLU:OE2 2.05 0.57
1:JB:810:LEU:O 1:JB:810:LEU:HD23 2.05 0.57
1:1:230:ARG:CB 1:L:268:LEU:HD11 2.35 0.57
1:0B:529:ILE:CD1 1:0B:583:VAL:HG11 2.35 0.57
1:W:575:ILE:HD12 1:W:603:VAL:HG13 1.87 0.57
1:WA:810:LEU:HD23 1:WA:810:LEU:O 2.05 0.57
1:AA:575:ILE:HD12 1:AA:603:VAL:HG13 1.86 0.57
1:BA:529:ILE:CD1 1:BA:583:VAL:HG11 2.35 0.57
1:FA:575:ILE:HD12 1:FA:603:VAL:HG13 1.87 0.57
1:MB:529:ILE:CD1 1:MB:583:VAL:HG11 2.35 0.57
1:Q:230:ARG:CB 1:Q:268:LEU:HD11 2.35 0.57
1:ZA:230:ARG:CB 1:ZA:268:LEU:HD11 2.35 0.57
1:HB:230:ARG:CB 1:HB:268:LEU:HD11 2.35 0.57
1:VB:65:VAL:HG13 1:VB:103:GLU:OE2 2.05 0.57
1:YA:810:LEU:HD23 1:YA:810:LEU:O 2.05 0.57
1:A:575:1LE:HD12 1:A:603:VAL:HG13 1.86 0.56
1:BA:575:ILE:HD12 1:BA:603:VAL:HG13 1.87 0.56
1:DA:575:ILE:HD12 1:DA:603:VAL:HG13 1.87 0.56
1:F:230:ARG:CB 1:F:268:LEU:HD11 2.35 0.56
1:F:575:ILE:HD12 1:F:603:VAL:HG13 1.86 0.56
1:FA:65:VAL:HG13 1:FA:103:GLU:OE2 2.05 0.56
1:G:230:ARG:CB 1:G:268:LEU:HD11 2.35 0.56
1:HB:575:ILE:HD12 1:HB:603: VAL:HG13 1.86 0.56
1:KA:575:ILE:HD12 1:KA:603:VAL:HG13 1.86 0.56
1:R:529:ILE:CD1 1:R:583:VAL:HG11 2.35 0.56
1:VA:230:ARG:CB 1:VA:268:LEU:HD11 2.35 0.56
1:X:529:.ILE:CD1 1:X:583:VAL:HG11 2.35 0.56
1:EA:529:ILE:CD1 1:EA:583:VAL:HG11 2.35 0.56
1:GA:230:ARG:CB 1:GA:268:LEU:HD11 2.35 0.56
1:HA:230:ARG:CB 1:HA:268:LEU:HD11 2.35 0.56
1:TA:575:ILE:HD12 1:JA:603:VAL:HG13 1.86 0.56
1:JA:65:VAL:HG13 1:JA:103:GLU:OE2 2.04 0.56
1:QB:230:ARG:CB 1:QB:268:LEU:HD11 2.35 0.56
1:VB:230:ARG:CB 1:VB:268:LEU:HD11 2.35 0.56
1:X:230:ARG:CB 1:X:268:LEU:HD11 2.36 0.56
1:ZA:529:ILE:CD1 1:ZA:583:VAL:HG11 2.34 0.56
1:AB:65:VAL:HG13 1:AB:103:GLU:OE2 2.06 0.56
1:DB:529:ILE:HD13 1:DB:583:VAL:HG11 1.87 0.56
1:FB:230:ARG:CB 1:FB:268:LEU:HD11 2.36 0.56
1:FB:529:ILE:CD1 1:FB:583:VAL:HG11 2.35 0.56
1:G:575:ILE:HD12 1:G:603:VAL:HG13 1.86 0.56

Continued on next page...




Page 64

Full wwPDB EM Validation Report

EMD-53415, 9QW9

Continued from previous page...

Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:G:810:LEU:O 1:G:810:LEU:HD23 2.06 0.56
1:H:230:ARG:CB 1:H:268:LEU:HD11 2.35 0.56
1:HB:529:ILE:CD1 1:HB:583:VAL:HG11 2.35 0.56
1:1:230:ARG:CB 1:1:268:LEU:HD11 2.35 0.56
1:IB:529:ILE:CD1 1:1B:583:VAL:HG11 2.35 0.56
1:P:575:ILE:HD12 1:P:603:VAL:HG13 1.87 0.56
1:QA:230:ARG:CB 1:QA:268:LEU:HD11 2.35 0.56
1:R:230:ARG:CB 1:R:268:LEU:HD11 2.36 0.56
1:UB:230:ARG:CB 1:UB:268:LEU:HD11 2.35 0.56
1:W:65:VAL:HG13 1:W:103:GLU:OE2 2.05 0.56
1:W:230:ARG:CB 1:W:268:LEU:HD11 2.36 0.56
1:WB:65:VAL:HG13 1:WB:103:GLU:OE2 2.05 0.56
1:YA:575:ILE:HD12 1:YA:603:VAL:HG13 1.87 0.56
1:YB:230:ARG:CB 1:YB:268:LEU:HD11 2.35 0.56
1:YB:575:1LE:HD12 1:YB:603:VAL:HG13 1.87 0.56
1:7:529:1LE:CD1 1:7:583:VAL:HG11 2.35 0.56
1:A:83:LEU:HD21 1:A:102:GLY:O 2.06 0.56
1:DB:575:ILE:HD12 1:DB:603:VAL:HG13 1.88 0.56
1:1B:230:ARG:CB 1:I1B:268:LEU:HD11 2.35 0.56
1:J:230:ARG:CB 1:J:268:LEU:HD11 2.36 0.56
1:JB:65:VAL:HG13 1:JB:103:GLU:OE2 2.06 0.56
1:MA:230:ARG:CB 1:MA:268:LEU:HD11 2.35 0.56
1:Q:575:ILE:HD12 1:Q:603:VAL:HG13 1.87 0.56
1:AA:230:ARG:CB 1:AA:268:LEU:HD11 2.36 0.56
1:DB:810:LEU:O 1:DB:8&10:LEU:HD23 2.05 0.56
1:TA:230:ARG:CB 1:TA:268:LEU:HD11 2.35 0.56
1:LA:230:ARG:CB 1:LA:268:LEU:HD11 2.35 0.56
1:MB:810:LEU:HD23 1:MB:810:LEU:O 2.05 0.56
1:N:529:ILE:CD1 1:N:583:VAL:HG11 2.35 0.56
1:QB:529:ILE:CD1 1:QB:583:VAL:HG11 2.35 0.56
1:RB:575:ILE:HD12 1:RB:603:VAL:HG13 1.87 0.56
1:SB:65:VAL:HG13 1:SB:103:GLU:OE2 2.06 0.56
1:7:575:ILE:HD12 1:7:603:VAL:HG13 1.88 0.56
1:7ZB:529:ILE:CD1 1:ZB:583:VAL:HG11 2.36 0.56
1:C:529:1LE:HD13 1:C:583:VAL:HG11 1.87 0.56
1:EB:575:1LE:HD12 1:EB:603:VAL:HG13 1.87 0.56
1:FB:575:ILE:HD12 1:FB:603:VAL:HG13 1.87 0.56
1:I1:810:LEU:HD23 1:I:810:LEU:O 2.05 0.56
1:N:230:ARG:CB 1:N:268:LEU:HD11 2.36 0.56
1:RB:529:ILE:CD1 1:RB:583:VAL:HG11 2.35 0.56
1:Y:230:ARG:CB 1:Y:268:LEU:HD11 2.36 0.56
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:CA:30:VAL:HG21 1:CA:50:MET:HE3 1.88 0.56
1:E:230:ARG:CB 1:E:268:LEU:HD11 2.36 0.56
1:I1B:30: VAL:CG2 1:IB:50:MET:HE3 2.36 0.56
1:JA:230:ARG:CB 1:JA:268:LEU:HD11 2.36 0.56
1:LA:48:MET:HE3 1:LA:49:ARG:H 1.71 0.56
1:LLB:230:ARG:CB 1:LB:268:LEU:HD11 2.35 0.56
1:NB:230:ARG:CB 1:NB:268:LEU:HD11 2.36 0.56
1:0:83:LEU:HD21 1:0:102:GLY:O 2.06 0.56
1:RA:575:ILE:HD12 1:RA:603:VAL:HG13 1.87 0.56
1:SB:575:1LE:HD12 1:SB:603:VAL:HG13 1.87 0.56
1:UA:230:ARG:CB 1:UA:268:LEU:HD11 2.36 0.56
1:Y:529:ILE:CD1 1:Y:583:VAL:HG11 2.36 0.56
1:YA:30:VAL:CG2 1:YA:50:MET:HE3 2.35 0.56
1:FA:83:LEU:HD21 1:FA:102:GLY:O 2.06 0.56
1:JB:230:ARG:CB 1:JB:268:LEU:HD11 2.36 0.56
1:VB:83:LEU:HD21 1:VB:102:GLY:O 2.06 0.56
1:WA:230:ARG:CB 1:WA:268:LEU:HD11 2.35 0.56
1:AC:575:ILE:HD12 1:AC:603:VAL:HG13 1.88 0.56
1:E:575:ILE:HD12 1:E:603:VAL:HG13 1.86 0.56
1:JA:83:LEU:HD21 1:JA:102:GLY:O 2.06 0.56
1:P:30:VAL:CG2 1:P:50:MET:HE3 2.36 0.56
1:V:523:PHE:CD2 1:V:568:VAL:HG23 2.41 0.56
1:VA:575:ILE:HD12 1:VA:603:VAL:HG13 1.88 0.56
1:XA:575:ILE:HD12 1:XA:603:VAL:HG13 1.88 0.56
1:EB:230:ARG:CB 1:EB:268:LEU:HD11 2.35 0.56
1:IB:575:1ILE:HD12 1:1B:603:VAL:HG13 1.87 0.56
1:KB:230:ARG:CB 1:KB:268:LEU:HD11 2.36 0.56
1:KB:529:ILE:CD1 1:KB:583:VAL:HG11 2.36 0.56
1:PB:575:ILE:HD12 1:PB:603:VAL:HG13 1.86 0.56
1:S:529:1LE:HD12 1:S:583:VAL:HG11 1.88 0.56
1:XA:230:ARG:CB 1:XA:268:LEU:HD11 2.36 0.56
1:B:230:ARG:CB 1:B:268:LEU:HD11 2.35 0.55
1:BB:529:ILE:CD1 1:BB:583:VAL:HG11 2.35 0.55
1:GB:575:ILE:HD12 1:GB:603:VAL:HG13 1.86 0.55
1:JB:83:LEU:HD21 1:JB:102:GLY:O 2.06 0.55
1:K:810:LEU:HD23 1:K:810:LEU:O 2.06 0.55
1:0:168:ILE:HG22 1:0:215:LEU:CD2 2.35 0.55
1:SA:230:ARG:CB 1:SA:268:LEU:HD11 2.36 0.55
1:T:529:ILE:CD1 1:T:583:VAL:HG11 2.35 0.55
1:TA:529:ILE:CD1 1:TA:583:VAL:HG11 2.36 0.55
1:A:65:VAL:HG13 1:A:103:GLU:OE2 2.07 0.55
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:BB:575:1LE:HD12 1:BB:603:VAL:HG13 1.89 0.55
1:F:529:ILE:CD1 1:F:583:VAL:HG11 2.36 0.55
1:H:575:ILE:HD12 1:H:603:VAL:HG13 1.88 0.55
1:TA:83:LEU:HD21 1:TA:102:GLY:O 2.06 0.55
1:MA:529:ILE:CD1 1:MA:583:VAL:HG11 2.36 0.55
1:MA:575:ILE:HD12 | 1:MA:603:VAL:HG13 1.87 0.55
1:NA:575:ILE:HD12 1:NA:603:VAL:HG13 1.88 0.55
1:PA:230:ARG:CB 1:PA:268:LEU:HD11 2.36 0.55
1:QB:575:ILE:HD12 | 1:QB:603:VAL:HG13 1.87 0.55
1:TA:65:VAL:HG11 1:TA:100: TYR:HB2 1.87 0.55
1:TA:230:ARG:CB 1:TA:268:LEU:HD11 2.35 0.55
1:XA:810:LEU:O 1:XA:810:LEU:HD23 2.06 0.55
1:Z:810:LEU:O 1:7:810:LEU:HD23 2.06 0.55
1:I1B:529:ILE:HD12 1:1B:583:VAL:HG11 1.88 0.55
1:V:575:1LE:HD12 1:V:603:VAL:HG13 1.88 0.55
1:VA:168:ILE:HG22 1:VA:215:LEU:CD2 2.36 0.55
1:C:575:1LE:HD12 1:C:603:VAL:HG13 1.87 0.55
1:G:529:ILE:CD1 1:G:583:VAL:HG11 2.36 0.55
1:1B:523:PHE:CD2 1:1B:568:VAL:HG23 2.41 0.55
1:JB:168:ILE:HG22 1:JB:215:LEU:CD2 2.35 0.55
1:0B:575:ILE:HD12 1:0B:603:VAL:HG13 1.87 0.55
1:UA:529:ILE:CD1 1:UA:583:VAL:HG11 2.36 0.55
1:7:523:PHE:CD2 1:7:568:VAL:HG23 2.42 0.55
1:DB:30:VAL:CG2 1:DB:50:MET:HE3 2.37 0.55
1:K:230:ARG:CB 1:K:268:LEU:HD11 2.37 0.55
1:P:529:ILE:HD13 1:P:583:VAL:HG11 1.87 0.55
1:QA:65:VAL:HG11 1:QA:100: TYR:HB2 1.88 0.55
1:S:529:ILE:CD1 1:S:583:VAL:HG11 2.37 0.55
1:X:575:ILE:HD12 1:X:603:VAL:HG13 1.89 0.55
1:BB:230:ARG:CB 1:BB:268:LEU:HD11 2.36 0.55
1:H:523:PHE:CD2 1:H:568:VAL:HG23 2.41 0.55
1:HB:230:ARG:HB2 1:HB:268:LEU:HD11 1.89 0.55
1:MB:523:PHE:CD2 | 1:MB:568:VAL:HG23 2.42 0.55
1:N:575:ILE:HD12 1:N:603:VAL:HG13 1.89 0.55
1:0:810:LEU:O 1:0:810:LEU:HD23 2.06 0.55
1:W:345:ASP:0D2 1:W:349:VAL:HG13 2.07 0.55
1:GB:529:ILE:CD1 1:GB:583:VAL:HG11 2.37 0.55
1:J:810:LEU:O 1:J:810:LEU:HD23 2.06 0.55
1:LA:575:ILE:HD12 1:LA:603:VAL:HG13 1.87 0.55
1:VA:523:PHE:CD2 1:VA:568:VAL:HG23 2.42 0.55
1:AB:83:LEU:HD21 1:AB:102:GLY:O 2.07 0.55
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Atom-1 Atom-2 distance (A) overlap (A)

1:CA:65:VAL:HG11 1:CA:100: TYR:HB2 1.88 0.55
1:J:575:ILE:HD12 1:J:603:VAL:HG13 1.88 0.55
1:0B:48: MET:HE3 1:0B:48:MET:HA 1.88 0.55
1:TB:83:LEU:HD21 1:TB:102:GLY:O 2.07 0.55
1:TB:230:ARG:CB 1:TB:268:LEU:HD11 2.36 0.55
1:X:529:ILE:HD12 1:X:583:VAL:HG11 1.89 0.55
1:GA:65:VAL:HG13 1:GA:103:GLU:OE2 2.07 0.55
1:GA:83:LEU:HD21 1:GA:102:GLY:O 2.07 0.55
1:YA:230:ARG:CB 1:YA:268:LEU:HD11 2.37 0.55
1:A:523:PHE:CD2 1:A:568:VAL:HG23 2.41 0.55
1:D:230:ARG:HB2 1:D:268:LEU:HD11 1.89 0.55
1:EA:271:VAL:HG23 1:EA:271:VAL:O 2.07 0.55
1:NB:529:ILE:CD1 1:NB:583:VAL:HG11 2.37 0.55
1:TB:529:ILE:CD1 1:TB:583:VAL:HG11 2.37 0.55
1:VA:529:ILE:CD1 1:VA:583:VAL:HG11 2.36 0.55
1:XA:48:MET:HE3 1:XA:48:MET:HA 1.89 0.55
1:BB:30:VAL:HG21 1:BB:50:MET:HE3 1.89 0.54
1:C:65:VAL:HG11 1:C:100: TYR:HB2 1.88 0.54
1:D:575:ILE:HD12 1:D:603:VAL:HG13 1.88 0.54
1:JB:271:VAL:O 1:JB:271:VAL:HG23 2.07 0.54
1:T:230:ARG:HB2 1:T:268:LEU:HD11 1.89 0.54
1:WB:83:LEU:HD21 1:WB:102:GLY:0O 2.07 0.54
1:YA:529:1LE:HD13 1:YA:583:VAL:HG11 1.88 0.54
1:GB:529:ILE:HD12 1:GB:583:VAL:HG11 1.88 0.54
1:K:529:ILE:HD13 1:K:583:VAL:HG11 1.88 0.54
1:LA:381:PRO:HA 1:LA:405:THR:HG22 1.90 0.54
1:PB:65:VAL:HG11 1:PB:100: TYR:HB2 1.88 0.54
1:RA:230:ARG:HB2 1:RA:268:LEU:HD11 1.89 0.54
1:Z:168:1LE:HG22 1:7:215:LEU:CD2 2.36 0.54
1:AB:381:PRO:HA 1:AB:405: THR:HG22 1.90 0.54
1:CB:271:VAL:HG23 1:CB:271:VAL:O 2.08 0.54
1:MB:65:VAL:HG11 1:MB:100: TYR:HB2 1.88 0.54
1:MB:575:ILE:HD12 | 1:MB:603:VAL:HG13 1.88 0.54
1:TA:523:PHE:CD2 1:TA:568:VAL:HG23 2.42 0.54
1:WB:230:ARG:CB 1:WB:268:LEU:HD11 2.36 0.54
1:7:381:PRO:HA 1:7:405: THR:HG22 1.90 0.54
1:7B:230:ARG:CB 1:7ZB:268:LEU:HD11 2.36 0.54
1:CB:529:ILE:CD1 1:CB:583:VAL:HG11 2.37 0.54
1:DB:271:VAL:HG23 1:DB:271:VAL:O 2.08 0.54
1:JB:737:GLY:O 1:JB:741:VAL:HG23 2.07 0.54
1:Q:765:VAL:HG22 1:R:759:LEU:HD21 1.89 0.54
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Atom-1 Atom-2 distance (A) overlap (A)
1:RB:529:ILE:HD12 1:RB:583:VAL:HG11 1.90 0.54
1:VB:271:VAL:HG23 1:VB:271:VAL:O 2.08 0.54
1:XA:65:VAL:HG11 1:XA:100:TYR:HB2 1.89 0.54
1:CB:230:ARG:HB2 1:CB:268:LEU:HD11 1.90 0.54
1:EB:65:VAL:HG11 1:EB:100: TYR:HB2 1.89 0.54
1:F:271:VAL:HG23 1:F:271:VAL:O 2.08 0.54
1:G:65:VAL:HG11 1:G:100: TYR:HB2 1.88 0.54
1:KA:230:ARG:HB2 | 1:KA:268:LEU:HD11 1.90 0.54
1:KB:529:ILE:HD12 1:KB:583:VAL:HG11 1.89 0.54
1:LB:271:VAL:HG23 1:LB:271:VAL:O 2.08 0.54
1:LB:529:ILE:CD1 1:LB:583:VAL:HG11 2.37 0.54
1:0A:523:PHE:CD2 1:0A:568:VAL:HG23 2.43 0.54
1:0B:381:PRO:HA 1:0B:405: THR:HG22 1.89 0.54
1:RB:271:VAL:O 1:RB:271:VAL:HG23 2.08 0.54
1:W:271:VAL:HG23 1:W:271:VAL:O 2.07 0.54
1:BA:381:PRO:HA 1:BA:405: THR:HG22 1.90 0.54
1:CA:271:VAL:HG23 1:CA:271:VAL:O 2.07 0.54
1:G:271:VAL:HG23 1:G:271:VAL:O 2.08 0.54
1:JB:575:ILE:HD12 1:JB:603:VAL:HG13 1.88 0.54
1:NA:271:VAL:HG23 1:NA:271:VAL:O 2.08 0.54
1:0B:13:TYR:HA 1:0B:50:MET:HE3 1.89 0.54
1:W:83:LEU:HD21 1:W:102:GLY:O 2.07 0.54
1:7ZB:523:PHE:CD2 1:7ZB:568:VAL:HG23 2.43 0.54
1:AB:230:ARG:HB2 1:AB:268:LEU:HD11 1.90 0.54
1:BA:65:VAL:HG11 1:BA:100: TYR:HB2 1.89 0.54
1:BB:144:LEU:HD12 1:BB:144:LEU:O 2.07 0.54
1:JA:271:VAL:HG23 1:JA:271:VAL:O 2.08 0.54
1:JB:65:VAL:HG11 1:JB:100: TYR:HB2 1.90 0.54
1:KA:271:VAL:O 1:KA:271:VAL:HG23 2.08 0.54
1:KB:271:VAL:HG23 1:KB:271:VAL:O 2.08 0.54
1:MA:271:VAL:HG23 1:MA:271:VAL:O 2.08 0.54
1:0B:65:VAL:HG11 1:0B:100: TYR:HB2 1.89 0.54
1:SB:302: VAL:HG11 1:SB:306:LYS:HZ2 1.73 0.54
1:UA:65:VAL:HG11 1:UA:100: TYR:HB2 1.88 0.54
1:YA:271:VAL:HG23 1:YA:271:VAL:O 2.08 0.54
1:AA:381:PRO:HA 1:AA:405:THR:HG22 1.90 0.54
1:BB:271:VAL:HG23 1:BB:271:VAL:O 2.08 0.54
1:D:65:VAL:HG11 1:D:100: TYR:HB2 1.90 0.54
1:E:271:VAL:O 1:E:271:VAL:HG23 2.08 0.54
1:EB:271:VAL:HG23 1:EB:271:VAL:O 2.08 0.54
1:HA:230:ARG:HB2 1:HA:268:LEU:HD11 1.90 0.54

Continued on next page...




Page 69

Full wwPDB EM Validation Report

EMD-53415, 9QW9

Continued from previous page...

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

1:TA:271:VAL:HG23 1:TA:271:VAL:O 2.08 0.54
1:KB:575:ILE:HD12 1:KB:603:VAL:HG13 1.89 0.54
1:LA:271:VAL:HG23 1:LA:271:VAL:O 2.08 0.54
1:NB:271: VAL:HG23 1:NB:271:VAL:O 2.08 0.54
1:AA:65:VAL:HG11 1:AA:100:TYR:HB2 1.89 0.54
1:BA:271:VAL:HG23 1:BA:271:VAL:O 2.08 0.54
1:C:230:ARG:HB2 1:C:268:LEU:HD11 1.90 0.54
1:DA:271:VAL:HG23 1:DA:271:VAL:O 2.08 0.54
1:DA:381:PRO:HA 1:DA:405: THR:HG22 1.90 0.54
1:DB:&3:LEU:HD21 1:DB:102:GLY:O 2.07 0.54
1:FB:230:ARG:HB2 1:FB:268:LEU:HD11 1.90 0.54
1:FB:271:VAL:HG23 1:FB:271:VAL:O 2.08 0.54
1:GA:523:PHE:CD2 1:GA:568:VAL:HG23 2.43 0.54
1:GB:230:ARG:HB2 | 1:GB:268:LEU:HD11 1.90 0.54
1:TA:381:PRO:HA 1:TA:405: THR:HG22 1.90 0.54
1:M:30:VAL:CG2 1:M:50:MET:HE3 2.38 0.54
1:M:381:PRO:HA 1:M:405: THR:HG22 1.90 0.54
1:N:144:LEU:HD12 1:N:144:LEU:O 2.07 0.54
1:SB:83:LEU:HD21 1:SB:102:GLY:O 2.07 0.54
1:TB:271:VAL:HG23 1:TB:271:VAL:O 2.08 0.54
1:YB:381:PRO:HA 1:YB:405: THR:HG22 1.90 0.54
1:BB:529:ILE:HD12 1:BB:583:VAL:HG11 1.90 0.54
1:F:230:ARG:HB2 1:F:268:LEU:HD11 1.90 0.54
1:FA:271:VAL:HG23 1:FA:271:VAL:O 2.08 0.54
1:H:168:ILE:HG22 1:H:215:LEU:CD2 2.36 0.54
1:1B:65:VAL:HG11 1:IB:100: TYR:HB2 1.90 0.54
1:K:271:VAL:HG23 1:K:271:VAL:O 2.08 0.54
1:MB:271:VAL:HG23 1:MB:271:VAL:O 2.08 0.54
1:0:271:VAL:HG23 1:0:271:VAL:O 2.08 0.54
1:PB:271:VAL:HG23 1:PB:271:VAL:O 2.08 0.54
1:SB:30: VAL:HG21 1:SB:50:-MET:HE3 1.89 0.54
1:TA:812:VAL:O 1:TA:812:VAL:HG23 2.08 0.54
1:ZA:381:PRO:HA 1:7ZA:405: THR:HG22 1.90 0.54
1:CB:381:PRO:HA 1:CB:405: THR:HG22 1.91 0.53
1:D:271:VAL:HG23 1:D:271:VAL:O 2.08 0.53
1:EA:65:VAL:HG11 1:EA:100: TYR:HB2 1.90 0.53
1:HA:271:VAL:O 1:HA:271:VAL:HG23 2.07 0.53
1:N:381:PRO:HA 1:N:405: THR:HG22 1.90 0.53
1:AB:575:ILE:HD12 1:AB:603:VAL:HG13 1.90 0.53
1:B:812:VAL:HG23 1:B:812:VAL:O 2.09 0.53
1:C:271:VAL:HG23 1:C:271:VAL:O 2.08 0.53
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Atom-1 Atom-2 distance (A) overlap (A)
1:EB:230:ARG:HB2 1:EB:268:LEU:HD11 1.90 0.53
1:EB:381:PRO:HA 1:EB:405: THR:HG22 1.90 0.53
1:EB:812:VAL:HG23 1:EB:812:VAL:O 2.09 0.53
1:FB:381:PRO:HA 1:FB:405: THR:HG22 1.90 0.53
1:H:65:VAL:HG11 1:H:100: TYR:HB2 1.89 0.53
1:1:765:VAL:HG22 1:J:759:LEU:HD21 1.91 0.53
1:TA:812:VAL:HG23 1:TA:812:VAL:O 2.09 0.53
1:MB:168:ILE:HG22 1:MB:215:LEU:CD2 2.35 0.53
1:MB:230:ARG:HB2 | 1:MB:268:LEU:HD11 1.90 0.53
1:NA:812:VAL:HG23 1:NA:812:VAL:O 2.09 0.53
1:0:230:ARG:HB2 1:0:268:LEU:HD11 1.90 0.53
1:P:83:LEU:HD21 1:P:102:GLY:O 2.07 0.53
1:R:812:VAL:HG23 1:R:812:VAL:O 2.08 0.53
1:UB:230:ARG:HB2 1:UB:268:LEU:HD11 1.90 0.53
1:UB:271:VAL:HG23 1:UB:271:VAL:O 2.08 0.53
1:WA:381:PRO:HA 1:WA:405: THR:HG22 1.90 0.53
1:WA:737:GLY:O 1:WA:741:VAL:HG23 2.08 0.53
1:X:538:GLN:HB2 1:X:646:VAL:HG22 1.90 0.53
1:YA:381:PRO:HA 1:YA:405: THR:HG22 1.91 0.53
1:BB:381:PRO:HA 1:BB:405: THR:HG22 1.90 0.53
1:FB:65:VAL:HG11 1:FB:100: TYR:HB2 1.90 0.53
1:1:812:VAL:O 1:1:812:VAL:HG23 2.09 0.53
1:1B:271:VAL:HG23 1:I1B:271:VAL:O 2.08 0.53
1:JB:230:ARG:HB2 1:JB:268:LEU:HD11 1.91 0.53
1:1:325:VAL:HG13 1:L:325:VAL:O 2.07 0.53
1:LA:230:ARG:HB2 1:LA:268:LEU:HD11 1.91 0.53
1:M:575:ILE:HD12 1:M:603:VAL:HG13 1.90 0.53
1:MA:65:VAL:HG11 1:MA:100:TYR:HB2 1.91 0.53
1:MA:381:PRO:HA | 1:MA:405:THR:HG22 1.90 0.53
1:0:529:1LE:CD1 1:0:583:VAL:HG11 2.38 0.53
1:0B:230:ARG:HB2 1:0B:268:LEU:HD11 1.91 0.53
1:QB:271:VAL:HG23 1:QB:271:VAL:O 2.08 0.53
1:SB:271:VAL:HG23 1:SB:271:VAL:O 2.08 0.53
1:UA:381:PRO:HA 1:UA:405:THR:HG22 1.91 0.53
1:W:65:VAL:HG11 1:W:100: TYR:HB2 1.90 0.53
1:WA:271:VAL:HG23 1:WA:271:VAL:O 2.08 0.53
1:XA:812:VAL:HG23 1:XA:812:VAL:O 2.08 0.53
1:YA:65:VAL:HG11 1:YA:100: TYR:HB2 1.90 0.53
1:AC:230:ARG:HB2 1:AC:268:LEU:HD11 1.90 0.53
1:CB:398:VAL:HG11 1:CB:415:TRP:CE3 2.44 0.53
1:GA:271:VAL:HG23 1:GA:271:VAL:O 2.08 0.53
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Atom-1 Atom-2 distance (A) overlap (A)
1:MA:523:PHE:CD2 | 1:MA:568:VAL:HG23 2.43 0.53
1:0A:812:VAL:O 1:0A:812:VAL:HG23 2.09 0.53
1:PB:230:ARG:HB2 1:PB:268:LEU:HD11 1.91 0.53
1:SA:381:PRO:HA 1:SA:405: THR:HG22 1.91 0.53
1:VA:271:VAL:HG23 1:VA:271:VAL:O 2.08 0.53
1:W:168:ILE:HG22 1:W:215:LEU:CD2 2.36 0.53
1:WB:523:PHE:CD2 | 1:WB:568:VAL:HG23 2.43 0.53
1:ZB:271:VAL:O 1:ZB:271:VAL:HG23 2.08 0.53
1:AB:529:ILE:HD12 1:AB:583:VAL:HG11 1.90 0.53
1:AC:381:PRO:HA 1:AC:405:THR:HG22 1.91 0.53
1:B:230:ARG:HB2 1:B:268:LEU:HD11 1.91 0.53
1:D:812:VAL:HG23 1:D:812:VAL:O 2.09 0.53
1:DB:230:ARG:HB2 1:DB:268:LEU:HD11 1.91 0.53
1:DB:381:PRO:HA 1:DB:405: THR:HG22 1.91 0.53
1:FA:230:ARG:HB2 1:FA:268:LEU:HD11 1.91 0.53
1:TA:737:GLY:O 1:TA:741:VAL:HG23 2.08 0.53
1:1L:812:VAL:HG23 1:L:812:VAL:O 2.09 0.53
1:N:271:VAL:HG23 1:N:271:VAL:O 2.08 0.53
1:NA:230:ARG:HB2 | 1:NA:268:LEU:HD11 1.91 0.53
1:QB:812:VAL:HG23 1:QB:812:VAL:O 2.09 0.53
1:RB:230:ARG:HB2 1:RB:268:LEU:HD11 1.90 0.53
1:TA:271:VAL:HG23 1:TA:271:VAL:O 2.08 0.53
1:VA:381:PRO:HA 1:VA:405: THR:HG22 1.91 0.53
1:VB:737:GLY:O 1:VB:741: VAL:HG23 2.08 0.53
1:W:381:PRO:HA 1:W:405: THR:HG22 1.91 0.53
1:WA:812:VAL:O 1:WA:812:VAL:HG23 2.08 0.53
1:XA:271:VAL:O 1:XA:271:VAL:HG23 2.08 0.53
1:ZB:812:VAL:HG23 1:ZB:812:VAL:O 2.09 0.53
1:AA:812:VAL:HG23 1:AA:812:VAL:O 2.09 0.53
1:B:381:PRO:HA 1:B:405: THR:HG22 1.90 0.53
1:E:812:VAL:HG23 1:E:812:VAL:O 2.09 0.53
1:F:812:VAL:O 1:F:812:VAL:HG23 2.08 0.53
1:FA:65:VAL:HG11 1:FA:100: TYR:HB2 1.91 0.53
1:GA:812:VAL:O 1:GA:812:VAL:HG23 2.09 0.53
1:GB:812:VAL:HG23 1:GB:812:VAL:O 2.09 0.53
1:H:271:VAL:HG23 1:H:271:VAL:O 2.08 0.53
1:HB:381:PRO:HA 1:HB:405: THR:HG22 1.91 0.53
1:1B:765:VAL:HG22 1:JB:759:LEU:HD21 1.91 0.53
1:JA:230:ARG:HB2 1:JA:268:LEU:HD11 1.91 0.53
1:JA:523:PHE:CD2 1:JA:568:VAL:HG23 2.44 0.53
1:LA:765:VAL:HG22 | 1:MA:759:LEU:HD21 1.91 0.53
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:MA:230:ARG:HB2 | 1:MA:268:LEU:HD11 1.91 0.53
1:MB:381:PRO:HA 1:MB:405: THR:HG22 1.90 0.53
1:N:529:ILE:HD12 1:N:583:VAL:HG11 1.90 0.53
1:Q:65:VAL:HG11 1:Q:100:TYR:HB2 1.89 0.53
1:QA:271:VAL:HG23 1:QA:271:VAL:O 2.08 0.53
1:QA:812:VAL:HG23 1:QA:812:VAL:O 2.09 0.53
1:R:381:PRO:HA 1:R:405: THR:HG22 1.91 0.53
1:S:271:VAL:HG23 1:S:271:VAL:O 2.08 0.53
1:SB:812:VAL:O 1:SB:812:VAL:HG23 2.09 0.53
1:T:168:1LE:HG22 1:T:215:LEU:CD2 2.36 0.53
1:T:381:PRO:HA 1:T:405:THR:HG22 1.91 0.53
1:TA:230:ARG:HB2 1:TA:268:LEU:HD11 1.90 0.53
1:TB:65:VAL:HG13 1:TB:103:GLU:OE2 2.07 0.53
1:VB:812:VAL:O 1:VB:812:VAL:HG23 2.09 0.53
1:X:271:VAL:HG23 1:X:271:VAL:O 2.08 0.53
1:A:271:VAL:HG23 1:A:271:VAL:O 2.08 0.53
1:A:381:PRO:HA 1:A:405: THR:HG22 1.91 0.53
1:AC:812:VAL:HG23 1:AC:812:VAL:O 2.09 0.53
1:CA:230:ARG:HB2 1:CA:268:LEU:HD11 1.91 0.53
1:DA:812:VAL:O 1:DA:812:VAL:HG23 2.09 0.53
1:E:381:PRO:HA 1:E:405:THR:HG22 1.90 0.53
1:FA:539:LEU:HD12 1:FA:540:GLN:H 1.74 0.53
1:HA:381:PRO:HA 1:HA:405:THR:HG22 1.91 0.53
1:KA:812:VAL:HG23 1:KA:812:VAL:O 2.09 0.53
1:L:271:VAL:HG23 1:L:271:VAL:O 2.08 0.53
1:LB:812:VAL:HG23 1:LB:812:VAL:O 2.09 0.53
1:NA:65:VAL:HG11 1:NA:100:TYR:HB2 1.91 0.53
1:NB:65:VAL:HG11 1:NB:100: TYR:HB2 1.91 0.53
1:NB:812:VAL:O 1:NB:812:VAL:HG23 2.09 0.53
1:Q:381:PRO:HA 1:Q:405:THR:HG22 1.91 0.53
1:S:381:PRO:HA 1:S:405: THR:HG22 1.91 0.53
1:SA:271:VAL:O 1:SA:271:VAL:HG23 2.07 0.53
1:UA:271:VAL:HG23 1:UA:271:VAL:O 2.08 0.53
1:X:812:VAL:HG23 1:X:812:VAL:O 2.09 0.53
1:7:230:ARG:HB2 1:7:268:LEU:HD11 1.90 0.53
1:AA:529:ILE:CD1 1:AA:583:VAL:HG11 2.38 0.53
1:BA:230:ARG:HB2 1:BA:268:LEU:HD11 1.91 0.53
1:EA:230:ARG:HB2 1:EA:268:LEU:HD11 1.91 0.53
1:FA:325:VAL:O 1:FA:325:VAL:HG13 2.09 0.53
1:FA:523:PHE:CD2 1:FA:568:VAL:HG23 2.44 0.53
1:G:381:PRO:HA 1:G:405: THR:HG22 1.90 0.53
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:HB:271:VAL:HG23 1:HB:271:VAL:O 2.08 0.53
1:1:271:VAL:HG23 1:1:271:VAL:O 2.08 0.53
1:TA:230:ARG:HB2 1:TA:268:LEU:HD11 1.91 0.53
1:LA:812:VAL:O 1:LA:812:VAL:HG23 2.09 0.53
1:M:230:ARG:HB2 1:M:268:LEU:HD11 1.90 0.53
1:0B:812:VAL:HG23 1:0B:812:VAL:O 2.09 0.53
1:P:271:VAL:HG23 1:P:271:VAL:O 2.08 0.53
1:P:812:VAL:HG23 1:P:812:VAL:O 2.09 0.53
1:PA:381:PRO:HA 1:PA:405:THR:HG22 1.91 0.53
1:PA:737:GLY:O 1:PA:741:VAL:HG23 2.09 0.53
1:PB:30:VAL:CG2 1:PB:50:MET:HE3 2.39 0.53
1:PB:812:VAL:HG23 1:PB:812:VAL:O 2.09 0.53
1:UB:812:VAL:HG23 1:UB:812:VAL:O 2.09 0.53
1:VA:65:VAL:HG11 1:VA:100: TYR:HB2 1.89 0.53
1:Y:381:PRO:HA 1:Y:405: THR:HG22 1.91 0.53
1:YB:271: VAL:HG23 1:YB:271:VAL:O 2.08 0.53
1:YB:516:LEU:O 1:YB:516:LEU:HD23 2.08 0.53
1:7:65:VAL:HG11 1:7:100: TYR:HB2 1.89 0.53
1:ZA:812:VAL:HG23 1:ZA:812:VAL:O 2.09 0.53
1:AA:271:VAL:HG23 1:AA:271:VAL:O 2.08 0.53
1:AB:271:VAL:HG23 1:AB:271:VAL:O 2.08 0.53
1:EA:812:VAL:HG23 1:EA:812:VAL:O 2.09 0.53
1:FA:381:PRO:HA 1:FA:405: THR:HG22 1.91 0.53
1:FB:398:VAL:HG11 1:FB:415: TRP:CE3 2.44 0.53
1:G:812:VAL:HG23 1:G:812:VAL:O 2.09 0.53
1:GA:381:PRO:HA 1:GA:405: THR:HG22 1.91 0.53
1:GB:381:PRO:HA 1:GB:405: THR:HG22 1.91 0.53
1:J:92.LEU:HD12 1:J:92:.LEU:N 2.24 0.53
1:J:381:PRO:HA 1:J:405:THR:HG22 1.90 0.53
1:JA:65:VAL:HG11 1:JA:100:TYR:HB2 1.91 0.53
1:M:271:VAL:O 1:M:271:VAL:HG23 2.08 0.53
1:N:812:VAL:HG23 1:N:812:VAL:O 2.09 0.53
1:0:381:PRO:HA 1:0:405: THR:HG22 1.91 0.53
1:0A:381:PRO:HA 1:0A:405:THR:HG22 1.91 0.53
1:0B:271:VAL:O 1:0B:271:VAL:HG23 2.08 0.53
1:Q:812:VAL:O 1:Q:812:VAL:HG23 2.09 0.53
1:QA:230:ARG:HB2 | 1:QA:268:LEU:HD11 1.90 0.53
1:SB:737:GLY:O 1:SB:741: VAL:HG23 2.09 0.53
1:V:381:PRO:HA 1:V:405:THR:HG22 1.91 0.53
1:V:812:VAL:HG23 1:V:812:VAL:O 2.09 0.53
1:WB:812:VAL:HG23 1:WB:812:VAL:O 2.09 0.53
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Atom-1 Atom-2 distance (A) overlap (A)
1:XA:381:PRO:HA 1:XA:405:THR:HG22 1.91 0.53
1:XB:230:ARG:HB2 1:XB:268:LEU:HD11 1.90 0.53
1:Y:230:ARG:HB2 1:Y:268:LEU:HD11 1.91 0.53
1:ZB:381:PRO:HA 1:7ZB:405: THR:HG22 1.91 0.53
1:BA:812:VAL:HG23 1:BA:812:VAL:O 2.09 0.53
1:CA:812:VAL:HG23 1:CA:812:VAL:O 2.09 0.53
1:F:65:VAL:HG11 1:F:100:TYR:HB2 1.90 0.53
1:J:812:VAL:HG23 1:J:812:VAL:O 2.09 0.53
1:0A:144:LEU:HD23 1:0A:144:LEU:N 2.24 0.53
1:PA:271:VAL:O 1:PA:271:VAL:HG23 2.08 0.53
1:Q:230:ARG:HB2 1:Q:268:LEU:HD11 1.90 0.53
1:QA:381:PRO:HA 1:QA:405: THR:HG22 1.91 0.53
1:RA:381:PRO:HA 1:RA:405:THR:HG22 1.91 0.53
1:S:812:VAL:HG23 1:S:812:VAL:O 2.09 0.53
1:T:765:VAL:HG22 1:V:759:LEU:HD21 1.91 0.53
1:TA:381:PRO:HA 1:TA:405: THR:HG22 1.91 0.53
1:VA:812:VAL:HG23 1:VA:812:VAL:O 2.09 0.53
1:Y:271:VAL:HG23 1:Y:271:VAL:O 2.08 0.53
1:AC:271:VAL:O 1:AC:271:VAL:HG23 2.08 0.52
1:B:271:VAL:O 1:B:271:VAL:HG23 2.08 0.52
1:C:812:VAL:HG23 1:C:812:VAL:O 2.09 0.52
1:CB:168:ILE:HG22 1:CB:215:LEU:CD2 2.36 0.52
1:EA:381:PRO:HA 1:EA:405:THR:HG22 1.91 0.52
1:FB:737:GLY:O 1:FB:741: VAL:HG23 2.10 0.52
1:K:812:VAL:HG23 1:K:812:VAL:O 2.09 0.52
1:KA:381:PRO:HA 1:KA:405: THR:HG22 1.91 0.52
1:KB:381:PRO:HA 1:KB:405: THR:HG22 1.91 0.52
1:SB:230:ARG:HB2 1:SB:268:LEU:HD11 1.91 0.52
1:TA:366:VAL:HG13 1:TA:366:VAL:O 2.09 0.52
1:ZA:325:VAL:HG13 1:ZA:325:VAL:O 2.09 0.52
1:A:230:ARG:HB2 1:A:268:LEU:HD11 1.92 0.52
1:A:812:VAL:O 1:A:812:VAL:HG23 2.09 0.52
1:CA:381:PRO:HA 1:CA:405:THR:HG22 1.91 0.52
1:CB:812:VAL:O 1:CB:812:VAL:HG23 2.09 0.52
1:H:529:ILE:CD1 1:H:583:VAL:HG11 2.39 0.52
1:1B:812:VAL:HG23 1:IB:812:VAL:O 2.09 0.52
1:JA:381:PRO:HA 1:JA:405: THR:HG22 1.91 0.52
1:JB:381:PRO:HA 1:JB:405: THR:HG22 1.91 0.52
1:K:575:ILE:HG23 1:K:603:VAL:HG22 1.90 0.52
1:KA:65:VAL:HG11 1:KA:100: TYR:HB2 1.91 0.52
1:KB:812:VAL:O 1:KB:812:VAL:HG23 2.09 0.52
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Atom-1 Atom-2 distance (A) overlap (A)
1:MA:812:VAL:HG23 1:MA:812:VAL:O 2.09 0.52
1:NA:381:PRO:HA 1:NA:405:THR:HG22 1.91 0.52
1:PA:812:VAL:HG23 1:PA:812:VAL:O 2.09 0.52
1:SA:812:VAL:HG23 1:SA:812:VAL:O 2.09 0.52
1:VB:230:ARG:HB2 1:VB:268:LEU:HD11 1.91 0.52
1:VB:398:VAL:HG11 1:VB:415: TRP:CE3 2.45 0.52
1:XB:812:VAL:HG23 1:XB:812:VAL:O 2.10 0.52
1:EA:529:1LE:HD12 1:EA:583:VAL:HG11 1.90 0.52
1:FA:812:VAL:HG23 1:FA:812:VAL:O 2.09 0.52
1:GB:65:VAL:HG11 1:GB:100: TYR:HB2 1.92 0.52
1:H:381:PRO:HA 1:H:405: THR:HG22 1.91 0.52
1:HB:737:GLY:O 1:HB:741:VAL:HG23 2.10 0.52
1:TA:575:ILE:HG23 1:TA:603:VAL:HG22 1.92 0.52
1:J:271:VAL:O 1:J:271:VAL:HG23 2.08 0.52
1:JB:812:VAL:HG23 1:JB:812:VAL:O 2.09 0.52
1:K:65:VAL:HG11 1:K:100: TYR:HB2 1.90 0.52
1:M:529:ILE:HD12 1:M:583:VAL:HG11 1.90 0.52
1:N:575:ILE:HG23 1:N:603:VAL:HG22 1.91 0.52
1:PB:529:ILE:CD1 1:PB:583:VAL:HG11 2.40 0.52
1:QB:381:PRO:HA 1:QB:405: THR:HG22 1.91 0.52
1:R:271:VAL:O 1:R:271:VAL:HG23 2.08 0.52
1:R:737:GLY:O 1:R:741:VAL:HG23 2.10 0.52
1:T:812:VAL:O 1:T:812:VAL:HG23 2.09 0.52
1:TB:523:PHE:CD2 1:TB:568:VAL:HG23 2.43 0.52
1:TB:812:VAL:HG23 1:TB:812:VAL:O 2.09 0.52
1:W:812:VAL:HG23 1:W:812:VAL:O 2.09 0.52
1:X:381:PRO:HA 1:X:405: THR:HG22 1.91 0.52
1:YA:523:PHE:CD2 1:YA:568:VAL:HG23 2.45 0.52
1:ZA:271:VAL:HG23 1:ZA:271:VAL:O 2.08 0.52
1:B:737:GLY:O 1:B:741:VAL:HG23 2.09 0.52
1:DB:812:VAL:HG23 1:DB:812:VAL:O 2.09 0.52
1:HB:325:VAL:HG13 1:HB:325:VAL:O 2.09 0.52
1:1:381:PRO:HA 1:1:405: THR:HG22 1.90 0.52
1:TA:765:VAL:HG22 1:JA:759:LEU:HD21 1.92 0.52
1:JA:812:VAL:HG23 1:JA:812:VAL:O 2.09 0.52
1:K:381:PRO:HA 1:K:405: THR:HG22 1.91 0.52
1:LA:65:VAL:HG11 1:LA:100: TYR:HB2 1.91 0.52
1:LB:30:VAL:HG21 1:LB:50:MET:HE3 1.90 0.52
1:MB:529:ILE:HD12 | 1:MB:583:VAL:HG11 1.91 0.52
1:NB:381:PRO:HA 1:NB:405: THR:HG22 1.91 0.52
1:0A:271:VAL:HG23 1:0A:271:VAL:O 2.08 0.52
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Atom-1 Atom-2 distance (A) overlap (A)
1:P:381:PRO:HA 1:P:405:THR:HG22 1.91 0.52
1:R:230:ARG:HB2 1:R:268:LEU:HD11 1.91 0.52
1:RA:812:VAL:HG23 1:RA:812:VAL:O 2.09 0.52
1:SB:523:PHE:CD2 1:SB:568:VAL:HG23 2.44 0.52
1:V:271:VAL:HG23 1:V:271:VAL:O 2.08 0.52
1:WA:65:VAL:HG11 1:WA:100: TYR:HB2 1.91 0.52
1:WB:381:PRO:HA | 1:WB:405: THR:HG22 1.91 0.52
1:7:271:VAL:HG23 1:7:271:VAL:O 2.08 0.52
1:7:325:VAL:O 1:7:325:VAL:HG13 2.09 0.52
1:ZA:230:ARG:HB2 1:ZA:268:LEU:HD11 1.92 0.52
1:ZB:65:VAL:HG11 1:ZB:100:- TYR:HB2 1.91 0.52
1:AB:48:MET:HA 1:AB:48:MET:HE3 1.91 0.52
1:B:575:1LE:HG23 1:B:603:VAL:HG22 1.91 0.52
1:CA:30:VAL:CG2 1:CA:50:MET:HE3 2.40 0.52
1:CB:144:LEU:HD12 1:CB:144:LEU:O 2.10 0.52
1:D:381:PRO:HA 1:D:405: THR:HG22 1.91 0.52
1:FB:168:ILE:HG22 1:FB:215:LEU:CD2 2.39 0.52
1:FB:539:LEU:HD11 1:FB:541:LEU:HD21 1.92 0.52
1:FB:812:VAL:O 1:FB:812:VAL:HG23 2.09 0.52
1:G:230:ARG:HB2 1:G:268:LEU:HD11 1.92 0.52
1:HB:65:VAL:HG11 1:HB:100: TYR:HB2 1.91 0.52
1:IB:381:PRO:HA 1:1B:405: THR:HG22 1.91 0.52
1:J:65:VAL:HG11 1:J:100: TYR:HB2 1.90 0.52
1:LA:516:LEU:O 1:LA:516:LEU:HD23 2.08 0.52
1:LB:65:VAL:HG11 1:LB:100: TYR:HB2 1.91 0.52
1:LB:230:ARG:HB2 1:LB:268:LEU:HD11 1.92 0.52
1:M:398:VAL:HG11 1:M:415: TRP:CE3 2.44 0.52
1:MA:390:VAL:HG23 1:MA:390:VAL:O 2.10 0.52
1:0:398:VAL:HG11 1:0:415:TRP:CE3 2.44 0.52
1:Q:302:VAL:HG11 1:Q:306:LYS:HZ2 1.74 0.52
1:R:65:VAL:HG11 1:R:100: TYR:HB2 1.90 0.52
1:SA:523:PHE:CD2 1:SA:568:VAL:HG23 2.45 0.52
1:V:529:ILE:HD12 1:V:583:VAL:HG11 1.91 0.52
1:VB:381:PRO:HA 1:VB:405: THR:HG22 1.91 0.52
1:WA:230:ARG:HB2 | 1:WA:268:LEU:HD11 1.91 0.52
1:WA:575:1LE:HG23 | 1:WA:603:VAL:HG22 1.91 0.52
1:YB:812: VAL:HG23 1:YB:812:VAL:O 2.09 0.52
1:7:30:VAL:HG22 1:7Z:50:-MET:HE2 1.92 0.52
1:7:529:1LE:HD12 1:7:583:VAL:HG11 1.92 0.52
1:AB:812:VAL:HG23 1:AB:812:VAL:O 2.09 0.52
1:BB:65:VAL:HG11 1:BB:100: TYR:HB2 1.92 0.52
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Atom-1 Atom-2 distance (A) overlap (A)

1:CA:765:VAL:HG22 | 1:DA:759:LEU:HD21 1.92 0.52
1:DA:65:VAL:HG11 1:DA:100: TYR:HB2 1.92 0.52
1:F:398:VAL:HG11 1:F:415: TRP:CE3 2.45 0.52
1:GB:271:VAL:O 1:GB:271:VAL:HG23 2.08 0.52
1:JA:398:VAL:HG11 1:JA:415: TRP:CE3 2.45 0.52
1:JB:529:ILE:HD12 1:JB:583:VAL:HG11 1.91 0.52
1:K:523:PHE:CD2 1:K:568:VAL:HG23 2.44 0.52
1:KB:390:VAL:HG23 1:KB:390:VAL:O 2.10 0.52
1:KB:737:GLY:O 1:KB:741:VAL:HG23 2.09 0.52
1:LB:381:PRO:HA 1:LB:405:THR:HG22 1.91 0.52
1:PA:523:PHE:CD2 1:PA:568:VAL:HG23 2.45 0.52
1:Q:271:VAL:HG23 1:Q:271:VAL:O 2.08 0.52
1:RB:65:VAL:HG11 1:RB:100: TYR:HB2 1.90 0.52
1:SB:65:VAL:HG11 1:SB:100: TYR:HB2 1.91 0.52
1:SB:381:PRO:HA 1:SB:405: THR:HG22 1.91 0.52
1:T:271:VAL:HG23 1:T:271:VAL:O 2.08 0.52
1:VB:765:VAL:HG22 | 1:WB:759:LEU:HD21 1.91 0.52
1:W:230:ARG:HB2 1:W:268:LEU:HD11 1.91 0.52
1:XB:381:PRO:HA 1:XB:405: THR:HG22 1.91 0.52
1:Y:398:VAL:HG11 1:Y:415: TRP:CE3 2.45 0.52
1:YA:812:VAL:HG23 1:YA:812:VAL:O 2.09 0.52
1:7:812:VAL:HG23 1:7:812:VAL:O 2.10 0.52
1:AB:398:VAL:HG11 1:AB:415:TRP:CE3 2.44 0.52
1:BB:812:VAL:HG23 1:BB:812:VAL:O 2.09 0.52
1:CA:529:ILE:CD1 1:CA:583:VAL:HG11 2.40 0.52
1:CB:65:VAL:HG11 1:CB:100: TYR:HB2 1.92 0.52
1:DB:17:HIS:HB3 1:DB:44:LEU:HD23 1.91 0.52
1:DB:65:VAL:HG11 1:DB:100: TYR:HB2 1.92 0.52
1:GA:65:VAL:HG11 1:GA:100: TYR:HB2 1.92 0.52
1:GA:230:ARG:HB2 1:GA:268:LEU:HD11 1.92 0.52
1:1:65:VAL:HG11 1:1:100: TYR:HB2 1.90 0.52
1:1:168:ILE:HG22 1:1:215:LEU:CD2 2.37 0.52
1:JB:575:ILE:HG23 1:JB:603:VAL:HG22 1.92 0.52
1:L:381:PRO:HA 1:L:405: THR:HG22 1.91 0.52
1:NB:230:ARG:HB2 1:NB:268:LEU:HD11 1.92 0.52
1:0A:765:VAL:HG22 | 1:PA:759:LEU:HD21 1.92 0.52
1:R:398:VAL:HG11 1:R:415:TRP:CE3 2.44 0.52
1:T:523:PHE:CD2 1:T:568:VAL:HG23 2.45 0.52
1:TB:381:PRO:HA 1:TB:405: THR:HG22 1.91 0.52
1:WB:65:VAL:HG11 1:WB:100: TYR:HB2 1.90 0.52
1:XB:271:VAL:HG23 1:XB:271:VAL:O 2.08 0.52
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Atom-1 Atom-2 distance (A) overlap (A)
1:YA:398:VAL:HG11 1:YA:415:TRP:CE3 2.45 0.52
1:YB:48: MET:HA 1:YB:48:-MET:HE3 1.91 0.52
1:YB:230:ARG:HB2 1:YB:268:LEU:HD11 1.91 0.52
1:ZA:65:VAL:HG11 1:ZA:100: TYR:HB2 1.92 0.52
1:ZB:390:VAL:HG23 1:ZB:390:VAL:O 2.10 0.52
1:C:523:PHE:CD2 1:C:568:VAL:HG23 2.44 0.52
1:G:529:ILE:HD12 1:G:583:VAL:HG11 1.92 0.52
1:GB:30:VAL:HG21 1:GB:50:MET:HE3 1.91 0.52
1:H:497:VAL:HG13 1:H:497:VAL:O 2.10 0.52
1:HA:812:VAL:HG23 1:HA:812:VAL:O 2.09 0.52
1:HB:812:VAL:HG23 1:HB:812:VAL:O 2.09 0.52
1:1:230:ARG:HB2 1:1:268:LEU:HD11 1.92 0.52
1:I:529:ILE:HD12 1:1:583:VAL:HG11 1.92 0.52
1:TA:529:ILE:HD12 1:TA:583:VAL:HG11 1.91 0.52
1:NA:523:PHE:CD2 1:NA:568:VAL:HG23 2.45 0.52
1:P:523:PHE:CD2 1:P:568:VAL:HG23 2.45 0.52
1:PA:230:ARG:HB2 1:PA:268:LEU:HD11 1.91 0.52
1:QB:65:VAL:HG11 1:QB:100: TYR:HB2 1.91 0.52
1:R:539:LEU:HD12 1:R:540:GLN:N 2.25 0.52
1:RB:381:PRO:HA 1:RB:405: THR:HG22 1.91 0.52
1:RB:812:VAL:HG23 1:RB:812:VAL:O 2.09 0.52
1:TB:325:VAL:HG13 1:TB:325:VAL:O 2.10 0.52
1:VB:529:ILE:HD12 1:VB:583:VAL:HG11 1.91 0.52
1:Y:65:VAL:HG11 1:Y:100: TYR:HB2 1.91 0.52
1:C:381:PRO:HA 1:C:405:THR:HG22 1.91 0.52
1:E:765:VAL:HG22 1:F:759:LEU:HD21 1.92 0.52
1:H:390:VAL:HG23 1:H:390:VAL:O 2.10 0.52
1:H:812:VAL:HG23 1:H:812:VAL:O 2.09 0.52
1:TA:398:VAL:HG11 1:TA:415: TRP:CE3 2.45 0.52
1:J:230:ARG:HB2 1:J:268:LEU:HD11 1.92 0.52
1:M:812:VAL:HG23 1:M:812:VAL:O 2.09 0.52
1:TB:230:ARG:HB2 1:TB:268:LEU:HD11 1.91 0.52
1:UA:812:VAL:HG23 1:UA:812:VAL:O 2.09 0.52
1:VA:390:VAL:HG23 1:VA:390:VAL:O 2.10 0.52
1:WB:230:ARG:HB2 | 1:WB:268:LEU:HD11 1.91 0.52
1:WB:398:VAL:HG11 | 1:WB:415:TRP:CE3 2.45 0.52
1:Y:812:VAL:O 1:Y:812:VAL:HG23 2.09 0.52
1:AA:230:ARG:HB2 1:AA:268:LEU:HD11 1.92 0.52
1:BA:144:LEU:O 1:BA:144:LEU:HD12 2.10 0.52
1:DB:497:VAL:HG13 1:DB:497:VAL:O 2.10 0.52
1:F:516:LEU:O 1:F:516:LEU:HD23 2.10 0.52
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Atom-1 Atom-2 distance (A) overlap (A)
1:HB:523:PHE:CD2 1:HB:568:VAL:HG23 2.45 0.52
1:JB:497:VAL:HG13 1:JB:497:VAL:O 2.10 0.52
1:K:398:VAL:HG11 1:K:415:TRP:CE3 2.45 0.52
1:MB:390:VAL:HG23 1:MB:390:VAL:O 2.10 0.52
1:N:65:VAL:HG11 1:N:100: TYR:HB2 1.91 0.52
1:0A:398:VAL:HG11 1:0A:415:TRP:CE3 2.45 0.52
1:QA:52:THR:O 1:QA:109:ILE:HD11 2.09 0.52
1:RB:390:VAL:HG23 1:RB:390:VAL:O 2.10 0.52
1:SA:765:VAL:HG22 1:TA:759:LEU:HD21 1.92 0.52
1:TA:398:VAL:HG11 1:TA:415:TRP:CE3 2.45 0.52
1:TA:516:LEU:O 1:TA:516:LEU:HD23 2.10 0.52
1:V:65:VAL:HG11 1:V:100: TYR:HB2 1.91 0.52
1:W:529:ILE:HD12 1:W:583:VAL:HG11 1.92 0.52
1:WB:497:VAL:HG13 1:WB:497:VAL:O 2.10 0.52
1:XA:230:ARG:HB2 | 1:XA:268:LEU:HD11 1.92 0.52
1:ZB:230:ARG:HB2 1:7ZB:268:LEU:HD11 1.91 0.52
1:AB:765:VAL:HG22 | 1:BB:759:LEU:HD21 1.92 0.51
1:CA:575:ILE:HG23 1:CA:603:VAL:HG22 1.92 0.51
1:D:398:VAL:HG11 1:D:415:TRP:CE3 2.45 0.51
1:DB:575:ILE:HG23 1:DB:603:VAL:HG22 1.92 0.51
1:FA:30:VAL:HG21 1:FA:50:MET:HE3 1.92 0.51
1:1:398:VAL:HG11 1:1:415:TRP:CE3 2.45 0.51
1:1B:398:VAL:HG11 1:1B:415:TRP:CE3 2.45 0.51
1:L:65:VAL:HG11 1:L:100: TYR:HB2 1.91 0.51
1:MB:812:VAL:HG23 1:MB:812:VAL:O 2.09 0.51
1:P:390: VAL:HG23 1:P:390:VAL:O 2.10 0.51
1:PB:381:PRO:HA 1:PB:405: THR:HG22 1.91 0.51
1:S:230:ARG:HB2 1:S:268:LEU:HD11 1.91 0.51
1:TB:65:VAL:HG11 1:TB:100: TYR:HB2 1.92 0.51
1:UB:381:PRO:HA 1:UB:405: THR:HG22 1.91 0.51
1:VA:529:ILE:HD12 1:VA:583:VAL:HG11 1.92 0.51
1:X:390: VAL:HG23 1:X:390:VAL:O 2.10 0.51
1:7:30:VAL:CG2 1:Z:50:-MET:HE2 2.41 0.51
1:BB:575:.1LE:HG23 1:BB:603:VAL:HG22 1.91 0.51
1:CB:575:ILE:HG23 1:CB:603:VAL:HG22 1.92 0.51
1:EA:390:VAL:HG23 1:EA:390:VAL:O 2.10 0.51
1:FB:497:VAL:O 1:FB:497:VAL:HG13 2.10 0.51
1:L:390:VAL:O 1:1:390:VAL:HG23 2.10 0.51
1:MB:325:VAL:O 1:MB:325:VAL:HG13 2.09 0.51
1:PB:575:ILE:HG23 1:PB:603:VAL:HG22 1.92 0.51
1:SB:325:VAL:HG13 1:SB:325:VAL:O 2.09 0.51
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Atom-1 Atom-2 distance (A) overlap (A)
1:WB:271:VAL:O 1:WB:271:VAL:HG23 2.08 0.51
1:X:398:VAL:HG11 1:X:415: TRP:CE3 2.45 0.51
1:YB:144:LEU:O 1:YB:144:LEU:HD12 2.10 0.51
1:ZA:398:VAL:HG11 1:ZA:415: TRP:CE3 2.46 0.51
1:ZA:523:PHE:CD2 1:ZA:568:VAL:HG23 2.46 0.51
1:B:398:VAL:HG11 1:B:415:TRP:CE3 2.46 0.51
1:BB:230:ARG:HB2 1:BB:268:LEU:HD11 1.92 0.51
1:CA:144:LEU:HD12 1:CA:144:LEU:O 2.10 0.51
1:F:381:PRO:HA 1:F:405:THR:HG22 1.92 0.51
1:F:529:.1LE:HD12 1:F:583:VAL:HG11 1.92 0.51
1:HA:325:VAL:O 1:HA:325:VAL:HG13 2.10 0.51
1:JA:144:LEU:O 1:JA:144:LEU:HD12 2.10 0.51
1:MB:575:1ILE:HG23 | 1:MB:603:VAL:HG22 1.91 0.51
1:0B:778:GLU:HA 1:0B:781:VAL:HG22 1.92 0.51
1:PA:575:1LE:HG23 1:PA:603:VAL:HG22 1.91 0.51
1:PB:17:HIS:CB 1:PB:44:.LEU:HD23 2.40 0.51
1:QA:523:PHE:CD2 | 1:QA:568:VAL:HG23 2.44 0.51
1:RA:398:VAL:HG11 1:RA:415:TRP:CE3 2.45 0.51
1:TA:325:VAL:HG13 1:TA:325:VAL:O 2.09 0.51
1:UA:230:ARG:HB2 | 1:UA:268:LEU:HD11 1.92 0.51
1:W:575:ILE:HG23 1:W:603:VAL:HG22 1.91 0.51
1:-WA:529:ILE:HD12 | 1:WA:583:VAL:HG11 1.92 0.51
1:YB:539:LEU:HD21 | 1:YB:541:LEU:HD21 1.92 0.51
1:A:765:VAL:HG22 1:B:759:LEU:HD21 1.91 0.51
1:AC:398:VAL:HG11 1:AC:415:TRP:CE3 2.46 0.51
1:AC:523:PHE:CD2 1:AC:568:VAL:HG23 2.45 0.51
1:JA:497:-VAL:HG13 1:JA:497:VAL:O 2.11 0.51
1:L:230:ARG:HB2 1:L:268:LEU:HD11 1.92 0.51
1:L:737:GLY:O 1:L:741:VAL:HG23 2.11 0.51
1:LB:390:VAL:HG23 1:LB:390:VAL:O 2.11 0.51
1:LB:398:VAL:HG11 1:LB:415:TRP:CE3 2.45 0.51
1:NA:398:VAL:HG11 1:NA:415:TRP:CE3 2.46 0.51
1:NB:529:ILE:HD12 1:NB:583:VAL:HG11 1.92 0.51
1:P:575:ILE:HG23 1:P:603:VAL:HG22 1.92 0.51
1:PA:65:VAL:HG12 1:PA:83:LEU:CD2 2.40 0.51
1:QB:398:VAL:HG11 1:QB:415:TRP:CE3 2.45 0.51
1:T:325:VAL:HG13 1:T:325:VAL:O 2.11 0.51
1:VA:398:VAL:HG11 1:VA:415:TRP:CE3 2.46 0.51
1:W:325:VAL:HG13 1:W:325:VAL:O 2.09 0.51
1:WA:398:VAL:HG11 | 1:WA:415:TRP:CE3 2.45 0.51
1:XA:325:VAL:O 1:XA:325:VAL:HG13 2.11 0.51
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Atom-1 Atom-2 distance (A) overlap (A)

1:YA:230:ARG:HB2 1:YA:268:LEU:HD11 1.93 0.51
1:ZA:737:GLY:O 1:ZA:741:VAL:HG23 2.11 0.51
1:7ZB:398:VAL:HG11 1:ZB:415:TRP:CE3 2.46 0.51
1:A:575:1ILE:HG23 1:A:603:VAL:HG22 1.92 0.51
1:AC:144:LEU:HD12 1:AC:144:LEU:O 2.10 0.51
1:BB:398:VAL:HG11 1:BB:415:TRP:CE3 2.46 0.51
1:CA:737:GLY:O 1:CA:741:VAL:HG23 2.11 0.51
1:CB:325:VAL:HG13 1:CB:325:VAL:O 2.10 0.51
1:DB:523:PHE:CD2 1:DB:568:VAL:HG23 2.46 0.51
1:FB:523:PHE:CD?2 1:FB:568:VAL:HG23 2.46 0.51
1:H:398:VAL:HG11 1:H:415: TRP:CE3 2.45 0.51
1:HA:765:VAL:HG22 1:IA:759:LEU:HD21 1.93 0.51
1:JB:325:VAL:O 1:JB:325:VAL:HG13 2.09 0.51
1:M:144:LEU:HD12 1:M:144:LEU:O 2.10 0.51
1:M:575:ILE:HG23 1:M:603:VAL:HG22 1.92 0.51
1:M:765:VAL:HG22 1:N:759:LEU:HD21 1.93 0.51
1:MB:765:VAL:HG22 | 1:NB:759:LEU:HD21 1.93 0.51
1:PA:325:VAL:O 1:PA:325:VAL:HG13 2.09 0.51
1:PB:737:GLY:O 1:PB:741:VAL:HG23 2.11 0.51
1:QA:325:VAL:HG13 1:QA:325:VAL:O 2.11 0.51
1:QA:737:GLY:O 1:QA:741:VAL:HG23 2.10 0.51
1:R:575:1LE:HG23 1:R:603:VAL:HG22 1.92 0.51
1:R:765:VAL:HG22 1:S:759:LEU:HD21 1.91 0.51
1:RA:65:VAL:HG11 1:RA:100: TYR:HB2 1.91 0.51
1:RA:271:VAL:HG23 1:RA:271:VAL:O 2.08 0.51
1:TB:17:HIS:HB3 1:TB:44:LEU:HD23 1.92 0.51
1:UB:529:ILE:CD1 1:UB:583:VAL:HG11 2.41 0.51
1:V:325:VAL:HG13 1:V:325:VAL:O 2.11 0.51
1:VA:144:LEU:HD12 1:VA:144:LEU:O 2.11 0.51
1:AB:538:GLN:HB2 1:AB:646: VAL:HG22 1.93 0.51
1:AC:30:VAL:HG21 1:AC:50:-MET:HE3 1.92 0.51
1:AC:65:VAL:HG11 1:AC:100: TYR:HB2 1.91 0.51
1:AC:325:VAL:O 1:AC:325:VAL:HG13 2.11 0.51
1:BB:17:HIS:HB3 1:BB:44:LEU:HD23 1.93 0.51
1:C:390:VAL:HG23 1:C:390:VAL:O 2.11 0.51
1:CA:523:PHE:CD2 1:CA:568:VAL:HG23 2.46 0.51
1:DA:230:ARG:HB2 1:DA:268:LEU:HD11 1.93 0.51
1:DA:398:VAL:HG11 1:DA:415:TRP:CE3 2.46 0.51
1:EA:523:PHE:CD2 1:EA:568:VAL:HG23 2.46 0.51
1:FB:529:ILE:HD12 1:FB:583:VAL:HG11 1.92 0.51
1:GB:325:VAL:O 1:GB:325:VAL:HG13 2.09 0.51
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Atom-1 Atom-2 distance (A) overlap (A)
1:GB:398:VAL:HG11 1:GB:415:TRP:CE3 2.46 0.51
1:HA:529:ILE:CD1 1:HA:583:VAL:HG11 2.41 0.51
1:1B:230:ARG:HB2 1:I1B:268:LEU:HD11 1.93 0.51
1:JB:398:VAL:HG11 1:JB:415:TRP:CE3 2.46 0.51
1:KB:65:VAL:HG11 1:KB:100: TYR:HB2 1.93 0.51
1:L:523:PHE:CD2 1:L:568:VAL:HG23 2.46 0.51
1:MA:398:VAL:HG11 | 1:MA:415:TRP:CE3 2.46 0.51
1:MA:765:VAL:HG22 | 1:NA:759:LEU:HD21 1.93 0.51
1:P:230:ARG:HB2 1:P:268:LEU:HD11 1.91 0.51
1:P:497:VAL:HG13 1:P:497:VAL:O 2.10 0.51
1:P:765:VAL:HG22 1:Q:759:LEU:HD21 1.93 0.51
1:QB:230:ARG:HB2 1:QB:268:LEU:HD11 1.92 0.51
1:R:48:MET:HE2 1:R:48:MET:HA 1.92 0.51
1:SB:390: VAL:HG23 1:SB:390:VAL:O 2.11 0.51
1:TA:529:ILE:HD12 1:TA:583:VAL:HG11 1.92 0.51
1:TB:390:VAL:HG23 1:TB:390:VAL:O 2.11 0.51
1:UA:529:ILE:HD12 1:UA:583:VAL:HG11 1.92 0.51
1:UB:765:VAL:HG22 | 1:VB:759:LEU:HD21 1.92 0.51
1:V:398:VAL:HG11 1:V:415: TRP:CE3 2.45 0.51
1:XB:65:VAL:HG11 1:XB:100: TYR:HB2 1.92 0.51
1:Y:390: VAL:HG23 1:Y:390:VAL:O 2.10 0.51
1:CA:398:VAL:HG11 1:CA:415:TRP:CE3 2.46 0.51
1:F:390:VAL:HG23 1:F:390:VAL:O 2.11 0.51
1:GA:398:VAL:HG11 1:GA:415: TRP:CE3 2.46 0.51
1:H:144:.LEU:HD12 1:H:144:LEU:O 2.10 0.51
1:H:230:ARG:HB2 1:H:268:LEU:HD11 1.93 0.51
1:I:52:THR:O 1:1:109:ILE:HD11 2.10 0.51
1:KB:398:VAL:HG11 1:KB:415:TRP:CE3 2.45 0.51
1:0A:65:VAL:HG11 1:0A:100:TYR:HB2 1.92 0.51
1:0A:230:ARG:HB2 1:0A:268:LEU:HD11 1.91 0.51
1:PA:398:VAL:HG11 1:PA:415: TRP:CE3 2.46 0.51
1:SB:529:ILE:HD12 1:SB:583:VAL:HG11 1.92 0.51
1:WB:538:GLN:HB2 | 1:WB:646:VAL:HG22 1.92 0.51
1:YB:398:VAL:HG11 1:YB:415: TRP:CE3 2.46 0.51
1:7:52: THR:O 1:Z:109:1LE:HD11 2.11 0.51
1:A:398:VAL:HG11 1:A:415: TRP:CE3 2.45 0.51
1:BA:778:GLU:HA 1:BA:781:VAL:HG22 1.92 0.51
1:C:737:GLY:O 1:C:741:VAL:HG23 2.10 0.51
1:EA:325:VAL:O 1:EA:325:VAL:HG13 2.11 0.51
1:G:52:THR:O 1:G:109:ILE:HD11 2.10 0.51
1:GA:529:ILE:CD1 1:GA:583:VAL:HG21 2.41 0.51
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Atom-1 Atom-2 distance (A) overlap (A)
1:HA:144:LEU:HD12 1:HA:144:LEU:O 2.11 0.51
1:TA:65:VAL:HG11 1:TA:100: TYR:HB2 1.93 0.51
1:KB:230:ARG:HB2 1:KB:268:LEU:HD11 1.93 0.51
1:LB:529:ILE:HD12 1:LB:583:VAL:HG11 1.93 0.51
1:0A:325:VAL:HG13 1:0A:325:VAL:O 2.11 0.51
1:PB:144:LEU:HD12 1:PB:144:LEU:O 2.10 0.51
1:RB:523:PHE:CD2 1:RB:568:VAL:HG23 2.46 0.51
1:S:65:VAL:HG11 1:S:100: TYR:HB2 1.91 0.51
1:TB:398:VAL:HG11 1:TB:415: TRP:CE3 2.46 0.51
1:UB:516:LEU:HD23 1:UB:516:LEU:O 2.11 0.51
1:V:92.LEU:N 1:V:92:LEU:HD12 2.26 0.51
1:VA:325:VAL:O 1:VA:325:VAL:HG13 2.11 0.51
1:W:497:VAL:HG13 1:W:497:VAL:O 2.10 0.51
1:WB:144:LEU:HD12 1:WB:144:LEU:O 2.10 0.51
1:X:737:GLY:O 1:X:741:VAL:HG23 2.11 0.51
1:AA:529:ILE:HD12 1:AA:583:VAL:HG11 1.93 0.51
1:BA:325:VAL:HG13 1:BA:325:VAL:O 2.11 0.51
1:BA:575:ILE:HG23 1:BA:603: VAL:HG22 1.93 0.51
1:CA:390:VAL:HG23 1:CA:390:VAL:O 2.10 0.51
1:DA:575:ILE:HG23 1:DA:603:VAL:HG22 1.92 0.51
1:FA:529:ILE:HD12 1:FA:583:VAL:HG11 1.92 0.51
1:HB:575:ILE:HG23 1:HB:603:VAL:HG22 1.93 0.51
1:I:575:ILE:HG23 1:1:603: VAL:HG22 1.91 0.51
1:LA:325:VAL:HG13 1:LA:325:VAL:O 2.11 0.51
1:LB:575:ILE:HG23 1:LB:603:VAL:HG22 1.91 0.51
1:NA:144:LEU:HD12 1:NA:144:LEU:O 2.10 0.51
1:NA:575:ILE:HG23 1:NA:603:VAL:HG22 1.93 0.51
1:0:575:ILE:HG23 1:0:603:VAL:HG22 1.92 0.51
1:P:65:VAL:HG11 1:P:100: TYR:HB2 1.92 0.51
1:PB:325:VAL:HG13 1:PB:325:VAL:O 2.10 0.51
1:PB:523:PHE:CD2 1:PB:568:VAL:HG23 2.46 0.51
1:R:523:PHE:CD2 1:R:568:VAL:HG23 2.46 0.51
1:RA:325:VAL:HG13 1:RA:325:VAL:O 2.11 0.51
1:UA:48:MET:HA 1:UA:48:MET:HE3 1.93 0.51
1:UA:325:VAL:HG13 1:UA:325:VAL:O 2.11 0.51
1:UA:765:VAL:HG22 | 1:VA:759:LEU:HD21 1.93 0.51
1:VA:497:VAL:O 1:VA:497:VAL:HG13 2.10 0.51
1:VB:575:ILE:HG23 1:VB:603: VAL:HG22 1.91 0.51
1:ZA:539:LEU:HD23 1:ZA:540:GLN:N 2.26 0.51
1:B:325:VAL:O 1:B:325:VAL:HG13 2.11 0.51
1:F:325:VAL:HG13 1:F:325:VAL:O 2.10 0.51
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Atom-1 Atom-2 distance (A) overlap (A)
1:G:390:VAL:HG23 1:G:390:VAL:O 2.11 0.51
1:G:398:VAL:HG11 1:G:415:TRP:CE3 2.46 0.51
1:H:17:HIS:CB 1:H:44:LEU:HD23 2.41 0.51
1:HA:52:THR:O 1:HA:109:ILE:HD11 2.10 0.51
1:1:398:VAL:HG11 1:L:415:TRP:CE3 2.46 0.51
1:N:390:VAL:HG23 1:N:390:VAL:O 2.12 0.51
1:N:398:VAL:HG11 1:N:415: TRP:CE3 2.46 0.51
1:QB:390:VAL:O 1:QB:390:VAL:HG23 2.11 0.51
1:R:529:1LE:HD12 1:R:583:VAL:HG11 1.92 0.51
1:WB:529:ILE:HD12 | 1:WB:583:VAL:HG11 1.93 0.51
1:X:144:LEU:HD12 1:X:144:LEU:O 2.11 0.51
1:AA:92:LEU:N 1:AA:92:LEU:HD12 2.25 0.50
1:AC:765:VAL:HG22 | 1:0A:759:LEU:HD21 1.93 0.50
1:C:398:VAL:HG11 1:C:415:TRP:CE3 2.46 0.50
1:D:529:1LE:HD12 1:D:583:VAL:HG11 1.92 0.50
1:E:575:ILE:HG23 1:E:603:VAL:HG22 1.93 0.50
1:FA:765:VAL:HG22 | 1:GA:759:LEU:HD21 1.94 0.50
1:J:398:VAL:HG11 1:J:415:TRP:CE3 2.47 0.50
1:1L:539:LEU:HD23 1:L:540:GLN:N 2.26 0.50
1:M:325:VAL:O 1:M:325:VAL:HG13 2.11 0.50
1:MA:334:LEU:HD12 | 1:MA:357:TRP:NE1 2.27 0.50
1:MB:497:VAL:O 1:MB:497:VAL:HG13 2.10 0.50
1:0B:529:ILE:HD12 1:0B:583:VAL:HG11 1.94 0.50
1:PA:65:VAL:HG11 1:PA:100:TYR:HB2 1.92 0.50
1:PB:398:VAL:HG11 1:PB:415:TRP:CE3 2.46 0.50
1:QA:398:VAL:HG11 | 1:QA:415:TRP:CE3 2.46 0.50
1:QB:497:VAL:HG13 1:QB:497:VAL:O 2.12 0.50
1:RA:497:-VAL:HG13 1:RA:497:VAL:O 2.11 0.50
1:RB:398:VAL:HG11 1:RB:415:TRP:CE3 2.46 0.50
1:SB:497:VAL:O 1:SB:497:VAL:HG13 2.10 0.50
1:SB:765:VAL:HG22 1:TB:759:LEU:HD21 1.93 0.50
1:UB:92:LEU:HD12 1:UB:92:LEU:N 2.26 0.50
1:UB:758:GLU:O 1:UB:762:VAL:HG22 2.11 0.50
1:W:398:VAL:HG11 1:W:415: TRP:CE3 2.46 0.50
1:YA:737:GLY:O 1:YA:741:VAL:HG23 2.11 0.50
1:7:334:LEU:HD12 1:72:357:TRP:NE1 2.26 0.50
1:A:325:VAL:HG13 1:A:325:VAL:O 2.11 0.50
1:AA:759:LEU:HD21 1:7:765:VAL:HG22 1.92 0.50
1:B:65:VAL:HG11 1:B:100: TYR:HB2 1.93 0.50
1:BA:398:VAL:HG11 1:BA:415:TRP:CE3 2.46 0.50
1:CA:497:VAL:HG13 1:CA:497:VAL:O 2.11 0.50
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:DA:52:THR:O 1:DA:109:ILE:HD11 2.11 0.50
1:DB:390:VAL:HG23 1:DB:390:VAL:O 2.11 0.50
1:E:65:VAL:HG11 1:E:100: TYR:HB2 1.93 0.50
1:E:390:VAL:HG23 1:E:390:VAL:O 2.11 0.50
1:F:765:VAL:HG22 1:G:759:LEU:HD21 1.93 0.50
1:FA:497:VAL:O 1:FA:497:-VAL:HG13 2.11 0.50
1:G:765:VAL:HG22 1:H:759:LEU:HD21 1.93 0.50
1:H:325:VAL:O 1:H:325:VAL:HG13 2.11 0.50
1:1B:325:VAL:HG13 1:1B:325:VAL:O 2.11 0.50
1:JB:390:VAL:HG23 1:JB:390:VAL:O 2.11 0.50
1:K:230:ARG:HB2 1:K:268:LEU:HD11 1.93 0.50
1:KA:390:VAL:HG23 1:KA:390:VAL:O 2.11 0.50
1:KA:778:GLU:HA 1:KA:781:VAL:HG22 1.93 0.50
1:MB:52: THR:O 1:MB:109:ILE:HD11 2.12 0.50
1:N:497:VAL:O 1:N:497:-VAL:HG13 2.11 0.50
1:0:325:VAL:HG13 1:0:325:VAL:O 2.10 0.50
1:0:778:GLU:HA 1:0:781:VAL:HG22 1.93 0.50
1:0:812:VAL:HG23 1:0:812:VAL:O 2.09 0.50
1:T:65:VAL:HG11 1:T:100:TYR:HB2 1.91 0.50
1:T:398:VAL:HG11 1:T:415:TRP:CE3 2.46 0.50
1:A:65:VAL:HG11 1:A:100: TYR:HB2 1.93 0.50
1:AB:325:VAL:HG13 1:AB:325:VAL:O 2.11 0.50
1:AB:334:LEU:HD12 1:AB:357:TRP:NE1 2.27 0.50
1:BA:52:THR:O 1:BA:109:ILE:HD11 2.11 0.50
1:D:390:VAL:O 1:D:390:VAL:HG23 2.11 0.50
1:D:497:-VAL:HG13 1:D:497:VAL:O 2.12 0.50
1:EB:398:VAL:HG11 1:EB:415:TRP:CE3 2.46 0.50
1:FB:390:VAL:O 1:FB:390: VAL:HG23 2.11 0.50
1:FB:575:1ILE:HG23 1:FB:603: VAL:HG22 1.92 0.50
1:HA:65:VAL:HG11 1:HA:100: TYR:HB2 1.93 0.50
1:KB:144:LEU:HD12 1:KB:144:LEU:O 2.11 0.50
1:LA:144:LEU:HD12 1:LA:144:LEU:O 2.11 0.50
1:LA:398:VAL:HG11 1:LA:415:TRP:CE3 2.45 0.50
1:0B:52:THR:O 1:0B:109:ILE:HD11 2.12 0.50
1:0B:144:LEU:HD12 1:0B:144:LEU:O 2.10 0.50
1:PA:144:LEU:HD12 1:PA:144:LEU:O 2.11 0.50
1:SA:398:VAL:HG11 1:SA:415:TRP:CE3 2.46 0.50
1:XB:390: VAL:HG23 1:XB:390:VAL:O 2.11 0.50
1:7ZB:144:LEU:HD12 1:7ZB:144:.LEU:O 2.11 0.50
1:AA:260:VAL:O 1:AA:260:VAL:HG13 2.12 0.50
1:AC:48:MET:HA 1:AC:48:MET:HE3 1.93 0.50

Continued on next page...




Page 86

Full wwPDB EM Validation Report

EMD-53415, 9QW9

Continued from previous page...
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Atom-1 Atom-2 distance (A) overlap (A)
1:AC:759:LEU:HD21 | 1:ZB:765:VAL:HG22 1.93 0.50
1:CA:325:VAL:O 1:CA:325:VAL:HG13 2.12 0.50
1:E:398:VAL:HG11 1:E:415:TRP:CE3 2.47 0.50
1:I1B:17:HIS:HB3 1:1B:44:.LEU:HD23 1.94 0.50
1:J:497:VAL:HG13 1:J:497:VAL:O 2.12 0.50
1:JA:529:ILE:HD12 1:JA:583:VAL:HG11 1.93 0.50
1:LB:144:LEU:HD12 1:LB:163:ILE:HD11 1.93 0.50
1:NA:390:VAL:HG23 1:NA:390:VAL:O 2.12 0.50
1:NB:390:VAL:O 1:NB:390: VAL:HG23 2.11 0.50
1:0A:260:VAL:HG13 1:0A:260:VAL:O 2.12 0.50
1:0B:398:VAL:HG11 1:0B:415:TRP:CE3 2.46 0.50
1:0B:575:ILE:HG23 1:0B:603:VAL:HG22 1.93 0.50
1:PB:390:VAL:HG23 1:PB:390:VAL:O 2.10 0.50
1:PB:765:VAL:HG22 | 1:QB:759:LEU:HD21 1.94 0.50
1:Q:325:VAL:HG13 1:Q:325:VAL:O 2.12 0.50
1:RA:529:ILE:HD12 1:RA:583:VAL:HG11 1.92 0.50
1:S:398:VAL:HG11 1:S:415: TRP:CE3 2.46 0.50
1:SA:65:VAL:HG11 1:SA:100: TYR:HB2 1.91 0.50
1:TB:529:1ILE:HD12 1:TB:583:VAL:HG11 1.93 0.50
1:UA:398:VAL:HG11 1:UA:415:TRP:CE3 2.47 0.50
1:W:390:VAL:O 1:W:390:VAL:HG23 2.11 0.50
1:XB:325:VAL:O 1:XB:325:VAL:HG13 2.12 0.50
1:Y:325:VAL:HG13 1:Y:325:VAL:O 2.12 0.50
1:YA:575:1ILE:HG23 1:YA:603:VAL:HG22 1.92 0.50
1:AB:52:THR:O 1:AB:109:ILE:HD11 2.12 0.50
1:AC:390:VAL:HG23 1:AC:390:VAL:O 2.12 0.50
1:DA:497:VAL:O 1:DA:497:VAL:HG13 2.12 0.50
1:EB:325:VAL:O 1:EB:325:VAL:HG13 2.12 0.50
1:EB:497:VAL:O 1:EB:497:-VAL:HG13 2.12 0.50
1:0A:575:1LE:HG23 1:0A:603:VAL:HG22 1.92 0.50
1:0B:325:VAL:O 1:0B:325:VAL:HG13 2.11 0.50
1:QA:497:VAL:O 1:QA:497:-VAL:HG13 2.11 0.50
1:QB:325:VAL:HG13 1:QB:325:VAL:O 2.11 0.50
1:R:260:VAL:HG13 1:R:260:VAL:O 2.12 0.50
1:R:325:VAL:O 1:R:325:VAL:HG13 2.11 0.50
1:RA:144:LEU:O 1:RA:144:LEU:HD12 2.12 0.50
1:RA:523:PHE:CD2 1:RA:568:VAL:HG23 2.47 0.50
1:RB:325:VAL:O 1:RB:325:VAL:HG13 2.11 0.50
1:S:325:VAL:O 1:S:325:VAL:HG13 2.11 0.50
1:VA:230:ARG:HB2 1:VA:268:LEU:HD11 1.93 0.50
1:W:737:GLY:O 1:W:741:VAL:HG23 2.11 0.50
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Atom-1 Atom-2 distance (A) overlap (A)
1:7:390:VAL:HG23 1:7:390:VAL:O 2.10 0.50
1:B:144:LEU:HD12 1:B:144:LEU:O 2.12 0.50
1:C:497:VAL:O 1:C:497:VAL:HG13 2.12 0.50
1:D:144:LEU:O 1:D:144:LEU:HD12 2.11 0.50
1:EA:765:VAL:HG22 | 1:FA:759:LEU:HD21 1.94 0.50
1:G:325:VAL:HG13 1:G:325:VAL:O 2.11 0.50
1:GA:325:VAL:HG13 1:GA:325:VAL:O 2.11 0.50
1:GA:390:VAL:O 1:GA:390:VAL:HG23 2.11 0.50
1:GA:539:LEU:HD21 1:GA:599:ILE:HD11 1.94 0.50
1:GB:260:VAL:HG13 1:GB:260:VAL:O 2.12 0.50
1:K:30:VAL:CG2 1:K:50:-MET:HE3 2.42 0.50
1:UB:325:VAL:O 1:UB:325:VAL:HG13 2.12 0.50
1:XA:390:VAL:HG23 1:XA:390:VAL:O 2.10 0.50
1:XA:497:VAL:HG13 1:XA:497:VAL:O 2.12 0.50
1:XB:778:GLU:HA 1:XB:781:VAL:HG22 1.93 0.50
1:YB:778:GLU:HA 1:YB:781: VAL:HG22 1.93 0.50
1:7:497:-VAL:HG13 1:7:497:VAL:O 2.10 0.50
1:Z:575:1ILE:HG23 1:7:603:VAL:HG22 1.92 0.50
1:AA:325:VAL:HG13 1:AA:325:VAL:O 2.11 0.50
1:BB:302:VAL:HG11 1:BB:306:LYS:HZ2 1.76 0.50
1:BB:325:VAL:O 1:BB:325:VAL:HG13 2.12 0.50
1:GA:366:VAL:O 1:GA:366:VAL:HG13 2.10 0.50
1:H:778:GLU:HA 1:H:781:VAL:HG22 1.94 0.50
1:HB:398:VAL:HG11 1:HB:415: TRP:CE3 2.46 0.50
1:J:529:ILE:HD12 1:J:583:VAL:HG11 1.93 0.50
1:JA:390:VAL:O 1:JA:390:VAL:HG23 2.11 0.50
1:LA:497:VAL:O 1:LA:497:-VAL:HG13 2.12 0.50
1:LB:65:VAL:HG23 1:LB:67:ARG:HG3 1.94 0.50
1:MB:778:GLU:HA 1:MB:781:VAL:HG22 1.94 0.50
1:NB:325:VAL:HG13 1:NB:325:VAL:O 2.11 0.50
1:0:65:VAL:HG11 1:0:100: TYR:HB2 1.93 0.50
1:PB:17:HIS:HB3 1:PB:44:.LEU:HD23 1.94 0.50
1:Q:398:VAL:HG11 1:Q:415:TRP:CE3 2.46 0.50
1:QB:765:VAL:HG22 | 1:RB:759:LEU:HD21 1.93 0.50
1:S:390:VAL:HG23 1:S:390:VAL:O 2.11 0.50
1:TA:390:VAL:HG23 1:TA:390:VAL:O 2.11 0.50
1:TB:366:VAL:O 1:TB:366:VAL:HG13 2.11 0.50
1:TB:778:GLU:HA 1:TB:781:VAL:HG22 1.94 0.50
1:UB:144:LEU:HD12 1:UB:144:LEU:O 2.10 0.50
1:WB:390: VAL:HG23 1:WB:390:VAL:O 2.11 0.50
1:X:230:ARG:HB2 1:X:268:LEU:HD11 1.93 0.50
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Atom-1 Atom-2 distance (A) overlap (A)
1:XA:398:VAL:HG11 1:XA:415:TRP:CE3 2.46 0.50
1:Y:575:ILE:HG23 1:Y:603:VAL:HG22 1.92 0.50
1:YB:765:VAL:HG22 1:ZB:759:LEU:HD21 1.92 0.50
1:B:765:VAL:HG22 1:C:759:LEU:HD21 1.94 0.50
1:BB:334:LEU:HD12 1:BB:357: TRP:NE1 2.26 0.50
1:C:778:GLU:HA 1:C:781:VAL:HG22 1.93 0.50
1:D:325:VAL:HG13 1:D:325:VAL:O 2.11 0.50
1:DA:390:VAL:HG23 1:DA:390:VAL:O 2.11 0.50
1:DB:17:HIS:CB 1:DB:44:LEU:HD23 2.42 0.50
1:DB:92:LEU:HD12 1:DB:92:LEU:N 2.26 0.50
1:FB:765:VAL:HG22 | 1:GB:759:LEU:HD21 1.94 0.50
1:J:778:GLU:HA 1:J:781:VAL:HG22 1.94 0.50
1:K:737:GLY:O 1:K:741:VAL:HG23 2.12 0.50
1:L:65:VAL:HG23 1:L:67:ARG:HG3 1.94 0.50
1:L:778:GLU:HA 1:L:781:VAL:HG22 1.94 0.50
1:LB:778:GLU:HA 1:LB:781:VAL:HG22 1.93 0.50
1:M:390:VAL:HG23 1:M:390:VAL:O 2.12 0.50
1:M:538:GLN:HB2 1:M:646:VAL:HG22 1.93 0.50
1:MA:325:VAL:O 1:MA:325:VAL:HG13 2.11 0.50
1:N:230:ARG:HB2 1:N:268:LEU:HD11 1.93 0.50
1:PA:529:ILE:HD12 1:PA:583:VAL:HG11 1.94 0.50
1:QB:260:VAL:HG13 1:QB:260:VAL:O 2.12 0.50
1:QB:778:GLU:HA 1:QB:781:VAL:HG22 1.94 0.50
1:T:390:VAL:O 1:T:390:VAL:HG23 2.11 0.50
1:TA:765:VAL:HG22 | 1:UA:759:LEU:HD21 1.93 0.50
1:UB:398:VAL:HG11 1:UB:415: TRP:CE3 2.47 0.50
1:X:260:VAL:O 1:X:260:VAL:HG13 2.12 0.50
1:YA:260:VAL:O 1:YA:260:VAL:HG13 2.12 0.50
1:YA:765:VAL:HG22 | 1:ZA:759:LEU:HD21 1.94 0.50
1:7ZB:334:LEU:HD12 1:ZB:357:TRP:NE1 2.27 0.50
1:EA:398:VAL:HG11 1:EA:415:TRP:CE3 2.47 0.50
1:EB:390:VAL:HG23 1:EB:390:VAL:O 2.12 0.50
1:FB:325:VAL:HG13 1:FB:325:VAL:O 2.11 0.50
1:JA:538:GLN:HB2 1:JA:646:VAL:HG22 1.93 0.50
1:KA:260:VAL:O 1:KA:260:VAL:HG13 2.12 0.50
1:KA:737:GLY:O 1:KA:741:VAL:HG23 2.12 0.50
1:M:52: THR:O 1:M:109:ILE:HD11 2.12 0.50
1:MA:144:LEU:HD12 1:MA:144:LEU:O 2.11 0.50
1:PA:390:VAL:HG23 1:PA:390:VAL:O 2.11 0.50
1:RB:778:GLU:HA 1:RB:781:VAL:HG22 1.94 0.50
1:TA:575:ILE:HG23 1:TA:603:VAL:HG22 1.93 0.50
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Atom-1 Atom-2 distance (A) overlap (A)
1:V:390:VAL:HG23 1:V:390:VAL:O 2.12 0.50
1:VA:17:HIS:CB 1:VA:44:.LEU:HD23 2.42 0.50
1:WB:325:VAL:O 1:WB:325:VAL:HG13 2.12 0.50
1:X:92:LEU:HD12 1:X:92:LEU:N 2.27 0.50
1:XA:529:ILE:HD12 1:XA:583:VAL:HG11 1.93 0.50
1:XB:398:VAL:HG11 1:XB:415: TRP:CE3 2.47 0.50
1:YA:325:VAL:O 1:YA:325:VAL:HG13 2.12 0.50
1:YB:325:VAL:HG13 1:YB:325:VAL:O 2.11 0.50
1:ZA:17:HIS:HB3 1:ZA:44:LEU:HD23 1.94 0.50
1:ZA:497:VAL:HG13 1:ZA:497:VAL:O 2.12 0.50
1:AA:737:GLY:O 1:AA:741:VAL:HG23 2.12 0.49
1:DA:260:VAL:O 1:DA:260:VAL:HG13 2.12 0.49
1:DA:325:VAL:HG13 1:DA:325:VAL:O 2.11 0.49
1:E:48:MET:HA 1:E:48:MET:CE 2.41 0.49
1:E:230:ARG:HB2 1:E:268:LEU:HD11 1.94 0.49
1:GB:390:VAL:HG23 1:GB:390:VAL:O 2.11 0.49
1:HA:334:LEU:HD12 1:HA:357:TRP:NE1 2.27 0.49
1:1B:390:VAL:O 1:1B:390:VAL:HG23 2.12 0.49
1:J:325:VAL:O 1:J:325:VAL:HG13 2.12 0.49
1:JA:334:LEU:HD12 1:JA:357:TRP:NE1 2.27 0.49
1:KA:30:VAL:CG2 1:KA:50:MET:HE3 2.42 0.49
1:MB:398:VAL:HG11 | 1:MB:415:TRP:CE3 2.47 0.49
1:N:325:VAL:HG13 1:N:325:VAL:O 2.12 0.49
1:NB:737:GLY:O 1:NB:741: VAL:HG23 2.12 0.49
1:0A:529:ILE:HD12 1:0A:583:VAL:HG11 1.93 0.49
L:QA:S75:ILE:HG23 | 1:QA:603:VAL:HG22 1.93 0.49
1:QB:52:THR:O 1:QB:109:ILE:HD11 2.12 0.49
1:V:230:ARG:HB2 1:V:268:LEU:HD11 1.93 0.49
1:VB:497:VAL:O 1:VB:497:VAL:HG13 2.12 0.49
1:XB:30:VAL:CG2 1:XB:50:MET:HE3 2.42 0.49
1:Y:778:GLU:HA 1:Y:781:VAL:HG22 1.93 0.49
1:ZA:575:1LE:HG23 1:ZA:603:VAL:HG22 1.93 0.49
1:A:52:THR:O 1:A:109:ILE:HD11 2.12 0.49
1:AC:575:1ILE:HG23 1:AC:603:VAL:HG22 1.93 0.49
1:B:778:GLU:HA 1:B:781:VAL:HG22 1.94 0.49
1:BB:260:VAL:O 1:BB:260:VAL:HG13 2.13 0.49
1:C:52:THR:O 1:C:109:ILE:HD11 2.12 0.49
1:FB:52:THR:O 1:FB:109:ILE:HD11 2.12 0.49
1:H:529:ILE:HD12 1:H:583:VAL:HG11 1.95 0.49
1:JB:260:VAL:O 1:JB:260:VAL:HG13 2.12 0.49
1:KB:778:GLU:HA 1:KB:781:VAL:HG22 1.95 0.49
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Atom-1 Atom-2 distance (A) overlap (A)
1:NB:260:VAL:HG13 1:NB:260:VAL:O 2.12 0.49
1:0B:390:VAL:HG23 1:0B:390:VAL:O 2.11 0.49
1:RA:260:VAL:HG13 1:RA:260:VAL:O 2.12 0.49
1:S:260:VAL:O 1:S:260: VAL:HG13 2.12 0.49
1:UA:52:THR:O 1:UA:109:ILE:HD11 2.12 0.49
1:UB:737:GLY:O 1:UB:741:VAL:HG23 2.12 0.49
1:7:398:VAL:HG11 1:7:415:TRP:CE3 2.47 0.49
1:ZB:325:VAL:O 1:7ZB:325:VAL:HG13 2.12 0.49
1:AC:65:VAL:HG23 1:AC:67:ARG:HG3 1.94 0.49
1:AC:737:GLY:O 1:AC:741:VAL:HG23 2.12 0.49
1:B:529:ILE:HD12 1:B:583:VAL:HG11 1.94 0.49
1:BA:765:VAL:HG22 | 1:CA:759:LEU:HD21 1.95 0.49
1:D:778:GLU:HA 1:D:781:VAL:HG22 1.94 0.49
1:EA:538:GLN:HB2 1:EA:646:VAL:HG22 1.95 0.49
1:EB:260:VAL:O 1:EB:260:VAL:HG13 2.12 0.49
1:F:30: VAL:HG22 1:F:50:MET:HE2 1.94 0.49
1:FB:539:LEU:HD12 1:FB:540:GLN:H 1.76 0.49
1:G:260:VAL:HG13 1:G:260:VAL:O 2.13 0.49
1:H:44:LEU:H 1:H:44:LEU:HD22 1.77 0.49
1:1:325:VAL:HG13 1:1:325:VAL:O 2.12 0.49
1:1:737:GLY:O 1:1:741:VAL:HG23 2.12 0.49
1:TA:260:VAL:O 1:TA:260:VAL:HG13 2.13 0.49
1:J:390: VAL:HG23 1:J:390:VAL:O 2.11 0.49
1:JA:575:ILE:HG23 1:JA:603:VAL:HG22 1.94 0.49
1:K:260:VAL:O 1:K:260:VAL:HG13 2.12 0.49
1:KB:65:VAL:HG23 1:KB:67:ARG:HG3 1.94 0.49
1:KB:325:VAL:HG13 1:KB:325:VAL:O 2.12 0.49
1:M:778:GLU:HA 1:M:781:VAL:HG22 1.94 0.49
1:MB:30:VAL:CG2 1:MB:50:MET:HE3 2.42 0.49
1:NA:737:GLY:O 1:NA:741:VAL:HG23 2.13 0.49
1:NB:92:LEU:N 1:NB:92:LEU:HD12 2.27 0.49
1:QB:523:PHE:CD2 1:QB:568:VAL:HG23 2.48 0.49
1:T:778:GLU:HA 1:T:781:VAL:HG22 1.94 0.49
1:TB:539:LEU:HD21 1:TB:599:1ILE:HD11 1.93 0.49
1:UA:778:GLU:HA 1:UA:781:VAL:HG22 1.94 0.49
1:V:497:VAL:O 1:V:497:VAL:HG13 2.12 0.49
1:VB:390: VAL:HG23 1:VB:390:VAL:O 2.11 0.49
1:X:325:VAL:O 1:X:325:VAL:HG13 2.12 0.49
1:ZA:390:VAL:O 1:7ZA:390:VAL:HG23 2.10 0.49
1:A:260:VAL:HG13 1:A:260:VAL:O 2.12 0.49
1:BB:778:GLU:HA 1:BB:781:VAL:HG22 1.94 0.49
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Atom-1 Atom-2 distance (A) overlap (A)
1:E:497:-VAL:HG13 1:E:497:-VAL:O 2.12 0.49
1:FA:17:HIS:HB3 1:FA:44:LEU:HD23 1.95 0.49
1:FA:260:VAL:O 1:FA:260:VAL:HG13 2.13 0.49
1:FA:390:VAL:HG23 1:FA:390:VAL:O 2.11 0.49
1:FA:398:VAL:HG11 1:FA:415:TRP:CE3 2.48 0.49
1:H:65:VAL:HG23 1:H:67:ARG:HG3 1.95 0.49
1:1B:144:LEU:N 1:1B:144:LEU:HD23 2.27 0.49
1:1B:778:GLU:HA 1:1B:781:VAL:HG22 1.95 0.49
1:K:390:VAL:HG23 1:K:390:VAL:O 2.12 0.49
1:KA:575:ILE:HG23 1:KA:603:VAL:HG22 1.94 0.49
1:LA:778:GLU:HA 1:LA:781:VAL:HG22 1.93 0.49
1:MA:778:GLU:HA 1:MA:781:VAL:HG22 1.95 0.49
1:0:144:LEU:O 1:0:144:LEU:HD12 2.12 0.49
1:P:398:VAL:HG11 1:P:415:TRP:CE3 2.47 0.49
1:PB:497:VAL:O 1:PB:497:VAL:HG13 2.12 0.49
1:PB:778:GLU:HA 1:PB:781:VAL:HG22 1.95 0.49
1:QA:390:VAL:HG23 1:QA:390:VAL:O 2.11 0.49
1:R:390: VAL:HG23 1:R:390:VAL:O 2.11 0.49
1:TA:334:LEU:HD12 1:TA:357:-TRP:NE1 2.27 0.49
1:WA:30:VAL:CG2 1:WA:50:MET:HE3 2.43 0.49
1:WA:334:LEU:HD12 | 1:WA:357:TRP:NE1 2.28 0.49
1:YB:497:VAL:O 1:YB:497:VAL:HG13 2.12 0.49
1:7ZB:65:VAL:HG23 1:ZB:67:ARG:HG3 1.95 0.49
1:AB:65:VAL:HG11 1:AB:100: TYR:HB2 1.95 0.49
1:B:390:VAL:HG23 1:B:390:VAL:O 2.12 0.49
1:BB:390:VAL:HG23 1:BB:390:VAL:O 2.12 0.49
1:DA:778:GLU:HA 1:DA:781:VAL:HG22 1.94 0.49
1:DB:778:GLU:HA 1:DB:781:VAL:HG22 1.94 0.49
1:E:334:LEU:HD12 1:E:357: TRP:NE1 2.27 0.49
1:GB:778:GLU:HA 1:GB:781:VAL:HG22 1.95 0.49
1:HA:737:GLY:O 1:HA:741:VAL:HG23 2.13 0.49
1:J:758:GLU:O 1:J:762:VAL:HG22 2.13 0.49
1:K:65:VAL:HG23 1:K:67:ARG:HG3 1.94 0.49
1:K:778:GLU:HA 1:K:781:VAL:HG22 1.94 0.49
1:LB:325:VAL:O 1:LB:325:VAL:HG13 2.11 0.49
1:NA:325:VAL:O 1:NA:325:VAL:HG13 2.11 0.49
1:PB:44:.LEU:H 1:PB:44:.LEU:HD22 1.76 0.49
1:Q:390:VAL:HG23 1:Q:390:VAL:O 2.12 0.49
1:Q:778:GLU:HA 1:Q:781:VAL:HG22 1.94 0.49
1:R:539:LEU:HD21 1:R:599:ILE:HD11 1.94 0.49
1:SA:575:ILE:HG23 1:SA:603:VAL:HG22 1.93 0.49
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:SB:260:VAL:O 1:SB:260:VAL:HG13 2.13 0.49
1:T:575:ILE:HG23 1:T:603:VAL:HG22 1.93 0.49
1:TA:260:VAL:O 1:TA:260:VAL:HG13 2.13 0.49
1:UA:390:VAL:HG23 1:UA:390:VAL:O 2.12 0.49
1:WA:260:VAL:HG13 1:WA:260:VAL:O 2.13 0.49
1:YA:778:GLU:HA 1:YA:781:VAL:HG22 1.93 0.49
1:YB:65:VAL:HG11 1:YB:100: TYR:HB2 1.93 0.49
1:YB:529:1ILE:HD12 1:YB:583:VAL:HG11 1.94 0.49
1:A:529:ILE:HD12 1:A:583:VAL:HG11 1.93 0.49
1:AB:260: VAL:HG13 1:AB:260:VAL:O 2.12 0.49
1:AB:497:VAL:HG13 1:AB:497:VAL:O 2.12 0.49
1:B:523:PHE:CD2 1:B:568:VAL:HG23 2.46 0.49
1:CA:306:LYS:HZ3 1:CA:308:PHE:HB3 1.77 0.49
1:CB:778:GLU:HA 1:CB:781:VAL:HG22 1.93 0.49
1:FB:260: VAL:HG13 1:FB:260:VAL:O 2.12 0.49
1:FB:778:GLU:HA 1:FB:781:VAL:HG22 1.94 0.49
1:G:778:GLU:HA 1:G:781:VAL:HG22 1.93 0.49
1:HB:9:ARG:NH1 1:IB:19:LEU:HD11 2.28 0.49
1:1:48:-MET:HA 1:I:48:-MET:HE3 1.95 0.49
1:TA:758:GLU:O 1:TA:762:VAL:HG22 2.13 0.49
1:J:260:VAL:HG13 1:J:260:VAL:O 2.12 0.49
1:KA:398:VAL:HG11 1:KA:415: TRP:CE3 2.47 0.49
1:0:30:VAL:CG2 1:0:50:MET:HE3 2.43 0.49
1:QA:778:GLU:HA 1:QA:781:VAL:HG22 1.94 0.49
1:RB:765:VAL:HG22 1:SB:759:LEU:HD21 1.93 0.49
1:SA:230:ARG:HB2 1:SA:268:LEU:HD11 1.93 0.49
1:UA:575:ILE:HG23 1:UA:603:VAL:HG22 1.93 0.49
1:UB:260:VAL:O 1:UB:260:VAL:HG13 2.12 0.49
1:VA:765:VAL:HG22 | 1:WA:759:LEU:HD21 1.95 0.49
1:VB:758:GLU:O 1:VB:762: VAL:HG22 2.12 0.49
1:WA:765:VAL:HG22 | 1:XA:759:LEU:HD21 1.94 0.49
1:A:759:LEU:HD21 1:NA:765:VAL:HG22 1.93 0.49
1:AB:144:LEU:O 1:AB:144:LEU:HD12 2.11 0.49
1:AB:575:ILE:HG23 1:AB:603:VAL:HG22 1.93 0.49
1:AC:778:GLU:HA 1:AC:781:VAL:HG22 1.94 0.49
1:B:260:VAL:HG13 1:B:260:VAL:O 2.13 0.49
1:C:325:VAL:HG13 1:C:325:VAL:O 2.11 0.49
1:DB:398:VAL:HG12 1:DB:491:PRO:HB3 1.93 0.49
1:FA:778:GLU:HA 1:FA:781:VAL:HG22 1.94 0.49
1:G:575:ILE:HG23 1:G:603:VAL:HG22 1.94 0.49
1:GA:17:HIS:HB3 1:GA:44:LEU:HD23 1.95 0.49
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:HB:390: VAL:HG23 1:HB:390:VAL:O 2.11 0.49
1:TA:325:VAL:HG13 1:TA:325:VAL:O 2.12 0.49
1:KA:325:VAL:O 1:KA:325:VAL:HG13 2.12 0.49
1:L:575:1LE:HG23 1:L:603:VAL:HG22 1.94 0.49
1:LB:765:VAL:HG22 | 1:MB:759:LEU:HD21 1.95 0.49
1:NA:778:GLU:HA 1:NA:781:VAL:HG22 1.94 0.49
1:NB:778:GLU:HA 1:NB:781:VAL:HG22 1.95 0.49
1:0:334:LEU:HD12 1:0:357:TRP:NE1 2.28 0.49
1:P:260:VAL:O 1:P:260:VAL:HG13 2.13 0.49
1:P:325:VAL:O 1:P:325:VAL:HG13 2.13 0.49
1:PA:260:VAL:HG13 1:PA:260:VAL:O 2.12 0.49
1:UB:65:VAL:HG11 1:UB:100: TYR:HB2 1.93 0.49
1:WB:778:GLU:HA 1:WB:781:VAL:HG22 1.94 0.49
1:ZA:778:GLU:HA 1:ZA:781:VAL:HG22 1.94 0.49
1:A:144:LEU:HD23 1:A:144:LEU:N 2.28 0.49
1:BA:390:VAL:O 1:BA:390: VAL:HG23 2.11 0.49
1:C:575:1ILE:HG23 1:C:603:VAL:HG22 1.93 0.49
1:CB:260:VAL:O 1:CB:260:VAL:HG13 2.12 0.49
1:D:260:VAL:HG13 1:D:260:VAL:O 2.12 0.49
1:DB:260:VAL:HG13 1:DB:260:VAL:O 2.13 0.49
1:E:260:VAL:O 1:E:260:VAL:HG13 2.13 0.49
1:FA:737:GLY:O 1:FA:741:VAL:HG23 2.12 0.49
1:G:144:LEU:HD12 1:G:144:LEU:O 2.11 0.49
1:HB:778:GLU:HA 1:HB:781: VAL:HG22 1.94 0.49
1:TA:497:VAL:O 1:TA:497:VAL:HG13 2.12 0.49
1:KB:260:VAL:O 1:KB:260:VAL:HG13 2.12 0.49
1:L:765:VAL:HG22 1:M:759:LEU:HD21 1.95 0.49
1:LB:737:GLY:O 1:LB:741:VAL:HG23 2.13 0.49
1:M:65:VAL:HG11 1:M:100:TYR:HB2 1.94 0.49
1:N:778:GLU:HA 1:N:781:VAL:HG22 1.94 0.49
1:0:390:VAL:O 1:0:390:VAL:HG23 2.13 0.49
1:0B:765:VAL:HG22 | 1:PB:759:LEU:HD21 1.95 0.49
1:PA:334:LEU:HD12 1:PA:357:TRP:NE1 2.28 0.49
1:QB:575:ILE:HG23 | 1:QB:603:VAL:HG22 1.93 0.49
1:RA:390:VAL:O 1:RA:390:VAL:HG23 2.11 0.49
1:SA:390:VAL:HG23 1:SA:390:VAL:O 2.11 0.49
1:SA:497:VAL:HG13 1:SA:497:VAL:O 2.12 0.49
1:SA:778:GLU:HA 1:SA:781:VAL:HG22 1.94 0.49
1:SB:778:GLU:HA 1:SB:781:VAL:HG22 1.94 0.49
1:TA:758:GLU:O 1:TA:762:VAL:HG22 2.12 0.49
1:VB:65:VAL:HG11 1:VB:100: TYR:HB2 1.95 0.49
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Atom-1 Atom-2 distance (A) overlap (A)
1:VB:778:GLU:HA 1:VB:781:VAL:HG22 1.95 0.49
1:WB:260:VAL:HG13 1:WB:260:VAL:O 2.13 0.49
1:XB:737:GLY:O 1:XB:741: VAL:HG23 2.13 0.49
1:ZB:17:HIS:HB3 1:7ZB:44.LEU:HD23 1.95 0.49
1:A:65:VAL:HG23 1:A:67:ARG:HG3 1.95 0.49
1:C:260:VAL:O 1:C:260:VAL:HG13 2.13 0.49
1:DA:144:LEU:HD23 1:DA:144:LEU:N 2.28 0.49
1:E:65:VAL:HG23 1:E:67:ARG:HG3 1.95 0.49
1:H:17:HIS:HB3 1:H:44:LEU:HD23 1.95 0.49
1:HA:260:VAL:HG13 1:HA:260:VAL:O 2.13 0.49
1:1:65: VAL:HG23 1:1:67:ARG:HG3 1.95 0.49
1:K:765:VAL:HG22 1:L:759:LEU:HD21 1.93 0.49
1:M:260:VAL:HG13 1:M:260:VAL:O 2.13 0.49
1:N:48:MET:HA 1:N:48:MET:HE3 1.95 0.49
1:N:260:VAL:O 1:N:260:VAL:HG13 2.13 0.49
1:0:260:VAL:HG13 1:0:260:VAL:O 2.12 0.49
1:P:92:LEU:HD12 1:P:92:LEU:N 2.28 0.49
1:Q:575:1LE:HG23 1:Q:603:VAL:HG22 1.95 0.49
1:QA:765:VAL:HG22 | 1:RA:759:LEU:HD21 1.95 0.49
1:RA:48:MET:HA 1:RA:48:MET:HE3 1.94 0.49
1:RA:765:VAL:HG22 | 1:SA:759:LEU:HD21 1.95 0.49
1:S:334:LEU:HD12 1:S:357: TRP:NE1 2.28 0.49
1:S:737:GLY:O 1:S:741:VAL:HG23 2.12 0.49
1:SA:325:VAL:O 1:SA:325:VAL:HG13 2.12 0.49
1:UB:390: VAL:HG23 1:UB:390:VAL:O 2.13 0.49
1:XA:159:VAL:O 1:XA:159:VAL:HG12 2.13 0.49
1:XB:260:VAL:O 1:XB:260:VAL:HG13 2.12 0.49
1:7ZA:260:VAL:HG13 1:ZA:260:VAL:O 2.13 0.49
1:BB:497:VAL:HG13 1:BB:497:VAL:O 2.11 0.49
1:C:398:VAL:HG12 1:C:491:PRO:HB3 1.94 0.49
1:CB:30: VAL:HG21 1:CB:50:MET:HE3 1.95 0.49
1:D:575:ILE:HG23 1:D:603:VAL:HG22 1.94 0.49
1:DA:523:PHE:CD2 1:DA:568:VAL:HG23 2.48 0.49
1:DA:765:VAL:HG22 | 1:EA:759:LEU:HD21 1.94 0.49
1:DB:398:VAL:HG11 1:DB:415:TRP:CE3 2.47 0.49
1:DB:529:ILE:CD1 1:DB:583: VAL:HG21 2.43 0.49
1:F:334:LEU:HD12 1:F:357:TRP:NE1 2.28 0.49
1:F:575:ILE:HG23 1:F:603:VAL:HG22 1.94 0.49
1:F:778:GLU:HA 1:F:781:VAL:HG22 1.95 0.49
1:GB:575:ILE:HG23 1:GB:603:VAL:HG22 1.95 0.49
1:HA:398:VAL:HG11 1:HA:415:TRP:CE3 2.47 0.49
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Atom-1 Atom-2 distance (A) overlap (A)
1:HB:529:ILE:HD12 1:HB:583:VAL:HG11 1.94 0.49
1:J:65:VAL:HG23 1:J:67:ARG:HG3 1.95 0.49
1:J:737:GLY:O 1:J:741:VAL:HG23 2.13 0.49
1:JA:52:THR:O 1:JA:109:ILE:HD11 2.13 0.49
1:KA:523:PHE:CD2 1:KA:568:VAL:HG23 2.48 0.49
1:LA:529:ILE:HD12 1:LA:583:VAL:HG11 1.94 0.49
1:MA:17:HIS:HB3 1:MA:44:LEU:HD23 1.95 0.49
1:PA:778:GLU:HA 1:PA:781:VAL:HG22 1.94 0.49
1:QA:260:VAL:O 1:QA:260:VAL:HG13 2.13 0.49
1:RA:778:GLU:HA 1:RA:781:VAL:HG22 1.94 0.49
1:S:144:LEU:N 1:S:144:LEU:HD23 2.28 0.49
1:SA:334:LEU:HD12 1:SA:357:TRP:NE1 2.28 0.49
1:UA:260:VAL:HG13 1:UA:260:VAL:O 2.13 0.49
1:UA:523:PHE:CD2 1:UA:568:VAL:HG23 2.48 0.49
1:V:765:VAL:HG22 1:W:759:LEU:HD21 1.95 0.49
1:WA:48:MET:HA 1:WA:48:MET:HE3 1.95 0.49
1:WA:325:VAL:HG13 1:WA:325:VAL:O 2.12 0.49
1:WA:497:VAL:O 1:WA:497:VAL:HG13 2.12 0.49
1:X:65:VAL:HG11 1:X:100: TYR:HB2 1.94 0.49
1:XB:65:VAL:HG23 1:XB:67:ARG:HG3 1.95 0.49
1:YA:497:-VAL:O 1:YA:497:VAL:HG13 2.13 0.49
1:AA:390:VAL:HG23 1:AA:390:VAL:O 2.11 0.48
1:AB:778:GLU:HA 1:AB:781:VAL:HG22 1.94 0.48
1:D:523:PHE:CD2 1:D:568:VAL:HG23 2.48 0.48
1:DB:765:VAL:HG22 | 1:EB:759:LEU:HD21 1.94 0.48
1:F:497:VAL:O 1:F:497:VAL:HG13 2.12 0.48
1:FB:366:VAL:O 1:FB:366:VAL:HG13 2.13 0.48
1:GA:260:VAL:HG13 1:GA:260:VAL:O 2.13 0.48
1:GA:778:GLU:HA 1:GA:781:VAL:HG22 1.94 0.48
1:H:92:LEU:HD12 1:H:92:LEU:N 2.28 0.48
1:HB:260:VAL:O 1:HB:260: VAL:HG13 2.13 0.48
1:TA:390:VAL:HG23 1:TA:390:VAL:O 2.11 0.48
1:JA:778:GLU:HA 1:JA:781:VAL:HG22 1.94 0.48
1:MA:260:VAL:HG13 1:MA:260:VAL:O 2.13 0.48
1:N:737:GLY:O 1:N:741:VAL:HG23 2.13 0.48
1:0:65:VAL:HG23 1:0:67:ARG:HG3 1.95 0.48
1:P:65:VAL:HG23 1:P:67:ARG:HG3 1.96 0.48
1:P:398:VAL:HG12 1:P:491:PRO:HB3 1.94 0.48
1:R:497:VAL:HG13 1:R:497:VAL:O 2.12 0.48
1:R:778:GLU:HA 1:R:781:VAL:HG22 1.94 0.48
1:RA:575:ILE:HG23 | 1:RA:603:VAL:HG22 1.94 0.48
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:RB:30:VAL:HG22 1:RB:50:MET:HE2 1.95 0.48
1:SB:398:VAL:HG11 1:SB:415:TRP:CE3 2.48 0.48
1:UA:144:LEU:HD12 1:UA:144:.LEU:O 2.12 0.48
1:WB:334:LEU:HD12 | 1:WB:357: TRP:NE1 2.28 0.48
1:X:52:THR:O 1:X:109:ILE:HD11 2.13 0.48
1:XA:758:GLU:O 1:XA:762:VAL:HG22 2.13 0.48
1:Y:260:VAL:O 1:Y:260:VAL:HG13 2.13 0.48
1:Y:765:VAL:HG22 1:7:759:LEU:HD21 1.95 0.48
1:7B:260:VAL:HG13 1:ZB:260:VAL:O 2.13 0.48
1:AA:398:VAL:HG11 1:AA:415:TRP:CE3 2.48 0.48
1:AB:65:VAL:HG23 1:AB:67:ARG:HG3 1.95 0.48
1:AB:390:VAL:O 1:AB:390: VAL:HG23 2.12 0.48
1:AB:759:LEU:HD21 | 1:ZA:765:VAL:HG22 1.94 0.48
1:B:334:LEU:HD12 1:B:357:TRP:NE1 2.28 0.48
1:BB:737:GLY:0O 1:BB:741:VAL:HG23 2.13 0.48
1:C:529:1LE:CD1 1:C:583:VAL:HG21 2.43 0.48
1:DB:325:VAL:O 1:DB:325:VAL:HG13 2.12 0.48
1:EB:778:GLU:HA 1:EB:781:VAL:HG22 1.95 0.48
1:TIA:778:GLU:HA 1:TA:781:VAL:HG22 1.95 0.48
1:J:56:ARG:HE 1:K:127:LEU:HD21 1.78 0.48
1:LA:260:VAL:O 1:LA:260:VAL:HG13 2.13 0.48
1:LB:497:VAL:HG13 1:LB:497:VAL:O 2.14 0.48
1:MB:334:LEU:HD12 1:MB:357:-TRP:NE1 2.27 0.48
1:NB:398:VAL:HG11 1:NB:415: TRP:CE3 2.48 0.48
1:NB:497:VAL:O 1:NB:497:VAL:HG13 2.12 0.48
1:P:529:ILE:CD1 1:P:583:VAL:HG21 2.43 0.48
1:Q:92:LEU:N 1:Q:92:LEU:HD12 2.28 0.48
1:SB:575:1LE:HG23 1:SB:603:VAL:HG22 1.94 0.48
1:UB:17:HIS:HB3 1:UB:44:LEU:HD23 1.95 0.48
1:UB:334:LEU:HD12 1:UB:357:TRP:NE1 2.28 0.48
1:XA:92:LEU:HD12 1:XA:92:LEU:N 2.28 0.48
1:XA:778:GLU:HA 1:XA:781:VAL:HG22 1.94 0.48
1:YB:56:ARG:HE 1:ZB:127:LEU:HD21 1.78 0.48
1:YB:539:LEU:HD23 1:YB:540: GLN:N 2.27 0.48
1:ZB:758:GLU:O 1:ZB:762:VAL:HG22 2.13 0.48
1:ZB:778:GLU:HA 1:7ZB:781:VAL:HG22 1.94 0.48
1:AC:529:ILE:CD1 1:AC:583:VAL:HG21 2.44 0.48
1:BA:529:ILE:HD12 1:BA:583:VAL:HG11 1.93 0.48
1:C:765:VAL:HG22 1:D:759:LEU:HD21 1.95 0.48
1:CA:260:VAL:O 1:CA:260:VAL:HG13 2.13 0.48
1:CB:334:LEU:HD12 1:CB:357:TRP:NE1 2.28 0.48
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:DB:65:VAL:HG23 1:DB:67:ARG:HG3 1.95 0.48
1:EA:778:GLU:HA 1:EA:781:VAL:HG22 1.94 0.48
1:H:737:GLY:O 1:H:741:VAL:HG23 2.14 0.48
1:1B:92:LEU:HD12 1:IB:92:LEU:N 2.28 0.48
1:M:65:VAL:HG23 1:M:67:ARG:HG3 1.96 0.48
1:MB:260:VAL:O 1:MB:260:VAL:HG13 2.13 0.48
1:NA:260:VAL:O 1:NA:260:VAL:HG13 2.13 0.48
1:PA:765:VAL:HG22 | 1:QA:759:LEU:HD21 1.94 0.48
1:R:366:VAL:O 1:R:366:VAL:HG13 2.13 0.48
1:SB:758:GLU:O 1:SB:762: VAL:HG22 2.14 0.48
1:TA:330:GLN:C 1:TA:407:-MET:HE1 2.39 0.48
1:V:260:VAL:O 1:V:260:VAL:HG13 2.14 0.48
1:VA:260:VAL:O 1:VA:260: VAL:HG13 2.13 0.48
1:W:260:VAL:HG13 1:W:260:VAL:O 2.12 0.48
1:WA:390:VAL:O 1:WA:390:VAL:HG23 2.12 0.48
1:XA:260:VAL:HG13 1:XA:260:VAL:O 2.12 0.48
1:YB:260: VAL:HG13 1:YB:260:VAL:O 2.13 0.48
1:YB:788:ALA:O 1:YB:792: VAL:HG23 2.14 0.48
1:A:758:GLU:O 1:A:762:VAL:HG22 2.13 0.48
1:BA:92:LEU:HD12 1:BA:92:LEU:N 2.29 0.48
1:BA:334:LEU:HD12 1:BA:357:-TRP:NE1 2.29 0.48
1:CB:390:VAL:HG23 1:CB:390:VAL:O 2.13 0.48
1:EB:92:LEU:HD12 1:EB:92:LEU:N 2.28 0.48
1:FB:539:LEU:HD12 1:FB:540: GLN:N 2.28 0.48
1:GA:575:ILE:HG23 | 1:GA:603:VAL:HG22 1.95 0.48
1:GB:398:VAL:HG12 1:GB:491:PRO:HB3 1.95 0.48
1:1:497:VAL:O 1:1:497:VAL:HG13 2.14 0.48
1:K:325:VAL:O 1:K:325:VAL:HG13 2.12 0.48
1:L:260:VAL:HG13 1:L:260:VAL:O 2.13 0.48
1:LA:788:ALA:O 1:LA:792:VAL:HG23 2.13 0.48
1:LB:260:VAL:HG13 1:LB:260:VAL:O 2.13 0.48
1:0:92:.LEU:HD12 1:0:92.LEU:N 2.28 0.48
1:0:737:GLY:O 1:0:741:VAL:HG23 2.14 0.48
1:0A:52:THR:O 1:0A:109:ILE:HD11 2.12 0.48
1:S:765:VAL:HG22 1:T:759:LEU:HD21 1.95 0.48
1:S:778:GLU:HA 1:S:781: VAL:HG22 1.94 0.48
1:VB:65:VAL:HG23 1:VB:67:ARG:HG3 1.96 0.48
1:VB:325:VAL:HG13 1:VB:325:VAL:O 2.12 0.48
1:WA:17:HIS:HB3 1:WA:44:LEU:HD23 1.96 0.48
1:X:65:VAL:HG23 1:X:67:ARG:HG3 1.95 0.48
1:XA:765:VAL:HG22 | 1:YA:759:LEU:HD21 1.95 0.48
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Atom-1 Atom-2 distance (A) overlap (A)

1:7:260:VAL:HG13 1:7:260:VAL:O 2.13 0.48
1:A:17:HIS:HB3 1:A:44:LEU:HD23 1.95 0.48
1:A:390:VAL:O 1:A:390:VAL:HG23 2.13 0.48
1:AA:52:THR:O 1:AA:109:ILE:HD11 2.12 0.48
1:BA:48:MET:HA 1:BA:48:MET:HE3 1.94 0.48
1:CB:737:GLY:O 1:CB:741:VAL:HG23 2.13 0.48
1:H:260:VAL:O 1:H:260:VAL:HG13 2.13 0.48
1:H:765:VAL:HG22 1:1:759:LEU:HD21 1.95 0.48
1:JA:765:VAL:HG22 | 1:KA:759:LEU:HD21 1.95 0.48
1:LA:390:VAL:HG23 1:LA:390:VAL:O 2.13 0.48
1:0A:390:VAL:O 1:0A:390:VAL:HG23 2.13 0.48
1:0B:17:HIS:HB3 1:0B:44:.LEU:HD23 1.95 0.48
1:0B:92:LEU:HD12 1:0B:92:LEU:N 2.29 0.48
1:P:334:LEU:HD12 1:P:357:TRP:NE1 2.28 0.48
1:P:778:GLU:HA 1:P:781:VAL:HG22 1.94 0.48
1:R:788:ALA:O 1:R:792:VAL:HG23 2.14 0.48
1:TA:497:VAL:O 1:TA:497:VAL:HG13 2.12 0.48
1:WB:575:ILE:HG23 | 1:WB:603:VAL:HG22 1.94 0.48
1:Y:788:ALA:O 1:Y:792:VAL:HG23 2.14 0.48
1:BA:398:VAL:HG12 1:BA:491:PRO:HB3 1.95 0.48
1:DA:30:VAL:CG2 1:DA:50:MET:HE3 2.43 0.48
1:E:778:GLU:HA 1:E:781:VAL:HG22 1.94 0.48
1:EB:17:HIS:HB3 1:EB:44:.LEU:HD23 1.96 0.48
1:F:168:ILE:HG21 1:F:174.LEU:HB2 1.95 0.48
1:GB:765:VAL:HG22 | 1:HB:759:LEU:HD21 1.94 0.48
1:HA:575:ILE:HG23 1:HA:603:VAL:HG22 1.96 0.48
1:1:334:LEU:HD12 1:I:357:-TRP:NE1 2.29 0.48
1:1:390:VAL:HG23 1:1:390: VAL:O 2.13 0.48
1:J:168:ILE:HG21 1:J:174:LEU:HB2 1.95 0.48
1:J:765:VAL:HG22 1:K:759:LEU:HD21 1.95 0.48
1:0B:260:VAL:HG13 1:0B:260:VAL:O 2.14 0.48
1:PA:56:ARG:HE 1:QA:127:LEU:HD21 1.77 0.48
1:PB:65:VAL:HG23 1:PB:67:ARG:HG3 1.96 0.48
1:QB:737:GLY:O 1:QB:741:VAL:HG23 2.13 0.48
1:T:260:VAL:HG13 1:T:260:VAL:O 2.13 0.48
1:T:737:GLY:O 1:T:741:VAL:HG23 2.14 0.48
1:TB:765:VAL:HG22 | 1:UB:759:LEU:HD21 1.96 0.48
1:WB:65:VAL:HG23 1:WB:67:ARG:HG3 1.96 0.48
1:WB:758:GLU:O 1:WB:762:VAL:HG22 2.13 0.48
1:XB:575:ILE:HG23 1:XB:603: VAL:HG22 1.93 0.48
1:Y:334:LEU:HD12 1:Y:357:TRP:NE1 2.29 0.48
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:YA:65:VAL:HG23 1:YA:67:ARG:HG3 1.94 0.48
1:YA:788:ALA:O 1:YA:792:VAL:HG23 2.14 0.48
1:D:92:LEU:N 1:D:92:LEU:HD12 2.28 0.48
1:D:765:VAL:HG22 1:E:759:LEU:HD21 1.94 0.48
1:E:325:VAL:O 1:E:325:VAL:HG13 2.12 0.48
1:F:758:GLU:O 1:F:762: VAL:HG22 2.13 0.48
1:GA:168:ILE:HG21 1:GA:174:LEU:HB2 1.95 0.48
1:GA:765:VAL:HG22 | 1:HA:759:LEU:HD21 1.95 0.48
1:GB:497:VAL:HG13 1:GB:497:VAL:O 2.14 0.48
1:HA:758:GLU:O 1:HA:762:VAL:HG22 2.13 0.48
1:HB:334:LEU:HD12 1:HB:357:TRP:NE1 2.29 0.48
1:HB:765:VAL:HG22 1:IB:759:LEU:HD21 1.95 0.48
1:JA:325:VAL:HG13 1:JA:325:VAL:O 2.13 0.48
1:JA:758:GLU:O 1:JA:762:VAL:HG22 2.14 0.48
1:KA:334:LEU:HD12 1:KA:357:TRP:NE1 2.29 0.48
1:M:497:VAL:HG13 1:M:497:VAL:O 2.13 0.48
1:RA:92:LEU:N 1:RA:92:LEU:HD12 2.29 0.48
1:TA:92:.LEU:N 1:TA:92:LEU:HD12 2.29 0.48
1:TB:575:ILE:HG23 1:TB:603: VAL:HG22 1.94 0.48
1:VB:260:VAL:HG13 1:VB:260:VAL:O 2.13 0.48
1:XB:523:PHE:CD2 1:XB:568:VAL:HG23 2.49 0.48
1:XB:765:VAL:HG22 | 1:YB:759:LEU:HD21 1.95 0.48
1:AA:334:LEU:HD12 1:AA:357:TRP:NE1 2.29 0.48
1:AB:523:PHE:CE1 1:AB:545: TRP:CD1 3.02 0.48
1:BB:765:VAL:HG22 | 1:CB:759:LEU:HD21 1.96 0.48
1:E:788:ALA:O 1:E:792:VAL:HG23 2.14 0.48
1:FB:78R8:ALA:O 1:FB:792:VAL:HG23 2.14 0.48
1:HA:92:LEU:HD12 1:HA:92:LEU:N 2.29 0.48
1:HA:398:VAL:HG12 1:HA:491:PRO:HB3 1.96 0.48
1:HA:539:LEU:HD21 1:HA:599:ILE:HD11 1.95 0.48
1:IB:260:VAL:HG13 1:IB:260:VAL:O 2.13 0.48
1:1B:497:VAL:HG13 1:1B:497:VAL:O 2.12 0.48
1:JB:168:ILE:HG21 1:JB:174:LEU:HB2 1.95 0.48
1:KA:65:VAL:HG23 1:KA:67:ARG:HG3 1.95 0.48
1:LA:48:MET:HE3 1:LA:48:MET:HA 1.95 0.48
1:MA:65:VAL:HG23 1:MA:67:ARG:HG3 1.95 0.48
1:NA:497:VAL:O 1:NA:497:VAL:HG13 2.14 0.48
1:NA:529:ILE:CD1 1:NA:583:VAL:HG21 2.44 0.48
1:NB:52:THR:O 1:NB:109:ILE:HD11 2.14 0.48
1:QB:30:VAL:CG2 1:QB:50:MET:HE3 2.44 0.48
1:QB:529:ILE:HD12 1:QB:583:VAL:HG11 1.95 0.48
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:RB:65:VAL:HG23 1:RB:67:ARG:HG3 1.95 0.48
1:S:65:VAL:HG23 1:S:67:ARG:HG3 1.96 0.48
1:SA:56:ARG:NE 1:SA:56:ARG:N 2.62 0.48
1:SA:260:VAL:O 1:SA:260:VAL:HG13 2.13 0.48
1:UA:30:VAL:CG2 1:UA:50:MET:HE3 2.43 0.48
1:UB:65:VAL:HG23 1:UB:67:ARG:HG3 1.94 0.48
1:UB:529:1ILE:HD12 1:UB:583:VAL:HG11 1.95 0.48
1:VB:52:THR:O 1:VB:109:ILE:HD11 2.14 0.48
1:WB:765:VAL:HG22 | 1:XB:759:LEU:HD21 1.96 0.48
1:YA:529:ILE:CD1 1:YA:583:VAL:HG21 2.44 0.48
1:ZB:575:1LE:HG23 1:ZB:603:VAL:HG22 1.95 0.48
1:E:144:LEU:HD12 1:E:144:LEU:O 2.14 0.48
1:EA:398:VAL:HG12 1:EA:491:PRO:HB3 1.96 0.48
1:EB:523:PHE:CD2 1:EB:568:VAL:HG23 2.49 0.48
1:F:260:VAL:O 1:F:260: VAL:HG13 2.13 0.48
1:F:330:GLN:C 1:F:407-MET:HE1 2.38 0.48
1:FA:575:ILE:HG23 1:FA:603:VAL:HG22 1.93 0.48
1:¥B:92:LEU:N 1:¥B:92:LEU:HD12 2.29 0.48
1:GB:334:LEU:HD12 1:GB:357:TRP:NE1 2.28 0.48
1:H:758:GLU:O 1:H:762:VAL:HG22 2.13 0.48
1:HA:65:VAL:HG23 1:HA:67:ARG:HG3 1.95 0.48
1:1:92:LEU:N 1:1:92:.LEU:HD12 2.29 0.48
1:1:260: VAL:HG13 1:1:260:VAL:O 2.13 0.48
1:1B:65:VAL:HG23 1:IB:67:ARG:HG3 1.96 0.48
1:JA:260:VAL:HG13 1:JA:260:VAL:O 2.13 0.48
1:LB:334:LEU:HD12 1:LB:357:TRP:NE1 2.29 0.48
1:M:737:GLY:O 1:M:741:VAL:HG23 2.14 0.48
1:N:168:ILE:HG21 1:N:174:LEU:HB2 1.95 0.48
1:NB:334:LEU:HD12 1:NB:357: TRP:NE1 2.29 0.48
1:0A:737:GLY:O 1:0A:741:VAL:HG23 2.13 0.48
1:Q:17:HIS:HB3 1:Q:44:LEU:HD23 1.96 0.48
1:Q:523:PHE:CD2 1:Q:568:VAL:HG23 2.49 0.48
1:R:92:LEU:HD12 1:R:92:LEU:N 2.29 0.48
1:RB:497:VAL:HG13 1:RB:497:VAL:O 2.14 0.48
1:RB:538:GLN:HB2 1:RB:646:VAL:HG22 1.94 0.48
1:SB:65:VAL:HG23 1:SB:67:ARG:HG3 1.96 0.48
1:TB:260:VAL:HG13 1:TB:260:VAL:O 2.13 0.48
1:WA:144:LEU:HD23 1:WA:144:LEU:N 2.28 0.48
1:WB:92:LEU:HD12 1:WB:92:LEU:N 2.29 0.48
1:XA:65:VAL:HG23 1:XA:67:ARG:HG3 1.95 0.48
1:7:778:GLU:HA 1:7:781:VAL:HG22 1.94 0.48
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Continued from previous page...

Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:AA:497:-VAL:O 1:AA:497:-VAL:HG13 2.12 0.48
1:BB:65:VAL:HG23 1:BB:67:ARG:HG3 1.95 0.48
1:BB:92:LEU:HD12 1:BB:92:LEU:N 2.29 0.48
1:D:398:VAL:HG12 1:D:491:PRO:HB3 1.96 0.48
1:EA:575:1ILE:HG23 1:EA:603:VAL:HG22 1.95 0.48
1:F:92:LEU:N 1:F:92:LEU:HD12 2.28 0.48
1:FA:92:LEU:HD12 1:FA:92:LEU:N 2.29 0.48
1:GB:737:GLY:O 1:GB:741:VAL:HG23 2.13 0.48
1:HA:778:GLU:HA 1:HA:781:VAL:HG22 1.95 0.48
1:1:778:GLU:HA 1:1:781: VAL:HG22 1.95 0.48
1:L:516:LEU:O 1:L:516:LEU:HD23 2.13 0.48
1:N:144:LEU:HD22 1:N:163:ILE:HD11 1.96 0.48
1:N:334:LEU:HD12 1:N:357: TRP:NE1 2.29 0.48
1:0B:65:VAL:HG23 1:0B:67:ARG:HG3 1.96 0.48
1:Q:260:VAL:O 1:Q:260:VAL:HG13 2.13 0.48
1:UB:575:ILE:HG23 1:UB:603: VAL:HG22 1.95 0.48
1:W:30:VAL:CG2 1:W:50:-MET:HE3 2.42 0.48
1:WA:523:PHE:CD2 | 1:WA:568:VAL:HG23 2.49 0.48
1:WB:788:ALA:O 1:WB:792:VAL:HG23 2.14 0.48
1:Y:497:VAL:O 1:Y:497:-VAL:HG13 2.13 0.48
1:Y:529:ILE:HD12 1:Y:583:VAL:HG11 1.95 0.48
1:Y:737:GLY:O 1:Y:741:VAL:HG23 2.13 0.48
1:YA:390:VAL:HG23 1:YA:390:VAL:O 2.12 0.48
1:YB:390:VAL:O 1:YB:390: VAL:HG23 2.14 0.48
1:AB:92:LEU:HD12 1:AB:92:LEU:N 2.29 0.47
1:AC:804:PRO:O 1:AC:807:ILE:HG22 2.14 0.47
1:B:56:ARG:HE 1:C:127:LEU:HD21 1.79 0.47
1:B:65:VAL:HG23 1:B:67:ARG:HG3 1.96 0.47
1:BB:168:ILE:HG21 1:BB:174:LEU:HB2 1.96 0.47
1:DB:366:VAL:O 1:DB:366:VAL:HG13 2.14 0.47
1:EA:260:VAL:HG13 1:EA:260:VAL:O 2.13 0.47
1:GA:737:GLY:O 1:GA:741:VAL:HG23 2.14 0.47
1:GB:65:VAL:HG23 1:GB:67:ARG:HG3 1.95 0.47
1:GB:92:LEU:HD12 1:GB:92:LEU:N 2.29 0.47
1:H:168:ILE:HG21 1:H:174:LEU:HB2 1.96 0.47
1:HB:144:LEU:HD12 1:HB:144:LEU:O 2.14 0.47
1:JA:92:LEU:HD12 1:JA:92:LEU:N 2.29 0.47
1:JB:765:VAL:HG22 1:KB:759:LEU:HD21 1.96 0.47
1:M:334:LEU:HD12 1:M:357:TRP:NE1 2.29 0.47
1:MA:758:GLU:O 1:MA:762:VAL:HG22 2.13 0.47
1:NA:65:VAL:HG23 1:NA:67:ARG:HG3 1.95 0.47
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:QA:334:LEU:HD12 | 1:QA:357:TRP:NE1 2.29 0.47
1:QA:529:ILE:CD1 1:QA:583:VAL:HG11 2.43 0.47
1:QB:144:LEU:O 1:QB:144:LEU:HD12 2.14 0.47
1:TB:65:VAL:HG23 1:TB:67:ARG:HG3 1.96 0.47
1:UB:539:LEU:HD21 1:UB:599:ILE:HD11 1.95 0.47
1:VA:52:THR:O 1:VA:109:ILE:HD11 2.14 0.47
1:W:334:LEU:HD12 1:W:357:TRP:NE1 2.29 0.47
1:Y:56:ARG:HE 1:7:127:LEU:HD21 1.77 0.47
1:Y:538:GLN:HB2 1:Y:646:VAL:HG22 1.95 0.47
1:YA:52:THR:O 1:YA:109:ILE:HD11 2.14 0.47
1:ZA:516:LEU:O 1:ZA:516:LEU:HD23 2.14 0.47
1:AA:65:VAL:HG23 1:AA:67:ARG:HG3 1.95 0.47
1:AA:778:GLU:HA 1:AA:781:VAL:HG22 1.95 0.47
1:BA:17:HIS:HB3 1:BA:44:LEU:HD23 1.96 0.47
1:BB:144:LEU:HD22 1:BB:163:ILE:HD11 1.96 0.47
1:CA:778:GLU:HA 1:CA:781:VAL:HG22 1.94 0.47
1:DB:737:GLY:O 1:DB:741:VAL:HG23 2.14 0.47
1:E:398:VAL:HG12 1:E:491:PRO:HB3 1.96 0.47
1:EB:398:VAL:HG12 1:EB:491:PRO:HB3 1.96 0.47
1:F:17:HIS:HB3 1:F:44:.LEU:HD23 1.96 0.47
1:FB:65:VAL:HG23 1:FB:67:ARG:HG3 1.96 0.47
1:GA:398:VAL:HG12 | 1:GA:491:PRO:HB3 1.96 0.47
1:HA:529:ILE:HD12 1:HA:583:VAL:HG11 1.95 0.47
1:1:144:LEU:HD23 1:1:144:LEU:N 2.28 0.47
1:TA:92:LEU:N 1:TA:92:LEU:HD12 2.29 0.47
1:J:334:LEU:HD12 1:J:357:TRP:NE1 2.29 0.47
1:JB:778:GLU:HA 1:JB:781:VAL:HG22 1.95 0.47
1:LA:65:VAL:HG23 1:LA:67:ARG:HG3 1.96 0.47
1:LB:144:LEU:N 1:LB:144:LEU:HD23 2.29 0.47
1:LB:788:ALA:O 1:LB:792:VAL:HG23 2.14 0.47
1:N:765:VAL:HG22 1:0:759:LEU:HD21 1.95 0.47
1:RB:575:ILE:HG23 1:RB:603:VAL:HG22 1.94 0.47
1:SA:788:ALA:O 1:SA:792:VAL:HG23 2.14 0.47
1:TA:52:THR:O 1:TA:109:ILE:HD11 2.14 0.47
1:UB:52:THR:O 1:UB:109:ILE:HD11 2.14 0.47
1:VA:17:HIS:HB3 1:VA:44:.LEU:HD23 1.97 0.47
1:VB:92:LEU:N 1:VB:92:LEU:HD12 2.29 0.47
1:WA:778:GLU:HA 1:WA:781:VAL:HG22 1.95 0.47
1:XA:17:HIS:HB3 1:XA:44:LEU:HD23 1.96 0.47
1:XA:168:ILE:HG21 1:XA:174:LEU:HB2 1.96 0.47
1:A:778:GLU:HA 1:A:781:VAL:HG22 1.96 0.47
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:AC:260:VAL:O 1:AC:260:VAL:HG13 2.13 0.47
1:AC:788:ALA:O 1:AC:792:VAL:HG23 2.14 0.47
1:D:65:VAL:HG23 1:D:67:ARG:HG3 1.96 0.47
1:DB:334:LEU:HD12 1:DB:357:TRP:NE1 2.29 0.47
1:E:52:THR:O 1:E:109:ILE:HD11 2.14 0.47
1:E:56:ARG:HE 1:F:127.LEU:HD21 1.80 0.47
1:FA:168:ILE:HG21 1:FA:174:LEU:HB2 1.96 0.47
1:HA:390:VAL:HG23 1:HA:390:VAL:O 2.13 0.47
1:TA:543: TYR:CE2 1:TA:575:ILE:HG21 2.50 0.47
1:JB:539:LEU:HD11 1:JB:640:VAL:HG13 1.96 0.47
1:MA:497:VAL:HG13 1:MA:497:VAL:O 2.14 0.47
1:MB:758:GLU:O 1:MB:762: VAL:HG22 2.15 0.47
1:N:52:THR:O 1:N:109:ILE:HD11 2.14 0.47
1:PB:788:ALA:O 1:PB:792:VAL:HG23 2.15 0.47
1:RB:260:VAL:O 1:RB:260:VAL:HG13 2.13 0.47
1:T:144:LEU:O 1:T:144:LEU:HD12 2.14 0.47
1:TA:788:ALA:O 1:TA:792:VAL:HG23 2.14 0.47
1:UA:737:GLY:O 1:UA:741:VAL:HG23 2.15 0.47
1:UB:778:GLU:HA 1:UB:781:VAL:HG22 1.95 0.47
1:VA:168:ILE:HG21 1:VA:174:LEU:HB2 1.96 0.47
1:VA:575:ILE:HG23 1:VA:603:VAL:HG22 1.96 0.47
1:W:65:VAL:HG23 1:W:67:ARG:HG3 1.96 0.47
1:AB:398:VAL:HG12 1:AB:491:PRO:HB3 1.96 0.47
1:AB:737:GLY:O 1:AB:741:VAL:HG23 2.14 0.47
1:CA:330:GLN:C 1:CA:407:-MET:HE1 2.40 0.47
1:EA:92:LEU:HD12 1:EA:92:LEU:N 2.29 0.47
1:EA:497:VAL:HG13 1:EA:497:VAL:O 2.14 0.47
1:EB:529:ILE:HD12 1:EB:583:VAL:HG11 1.96 0.47
1:G:334:LEU:HD12 1:G:357:TRP:NE1 2.30 0.47
1:GA:529:ILE:CD1 1:GA:583:VAL:HG11 2.44 0.47
1:H:334:LEU:HD12 1:H:357:TRP:NE1 2.29 0.47
1:K:497:VAL:O 1:K:497:VAL:HG13 2.14 0.47
1:K:529:ILE:CD1 1:K:583:VAL:HG21 2.44 0.47
1:MA:398:VAL:HG12 | 1:MA:491:PRO:HB3 1.96 0.47
1:MA:575:ILE:HG23 | 1:MA:603:VAL:HG22 1.95 0.47
1:0B:334:LEU:HD12 1:0B:357:TRP:NE1 2.29 0.47
1:P:737:GLY:O 1:P:741:VAL:HG23 2.14 0.47
1:PB:260:VAL:O 1:PB:260:VAL:HG13 2.13 0.47
1:Q:497:VAL:O 1:Q:497:-VAL:HG13 2.14 0.47
1:QA:398:VAL:HG12 | 1:QA:491:PRO:HB3 1.94 0.47
1:RA:65:VAL:HG23 1:RA:67:ARG:HG3 1.95 0.47
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Atom-1 Atom-2 distance (A) overlap (A)
1:SA:92:LEU:HD12 1:SA:92:LEU:N 2.29 0.47
1:UB:497:VAL:HG13 1:UB:497:VAL:O 2.13 0.47
1:V:52:THR:O 1:V:109:ILE:HD11 2.15 0.47
1:V:144:.LEU:N 1:V:144:LEU:HD23 2.28 0.47
1:WB:737:GLY:O 1:WB:741:VAL:HG23 2.14 0.47
1:XA:575:ILE:HG23 1:XA:603:VAL:HG22 1.96 0.47
1:XA:804:PRO:O 1:XA:807:ILE:HG22 2.15 0.47
1:Y:92:LEU:N 1:Y:92:LEU:HD12 2.29 0.47
1:AA:779:LEU:HD21 1:BA:774:ARG:HG2 1.97 0.47
1:AC:758:GLU:O 1:AC:762:VAL:HG22 2.15 0.47
1:DA:737:GLY:O 1:DA:741:VAL:HG23 2.13 0.47
1:F:52:THR:O 1:F:109:ILE:HD11 2.15 0.47
1:F:65:VAL:HG23 1:F:67:ARG:HG3 1.97 0.47
1:GA:65:VAL:HG23 1:GA:67:ARG:HG3 1.96 0.47
1:GA:345:ASP:0OD2 1:GA:349:VAL:HG13 2.14 0.47
1:HB:65:VAL:HG23 1:HB:67:ARG:HG3 1.96 0.47
1:JB:65:VAL:HG23 1:JB:67:ARG:HG3 1.96 0.47
1:KA:758:GLU:O 1:KA:762: VAL:HG22 2.15 0.47
1:NA:788:ALA:O 1:NA:792:VAL:HG23 2.15 0.47
1:PB:330:GLN:C 1:PB:407:-MET:HE1 2.39 0.47
1:Q:65:VAL:HG23 1:Q:67:ARG:HG3 1.96 0.47
1:QB:65:VAL:HG23 1:QB:67:ARG:HG3 1.96 0.47
1:QB:92:LEU:N 1:QB:92:LEU:HD12 2.29 0.47
1:S:575:ILE:HG23 1:S:603:VAL:HG22 1.95 0.47
1:T:168:ILE:HG21 1:T:174:.LEU:-HB2 1.96 0.47
1:TA:778:GLU:HA 1:TA:781:VAL:HG22 1.95 0.47
1:TB:17:HIS:CB 1:TB:44:LEU:HD23 2.44 0.47
1:TB:737:GLY:0O 1:TB:741:VAL:HG23 2.14 0.47
1:V:778:GLU:HA 1:V:781:VAL:HG22 1.95 0.47
1:VA:44:.LEU:H 1:VA:44:.LEU:HD22 1.79 0.47
1:W:778:GLU:HA 1:W:781:VAL:HG22 1.96 0.47
1:X:778:GLU:HA 1:X:781:VAL:HG22 1.94 0.47
1:YA:366:VAL:HG13 1:YA:366:VAL:O 2.15 0.47
1:7ZB:398:VAL:HG12 1:ZB:491:PRO:HB3 1.95 0.47
1:A:56:ARG:HE 1:B:127:LEU:HD21 1.80 0.47
1:A:127:LEU:HD21 1:NA:56:ARG:HE 1.80 0.47
1:AC:17:HIS:HB3 1:AC:44:LEU:HD23 1.96 0.47
1:B:92:LEU:HD12 1:B:92:LEU:N 2.30 0.47
1:BA:260:VAL:HG13 1:BA:260:VAL:O 2.14 0.47
1:CB:788:ALA:O 1:CB:792:VAL:HG23 2.14 0.47
1:DB:788:ALA:O 1:DB:792:VAL:HG23 2.15 0.47
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:E:92.LEU:HD12 1:E:92.LEU:N 2.29 0.47
1:E:543:TYR:CE2 1:E:575:ILE:HG21 2.50 0.47
1:FA:758:GLU:O 1:FA:762: VAL:HG22 2.13 0.47
1:HB:92:LEU:N 1:HB:92:LEU:HD12 2.30 0.47
1:JA:168:ILE:HG22 1:JA:215:LEU:CD2 2.42 0.47
1:KB:788:ALA:O 1:KB:792:VAL:HG23 2.15 0.47
1:L:497:VAL:O 1:1:497:VAL:HG13 2.13 0.47
1:LA:92:LEU:N 1:LA:92:LEU:HD12 2.29 0.47
1:N:56:ARG:HE 1:0:127:LEU:HD21 1.78 0.47
1:N:65:VAL:HG23 1:N:67:ARG:HG3 1.96 0.47
1:P:788:ALA:O 1:P:792:VAL:HG23 2.15 0.47
1:PA:65:VAL:HG23 1:PA:67:ARG:HG3 1.96 0.47
1:PA:497:VAL:HG13 1:PA:497:VAL:O 2.14 0.47
1:Q:529:1ILE:HD12 1:Q:583:VAL:HG11 1.95 0.47
1:RA:334:LEU:HD12 1:RA:357:TRP:NE1 2.30 0.47
1:RA:788:ALA:O 1:RA:792:VAL:HG23 2.14 0.47
1:RB:56:ARG:HE 1:SB:127:LEU:HD21 1.80 0.47
1:S:52:THR:O 1:S:109:ILE:HD11 2.14 0.47
1:SA:219:VAL:HG11 1:SA:227:LEU:HD22 1.97 0.47
1:VA:92:LEU:HD12 1:VA:92:LEU:N 2.29 0.47
1:XA:168:ILE:HG22 1:XA:215:LEU:CD2 2.44 0.47
1:Y:65:VAL:HG23 1:Y:67:ARG:HG3 1.95 0.47
1:Y:144:LEU:HD12 1:Y:163:ILE:HD11 1.96 0.47
1:ZA:398:VAL:HG12 1:ZA:491:PRO:HB3 1.97 0.47
1:AB:281:TYR:CG 1:AB:366:VAL:HG23 2.50 0.47
1:BA:65:VAL:HG23 1:BA:67:ARG:HG3 1.96 0.47
1:CA:52:THR:O 1:CA:109:ILE:HD11 2.14 0.47
1:CA:788:ALA:O 1:CA:792:VAL:HG23 2.15 0.47
1:CB:529:ILE:HD12 1:CB:583:VAL:HG11 1.95 0.47
1:EA:65:VAL:HG23 1:EA:67:ARG:HG3 1.96 0.47
1:EB:30:VAL:CG2 1:EB:50:MET:HE3 2.44 0.47
1:F:30:VAL:CG2 1:F:50:MET:HE2 2.44 0.47
1:FA:539:LEU:HD12 1:FA:540:GLN:N 2.30 0.47
1:FB:398:VAL:HG12 1:FB:491:PRO:HB3 1.97 0.47
1:G:56:ARG:HE 1:H:127.LEU:HD21 1.79 0.47
1:GB:144:LEU:N 1:GB:144:LEU:HD23 2.30 0.47
1:GB:281:TYR:CG 1:GB:366:VAL:HG23 2.50 0.47
1:HA:345:ASP:0D2 1:HA:349:VAL:HG13 2.14 0.47
1:HA:497:VAL:HG13 1:HA:497:VAL:O 2.13 0.47
1:HA:543: TYR:CE2 1:HA:575:ILE:HG21 2.50 0.47
1:HB:497:VAL:O 1:HB:497:VAL:HG13 2.14 0.47
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:TA:52:THR:O 1:TA:109:ILE:HD11 2.14 0.47
1:IA:65:VAL:HG23 1:IA:67:ARG:HG3 1.96 0.47
1:TA:168:ILE:HG21 1:JA:174:LEU:HB2 1.96 0.47
1:TA:334:LEU:HD12 1:TA:357:TRP:NE1 2.30 0.47
1:I1B:575:ILE:HG23 1:1B:603:VAL:HG22 1.97 0.47
1:J:788:ALA:O 1:J:792:VAL:HG23 2.15 0.47
1:K:398:VAL:HG12 1:K:491:PRO:HB3 1.96 0.47
1:K:788:ALA:O 1:K:792:VAL:HG23 2.14 0.47
1:KA:92:LEU:HD12 1:KA:92:LEU:N 2.29 0.47
1:KA:788:ALA:O 1:KA:792: VAL:HG23 2.14 0.47
1:LA:758:GLU:O 1:LA:762:VAL:HG22 2.15 0.47
1:MA:487:VAL:HG13 1:MA:487:VAL:O 2.15 0.47
1:MB:92:LEU:HD12 1:MB:92:LEU:N 2.30 0.47
1:N:92:LEU:N 1:N:92:LEU:HD12 2.29 0.47
1:NA:543:TYR:CE2 1:NA:575:ILE:HG21 2.50 0.47
1:NB:788:ALA:O 1:NB:792: VAL:HG23 2.15 0.47
1:0:52:THR:O 1:0:109:ILE:HD11 2.15 0.47
1:0:788:ALA:O 1:0:792:VAL:HG23 2.14 0.47
1:0B:497:VAL:HG13 1:0B:497:VAL:O 2.13 0.47
1:PB:168:ILE:HG21 1:PB:174:LEU:HB2 1.96 0.47
1:RA:168:ILE:HG21 1:RA:174:LEU:HB2 1.96 0.47
1:RB:92:LEU:HD12 1:RB:92:LEU:N 2.29 0.47
1:S:398:VAL:HG12 1:S:491:PRO:HB3 1.95 0.47
1:SB:92:LEU:N 1:SB:92:LEU:HD12 2.29 0.47
1:T:529:ILE:HD12 1:T:583:VAL:HG11 1.96 0.47
1:TA:63:ASN:OD1 1:TA:104:VAL:HG12 2.15 0.47
1:TA:504:ARG:HA 1:TA:504:ARG:NE 2.30 0.47
1:TB:168:ILE:HG21 1:TB:174:LEU:HB2 1.95 0.47
1:UA:758:GLU:O 1:UA:762:VAL:HG22 2.15 0.47
1:UB:788:ALA:O 1:UB:792: VAL:HG23 2.15 0.47
1:V:65:VAL:HG23 1:V:67:ARG:HG3 1.96 0.47
1:VA:65:VAL:HG23 1:VA:67:ARG:HG3 1.95 0.47
1:VA:334:LEU:HD12 1:VA:357:TRP:NE1 2.30 0.47
1:VA:737:GLY:O 1:VA:741:VAL:HG23 2.14 0.47
1:VB:168:ILE:HG21 1:VB:174:LEU:HB2 1.96 0.47
1:WA:65:VAL:HG23 1:-WA:67:ARG:HG3 1.95 0.47
1:WB:168:ILE:HG22 1:WB:215:LEU:CD2 2.42 0.47
1:X:17:HIS:HB3 1:X:44.LEU:HD23 1.97 0.47
1:X:788:ALA:O 1:X:792:VAL:HG23 2.15 0.47
1:XA:334:LEU:HD12 1:XA:357:TRP:NE1 2.30 0.47
1:XB:92:LEU:HD12 1:XB:92:LEU:N 2.29 0.47
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:ZA:65:VAL:HG23 1:ZA:67:ARG:HG3 1.95 0.47
1:ZA:543: TYR:CE2 1:ZA:575:1LE:HG21 2.50 0.47
1:7B:497:VAL:HG13 1:ZB:497:VAL:O 2.14 0.47
1:A:168:ILE:HG21 1:A:174:LEU:HB2 1.96 0.47
1:A:737:GLY:O 1:A:741:VAL:HG23 2.14 0.47
1:AA:765:VAL:HG22 | 1:BA:759:LEU:HD21 1.96 0.47
1:AB:366:VAL:O 1:AB:366:VAL:HG13 2.14 0.47
1:DA:168:ILE:HG22 1:DA:215:LEU:CD2 2.45 0.47
1:EA:334:LEU:HD12 1:EA:357:TRP:NE1 2.30 0.47
1:EB:575:ILE:HG23 1:EB:603:VAL:HG22 1.95 0.47
1:G:737:GLY:O 1:G:741:VAL:HG23 2.15 0.47
1:G:758:GLU:O 1:G:762:VAL:HG22 2.15 0.47
1:G:788:ALA:O 1:G:792:VAL:HG23 2.15 0.47
1:HB:281:TYR:CG 1:HB:366:VAL:HG23 2.50 0.47
1:J:575:ILE:HG23 1:J:603:VAL:HG22 1.96 0.47
1:LA:56:ARG:HE 1:MA:127:LEU:HD21 1.80 0.47
1:MB:65:VAL:HG23 1:MB:67:ARG:HG3 1.96 0.47
1:N:504:ARG:HA 1:N:504:ARG:NE 2.30 0.47
1:0A:788:ALA:O 1:0A:792:VAL:HG23 2.15 0.47
1:0B:219:VAL:HG11 | 1:0B:227:LEU:HD22 1.97 0.47
1:P:366:VAL:HG13 1:P:366:VAL:O 2.14 0.47
1:PB:52:THR:O 1:PB:109:ILE:HD11 2.15 0.47
1:RB:17:HIS:HB3 1:RB:44:LEU:HD23 1.97 0.47
1:T:758:GLU:O 1:T:762:VAL:HG22 2.15 0.47
1:T:788:ALA:O 1:T:792:VAL:HG23 2.15 0.47
1:V:168:ILE:HG21 1:V:174:LEU:HB2 1.97 0.47
1:XB:788:ALA:O 1:XB:792:VAL:HG23 2.14 0.47
1:A:92:LEU:N 1:A:92:LEU:HD12 2.30 0.47
1:B:497:VAL:HG13 1:B:497:-VAL:O 2.14 0.47
1:BB:17:HIS:CB 1:BB:44:LEU:HD23 2.45 0.47
1:C:65:VAL:HG23 1:C:67:ARG:HG3 1.96 0.47
1:CA:504:ARG:NE 1:CA:504:ARG:HA 2.30 0.47
1:D:63:ASN:OD1 1:D:104:VAL:HG12 2.14 0.47
1:DA:92:LEU:N 1:DA:92:LEU:HD12 2.30 0.47
1:E:219:VAL:HG11 1:E:227:LEU:HD22 1.97 0.47
1:H:575:1LE:HG23 1:H:603:VAL:HG22 1.96 0.47
1:1:168:ILE:HG21 1:1:174:LEU:HB2 1.97 0.47
1:TA:788:ALA:O 1:TA:792:VAL:HG23 2.15 0.47
1:1B:788:ALA:O 1:1B:792:VAL:HG23 2.15 0.47
1:JA:737:GLY:O 1:JA:741:VAL:HG23 2.15 0.47
1:L:788:ALA:O 1:L:792:VAL:HG23 2.15 0.47
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:NB:65:VAL:HG23 1:NB:67:ARG:HG3 1.96 0.47
1:0A:92:LEU:N 1:0A:92:LEU:HD12 2.30 0.47
1:P:56:ARG:HE 1:Q:127:LEU:HD21 1.79 0.47
1:PB:334:LEU:HD12 1:PB:357:-TRP:NE1 2.30 0.47
1:T:65:VAL:HG23 1:T:67:ARG:HG3 1.97 0.47
1:T:92:.LEU:N 1:T:92:LEU:HD12 2.30 0.47
1:TA:65:VAL:HG23 1:TA:67:ARG:HG3 1.96 0.47
1:UB:543:TYR:CE2 1:UB:575:ILE:HG21 2.50 0.47
1:VA:778:GLU:HA 1:VA:781:VAL:HG22 1.95 0.47
1:VB:788:ALA:O 1:VB:792: VAL:HG23 2.15 0.47
1:WA:56:ARG:HE 1:XA:127:LEU:HD21 1.80 0.47
1:XA:56:ARG:HE 1:YA:127:LEU:HD21 1.78 0.47
1:Y:504:ARG:HA 1:Y:504:ARG:NE 2.30 0.47
1:AA:788:ALA:O 1:AA:792:VAL:HG23 2.15 0.47
1:AB:788:ALA:O 1:AB:792:VAL:HG23 2.15 0.47
1:B:504:ARG:NE 1:B:504:ARG:HA 2.30 0.47
1:BA:516:LEU:HD23 1:BA:516:LEU:O 2.15 0.47
1:C:788:ALA:O 1:C:792:VAL:HG23 2.15 0.47
1:DA:529:ILE:HD12 1:DA:583:VAL:HG11 1.96 0.47
1:EB:56:ARG:HE 1:FB:127:LEU:HD21 1.80 0.47
1:EB:65:VAL:HG23 1:EB:67:ARG:HG3 1.97 0.47
1:F:504:ARG:HA 1:F:504:ARG:NE 2.30 0.47
1:FB:281:TYR:CG 1:FB:366:VAL:HG23 2.50 0.47
1:J:52:THR:O 1:J:109:ILE:HD11 2.15 0.47
1:J:398:VAL:HG12 1:J:491:PRO:HB3 1.96 0.47
1:K:334:LEU:HD12 1:K:357:TRP:NE1 2.29 0.47
1:KB:92:LEU:N 1:KB:92:LEU:HD12 2.29 0.47
1:1L:529:ILE:HD12 1:L:583:VAL:HG11 1.97 0.47
1:LB:92:LEU:HD12 1:LB:92:LEU:N 2.30 0.47
1:M:523:PHE:CE1 1:M:545: TRP:CD1 3.02 0.47
1:MB:56:ARG:HE 1:NB:127:LEU:HD21 1.80 0.47
1:MB:168:ILE:HG21 1:MB:174:LEU:HB2 1.97 0.47
1:MB:543:TYR:CE2 1:MB:575:ILE:HG21 2.50 0.47
1:NB:765:VAL:HG22 | 1:0B:759:LEU:HD21 1.96 0.47
1:0A:30:VAL:HG21 1:0A:50:MET:HE3 1.97 0.47
1:0A:65:VAL:HG23 1:0A:67:ARG:HG3 1.96 0.47
1:PA:92:LEU:HD12 1:PA:92:LEU:N 2.30 0.47
1:S:497:VAL:O 1:S:497:VAL:HG13 2.14 0.47
1:S:504:ARG:HA 1:S:504:ARG:NE 2.30 0.47
1:SA:65:VAL:HG23 1:SA:67:ARG:HG3 1.95 0.47
1:SA:504:ARG:NE 1:SA:504:ARG:HA 2.30 0.47
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:TA:168:ILE:HG21 1:TA:174:LEU:HB2 1.97 0.47
1:UA:65:VAL:HG23 1:UA:67:ARG:HG3 1.96 0.47
1:UA:334:LEU:HD12 1:UA:357:TRP:NE1 2.30 0.47
1:VA:398:VAL:HG12 1:VA:491:PRO:HB3 1.96 0.47
1:Y:144:LEU:HD23 1:Y:144:.LEU:N 2.29 0.47
1:YB:504:ARG:NE 1:YB:504:ARG:HA 2.30 0.47
1:7:17-HIS:HB3 1:7:44:LEU:-HD23 1.97 0.47
1:A:334:LEU:HD12 1:A:357:TRP:NE1 2.30 0.46
1:B:52:THR:O 1:B:109:ILE:HD11 2.15 0.46
1:C:219:VAL:HG11 1:C:227:LEU:HD22 1.97 0.46
1:DB:281:TYR:CG 1:DB:366:VAL:HG23 2.50 0.46
1:FA:53:VAL:HG12 1:FA:93:ALA:HA 1.97 0.46
1:GB:543: TYR:CE2 1:GB:575:ILE:HG21 2.50 0.46
1:1B:543: TYR:CE2 1:IB:575:1LE:HG21 2.50 0.46
1:KA:17:HIS:HB3 1:KA:44:LEU:HD23 1.97 0.46
1:KA:765:VAL:HG22 | 1:LA:759:LEU:HD21 1.96 0.46
1:LB:504:ARG:NE 1:LB:504:ARG:HA 2.30 0.46
1:M:56:ARG:HE 1:N:127:LEU:HD21 1.80 0.46
1:MA:92:LEU:HD12 1:MA:92:LEU:N 2.30 0.46
1:MB:17:HIS:HB3 1:MB:44:LEU:HD23 1.97 0.46
1:0A:778:GLU:HA 1:0A:781:VAL:HG22 1.96 0.46
1:0B:737:GLY:O 1:0B:741:VAL:HG23 2.15 0.46
1:PB:92:LEU:N 1:PB:92:LEU:HD12 2.30 0.46
1:QA:65:VAL:HG23 1:QA:67:ARG:HG3 1.97 0.46
1:QA:504:ARG:HA 1:QA:504:ARG:NE 2.31 0.46
1:QB:56:ARG:HE 1:RB:127:LEU:HD21 1.80 0.46
1:R:65:VAL:HG23 1:R:67:ARG:HG3 1.96 0.46
1:R:398:VAL:HG12 1:R:491:PRO:HB3 1.97 0.46
1:T:398:VAL:HG12 1:T:491:PRO:HB3 1.96 0.46
1:UA:504:ARG:NE 1:UA:504:ARG:HA 2.30 0.46
1:V:543: TYR:CE2 1:V:575:1LE:HG21 2.50 0.46
1:V:788:ALA:O 1:V:792:VAL:HG23 2.15 0.46
1:VB:543:TYR:CE2 1:VB:575:ILE:HG21 2.49 0.46
1:W:765:VAL:HG22 1:X:759:LEU:HD21 1.96 0.46
1:X:504:ARG:NE 1:X:504:ARG:HA 2.31 0.46
1:Y:168:ILE:HG21 1:Y:174:LEU:HB2 1.97 0.46
1:Y:779:LEU:HD21 1:72:774:ARG:HG2 1.98 0.46
1:YA:334:LEU:HD12 1:YA:357:TRP:NE1 2.29 0.46
1:7:398:VAL:HG12 1:7:491:PRO:HB3 1.97 0.46
1:AB:17:HIS:HB3 1:AB:44:LEU:HD23 1.98 0.46
1:AC:398:VAL:HG12 1:AC:491:PRO:HB3 1.96 0.46
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Atom-1 Atom-2 distance (A) overlap (A)
1:BA:737:GLY:O 1:BA:741:VAL:HG23 2.15 0.46
1:D:334:LEU:HD12 1:D:357:TRP:NE1 2.31 0.46
1:DB:7:ILE:O 1:DB:&:ILE:C 2.58 0.46
1:F:302: VAL:HG11 1:F:306:LYS:HZ2 1.80 0.46
1:FA:65:VAL:HG23 1:FA:67:ARG:HG3 1.96 0.46
1:FA:539:LEU:HD11 1:FA:541:LEU:HD21 1.97 0.46
1:JA:65:VAL:HG23 1:JA:67:ARG:HG3 1.96 0.46
1:K:63:ASN:OD1 1:K:104:VAL:HG12 2.15 0.46
1:KB:398:VAL:HG12 1:KB:491:PRO:HB3 1.97 0.46
1:L:52:THR:O 1:L:109:ILE:HD11 2.15 0.46
1:NA:281:TYR:CG 1:NA:366:VAL:HG23 2.51 0.46
1:0B:398:VAL:HG12 1:0B:491:PRO:HB3 1.95 0.46
1:PA:504:ARG:NE 1:PA:504:ARG:HA 2.31 0.46
1:PB:504:ARG:HA 1:PB:504:ARG:NE 2.30 0.46
1:QA:92:LEU:N 1:QA:92:LEU:HD12 2.30 0.46
1:R:504:ARG:NE 1:R:504:ARG:HA 2.30 0.46
1:RA:504:ARG:NE 1:RA:504:ARG:HA 2.30 0.46
1:RB:334:LEU:HD12 1:RB:357:TRP:NE1 2.30 0.46
1:S:281:TYR:CG 1:S:366:VAL:HG23 2.50 0.46
1:SA:398:VAL:HG12 1:SA:491:PRO:HB3 1.96 0.46
1:T:497:VAL:O 1:T:497:VAL:HG13 2.14 0.46
1:T:504:ARG:NE 1:T:504:ARG:HA 2.30 0.46
1:VA:504:ARG:HA 1:VA:504:ARG:NE 2.30 0.46
1:W:52: THR:O 1:W:109:ILE:HD11 2.14 0.46
1:X:168:ILE:HG21 1:X:174:LEU:HB2 1.97 0.46
1:7ZB:487:VAL:HG13 1:ZB:487:VAL:O 2.15 0.46
1:7ZB:504:ARG:NE 1:ZB:504:ARG:HA 2.30 0.46
1:AC:92:LEU:HD12 1:AC:92:LEU:N 2.30 0.46
1:AC:497:VAL:HG13 1:AC:497:VAL:O 2.14 0.46
1:AC:529:ILE:CD1 1:AC:583:VAL:HG11 2.44 0.46
1:CA:92:LEU:HD12 1:CA:92:.LEU:N 2.30 0.46
1:CA:168:ILE:HG22 1:CA:215:LEU:CD2 2.43 0.46
1:CB:56:ARG:HE 1:DB:127:LEU:HD21 1.80 0.46
1:DA:65:VAL:HG23 1:DA:67:ARG:HG3 1.96 0.46
1:EB:281:TYR:CG 1:EB:366:VAL:HG23 2.51 0.46
1:GB:504:ARG:NE 1:GB:504:ARG:HA 2.30 0.46
1:HB:758:GLU:O 1:HB:762: VAL:HG22 2.14 0.46
1:J:144:LEU:N 1:J:144:LEU:HD23 2.30 0.46
1:J:159:VAL:O 1:J:159:VAL:HG12 2.14 0.46
1:J:168: ILE:HG22 1:J:215:LEU:CD2 2.43 0.46
1:JA:398:VAL:HG12 1:JA:491:PRO:HB3 1.98 0.46
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Atom-1 Atom-2 distance (A) overlap (A)
1:JB:52:THR:O 1:JB:109:ILE:HD11 2.15 0.46
1:KA:543: TYR:CE2 1:KA:575:1LE:HG21 2.50 0.46
1:N:366:VAL:HG13 1:N:366:VAL:O 2.16 0.46
1:NA:92:LEU:HD12 1:NA:92:LEU:N 2.30 0.46
1:NB:779:LEU:HD21 1:0B:774:ARG:HG2 1.97 0.46
1:0B:168:ILE:HG21 1:0B:174:LEU:HB2 1.97 0.46
1:RA:56:ARG:HE 1:SA:127:LEU:HD21 1.79 0.46
1:UA:788:ALA:O 1:UA:792:VAL:HG23 2.16 0.46
1:WA:52:THR:O 1:WA:109:ILE:HD11 2.16 0.46
1:X:386:GLU:O 1:X:402:1ILE:HG23 2.16 0.46
1:YA:92:LEU:HD12 1:YA:92:LEU:N 2.30 0.46
1:YA:281:TYR:CG 1:YA:366:VAL:HG23 2.50 0.46
1:YA:398:VAL:HG12 1:YA:491:PRO:HB3 1.97 0.46
1:7:758:GLU:O 1:7:762:VAL:HG22 2.15 0.46
1:ZA:281:TYR:CG 1:7ZA:366:VAL:HG23 2.51 0.46
1:A:788:ALA:O 1:A:792:VAL:HG23 2.15 0.46
1:AB:7:ILE:O 1:AB:&:ILE:C 2.59 0.46
1:BA:497:VAL:HG13 1:BA:497:VAL:O 2.14 0.46
1:BB:504:ARG:NE 1:BB:504:ARG:HA 2.30 0.46
1:C:92:LEU:N 1:C:92:LEU:HD12 2.31 0.46
1:CB:17:HIS:HB3 1:CB:44:LEU:HD23 1.98 0.46
1:D:504:ARG:NE 1:D:504:ARG:HA 2.30 0.46
1:EA:56:ARG:HE 1:FA:127:LEU:HD21 1.79 0.46
1:FA:398:VAL:HG12 1:FA:491:PRO:HB3 1.98 0.46
1:G:65:VAL:HG23 1:G:67:ARG:HG3 1.96 0.46
1:HA:168:1ILE:HG21 1:HA:174:LEU:HB2 1.98 0.46
1:HB:366:VAL:HG13 1:HB:366:VAL:O 2.16 0.46
1:HB:543:TYR:CE2 1:HB:575:ILE:HG21 2.51 0.46
1:KA:52: THR:O 1:KA:109:ILE:HD11 2.15 0.46
1:KA:398:VAL:HG12 1:KA:491:PRO:HB3 1.98 0.46
1:L:543: TYR:CE2 1:L:575:ILE:HG21 2.50 0.46
1:0:504:ARG:NE 1:0:504:ARG:HA 2.31 0.46
1:PA:788:ALA:O 1:PA:792:VAL:HG23 2.16 0.46
1:QA:219:VAL:HG11 | 1:QA:227:LEU:HD22 1.97 0.46
1:S:17:HIS:HB3 1:S:44:LEU:HD23 1.98 0.46
1:TA:17:HIS:HB3 1:TA:44:.LEU:HD23 1.97 0.46
1:UB:398:VAL:HG12 1:UB:491:PRO:HB3 1.96 0.46
1:UB:504:ARG:NE 1:UB:504:ARG:HA 2.31 0.46
1:VB:539:LEU:HD21 1:VB:599:ILE:HD11 1.97 0.46
1:W:504:ARG:NE 1:W:504:ARG:HA 2.30 0.46
1:WA:543: TYR:CE2 1:WA:575:ILE:HG21 2.50 0.46
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:XA:144:LEU:N 1:XA:144:LEU:HD23 2.30 0.46
1:Y:539:LEU:HD21 1:Y:541:LEU:HD21 1.97 0.46
1:ZA:92:LEU:N 1:ZA:92:LEU:HD12 2.31 0.46
1:AC:543: TYR:CE2 1:AC:575:ILE:HG21 2.50 0.46
1:BA:168:ILE:HG21 1:BA:174:LEU:HB2 1.97 0.46
1:CB:65:VAL:HG23 1:CB:67:ARG:HG3 1.95 0.46
1:CB:765:VAL:HG22 | 1:DB:759:LEU:HD21 1.97 0.46
1:D:56:ARG:HE 1:E:127:LEU:HD21 1.80 0.46
1:D:219:VAL:HG11 1:D:227:LEU:HD22 1.98 0.46
1:DA:398:VAL:HG12 1:DA:491:PRO:HB3 1.97 0.46
1:EB:334:LEU:HD12 1:EB:357:-TRP:NE1 2.30 0.46
1:GA:92:LEU:N 1:GA:92:LEU:HD12 2.30 0.46
1:HA:487:VAL:HG13 1:HA:487:VAL:O 2.16 0.46
1:HB:345:ASP:0OD2 1:HB:349:VAL:HG13 2.15 0.46
1:1:56:ARG:HE 1:J:127:LEU:HD21 1.80 0.46
1:TA:168:ILE:HG22 1:TA:215:LEU:CD2 2.43 0.46
1:JB:330:GLN:C 1:JB:407:-MET:HE1 2.41 0.46
1:K:281:TYR:CG 1:K:366:VAL:HG23 2.50 0.46
1:MB:804:PRO:O 1:MB:807:ILE:HG22 2.15 0.46
1:NB:504:ARG:NE 1:NB:504:ARG:HA 2.30 0.46
1:NB:758:GLU:O 1:NB:762: VAL:HG22 2.16 0.46
1:0:497:VAL:HG13 1:0:497:VAL:O 2.15 0.46
1:0:765:VAL:HG22 1:P:759:LEU:HD21 1.96 0.46
1:0A:168:ILE:HG21 1:0A:174:.LEU:HB2 1.97 0.46
1:0B:543:TYR:CE2 1:0B:575:ILE:HG21 2.51 0.46
1:PB:529:ILE:HD12 1:PB:583:VAL:HG11 1.98 0.46
1:PB:543:TYR:CE2 1:PB:575:ILE:HG21 2.51 0.46
1:Q:398:VAL:HG12 1:Q:491:PRO:HB3 1.97 0.46
1:QB:758:GLU:O 1:QB:762:VAL:HG22 2.15 0.46
1:RB:398:VAL:HG12 1:RB:491:PRO:HB3 1.96 0.46
1:UA:17:HIS:HB3 1:UA:44:LEU:HD23 1.98 0.46
1:V:17:HIS:HB3 1:V:44.LEU:HD23 1.98 0.46
1:V:538:GLN:HB2 1:V:646:VAL:HG22 1.97 0.46
1:W:56:ARG:HE 1:X:127:LEU:HD21 1.80 0.46
1:W:168:ILE:HG21 1:W:174.LEU:HB2 1.96 0.46
1:WA:53:VAL:HG12 1:WA:93:ALA:HA 1.97 0.46
1:XB:758:GLU:O 1:XB:762: VAL:HG22 2.15 0.46
1:YA:17:HIS:HB3 1:YA:44:LEU:HD23 1.98 0.46
1:ZA:504:ARG:NE 1:ZA:504:ARG:HA 2.30 0.46
1:A:30:VAL:HG21 1:A:50:MET:HE3 1.98 0.46
1:AA:219:VAL:HGI11 | 1:AA:227:LEU:HD22 1.98 0.46
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Atom-1 Atom-2 distance (A) overlap (A)
1:BA:504:ARG:NE 1:BA:504:ARG:HA 2.31 0.46
1:BB:788:ALA:O 1:BB:792:VAL:HG23 2.16 0.46
1:DA:17:HIS:HB3 1:DA:44.LEU:HD23 1.98 0.46
1:F:788:ALA:O 1:F:792:VAL:HG23 2.15 0.46
1:GA:219:VAL:HG11 | 1:GA:227:LEU:HD13 1.98 0.46
1:GA:788:ALA:O 1:GA:792:VAL:HG23 2.16 0.46
1:HB:52:THR:O 1:HB:109:ILE:HD11 2.16 0.46
1:JB:523:PHE:CE2 1:JB:545:TRP:CD1 3.04 0.46
1:KB:219:VAL:HG11 | 1:KB:227:LEU:HD22 1.98 0.46
1:L:56:ARG:HE 1:M:127.LEU:HD21 1.80 0.46
1:M:504:ARG:NE 1:M:504:ARG:HA 2.30 0.46
1:MA:504:ARG:NE 1:MA:504:ARG:HA 2.30 0.46
1:NA:504:ARG:HA 1:NA:504:ARG:NE 2.30 0.46
1:NB:575:ILE:HG23 1:NB:603:VAL:HG22 1.98 0.46
1:0A:17:HIS:HB3 1:0A:44:LEU:HD23 1.98 0.46
1:0A:281:TYR:CG 1:0A:366:VAL:HG23 2.50 0.46
1:0B:758:GLU:O 1:0B:762:VAL:HG22 2.16 0.46
1:PA:168:ILE:HG21 1:PA:174:LEU:HB2 1.97 0.46
1:RA:17:HIS:HB3 1:RA:44:LEU:HD23 1.98 0.46
1:RB:219:VAL:HG11 1:RB:227.:LEU:HD22 1.98 0.46
1:S:543:TYR:CE2 1:S:575:1LE:HG21 2.50 0.46
1:SA:543:TYR:CE2 1:SA:575:ILE:HG21 2.50 0.46
1:TA:804:PRO:O 1:TA:807:ILE:HG22 2.16 0.46
1:W:330:GLN:C 1:W:407-MET:HE1 2.41 0.46
1:X:219:VAL:HG11 1:X:227.LEU:HD22 1.98 0.46
1:X:765:VAL:HG22 1:Y:759:LEU:HD21 1.97 0.46
1:XB:504:ARG:HA 1:XB:504:ARG:NE 2.30 0.46
1:YA:504:ARG:HA 1:YA:504:ARG:NE 2.31 0.46
1:YA:543: TYR:CE2 1:YA:575:ILE:HG21 2.51 0.46
1:YB:65:VAL:HG23 1:YB:67:ARG:HG3 1.97 0.46
1:7:65:VAL:HG23 1:72:67:ARG:HG3 1.96 0.46
1:7:168:ILE:HG21 1:72:174:LEU:-HB2 1.97 0.46
1:7ZB:529:ILE:HD12 1:ZB:583:VAL:HG11 1.97 0.46
1:AA:17:HIS:HB3 1:AA:44:LEU:HD23 1.98 0.46
1:AA:127:LEU:HD21 1:7:56:ARG:HE 1.80 0.46
1:AC:504:ARG:NE 1:AC:504:ARG:HA 2.31 0.46
1:B:543: TYR:CE2 1:B:575:ILE:HG21 2.51 0.46
1:BA:281:TYR:CG 1:BA:366: VAL:HG23 2.51 0.46
1:CA:334:LEU:HD12 1:CA:357:TRP:NE1 2.30 0.46
1:DB:168:ILE:HG21 1:DB:174:LEU:HB2 1.98 0.46
1:EA:219:VAL:HG11 | 1:EA:227:LEU:HD22 1.98 0.46
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Atom-1 Atom-2 distance (A) overlap (A)
1:FA:7:ILE:O 1:FA:8:ILE:C 2.59 0.46
1:IA:7:ILE:O 1:TA:8:ILE:C 2.59 0.46
1:JA:788:ALA:O 1:JA:792:VAL:HG23 2.16 0.46
1:K:52:THR:O 1:K:109:ILE:HD11 2.16 0.46
1:K:92:LEU:HD12 1:K:92:LEU:N 2.30 0.46
1:KA:281:TYR:CG 1:KA:366:VAL:HG23 2.51 0.46
1:KA:504:ARG:NE 1:KA:504:ARG:HA 2.31 0.46
1:KB:52:THR:O 1:KB:109:ILE:HD11 2.16 0.46
1:KB:504:ARG:HA 1:KB:504:ARG:NE 2.30 0.46
1:1L:92:LEU:N 1:1L:92:LEU:HD12 2.31 0.46
1:LB:543: TYR:CE2 1:LB:575:ILE:HG21 2.51 0.46
1:M:281:TYR:CG 1:M:366:VAL:HG23 2.50 0.46
1:MB:398:VAL:HG12 | 1:MB:491:PRO:HB3 1.97 0.46
1:0A:144:LEU:HD12 1:0A:163:ILE:HD11 1.97 0.46
1:0B:281:TYR:CG 1:0B:366:VAL:HG23 2.51 0.46
1:P:168:ILE:HG21 1:P:174:LEU:HB2 1.97 0.46
1:QA:788:ALA:O 1:QA:792:VAL:HG23 2.15 0.46
1:RB:804:PRO:O 1:RB:R07:ILE:HG22 2.15 0.46
1:TB:538:GLN:HB2 1:TB:646:VAL:HG22 1.97 0.46
1:TB:788:ALA:O 1:TB:792:VAL:HG23 2.16 0.46
1:UA:7:ILE:O 1:UA:R:ILE:C 2.59 0.46
1:YA:539:LEU:HD11 | 1:YA:640:VAL:HG13 1.97 0.46
1:Z:7:ILE:O 1:7Z:8:1LE:C 2.59 0.46
1:AA:504:ARG:HA 1:AA:504:ARG:NE 2.30 0.46
1:AA:758:GLU:O 1:AA:762:VAL:HG22 2.16 0.46
1:C:168:ILE:HG21 1:C:174:.LEU:HB2 1.97 0.46
1:C:334:LEU:HD12 1:C:357:TRP:NE1 2.30 0.46
1:C:543:TYR:CE2 1:C:575:1ILE:HG21 2.51 0.46
1:CA:16&8:ILE:HG21 1:CA:174:LEU:HB2 1.97 0.46
1:CA:543:TYR:CE2 1:CA:575:ILE:HG21 2.51 0.46
1:D:52:THR:O 1:D:109:ILE:HD11 2.15 0.46
1:E:504:ARG:NE 1:E:504:ARG:HA 2.30 0.46
1:E:523:PHE:CD2 1:E:568:VAL:HG23 2.50 0.46
1:EA:543:TYR:CE2 1:EA:575:1LE:HG21 2.51 0.46
1:G:92:LEU:HD12 1:G:92:LEU:N 2.30 0.46
1:G:504:ARG:NE 1:G:504:ARG:HA 2.30 0.46
1:GA:543: TYR:CE2 1:GA:575:ILE:HG21 2.51 0.46
1:HB:9:ARG:HH12 1:IB:19:LEU:HD11 1.81 0.46
1:TA:504:ARG:HA 1:TA:504:ARG:NE 2.30 0.46
1:1B:281:TYR:CG 1:1B:366:VAL:HG23 2.51 0.46
1:J:281:TYR:CG 1:J:366: VAL:HG23 2.51 0.46

Continued on next page...




Page 115

Full wwPDB EM Validation Report

EMD-53415, 9QW9

Continued from previous page...

Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:J:504:ARG:NE 1:J:504:ARG:HA 2.30 0.46
1:JB:543:TYR:CE2 1:JB:575:ILE:HG21 2.51 0.46
1:KA:345:ASP:0OD2 1:KA:349:VAL:HG13 2.15 0.46
1:P:281:TYR:CG 1:P:366:VAL:HG23 2.50 0.46
1:PA:57:HIS:O 1:PA:58:TYR:HD1 1.99 0.46
1:Q:30:VAL:CG2 1:Q:50:MET:HE3 2.44 0.46
1:RA:398:VAL:HG12 1:RA:491:PRO:HB3 1.96 0.46
1:S:63:ASN:OD1 1:S:104:VAL:HG12 2.16 0.46
1:S:168:ILE:HG21 1:S:174:LEU:HB2 1.97 0.46
1:T:366:VAL:O 1:T:366:VAL:HG13 2.16 0.46
1:TB:334:LEU:HD12 1:TB:357: TRP:NE1 2.31 0.46
1:TB:497:VAL:HG13 1:TB:497:VAL:O 2.16 0.46
1:TB:504:ARG:NE 1:TB:504:ARG:HA 2.31 0.46
1:UA:56:ARG:HE 1:VA:127:LEU:HD21 1.79 0.46
1:VA:44:LEU:HD22 1:VA:44:LEU:N 2.31 0.46
1:VA:281:TYR:CG 1:VA:366:VAL:HG23 2.51 0.46
1:VB:504:ARG:NE 1:VB:504:ARG:HA 2.30 0.46
1:WA:168:ILE:HG21 1:WA:174:.LEU:HB2 1.98 0.46
1:XA:398:VAL:HG12 1:XA:491:PRO:HB3 1.96 0.46
1:ZA:788:ALA:O 1:ZA:792:VAL:HG23 2.15 0.46
1:A:497:VAL:O 1:A:497:-VAL:HG13 2.15 0.46
1:AB:345:ASP:0OD2 1:AB:349:VAL:HG13 2.16 0.46
1:B:788:ALA:O 1:B:792:VAL:HG23 2.16 0.46
1:BA:219:VAL:HG11 | 1:BA:227:LEU:HD22 1.98 0.46
1:BB:398: VAL:HG12 1:BB:491:PRO:HB3 1.98 0.46
1:CA:7:ILE:O 1:CAR:ILE:C 2.59 0.46
1:CA:65:VAL:HG23 1:CA:67:ARG:HG3 1.96 0.46
1:D:758:GLU:O 1:D:762:VAL:HG22 2.16 0.46
1:DA:281:TYR:CG 1:DA:366:VAL:HG23 2.51 0.46
1:EB:366:VAL:HG13 1:EB:366:VAL:O 2.16 0.46
1:FA:281:TYR:CG 1:FA:366:VAL:HG23 2.51 0.46
1:JA:7:ILE:O 1:JA:8:ILE:C 2.59 0.46
1:JB:92:LEU:HD12 1:JB:92:LEU:N 2.30 0.46
1:L:30: VAL:CG2 1:L:50:MET:HE3 2.44 0.46
1:LA:504:ARG:HA 1:LA:504:ARG:NE 2.30 0.46
1:LA:575:ILE:HG23 1:LA:603:VAL:HG22 1.97 0.46
1:M:788:ALA:O 1:M:792:VAL:HG23 2.15 0.46
1:MA:168:ILE:HG21 1:MA:174:.LEU:HB2 1.97 0.46
1:N:788:ALA:O 1:N:792:VAL:HG23 2.16 0.46
1:NA:487:VAL:HG13 1:NA:487:VAL:O 2.16 0.46
1:0B:366:VAL:O 1:0B:366:VAL:HG13 2.16 0.46
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Atom-1 Atom-2 distance (A) overlap (A)
1:PA:17:HIS:HB3 1:PA:44:LEU:HD23 1.98 0.46
1:Q:56:ARG:HE 1:R:127:LEU:HD21 1.80 0.46
1:Q:334:LEU:HD12 1:Q:357:TRP:NE1 2.30 0.46
1:Q:366:VAL:O 1:Q:366:VAL:HG13 2.16 0.46
1:R:758:GLU:O 1:R:762:VAL:HG22 2.16 0.46
1:RB:543: TYR:CE2 1:RB:575:ILE:HG21 2.51 0.46
1:RB:788:ALA:O 1:RB:792:VAL:HG23 2.16 0.46
1:SB:168:ILE:HG21 1:SB:174:LEU:HB2 1.97 0.46
1:SB:788:ALA:O 1:SB:792:VAL:HG23 2.15 0.46
1:TB:219:VAL:HG11 | 1:TB:227:LEU:HD13 1.97 0.46
1:TB:543: TYR:CE2 1:TB:575:ILE:HG21 2.51 0.46
1:UA:398:VAL:HG12 1:UA:491:PRO:HB3 1.97 0.46
1:V:737:GLY:O 1:V:741:VAL:HG23 2.16 0.46
1:WA:281:TYR:CG 1:WA:366:VAL:HG23 2.51 0.46
1:XA:281:TYR:CG 1:XA:366:VAL:HG23 2.51 0.46
1:XB:334:LEU:HD12 1:XB:357:TRP:NE1 2.30 0.46
1:AA:543: TYR:CE2 1:AA:575:ILE:HG21 2.51 0.46
1:AC:56:ARG:HE 1:0A:127:-LEU:HD21 1.80 0.46
1:AC:487:VAL:HG13 1:AC:487:VAL:O 2.16 0.46
1:BA:543:TYR:CE2 1:BA:575:ILE:HG21 2.51 0.46
1:BB:281:TYR:CG 1:BB:366:VAL:HG23 2.51 0.46
1:BB:570:ASP:C 1:BB:570:ASP:OD1 2.59 0.46
1:CB:53:VAL:HG12 1:CB:93:ALA:HA 1.98 0.46
1:D:168:ILE:HG21 1:D:174:LEU:HB2 1.98 0.46
1:FA:788:ALA:O 1:FA:792:VAL:HG23 2.16 0.46
1:G:497:VAL:HG13 1:G:497:VAL:O 2.15 0.46
1:GA:504:ARG:NE 1:GA:504:ARG:HA 2.30 0.46
1:H:44:LEU:HD22 1:H:44:LEU:N 2.31 0.46
1:HA:788:ALA:O 1:HA:792:VAL:HG23 2.15 0.46
1:1:523:PHE:CD2 1:1:568: VAL:HG23 2.51 0.46
1:1:543: TYR:CE2 1:I:575:ILE:HG21 2.50 0.46
1:1B:758:GLU:O 1:1B:762:VAL:HG22 2.15 0.46
1:JA:543:TYR:CE2 1:JA:575:1LE:HG21 2.51 0.46
1:JB:7:ILE:O 1:JB:8:ILE:C 2.59 0.46
1:K:17:HIS:HB3 1:K:44:LEU:HD23 1.97 0.46
1:K:529:1LE:CD1 1:K:583:VAL:HG11 2.45 0.46
1:K:539:LEU:HD11 1:K:640:VAL:HG13 1.98 0.46
1:KA:219:VAL:HG11 | 1:KA:227:LEU:HD22 1.98 0.46
1:LB:487:VAL:HG13 1:LB:487:VAL:O 2.16 0.46
1:M:366:VAL:HG13 1:M:366:VAL:O 2.15 0.46
1:NA:63:ASN:OD1 1:NA:104:VAL:HG12 2.15 0.46
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Atom-1 Atom-2 distance (A) overlap (A)
1:NB:543:TYR:CE2 1:NB:575:ILE:HG21 2.51 0.46
1:0A:48:MET:HE2 1:0A:48:MET:HA 1.97 0.46
1:PA:219:VAL:HG11 1:PA:227:LEU:HD22 1.98 0.46
1:PB:398:VAL:HG12 1:PB:491:PRO:HB3 1.97 0.46
1:Q:504:ARG:NE 1:Q:504:ARG:HA 2.31 0.46
1:QA:7:ILE:O 1:QA:8:ILE:C 2.59 0.46
1:S:7:ILE:O 1:S:8:ILE:C 2.59 0.46
1:S:788:ALA:O 1:S:792:VAL:HG23 2.16 0.46
1:TA:7:ILE:O 1:TA:8:ILE:C 2.59 0.46
1:TB:92:LEU:HD12 1:TB:92:LEU:N 2.30 0.46
1:UA:393:VAL:HG22 1:UA:411:ASP:C 2.41 0.46
1:VB:219:VAL:HG11 | 1:VB:227:LEU:HD22 1.98 0.46
1:WA:144:LEU:HD12 | 1:WA:163:ILE:HD11 1.97 0.46
1:WA:788:ALA:O 1:WA:792:VAL:HG23 2.16 0.46
1:YB:575:ILE:HG23 1:YB:603:VAL:HG22 1.98 0.46
1:7:543: TYR:CE2 1:Z:575:1LE:HG21 2.51 0.46
1:A:144:LEU:HD12 1:A:163:ILE:HD11 1.97 0.45
1:B:281:TYR:CG 1:B:366:VAL:HG23 2.52 0.45
1:B:398:VAL:HG12 1:B:491:PRO:HB3 1.98 0.45
1:DA:56:ARG:HE 1:EA:127:LEU:HD21 1.80 0.45
1:DA:168:ILE:HG21 1:DA:174:LEU:HB2 1.98 0.45
1:DA:504:ARG:NE 1:DA:504:ARG:HA 2.31 0.45
1:EB:504:ARG:HA 1:EB:504:ARG:NE 2.31 0.45
1:FB:543: TYR:CE2 1:FB:575:ILE:HG21 2.51 0.45
1:1:281:TYR:CG 1:1:366: VAL:HG23 2.51 0.45
1:1:504:ARG:NE 1:1:504:ARG:HA 2.31 0.45
1:1:788:ALA:O 1:1:792:VAL:HG23 2.16 0.45
1:TA:30:VAL:CG2 1:TA:50:MET:HE3 2.45 0.45
1:IB:504:ARG:NE 1:1B:504:ARG:HA 2.31 0.45
1:JB:504:ARG:NE 1:JB:504:ARG:HA 2.31 0.45
1:K:504:ARG:HA 1:K:504:ARG:NE 2.30 0.45
1:M:92:LEU:HD12 1:M:92:LEU:N 2.30 0.45
1:NB:219:VAL:HG11 | 1:NB:227:LEU:HD22 1.98 0.45
1:NB:523:PHE:CE2 1:NB:545: TRP:CD1 3.05 0.45
1:0A:56:ARG:HE 1:PA:127:LEU:HD21 1.81 0.45
1:PB:168:ILE:HG22 1:PB:215:LEU:CD2 2.43 0.45
1:QA:168:1LE:HG21 1:QA:174:LEU:HB2 1.98 0.45
1:QB:281:TYR:CG 1:QB:366:VAL:HG23 2.51 0.45
1:QB:398:VAL:HG12 | 1:QB:491:PRO:HB3 1.97 0.45
1:S:92:LEU:HD12 1:S5:92:LEU:N 2.30 0.45
1:T:281:TYR:CG 1:T:366:VAL:HG23 2.51 0.45
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:UA:281:TYR:CG 1:UA:366:VAL:HG23 2.51 0.45
1:V:758:GLU:O 1:V:762:VAL:HG22 2.16 0.45
1:VA:56:ARG:HE 1:WA:127:LEU:HD21 1.80 0.45
1:W:92:LEU:HD12 1:W:92:LEU:N 2.30 0.45
1:XA:63:ASN:OD1 1:XA:104:VAL:HG12 2.15 0.45
1:YB:168:ILE:HG21 1:YB:174:LEU:HB2 1.97 0.45
1:YB:219:VAL:HG11 | 1:YB:227:LEU:HD22 1.98 0.45
1:Z:13: TYR:HA 1:7:50:MET:HE3 1.97 0.45
1:Z:504:ARG:NE 1:7:504:ARG:HA 2.31 0.45
1:AA:398:VAL:HG12 1:AA:491:PRO:HB3 1.98 0.45
1:AB:127:LEU:HD21 1:ZA:56:ARG:HE 1.80 0.45
1:AB:504:ARG:NE 1:AB:504:ARG:HA 2.30 0.45
1:AC:779:LEU:HD21 1:0A:774:ARG:HG2 1.98 0.45
1:C:504:ARG:HA 1:C:504:ARG:NE 2.31 0.45
1:DA:144:LEU:HD12 1:DA:163:ILE:HD11 1.97 0.45
1:EA:788:ALA:O 1:EA:792:VAL:HG23 2.17 0.45
1:FB:7:ILE:O 1:FB:&8:ILE:C 2.59 0.45
1:FB:168:ILE:HG21 1:FB:174:LEU:HB2 1.97 0.45
1:GB:7:ILE:O 1:GB:&:ILE:C 2.60 0.45
1:H:281:TYR:CG 1:H:366:VAL:HG23 2.51 0.45
1:TA:398:VAL:HG12 1:TA:491:PRO:HB3 1.97 0.45
1:KB:17:HIS:HB3 1:KB:44:.LEU:HD23 1.98 0.45
1:KB:765:VAL:HG22 | 1:LB:759:LEU:HD21 1.97 0.45
1:1:398:VAL:HG12 1:1:491:PRO:HB3 1.97 0.45
1:LA:7:ILE:O 1:LA:8:ILE:C 2.60 0.45
1:LA:219:VAL:HG11 | 1:LA:227:LEU:HD22 1.98 0.45
1:MB:281:TYR:CG 1:MB:366:VAL:HG23 2.51 0.45
1:NA:7:ILE:O 1:NA:&:ILE:C 2.59 0.45
1:0:219:VAL:HG11 1:0:227:LEU:HD13 1.98 0.45
1:0:529:ILE:HD12 1:0:583:VAL:HG11 1.98 0.45
1:0A:334:LEU:HD12 1:0A:357:TRP:NE1 2.31 0.45
1:0A:504:ARG:NE 1:0A:504:ARG:HA 2.31 0.45
1:0B:538:GLN:HB2 1:0B:646:VAL:HG22 1.98 0.45
1:P:529:ILE:CD1 1:P:583:VAL:HG11 2.46 0.45
1:R:281:TYR:CG 1:R:366:VAL:HG23 2.50 0.45
1:T:334:LEU:HD12 1:T:357:TRP:NE1 2.31 0.45
1:TB:398:VAL:HG12 1:TB:491:PRO:HB3 1.97 0.45
1:V:30:VAL:HG21 1:V:50:MET:HE3 1.99 0.45
1:V:144:.LEU:HD12 1:V:163:ILE:HD11 1.97 0.45
1:VA:758:GLU:O 1:VA:762:VAL:HG22 2.16 0.45
1:W:539:LEU:HD11 1:W:640:VAL:HG13 1.96 0.45
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:W:788:ALA:O 1:W:792:VAL:HG23 2.16 0.45
1:-WA:7:ILE:O 1:-WA:8:ILE:C 2.59 0.45
1:X:398:VAL:HG12 1:X:491:PRO:HB3 1.97 0.45
1:XB:219:VAL:HG11 | 1:XB:227:LEU:HD22 1.98 0.45
1:XB:366:VAL:HG13 1:XB:366:VAL:O 2.17 0.45
1:YB:57:HIS:O 1:YB:5&8:TYR:HD1 2.00 0.45
1:AA:7:ILE:O 1:AA:R:ILE:C 2.59 0.45
1:AA:168:ILE:HG21 1:AA:174:LEU:HB2 1.98 0.45
1:AC:281:TYR:CG 1:AC:366:VAL:HG23 2.51 0.45
1:BB:52:THR:O 1:BB:109:ILE:HD11 2.16 0.45
1:BB:366:VAL:HG13 1:BB:366:VAL:O 2.16 0.45
1:CB:7:ILE:O 1:CB:&:ILE:C 2.60 0.45
1:D:788:ALA:O 1:D:792:VAL:HG23 2.16 0.45
1:DA:7:ILE:O 1:DA:S:ILE:C 2.59 0.45
1:EA:13:TYR:HA 1:EA:50:MET:CE 2.46 0.45
1:EB:219:VAL:HG11 1:EB:227:LEU:HD22 1.98 0.45
1:FA:17:HIS:CB 1:FA:44:.LEU:HD23 2.47 0.45
1:FB:504:ARG:NE 1:FB:504:ARG:HA 2.30 0.45
1:GA:583:VAL:O 1:GA:583:VAL:HG22 2.16 0.45
1:HA:504:ARG:NE 1:HA:504:ARG:HA 2.31 0.45
1:HB:398:VAL:HG12 1:HB:491:PRO:HB3 1.97 0.45
1:HB:504:ARG:HA 1:HB:504:ARG:NE 2.30 0.45
1:1:144:LEU:HD12 1:1:163:ILE:HD11 1.97 0.45
1:1B:737:GLY:O 1:I1B:741:VAL:HG23 2.16 0.45
1:K:543: TYR:CE2 1:K:575:ILE:HG21 2.51 0.45
1:MA:529:ILE:HD12 | 1:MA:583:VAL:HG11 1.97 0.45
1:NA:529:ILE:CD1 1:NA:583:VAL:HG11 2.45 0.45
1:P:504:ARG:NE 1:P:504:ARG:HA 2.31 0.45
1:QA:487:VAL:O 1:QA:487:VAL:HG13 2.17 0.45
1:RA:7:ILE:O 1:RA:8:ILE:C 2.59 0.45
1:WA:504:ARG:NE 1:WA:504:ARG:HA 2.30 0.45
1:XA:504:ARG:NE 1:XA:504:ARG:HA 2.31 0.45
1:XB:168:ILE:HG21 1:XB:174:LEU:HB2 1.98 0.45
1:XB:543:TYR:CE2 1:XB:575:ILE:HG21 2.50 0.45
1:A:7:ILE:O 1:A:8:ILE:C 2.60 0.45
1:A:281:TYR:CG 1:A:366:VAL:HG23 2.51 0.45
1:A:543: TYR:CE2 1:A:575:1LE:HG21 2.52 0.45
1:AC:7:ILE:O 1:AC:8:ILE:C 2.59 0.45
1:CB:281:TYR:CG 1:CB:366:VAL:HG23 2.52 0.45
1:CB:543: TYR:CE2 1:CB:575:ILE:HG21 2.52 0.45
1:DB:758:GLU:O 1:DB:762:VAL:HG22 2.16 0.45
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Atom-1 Atom-2 distance (A) overlap (A)
1:EA:7:ILE:O 1:EA:8:ILE:C 2.59 0.45
1:EB:788:ALA:O 1:EB:792:VAL:HG23 2.17 0.45
1:G:281:TYR:CG 1:G:366:VAL:HG23 2.51 0.45
1:GA:7:ILE:O 1:GA:R:ILE:C 2.59 0.45
1:GA:334:LEU:HD12 1:GA:357:TRP:NE1 2.32 0.45
1:HA:7:ILE:O 1:HA:&:ILE:C 2.59 0.45
1:HB:788:ALA:O 1:HB:792:VAL:HG23 2.16 0.45
1:IB:7:ILE:O 1:1B:8:ILE:C 2.59 0.45
1:J:17:HIS:HB3 1:J:44:LEU:HD23 1.97 0.45
1:J:63:ASN:OD1 1:J:104:VAL:HG12 2.16 0.45
1:JB:788:ALA:O 1:JB:792:VAL:HG23 2.16 0.45
1:LB:17:HIS:HB3 1:LB:44:LEU:HD23 1.98 0.45
1:MA:7:ILE:O 1:MA:8:ILE:C 2.59 0.45
1:MA:52:THR:O 1:MA:109:ILE:HD11 2.16 0.45
1:NA:539:LEU:HD21 1:NA:599:ILE:HD11 1.98 0.45
1:0:56:ARG:HE 1:P:127:LEU:HD21 1.80 0.45
1:P:758:GLU:O 1:P:762: VAL:HG22 2.16 0.45
1:PA:543: TYR:CE2 1:PA:575:ILE:HG21 2.51 0.45
1:QB:504:ARG:NE 1:QB:504:ARG:HA 2.31 0.45
1:QB:543: TYR:CE2 1:QB:575:ILE:HG21 2.51 0.45
1:SB:334:LEU:HD12 1:SB:357:TRP:NE1 2.32 0.45
1:SB:366:VAL:HG13 1:SB:366:VAL:O 2.17 0.45
1:UA:92:LEU:HD12 1:UA:92:LEU:N 2.31 0.45
1:UB:487:VAL:HG13 1:UB:487:VAL:O 2.16 0.45
1:WB:7:ILE:O 1:WB:8:ILE:C 2.59 0.45
1:XB:17:HIS:HB3 1:XB:44:LEU:HD23 1.97 0.45
1:XB:497:VAL:O 1:XB:497:VAL:HG13 2.16 0.45
1:Y:7:ILE:O 1:Y:8:ILE:C 2.59 0.45
1:Y:487:VAL:O 1:Y:487:-VAL:HG13 2.16 0.45
1:ZA:7:ILE:O 1:ZA:8:ILE:C 2.60 0.45
1:ZA:529:ILE:HD12 1:ZA:583:VAL:HG11 1.97 0.45
1:ZB:92:LEU:HD12 1:ZB:92:LEU:N 2.30 0.45
1:A:398:VAL:HG12 1:A:491:PRO:HB3 1.97 0.45
1:A:504:ARG:NE 1:A:504:ARG:HA 2.31 0.45
1:BB:56:ARG:HE 1:CB:127:LEU:HD21 1.81 0.45
1:CA:398:VAL:HG12 1:CA:491:PRO:HB3 1.96 0.45
1:CB:219:VAL:HG11 | 1:CB:227:LEU:HD13 1.99 0.45
1:CB:497:VAL:O 1:CB:497:VAL:HG13 2.15 0.45
1:FA:504:ARG:HA 1:FA:504:ARG:NE 2.31 0.45
1:G:543: TYR:CE2 1:G:575:ILE:HG21 2.52 0.45
1:GB:788:ALA:O 1:GB:792:VAL:HG23 2.16 0.45
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Atom-1 Atom-2 distance (A) overlap (A)
1:HB:7:ILE:O 1:HB:8:ILE:C 2.59 0.45
1:K:56:ARG:HE 1:L:127:LEU:HD21 1.82 0.45
1:KA:7:ILE:O 1:KA:8:ILE:C 2.59 0.45
1:KA:168:ILE:HG21 1:KA:174:LEU:HB2 1.98 0.45
1:KA:487:VAL:HG13 1:KA:487:VAL:O 2.17 0.45
1:1:334:LEU:HD12 1:L:357:TRP:NE1 2.32 0.45
1:L:504:ARG:NE 1:L:504:ARG:HA 2.30 0.45
1:NA:17:HIS:HB3 1:NA:44:LEU:HD23 1.98 0.45
1:NA:758:GLU:O 1:NA:762:VAL:HG22 2.16 0.45
1:0:539:LEU:HD21 1:0:541:LEU:HD21 1.97 0.45
1:Q:788:ALA:O 1:Q:792:VAL:HG23 2.17 0.45
1:QA:539:LEU:HD21 | 1:QA:599:ILE:HD11 1.99 0.45
1:RA:219:VAL:HG11 | 1:RA:227:LEU:HD22 1.98 0.45
1:SA:47:PRO:O 1:SA:48:MET:HE2 2.17 0.45
1:V:281:TYR:CG 1:V:366:VAL:HG23 2.51 0.45
1:VA:30:VAL:HG21 1:VA:50:MET:HE3 1.99 0.45
1:VA:489:LEU:HD21 1:VA:495:PHE:CZ 2.52 0.45
1:VB:398:VAL:HG12 1:VB:491:PRO:HB3 1.97 0.45
1:W:7:ILE:O 1:W:8.ILE:C 2.60 0.45
1:XA:7:ILE:O 1:XA:&8:ILE:C 2.60 0.45
1:XA:788:ALA:O 1:XA:792:VAL:HG23 2.16 0.45
1:XB:281:TYR:CG 1:XB:366:VAL:HG23 2.51 0.45
1:YA:529:ILE:CD1 1:YA:583:VAL:HG11 2.45 0.45
1:AC:168:ILE:HG21 1:AC:174:LEU:HB2 1.98 0.45
1:C:758:GLU:O 1:C:762:VAL:HG22 2.17 0.45
1:CB:504:ARG:HA 1:CB:504:ARG:NE 2.31 0.45
1:DB:504:ARG:NE 1:DB:504:ARG:HA 2.31 0.45
1:F:543:TYR:CE2 1:F:575:ILE:HG21 2.52 0.45
1:F:804:PRO:O 1:F:807:ILE:HG22 2.15 0.45
1:H:489:LEU:HD21 1:H:495:PHE:CZ 2.52 0.45
1:HA:281:TYR:CG 1:HA:366:VAL:HG23 2.51 0.45
1:HB:56:ARG:HE 1:IB:127:LEU:HD21 1.82 0.45
1:I:758:GLU:O 1:1:762:VAL:HG22 2.16 0.45
1:1B:398:VAL:HG12 1:1B:491:PRO:HB3 1.98 0.45
1:JA:17:HIS:HB3 1:JA:44:LEU:HD23 1.99 0.45
1:JB:398:VAL:HG12 1:JB:491:PRO:HB3 1.98 0.45
1:KA:25:VAL:HG21 1:KA:78:THR:O 2.16 0.45
1:KB:386:GLU:O 1:KB:402:ILE:HG23 2.16 0.45
1:MB:7:ILE:O 1:MB:&:ILE:C 2.59 0.45
1:NB:398:VAL:HG12 1:NB:491:PRO:HB3 1.98 0.45
1:0:398:VAL:HG12 1:0:491:PRO:HB3 1.98 0.45
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Atom-1 Atom-2 distance (A) overlap (A)
1:0B:504:ARG:NE 1:0B:504:ARG:HA 2.31 0.45
1:PA:53:VAL:HG21 1:PA:59:CYS:HB2 1.99 0.45
1:PA:281:TYR:CG 1:PA:366:VAL:HG23 2.51 0.45
1:QB:7:ILE:O 1:QB:&8:ILE:C 2.59 0.45
1:SB:504:ARG:HA 1:SB:504:ARG:NE 2.31 0.45
1:T:543: TYR:CE2 1. T:575:ILE:HG21 2.51 0.45
1:X:17:HIS:CB 1:X:44:LEU:HD23 2.47 0.45
1:X:575:ILE:HG23 1:X:603:VAL:HG22 1.98 0.45
1:XB:7:ILE:O 1:XB:&:ILE:C 2.59 0.45
1:YA:7:ILE:O 1:YA:8:ILE:C 2.59 0.45
1:7:92:LEU:HD12 1:7:92:LEU:N 2.31 0.45
1:ZA:168:1ILE:HG21 1:ZA:174:LEU:HB2 1.99 0.45
1:7ZB:168:ILE:HG21 1:ZB:174:LEU:HB2 1.98 0.45
1:AA:575:ILE:HG23 1:AA:603:VAL:HG22 1.98 0.45
1:BA:366:VAL:O 1:BA:366:VAL:HG13 2.16 0.45
1:D:7:ILE:O 1:D:&:ILE:C 2.60 0.45
1:DA:643:VAL:O 1:DA:643:VAL:HG12 2.17 0.45
1:DB:583:VAL:O 1:DB:583:VAL:HG22 2.16 0.45
1:EA:504:ARG:NE 1:EA:504:ARG:HA 2.31 0.45
1:G:393:VAL:HG22 1:G:411:ASP:C 2.42 0.45
1:KA:529:ILE:HD12 1:KA:583:VAL:HG11 1.98 0.45
1:KB:543:TYR:CE2 1:KB:575:ILE:HG21 2.52 0.45
1:KB:758:GLU:O 1:KB:762:VAL:HG22 2.17 0.45
1:N:281:TYR:CG 1:N:366:VAL:HG23 2.51 0.45
1:0A:497:VAL:O 1:0A:497:VAL:HG13 2.15 0.45
1:P:583:VAL:HG22 1:P:583:VAL:O 2.16 0.45
1:Q:281:TYR:CG 1:Q:366:VAL:HG23 2.51 0.45
1:R:168:ILE:HG21 1:R:174:LEU:HB2 1.98 0.45
1:S:366: VAL:HG13 1:S:366:VAL:O 2.17 0.45
1:TA:219:VAL:HG11 1:TA:227:LEU:HD22 1.99 0.45
1:TB:281:TYR:CG 1:TB:366:VAL:HG23 2.52 0.45
1:W:543: TYR:CE2 1:W:575:ILE:HG21 2.51 0.45
1:WB:504:ARG:NE 1:WB:504:ARG:HA 2.30 0.45
1:7:788:ALA:O 1:7:792:VAL:HG23 2.17 0.45
1:ZA:366:VAL:O 1:7ZA:366:VAL:HG13 2.17 0.45
1:AB:543:TYR:CE2 1:AB:575:ILE:HG21 2.52 0.45
1:B:219:VAL:HG11 1:B:227:LEU:HD22 1.98 0.45
1:DA:176:LEU:HD23 1:DA:176:LEU:H 1.82 0.45
1:DA:543:TYR:CE2 1:DA:575:ILE:HG21 2.51 0.45
1.E:7.ILE:O 1:E:8:ILE:C 2.60 0.45
1:G:398:VAL:HG12 1:G:491:PRO:HB3 1.98 0.45
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Atom-1 Atom-2 distance (A) overlap (A)
1:GB:168:ILE:HG21 1:GB:174:LEU:HB2 1.98 0.45
1:H:398:VAL:HG12 1:H:491:PRO:HB3 1.97 0.45
1:HA:176:LEU:HD23 1:HA:176:LEU:H 1.82 0.45
1:HB:30:VAL:HG21 1:HB:50:-MET:HE3 1.99 0.45
1:IB:121:LEU:HD23 1:1B:162:ILE:HG22 1.99 0.45
1:K:366:VAL:HG13 1:K:366:VAL:O 2.17 0.45
1:KB:575:ILE:HG23 1:KB:603:VAL:HG22 1.96 0.45
1:LA:63:ASN:OD1 1:LA:104:VAL:HG12 2.16 0.45
1:LA:168:ILE:HG21 1:LA:174:LEU:HB2 1.98 0.45
1:LA:334:LEU:HD12 1:LA:357:TRP:NE1 2.32 0.45
1:MB:366:VAL:HG13 1:MB:366:VAL:O 2.17 0.45
1:MB:504:ARG:HA 1:MB:504:ARG:NE 2.31 0.45
1:MB:788:ALA:O 1:MB:792:VAL:HG23 2.17 0.45
1:0A:7:ILE:O 1:0A:8:ILE:C 2.59 0.45
1:0A:758:GLU:O 1:0A:762:VAL:HG22 2.16 0.45
1:R:539:LEU:HD12 1:R:540:GLN:H 1.80 0.45
1:RB:758:GLU:O 1:RB:762:VAL:HG22 2.17 0.45
1:UA:497:VAL:HG13 1:UA:497:VAL:O 2.15 0.45
1.UB:7:ILE:O 1:UB:&:ILE:C 2.59 0.45
1:V:504:ARG:HA 1:V:504:ARG:NE 2.31 0.45
1:WA:758:GLU:O 1:WA:762:VAL:HG22 2.16 0.45
1:WB:543:TYR:CE2 1:-WB:575:ILE:HG21 2.51 0.45
1:7:219:VAL:HG11 1:7:227:LEU:HD22 1.99 0.45
1:AA:30:VAL:HG21 1:AA:50:MET:HE3 1.98 0.45
1:AA:489:LEU:HD21 1:AA:495:PHE:CZ 2.52 0.45
1:B:7:ILE:O 1:B:&:ILE:C 2.60 0.45
1:B:176:LEU:HD23 1:B:176:LEU:H 1.82 0.45
1:BA:7:ILE:O 1:BA:8:ILE:C 2.60 0.45
1:BA:758:GLU:O 1:BA:762: VAL:HG22 2.16 0.45
1:C:281:TYR:CG 1:C:366:VAL:HG23 2.52 0.45
1:C:366:VAL:HG13 1:C:366:VAL:O 2.17 0.45
1:D:302: VAL:HG11 1:D:306:LYS:HZ2 1.81 0.45
1:DA:216:VAL:O 1:DA:216:VAL:HG13 2.17 0.45
1:DB:487:VAL:O 1:DB:487:VAL:HG13 2.17 0.45
1:E:281:TYR:CG 1:E:366: VAL:HG23 2.52 0.45
1:FB:758:GLU:O 1:FB:762:VAL:HG22 2.17 0.45
1:GB:52: THR:O 1:GB:109:ILE:HD11 2.16 0.45
1:H:504:ARG:NE 1:H:504:ARG:HA 2.30 0.45
1:HB:168:ILE:HG21 1:HB:174:LEU:HB2 1.98 0.45
1:HB:176:LEU:HD23 1:HB:176:LEU:H 1.82 0.45
1:TA:30:VAL:HG21 1:TA:50:MET:HE3 1.99 0.45
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Atom-1 Atom-2 distance (A) overlap (A)
1:TA:219:VAL:HG11 1:TA:227:LEU:HD22 1.98 0.45
1:1B:56:ARG:HE 1:JB:127:LEU:CD2 2.30 0.45
1:JA:504:ARG:NE 1:JA:504:ARG:HA 2.31 0.45
1:JB:334:LEU:HD12 1:JB:357:TRP:NE1 2.31 0.45
1:KB:497:VAL:O 1:KB:497:VAL:HG13 2.16 0.45
1:L:281:TYR:CG 1:1:366:VAL:HG23 2.51 0.45
1:0:7:ILE:O 1:0:8:ILE:C 2.60 0.45
1:P:487:VAL:HG13 1:P:487:VAL:O 2.17 0.45
1:RB:504:ARG:NE 1:RB:504:ARG:HA 2.31 0.45
1:SB:17:HIS:HB3 1:SB:44:LEU:HD23 1.98 0.45
1:SB:281:TYR:CG 1:SB:366:VAL:HG23 2.51 0.45
1. T:7:ILE:O 1. T:8:ILE:C 2.59 0.45
1. TB:7:ILE:O 1:TB:8:ILE:C 2.59 0.45
1:Y:543: TYR:CE2 1:Y:575:.1LE:HG21 2.51 0.45
1:ZA:662:ILE:O 1:ZA:666: THR:HG23 2.17 0.45
1:ZB:7:ILE:O 1:ZB:8:ILE:C 2.59 0.45
1:AB:176:LEU:HD23 1:AB:176:LEU:H 1.82 0.45
1:BA:788:ALA:O 1:BA:792:VAL:HG23 2.17 0.45
1:BB:7:ILE:O 1:BB:&:ILE:C 2.60 0.45
1:BB:543: TYR:CE2 1:BB:575:ILE:HG21 2.52 0.45
1:CA:487:VAL:O 1:CA:487:VAL:HG13 2.17 0.45
1:DA:788:ALA:O 1:DA:792:VAL:HG23 2.17 0.45
1:DB:219:VAL:HG11 | 1:DB:227:LEU:HD22 1.99 0.45
1:EB:176:LEU:HD23 1:EB:176:LEU:H 1.82 0.45
1:¥FB:334:LEU:HD12 1:FB:357: TRP:NE1 2.32 0.45
1:GB:17:HIS:HB3 1:GB:44:LEU:HD23 1.99 0.45
1:H:52:THR:O 1:H:109:ILE:HD11 2.17 0.45
1:.I.7:ILE:O 1:I:8:ILE:C 2.59 0.45
1:1B:176:LEU:HD23 1:1B:176:LEU:H 1.82 0.45
1:1B:334:LEU:HD12 1:IB:357:TRP:NE1 2.32 0.45
1:KB:334:LEU:HD12 1:KB:357:TRP:NE1 2.32 0.45
1:L:17:HIS:HB3 1:1L:44:LEU:HD23 1.97 0.45
1:.LB:7:ILE:O 1:LB:&:ILE:C 2.59 0.45
1:N:219:VAL:HG11 1:N:227.-LEU:HD22 1.99 0.45
1:0A:398:VAL:HG12 1:0A:491:PRO:HB3 1.97 0.45
1:P:17:HIS:HB3 1:P:44:LEU:HD23 1.99 0.45
1:P:52:THR:O 1:P:109:ILE:HD11 2.17 0.45
1:QA:366:VAL:HG13 1:QA:366:VAL:O 2.17 0.45
1:R:7:ILE:O 1:R:&8:ILE:C 2.59 0.45
1:R:30:VAL:CG2 1:R:50:MET:HE3 2.46 0.45
1:R:543: TYR:CE2 1:R:575:1LE:HG21 2.51 0.45
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:SB:398:VAL:HG12 1:SB:491:PRO:HB3 1.98 0.45
1:V:575:1LE:HG23 1:V:603:VAL:HG22 1.98 0.45
1:W:219:VAL:HG11 1:W:227:LEU:HD22 1.99 0.45
1:WB:281:TYR:CG 1:WB:366:VAL:HG23 2.52 0.45
1:YB:334:LEU:HD12 1:YB:357:-TRP:NE1 2.32 0.45
1:7:281:TYR:CG 1:7:366:VAL:HG23 2.52 0.45
1:ZA:219:VAL:HG11 1:ZA:227:LEU:HD22 1.99 0.45
1:ZA:538:GLN:HB2 1:7ZA:646:VAL:HG22 1.98 0.45
1:ZB:543: TYR:CE2 1:ZB:575:1LE:HG21 2.52 0.45
1:A:366:VAL:O 1:A:366:VAL:HG13 2.18 0.44
1:AA:176:LEU:HD23 1:AA:176:LEU:H 1.82 0.44
1:B:17:HIS:HB3 1:B:44:LEU:HD23 1.99 0.44
1:CA:17:HIS:HB3 1:CA:44:LEU:HD23 1.99 0.44
1:DA:334:LEU:HD12 1:DA:357:TRP:NE1 2.32 0.44
1:DB:52:THR:O 1:DB:109:ILE:HD11 2.17 0.44
1:EB:48:MET:HA 1:EB:48:MET:HE3 1.99 0.44
1:G:366:VAL:O 1:G:366:VAL:HG13 2.17 0.44
1:GA:497:VAL:O 1:GA:497:VAL:HG13 2.17 0.44
1:H:56:ARG:HE 1:1:127:LEU:HD21 1.82 0.44
1:1B:366:VAL:O 1:1B:366:VAL:HG13 2.16 0.44
1:LA:281:TYR:CG 1:LA:366:VAL:HG23 2.52 0.44
1:LB:176:LEU:HD23 1:LB:176:LEU:H 1.82 0.44
1:MA:56:ARG:HE 1:NA:127:LEU:HD21 1.81 0.44
1:NA:583:VAL:HG22 1:NA:583:VAL:O 2.17 0.44
1:NB:7:ILE:O 1:NB:&:ILE:C 2.59 0.44
1:NB:489:LEU:HD21 1:NB:495:PHE:CZ 2.52 0.44
1:0:168:ILE:HG21 1:0:174:LEU:HB2 1.98 0.44
1:PB:7:ILE:O 1:PB:&:ILE:C 2.59 0.44
1:S:168:ILE:HG22 1:S:215:LEU:CD2 2.46 0.44
1:SB:7:ILE:O 1:SB:&:ILE:C 2.59 0.44
1:UA:168:ILE:HG21 1:UA:174:.LEU:HB2 1.99 0.44
1:UB:56:ARG:HE 1:VB:127:LEU:CD2 2.31 0.44
1:V:398:VAL:HG12 1:V:491:PRO:HB3 1.98 0.44
1:W:398:VAL:HG12 1:W:491:PRO:HB3 1.98 0.44
1:WB:52: THR:O 1:WB:109:ILE:HD11 2.18 0.44
1:XA:219:VAL:HG11 | 1:XA:227:LEU:HD22 1.99 0.44
1:YA:56:ARG:HE 1:ZA:127:LEU:HD21 1.82 0.44
1:YB:53:VAL:HG12 1:YB:93:ALA:HA 1.98 0.44
1:ZA:52:THR:O 1:ZA:109:ILE:HD11 2.16 0.44
1:ZA:334:LEU:HD12 1:ZA:357:TRP:NE1 2.32 0.44
1:A:176:LEU:H 1:A:176:LEU:HD23 1.83 0.44
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:A:774:ARG:HG2 1:NA:779:LEU:HD21 1.99 0.44
1:AC:539:LEU:HD21 1:AC:599:ILE:HD11 1.99 0.44
1:BA:53:VAL:HG12 1:BA:57:HIS:O 2.18 0.44
1:CA:176:LEU:HD23 1:CA:176:LEU:H 1.82 0.44
1:DA:208:VAL:HG23 1:DA:209:PHE:CD1 2.52 0.44
1:DB:543:TYR:CE2 1:DB:575:ILE:HG21 2.53 0.44
1:EA:17:HIS:HB3 1:EA:44:LEU:HD23 2.00 0.44
1:EB:7:ILE:O 1:EB:8:ILE:C 2.59 0.44
1:FA:57:HIS:O 1:FA:58:TYR:HD1 2.00 0.44
1:FA:538:GLN:HB2 1:FA:646: VAL:HG22 1.97 0.44
1:G:168:ILE:HG21 1:G:174:.LEU:HB2 1.99 0.44
1:G:523:PHE:CE2 1:G:545:TRP:CD1 3.05 0.44
1:H:7:ILE:O 1:H:8:ILE:C 2.60 0.44
1:1B:144:LEU:HD12 1:1B:163:ILE:HD11 1.98 0.44
1:K:359:ILE:HG23 1:K:359:ILE:O 2.17 0.44
1:KB:168:ILE:HG21 1:KB:174:LEU:HB2 1.99 0.44
1:LA:30:VAL:HG21 1:LA:50:MET:HE3 2.00 0.44
1:LA:176:LEU:HD23 1:LA:176:LEU:H 1.83 0.44
1:LB:219:VAL:HG11 1:LB:227:LEU:HD13 1.99 0.44
1:M:7:ILE:O 1:M:&8:ILE:C 2.59 0.44
1:NA:168:ILE:HG21 1:NA:174:LEU:HB2 1.98 0.44
1:NA:334:LEU:HD12 1:NA:357:TRP:NE1 2.32 0.44
1:NB:30:VAL:HG21 1:NB:50:-MET:HE3 1.98 0.44
1:PA:53:VAL:HG12 1:PA:93:ALA:HA 1.99 0.44
1:Q:219:VAL:HG11 1:Q:227:LEU:HD22 1.98 0.44
1:QA:543:TYR:CE2 1:QA:575:1LE:HG21 2.51 0.44
1:R:219:VAL:HG11 1:R:227:LEU:HD13 2.00 0.44
1:UA:543:TYR:CE2 1:UA:575:ILE:HG21 2.52 0.44
1:V:7:ILE:O 1:V:&ILE:C 2.60 0.44
1:V:168:1ILE:HG22 1:V:215:LEU:CD2 2.46 0.44
1:V:208:VAL:HG23 1:V:209:PHE:CD1 2.52 0.44
1:WA:176:LEU:HD23 1:WA:176:LEU:H 1.83 0.44
1:WB:487:VAL:HG13 1:WB:487:VAL:O 2.17 0.44
1:X:7:ILE:O 1:X:8:ILE:C 2.60 0.44
1:X:121:LEU:HD23 1:X:162:ILE:HG22 1.99 0.44
1:Y:52:THR:O 1:Y:109:ILE:HD11 2.16 0.44
1:YB:281:TYR:CG 1:YB:366: VAL:HG23 2.52 0.44
1:7:366:VAL:O 1:7:366:VAL:HG13 2.17 0.44
1:7ZB:63:ASN:OD1 1:7ZB:104:VAL:HG12 2.17 0.44
1:A:17:HIS:CB 1:A:44:LEU:HD23 2.47 0.44
1:AA:523:PHE:CE2 1:AA:545:TRP:CD1 3.05 0.44
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:AC:774:ARG:HG2 1:ZB:779:LEU:HD21 2.00 0.44
1:BB:487:VAL:HG13 1:BB:487:VAL:O 2.18 0.44
1:CB:52:THR:O 1:CB:109:1LE:HD11 2.17 0.44
1:D:543:TYR:CE2 1:D:575:ILE:HG21 2.52 0.44
1:DA:758:GLU:O 1:DA:762:VAL:HG22 2.17 0.44
1:DB:529:ILE:CD1 1:DB:583:VAL:HG11 2.46 0.44
1:EA:168:ILE:HG21 1:EA:174:LEU:HB2 1.99 0.44
1:EA:176:LEU:HD23 1:EA:176:LEU:H 1.82 0.44
1:F:539:LEU:HD11 1:F:640:VAL:HG13 2.00 0.44
1:GA:281:TYR:CG 1:GA:366:VAL:HG23 2.52 0.44
1:H:30:VAL:HG21 1:H:50:MET:HE3 1.99 0.44
1:1:366: VAL:O 1:1:366: VAL:HG13 2.18 0.44
1:L:219:VAL:HG11 1:L:227:LEU:HD22 1.99 0.44
1:L:662:ILE:O 1:L:666: THR:HG23 2.17 0.44
1:LA:398:VAL:HG12 1:LA:491:PRO:HB3 1.99 0.44
1:M:168:ILE:HG21 1:M:174:LEU:HB2 1.98 0.44
1:0A:168:1LE:HG22 1:0A:215:LEU:CD2 2.45 0.44
1:P:7:ILE:O 1:P:8:ILE:C 2.60 0.44
1:QA:281:TYR:CG 1:QA:366:VAL:HG23 2.52 0.44
1:RA:539:LEU:HD21 1:RA:599:ILE:HD11 2.00 0.44
1:RB:30:VAL:CG2 1:RB:50:MET:HE2 2.47 0.44
1:SA:7:ILE:O 1:SA:R:ILE:C 2.59 0.44
1:SB:219:VAL:HG11 1:SB:227:LEU:HD22 1.99 0.44
1:WA:57:HIS:O 1:WA:58: TYR:HD1 2.00 0.44
1:XA:543: TYR:CE2 1:XA:575:ILE:HG21 2.52 0.44
1:YA:176:LEU:HD23 1:YA:176:LEU:H 1.82 0.44
1:ZA:487:VAL:O 1:ZA:487:VAL:HG13 2.17 0.44
1:AC:583:VAL:HG22 1:AC:583:VAL:O 2.17 0.44
1:BB:758:GLU:O 1:BB:762:VAL:HG22 2.17 0.44
1:C:17:HIS:HB3 1:C:44:LEU:HD23 1.98 0.44
1:C:583:VAL:HG22 1:C:583:VAL:O 2.17 0.44
1:CA:219:VAL:HG11 | 1:CA:227:LEU:HD22 1.99 0.44
1:CB:92:LEU:N 1:CB:92:LEU:HD12 2.32 0.44
1:DB:168:ILE:HG22 1:DB:215:LEU:CD2 2.47 0.44
1:DB:216:VAL:O 1:DB:216:VAL:HG13 2.18 0.44
1:F:523:PHE:CD2 1:F:568:VAL:HG23 2.52 0.44
1:FB:53:VAL:HG12 1:FB:57:HIS:O 2.18 0.44
1:G:7:ILE:O 1:G:8:ILE:C 2.59 0.44
1:GA:17:HIS:CB 1:GA:44:LEU:HD23 2.47 0.44
1:I1B:17:HIS:CB 1:1B:44:LEU:HD23 2.47 0.44
1:K:168:ILE:HG21 1:K:174:LEU:HB2 1.99 0.44
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:K:583:VAL:HG22 1:K:583:VAL:O 2.17 0.44
1:KA:176:LEU:HD23 1:KA:176:LEU:H 1.83 0.44
1:LA:17:HIS:HB3 1:LA:44:LEU:HD23 2.00 0.44
1:LB:758:GLU:O 1:LB:762:VAL:HG22 2.18 0.44
1:N:7:ILE:O 1:N:&:ILE:C 2.60 0.44
1:0:281:TYR:CG 1:0:366:VAL:HG23 2.52 0.44
1:0A:121:LEU:HD23 | 1:0A:162:ILE:HG22 1.99 0.44
1:P:219:VAL:HG11 1:P:227:LEU:HD22 1.99 0.44
1:PA:398:VAL:HG12 1:PA:491:PRO:HB3 1.97 0.44
1:PA:779:LEU:HD21 | 1:QA:774:ARG:HG2 2.00 0.44
1:Q:52:THR:O 1:Q:109:1ILE:HD11 2.17 0.44
1:RA:52: THR:O 1:RA:109:ILE:HD11 2.17 0.44
1:RA:543:TYR:CE2 1:RA:575:ILE:HG21 2.52 0.44
1:RB:63:ASN:OD1 1:RB:104:VAL:HG12 2.17 0.44
1:S:779:LEU:HD21 1:T:774:ARG:HG2 2.00 0.44
1:SA:281:TYR:CG 1:SA:366:VAL:HG23 2.52 0.44
1:T:487:VAL:O 1:T:487:VAL:HG13 2.17 0.44
1:T:779:LEU:HD21 1:V:774:ARG:HG2 2.00 0.44
1:TA:176:LEU:HD23 1:TA:176:LEU:H 1.82 0.44
1:UB:17:HIS:CB 1:UB:44:LEU:HD23 2.47 0.44
1:UB:168:ILE:HG21 1:UB:174:LEU:HB2 1.98 0.44
1:VA:7:ILE:O 1:VA:8:ILE:C 2.60 0.44
1:X:487:VAL:HG13 1:X:487:VAL:O 2.18 0.44
1:XA:176:LEU:HD23 1:XA:176:LEU:H 1.83 0.44
1:XB:398:VAL:HG12 1:XB:491:PRO:HB3 1.98 0.44
1:XB:529:ILE:HD12 1:XB:583:VAL:HG11 1.98 0.44
1:YB:52:THR:O 1:YB:109:ILE:HD11 2.18 0.44
1:7:176:LEU:HD23 1:7:176:LEU:H 1.82 0.44
1:7:487:-VAL:HG13 1:7:487:VAL:O 2.17 0.44
1:AA:774:ARG:HG2 1:7:779:LEU:HD21 1.99 0.44
1:AB:56:ARG:HE 1:BB:127:LEU:HD21 1.81 0.44
1:BB:219:VAL:HG11 1:BB:227.LEU:HD22 1.99 0.44
1:D:176:LEU:H 1:D:176:LEU:HD23 1.81 0.44
1:DB:56:ARG:HE 1:EB:127:LEU:HD21 1.80 0.44
1:E:758:GLU:O 1:E:762:VAL:HG22 2.18 0.44
1:EA:63:ASN:OD1 1:EA:104:VAL:HG12 2.17 0.44
1:EB:17:HIS:CB 1:EB:44:.LEU:HD23 2.48 0.44
1:F:7:ILE:O 1:F:8:ILE:C 2.59 0.44
1:FA:487:-VAL:HG13 1:FA:487:VAL:O 2.18 0.44
1:FB:176:LEU:H 1:FB:176:LEU:HD23 1.82 0.44
1:G:219:VAL:HG11 1:G:227:LEU:HD22 2.00 0.44
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:GA:176:LEU:H 1:GA:176:LEU:HD23 1.82 0.44
1:JA:281:TYR:CG 1:JA:366:VAL:HG23 2.52 0.44
1:JA:487:VAL:O 1:JA:487:VAL:HG13 2.17 0.44
1:LB:398:VAL:HG12 1:LB:491:PRO:HB3 1.99 0.44
1:LB:779:LEU:HD21 1:MB:774:ARG:HG2 1.98 0.44
1:0:543:TYR:CE2 1:0:575:ILE:HG21 2.52 0.44
1:0A:487:VAL:O 1:0A:487:VAL:HG13 2.18 0.44
1:PA:7:ILE:O 1:PA:&:ILE:C 2.60 0.44
1:QB:788:ALA:O 1:QB:792:VAL:HG23 2.17 0.44
1:R:334:LEU:HD12 1:R:357:TRP:NE1 2.33 0.44
1:SB:3:THR:HG22 1:SB:6:PHE:HA 2.00 0.44
1:V:121:LEU:HD23 1:V:162:ILE:HG22 1.99 0.44
1:V:487:VAL:O 1:V:487:VAL:HG13 2.18 0.44
1:VA:63:ASN:OD1 1:VA:104:VAL:HG12 2.17 0.44
1:VA:487:VAL:HG13 1:VA:487:-VAL:O 2.18 0.44
1:WA:219:VAL:HG11 | 1:WA:227:LEU:HD22 2.00 0.44
1:WB:398:VAL:HG12 | 1:WB:491:PRO:HB3 1.98 0.44
1:X:216:VAL:O 1:X:216:VAL:HG13 2.17 0.44
1:X:543: TYR:CE2 1:X:575:ILE:HG21 2.52 0.44
1:A:121:LEU:HD23 1:A:162:ILE:HG22 1.99 0.44
1:A:208:VAL:HG23 1:A:209:PHE:CD1 2.53 0.44
1:A:219:VAL:HG11 1:A:227:LEU:HD22 2.00 0.44
1:AA:487:VAL:O 1:AA:487:VAL:HG13 2.18 0.44
1:AB:168:ILE:HG21 1:AB:174:LEU:HB2 2.00 0.44
1:AB:487:VAL:O 1:AB:487:VAL:HG13 2.17 0.44
1:AC:127:LEU:HD21 1:ZB:56:ARG:HE 1.82 0.44
1:.C:7:ILE:O 1:C:8:ILE:C 2.59 0.44
1:D:393:VAL:HG22 1:D:411:ASP:C 2.43 0.44
1:GB:129:PHE:CE1 1:GB:137:VAL:HG11 2.53 0.44
1:J:219:VAL:HG11 1:J:227:LEU:HD22 1.99 0.44
1:JA:219:VAL:HG11 1:JA:227:LEU:HD22 1.99 0.44
1:K:7:ILE:O 1:K:8:ILE:C 2.60 0.44
1:K:159:VAL:O 1:K:159:VAL:HG12 2.17 0.44
1:L:7:ILE:O 1:L:8:ILE:C 2.60 0.44
1:1L:529:1ILE:HD13 1:L:583:VAL:HG11 2.00 0.44
1:L:758:GLU:O 1:L:762:VAL:HG22 2.18 0.44
1:LA:366:VAL:O 1:LA:366:VAL:HG13 2.18 0.44
1:M:758:GLU:O 1:M:762:VAL:HG22 2.18 0.44
1:NA:398:VAL:HG12 1:NA:491:PRO:HB3 1.98 0.44
1:QA:17:HIS:HB3 1:QA:44:LEU:HD23 1.99 0.44
1:QA:168:ILE:HG22 1:QA:215:LEU:CD2 2.45 0.44
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Atom-1 Atom-2 distance (A) overlap (A)
1:RA:758:GLU:O 1:RA:762:VAL:HG22 2.16 0.44
1:VB:7:ILE:O 1:VB:&:ILE:C 2.59 0.44
1:VB:17:HIS:HB3 1:VB:44:LEU:HD23 1.99 0.44
1:W:121:LEU:HD22 1:W:159:VAL:HG13 2.00 0.44
1:Y:398:VAL:HG12 1:Y:491:PRO:HB3 1.99 0.44
1:YB:7:ILE:O 1:YB:&:ILE:C 2.59 0.44
1:B:48:MET:HE2 1:B:48:MET:HA 1.99 0.44
1:BA:538:GLN:HB2 1:BA:646:VAL:HG22 1.98 0.44
1:CB:366:VAL:O 1:CB:366:VAL:HG13 2.18 0.44
1:DB:176:LEU:HD23 1:DB:176:LEU:H 1.83 0.44
1:E:176:LEU:HD23 1:E:176:LEU:H 1.83 0.44
1:F:393:VAL:HG22 1:F:411:ASP:C 2.43 0.44
1:FB:17:HIS:HB3 1:FB:44:LEU:HD23 2.00 0.44
1:FB:216:VAL:HG13 1:FB:216:VAL:O 2.18 0.44
1:TA:176:LEU:HD23 1:TA:176:LEU:H 1.82 0.44
1:IB:176:LEU:HD21 1:1B:196: TRP:CE2 2.53 0.44
1:IB:330:GLN:C 1:IB:407:-MET:HE1 2.42 0.44
1:KA:497:VAL:HG13 1:KA:497:VAL:O 2.16 0.44
1:KB:7:ILE:O 1:KB:&8:ILE:C 2.60 0.44
1:KB:30:VAL:CG2 1:KB:50:MET:HE3 2.47 0.44
1:N:398:VAL:HG12 1:N:491:PRO:HB3 1.98 0.44
1:N:543:TYR:CE2 1:N:575:1LE:HG21 2.52 0.44
1:0:366:VAL:O 1:0:366:VAL:HG13 2.18 0.44
1:0:523:PHE:CD2 1:0:568:VAL:HG23 2.52 0.44
1:0B:7:ILE:O 1:0B:8:ILE:C 2.60 0.44
1:PA:44:LEU:N 1:PA:44:LEU:HD22 2.33 0.44
1:PA:176:LEU:HD23 1:PA:176:LEU:H 1.83 0.44
1:Q:17:HIS:CB 1:Q:44:LEU:HD23 2.48 0.44
1:QB:168:ILE:HG21 1:QB:174:LEU:HB2 1.98 0.44
1:RA:121:LEU:HD23 1:RA:162:ILE:HG22 2.00 0.44
1:RA:393:VAL:HG22 1:RA:411:ASP:C 2.42 0.44
1:RB:7:ILE:O 1:RB:&:ILE:C 2.59 0.44
1:SB:219:VAL:HG11 1:SB:227:LEU:HD13 2.00 0.44
1:V:334:LEU:HD12 1:V:357:TRP:NE1 2.33 0.44
1:VB:168:ILE:HG22 1:VB:215:LEU:CD2 2.43 0.44
1:W:281:TYR:CG 1:W:366:VAL:HG23 2.53 0.44
1:ZA:758:GLU:O 1:ZA:762:VAL:HG22 2.17 0.44
1:BB:176:LEU:HD23 1:BB:176:LEU:H 1.82 0.44
1:CB:165:ALA:HB2 1:CB:205:LEU:HD13 2.00 0.44
1:CB:398:VAL:HG12 1:CB:491:PRO:HB3 1.98 0.44
1:E:366: VAL:HG13 1:E:366:VAL:O 2.18 0.44
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Atom-1 Atom-2 distance (A) overlap (A)
1:EA:44:LEU:HD22 1:EA:44:LEU:H 1.83 0.44
1:EA:52: THR:O 1:EA:109:ILE:HD11 2.18 0.44
1:FA:366:VAL:HG13 1:FA:366:VAL:O 2.18 0.44
1:FB:176:LEU:HD21 1:FB:196: TRP:CE2 2.53 0.44
1:TA:539:LEU:HD21 1:TA:599:ILE:HD11 1.99 0.44
1:KB:393:VAL:HG22 1:KB:411:ASP:C 2.43 0.44
1:L:176:LEU:H 1:L:176:LEU:HD23 1.82 0.44
1:1.:393:VAL:HG22 1:L:411:ASP:C 2.43 0.44
1:M:398:VAL:HG12 1:M:491:PRO:HB3 1.98 0.44
1:MB:219:VAL:HG11 | 1:MB:227:LEU:HD22 1.99 0.44
1:0B:516:LEU:HD23 1:0B:516:LEU:O 2.18 0.44
1:0B:788:ALA:O 1:0B:792:VAL:HG23 2.17 0.44
1:QA:176:LEU:HD23 1:QA:176:LEU:H 1.82 0.44
1:QB:643:VAL:O 1:QB:643:VAL:HG12 2.17 0.44
1:RA:302:VAL:HG11 1:RA:306:LYS:HZ2 1.83 0.44
1:SB:52: THR:O 1:SB:109:ILE:HD11 2.18 0.44
1:TA:543:TYR:CE2 1:TA:575:ILE:HG21 2.52 0.44
1:TB:345:ASP:0D2 1:TB:349:VAL:HG13 2.18 0.44
1:UB:53:VAL:HG12 1:UB:57:HIS:O 2.17 0.44
1:VA:53:VAL:HG12 1:VA:57:HIS:O 2.18 0.44
1:VA:176:LEU:HD23 1:VA:176:LEU:H 1.83 0.44
1:WA:366:VAL:O 1:WA:366:VAL:HG13 2.17 0.44
1:X:176:LEU:HD23 1:X:176:LEU:H 1.83 0.44
1:X:497:VAL:HG13 1:X:497:VAL:O 2.17 0.44
1:YA:168:1ILE:HG21 1:YA:174:LEU:HB2 2.00 0.44
1:YA:487:VAL:O 1:YA:487:VAL:HG13 2.18 0.44
1:AC:334:LEU:HD12 1:AC:357:TRP:NE1 2.33 0.44
1:B:366:VAL:O 1:B:366:VAL:HG13 2.17 0.44
1:B:779:LEU:HD21 1:C:774:ARG:HG2 1.99 0.44
1:DA:219:VAL:HG11 | 1:DA:227:LEU:HD22 2.00 0.44
1:DA:302:VAL:HG11 1:DA:306:LYS:HZ2 1.83 0.44
1:EA:14:HIS:N 1:EA:50:MET:HE3 2.33 0.44
1:H:176:LEU:HD23 1:H:176:LEU:H 1.82 0.44
1:1:216: VAL:O 1:1:216:VAL:HG13 2.18 0.44
1:TA:281:TYR:CG 1:TA:366:VAL:HG23 2.53 0.44
1:J:10:ILE:HG22 1:J:47:PRO:HB3 2.00 0.44
1:J:44:LEU:N 1:J:44:LEU:HD22 2.33 0.44
1:J:543:TYR:CE2 1:J:575:ILE:HG21 2.53 0.44
1:JA:176:LEU:HD23 1:JA:176:LEU:H 1.83 0.44
1:K:176:LEU:HD21 1:K:196: TRP:CE2 2.53 0.44
1:1L:129:PHE:CE1 1:L:137:VAL:HG11 2.53 0.44

Continued on next page...




Page 132

Full wwPDB EM Validation Report

EMD-53415, 9QW9

Continued from previous page...

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

1:1:366:VAL:O 1:1:366:VAL:HG13 2.18 0.44
1:LA:523:PHE:CD2 1:LA:568:VAL:HG23 2.53 0.44
1:NA:176:LEU:HD23 1:NA:176:LEU:H 1.82 0.44
1:PA:366:VAL:HG13 1:PA:366:VAL:O 2.17 0.44
1:PB:219:VAL:HG11 1:PB:227:LEU:HD22 1.99 0.44
1:QA:758:GLU:O 1:QA:762:VAL:HG22 2.17 0.44
1:RB:44:LEU:HD22 1:RB:44:LEU:N 2.33 0.44
1:TA:44:LEU:HD22 1:TA:44:LEU:N 2.33 0.44
1:UB:176:LEU:HD21 1:UB:196: TRP:CE2 2.53 0.44
1:UB:393:VAL:HG22 1:UB:411:ASP:C 2.43 0.44
1:UB:538:GLN:HB2 1:UB:646: VAL:HG22 2.00 0.44
1:VA:165:ALA:HB2 1:VA:205:LEU:HD13 2.00 0.44
1:X:334:LEU:HD12 1:X:357: TRP:NE1 2.33 0.44
1:XA:386:GLU:O 1:XA:402:ILE:HG23 2.18 0.44
1:XA:393:VAL:HG22 1:XA:411:ASP:C 2.43 0.44
1:XA:737:GLY:O 1:XA:741:VAL:HG23 2.18 0.44
1:Y:17:HIS:HB3 1:Y:44:LEU:HD23 2.00 0.44
1:YA:583:VAL:HG22 1:YA:583:VAL:O 2.17 0.44
1:ZA:176:LEU:H 1:ZA:176:LEU:HD23 1.83 0.44
1:AC:176:LEU:HD23 1:AC:176:LEU:H 1.82 0.43
1:CA:529:ILE:HD12 1:CA:583:VAL:HG11 1.98 0.43
1:CB:57:HIS:O 1:CB:58:TYR:HD1 2.00 0.43
1:E:168:ILE:HG21 1:E:174:LEU:HB2 2.00 0.43
1:EA:176:LEU:HD21 1:EA:196: TRP:CE2 2.53 0.43
1:EA:487:VAL:O 1:EA:487:VAL:HG13 2.18 0.43
1:FB:219:VAL:HG11 1:FB:227.:LEU:HD13 2.00 0.43
1:GB:219:VAL:HG11 | 1:GB:227:LEU:HD13 2.00 0.43
1:GB:366:VAL:HG13 1:GB:366:VAL:O 2.17 0.43
1:GB:758:GLU:O 1:GB:762:VAL:HG22 2.17 0.43
1:HA:176:LEU:HD21 1:HA:196: TRP:NE1 2.33 0.43
1:HB:17:HIS:HB3 1:HB:44:LEU:HD23 2.00 0.43
1:TA:345:ASP:0OD2 1:TA:349:VAL:HG13 2.17 0.43
1:K:44:LEU:HD22 1:K:44:LEU:N 2.33 0.43
1:K:539:LEU:CD1 1:K:640:VAL:HG13 2.48 0.43
1:KA:63:ASN:OD1 1:KA:104:VAL:HG12 2.17 0.43
1:L:538:GLN:HB2 1:1:646:VAL:HG22 1.99 0.43
1:LB:52:THR:O 1:LB:109:ILE:HD11 2.17 0.43
1:MA:543:TYR:CE2 1:MA:575:ILE:HG21 2.53 0.43
1:N:17:HIS:HB3 1:N:44.LEU:HD23 1.99 0.43
1:0:121:LEU:HD23 1:0:162:ILE:HG22 2.00 0.43
1:0:393:VAL:HG22 1:0:411:ASP:C 2.43 0.43
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:0A:44:LEU:HD22 1:0A:44:LEU:N 2.33 0.43
1:0A:176:LEU:HD21 1:0A:196: TRP:CE2 2.53 0.43
1:0B:176:LEU:HD23 1:0B:176:LEU:H 1.83 0.43
1:PB:487:VAL:O 1:PB:487:VAL:HG13 2.17 0.43
1:Q:7:ILE:O 1:Q:8:ILE:C 2.59 0.43
1:Q:393:VAL:HG22 1:Q:411:ASP:C 243 0.43
1:QB:366:VAL:O 1:QB:366:VAL:HG13 2.18 0.43
1:R:44:LEU:N 1:R:44:LEU:HD22 2.33 0.43
1:S:17:HIS:CB 1:S:44:LEU:HD23 2.48 0.43
1:SA:52:THR:O 1:SA:109:ILE:HD11 2.18 0.43
1:TA:398:VAL:HG12 1:TA:491:PRO:HB3 2.00 0.43
1:TB:758:GLU:O 1:TB:762: VAL:HG22 2.18 0.43
1:V:219:VAL:HG11 1:V:227.LEU:HD22 2.00 0.43
1:W:176:LEU:HD23 1:W:176:LEU:H 1.83 0.43
1:WB:121:LEU:HD23 | 1:WB:162:ILE:HG22 2.00 0.43
1:XB:487:VAL:O 1:XB:487:VAL:HG13 2.17 0.43
1:Y:219:VAL:HG11 1:Y:227.LEU:HD13 1.99 0.43
1:YB:761:ARG:HH21 | 1:YB:761:ARG:HG3 1.83 0.43
1:AB:774:ARG:HG2 1:ZA:779:LEU:HD21 2.00 0.43
1:BA:216:VAL:HG13 1:BA:216:VAL:O 2.18 0.43
1:C:529:1ILE:CD1 1:C:583:VAL:HG11 2.47 0.43
1:C:539:LEU:HD21 1:C:599:1ILE:HD11 1.99 0.43
1:DA:366:VAL:O 1:DA:366:VAL:HG13 2.18 0.43
1:DB:529:ILE:HD13 1:DB:583:VAL:HG21 2.01 0.43
1:F:17:HIS:CB 1:F:44.LEU:HD23 2.48 0.43
1:FA:168:ILE:HG22 1:FA:215:LEU:CD2 2.46 0.43
1:FA:334:LEU:HD12 1:FA:357:TRP:NE1 2.33 0.43
1:GA:538:GLN:HB2 1:GA:646:VAL:HG22 1.99 0.43
1:HB:219:VAL:HG11 | 1:HB:227:LEU:HD13 2.00 0.43
1:1:17:HIS:HB3 1:1:44:.LEU:HD23 1.99 0.43
1:JA:138:VAL:HG12 1:JA:139:ALA:N 2.34 0.43
1:1B:52: THR:O 1:IB:109:ILE:HD11 2.18 0.43
1:JA:168:ILE:HG21 1:JA:174:LEU:HB2 1.99 0.43
1:JA:597:ARG:O 1:JA:601: THR:HG23 2.18 0.43
1:JB:121:LEU:HD22 1:JB:159:VAL:HG13 1.99 0.43
1:JB:219:VAL:HG11 1:JB:227:LEU:HD22 2.00 0.43
1:JB:281:TYR:CG 1:JB:366:VAL:HG23 2.53 0.43
1:KA:366:VAL:HG13 1:KA:366:VAL:O 2.17 0.43
1:KB:176:LEU:HD23 1:KB:176:LEU:H 1.83 0.43
1:KB:176:LEU:HD21 1:KB:196: TRP:NE1 2.33 0.43
1:LB:56:ARG:HE 1:MB:127:LEU:CD2 2.32 0.43
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:PA:30:VAL:HG21 1:PA:50:MET:HE3 2.01 0.43
1:QB:53:VAL:HG12 1:QB:57:HIS:O 2.17 0.43
1:QB:176:LEU:HD21 1:QB:196: TRP:CE2 2.53 0.43
1:R:176:LEU:HD23 1:R:176:LEU:H 1.82 0.43
1:RA:176:LEU:H 1:RA:176:LEU:HD23 1.82 0.43
1:S:758:GLU:O 1:S:762: VAL:HG22 2.18 0.43
1:UB:176:LEU:HD23 1:UB:176:LEU:H 1.82 0.43
1:VA:543:TYR:CE2 1:VA:575:ILE:HG21 2.53 0.43
1:VB:281:TYR:CG 1:VB:366: VAL:HG23 2.53 0.43
1:WA:17:HIS:CB 1:WA:44:.LEU:HD23 2.48 0.43
1:WB:219:VAL:HG11 | 1:WB:227:LEU:HD22 1.99 0.43
1:XB:359:ILE:O 1:XB:359:ILE:HG23 2.18 0.43
1:YA:176:LEU:HD21 1:YA:196: TRP:CE2 2.53 0.43
1:YB:176:LEU:HD21 1:YB:196: TRP:CE2 2.54 0.43
1:B:393:VAL:HG22 1:B:411:ASP:C 2.43 0.43
1:DA:176:LEU:HD21 1:DA:196: TRP:CE2 2.53 0.43
1:FA:176:LEU:HD23 1:FA:176:LEU:H 1.83 0.43
1:GA:487:VAL:O 1:GA:487:VAL:HG13 2.18 0.43
1:GB:176:LEU:HD23 1:GB:176:LEU:H 1.83 0.43
1:H:219:VAL:HG11 1:H:227.LEU:HD22 2.00 0.43
1:HA:366:VAL:HG13 1:HA:366:VAL:O 2.17 0.43
1:HA:523:PHE:CE2 1:HA:545:TRP:CD1 3.06 0.43
1:TA:208:VAL:HG23 1:IA:209:PHE:CD1 2.54 0.43
1:1B:168:ILE:HG21 1:IB:174:LEU:HB2 1.99 0.43
1:1L:44:LEU:HD?22 1:1L:44:.LEU:N 2.34 0.43
1:MA:176:LEU:HD23 1:MA:176:LEU:H 1.83 0.43
1:MB:53:VAL:HG12 1:MB:57:HIS:O 2.18 0.43
1:MB:216:VAL:O 1:MB:216:VAL:HG13 2.19 0.43
1:N:487:VAL:O 1:N:487:VAL:HG13 2.17 0.43
1:N:758:GLU:O 1:N:762:VAL:HG22 2.18 0.43
1:NA:129:PHE:CE1 1:NA:137:VAL:HG11 2.53 0.43
1:NB:176:LEU:H 1:NB:176:LEU:HD23 1.82 0.43
1:P:44:LEU:HD22 1:P:44:LEU:N 2.34 0.43
1:P:216:VAL:O 1:P:216:VAL:HG13 2.18 0.43
1:QB:216:VAL:HG13 1:QB:216:VAL:O 2.18 0.43
1:UA:487:VAL:HG13 1:UA:487:VAL:O 2.18 0.43
1:UB:219:VAL:HG11 | 1:UB:227:LEU:HD22 2.00 0.43
1:WA:487:VAL:O 1:WA:487:VAL:HG13 2.19 0.43
1:WB:176:LEU:HD21 | 1:WB:196:TRP:CE2 2.54 0.43
1:X:393:VAL:HG22 1:X:411:ASP:C 2.43 0.43
1:Y:176:LEU:HD23 1:Y:176:LEU:H 1.82 0.43
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:YB:523:PHE:CD2 1:YB:568:VAL:HG23 2.53 0.43
1:7:216:VAL:O 1:7:216:VAL:HG13 2.18 0.43
1:7ZB:30:VAL:HG21 1:ZB:50:MET:HE3 1.99 0.43
1:CB:17:HIS:CB 1:CB:44:LEU:HD23 2.49 0.43
1:CB:393:VAL:HG22 1:CB:411:ASP:C 2.43 0.43
1:EB:52:THR:O 1:EB:109:ILE:HD11 2.17 0.43
1:EB:359:ILE:HG23 1:EB:359:ILE:O 2.18 0.43
1:F:597:ARG:O 1:F:601: THR:HG23 2.19 0.43
1:FA:52:THR:O 1:FA:109:ILE:HD11 2.18 0.43
1:FA:543: TYR:CE2 1:FA:575:ILE:HG21 2.53 0.43
1:FB:56:ARG:HE 1:GB:127:LEU:CD2 2.31 0.43
1:H:216:VAL:O 1:H:216:VAL:HG13 2.19 0.43
1:HB:779:LEU:HD21 1:1B:774:ARG:HG2 1.99 0.43
1:1B:208:VAL:HG23 1:1B:209:PHE:CD1 2.54 0.43
1:JB:17:HIS:HB3 1:JB:44:.LEU:HD23 2.00 0.43
1:JB:302:VAL:HG11 1:JB:306:LYS:HZ2 1.82 0.43
1:K:758:GLU:O 1:K:762:VAL:HG22 2.19 0.43
1:LA:516:LEU:HD23 1:LA:516:LEU:C 2.44 0.43
1:LA:543:TYR:CE2 1:LA:575:ILE:HG21 2.53 0.43
1:LB:168:ILE:HG21 1:LB:174:LEU:HB2 1.99 0.43
1:M:121:LEU:HD23 1:M:162:ILE:HG22 2.00 0.43
1:M:543: TYR:CE2 1:M:575:ILE:HG21 2.53 0.43
1:MB:359:ILE:HG23 1:MB:359:ILE:O 2.18 0.43
1:N:168:ILE:HG22 1:N:215:LEU:CD2 2.46 0.43
1:0A:219:VAL:HG11 | 1:0A:227:LEU:HD22 2.00 0.43
1:0B:216:VAL:O 1:0B:216:VAL:HG13 2.18 0.43
1:PA:176:LEU:HD21 1:PA:196:TRP:CE2 2.53 0.43
1:PB:176:LEU:HD21 1:PB:196: TRP:CE2 2.53 0.43
1:QA:13:TYR:HA 1:QA:50:MET:HE3 2.00 0.43
1:RB:176:LEU:HD21 1:RB:196: TRP:CE2 2.53 0.43
1:SA:17:HIS:HB3 1:SA:44:LEU:HD23 2.00 0.43
1:SA:176:LEU:HD23 1:SA:176:LEU:H 1.83 0.43
1:SA:366:VAL:HG13 1:SA:366:VAL:O 2.18 0.43
1:T:52:THR:O 1:T:109:ILE:HD11 2.19 0.43
1:UA:53:VAL:HG12 1:UA:57:HIS:O 2.18 0.43
1:V:129:PHE:CE1 1:V:137:VAL:HG11 2.53 0.43
1:V:366:VAL:HG13 1:V:366:VAL:O 2.18 0.43
1:VA:219:VAL:HG11 1:VA:227:LEU:HD22 2.00 0.43
1:YB:208:VAL:HG23 1:YB:209:PHE:CD1 2.54 0.43
1:YB:543:TYR:CE2 1:YB:575:ILE:HG21 2.53 0.43
1:DA:53:VAL:HG12 1:DA:57:HIS:O 2.19 0.43
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Atom-1 Atom-2 distance (A) overlap (A)
1:DA:487:VAL:O 1:DA:487:VAL:HG13 2.19 0.43
1:E:53:VAL:HG12 1:E:57:HIS:O 2.18 0.43
1:EA:345:ASP:0OD2 1:EA:349:VAL:HG13 2.18 0.43
1:EA:758:GLU:O 1:EA:762:VAL:HG22 2.18 0.43
1:EB:543:TYR:CE2 1:EB:575:ILE:HG21 2.53 0.43
1:F:44:LEU:H 1:F:44:LEU:HD22 1.83 0.43
1:F:219:VAL:HG11 1:F:227.LEU:HD22 2.00 0.43
1:FA:219:VAL:HG11 1:FA:227:LEU:HD22 1.99 0.43
1:H:788:ALA:O 1:H:792:VAL:HG23 2.19 0.43
1:1:359:ILE:HG23 1:1:359:ILE:O 2.19 0.43
1:J:7:.ILE:O 1:J:8:ILE:C 2.59 0.43
1:K:219:VAL:HG11 1:K:227:LEU:HD13 2.01 0.43
1:L:779:LEU:-HD21 1:M:774:ARG:HG2 2.00 0.43
1:MB:17:HIS:CB 1:MB:44:LEU:HD23 2.49 0.43
1:NA:219:VAL:HG11 | 1:NA:227:LEU:HD22 2.00 0.43
1:NA:366:VAL:HG13 1:NA:366:VAL:O 2.18 0.43
1:0A:543: TYR:CE2 1:0A:575:ILE:HG21 2.52 0.43
1:QB:219:VAL:HG11 | 1:QB:227:LEU:HD22 2.00 0.43
1:SA:30:VAL:HG21 1:SA:50:MET:HE3 2.00 0.43
1:SB:56:ARG:HE 1:TB:127:LEU:CD2 2.31 0.43
1:TA:597:ARG:O 1:TA:601: THR:HG23 2.19 0.43
1:UB:165:ALA:HB2 1:UB:205:LEU:HD13 2.00 0.43
1:V:330:GLN:C 1:V:407-MET:HE1 2.43 0.43
1:WB:597:ARG:O 1:WB:601: THR:HG23 2.18 0.43
1:X:121:LEU:HD22 1:X:159:VAL:HG13 2.01 0.43
1:YB:92:LEU:N 1:YB:92:LEU:HD12 2.33 0.43
1:ZB:44:LEU:HD22 1:ZB:44:.LEU:N 2.34 0.43
1:A:487:VAL:O 1:A:487:VAL:HG13 2.18 0.43
1:AA:539:LEU:HD21 1:AA:599:ILE:HD11 2.01 0.43
1:B:44:.LEU:N 1:B:44:LEU:HD22 2.33 0.43
1:BA:176:LEU:HD23 1:BA:176:LEU:H 1.83 0.43
1:CB:168:ILE:HG21 1:CB:174:LEU:HB2 1.99 0.43
1:EB:393:VAL:HG22 1:EB:411:ASP:C 2.43 0.43
1:FA:541:LEU:CD2 1:FA:640:VAL:HG22 2.48 0.43
1:G:216:VAL:HG13 1:G:216:VAL:O 2.19 0.43
1:H:165:ALA:HB2 1:H:205:LEU:HD13 1.99 0.43
1:H:366:VAL:HG13 1:H:366:VAL:O 2.18 0.43
1:HA:176:LEU:HD21 1:HA:196:TRP:CE2 2.54 0.43
1:1:44:LEU:HD22 1:1:44:LEU:N 2.34 0.43
1:1:53: VAL:HG12 1:1:57:HIS:O 2.18 0.43
1:TA:216:VAL:O 1:TA:216:VAL:HG13 2.18 0.43
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:J:129:PHE:CE1 1:J:137:VAL:HG11 2.53 0.43
1:J:366:VAL:O 1:J:366:VAL:HG13 2.19 0.43
1:JA:366:VAL:O 1:JA:366:VAL:HG13 2.19 0.43
1:K:219:VAL:HG11 1:K:227:LEU:HD22 2.01 0.43
1:K:393:VAL:HG22 1:K:411:ASP:C 2.44 0.43
1:KB:489:LEU:HD21 1:KB:495:PHE:CZ 2.54 0.43
1:M:44:.LEU:HD22 1:M:44:.LEU:N 2.34 0.43
1:MA:216:VAL:HG13 1:MA:216:VAL:O 2.19 0.43
1:N:779:LEU:HD21 1:0:774:ARG:HG2 2.00 0.43
1:NA:216:VAL:O 1:NA:216:VAL:HG13 2.19 0.43
1:0:208:VAL:HG23 1:0:209:PHE:CD1 2.54 0.43
1:0A:176:LEU:H 1:0A:176:LEU:HD23 1.82 0.43
1:P:543:TYR:CE2 1:P:575:ILE:HG21 2.53 0.43
1:Q:176:LEU:HD23 1:Q:176:LEU:H 1.82 0.43
1:S:144:LEU:HD12 1:S:163:ILE:HD11 2.00 0.43
1:S:176:LEU:HD23 1:S:176:LEU:H 1.83 0.43
1:T:176:LEU:H 1:T:176:LEU:HD23 1.82 0.43
1:TA:281:TYR:CG 1:TA:366:VAL:HG23 2.53 0.43
1:TB:487:VAL:HG13 1:TB:487:VAL:O 2.17 0.43
1:UB:44:LEU:HD22 1:UB:44:LEU:N 2.34 0.43
1:V:176:LEU:HD21 1:V:196: TRP:CE2 2.54 0.43
1:VB:334:LEU:HD12 1:VB:357:- TRP:NE1 2.33 0.43
1:W:523:PHE:CE2 1:W:545: TRP:CD1 3.06 0.43
1:XA:176:LEU:HD21 1:XA:196: TRP:NE1 2.33 0.43
1:XA:208:VAL:HG23 1:XA:209:PHE:CD1 2.54 0.43
1:YA:359:ILE:HG23 1:YA:359:1LE:O 2.18 0.43
1:YA:539:LEU:CD1 1:YA:640:VAL:HG13 2.48 0.43
1:YB:176:LEU:H 1:YB:176:LEU:HD23 1.82 0.43
1:Z:53:VAL:HG12 1:7:57:HIS:O 2.18 0.43
1:7:129:PHE:CE1 1:7:137:VAL:HG11 2.54 0.43
1:ZA:216:VAL:O 1:ZA:216:VAL:HG13 2.18 0.43
1:ZA:393:VAL:HG22 1:ZA:411:ASP:C 2.44 0.43
1:ZB:219:VAL:HG11 1:ZB:227:LEU.HD22 2.01 0.43
1:ZB:788:ALA:O 1:ZB:792:VAL:HG23 2.18 0.43
1:AC:129:PHE:CE1 1:AC:137:VAL:HG11 2.54 0.43
1:BA:345:ASP:0OD2 1:BA:349:VAL:HG13 2.19 0.43
1:C:176:LEU:HD23 1:C:176:LEU:H 1.82 0.43
1:CB:523:PHE:CD2 1:CB:568:VAL:HG23 2.53 0.43
1:F:176:LEU:HD21 1:F:196:TRP:NE1 2.33 0.43
1:FA:3:THR:HG22 1:FA:6:PHE:HA 2.00 0.43
1:FB:48:MET:HA 1:FB:48:MET:HE2 2.01 0.43
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:G:487:VAL:O 1:G:487:VAL:HG13 2.18 0.43
1:GA:208:VAL:HG23 1:GA:209:PHE:CD1 2.54 0.43
1:H:543: TYR:CE2 1:H:575:1ILE:HG21 2.54 0.43
1:HA:17:HIS:HB3 1:HA:44:LEU:HD23 2.01 0.43
1:HA:216:VAL:O 1:HA:216:VAL:HG13 2.19 0.43
1:1:219:VAL:HG11 1:1:227:LEU:HD22 2.00 0.43
1:1:398:VAL:HG12 1:1:491:PRO:HB3 1.99 0.43
1:1:662:1ILE:O 1:1:666: THR:HG23 2.18 0.43
1:J:386:GLU:O 1:J:402:1LE:HG23 2.18 0.43
1:J:393:VAL:HG22 1:J:411:ASP:C 2.43 0.43
1:JA:44:LEU:HD22 1:JA:44:LEU:H 1.84 0.43
1:K:597:ARG:O 1:K:601: THR:HG23 2.19 0.43
1:L:216:VAL:O 1:1:216:VAL:HG13 2.18 0.43
1:L:487:VAL:O 1:L:487:VAL:HG13 2.17 0.43
1:LA:176:LEU:HD21 1:LA:196: TRP:CE2 2.54 0.43
1:LA:208:VAL:HG23 1:LA:209:PHE:CD1 2.54 0.43
1:MA:17:HIS:CB 1:MA:44:.LEU:HD23 2.49 0.43
1:MB:487:VAL:HG13 1:MB:487:VAL:O 2.17 0.43
1:MB:779:LEU:HD21 | 1:NB:774:ARG:HG2 2.00 0.43
1:N:176:LEU:HD23 1:N:176:LEU:H 1.83 0.43
1:NA:44:LEU:H 1:NA:44:LEU:HD22 1.84 0.43
1:NA:52: THR:O 1:NA:109:ILE:HD11 2.18 0.43
1:0:176:LEU:HD23 1:0:176:LEU:H 1.83 0.43
1:PB:176:LEU:HD23 1:PB:176:LEU:H 1.83 0.43
1:RB:168:ILE:HG21 1:RB:174:LEU:HB2 2.00 0.43
1:S:219:VAL:HG11 1:S:227:LEU:HD22 2.01 0.43
1:S:345:ASP:0OD2 1:S:349:VAL:HG13 2.18 0.43
1:SB:543:TYR:CE2 1:SB:575:1LE:HG21 2.54 0.43
1:T:219:VAL:HG11 1:T:227:LEU:HD13 2.01 0.43
1:TA:176:LEU:HD21 1:TA:196: TRP:NE1 2.33 0.43
1:TA:393:VAL:HG22 1:TA:411:ASP:C 2.44 0.43
1:TA:487:VAL:O 1:TA:487:VAL:HG13 2.19 0.43
1:TB:176:LEU:HD21 1:TB:196: TRP:CE2 2.54 0.43
1:TB:208:VAL:HG23 1:TB:209:PHE:CD1 2.54 0.43
1:WA:393:VAL:HG22 1:WA:411:ASP:C 2.44 0.43
1:YB:366:VAL:O 1:YB:366: VAL:HG13 2.18 0.43
1:YB:758:GLU:O 1:YB:762: VAL:HG22 2.19 0.43
1:ZA:30:VAL:CG2 1:ZA:50:-MET:HE3 2.49 0.43
1:ZB:17:HIS:CB 1:7ZB:44:LEU:HD23 2.48 0.43
1:A:539:LEU:CD1 1:A:640:VAL:HG13 2.49 0.43
1:AA:44:LEU:HD22 1:AA:44:LEU:N 2.34 0.43
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:AA:176:LEU:HD21 1:AA:196:TRP:CE2 2.54 0.43
1:AC:176:LEU:HD21 1:AC:196: TRP:CE2 2.54 0.43
1:AC:366:VAL:HG13 1:AC:366:VAL:O 2.19 0.43
1:AC:643:VAL:O 1:AC:643:VAL:HG12 2.18 0.43
1:B:570:ASP:OD1 1:B:570:ASP:C 2.62 0.43
1:B:662:ILE:O 1:B:666: THR:HG23 2.19 0.43
1:BB:168:.ILE:HG22 1:BB:215:LEU:CD2 2.47 0.43
1:C:487:VAL:O 1:C:487:VAL:HG13 2.17 0.43
1:CB:216:VAL:O 1:CB:216:VAL:HG13 2.19 0.43
1:CB:405:THR:HG21 1:DB:393:VAL:O 2.19 0.43
1:D:539:LEU:CD1 1:D:640:VAL:HG13 2.49 0.43
1:E:539:LEU:CD1 1:E:640:VAL:HG13 2.49 0.43
1:FA:56:ARG:HE 1:GA:127:LEU:CD2 2.31 0.43
1:FB:30:VAL:CG2 1:FB:50:-MET:HE3 2.46 0.43
1:G:129:PHE:CE1 1:G:137:VAL:HG11 2.53 0.43
1:G:176:LEU:HD23 1:G:176:LEU:H 1.83 0.43
1:GA:216:VAL:O 1:GA:216:VAL:HG13 2.19 0.43
1:GA:643:VAL:O 1:GA:643:VAL:HG12 2.18 0.43
1:HA:138:VAL:HG12 1:HA:139:ALA:N 2.34 0.43
1:1:129:PHE:CE1 1:1:137:VAL:HG11 2.54 0.43
1:1:176:LEU:HD23 1:I:176:LEU:H 1.83 0.43
1:TA:121:LEU:HD23 1:TA:162:ILE:HG22 2.01 0.43
1:TA:523:PHE:CE2 1:TA:545:TRP:CD1 3.07 0.43
1:IB:487:VAL:O 1:1B:487:VAL:HG13 2.18 0.43
1:J:121:LEU:HD23 1:J:162:ILE:HG22 2.01 0.43
1:J:208:VAL:HG23 1:J:209:PHE:CD1 2.54 0.43
1:K:121:LEU:HD23 1:K:162:ILE:HG22 2.00 0.43
1:K:129:PHE:CE1 1:K:137:VAL:HG11 2.54 0.43
1:K:176:LEU:HD23 1:K:176:LEU:H 1.82 0.43
1:KB:487:VAL:O 1:KB:487:VAL:HG13 2.18 0.43
1:LB:216:VAL:O 1:LB:216:VAL:HG13 2.19 0.43
1:MA:138:VAL:HG12 1:MA:139:ALA:N 2.34 0.43
1:MB:176:LEU:HD23 1:MB:176:LEU:H 1.82 0.43
1:N:44:LEU:HD22 1:N:44:LEU:N 2.34 0.43
1:N:523:PHE:CE2 1:N:545:TRP:CD1 3.07 0.43
1:NB:16&8:ILE:HG21 1:NB:174:LEU:HB2 2.00 0.43
1:0:17:HIS:HB3 1:0:44:LEU:HD23 2.00 0.43
1:0:44:LEU:HD22 1:0:44:LEU:N 2.34 0.43
1:0:165:ALA:HB2 1:0:205:LEU:HD13 2.00 0.43
1:0:219:VAL:HG11 1:0:227:LEU:HD22 2.01 0.43
1:0:426:LEU:HD23 1:0:427:LEU:HD22 2.00 0.43
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:Q:168:ILE:HG21 1:Q:174:LEU:HB2 2.00 0.43
1:Q:543:TYR:CE2 1:Q:575:ILE:HG21 2.54 0.43
1:Q:758:GLU:O 1:Q:762:VAL:HG22 2.18 0.43
1:QA:44:LEU:HD22 1:QA:44:LEU:N 2.34 0.43
1:QB:208:VAL:HG23 1:QB:209:PHE:CD1 2.54 0.43
1:R:176:LEU:HD21 1:R:196: TRP:CE2 2.53 0.43
1:RA:44:LEU:HD22 1:RA:44:LEU:N 2.34 0.43
1:RB:176:LEU:HD23 1:RB:176:LEU:H 1.82 0.43
1:RB:487:VAL:O 1:RB:487:VAL:HG13 2.18 0.43
1:S:44:LEU:HD22 1:S:44:LEU:N 2.34 0.43
1:S:487:VAL:HG13 1:S:487:VAL:O 2.18 0.43
1:SB:44:LEU:HD22 1:SB:44:LEU:N 2.33 0.43
1:SB:176:LEU:HD23 1:SB:176:LEU:H 1.83 0.43
1:SB:386:GLU:O 1:SB:402:ILE:HG23 2.19 0.43
1:TB:216:VAL:O 1:TB:216:VAL:HG13 2.19 0.43
1:TB:597:ARG:O 1:TB:601: THR:HG23 2.19 0.43
1:TB:643:VAL:O 1:TB:643:VAL:HG12 2.19 0.43
1:VB:208:VAL:HG23 1:VB:209:PHE:CD1 2.54 0.43
1:WA:398:VAL:HG12 | 1:WA:491:PRO:HB3 1.99 0.43
1:XA:216:VAL:HG13 1:XA:216:VAL:O 2.19 0.43
1:XB:52:THR:O 1:XB:109:ILE:HD11 2.18 0.43
1:XB:176:LEU:HD21 1:XB:196: TRP:CE2 2.54 0.43
1:YA:44:LEU:HD22 1:YA:44:LEU:N 2.33 0.43
1:YA:159:VAL:O 1:YA:159:VAL:HG12 2.18 0.43
1:YB:219:VAL:HG11 | 1:YB:227:LEU:HD13 2.01 0.43
1:A:176:LEU:HD21 1:A:196: TRP:CE2 2.54 0.43
1:A:216:VAL:O 1:A:216:VAL:HG13 2.19 0.43
1:AC:17:HIS:CB 1:AC:44:LEU:HD23 2.49 0.43
1:AC:44:LEU:HD22 1:AC:44:LEU:N 2.34 0.43
1:B:758:GLU:O 1:B:762:VAL:HG22 2.19 0.43
1:BA:539:LEU:HD21 1:BA:599:ILE:HD11 2.01 0.43
1:BB:539:LEU:CD1 1:BB:640:VAL:HG13 2.48 0.43
1:C:786:GLN:OE1 1:D:781:VAL:HG11 2.19 0.43
1:D:121:LEU:HD23 1:D:162:ILE:HG22 2.00 0.43
1:D:216:VAL:HG13 1:D:216:VAL:O 2.19 0.43
1:EB:216:VAL:O 1:EB:216:VAL:HG13 2.19 0.43
1:F:129:PHE:CE1 1:F:137:VAL:HG11 2.54 0.43
1:F:176:LEU:HD23 1:F:176:LEU:H 1.83 0.43
1:¥FB:44:LEU:HD22 1:FB:44:LEU:N 2.33 0.43
1:GA:176:LEU:HD21 1:GA:196: TRP:CE2 2.53 0.43
1:H:63:ASN:OD1 1:H:104:VAL:HG12 2.18 0.43
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:HA:208:VAL:HG23 1:HA:209:PHE:CD1 2.54 0.43
1:HA:219:VAL:HG11 | 1:HA:227:LEU:HD22 2.01 0.43
1:HA:326:LEU:HD12 | 1:HA:363:LEU:HD21 2.01 0.43
1:HB:176:LEU:HD21 1:HB:196: TRP:CE2 2.54 0.43
1:1:176: LEU:HD21 1:1:196: TRP:CE2 2.54 0.43
1:1:208:VAL:HG23 1:1:209:PHE:CD1 2.54 0.43
1:1B:219:VAL:HG11 1:1B:227:LEU:HD22 2.00 0.43
1:JA:17:HIS:CB 1:JA:44:LEU:HD23 2.49 0.43
1:KA:44:LEU:H 1:KA:44:LEU:HD22 1.84 0.43
1:KB:216:VAL:O 1:KB:216:VAL:HG13 2.19 0.43
1:KB:597:ARG:O 1:KB:601: THR:HG23 2.19 0.43
1:KB:643:VAL:O 1:KB:643:VAL:HG12 2.19 0.43
1:LA:52:THR:O 1:LA:109:ILE:HD11 2.18 0.43
1:LB:208:VAL:HG23 1:LB:209:PHE:CD1 2.54 0.43
1:M:17:HIS:HB3 1:M:44:LEU:HD23 1.99 0.43
1:MA:779:LEU:HD21 | 1:NA:774:ARG:HG2 2.00 0.43
1:MB:129:PHE:CE1 1:MB:137:VAL:HG11 2.54 0.43
1:NA:643:VAL:O 1:NA:643:VAL:HG12 2.18 0.43
1:0A:366:VAL:O 1:0A:366:VAL:HG13 2.18 0.43
1:0B:53:VAL:HG12 1:0B:57:HIS:O 2.18 0.43
1:P:176:LEU:HD23 1:P:176:LEU:H 1.83 0.43
1:QA:529:ILE:HD12 | 1:QA:583:VAL:HG11 2.00 0.43
1:QB:121:LEU:HD23 | 1:QB:162:ILE:HG22 2.00 0.43
1:RA:176:LEU:HD21 1:RA:196: TRP:CE2 2.53 0.43
1:RA:359:ILE:O 1:RA:359:ILE:HG23 2.19 0.43
1:SA:168:ILE:HG21 1:SA:174:LEU:HB2 2.01 0.43
1:T:216:VAL:O 1:T:216:VAL:HG13 2.17 0.43
1:TA:539:LEU:HD11 | 1:TA:640:VAL:HG13 2.00 0.43
1:UA:176:LEU:HD21 1:UA:196: TRP:NE1 2.34 0.43
1:UA:176:LEU:HD23 1:UA:176:LEU:H 1.83 0.43
1:UA:219:VAL:HG11 | 1:UA:227:LEU:HD22 2.00 0.43
1:V:143:TRP:HH2 1:V:157:VAL:HG22 1.84 0.43
1:WA:208:VAL:HG23 | 1:WA:209:PHE:CD1 2.54 0.43
1:WA:216:VAL:O 1:WA:216:VAL:HG13 2.19 0.43
1:WB:539:LEU:HD11 1:-WB:599:ILE:CD1 2.49 0.43
1:X:489:LEU:HD21 1:X:495:PHE:CZ 2.54 0.43
1:XA:487:VAL:HG13 1:XA:487:VAL:O 2.18 0.43
1:XB:529:ILE:HD13 1:XB:583:VAL:HG11 2.00 0.43
1:Y:138:VAL:HG12 1:Y:139:ALA:N 2.33 0.43
1:Y:208:VAL:HG23 1:Y:209:PHE:CD1 2.54 0.43
1:YA:216:VAL:O 1:YA:216:VAL:HG13 2.19 0.43
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:YB:516:LEU:HD23 1:YB:516:LEU:C 2.44 0.43
1:ZA:129:PHE:CE1 1:ZA:137:VAL:HG11 2.54 0.43
1:ZB:176:LEU:HD23 1:ZB:176:LEU:H 1.83 0.43
1:ZB:219:VAL:HG11 1:ZB:227:.LEU:HD13 2.01 0.43
1:AB:758:GLU:O 1:AB:762:VAL:HG22 2.18 0.43
1:B:168:ILE:HG21 1:B:174:.LEU:HB2 2.00 0.43
1:BA:523:PHE:CE2 1:BA:545:TRP:CD1 3.07 0.43
1:BB:523:PHE:CE2 1:BB:545: TRP:CD1 3.07 0.43
1:BB:643:VAL:O 1:BB:643:VAL:HG12 2.19 0.43
1:C:138:VAL:HG12 1:C:139:ALA:N 2.34 0.43
1:CB:176:LEU:HD23 1:CB:176:LEU:H 1.83 0.43
1:D:138:VAL:HG12 1:D:139:ALA:N 2.34 0.43
1:DA:138:VAL:HG12 1:DA:139:ALA:N 2.34 0.43
1:G:662:1LE:O 1:G:666: THR:HG23 2.19 0.43
1:GA:44:LEU:HD22 1:GA:44:LEU:N 2.33 0.43
1:GB:208:VAL:HG23 1:GB:209:PHE:CD1 2.54 0.43
1:GB:779:LEU:HD21 1:HB:774:ARG:HG2 2.00 0.43
1:H:208:VAL:HG23 1:H:209:PHE:CD1 2.54 0.43
1:TA:165:ALA:HB2 1:TA:205:LEU:HD13 2.00 0.43
1:1B:643:VAL:O 1:1B:643:VAL:HG12 2.19 0.43
1:J:176:LEU:HD21 1:J:196: TRP:NE1 2.33 0.43
1:JA:53:VAL:HG12 1:JA:57:HIS:O 2.19 0.43
1:JA:176:LEU:HD21 1:JA:196: TRP:CE2 2.54 0.43
1:JA:216:VAL:HG13 1:JA:216:VAL:O 2.19 0.43
1:K:208:VAL:HG23 1:K:209:PHE:CD1 2.54 0.43
1:LA:138:VAL:HG12 1:LA:139:ALA:N 2.34 0.43
1:LA:216:VAL:O 1:LA:216:VAL:HG13 2.19 0.43
1:M:53:VAL:HG12 1:M:57:HIS:O 2.18 0.43
1:M:208:VAL:HG23 1:M:209:PHE:CD1 2.54 0.43
1:MB:208:VAL:HG23 | 1:MB:209:PHE:CD1 2.54 0.43
1:NA:138:VAL:HG12 1:NA:139:ALA:N 2.34 0.43
1:NB:208:VAL:HG23 1:NB:209:PHE:CD1 2.54 0.43
1:NB:359:ILE:O 1:NB:359:ILE:HG23 2.18 0.43
1:0A:219:VAL:HG11 | 1:0A:227:LEU:HD13 2.01 0.43
1:0B:44:LEU:N 1:0B:44:LEU:HD22 2.34 0.43
1:P:529:1LE:HD13 1:P:583:VAL:HG21 2.00 0.43
1:PA:345:ASP:0OD2 1:PA:349:VAL:HG13 2.18 0.43
1:PA:393:VAL:HG22 1:PA:411:ASP:C 2.44 0.43
1:Q:359:ILE:O 1:Q:359:1ILE:HG23 2.18 0.43
1:QB:176:LEU:H 1:QB:176:LEU:HD23 1.82 0.43
1:RB:17:HIS:CB 1:RB:44:LEU:HD23 2.49 0.43
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:RB:44:LEU:HD22 1:RB:44:LEU:H 1.83 0.43
1:SA:758:GLU:O 1:SA:762:VAL:HG22 2.18 0.43
1:SB:539:LEU:HD21 1:SB:599:1LE:HD11 1.99 0.43
1:UA:366:VAL:O 1:UA:366:VAL:HG13 2.18 0.43
1:UB:216:VAL:O 1:UB:216:VAL:HG13 2.19 0.43
1:W:539:LEU:HD21 1:W:599:ILE:HD11 2.00 0.43
1:WA:92:LEU:N 1:WA:92:LEU:HD12 2.34 0.43
1:X:44:LEU:HD22 1:X:44:LEU:N 2.34 0.43
1:XA:52:THR:O 1:XA:109:ILE:HD11 2.19 0.43
1:XB:25:VAL:HG21 1:XB:78: THR:O 2.18 0.43
1:XB:176:LEU:HD23 1:XB:176:LEU:H 1.83 0.43
1:YA:208:VAL:HG23 1:YA:209:PHE:CD1 2.54 0.43
1:YB:398:VAL:HG12 1:YB:491:PRO:HB3 2.00 0.43
1:7:359:ILE:O 1:7:359:ILE:HG23 2.19 0.43
1:ZA:176:LEU:HD21 1:ZA:196: TRP:NE1 2.34 0.43
1:ZA:529:ILE:HD13 1:ZA:583:VAL:HG11 1.99 0.43
1:A:143: TRP:HH2 1:A:157:VAL:HG22 1.84 0.42
1:A:168:ILE:HG22 1:A:215:LEU:CD2 2.45 0.42
1:AB:176:LEU:HD21 1:AB:196: TRP:CE2 2.54 0.42
1:AB:219:VAL:HG11 | 1:AB:227:LEU:HD22 2.01 0.42
1:CB:44:LEU:HD22 1:CB:44:LEU:H 1.84 0.42
1:CB:176:LEU:HD21 1:CB:196: TRP:NE1 2.34 0.42
1:CB:426:LEU:HD23 | 1:CB:427:LEU:HD22 2.00 0.42
1:D:129:PHE:CE1 1:D:137:VAL:HG11 2.54 0.42
1:D:359:ILE:O 1:D:359:ILE:HG23 2.19 0.42
1:D:539:LEU:HD21 1:D:599:ILE:HD11 2.00 0.42
1:EA:44:LEU:HD22 1:EA:44:LEU:N 2.34 0.42
1:EB:570:ASP:OD1 1:EB:570:ASP:C 2.62 0.42
1:F:208:VAL:HG23 1:F:209:PHE:CD1 2.54 0.42
1:F:216:VAL:O 1:F:216:VAL:HG13 2.19 0.42
1:FA:216:VAL:O 1:FA:216:VAL:HG13 2.19 0.42
1:GB:44:LEU:N 1:GB:44:LEU:HD22 2.33 0.42
1:GB:176:LEU:HD21 1:GB:196: TRP:NE1 2.34 0.42
1:GB:523:PHE:CE2 1:GB:545:TRP:CD1 3.07 0.42
1:HA:44:LEU:N 1:HA:44:LEU:HD22 2.33 0.42
1:TA:17:HIS:HB3 1:TA:44:.LEU:HD23 2.01 0.42
1:TA:176:LEU:HD21 1:TA:196: TRP:CE2 2.54 0.42
1:1B:539:LEU:CD1 1:1B:640:VAL:HG13 2.49 0.42
1:JA:138:VAL:HG12 1:JA:139:ALA:N 2.34 0.42
1:KA:176:LEU:HD21 1:KA:196: TRP:NE1 2.34 0.42
1:KB:121:LEU:HD23 1:KB:162:ILE:HG22 2.00 0.42
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Atom-1 Atom-2 distance (A) overlap (A)

1:LA:487:VAL:O 1:LA:487:VAL:HG13 2.18 0.42
1:M:129:PHE:CE1 1:M:137:VAL:HG11 2.54 0.42
1:M:487:VAL:O 1:M:487:VAL:HG13 2.18 0.42
1:MA:219:VAL:HG11 | 1:MA:227:LEU:HD13 2.00 0.42
1:MB:44:LEU:HD22 1:MB:44:LEU:N 2.34 0.42
1:MB:138:VAL:HG12 1:MB:139:ALA:N 2.34 0.42
1:N:216:VAL:O 1:N:216:VAL:HG13 2.19 0.42
1:0A:779:LEU:HD21 1:PA:774:ARG:HG2 2.01 0.42
1:PA:539:LEU:HD21 1:PA:599:1LE:HD11 2.01 0.42
1:PB:44:LEU:HD22 1:PB:44:.LEU:N 2.34 0.42
1:Q:48:MET:HA 1:Q:48:MET:HE3 2.00 0.42
1:R:17:HIS:HB3 1:R:44:LEU:HD23 2.01 0.42
1:S:208:VAL:HG23 1:S:209:PHE:CD1 2.54 0.42
1:S:523:PHE:CE2 1:S:545: TRP:CD1 3.07 0.42
1:TB:52: THR:O 1:TB:109:1ILE:HD11 2.19 0.42
1:UA:17:HIS:CB 1:UA:44:LEU:HD23 2.49 0.42
1:VA:208:VAL:HG23 1:VA:209:PHE:CD1 2.54 0.42
1:VA:216:VAL:O 1:VA:216:VAL:HG13 2.19 0.42
1:VA:366:VAL:HG13 1:VA:366:VAL:O 2.19 0.42
1:VB:165:ALA:HB2 1:VB:205:LEU:HD13 2.00 0.42
1:VB:176:LEU:HD23 1:VB:176:LEU:H 1.83 0.42
1:VB:216:VAL:HG13 1:VB:216:VAL:O 2.19 0.42
1:WA:662:ILE:O 1:WA:666: THR:HG23 2.19 0.42
1:X:758:GLU:O 1:X:762: VAL:HG22 2.18 0.42
1:XB:44:LEU:HD22 1:XB:44:LEU:N 2.34 0.42
1:ZA:17:HIS:CB 1:ZA:44:LEU:HD23 2.49 0.42
1:ZA:570:ASP:C 1:ZA:570:ASP:OD1 2.62 0.42
1:A:489:LEU:HD21 1:A:495:PHE:CZ 2.54 0.42
1:AA:359:1LE:HG23 1:AA:359:ILE:O 2.18 0.42
1:AB:53:VAL:HG12 1:AB:57:HIS:O 2.18 0.42
1:AB:138:VAL:HG12 1:AB:139:ALA:N 2.35 0.42
1:AB:208:VAL:HG23 1:AB:209:PHE:CD1 2.54 0.42
1:AC:359:ILE:O 1:AC:359:ILE:HG23 2.19 0.42
1:BA:643:VAL:O 1:BA:643:VAL:HG12 2.19 0.42
1:BB:176:LEU:HD21 1:BB:196: TRP:CE2 2.54 0.42
1:BB:216:VAL:O 1:BB:216:VAL:HG13 2.19 0.42
1:CB:208:VAL:HG23 1:CB:209:PHE:CD1 2.54 0.42
1:CB:359:ILE:O 1:CB:359:ILE:HG23 2.19 0.42
1:CB:523:PHE:CE2 1:CB:545: TRP:CD1 3.07 0.42
1:D:168:ILE:HG22 1:D:215:LEU:CD2 2.44 0.42
1:D:208:VAL:HG23 1:D:209:PHE:CD1 2.54 0.42
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:DA:121:LEU:HD23 1:DA:162:ILE:HG22 2.00 0.42
1:DA:129:PHE:CE1 1:DA:137:VAL:HG11 2.54 0.42
1:E:216:VAL:O 1:E:216:VAL:HG13 2.19 0.42
1:EA:208:VAL:HG23 1:EA:209:PHE:CD1 2.54 0.42
1:EB:487:VAL:O 1:EB:487:VAL:HG13 2.19 0.42
1:G:138:VAL:HG12 1:G:139:ALA:N 2.34 0.42
1:G:176:LEU:HD21 1:G:196: TRP:NE1 2.34 0.42
1:G:541:LEU:CD2 1:G:640:VAL:HG22 2.49 0.42
1:GB:121:LEU:HD23 1:GB:162:1LE:HG22 2.00 0.42
1:GB:216:VAL:O 1:GB:216:VAL:HG13 2.19 0.42
1:GB:302:VAL:HG11 1:GB:306:LYS:HZ2 1.84 0.42
1:HB:487:VAL:O 1:HB:487:VAL:HG13 2.18 0.42
1:TA:53:VAL:HG12 1:TA:57:HIS:O 2.19 0.42
1:TA:176:LEU:HD21 1:TA:196: TRP:NE1 2.34 0.42
1:JA:208:VAL:HG23 1:JA:209:PHE:CD1 2.55 0.42
1:JB:138:VAL:HG12 1:JB:139:ALA:N 2.35 0.42
1:JB:176:LEU:HD23 1:JB:176:LEU:H 1.83 0.42
1:JB:208:VAL:HG23 1:JB:209:PHE:CD1 2.54 0.42
1:KB:53:VAL:HG12 1:KB:57:HIS:O 2.19 0.42
1:KB:138:VAL:HG12 1:KB:139:ALA:N 2.34 0.42
1:L:208:VAL:HG23 1:L:209:PHE:CD1 2.55 0.42
1:MA:208:VAL:HG23 | 1:MA:209:PHE:CD1 2.54 0.42
1:NB:138:VAL:HG12 1:NB:139:ALA:N 2.34 0.42
1:0:216:VAL:HG13 1:0:216:VAL:O 2.19 0.42
1:0A:208:VAL:HG23 1:0A:209:PHE:CD1 2.54 0.42
1:0A:489:LEU:HD21 1:0A:495:PHE:CZ 2.54 0.42
1:0B:138:VAL:HG12 1:0B:139:ALA:N 2.34 0.42
1:PA:63:ASN:OD1 1:PA:104:VAL:HG12 2.19 0.42
1:RB:359:ILE:O 1:RB:359:ILE:HG23 2.19 0.42
1:S:138:VAL:HG12 1:S:139:ALA:N 2.34 0.42
1:SA:56:ARG:N 1:SA:56:ARG:HE 2.17 0.42
1:SB:216:VAL:O 1:SB:216:VAL:HG13 2.19 0.42
1:TA:208:VAL:HG23 1:TA:209:PHE:CD1 2.54 0.42
1:UA:44:LEU:HD22 1:UA:44:LEU:N 2.34 0.42
1:UA:216:VAL:HG13 1:UA:216:VAL:O 2.19 0.42
1:V:176:LEU:HD23 1:V:176:LEU:H 1.82 0.42
1:WA:138:VAL:HG12 1:WA:139:ALA:N 2.34 0.42
1:WA:359:ILE:HG23 1:WA:359:ILE:O 2.19 0.42
1:WB:168:ILE:HG21 1:WB:174:LEU:HB2 2.00 0.42
1:WB:176:LEU:HD23 1:WB:176:LEU:H 1.83 0.42
1:XA:176:LEU:HD21 1:XA:196:TRP:CE2 2.54 0.42
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:XA:662:1LE:O 1:XA:666:THR:HG23 2.19 0.42
1:7:176:LEU:HD21 1:7:196: TRP:CE2 2.54 0.42
1:ZA:138:VAL:HG12 1:ZA:139:ALA:N 2.34 0.42
1:A:176:LEU:HD21 1:A:196: TRP:NE1 2.35 0.42
1:A:597:ARG:O 1:A:601: THR:HG23 2.19 0.42
1:BB:44:LEU:HD22 1:BB:44:.LEU:N 2.34 0.42
1:BB:393:VAL:HG22 1:BB:411:ASP:C 2.44 0.42
1:C:529:1LE:HD13 1:C:583:VAL:HG21 2.00 0.42
1:CA:44:LEU:H 1:CA:44:LEU:HD22 1.84 0.42
1:DA:529:ILE:HD13 1:DA:583:VAL:HG11 2.01 0.42
1:DB:654:LEU:HD22 1:EB:534:HIS:CG 2.54 0.42
1:EA:216:VAL:HG13 1:EA:216:VAL:O 2.19 0.42
1:EB:176:LEU:HD21 1:EB:196: TRP:CE2 2.55 0.42
1:F:44:LEU:HD22 1:F:44:LEU:N 2.34 0.42
1:F:359:ILE:O 1:F:359:ILE:HG23 2.19 0.42
1:F:398:VAL:HG12 1:F:491:PRO:HB3 1.99 0.42
1:F:539:LEU:CD1 1:F:640:VAL:HG13 2.49 0.42
1:G:539:LEU:HD11 1:G:640:VAL:HG13 2.01 0.42
1:GA:393:VAL:HG22 1:GA:411:ASP:C 2.44 0.42
1:GA:597:ARG:O 1:GA:601: THR:HG23 2.18 0.42
1:H:487:VAL:HG13 1:H:487:VAL:O 2.18 0.42
1:HA:393:VAL:HG22 1:HA:411:ASP:C 2.43 0.42
1:HB:208:VAL:HG23 1:HB:209:PHE:CD1 2.54 0.42
1:1:597:ARG:O 1:I1:601: THR:HG23 2.20 0.42
1:IB:129:PHE:CE1 1:1B:137:VAL:HG11 2.55 0.42
1:K:165:ALA:HB2 1:K:205:LEU:HD13 2.00 0.42
1:KA:216:VAL:O 1:KA:216:VAL:HG13 2.19 0.42
1:KB:208:VAL:HG23 1:KB:209:PHE:CD1 2.54 0.42
1:KB:523:PHE:CE2 1:KB:545:TRP:CD1 3.07 0.42
1:LA:359:ILE:HG23 1:LA:359:ILE:O 2.19 0.42
1:LB:523:PHE:CE2 1:LB:545: TRP:CD1 3.08 0.42
1:MA:326:LEU:HD12 | 1:MA:363:LEU:HD21 2.00 0.42
1:MB:176:LEU:HD21 1:MB:196: TRP:CE2 2.54 0.42
1:NA:176:LEU:HD21 1:NA:196:TRP:NE1 2.34 0.42
1:NB:176:LEU:HD21 1:NB:196: TRP:NE1 2.34 0.42
1:NB:216:VAL:HG13 1:NB:216:VAL:O 2.19 0.42
1:0B:359:ILE:O 1:0B:359:ILE:HG23 2.20 0.42
1:Q:426:LEU:HD23 1:Q:427:LEU:HD22 2.02 0.42
1:QA:208:VAL:HG23 | 1:QA:209:PHE:CD1 2.54 0.42
1:R:57:HIS:O 1:R:58:TYR:HD1 2.02 0.42
1:R:539:LEU:HD11 1:R:640:VAL:HG13 2.01 0.42
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:RA:539:LEU:CD1 1:RA:640:VAL:HG13 2.48 0.42
1:RA:779:LEU:HD21 1:SA:774:ARG:HG2 2.01 0.42
1:SB:208:VAL:HG23 1:SB:209:PHE:CD1 2.54 0.42
1:T:176:LEU:HD21 1:T:196: TRP:CE2 2.54 0.42
1:UA:541:LEU:CD2 1:UA:640:VAL:HG22 2.49 0.42
1:UB:345:ASP:0OD2 1:UB:349:VAL:HG13 2.19 0.42
1:UB:523:PHE:CE2 1:UB:545: TRP:CD1 3.07 0.42
1:V:17:HIS:CB 1:V:44:LEU:HD23 2.49 0.42
1:VA:144:LEU:HD22 1:VA:163:ILE:HD11 2.02 0.42
1:VB:44:LEU:HD22 1:VB:44:LEU:N 2.34 0.42
1:VB:121:LEU:HD23 1:VB:162:ILE:HG22 2.01 0.42
1:VB:138:VAL:HG12 1:VB:139:ALA:N 2.34 0.42
1:W:359:ILE:O 1:W:359:ILE:HG23 2.19 0.42
1:WA:539:LEU:HD21 | 1:WA:599:ILE:HD11 2.01 0.42
1:X:168:ILE:HG22 1:X:215:LEU:CD2 2.45 0.42
1:X:176:LEU:HD21 1:X:196: TRP:NE1 2.33 0.42
1:XA:129:PHE:CE1 1:XA:137:VAL:HG11 2.54 0.42
1:Y:758:GLU:O 1:Y:762:VAL:HG22 2.18 0.42
1:YA:597:ARG:O 1:YA:601: THR:HG23 2.19 0.42
1:YA:758:GLU:O 1:YA:762:VAL:HG22 2.19 0.42
1:YB:539:LEU:CD2 1:YB:541:LEU:HG 2.49 0.42
1:ZB:57:HIS:O 1:ZB:58: TYR:HD1 2.02 0.42
1:AA:176:LEU:HD21 1:AA:196: TRP:NE1 2.34 0.42
1:AB:44:LEU:HD22 1:AB:44:LEU:N 2.34 0.42
1:AB:176:LEU:HD21 1:AB:196: TRP:NE1 2.34 0.42
1:B:30: VAL:HG21 1:B:50:-MET:HE3 2.01 0.42
1:B:53:VAL:HG12 1:B:57:HIS:O 2.19 0.42
1:B:208:VAL:HG23 1:B:209:PHE:CD1 2.55 0.42
1:B:216:VAL:O 1:B:216:VAL:HG13 2.19 0.42
1:BA:176:LEU:HD21 1:BA:196: TRP:NE1 2.34 0.42
1:BA:208:VAL:HG23 1:BA:209:PHE:CD1 2.55 0.42
1:BA:359:ILE:O 1:BA:359:ILE:HG23 2.20 0.42
1:C:30: VAL:HG21 1:C:50:MET:HE3 2.01 0.42
1:C:53:VAL:HG12 1:C:57:HIS:O 2.19 0.42
1:CB:487:VAL:O 1:CB:487:VAL:HG13 2.19 0.42
1:DA:219:VAL:HG11 | 1:DA:227:LEU:HD13 2.01 0.42
1:DB:44:LEU:HD22 1:DB:44:LEU:H 1.84 0.42
1:DB:176:LEU:HD21 1:DB:196: TRP:NE1 2.35 0.42
1:DB:208:VAL:HG23 1:DB:209:PHE:CD1 2.55 0.42
1:E:316:LEU:HD12 1:E:316:LEU:HA 1.94 0.42
1:EB:758:GLU:O 1:EB:762:VAL:HG22 2.19 0.42
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:FB:208:VAL:HG23 1:FB:209:PHE:CD1 2.55 0.42
1:G:44:LEU:HD22 1:G:44:LEU:N 2.34 0.42
1:GB:138:VAL:HG12 1:GB:139:ALA:N 2.34 0.42
1:GB:219:VAL:HG11 | 1:GB:227:LEU:HD22 2.01 0.42
1:GB:359:ILE:HG23 1:GB:359:ILE:O 2.19 0.42
1:HA:129:PHE:CE1 1:HA:137:VAL:HG11 2.54 0.42
1:HB:138:VAL:HG12 1:HB:139:ALA:N 2.34 0.42
1:HB:219:VAL:HG11 | 1:HB:227:LEU:HD22 2.01 0.42
1:1:138:VAL:HG12 1:1:139:ALA:N 2.34 0.42
1:IA:129:PHE:CE1 1:JA:137:VAL:HG11 2.55 0.42
1:J:176:LEU:HD23 1:J:176:LEU:H 1.83 0.42
1:KB:44:LEU:HD22 1:KB:44:.LEU:N 2.34 0.42
1:KB:129:PHE:CE1 1:KB:137:VAL:HG11 2.55 0.42
1:KB:165:ALA:HB2 1:KB:205:LEU:HD13 2.01 0.42
1:LB:138:VAL:HG12 1:LB:139:ALA:N 2.34 0.42
1:MA:44:LEU:HD22 1:MA:44:LEU:N 2.34 0.42
1:N:208:VAL:HG23 1:N:209:PHE:CD1 2.54 0.42
1:N:539:LEU:CD1 1:N:640:VAL:HG13 2.48 0.42
1:NA:144:LEU:HD22 1:NA:163:ILE:HD11 2.01 0.42
1:NA:393:VAL:HG22 1:NA:411:ASP:C 2.45 0.42
1:0A:597:ARG:O 1:0A:601: THR:HG23 2.20 0.42
1:P:208:VAL:HG23 1:P:209:PHE:CD1 2.54 0.42
1:PB:597:ARG:O 1:PB:601: THR:HG23 2.20 0.42
1:QA:144:LEU:HD12 1:QA:144:LEU:O 2.19 0.42
1:RA:129:PHE:CE1 1:RA:137:VAL:HG11 2.55 0.42
1:TA:779:LEU:HD21 1:UA:774:ARG:HG2 2.02 0.42
1:TB:44:LEU:HD22 1:TB:44:LEU:N 2.35 0.42
1:V:53:VAL:HG12 1:V:57:HIS:O 2.20 0.42
1:VB:10:ILE:HG22 1:VB:47:PRO:HB3 2.02 0.42
1:VB:129:PHE:CE1 1:VB:137:VAL:HG11 2.55 0.42
1:VB:523:PHE:CE2 1:VB:545: TRP:CD1 3.07 0.42
1:WA:44:LEU:HD22 1:WA:44:LEU:N 2.34 0.42
1:WA:176:LEU:HD21 | 1:WA:196:TRP:CE2 2.54 0.42
1:XA:121:LEU:HD23 | 1:XA:162:ILE:HG22 2.00 0.42
1:XB:138:VAL:HG12 1:XB:139:ALA:N 2.34 0.42
1:YA:176:LEU:HD21 1:YA:196: TRP:NE1 2.34 0.42
1:YB:17:HIS:HB3 1:YB:44:LEU:HD23 2.00 0.42
1:7:17:HIS:CB 1:7:44:.LEU:HD23 2.50 0.42
1:ZA:208:VAL:HG23 1:ZA:209:PHE:CD1 2.54 0.42
1:ZB:176:LEU:HD21 1:7B:196: TRP:CE2 2.55 0.42
1:A:138:VAL:HG12 1:A:139:ALA:N 2.34 0.42
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Atom-1 Atom-2 distance (A) overlap (A)
1:AA:53:VAL:HG12 1:AA:57:HIS:O 2.20 0.42
1:AC:144:LEU:HD22 1:AC:163:ILE:HD11 2.02 0.42
1:AC:489:LEU:HD21 1:AC:495:PHE:CZ 2.55 0.42
1:B:176:LEU:HD21 1:B:196: TRP:CE2 2.55 0.42
1:BA:176:LEU:HD21 1:BA:196: TRP:CE2 2.55 0.42
1:C:144:LEU:HD12 1:C:144:LEU:O 2.19 0.42
1:CB:138:VAL:HG12 1:CB:139:ALA:N 2.34 0.42
1:E:176:LEU:HD21 1:E:196: TRP:CE2 2.54 0.42
1:EB:208:VAL:HG23 1:EB:209:PHE:CD1 2.54 0.42
1:F:643:VAL:O 1:F:643:VAL:HG12 2.20 0.42
1:FA:44:LEU:HD22 1:FA:44:LEU:N 2.34 0.42
1:1:393:VAL:HG22 1:1:411:ASP:C 2.44 0.42
1:1B:44:LEU:HD22 1:1B:44:.LEU:H 1.85 0.42
1:J:662:1LE:O 1:J:666: THR:HG23 2.19 0.42
1:JB:216:VAL:O 1:JB:216:VAL:HG13 2.19 0.42
1:KA:44:LEU:HD22 1:KA:44:LEU:N 2.33 0.42
1:KA:208:VAL:HG23 1:KA:209:PHE:CD1 2.55 0.42
1:LA:121:LEU:HD23 1:LA:162:ILE:HG22 2.00 0.42
1:M:176:LEU:HD21 1:M:196: TRP:CE2 2.54 0.42
1:M:216:VAL:O 1:M:216:VAL:HG13 2.19 0.42
1:M:359:ILE:O 1:M:359:ILE:HG23 2.19 0.42
1:MA:44:LEU:HD22 1:MA:44:LEU:H 1.85 0.42
1:MA:129:PHE:CE1 1:MA:137:VAL:HG11 2.55 0.42
1:MB:597:ARG:O 1:MB:601: THR:HG23 2.20 0.42
1:N:393:VAL:HG22 1:N:411:ASP:C 2.44 0.42
1:NB:30:VAL:CG2 1:NB:50:-MET:HE3 2.50 0.42
1:NB:570:ASP:OD1 1:NB:570:ASP:C 2.61 0.42
1:0:47:PRO:C 1:0:48:MET:HE2 2.45 0.42
1:0:523:PHE:CE2 1:0:545:TRP:CD1 3.08 0.42
1:0A:56:ARG:HE 1:PA:127:LEU:CD2 2.33 0.42
1:0A:539:LEU:CD1 1:0A:640:VAL:HG13 2.49 0.42
1:0B:56:ARG:HE 1:PB:127:LEU:CD2 2.33 0.42
1:0B:523:PHE:CE2 1:0B:545:TRP:CD1 3.07 0.42
1:P:17:HIS:CB 1:P:44:LEU:HD23 2.50 0.42
1:P:359:ILE:O 1:P:359:ILE:HG23 2.20 0.42
1:PA:138:VAL:HG12 1:PA:139:ALA:N 2.34 0.42
1:PB:144:LEU:HD22 1:PB:163:ILE:HD11 2.02 0.42
1:Q:208:VAL:HG23 1:Q:209:PHE:CD1 2.54 0.42
1:R:208:VAL:HG23 1:R:209:PHE:CD1 2.55 0.42
1:S:359:ILE:O 1:S:359:ILE:HG23 2.19 0.42
1:SA:176:LEU:HD21 1:SA:196: TRP:CE2 2.54 0.42
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Atom-1 Atom-2 distance (A) overlap (A)
1:SB:138:VAL:HG12 1:SB:139:ALA:N 2.34 0.42
1:T:121:LEU:HD22 1:T:159:VAL:HG13 2.01 0.42
1:UA:129:PHE:CE1 1:UA:137:VAL:HG11 2.54 0.42
1:V:138:VAL:HG12 1:V:139:ALA:N 2.34 0.42
1:V:359:ILE:HG23 1:V:359:ILE:O 2.19 0.42
1:VA:138:VAL:HG12 1:VA:139:ALA:N 2.34 0.42
1:WB:44:LEU:N 1:WB:44:LEU:HD?22 2.33 0.42
1:X:359:ILE:HG23 1:X:359:ILE:O 2.20 0.42
1:XA:17:HIS:CB 1:XA:44:LEU:HD23 2.49 0.42
1:XB:539:LEU:HD21 1:XB:599:ILE:HD11 2.01 0.42
1:Y:129:PHE:CE1 1:Y:137:VAL:HG11 2.55 0.42
1:Y:176:LEU:HD21 1:Y:196: TRP:CE2 2.55 0.42
1:YA:393:VAL:HG22 1:YA:411:ASP:C 2.45 0.42
1:7:393:VAL:HG22 1:7:411:ASP:C 2.45 0.42
1:AA:541:LEU:CD2 1:AA:640:VAL:HG22 2.50 0.42
1:AB:121:LEU:HD23 1:AB:162:ILE:HG22 2.00 0.42
1:BA:44:LEU:HD22 1:BA:44:LEU:N 2.35 0.42
1:CA:17:HIS:CB 1:CA:44:LEU:HD23 2.50 0.42
1:CB:121:LEU:HD23 1:CB:162:ILE:HG22 2.00 0.42
1:DB:56:ARG:HE 1:EB:127:LEU:CD2 2.33 0.42
1:E:208:VAL:HG23 1:E:209:PHE:CD1 2.54 0.42
1:E:359:ILE:HG23 1:E:359:ILE:O 2.20 0.42
1:EA:138:VAL:HG12 1:EA:139:ALA:N 2.35 0.42
1:EA:359:ILE:HG23 1:EA:359:ILE:O 2.19 0.42
1:EB:44:.LEU:H 1:EB:44:.LEU:HD22 1.84 0.42
1:EB:168:ILE:HG21 1:EB:174:LEU:HB2 2.01 0.42
1:F:487:VAL:O 1:F:487:VAL:HG13 2.18 0.42
1:FA:208:VAL:HG23 1:FA:209:PHE:CD1 2.55 0.42
1:G:359:ILE:O 1:G:359:ILE:HG23 2.20 0.42
1:GA:176:LEU:HD21 1:GA:196:TRP:NE1 2.35 0.42
1:H:144:LEU:HD22 1:H:163:ILE:HD11 2.02 0.42
1:HA:53:VAL:HG12 1:HA:57:HIS:O 2.20 0.42
1:1:165:ALA:HB2 1:1:205:LEU:HD13 2.00 0.42
1:1B:44:LEU:HD22 1:1B:44:LEU:N 2.34 0.42
1:JA:359:ILE:O 1:JA:359:1ILE:HG23 2.19 0.42
1:JB:165:ALA:HB2 1:JB:205:LEU:HD13 2.02 0.42
1:JB:359:ILE:HG23 1:JB:359:ILE:O 2.19 0.42
1:JB:487:VAL:O 1:JB:487:VAL:HG13 2.18 0.42
1:JB:539:LEU:HD21 1:JB:599:ILE:HD11 2.02 0.42
1:KA:359:ILE:HG23 1:KA:359:ILE:O 2.19 0.42
1:LA:219:VAL:HG11 | 1:LA:227:LEU:HD13 2.02 0.42
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Atom-1 Atom-2 distance (A) overlap (A)
1:LB:176:LEU:HD21 1:LB:196: TRP:CE2 2.55 0.42
1:M:176:LEU:HD23 1:M:176:LEU:H 1.83 0.42
1:MA:788:ALA:O 1:MA:792:VAL:HG23 2.19 0.42
1:MB:539:LEU:HD11 | 1:MB:640:VAL:HG13 2.02 0.42
1:N:53:VAL:HG12 1:N:57:HIS:O 2.19 0.42
1:NA:359:ILE:HG23 1:NA:359:ILE:O 2.19 0.42
1:NB:53:VAL:HG12 1:NB:57:HIS:O 2.19 0.42
1:0:176:LEU:HD21 1:0:196: TRP:CE2 2.54 0.42
1:0:597:ARG:O 1:0:601: THR:HG23 2.20 0.42
1:PA:208:VAL:HG23 1:PA:209:PHE:CD1 2.54 0.42
1:PA:487:VAL:HG13 1:PA:487:VAL:O 2.19 0.42
1:PA:643:VAL:HG12 1:PA:643:VAL:O 2.20 0.42
1:QA:597:ARG:O 1:QA:601: THR:HG23 2.19 0.42
1:QB:17:HIS:HB3 1:QB:44:LEU:HD23 2.00 0.42
1:R:143: TRP:HH2 1:R:157:-VAL:HG22 1.84 0.42
1:R:219:VAL:HG11 1:R:227.LEU:HD22 2.02 0.42
1:RA:57:HIS:O 1:RA:58: TYR:HD1 2.03 0.42
1:RB:216:VAL:O 1:RB:216:VAL:HG13 2.19 0.42
1:T:57:HIS:O 1:T:5&8TYR:HD1 2.03 0.42
1:T:539:LEU:HD21 1:T:599:ILE:HD11 2.02 0.42
1:TA:359:ILE:O 1:TA:359:ILE:HG23 2.20 0.42
1:TA:539:LEU:CD1 1:TA:640:VAL:HG13 2.49 0.42
1:TB:176:LEU:HD23 1:TB:176:LEU:H 1.83 0.42
1:UA:138:VAL:HG12 1:UA:139:ALA:N 2.34 0.42
1:UA:208:VAL:HG23 1:UA:209:PHE:CD1 2.55 0.42
1:UA:489:LEU:HD21 1:UA:495:PHE:CZ 2.55 0.42
1:VA:788:ALA:O 1:VA:792:VAL:HG23 2.19 0.42
1:VB:176:LEU:HD21 1:VB:196: TRP:CE2 2.55 0.42
1:VB:345:ASP:0OD2 1:VB:349:VAL:HG13 2.19 0.42
1:W:176:LEU:HD21 1:W:196: TRP:CE2 2.54 0.42
1:W:487:VAL:O 1:W:487:VAL:HG13 2.18 0.42
1:W:597:ARG:O 1:W:601: THR:HG23 2.19 0.42
1:WB:208:VAL:HG23 | 1:WB:209:PHE:CD1 2.55 0.42
1:WB:359:ILE:O 1:WB:359:ILE:HG23 2.19 0.42
1:X:523:PHE:CE2 1:X:545:TRP:CD1 3.08 0.42
1:X:539:LEU:CD1 1:X:599:ILE:HD11 2.50 0.42
1:XA:44:LEU:N 1:XA:44:LEU:HD22 2.35 0.42
1:XA:302:VAL:HG11 1:XA:306:LYS:HZ2 1.85 0.42
1:XA:539:LEU:HD21 1:XA:599:ILE:HD11 2.01 0.42
1:XB:779:LEU:HD21 1:YB:774:ARG:HG2 2.01 0.42
1:YA:56:ARG:HE 1:ZA:127:LEU:CD2 2.33 0.42
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:YB:44:.LEU:HD22 1:YB:44:LEU:N 2.35 0.42
1:7B:138:VAL:HG12 1:ZB:139:ALA:N 2.34 0.42
1:A:219:VAL:HG11 1:A:227:LEU:HD13 2.01 0.42
1:AA:208:VAL:HG23 1:AA:209:PHE:CD1 2.54 0.42
1:AB:56:ARG:HE 1:BB:127:LEU:CD2 2.33 0.42
1:AC:216:VAL:O 1:AC:216:VAL:HG13 2.19 0.42
1:BB:44:LEU:HD22 1:BB:44:.LEU:H 1.84 0.42
1:C:597:ARG:O 1:C:601: THR:HG23 2.19 0.42
1:CB:56:ARG:HE 1:DB:127:LEU:CD2 2.33 0.42
1:DA:176:LEU:HD21 1:DA:196: TRP:NE1 2.35 0.42
1:E:138:VAL:HG12 1:E:139:ALA:N 2.34 0.42
1:EB:539:LEU:HD11 | 1:EB:640:VAL:HG13 2.02 0.42
1:FA:176:LEU:HD21 1:FA:196: TRP:NE1 2.35 0.42
1:G:208:VAL:HG23 1:G:209:PHE:CD1 2.55 0.42
1:GA:57:HIS:O 1:GA:58:TYR:HD1 2.03 0.42
1:GA:138:VAL:HG12 1:GA:139:ALA:N 2.34 0.42
1:HA:316:LEU:HD12 1:HA:316:LEU:HA 1.94 0.42
1:HB:643:VAL:O 1:HB:643:VAL:HG12 2.20 0.42
1:1:487:VAL:O 1:1:487:VAL:HG13 2.19 0.42
1:TA:487:VAL:O 1:TA:487:VAL:HG13 2.20 0.42
1:1B:216:VAL:HG13 1:1B:216:VAL:O 2.19 0.42
1:J:176:LEU:HD21 1:J:196:TRP:CE2 2.55 0.42
1:J:216:VAL:HG13 1:J:216:VAL:O 2.19 0.42
1:JA:176:LEU:HD21 1:JA:196: TRP:NE1 2.35 0.42
1:JB:176:LEU:HD21 1:JB:196: TRP:CE2 2.55 0.42
1:JB:597:ARG:O 1:JB:601: THR:HG23 2.20 0.42
1:K:216:VAL:O 1:K:216:VAL:HG13 2.19 0.42
1:KB:63:ASN:OD1 1:KB:104:VAL:HG12 2.19 0.42
1:KB:539:LEU:HD21 1:KB:599:ILE:HD11 2.01 0.42
1:L:597:ARG:O 1:L:601: THR:HG23 2.20 0.42
1:LA:57:HIS:O 1:LA:58:TYR:HD1 2.02 0.42
1:M:176:LEU:HD21 1:M:196: TRP:NE1 2.34 0.42
1:MA:529:ILE:HD13 | 1:MA:583:VAL:HG11 2.02 0.42
1:NA:44:LEU:HD22 1:NA:44:LEU:N 2.33 0.42
1:NA:489:LEU:HD21 1:NA:495:PHE:CZ 2.55 0.42
1:NA:529:ILE:HD13 1:NA:583:VAL:HG21 2.02 0.42
1:NB:539:LEU:HD21 1:NB:599:ILE:HD11 2.01 0.42
1:0B:176:LEU:HD21 1:0B:196: TRP:NE1 2.34 0.42
1:P:44:LEU:HD22 1:P:44:LEU:H 1.84 0.42
1:PA:662:1LE:O 1:PA:666: THR:HG23 2.19 0.42
1:PA:758:GLU:O 1:PA:762:VAL:HG22 2.19 0.42
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:PB:208:VAL:HG23 1:PB:209:PHE:CD1 2.55 0.42
1:PB:281:TYR:CG 1:PB:366:VAL:HG23 2.55 0.42
1:Q:539:LEU:HD21 1:Q:599:ILE:HD11 2.02 0.42
1:Q:597:ARG:O 1:Q:601: THR:HG23 2.20 0.42
1:QB:219:VAL:HG11 | 1:QB:227:LEU:HD13 2.01 0.42
1:RA:208:VAL:HG23 1:RA:209:PHE:CD1 2.55 0.42
1:RB:52:THR:O 1:RB:109:ILE:HD11 2.19 0.42
1:RB:57:HIS:O 1:RB:58:TYR:HD1 2.02 0.42
1:S:219:VAL:HG11 1:S:227:LEU:HD13 2.00 0.42
1:SA:208:VAL:HG23 1:SA:209:PHE:CD1 2.54 0.42
1:T:208:VAL:HG23 1:T:209:PHE:CD1 2.54 0.42
1:TB:393:VAL:HG22 1:TB:411:ASP:C 2.44 0.42
1:WA:129:PHE:CE1 | 1:WA:137:VAL:HG11 2.55 0.42
1:WA:597:ARG:O 1:WA:601: THR:HG23 2.20 0.42
1:WB:44:LEU:HD22 1:WB:44:LEU:H 1.84 0.42
1:WB:129:PHE:CE1 | 1:WB:137:VAL:HG11 2.55 0.42
1:Y:44:LEU:HD22 1:Y:44:LEU:N 2.35 0.42
1:YA:165:ALA:HB2 1:YA:205:LEU:HD13 2.00 0.42
1:7:44:LEU-HD22 1:7:44:.LEU:N 2.34 0.42
1:7:138:VAL:HG12 1:7:139:ALA:N 2.34 0.42
1:7:208:VAL:HG23 1:7:209:PHE:CD1 2.54 0.42
1:ZB:208:VAL:HG23 1:ZB:209:PHE:CD1 2.54 0.42
1:AC:138:VAL:HG12 1:AC:139:ALA:N 2.34 0.42
1:AC:393:VAL:HG22 1:AC:411:ASP:C 2.44 0.42
1:B:487:VAL:O 1:B:487:VAL:HG13 2.20 0.42
1:BB:208:VAL:HG23 1:BB:209:PHE:CD1 2.54 0.42
1:C:176:LEU:HD21 1:C:196: TRP:CE2 2.55 0.42
1:CA:44:LEU:HD22 1:CA:44:-LEU:N 2.34 0.42
1:CA:48:MET:HA 1:CA:48:MET:HE3 2.02 0.42
1:CA:208:VAL:HG23 1:CA:209:PHE:CD1 2.54 0.42
1:D:17:HIS:HB3 1:D:44:LEU:HD23 2.01 0.42
1:EB:138:VAL:HG12 1:EB:139:ALA:N 2.35 0.42
1:FA:138:VAL:HG12 1:FA:139:ALA:N 2.34 0.42
1:FA:219:VAL:HG11 1:FA:227:LEU:HD13 2.00 0.42
1:GB:487:VAL:O 1:GB:487:VAL:HG13 2.20 0.42
1:J:779:LEU:HD21 1:K:774:ARG:HG2 2.02 0.42
1:JA:129:PHE:CE1 1:JA:137:VAL:HG11 2.54 0.42
1:JB:758:GLU:O 1:JB:762:VAL:HG22 2.20 0.42
1:K:487:VAL:O 1:K:487:VAL:HG13 2.19 0.42
1:LA:523:PHE:CE2 1:LA:545:TRP:CD1 3.08 0.42
1:LB:359:ILE:HG23 1:LB:359:1LE:O 2.19 0.42
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Atom-1 Atom-2 distance (A) overlap (A)
1:N:489:LEU:HD21 1:N:495:PHE:CZ 2.55 0.42
1:N:643:VAL:O 1:N:643:VAL:HG12 2.20 0.42
1:NA:208:VAL:HG23 1:NA:209:PHE:CD1 2.54 0.42
1:NB:176:LEU:HD21 1:NB:196: TRP:CE2 2.54 0.42
1:0:758:GLU:O 1:0:762:VAL:HG22 2.20 0.42
1:PA:359:ILE:HG23 1:PA:359:ILE:O 2.20 0.42
1:Q:529:1LE:HD13 1:Q:583:VAL:HG11 2.02 0.42
1:QA:53:VAL:HG12 1:QA:57:HIS:O 2.19 0.42
1:QA:176:LEU:HD21 1:QA:196: TRP:CE2 2.55 0.42
1:QA:216:VAL:O 1:QA:216:VAL:HG13 2.19 0.42
1:QB:334:LEU:HD12 1:QB:357:TRP:NE1 2.34 0.42
1:R:216:VAL:HG13 1:R:216:VAL:O 2.18 0.42
1:R:487:VAL:O 1:R:487:VAL:HG13 2.19 0.42
1:RA:138:VAL:HG12 1:RA:139:ALA:N 2.34 0.42
1:S:129:PHE:CE1 1:S:137:VAL:HG11 2.55 0.42
1:SB:176:LEU:HD21 1:SB:196: TRP:CE2 2.55 0.42
1:T:56:ARG:HE 1:V:127:LEU:.CD2 2.33 0.42
1:T:393:VAL:HG22 1:T:411:ASP:C 2.45 0.42
1:TB:57:HIS:O 1:TB:58:TYR:HD1 2.03 0.42
1:TB:138:VAL:HG12 1:TB:139:ALA:N 2.34 0.42
1:UA:779:LEU:HD21 1:VA:774:ARG:HG2 2.02 0.42
1:VA:359:ILE:HG23 1:VA:359:ILE:O 2.20 0.42
1:WA:56:ARG:HE 1:XA:127:LEU:CD2 2.33 0.42
1:WB:17:HIS:HB3 1:WB:44:LEU:HD23 2.02 0.42
1:X:208:VAL:HG23 1:X:209:PHE:CD1 2.54 0.42
1:X:597:ARG:O 1:X:601: THR:HG23 2.20 0.42
1:XA:57:HIS:O 1:XA:58: TYR:HD1 2.03 0.42
1:XB:316:LEU:HD12 1:XB:316:LEU:HA 1.94 0.42
1:YA:779:LEU:HD21 1:ZA:774:ARG:HG2 2.01 0.42
1:YB:3: THR:HG22 1:YB:6:PHE:HA 2.02 0.42
1:YB:138:VAL:HG12 1:YB:139:ALA:N 2.34 0.42
1:ZB:52:THR:O 1:ZB:109:ILE:HD11 2.19 0.42
1:AB:216:VAL:O 1:AB:216:VAL:HG13 2.19 0.42
1:AC:127:LEU:CD2 1:ZB:56:ARG:HE 2.33 0.42
1:AC:219:VAL:HG11 | 1:AC:227:LEU:HD22 2.01 0.42
1:C:208:VAL:HG23 1:C:209:PHE:CD1 2.54 0.42
1:CA:176:LEU:HD21 1:CA:196:TRP:CE2 2.55 0.42
1:CB:643:VAL:O 1:CB:643:VAL:HG12 2.19 0.42
1:EA:176:LEU:HD21 1:EA:196: TRP:NE1 2.35 0.42
1:F:57:HIS:O 1:F:58:TYR:HD1 2.03 0.42
1:F:779:LEU:HD21 1:G:774:ARG:HG2 2.01 0.42
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:G:53:VAL:HG12 1:G:57:HIS:O 2.19 0.42
1:G:489:LEU:HD21 1:G:495:PHE:CZ 2.55 0.42
1:HA:359:ILE:O 1:HA:359:1LE:HG23 2.20 0.42
1:HB:73:VAL:HG11 1:HB:81:VAL:HG23 2.01 0.42
1:1B:138:VAL:HG12 1:1B:139:ALA:N 2.35 0.42
1:1B:159:VAL:O 1:1B:159:VAL:HG12 2.20 0.42
1:J:541:LEU:CD2 1:J:640:VAL:HG22 2.50 0.42
1:KA:393:VAL:HG22 1:KA:411:ASP:C 2.45 0.42
1:KA:539:LEU:HD21 1:KA:599:ILE:HD11 2.01 0.42
1:LA:3:THR:HG22 1:LA:6:PHE:HA 2.02 0.42
1:LA:176:LEU:HD21 1:LA:196: TRP:NE1 2.35 0.42
1:MA:176:LEU:HD21 | 1:MA:196:TRP:CE2 2.55 0.42
1:MA:393:VAL:HG22 1:MA:411:ASP:C 2.45 0.42
1:MB:44:LEU:HD22 1:MB:44:LEU:H 1.84 0.42
1:NA:57:HIS:O 1:NA:58: TYR:HD1 2.03 0.42
1:NA:176:LEU:HD21 1:NA:196:TRP:CE2 2.54 0.42
1:0:56:ARG:HE 1:P:127:LEU:CD2 2.33 0.42
1:0A:143: TRP:HH2 1:0A:157:VAL:HG22 1.84 0.42
1:0B:208:VAL:HG23 1:0B:209:PHE:CD1 2.55 0.42
1:0B:393:VAL:HG22 1:0B:411:ASP:C 2.45 0.42
1:P:129:PHE:CE1 1:P:137:VAL:HG11 2.55 0.42
1:PB:643:VAL:O 1:PB:643:VAL:HG12 2.20 0.42
1:QB:138:VAL:HG12 1:QB:139:ALA:N 2.34 0.42
1:QB:529:ILE:HD13 | 1:QB:583:VAL:HG11 2.02 0.42
1:R:52:THR:O 1:R:109:ILE:HD11 2.20 0.42
1:TA:57:HIS:O 1:TA:58:TYR:HD1 2.03 0.42
1:TA:516:LEU:HD23 1:TA:516:LEU:C 2.44 0.42
1:TB:44:LEU:HD22 1:TB:44:LEU:H 1.84 0.42
1:UA:662:1LE:O 1:UA:666:THR:HG23 2.19 0.42
1:UB:208:VAL:HG23 1:UB:209:PHE:CD1 2.54 0.42
1:UB:219:VAL:HG11 | 1:UB:227:LEU:HD13 2.02 0.42
1:VA:129:PHE:CE1 1:VA:137:VAL:HG11 2.55 0.42
1:VB:44:LEU:HD?22 1:VB:44:.LEU:H 1.84 0.42
1:VB:53:VAL:HG12 1:VB:57:HIS:O 2.19 0.42
1:VB:393:VAL:HG22 1:VB:411:ASP:C 2.45 0.42
1:W:216:VAL:O 1:W:216:VAL:HG13 2.19 0.42
1:WB:57:HIS:O 1:WB:58:TYR:HD1 2.03 0.42
1:X:129:PHE:CE1 1:X:137:VAL:HG11 2.54 0.42
1:XA:489:LEU:HD21 1:XA:495:PHE:CZ 2.55 0.42
1:XB:57:HIS:O 1:XB:5&8:TYR:HD1 2.03 0.42
1:Y:523:PHE:CE2 1:Y:545:TRP:CD1 3.08 0.42
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Atom-1 Atom-2 distance (A) overlap (A)

1:YA:121:LEU:HD23 1:YA:162:ILE:HG22 2.00 0.42
1:YA:219:VAL:HG11 | 1:YA:227:LEU:HD22 2.01 0.42
1:YB:144:LEU:HD22 1:YB:163:ILE:HD11 2.02 0.42
1:7B:216:VAL:HG13 1:7B:216:VAL:O 2.19 0.42
1:AA:56:ARG:HE 1:BA:127:LEU:HD21 1.85 0.42
1:AA:127:-LEU:CD2 1:7:56:ARG:HE 2.33 0.42
1:AC:176:LEU:HD21 1:AC:196: TRP:NE1 2.34 0.42
1:B:597:ARG:O 1:B:601: THR:HG23 2.20 0.42
1:BA:17:HIS:CB 1:BA:44:LEU:HD23 2.50 0.42
1:CA:539:LEU:CD1 1:CA:640:VAL:HG13 2.50 0.42
1:G:654:LEU:HD22 1:H:534:HIS:CG 2.55 0.42
1:GA:758:GLU:O 1:GA:762:VAL:HG22 2.18 0.42
1:HA:538:GLN:HB2 1:HA:646:VAL:HG22 2.01 0.42
1:HA:570:ASP:OD1 1:HA:570:ASP:C 2.62 0.42
1:HA:662:1LE:O 1:HA:666: THR:HG23 2.20 0.42
1:HB:216:VAL:O 1:HB:216:VAL:HG13 2.19 0.42
1:HB:393: VAL:HG22 1:HB:411:ASP:C 2.44 0.42
1:J:144:LEU:HD12 1:J:163:ILE:HD11 2.02 0.42
1:J:539:LEU:HD11 1:J:640:VAL:HG13 2.01 0.42
1:K:176:LEU:HD21 1:K:196: TRP:NE1 2.34 0.42
1:K:779:LEU:HD21 1:L:774:ARG:HG2 2.01 0.42
1:KA:583:VAL:O 1:KA:583:VAL:HG12 2.19 0.42
1:1:138:VAL:HG12 1:1:139:ALA:N 2.34 0.42
1:MA:57:HIS:O 1:MA:58:TYR:HD1 2.02 0.42
1:N:63:ASN:OD1 1:N:104:VAL:HG12 2.20 0.42
1:NB:281:TYR:CG 1:NB:366: VAL:HG23 2.55 0.42
1:NB:643:VAL:O 1:NB:643:VAL:HG12 2.20 0.42
1:0:413:VAL:HG22 1:0:414:LEU:N 2.35 0.42
1:0A:53:VAL:HG12 1:0A:57:HIS:O 2.20 0.42
1:0A:216:VAL:O 1:0A:216:VAL:HG13 2.19 0.42
1:0B:129:PHE:CE1 1:0B:137:VAL:HG11 2.55 0.42
1:0B:643:VAL:HG12 1:0B:643:VAL:O 2.19 0.42
1:PA:52:THR:O 1:PA:109:ILE:HD11 2.20 0.42
1:PA:570:ASP:OD1 1:PA:570:ASP:C 2.62 0.42
1:PB:216:VAL:O 1:PB:216:VAL:HG13 2.19 0.42
1:S:143: TRP:HH?2 1:S:157:VAL:HG22 1.85 0.42
1:SA:539:LEU:HD21 1:SA:599:ILE:HD11 2.02 0.42
1:TA:643:VAL:O 1:TA:643:VAL:HG12 2.20 0.42
1:UA:523:PHE:CE2 1:UA:545:TRP:CD1 3.07 0.42
1:WA:165:ALA:HB2 | 1:WA:205:LEU:HD13 2.00 0.42
1:WB:216:VAL:O 1:WB:216:VAL:HG13 2.19 0.42
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Atom-1 Atom-2 distance (A) overlap (A)
1:XB:393:VAL:HG22 1:XB:411:ASP:C 2.44 0.42
1:7:516:LEU:HD23 1:7:516:LEU:O 2.20 0.42
1:A:53:VAL:HG12 1:A:57:HIS:O 2.19 0.41
1:AA:393:VAL:HG22 1:AA:411:ASP:C 2.45 0.41
1:AB:129:PHE:CE1 1:AB:137:VAL:HG11 2.55 0.41
1:AB:359:ILE:O 1:AB:359:ILE:HG23 2.19 0.41
1:B:138:VAL:HG12 1:B:139:ALA:N 2.35 0.41
1:B:326:LEU:HD12 1:B:363:LEU:HD21 2.01 0.41
1:BA:129:PHE:CE1 1:BA:137:VAL:HG11 2.55 0.41
1:BB:159:VAL:O 1:BB:159:VAL:HG12 2.19 0.41
1:C:216:VAL:O 1:C:216:VAL:HG13 2.19 0.41
1:CA:281:TYR:CG 1:CA:366:VAL:HG23 2.55 0.41
1:D:737:GLY:O 1:D:741:VAL:HG23 2.20 0.41
1:D:779:LEU:HD21 1:E:774:ARG:HG2 2.01 0.41
1:DA:662:1LE:O 1:DA:666:THR:HG23 2.19 0.41
1:DB:643:VAL:HG12 1:DB:643:VAL:O 2.20 0.41
1:F:538:GLN:HB2 1:F:646:VAL:HG22 2.02 0.41
1:FB:138:VAL:HG12 1:FB:139:ALA:N 2.35 0.41
1:GA:44:LEU:HD22 1:GA:44:LEU:H 1.85 0.41
1:GA:219:VAL:HG11 | 1:GA:227:LEU:HD22 2.02 0.41
1:GA:779:LEU:HD21 | 1:HA:774:ARG:HG2 2.02 0.41
1:H:359:ILE:O 1:H:359:ILE:HG23 2.20 0.41
1:HB:176:LEU:HD21 1:HB:196: TRP:NE1 2.35 0.41
1:J:487:VAL:HG13 1:J:487:VAL:O 2.18 0.41
1:JB:662:ILE:O 1:JB:666: THR:HG23 2.20 0.41
1:K:17:HIS:CB 1:K:44:LEU:HD23 2.50 0.41
1:L:17:HIS:CB 1:1:44:LEU:HD23 2.50 0.41
1:LB:129:PHE:CE1 1:LB:137:VAL:HG11 2.55 0.41
1:M:138:VAL:HG12 1:M:139:ALA:N 2.34 0.41
1:N:570:ASP:OD1 1:N:570:ASP:C 2.62 0.41
1:NB:17:HIS:HB3 1:NB:44:LEU:HD23 2.01 0.41
1:0:138:VAL:HG12 1:0:139:ALA:N 2.34 0.41
1:0A:539:LEU:HD21 1:0A:599:ILE:HD11 2.02 0.41
1:P:57:HIS:O 1:P:58:TYR:HD1 2.03 0.41
1:PB:129:PHE:CE1 1:PB:137:VAL:HG11 2.55 0.41
1:PB:138:VAL:HG12 1:PB:139:ALA:N 2.34 0.41
1:QA:359:1LE:O 1:QA:359:1LE:HG23 2.19 0.41
1:R:129:PHE:CE1 1:R:137:VAL:HG11 2.54 0.41
1:RA:30:VAL:CG2 1:RA:50:MET:HE3 2.50 0.41
1:RA:95:ASP:O 1:RA:96:PRO:C 2.63 0.41
1:RB:208:VAL:HG23 1:RB:209:PHE:CD1 2.55 0.41
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:S:57:HIS:O 1:S:58:TYR:HD1 2.03 0.41
1:S:216:VAL:O 1:S:216:VAL:HG13 2.19 0.41
1:S:393:VAL:HG22 1:S:411:ASP:C 2.45 0.41
1:SA:44:LEU:HD22 1:SA:44:.LEU:N 2.35 0.41
1:SA:95:ASP:O 1:SA:96:PRO:C 2.62 0.41
1:SA:393:VAL:HG22 1:SA:411:ASP:C 2.45 0.41
1:SA:654:LEU:HD22 1:TA:534:HIS:CG 2.55 0.41
1:SB:57:HIS:O 1:SB:58:TYR:HD1 2.03 0.41
1:SB:597:ARG:O 1:SB:601: THR:HG23 2.20 0.41
1:T:73:VAL:HG11 1:T:81:VAL:HG23 2.02 0.41
1:T:138:VAL:HG12 1:T:139:ALA:N 2.34 0.41
1:TB:779:LEU:HD21 1:UB:774:ARG:HG2 2.01 0.41
1:UA:359:ILE:HG23 1:UA:359:ILE:O 2.20 0.41
1:UB:44:LEU:HD22 1:UB:44:LEU:H 1.84 0.41
1:W:138:VAL:HG12 1:W:139:ALA:N 2.34 0.41
1:X:138:VAL:HG12 1:X:139:ALA:N 2.34 0.41
1:XA:144:LEU:HD12 1:XA:163:ILE:HD11 2.01 0.41
1:XB:143: TRP:HH2 1:XB:157:VAL:HG22 1.85 0.41
1:Y:216:VAL:O 1:Y:216:VAL:HG13 2.19 0.41
1:YB:643:VAL:O 1:YB:643:VAL:HG12 2.19 0.41
1:ZA:44:LEU:HD22 1:ZA:44:LEU:N 2.35 0.41
1:A:44:LEU:HD22 1:A:44:LEU:N 2.34 0.41
1:A:56:ARG:HE 1:B:127:LEU:CD2 2.33 0.41
1:A:129:PHE:CE1 1:A:137:VAL:HG11 2.55 0.41
1:A:779:LEU:HD21 1:B:774:ARG:HG2 2.01 0.41
1:AA:48:MET:HE2 1:AA:48:MET:HA 2.02 0.41
1:AB:144:LEU:HD22 1:AB:163:ILE:HD11 2.02 0.41
1:AC:208:VAL:HG23 1:AC:209:PHE:CD1 2.55 0.41
1:AC:541:LEU:CD2 1:AC:640:VAL:HG22 2.51 0.41
1:BA:662:ILE:O 1:BA:666: THR:HG23 2.20 0.41
1:BB:779:LEU:HD21 1:CB:774:ARG:HG2 2.01 0.41
1:C:359:ILE:O 1:C:359:ILE:HG23 2.20 0.41
1:CA:57:HIS:O 1:CA:58:TYR:HD1 2.03 0.41
1:CA:216:VAL:O 1:CA:216:VAL:HG13 2.19 0.41
1:CB:44:LEU:HD22 1:CB:44:LEU:N 2.33 0.41
1:CB:176:LEU:HD21 1:CB:196: TRP:CE2 2.55 0.41
1:CB:219:VAL:HG11 | 1:CB:227:LEU:HD22 2.01 0.41
1:CB:597:ARG:O 1:CB:601: THR:HG23 2.20 0.41
1:D:44:LEU:HD22 1:D:44:LEU:N 2.34 0.41
1:DB:129:PHE:CE1 1:DB:137:VAL:HG11 2.55 0.41
1:E:129:PHE:CE1 1:E:137:VAL:HG11 2.54 0.41
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:EA:57:HIS:O 1:EA:58:TYR:HD1 2.02 0.41
1:EB:176:LEU:HD21 1:EB:196: TRP:NE1 2.35 0.41
1:EB:426:LEU:HD23 1:EB:427:LEU:HD22 2.01 0.41
1:F:138:VAL:HG12 1:F:139:ALA:N 2.34 0.41
1:F:176:LEU:HD21 1:F:196: TRP:CE2 2.55 0.41
1:FA:129:PHE:CE1 1:FA:137:VAL:HG11 2.54 0.41
1:FA:176:LEU:HD21 1:FA:196: TRP:CE2 2.55 0.41
1:FB:129:PHE:CE1 1:FB:137:VAL:HG11 2.54 0.41
1:H:138:VAL:HG12 1:H:139:ALA:N 2.35 0.41
1:1B:662:ILE:O 1:1B:666: THR:HG23 2.21 0.41
1:J:489:LEU:HD21 1:J:495:PHE:CZ 2.56 0.41
1:KA:17:HIS:CB 1:KA:44:LEU:HD23 2.51 0.41
1:KA:176:LEU:HD21 1:KA:196: TRP:CE2 2.55 0.41
1:LB:219:VAL:HG11 1:LB:227:LEU:HD22 2.02 0.41
1:LB:539:LEU:CD1 1:LLB:640:VAL:HG13 2.50 0.41
1:M:489:LEU:HD21 1:M:495:PHE:CZ 2.56 0.41
1:MB:176:LEU:HD21 1:MB:196: TRP:NE1 2.35 0.41
1:MB:737:GLY:O 1:MB:741:VAL:HG23 2.20 0.41
1:N:176:LEU:HD21 1:N:196: TRP:CE2 2.55 0.41
1:N:359:ILE:O 1:N:359:ILE:HG23 2.20 0.41
1:0:176:LEU:HD21 1:0:196:TRP:NE1 2.34 0.41
1:0:359:ILE:O 1:0:359:ILE:HG23 2.19 0.41
1:0B:539:LEU:HD21 1:0B:599:ILE:HD11 2.01 0.41
1:PA:216:VAL:HG13 1:PA:216:VAL:O 2.19 0.41
1:PB:758:GLU:O 1:PB:762:VAL:HG22 2.20 0.41
1:Q:539:LEU:HD11 1:Q:640:VAL:HG13 2.02 0.41
1:RA:487:VAL:O 1:RA:487:VAL:HG13 2.21 0.41
1:RB:138:VAL:HG12 1:RB:139:ALA:N 2.35 0.41
1:SA:359:ILE:HG23 1:SA:359:ILE:O 2.20 0.41
1:SB:129:PHE:CE1 1:SB:137:VAL:HG11 2.55 0.41
1:T:219:VAL:HG11 1:T:227.LEU:HD22 2.01 0.41
1:T:643:VAL:O 1:T:643:VAL:HG12 2.20 0.41
1:TA:10:ILE:HG22 1:TA:47:PRO:HB3 2.03 0.41
1:TA:138:VAL:HG12 1:TA:139:ALA:N 2.34 0.41
1:UB:138:VAL:HG12 1:UB:139:ALA:N 2.34 0.41
1:UB:570:ASP:0OD1 1:UB:570:ASP:C 2.62 0.41
1:V:643:VAL:O 1:V:643:VAL:HG12 2.20 0.41
1:VA:176:LEU:HD21 1:VA:196: TRP:CE2 2.54 0.41
1:VB:779:LEU:HD21 | 1:WB:774:ARG:HG2 2.02 0.41
1:XA:366:VAL:O 1:XA:366:VAL:HG13 2.19 0.41
1:XB:654:LEU:HD22 1:YB:534:HIS:CG 2.55 0.41
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:YA:48:MET:HE2 1:YA:48:MET:HA 2.02 0.41
1:YB:216:VAL:HG13 1:YB:216:VAL:O 2.19 0.41
1:Z:597:ARG:O 1:Z:601: THR:HG23 2.20 0.41
1:7ZB:359:ILE:O 1:ZB:359:1LE:HG23 2.20 0.41
1:AB:219:VAL:HG11 | 1:AB:227:LEU:HD13 2.02 0.41
1:BA:393:VAL:HG22 1:BA:411:ASP:C 2.45 0.41
1:BB:138:VAL:HG12 1:BB:139:ALA:N 2.35 0.41
1:BB:489:LEU:HD21 1:BB:495:PHE:CZ 2.55 0.41
1:C:44:LEU:HD22 1:C:44:LEU:N 2.34 0.41
1:CB:413:VAL:HG22 1:CB:414:LEU:N 2.36 0.41
1:D:176:LEU:HD21 1:D:196: TRP:CE2 2.55 0.41
1:EB:56:ARG:HE 1:FB:127:LEU:CD2 2.34 0.41
1:EB:529:ILE:HD13 1:EB:583:VAL:HG11 2.02 0.41
1:F:121:LEU:HD23 1:F:162:ILE:HG22 2.02 0.41
1:FA:597:ARG:O 1:FA:601: THR:HG23 2.20 0.41
1:FB:359:ILE:O 1:FB:359:ILE:HG23 2.20 0.41
1:GB:393:VAL:HG22 1:GB:411:ASP:C 2.45 0.41
1:H:393:VAL:HG22 1:H:411:ASP:C 2.46 0.41
1:HB:44:LEU:HD?22 1:HB:44:LEU:N 2.34 0.41
1:HB:56:ARG:HE 1:1B:127.LEU:CD2 2.33 0.41
1:1:539:LEU:CD1 1:1:640:VAL:HG13 2.51 0.41
1:IB:176:LEU:HD21 1:I1B:196: TRP:NE1 2.35 0.41
1:1B:359:ILE:O 1:1B:359:ILE:HG23 2.20 0.41
1:J:48:-MET:-HE2 1:J:48: MET:HA 2.02 0.41
1:JA:44:LEU:HD22 1:JA:44:LEU:N 2.35 0.41
1:JA:121:LEU:HD23 1:JA:162:ILE:HG22 2.00 0.41
1:JB:176:LEU:HD21 1:JB:196: TRP:NE1 2.36 0.41
1:K:57:HIS:O 1:K:58: TYR:HD1 2.03 0.41
1:KB:359:ILE:O 1:KB:359:ILE:HG23 2.20 0.41
1:1L:63:ASN:OD1 1:1:104:VAL:HG12 2.19 0.41
1:LA:129:PHE:CE1 1:LA:137:VAL:HG11 2.55 0.41
1:LB:570:ASP:0OD1 1:LB:570:ASP:C 2.63 0.41
1:M:219:VAL:HG11 1:M:227.LEU:HD13 2.02 0.41
1:M:219:VAL:HG11 1:M:227:LEU:HD22 2.01 0.41
1:MA:643:VAL:HG12 1:MA:643:VAL:O 2.20 0.41
1:0A:138:VAL:HG12 1:0A:139:ALA:N 2.34 0.41
1:0B:176:LEU:HD21 1:0B:196: TRP:CE2 2.55 0.41
1:P:177:ARG:NH1 1:P:213:LEU:HD11 2.35 0.41
1:Q:44:LEU:HD22 1:Q:44:LEU:N 2.35 0.41
1:QB:129:PHE:CE1 1:QB:137:VAL:HG11 2.55 0.41
1:R:359:ILE:O 1:R:359:ILE:HG23 2.21 0.41
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:RA:17:HIS:CB 1:RA:44:LEU:HD23 2.51 0.41
1:SB:359:1LE:O 1:SB:359:1ILE:HG23 2.20 0.41
1:T:129:PHE:CE1 1:T:137:VAL:HG11 2.56 0.41
1:UB:144:LEU:HD22 1:UB:163:ILE:HD11 2.03 0.41
1:UB:176:LEU:HD21 1:UB:196: TRP:NE1 2.34 0.41
1:VB:176:LEU:HD21 1:VB:196: TRP:NE1 2.34 0.41
1:WB:28:VAL:O 1:WB:28:VAL:HG13 2.21 0.41
1:X:53:VAL:HG12 1:X:57:HIS:O 2.19 0.41
1:XB:176:LEU:HD21 1:XB:196: TRP:NE1 2.35 0.41
1:XB:208:VAL:HG23 1:XB:209:PHE:CD1 2.55 0.41
1:YA:73:VAL:HG11 1:YA:81:VAL:HG23 2.02 0.41
1:YA:219:VAL:HG11 | 1:YA:227:LEU:HD13 2.01 0.41
1:YB:359:ILE:O 1:YB:359:ILE:HG23 2.20 0.41
1:YB:523:PHE:CE2 1:YB:545:TRP:CD1 3.08 0.41
1:YB:538:GLN:HB2 1:YB:646:VAL:HG22 2.01 0.41
1:7B:129:PHE:CE1 1:ZB:137:VAL:HG11 2.55 0.41
1:ZB:643:VAL:O 1:7ZB:643:VAL:HG12 2.20 0.41
1:AA:216:VAL:O 1:AA:216:VAL:HG13 2.19 0.41
1:AA:538:GLN:HB2 1:AA:646:VAL:HG22 2.02 0.41
1:B:44:LEU:HD22 1:B:44:LEU:H 1.86 0.41
1:BA:56:ARG:HE 1:CA:127:LEU:CD2 2.33 0.41
1:BB:56:ARG:HE 1:CB:127:LEU:CD2 2.34 0.41
1:BB:73:VAL:HG11 1:BB:81:VAL:HG23 2.02 0.41
1:BB:129:PHE:CE1 1:BB:137:VAL:HG11 2.55 0.41
1:CA:144:LEU:HD22 1:CA:163:ILE:HD11 2.03 0.41
1:CB:53:VAL:HG21 1:CB:59:CYS:HB2 2.03 0.41
1:D:144:LEU:HD22 1:D:163:ILE:HD11 2.02 0.41
1:DA:3:THR:HG22 1:DA:6:PHE:HA 2.02 0.41
1:DB:177:ARG:NH1 1:DB:213:LEU:HD11 2.35 0.41
1:DB:538:GLN:HB2 1:DB:646:VAL:HG22 2.02 0.41
1:FA:44:LEU:HD22 1:FA:44:.LEU:H 1.85 0.41
1:GB:539:LEU:CD1 1:GB:640:VAL:HG13 2.50 0.41
1:H:56:ARG:HE 1:1:127:LEU:CD2 2.32 0.41
1:H:57:HIS:O 1:H:58:TYR:HD1 2.03 0.41
1:H:129:PHE:CE1 1:H:137:VAL:HG11 2.56 0.41
1:H:176:LEU:HD21 1:H:196: TRP:CE2 2.55 0.41
1:HA:165:ALA:HB2 1:HA:205:LEU:HD13 2.00 0.41
1:HB:168:ILE:HG22 1:HB:215:LEU:CD2 2.48 0.41
1:IA:779:LEU:HD21 1:JA:774:ARG:HG2 2.02 0.41
1:KA:56:ARG:HE 1:LA:127:LEU:CD2 2.34 0.41
1:KA:529:ILE:HD13 | 1:KA:583:VAL:HG11 2.00 0.41
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Atom-1 Atom-2 distance (A) overlap (A)
1:L:57:HIS:O 1:L:58: TYR:HD1 2.03 0.41
1:LB:44:LEU:HD22 1:LB:44:LEU:N 2.35 0.41
1:M:144:LEU:HD22 1:M:163:ILE:HD11 2.02 0.41
1:M:316:LEU:HD12 1:M:316:LEU:HA 1.95 0.41
1:NB:219:VAL:HG11 | 1:NB:227:LEU:HD13 2.03 0.41
1:0:47:PRO:O 1:0:48:MET:HE2 2.19 0.41
1:0:129:PHE:CE1 1:0:137:VAL:HG11 2.56 0.41
1:0B:523:PHE:CD2 1:0B:568:VAL:HG23 2.55 0.41
1:P:176:LEU:HD21 1:P:196: TRP:NE1 2.35 0.41
1:PA:17:HIS:CB 1:PA:44:LEU:HD23 2.50 0.41
1:PA:489:LEU:HD21 1:PA:495:PHE:CZ 2.56 0.41
1:PB:48:MET:HA 1:PB:48:-MET:HE3 2.02 0.41
1:Q:44:LEU:HD22 1:Q:44:LEU:H 1.84 0.41
1:Q:138:VAL:HG12 1:Q:139:ALA:N 2.35 0.41
1:Q:176:LEU:HD21 1:Q:196: TRP:CE2 2.54 0.41
1:QB:44:LEU:HD22 1:QB:44:LEU:N 2.35 0.41
1:R:539:LEU:CD1 1:R:640:VAL:HG13 2.49 0.41
1:SB:538:GLN:HB2 1:SB:646:VAL:HG22 2.03 0.41
1:TA:121:LEU:HD23 1:TA:162:ILE:HG22 2.02 0.41
1:UA:176:LEU:HD21 1:UA:196:TRP:CE2 2.55 0.41
1:UA:539:LEU:HD11 | 1:UA:640:VAL:HG13 2.01 0.41
1:V:216:VAL:O 1:V:216:VAL:HG13 2.19 0.41
1:VB:48:-MET:HE2 1:VB:48:MET:HA 2.02 0.41
1:W:208:VAL:HG23 1:W:209:PHE:CD1 2.55 0.41
1:WA:176:LEU:HD21 | 1:WA:196:TRP:NE1 2.35 0.41
1:WA:523:PHE:CE2 1:WA:545:TRP:CD1 3.09 0.41
1:WB:529:ILE:HD13 | 1:WB:583:VAL:HG11 2.03 0.41
1:X:176:LEU:HD21 1:X:196: TRP:CE2 2.55 0.41
1:Y:10:ILE:HG22 1:Y:47:PRO:HB3 2.02 0.41
1:YB:393: VAL:HG22 1:YB:411:ASP:C 2.46 0.41
1:7ZB:529:ILE:HD13 1:7ZB:583:VAL:HG11 2.02 0.41
1:AB:405:THR:HG21 1:BB:393:VAL:O 2.21 0.41
1:AC:219:VAL:HG11 | 1:AC:227:LEU:HD13 2.02 0.41
1:B:129:PHE:CE1 1:B:137:VAL:HG11 2.56 0.41
1:B:359:ILE:O 1:B:359:ILE:HG23 2.20 0.41
1:B:643:VAL:HG12 1:B:643:VAL:O 2.20 0.41
1:BA:487:VAL:O 1:BA:487:VAL:HG13 2.20 0.41
1:BB:359:ILE:O 1:BB:359:ILE:HG23 2.20 0.41
1:CA:129:PHE:CE1 1:CA:137:VAL:HG11 2.55 0.41
1:CA:758:GLU:O 1:CA:762:VAL:HG22 2.20 0.41
1:DA:44:LEU:HD22 1:DA:44:LEU:N 2.35 0.41
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Atom-1 Atom-2 distance (A) overlap (A)
1:DA:326:LEU:HD12 | 1:DA:363:LEU:HD21 2.02 0.41
1:DB:138:VAL:HG12 1:DB:139:ALA:N 2.35 0.41
1:DB:143: TRP:HH2 1:DB:157:VAL:HG22 1.85 0.41
1:DB:176:LEU:HD21 1:DB:196: TRP:CE2 2.55 0.41
1:F:516:LEU:HD23 1:F:516:LEU:C 2.45 0.41
1:GA:129:PHE:CE1 1:GA:137:VAL:HG11 2.56 0.41
1:1:176:LEU:HD21 1:1:196: TRP:NE1 2.35 0.41
1:TA:393:VAL:HG22 1:TA:411:ASP:C 2.45 0.41
1:KA:779:LEU:HD21 1:LA:774:ARG:HG2 2.01 0.41
1:KB:541:LEU:CD2 1:KB:640:VAL:HG22 2.50 0.41
1:LB:17:HIS:CB 1:LB:44:LEU:HD23 2.50 0.41
1:LB:57:HIS:O 1:LB:58:TYR:HD1 2.04 0.41
1:LB:121:LEU:HD23 1:LB:162:ILE:HG22 2.02 0.41
1:LB:597:ARG:O 1:LB:601: THR:HG23 2.21 0.41
1:MA:176:LEU:HD21 | 1:MA:196:TRP:NE1 2.35 0.41
1:MA:219:VAL:HG11 | 1:MA:227:LEU:HD22 2.01 0.41
1:MB:143: TRP:HH2 | 1:MB:157:VAL:HG22 1.85 0.41
1:MB:516:LEU:O 1:MB:516:LEU:HD23 2.20 0.41
1:MB:538:GLN:HB2 | 1:MB:646:VAL:HG22 2.02 0.41
1:NA:219:VAL:HG11 | 1:NA:227:LEU:HD13 2.03 0.41
1:0B:143: TRP:HH2 1:0B:157:VAL:HG22 1.84 0.41
1:P:176:LEU:HD21 1:P:196: TRP:CE2 2.55 0.41
1:P:643:VAL:O 1:P:643:VAL:HG12 2.20 0.41
1:PA:144:LEU:HD22 1:PA:163:ILE:HD11 2.03 0.41
1:PB:539:LEU:HD11 1:PB:640:VAL:HG13 2.03 0.41
1:Q:176:LEU:HD21 1:Q:196: TRP:NE1 2.35 0.41
1:Q:216:VAL:O 1:Q:216:VAL:HG13 2.19 0.41
1:Q:487:VAL:O 1:Q:487:VAL:HG13 2.19 0.41
1:QA:138:VAL:HG12 1:QA:139:ALA:N 2.34 0.41
1:QB:487:VAL:O 1:QB:487:VAL:HG13 2.19 0.41
1:R:165:ALA:HB2 1:R:205:LEU:HD13 2.02 0.41
1:RB:643:VAL:O 1:RB:643:VAL:HG12 2.21 0.41
1:S:539:LEU:CD1 1:S:640:VAL:HG13 2.50 0.41
1:SB:168:ILE:HG22 1:SB:215:LEU:CD2 2.47 0.41
1:SB:393:VAL:HG22 1:SB:411:ASP:C 2.46 0.41
1:T:529:1LE:HD13 1:T:583:VAL:HG11 2.03 0.41
1:UA:654:LEU:HD22 1:VA:534:HIS:CG 2.55 0.41
1:V:44:LEU:HD22 1:V:44.LEU:N 2.36 0.41
1:VA:56:ARG:HE 1:WA:127:LEU:CD2 2.33 0.41
1:W:56:ARG:HE 1:X:127:LEU:CD2 2.34 0.41
1:WB:176:LEU:HD21 | 1:WB:196:TRP:NE1 2.35 0.41
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Atom-1 Atom-2 distance (A) overlap (A)
1:X:165:ALA:HB2 1:X:205:LEU:HD13 2.01 0.41
1:XB:47:PRO:O 1:XB:48:MET:HE2 2.21 0.41
1:XB:541:LEU:CD2 1:XB:640: VAL:HG22 2.50 0.41
1:Y:57:HIS:O 1:Y:58:TYR:HD1 2.03 0.41
1:Y:359:ILE:HG23 1:Y:359:ILE:O 2.20 0.41
1:YA:57:HIS:O 1:YA:58: TYR:HD1 2.04 0.41
1:7:539:LEU:HD21 1:7:599:ILE:HD11 2.03 0.41
1:ZA:57:HIS:O 1:ZA:58:TYR:HD1 2.04 0.41
1:AB:489:LEU:HD21 1:AB:495:PHE:CZ 2.55 0.41
1:AB:809:ASP:HA 1:AB:812:VAL:HG22 2.03 0.41
1:B:17:HIS:CB 1:B:44:LEU:HD23 2.50 0.41
1:BA:523:PHE:CD2 1:BA:568:VAL:HG23 2.55 0.41
1:CA:138:VAL:HG12 1:CA:139:ALA:N 2.35 0.41
1:CA:176:LEU:HD21 1:CA:196: TRP:NE1 2.36 0.41
1:CA:597:ARG:O 1:CA:601: THR:HG23 2.20 0.41
1:DB:57:HIS:O 1:DB:58:TYR:HD1 2.03 0.41
1:FB:17:HIS:CB 1:¥FB:44:LEU:HD23 2.50 0.41
1:GA:52: THR:O 1:GA:109:ILE:HD11 2.19 0.41
1:HA:219:VAL:HG11 | 1:HA:227:LEU:HD13 2.02 0.41
1:1:539:LEU:HD21 1:1:599:ILE:HD11 2.02 0.41
1:J:44:LEU:HD22 1:J:44:LEU:H 1.85 0.41
1:J:57:HIS:O 1:J:58:TYR:HD1 2.03 0.41
1:KB:176:LEU:HD21 1:KB:196: TRP:CE2 2.55 0.41
1:LA:643:VAL:O 1:LA:643:VAL:HG12 2.20 0.41
1:M:393:VAL:HG22 1:M:411:ASP:C 2.45 0.41
1:MB:56:ARG:HE 1:NB:127:LEU:CD2 2.33 0.41
1:NB:56:ARG:HE 1:0B:127:LEU:HD21 1.85 0.41
1:NB:393:VAL:HG22 1:NB:411:ASP:C 2.46 0.41
1:NB:487:VAL:O 1:NB:487:VAL:HG13 2.20 0.41
1:0A:17:HIS:CB 1:0A:44:LEU:HD23 2.50 0.41
1:0B:662:ILE:O 1:0B:666: THR:HG23 2.20 0.41
1:P:538:GLN:HB2 1:P:646:VAL:HG22 2.02 0.41
1:P:597:ARG:O 1:P:601: THR:HG23 2.21 0.41
1:PA:3:THR:HG22 1:PA:6:PHE:HA 2.03 0.41
1:Q:56:ARG:HE 1:R:127:LEU:CD2 2.34 0.41
1:Q:95:ASP:0O 1:Q:96:PRO:C 2.63 0.41
1:QA:30:VAL:HG22 1:QA:50:MET:HE2 2.03 0.41
1:SA:129:PHE:CE1 1:SA:137:VAL:HG11 2.56 0.41
1:SA:143: TRP:HH2 1:SA:157:VAL:HG22 1.85 0.41
1:TA:176:LEU:HD21 1:TA:196: TRP:CE2 2.56 0.41
1:VA:393:VAL:HG22 1:VA:411:ASP:C 2.46 0.41
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:WB:138:VAL:HG12 1:WB:139:ALA:N 2.34 0.41
1:WB:539:LEU:CD1 1:WB:599:ILE:HD11 2.50 0.41
1:XB:168:ILE:HG22 1:XB:215:LEU:CD2 2.49 0.41
1:XB:583:VAL:O 1:XB:583: VAL:HG12 2.20 0.41
1:Y:219:VAL:HG11 1:Y:227.LEU:HD22 2.02 0.41
1:YA:17:HIS:CB 1:YA:44:LEU:HD23 2.51 0.41
1:YB:129:PHE:CE1 1:YB:137:VAL:HG11 2.55 0.41
1:YB:168:ILE:HG22 1:YB:215:LEU:CD2 2.45 0.41
1:A:643:VAL:O 1:A:643:VAL:HG12 2.21 0.41
1:AA:10:ILE:HG22 1:AA:47:PRO:HB3 2.03 0.41
1:AA:138:VAL:HG12 1:AA:139:ALA:N 2.35 0.41
1:AB:597:ARG:O 1:AB:601: THR:HG23 2.20 0.41
1:C:541:LEU:CD2 1:C:640:VAL:HG22 2.50 0.41
1:CA:643:VAL:O 1:CA:643:VAL:HG12 2.20 0.41
1:DA:47:PRO:C 1:DA:48:MET:HE2 2.46 0.41
1:DB:165:ALA:HB2 1:DB:205:LEU:HD13 2.02 0.41
1:DB:391:GLN:HB2 1:DB:398:VAL:HG22 2.02 0.41
1:E:143: TRP:HH2 1:E:157:VAL:HG22 1.85 0.41
1:E:176:LEU:HD21 1:E:196: TRP:NE1 2.36 0.41
1:EA:73:VAL:HG11 1:EA:81:VAL:HG23 2.03 0.41
1:EB:57:HIS:O 1:EB:58:TYR:HD1 2.03 0.41
1:FA:359:ILE:O 1:FA:359:ILE:HG23 2.20 0.41
1:FA:393:VAL:HG22 1:FA:411:ASP:C 2.45 0.41
1:FB:143: TRP:HH2 1:FB:157:VAL:HG22 1.85 0.41
1:G:538:GLN:HB2 1:G:646:VAL:HG22 2.03 0.41
1:JB:219:VAL:HG11 1:JB:227:LEU:HD13 2.03 0.41
1:K:168:ILE:HG22 1:K:215:LEU:CD2 2.48 0.41
1:KA:56:ARG:HE 1:LA:127:LEU:HD21 1.85 0.41
1:KA:539:LEU:HD11 | 1:KA:640:VAL:HG13 2.02 0.41
1:LA:168:ILE:HG22 1:LA:215:LEU:CD2 2.48 0.41
1:M:809:ASP:HA 1:M:812:VAL:HG22 2.02 0.41
1:N:129:PHE:CE1 1:N:137:VAL:HG11 2.55 0.41
1:N:138:VAL:HG12 1:N:139:ALA:N 2.35 0.41
1:N:176:LEU:HD21 1:N:196: TRP:NE1 2.35 0.41
1:0A:176:LEU:HD21 1:0A:196:TRP:NE1 2.35 0.41
1:PB:57:HIS:O 1:PB:58:TYR:HD1 2.03 0.41
1:PB:359:ILE:O 1:PB:359:ILE:HG23 2.20 0.41
1:Q:57:HIS:O 1:Q:58:TYR:HD1 2.03 0.41
1:QA:541:LEU:CD2 | 1:QA:640:VAL:HG22 2.50 0.41
1:RA:737:GLY:O 1:RA:741:VAL:HG23 2.21 0.41
1:RB:129:PHE:CE1 1:RB:137:VAL:HG11 2.56 0.41
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Atom-1 Atom-2 distance (A) overlap (A)
1:S:176:LEU:HD21 1:S:196: TRP:CE2 2.55 0.41
1:S:176:LEU:HD21 1:S:196: TRP:NE1 2.34 0.41
1:TA:73:VAL:HG11 1:TA:81:VAL:HG23 2.03 0.41
1:TA:143: TRP:HH2 1:TA:157:VAL:HG22 1.85 0.41
1:TB:219:VAL:HG11 1:TB:227.LEU:HD22 2.02 0.41
1:UB:662:ILE:O 1:UB:666: THR:HG23 2.20 0.41
1:WA:95:ASP:O 1:WA:96:PRO:C 2.64 0.41
1:XA:165:ALA:HB2 1:XA:205:LEU:HD13 2.03 0.41
1:YA:129:PHE:CE1 1:YA:137:VAL:HG11 2.55 0.41
1:7ZB:144:LEU:HD?22 1:ZB:163:ILE:HD11 2.03 0.41
1:ZB:391:GLN:HB2 1:7ZB:398:VAL:HG22 2.03 0.41
1:7ZB:539:LEU:HD21 1:7ZB:599:ILE:HD11 2.03 0.41
1:AA:643:VAL:O 1:AA:643:VAL:HG12 2.21 0.41
1:AB:17:HIS:CB 1:AB:44:LEU:HD23 2.51 0.41
1:AC:56:ARG:HE 1:0A:127:LEU:CD2 2.34 0.41
1:AC:579:VAL:O 1:AC:583:VAL:HG12 2.21 0.41
1:B:405: THR:HG21 1:C:393:VAL:O 2.21 0.41
1:D:57:HIS:O 1:D:58:TYR:HD1 2.03 0.41
1:D:539:LEU:HD11 1:D:640:VAL:HG13 2.03 0.41
1:DA:359:ILE:O 1:DA:359:ILE:HG23 2.21 0.41
1:DA:597:ARG:O 1:DA:601: THR:HG23 2.20 0.41
1:DB:539:LEU:HD12 1:DB:540:GLN:N 2.36 0.41
1:E:393:VAL:HG22 1:E:411:ASP:C 2.45 0.41
1:EA:129:PHE:CE1 1:EA:137:VAL:HG11 2.56 0.41
1:EB:597:ARG:O 1:EB:601: THR:HG23 2.20 0.41
1:F:541:LEU:CD2 1:F:640: VAL:HG22 2.51 0.41
1:FA:47:PRO:C 1:FA:48:MET:HE2 2.46 0.41
1:FB:165:ALA:HB2 1:FB:205:LEU:HD13 2.03 0.41
1:FB:176:LEU:HD21 1:FB:196: TRP:NE1 2.36 0.41
1:G:597:ARG:O 1:G:601: THR:HG23 2.21 0.41
1:G:779:LEU:HD21 1:H:774:ARG:HG2 2.02 0.41
1:HB:121:LEU:HD22 | 1:HB:159:VAL:HG13 2.02 0.41
1:HB:662:ILE:O 1:HB:666: THR:HG23 2.21 0.41
1:1B:539:LEU:HD11 1:1B:640:VAL:HG13 2.03 0.41
1:J:138:VAL:HG12 1:J:139:ALA:N 2.35 0.41
1:J:529:ILE:HD13 1:J:583:VAL:HG11 2.03 0.41
1:JA:56:ARG:HE 1:KA:127:LEU:HD21 1.85 0.41
1:JB:56:ARG:HE 1:KB:127:LEU:HD21 1.85 0.41
1:KA:541:LEU:CD2 1:KA:640: VAL:HG22 2.51 0.41
1:KB:144:LEU:HD?22 1:KB:163:ILE:HD11 2.03 0.41
1:LA:44:LEU:HD22 1:LA:44:LEU:N 2.35 0.41
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Atom-1 Atom-2 distance (A) overlap (A)
1:MA:541:LEU:CD2 | 1:MA:640:VAL:HG22 2.51 0.41
1:MB:807:ILE:HD12 1:MB:807:ILE:HA 1.98 0.41
1:NB:143: TRP:HH2 1:NB:157:VAL:HG22 1.85 0.41
1:NB:165:ALA:HB2 1:NB:205:LEU:HD13 2.02 0.41
1:NB:538:GLN:HB2 1:NB:646: VAL:HG22 2.03 0.41
1:0B:17:HIS:CB 1:0B:44.LEU:HD23 2.50 0.41
1:P:47:PRO:C 1:P:48:MET:HE2 2.46 0.41
1:P:138:VAL:HG12 1:P:139:ALA:N 2.35 0.41
1:P:219:VAL:HG11 1:P:227:LEU:HD13 2.03 0.41
1:PB:176:LEU:HD21 1:PB:196: TRP:NE1 2.35 0.41
1:PB:539:LEU:CD1 1:PB:640:VAL:HG13 2.50 0.41
1:QB:393:VAL:HG22 1:QB:411:ASP:C 2.46 0.41
1:QB:597:ARG:O 1:QB:601: THR:HG23 2.21 0.41
1:R:17:HIS:CB 1:R:44:LEU:HD23 2.51 0.41
1:SA:216:VAL:O 1:SA:216:VAL:HG13 2.19 0.41
1:T:176:LEU:HD21 1:T:196: TRP:NE1 2.35 0.41
1:TA:216:VAL:O 1:TA:216:VAL:HG13 2.19 0.41
1:TB:56:ARG:HE 1:UB:127:LEU:CD2 2.33 0.41
1:TB:176:LEU:HD21 1:TB:196: TRP:NE1 2.35 0.41
1:UB:143: TRP:HH2 1:UB:157:VAL:HG22 1.85 0.41
1:VB:597:ARG:O 1:VB:601: THR:HG23 2.21 0.41
1:W:662:ILE:O 1:W:666:THR:HG23 2.20 0.41
1:WB:366:VAL:O 1:WB:366:VAL:HG13 2.20 0.41
1:WB:405: THR:HG21 1:XB:393:VAL:O 2.21 0.41
1:X:144:LEU:HD22 1:X:163:ILE:HD11 2.03 0.41
1:X:405: THR:HG21 1:Y:393:VAL:O 2.21 0.41
1:X:643:VAL:O 1:X:643:VAL:HG12 2.20 0.41
1:XB:95:ASP:O 1:XB:96:PRO:C 2.63 0.41
1:YA:44:LEU:HD22 1:YA:44:LEU:H 1.86 0.41
1:YB:330:GLN:C 1:YB:407:-MET:HE1 2.46 0.41
1:7:176:LEU:HD21 1:7:196: TRP:NE1 2.35 0.41
1:7:539:LEU:HD11 1:7:640:VAL:HG13 2.02 0.41
1:7:737:GLY:O 1:7:741:VAL:HG23 2.21 0.41
1:A:529:ILE:HD13 1:A:583:VAL:HG11 2.03 0.41
1:AA:143: TRP:HH2 1:AA:157:-VAL:HG22 1.85 0.41
1:AB:527:ILE:HD11 1:AB:539:LEU:HD22 2.03 0.41
1:AC:57:HIS:O 1:AC:58:TYR:HD1 2.04 0.41
1:B:144:LEU:HD22 1:B:163:ILE:HD11 2.03 0.41
1:BA:143:TRP:HH2 1:BA:157:VAL:HG22 1.85 0.41
1:BB:57:HIS:O 1:BB:58&:TYR:HD1 2.03 0.41
1:CA:809:ASP:HA 1:CA:812:VAL:HG22 2.03 0.41
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Atom-1 Atom-2 distance (A) overlap (A)
1:D:44:.LEU:HD22 1:D:44:LEU:H 1.86 0.41
1:D:643:VAL:O 1:D:643:VAL:HG12 2.21 0.41
1:DA:17:HIS:CB 1:DA:44.LEU:HD23 2.51 0.41
1:E:121:LEU:HD22 1:E:159:VAL:HG13 2.02 0.41
1:EB:44:LEU:HD22 1:EB:44:.LEU:N 2.35 0.41
1:EB:129:PHE:CE1 1:EB:137:VAL:HG11 2.56 0.41
1:EB:539:LEU:HD21 1:EB:599:ILE:HD11 2.02 0.41
1:F:523:PHE:CE2 1:F:545:TRP:CD1 3.08 0.41
1:FB:159:VAL:O 1:FB:159:VAL:HG12 2.20 0.41
1:FB:393:VAL:HG22 1:FB:411:ASP:C 2.46 0.41
1:FB:539:LEU:HD11 1:FB:541:LEU:CD2 2.50 0.41
1:G:176:LEU:HD21 1:G:196: TRP:CE2 2.56 0.41
1:GA:56:ARG:HE 1:HA:127:LEU:CD2 2.33 0.41
1:GB:17:HIS:CB 1:GB:44.LEU:HD23 2.51 0.41
1:GB:56:ARG:HE 1:HB:127:LEU:HD21 1.85 0.41
1:GB:57:HIS:O 1:GB:58: TYR:HD1 2.04 0.41
1:GB:176:LEU:HD21 1:GB:196: TRP:CE2 2.55 0.41
1:GB:570:ASP:OD1 1:GB:570:ASP:C 2.64 0.41
1:HA:30:VAL:CG2 1:HA:50:MET:HE3 2.51 0.41
1:HB:539:LEU:HD21 1:HB:599:ILE:HD11 2.02 0.41
1:HB:597:ARG:O 1:HB:601: THR:HG23 2.21 0.41
1:I:121:LEU:HD23 1:1:162:ILE:HG22 2.03 0.41
1:1:523:PHE:CE2 1:1:545: TRP:CD1 3.08 0.41
1:TA:44:.LEU:HD22 1:JA:44:.LEU:N 2.35 0.41
1:IB:168:ILE:HG22 1:1B:215:LEU:CD2 2.51 0.41
1:IB:539:LEU:HD12 1:IB:540:GLN:N 2.36 0.41
1:JB:44:LEU:HD22 1:JB:44:.LEU:N 2.35 0.41
1:JB:57:HIS:O 1:JB:58: TYR:HD1 2.03 0.41
1:JB:129:PHE:CE1 1:JB:137:VAL:HG11 2.55 0.41
1:JB:143: TRP:HH2 1:JB:157:VAL:HG22 1.85 0.41
1:KA:138:VAL:HG12 1:KA:139:ALA:N 2.35 0.41
1:KA:143: TRP:HH2 1:KA:157:VAL:HG22 1.85 0.41
1:KA:662:ILE:O 1:KA:666: THR:HG23 2.20 0.41
1:KB:281:TYR:CG 1:KB:366:VAL:HG23 2.56 0.41
1:L:168:ILE:HG21 1:L:174.LEU:HB2 2.02 0.41
1:L:176:LEU:HD21 1:1L:196: TRP:NE1 2.36 0.41
1:LA:48:MET:HE3 1:LA:48:MET:CA 2.51 0.41
1:LA:393:VAL:HG22 1:LA:411:ASP:C 2.46 0.41
1:LB:73:VAL:HG11 1:LB:81:VAL:HG23 2.03 0.41
1:LB:176:LEU:HD21 1:LB:196: TRP:NE1 2.36 0.41
1:M:539:LEU:HD11 1:M:599:ILE:CD1 2.48 0.41
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Atom-1 Atom-2 distance (A) overlap (A)

1:M:597:ARG:O 1:M:601: THR:HG23 2.21 0.41
1:MA:168:ILE:HG22 1:MA:215:LEU:CD2 2.46 0.41
1:NB:541:LEU:CD2 1:NB:640: VAL:HG22 2.51 0.41
1:0:405: THR:HG21 1:P:393:VAL:O 2.20 0.41
1:0A:129:PHE:CE1 1:0A:137:VAL:HG11 2.56 0.41
1:0A:643:VAL:O 1:0A:643:VAL:HG12 2.21 0.41
1:0B:44.LEU:HD22 1:0B:44:.LEU:H 1.86 0.41
1:0B:487:VAL:O 1:0B:487:VAL:HG13 2.19 0.41
1:P:539:LEU:HD12 1:P:540:GLN:N 2.36 0.41
1:PA:56:ARG:HE 1:QA:127:LEU:CD2 2.34 0.41
1:PA:143: TRP:HH2 1:PA:157:VAL:HG22 1.85 0.41
1:PA:529:ILE:HD13 1:PA:583:VAL:HG11 2.03 0.41
1:PA:597:ARG:O 1:PA:601: THR:HG23 2.21 0.41
1:PB:56:ARG:HE 1:QB:127:LEU:CD2 2.34 0.41
1:PB:809:ASP:HA 1:PB:812:VAL:HG22 2.03 0.41
1:Q:570:ASP:0OD1 1:Q:570:ASP:C 2.64 0.41
1:QA:176:LEU:HD21 1:QA:196:TRP:NE1 2.35 0.41
1:QB:165:ALA:HB2 1:QB:205:LEU:HD13 2.03 0.41
1:QB:662:ILE:O 1:QB:666: THR:HG23 2.21 0.41
1:R:53:VAL:HG12 1:R:93:ALA:HA 2.03 0.41
1:R:138:VAL:HG12 1:R:139:ALA:N 2.35 0.41
1:R:159:VAL:O 1:R:159:VAL:HG12 2.20 0.41
1:RA:168:ILE:HG22 1:RA:215:LEU:CD2 2.45 0.41
1:RA:216:VAL:O 1:RA:216:VAL:HG13 2.19 0.41
1:RA:643:VAL:O 1:RA:643:VAL:HG12 2.21 0.41
1:S:56:ARG:HE 1:T:127:LEU:HD21 1.86 0.41
1:SA:47:PRO:C 1:SA:48:MET:HE2 2.45 0.41
1:SA:176:LEU:HD21 1:SA:196:TRP:NE1 2.36 0.41
1:SA:539:LEU:CD1 1:SA:640:VAL:HG13 2.49 0.41
1:SB:176:LEU:HD21 1:SB:196: TRP:NE1 2.35 0.41
1:SB:487:VAL:O 1:SB:487:VAL:HG13 2.20 0.41
1:T:44.LEU:HD22 1:T:44.LEU:N 2.36 0.41
1:T:121:LEU:HD23 1:T:162:1ILE:HG22 2.03 0.41
1:T:597:ARG:O 1:T:601: THR:HG23 2.21 0.41
1:TB:129:PHE:CE1 1:TB:137:VAL:HG11 2.56 0.41
1:UA:144:LEU:HD22 1:UA:163:ILE:HD11 2.03 0.41
1:UB:281:TYR:CG 1:UB:366: VAL:HG23 2.56 0.41
1:UB:359:ILE:O 1:UB:359:ILE:HG23 2.20 0.41
1:UB:539:LEU:HD11 | 1:UB:640:VAL:HG13 2.03 0.41
1:VA:176:LEU:HD21 1:VA:196: TRP:NE1 2.36 0.41
1:W:129:PHE:CE1 1:W:137:VAL:HG11 2.55 0.41
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Atom-1 Atom-2 distance (A) overlap (A)
1:X:527:ILE:HD11 1:X:539:LEU:HD22 2.03 0.41
1:XA:654:LEU:HD22 1:YA:534:HIS:CG 2.56 0.41
1:XA:779:LEU:HD21 1:YA:774:ARG:HG2 2.03 0.41
1:XB:17:HIS:CB 1:XB:44:LEU:HD23 2.51 0.41
1:XB:56:ARG:HE 1:YB:127:LEU:HD21 1.86 0.41
1:XB:216:VAL:O 1:XB:216:VAL:HG13 2.19 0.41
1:XB:662:ILE:O 1:XB:666: THR:HG23 2.20 0.41
1:Y:17:HIS:CB 1:Y:44:LEU:HD23 2.50 0.41
1:YA:10:ILE:HG22 1:YA:47:PRO:HB3 2.03 0.41
1:YB:597:ARG:O 1:YB:601: THR:HG23 2.21 0.41
1:Z:73:VAL:HG11 1:7:81:VAL:HG23 2.02 0.41
1:7:489:LEU:HD21 1:7:495:PHE:CZ 2.56 0.41
1:ZA:44:LEU:HD22 1:ZA:44:LEU:H 1.86 0.41
1:ZA:597:ARG:O 1:ZA:601: THR:HG23 2.20 0.41
1:7ZB:44:LEU:HD22 1:7B:44:LEU:H 1.85 0.41
1:ZB:176:LEU:HD21 1:7ZB:196: TRP:NE1 2.35 0.41
1:A:44:LEU:HD22 1:A:44:LEU:H 1.86 0.41
1:A:393:VAL:HG22 1:A:411:ASP:C 2.45 0.41
1:A:809:ASP:HA 1:A:812:VAL:HG22 2.03 0.41
1:AA:3:THR:HG22 1:AA:6:PHE:HA 2.03 0.41
1:AB:393:VAL:HG22 1:AB:411:ASP:C 2.46 0.41
1:AC:52:THR:O 1:AC:109:ILE:HD11 2.21 0.41
1:B:176:LEU:HD21 1:B:196: TRP:NE1 2.36 0.41
1:B:539:LEU:HD21 1:B:599:ILE:HD11 2.02 0.41
1:C:48:MET:HE2 1:C:48:MET:HA 2.02 0.41
1:CA:359:ILE:HG23 1:CA:359:ILE:O 2.20 0.41
1:CB:758:GLU:O 1:CB:762:VAL:HG22 2.20 0.41
1:E:219:VAL:HG11 1:E:227:.LEU:HD13 2.03 0.41
1:E:662:ILE:O 1:E:666: THR:HG23 2.20 0.41
1:EA:30:VAL:CG2 1:EA:50:MET:HE2 2.51 0.41
1:EB:95:ASP:O 1:EB:96:PRO:C 2.63 0.41
1:F:13:TYR:HA 1:F:50:-MET:HE3 2.03 0.41
1:FB:487:VAL:O 1:FB:487:VAL:HG13 2.20 0.41
1:GA:529:ILE:HD13 | 1:GA:583:VAL:HG21 2.03 0.41
1:GB:144:LEU:HD12 1:GB:163:ILE:HD11 2.02 0.41
1:J:17:HIS:CB 1:J:44:LEU:HD23 2.50 0.41
1:J:165:ALA:HB2 1:J:205:LEU:HD13 2.03 0.41
1:JA:28:VAL:O 1:JA:28:VAL:HG13 2.20 0.41
1:KA:48:MET:HE2 1:KA:48:MET:HA 2.02 0.41
1:L:56:ARG:HE 1:M:127:LEU:CD2 2.33 0.41
1:L:359:ILE:O 1:L:359:ILE:HG23 2.20 0.41
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:LA:165:ALA:HB2 1:LA:205:LEU:HD13 2.03 0.41
1:LB:281: TYR:CG 1:LLB:366:VAL:HG23 2.56 0.41
1:M:779:LEU:HD21 1:N:774:ARG:HG2 2.03 0.41
1:MA:144:.LEU:HD22 | 1:MA:163:ILE:HD11 2.03 0.41
1:MA:281:TYR:CG 1:MA:366:VAL:HG23 2.55 0.41
1:N:539:LEU:HD21 1:N:599:ILE:HD11 2.03 0.41
1:0:487:VAL:O 1:0:487:VAL:HG13 2.19 0.41
1:0A:359:1LE:O 1:0A:359:ILE:HG23 2.21 0.41
1:P:143: TRP:HH2 1:P:157:VAL:HG22 1.86 0.41
1:PA:405: THR:HG21 1:QA:393:VAL:O 2.21 0.41
1:RA:144:LEU:HD22 1:RA:163:ILE:HD11 2.03 0.41
1:RA:489:LEU:HD21 1:RA:495:PHE:CZ 2.56 0.41
1:S:44:LEU:HD22 1:S:44:LEU:H 1.85 0.41
1:SA:487:VAL:O 1:SA:487:VAL:HG13 2.20 0.41
1:SB:539:LEU:CD1 1:SB:640:VAL:HG13 2.51 0.41
1:UA:597:ARG:O 1:UA:601: THR:HG23 2.21 0.41
1:UB:516:LEU:HD23 1:UB:516:LEU:C 2.45 0.41
1:UB:597:ARG:O 1:UB:601: THR:HG23 2.21 0.41
1:W:57:HIS:O 1:W:58:TYR:HD1 2.04 0.41
1:W:538:GLN:HB2 1:W:646:VAL:HG22 2.02 0.41
1:W:758:GLU:O 1:W:762:VAL:HG22 2.20 0.41
1:WA:654:LEU:HD22 1:XA:534:HIS:CG 2.56 0.41
1:XA:138:VAL:HG12 1:XA:139:ALA:N 2.35 0.41
1:XB:56:ARG:HE 1:YB:127:LEU:CD2 2.34 0.41
1:Y:281:TYR:CG 1:Y:366:VAL:HG23 2.55 0.41
1:YA:138:VAL:HG12 1:YA:139:ALA:N 2.35 0.41
1:7:143: TRP:HH2 1:7:157:VAL:HG22 1.85 0.41
1:ZA:10:ILE:HG22 1:ZA:47:PRO:HB3 2.02 0.41
1:ZB:165:ALA:HB2 1:ZB:205:LEU:HD13 2.02 0.41
1:ZB:281:TYR:CG 1:7ZB:366:VAL:HG23 2.55 0.41
1:B:489:LEU:HD21 1:B:495:PHE:CZ 2.56 0.40
1:BA:138:VAL:HG12 1:BA:139:ALA:N 2.35 0.40
1:BB:176:LEU:HD21 1:BB:196: TRP:NE1 2.35 0.40
1:C:44:LEU:HD22 1:C:44:LEU:H 1.86 0.40
1:CB:129:PHE:CE1 1:CB:137:VAL:HG11 2.56 0.40
1:E:539:LEU:HD21 1:E:599:1ILE:HD11 2.02 0.40
1:EA:17:HIS:CB 1:EA:44:LEU:HD23 2.51 0.40
1:EB:165:ALA:HB2 1:EB:205:LEU:HD13 2.03 0.40
1:EB:541:LEU:CD2 1:EB:640:VAL:HG22 2.51 0.40
1:FA:95:ASP:O 1:FA:96:PRO:C 2.64 0.40
1:FB:539:LEU:CD1 1:FB:640:VAL:HG13 2.51 0.40
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:G:17:HIS:HB3 1:G:44:LEU:HD23 2.02 0.40
1:G:30:VAL:HG22 1:G:50:MET:HE2 2.03 0.40
1:GA:786:GLN:OE1 1:HA:781:VAL:HG11 2.20 0.40
1:GB:632:GLY:O 1:GB:634:VAL:HG23 2.22 0.40
1:HA:144:LEU:HD22 1:HA:163:ILE:HD11 2.03 0.40
1:1:539:LEU:HD11 1:1:640:VAL:HG13 2.03 0.40
1:1:809:ASP:HA 1:1:812:VAL:HG22 2.03 0.40
1:1B:538: GLN:HB2 1:1B:646:VAL:HG22 2.03 0.40
1:J:539:LEU:HD21 1:J:599:ILE:HD11 2.01 0.40
1:JA:529:ILE:HD13 1:JA:583:VAL:HG11 2.02 0.40
1:JB:541:LEU:CD2 1:JB:640:VAL:HG22 2.51 0.40
1:KA:129:PHE:CE1 1:KA:137:VAL:HG11 2.507 0.40
1:KB:168:ILE:HG22 1:KB:215:LEU:CD2 2.48 0.40
1:LA:413:VAL:HG22 1:LA:414:LEU:N 2.36 0.40
1:M:405:THR:HG21 1:N:393:VAL:O 2.21 0.40
1:M:413:VAL:HG22 1:M:414:LEU:N 2.36 0.40
1:MB:393:VAL:HG22 1:MB:411:ASP:C 2.46 0.40
1:N:539:LEU:HD11 1:N:640:VAL:HG13 2.03 0.40
1:0:17:HIS:CB 1:0:44:LEU:HD23 2.51 0.40
1:0A:523:PHE:CE2 1:0A:545:TRP:CD1 3.09 0.40
1:0B:539:LEU:HD12 1:0B:540:GLN:N 2.37 0.40
1:PA:176:LEU:HD21 1:PA:196: TRP:NE1 2.35 0.40
1:Q:541:LEU:CD2 1:Q:640:VAL:HG22 2.52 0.40
1:QB:176:LEU:HD21 1:QB:196: TRP:NE1 2.35 0.40
1:QB:359:1LE:O 1:QB:359:ILE:HG23 2.22 0.40
1:RA:176:LEU:HD21 1:RA:196: TRP:NE1 2.35 0.40
1:RA:405:THR:HG21 1:SA:393:VAL:O 2.21 0.40
1:RB:393:VAL:HG22 1:RB:411:ASP:C 2.47 0.40
1:SA:57:HIS:O 1:SA:58:TYR:HD1 2.04 0.40
1:SA:219:VAL:HG11 1:SA:227:.LEU:HD13 2.03 0.40
1:T:17:HIS:HB3 1:T:44.LEU:HD23 2.02 0.40
1:TA:48:MET:HA 1:TA:48:MET:HE2 2.03 0.40
1:TA:538:GLN:HB2 1:TA:646:VAL:HG22 2.02 0.40
1:TB:143: TRP:HH2 1:TB:157:VAL:HG22 1.86 0.40
1:UB:129:PHE:CE1 1:UB:137:VAL:HG11 2.56 0.40
1:V:597:ARG:O 1:V:601: THR:HG23 2.22 0.40
1:W:143: TRP:HH2 1:W:157:-VAL:HG22 1.86 0.40
1:WA:539:LEU:CD1 1:WA:640:VAL:HG13 2.50 0.40
1:X:281:TYR:CG 1:X:366:VAL:HG23 2.57 0.40
1:XB:405: THR:HG21 1:YB:393:VAL:O 2.21 0.40
1:Y:597:ARG:O 1:Y:601: THR:HG23 2.21 0.40
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Atom-1 Atom-2 distance (A) overlap (A)
1:YB:487:VAL:O 1:YB:487:VAL:HG13 2.20 0.40
1:ZA:359:ILE:O 1:ZA:359:1LE:HG23 2.21 0.40
1:AA:597:ARG:O 1:AA:601:THR:HG23 2.22 0.40
1:BB:539:LEU:HD11 1:BB:640:VAL:HG13 2.03 0.40
1:CA:95:ASP:O 1:CA:96:PRO:C 2.65 0.40
1:CB:570:ASP:0OD1 1:CB:570:ASP:C 2.65 0.40
1:DA:56:ARG:HE 1:EA:127:-LEU:CD2 2.34 0.40
1:DB:570:ASP:OD1 1:DB:570:ASP:C 2.64 0.40
1:E:523:PHE:CE2 1:E:545:TRP:CD1 3.09 0.40
1:1:30: VAL:CG2 1:I:50:MET:HE3 2.51 0.40
1:TA:366:VAL:HG13 1:TA:366:VAL:O 2.21 0.40
1:1B:219:VAL:HG11 1:1B:227:LEU:HD13 2.03 0.40
1:JB:121:LEU:HD23 1:JB:162:ILE:HG22 2.03 0.40
1:K:138:VAL:HG12 1:K:139:ALA:N 2.35 0.40
1:KA:57:HIS:O 1:KA:58:TYR:HD1 2.03 0.40
1:KA:95:ASP:O 1:KA:96:PRO:C 2.64 0.40
1:KA:219:VAL:HG11 | 1:KA:227:LEU:HD13 2.03 0.40
1:KA:654:LEU:HD22 1:LA:534:HIS:CG 2.55 0.40
1:L:73:VAL:HG11 1:L:81:VAL:HG23 2.02 0.40
1:NB:129:PHE:CE1 1:NB:137:VAL:HG11 2.56 0.40
1:0B:144:LEU:HD22 | 1:0B:163:ILE:HD11 2.04 0.40
1:P:10:ILE:HG22 1:P:47:PRO:HB3 2.03 0.40
1:P:654:LEU:HD22 1:Q:534:HIS:CG 2.56 0.40
1:QA:30:VAL:CG2 1:QA:50:MET:HE2 2.52 0.40
1:R:597:ARG:O 1:R:601: THR:HG23 2.21 0.40
1:R:643:VAL:HG12 1:R:643:VAL:O 2.21 0.40
1:S:541:LEU:CD2 1:S:640:VAL:HG22 2.51 0.40
1:SA:138:VAL:HG12 1:SA:139:ALA:N 2.35 0.40
1:SB:809:ASP:HA 1:SB:812:VAL:HG22 2.04 0.40
1:V:176:LEU:HD21 1:V:196: TRP:NE1 2.35 0.40
1:WB:56:ARG:HE 1:XB:127:LEU:CD2 2.34 0.40
1:Y:176:LEU:HD21 1:Y:196: TRP:NE1 2.36 0.40
1:YA:168:ILE:HG22 1:YA:215:LEU:CD2 2.51 0.40
1:YA:539:LEU:HD21 1:YA:599:1LE:HD11 2.03 0.40
1:YB:121:LEU:HD23 1:YB:162:ILE:HG22 2.04 0.40
1:7ZB:539:LEU:HD12 1:7B:540:GLN:N 2.37 0.40
1:A:3:THR:HG22 1:A:6:PHE:HA 2.03 0.40
1:AA:570:ASP:OD1 1:AA:570:ASP:C 2.64 0.40
1:AC:529:ILE:HD13 1:AC:583:VAL:HG21 2.02 0.40
1:BA:539:LEU:HD12 1:BA:540:GLN:N 2.36 0.40
1:BA:541:LEU:CD2 1:BA:640:VAL:HG22 2.51 0.40
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Atom-1 Atom-2 distance (A) overlap (A)
1:BB:95:ASP:O 1:BB:96:PRO:C 2.64 0.40
1:BB:539:LEU:HD12 1:BB:540:GLN:N 2.37 0.40
1:BB:601: THR:O 1:BB:605:GLY:HA2 2.22 0.40
1:C:65:VAL:HG12 1:C:83:LEU:CD2 2.51 0.40
1:C:90:ILE:HD11 1:C:155:LYS:N 2.37 0.40
1:DA:541:LEU:CD2 1:DA:640:VAL:HG22 2.51 0.40
1:E:230:ARG:HB3 1:E:268:LEU:HD11 2.03 0.40
1:EB:539:LEU:CD1 1:EB:640:VAL:HG13 2.51 0.40
1:F:281: TYR:CG 1:F:366:VAL:HG23 2.56 0.40
1:FA:48: MET:HE2 1:FA:48:MET:HA 2.03 0.40
1:FB:597:ARG:O 1:FB:601: THR:HG23 2.22 0.40
1:G:56:ARG:HE 1:H:127:LEU:CD2 2.33 0.40
1:H:654:LEU:HD22 1:1:534:HIS:CG 2.57 0.40
1:HB:129:PHE:CE1 1:HB:137:VAL:HG11 2.56 0.40
1:1B:143: TRP:HH2 1:1B:157:VAL:HG22 1.85 0.40
1:JB:17:HIS:CB 1:JB:44:LEU:HD23 2.51 0.40
1:LA:56:ARG:HE 1:MA:127:LEU:CD2 2.34 0.40
1:NA:809:ASP:HA 1:NA:812:VAL:HG22 2.03 0.40
1:NB:44:LEU:N 1:NB:44:LEU:HD22 2.35 0.40
1:NB:539:LEU:HD11 1:NB:640: VAL:HG13 2.04 0.40
1:0:57:HIS:O 1:0:58:TYR:HD1 2.04 0.40
1:0A:3:THR:HG22 1:0A:6:PHE:HA 2.03 0.40
1:P:165:ALA:HB2 1:P:205:LEU:HD13 2.02 0.40
1:PB:219:VAL:HG11 1:PB:227:LEU:HD13 2.03 0.40
1:Q:129:PHE:CE1 1:Q:137:VAL:HG11 2.56 0.40
1:QA:48:MET:HE2 1:QA:48:MET:HA 2.02 0.40
1:RA:143: TRP:HH2 1:RA:157:VAL:HG22 1.86 0.40
1:RB:654:LEU.HD22 1:SB:534:HIS:CG 2.57 0.40
1:S:539:LEU:HD21 1:S:599:1ILE:HD11 2.04 0.40
1:SA:643:VAL:O 1:SA:643:VAL:HG12 2.21 0.40
1:TA:17:HIS:CB 1:TA:44:.LEU:HD23 2.52 0.40
1:TA:56:ARG:HE 1:UA:127:LEU:HD21 1.87 0.40
1:TA:168:ILE:HG22 1:TA:215:LEU:CD2 2.48 0.40
1:TA:541:LEU:CD2 1:TA:640:VAL:HG22 2.52 0.40
1:V:56:ARG:HE 1:W:127:LEU:HD21 1.87 0.40
1:VB:643: VAL:HG12 1:VB:643:VAL:O 2.21 0.40
1:VB:809:ASP:HA 1:VB:812: VAL:HG22 2.03 0.40
1:X:779:LEU:HD21 1:Y:774:ARG:HG2 2.03 0.40
1:XB:539:LEU:CD1 1:XB:640: VAL:HG13 2.51 0.40
1:Y:121:LEU:HD23 1:Y:162:1ILE:HG22 2.03 0.40
1:Y:143: TRP:HH2 1:Y:157:VAL:HG22 1.86 0.40
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Atom-1 Atom-2 distance (A) overlap (A)

1:YB:176:LEU:HD21 1:YB:196: TRP:NE1 2.35 0.40
1:YB:413:VAL:HG22 1:YB:414:LEU:N 2.37 0.40
1:ZA:47:PRO:C 1:ZA:48:-MET:HE2 2.46 0.40
1:ZA:176:LEU:HD21 1:ZA:196: TRP:CE2 2.56 0.40
1:ZB:95:ASP:0O 1:ZB:96:PRO:C 2.65 0.40
1:AB:127:LEU:CD2 1:ZA:56:ARG:HE 2.34 0.40
1:BB:523:PHE:CD2 1:BB:568:VAL:HG23 2.56 0.40
1:C:176:LEU:HD21 1:C:196: TRP:NE1 2.35 0.40
1:CA:779:LEU:HD21 1:DA:774:ARG:HG2 2.04 0.40
1:CB:539:LEU:CD1 1:CB:640:VAL:HG13 2.51 0.40
1:D:489:LEU:HD21 1:D:495:PHE:CZ 2.57 0.40
1:DB:597:ARG:O 1:DB:601: THR:HG23 2.21 0.40
1:E:487:VAL:O 1:E:487:VAL:HG13 2.20 0.40
1:F:539:LEU:HD21 1:F:599:ILE:HD11 2.03 0.40
1:GB:541:LEU:CD2 1:GB:640:VAL:HG22 2.51 0.40
1:HA:56:ARG:HE 1:TA:127:LEU:CD2 2.35 0.40
1:HA:95:ASP:O 1:HA:96:PRO:C 2.65 0.40
1:JB:393:VAL:HG22 1:JB:411:ASP:C 2.47 0.40
1:1L:489:LEU:HD21 1:1L:495:PHE:CZ 2.57 0.40
1:M:48:MET:HE2 1:M:48:MET:HA 2.03 0.40
1:M:165:ALA:HB2 1:M:205:LEU:HD13 2.03 0.40
1:N:159:VAL:O 1:N:159:VAL:HG12 2.20 0.40
1:NA:539:LEU:HD11 | 1:NA:640:VAL:HG13 2.03 0.40
1:NB:597:ARG:O 1:NB:601: THR:HG23 2.21 0.40
1:PB:779:LEU:HD21 | 1:QB:774:ARG:HG2 2.03 0.40
1:QA:13:TYR:HA 1:QA:50:MET:CE 2.52 0.40
1:QA:570:ASP:0OD1 1:QA:570:ASP:C 2.64 0.40
1:R:44:LEU:HD22 1:R:44:LEU:H 1.86 0.40
1:R:393:VAL:HG22 1:R:411:ASP:C 2.46 0.40
1:SA:15:TYR:CD1 1:SA:15:TYR:C 3.00 0.40
1:SA:538:GLN:HB2 1:SA:646:VAL:HG22 2.02 0.40
1:SA:541:LEU:CD2 1:SA:640:VAL:HG22 2.52 0.40
1:SB:17:HIS:CB 1:SB:44:LEU:HD23 2.51 0.40
1:T:516:LEU:O 1:T:516:LEU:HD23 2.21 0.40
1:T:539:LEU:CD1 1:T:640:VAL:HG13 2.51 0.40
1:UA:165:ALA:HB2 1:UA:205:LEU:HD13 2.03 0.40
1:V:393:VAL:HG22 1:V:411:ASP:C 2.46 0.40
1:V:539:LEU:HD23 1:V:540:GLN:H 1.83 0.40
1:VA:230:ARG:HB3 1:VA:268:LEU:HD11 2.02 0.40
1:W:95:ASP:0O 1:W:96:PRO:C 2.64 0.40
1:WA:168:ILE:HG22 1:WA:215:LEU:CD2 2.48 0.40
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Atom-1 Atom-2 distance (A) overlap (A)
1:WB:56:ARG:HE 1:XB:127:LEU:HD21 1.87 0.40
1:WB:65:VAL:HG12 1:WB:83:LEU:CD1 2.52 0.40
1:X:539:LEU:HD11 1:X:599:ILE:CD1 2.50 0.40
1:XB:539:LEU:HD11 | 1:XB:640:VAL:HG13 2.03 0.40
1:A:127:LEU:CD2 1:NA:56:ARG:HE 2.34 0.40
1:A:539:LEU:HD12 1:A:540:GLN:N 2.37 0.40
1:AA:17:HIS:CB 1:AA:44:LEU:HD23 2.52 0.40
1:AB:316:LEU:HD12 1:AB:316:LEU:HA 1.95 0.40
1:AB:570:ASP:0OD1 1:AB:570:ASP:C 2.64 0.40
1:AC:95:ASP:O 1:AC:96:PRO:C 2.64 0.40
1:AC:539:LEU:CD1 1:AC:640:VAL:HG13 2.52 0.40
1:B:219:VAL:HG11 1:B:227:LEU:HD13 2.04 0.40
1:CB:539:LEU:HD12 1:CB:540:GLN:N 2.37 0.40
1:CB:654:LEU:HD22 1:DB:534:HIS:CG 2.56 0.40
1:DB:359:ILE:O 1:DB:359:ILE:HG23 2.21 0.40
1:DB:523:PHE:CE2 1:DB:545: TRP:CD1 3.10 0.40
1:EA:56:ARG:HE 1:FA:127:LEU:CD2 2.34 0.40
1:EB:219:VAL:HG11 1:EB:227:LEU:HD13 2.04 0.40
1:FA:121:LEU:HD23 1:FA:162:ILE:HG22 2.03 0.40
1:FB:219:VAL:HG11 1:FB:227.:LEU:HD22 2.02 0.40
1:GB:44:LEU:HD22 1:GB:44:LEU:H 1.87 0.40
1:GB:143: TRP:HH2 1:GB:157:VAL:HG22 1.85 0.40
1:H:539:LEU:CD1 1:H:640:VAL:HG13 2.52 0.40
1:HB:17:HIS:CB 1:HB:44:LEU:HD23 2.51 0.40
1:HB:95:ASP:0O 1:HB:96:PRO:C 2.65 0.40
1:HB:529:ILE:HD13 1:HB:583:VAL:HG11 2.04 0.40
1:TA:48:MET:HA 1:TA:48:MET:HE2 2.03 0.40
1:TA:539:LEU:HD11 1:TA:541:LEU:HD21 2.04 0.40
1:K:56:ARG:HE 1:L:127:LEU:CD2 2.34 0.40
1:KA:405: THR:HG21 1:LA:393:VAL:O 2.21 0.40
1:KB:17:HIS:CB 1:KB:44:LEU:HD23 2.51 0.40
1:M:56:ARG:HE 1:N:127:LEU:CD2 2.33 0.40
1:MB:73:VAL:HG11 1:MB:81:VAL:HG23 2.02 0.40
1:NA:17:HIS:CB 1:NA:44:LEU:HD23 2.52 0.40
1:NA:601:THR:O 1:NA:605:GLY:HA2 2.22 0.40
1:P:15:TYR:C 1:P:15:TYR:CD1 3.00 0.40
1:Q:168:ILE:HG22 1:Q:215:LEU:CD2 2.49 0.40
1:R:176:LEU:HD21 1:R:196:TRP:NE1 2.35 0.40
1:SA:662:ILE:O 1:SA:666: THR:HG23 2.20 0.40
1:UA:44:LEU:HD22 1:UA:44:LEU:H 1.86 0.40
1:UA:56:ARG:HE 1:VA:127:LEU:CD2 2.34 0.40
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Atom-1 Atom-2 distance (A) overlap (A)
1:VA:48:MET:HE2 1:VA:48:MET:HA 2.04 0.40
1:VA:539:LEU:CD1 1:VA:640:VAL:HG13 2.51 0.40
1:VB:17:HIS:CB 1:VB:44:LEU:HD23 2.51 0.40
1:VB:359:ILE:O 1:VB:359:ILE:HG23 2.22 0.40
1:VB:487:VAL:O 1:VB:487:VAL:HG13 2.20 0.40
1:WA:121:LEU:HD23 | 1:WA:162:ILE:HG22 2.03 0.40
1:XB:15:TYR:CD1 1:XB:15:TYR:C 3.00 0.40
1:7:538:GLN:HB2 1:7:646:VAL:HG22 2.02 0.40
1:ZA:73:VAL:HG11 1:ZA:81:VAL:HG23 2.03 0.40
1:ZB:539:LEU:CD1 1:7B:640:VAL:HG13 2.51 0.40

There are no symmetry-related clashes.

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 773/893 (87%) 721 (93%) | 51 (7%) | 1 (0%) 48 |78
1 AA 773/893 (87%) 715 (92%) | 57 (T%) | 1 (0%) 48 |78
1 AB 773/893 (87%) 721 (93%) | 52 (%) 0 100 | | 100
1 AC 773/893 (87%) 718 (93%) | 54 (T%) | 1 (0%) 48 |78
1 B 773/893 (87%) 720 (93%) | 53 (%) 0 |
1 BA 773/893 (87%) 718 (93%) | 55 (%) 0 |
1 BB 773/893 (87%) 716 (93%) | 57 (7%) 0 |
1 C 773/893 (87%) 720 (93%) | 53 (%) 0 |
1 CA 773/893 (87%) 721 (93%) | 51 (7%) | 1 (0%) 48 |78
1 CB 773/893 (87%) 718 (93%) | 54 (%) | 1 (0%) 48 |78
1 D 773/893 (87%) 720 (93%) | 52 (7%) | 1 (0%) 48 |78
1 DA 773/893 (87%) 719 (93%) | 53 (T%) | 1 (0%) 48 |78

Continued on next page...
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
1 o) 773/893 (87%) 720 (93%) | 52 (%) | 1 (0%) 48 178
1 OA 773/893 (87%) 718 (93%) | 54 (%) | 1 (0%) 48 |78
1 OB 773/893 (87%) 719 (93%) | 53 (7%)

1 P 773/893 (87%) 716 (93%) | 57 (T%)

1 PA 773/893 (87%) 719 (93%) | 53 (T%)

1 PB 773/893 (87%) 723 (94%) | 49 (6%)

1 Q 773/893 (87%) 717 (93%) | 55 (7%)

1 QA 773/893 (87%) 720 (93%) | 53 (T%)

1 QOB 773/893 (87%) 723 (94%) | 49 (6%)

1 R 773/893 (87%) 717 (93%) | 56 (7%)

1 RA 773/893 (87%) 719 (93%) | 53 (7%)

1 RB 773/893 (87%) 722 (93%) | 50 (6%)

1 S 773/893 (87%) 718 (93%) | 55 (T%)

1 SA 773/893 (87%) 717 (93%) | 56 (7%)

1 SB 773/893 (87%) 718 (93%) | 55 (T%)

1 T 773/893 (87%) 719 (93%) | 53 (7%)

1 TA 773/893 (87%) 718 (93%) | 55 (%) 0 |
1 TB 773/893 (87%) 725 (94%) | 47 (6%) | 1 (0%) 48 |78
1 UA 773/893 (87%) 721 (93%) | 52 (T%) 0 100 | 100
1 | uB 773/893 (87%) | 719 (93%) | 54 (7%) 0 100 [100]
1 \Y% 773/893 (87%) 719 (93%) | 53 (%) | 1 (0%) 48 |78
1 VA 773/893 (87%) 722 (93%) | 50 (6%) | 1 (0%) 48 | 78
1 VB 773/893 (87%) 722 (93%) | 50 (6%) | 1 (0%) 48 |78
1 W 773/893 (87%) 723 (94%) | 50 (6%) 0 100 | 100
1 WA 773/893 (87%) 720 (93%) | 52 (%) | 1 (0%) 48 |78
1 WB 773/893 (87%) 720 (93%) | 52 (7%) | 1 (0%) 48 |78
1 X 773/893 (87%) 722 (93%) | 51 (7%) 0

1 XA 773/893 (87%) 718 (93%) | 55 (7%) 0

1 XB 773/893 (87%) 719 (93%) | 54 (%) 0

1 Y 773/893 (87%) 722 (93%) | 51 (7%) 0

1 YA 773/893 (87%) 719 (93%) | 53 (%) | 1 (0%) 48 |78

Continued on next page...
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
1 YB 773/893 (87%) 719 (93%) 53 (T%) 1 (0%) 48 | 78
1 Z 773/893 (87%) 719 (93%) 53 (7%) 1 (0%) 48 |78
1 ZA 773/893 (87%) 723 (94%) 49 (6%) 1 (0%) 48 | 78
1 7B 773/893 (87%) 718 (93%) 55 (7%) 0 100 I 100
All All 60294/69654 (87%) | 56116 (93%) | 4129 (7%) | 49 (0%) 49 |78

All (49) Ramachandran outliers are listed below:

<
2

Chain | Res | Type
M 347 GLU
CB 347 GLU
E 347 GLU
LA 347 GLU
MA 347 GLU
NA 347 GLU
QB 347 GLU
T 347 GLU
TB 347 GLU
YB 347 GLU
A 347 GLU
AA 347 GLU
AC 347 GLU
CA 347 GLU
D 347 GLU
DA 347 GLU
EA 347 GLU
EB 347 GLU
FA 347 GLU
G 347 GLU
GA 347 GLU
H 347 GLU
I 347 GLU
IA 347 GLU
IB 347 GLU
JA 347 GLU
JB 347 GLU
K 347 GLU
KA 347 GLU
KB 347 GLU
MB 347 GLU
N 347 GLU
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Mol | Chain | Res | Type
1 NB 347 GLU
1 O 347 GLU
1 OA 347 GLU
1 OB 347 GLU
1 PA 347 GLU
1 PB 347 GLU
1 Q 347 GLU
1 RA 347 GLU
1 RB 347 GLU
1 \Y 347 GLU
1 VA 347 GLU
1 VB 347 GLU
1 WA 347 GLU
1 WB 347 GLU
1 YA 347 GLU
1 Z 347 GLU
1 ZA 347 GLU

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.

Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 A 666,755 (88%) 656 (98%) 10 (2%) 57 75
1 AA 666/755 (88%) 656 (98%) 10 (2%) o7 |75
1 AB 666,755 (88%) 653 (98%) 13 (2%) 48 72
1 AC 666/755 (88%) 654 (98%) 12 (2%) 51 73
1 B 666/755 (88%) 655 (98%) 11 (2%) 53 T4
1 BA 666/755 (88%) 652 (98%) 14 (2%) 47 71
1 BB 666/755 (88%) 657 (99%) 9 (1%) 29 |76
1 C 666/755 (88%) 654 (98%) 12 (2%) 51 73
1 CA 666/755 (88%) 655 (98%) 11 (2%) b3 T4
1 CB 666/755 (88%) 653 (98%) 13 (2%) 48 72
1 D 666/755 (88%) 653 (98%) 13 (2%) 48 72

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 DA 666/755 (88%) 653 (98%) 13 (2%) 48 72
1 DB 666,755 (88%) 653 (98%) 13 (2%) 48 72
1 E 666,755 (88%) 657 (99%) 9 (1%) 59 |76
1 EA 666/755 (88%) 653 (98%) 13 (2%) 48 72
1 EB 666/755 (88%) 654 (98%) 12 (2%) 51 73
1 F 666/755 (88%) 655 (98%) 11 (2%) b3 T4
1 FA 666/755 (88%) 653 (98%) 13 (2%) 48 72
1 FB 666/755 (88%) 654 (98%) 12 (2%) 51 73
1 G 666/755 (88%) 654 (98%) 12 (2%) b1 73
1 GA 666/755 (88%) 651 (98%) 15 (2%) 4 70
1 GB 666/755 (88%) 654 (98%) 12 (2%) 51 73
1 H 666/755 (88%) 655 (98%) 11 (2%) b3 T4
1 HA 666/755 (88%) 652 (98%) 14 (2%) 47 71
1 HB 666,755 (88%) 653 (98%) 13 (2%) 48 72
1 I 666/755 (88%) 654 (98%) 12 (2%) 51 73
1 IA 666/755 (88%) 653 (98%) 13 (2%) 48 72
1 IB 666/755 (88%) 653 (98%) 13 (2%) 48 72
1 J 666/755 (88%) 655 (98%) 11 (2%) b3 T4
1 JA 666,755 (88%) 656 (98%) 10 (2%) o7 |75
1 JB 666,755 (88%) 652 (98%) 14 (2%) 47 71
1 K 666/755 (88%) 657 (99%) 9 (1%) 29 |76
1 KA 666/755 (88%) 652 (98%) 14 (2%) 47 71
1 KB 666/755 (88%) 655 (98%) 11 (2%) b3 T4
1 L 666,755 (88%) 650 (98%) 16 (2%) 43 69
1 LA 666/755 (88%) 656 (98%) 10 (2%) 7 |75
1 LB 666/755 (88%) 655 (98%) 11 (2%) 53 T4
1 M 666/755 (88%) 655 (98%) 11 (2%) b3 T4
1 MA 666/755 (88%) 652 (98%) 14 (2%) 47 71
1 MB 666/755 (88%) 656 (98%) 10 (2%) b7 |75
1 N 666/755 (88%) 655 (98%) 11 (2%) b3 T4
1 NA 666,755 (88%) 656 (98%) 10 (2%) o7 75
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 NB 666/755 (88%) 653 (98%) 13 (2%) 48 72
1 O 666,755 (88%) 655 (98%) 11 (2%) 53 T4
1 OA 666,755 (88%) 659 (99%) 7 (1%) 65 78
1 OB 666/755 (88%) 653 (98%) 13 (2%) 48 72
1 P 666/755 (88%) 654 (98%) 12 (2%) 51 73
1 PA 666/755 (88%) 654 (98%) 12 (2%) b1 73
1 PB 666/755 (88%) 655 (98%) 11 (2%) b3 T4
1 Q 666/755 (88%) 654 (98%) 12 (2%) 51 73
1 QA 666/755 (88%) 654 (98%) 12 (2%) b1 73
1 QB 666/755 (88%) 655 (98%) 11 (2%) b3 T4
1 R 666/755 (88%) 655 (98%) 11 (2%) b3 T4
1 RA 666/755 (88%) 650 (98%) 16 (2%) 43 69
1 RB 666/755 (88%) 654 (98%) 12 (2%) 51 73
1 S 666,755 (88%) 652 (98%) 14 (2%) 47 71
1 SA 666/755 (88%) 656 (98%) 10 (2%) b7 |75
1 SB 666/755 (88%) 652 (98%) 14 (2%) 47 71
1 T 666/755 (88%) 652 (98%) 14 (2%) 47 71
1 TA 666/755 (88%) 654 (98%) 12 (2%) 51 73
1 B 666,755 (88%) 651 (98%) 15 (2%) 4 70
1 UA 666,755 (88%) 656 (98%) 10 (2%) 7 |75
1 UB 666/755 (88%) 654 (98%) 12 (2%) b1 73
1 \Y 666/755 (88%) 652 (98%) 14 (2%) 47 71
1 VA 666/755 (88%) 659 (99%) 7 (1%) 65 78
1 VB 666,755 (88%) 654 (98%) 12 (2%) 51 73
1 W 666/755 (88%) 653 (98%) 13 (2%) 48 72
1 WA 666/755 (88%) 654 (98%) 12 (2%) 51 73
1 WB 666/755 (88%) 655 (98%) 11 (2%) b3 T4
1 X 666/755 (88%) 653 (98%) 13 (2%) 48 72
1 XA 666/755 (88%) 654 (98%) 12 (2%) 51 73
1 XB 666/755 (88%) 653 (98%) 13 (2%) 48 72
1 Y 666,755 (88%) 653 (98%) 13 (2%) 48 72

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 YA 666/755 (88%) 657 (99%) 9 (1%) 29 |76
1 YB 666,755 (88%) 657 (99%) 9 (1%) 29 76
1 Z 666,755 (88%) 653 (98%) 13 (2%) 48 72
1 ZA 666/755 (88%) 650 (98%) 16 (2%) 43 69
1 7B 666/755 (88%) 652 (98%) 14 (2%) 47 71
All All 51948 /58890 (88%) | 51012 (98%) | 936 (2%) 51 73

All (936) residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 A 8 ILE
1 A 34 THR
1 A 58 TYR
1 A 63 ASN
1 A 88 LEU
1 A 209 PHE
1 A 283 VAL
1 A 461 ARG
1 A 761 ARG
1 A 807 ILE
1 AA 8 ILE
1 AA 34 THR
1 AA 63 ASN
1 AA 144 LEU
1 AA 209 PHE
1 AA 665 THR
1 AA 669 GLN
1 AA 728 SER
1 AA 761 ARG
1 AA 807 ILE
1 AB 8 ILE
1 AB 34 THR
1 AB 43 VAL
1 AB 63 ASN
1 AB 88 LEU
1 AB 144 LEU
1 AB 209 PHE
1 AB 518 LEU
1 AB 538 GLN
1 AB 637 SER
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Mol | Chain | Res | Type
1 AB 669 GLN
1 AB 728 SER
1 AB 807 ILE
1 AC 8 ILE
1 AC 34 THR
1 AC 43 VAL
1 AC 58 TYR
1 AC 63 ASN
1 AC 88 LEU
1 AC 209 PHE
1 AC 283 VAL
1 AC 461 ARG
1 AC 523 PHE
1 AC 669 GLN
1 AC 728 SER
1 B 8 ILE
1 B 34 THR
1 B 63 ASN
1 B 88 LEU
1 B 209 PHE
1 B 283 VAL
1 B 461 ARG
1 B 637 SER
1 B 665 THR
1 B 728 SER
1 B 807 ILE
1 BA 8 ILE
1 BA 20 ASP
1 BA 34 THR
1 BA 43 VAL
1 BA 63 ASN
1 BA 88 LEU
1 BA 144 LEU
1 BA 209 PHE
1 BA 283 VAL
1 BA 461 ARG
1 BA 637 SER
1 BA 665 THR
1 BA 728 SER
1 BA 807 ILE
1 BB 8 ILE
1 BB 34 THR

Continued on next page...



Page 186

Full wwPDB EM Validation Report

EMD-53415, 9QW9

Continued from previous page...

Mol | Chain | Res | Type
1 BB 58 TYR
1 BB 63 ASN
1 BB 209 PHE
1 BB 283 VAL
1 BB 637 SER
1 BB 728 SER
1 BB 807 ILE
1 C 8 ILE
1 C 20 ASP
1 C 34 THR
1 C 63 ASN
1 C 88 LEU
1 C 144 LEU
1 C 209 PHE
1 C 516 LEU
1 C 523 PHE
1 C 637 SER
1 C 728 SER
1 C 807 ILE
1 CA 8 ILE
1 CA 34 THR
1 CA 58 TYR
1 CA 63 ASN
1 CA 88 LEU
1 CA 209 PHE
1 CA 283 VAL
1 CA 426 LEU
1 CA 461 ARG
1 CA 669 GLN
1 CA 728 SER
1 CB 8 ILE
1 CB 34 THR
1 CB 63 ASN
1 CB 88 LEU
1 CB 144 LEU
1 CB 209 PHE
1 CB 283 VAL
1 CB 461 ARG
1 CB 516 LEU
1 CB 538 GLN
1 CB 669 GLN
1 CB 728 SER
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Mol | Chain | Res | Type
1 CB 807 ILE
1 D 8 ILE
1 D 34 THR
1 D 58 TYR
1 D 63 ASN
1 D 88 LEU
1 D 144 LEU
1 D 209 PHE
1 D 283 VAL
1 D 516 LEU
1 D 523 PHE
1 D 637 SER
1 D 728 SER
1 D 807 ILE
1 DA 8 ILE
1 DA 34 THR
1 DA 63 ASN
1 DA 88 LEU
1 DA 127 LEU
1 DA 209 PHE
1 DA 461 ARG
1 DA 516 LEU
1 DA 523 PHE
1 DA 637 SER
1 DA 665 THR
1 DA 728 SER
1 DA 807 ILE
1 DB 8 ILE
1 DB 20 ASP
1 DB 34 THR
1 DB 58 TYR
1 DB 88 LEU
1 DB 144 LEU
1 DB 209 PHE
1 DB 283 VAL
1 DB 461 ARG
1 DB 665 THR
1 DB 728 SER
1 DB 761 ARG
1 DB 807 ILE
1 E 8 ILE
1 E 34 THR
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Mol | Chain | Res | Type
1 E 63 ASN
1 E 88 LEU
1 E 144 LEU
1 E 209 PHE
1 E 665 THR
1 E 728 SER
1 E 807 ILE
1 EA 8 ILE
1 EA 20 ASP
1 EA 34 THR
1 EA 58 TYR
1 EA 63 ASN
1 EA 88 LEU
1 EA 144 LEU
1 EA 209 PHE
1 EA 283 VAL
1 EA 461 ARG
1 EA 665 THR
1 EA 669 GLN
1 EA 728 SER
1 EB 8 ILE
1 EB 34 THR
1 EB 58 TYR
1 EB 63 ASN
1 EB 88 LEU
1 EB 144 LEU
1 EB 209 PHE
1 EB 283 VAL
1 EB 523 PHE
1 EB 637 SER
1 EB 728 SER
1 EB 807 ILE
1 F 8 ILE
1 F 34 THR
1 F 58 TYR
1 F 63 ASN
1 F 144 LEU
1 F 209 PHE
1 F 283 VAL
1 F 461 ARG
1 F 665 THR
1 F 728 SER
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Mol | Chain | Res | Type
1 F 761 ARG
1 FA 8 ILE
1 FA 34 THR
1 FA 63 ASN
1 FA 88 LEU
1 FA 144 LEU
1 FA 209 PHE
1 FA 516 LEU
1 FA 518 LEU
1 FA 523 PHE
1 FA 637 SER
1 FA 728 SER
1 FA 761 ARG
1 FA 807 ILE
1 FB 8 ILE
1 FB 20 ASP
1 FB 34 THR
1 FB 63 ASN
1 FB 88 LEU
1 FB 144 LEU
1 FB 209 PHE
1 FB 283 VAL
1 FB 669 GLN
1 FB 728 SER
1 FB 798 MET
1 FB 807 ILE
1 G 8 ILE
1 G 34 THR
1 G 43 VAL
1 G 63 ASN
1 G 88 LEU
1 G 144 LEU
1 G 209 PHE
1 G 283 VAL
1 G 665 THR
1 G 728 SER
1 G 761 ARG
1 G 807 ILE
1 GA 8 ILE
1 GA 20 ASP
1 GA 34 THR
1 GA 43 VAL
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Mol | Chain | Res | Type
1 GA 58 TYR
1 GA 63 ASN
1 GA 88 LEU
1 GA 144 LEU
1 GA 209 PHE
1 GA 283 VAL
1 GA 516 LEU
1 GA 523 PHE
1 GA 538 GLN
1 GA 728 SER
1 GA 807 ILE
1 GB 8 ILE
1 GB 34 THR
1 GB 58 TYR
1 GB 63 ASN
1 GB 88 LEU
1 GB 209 PHE
1 GB 283 VAL
1 GB 461 ARG
1 GB 538 GLN
1 GB 669 GLN
1 GB 728 SER
1 GB 807 ILE
1 H 8 ILE
1 H 34 THR
1 H 58 TYR
1 H 63 ASN
1 H 88 LEU
1 H 209 PHE
1 H 355 ASP
1 H 461 ARG
1 H 538 GLN
1 H 728 SER
1 H 807 ILE
1 HA 8 ILE
1 HA 20 ASP
1 HA 34 THR
1 HA 63 ASN
1 HA 88 LEU
1 HA 209 PHE
1 HA 316 LEU
1 HA 461 ARG
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Mol | Chain | Res | Type
1 HA 516 LEU
1 HA 538 GLN
1 HA 669 GLN
1 HA 728 SER
1 HA 761 ARG
1 HA 807 ILE
1 HB 8 ILE
1 HB 58 TYR
1 HB 63 ASN
1 HB 88 LEU
1 HB 144 LEU
1 HB 209 PHE
1 HB 283 VAL
1 HB 426 LEU
1 HB 637 SER
1 HB 665 THR
1 HB 669 GLN
1 HB 728 SER
1 HB 807 ILE
1 I 8 ILE
1 I 34 THR
1 I 63 ASN
1 I 88 LEU
1 I 209 PHE
1 I 283 VAL
1 I 461 ARG
1 I 538 GLN
1 I 665 THR
1 I 669 GLN
1 I 728 SER
1 I 761 ARG
1 IA 8 ILE
1 IA 34 THR
1 IA 63 ASN
1 IA 88 LEU
1 IA 144 LEU
1 IA 209 PHE
1 IA 283 VAL
1 IA 461 ARG
1 IA 516 LEU
1 IA 538 GLN
1 IA 598 ILE
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Mol | Chain | Res | Type
1 IA 665 THR
1 IA 728 SER
1 IB 8 ILE
1 IB 34 THR
1 IB 58 TYR
1 IB 63 ASN
1 IB 88 LEU
1 IB 209 PHE
1 IB 426 LEU
1 IB 461 ARG
1 IB 598 ILE
1 IB 665 THR
1 IB 669 GLN
1 IB 728 SER
1 IB 807 ILE
1 J 8 ILE
1 J 34 THR
1 J 58 TYR
1 J 63 ASN
1 J 88 LEU
1 J 209 PHE
1 J 523 PHE
1 J 637 SER
1 J 665 THR
1 J 728 SER
1 J 807 ILE
1 JA 8 ILE
1 JA 34 THR
1 JA 209 PHE
1 JA 426 LEU
1 JA 516 LEU
1 JA 518 LEU
1 JA 538 GLN
1 JA 637 SER
1 JA 728 SER
1 JA 807 ILE
1 JB 8 ILE
1 JB 20 ASP
1 JB 34 THR
1 JB 58 TYR
1 JB 63 ASN
1 JB 88 LEU
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Mol | Chain | Res | Type
1 JB 144 LEU
1 JB 209 PHE
1 JB 283 VAL
1 JB 461 ARG
1 JB 516 LEU
1 JB 637 SER
1 JB 728 SER
1 JB 807 ILE
1 K 8 ILE
1 K 34 THR
1 K 58 TYR
1 K 63 ASN
1 K 88 LEU
1 K 144 LEU
1 K 209 PHE
1 K 523 PHE
1 K 807 ILE
1 KA 8 ILE
1 KA 34 THR
1 KA 58 TYR
1 KA 63 ASN
1 KA 88 LEU
1 KA 144 LEU
1 KA 209 PHE
1 KA 283 VAL
1 KA 306 LYS
1 KA 523 PHE
1 KA 665 THR
1 KA 728 SER
1 KA 761 ARG
1 KA 807 ILE
1 KB 8 ILE
1 KB 34 THR
1 KB 43 VAL
1 KB 63 ASN
1 KB 209 PHE
1 KB 283 VAL
1 KB 461 ARG
1 KB 516 LEU
1 KB 637 SER
1 KB 728 SER
1 KB 807 ILE
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Mol | Chain | Res | Type
1 L 8 ILE
1 L 20 ASP
1 L 34 THR
1 L 58 TYR
1 L 63 ASN
1 L 88 LEU
1 L 144 LEU
1 L 209 PHE
1 L 283 VAL
1 L 523 PHE
1 L 538 GLN
1 L 598 ILE
1 L 637 SER
1 L 665 THR
1 L 728 SER
1 L 807 ILE
1 LA 8 ILE
1 LA 34 THR
1 LA 58 TYR
1 LA 63 ASN
1 LA 88 LEU
1 LA 209 PHE
1 LA 637 SER
1 LA 728 SER
1 LA 761 ARG
1 LA 807 ILE
1 LB 8 ILE
1 LB 34 THR
1 LB 58 TYR
1 LB 63 ASN
1 LB 88 LEU
1 LB 209 PHE
1 LB 352 GLN
1 LB 516 LEU
1 LB 637 SER
1 LB 728 SER
1 LB 807 ILE
1 M 8 ILE
1 M 34 THR
1 M 63 ASN
1 M 88 LEU
1 M 209 PHE
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Mol | Chain | Res | Type
1 M 518 LEU
1 M 538 GLN
1 M 637 SER
1 M 669 GLN
1 M 728 SER
1 M 807 ILE
1 MA 8 ILE
1 MA 20 ASP
1 MA 34 THR
1 MA 58 TYR
1 MA 88 LEU
1 MA 144 LEU
1 MA 209 PHE
1 MA 283 VAL
1 MA 516 LEU
1 MA 523 PHE
1 MA 665 THR
1 MA 728 SER
1 MA 761 ARG
1 MA 807 ILE
1 MB 8 ILE
1 MB 34 THR
1 MB 63 ASN
1 MB 88 LEU
1 MB 144 LEU
1 MB 209 PHE
1 MB 461 ARG
1 MB 523 PHE
1 MB 665 THR
1 MB 728 SER
1 N 8 ILE
1 N 34 THR
1 N 63 ASN
1 N 88 LEU
1 N 209 PHE
1 N 283 VAL
1 N 426 LEU
1 N 461 ARG
1 N 637 SER
1 N 728 SER
1 N 807 ILE
1 NA 8 ILE
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Mol | Chain | Res | Type
1 NA 34 THR
1 NA 58 TYR
1 NA 63 ASN
1 NA 88 LEU
1 NA 209 PHE
1 NA 461 ARG
1 NA 523 PHE
1 NA 669 GLN
1 NA 728 SER
1 NB 8 ILE
1 NB 20 ASP
1 NB 34 THR
1 NB 63 ASN
1 NB 88 LEU
1 NB 144 LEU
1 NB 209 PHE
1 NB 283 VAL
1 NB 665 THR
1 NB 669 GLN
1 NB 728 SER
1 NB 761 ARG
1 NB 807 ILE
1 O 8 ILE
1 O 34 THR
1 O 58 TYR
1 O 88 LEU
1 O 209 PHE
1 O 283 VAL
1 O 461 ARG
1 O 516 LEU
1 O 669 GLN
1 O 728 SER
1 O 807 ILE
1 OA 8 ILE
1 OA 34 THR
1 OA 63 ASN
1 OA 209 PHE
1 OA 283 VAL
1 OA 461 ARG
1 OA 807 ILE
1 OB 8 ILE
1 OB 20 ASP
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Mol | Chain | Res | Type
1 OB 34 THR
1 OB 43 VAL
1 OB 63 ASN
1 OB 88 LEU
1 OB 209 PHE
1 OB 283 VAL
1 OB 461 ARG
1 OB 637 SER
1 OB 665 THR
1 OB 728 SER
1 OB 807 ILE
1 P 8 ILE
1 P 34 THR
1 P 58 TYR
1 P 63 ASN
1 P 88 LEU
1 P 144 LEU
1 P 209 PHE
1 P 461 ARG
1 P 665 THR
1 P 728 SER
1 P 761 ARG
1 P 807 ILE
1 PA 8 ILE
1 PA 34 THR
1 PA 63 ASN
1 PA 88 LEU
1 PA 209 PHE
1 PA 283 VAL
1 PA 426 LEU
1 PA 461 ARG
1 PA 637 SER
1 PA 665 THR
1 PA 728 SER
1 PA 807 ILE
1 PB 8 ILE
1 PB 34 THR
1 PB 58 TYR
1 PB 63 ASN
1 PB 88 LEU
1 PB 209 PHE
1 PB 283 VAL
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Mol | Chain | Res | Type
1 PB 426 LEU
1 PB 461 ARG
1 PB 669 GLN
1 PB 728 SER
1 Q 8 ILE
1 Q 34 THR
1 Q 58 TYR
1 Q 63 ASN
1 Q 88 LEU
1 Q 144 LEU
1 Q 209 PHE
1 Q 283 VAL
1 Q 523 PHE
1 Q 637 SER
1 Q 728 SER
1 Q 807 ILE
1 QA 8 ILE
1 QA 34 THR
1 QA 63 ASN
1 QA 88 LEU
1 QA 144 LEU
1 QA 209 PHE
1 QA 426 LEU
1 QA 516 LEU
1 QA 523 PHE
1 QA 637 SER
1 QA 728 SER
1 QA 807 ILE
1 QB 8 ILE
1 QB 34 THR
1 QB 63 ASN
1 QB 88 LEU
1 QB 144 LEU
1 QB 209 PHE
1 QB 461 ARG
1 QB 523 PHE
1 QB 637 SER
1 QB 728 SER
1 QB 807 ILE
1 R 8 ILE
1 R 34 THR
1 R 63 ASN
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Mol | Chain | Res | Type
1 R 88 LEU
1 R 144 LEU
1 R 209 PHE
1 R 283 VAL
1 R 669 GLN
1 R 728 SER
1 R 798 MET
1 R 807 ILE
1 RA 8 ILE
1 RA 34 THR
1 RA 43 VAL
1 RA 58 TYR
1 RA 63 ASN
1 RA 88 LEU
1 RA 144 LEU
1 RA 209 PHE
1 RA 283 VAL
1 RA 426 LEU
1 RA 516 LEU
1 RA 518 LEU
1 RA 523 PHE
1 RA 637 SER
1 RA 728 SER
1 RA 807 ILE
1 RB 8 ILE
1 RB 34 THR
1 RB 58 TYR
1 RB 63 ASN
1 RB 88 LEU
1 RB 144 LEU
1 RB 209 PHE
1 RB 283 VAL
1 RB 426 LEU
1 RB 461 ARG
1 RB 665 THR
1 RB 728 SER
1 S 8 ILE
1 S 34 THR
1 S 58 TYR
1 S 63 ASN
1 S 88 LEU
1 S 205 LEU

Continued on next page...



Page 200

Full wwPDB EM Validation Report

EMD-53415, 9QW9

Continued from previous page...

Mol | Chain | Res | Type
1 S 209 PHE
1 S 283 VAL
1 S 461 ARG
1 S 538 GLN
1 S 665 THR
1 S 669 GLN
1 S 728 SER
1 S 807 ILE
1 SA 8 ILE
1 SA 20 ASP
1 SA 34 THR
1 SA 58 TYR
1 SA 63 ASN
1 SA 144 LEU
1 SA 209 PHE
1 SA 665 THR
1 SA 728 SER
1 SA 807 ILE
1 SB 8 ILE
1 SB 34 THR
1 SB 58 TYR
1 SB 63 ASN
1 SB 88 LEU
1 SB 144 LEU
1 SB 209 PHE
1 SB 516 LEU
1 SB 518 LEU
1 SB 523 PHE
1 SB 637 SER
1 SB 728 SER
1 SB 761 ARG
1 SB 807 ILE
1 T 8 ILE
1 T 34 THR
1 T 58 TYR
1 T 63 ASN
1 T 88 LEU
1 T 144 LEU
1 T 209 PHE
1 T 283 VAL
1 T 426 LEU
1 T 637 SER
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Mol | Chain | Res | Type
1 T 665 THR
1 T 669 GLN
1 T 728 SER
1 T 807 ILE
1 TA 8 ILE
1 TA 20 ASP
1 TA 34 THR
1 TA 58 TYR
1 TA 63 ASN
1 TA 144 LEU
1 TA 209 PHE
1 TA 283 VAL
1 TA 461 ARG
1 TA 665 THR
1 TA 728 SER
1 TA 761 ARG
1 B 8 ILE
1 B 20 ASP
1 TB 34 THR
1 TB 43 VAL
1 TB 58 TYR
1 TB 63 ASN
1 TB 88 LEU
1 TB 144 LEU
1 B 209 PHE
1 TB 283 VAL
1 TB 516 LEU
1 TB 523 PHE
1 TB 538 GLN
1 TB 728 SER
1 TB 807 ILE
1 UA 8 ILE
1 UA 34 THR
1 UA 63 ASN
1 UA 88 LEU
1 UA 209 PHE
1 UA 283 VAL
1 UA 665 THR
1 UA 728 SER
1 UA 761 ARG
1 UA 807 ILE
1 UB 8 ILE
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Mol | Chain | Res | Type
1 UB 20 ASP
1 UB 34 THR
1 UB 63 ASN
1 UB 88 LEU
1 UB 144 LEU
1 UB 209 PHE
1 UB 461 ARG
1 UB 538 GLN
1 UB 669 GLN
1 UB 728 SER
1 UB 807 ILE
1 \Y 8 ILE
1 \Y 20 ASP
1 \Y 34 THR
1 \Y 63 ASN
1 \Y 205 LEU
1 V 209 PHE
1 \Y 461 ARG
1 \Y 523 PHE
1 \Y 538 GLN
1 \Y 549 VAL
1 \Y 598 ILE
1 \Y 665 THR
1 \Y 728 SER
1 \Y 807 ILE
1 VA 8 ILE
1 VA 34 THR
1 VA 63 ASN
1 VA 88 LEU
1 VA 209 PHE
1 VA 461 ARG
1 VA 807 ILE
1 VB 8 ILE
1 VB 34 THR
1 VB 63 ASN
1 VB 88 LEU
1 VB 144 LEU
1 VB 209 PHE
1 VB 283 VAL
1 VB 516 LEU
1 VB 538 GLN
1 VB 598 ILE
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Mol | Chain | Res | Type
1 VB 665 THR
1 VB 728 SER
1 W 8 ILE
1 W 34 THR
1 W 58 TYR
1 W 63 ASN
1 W 88 LEU
1 W 144 LEU
1 W 209 PHE
1 W 283 VAL
1 W 461 ARG
1 W 516 LEU
1 W 637 SER
1 AW 728 SER
1 W 807 ILE
1 WA 8 ILE
1 WA 34 THR
1 WA 43 VAL
1 WA 63 ASN
1 WA 88 LEU
1 WA 209 PHE
1 WA 283 VAL
1 WA 461 ARG
1 WA 538 GLN
1 WA 665 THR
1 WA 669 GLN
1 WA 728 SER
1 WB 8 ILE
1 WB 34 THR
1 WB 58 TYR
1 WB 63 ASN
1 WB 209 PHE
1 WB 516 LEU
1 WB 518 LEU
1 WB 538 GLN
1 WB 637 SER
1 WB 728 SER
1 WB 807 ILE
1 X 8 ILE
1 X 20 ASP
1 X 34 THR
1 X 63 ASN
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Mol | Chain | Res | Type
1 X 88 LEU
1 X 144 LEU
1 X 209 PHE
1 X 283 VAL
1 X 461 ARG
1 X 516 LEU
1 X 637 SER
1 X 728 SER
1 X 807 ILE
1 XA 8 ILE
1 XA 34 THR
1 XA 43 VAL
1 XA 58 TYR
1 XA 63 ASN
1 XA 88 LEU
1 XA 209 PHE
1 XA 523 PHE
1 XA 637 SER
1 XA 665 THR
1 XA 669 GLN
1 XA 728 SER
1 XB 8 ILE
1 XB 20 ASP
1 XB 34 THR
1 XB 58 TYR
1 XB 88 LEU
1 XB 144 LEU
1 XB 209 PHE
1 XB 283 VAL
1 XB 523 PHE
1 XB 665 THR
1 XB 728 SER
1 XB 761 ARG
1 XB 807 ILE
1 Y 8 ILE
1 Y 34 THR
1 Y 58 TYR
1 Y 63 ASN
1 Y 88 LEU
1 Y 209 PHE
1 Y 352 GLN
1 Y 461 ARG
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Mol | Chain | Res | Type
1 Y 516 LEU
1 Y 538 GLN
1 Y 669 GLN
1 Y 728 SER
1 Y 807 ILE
1 YA 8 ILE
1 YA 34 THR
1 YA 58 TYR
1 YA 63 ASN
1 YA 88 LEU
1 YA 144 LEU
1 YA 209 PHE
1 YA 523 PHE
1 YA 807 ILE
1 YB 8 ILE
1 YB 20 ASP
1 YB 34 THR
1 YB 63 ASN
1 YB 88 LEU
1 YB 209 PHE
1 YB 637 SER
1 YB 728 SER
1 YB 807 ILE
1 Z 8 ILE
1 Z 20 ASP
1 7 34 THR
1 7 63 ASN
1 Z 88 LEU
1 Z 144 LEU
1 Z 209 PHE
1 Z 461 ARG
1 Z 523 PHE
1 7 598 ILE
1 / 665 THR
1 Z 728 SER
1 Z 807 ILE
1 ZA 8 ILE
1 ZA 20 ASP
1 ZA 34 THR
1 ZA 58 TYR
1 ZA 63 ASN
1 ZA 88 LEU

Continued on next page...
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Mol | Chain | Res | Type
1 ZA 144 LEU
1 ZA 209 PHE
1 ZA 283 VAL
1 ZA 461 ARG
1 ZA 523 PHE
1 ZA 538 GLN
1 ZA 598 ILE
1 ZA 665 THR
1 ZA 728 SER
1 ZA 807 ILE
1 7B 8 ILE
1 7B 34 THR
1 7B 43 VAL
1 7B 58 TYR
1 7B 63 ASN
1 7B 88 LEU
1 7B 209 PHE
1 7B 283 VAL
1 7B 322 ASP
1 7B 516 LEU
1 7B 523 PHE
1 7B 665 THR
1 7B 728 SER
1 7B 807 ILE

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. All (386)

such sidechains are listed below:

Mol | Chain | Res | Type
1 A 85 HIS
1 A 118 ASN
1 A 329 GLN
1 A 378 GLN
1 A 592 HIS
1 A 630 GLN
1 A 797 GLN
1 AA 329 GLN
1 AA 592 HIS
1 AA 630 GLN
1 AA 797 GLN
1 AB 85 HIS
1 AB 118 ASN
1 AB 329 GLN

Continued on next page...
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Mol | Chain | Res | Type
1 AB 351 HIS
1 AB 534 HIS
1 AB 630 GLN
1 AC 118 ASN
1 AC 329 GLN
1 AC 592 HIS
1 AC 630 GLN
1 B 85 HIS
1 B 118 ASN
1 B 329 GLN
1 BA 85 HIS
1 BA 118 ASN
1 BA 329 GLN
1 BA 464 HIS
1 BA 534 HIS
1 BA 592 HIS
1 BA 630 GLN
1 BA 797 GLN
1 BB 85 HIS
1 BB 118 ASN
1 BB 329 GLN
1 BB 464 HIS
1 BB 592 HIS
1 BB 630 GLN
1 C 329 GLN
1 C 546 HIS
1 C 592 HIS
1 C 797 GLN
1 CA 85 HIS
1 CA 118 ASN
1 CA 329 GLN
1 CA 592 HIS
1 CA 630 GLN
1 CA 797 GLN
1 CB 85 HIS
1 CB 329 GLN
1 CB 630 GLN
1 CB 797 GLN
1 D 85 HIS
1 D 118 ASN
1 D 329 GLN
1 D 464 HIS

Continued on next page...
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Mol | Chain | Res | Type
1 D 534 HIS
1 D 592 HIS
1 D 630 GLN
1 D 797 GLN
1 DA 85 HIS
1 DA 329 GLN
1 DA 592 HIS
1 DA 797 GLN
1 DB 85 HIS
1 DB 630 GLN
1 DB 749 GLN
1 E 118 ASN
1 E 329 GLN
1 E 534 HIS
1 E 592 HIS
1 E 630 GLN
1 EA 85 HIS
1 EA 329 GLN
1 EA 464 HIS
1 EA 534 HIS
1 EA 630 GLN
1 EA 797 GLN
1 EB 85 HIS
1 EB 329 GLN
1 EB 592 HIS
1 EB 630 GLN
1 EB 797 GLN
1 F 118 ASN
1 F 329 GLN
1 F 534 HIS
1 F 630 GLN
1 FA 85 HIS
1 FA 329 GLN
1 FA 592 HIS
1 FA 630 GLN
1 FA 797 GLN
1 FB 85 HIS
1 FB 118 ASN
1 FB 329 GLN
1 FB 592 HIS
1 FB 630 GLN
1 FB 797 GLN
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Mol | Chain | Res | Type
1 G 118 ASN
1 G 329 GLN
1 G 630 GLN
1 GA 85 HIS
1 GA 118 ASN
1 GA 329 GLN
1 GA 534 HIS
1 GA 592 HIS
1 GA 630 GLN
1 GA 797 GLN
1 GB 85 HIS
1 GB 329 GLN
1 GB 378 GLN
1 GB 534 HIS
1 GB 630 GLN
1 H 118 ASN
1 H 329 GLN
1 H 592 HIS
1 H 630 GLN
1 HA 118 ASN
1 HA 329 GLN
1 HA 592 HIS
1 HA 630 GLN
1 HA 797 GLN
1 HB 118 ASN
1 HB 329 GLN
1 HB 630 GLN
1 HB 797 GLN
1 I 118 ASN
1 I 329 GLN
1 I 592 HIS
1 IA 85 HIS
1 IA 118 ASN
1 IA 329 GLN
1 IA 464 HIS
1 IA 534 HIS
1 IA 592 HIS
1 IA 630 GLN
1 IA 797 GLN
1 IB 118 ASN
1 IB 329 GLN
1 IB 464 HIS

Continued on next page...
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Mol | Chain | Res | Type
1 IB 592 HIS
1 IB 630 GLN
1 J 85 HIS
1 J 118 ASN
1 J 329 GLN
1 J 592 HIS
1 J 630 GLN
1 JA 85 HIS
1 JA 118 ASN
1 JA 329 GLN
1 JA 534 HIS
1 JA 630 GLN
1 JA 797 GLN
1 JB 85 HIS
1 JB 118 ASN
1 JB 329 GLN
1 JB 534 HIS
1 JB 592 HIS
1 JB 630 GLN
1 K 85 HIS
1 K 118 ASN
1 K 329 GLN
1 K 464 HIS
1 K 592 HIS
1 KA 329 GLN
1 KA 546 HIS
1 KA 592 HIS
1 KA 749 GLN
1 KA 797 GLN
1 KB 85 HIS
1 KB 329 GLN
1 KB 592 HIS
1 KB 630 GLN
1 KB 797 GLN
1 L 85 HIS
1 L 329 GLN
1 L 592 HIS
1 LA 85 HIS
1 LA 118 ASN
1 LA 329 GLN
1 LA 378 GLN
1 LA 464 HIS

Continued on next page...



Page 211

Full wwPDB EM Validation Report

EMD-53415, 9QW9

Continued from previous page...

Mol | Chain | Res | Type
1 LA 592 HIS
1 LA 749 GLN
1 LB 85 HIS
1 LB 118 ASN
1 LB 329 GLN
1 LB 534 HIS
1 LB 546 HIS
1 LB 592 HIS
1 LB 630 GLN
1 LB 797 GLN
1 M 85 HIS
1 M 329 GLN
1 M 534 HIS
1 M 592 HIS
1 M 630 GLN
1 MA 329 GLN
1 MA 592 HIS
1 MB 118 ASN
1 MB 329 GLN
1 MB 378 GLN
1 MB 534 HIS
1 MB 592 HIS
1 MB 630 GLN
1 MB 797 GLN
1 N 118 ASN
1 N 329 GLN
1 N 464 HIS
1 N 592 HIS
1 N 630 GLN
1 NA 85 HIS
1 NA 118 ASN
1 NA 329 GLN
1 NA 592 HIS
1 NA 630 GLN
1 NB 118 ASN
1 NB 329 GLN
1 NB 546 HIS
1 NB 592 HIS
1 NB 630 GLN
1 O 85 HIS
1 O 118 ASN
1 O 329 GLN
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Mol | Chain | Res | Type
1 O 534 HIS
1 O 592 HIS
1 O 630 GLN
1 O 797 GLN
1 OA 118 ASN
1 OA 329 GLN
1 OA 534 HIS
1 OA 592 HIS
1 OA 630 GLN
1 OA 797 GLN
1 OB 118 ASN
1 OB 329 GLN
1 OB 534 HIS
1 OB 592 HIS
1 OB 630 GLN
1 P 85 HIS
1 P 329 GLN
1 P 534 HIS
1 P 592 HIS
1 P 630 GLN
1 PA 85 HIS
1 PA 329 GLN
1 PA 630 GLN
1 PA 797 GLN
1 PB 118 ASN
1 PB 329 GLN
1 PB 592 HIS
1 PB 797 GLN
1 Q 329 GLN
1 Q 592 HIS
1 Q 630 GLN
1 Q 797 GLN
1 QA 329 GLN
1 QA 592 HIS
1 QA 630 GLN
1 QA 797 GLN
1 QB 118 ASN
1 QB 329 GLN
1 QB 592 HIS
1 QB 797 GLN
1 R 118 ASN
1 R 329 GLN

Continued on next page...



Page 213

Full wwPDB EM Validation Report

EMD-53415, 9QW9

Continued from previous page...

Mol | Chain | Res | Type
1 R 797 GLN
1 RA 63 ASN
1 RA 118 ASN
1 RA 329 GLN
1 RA 464 HIS
1 RA 534 HIS
1 RA 592 HIS
1 RA 630 GLN
1 RA 797 GLN
1 RB 85 HIS
1 RB 118 ASN
1 RB 329 GLN
1 RB 534 HIS
1 RB 592 HIS
1 RB 630 GLN
1 S 85 HIS
1 S 329 GLN
1 S 378 GLN
1 S 534 HIS
1 S 592 HIS
1 S 630 GLN
1 SA 118 ASN
1 SA 329 GLN
1 SA 534 HIS
1 SA 630 GLN
1 SA 797 GLN
1 SB 118 ASN
1 SB 329 GLN
1 SB 592 HIS
1 SB 797 GLN
1 T 118 ASN
1 T 329 GLN
1 T 534 HIS
1 T 797 GLN
1 TA 85 HIS
1 TA 118 ASN
1 TA 329 GLN
1 TA 464 HIS
1 TB 85 HIS
1 TB 118 ASN
1 TB 329 GLN
1 TB 630 GLN
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Mol | Chain | Res | Type
1 UA 118 ASN
1 UA 329 GLN
1 UB 118 ASN
1 UB 329 GLN
1 UB 464 HIS
1 UB 592 HIS
1 UB 630 GLN
1 \Y 118 ASN
1 \Y 329 GLN
1 \Y 630 GLN
1 VA 85 HIS
1 VA 118 ASN
1 VA 329 GLN
1 VA 592 HIS
1 VA 797 GLN
1 VB 118 ASN
1 VB 329 GLN
1 VB 534 HIS
1 VB 592 HIS
1 VB 630 GLN
1 W 85 HIS
1 W 118 ASN
1 W 329 GLN
1 W 534 HIS
1 A 592 HIS
1 W 797 GLN
1 WA 85 HIS
1 WA 329 GLN
1 WA 534 HIS
1 WB 85 HIS
1 WB 118 ASN
1 WB 329 GLN
1 WB 534 HIS
1 WB 592 HIS
1 X 329 GLN
1 X 592 HIS
1 X 797 GLN
1 XA 85 HIS
1 XA 118 ASN
1 XA 329 GLN
1 XA 630 GLN
1 XB 329 GLN
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Mol | Chain | Res | Type
1 XB 534 HIS
1 XB 546 HIS
1 XB 592 HIS
1 XB 749 GLN
1 XB 797 GLN
1 Y 329 GLN
1 Y 351 HIS
1 Y 534 HIS
1 Y 592 HIS
1 Y 797 GLN
1 YA 85 HIS
1 YA 329 GLN
1 YA 378 GLN
1 YA 464 HIS
1 YA 592 HIS
1 YA 630 GLN
1 YA 797 GLN
1 YB 118 ASN
1 YB 329 GLN
1 YB 378 GLN
1 YB 464 HIS
1 YB 630 GLN
1 YB 749 GLN
1 Z 118 ASN
1 Z 329 GLN
1 7 630 GLN
1 7 797 GLN
1 ZA 85 HIS
1 ZA 118 ASN
1 ZA 329 GLN
1 ZA 592 HIS
1 ZA 797 GLN
1 7B 85 HIS
1 7B 329 GLN
1 7B 592 HIS
1 7B 630 GLN

5.3.3 RNA (D

There are no RNA molecules in this entry.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#rna
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5.4 Non-standard residues in protein, DNA, RNA chains (i)

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

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#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#polymer_linkage
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6 Map visualisation (i)

This section contains visualisations of the EMDB entry EMD-53415. These allow visual inspection
of the internal detail of the map and identification of artifacts.

Images derived from a raw map, generated by summing the deposited half-maps, are presented

below the corresponding image components of the primary map to allow further visual inspection
and comparison with those of the primary map.

6.1 Orthogonal projections (i)

6.1.1 Primary map

P LAl L L Y

f 4

6.1.2 Raw map

._".cv--u b L I .

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

WO RLDWIDE

sie
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https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_visualisation
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_projections
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6.2 Central slices (i)

6.2.1 Primary map

X Index: 512 Y Index: 512 Z Index: 512

6.2.2 Raw map

X Index: 512 Y Index: 512 Z Index: 512

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


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#central_slices
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6.3 Largest variance slices (i)

6.3.1 Primary map

X Index: 402 Y Index: 622 Z Index: 728

6.3.2 Raw map

X Index: 402 Y Index: 622 Z Index: 296

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


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#largest_variance_slices
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6.4 Orthogonal standard-deviation projections (False-color) (i)

6.4.1 Primary map

6.4.2 Raw 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#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 0.6.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.

6.5.2 Raw map

These images show the 3D surface of the raw map. The raw map’s contour level was selected so
that its surface encloses the same volume as the primary map does at its recommended contour
level.
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https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_views

Page 222 Full wwPDB EM Validation Report EMD-53415, 9QW9

6.6 Mask visualisation (i)

This section shows the 3D surface view of the primary map at 50% transparency overlaid with the
specified mask at 0% transparency

A mask typically either:
e Encompasses the whole structure

e Separates out a domain, a functional unit, a monomer or an area of interest from a larger
structure

6.6.1 emd 53415 msk 1l.map (O)



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

E -
=
8
= —— Voxel count
e
E Recommended contour
(]
S 4l level 0.6
o
5
=

D T T T T
0.0 0.5 1.0 15
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
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The volume at the recommended contour level is 5349 nm?; this corresponds to an approximate
mass of 4832 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

—— Primary map RAPS
Raw map RAPS
-2 Reported resolution
T 3094

Intensity (logl0)

=10 4

1 1 1
0.0 0.1 0.2 0.3 0.4 0.5 0.6
spatial frequency (A1)

*Reported resolution corresponds to spatial frequency of 0.324 At


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

Fourier-Shell Correlation (FSC) is the most commonly used method to estimate the resolution of
single-particle and subtomogram-averaged maps. The shape of the curve depends on the imposed
symmetry, mask and whether or not the two 3D reconstructions used were processed from a
common reference. The reported resolution is shown as a black line. A curve is displayed for the
half-bit criterion in addition to lines showing the 0.143 gold standard cut-off and 0.5 cut-off.

8.1 FSC (D

FSC

—— Author-provided FSC

Unmasked-calculated
FSC

-= 0143

-= 05

— = Half-bit
Reported resolution
3.09 A=

Correlation

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 0.324 A1


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#fsc_validation
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#fsc_validation
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8.2 Resolution estimates (i)

Resolution estimate (A)

Estimation criterion (FSC cut-off)

0.143 | 0.5 Half-bit
Reported by author 3.09 - -
Author-provided FSC curve | 3.09 | 3.42 3.18
Unmasked-calculated™* 3.90 | 5.91 3.94

*Resolution estimate based on FSC curve calculated by comparison of deposited half-maps. The
value from deposited half-maps intersecting FSC 0.143 CUT-OFF 3.90 differs from the reported

value 3.09 by more than 10 %


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

This section contains information regarding the fit between EMDB map EMD-53415 and PDB
model 9QW9. Per-residue inclusion information can be found in section 3 on page 10.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.6 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
B <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 (0.6).


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
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At the recommended contour level, 81% of all backbone atoms, 81% of all non-hydrogen atoms,
are inside the map.


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

Page 231

Full wwPDB EM Validation Report

EMD-53415, 9QW9

9.5 Map-model fit summary (i)

The table lists the average atom inclusion at the recommended contour level (0.6) and Q-score for

the entire model and for each chain.

Chain Atom inclusion Q-score
All 0.8120 . (0.3810
A 0.8240 . 0.3810
AA 0.8250 . 0.3800
AB 0.8240 . (0.3820
AC 0.8220 . (0.3810
B 0.8250 . (0.3810
BA 0.8240 . (0.3800
BB 0.8260 . 0.3820
C 0.8240 . 0.3810
CA 0.8250 . (0.3800
CB 0.8250 . (0.3810
D 0.8230 . (0.3810
DA 0.8250 . (0.3810
DB 0.8260 . 0.3800
E 0.8250 . 0.3810
EA 0.8250 . 0.3810
EB 0.8240 . (0.3800
F 0.8250 . (0.3820
FA 0.8230 . (0.3810
FB 0.8260 . 0.3800
G 0.8240 . 0.3820
GA 0.8260 . 0.3810
GB 0.8240 . 0.3810
H 0.8240 . (0.3820
HA 0.8250 . (0.3810
HB 0.8250 . (0.3810
I 0.8250 . (0.3810
IA 0.8240 . 0.3810
IB 0.8260 . 0.3810
J 0.8250 . (0.3800
JA 0.8240 . (0.3800
JB 0.8240 . (0.3800
K 0.8250 . (0.3800
KA 0.8240 . 0.3800
KB 0.8250 . 0.3800

Continued on next page...

1.0

0.0
M <0.0
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Continued from previous page...

Chain Atom inclusion Q-score
L 0.8240 . 0.3800
LA 0.8240 . 0.3810
LB 0.8250 . 0.3800
M 0.8250 . (0.3800
MA 0.8230 . (0.3810
MB 0.8260 . (0.3800
N 0.8250 . 0.3800
NA 0.8230 m 0.3810
NB 0.8250 . 0.3800
O 0.8250 . 0.3800
OA 0.8230 . (0.3820
OB 0.8250 . (0.3810
P 0.8250 . 0.3800
PA 0.8250 . 0.3820
PB 0.8250 m 0.3810
Q 0.8230 . 0.3800
QA 0.8260 . 0.3820
QB 0.8260 . (0.3810
R 0.8250 . (0.3800
RA 0.8230 . 0.3820
RB 0.8260 m 0.3810
S 0.8250 m 0.3810
SA 0.8240 . 0.3820
SB 0.8230 . (0.3810
T 0.8250 . (0.3810
TA 0.8260 . (0.3820
TB 0.8260 m 0.3810
UA 0.8250 . 0.3820
UB 0.8260 I 0.3810
\Y 0.8250 . 0.3810
VA 0.8240 . (0.3810
VB 0.8240 . (0.3810
W 0.8250 . (0.3800
WA 0.8250 m 0.3810
WB 0.8240 i 0.3810
X 0.8250 . 0.3800
XA 0.8250 I 0.3810
XB 0.8250 . (0.3810
Y 0.8250 . 0.3790
YA 0.8250 m 0.3810
YB 0.8250 . 0.3820
7 0.8250 . 0.3800

Continued on next page...

WORLDWIDE

£x

PROTEIN DATA BANK



Page 233 Full wwPDB EM Validation Report EMD-53415, 9QW9

Continued from previous page...

Chain Atom inclusion Q-score
ZA 0.8240 . 0.3820
7B 0.8250 . 0.3820
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