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This is a Full wwPDB EM Validation Report for a publicly released PDB entry.

We welcome your comments at validation@mail.wwpdb.org
A user guide is available at
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.dev118
MolProbity : 4-5-2 with Phenix2.0rcl

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

Validation Pipeline (wwPDB-VP) : 2.43.1
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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 2.76 A.

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

Metric Percentile Ranks Value
Clashscore IR . 4
Ramachandran outliers I 0
Sidechain outliers I 0
Worse Better

0 Percentile relative to all structures

[I Percentile relative to all EM structures

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

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

Mol | Chain | Length Quality of chain
1 1 517 69% 31%
1 2 517 69% 31%
1 3 517 69% 31%
1 4 517 70% 30%
1 5 517 68% 32%
1 6 517 69% 31%
1 7 517 69% 31%
1 8 517 69% 31%

Continued on next page...
W O RLDWIDE
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Continued from previous page...

Mol | Chain | Length Quality of chain
1 A 517 70% 30%
1 B 017 70% 30%
1 C 517 70% 30%
1 D 517 70% 30%
1 E 517 69% 31%
1 F 517 70% 30%
1 G 517 69% 31%
1 H 517 68% 32%
1 I 517 69% 31%
1 J 517 70% 30%
1 K 517 70% 30%
1 L 517 70% 30%
1 M 017 70% 30%
1 N 517 69% 31%
1 O 517 70% 30%
1 P 517 70% 30%
1 Q 517 69% 31%
1 R 517 69% 31%
1 S 517 70% 30%
1 T 517 69% 31%
1 U 517 70% 30%
1 \Y 517 69% 31%
1 W 517 68% 32%
1 X 517 69% 31%
1 Y 517 69% 31%

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

Mol | Chain | Length Quality of chain
1 y/ 517 69% 31%
1 a 517 70% 30%
1 b 517 70% 30%
1 c 517 69% 31%
1 d 517 69% 31%
1 e 517 69% 31%
1 f 517 70% 30%
1 g 517 70% 30%
1 h 517 69% 31%
1 i 517 69% 31%
1 ] 517 70% 30%
1 k 517 69% 31%
1 1 017 70% 30%
1 m 517 69% 31%
1 n 517 69% 31%
1 0 517 69% 31%
1 p 517 70% 30%
1 q 517 69% 31%
1 r 517 70% 30%
1 S 517 69% 31%
1 t 517 69% 31%
1 u 517 70% 30%
1 \ 517 70% 30%
1 w 517 69% 31%
1 X 517 69% 31%

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

Mol | Chain | Length Quality of chain
1 y 517 69% 31%
1 v/ 517 70% 30%
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2 Entry composition (i)

There is only 1 type of molecule in this entry. The entry contains 248820 atoms, of which 0 are
hydrogens and 0 are deuteriums.

In the tables below, the AltConf column contains the number of residues with at least one atom
in alternate conformation and the Trace column contains the number of residues modelled with at
most 2 atoms.

e Molecule 1 is a protein called Capsid protein.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
1 A 517 A147 2615 727 790 15 1 0

Total C N O S
1 B 517 A147 2615 727 790 15 1 0

Total C N O S
1 C 517 A147 2615 727 790 15 1 0

Total C N O S
1 D 517 A147 2615 727 790 15 1 0

Total C N O S
1 2 517 4147 2615 727 790 15 1 0

Total C N O S
1 K 517 4147 2615 727 790 15 1 0

Total C N O S
1 G 517 4147 2615 727 790 15 1 0

Total C N O S
1 H 517 4147 2615 727 790 15 1 0

Total C N O S
1 I b17 4147 2615 727 790 15 1 0

Total C N O S
1 J p17 4147 2615 727 790 15 1 0

Total C N O S
1 K p17 4147 2615 727 790 15 1 0

Total C N O S
1 L p17 4147 2615 727 790 15 1 0

Total C N O S
1 M p17 4147 2615 727 790 15 1 0

Total C N O S
1 N p17 A147 2615 727 790 15 1 0

Total C N O S
1 0 p17 4147 2615 727 790 15 1 0

Total C N O S
1 P p17 4147 2615 727 790 15 1 0

Total C N O S
1 Q p17 4147 2615 727 790 15 1 0

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

Mol | Chain | Residues Atoms AltConf | Trace
L | R o1 EZE;I 2@?15 7§7 7(9)0 1S5 L 0
! 5 oI Z‘iff? 2@?15 71;7 7(9)0 1S5 L 0
LT oI EEI 2@?15 71;7 7(9)0 1S5 L 0
L v o1 2(1)?71 2@915 7§7 780 1S5 L 0
L oI 2(1)21 26C15 7§7 780 1S5 ! 0
L W o117 Z(EZ;I 26015 71;17 730 1S5 L 0
L X o17 Z(iia?l 26015 71;17 7(9)0 1S5 L 0
L o117 Z(iff? 2515 71;7 7(9)0 1S5 L 0
L z o117 EEI 2515 71;17 7(9)o 1S5 L 0
L a o117 EEI 26015 71;I7 7(9)o 1S5 L 0
L b o117 Z(fff;l 26015 71§7 7(9)o 1S5 L 0
L ¢ o117 EEI 26015 71§7 7(930 1S5 L 0
L d o117 Egl 26015 71§7 7(30 185 L 0
L e o117 EEI 2515 7217 780 1S5 L 0
L f o117 Zﬂ? 26?15 71;7 780 1S5 L 0
L g o117 EEI 2(?15 71;{7 7(930 185 L 0
L h o117 Zﬂ? 2515 71;7 7(9)() 185 L 0
L : ol }Bﬁl 2(?15 7157 7(930 185 L 0
L ] ol Z?Ef;l 2(?15 7157 780 1S5 L 0
L k ol ET%I 2(?15 71;7 780 1S5 L 0
! : o1 ET%I 2(?15 7157 780 1S5 L 0
Continued on next page...
grbB
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
1 m o117 EEI 2@?15 7§7 7(9)0 1S5 ! 0
1 t oI EEI 26C15 71;]7 7(9)0 1S5 ! 0
1 © oI EEI 2@?15 71;]7 7(9)0 1S5 1 0
! p oI Zﬂa?l 2@?15 7§7 780 1S5 1 0
1 4 2y EZ;I 26C15 71;17 780 1S5 1 0
1 t b1 Z(EZ;I 26015 71;17 730 1S5 L 0
! s oI Z(iia?l 26015 71;17 7(9)0 1S5 L 0
1 ¢ b1 Z(iff? 2515 71;7 7(9)0 1S5 L 0
1 u oI EEI 2515 71;17 7(9)o 1S5 L 0
1 v oI EEI 26015 71;I7 7(9)o 1S5 L 0
1 w HIT Z(fff;l 26015 71§7 7(9)o 1S5 L 0
1 X o1 EEI 26015 71§7 7(930 1S5 L 0
1 y o1 Egl 26015 71§7 7(30 185 L 0
1 z o1 EEI 2515 7217 780 1S5 L 0
! 1 o1 Zﬂ? 26?15 71;7 780 1S5 L 0
! 2 o1 EEI 2(?15 71;{7 7(930 185 L 0
! 3 o1 Zﬂ? 2515 71;7 7(9)() 185 L 0
! 4 o1 }Bﬁl 2(?15 7157 7(930 185 L 0
1 g o1 Z?Ef;l 2(?15 7157 780 1S5 L 0
1 6 o1 ET%I 2(?15 71;7 780 1S5 L 0
1 7 o1 ET%I 2(?15 7157 780 1S5 ! 0
Continued on next page...
gPDB
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 8 517 4147 2615 727 790 15 1 0
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30%

green = 0, yellow = 1, orange = 2

Full wwPDB EM Validation Report
A red diamond above a residue indicates a poor fit to the EM map for
70%

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

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

quality criteria for which they contain at least one outlier:
outlier are shown as a green connector. Residues present in the sample, but not in the model, are

second graphic. The second graphic shows the sequence view annotated by issues in geometry and
shown in grey.

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

3 Residue-property plots (i)

and red = 3 or more.
e Molecule 1: Capsid protein

Page 10
Chain A:

0vED

8EEL
LEES
9EEL

EEEN

TeEl

1}

CTTEN

(4’8

8TED

9TEN

60€Yd

00EN

S6TM
v62a

L8CTH

S8cH

LTk

TLCA
0LZH

L9eN

9GCA

VSCH
6¥cd
vy
vl
LETH
8CCH
prady
92ZZN

€ees
TN

812a

+n

iact
SYPN

(04728
6EVD

SEVd

EETI

TEYH

Pkard]
9C¥s

4944

1893

€893

17894

5290

€L91
8991
259d
TSOA
089d

9%91
SYON

€790

0%9d

8EM
SE€94
€290
TToL
TC9H
8193
1191
809a

5090
7ooM

169D
06SL

985V

EN
€8SN

8.3S
LLSA
9LSL
Y.LSK
L9SN
7954

€951
9S4

e Molecule 1: Capsid protein

TELY
0ELL
6CL7T
9TLL
¥TLI
9TLD
CTLA
TTLL
0T.Ld
COLA
S694
1694

689S

30%

70%

Chain B:

9€EL

EEEN

T€ET

1

(4478

0zeA

8TED

9TEN

60€Y

00EN

S6CM
¥62d

26td

L8CH

S8¢H

§2Xa8

TLCA
0LZH

L92N

9GCA
feistan)
¥S¢H
£GCN

TSCA

6¥cd
i4%4t
el
LETYH
8¢CH
prady
922N

£ees
{444\

812a

+n

(04728
67D

SEVd

EEVI

TEYH

Lzvd
9CTYS

vevy

1544
0ZYH

LIV

90¥N

€074

TOTIW

96€X
S6€d

€6€0

88¢Y

08EN
6LET

LLET

TLEA
0LEW

89€A

99V

voed
€9€d
29ed

LSEH

aion)
£G€T
cSeEN
TSER
0sed

0vED

8EEL
LEES

LSST
13950
675N
6€ST

SESH
YESH

6254
925
YCSH
TCSKH
L1Sd
STSA
71971
€158
2150
LOSH
905k
S0SY
€08V
667d
V6vN

7870

[asig:
1874
08%0

8.L¥D
89¥I
S9%d
6571
LSPY
S0
i)

i
1747

€L91
8991
6594
2¢59d
TS9A
059d

i

€790

0%9d

8E9)
S€94
829d
SCOH
€290
2ToL
TZ9H
819
T191

8090

5090

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe


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

Full wwPDB EM Validation Report EMD-23205, 7TL6I

Page 11

TeLd
0ELL
6CL7T
9CLL
¥TLI
9TLD
CTLA
TILL
0T.Ld
5691
1694
1,894

€893

1894

5290

Capsid protein

e Molecule 1

30%

70%

Chain C

9€EL

EEEN

TeET

(449

0zeN

81Ed

9TEN

60€Y

00EN

S6CM
¥62d

z6cd

L8CTH

S82H

VLT

TLCA
0LZH

192N

9GCA
feistan]
YSCH
€GCN

TSCA

[N IS Yo JNe]
B © © © ©
mmmomon
ARy A<

6¥cd
vy
vl
LETH
8CCH
92ZeN

€ees
{444\

812d

+n

SEVd

EEVIN

TEVH

LTvd
92T¥S

7444

TS
0Z¥H

LIZA

907N

€074

TOTIW

86€d

96€A
S6€d

€6€0

88€Y

08EN
6LET

LLET

cLed
TLEA
0LEN

89€A

LSEH

vS€d
€8€1
cSeN
TSER
0Sed

0vED

8EEL
LEES

13850
675N
6€ST

SESH
YESH

6254
925
YCSH
TCSW
L1Sd
STSA
71571
€158
2¢15a
LOSH
905X
S0SY
€08V
667d
Y6TN

i)

287y
1874
08%0
8.L¥D
89V
S9%d
6571
LS%Y
$S0

8vb

gt
SYPN

(04728
6EVD

1894

5290

€L91L
8991
259d
TSOA
059d

991
37220

€790

0%9d

8EM
S€94
€29a
¢ToL
TZ9H
8T9%
1197
809a

5090
7ooM

165D
06SL

985V
€8SN

8198

TeLd
0€LL
6TLT
9TLL
¥TLI
9T.LD
CTLA
TILL
0TLd
TOLA

$693
¥69d

1694

1893

€893

Capsid protein

e Molecule 1

30%

70%

Chain D

9EEL

EEEN

T€ET

CTEN

0zeN

8TED

9TEN

60€Y

00EN

S6CTM
¥62d

c6cd

L8CTH

S82H

j2Xa8

TLCA

67D
SEVd

EEVI

TeEVH

Lzvd
9C¥S

{74414

15445
0ZYH

LIZA

90¥N

€074

TOTIW

86€d

96€X
S6€d

€6€0

83¢Y

08EN
6LET

LLET

TLEA
0LEW

89€EA

99V

voed
€9€d
2c9ed

LSEH
€5€T
2SEN
TSEA
0sed

0vED

8EEL
LEES

0953
LSST
139580
675N
6€ST

SESH
YESH

6253
92Sa
YCSH
TCSH
L1Sd
STSA
¥191
€158
2150
LOSH
908k
S0SY
€08y
667d
V6¥N
7870
°8%Y
1874
08%0
89%IH
S9%d
6571
LS%Y
$370
i)

it
SYPN

(04728

590
€L91
8991
6594
259d
TS9A
059d

9%91
ST

€790
0%9d
S€94
829d
SCOH
€290
2oL
TC9H
8194
1191
8090

5090
voom

765D
06SL
68SL

985V

eEN
€8SN

6.LSN
8.8S
LLSA
9.LSL

VLSK
L9SN
7954
€9SI

2954
1954

TeLd
0€LL
6CLT
9TLL
¥CLI
9T.LD
CTLA
TILL
0TLd
TOLA

9694
¥69d

1694

€893

7894

Capsid protein

e Molecule 1

31%

69%

Chain E

8EEL
LEES
9€eL

EEEN

TEET

CTEN

0zex

8TED

9TEN

60€Y

00€N

g62M
v6ca

L8CTH

S82H

§2Xa8

TLZK
0LCH

L92ZN

992K
9621
¥9¢H
€9CN

TSCA

6¥cd
a4t
TvCL
LETY
8CCH
Lezh
9ZZN

€ees
ceeN

812d

+n

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Full wwPDB EM Validation Report EMD-23205, 7TL6I

Page 12

67D

SEVd

EEVI

TEVY

Lzvd
9C¥S

{7441

TS
0CVH

LT7A

90¥%N

€07

TO¥KH

86€d

96€X
S6€d

€6€0

88¢Y

08EN
6LET

LLET

cLed
TLEA
0LEW

19580
675N
6€ST

SESH
PeESN

6254
9250
¥ZSH
TZSW
L15d
STSA
¥191
€158S
21sa
LOSH
905X
S0SY
€08V
667d
vevN
78vd
28%Y

1874
08%0

8.L%D
YLVN
89%IH
S9%d
6371
L5749
i Eid]
i)

i
SYIN

(074728

€L91
8991
2¢589d
TS9A
059d

9%9I
STON

€790
0%9d
S€94
8¢9d
SCTOH
€290
2ol
TC9H
819
1191

8090

5090
voom

169D
0651
6851
985SV

¥8ss
€8SN

6.LSN

TeLd
0ELL
6C.L71
9CTLL
¥TLI
9T.LD
CTLA
TTLL
0T.Ld
CTOLK

9694
¥69d

1694

€893

7894

5290

Capsid protein

e Molecule 1

8€EL
LEES
9€eL

EEEN

Teel

TTEN

30%

0zeNx

8T€D

9TEN

60€Y

€0EM

00EN

S6TM
¥62a

L8CTH

S82Y

§2X88

TLZA
0LZH

70%
|

192N

95T

YSCH

6¥cd

vy

vl

LETY

8CCH

prady
9zZN

£ees
(44418

812a

o

Chain F
|

i)

gt
SPPN

04728
6EVD

SEVd

EETI

eV

PXa4s]
9e¥s

Tevs
0CYH

LIVA
90¥N

€0%d

TO¥W

86€d

96€A
S6€d

£€6€D

88¢€Y

08EN
6.LET

LLET

0LEN

89€EA

99€Y

v9ed
£€9ed
¢9ed

LSEH
€5€T
csen
TSER
0sed

0oveD

2954
1954
0953
LSSI
T16Sd
673N
B6ESI

SESH
YESH

6293
92Sa
YZSH
TCSH
L1Sd
STSA
¥19T
€188
21s8d
LOSH
9084
S0SY
€08V
66%d
T6VN

870

28%d
T8%4
08%D
8.L%D
TLIN
89%IW
S9%d
6SVT

LS%d

Svh

€L9L
8991
6594
259d
TSOA
0594

9791
STIN

€790

0%9d

8EM
S€94
6298

829d
LCOH

SCOH

€290
[44°AN
TC9H
8T
1191
809a

5090
70oM

169D

1€.4

6CLT

9CTLL

¥TLI
9TLD
CTLA
TTLL
0TLd
COLK
5691
1694

1,893

£894

1894

5290

Capsid protein

e Molecule 1

31%

69%

Chain G

oved

8EEL
LEES
9EEL

EEEN

Teel

TTEN

(4’8

81Ed

9TEN

60€Yd

00EN

S6TM
v62a

L8CTH

S8cH
LTk

TLCA
0LZH

192N
9GCA
eistan
¥SCH
€5CN
6¥cd
vy
vl
LETH
8CCH
prady
92ZN

€ees
{4448

812d

+n

]
(04728
6D

SEVd

EEVIN
TEVH

Pkardi]
9C¥S

vevy

LSSI

1850

675N

6€EST

SESH

SPPN

8991

259d
TS9A
059d

9%91
ST

€790

0%9d

8E9Y
§€94
6298

829d
LTOH

4

RLDWIDE

€29a
¢ToL
TC9H
819
T191
8090

5090
v09M

165D
06SL

0O
PROTEIN DATA BANK

erpBe

W



Full wwPDB EM Validation Report EMD-23205, 7TL6I

Page 13

TELY
0ELL
6CLT
9TLL
¥TLI
9TLD
CTLA
TTLL
0T.Ld
COLK

S694
¥69d

1694

1893

€893

1894

5290

e Molecule 1

€L9L

n

Capsid prote

32%

68%

Chain H

9€EL

EEEN

TeET

(449

0zeN

81Ed

9TEN

60€Y

00EN

S6CM
¥62d

z6cd

L8CTH

S82H

VLT

TLCA
0LZH

192N

9GCA

¥SCH

TSCA

N M0 O
B © © © ©
mmmomon
A Ay B A

6¥cd
vy
vl
LETH
8C¢CH
pXady
92CN
vees
€ees
{444\

812d

+n

EEVIN

TeEVH

LTVd
9C¥S

7944

T2vs
0Z¥H

LI7A

907N

€074

TOVIW

86€d

96€X
S6€d

€6€0

88€Y

08EN
6LET

LLET
cLed
TLEA
0LEN

89€A

LSEH

vS€d
€5€1
TSEA
TS€X
0sed

LYEXR

0vED

8EEL
LEES

6€ST

SESH

€05V
667d
978
i)
8%y

12:378
08%D

8.L¥D
YLVN
89V
S9%d
6S%T
LS%Y
A1)
8vvb

iact
SYPN

(04728
6£7D

SEVd

059d

9%91
ST

€790

0%9d

8E9
G€94
6298

829d
LTOH

SCOH

€290
cToL
TC9H
819N
T191
809a

5090
709M

169D
06SL

985V

ASEN
€8SN

8.SS
LLSA
9.S1L
YLSK
L9SN
7994
€961
2953
79838
0953
LSSI
1850

675N

TELY
0€LL
6TLT

9CLL

vCLI
9T1LD
CTLA
TTLL
0T.Ld
$693

1694

6898

1893

€894

Capsid prote

1893

5290

e Molecule 1

€L9L

8991

6594

¢59d
TSOA

11

31%

69%

Chain I

8EEL
LEES
9€EL

EEEN

T€ET

CTEN

0ZeA

81ED

9TEN

60€Y

00EN

S6CM
v6ca

L8CTH

S82H

j2Xa8

TLCA
0LZH

L92ZN

9GCA
feisan]
¥S¢H
£GCN

TSCA

6¥cd
44t
el
LETYH
8¢CH
prady
922N

£ees
{444\

812a

+n

(04728
6T

SEVd

EEVH

TEYH

Lzvd
9C¥S

{74414

15445
(04734

TOTIW

86€d

96€X
S6€d

£6€D

83¢Y

08EN
6.L€71

LLE7T

TLEA
0LEW

© o oo < <
S & & < <
S O > m o =

89€EA

99€Y

voed

195d
675N
6€ST

SESH
PeSn

6254
9250
YZSH
TCSW
L1Sd
STSA
151
€158
2150
LOSH
905k
S0SY
€08V

667d
8674

PLUN
89¥I
S9%d
6571
LS%Y
&0
i)
i

1747

1894
590
€L91L
8991
6594
259d
TS9A
059d

9Y91
ST

€790
0%9d
S€94
€290
2¢Ol
TC9H
8194
T191

8090

5090
709M

765D
06SL

98SY

78SS
€8SN

8.SS

TeLd
0€LL
6CLT
9TLL
¥CLI
9T.LD
CTLA
TTLL
0T.Ld
CTOLA

9694
769d

1694

6895

1893

€893

Capsid protein

e Molecule 1

30%

70%

Chain J:

EEEN

TEET

CTEN

0zex

81D

9TEN

60€Y

€0EM

00€N

g6CM
v6ca

L8CH

S82H

§2Xa8

TLZK
0LCH

L92N

992K
9621
¥9CH
£92N

TSCA

6¥cd
jazat
T%CL
LETY
8CCH
Lezh
9ZZN
vees
€ees
ceeN

812d

+n

WO RLDWIDE
PROTEIN DATA BANK



EMD-23205, 7TL6I

Full wwPDB EM Validation Report

Page 14

SEVd

EEVI

TEVY

Lzvd
9C¥S

vevy

T2%s
(01473

LIVA

907N

€07Y

TOVW

86€d

96€X
S6€d

€6€0

88€YH

19580
675N
6€ST

SESH
PeESN

6254
9250
¥ZSH
TZSW
L15d
STSA
¥191
€158S
21sa
LOSH
905X
S0SY
€08V
667d
vevN
78vd
28%Y
1874
08%0
YLVN
89%KH
S9%d
6G%T
L8749
¥Svh
i)

Elas
SYIN

(074729
6£7D

£894

7894

5290

€L91
8991
299d
TS9A
0589d

9Y91
ST

€790

0%9d

8E9
S€94
€290
229l
TZ9H
8193
1191
8090

5090
7ooM

769D
06SL
6851

6.LSN

TeLd
0€LL
6CL7T
9CLL
¥2LI
91.Ld
CTLA
TTLL
0124
CTOLK
$S693
1694

1894

Capsid protein

e Molecule 1

30%

70%

Chain K

8€EL
LEES
9EEL

EEEN

Teel

(4458

(48

8TED

9TEN

60€Y

€0EM

00EN

S6TM
¥62a

L8CTH

S82Y
i 2X88

TLZA
0LZH

192N
952k
it ¥
Y9CH
€5CN
6¥cd
vy
vl
LETY
8CCH
prady
9zZN

£ees
(44418

812a

o

6E7D

SEVd

EEVI

TEVH

LTvd
9T¥S

vevy

1144
0C%H

LI%A

90¥N

€0%Y

TO¥W

86€d

96€X
S6€H

LSSI

1850

673N

6EST

SESH
YESN

6293
92Sa
YCSH
TCSH
STSA
¥191
€188
21s8a
LOSH

90SX
S0SY

€08V

66%d
8674

870

28¥%d
T8%4
08%0

8.L¥D
YLVN
89V
S9%d
6571
LS%Y4
b2
i)

gt
STPN

(0j%728

1894
590
€L9L
8991
6594
2599d
TSoA
0589d
SYON
€790
0%9d
S€94
829d
SCOH

€290
229l

TeLd
0ELL
6CL7T
9CLL
¥TLI
9TLD
CTLA
TILL
0TLd
COLK
S694
1694
1894

£894

Capsid protein

e Molecule 1

30%

70%

Chain L

9€eL

EEEN

TeEI

(449

0zeN

81Ed

9TEN

60€Y

00EN

S6CM
762d

z6ed

L8CTH

S8cH

LTk

TLCA
0LZH

192N

9GCA
eistan|
YSCH
€5CN

TSCA

6¥cd
vy
vl
LETH
8CCH
prady
92ZeN

€ees
e

812d

+n

SEVd

EEVIN

TEVH

LTvd
92T¥S

vevy

TS
0CZYH

LITA

90¥N

€074

TOVIW

86€d

96€A
S6€d

€6€0

88¢€Y

08EN
6LET

LLET

TLEA
0LEN

89€A

99€V

v9ed
€9€d
29ed

LSEH

v9€d
€5€T
csen
TSER
0sed

0vED

8E€EL
LEES

1850
6%SN
6EST

SESH
YESH

6254
925
YCSH
TCSH
L1Sd
STSA
7151
€158
2¢15a
LOSH

905X
S0SY

€08V
667d
i)
[asits

1874
08%0

8.L¥D
TLVN
89V
S9%d
6571
LS%Y
210
i)

g
SYPN

(0j%4728
6EVD

5290
€L9L
899I
6594
259d
TSOA
059d

SHON

€790

0%9d

8EM
S€94
€29a
¢ToL
TC9H
819N
T191
8090

5090
709M

165D
06SL
68SL

98SY

EN
€8SN

B6.LSN
8198
LLSA
9,81

7508
L9SN
ECELS
€9SI
9S4
1954
0953

LSSI

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Full wwPDB EM Validation Report EMD-23205, 7TL6I

Page 15

TeLd
0ELL
6CL7T
9CLL
¥TLI
9TLD
CTLA
TILL
0T.Ld

56938
¥69d

1694

€893

1894

Capsid protein

e Molecule 1

30%

70%

Chain M

EEEN

T€EI

TTEA

0zeN

81ed

9TEN

60€Y

€0EM

00EN

S6CM
¥62d

z6cd

L8CTH

S82H

VLT

TLCA
0LZH

192N

9GCA

¥SCH

TSCA

6¥cd
vy
vl
LETH
8C¢CH
pXady
92CN
vees
€ees
{444\

812d

+n

SEVd

EEVIN

TEVH

LTvd
92T¥S

7444

TS
0Z¥H

LIZA

907N

€074

TOTIW

86€d

96€A
S6€d

€6€0

88€Y

08EN
6LET

LLET

TLEA
0LEN

d o = N iy < (223
< & & =y < <
S O > m o = [}

89€A

99€eV
S9¢ed
v9ed
€9€d
29ed

LSEH

€5€1
TSEA
TS€X
0sed

oved

8€EL
LEES
9€EL

67SN
6€ST

SESH
YESH

62549
925
YCSH
TCSW
L18d
STSA
71871
€158
2¢15a
LOSH
905X
S0SX

€05V

TLVN
89V
S9%d
6571
LS%Y
$S0
8vb

gt
SYPN

(04728
6EVD

5290
€L91L
8991
6594
259d
TS9A
059d

SHON

€790

0%9d

8EM
S€94
€290
¢ToL
TC9H
819N
T191
8090

5090
709M

165D
06SL
68SL

ASEN

6.LSN
8158
LLSA
9.S1

YLSA
L9SN
7994
€981
9S4
1954
0953
LSSI

T8Sd

TeLd
0€LL
6TLT
9TLL
¥TLI
9T.LD
CTLA
TTLL
0TLd
TOLA

$694
¥69d

7694
€893

17894

Capsid protein

e Molecule 1

31%

69%

Chain N

LEES
9€EL

EEEN

T€ET

CTEN

0ZeA

8TED

9TEN

60€Y

00EN

S6CTM
¥62d

26td

L8CTH

S82H
j2Xa8

TLCA
0LZH

L92ZN
992
feisan)
¥9CH
€92N
6¥cd
44t
el
LETYH
8¢CH
pRad.y
922N
vees
£ees
{444\

812a

+n

67D

SEVd

EEVI

TeEVH

Lzvd
9C¥S

{74414

15445
0ZYH

LIZA

90¥N

€074

TOTIW

86€d

96€X
S6€d

6LET

LLET

cLed

0LEW

89€EA

99€Y

voed
£9ed
29ed

LSEH
£G€T
TSEN
TSEA
0sed

0vED

8EEL

195d
675N
6€ST

SESH
PeSn

6254
9250
YZSH
TCSW
L1Sd
STSA
151
€158
2150
LOSH
905k
S0SY
€08V
667d
V67N
7870
874
1874
08%0
8L¥D
PLUN
89%IH
S9%d
6571
LS%4
$370

i)

it
SYPN

(04728

€91
8991
¢59d
TS9A
059d
SYON
€790
0%9d
S€94
6298
LTOH
€290
2¢Ol
TC9H
819
1191

8090

S090
709M

169D
06SL
68SL
98SY

78SS
€8SN

6.LSN

TeLd
0€LL
6CLT
9TLL
YCLI
9T.LD
CTLA
TTLL
0TLd
CTOLK

9694
769d

1694

1893

€893

7894

5290

Capsid protein

e Molecule 1

30%

70%

Chain O

LEES
9€eL

EEEN

TEET

(443

0zex

81D

9TEN

60€d

00€N

g6CM
v62d

RLDWIDE

c6cd

L8CTH

S82H

§2Xa8

TLZK
0LZH

192N

9GCA

¥S¢H

TSCA

6¥cd
a4t
TvCL
LETY
8CCH
pkady
9ZZN

€ees
ceeN

812d

+n

0O
PROTEIN DATA BANK

erpBe

W



Full wwPDB EM Validation Report EMD-23205, 7TL6I

Page 16

SEVd

EEVI

TEVY

Lzvd
9CvS

{7441

Tevs
0ZVH

LT7A

90%N

€07

TO¥KH

86€d

96€X
S6€d

€6€0

88¢Y

08EN
6LET

LLET

cLed
TLEA
0LEW

89€EA

99€V

voed
€9€d
c9ed

LSEH
¥9€d
€5€T
CSEN
TSEA
0sed
ovED

8EEL

195d
675N
6EST

SESH
PESN

6294
925a
¥CSH
TTSH
L15d
STSA
¥19T
€18S
21sa
LOSH

905X
S0SY

0 o oo 54 < D )
s ®© © oo Mo mo
o & & S < < < w0
o O > m o = ~ <<

89%NH
S9%d
6371
L8749
i Eid]
i)

s
SYPN

(074729
6£7D

1894

590

€L91
8991
259d
TS9A
089d

9Y91
SYIN

€790

0%9d

8E9
S€94
€290
2ol
TZ9H
819
1191
8090

5090
voom

769D
0651

985SV

¥83s
€8SN

8.SS
LLSA
9.LS1

§75°)8
L9GN
Yosu
€9ST
2954
7984
0959

LGST

TeLd
0ELL
6CL1
9CLL
¥2LI
91.Ld
CTLA
TTLL
0T.Ld

$693
¥69d

1694

€894

Capsid protein

e Molecule 1

30%

70%

Chain P

9EEL

EEEN

TeEl

(4438

0zeN

8T€D

9TEN

60€Y

00EN

S62M
762a

zeed

L8CTH

S82Y

§2X88

TLTA

SEVd

EEVI

TEVH

LTvd
9T¥S

vevy

csen
TSER
0sed

0vED

8EEL
LEES

1850
6%SN
6EST

SESH
YESH

6294
92Sa
¥CSH
TCSH
L1Sd
STSA
¥191
€188
21s8a
LOSH

90SX
S0SY

[J o = o < < o3 5]
L © © oENo o mo
S & & S < < < w0
o O > m o = ~ <

89V
S9%d
6571
LS%Y4
b2
i)

gt
STPN

(04728
6EVD

1894
590
€L9L
8991
6594
2599d
TSoA
0589d

9%91
SYON

€790

0%9d

8EM
S€94
€290
[44°AN
TC9H
819N
11971

809d

5090
TooM

169D
0651
6851

¥83s

6.LSN
8198
LLSA
9LSL

VLS4
L9SN
i L
€981
2954
1954
0954

LGST

TeLd
0ELL
6CL7T
9CLL
¥TLI
9TLD
CTLA
TILL
0TLd
COLK
S694
1694
1894

£894

Capsid protein

e Molecule 1

31%

69%

<MW
n W W w W
RICIREIGE
SlE = A

Chain Q

EEEN

T€ET

CTEA

0zeA

81ed

9TEN

60€Y

€0EM

00EN

S6CTM
¥62d

c6cd

L8CTH

S82H
j2Xa8

TLCA
0LZH

L92ZN

6¥cd
j4z4t
el
LETYH
8¢CH
prady
922N

£ees
{444\

812a

+n

EEVI

Tevd

LTvd
9TYS

vy

12%s
0Z¥H

LTZA

907N

€074

TOVIW

86€d

96€X
S6€4

€6€0

88€Y

08EN
6.LET

LLET

cled
TLEA
0LEW

[ o oo 54 < [
i & & < < <
S O > m o = [}

89€A

N MW o
P© © © © ©
O mmn 0
AR A <

LSEH

¥9€d
€9€T
TSeEN
154
0sed

oved
8EEL

LEES
9€EL

675N
6€ST

SESH
Pesn

6254
9250
YZSH
TZSW
L15d
STSA
1571
€158
2150
LOSH
905k
S0SY

€08V

89V
S9%d
6571
1,874
&)
i)

i
SYIN

(04728
6£7D

SEVd

259d
TS9A
059d

9¥%9I
SV

€790

0%9d

8E9N
994
829d
SCOH
€290
2oL
TC9H
8194
1191

8090

S09b
709M

163D
06SL
68SL

98SY

78SS
€8SN

6.LSN
8.SS
LLSA
9LSL

VLSK
L9GN
7994
€9SI
2953
1954
0953
LSSI

138Sd

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Full wwPDB EM Validation Report EMD-23205, 7TL6I

Page 17

TELY
0ELL
6CLT
9TLL
¥TLI
9TLD
CTLA
TTLL
0T.Ld
COLK

S694
¥69d

1694

€894

1893

590

e Molecule 1

€L9L

8991

n

Capsid prote

9€EL

EEEN

TeET

(449

0zeN

81Ed

31%

9TEN

60€Y

00EN

S6CM
¥62d

z6cd

L8CTH

S82H

VLT

TLCA
0LZH

192N

9GCA
feistan]
YSCH
€GCN

69%

TSCA

6¥cd

vy

vl

LETH

8C¢CH

pXady
92ZeN

€ees
{444\

812d

+n

Chain R
|

SEVd

EEVIN

TEVH

LTvd
92T¥S

vevy

TS
0ZYH

LIZA

90¥N

€074

TOTIW

86€d

96€X
S6€d

€6€0

88¢Y

08EN
6LET

LLET
cLed
TLEA
0LEW
89€N

99€V

v9ed
€9€d
c9ed

LSEH
€8€1
cSeN
TSER
0Sed
0vED

8EEL
LEES

67SN

6€ST

SESH

259d
TS9A
059d

9%91
ST

€790

0%9d

8E9N
S€94
829d
STOH
€290
cToL
TC9H
819N
T191

809a

S090
709M

169D
06SL

TELY
0€LL
62LT
9CTLL
¥CLI
9T.LD
TTLA
TTLL
0T.Ld
COLK

§693
¥69d

T694

€894

7893

5290

e Molecule 1

€L9L

8991

6594

n

Capsid prote

30%

70%

Chain S

8EEL
LEES
9€EL

EEEN

T€el

CTEN

0CeA

8TED

9TEN

60€Y

00EN

S6CTM
v6ca

L8CTH

S82H
j2Xa8

TLCA
0LZH

L92ZN
992
feisan)
¥9CH
€92N
6¥cd
44t
el
LETYH
8¢CH
Lezh
922N
vees
£ees
{444\

812a

+n

(04728
6T

SEVd

EEVH

TEYH

Lzvd
9C¥S

{74414

15445
0CZYH

TOTIW

86€d

96€X

TSEN
TSEA
0Sed

oved

1954
0953

LSST
139S8d
675N
6€ST

SESH
YESH

6254
9250
YCSH
TCSH
STSA
71571
€158
2150
LOSH
908k
S0SY
€08V
667d
V6¥N

7870

28%Y
1874
08%0

8.L¥D
89¥I
S9%d
6571
LS%Y
&0
i)
LYPL

i
1747

€893

7894

S.90

€L91L
8991
6594
259d
TS9A
059d

9Y91
SYON

€790

0%9d

8EM
S€94
829d
SC9H
€290
TToL
TC9H
8194
1191

809Q

5090
vooM

169D
06SL

84S
8188
LLSA
9LSL
VLSK
LI9SN
7954

€951
2954

TeLd
0€LL
6CLT
9CLL
YCLI
9T.LD
TTLA
TTLL
0TLd
CTOLK
$693
7694

1893

Capsid protein

e Molecule 1

31%

69%

Chain T

9€EL

EEEN

TEET

CTEN

0zex

81D

9TEN

60€Y

€0EM

00€N

g62M
v6ca

L8CTH

S82H

§2Xa8

TLZK

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Full wwPDB EM Validation Report EMD-23205, 7TL6I

Page 18

SEVd

EEVI

TEVY

Lzvd
9CvS

{7441

Tevs
0ZVH

LT7A

90%N

€07

TO¥KH

86€d

96€X
S6€d

€6€0

88¢Y

08EN
6LET

LLET

cLed
TLEA
0LEW

89€EA

99€V

voed
€9€d
c9ed

LSEH
€G9€T
CSEN
TSEA
0sed
ovEd

8EEL
LEES

675N
6€ST

SESH

€08V
66%d
vevN
78vh
28%Y

1874
08%0

8L¥D
YLVN
89%NH
S9%d
6371
L8749
i Eid]
i)

s
SYPN

(074729
6£7D

€L91
8991
6594
2¢59d
TS9A
059d

9%91
STIN

€790
0%9d
S€94
€290
2ol
TC9H
819
1191

8090

S09b
vooM

169D
06SL
6851
985SV

7838
€8SN

< © N~ oo
EBEEEE™
>~ BHE>n=

L9GN

%954
€9ST
2954
7984
0959

LSST

TS8d

TeLd
0ELL
6C.L71

9CTLL

11

¥TLI
9T.LD
CTLA
TTLL
0T.Ld
CTOLK
9694
1694

1893

€893

e Molecule 1

7894

S.90

Capsid protei

30%

70%

Chain U

8€EL
LEES
9EEL

EEEN

Teel

(4458

(48

8TED

9TEN

60€Y

00€EN

S62M
v62d

¢6ed

L8CTH

S82Y
i 2X88

TLZA
0LZH

192N
952k
it ¥
Y9CH
€5CN
6¥cd
vy
vl
LETY
8CCH
prady
9zZN

£ees
(44418

812a

o

SPPN

(04728
[54]

SEVd

EEVI

TEVH

PXas]
9TvS

vevy

11474
0CYH

L1V
90¥N
€07Y
TO¥W
86€d

96€A
S6€d

£€6€D

88€Y

08EN
6.LET

LLET

0LEN

89€EA

99€Y

v9ed
£9ed
z9ed

LSEH
€5€T
csen
TSER
0sed

0vED

2954
1954
0953
LSSI
T16Sd
673N
B6ESI

SESH
YESH

6294
92Sa
YZSH
TCSH
L1Sd
STSA
¥19T
€188
21s8d
LOSH
9084
S0SY
€08V

66%d
8674

¥6VN
870
28%d
1874
08%D
89V
S9%d
6571
LS%d
Svh
3420

iagt

€893

1894

5290

€L9L
8991
6594
2599d
TSOA
089d

SYON

€790

0%9d

8EM
SE€94
829d
SC9H
€29a
CTOL
TCOH
8193
1191

809a

5090
7ooM

169D

TeLd
0ELL
6CL7T
9CLL
¥TLI
9TLD
CTLA
TILL
0TLd
CTOLK

S694
¥69d

1694

1,894

Capsid protein

e Molecule 1

31%

69%

Chain V

EEEN

T€EI

(449

0zeN

8TED

9TEN

60€Y

00EN

S6TM
762a

z6ed

L8CH

S8TH

j2X88

TLCTA
0LZH

192N

982K
eistan
¥SCH
£9CN

TSCA

6¥cd
vy
vl
LETH
8CCH
pXady
9ZZN
vees
€ees
{4448

812d

+n

SEVd

EEVIN

TEVH

LTvd
92vs

TS
(0147:¢

LITA

907N

£0%Y

TOVIW

86€d

96€X
S6€d

€6€0

88€Y

08EN
6.LET

LLET

cLed
TLEA
0LEN

89€A

99€V

v9ed

LSSI
1850
6%SN
6EST

SESH
YESH

6254
92Sa
YCSH
TCSW
STSA
7151
€158
2¢15a
LOSH

905X
S0SY

J o = < < D [se]
.~ Dloaf0 g-g-g-g
IESIEZS = ¥ 2

89V
S9%d
6571
LS%Y
210
i)
LYPL
gt
SYPN

(0j%4728
6EVD

1894
5290
€L9L
8991
6594
259d
TSOA
059d

3720

€790

0%9d

8EM
S€94
€29a
TToL
TC9H
8T9%
1197
8090

5090
TooM

165D
06SL
6851
985V

CEN
€8SN

6.LSN

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Full wwPDB EM Validation Report EMD-23205, 7TL6I

Page 19

T€L4

6CL7T

9CLL

Capsid prote

¥TLI
9TLD
CTLA
TILL
0TLd
COLK

56938
¥69d

1694

1894

€893

111

e Molecule 1

32%

68%

Chain W

EEEN

T€EI

(449

0zeN

8TEd

9TEN

60€Y

00EN

S6TM
¥62a

z6cd

L8CH

S82H

V.LTK

TLCA
0LZH

L92N

9GCA
eistan]
¥SCH
£GCN

TSCA

6¥cd
vy
vl
LETH
8C¢CH
pXady
92CN
vees
€ees
{444\

812d

+n

EEVIN

TEVH

LTvd
92T¥S

7944

T2vs
0Z¥H

LI7A

907N

€074

TOTIW

86€d

96€X
S6€d

€6€0

88€Y

08EN
6LET

LLET

cLed
TLEA
0LEN

89€A

99€eV

v9ed

6€ST

SESH
YESH

6254
925a
YCSH
TCSW
L18d
STSA
71871
€158
2¢15a
LOSH
905X
S0SX
€05V
667d
978
7870
8%y

122128
08%0

8.L¥D
TLVN
89V
S9%d
6571
LS%Y
A1)
8vb

gt
SYPN

(04728
6EVD

SEVd

]
9%91
ST

€790

0%9d

8EM
S€94
6298

829d
LTOH

GC9H

€290
2Tl
TC9H
819N
T191
809a

5090
vooM

169D
06SL
6831
983V

ASEN

TELY
0€LL
6TLT
9CLL
vCLI
9T1LD
CTLA
TTLL
0T.Ld
COLX

§693
¥69d

T694

€893

Capsid prote

18931

5290

e Molecule 1

€L91
8991
6594
259d

TSOA
059d

11

31%

69%

— MW
n W W W w e
RIS IGE
SE=

Chain X

EEEN

T€eI

CTEA

0zeA

81ed

9TEN

60€Y

€0EM

00EN

S6CTM
¥62d

c6cd

L8CTH

S82H
j2Xa8

TLCA
0LZH

L92ZN

6¥cd
44t
el
LETYH
8C¢CH
922N

£ees
{444\

812a

+n

SEVd

EEVI

Te7d

LTvd
9C¥S

wevy

T2%s
0ZYH

LTZA

907N

€074

TOTIW

86€d

96€X
S6€d

€6€0

88€Y

08EN
6LET

LLE7T

TLEA
0LEW

89€A

99€V
S9ed
voed
€9¢ed
29ed

LSEH

€9€T
TSeEN
12°198
0sed

oved

8EEL
LEES
9€EL

LSST
1950
675N
6€ST

SESH

VLVN
89¥I
S9%d
6571
L8749
$S70
8vib

i
SYPN

(04728
6£VD

€L91L
8991
¢59d
TS9A
059d

9%91
SYON

€790

0%9d

89N
S€94
6298

8¢9d
LTOH

SCOH

€290
2oL
TC9H

8194
1191
8090

5090
voom

765D
06SL

985V

783sS
€8SN

8.SS
LLSA
9.SL

YLSK
L9SN

7954
€951
2954
1954
0953

TeLd
0gLL
62LT

9CTLL

YCLI
9T.LD
CTLA
TTLL
0T.Ld
CTOLK

$693
769d

16948

6898

1893

€893

7894

S.90

Capsid protein

e Molecule 1

31%

69%

Chain Y

TE€ET

[447

0zex

81ed

9TEN

60€Y

€0EM

00EN

S6CM
762d

c6cd

L8CH

RLDWIDE

S82H

§2Xa8

TLZK
0LCH

L92N

992K
9621
¥9CH
£92N

TSCA

6¥cd
jazat
T%CL
LETY
8CCH
Lezh
9ZZN
vees
€ees
ceeN

812d

+n

0O
PROTEIN DATA BANK

erpBe

W



EMD-23205, 7TL6I

Full wwPDB EM Validation Report

Page 20

EEVI

TeEVd

Lzvd
9C¥S

vevy

T2%s
0Z¥H

LT7A

907N

€07Y

TOVH

96€X
S6€d

€6€0

88€Y

08EN
6.LET

LLET

cLed
TLEA
0LEW

89€A

99€V

voed
€9¢ed
2¢9ed

LSEH

¥9€d
€9eT
ZSen
T9€L
osed

0ved
8€EL
LEES
9EEL

EEEN

6EST

SESH
Pesn

6254
925d
¥2SH
TZSH
L18d
STSA
¥191
€158
21s5a
LOSH
905X
S0SY
€05V
66%d
vevN

8vh

87
1874
08%D
8L¥%D
YLVN
89¥KH
S9%d
6G%1
LS7Y4
¥Svh

i)

s
SYIN

(074729
6£7D

SEVd

8991
2¢59d
TS9A
0589d
STON
€790
0%9d
S€94
829d
SCOH
€290
[44°AH
TC9H
8194
1191
8090

S09b
wooM

169D
06SL
68GL
985SV

7838

TeLd
0ELL
6CL1
9CTLL
YCLI
9TLD
CTLA
TTLL
0T.Ld
COLA

9694
¥69d

1694

£893

7894

5290

e Molecule 1

€L91L

n

Capsid prote

31%

69%

Chain Z

LEES
9EEL

EEEN

Teel

(4438

(48

81€D

9TEN

60€Y

00EN

S62M
v62d

2¢6ed

L8CTH

S82Y
§2X88

TLTA
0LZH

192N
9G82A
it ¢
Y9CH
€92N
6¥cd
vy
Tvcl
LETY
8CCH
prady
9ZZN
vees
£ees
(44418

812a

o

6E7D

SEVd

EEVI

TEVH

LTvd
9T¥S

vevy

1144
0C%H

LI%A

90¥N

€0%Y

TO¥W

86€d

96€X
S6€H

LSEH

€5€T
csen
TSER
0sed

0vED

8EEL

1850
6%SN
6EST

SESH
YESH

6253
92Sa
YCSH
TCSH
L1Sd
STSA
7191
€158
21s8a
LOSH
90SX
S0SY
€08V
66%d
Te7N

870

28¥%d
T8%4
08%0

8.L¥D
YLVN
89V
S9%d
6571
LS%Y4
b2
i)

gt
STPN

(0j%728

8991
259d
TSOA
059d

STON

€790

0%9d

8€9Y
S€94
829d
SCOH
€29a
229l
TC9H
819N
1191

809a

S090
voom

169D
0651
6851
985V

¥83s
€8SN

6.LSN

T€Ld
0ELL
6CLT
9CTLL
¥TLI
9TLD
CTLA
TTLL
0TLd
COLK

96931
%694

1694

£894

7894

5290

e Molecule 1

€91

n

Capsid prote

30%

70%

Chain a

9€eL

EEEN

TeEI

{4438

0zeN

81Ed

9TEN

60€Y

00EN

S6CM
762d

z6cd

L8CTH

S8cH

i2X88

TLCA
0LZH

192N

9GCA
eistan
YSCH
€5CN

TSCA

6¥cd
vy
vl
LETH
8CCH
prady
92ZN

€ees
{4448

812d

+n

SEVd

EEVIN

TEVH

LTvd
92T¥S

vevy

TS
(14758

LITA

90¥N

£0%Y

TOVIW

86€d

96€A
S6€d

€6€0

88¢€Y

08EN
6LET

LLET

TLEA
0LEN

89€A

99€V

v9ed
€9€d
29ed

LSEH

79€d
€5€T
csen
TSER
0sed

0vED

8E€EL
LEES

LSSI
1850
6%SN
6EST

SESH
YESH

6254
92S8a
YCSH
TCSW
L1Sd
STSA
7191
€158
2¢15a
LOSH
905X
S0SY
€08V
667d
Y6VN
870
[asigs
1874
08%0
89V
S9%d
6571
LS%Y
210
i)

gt
SYPN

(0j%4728
6EVD

5290
€L9L
8991
6594
259d
TS9N
059d

9791
3720

€790

0%9d

8EM
S€94
€29a
TToL
TC9H
8T9%
1197
8090

5090
TooM

165D
06SL
6851
985V

CEN
€8SN

6.LSN

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Full wwPDB EM Validation Report EMD-23205, 7TL6I

Page 21

TeLd
0ELL
6CL7T
9CLL
¥TLI
9TLD
CTLA
TILL
0T.Ld

56931
7694

1694

1894

€893

1894

Capsid protein

e Molecule 1

30%

70%

Chain b

8EEL
LEES
9€EL

EEEN

TeEl

2TTEN

0zeA

81Ed

9TEN

60€Y

00EN

S6CM
v62a

L8CTH

S82H
V.LTK

TLCA
0LZH

192N
9SCA
feistan]
YSCH
€9CN
6¥cd
vy
vl
LETH
8C¢CH
pXady
92CN
vees
€ees
{444\

812d

+n

i
SYPN

(04728
6£7D

SEVd

EETI

TEYH

Pkar4i]
9TYs

114745
0CYH

LIVA
90¥N

€074

TOVIW

86€d

96€A
S6€d

L9SN
7954
€981
29sd
71954
0953
LSSI
T8Sd
673N
6€SI

SESH
YESH

6254
92Sa
YCSH
TCSW
STSA
v191
€198
2180
LOSH

9084
S0SY

€05V

667d

87h

28%Y
1874
08%0

8L¥D

89%I

S9%d

65V

LSPY

Svh

8v7h

1894

€893

7894

S.90

€L91L
8991
259d
T390
089d

991
SYON

€790

0%9d

8EM
S€94
829d
GCOH
€290
2oL
TC9H
819N
1191

809a

5090
vooM

169D
0651
6831

983V

89S
€839N

B6.LSN
8.SS
LLSA
9LSL

Y.LSK

T€LH

11

6TLT

9TLL

Capsid prote

YTLI
9TLD
TTLA
TTLL
0TLd
TOLA

$693
¥69d

1694

6898

e Molecule 1

31%

69%

Chain ¢

EEEN

T€ET

CTEN

0zZeA

8TED

9TEN

60€Y

00EN

S6TM
¥62d

z6cd

L8CTH

S8¢2H

j2Xa8

TLCA
0LZH

L92ZN

9GCA
9621
¥9CH
£9CN

TSCA

N MW ©
IN© © © © ©
O mmon 0
AR A <

6¥cd
44t
el
LETYH
8¢CH
Lezh
922N
vees
£ees
{444\

812a

+n

SEVd

EEVI

Te7d

LTvd
9C¥S

wevy

T2%s
0ZYH

LTZA

907N

€074

TOTIW

86€d

96€X
S6€d

€6€0

88€Y

08EN
6LET

LLE7T

cLed
TLEA
0LEW

89€EA

LSEH

€5€T
TSEN
TSEA
0sed

0ved
8EEL

LEES
9€EL

1950
675N
6€ST

SESH
PeSN

6254
9250
YCSH
TZSH
L1Sd
STSA
1571
€15S
2150
LOSH
905k
S0SY
€08V

667d
8674

V6VN
7870
8%Y
1874
08%0
89¥I
S9%d
6571
L8749
$S70
8vib

i
SYPN

(04728
6£VD

8991
2¢59d
TS9A
059d

ST

€790

0%9d

89
S€94
6298

8¢9d
LTOH

SCOH

€290
2¢Ol
TC9H
8194
T191
8090

5090
voom

765D
06SL
68SL

985V
€8SN
6.LSN
8.SS
LLSA
9LSL
YLSK
L9SN
7954
€951
2954
71954
0953

LSST

TeLd
0€LL
6CLT
9TLL
YCLI
9T.LD
CTLA
TTLL
0T.Ld
CTOLK
$693
1694
1894

€893

7894

S.90

e Molecule 1

€L91L

n

Capsid prote

31%

69%

Chain d

9€EL

EEEN

TEET

CTEN

0zex

81D

9TEN

60€Y

€0EM

00€N

g62M
v62d

RLDWIDE

c6cd

L8CTH

S82H
v.L2K

TLZK
0LZH

L9ZN
9G9CA
el
¥SCH
€9
6¥cd
a4t
TvCL
LETY
8CCH
Lezh
9ZZN

€ees
ceeN

812d

+n

0O
PROTEIN DATA BANK

erpBe

W



Full wwPDB EM Validation Report EMD-23205, 7TL6I

Page 22

67D

SEVd

EEVI

TEVY

Lzvd
9C¥S

{7441

TS
0CVH

LT7A

90¥%N

€07

TO¥KH

86€d

96€X
S6€d

€6€0

88¢Y

08EN
6LET

LLET

0LEW

89€EA

99€V

voed
€9€d
2¢9ed

LSEH

79€d
€G9€T
CSEN
TSEA
0sed

ovEd

8EEL
LEES

19580
675N
6€ST

SESH
PeESN

6254
9250
¥ZSH
TZSW
L15d
STSA
¥191
€158S
21sa
LOSH
905X
S0SY
€08V
667d
vevN
78vd
28%Y
1874
08%0
8.L%D
YLVN
89%IH
S9%d
6371
LS%Y
i Eid]

i)

i
SYIN

(074728

6594

2¢59d
TS9A
0589d

9%9I
SYON

€790

0%9d

8E9)
S€94
8¢9d
SCTOH
€290
2ol
TC9H
819
1191

8090

5090
voom

169D
0651
6851
985SV

¥8ss
€8SN

6.LSN

TeLd
0ELL
62L1
9TLL
YCLI
9TLD
CTTLA
TTLL
0T.Ld
CTOLK

S694
%69d

1694

1894

€891

1894

590

e Molecule 1

€L91L

8991

n

Capsid prote

31%

69%

Chain e

LEES
9EEL

EEEN

Teel

(4438

(48

81€D

9TEN

60€Y

00EN

S62M
v62d

2¢6ed

L8CTH

S82Y
§2X88

TLTA
0LZH

192N
9G82A
it ¢
Y9CH
€92N
6¥cd
vy
Tvcl
LETY
8CCH
prady
9ZZN
vees
£ees
(44418

812a

o

6E7D

SEVd

EEVI

TEVH

LTvd
9T¥S

vevy

1144
0C%H

LI%A

90¥N

€0%Y

TO¥W

86€d

96€X
S6€H

€6€0

88¢€Y

08EN
6LET

LLET

clLed

0LEN

89€EA

99€V
99¢ed
v9ed
€9ed
¢9ed

LSEH
€5€T
csen
TSER
0sed

0vED

8EEL

1850
6%SN
6EST

SESH
YESH

6294
92Sa
¥CSH
TCSH
L1Sd
STSA
¥191
€188
21s8a
LOSH
90SX
S0SY
€08V

66%d
8674

TeTN

870

28%d
1874
08%0
8.L¥D
89V
S9%d
6571
LS%Y4
b2

i)

gt
STPN

(0j%728

8991

259d
TSOA
059d

9791
STON

€790

0%9d

8€9Y
S€94
6298

829d
LTOH

SCOH

€29a
2ol
TC9H
819
11971
809d

5090
voom

169D
0651
6851

985SV
€8SN
6.LSN
8198
LLSA
9.S1
VLS4
L9SN
i L
€981
2954
1954
0954

LGST

TeLd
0ELL
6CLT
9CLL
¥TLI
9TLD
CTLA
TTLL
0T.Ld
COLK
S694
1694
18931

£894

7893

5,90

e Molecule 1

€91

n

Capsid prote

30%

70%

Chain f

oved

8EEL
LEES
9EEL

EEEN

Teel

TTEN

(4’8

81Ed

9TEN

60€Yd

00EN

S6TM
v62a

L8CTH

S8cH
LTk

TLCA
0LZH

192N
9GCA
eistan
¥SCH
€5CN
6¥cd
vy
vl
LETH
8CCH
prady
92ZN

€ees
{4448

812d

+n

gt
SYPN

(04728
6EVD

SEVd

EEVI

TEVH

Pra]
9Cys

4944

TS
0CYH

LIVA
90¥N

€074

TOVIW

86€d

96€4
S6€d

£6€D

88¢€Y

08eN
6.LET

LLET

0LEW

89€EN

99€Y
g9ed
v9ed
£€9ed
z9ed

LSEH

€5€T
cSeN
TSER
0sed

€9SI
29sd
71954
0953
LSSI
T8Sd
675N
6ESI

SESH
YESH

62594
92Sa
YCSH
TCSK
STSA
7191
€158
2¢15a
LOSH
9084
S0SY
€08V
667d
76VN
870
[asige
1874
08%0
8L%D
YLIN
89%I
S9%d
65V
LSPY
Svh

8vvh

€894

7894

5,90

€L91
8991
259d
TSOA
089d

9%91
G799

€790
0%9d
S€94
829d
43
€290
2Tl
TCOH
819
1191
809a

5090
7ooM

169D
0651
6851
983V

¥839s
839N

B6LSN
8.3S
LLSA
9LSL
Y.LSK
L9SN

LS

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Full wwPDB EM Validation Report EMD-23205, 7TL6I

Page 23

TeLd
0ELL
6CL7T
9CLL
¥TLI
9TLD
CTLA
TILL
0T.Ld
COLK

S694
¥69d

1694

689S

e Molecule 1

1,894

n

Capsid prote

30%

70%

Chain g

8EEL
LEES
9EEL

EEEN

TEET

CTEN

0ZeN

81ED

9TEN

60€Y

00EN

g6CTM
¥62d

26cd

L8CTH

S8¢H
§2Xa8

TLZK
0LZH

L92ZN
9GCA
el
¥9¢H
€92N
6¥cd
jazat
el
LETH
8¢CH
Lezh
922N

€ees
(444

812a

+n

67D

SEVd

EEVH

TEVH

Lzvd
9C¥S

{74418

12%S
0ZYH

LT7A

90¥N

£0%d

TOTIW
86€d
L6€d
96€X
S6€d
€6€0
83¢Y

08EN
6LET

LLET

cLed

0LEW

89€EA

99€VY
S9€d
v9ed

LSST

7S9S8d

675N

6€ST

SESH

(074723

€893

7894

S.90

€L91
8991
259d
TS9A
059d

9Y91
SYIN

€790

0%9d

8E9
S€94
€290
2oL
TZ9H
8194
1191

8090

5090
voom

769D
06SL

985V

78SS
€8SN

8.SS

TeLd
0€LL
6CL7T
9CLL
vCLI
9T.LD
CTLA
TTLL
0TLd
TOLA

$693
¥69d

1694

1893

Capsid protein

e Molecule 1

31%

69%

Chain h

TEET

TTEA

0zex

81ed

9TEN

60€Y

€0EM

00EN

S6CM
762d

zeed

L8CTH

S82YH

§2X88

TLZK
0LCH

192N

952K
9621
Y9CH
£9CN

TSCA

6¥%cd
¥
TvCL
LETY
8CCH
pkady
9ZZN
vees
€ees
(44418

812d

+n

EEVI

TEVY

LTV0
9C¥S

{7444

oved
8€EL
LEES
9EEL

EEEN

675N
6€ST

SESH
YeESN

6254
925d
¥ZSH
TCSH
L15d
STSA
¥191
€188
21sa
LOSH
905X
S0SY
€05V
66%d
767N
870
87y
1874
08%D
YLVN
89N
S9%d
6G%T
LS74
Sv
i)

Elags
STPN

(074729
6£7D

SEVd

8991
6594
2¢59d
TS9A
059d

STON

€790

0%9d

8E9%
S€94
8¢9d
SCOH
€290a
2eol
TC9H
8194
1191

8090

5090
voom

165D
0651
6851

¥8ss
6.LSN
8.SS
LLSA
9.S1
YLSK
L9SN
%934
€981
2954
7983
0953
LSST

1S958d

1eLd
0ELL
62LT
9CLL
¥TLI
9TLD
CTLA
TTLL
0T.Ld
COLX

S694
%694

1694
06931

£893

7894

5290

e Molecule 1

€L91

n

Capsid prote

31%

69%

Chain 1

LEES
9EEL

EEEN

Teel

2TEN

0zeX

8TED

9TEN

60€Y

00EN

S62M
762d

RLDWIDE

26Td

L8CTH

S8TH
§2X88

TLTA
0LZH

192N
982A
it d
Y9CH
€92N
6¥cd
vy
vl
LETY
8CCH
prady
9ZZN
vees
£ees
{44418

812a

+n

0O
PROTEIN DATA BANK

erpBe

W



Full wwPDB EM Validation Report EMD-23205, 7TL6I

Page 24

SEVd

EEVI

TEVY

Lzvd
9CvS

{7441

Tevs
0ZVH

LT7A

90%N

€07

TO¥KH

86€d

96€X
S6€d

195d
675N
6EST

SESH
PESN

6294
925a
¥CSH
TTSH
L15d
STSA
¥19T
€18S
21sa
LOSH

905X
S0SY

0 o oo 54 < D )
s ®© © oo Mo mo
o & & S < < < w0
o O > m o = ~ <<

89%NH
S9%d
6371
L8749
i Eid]
i)

s
SYPN

(074729
6£7D

5190
2EE N
€91
|
899T
|
259d
TG9A
099d
|
SHIH
v .
€790 N
- ™
0%9d
|
9894
|
629S
| seod
LT9H
|
£290
2zl
TZ9H
|
819)
|
1191
|
809
%
5090
$O9M TELY
| | 0£LL
1659 62L1 o
0681 | | S
68SL 9TLL ™~
e
983y $TLT =
aean ] 15
78S 91D )
€8N [ | =
| | TTLA o
619N TTLL
8.8 014 °
LL8A ] m
9.1 T0LA =
T I S
vmm; 9691
769d ..
95N [} —
| | 1694 <@
595 | | =
£93T 18938 3] RN
2953 [ | < o
1958 ﬁ o =
0958
] 1898 = <
1881 [ | ) (@)

8EEL
LEES
9€EL

EEEN

TeEl

TTEN

0zeA

8TED

9TEN

60€Y

00EN

S6CM
762d

26td

L8CTH

S82H
YLCK

TLCA
0LZH

92N
9GCA
feistan]
¥SCH
€5CN
6¥cd
vy
vl
LETH
8C¢CH
pXady
92TN

£ees
{444

8120

+n

SYIN

(04728
67D

SEVd

EETIN

TEYH

Pkardi]
9TYS

17944

11474
(0147:¢

LIVA
90¥N
€074
TOVIW
86€d

96€A
S6€d

£6€D

88¢Y

TSER
0sed

0vED

1894
5290
€L91L
8991
6594
259d
TS9A
089d

991
SHIN

€790

0%9d

8EM
S€94
€290
TToL
TC9H
819
1197
809a

5090
7ooM

769D
06SL

TeLd
0€LL
6CLT
9TLL
YTLI
9T.LD
TTLA
TTLL
0TLd
TOLA
$693
1694
1893

€893

Capsid protein

e Molecule 1

31%

69%

Chain k

9€EL

EEEN

T€ET

CTEN

0zeN

8TED

9TEN

60€Y

00EN

S6CTM
¥62d

c6cd

L8CTH

S8¢2H

j2Xa8

TLCA

67D
SEVd

EEVH

TeEVH

Lzvd
9C¥S

{74414

12%S
0ZYH

LTZA

90¥N

€074

TOTIW

86€d

96€X
S6€d

€6€0

83¢Y

08EN
6LET

LLET

TLEA
0LEW

89EA

99€Y

voed
€9€d
2c9ed

LSEH
€5€T
2cSeEN
TSEA
0Ssed

0vED

8EEL
LEES

LSST

13950

675N

6€ST

SESH

(04728

899I
6594
2¢59d
TS9A
059d

9%91
SYON

€790

0%9d

8E9)
S€94
829d
SCOH
€290
2oL
TC9H
8194
1191

8090

5090
voom

165D
06SL

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Full wwPDB EM Validation Report EMD-23205, 7TL6I

Page 25

TeLd
0ELL
6CLT
9CLL
¥TLI
9TLD
CTLA
TTLL
0T.Ld
COLK

56931
%69d

1694

€893

1894

5490

e Molecule 1

€L9L

n

Capsid prote

30%

70%

Chain 1

9€EL

EEEN

TeET

(449

0zeN

81Ed

9TEN

60€Y

00EN

S6CM
¥62d

z6cd

L8CTH

S82H

VLT

TLCA
0LZH

192N

9GCA

¥SCH

TSCA

[N IS Yo JNe]
B © © © ©
mmmomon
ARy A<

6¥cd
vy
vl
LETH
8C¢CH
pXady
92CN
vees
€ees
{444\

812d

+n

SEVd

EEVIN

TEVH

LTvd
92T¥S

7444

TS
0Z¥H

LIZA

907N

€074

TOTIW

86€d

96€A
S6€d

€6€0

88€Y

08EN
6LET

LLET

cLed
TLEA
0LEN

89€A

LSEH

vS€d
€8€1
cSeN
TSER
0Sed

0vED

8EEL
LEES

13850
675N
6€ST

SESH
YESH

6254
925
YCSH
TCSW
L1Sd
STSA
71571
€158
2¢15a
LOSH
905X
S0SY
€08V
667d
Y6TN

i)

287y
1874
08%0
8.L¥D
89V
S9%d
6571
LS%Y
$S0

8vb

gt
SYPN

(04728
6EVD

1894
5290
€L91L
8991
259d
TS9A
059d

9%91
SHIN

€790

0%9d

8EM
S€94
€290
¢ToL
TC9H
819N
T191
8090

5090
7ooM

165D
06SL

985V

ACEN
€8SN

8198

TeLd
0€LL
6TLT
9TLL
YTLI
9TLD
TTLA
TTLL
0TLd
TOLA

$693
¥69d

1694

€893

Capsid protein

e Molecule 1

31%

69%

Chain m

9EEL

EEEN

T€ET

CTEN

0zeN

8TED

9TEN

60€Y

€0EM

00EN

S6CM
v6ca

L8CTH

S82H

j2Xa8

TLCA

SEVd

EEVI

TeVH

Lzvd
9C¥S

{74414

T2%s
0ZYH

LIZA

90¥N

€074

TOTIW

86€d

96€X
S6€d

€6€0

83¢Y

08EN
6LET

LLE7T

cLed
TLEA
0LEW

89€EA

99V

voed
€9€d
2c9ed

LSEH
€5€T
2SEN
TSEA
0sed
0vED

8EEL
LEES

675N

6€ST

SESH

899I
6594
¢59d
TS9A
059d

9%91
SHON

€790

0%9d

89N
S€94
€290
2¢ToL
TC9H
8194
1191
8090

S090
709M

169D

TeLd
0€LL
6CLT
9TLL
YCLI
9T.LD
CTLA
TTLL
0T.Ld
CTOLK
$693
1694
1894

€893

7894

S.90

e Molecule 1

€L91

n

Capsid prote

31%

69%

Chain n

8EEL
LEES
9€eL

EEEN

TEET

CTEN

0zex

8TED

9TEN

60€d

00€N

g6CTM
v62d

RLDWIDE

c6cd

L8CTH

S82H
j2Xa8

TLZK
0LZH

L92N
98CA
it
¥SCH
€39eN
6¥cd
a4t
TvCL
LETY
8CCH
Lezh
922N

€ees
(444

812d

+n

0O
PROTEIN DATA BANK

erpBe

W



EMD-23205, 7TL6I

Full wwPDB EM Validation Report

Page 26

i
(0174728
67D

SEVd

EEVI

TEVY

Lz9d
9CvS

{7441

1147
(0473

LI¥A

90¥%N

€07

TO¥KH

86€d

96€X
S6€d

€6€D

88¢Y

08eN
6.L€T

LLE71

0LEW

89€EA

99€V

v9ed

LSST

15950

675N

6€ST

SESH

8991
6594
2¢589d
TS9A
059d

9%9I
STON

€790

0%9d

8E9)
S€94
8¢9d
SCOH
€290
2ol
TC9H
819
1191

8090

5090
voom

765D
0651

TeLd
0ELL
6CL1
9TLL
YCLI
9TLD
CTLA
TTLL
0T.Ld
(4R

9694
¥69d

1694

1893

£893

7894

5490

e Molecule 1

€L91L

n

Capsid prote

31%

69%

~ oM < 0 © ~
0 0 0 0 © Wl
N NN N
> e =

Chain o

EEEN

TEEI

TTEA

0zeN

81ed

9TEN

60€Y

€0EM

00EN

S62M
762a

zeed

L8CTH

S82Y
§2X88

TLTA
0LZH

6¥cd
vy
vl
LETY
8CCH
prady
9zZN

£ees
(44418

812a

o

SEVd

EEVI

TEVH

LTvd
9T¥S

vy

TS
0CYH

LI%A

907N

£07Y

TO¥W

86€d

96€X
S6€T

€6€0

88€Y

08EN
6LET

LLeT

TLEA
0LEN

89€A

99¢eV
S9¢ed
voed
€9¢ed
29ed

LSEH

€G9€T
TSEA
T9€X
0sed

oved

8€EL
LEES
9€eL

0953
LSSI
1850
673N
6EST

SESH
YESN

6294
928d
YZSH
TCSH
L1Sd
STSA
¥19T
€188
21s8a
LOSH
908X
S0SY
€08V
66%d
870
28%d
1874
08%0
89V
S9%d
65V
LS%Y4
VA1)
i)

gt
STPN

04728
6ETD

590
€L9L
8991
6594
2599d
TSOA
0594

9%91
SYON

€790

0%9d

8EM
S€94
629S

829d
LCOH

SC9H

€29a
CTOL
TCOH
8193
1191
809a

5090
7ooM

169D
0651

89S
8.8
LLSA
9LSL
YLK
L9SN
7954
€9SI

2994
1954

T€L4
0ELL
6CL71
9CLL
¥TLI
9TLD
CTLA
TTLL
0T.Ld
COLK
5691

1694

689S

1,894

£894

e Molecule 1

1894

n

Capsid prote

30%

70%

Chain p

EEEN

T€ET

CTEN

0zZeN

8TED

9TEN

60€Y

00EN

S6TM
¥62d

c6cd

L8CH

S8¢2H

§2Xa8

TLCA
0LZH

L92ZN

9GCA
9621
¥9CH
£9CN

TSCA

6¥cd
a4t
el
LETYH
8¢CH
Lezh
922N
vees
£ees
{444\

812a

+n

67D

SEVd

EEVH

TEVH

Lzvd
9¢¥s

T2%s
0ZYH

LTZA

907N

€074

TOVIW

86€d

96€X
S6€d

€6€0

0953
LSST
139580
675N
6€ST

SESH
YESH

6294
92Sa
YCSH
TCSH
STSA
¥181
€TSS
2150
LOSH
905X
S0SY
€08V
667d
V6VN

7870

8%Y
1874
08%0

8L¥D
89¥H
S9%d
6571
LS%4
$370
i)
LYYl
i
SYPN

(04728

9LSL
VLSK
L9SN
7954
€951

2954
1954

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-23205, 7TL6I

Full wwPDB EM Validation Report

Page 27

T€L4

6CL7T

9CLL

Capsid prote

¥TLI
9TLD
CTLA
TILL
0T.Ld
COLK

S694
¥69d

1694

1,894

€893

111

e Molecule 1

31%

69%

Chain q

9€EL

EEEN

TEET

CTEN

0zeN

81ED

9TEN

60€Y

00EN

g6CTM
¥62d

c6cd

L8CTH

S82H

§2Xa8

TLZK

SEVd

EEVI

TEVH

LTvd
9C¥S

vy

12%s
0ZYH

LT7A

907N

£0%Y

TOVIW

86€d

96€X
S6€d

€6€0

675N

6€ST

SESH
vesn

6254
9250
¥ZSH
TZSW
L15d
STSA
¥191
€158
2150
LOSH
905X
S0SY

€08V

0 o - 54 < [
i & & < < <
S O > m o = [

YLVN
89¥H
S9%d
6571
LS7Y
&)
i)

i
SYPN

(04728
6£VD

259d
TS9A
059d

9%9I
ST

€790

0%9d

8E9Y
S€94
829d
SCOH
€290
2oL
TC9H
819
1191

8090

S09b
709M

169D
06SL
68SL

985V

78SS
€8SN

6.LSN
8.SS
LLSA
9LS1L

YLSK
L9GN
994
€981
2953
1954
0953
LSST

13850

TeLd
0€LL
62LT
9CTLL
YeLI
9T.LD
CTLA
TTLL
0T.Ld
CTOLK

$693
769d

1694

€894

78931

590

e Molecule 1

€L91L
8991

6594

n

Capsid prote

30%

70%

Chain r

0vED

8EEL
LEES
9€EL

EEEN

TEET

TTEN

0zex

8TED

9TEN

60€Yd

00EN

S6ZM
¥62a

L8CTH

S8cH
§2X88

TLZK
0LZH

192N
992k
el
Y9CH
€5CN
6¥%cd
v
Tvcl
LETY
8CCH
pkady
9zZN

€ees
(44418

812d

+n

(04728
67D

SEVd

EEVI
TEVY

Pkazi]
9CvS

{7441

2954
7983
0954
LSST
1650
675N
6€ST

SESH
YESH

6254
92Sd
¥ZSH
TCSH
STSA
¥19T
€18S
21sa
LOSH
90SX
S0SY

€08V

© o - o < < [+
s © 0 © o o

Sy & & S < < <

o O > m o = a

89%IH
S9%d
6371
LS¥Y
S0
i470]
PA4AN

i
STPN

£894

1893

S.90

€L91
8991
6594
299d
TS9A
059d

9Y91
ST

€790
0%9d
S€94
8¢9d
SCOH
€290
2ToL
TC9H
8193
1191
8090

5090
woomM

169D
06SL

985SV

¥839s
€83N

8.SS
LLSA
9.S1
YLK
LI9SN

o5y
€951

TeLd
0ELL
6CL7T
9CLL
¥TLI
9T.LD
CTLA
TTLL
0T.Ld
CTOLK
S693

1694

689S

e Molecule 1

1,894

n

Capsid prote

31%

69%

Chain s

9€el

EEEN

TEEI

(4498

0zeN

8T€D

9TEN

60€Y

00EN

S62M
762d

z6ed

L8CTH

S8TY

i 2X88

TLCA

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Full wwPDB EM Validation Report EMD-23205, 7TL6I

Page 28

67D

SEVd

EEVI

TEVY

Lzvd
9C¥S

{7441

TS
0CVH

LT7A

90¥%N

€07

TO¥KH

86€d

96€X
S6€d

€6€0

88¢Y

08EN
6LET

LLET

TLEA
0LEW

89€EA

99€V

voed
€9€d
c9ed

LSEH
€G9€T
CSEN
TSEA
0sed

ovEd

8EEL
LEES

195d
675N
6EST

SESH
PESN

6294
925a
¥CSH
TTSH
L15d
STSA
¥19T
€18S
21sa
LOSH
905X
S0SY
€08V

667d
8674

v6vN
78vd
28%d
1874
08%0
YLVN
89%IH
S9%d
6371
L5749
i Eid]
i)

i
SYIN

(074728

€L91
8991
6594
2¢59d
TS9A
059d

STIN

€790

0%9d

8E9Y
S€94
8¢9d
SCOH
€290
[44°A
TZ9H
8194
1197

8090

5090
voom

169D
0651
6851

¥83s

6.LSN
8.SS
LLSA
9.LS1

§75°)8
L9GN
Yosu
€9ST
2954
7984
0959

LGST

TeLd
0ELL
62LT
9CTLL
YCLI
9T.LD
CTLA
TTLL
0T.Ld
COLK

9694
¥69d

1694

1893

€893

7894

S.90

Capsid protein

e Molecule 1

31%

69%

Chain t

0vED

8E€EL
LEES
9€EL

EEEN

Teel

TTEN

(48

81€d

9TEN

60€Yd

00EN

S6TM
¥62a

L8CTH

S82Y
i 2X88

TLZA
0LZH

192N
952k
it ¥
Y9CH
€5CN
6¥cd
vy
vl
LETY
8CCH
prady
9zZN

£ees
(44418

812a

o

(04728
[54]

SEVd

EEVI
TEVH

PXas]
9C¥S

7441

0953

LSSI

1850

673N

6EST

SESH
YESN

6293
928d
YZSH
TCSH
L1Sd
STSA
¥19T
€188
21s8a
LOSH
905X
S0SY

€08V

0 (e < < 23
s © © © o o M
S & S i = S
o O >m o = a

89V
S9%d
6571
LSPd
VA1)
8Yvh
PAAR

gt
STPN

5L90
€L9L
8991
259d
TSOA
0594

9791
STIN

€790
0%9d
S€94
6298

829d
LTOH

SCOH

€290
[44°AN
TC9H

819N
1191
809d

5090
TooM

169D
0651
6851

985SV

89S
€8SN

6.LSN
8.8
LLSA
9LSL

YLK
L9SN
7954
€9SI

2994
1954

T€L4
0ELL
6CLT
9CLL
¥TLI
9TLD
CTLA
TILL
0TLd
COLK
56931
1694
1,893
£894

1894

Capsid protein

e Molecule 1

30%

70%

Chain u

i

8EEL
LEES
9EEL

EEEN

TeEl

cTEN

0zeN

81€d

9TEN

60€Y

00EN

S6CM
62

L8CTH

S8cH

LTk

TLCA
0LZH

192N

9GCA
eistan|
YSCH
€5CN

TSCA

6¥cd
vy
vl
LETH
8CCH
prady
92ZeN

€ees
e

812d

(04728
67D
SEVd

EEVIN

TEVH

Pkardi]
9¢¥S

vevy

11474
0CYH

LIVA

90¥N

€074

TOVIW

86€d

96€A
S6€d

£6€D

88€Y

08eN
6.LET

LLET

TLEA
0LEN

89€EA

99€V

voed
€9ed
z9ed

LSEH
€5€T
csen
TSER
0sed

0vED

LSSI
1850
6%SN
6EST

SESH
YESH

6254
92S8a
YCSH
TCSW
L1Sd
STSA
7191
€158
2¢15a
LOSH
905X
S0SY
€08Y

667d
86%d

76vN
870
[asigs
1874
08%0
YLVN
89¥NI
S9%d
6571
LSPY
210
8T

iace
SPPN

1894
5290
€L91L
8991
6594
259d
TSOA
089d

9%91
SH9N

€790

0%9d

RLDWIDE

8EM

SE94

€29a
¢TIl

0O
PROTEIN DATA BANK

erpBe

W



Full wwPDB EM Validation Report EMD-23205, 7TL6I

Page 29

TeLd
0ELL
6CL7T
9CLL
¥TLI
9TLD
CTLA
TILL
0T.Ld
COLK

96931
7694

1694

689S

e Molecule 1

1,894

€893

n

Capsid prote

30%

70%

Chain v

8EEL
LEES
9€EL

EEEN

TeEl

2TTEN

0zeA

81Ed

9TEN

60€Y

00EN

S6CM
62

2¢6td

L8CTH

S82H

VLTK

TLCA
0LZH

L92N

9GCA

YSCH
6¥cd
vy
vl
LETH
8C¢CH
pXady
92ZeN

€ees
{444\

812d

+n

SYPN

(04728
67D

SEVd

EEVI

TEYH

Prardi]
9TYS

vevy

114749
0CVH

LIVA

90¥N

€074

TOVIW

86€d

96€A
S6€d

£6€D

88¢Y

cSeN
TSER
0Sed

oved

LSSI
13850
6%SN
6€ST

SESH
YESH

6254
92380
YCSH
TCSW
L1Sd
STSA
7191
€158
2¢15a
LOSH
905k
S0SY
€08V
667d
76vN

7870

[asic
1874
08%0

8.L¥D
YLYN
897N
S9%d
6571
LSPY
210
8vvh

iace

1894

5290

€L91L
8991
259d
TSOA
059d

991
37220

€790

0%9d

8EM
S€94
€29a
¢ToL
TZ9H
8T9%
1197
809a

5090
7ooM

165D
06SL
6851
985V

CEN
€8SN

6.LSN

TeLd
0€LL
6TLT
9TLL
YTLI
9T.LD
CTLA
TTLL
0TLd
TOLA
S694

1694

6898

e Molecule 1

1893

€893

n

Capsid prote

31%

69%

Chain w

8EEL
LEES
9€EL

EEEN

T€ET

CTEN

0ZeA

81ED

9TEN

60€Y

00EN

S6CM
v6ca

L8CTH

S82H

j2Xa8

TLCA
0LZH

L92ZN

9GCA
feisan]
¥S¢H
£GCN

TSCA

6¥cd
44t
el
LETYH
8¢CH
prady
922N

£ees
{444\

812a

+n

67D

SEVd

EEVI

TeEVH

Lzvd
9C¥S

{74414

15445
0ZYH

LIZA

90¥N

€074

TOTIW

86€d

96€X
S6€d

€6€0

83¢Y

08EN
6LET

LLET

cLed
TLEA
0LEW

195d
675N
6€ST

SESH
PeSn

6254
9250
YZSH
TCSW
L1Sd
STSA
151
€158
2150
LOSH
905k
S0SY
€08V
667d
V67N
7870
874

1874
08%0

8L¥D
PLUN
89%IH
S9%d
6571
LS%4
$370
i)

it
SYPN

(04728

€L91L
8991
¢59d
TS9A
059d

9%91
SYON

€790
0%9d
S€94
8¢9d
STOH
€290
2¢Ol
TC9H
819
1191

8090

S090
709M

169D
06SL
68SL
98SY

78SS
€8SN

6.LSN

TeLd
0€LL
6CLT
9TLL
¥CLI
9T.LD
CTLA
TTLL
0T.Ld
CTOLK

9694
769d

1694

€893

7894

S.90

Capsid protein

e Molecule 1

31%

69%

Chain x
i

9€EL

EEEN

TEET

CTEN

0zex

81D

9TEN

60€Y

€0EM

00€N

g6CM
v62d

RLDWIDE

c6cd

L8CTH

S82H

v.L2k

TLZK
0LZH

192N
98CA
feltau
¥SCH
€5CN
6¥cd
a4t
TvCL
LETY
8CCH
Lezh
922N

€ees
zeeN

81¢d

0O
PROTEIN DATA BANK

erpBe

W



EMD-23205, 7TL6I

Full wwPDB EM Validation Report

Page 30

SEVd

EEVI

TEVY

Lzvd
9C¥S

vevy

T2%s
(01473

LIVA

907N

€07Y

TOVW

86€d

96€X

CSEN
TSEA
0sed

ovEd

8EEL
LEES

19580
675N
6€ST

SESH
PeESN

6254
9250
¥ZSH
TZSW
L15d
STSA
¥191
€158S
21sa
LOSH
905X
S0SY
€08V
667d
vevN

78vd

28%Y
1874
08%0

8.L%D
89%KH
S9%d
6G%T
L8749
¥Svh
i)

Elas
SYIN

(074729
6£7D

8991

2¢59d
TS9A
0589d

9%9I
SYON

€790

0%9d

8E9)
S€94
8¢9d
SCTOH
€290
2ol
TC9H
819
1191

8090

5090
voom

169D
0651
6851
985SV

¥8ss
€8SN

6.LSN

TeLd
0ELL
6CL1
9CTLL
YCLI
9TLD
CTLA
TTLL
0T.Ld
COLA

9694
¥69d

1694

£893

7894

5290

e Molecule 1

€L91L

n

Capsid prote

31%

69%

Chain y

LEES
9€EL

EEEN

TeEI

TTEN

0zeN

81ED

9TEN

60€Y

€0EM

00EN

S6CM
v62a

L8CTH

S82H

VLT

TLCA
0LZH

L92N

9GCA

YSCH

TSCA

6¥cd
vy
vl
LETH
8C¢CH
pXady
92ZTN

£ees
{444

8120

+n

SYIN

(04728
67D

SEVd

EETIN

TEYH

Pkardi]
9Tys

1144
0CZYH

LIZA
90¥N

€074

TOTIW

86€d

96€A
S6€d

£6€D

88¢Y

08EN
6.7

LLET

TLEA
0LEW

89€A

99€V

v9ed
£9ed
zc9ed

LSEH
€5G€T
csen
TSER
0sed

0vED

8EEL

LSSI
13850
675N
6€ST

SESH
YESH

6254
92380
YCSH
TCSW
L1Sd
STSA
7151
€158
2150
LOSH
905X
S0SY
€08V
667d
76vN

7870

[asig
1874
08%0

8.L¥D
YLYN
897
S9%d
65T
LSPY
S0
8vvh

iagct

6594

259d
TS9A
059d

9%91
SHON

€790

0%9d

89
G€94
6298

829d
LTOH

SCOH

€29a
¢ToL
TZ9H
819
1197
8090

5090
7ooM

165D
06SL
6851
985V

CEN
€8SN

6.LSN

TELY

62LT

9CTLL

YCLI
9T.LD
CTLA
TTLL
0T.Ld
COLK

§693
¥69d

T694

1894

€894

1894

5290

e Molecule 1

€L9L

8991

n

Capsid prote

9€EL

EEEN

T€ET

CTEN

0ZeA

8TED

30%

9TEN

60€Y

00EN

S6CTM
¥62d

c6cd

L8CTH

S8¢H

j2Xa8

TLCA

70%
8
8

Chain z
[¢e)
§

SEVd

EEVH

TEVH

Lzvd
9C¥S

{74414

12%S
0ZYH

LIZA

90¥N

€074

TOTIW

86€d

96€X
S6€d

€6€0

88¢Y

08EN
6LET

LLE7T

TLEA
0LEW

89€EA

99€V

voed
€9€d
2¢9ed

LSEH

¥3€d
€5€T
cSeEN
TSEA
0sed

0vED

8EEL
LEES

675N

6€ST

SESH

€91
8991
6594
2¢59d
TS9A
059d

SHIN

€790

0%9d

8E9N
S€94
€290
2¢Ol
TC9H
819
1191
8090

S090

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Full wwPDB EM Validation Report EMD-23205, 7TL6I

Page 31

TeLd
0ELL
6CL7T
9CLL
¥TLI
9TLD
CTLA
TILL
0T.Ld

56931
7694

1694

€893

1894

S.90

Capsid protein

e Molecule 1

31%

69%

Chain 1

9€EL

EEEN

TeET

(449

0zeN

81Ed

9TEN

60€Y

00EN

S6CM
¥62d

z6cd

L8CTH

S82H

VLT

TLCA
0LZH

192N

9GCA
feistan]
YSCH
€GCN

TSCA

6¥cd
vy
vl
LETH
8C¢CH
pXady
92ZeN

€ees
{444\

812d

+n

SEVd

EEVIN

TEVH

LTvd
92T¥S

vevy

TS
0ZYH

LIZA

90¥N

€074

TOTIW

86€d

96€X
S6€d

€6€0

88¢Y

08EN
6LET

LLET

TLEA
0LEN

89€A

J o = o < D e
< & & S 4 < n
S O > m o ~ <

99€V

v9ed
€9€d
29ed

LSEH

vS€d
€8€1
cSeN
TSER
0Sed

0vED

8EEL
LEES

LSSI
13850
6%SN
6€ST

SESH
YESH

6254
925
YCSH
TCSW
L1Sd
STSA
7191
€158
2¢15a
LOSH

905k
S0SY

89¥I
S9%d
6571
LS%Y
S0
8vb

gt
SYPN

(04728
6£VD

€L9L
8991
6594
¢59d
TS9A
059d

SHON

€790

0%9d

89
S€94
829d
SGCOH
€29a
¢ToL
TZ9H
8T9%
1197
809a

5090
7ooM

165D
06SL
6851
985V

CEN
€8SN

6.LSN

TeLd
0€LL
62LT
9TLL
¥TLI
9T.LD
CTLA
TILL
0TLd
COLK
$694
1694
1893

€894

7894

5290

Capsid protein

e Molecule 1

31%

69%

Chain 2

EEEN

T€ET

CTEN

0zZeA

8TED

9TEN

60€Y

€0EM

00EN

S6CTM
v6ca

L8CTH

S8¢2H

j2Xa8

TLCA
0LZH

L92ZN

9GCA
9621
¥9CH
£9CN

TSCA

6¥cd
44t
el
LETYH
8¢CH
Lezh
922N
vees
£ees
{444\

812a

+n

SEVd

EEVI

Te7d

LTvd
9C¥S

wevy

T2%s
0ZYH

LTZA

907N

€074

TOTIW

86€d

96€X
S6€d

€6€0

195d
675N
6€ST

SESH
PeSn

6254
9250
YZSH
TCSW
L1Sd
STSA
V151
€158
2150
LOSH
905k
S0SY
€08V
667d
V67N
7870
874
1874
08%0
VLVN
89¥I
S9%d
6571
LS%Y
&)
8vHb

i
SYPN

(074728
6£7D

8991

2¢59d
TS9A
059d

9%91
ST

€790

0%9d

89
S€94
829d
SCOH
€290
2¢Ol
TC9H
819
1191

8090

S090
709N

163D
06SL
68SL
985V

78SS
€8SN

6.LSN

TeLd
0ELL
62LT
9CTLL
YCLI
9T.LD
CTLA
TTLL
0T.Ld
CTOLK

$693
769d

1694

1894

€893

7894

S.90

e Molecule 1

€L91

n

Capsid prote

31%

69%

Chain 3

9€EL

EEEN

TEET

CTEN

0zex

8TED

9TEN

60€Y

00EN

g6cM
762d

c6cd

L8CTH

S82H

§2Xa8

TLZK

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-23205, 7TL6I

Full wwPDB EM Validation Report

Page 32

SEVd

EEVI

TEVY

Lzvd
9C¥S

vevy

T2%s
(01473

LIVA

907N

€07Y

TOVW

86€d

96€X
S6€d

€6€0

88€YH

LSST

15950

675N

6€ST

SESH

S.L90
€L91
8991
6594
259d
TS9A
05§9d

9%91
SYIN

€790

0%9d

8E9
S€94
€290
2ol
TC9H
819
1191
8090

5090
voom

765D
0651

TeLd
0ELL
6C.L71
9CTLL
¥TLI
9T.LD
CTLA
TTLL
0T.Ld
CTOLK

9694
¥69d

1694
1893
€893

7894

Capsid protein

e Molecule 1

30%

70%

Chain 4

9EEL

EEEN

TeEl

(4438

0zeN

8T€D

9TEN

60€Y

€0EM

00€EN

S62M
v62d

¢6ed

L8CTH

S82Y
i 2X88

TLZA
0LZH

192N
952k
it ¥
Y9CH
€5CN
6¥cd
vy
vl
LETY
8CCH
prady
9zZN

£ees
(44418

812a

o

SEVd

EEVI

TEVH

LTvd
9T¥S

vy

TS
0CYH

LI%A

907N

£07Y

TO¥W

86€d

96€X

csen
TSER
0sed

0vED

8EEL
LEES

1850

6%SN

6EST

SESH
YESH

6253
92Sa
¥CSH
TCSH
STSA
¥191
€158
21sa
LOSH
90SX
S0S%

€08V

d o = o < < 23
e © © 0 © o Mo M
< & &« < < <
o O > m o = [:%

YLVN
89V
S9%d
65V
LS%Y4
VA1)
i)

gt
STPN

04728
6ETD

€L9L
8991
6594
259d
TSOA
05894
STIN
€790
0%9d
S€94
829d
SCOH
€29a
2ol
TC9H
819
11971

809d

5090
voom

169D
0651

985V

¥83s
€8SN

8198

T€L4
0ELL
6CL71
9CLL
¥TLI
9TLD
CTLA
TTLL
0T.Ld
COLK
5691
1694
1,893
£894
1894

S.90

Capsid protein

e Molecule 1

32%

68%

Chain 5

8€EL
LEES
9EEL

EEEN

TeEl

cTEN

0zeN

81Ed

9TEN

60€Y

00EN

S6CM
62

L8CTH

S8cH

i2X88

TLCA
0LZH

192N

9GCA

¥SCH

TSCA

[SUR IS Yo JNe]
o © © © ©
mmmomon
AA A<

6¥cd
vy
vl
LETH
8CCH
pXady
9ZZN
vees
€ees
{4448

812d

+n

SEVd

EEVIN

TEVH

LTvd
92T¥S

{7444

TS
(0147:¢

LI%A

907N

€074

TOVIW

86€d

96€X
S6€d

€6€0

88€Y

08EN
6LET

LLET

cLed
TLEA
0LEN

89€A

LSEH

79€d
€5€T
csen
TSER
0sed

LYEX

0vED

6%SN

6€ST

SESH
YESH

6254
92Sa
YCSH
TCSW
L1Sd
STSA
71571
€158
2¢15a
LOSH
90SX
S0SX

€05V

d o = o < < 23
s & S by < <
o O > m o = [}

TLVN
89V
S9%d
6571
LS%Y4
$Sb
8y

igt
SYIPN

(0j%4728
6£7D

259d
TS9A
059d

9%91
ST

€790

0%9d

8E9N
§€94
6298

829d
LTOH

STOH

RLDWIDE

€290
¢ToL
TC9H
819N
T191
809a

5090
vooM

169D
06SL

98SY

SEN
€8SN

8198
LLSA
9.S1

VLS4
L9SN
7994
€991
29sd
1954
0953
LSSI

T8Sd

0O
PROTEIN DATA BANK

erpBe

W



Full wwPDB EM Validation Report EMD-23205, 7TL6I

Page 33

TELY
0ELL
6CLT

9CLL

YCLI
9TLD
CTLA
TTLL
0T.Ld
COLK
S694

1694

689S

1,894

€894

18931

5L90

e Molecule 1

€LOL

8991

6594

n

Capsid prote

31%

69%

Chain 6

LEES
9€EL

EEEN

T€EI

(4498

0zeN

8TED

9TEN

60€Y

00EN

S6CM
62

L8CH

S82H

V.LTK

TLCA
0LZH

L92N

9GCA
eistan]
¥SCH
£GCN

TSCA

6¥cd
vy
vl
LETH
8C¢CH
pXady
92CN
vees
€ees
{444\

812d

+n

SEVd

EEVIN

TEVH

LTvd
92T¥S

vevy

TS
0ZYH

LIZA

90¥N

€074

TOTIW

86€d

96€X
S6€d

€6€0

88¢Y

08EN
6LET

LLET

cLed
TLEA
0LEW

89€N

99€V

v9ed
€9€d
c9ed

LSEH
vS€d
€5€T
cSeEN
TSER
0sed
0vED

8E€EL

67SN

6€ST

SESH

259d
TS9A
059d

9%91
ST

€790

0%9d

8E9N
S€94
829d
STOH
€290
cToL
TC9H
819N
T191

809a

S090
709M

169D
06SL

TELY
0€LL
62LT
9CTLL
¥CLI
9T.LD
TTLA
TTLL
0T.Ld
COLK

§693
¥69d

T694

€894

7893

5290

e Molecule 1

€L9L

8991

6594

n

Capsid prote

31%

69%

Chain 7

LEES
9€EL

EEEN

T€ET

CTEN

0ZeA

8TED

9TEN

60€Y

00EN

S6CTM
¥62d

26td

L8CTH

S82H

j2Xa8

TLCA
0LZH

L92ZN

9SCA

¥ScH

TSCA

6¥cd
44t
el
LETYH
8¢CH
prady
922N

£ees
{444\

812a

+n

SEVd

EEVI

TeVH

Lzvd
9C¥S

{74414

12%S
0ZYH

LIZA

907N

€074

TOTIW

86€d

96€X
S6€d

€6€0

83¢Y

08EN
6LET

LLE7T

cLed
TLEA
0LEW

89€EA

99V

voed
€9€d
2c9ed

LSEH
¥Se€d
£G€T
TSEN
TSEA
0sed
0vED

8EEL

675N

6€ST

SESH

8991
2¢59d
TS9A
059d

ST

€790

0%9d

8E9M
S€94
829d
SCOH
€290
2¢ToL
TC9H
8194
1191

8090

S090
709M

169D

TeLd
0€LL
6CLT
9TLL
YCLI
9T.LD
CTLA
TTLL
0T.Ld
CTOLK

$693
769d

1694

€893

7894

S.90

e Molecule 1

€L91

n

Capsid prote

31%

69%

Chain 8

EEEN

TEET

CTEN

0zex

81D

9TEN

60€Y

00EN

S6CM
762d

c6cd

L8CH

RLDWIDE

S82H

§2X88

TLZK
0LCH

L92N

992K
eitan]
¥9CH
€92

TSCA

6¥cd
jazat
T7CL
LETY
8CCH
Lezh
9ZZN
vees
€ees
(444

812d

+n

0O
PROTEIN DATA BANK

erpBe

W



EMD-23205, 7TL6I

Full wwPDB EM Validation Report

Page 34

SEVd

EEVI

TEVY

Lzvd
9C¥S

vevy

T2%s
(01473

LIVA

907N

€07Y

TOVW

86€d

96€X
S6€d

€6€0

88€YH

675N

6€ST

SESH
PeSn

6254
925d
¥ZSH
TZSW
L18d
STSA
¥191
€158
21sa
LOSH
905X
S0SY

€08V

0 o <o 54 < [
L © © © o o Mo M
4 & & < < <
o O > m o = 2%

YLVN
89%KH
S9%d
6G%T
L8749
¥Svh
il
YA AN
Elas
SYIN

(074729
6£7D

6594
2¢59d
TS9A
0589d

STON

€790

0%9d

8E9Y
S€94
829d
SCOH
€290
2ol
TC9H
819
1191

8090

S09b
vooM

169D
06SL
6851
985SV
€8SN
6.LSN
8.SS
LLSA
9.S1
7508
L9SN
%954
€991
2954
7984
0959
LSGST

1958d

TeLd
0ELL
6CL1
9TLL
YCLI
9TLD
CTLA
TTLL
0T.Ld
(4R

9694
769d

1694

€894

1894

590

€L91L

8991

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Page 35

Full wwPDB EM Validation Report

EMD-23205, 7L6I

4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, Not provided
Number of particles used 56962 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method PHASE FLIPPING AND AMPLITUDE | Depositor
CORRECTION
Microscope FEI TITAN KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /Az) 60 Depositor
Minimum defocus (nm) Not provided
Maximum defocus (nm) Not provided
Magnification Not provided
Image detector GATAN K3 (6k x 4k) Depositor
Maximum map value 17.134 Depositor
Minimum map value -9.775 Depositor
Average map value -0.000 Depositor
Map value standard deviation 1.000 Depositor
Recommended contour level 2 Depositor
Map size (A) 452.34, 452.34, 452.34 wwPDB
Map dimensions 420, 420, 420 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 1.077, 1.077, 1.077 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 | pyia7 17 55 | RMSZ #|Z| >5
1 1 0.45 0/4276 0.57 1/5833 (0.0%)
1 2 0.45 0/4276 0.57 1/5833 (0.0%)
1 3 0.45 0/4276 0.57 1/5833 (0.0%)
1 4 0.45 0/4276 0.57 0/5833
1 5 0.45 0/4276 0.57 1/5833 (0.0%)
1 6 0.45 0/4276 0.57 1/5833 (0.0%)
1 7 0.45 0/4276 0.57 1/5833 (0.0%)
1 8 0.45 0/4276 0.57 1/5833 (0.0%)
1 A 0.45 0/4276 0.57 1/5833 (0.0%)
1 B 0.45 0/4276 0.57 1/5833 (0.0%)
1 C 0.45 0/4276 0.57 1/5833 (0.0%)
1 D 0.45 0/4276 0.57 0/5833
1 E 0.45 0/4276 0.57 0/5833
1 F 0.45 0/4276 0.57 1/5833 (0.0%)
1 G 0.45 0/4276 0.57 1/5833 (0.0%)
1 H 0.45 0/4276 0.57 1/5833 (0.0%)
1 | 0.45 0/4276 0.57 0/5833
1 J 0.45 0/4276 0.57 1/5833 (0.0%)
1 K 0.45 0/4276 0.57 0/5833
1 L 0.45 0/4276 0.57 1/5833 (0.0%)
1 M 0.45 0/4276 0.57 1/5833 (0.0%)
1 N 0.45 0/4276 0.57 0/5833
1 0O 0.45 0/4276 0.57 1/5833 (0.0%)
1 P 0.45 0/4276 0.57 1/5833 (0.0%)
1 Q 0.45 0/4276 0.57 1/5833 (0.0%)
1 R 0.45 0/4276 0.57 1/5833 (0.0%)
1 S 0.45 0/4276 0.57 1/5833 (0.0%)
1 T 0.45 0/4276 0.57 0/5833
1 U 0.45 0/4276 0.57 1/5833 (0.0%)
1 \Y 0.45 0/4276 0.57 1/5833 (0.0%)
1 W 0.45 0/4276 0.57 1/5833 (0.0%)
1 X 0.45 0/4276 0.57 1/5833 (0.0%)
1 Y 0.45 0/4276 0.57 0/5833
1 Z 0.45 0/4276 0.57 1/5833 (0.0%)

EMD-23205, 7L6I
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. Bond lengths Bond angles

Mol | Chain | pyia7 17 55 | RMSZ 4| Z| >5
1 a 0.45 0/4276 0.57 1/5833 (0.0%)
1 b 0.45 0/4276 0.57 1/5833 (0.0%)
1 c 0.45 0/4276 0.57 1/5833 (0.0%)
1 d 0.45 0/4276 0.57 1/5833 (0.0%)
1 e 0.45 0/4276 0.57 1/5833 (0.0%)
1 f 0.45 0/4276 0.57 0/5833
1 g 0.45 0/4276 0.57 1/5833 (0.0%)
1 h 0.45 0/4276 0.57 1/5833 (0.0%)
1 i 0.45 0/4276 0.57 0/5833
1 j 0.45 0/4276 0.57 1/5833 (0.0%)
1 k 0.45 0/4276 0.57 1/5833 (0.0%)
1 1 0.45 0/4276 0.57 1/5833 (0.0%)
1 m 0.45 0/4276 0.57 1/5833 (0.0%)
1 n 0.45 0/4276 0.57 1/5833 (0.0%)
1 0 0.45 0/4276 0.57 1/5833 (0.0%)
1 p 0.45 0/4276 0.57 1/5833 (0.0%)
1 q 0.45 0/4276 0.57 1/5833 (0.0%)
1 r 0.45 0/4276 0.57 0/5833
1 s 0.45 0/4276 0.57 1/5833 (0.0%)
1 t 0.45 0/4276 0.57 0/5833
1 u 0.45 0/4276 0.57 1/5833 (0.0%)
1 v 0.45 0/4276 0.57 1/5833 (0.0%)
1 w 0.45 0/4276 0.57 0/5833
1 X 0.45 0/4276 0.57 1/5833 (0.0%)
1 y 0.45 0/4276 0.57 1/5833 (0.0%)
1 z 0.45 0/4276 0.57 1/5833 (0.0%)
All All 0.45 | 0/256560 | 0.57 | 47/349980 (0.0%)

There are no bond length outliers.

All (47) bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(°®) | Ideal(°)
1 Q 638 | LYS | N-CA-C | -5.04 105.87 111.36
1 \Y 638 | LYS | N-CA-C | -5.04 105.87 111.36
1 X 638 | LYS | N-CA-C | -5.04 105.87 111.36
1 7 638 | LYS | N-CA-C | -5.04 105.87 111.36
1 O 638 | LYS | N-CA-C | -5.04 105.87 111.36
1 X 638 | LYS | N-CA-C | -5.04 105.87 111.36
1 Z 638 | LYS | N-CA-C | -5.04 105.87 111.36
1 1 638 | LYS | N-CA-C | -5.04 105.87 111.36
1 0 638 | LYS | N-CA-C | -5.04 105.87 111.36
1 8 638 | LYS | N-CA-C | -5.04 105.87 111.36

Continued on next page...
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Mol | Chain | Res | Type | Atoms | Z | Observed(°®) | Ideal(°)
1 B 638 | LYS | N-CA-C | -5.04 105.87 111.36
1 R 638 | LYS | N-CA-C | -5.04 105.87 111.36
1 q 638 | LYS | N-CA-C | -5.04 105.87 111.36
1 1 638 | LYS | N-CA-C | -5.04 105.87 111.36
1 U 638 | LYS | N-CA-C | -5.03 105.88 111.36
1 W 638 | LYS | N-CA-C | -5.03 105.88 111.36
1 S 638 | LYS | N-CA-C | -5.03 105.88 111.36
1 zZ 638 | LYS | N-CA-C | -5.03 105.88 111.36
1 G 638 | LYS | N-CA-C | -5.02 105.88 111.36
1 k 638 | LYS | N-CA-C | -5.02 105.89 111.36
1 J 638 | LYS | N-CA-C | -5.02 105.89 111.36
1 S 638 | LYS | N-CA-C | -5.02 105.89 111.36
1 m 638 | LYS | N-CA-C | -5.02 105.89 111.36
1 2 638 | LYS | N-CA-C | -5.02 105.89 111.36
1 L 638 | LYS | N-CA-C | -5.02 105.89 111.36
1 u 638 | LYS | N-CA-C | -5.01 105.90 111.36
1 M 638 | LYS | N-CA-C | -5.01 105.90 111.36
1 h 638 | LYS | N-CA-C | -5.01 105.90 111.36
1 C 638 | LYS | N-CA-C | -5.00 105.91 111.36
1 g 638 | LYS | N-CA-C | -5.00 105.91 111.36
1 p 638 | LYS | N-CA-C | -5.00 105.91 111.36
1 A 638 | LYS | N-CA-C | -5.00 105.91 111.36
1 F 638 | LYS | N-CA-C | -5.00 105.91 111.36
1 H 638 | LYS | N-CA-C | -5.00 105.91 111.36
1 P 638 | LYS | N-CA-C | -5.00 105.91 111.36
1 a 638 | LYS | N-CA-C | -5.00 105.91 111.36
1 b 638 | LYS | N-CA-C | -5.00 105.91 111.36
1 ¢ 638 | LYS | N-CA-C | -5.00 105.91 111.36
1 d 638 | LYS | N-CA-C | -5.00 105.91 111.36
1 e 638 | LYS | N-CA-C | -5.00 105.91 111.36
1 j 638 | LYS | N-CA-C | -5.00 105.91 111.36
1 n 638 | LYS | N-CA-C | -5.00 105.91 111.36
1 A 638 | LYS | N-CA-C | -5.00 105.91 111.36
1 y 638 | LYS | N-CA-C | -5.00 105.91 111.36
1 3 638 | LYS | N-CA-C | -5.00 105.91 111.36
1 5) 638 | LYS | N-CA-C | -5.00 105.91 111.36
1 6 638 | LYS | N-CA-C | -5.00 105.91 111.36

There are no chirality outliers.
There are no planarity outliers.
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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 1 4147 0 3890 143 0
1 2 4147 0 3890 147 0
1 3 4147 0 3890 145 0
1 4 4147 0 3890 143 0
1 d 4147 0 3890 150 0
1 6 4147 0 3890 150 0
1 7 4147 0 3890 145 0
1 8 4147 0 3890 148 0
1 A 4147 0 3890 140 0
1 B 4147 0 3890 143 0
1 C 4147 0 3890 144 0
1 D 4147 0 3890 144 0
1 E 4147 0 3890 146 0
1 F 4147 0 3890 145 0
1 G 4147 0 3890 148 0
1 H 4147 0 3890 150 0
1 I 4147 0 3890 146 0
1 J 4147 0 3890 144 0
1 K 4147 0 3890 142 0
1 L 4147 0 3890 144 0
1 M 4147 0 3890 145 0
1 N 4147 0 3890 143 0
1 O 4147 0 3890 144 0
1 P 4147 0 3890 146 0
1 Q 4147 0 3890 147 0
1 R 4147 0 3890 146 0
1 S 4147 0 3890 144 0
1 T 4147 0 3890 149 0
1 U 4147 0 3890 140 0
1 \% 4147 0 3890 148 0
1 W 4147 0 3890 151 0
1 X 4147 0 3890 148 0
1 Y 4147 0 3890 148 0
1 Z 4147 0 3890 146 0
1 a 4147 0 3890 144 0
1 b 4147 0 3890 144 0
1 c 4147 0 3890 145 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 d 4147 0 3890 149 0
1 e 4147 0 3890 148 0
1 f 4147 0 3890 147 0
1 g 4147 0 3890 149 0
1 h 4147 0 3890 150 0
1 i 4147 0 3890 145 0
1 ] 4147 0 3890 145 0
1 k 4147 0 3890 146 0
1 1 4147 0 3890 146 0
1 m 4147 0 3890 149 0
1 n 4147 0 3890 149 0
1 0 4147 0 3890 144 0
1 p 4147 0 3890 147 0
1 q 4147 0 3890 148 0
1 r 4147 0 3890 145 0
1 s 4147 0 3890 143 0
1 t 4147 0 3890 148 0
1 u 4147 0 3890 145 0
1 4 4147 0 3890 143 0
1 w 4147 0 3890 146 0
1 X 4147 0 3890 146 0
1 y 4147 0 3890 146 0
1 z 4147 0 3890 144 0

All All 248820 0 233400 6625 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 14.

All (6625) 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:F:563:1ILE:HD12 1:F:567:ASN:HD22 1.36 0.91
1:a:563:ILE:HD12 1:a:567:ASN:HD22 1.36 0.91
1:y:563:1LE:HD12 1:y:567:ASN:HD22 1.36 0.91
1:M:563:ILE:HD12 1:M:567:ASN:HD22 1.36 0.91
1:2:563:ILE:HD12 1:2:567:ASN:HD22 1.36 0.91
1:3:563:ILE:HD12 1:3:567:ASN:HD22 1.36 0.91
1:J:563:ILE:HD12 1:J:567:ASN:HD22 1.36 0.91
1:C:563:ILE:HD12 1:C:567:ASN:HD22 1.36 0.91
1:Y:563:ILE:HD12 1:Y:567:ASN:HD22 1.36 0.91
1:h:563:1ILE:HD12 1:h:567:ASN:HD22 1.36 0.91

Continued on next page...
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:r:563:1ILE:HD12 1:1:567:ASN:HD22 1.36 0.91
1:g:563:ILE:HD12 1:g:567:ASN:HD22 1.36 0.91
1:S:563:ILE:HD12 1:S:567:ASN:HD22 1.36 0.90
1:7:563:ILE:HD12 1:7:567:ASN:HD22 1.36 0.90
1:A:563:ILE:HD12 1:A:567:ASN:HD22 1.36 0.90
1:v:563:ILE:HD12 1:v:567:ASN:HD22 1.36 0.90
1:p:563:ILE:HD12 1:p:567:ASN:HD22 1.36 0.90
1:2:563:ILE:HD12 1:2:567:ASN:HD22 1.36 0.90
1:8:563:1ILE:HD12 1:8:567:ASN:HD22 1.36 0.90
1:K:563:ILE:HD12 1:K:567:ASN:HD22 1.36 0.90
1:L:563:ILE:HD12 1:L:567:ASN:HD22 1.36 0.90
1:¢:563:ILE:HD12 1:¢:567:ASN:HD22 1.36 0.90
1:m:563:ILE:HD12 1:m:567:ASN:HD22 1.36 0.90
1:V:563:1ILE:HD12 1:V:567:ASN:HD22 1.36 0.89
1:7:563:1LE:HD12 1:7:567:ASN:HD22 1.36 0.89
1:1:563:ILE:HD12 1:1:567:ASN:HD22 1.36 0.89
1:B:563:ILE:HD12 1:B:567:ASN:HD22 1.36 0.89
1:D:563:ILE:HD12 1:D:567:ASN:HD22 1.36 0.89
1:T:563:1ILE:HD12 1:T:567:ASN:HD22 1.36 0.89
1:b:563:ILE:HD12 1:b:567:ASN:HD22 1.36 0.89
1:£:563:ILE:HD12 1:£:567:ASN:HD22 1.36 0.89
1:N:563:1ILE:HD12 1:N:567:ASN:HD22 1.36 0.89
1:e:563:ILE:HD12 1:e:567:ASN:HD22 1.36 0.89
1:1:563:ILE:HD12 1:1:567:ASN:HD22 1.36 0.89
1:4:563:ILE:HD12 1:4:567:ASN:HD22 1.36 0.89
1:0:563:ILE:HD12 1:0:567:ASN:HD22 1.36 0.89
1:j:563:ILE:HD12 1:j:567:ASN:HD22 1.36 0.89
1:k:563:ILE:HD12 1:k:567:ASN:HD22 1.36 0.89
1:1:563:ILE:HD12 1:1:567:ASN:HD22 1.36 0.89
1:P:563:ILE:HD12 1:P:567:ASN:HD22 1.36 0.89
1:R:563:ILE:HD12 1:R:567:ASN:HD22 1.36 0.89
1:H:563:ILE:HD12 1:H:567:ASN:HD22 1.36 0.89
1:X:563:ILE:HD12 1:X:567:ASN:HD22 1.36 0.89
1:q:563:1ILE:HD12 1:q:567:ASN:HD22 1.36 0.89
1:E:563:ILE:HD12 1:E:567:ASN:HD22 1.36 0.88
1:d:563:1ILE:HD12 1:d:567:ASN:HD22 1.36 0.88
1:n:563:1ILE:HD12 1:n:567:ASN:HD22 1.36 0.88
1:5:563:ILE:HD12 1:5:567:ASN:HD22 1.36 0.88
1:0:563:ILE:HD12 1:0:567:ASN:HD22 1.36 0.88
1:x:563:ILE:HD12 1:x:567:ASN:HD22 1.36 0.88
1:Q:563:1LE:HD12 1:Q:567:ASN:HD22 1.36 0.88

Continued on next page...
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:W:563:ILE:HD12 | 1:W:567:ASN:HD22 1.36 0.88
1:w:563:1LE:HD12 1:w:567:ASN:HD22 1.36 0.88
1:U:563:ILE:HD12 1:U:567:ASN:HD22 1.36 0.88
1:6:563:ILE:HD12 1:6:567:ASN:HD22 1.36 0.88
1:8:563:ILE:HD12 1:8:567:ASN:HD22 1.36 0.88
1:u:563:1ILE:HD12 1:u:567:ASN:HD22 1.36 0.87
1:1:563:ILE:HD12 1:1:567:ASN:HD22 1.36 0.87
1:G:563:ILE:HD12 1:G:567:ASN:HD22 1.36 0.87
1:t:563:ILE:HD12 1:4:567:ASN:HD22 1.36 0.87
1:E:336: THR:O 1:E:403:ARG:NH1 2.09 0.86
1:b:336: THR:O 1:b:403:ARG:NH1 2.09 0.86
1:w:336: THR:O 1:w:403:ARG:NH1 2.09 0.86
1:N:336:THR:O 1:N:403:ARG:NH1 2.09 0.86
1:£:336: THR:O 1:£:403:ARG:NH1 2.09 0.86
1:F:336:THR:O 1:F:403:ARG:NH1 2.09 0.86
1:W:336:THR:O 1:W:403:ARG:NH1 2.09 0.86
1:1:336: THR:O 1:1:403:ARG:NH1 2.09 0.86
1:y:336: THR:O 1:y:403:ARG:NH1 2.09 0.86
1:6:336: THR:O 1:6:403:ARG:NH1 2.09 0.86
1:1:336: THR.:O 1:1:403:ARG:NH1 2.09 0.86
1:J:336:THR:O 1:J:403:ARG:NH1 2.09 0.86
1:M:336:THR:O 1:M:403:ARG:NH1 2.09 0.86
1:2:336: THR:O 1:2:403:ARG:NH1 2.09 0.86
1:V:336:THR:O 1:V:403:ARG:NH1 2.09 0.86
1:7:336:THR:O 1:7:403:ARG:NH1 2.09 0.86
1:h:336:THR:O 1:h:403:ARG:NH1 2.09 0.86
1:k:336: THR:O 1:k:403:ARG:NH1 2.09 0.86
1:p:336: THR:O 1:p:403:ARG:NH1 2.09 0.86
1:u:336:THR:O 1:u:403:ARG:NH1 2.09 0.86
1:0:336: THR:O 1:0:403:ARG:NH1 2.09 0.86
1:8:336:THR:O 1:8:403:ARG:NH1 2.09 0.86
1:D:336: THR.:O 1:D:403:ARG:NH1 2.09 0.86
1:G:336: THR:O 1:G:403:ARG:NH1 2.09 0.86
1:Q:336:THR:O 1:Q:403:ARG:NH1 2.09 0.86
1:1:336: THR:O 1:1:403:ARG:NH1 2.09 0.86
1:t:336: THR:O 1:t:403:ARG:NH1 2.09 0.86
1:5:336: THR:O 1:5:403:ARG:NH1 2.09 0.86
1:H:336: THR:O 1:H:403:ARG:NH1 2.09 0.86
1:U:336:THR:O 1:U:403:ARG:NH1 2.09 0.86
1:5:336:THR:O 1:5:403:ARG:NH1 2.09 0.86
1:x:336:THR:O 1:x:403:ARG:NH1 2.09 0.86

Continued on next page...



Page 43

Full wwPDB EM Validation Report

EMD-23205, 7L6I

Continued from previous page...

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

1:4:336: THR:O 1:4:403:ARG:NH1 2.09 0.86
1:K:336:THR:O 1:K:403:ARG:NH1 2.09 0.85
1:2:336: THR:O 1:2z:403:ARG:NH1 2.09 0.85
1:3:336: THR:O 1:3:403:ARG:NH1 2.09 0.85
1:7:336:THR:O 1:7:403:ARG:NH1 2.09 0.85
1:L:336: THR:O 1:L:403:ARG:NH1 2.09 0.85
1:Y:336:THR:O 1:Y:403:ARG:NH1 2.09 0.85
1:a:336: THR:O 1:a:403:ARG:NH1 2.09 0.85
1:g:336: THR:O 1:g:403:ARG:NH1 2.09 0.85
1:n:336: THR:O 1:n:403:ARG:NH1 2.09 0.85
1:1:336:THR:O 1:1:403:ARG:NH1 2.09 0.85
1:B:336: THR:O 1:B:403:ARG:NH1 2.09 0.85
1:C:336:THR:O 1:C:403:ARG:NH1 2.09 0.85
1:T:336:THR:O 1:T:403:ARG:NH1 2.09 0.85
1:X:336:THR:O 1:X:403:ARG:NH1 2.09 0.85
1:d:336: THR:O 1:d:403:ARG:NH1 2.09 0.85
1:m:336: THR:O 1:m:403:ARG:NH1 2.09 0.85
1:0:336:THR:O 1:0:403:ARG:NH1 2.09 0.85
1:A:336:THR:O 1:A:403:ARG:NH1 2.09 0.85
1:R:336:THR:O 1:R:403:ARG:NH1 2.09 0.85
1:v:336:THR:O 1:v:403:ARG:NH1 2.09 0.85
1:q:336: THR:O 1:q:403:ARG:NH1 2.09 0.85
1:r:336: THR:O 1:r:403:ARG:NH1 2.09 0.85
1:S:336: THR:O 1:S:403:ARG:NH1 2.09 0.85
1:j:336: THR:O 1:j:403:ARG:NH1 2.09 0.84
1:P:336: THR:O 1:P:403:ARG:NH1 2.09 0.84
1:¢:336:THR:O 1:e:403:ARG:NH1 2.09 0.84
1:¢:336: THR:O 1:¢:403:ARG:NH1 2.09 0.84
1:A:731:ARG:NH1 1:G:621:HIS:NE2 2.27 0.82
1:V:731:ARG:NH1 1:e:621:HIS:NE2 2.28 0.82
1:t:621:HIS:NE2 1:v:731:ARG:NH1 2.28 0.82
1:A:621:HIS:NE2 1:1:731:ARG:NH1 2.27 0.82
1:E:621:HIS:NE2 1:F:731:ARG:NH1 2.28 0.82
1:R:621:HIS:NE2 1:U:731:ARG:NH1 2.28 0.82
1:T:731:ARG:NH1 1:d:621:HIS:NE2 2.28 0.82
1:¢:621:HIS:NE2 1:p:731:ARG:NH1 2.28 0.82
1:¢c:731:ARG:NH1 1:0:621:HIS:NE2 2.28 0.82
1:g:621:HIS:NE2 1:h:731:ARG:NH1 2.26 0.82
1:m:731:ARG:NH1 1:n:621:HIS:NE2 2.28 0.82
1:q:621:HIS:NE2 1:5:731:ARG:NH1 2.28 0.82
1:w:621:HIS:NE2 1:y:731:ARG:NH1 2.28 0.82
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:w:731:ARG:NH1 1:x:621:HIS:NE2 2.27 0.82
1:C:731:ARG:NH1 1:b:621:HIS:NE2 2.28 0.82
1:X:621:HIS:NE2 1:e:731:ARG:NH1 2.28 0.82
1:E:731:ARG:NH1 1:Q:621:HIS:NE2 2.27 0.82
1:£:621:HIS:NE2 1:g:731:ARG:NH1 2.28 0.82
1:R:731:ARG:NH1 1:S:621:HIS:NE2 2.28 0.82
1:q:731:ARG:NH1 1:r:621:HIS:NE2 2.28 0.82
1:B:731:ARG:NH1 1:J:621:HIS:NE2 2.28 0.82
1:K:621:HIS:NE2 1:8:731:ARG:NH1 2.27 0.82
1:0:621:HIS:NE2 1:n:731:ARG:NH1 2.28 0.82
1:u:731:ARG:NH1 1:v:621:HIS:NE2 2.28 0.82
1:1:731:ARG:NH1 1:2:621:HIS:NE2 2.28 0.82
1:H:621:HIS:NE2 1:Y:731:ARG:NH1 2.28 0.82
1:d:731:ARG:NH1 1:1:621:HIS:NE2 2.28 0.82
1:C:621:HIS:NE2 1:M:731:ARG:NH1 2.27 0.82
1:D:621:HIS:NE2 1:P:731:ARG:NH1 2.28 0.82
1:D:731:ARG:NH1 1:N:621:HIS:NE2 2.28 0.82
1:J:731:ARG:NH1 1:L:621:HIS:NE2 2.27 0.82
1:7:731:ARG:NH1 1:4:621:HIS:NE2 2.27 0.82
1:1:621:HIS:NE2 1:k:731:ARG:NH1 2.28 0.82
1:2:621:HIS:NE2 1:2:731:ARG:NH1 2.27 0.82
1:1:731:ARG:NH1 1:j:621:HIS:NE2 2.28 0.81
1:5:621:HIS:NE2 1:7:731:ARG:NH1 2.28 0.81
1:N:731:ARG:NH1 1:P:621:HIS:NE2 2.28 0.81
1:S:731:ARG:NH1 1:U:621:HIS:NE2 2.27 0.81
1:3:731:ARG:NH1 1:k:621:HIS:NE2 2.29 0.81
1:r:731:ARG:NH1 1:5:621:HIS:NE2 2.27 0.81
1:M:621:HIS:NE2 1:b:731:ARG:NH1 2.28 0.81
1:0:731:ARG:NH1 1:m:621:HIS:NE2 2.27 0.81
1:T:621:HIS:NE2 1:1:731:ARG:NH1 2.27 0.81
1:G:731:ARG:NH1 1:1:621:HIS:NE2 2.27 0.81
1:K:731:ARG:NH1 1:a:621:HIS:NE2 2.28 0.81
1:£:731:ARG:NH1 1:h:621:HIS:NE2 2.28 0.81
1:0:731:ARG:NH1 1:p:621:HIS:NE2 2.28 0.81
1:t:731:ARG:NH1 1:u:621:HIS:NE2 2.27 0.81
1:3:621:HIS:NE2 1:4:731:ARG:NH1 2.28 0.81
1:H:731:ARG:NH1 1:W:621:HIS:NE2 2.28 0.81
1:5:731:ARG:NH1 1:6:621:HIS:NE2 2.28 0.81
1:a:731:ARG:NH1 1:8:621:HIS:NE2 2.28 0.81
1:B:621:HIS:NE2 1:L:731:ARG:NH1 2.28 0.81
1:W:731:ARG:NH1 1:Y:621:HIS:NE2 2.28 0.81
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:7:621:HIS:NE2 1:3:731:ARG:NH1 2.28 0.81
1:¢:608:ASP:OD1 1:¢:726: THR:HG22 1.81 0.81
1:2z:731:ARG:NH1 1:1:621:HIS:NE2 2.28 0.81
1:F:621:HIS:NE2 1:Q:731:ARG:NH1 2.28 0.80
1:7:608:ASP:0OD1 1:7:726: THR:HG22 1.82 0.80
1:€:608:ASP:OD1 1:e:726: THR:HG22 1.82 0.80
1:1:608:ASP:0OD1 1:1:726: THR:HG22 1.82 0.80
1:t:608:ASP:OD1 1:t:726: THR:HG22 1.82 0.80
1:2:608:ASP:0OD1 1:2:726: THR:HG22 1.82 0.80
1:6:731:ARG:NH1 1:7:621:HIS:NE2 2.28 0.80
1:8:608:ASP:0OD1 1:8:726: THR:HG22 1.82 0.80
1:G:608:ASP:OD1 1:G:726: THR:HG22 1.82 0.80
1:L:608:ASP:0OD1 1:L:726: THR:HG22 1.82 0.80
1:0:608:ASP:OD1 1:0:726: THR:HG22 1.82 0.80
1:D:608:ASP:OD1 1:D:726: THR:HG22 1.82 0.80
1:k:608:ASP:0OD1 1:k:726: THR:HG22 1.82 0.80
1:v:608:ASP:0OD1 1:v:726: THR:HG22 1.82 0.80
1:x:731:ARG:NH1 1:y:621:HIS:NE2 2.28 0.80
1:A:608:ASP:OD1 1:A:726: THR:HG22 1.82 0.80
1:J:608:ASP:OD1 1:J:726: THR:HG22 1.82 0.80
1:U:608:ASP:OD1 1:U:726: THR:HG22 1.82 0.80
1:q:608:ASP:OD1 1:q:726: THR:HG22 1.81 0.80
1:3:608:ASP:OD1 1:3:726: THR:HG22 1.82 0.80
1:N:608:ASP:OD1 1:N:726: THR:HG22 1.82 0.80
1:R:608:ASP:0OD1 1:R:726: THR:HG22 1.81 0.80
1:V:608:ASP:OD1 1:V:726: THR:HG22 1.82 0.80
1:V:621:HIS:NE2 1:X:731:ARG:NH1 2.29 0.80
1:a:608:ASP:OD1 1:a:726: THR:HG22 1.82 0.80
1:1:608:ASP:OD1 1:4:726: THR:HG22 1.82 0.80
1:x:608:ASP:0OD1 1:x:726: THR:HG22 1.81 0.80
1:2:608:ASP:OD1 1:2:726: THR:HG22 1.82 0.80
1:4:608:ASP:OD1 1:4:726: THR:HG22 1.82 0.80
1:K:608:ASP:OD1 1:K:726: THR:HG22 1.82 0.80
1:b:608:ASP:OD1 1:b:726: THR:HG22 1.81 0.80
1:1:608:ASP:0OD1 1:1:726: THR:HG22 1.82 0.80
1:j:608:ASP:0D1 1:j:726: THR:HG22 1.82 0.80
1:p:608:ASP:OD1 1:p:726: THR:HG22 1.82 0.80
1:5:608:ASP:OD1 1:5:726: THR:HG22 1.82 0.80
1:Q:608:ASP:0OD1 1:Q:726: THR:HG22 1.82 0.80
1:P:608:ASP:OD1 1:P:726: THR:HG22 1.82 0.80
1:S:608:ASP:OD1 1:S:726: THR:HG22 1.82 0.80
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:1:608:ASP:OD1 1:1:726: THR:HG22 1.82 0.80
1:1:608:ASP:OD1 1:1:726: THR:HG22 1.82 0.80
1:h:608:ASP:OD1 1:h:726: THR:HG22 1.82 0.80
1:0:608:ASP:0OD1 1:0:726: THR:HG22 1.82 0.80
1:u:608:ASP:0OD1 1:u:726: THR:HG22 1.82 0.80
1:X:608:ASP:OD1 1:X:726: THR:HG22 1.82 0.79
1:M:608:ASP:OD1 | 1:M:726: THR:HG22 1.82 0.79
1:T:608:ASP:0OD1 1:T:726: THR:HG22 1.82 0.79
1:d:608:ASP:OD1 1:d:726: THR:HG22 1.82 0.79
1:B:608:ASP:OD1 1:B:726: THR:HG22 1.81 0.79
1:H:608:ASP:OD1 1:H:726: THR:HG22 1.82 0.79
1:W:608:ASP:OD1 | 1:W:726:THR:HG22 1.82 0.79
1:n:608:ASP:OD1 1:n:726: THR:HG22 1.82 0.79
1:m:608:ASP:OD1 1:m:726: THR:HG22 1.82 0.79
1:y:608:ASP:OD1 1:y:726: THR:HG22 1.82 0.79
1:1:608:ASP:OD1 1:1:726: THR:HG22 1.82 0.79
1:5:608:ASP:OD1 1:5:726: THR:HG22 1.82 0.79
1:6:608:ASP:OD1 1:6:726: THR:HG22 1.82 0.79
1:F:608:ASP:0OD1 1:F:726: THR:HG22 1.82 0.79
1:7:608:ASP:OD1 1:7:726: THR:HG22 1.82 0.79
1:Y:608:ASP:OD1 1:Y:726: THR:HG22 1.82 0.78
1:C:608:ASP:0OD1 1:C:726: THR:HG22 1.82 0.78
1:g:608:ASP:OD1 1:g:726: THR:HG22 1.82 0.78
1:1:244:ARG:NH1 1:1:362:PRO:O 2.17 0.78
1:w:608:ASP:0OD1 1:w:726: THR:HG22 1.82 0.78
1:E:608:ASP:OD1 1:E:726: THR:HG22 1.82 0.77
1:A:244:ARG:NH1 1:A:362:PRO:O 2.17 0.77
1:E:244:ARG:NH1 1:E:362:PRO:O 2.17 0.77
1:v:244:ARG:NH1 1:v:362:PRO:O 2.17 0.77
1:w:244:ARG:NH1 1:w:362:PRO:O 2.17 0.77
1:B:448:GLN:HE21 1:B:454:GLN:HB3 1.50 0.77
1:H:448:GLN:HE21 1:H:454:GLN:HB3 1.50 0.77
1:1:244:ARG:NH1 1:1:362:PRO:O 2.17 0.77
1:X:448:GLN:HE21 1:X:454:GLN:HB3 1.50 0.77
1:0:448:GLN:HE21 1:0:454:GLN:HB3 1.50 0.77
1:u:244:ARG:NH1 1:u:362:PRO:O 2.17 0.77
1:1:448:GLN:HE21 1:1:454:GLN:HB3 1.50 0.77
1:Q:244:ARG:NH1 1:Q:362:PRO:0O 2.17 0.77
1:x:448:GLN:HE21 1:x:454:GLN:HB3 1.50 0.77
1:5:448:GLN:HE21 1:5:454:GLN:HB3 1.50 0.77
1:Q:448:GLN:HE21 1:Q:454:GLN:HB3 1.50 0.77
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Atom-1 Atom-2 distance (A) overlap (A)

1:d:244:ARG:NH1 1:d:362:PRO:0O 2.17 0.77
1:1:244:ARG:NH1 1:1:362:PRO:O 2.17 0.77
1:x:244:ARG:NH1 1:x:362:PRO:O 2.17 0.77
1:A:448:GLN:HE21 1:A:454:GLN:HB3 1.50 0.77
1:P:244:ARG:NH1 1:P:362:PRO:O 2.17 0.77
1:n:244:ARG:NH1 1:n:362:PRO:O 2.17 0.77
1:q:448:GLN:HE21 1:q:454:GLN:HB3 1.50 0.77
1:F:448:GLN:HE21 1:F:454:GLN:HB3 1.50 0.76
1:N:244:ARG:NH1 1:N:362:PRO:O 2.17 0.76
1:R:448:GLN:HE21 1:R:454:GLN:HB3 1.50 0.76
1:y:448:GLN:HE21 1:y:454:GLN:HB3 1.50 0.76
1:2:448:GLN:HE21 1:2:454:GLN:HB3 1.50 0.76
1:J:448:GLN:HE21 1:J:454:GLN:HB3 1.50 0.76
1:7:244:ARG:NH1 1:7:362:PRO:O 2.17 0.76
1:b:448:GLN:HE21 1:b:454:GLN:HB3 1.50 0.76
1:j:244:ARG:NH1 1:j:362:PRO:O 2.17 0.76
1:v:448:GLN:HE21 1:v:454:GLN:HB3 1.50 0.76
1:3:244:ARG:NH1 1:3:362:PRO:O 2.17 0.76
1:7:448:GLN:HE21 1:7:454:GLN:HB3 1.50 0.76
1:Y:448:GLN:HE21 1:Y:454:GLN:HB3 1.50 0.76
1:¢:448:GLN:HE21 1:c:454:GLN:HB3 1.50 0.76
1:m:448:GLN:HE21 1:m:454:GLN:HB3 1.50 0.76
1:T:448:GLN:HE21 1:T:454:GLN:HB3 1.50 0.76
1:a:244:ARG:NH1 1:a:362:PRO:O 2.17 0.76
1:b:244:ARG:NH1 1:b:362:PRO:O 2.17 0.76
1:£:244:ARG:NH1 1:£:362:PRO:O 2.17 0.76
1:£:448:GLN:HE21 1:£:454:GLN:HB3 1.50 0.76
1:1:244:ARG:NH1 1:1:362:PRO:O 2.17 0.76
1:8:244:ARG:NH1 1:8:362:PRO:O 2.17 0.76
1:D:448:GLN:HE21 1:D:454:GLN:HB3 1.50 0.76
1:1:448:GLN:HE21 1:1:454:GLN:HB3 1.50 0.76
1:L:448:GLN:HE21 1:L:454:GLN:HB3 1.50 0.76
1:M:448:GLN:HE21 1:M:454:GLN:HB3 1.50 0.76
1:S:244:ARG:NH1 1:S:362:PRO:0O 2.17 0.76
1:T:244:ARG:NH1 1:T:362:PRO:0O 2.17 0.76
1:V:244:ARG:NH1 1:V:362:PRO:O 2.17 0.76
1:e:448:GLN:HE21 1:e:454:GLN:HB3 1.50 0.76
1:u:448:GLN:HE21 1:u:454:GLN:HB3 1.50 0.76
1:2:448:GLN:HE21 1:2:454:GLN:HB3 1.50 0.76
1:F:244:ARG:NH1 1:F:362:PRO:O 2.17 0.76
1:G:448:GLN:HE21 1:G:454:GLN:HB3 1.50 0.76
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Atom-1 Atom-2 distance (A) overlap (A)
1:X:244:ARG:NH1 1:X:362:PRO:O 2.17 0.76
1:h:448:GLN:HE21 1:h:454:GLN:HB3 1.50 0.76
1:k:448:GLN:HE21 1:k:454:GLN:HB3 1.50 0.76
1:m:244:ARG:NH1 1:m:362:PRO:O 2.17 0.76
1:p:244:ARG:NH1 1:p:362:PRO:O 2.17 0.76
1:p:448:GLN:HE21 1:p:454:GLN:HB3 1.50 0.76
1:t:448:GLN:HE21 1:t:454:GLN:HB3 1.50 0.76
1:1:244:ARG:NH1 1:1:362:PRO:O 2.17 0.76
1:K:244:ARG:NH1 1:K:362:PRO:O 2.17 0.76
1:V:448:GLN:HE21 1:V:454:GLN:HB3 1.50 0.76
1:y:244:ARG:NH1 1:y:362:PRO:O 2.17 0.76
1:R:244:ARG:NH1 1:R:362:PRO:O 2.17 0.76
1:0:244:ARG:NH1 1:0:362:PRO:O 2.17 0.76
1:4:244:ARG:NH1 1:4:362:PRO:O 2.17 0.76
1:6:448:GLN:HE21 1:6:454:GLN:HB3 1.50 0.76
1:3:448:GLN:HE21 1:j:454:GLN:HB3 1.50 0.75
1:1:448:GLN:HE21 1:1:454:GLN:HB3 1.50 0.75
1:C:244:ARG:NH1 1:C:362:PRO:O 2.17 0.75
1:0:448:GLN:HE21 1:0:454:GLN:HB3 1.50 0.75
1:P:448:GLN:HE21 1:P:454:GLN:HB3 1.50 0.75
1:W:448:GLN:HE21 | 1:W:454:GLN:HB3 1.50 0.75
1:g:244:ARG:NH1 1:¢:362:PRO:O 2.17 0.75
1:n:448: GLN:HE21 1:n:454:GLN:HB3 1.50 0.75
1:q:244:ARG:NH1 1:q:362:PRO:O 2.17 0.75
1:w:448:GLN:HE21 1:w:454:GLN:HB3 1.50 0.75
1:C:448:GLN:HE21 1:C:454:GLN:HB3 1.50 0.75
1:D:244:ARG:NH1 1:D:362:PRO:O 2.17 0.75
1:a:448:GLN:HE21 1:a:454:GLN:HB3 1.50 0.75
1:g:448:GLN:HE21 1:g:454:GLN:HB3 1.50 0.75
1:d:448: GLN:HE21 1:d:454:GLN:HB3 1.50 0.75
1:8:448:GLN:HE21 1:8:454:GLN:HB3 1.50 0.75
1:E:448:GLN:HE21 1:E:454:GLN:HB3 1.50 0.75
1:k:244:ARG:NH1 1:k:362:PRO:O 2.17 0.75
1:3:448:GLN:HE21 1:3:454:GLN:HB3 1.50 0.75
1:K:448:GLN:HE21 1:K:454:GLN:HB3 1.50 0.75
1:N:448:GLN:HE21 1:N:454:GLN:HB3 1.50 0.75
1:7:448:GLN:HE21 1:7:454:GLN:HB3 1.50 0.75
1:1:448:GLN:HE21 1:1:454:GLN:HB3 1.50 0.75
1:5:448:GLN:HE21 1:5:454:GLN:HB3 1.50 0.75
1:M:244:ARG:NH1 1:M:362:PRO:O 2.17 0.75
1:h:244:ARG:NH1 1:h:362:PRO:0O 2.17 0.74
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Atom-1 Atom-2 distance (A) overlap (A)
1:4:448:GLN:HE21 1:4:454:GLN:HB3 1.50 0.74
1:U:448:GLN:HE21 1:U:454:GLN:HB3 1.50 0.74
1:1:448:GLN:HE21 1:r:454:GLN:HB3 1.50 0.73
1:Y:244:ARG:NH1 1:Y:362:PRO:O 2.17 0.73
1:2:244:ARG:NH1 1:2:362:PRO:O 2.17 0.73
1:1:480:CYS:SG 1:I:574:TYR:HB2 2.29 0.73
1:R:480:CYS:SG 1:R:574:TYR:HB2 2.29 0.73
1:S:448:GLN:HE21 1:S:454:GLN:HB3 1.50 0.73
1:T:480:CYS:SG 1:T:574:TYR:HB2 2.29 0.73
1:U:480:CYS:SG 1:U:574:TYR:HB2 2.29 0.73
1:m:480:CYS:SG 1:m:574: TYR:HB2 2.29 0.73
1:q:480:CYS:SG 1:q:574:TYR:HB2 2.29 0.73
1:5:480:CYS:SG 1:8:574:TYR:HB2 2.29 0.73
1:7:244:ARG:NH1 1:7:362:PRO:O 2.17 0.73
1:B:244:ARG:NH1 1:B:362:PRO:O 2.17 0.73
1:B:480:CYS:SG 1:B:574:TYR:HB2 2.29 0.73
1:F:480:CYS:SG 1:F:574: TYR:HB2 2.29 0.73
1:H:480:CYS:SG 1:H:574: TYR:HB2 2.29 0.73
1:S:480:CYS:SG 1:S:574:TYR:HB2 2.29 0.73
1:u:480:CYS:SG 1:u:b74: TYR:HB2 2.29 0.73
1:y:480:CYS:SG 1:y:574:'TYR:HB2 2.29 0.73
1:1:480:CYS:SG 1:1:574:TYR:HB2 2.29 0.73
1:5:480:CYS:SG 1:5:574: TYR:HB2 2.29 0.73
1:K:480:CYS:SG 1:K:574:TYR:HB2 2.29 0.73
1:X:480:CYS:SG 1:X:574: TYR:HB2 2.29 0.73
1:€:480:CYS:SG 1:e:574:TYR:HB2 2.29 0.73
1:j:480:CYS:SG 1:5:574:TYR:HB2 2.29 0.73
1:1:480:CYS:SG 1:r:574: TYR:HB2 2.29 0.73
1:4:480:CYS:SG 1:4:574:TYR:HB2 2.29 0.73
1:J:244:ARG:NH1 1:J:362:PRO:O 2.17 0.73
1:P:480:CYS:SG 1:P:574:TYR:HB2 2.29 0.73
1:¢:480:CYS:SG 1:¢:574:TYR:HB2 2.29 0.73
1:0:480:CYS:SG 1:0:574:TYR:HB2 2.29 0.73
1:M:480:CYS:SG 1:M:574: TYR:HB2 2.29 0.73
1:W:244:ARG:NH1 1:W:362:PRO:O 2.17 0.73
1:d:480:CYS:SG 1:d:574:TYR:HB2 2.29 0.73
1:h:480:CYS:SG 1:h:574: TYR:HB2 2.29 0.73
1:n:480:CYS:SG 1:n:574:TYR:HB2 2.29 0.73
1:5:244:ARG:NH1 1:5:362:PRO:O 2.17 0.73
1:b:480:CYS:SG 1:b:574:TYR:HB2 2.29 0.73
1:£:480:CYS:SG 1:£:574: TYR:HB2 2.29 0.73
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1:1:480:CYS:SG 1:1:574:TYR:HB2 2.29 0.73
1:3:480:CYS:SG 1:3:574: TYR:HB2 2.29 0.73
1:7:480:CYS:SG 1:7:574: TYR:HB2 2.29 0.73
1:U:244:ARG:NH1 1:U:362:PRO:O 2.17 0.73
1:Y:480:CYS:SG 1:Y:574: TYR:HB2 2.29 0.73
1:6:244:ARG:NH1 1:6:362:PRO:O 2.17 0.73
1:N:480:CYS:SG 1:N:574: TYR:HB2 2.29 0.73
1:C:480:CYS:SG 1:C:574:TYR:HB2 2.29 0.72
1:a4:480:CYS:SG 1:a:574: TYR:HB2 2.29 0.72
1:G:480:CYS:SG 1:G:574:TYR:HB2 2.29 0.72
1:0:480:CYS:SG 1:0:574:TYR:HB2 2.29 0.72
1:g:480:CYS:SG 1:g:574:TYR:HB2 2.29 0.72
1:t:480:CYS:SG 1:4:574:TYR:HB2 2.29 0.72
1:J:480:CYS:SG 1:J:574:- TYR:HB2 2.29 0.72
1:k:480:CYS:SG 1:k:574:TYR:HB2 2.29 0.72
1:1:480:CYS:SG 1:1:574:TYR:HB2 2.29 0.72
1:2:480:CYS:SG 1:2:574: TYR:HB2 2.29 0.72
1:Q:480:CYS:SG 1:Q:574:TYR:HB2 2.29 0.72
1:p:480:CYS:SG 1:p:574:'TYR:HB2 2.29 0.72
1:x:480:CYS:SG 1:x:574:TYR:HB2 2.29 0.72
1:D:480:CYS:SG 1:D:574: TYR:HB2 2.29 0.72
1:E:480:CYS:SG 1:E:574:TYR:HB2 2.29 0.72
1:H:244:ARG:NH1 1:H:362:PRO:O 2.17 0.72
1:W:480:CYS:SG 1:W:574: TYR:HB2 2.29 0.72
1:6:480:CYS:SG 1:6:574: TYR:HB2 2.29 0.72
1:V:480:CYS:SG 1:V:574: TYR:HB2 2.29 0.72
1:w:480:CYS:SG 1:w:b74:TYR:HB2 2.29 0.72
1:2:480:CYS:SG 1:2:574:TYR:HB2 2.29 0.72
1:2:244:ARG:NH1 1:2:362:PRO:O 2.17 0.72
1:A:480:CYS:SG 1:A:574: TYR:HB2 2.29 0.72
1:1L:244:ARG:NH1 1:L:362:PRO:O 2.17 0.72
1:L:480:CYS:SG 1:L:574:TYR:HB2 2.29 0.72
1:U:228|B|:HIS:HD2 | 1:U:241:THR:HG21 1.55 0.72
1:5:228|B|:HIS:HD2 | 1:s:241:THR:HG21 1.55 0.72
1:5:244:ARG:NH1 1:5:362:PRO:O 2.17 0.72
1:E:228|B|:HIS:HD2 | 1:E:241:THR:HG21 1.55 0.72
1:G:244:ARG:NH1 1:G:362:PRO:O 2.17 0.72
1:0:244:ARG:NH1 1:0:362:PRO:O 2.17 0.72
1:X:228|B|:HIS:HD2 | 1:X:241:THR:HG21 1.55 0.72
1:t:244:ARG:NH1 1:t:362:PRO:O 2.17 0.72
1:v:480:CYS:SG 1:v:574:TYR:HB2 2.29 0.72
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:T:228|B|:HIS:HD2 | 1:T:241:THR:HG21 1.55 0.71
1:7:480:CYS:SG 1:7:574:TYR:HB2 2.29 0.71
1:m:228|B|:HIS:HD2 | 1:m:241:THR:HG21 1.55 0.71
1:0:228|B|:HIS:HD2 | 1:0:241:THR:HG21 1.55 0.71
1:w:228|B|:HIS:HD2 | 1:w:241:THR:HG21 1.55 0.71
1:2:228|B|:HIS:HD2 | 1:2:241:THR:HG21 1.55 0.71
1:J:228B|:HIS:HD2 | 1:J:241:THR:HG21 1.55 0.71
1:L:228|BJ:HIS:HD2 | 1:L:241:THR:HG21 1.55 0.71
1:W:228|B|:HIS:HD2 | 1:W:241:THR:HG21 1.55 0.71
1:b:228|B|:HIS:HD2 | 1:b:241:THR:HG21 1.55 0.71
1:£:228B|:HIS:HD2 | 1:f:241:THR:HG21 1.55 0.71
1:n:228|B|:HIS:HD2 | 1:n:241:THR:HG21 1.55 0.71
1:3:228|B|:HIS:HD2 | 1:3:241:THR:HG21 1.55 0.71
1:6:228|B|:HIS:HD2 | 1:6:241:THR:HG21 1.55 0.71
1:D:228|B|:HIS:HD2 | 1:D:241:THR:HG21 1.55 0.71
1:a:228|B|:HIS:HD2 | 1:a:241:THR:HG21 1.55 0.71
1:d:228|B|:HIS:HD2 | 1:d:241:THR:HG21 1.55 0.71
1:8:480:CYS:SG 1:8:574:TYR:HB2 2.29 0.71
1:K:228|B|:HIS:HD2 | 1:K:241:THR:HG21 1.55 0.71
1:c:244:ARG:NH1 1:¢:362:PRO:O 2.17 0.71
1:2:228|B|:HIS:HD2 | 1:z:241:THR:HG21 1.55 0.71
1:k:228|B|:HIS:HD2 | 1:k:241:THR:HG21 1.55 0.71
1:4:228|B|:HIS:HD2 | 1:4:241:THR:HG21 1.55 0.71
1:B:228|B|:HIS:HD2 | 1:B:241:THR:HG21 1.55 0.71
1:e:244:ARG:NH1 1:e:362:PRO:O 2.17 0.71
1:I:228|B|:HIS:HD2 | 1:1:241:THR:HG21 1.55 0.71
1:u:228[B|:HIS:HD2 | 1:u:241:THR:HG21 1.55 0.71
1:1:228|B|:HIS:HD2 | 1:1:241:THR:HG21 1.55 0.71
1:7:228|B|:HIS:HD2 | 1:7:241:THR:HG21 1.55 0.71
1:C:228|B|:HIS:HD2 | 1:C:241:THR:HG21 1.55 0.71
1:¢:228|B|:HIS:HD2 | 1:g:241:THR:HG21 1.55 0.71
1:H:228|B|:HIS:HD2 | 1:H:241:THR:HG21 1.55 0.71
1:Y:228|B|:HIS:HD2 | 1:Y:241:THR:HG21 1.55 0.71
1:p:228|B|:HIS:HD2 | 1:p:241:THR:HG21 1.55 0.71
1:x:228|B|:HIS:HD2 | 1:x:241:THR:HG21 1.55 0.71
1:H:249:PRO:HG3 1:H:370:MET:HE3 1.73 0.70
1:Q:249:PRO:HGS3 1:Q:370:MET:HE3 1.73 0.70
1:t:249:PRO:HG3 1:6:370:MET:HE3 1.73 0.70
1:A:249:PRO:HG3 1:A:370:MET:HE3 1.73 0.70
1:G:249:PRO:HG3 1:G:370:MET:HE3 1.73 0.70
1:Q:228|B|:HIS:HD2 | 1:QQ:241: THR:HG21 1.55 0.70
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:V:249:PRO:HG3 1:V:370:-MET:HE3 1.73 0.70
1:p:249:PRO:HG3 1:p:370:MET:HE3 1.73 0.70
1:x:249:PRO:HG3 1:x:370:MET:HE3 1.73 0.70
1:2:249:PRO:HG3 1:2:370:MET:-HE3 1.73 0.70
1:3:249:PRO:HG3 1:3:370:MET:HE3 1.73 0.70
1:5:228|B|:HIS:HD2 | 1:5:241:THR:HG21 1.55 0.70
1:6:249:PRO:HG3 1:6:370:-MET:HE3 1.73 0.70
1:G:228|B|:HIS:HD2 | 1:G:241:THR:HG21 1.55 0.70
1:1:249:PRO:HG3 1:L:370:MET:HE3 1.73 0.70
1:a:249:PRO:HG3 1:a:370:MET:HE3 1.73 0.70
1:h:249:PRO:HG3 1:h:370:MET:HE3 1.73 0.70
1:t:228|B|:HIS:HD2 1:t:241: THR:HG21 1.55 0.70
1:v:249:PRO:HG3 1:v:370:MET:-HE3 1.73 0.70
1:5:249:PRO:HG3 1:5:370:MET:HE3 1.74 0.70
1:E:249:PRO:HG3 1:E:370:MET:HE3 1.73 0.70
1:F:228|B|:HIS:HD2 | 1:F:241:THR:HG21 1.55 0.70
1:M:249:PRO:HG3 1:M:370:MET:HE3 1.74 0.70
1:V:228|B|:HIS:HD2 | 1:V:241:THR:HG21 1.55 0.70
1:W:249:PRO:HG3 1:W:370:MET:HE3 1.74 0.70
1:d:249:PRO:HG3 1:d:370:MET:HE3 1.73 0.70
1:n:249:PRO:HG3 1:n:370:MET:HE3 1.73 0.70
1:q:228|B|:HIS:HD2 | 1:q:241:THR:HG21 1.55 0.70
1:w:249:PRO:HG3 1:w:370:MET:HE3 1.73 0.70
1:1:249:PRO:HG3 1:1:370:MET:HE3 1.73 0.70
1:B:249:PRO:HG3 1:B:370:MET:HE3 1.73 0.70
1:M:228|B|:HIS:HD2 | 1:M:241:THR:HG21 1.55 0.70
1:R:228|B|:HIS:HD2 | 1:R:241:THR:HG21 1.55 0.70
1:0:446:ARG:HB2 1:0:459:LEU:HB2 1.74 0.70
1:A:228|B|:HIS:HD2 | 1:A:241:THR:HG21 1.55 0.70
1:N:228|BJ:HIS:HD2 | 1:N:241:THR:HG21 1.55 0.70
1:X:446:ARG:HB2 1:X:459:LEU:HB2 1.74 0.70
1:5:446:ARG:HB2 1:5:459:LEU:HB2 1.74 0.70
1:y:228|B|:HIS:HD2 | 1:y:241:THR:HG21 1.55 0.70
1:U:446:ARG:HB2 1:U:459:LEU:HB2 1.74 0.70
1:w:446:ARG:HB2 1:w:459:LEU:HB2 1.74 0.70
1:B:446:ARG:HB2 1:B:459:LEU:HB2 1.74 0.70
1:E:446:ARG:HB2 1:E:459:LEU:HB2 1.74 0.70
1:h:228|B|:HIS:HD2 | 1:h:241:THR:HG21 1.55 0.70
1:n:446:ARG:HB2 1:n:459:LEU:HB2 1.74 0.70
1:v:228|B|:HIS:HD2 | 1:v:241:THR:HG21 1.55 0.70
1:2:249:PRO:HG3 1:2:370:MET:HE3 1.74 0.70
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:J:249:PRO:HG3 1:J:370:MET:HE3 1.74 0.70
1:N:446:ARG:HB2 1:N:459:LEU:HB2 1.74 0.70
1:T:249:PRO:HG3 1:T:370:MET:HE3 1.73 0.70
1:a:446:ARG:HB2 1:a:459:LEU:HB2 1.74 0.70
1:d:446:ARG:HB2 1:d:459:LEU:HB2 1.74 0.70
1:e:228[B|:HIS:HD2 | 1:e:241:THR:HG21 1.55 0.70
1:1:228|B|:HIS:HD2 | 1:i:241:THR:HG21 1.55 0.70
1:1:228|B|:HIS:HD2 | 1:1:241:THR:HG21 1.55 0.70
1:j:228[B|:HIS:HD2 | 1:j:241:THR:HG21 1.55 0.70
1:1:446:ARG:HB2 1:1:459:LEU:HB2 1.74 0.70
1:3:446:ARG:HB2 1:3:459:LEU:HB2 1.74 0.70
1:8:228|B|:HIS:HD2 | 1:8:241:THR:HG21 1.55 0.70
1:C:249:PRO:HG3 1:C:370:MET:HE3 1.73 0.69
1:D:249:PRO:HG3 1:D:370:MET:HE3 1.73 0.69
1:F:446:ARG:HB2 1:F:459:LEU:HB2 1.74 0.69
1:K:446:ARG:HB2 1:K:459:LEU:HB2 1.74 0.69
1:0:228|B]:HIS:HD2 | 1:0:241:THR:HG21 1.55 0.69
1:R:446:ARG:HB2 1:R:459:LEU:HB2 1.74 0.69
1:¢:228[B|:HIS:HD2 | 1:c:241:THR:HG21 1.55 0.69
1:1:446:ARG:HB2 1:1:459:LEU:HB2 1.74 0.69
1:m:249:PRO:HG3 1:m:370:-MET:HE3 1.73 0.69
1:K:249:PRO:HG3 1:K:370:MET:HE3 1.73 0.69
1:P:228|B|:HIS:HD2 | 1:P:241:THR:HG21 1.55 0.69
1:k:249:PRO:HG3 1:k:370:MET:HE3 1.74 0.69
1:q:446:ARG:HB2 1:q:459:LEU:HB2 1.74 0.69
1:r:228B:HIS:HD2 | 1:r:241:THR:HG21 1.55 0.69
1:1:249:PRO:HG3 1:r:370:MET:HE3 1.74 0.69
1:4:249:PRO:HG3 1:4:370:MET:HE3 1.73 0.69
1:4:446:ARG:HB2 1:4:459:LEU:HB2 1.74 0.69
1:G:446:ARG:HB2 1:G:459:LEU:HB2 1.74 0.69
1:S:249:PRO:HG3 1:S:370:MET:HE3 1.74 0.69
1:7:228|B|:HIS:HD2 | 1:Z:241:THR:HG21 1.55 0.69
1:2:249:PRO:HG3 1:g:370:MET:HE3 1.73 0.69
1:y:249:PRO:HG3 1:y:370:MET:HE3 1.73 0.69
1:y:446:ARG:HB2 1:y:459:LEU:HB2 1.74 0.69
1:8:446:ARG:HB2 1:8:459:LEU:HB2 1.74 0.69
1:F:249:PRO:HG3 1:F:370:MET:HE3 1.73 0.69
1:S:228|B|:HIS:HD2 | 1:S:241:THR:HG21 1.55 0.69
1:7:446:ARG:HB2 1:7:459:LEU.-HB2 1.74 0.69
1:c:446:ARG:HB2 1:¢:459:LEU:HB2 1.74 0.69
1:t:446:ARG:HB2 1:t:459:LEU:HB2 1.74 0.69
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:1:446:ARG:HB2 1:1L:459:LEU:HB2 1.74 0.69
1:0:446:ARG:HB2 1:0:459:LEU:HB2 1.74 0.69
1:¢:249:PRO:HG3 1:¢:370:MET:HE3 1.73 0.69
1:e:446:ARG:HB2 1:e:459:LEU:HB2 1.74 0.69
1:£:249:PRO:HG3 1:£:370:MET:HE3 1.73 0.69
1:S:446:ARG:HB2 1:S:459:LEU:HB2 1.74 0.69
1:X:249:PRO:HG3 1:X:370:MET:HE3 1.73 0.69
1:h:446:ARG:HB2 1:h:459:LEU:HB2 1.74 0.69
1:1:446:ARG:HB2 1:1:459:LEU:HB2 1.74 0.69
1:2:446:ARG:HB2 1:2:459:LEU:HB2 1.74 0.69
1:1:249:PRO:HG3 1:1:370:-MET:HE3 1.73 0.69
1:M:446:ARG:HB2 1:M:459:LEU:HB2 1.74 0.69
1:T:446:ARG:HB2 1:T:459:LEU:HB2 1.74 0.69
1:Y:446:ARG:HB2 1:Y:459:LEU:HB2 1.74 0.69
1:b:249:PRO:HG3 1:b:370:MET:HE3 1.73 0.69
1:m:446:ARG:HB2 1:m:459:LEU:HB2 1.74 0.69
1:r:446:ARG:HB2 1:1:459:LEU:HB2 1.74 0.69
1:J:446:ARG:HB2 1:J:459:LEU:HB2 1.74 0.69
1:b:446:ARG:HB2 1:b:459:LEU:HB2 1.74 0.69
1::249:PRO:HG3 1:e:370:MET:-HE3 1.73 0.69
1:£:446:ARG:HB2 1:£:459:LEU:HB2 1.74 0.69
1:0:249:PRO:HG3 1:0:370:MET:HE3 1.73 0.69
1:u:249:PRO:HG3 1:u:370:MET:HE3 1.73 0.69
1:2:446:ARG:HB2 1:2:459:LEU:HB2 1.74 0.69
1:6:446:ARG:HB2 1:6:459:LEU:HB2 1.74 0.69
1:7:446:ARG:HB2 1:7:459:LEU:HB2 1.74 0.69
1:V:446:ARG:HB2 1:V:459:LEU:HB2 1.74 0.69
1:W:446:ARG:HB2 1:W:459:LEU:HB2 1.74 0.69
1:k:446:ARG:HB2 1:k:459:LEU:HB2 1.74 0.69
1:1:446:ARG:HB2 1:1:459:LEU:HB2 1.74 0.68
1:7:249:PRO:HG3 1:7:370:MET:-HE3 1.74 0.68
1:q:249:PRO:HG3 1:q:370:MET:HE3 1.73 0.68
1:D:446:ARG:HB2 1:D:459:LEU:HB2 1.74 0.68
1:Q:446:ARG:HB2 1:Q:459:LEU:HB2 1.74 0.68
1:U:249:PRO:HG3 1:U:370:MET:HE3 1.73 0.68
1:5:249:PRO:HG3 1:5:370:MET:HE3 1.73 0.68
1:u:446:ARG:HB2 1:u:459:LEU:HB2 1.74 0.68
1:x:446:ARG:HB2 1:x:459:LEU:HB2 1.74 0.68
1:7:249:PRO:HG3 1:7:370:MET:HE3 1.74 0.68
1:P:249:PRO:HG3 1:P:370:MET:-HE3 1.74 0.68
1:R:249:PRO:HG3 1:R:370:MET:HE3 1.73 0.68
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Atom-1 Atom-2 distance (A) overlap (A)
1:p:446:ARG:HB2 1:p:459:LEU:HB2 1.74 0.68
1:8:249:PRO:HG3 1:8:370:MET:HE3 1.74 0.68
1:Y:249:PRO:HG3 1:Y:370:MET:HE3 1.74 0.68
1:j:446:ARG:HB2 1:j:459:LEU:HB2 1.74 0.68
1:H:446:ARG:HB2 1:H:459:LEU:HB2 1.74 0.68
1:1:249:PRO:HG3 1:1:370:MET:HE3 1.74 0.68
1:j:249:PRO:HG3 1:j:370:MET:HE3 1.74 0.68
1:5:446:ARG:HB2 1:5:459:LEU:HB2 1.74 0.68
1:0:249:PRO:HG3 1:0:370:MET:HE3 1.74 0.68
1:P:446:ARG:HB2 1:P:459:LEU:HB2 1.74 0.68
1:1:249:PRO:HG3 1:1:370:MET:HE3 1.74 0.68
1:C:446:ARG:HB2 1:C:459:LEU:HB2 1.74 0.68
1:N:249:PRO:HG3 1:N:370:MET:HE3 1.73 0.68
1:g:446:ARG:HB2 1::459:LEU:HB2 1.74 0.68
1:A:446:ARG:HB2 1:A:459:LEU:HB2 1.74 0.67
1:v:446:ARG:HB2 1:v:459:LEU:HB2 1.74 0.67
1:j:226:ASN:HD22 1:x:401:MET:H 1.45 0.65
1:¢:623:ASP:0OD1 1:h:421:SER:OG 2.15 0.65
1:P:226:ASN:HD22 1:Q:401:MET:H 1.45 0.65
1:T:401:MET:H 1:1:226:ASN:HD22 1.45 0.65
1:N:226:ASN:HD22 1:m:401:MET:H 1.45 0.65
1:T:226:ASN:HD22 1:U:401:MET:H 1.45 0.65
1:m:226:ASN:HD22 1:5:401:MET:H 1.45 0.65
1:X:226:ASN:HD22 1:Y:401:MET:H 1.43 0.64
1:¢:421:SER:OG 1:0:623:ASP:0OD1 2.16 0.64
1:1:401:MET:H 1:n:226:ASN:HD22 1.45 0.64
1:C:421:SER:OG 1:b:623:ASP:0OD1 2.16 0.64
1:C:623:ASP:0OD1 1:M:421:SER:OG 2.15 0.64
1:0:401:MET:H 1:d:226:ASN:HD22 1.45 0.64
1:0:421:SER:OG 1:m:623:ASP:OD1 2.15 0.64
1:X:623:ASP:OD1 1:¢:421:SER:OG 2.16 0.64
1:r:401:MET:H 1:x:226:ASN:HD22 1.45 0.64
1:A:623:ASP:OD1 1:1:421:SER:OG 2.15 0.64
1:F:623:ASP:0OD1 1:Q:421:SER:OG 2.16 0.64
1:QQ:226:ASN:HD22 1:S:401:MET:H 1.45 0.64
1:T:623:ASP:OD1 1:1:421:SER:OG 2.15 0.64
1:£:623:ASP:0OD1 1:g:421:SER:OG 2.16 0.64
1:t:226:ASN:HD22 1:6:401:MET:H 1.46 0.64
1:x:421:SER:OG 1:y:623:ASP:OD1 2.16 0.64
1:2:401:MET:H 1:4:226:ASN:HD22 1.45 0.64
1:H:226:ASN:HD22 1:1:401:MET:H 1.45 0.64
Continued on next page...
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Atom-1 Atom-2 distance (A) overlap (A)

1:K:226:ASN:HD22 1:1L:401:MET:H 1.45 0.64
1:K:421:SER:OG 1:a:623:ASP:0OD1 2.15 0.64
1:M:623:ASP:OD1 1:b:421:SER:OG 2.15 0.64
1:7:401:MET:H 1:a:226:ASN:HD22 1.45 0.64
1:3:226:ASN:HD22 1:8:401:MET:H 1.45 0.64
1:3:623:ASP:OD1 1:4:421:SER:OG 2.15 0.64
1:A:226:ASN:HD22 1:E:401:MET:H 1.45 0.64
1:G:226:ASN:HD22 1:W:401:MET:H 1.46 0.64
1:J:226:ASN:HD22 l:a:401:MET:H 1.46 0.64
1:a:421:SER:OG 1:8:623:ASP:0OD1 2.15 0.64
1:b:226:ASN:HD22 1:0:401:MET:H 1.45 0.64
1:¢:401:MET:H 1:5:226:ASN:HD22 1.46 0.64
1:u:401:MET:H 1:5:226:ASN:HD22 1.45 0.64
1:E:421:SER:OG 1:Q:623:ASP:0OD1 2.15 0.64
1:U:226:ASN:HD22 1l:e:401:MET:H 1.46 0.64
1:d:421:SER:OG 1:1:623:ASP:0OD1 2.15 0.64
1:v:226:ASN:HD22 1:w:401:MET:H 1.45 0.64
1:2:226:ASN:HD22 1:3:401:MET:H 1.46 0.64
1:0:623:ASP:OD1 1:n:421:SER:OG 2.15 0.64
1:Y:226:ASN:HD22 1:4:401:MET:H 1.45 0.64
1:7:623:ASP:0OD1 1:3:421:SER:OG 2.15 0.64
1:w:421:SER:OG 1:x:623:ASP:OD1 2.15 0.64
1:B:421:SER:OG 1:J:623:ASP:0OD1 2.15 0.64
1:K:401:MET:H 1:7:226:ASN:HD22 1.45 0.64
1:R:421:SER:OG 1:S:623:ASP:0OD1 2.15 0.64
1:q:421:SER:OG 1:1:623:ASP:OD1 2.15 0.64
1:u:421:SER:OG 1:v:623:ASP:OD1 2.16 0.64
1:P:294:ASP:0D2 1:Q:396:TYR:OH 2.16 0.63
1:S:226:ASN:HD22 1:d:401:MET:H 1.46 0.63
1:X:294:ASP:0OD2 1:Y:396: TYR:OH 2.16 0.63
1:7:421:SER:OG 1:4:623:ASP:0OD1 2.15 0.63
1:t:401:MET:H 1:y:226:ASN:HD22 1.45 0.63
1:K:623:ASP:OD1 1:8:421:SER:OG 2.15 0.63
1:f:421:SER:OG 1:h:623:ASP:OD1 2.16 0.63
1:n:401:MET:H 1:1:226:ASN:HD22 1.46 0.63
1:1:421:SER:OG 1:2:623:ASP:0OD1 2.15 0.63
1:j:294:ASP:0D2 1:x:396: TYR:OH 2.17 0.63
1:q:623:ASP:0OD1 1:5:421:SER:OG 2.16 0.63
1:F:226:ASN:HD22 1:G:401:MET:H 1.45 0.63
1:G:294:ASP:0D2 1:W:396: TYR:OH 2.17 0.63
1:J:421:SER:OG 1:L:623:ASP:0OD1 2.15 0.63
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Atom-1 Atom-2 distance (A) overlap (A)

1:V:421:SER:OG 1:€:623:ASP:0OD1 2.16 0.63
1:2:623:ASP:0OD1 1:2:421:SER:OG 2.15 0.63
1:A:421:SER:OG 1:G:623:ASP:0OD1 2.15 0.63
1:G:421:SER:OG 1:1:623:ASP:OD1 2.15 0.63

1:g:401:MET:H 1:k:226:ASN:HD22 1.45 0.63
1:q:226:ASN:HD22 1:y:401:MET:H 1.46 0.63
1:u:226:ASN:HD22 1:2:401:-MET:H 1.45 0.63
1:R:623:ASP:0OD1 1:U:421:SER:OG 2.16 0.63
1:W:421:SER:OG 1:Y:623:ASP:OD1 2.16 0.63
1:p:396:TYR:OH 1:6:294:ASP:0D2 2.17 0.63
1:t:294:ASP:0OD2 1:6:396: TYR:OH 2.17 0.63
1:t:421:SER:OG 1:u:623:ASP:OD1 2.15 0.63

1:F:401:MET:H 1:R:226:ASN:HD22 1.46 0.63
1:Q:294:ASP:0D2 1:5:396: TYR:OH 2.16 0.63
1:V:396: TYR:OH 1:W:294:ASP:0OD2 2.17 0.63
1:¢:623:ASP:OD1 1:p:421:SER:OG 2.16 0.63
1:€:226:ASN:HD22 1:h:401:MET:H 1.45 0.63
1:2:294:ASP:0D2 1:1:396: TYR:OH 2.16 0.63
1:m:421:SER:OG 1:n:623:ASP:0OD1 2.15 0.63
1:p:226:ASN:HD22 1:q:401:MET:H 1.45 0.63
1:B:396:TYR:OH 1:C:294:ASP:0OD2 2.16 0.63
1:H:294:ASP:0D2 1:1:396: TYR:OH 2.16 0.63
1:1:226:ASN:HD22 1:J:401:MET:H 1.45 0.63
1:K:294:ASP:0OD2 1:1L:396: TYR:OH 2.16 0.63
1:K:396: TYR:OH 1:7:294:ASP:0OD2 2.17 0.63
1:R:401:MET:H 1:V:226:ASN:HD22 1.45 0.63
1:V:623:ASP:0OD1 1:X:421:SER:OG 2.16 0.63
1:n:396: TYR:OH 1:1:294:ASP:0OD2 2.17 0.63
1:r:396: TYR:OH 1:x:294:ASP:0D2 2.16 0.63
1:6:421:SER:OG 1:7:623:ASP:0OD1 2.16 0.63
1:C:401:MET:H 1:D:226:ASN:HD22 1.45 0.63
1:1:294:ASP:0OD2 1:J:396: TYR:OH 2.16 0.63
1:M:401:MET:H 1:¢:226:ASN:HD22 1.45 0.63
1:T:421:SER:OG 1:d:623:ASP:OD1 2.15 0.63
1:Y:294:ASP:0OD2 1:4:396: TYR:OH 2.17 0.63
1:1:623:ASP:OD1 1:k:421:SER:OG 2.16 0.63
1:p:294:ASP:0D2 1:q:396: TYR:OH 2.16 0.63
1:u:294:ASP:0D2 1:2:396: TYR:OH 2.16 0.63
1:u:396:TYR:OH 1:5:294:ASP:0D2 2.17 0.63
1:w:623:ASP:OD1 1:y:421:SER:OG 2.16 0.63
1:2:396:TYR:OH 1:4:294:ASP:0OD2 2.16 0.63
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Atom-1 Atom-2 distance (A) overlap (A)

1:B:623:ASP:0OD1 1:L:421:SER:OG 2.15 0.62
1:E:623:ASP:0OD1 1:F:421:SER:OG 2.15 0.62
1:F:396:TYR:OH 1:R:294:ASP:0OD2 2.17 0.62
1:M:226:ASN:HD22 1:N:401:MET:H 1.46 0.62
1:0:294:ASP:0OD2 1:P:396: TYR:OH 2.17 0.62
1:S:294:ASP:0D2 1:d:396: TYR:OH 2.17 0.62
1:0:226:ASN:HD22 1:7:401:-MET:H 1.45 0.62
1:D:421:SER:OG 1:N:623:ASP:0OD1 2.16 0.62
1:D:623:ASP:0OD1 1:P:421:SER:OG 2.16 0.62
1:R:396:TYR:OH 1:V:294:ASP:0OD2 2.16 0.62
1:S:421:SER:OG 1:U:623:ASP:OD1 2.15 0.62
1:€:294:ASP:0D2 1:h:396:TYR:OH 2.16 0.62
1:0:421:SER:OG 1:p:623:ASP:OD1 2.15 0.62
1:q:294:ASP:0D2 1:y:396:TYR:OH 2.17 0.62
1:t:623:ASP:OD1 1:v:421:SER:OG 2.16 0.62
1:v:396: TYR:OH 1:1:294:ASP:0OD2 2.17 0.62
1:2:421:SER:OG 1:1:623:ASP:OD1 2.16 0.62
1:A:396: TYR:OH 1:B:294:ASP:0OD2 2.17 0.62
1:1:294:ASP:0D2 1:b:396:TYR:OH 2.17 0.62
1:X:401:MET:H 1:£:226:ASN:HD22 1.46 0.62
1:j:396: TYR:OH 1:1:294:ASP:0OD2 2.17 0.62
1:0:294:ASP:0OD2 1:7:396:TYR:OH 2.17 0.62
1:C:396: TYR:OH 1:D:294:ASP:0OD2 2.16 0.62
1:M:294:ASP:0OD2 1:N:396: TYR:OH 2.17 0.62
1:j:421:SER:OG 1:k:623:ASP:OD1 2.16 0.62
1:1:421:SER:OG 1:5:623:ASP:OD1 2.15 0.62
1:3:294:ASP:0OD2 1:8:396: TYR:OH 2.17 0.62
1:B:401:MET:H 1:C:226:ASN:HD22 1.45 0.62
1:7:396: TYR:OH 1:a:294:ASP:0OD2 2.17 0.62
1:g:226:ASN:HD22 1:1:401:MET:H 1.45 0.62
1:v:401:-MET:H 1:1:226:ASN:HD22 1.46 0.62
1:5:421:SER:OG 1:6:623:ASP:OD1 2.16 0.62
1:5:623:ASP:OD1 1:7:421:SER:OG 2.16 0.62
1:H:623:ASP:OD1 1:Y:421:SER:OG 2.16 0.62
1:£:396: TYR:OH 1:2:294:ASP:0D2 2.17 0.62
1:A:401:MET:H 1:B:226:ASN:HD22 1.45 0.62
1:F:294:ASP:0OD2 1:G:396: TYR:OH 2.17 0.62
1:V:350:PRO:HB3 1:X:427:GLN:NE2 2.14 0.62
1:2:396: TYR:OH 1:k:294:ASP:0OD2 2.17 0.62
1:4:396: TYR:OH 1:y:294:ASP:0OD2 2.17 0.62
1:2:294:ASP:0OD2 1:3:396: TYR:OH 2.17 0.62
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Atom-1 Atom-2 distance (A) overlap (A)

1:H:421:SER:OG 1:W:623:ASP:0OD1 2.16 0.62
1:J:294:ASP:0D2 1:a:396: TYR:OH 2.17 0.62
1:M:396: TYR:OH 1:¢:294:ASP:0OD2 2.17 0.62
1:D:396:TYR:OH 1:E:294:ASP:0OD2 2.17 0.62
1:V:350:PRO:HB3 1:X:427:GLN:HE22 1.64 0.62
1:k:396:TYR:OH 1:w:294:ASP:0OD2 2.17 0.62
1:k:401:MET:H 1:w:226:ASN:HD22 1.46 0.62
1:D:401:MET:H 1:E:226:ASN:HD22 1.46 0.62
1:N:294:ASP:0OD2 1:m:396:TYR:OH 2.17 0.62
1:N:427:GLN:HE22 1:P:350:PRO:HB3 1.65 0.62
1:j:401:-MET:H 1:1:226:ASN:HD22 1.46 0.62
1:D:427:GLN:HE22 1:N:350:PRO:HB3 1.65 0.61
1:W:427:GLN:HE22 1:Y:350:PRO:HB3 1.65 0.61
1:5:396: TYR:OH 1:8:294:ASP:0OD2 2.17 0.61
1:6:427:GLN:HE22 1:7:350:PRO:HB3 1.65 0.61
1:A:294:ASP:0OD2 1:E:396: TYR:OH 2.17 0.61
1:0:226:ASN:HD22 1:P:401:MET:H 1.45 0.61
1:T:294:ASP:0D2 1:U:396: TYR:OH 2.16 0.61
1:T:396:TYR:OH 1:1:294:ASP:0D2 2.16 0.61
1:7:338: THR:HG21 1:7:401:MET:-HB3 1.82 0.61
1:b:294:ASP:0D2 1:0:396: TYR:OH 2.17 0.61
1:h:226:ASN:HD22 1:1:401:MET:H 1.47 0.61
1:1:350:PRO:HB3 1:k:427:GLN:HE22 1.65 0.61
1:1:427:GLN:HE22 1:j:350:PRO:HB3 1.66 0.61
1:A:309:ARG:NE 1:A:681:GLU:OE1 2.34 0.61
1:H:396: TYR:OH 1:7:294:ASP:0D2 2.17 0.61
1:H:427:GLN:HE22 1:W:350:PRO:HB3 1.66 0.61
1:1:309:ARG:NE 1:1:681:GLU:OE1 2.34 0.61
1:¢:350:PRO:HB3 1:p:427:GLN:NE2 2.16 0.61
1:1:396: TYR:OH 1:n:294:ASP:0D2 2.17 0.61
1:m:294:ASP:0OD2 1:5:396: TYR:OH 2.16 0.61
1:v:309:ARG:NE 1:v:681:GLU:OE1 2.34 0.61
1:5:309:ARG:NE 1:5:681:GLU:OE1 2.34 0.61
1:5:427:GLN:HE22 1:6:350:PRO:HB3 1.66 0.61
1:8:338: THR:HG21 1:8:401:MET:HB3 1.83 0.61
1:B:309:ARG:NE 1:B:681:GLU:OE1 2.34 0.61
1:D:350:PRO:HB3 1:P:427:GLN:NE2 2.16 0.61
1:F:350:PRO:HB3 1:Q:427:GLN:NE2 2.15 0.61
1:H:309:ARG:NE 1:H:681:GLU:OE1 2.34 0.61
1:N:427:GLN:NE2 1:P:350:PRO:HB3 2.15 0.61
1:S:309:ARG:NE 1:S:681:GLU:OE1 2.34 0.61
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Atom-1 Atom-2 distance (A) overlap (A)

1:V:427:GLN:NE2 1:e:350:PRO:HB3 2.16 0.61
1:W:309:ARG:NE 1:W:681:GLU:OE1 2.34 0.61
1:W:427:GLN:NE2 1:Y:350:PRO:HB3 2.15 0.61
1:7:309:ARG:NE 1:7:681:GLU:OE1 2.34 0.61
1:d:309:ARG:NE 1:d:681:GLU:OE1 2.34 0.61
1:£:350:PRO:HB3 1:g:427:GLN:NE2 2.15 0.61
1:1:338: THR:HG21 1:1:401:MET:HB3 1.82 0.61
1:n:309:ARG:NE 1:n:681:GLU:OE1 2.34 0.61
1:1:309:ARG:NE 1:r:681:GLU:OE1 2.34 0.61
1:u:309:ARG:NE 1:u:681:GLU:OE1 2.34 0.61
1:5:338: THR:HG21 1:5:401:MET:HB3 1.83 0.61
1:6:427:GLN:NE2 1:7:350:PRO:HB3 2.16 0.61
1:8:309:ARG:NE 1:8:681:GLU:OE1 2.34 0.61
1:C:427:GLN:NE2 1:b:350:PRO:HB3 2.16 0.61
1:E:309:ARG:NE 1:E:681:GLU:OE1 2.34 0.61
1:F:309:ARG:NE 1:F:681:GLU:OE1 2.34 0.61
1:H:338: THR:HG21 1:H:401:MET:HB3 1.83 0.61
1:J:309:ARG:NE 1:J:681:GLU:OE1 2.34 0.61
1:1:226:ASN:HD22 1:b:401:MET:H 1.46 0.61
1:1L:338: THR:HG21 1:1L:401:MET:HB3 1.83 0.61
1:0:338: THR:HG21 1:0:401:MET:HB3 1.83 0.61
1:0:396: TYR:OH 1:d:294:ASP:0D2 2.17 0.61
1:U:294:ASP:0OD2 1:¢:396: TYR:OH 2.17 0.61
1:Y:309:ARG:NE 1:Y:681:GLU:OE1 2.34 0.61
1:b:309:ARG:NE 1:b:681:GLU:OE1 2.34 0.61
1:¢:396: TYR:OH 1:5:294:ASP:0OD2 2.17 0.61
1:£:309:ARG:NE 1:£:681:GLU:OE1 2.34 0.61
1:£:401:MET:H 1:2:226:ASN:HD22 1.46 0.61
1:3:427:GLN:NE2 1:k:350:PRO:HB3 2.16 0.61
1:w:338: THR:HG21 1:w:401:MET:HB3 1.83 0.61
1:x:309:ARG:NE 1:x:681:GLU:OE1 2.34 0.61
1:x:427:GLN:NE2 1:y:350:PRO:HB3 2.16 0.61
1:2z:338: THR:HG21 1:2:401:MET:HB3 1.83 0.61
1:1:309:ARG:NE 1:1:681:GLU:OE1 2.34 0.61
1:2:309:ARG:NE 1:2:681:GLU:OE1 2.34 0.61
1:6:309:ARG:NE 1:6:681:GLU:OE1 2.34 0.61
1:7:309:ARG:NE 1:7:681:GLU:OE1 2.34 0.61
1:E:338: THR:HG21 1:E:401:MET:HB3 1.83 0.61
1:H:350:PRO:HB3 1:Y:427:GLN:NE2 2.15 0.61
1:N:309:ARG:NE 1:N:681:GLU:OE1 2.34 0.61
1:Q:309:ARG:NE 1:Q:681:GLU:OE1 2.34 0.61
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Atom-1 Atom-2 distance (A) overlap (A)

1:X:396: TYR:OH 1:£:294:ASP:0OD2 2.17 0.61
1:h:294:ASP:0D2 1:1:396: TYR:OH 2.18 0.61
1:1:309:ARG:NE 1:1:681:GLU:OE1 2.34 0.61
1:u:427:GLN:HE22 1:v:350:PRO:HB3 1.66 0.61
1:v:294:ASP:0D2 1:w:396: TYR:OH 2.17 0.61
1:w:309:ARG:NE 1:w:681:GLU:OE1 2.34 0.61
1:y:309:ARG:NE 1:y:681:GLU:OE1 2.34 0.61
1:3:350:PRO:HB3 1:4:427:GLN:HE22 1.66 0.61
1:K:338: THR:HG21 1:K:401:MET:HB3 1.83 0.61
1:K:427:GLN:HE22 1:a:350:PRO:HB3 1.66 0.61
1:L:309:ARG:NE 1:L:681:GLU:OE1 2.34 0.61
1:M:338: THR:HG21 | 1:M:401:MET:HB3 1.83 0.61
1:P:309:ARG:NE 1:P:681:GLU:OE1 2.34 0.61
1:V:401:MET:H 1:W:226:ASN:HD22 1.45 0.61
1:7:350:PRO:HB3 1:3:427:GLN:NE2 2.16 0.61
1:a:427:GLN:NE2 1:8:350:PRO:HB3 2.16 0.61
1:1:427:GLN:HE22 1:h:350:PRO:HB3 1.66 0.61
1:1:427:GLN:NE2 1:j:350:PRO:HB3 2.16 0.61
1:3:309:ARG:NE 1:j:681:GLU:OE1 2.34 0.61
1:m:309:ARG:NE 1:m:681:GLU:OE1 2.34 0.61
1:4:338: THR:HG21 1:4:401:MET:HB3 1.83 0.61
1:5:350:PRO:HB3 1:7:427:GLN:NE2 2.16 0.61
1:A:338: THR:HG21 1:A:401:MET:HB3 1.83 0.61
1:B:350:PRO:HB3 1:L:427:GLN:NE2 2.16 0.61
1:E:350:PRO:HB3 1:F:427:GLN:NE2 2.16 0.61
1:F:350:PRO:HB3 1:Q:427:GLN:HE22 1.66 0.61
1:H:427:GLN:NE2 1:W:350:PRO:HB3 2.16 0.61
1:K:427:GLN:NE2 1:a:350:PRO:HB3 2.16 0.61
1:T:309:ARG:NE 1:T:681:GLU:OE1 2.34 0.61
1:h:309:ARG:NE 1:h:681:GLU:OE1 2.34 0.61
1:2:309:ARG:NE 1:2:681:GLU:OE1 2.34 0.61
1:3:309:ARG:NE 1:3:681:GLU:OE1 2.34 0.61
1:M:309:ARG:NE 1:M:681:GLU:OE1 2.34 0.61
1:P:338: THR:HG21 1:P:401:MET:HB3 1.83 0.61
1:a:309:ARG:NE 1:a4:681:GLU:OE1 2.34 0.61
1:h:338: THR:HG21 1:h:401:MET:HB3 1.83 0.61
1:j:338: THR:HG21 1:j:401:-MET:HB3 1.83 0.61
1:p:401:MET:H 1:6:226:ASN:HD22 1.45 0.61
1:q:338: THR:HG21 1:q:401:MET:HB3 1.83 0.61
1:1:427:GLN:NE2 1:5:350:PRO:HB3 2.16 0.61
1:u:338: THR:HG21 1:u:401:MET:HB3 1.83 0.61
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Atom-1 Atom-2 distance (A) overlap (A)

1:v:338: THR:HG21 1:v:401:MET:HB3 1.83 0.61
1:w:350:PRO:HB3 1:y:427:GLN:NE2 2.16 0.61
1:x:427:GLN:HE22 1:y:350:PRO:HB3 1.66 0.61
1:2:427:GLN:NE2 1:1:350:PRO:HB3 2.16 0.61
1:3:350:PRO:HB3 1:4:427:GLN:NE2 2.16 0.61
1:5:427:GLN:NE2 1:6:350:PRO:HB3 2.16 0.61
1:A:427:GLN:HE22 1:G:350:PRO:HB3 1.66 0.61
1:D:309:ARG:NE 1:D:681:GLU:OE1 2.34 0.61
1:H:401:MET:H 1:7:226:ASN:HD22 1.46 0.61
1:1:338: THR:HG21 1:1:401:MET:HB3 1.83 0.61
1:R:309:ARG:NE 1:R:681:GLU:OE1 2.34 0.61
1:S:427:GLN:NE2 1:U:350:PRO:HB3 2.16 0.61
1:d:427:GLN:HE22 1:1:350:PRO:HB3 1.66 0.61
1:£:350:PRO:HB3 1:g:427:GLN:HE22 1.65 0.61
1:g:350:PRO:HB3 1:h:427:GLN:NE2 2.16 0.61
1:1:350:PRO:HB3 1:k:427:GLN:NE2 2.15 0.61
1:5:338: THR:HG21 1:5:401:MET:HB3 1.83 0.61
1:5:401:MET:H 1:8:226:ASN:HD22 1.46 0.61
1:A:350:PRO:HB3 1:1:427:GLN:HE22 1.66 0.60
1:C:427:GLN:HE22 1:b:350:PRO:HB3 1.66 0.60
1:D:427:GLN:NE2 1:N:350:PRO:HB3 2.15 0.60
1:K:309:ARG:NE 1:K:681:GLU:OE1 2.34 0.60
1:M:350:PRO:HB3 1:b:427:GLN:HE22 1.66 0.60
1:0:350:PRO:HB3 1:n:427:GLN:HE22 1.66 0.60
1:U:338: THR:HG21 1:U:401:MET:HB3 1.83 0.60
1:¢:338: THR:HG21 1:¢:401:MET:HB3 1.83 0.60
1:k:309:ARG:NE 1:k:681:GLU:OE1 2.34 0.60
1:1:309:ARG:NE 1:1:681:GLU:OE1 2.34 0.60
1:0:427:GLN:NE2 1:p:350:PRO:HB3 2.16 0.60
1:q:309:ARG:NE 1:q:681:GLU:OE1 2.34 0.60
1:4:309:ARG:NE 1:4:681:GLU:OE1 2.34 0.60
1:5:350:PRO:HB3 1:7:427:GLN:HE22 1.65 0.60
1:6:338: THR:HG21 1:6:401:MET:HB3 1.83 0.60
1:0:309:ARG:NE 1:0:681:GLU:OE1 2.34 0.60
1:R:338: THR:HG21 1:R:401:MET:HB3 1.83 0.60
1:W:338:THR:HG21 | 1:W:401:MET:HB3 1.83 0.60
1:¢:427:GLN:HE22 1:0:350:PRO:HB3 1.66 0.60
1:d:338: THR:HG21 1:d:401:MET:HB3 1.83 0.60
1:e:338: THR:HG21 1:e:401:MET:HB3 1.83 0.60
1:t:350:PRO:HB3 1:v:427:GLN:HE22 1.66 0.60
1:u:427:GLN:NE2 1:v:350:PRO:HB3 2.15 0.60
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1:w:427:GLN:NE2 1:x:350:PRO:HB3 2.16 0.60
1:A:350:PRO:HB3 1:1:427:GLN:NE2 2.16 0.60
1:E:427:GLN:NE2 1:Q:350:PRO:HB3 2.16 0.60
1:J:560:GLU:O 1:J:563:ILE:HG12 2.02 0.60
1:X:338: THR:HG21 1:X:401:MET:HB3 1.83 0.60
1:X:350:PRO:HB3 1::427:GLN:HE22 1.67 0.60
1:7:350:PRO:HB3 1:3:427:GLN:HE22 1.66 0.60
1:n:338: THR:HG21 1:n:401:MET:HB3 1.83 0.60
1:0:338: THR:HG21 1:0:401:MET:HB3 1.83 0.60
1:0:427:GLN:HE22 1:p:350:PRO:HB3 1.66 0.60
1:t:309:ARG:NE 1:t:681:GLU:OE1 2.34 0.60
1:2:560: GLU:O 1:2:563:ILE:HG12 2.02 0.60
1:F:560: GLU:O 1:F:563:ILE:HG12 2.02 0.60
1:H:350:PRO:HB3 1:Y:427:GLN:HE22 1.66 0.60
1:H:560:GLU:O 1:H:563:ILE:HG12 2.02 0.60
1:K:350:PRO:HB3 1:8:427:GLN:NE2 2.16 0.60
1:R:350:PRO:HB3 1:U:427:GLN:HE22 1.66 0.60
1:R:350:PRO:HB3 1:U:427:GLN:NE2 2.16 0.60
1:X:309:ARG:NE 1:X:681:GLU:OE1 2.34 0.60
1:a:427:GLN:HE22 1:8:350:PRO:HB3 1.66 0.60
1:k:560:GLU:O 1:k:563:1ILE:HG12 2.02 0.60
1:0:309:ARG:NE 1:0:681:GLU:OE1 2.34 0.60
1:5:309:ARG:NE 1:5:681:GLU:OE1 2.34 0.60
1:x:338: THR:HG21 1:x:401:MET:HB3 1.83 0.60
1:y:560:GLU:O 1:y:563:ILE:HG12 2.02 0.60
1:2z:350:PRO:HB3 1:2:427:GLN:NE2 2.16 0.60
1:1:427:GLN:NE2 1:2:350:PRO:HB3 2.16 0.60
1:5:560:GLU:O 1:5:563:ILE:HG12 2.02 0.60
1:B:427:GLN:NE2 1:J:350:PRO:HB3 2.16 0.60
1:C:350:PRO:HB3 1:M:427:GLN:NE2 2.16 0.60
1:G:309:ARG:NE 1:G:681:GLU:OE1 2.34 0.60
1:G:427:GLN:HE22 1:1:350:PRO:HB3 1.66 0.60
1:G:427:GLN:NE2 1:1:350:PRO:HB3 2.16 0.60
1:1:560: GLU:O 1:1:563:1ILE:HG12 2.02 0.60
1:Q:338:THR:HG21 | 1:Q:401:MET:HB3 1.83 0.60
1:Q:560:GLU:O 1:Q:563:ILE:HG12 2.02 0.60
1:7:427.:GLN:NE2 1:4:350:PRO:HB3 2.16 0.60
1:7:560:GLU:O 1:7:563:ILE:HG12 2.02 0.60
1:a:338: THR:HG21 1:a:401:MET:HB3 1.83 0.60
1:b:560:GLU:O 1:b:563:ILE:HG12 2.02 0.60
1:¢:309:ARG:NE 1:¢:681:GLU:OE1 2.34 0.60
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Atom-1 Atom-2 distance (A) overlap (A)

1::309:ARG:NE 1:e:681:GLU:OE1 2.34 0.60
1:1:560:GLU:O 1:1:563:ILE:HG12 2.02 0.60
1:g:309:ARG:NE 1:g:681:GLU:OE1 2.34 0.60
1:1:421:SER:OG 1:j:623:ASP:0OD1 2.16 0.60
1:m:427:GLN:NE2 1:n:350:PRO:HB3 2.16 0.60
1:q:350:PRO:HB3 1:5:427:GLN:HE22 1.66 0.60
1:q:350:PRO:HB3 1:5:427:GLN:NE2 2.16 0.60
1:x:560:GLU:O 1:x:563:ILE:HG12 2.02 0.60
1:z:560:GLU:O 1:2z:563:ILE:HG12 2.02 0.60
1:7:338: THR:HG21 1:7:401:MET:HB3 1.83 0.60
1:C:309:ARG:NE 1:C:681:GLU:OE1 2.34 0.60
1:C:338: THR:HG21 1:C:401:MET:HB3 1.83 0.60
1:D:560:GLU:O 1:D:563:ILE:HG12 2.02 0.60
1:E:427:GLN:HE22 1:Q:350:PRO:HB3 1.67 0.60
1:J:427:GLN:NE2 1:L:350:PRO:HB3 2.16 0.60
1:1L:560:GLU:O 1:L:563:1ILE:HG12 2.02 0.60
1:N:560:GLU:O 1:N:563:ILE:HG12 2.02 0.60
1:0:427:GLN:NE2 1:m:350:PRO:HB3 2.16 0.60
1:R:427:GLN:HE22 1:S:350:PRO:HB3 1.66 0.60
1:T:427:GLN:NE2 1:d:350:PRO:HB3 2.16 0.60
1:U:309:ARG:NE 1:U:681:GLU:OE1 2.34 0.60
1:a:560:GLU:O 1:a:563:ILE:HG12 2.02 0.60
1:d:427:GLN:NE2 1:1:350: PRO:HB3 2.16 0.60
1:g:338: THR:HG21 1:g:401:MET:HB3 1.83 0.60
1:1:338: THR:HG21 1:1:401:MET:HB3 1.83 0.60
1:j:560:GLU:O 1:j:563:1LE:HG12 2.02 0.60
1:q:427:GLN:HE22 1:1:350:PRO:HB3 1.66 0.60
1:u:560:GLU:O 1:u:563:ILE:HG12 2.02 0.60
1:w:427:GLN:HE22 1:x:350:PRO:HB3 1.67 0.60
1:2:338: THR:HG21 1:2:401:MET:HB3 1.83 0.60
1:3:560: GLU:O 1:3:563:ILE:HG12 2.02 0.60
1:C:560:GLU:O 1:C:563:1ILE:HG12 2.02 0.60
1:F:338: THR:HG21 1:F:401:MET:HB3 1.83 0.60
1:J:338: THR:HG21 1:J:401:MET:HB3 1.83 0.60
1:K:560:GLU:O 1:K:563:ILE:HG12 2.02 0.60
1:N:421:SER:OG 1:P:623:ASP:OD1 2.16 0.60
1:P:560:GLU:O 1:P:563:ILE:HG12 2.02 0.60
1:T:350:PRO:HB3 1:1:427:GLN:NE2 2.16 0.60
1:T:560:GLU:O 1:T:563:1ILE:HG12 2.02 0.60
1:V:427:GLN:HE22 1:e:350:PRO:HB3 1.66 0.60
1:Y:338: THR:HG21 1:Y:401:MET:HB3 1.83 0.60
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Atom-1 Atom-2 distance (A) overlap (A)

1:m:560:GLU:O 1:m:563:ILE:HG12 2.02 0.60
1:3:338: THR:HG21 1:3:401:MET:HB3 1.83 0.60
1:4:560:GLU:O 1:4:563:ILE:HG12 2.02 0.60
1:8:560: GLU:O 1:8:563:ILE:HG12 2.02 0.60
1:B:338: THR:HG21 1:B:401:MET:HB3 1.83 0.60
1:B:560:GLU:O 1:B:563:ILE:HG12 2.02 0.60
1:D:338: THR:HG21 1:D:401:MET:HB3 1.83 0.60
1:0:350:PRO:HB3 1:n:427:GLN:NE2 2.16 0.60
1:T:427:GLN:HE22 1:d:350:PRO:HB3 1.66 0.60
1:¢:560:GLU:O 1:g:563:1ILE:HG12 2.02 0.60
1:1:560:GLU:O 1:1:563:ILE:HG12 2.02 0.60
1:p:338: THR:HG21 1:p:401:MET:HB3 1.83 0.60
1:t:427:GLN:NE2 1:u:350:PRO:HB3 2.16 0.60
1:1:338: THR:HG21 1:1:401:MET:HB3 1.83 0.60
1:A:427:GLN:NE2 1:G:350:PRO:HB3 2.16 0.60
1:G:560:GLU:O 1:G:563:ILE:HG12 2.02 0.60
1:M:350:PRO:HB3 1:b:427:GLN:NE2 2.16 0.60
1:N:338: THR:HG21 1:N:401:MET:HB3 1.83 0.60
1:V:338: THR:HG21 1:V:401:MET:HB3 1.83 0.60
1:X:350:PRO:HB3 1::427:GLN:NE2 2.16 0.60
1:¢:350:PRO:HB3 1:p:427:GLN:HE22 1.66 0.60
1:¢:427:GLN:NE2 1:0:350:PRO:HB3 2.16 0.60
1:t:427:GLN:HE22 1:u:350:PRO:HB3 1.67 0.60
1:v:560:GLU:O 1:v:563:ILE:HG12 2.02 0.60
1:y:338: THR:HG21 1:y:401:MET:HB3 1.83 0.60
1:2z:350:PRO:HB3 1:2:427:GLN:HE22 1.66 0.60
1:1:560:GLU:O 1:1:563:ILE:HG12 2.02 0.60
1:A:560:GLU:O 1:A:563:ILE:HG12 2.02 0.60
1:G:338: THR:HG21 1:G:401:MET:HB3 1.83 0.60
1:R:427:GLN:NE2 1:S:350:PRO:HB3 2.16 0.60
1:h:560:GLU:O 1:h:563:ILE:HG12 2.02 0.60
1:k:338: THR:HG21 1:k:401:MET:HB3 1.83 0.60
1:1:560:GLU:O 1:1:563:ILE:HG12 2.02 0.60
1:m:427:GLN:HE22 1:n:350:PRO:HB3 1.66 0.60
1:5:560: GLU:O 1:8:563:ILE:HG12 2.02 0.60
1:t:560:GLU:O 1:t:563:ILE:HG12 2.02 0.60
1:J:427:GLN:HE22 1:L:350:PRO:HB3 1.66 0.59
1:M:560:GLU:O 1:M:563:ILE:HG12 2.02 0.59
1:0:560:GLU:O 1:0:563:ILE:HG12 2.02 0.59
1:T:338: THR:HG21 1:T:401:MET:HB3 1.83 0.59
1:U:560:GLU:O 1:U:563:1ILE:HG12 2.02 0.59
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1:X:560:GLU:O 1:X:563:ILE:HG12 2.02 0.59
1:£:427:GLN:NE2 1:h:350:PRO:HB3 2.16 0.59
1:g:350:PRO:HB3 1:h:427:GLN:HE22 1.66 0.59
1:m:338: THR:HG21 1:m:401:MET:HB3 1.83 0.59
1:p:309:ARG:NE 1:p:681:GLU:OE1 2.34 0.59
1:q:427:GLN:NE2 1:r:350:PRO:HB3 2.16 0.59
1:r:560:GLU:O 1:r:563:ILE:HG12 2.02 0.59
1:t:338: THR:HG21 1:t:401:MET:HB3 1.83 0.59
1:B:350:PRO:HB3 1:1:427:GLN:HE22 1.66 0.59
1:0:560:GLU:O 1:0:563:ILE:HG12 2.02 0.59
1:t:350:PRO:HB3 1:v:427:GLN:NE2 2.16 0.59
1:C:350:PRO:HB3 1:M:427:GLN:HE22 1.66 0.59
1:S:560:GLU:O 1:S:563:ILE:HG12 2.02 0.59
1:V:309:ARG:NE 1:V:681:GLU:OE1 2.34 0.59
1:V:560:GLU:O 1:V:563:ILE:HG12 2.02 0.59
1:2:427:GLN:HE22 1:1:350:PRO:HB3 1.66 0.59
1::560:GLU:O 1:e:563:ILE:HG12 2.02 0.59
1:7:560:GLU:O 1:7:563:ILE:HG12 2.02 0.59
1:E:350:PRO:HB3 1:F:427:GLN:HE22 1.66 0.59
1:Y:560:GLU:O 1:Y:563:ILE:HG12 2.02 0.59
1:p:560:GLU:O 1:p:563:ILE:HG12 2.02 0.59
1:¢:560:GLU:O 1:¢:563:ILE:HG12 2.02 0.59
1:W:560:GLU:O 1:W:563:ILE:HG12 2.02 0.59
1:7:427:GLN:HE22 1:4:350:PRO:HB3 1.67 0.59
1:r:338: THR:HG21 1:r:401:MET:HB3 1.83 0.59
1:w:350:PRO:HB3 1:y:427:GLN:HE22 1.66 0.59
1:E:560:GLU:O 1:E:563:ILE:HG12 2.02 0.59
1:K:350:PRO:HB3 1:8:427:GLN:HE22 1.67 0.59
1:S:338: THR:HG21 1:S:401:MET:HB3 1.83 0.59
1:S:427:GLN:HE22 1:U:350:PRO:HB3 1.66 0.59
1:T:350:PRO:HB3 1:1:427:GLN:HE22 1.67 0.59
1:w:560:GLU:O 1:w:563:ILE:HG12 2.02 0.59
1:D:350:PRO:HB3 1:P:427:GLN:HE22 1.66 0.59
1:0:427:GLN:HE22 1:m:350:PRO:HB3 1.66 0.59
1:£:338: THR:HG21 1:£:401:MET:HB3 1.83 0.59
1:6:560: GLU:O 1:6:563:ILE:HG12 2.02 0.59
1:1:427:GLN:HE22 1:5:350:PRO:HB3 1.66 0.59
1:j:427:GLN:HE22 1:k:350:PRO:HB3 1.66 0.58
1:b:338: THR:HG21 1:b:401:MET:HB3 1.83 0.58
1:h:224:SER:HG 1:h:316:ASN:H 1.50 0.58
1:J:731:ARG:HH11 1:L:621:HIS:CD2 2.22 0.58
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1:q:560:GLU:O 1:q:563:ILE:HG12 2.02 0.58
1:2:621:HIS:CD2 1:2:731:ARG:HH11 2.22 0.58
1:1:427:GLN:HE22 1:2:350:PRO:HB3 1.66 0.58
1:A:621:HIS:CD2 1:1:731:ARG:HH11 2.22 0.58
1:B:427:GLN:HE22 1:J:350:PRO:HB3 1.66 0.58
1:M:224:SER:HG 1:M:316:ASN:H 1.50 0.58
1:R:560:GLU:O 1:R:563:1LE:HG12 2.02 0.58
1:7:621:HIS:CD2 1:3:731:ARG:HH11 2.22 0.58
1:a:731:ARG:HH11 1:8:621:HIS:CD2 2.22 0.58
1:n:560:GLU:O 1:n:563:ILE:HG12 2.02 0.58
1:w:731:ARG:HH11 1:x:621:HIS:CD2 2.22 0.58
1:E:731:ARG:HH11 1:Q:621:HIS:CD2 2.22 0.58
1:d:560:GLU:O 1:d:563:ILE:HG12 2.02 0.58
1:G:731:ARG:HH11 1:1:621:HIS:CD2 2.22 0.58
1:T:731:ARG:HH11 1:d:621:HIS:CD2 2.22 0.58
1:m:731:ARG:HH11 1:n:621:HIS:CD2 2.22 0.58
1:t:731:ARG:HH11 1:u:621:HIS:CD2 2.22 0.58
1:C:731:ARG:HH11 1:b:621:HIS:CD2 2.22 0.58
1:K:731:ARG:HH11 1:a:621:HIS:CD2 2.22 0.58
1:£:731:ARG:HH11 1:h:621:HIS:CD2 2.22 0.58
1:g:621:HIS:CD2 1:h:731:ARG:HH11 2.21 0.58
1:p:224:SER:HG 1:p:316:ASN:H 1.51 0.58
1:r:731:ARG:HH11 1:5:621:HIS:CD2 2.22 0.58
1:u:731:ARG:HH11 1:v:621:HIS:CD2 2.22 0.58
1:R:621:HIS:CD2 1:U:731:ARG:HH11 2.22 0.57
1:d:731:ARG:HH11 1:1:621:HIS:CD2 2.22 0.57
1:£:621:HIS:CD2 1:g:731:ARG:HH11 2.22 0.57
1:q:621:HIS:CD2 1:5:731:ARG:HH11 2.22 0.57
1:3:621:HIS:CD2 1:4:731:ARG:HH11 2.22 0.57
1:0:621:HIS:CD2 1:n:731:ARG:HH11 2.22 0.57
1:R:731:ARG:HH11 1:S:621:HIS:CD2 2.22 0.57
1:S:731:ARG:HH11 1:U:621:HIS:CD2 2.22 0.57
1:U:448:GLN:NE2 1:U:454:GLN:HB3 2.20 0.57
1:b:224:SER:HG 1:b:316:ASN:H 1.51 0.57
1:5:448:GLN:NE2 1:5:454:GLN:HB3 2.20 0.57
1:H:731:ARG:HH11 1:W:621:HIS:CD2 2.23 0.57
1:M:621:HIS:CD2 1:b:731:ARG:HH11 2.22 0.57
1:q:731:ARG:HH11 1:1:621:HIS:CD2 2.22 0.57
1:x:731:ARG:HH11 1:y:621:HIS:CD2 2.22 0.57
1:1:731:ARG:HH11 1:2:621:HIS:CD2 2.22 0.57
1:5:731:ARG:HH11 1:6:621:HIS:CD2 2.23 0.57
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1:F:621:HIS:CD2 1:Q:731:ARG:HH11 2.22 0.57
1:Q:448:GLN:NE2 1:Q:454:GLN:HB3 2.19 0.57
1:x:448:GLN:NE2 1:x:454:GLN:HB3 2.19 0.57
1:B:621:HIS:CD2 1:L:731:ARG:HH11 2.22 0.57
1:B:731:ARG:HH11 1:J:621:HIS:CD2 2.22 0.57
1:K:621:HIS:CD2 1:8:731:ARG:HH11 2.22 0.57
1:Y:448:GLN:NE2 1:Y:454:GLN:HB3 2.19 0.57
1:7:731:ARG:HH11 1:4:621:HIS:CD2 2.22 0.57
1:C:621:HIS:CD2 1:M:731:ARG:HH11 2.22 0.57
1:E:621:HIS:CD2 1:F:731:ARG:HH11 2.22 0.57
1:M:448:GLN:NE2 1:M:454:GLN:HB3 2.19 0.57
1:0:448:GLN:NE2 1:0:454:GLN:HB3 2.19 0.57
1:1:448: GLN:NE2 1:1:454:GLN:HB3 2.19 0.57
1:0:731:ARG:HH11 1:p:621:HIS:CD2 2.22 0.57
1:w:621:HIS:CD2 1:y:731:ARG:HH11 2.22 0.57
1:3:448:GLN:NE2 1:3:454:GLN:HB3 2.19 0.57
1:7:448:GLN:NE2 1:7:454:GLN:HB3 2.20 0.57
1:1:420:HIS:CD2 1:1:726: THR:HG21 2.40 0.57
1:S:448:GLN:NE2 1:S:454:GLN:HB3 2.19 0.57
1:h:448:GLN:NE2 1:h:454:GLN:HB3 2.19 0.57
1:2:731:ARG:HH11 1:1:621:HIS:CD2 2.22 0.57
1:D:621:HIS:CD2 1:P:731:ARG:HH11 2.22 0.57
1:K:420:HIS:CD2 1:K:726: THR:HG21 2.40 0.57
1:P:448:GLN:NE2 1:P:454:GLN:HB3 2.19 0.57
1:W:420:HIS:CD2 1:W:726: THR:HG21 2.40 0.57
1:X:223:SER:H 1:Y:406:ASN:HD21 1.53 0.57
1:a:448:GLN:NE2 1:a:454:GLN:HB3 2.19 0.57
1:£:420:HIS:CD2 1:£:726: THR:HG21 2.40 0.57
1:u:420:HIS:CD2 1:u:726: THR:HG21 2.40 0.57
1:B:420:HIS:CD2 1:B:726: THR:HG21 2.40 0.57
1:G:420:HIS:CD2 1:G:726: THR:HG21 2.40 0.57
1:H:621:HIS:CD2 1:Y:731:ARG:HH11 2.22 0.57
1:V:731:ARG:HH11 1:e:621:HIS:CD2 2.22 0.57
1:b:420:HIS:CD2 1:b:726: THR:HG21 2.40 0.57
1:n:420:HIS:CD2 1:n:726: THR:HG21 2.40 0.57
1:4:420:HIS:CD2 1:4:726: THR:HG21 2.40 0.57
1:C:420:HIS:CD2 1:C:726: THR:HG21 2.40 0.57
1:0:731:ARG:HH11 1:m:621:HIS:CD2 2.22 0.57
1:¢:731:ARG:HH11 1:0:621:HIS:CD2 2.22 0.57
1:d:420:HIS:CD2 1:d:726: THR:HG21 2.40 0.57
1:e:420:HIS:CD2 1:e:726: THR:HG21 2.40 0.57

Continued on next page...




Page 69

Full wwPDB EM Validation Report

EMD-23205, 7L6I

Continued from previous page...

Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:t:420:HIS:CD2 1:t:726: THR:HG21 2.40 0.57
1:v:420:HIS:CD2 1:v:726: THR:HG21 2.40 0.57
1:1:420:HIS:CD2 1:1:726: THR:HG21 2.40 0.57
1:5:621:HIS:CD2 1:7:731:ARG:HH11 2.23 0.57
1:6:420:HIS:CD2 1:6:726: THR:HG21 2.40 0.57
1:A:420:HIS:CD2 1:A:726: THR:HG21 2.40 0.56
1:N:731:ARG:HH11 1:P:621:HIS:CD2 2.23 0.56
1:X:621:HIS:CD2 1:e:731:ARG:HH11 2.22 0.56
1:¢:420:HIS:CD2 1:¢:726: THR:HG21 2.40 0.56
1:¢:621:HIS:CD2 1:p:731:ARG:HH11 2.22 0.56
1:2:420:HIS:CD2 1:g:726: THR:HG21 2.40 0.56
1:j:420:HIS:CD2 1:j:726: THR:HG21 2.40 0.56
1:8:420:HIS:CD2 1:8:726: THR:HG21 2.40 0.56
1:F:420:HIS:CD2 1:F:726: THR:HG21 2.40 0.56
1:L:420:HIS:CD2 1:L:726: THR:HG21 2.40 0.56
1:0:420:HIS:CD2 1:0:726: THR:HG21 2.40 0.56
1:P:420:HIS:CD2 1:P:726: THR:HG21 2.40 0.56
1:T:621:HIS:CD2 1:1:731:ARG:HH11 2.22 0.56
1:7:420:HIS:CD2 1:7:726: THR:HG21 2.40 0.56
1:1:621:HIS:CD2 1:k:731:ARG:HH11 2.23 0.56
1:j:448:GLN:NE2 1:j:454:GLN:HB3 2.20 0.56
1:j:731:ARG:HH11 1:k:621:HIS:CD2 2.23 0.56
1:2:420:HIS:CD2 1:2z:726: THR:HG21 2.40 0.56
1:D:731:ARG:HH11 1:N:621:HIS:CD2 2.23 0.56
1:H:420:HIS:CD2 1:H:726: THR:HG21 2.40 0.56
1:H:448:GLN:NE2 1:H:454:GLN:HB3 2.19 0.56
1:J:420:HIS:CD2 1:J:726: THR:HG21 2.40 0.56
1:1:448:GLN:NE2 1:L:454:GLN:HB3 2.20 0.56
1:W:228|B|:HIS:CD2 | 1:W:241:THR:HG21 2.40 0.56
1:1:731:ARG:HH11 1:j:621:HIS:CD2 2.23 0.56
1:1:420:HIS:CD2 1:1:726: THR:HG21 2.40 0.56
1:0:223:SER:H 1:7:406:ASN:HD21 1.54 0.56
1:p:448:GLN:NE2 1:p:454:GLN:HB3 2.19 0.56
1:y:420:HIS:CD2 1:y:726: THR:HG21 2.40 0.56
1:2:448: GLN:NE2 1:2:454:GLN:HB3 2.20 0.56
1:2:420:HIS:CD2 1:2:726: THR:HG21 2.40 0.56
1:5:448:GLN:NE2 1:5:454:GLN:HB3 2.19 0.56
1:8:448:GLN:NE2 1:8:454:GLN:HB3 2.19 0.56
1:T:420:HIS:CD2 1:T:726: THR:HG21 2.40 0.56
1:U:420:HIS:CD2 1:U:726: THR:HG21 2.40 0.56
1:V:448:GLN:NE2 1:V:454:GLN:HB3 2.19 0.56
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1:t:621:HIS:CD2 1:v:731:ARG:HH11 2.22 0.56
1:5:420:HIS:CD2 1:5:726: THR:HG21 2.40 0.56
1:N:420:HIS:CD2 1:N:726: THR:HG21 2.40 0.56
1:X:420:HIS:CD2 1:X:726: THR:HG21 2.40 0.56
1:7:448:GLN:NE2 1:7:454:GLN:HB3 2.19 0.56
1:1:420:HIS:CD2 1:1:726: THR:HG21 2.40 0.56
1:m:420:HIS:CD2 1:m:726: THR:HG21 2.40 0.56
1:0:420:HIS:CD2 1:0:726: THR:HG21 2.40 0.56
1:5:420:HIS:CD2 1:5:726: THR:HG21 2.40 0.56
1:A:731:ARG:HH11 1:G:621:HIS:CD2 2.22 0.56
1:F:223:SER:H 1:G:406:ASN:HD21 1.54 0.56
1:1:223:SER:H 1:J:406:ASN:HD21 1.54 0.56
1:T:223:SER:H 1:U:406:ASN:HD21 1.54 0.56
1:u:223:SER:H 1:2:406:ASN:HD21 1.54 0.56
1:2:448:GLN:NE2 1:2:454:GLN:HB3 2.19 0.56
1:M:420:HIS:CD2 1:M:726: THR:HG21 2.40 0.56
1:Y:420:HIS:CD2 1:Y:726: THR:HG21 2.40 0.56
1:a:420:HIS:CD2 1:2:726: THR:HG21 2.40 0.56
1:m:223:SER:H 1:5:406:ASN:HD21 1.54 0.56
1:3:420:HIS:CD2 1:3:726: THR:HG21 2.40 0.56
1:7:420:HIS:CD2 1:7:726:THR:HG21 2.40 0.56
1:C:406:ASN:HD21 1:D:223:SER:H 1.54 0.56
1:J:448:GLN:NE2 1:J:454:GLN:HB3 2.19 0.56
1:M:223:SER:H 1:N:406:ASN:HD21 1.54 0.56
1:Q:228|B|:HIS:CD2 | 1:Q:241:THR:HG21 2.40 0.56
1:R:420:HIS:CD2 1:R:726: THR:HG21 2.40 0.56
1:V:420:HIS:CD2 1:V:726: THR:HG21 2.40 0.56
1:h:420:HIS:CD2 1:h:726: THR:HG21 2.40 0.56
1:v:448: GLN:NE2 1:v:454:GLN:HB3 2.19 0.56
1:w:420:HIS:CD2 1:w:726: THR:HG21 2.40 0.56
1:A:448:GLN:NE2 1:A:454:GLN:HB3 2.19 0.56
1:0:228|B|:HIS:CD2 | 1:0:241:THR:HG21 2.40 0.56
1:Q:420:HIS:CD2 1:Q:726: THR:HG21 2.40 0.56
1:Q:435:PRO:0O 1:Q:465:PRO:HG3 2.06 0.56
1:X:448:GLN:NE2 1:X:454:GLN:HB3 2.19 0.56
1:g:406:ASN:HD21 1:k:223:SER:H 1.54 0.56
1:k:420:HIS:CD2 1:k:726: THR:HG21 2.40 0.56
1:1:228|B|:HIS:CD2 1:1:241: THR:HG21 2.40 0.56
1:p:420:HIS:CD2 1:p:726: THR:HG21 2.40 0.56
1:q:420:HIS:CD2 1:q:726: THR:HG21 2.40 0.56
1:x:228|BJ:HIS:CD2 | 1:x:241:THR:HG21 2.40 0.56
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Atom-1 Atom-2 distance (A) overlap (A)

1:x:420:HIS:CD2 1:x:726:THR:HG21 2.40 0.56
1:x:435:PRO:O 1:x:465:PRO:HG3 2.06 0.56
1:C:435:PRO:O 1:C:465:PRO:HG3 2.06 0.56
1:E:420:HIS:CD2 1:E:726: THR:HG21 2.40 0.56
1:G:228[B|:HIS:CD2 | 1:G:241:THR:HG21 2.40 0.56
1:H:435:PRO:O 1:H:465:PRO:HG3 2.06 0.56
1:N:403:ARG:H 1:N:406:ASN:HD22 1.54 0.56
1:V:621:HIS:CD2 1:X:731:ARG:HH11 2.23 0.56
1:¢:228[B|:HIS:CD2 | 1:c:241:THR:HG21 2.40 0.56
1:¢:448:GLN:NE2 1:c:454:GLN:HB3 2.19 0.56
1:e:228|B|:HIS:CD2 | 1:e:241:THR:HG21 2.40 0.56
1:2:435:PRO:0O 1:g:465:PRO:HG3 2.06 0.56
1:1:403:ARG:H 1:1:406:ASN:HD22 1.54 0.56
1:3:406: ASN:HD21 1:1:223:SER:H 1.54 0.56
1::228|B|:HIS:CD2 | 1:t:241:THR:HG21 2.40 0.56
1:B:435:PRO:0O 1:B:465:PRO:HG3 2.06 0.55
1:D:420:HIS:CD2 1:D:726: THR:HG21 2.40 0.55
1:H:223:SER:H 1:1:406:ASN:HD21 1.54 0.55
1:J:223:SER:H 1:a:406:ASN:HD21 1.54 0.55
1:K:274:TYR:OH 1:7:711: THR:HG21 2.07 0.55
1:K:406:ASN:HD21 1:7:223:SER:H 1.54 0.55
1:0:223:SER:H 1:P:406:ASN:HD21 1.54 0.55
1:V:224:SER:HG 1:V:316:ASN:H 1.51 0.55
1:X:403:ARG:H 1:X:406:ASN:HD22 1.54 0.55
1:Y:223:SER:H 1:4:406:ASN:HD21 1.54 0.55
1:Y:711:THR:HG21 1:4:274:TYR:OH 2.07 0.55
1:b:223:SER:H 1:0:406:ASN:HD21 1.54 0.55
1:¢:435:PRO:O 1:¢:465:PRO:HG3 2.06 0.55
1:d:403:ARG:H 1:d:406:ASN:HD22 1.54 0.55
1:¢:435:PRO:O 1:e:465:PRO:HG3 2.06 0.55
1:¢:223:SER:H 1:1:406:ASN:HD21 1.54 0.55
1:0:403:ARG:H 1:0:406:ASN:HD22 1.55 0.55
1:0:448:GLN:NE2 1:0:454:GLN:HB3 2.19 0.55
1:u:406:ASN:HD21 1:5:223:SER:H 1.54 0.55
1:2:223:SER:H 1:3:406:ASN:HD21 1.54 0.55
1:5:435:PRO:O 1:5:465:PRO:HG3 2.06 0.55
1:G:435:PRO:O 1:G:465:PRO:HG3 2.06 0.55
1:H:403:ARG:H 1:H:406:ASN:HD22 1.54 0.55
1:K:403:ARG:H 1:K:406:ASN:HD22 1.55 0.55
1:K:435:PRO:O 1:K:465:PRO:HG3 2.06 0.55
1:R:435:PRO:0O 1:R:465:PRO:HG3 2.06 0.55
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Atom-1 Atom-2 distance (A) overlap (A)

1:X:406:ASN:HD21 1:£:223:SER:H 1.54 0.55
1:€:448:GLN:NE2 1:e:454:GLN:HB3 2.19 0.55
1:k:406:ASN:HD21 1:w:223:SER:H 1.54 0.55
1:n:403:ARG:H 1:n:406:ASN:HD22 1.54 0.55
1:n:448:GLN:NE2 1:n:454:GLN:HB3 2.19 0.55
1:p:406:ASN:HD21 1:6:223:SER:H 1.54 0.55
1:t:406:ASN:HD21 1:y:223:SER:H 1.54 0.55
1:t:435:PRO:0O 1:t:465:PRO:HG3 2.06 0.55
1:1:435:PRO:O 1:1:465:PRO:HG3 2.06 0.55
1:4:403:ARG:H 1:4:406:ASN:HD22 1.55 0.55
1:4:435:PRO:0O 1:4:465:PRO:HG3 2.06 0.55
1:5:403:ARG:H 1:5:406:ASN:HD22 1.54 0.55
1:D:406:ASN:HD21 1:E:223:SER:H 1.54 0.55
1:1:435:PRO:O 1:1:465:PRO:HG3 2.06 0.55
1:K:711: THR:HG21 1:L:274:TYR:OH 2.06 0.55
1:N:435:PRO:O 1:N:465:PRO:HG3 2.06 0.55
1:R:274:TYR:OH 1:V:711: THR:HG21 2.07 0.55
1:S:420:HIS:CD2 1:S:726: THR:HG21 2.40 0.55
1:V:406:ASN:HD21 1:W:223:SER:H 1.54 0.55
1:¢:403:ARG:H 1:¢:406:ASN:HD22 1.54 0.55
1:q:435:PRO:0O 1:q:465:PRO:HG3 2.06 0.55
1:u:435:PRO:O 1:u:465:PRO:HG3 2.06 0.55
1:A:223:SER:H 1:E:406:ASN:HD21 1.54 0.55
1:B:228|B|:HIS:CD2 | 1:B:241:THR:HG21 2.40 0.55
1:B:406:ASN:HD21 1:C:223:SER:H 1.54 0.55
1:D:274:TYR:OH 1:E:711: THR:HG21 2.07 0.55
1:1:403:ARG:H 1:1:406:ASN:HD22 1.54 0.55
1:J:435:PRO:O 1:J:465:PRO:HG3 2.06 0.55
1:M:274:TYR:OH 1:c:711: THR:HG21 2.07 0.55
1:b:435:PRO:O 1:b:465:PRO:HG3 2.06 0.55
1:d:448:GLN:NE2 1:d:454:GLN:HB3 2.19 0.55
1:1:435:PRO:O 1:1:465:PRO:HG3 2.06 0.55
1;j:711: THR:HG21 1:x:274:TYR:OH 2.07 0.55
1:p:435:PRO:O 1:p:465:PRO:HGS3 2.06 0.55
1:1:420:HIS:CD2 1:1:726: THR:HG21 2.40 0.55
1:u:403:ARG:H 1:u:406:ASN:HD22 1.55 0.55
1:x:403:ARG:H 1:x:406:ASN:HD22 1.54 0.55
1:6:731:ARG:HH11 1:7:621:HIS:CD2 2.23 0.55
1:F:406:ASN:HD21 1:R:223:SER:H 1.54 0.55
1:F:435:PRO:O 1:F:465:PRO:HG3 2.06 0.55
1:P:711: THR:HG21 1:Q:274:TYR:OH 2.07 0.55
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Atom-1 Atom-2 distance (A) overlap (A)

1:Q:403:ARG:H 1:Q:406:ASN:HD22 1.54 0.55
1:R:403:ARG:H 1:R:406:ASN:HD22 1.55 0.55
1:V:435:PRO:O 1:V:465:PRO:HG3 2.06 0.55
1:72:274:TYR:OH 1:a:711: THR:HG21 2.07 0.55
1:a:435:PRO:0O 1:a:465:PRO:HG3 2.06 0.55
1:e:403:ARG:H 1:€:406:ASN:HD22 1.55 0.55
1:£:435:PRO:O 1:£:465:PRO:HG3 2.06 0.55
1:k:448:GLN:NE2 1:k:454:GLN:HB3 2.20 0.55
1:m:435:PRO:O 1:m:465:PRO:HG3 2.06 0.55
1:p:228|B|:HIS:CD2 | 1:p:241:THR:HG21 2.40 0.55
1:p:711: THR:HG21 1:q:274:TYR:OH 2.07 0.55
1:q:223:SER:H 1:y:406:ASN:HD21 1.54 0.55
1:q:403:ARG:H 1:q:406:ASN:HD22 1.55 0.55
1:w:711: THR:HG21 1:2:274:TYR:OH 2.07 0.55
1:2:274:TYR:OH 1:4:711: THR:HG21 2.07 0.55
1:2:435:PRO:0O 1:2:465:PRO:HG3 2.06 0.55
1:3:435:PRO:O 1:3:465:PRO:HG3 2.06 0.55
1:3:711: THR:HG21 1:8:274: TYR:OH 2.07 0.55
1:A:403:ARG:H 1:A:406:ASN:HD22 1.54 0.55
1:E:403:ARG:H 1:E:406:ASN:HD22 1.55 0.55
1:G:403:ARG:H 1:G:406:ASN:HD22 1.54 0.55
1:I:711: THR:HG21 1:J:274:-TYR:OH 2.07 0.55
1:T:435:PRO:O 1:T:465:PRO:HG3 2.06 0.55
1:T:448: GLN:NE2 1:T:454:GLN:HB3 2.19 0.55
1:W:731:ARG:HH11 1:Y:621:HIS:CD2 2.23 0.55
1:g:711: THR:HG21 1:1:274: TYR:OH 2.06 0.55
1:h:223:SER:H 1:1:406:ASN:HD21 1.55 0.55
1:k:274:TYR:OH 1:w:711: THR:HG21 2.07 0.55
1:n:435:PRO:O 1:n:465:PRO:HG3 2.06 0.55
1:v:403:ARG:H 1:v:406:ASN:HD22 1.54 0.55
1:y:435:PRO:0O 1:y:465:PRO:HG3 2.06 0.55
1:2:435:PRO:O 1:2:465:PRO:HG3 2.06 0.55
1:1:228|B|:HIS:CD2 | 1:1:241:THR:HG21 2.40 0.55
1:A:254:HIS:CD2 1:A:650:PRO:HG3 2.42 0.55
1:A:274:TYR:OH 1:B:711: THR:HG21 2.07 0.55
1:D:448:GLN:NE2 1:D:454:GLN:HB3 2.20 0.55
1:G:254:HIS:CD2 1:G:650:PRO:HG3 2.42 0.55
1:H:274:TYR:OH 1:Z:711: THR:HG21 2.07 0.55
1:1:254:HIS:CD2 1:1:650:PRO:HG3 2.42 0.55
1:K:223:SER:H 1:L:406:ASN:HD21 1.54 0.55
1:T:403:ARG:H 1:T:406:ASN:HD22 1.55 0.55
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Atom-1 Atom-2 distance (A) overlap (A)
1:V:482:ARG:HD3 1:X:578:SER:O 2.07 0.55
1:W:254:HIS:CD2 1:W:650:PRO:HG3 2.42 0.55
1:Y:435:PRO:O 1:Y:465:PRO:HG3 2.06 0.55
1:a:254:HIS:CD2 1:a:650:PRO:HG3 2.42 0.55
1:d:254:HIS:CD2 1:d:650:PRO:HG3 2.42 0.55
1:k:228|BJ:HIS:CD2 | 1:k:241:THR:HG21 2.40 0.55
1:m:403:ARG:H 1:m:406:ASN:HD22 1.55 0.55
1:n:254:HIS:CD2 1:n:650:PRO:HG3 2.42 0.55
1:t:403:ARG:H 1:t:406:ASN:HD22 1.55 0.55
1:t:448:GLN:NE2 1:t:454:GLN:HB3 2.20 0.55
1:u:254:HIS:CD2 1:u:650:PRO:HG3 2.42 0.55
1:v:223:SER:H 1:w:406:ASN:HD21 1.54 0.55
1:3:254:HIS:CD2 1:3:650:PRO:HG3 2.42 0.55
1:5:274:TYR:OH 1:8:711: THR:HG21 2.07 0.55
1:8:254:HIS:CD2 1:8:650:PRO:HG3 2.42 0.55
1:C:254:HIS:CD2 1:C:650:PRO:HG3 2.42 0.55
1:G:711:THR:HG21 1:W:274: TYR:OH 2.07 0.55
1:K:228|B|:HIS:CD2 | 1:K:241:THR:HG21 2.40 0.55
1:L:435:PRO:O 1:L:465:PRO:HG3 2.06 0.55
1:M:254:HIS:CD2 1:M:650:PRO:HG3 2.42 0.55
1:M:435:PRO:O 1:M:465:PRO:HG3 2.06 0.55
1:0:406:ASN:HD21 1:d:223:SER:H 1.54 0.55
1:7:254:HIS:CD2 1:7:650:PRO:HG3 2.42 0.55
1:7:406:ASN:HD21 1:a:223:SER:H 1.54 0.55
1:a:403:ARG:H 1:a:406:ASN:HD22 1.54 0.55
1:d:435:PRO:O 1:d:465:PRO:HG3 2.06 0.55
1:g:254:HIS:CD2 1:2:650:PRO:HG3 2.42 0.55
1:1:562:GLU:HA 1:j:388:ARG:HH12 1.72 0.55
1:t:254:HIS:CD2 1:t:650:PRO:HG3 2.42 0.55
1:u:274:TYR:OH 1:5:711: THR:HG21 2.07 0.55
1:v:254:HIS:CD2 1:v:650:PRO:HG3 2.42 0.55
1:v:711:THR:HG21 1:w:274: TYR:OH 2.07 0.55
1:w:403:ARG:H 1:w:406:ASN:HD22 1.55 0.55
1:2:406:ASN:HD21 1:4:223:SER:H 1.54 0.55
1:6:254:HIS:CD2 1:6:650:PRO:HG3 2.42 0.55
1:7:435:PRO:0O 1:7:465:PRO:HG3 2.06 0.55
1:B:274:TYR:OH 1:C:711: THR:HG21 2.07 0.55
1:D:228|B|:HIS:CD2 | 1:D:241:THR:HG21 2.40 0.55
1:G:448:GLN:NE2 1:G:454:GLN:HB3 2.20 0.55
1:H:711: THR:HG21 1:1:274: TYR:OH 2.07 0.55
1:J:711: THR:HG21 1:a:274:TYR:OH 2.07 0.55
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Atom-1 Atom-2 distance (A) overlap (A)

1:T:274:TYR:OH 1:1:711: THR:HG21 2.07 0.55
1:V:228[B|:HIS:CD2 | 1:V:241:THR:HG21 2.40 0.55
1:V:274:TYR:OH 1:W:711: THR:HG21 2.07 0.55
1:h:254:HIS:CD2 1:h:650:PRO:HG3 2.42 0.55
1:h:435:PRO:O 1:h:465:PRO:HG3 2.06 0.55
1:m:448:GLN:NE2 1:m:454:GLN:HB3 2.19 0.55
1:t:711: THR:HG21 1:6:274: TYR:OH 2.07 0.55
1:v:274:TYR:OH 1:1:711:THR:HG21 2.07 0.55
1:2:254:HIS:CD2 1:2:650:PRO:HG3 2.42 0.55
1:2:711: THR:HG21 1:3:274: TYR:OH 2.07 0.55
1:A:711:THR:HG21 1:E:274:TYR:OH 2.07 0.55
1:C:274:TYR:OH 1:D:711: THR:HG21 2.07 0.55
1:C:403:ARG:H 1:C:406:ASN:HD22 1.55 0.55
1:N:562:GLU:HA 1:P:388:ARG:HH12 1.72 0.55
1:N:711:THR:HG21 1:m:274: TYR:OH 2.07 0.55
1:U:435:PRO:O 1:U:465:PRO:HG3 2.06 0.55
1:V:254:HIS:CD2 1:V:650:PRO:HG3 2.42 0.55
1:Y:403:ARG:H 1:Y:406:ASN:HD22 1.55 0.55
1:j:254:HIS:CD2 1:j:650:PRO:HG3 2.42 0.55
1:1:274:TYR:OH 1:n:711: THR:HG21 2.07 0.55
1:1:406:ASN:HD21 1:n:223:SER:H 1.54 0.55
1:0:228|B|:HIS:CD2 | 1:0:241:THR:HG21 2.40 0.55
1:q:254:HIS:CD2 1:q:650:PRO:HG3 2.42 0.55
1:r:435:PRO:O 1:r:465:PRO:HG3 2.06 0.55
1:3:223:SER:H 1:8:406:ASN:HD21 1.54 0.55
1:3:403:ARG:H 1:3:406:ASN:HD22 1.54 0.55
1:4:228|B|:HIS:CD2 | 1:4:241:THR:HG21 2.40 0.55
1:7:403:ARG:H 1:7:406:ASN:HD22 1.55 0.55
1:8:435:PRO:O 1:8:465:PRO:HG3 2.06 0.55
1:D:403:ARG:H 1:D:406:ASN:HD22 1.54 0.54
1:J:254:HIS:CD2 1:J:650:PRO:HG3 2.42 0.54
1:N:254:HIS:CD2 1:N:650:PRO:HG3 2.42 0.54
1:P:254:HIS:CD2 1:P:650:PRO:HG3 2.42 0.54
1:R:254:HIS:CD2 1:R:650:PRO:HG3 2.42 0.54
1:S:435:PRO:0O 1:S:465:PRO:HG3 2.06 0.54
1:S:711: THR:HG21 1:d:274:TYR:OH 2.07 0.54
1:7:435:PRO:O 1:7:465:PRO:HG3 2.06 0.54
l:e:711: THR:HG21 1:h:274:TYR:OH 2.07 0.54
1:1:448: GLN:NE2 1:£:454:GLN:HB3 2.19 0.54
1:g:274:TYR:OH 1:k:711:THR:HG21 2.07 0.54
1:p:274:TYR:OH 1:6:711: THR:HG21 2.07 0.54

Continued on next page...




Page 76

Full wwPDB EM Validation Report

EMD-23205, 7L6I

Continued from previous page...

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

1:5:435:PRO:O 1:5:465:PRO:HG3 2.06 0.54
1:4:254:HIS:CD2 1:4:650:PRO:HG3 2.42 0.54
1:F:274:TYR:OH 1:R:711:THR:HG21 2.07 0.54
1:K:254:HIS:CD2 1:K:650:PRO:HG3 2.42 0.54
1:0:274:TYR:OH 1:d:711:THR:HG21 2.07 0.54
1:0:711:THR:HG21 1:P:274:TYR:OH 2.07 0.54
1:U:403:ARG:H 1:U:406:ASN:HD22 1.54 0.54
1:X:435:PRO:0O 1:X:465:PRO:HG3 2.06 0.54
1:g:403:ARG:H 1:g:406:ASN:HD22 1.55 0.54
1:j:562:GLU:HA 1:k:388:ARG:HH12 1.72 0.54
1:k:403:ARG:H 1:k:406:ASN:HD22 1.55 0.54
1:1:254:HIS:CD2 1:1:650:PRO:HG3 2.42 0.54
1:n:274:TYR:OH 1.r:711: THR:HG21 2.07 0.54
1:q:711: THR:HG21 1:y:274:TYR:OH 2.07 0.54
1:1:254:HIS:CD2 1:1:650:PRO:HG3 2.42 0.54
1:5:403:ARG:H 1:5:406:ASN:HD22 1.54 0.54
1:1:254:HIS:CD2 1:1:650:PRO:HG3 2.42 0.54
1:B:254:HIS:CD2 1:B:650:PRO:HG3 2.42 0.54
1:D:388:ARG:HH12 1:P:562:GLU:HA 1.72 0.54
1:D:435:PRO:O 1:D:465:PRO:HG3 2.06 0.54
1:F:254:HIS:CD2 1:F:650:PRO:HG3 2.42 0.54
1:0:254:HIS:CD2 1:0:650:PRO:HG3 2.42 0.54
1:R:448:GLN:NE2 1:R:454:GLN:HB3 2.20 0.54
1:S:254:HIS:CD2 1:S:650:PRO:HG3 2.42 0.54
1:£:274: TYR:OH 1:z:711: THR:HG21 2.07 0.54
1:j:274: TYR:OH 1:1:711: THR:HG21 2.07 0.54
1:k:435:PRO:O 1:k:465:PRO:HG3 2.06 0.54
1:0:254:HIS:CD2 1:0:650:PRO:HG3 2.42 0.54
1:p:254:HIS:CD2 1:p:650:PRO:HG3 2.42 0.54
1:q:448:GLN:NE2 1:q:454:GLN:HB3 2.20 0.54
1:y:254:HIS:CD2 1:y:650:PRO:HG3 2.42 0.54
1:5:388:ARG:HH12 1:7:562:GLU:HA 1.72 0.54
1:6:403:ARG:H 1:6:406:ASN:HD22 1.54 0.54
1:E:320:LYS:HE2 1:E:333:ASN:OD1 2.08 0.54
1:0:435:PRO:0O 1:0:465:PRO:HG3 2.06 0.54
1:P:403:ARG:H 1:P:406:ASN:HD22 1.55 0.54
1:Q:254:HIS:CD2 1:Q:650:PRO:HG3 2.42 0.54
1:U:711:THR:HG21 1:¢:274:TYR:OH 2.07 0.54
1:W:403:ARG:H 1:W:406:ASN:HD22 1.55 0.54
1:X:254:HIS:CD2 1:X:650:PRO:HG3 2.42 0.54
1:X:388:ARG:HH12 1:e:562:GLU:HA 1.72 0.54
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:b:448:GLN:NE2 1:b:454:GLN:HB3 2.19 0.54
1:¢:320:LYS:HE2 1:¢:333:ASN:OD1 2.08 0.54
1:1:254:HIS:CD2 1:1:650:PRO:HG3 2.42 0.54
1:j:403:ARG:H 1:j:406:ASN:HD22 1.55 0.54
1:0:435:PRO:0O 1:0:465:PRO:HG3 2.06 0.54
1:0:711: THR:HG21 1:7:274:TYR:OH 2.07 0.54
1::274: TYR:OH 1:y:711: THR:HG21 2.07 0.54
1:w:320:LYS:HE2 1:w:333:ASN:OD1 2.08 0.54
1:A:435:PRO:O 1:A:465:PRO:HG3 2.06 0.54
1:C:320:LYS:HE2 1:C:333:ASN:OD1 2.08 0.54
1:F:711: THR:HG21 1:G:274:TYR:OH 2.07 0.54
1:H:254:HIS:CD2 1:H:650:PRO:HG3 2.42 0.54
1:H:388:ARG:HH12 1:Y:562:GLU:HA 1.72 0.54
1:1:320:LYS:HE2 1:1:333:ASN:OD1 2.08 0.54
1:L:711:THR:HG21 1:b:274:TYR:OH 2.07 0.54
1:M:320:LYS:HE2 1:M:333:ASN:OD1 2.08 0.54
1:0:320:LYS:HE2 1:0:333:ASN:OD1 2.08 0.54
1:0:403:ARG:H 1:0:406:ASN:HD22 1.54 0.54
1:S:228|B|:HIS:CD2 | 1:S:241:THR:HG21 2.40 0.54
1:W:435:PRO:O 1:W:465:PRO:HG3 2.06 0.54
1:7:403:ARG:H 1:7:406:ASN:HD22 1.55 0.54
1:b:254:HIS:CD2 1:b:650:PRO:HG3 2.42 0.54
1:h:320:LYS:HE2 1:h:333:ASN:OD1 2.08 0.54
1:h:403:ARG:H 1:h:406:ASN:HD22 1.54 0.54
1:1:320:LYS:HE2 1:1:333:ASN:OD1 2.08 0.54
1:1:403:ARG:H 1:1:406:ASN:HD22 1.54 0.54
1:m:254:HIS:CD2 1:m:650:PRO:HG3 2.42 0.54
1:q:388:ARG:HH12 1:5:562:GLU:HA 1.73 0.54
1:1:406:ASN:HD21 1:x:223:SER:H 1.54 0.54
1:u:320:LYS:HE2 1:u:333:ASN:OD1 2.08 0.54
1:x:254:HIS:CD2 1:x:650:PRO:HG3 2.42 0.54
1:y:403:ARG:H 1:y:406:ASN:HD22 1.54 0.54
1:6:435:PRO:O 1:6:465:PRO:HG3 2.06 0.54
1:6:448:GLN:NE2 1:6:454:GLN:HB3 2.19 0.54
1:F:403:ARG:H 1:F:406:ASN:HD22 1.54 0.54
1:M:403:ARG:H 1:M:406:ASN:HD22 1.55 0.54
1:M:711:THR:HG21 1:N:274: TYR:OH 2.07 0.54
1:Q:223:SER:H 1:5:406:ASN:HD21 1.54 0.54
1:R:388:ARG:HH12 1:U:562:GLU:HA 1.73 0.54
1:T:254:HIS:CD2 1:T:650:PRO:HG3 2.42 0.54
1:Y:320:LYS:HE2 1:Y:333:ASN:OD1 2.08 0.54
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:¢:274:TYR:OH 1:s:711: THR:HG21 2.07 0.54
1:¢:406:ASN:HD21 1:5:223:SER:H 1.55 0.54
1:1:254:HIS:CD2 1:£:650:PRO:HG3 2.42 0.54
1:1:435:PRO:O 1:1:465:PRO:HG3 2.06 0.54
1:v:435:PRO:O 1:v:465:PRO:HG3 2.06 0.54
1:2:254:HIS:CD2 1:2:650:PRO:HG3 2.42 0.54
1:1:320:LYS:HE2 1:1:333:ASN:OD1 2.08 0.54
1:6:562:GLU:HA 1:7:388:ARG:HH12 1.72 0.54
1:8:228|B|:HIS:CD2 | 1:8:241:THR:HG21 2.40 0.54
1:B:320:LYS:HE2 1:B:333:ASN:OD1 2.08 0.54
1:E:435:PRO:O 1:E:465:PRO:HG3 2.06 0.54
1:M:406:ASN:HD21 1:¢:223:SER:H 1.54 0.54
1:U:223:SER:H 1:e:406:ASN:HD21 1.55 0.54
1:V:403:ARG:H 1:V:406:ASN:HD22 1.54 0.54
1:W:320:LYS:HE2 1:W:333:ASN:OD1 2.08 0.54
1:Y:224:SER:HG 1:Y:316:ASN:H 1.55 0.54
1:7:320:LYS:HE2 1:7:333:ASN:OD1 2.08 0.54
1:d:320:LYS:HE2 1:d:333:ASN:OD1 2.08 0.54
1::223:SER:H 1:h:406:ASN:HD21 1.54 0.54
1:n:320:LYS:HE2 1:n:333:ASN:OD1 2.08 0.54
1:w:448:GLN:NE2 1:w:454:GLN:HB3 2.19 0.54
1:2:403:ARG:H 1:2:406:ASN:HD22 1.54 0.54
1:3:228|B|:HIS:CD2 | 1:3:241:THR:HG21 2.40 0.54
1:5:254:HIS:CD2 1:5:650:PRO:HG3 2.42 0.54
1:6:320:LYS:HE2 1:6:333:ASN:OD1 2.08 0.54
1:8:403:ARG:H 1:8:406:ASN:HD22 1.55 0.54
1:A:320:LYS:HE2 1:A:333:ASN:OD1 2.08 0.54
1:G:562:GLU:HA 1:1:388:ARG:HH12 1.73 0.54
1:1:228|BJ:HIS:CD2 1:1:241: THR:HG21 2.40 0.54
1:1:254:HIS:CD2 1:L:650:PRO:HG3 2.42 0.54
1:R:562:GLU:HA 1:S:388:ARG:HH12 1.73 0.54
1:W:448:GLN:NE2 1:W:454:GLN:HB3 2.19 0.54
1:W:562:GLU:HA 1:Y:388:ARG:HH12 1.72 0.54
1:7:228|B|:HIS:CD2 | 1:Z:241:THR:HG21 2.40 0.54
1:b:403:ARG:H 1:b:406:ASN:HD22 1.54 0.54
1:1:403:ARG:H 1:1:406:ASN:HD22 1.54 0.54
1:1:406:ASN:HD21 1:2:223:SER:H 1.55 0.54
1:k:254:HIS:CD2 1:k:650:PRO:HG3 2.42 0.54
1:n:406:ASN:HD21 1:r:223:SER:H 1.54 0.54
1:q:562:GLU:HA 1:r:388:ARG:HH12 1.73 0.54
1:1:274:TYR:OH 1:x:711:THR:HG21 2.07 0.54
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:t:562: GLU:HA 1:u:388:ARG:HH12 1.73 0.54
1:w:435:PRO:0O 1:w:465:PRO:HG3 2.06 0.54
1:7:254:HIS:CD2 1:7:650:PRO:HG3 2.42 0.54
1:7:320:LYS:HE2 1:7:333:ASN:OD1 2.08 0.54
1:8:320:LYS:HE2 1:8:333:ASN:OD1 2.08 0.54
1:B:403:ARG:H 1:B:406:ASN:HD22 1.55 0.54
1:D:254:HIS:CD2 1:D:650:PRO:HG3 2.42 0.54
1:1:223:SER:H 1:b:406:ASN:HD21 1.55 0.54
1:N:223:SER:H 1:m:406:ASN:HD21 1.54 0.54
1:0:562:GLU:HA 1:m:388:ARG:HH12 1.73 0.54
1:R:320:LYS:HE?2 1:R:333:ASN:0OD1 2.08 0.54
1:T:388:ARG:HH12 1:1:562: GLU:HA 1.73 0.54
1:T:406:ASN:HD21 1:1:223:SER:H 1.54 0.54
1:U:254:HIS:CD2 1:U:650:PRO:HG3 2.42 0.54
1:Y:254:HIS:CD2 1:Y:650:PRO:HG3 2.42 0.54
1:a:228|B|:HIS:CD2 | 1:a:241:THR:HG21 2.40 0.54
1:m:320:LYS:HE2 1:m:333:ASN:OD1 2.08 0.54
1:m:711:THR:HG21 1:5:274: TYR:OH 2.07 0.54
1:q:320:LYS:HE2 1:q:333:ASN:OD1 2.08 0.54
1:v:320:LYS:HE2 1:v:333:ASN:OD1 2.08 0.54
1:A:406:ASN:HD21 1:B:223:SER:H 1.54 0.54
1:F:388:ARG:HH12 1:Q:562:GLU:HA 1.73 0.54
1:H:406:ASN:HD21 1:7:223:SER:H 1.54 0.54
1:J:403:ARG:H 1:J:406:ASN:HD22 1.54 0.54
1:K:448:GLN:NE2 1:K:454:GLN:HB3 2.19 0.54
1:L:403:ARG:H 1:L:406:ASN:HD22 1.55 0.54
1:Q:711:THR:HG21 1:5:274:'TYR:OH 2.07 0.54
1:S:223:SER:H 1:d:406:ASN:HD21 1.54 0.54
1:S:320:LYS:HE2 1:S:333:ASN:OD1 2.08 0.54
1:T:320:LYS:HE2 1:T:333:ASN:OD1 2.08 0.54
1:V:388:ARG:HH12 1:X:562:GLU:HA 1.73 0.54
1:X:711: THR:HG21 1:Y:274:TYR:OH 2.08 0.54
1:e:254:HIS:CD2 1:¢:650:PRO:HG3 2.42 0.54
1:h:711: THR:HG21 1:1:274: TYR:OH 2.08 0.54
1:j:320:LYS:HE2 1:3:333:ASN:OD1 2.08 0.54
1:3:435:PRO:O 1:j:465:PRO:HG3 2.06 0.54
1:p:403:ARG:H 1:p:406:ASN:HD22 1.55 0.54
1:5:254:HIS:CD2 1:5:650:PRO:HG3 2.42 0.54
1:1:403:ARG:H 1:1:406:ASN:HD22 1.55 0.54
1:5:406:ASN:HD21 1:8:223:SER:H 1.54 0.54
1:E:254:HIS:CD2 1:E:650:PRO:HG3 2.42 0.53
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Atom-1 Atom-2 distance (A) overlap (A)

1:E:448:GLN:NE2 1:E:454:GLN:HB3 2.19 0.53
1:J:320:LYS:HE2 1:J:333:ASN:OD1 2.08 0.53
1:P:320:LYS:HE2 1:P:333:ASN:OD1 2.08 0.53
1:T:711: THR:HG21 1:U:274: TYR:OH 2.07 0.53
1:b:711: THR:HG21 1:0:274: TYR:OH 2.07 0.53
1:2:448:GLN:NE2 1:g:454:GLN:HB3 2.19 0.53
1:1:388:ARG:HH12 1:k:562:GLU:HA 1.72 0.53
1:0:562:GLU:HA 1:p:388:ARG:HH12 1.73 0.53
1:p:320:LYS:HE2 1:p:333:ASN:OD1 2.08 0.53
1:1:228|B|:HIS:CD2 1:r:241: THR:HG21 2.40 0.53
1:r:320:LYS:HE2 1:r:333:ASN:OD1 2.08 0.53
1:u:228|B|:HIS:CD2 | 1:u:241:THR:HG21 2.40 0.53
1:x:562:GLU:HA 1:y:388:ARG:HH12 1.73 0.53
1:2:403:ARG:H 1:2:406:ASN:HD22 1.54 0.53
1:C:271:TYR:HA 1:C:380:ASN:ND2 2.24 0.53
1:C:388:ARG:HH12 1:M:562:GLU:HA 1.73 0.53
1:C:562:GLU:HA 1:b:388:ARG:HH12 1.73 0.53
1:F:320:LYS:HE2 1:F:333:ASN:OD1 2.08 0.53
1:J:271:TYR:HA 1:J:380:ASN:ND2 2.24 0.53
1:K:562:GLU:HA 1:a:388:ARG:HH12 1.73 0.53
1:N:320:LYS:HE2 1:N:333:ASN:OD1 2.08 0.53
1:P:435:PRO:O 1:P:465:PRO:HG3 2.06 0.53
1:V:320:LYS:HE2 1:V:333:ASN:OD1 2.08 0.53
1:V:562:GLU:HA 1:e:388:ARG:HH12 1.73 0.53
1:W:224:SER:HG 1:W:316:ASN:H 1.56 0.53
1:W:271:TYR:HA 1:W:380:ASN:ND2 2.24 0.53
1:7:388:ARG:HH12 1:3:562:GLU:HA 1.73 0.53
1:a:562:GLU:HA 1:8:388:ARG:HH12 1.73 0.53
1:¢:254:HIS:CD2 1:¢:650:PRO:HG3 2.42 0.53
1:£:388:ARG:HH12 1:g:562:GLU:HA 1.73 0.53
1:g:271:TYR:HA 1:2:380:ASN:ND2 2.24 0.53
1:1:320:LYS:HE2 1:1:333:ASN:OD1 2.08 0.53
1:1:448: GLN:NE2 1:1:454:GLN:HB3 2.19 0.53
1:p:271:TYR:HA 1:p:380:ASN:ND2 2.24 0.53
1:v:406:ASN:HD21 1:1:223:SER:H 1.54 0.53
1:w:254:HIS:CD2 1:w:650:PRO:HG3 2.42 0.53
1:w:388:ARG:HH12 1:y:562:GLU:HA 1.73 0.53
1:2:562:GLU:HA 1:1:388:ARG:HH12 1.73 0.53
1:1:562:GLU:HA 1:2:388:ARG:HH12 1.73 0.53
1:2:320:LYS:HE2 1:2:333:ASN:OD1 2.08 0.53
1:3:320:LYS:HE2 1:3:333:ASN:OD1 2.08 0.53
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Atom-1 Atom-2 distance (A) overlap (A)

1:B:271:TYR:HA 1:B:380:ASN:ND2 2.24 0.53
1:B:562:GLU:HA 1:J:388:ARG:HH12 1.73 0.53
1:C:578:SER:O 1:b:482:ARG:HD3 2.09 0.53
1:D:271:TYR:HA 1:D:380:ASN:ND2 2.24 0.53
1:D:562:GLU:HA 1:N:388:ARG:HH12 1.72 0.53
1:E:388:ARG:HH12 1:F:562:GLU:HA 1.73 0.53
1:H:228|B|:HIS:CD2 | 1:H:241:THR:HG21 2.40 0.53
1:K:271:TYR:HA 1:K:380:ASN:ND2 2.24 0.53
1:M:482:ARG:HD3 1:b:578:SER:O 2.09 0.53
1:P:223:SER:H 1:Q:406:ASN:HD21 1.54 0.53
1:V:271:TYR:HA 1:V:380:ASN:ND2 2.24 0.53
1:a:320:LYS:HE2 1:a:333:ASN:OD1 2.08 0.53
1:¢:388:ARG:HH12 1:p:562:GLU:HA 1.73 0.53
1:¢:562:GLU:HA 1:0:388:ARG:HH12 1.73 0.53
1:d:228|B|:HIS:CD2 | 1:d:241:THR:HG21 2.40 0.53
1:1:320:LYS:HE2 1:1:333:ASN:OD1 2.08 0.53
1:£:482:ARG:HD3 1:g:578:SER:O 2.09 0.53
1:n:228|B|:HIS:CD2 | 1:n:241:THR:HG21 2.40 0.53
1:y:320:LYS:HE2 1:y:333:ASN:OD1 2.08 0.53
1:1:271:TYR:HA 1:1:380:ASN:ND2 2.24 0.53
1:2:271:TYR:HA 1:2:380:ASN:ND2 2.24 0.53
1:3:388:ARG:HH12 1:4:562:GLU:HA 1.73 0.53
1:4:448:GLN:NE2 1:4:454:GLN:HB3 2.19 0.53
1:6:271: TYR:HA 1:6:380:ASN:ND2 2.24 0.53
1:B:388:ARG:HH12 1:L:562:GLU:HA 1.73 0.53
1:C:448:GLN:NE2 1:C:454:GLN:HB3 2.19 0.53
1:E:482:ARG:HD3 1:F:578:SER:O 2.09 0.53
1:G:271:TYR:HA 1:G:380:ASN:ND2 2.24 0.53
1:H:320:LYS:HE2 1:H:333:ASN:OD1 2.08 0.53
1:P:271:TYR:HA 1:P:380:ASN:ND2 2.24 0.53
1:R:406:ASN:HD21 1:V:223:SER:H 1.54 0.53
1:S:578:SER:O 1:U:482:ARG:HD3 2.09 0.53
1:a:578:SER:O 1:8:482:ARG:HD3 2.09 0.53
1:d:271:TYR:HA 1:d:380:ASN:ND2 2.24 0.53
1:j:223:SER:H 1:x:406:ASN:HD21 1.54 0.53
1:k:271:TYR:HA 1:k:380:ASN:ND2 2.24 0.53
1:1:271:TYR:HA 1:1:380:ASN:ND2 2.24 0.53
1n:271:TYR:HA 1:n:380:ASN:ND2 2.24 0.53
1:r:578:SER:O 1:5:482:ARG:HD3 2.09 0.53
1:t:223:SER:H 1:6:406:ASN:HD21 1.54 0.53
1:t:271:TYR:HA 1:t:380:ASN:ND2 2.24 0.53
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:w:482:ARG:HD3 1:y:578:SER:O 2.09 0.53
1:4:271:TYR:HA 1:4:380:ASN:ND2 2.24 0.53
1:A:578:SER:O 1:G:482:ARG:HD3 2.09 0.53
1:F:482: ARG:HD3 1:Q:578:SER:O 2.09 0.53
1:L:320:LYS:HE2 1:1:333:ASN:OD1 2.08 0.53
1:N:448:GLN:NE2 1:N:454:GLN:HB3 2.19 0.53
1:0:271:TYR:HA 1:0:380:ASN:ND2 2.24 0.53
1:S:271:TYR:HA 1:S:380:ASN:ND2 2.24 0.53
1:X:271:TYR:HA 1:X:380:ASN:ND2 2.24 0.53
1:7:482:ARG:HD3 1:3:578:SER:O 2.09 0.53
1:b:320:LYS:HE2 1:b:333:ASN:OD1 2.08 0.53
1:0:320:LYS:HE2 1:0:333:ASN:OD1 2.08 0.53
1:t:482:ARG:HD3 1:v:578:SER:O 2.09 0.53
1:u:448:GLN:NE2 1:u:454:GLN:HB3 2.19 0.53
1:2:320:LYS:HE2 1:2:333:ASN:OD1 2.08 0.53
1:G:223:SER:H 1:W:406:ASN:HD21 1.54 0.53
1:J:534:-MET:HG2 1:J:535:HIS:CD2 2.44 0.53
1:Q:320:LYS:HE2 1:Q:333:ASN:OD1 2.08 0.53
1:U:534:MET:HG2 1:U:535:HIS:CD2 2.44 0.53
1:X:274:TYR:OH 1:£:711: THR:HG21 2.07 0.53
1:X:320:LYS:HE2 1:X:333:ASN:OD1 2.08 0.53
1:¢:320:LYS:HE2 1:¢:333:ASN:OD1 2.08 0.53
1:¢:320:LYS:HE2 1:e:333:ASN:OD1 2.08 0.53
1:2:388:ARG:HH12 1:h:562:GLU:HA 1.73 0.53
1:j:271:TYR:HA 1:3:380:ASN:ND2 2.24 0.53
1:0:271:TYR:HA 1:0:380:ASN:ND2 2.24 0.53
1:0:578:SER:O 1:p:482:ARG:HD3 2.09 0.53
1:p:223:SER:H 1:q:406:ASN:HD21 1.54 0.53
1:r:271: TYR:HA 1:r:380:ASN:ND2 2.24 0.53
1:5:534:MET:HG2 1:5:535:HIS:CD2 2.44 0.53
1:t:320:LYS:HE2 1:t:333:ASN:OD1 2.08 0.53
1:u:534:MET:HG2 1:u:535:HIS:CD2 2.44 0.53
1:x:578:SER:O 1:y:482:ARG:HD3 2.09 0.53
1:2:534:-MET:HG2 1:2:535:HIS:CD2 2.44 0.53
1:5:228|B|:HIS:CD2 | 1:5:241:THR:HG21 2.40 0.53
1:5:320:LYS:HE2 1:5:333:ASN:OD1 2.08 0.53
1:A:228|B|:HIS:CD2 | 1:A:241:THR:HG21 2.40 0.53
1:B:448:GLN:NE2 1:B:454:GLN:HB3 2.20 0.53
1:B:578:SER:O 1:J:482:ARG:HD3 2.09 0.53
1:C:534:MET:HG2 1:C:535:HIS:CD2 2.44 0.53
1:E:534:-MET:HG2 1:E:535:HIS:CD2 2.44 0.53
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Atom-1 Atom-2 distance (A) overlap (A)

1:H:271:TYR:HA 1:H:380:ASN:ND2 2.24 0.53
1:1:534:MET:HG2 1:1:535:HIS:CD2 2.44 0.53
1:M:271:TYR:HA 1:M:380:ASN:ND2 2.24 0.53
1:M:353:LEU:CD2 1:M:643:GLN:HG2 2.39 0.53
1:V:357:HIS:HA 1:X:439:GLN:HA 1.89 0.53
1:W:353:LEU:CD2 1:W:643:GLN:HG2 2.39 0.53
1:¢:357:HIS:HA 1:p:439:GLN:HA 1.91 0.53
1:d:562: GLU:HA 1:1:388:ARG:HH12 1.73 0.53
1:g:534:MET:HG2 1:g:535:HIS:CD2 2.44 0.53
1:n:534:MET:HG2 1:n:535:HIS:CD2 2.44 0.53
1:w:534:MET:HG2 1:w:535:HIS:CD2 2.44 0.53
1:x:320:LYS:HE2 1:x:333:ASN:OD1 2.08 0.53
1:2:534:MET:HG2 1:2:535:HIS:CD2 2.44 0.53
1:1:448:GLN:NE2 1:1:454:GLN:HB3 2.20 0.53
1:5:271:TYR:HA 1:5:380:ASN:ND2 2.24 0.53
1:6:353:LEU:CD2 1:6:643:GLN:HG2 2.39 0.53
1:G:320:LYS:HE2 1:G:333:ASN:OD1 2.08 0.53
1:G:353:LEU:CD2 1:G:643:GLN:HG2 2.39 0.53
1:1:448: GLN:NE2 1:1:454:GLN:HB3 2.20 0.53
1:L:534:MET:HG2 1:L:535:HIS:CD2 2.44 0.53
1:0:578:SER:O 1:m:482:ARG:HD3 2.09 0.53
1:Q:271:TYR:HA 1:QQ:380:ASN:ND2 2.24 0.53
1:Q:353:LEU:CD2 1:Q:643:GLN:HG2 2.39 0.53
1:T:482:ARG:HD3 1:1:578:SER:O 2.09 0.53
1:V:439:GLN:HA 1:e:357:HIS:HA 1.91 0.53
1:a:271:TYR:HA 1:a:380:ASN:ND2 2.24 0.53
1:d:534:MET:HG2 1:d:535:HIS:CD2 2.44 0.53
1::271:TYR:HA 1:€:380:ASN:ND2 2.24 0.53
1:h:271:TYR:HA 1:h:380:ASN:ND2 2.24 0.53
1:h:353:LEU:CD2 1:h:643:GLN:HG2 2.39 0.53
1:h:534:MET:HG2 1:h:535:HIS:CD2 2.44 0.53
1:t:353:LEU:CD2 1:t:643:GLN:HG2 2.39 0.53
1:x:271:TYR:HA 1:x:380:ASN:ND2 2.24 0.53
1:1:353:LEU:CD2 1:1:643:GLN:HG2 2.39 0.53
1:1:578:SER:O 1:2:482:ARG:HD3 2.09 0.53
1:3:534:MET:HG2 1:3:535:HIS:CD2 2.44 0.53
1:5:562:GLU:HA 1:6:388:ARG:HH12 1.72 0.53
1:7:534:MET:HG2 1:7:535:HIS:CD2 2.44 0.53
1:B:353:LEU:CD2 1:B:643:GLN:HG2 2.39 0.53
1:D:534:-MET:HG2 1:D:535:HIS:CD2 2.44 0.53
1:F:534:MET:HG2 1:F:535:HIS:CD2 2.44 0.53
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Atom-1 Atom-2 distance (A) overlap (A)

1:H:353:LEU:CD2 1:H:643:GLN:HG2 2.39 0.53
1:K:320:LYS:HE2 1:K:333:ASN:OD1 2.08 0.53
1:K:482:ARG:HD3 1:8:578:SER:O 2.09 0.53
1:M:534:MET:HG2 1:M:535:HIS:CD2 2.44 0.53
1:0:388:ARG:HH12 1:n:562: GLU:HA 1.73 0.53
1:0:534:MET:HG2 1:0:535:HIS:CD2 2.44 0.53
1:P:534:-MET:HG2 1:P:535:HIS:CD2 2.44 0.53
1:R:271:TYR:HA 1:R:380:ASN:ND2 2.24 0.53
1:R:353:LEU:CD2 1:R:643:GLN:HG2 2.39 0.53
1:S:562:GLU:HA 1:U:388:ARG:HH12 1.73 0.53
1:U:320:LYS:HE2 1:U:333:ASN:OD1 2.08 0.53
1:V:353:LEU:CD2 1:V:643:GLN:HG2 2.39 0.53
1:Y:534:MET:HG2 1:Y:535:HIS:CD2 2.44 0.53
1:7:578:SER:O 1:4:482:ARG:HD3 2.09 0.53
1:a:534:MET:HG2 1:a:535:HIS:CD2 2.44 0.53
1:¢:271:TYR:HA 1:¢:380:ASN:ND2 2.24 0.53
1:j:534:MET:HG2 1:j:535:HIS:CD2 2.44 0.53
1:p:353:LEU:CD2 1:p:643:GLN:HG2 2.39 0.53
1:q:271:TYR:HA 1:q:380:ASN:ND2 2.24 0.53
1:q:353:LEU:CD2 1:q:643:GLN:HG2 2.39 0.53
1:v:228|BJ:HIS:CD2 | 1:v:241:THR:HG21 2.40 0.53
1:x:439:GLN:HA 1:y:357:HIS:HA 1.91 0.53
1:3:271:TYR:HA 1:3:380:ASN:ND2 2.24 0.53
1:3:353:LEU:CD2 1:3:643:GLN:HG2 2.39 0.53
1:4:320:LYS:HE2 1:4:333:ASN:OD1 2.08 0.53
1:5:353:LEU:CD2 1:5:643:GLN:HG2 2.39 0.53
1:F:357:HIS:HA 1:Q:439:GLN:HA 1.91 0.53
1:R:228|B|:HIS:CD2 | 1:R:241:THR:HG21 2.40 0.53
1:R:534:MET:HG2 1:R:535:HIS:CD2 2.44 0.53
1:a:353:LEU:CD2 1:a:643:GLN:HG2 2.39 0.53
1:b:228|B|:HIS:CD2 | 1:b:241:THR:HG21 2.40 0.53
1:d:353:LEU:CD2 1:d:643:GLN:HG2 2.39 0.53
1:k:534:MET:HG2 1:k:535:HIS:CD2 2.44 0.53
1:1:534:MET:HG2 1:1:535:HIS:CD2 2.44 0.53
1:n:353:LEU:CD2 1:n:643:GLN:HG2 2.39 0.53
1:q:228|B|:HIS:CD2 | 1:q:241:THR:HG21 2.40 0.53
1:q:534:-MET:HG2 1:q:535:HIS:CD2 2.44 0.53
1:1:403:ARG:H 1:1:406:ASN:HD22 1.54 0.53
1:w:353:LEU:CD2 1:w:643: GLN:HG2 2.39 0.53
1:x:353:LEU:CD2 1:x:643:GLN:HG2 2.39 0.53
1:y:534:MET:HG2 1:y:535:HIS:CD2 2.44 0.53
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Atom-1 Atom-2 distance (A) overlap (A)
1:2:388:ARG:HH12 1:2:562:GLU:HA 1.73 0.53
1:2:482:ARG:HD3 1:2:578:SER:O 2.09 0.53
1:7:271: TYR:HA 1:7:380:ASN:ND2 2.24 0.53
1:A:271:TYR:HA 1:A:380:ASN:ND2 2.24 0.52
1:A:353:LEU:CD2 1:A:643:GLN:HG2 2.39 0.52
1:B:482:ARG:HD3 1:L:578:SER:O 2.09 0.52
1:E:228|B|:HIS:CD2 | 1:E:241:THR:HG21 2.40 0.52
1:F:353:LEU:CD2 1:F:643:GLN:HG2 2.39 0.52
1:H:562:GLU:HA 1:W:388:ARG:HH12 1.72 0.52
1:T:228|B|:HIS:CD2 | 1:T:241:THR:HG21 2.40 0.52
1:W:534:MET:HG2 1:W:535:HIS:CD2 2.44 0.52
1:X:353:LEU:CD2 1:X:643:GLN:HG2 2.39 0.52
1:Y:271:TYR:HA 1:Y:380:ASN:ND2 2.24 0.52
1:b:534:MET:HG2 1:b:535:HIS:CD2 2.44 0.52
1:b:643:GLN:HB3 1:b:645:MET:HE2 1.92 0.52
1:¢:534:MET:HG2 1:¢:535:HIS:CD2 2.44 0.52
1:£:228|B|:HIS:CD2 1:£:241: THR:HG21 2.40 0.52
1:£:534:MET:HG2 1:£:535:HIS:CD2 2.44 0.52
1:£:562: GLU:HA 1:h:388:ARG:HH12 1.72 0.52
1:£:578:SER:O 1:h:482:ARG:HD3 2.09 0.52
1:£:643:GLN:HB3 1:£:645:-MET:HE2 1.92 0.52
1:g:482:ARG:HD3 1:h:578:SER:O 2.09 0.52
1:m:562:GLU:HA 1:n:388:ARG:HH12 1.73 0.52
1:0:353:LEU:CD2 1:0:643:GLN:HG2 2.39 0.52
1:q:578:SER:O 1:1:482: ARG:HD3 2.09 0.52
1:1:562: GLU:HA 1:5:388:ARG:HH12 1.73 0.52
1:5:320:LYS:HE2 1:5:333:ASN:OD1 2.08 0.52
1:w:228|BJ:HIS:CD2 | 1:w:241:THR:HG21 2.40 0.52
1:y:353:LEU:CD2 1:y:643:GLN:HG2 2.39 0.52
1:2:353:LEU:CD2 1:2:643:GLN:HG2 2.39 0.52
1:5:357:HIS:HA 1:7:439:GLN:HA 1.91 0.52
1:6:534:-MET:HG2 1:6:535:HIS:CD2 2.44 0.52
1:A:534:MET:HG2 1:A:535:HIS:CD2 2.44 0.52
1:C:353:LEU:CD2 1:C:643:GLN:HG2 2.39 0.52
1:E:271:TYR:HA 1:E:380:ASN:ND2 2.24 0.52
1:E:353:LEU:CD2 1:E:643:GLN:HG2 2.39 0.52
1:E:578:SER:O 1:Q:482:ARG:HD3 2.09 0.52
1:H:357:HIS:HA 1:Y:439:GLN:HA 1.91 0.52
1:H:578:SER:O 1:W:482:ARG:HD3 2.10 0.52
1:1:353:LEU:CD2 1:1:643:GLN:HG2 2.39 0.52
1:J:353:LEU:CD2 1:J:643:GLN:HG2 2.39 0.52
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Atom-1 Atom-2 distance (A) overlap (A)

1:J:578:SER:O 1:1:482:ARG:HD3 2.09 0.52
1:0:353:LEU:CD2 1:0:643:GLN:HG2 2.39 0.52
1:Q:643:GLN:HB3 1:Q:645:MET:HE2 1.92 0.52
1:R:578:SER:O 1:S:482:ARG:HD3 2.09 0.52
1:S:403:ARG:H 1:S:406:ASN:HD22 1.54 0.52
1:T:562:GLU:HA 1:d:388:ARG:HH12 1.73 0.52
1:V:578:SER:O 1:€:482:ARG:HD3 2.09 0.52
1:7:271:TYR:HA 1:7:380:ASN:ND2 2.24 0.52
1:¢:643:GLN:HB3 1:c:645:-MET:HE2 1.92 0.52
l:e:534:MET:HG2 1:e:535:HIS:CD2 2.44 0.52
1:e:643:GLN:HB3 1:e:645:-MET:HE2 1.92 0.52
1:£:357:HIS:HA 1:g:439:GLN:HA 1.91 0.52
1:m:578:SER:O 1:n:482:ARG:HD3 2.09 0.52
1:u:353:LEU:CD2 1:u:643:GLN:HG2 2.39 0.52
1:v:271:TYR:HA 1:v:380:ASN:ND2 2.24 0.52
1:v:353:LEU:CD2 1:v:643:GLN:HG2 2.39 0.52
1:w:271:TYR:HA 1:w:380:ASN:ND2 2.24 0.52
1:z:353:LEU:CD2 1:2:643:GLN:HG2 2.39 0.52
1:2:578:SER:O 1:1:482:ARG:HD3 2.09 0.52
1:4:353:LEU:CD2 1:4:643:GLN:HG2 2.39 0.52
1:5:578:SER:O 1:6:482:ARG:HD3 2.10 0.52
1:A:439:GLN:HA 1:G:357:HIS:HA 1.92 0.52
1:C:482:ARG:HD3 1:M:578:SER:O 2.10 0.52
1:F:228|B|:HIS:CD2 | 1:F:241:THR:HG21 2.40 0.52
1:K:353:LEU:CD2 1:K:643:GLN:HG2 2.39 0.52
1:L:353:LEU:CD2 1:L:643:GLN:HG2 2.39 0.52
1:N:439:GLN:HA 1:P:357:HIS:HA 1.91 0.52
1:P:228|B|:HIS:CD2 | 1:P:241:THR:HG21 2.40 0.52
1:b:353:LEU:CD2 1:b:643:GLN:HG2 2.39 0.52
1:¢:482:ARG:HD3 1:p:578:SER:O 2.09 0.52
1:£:353:LEU:CD2 1:1:643:GLN:HG2 2.39 0.52
1:g:353:LEU:CD2 1:2:643:GLN:HG2 2.39 0.52
1:j:643:GLN:HB3 1:j:645:MET:HE2 1.91 0.52
1:1:353:LEU:CD2 1:1:643:GLN:HG2 2.39 0.52
1:5:353:LEU:CD2 1:5:643:GLN:HG2 2.39 0.52
1:t:388:ARG:HH12 1:v:562:GLU:HA 1.73 0.52
1:x:643:GLN:HB3 1:x:645:-MET:HE2 1.92 0.52
1:8:271:TYR:HA 1:8:380:ASN:ND2 2.24 0.52
1:C:439:GLN:HA 1:b:357:HIS:HA 1.91 0.52
1:J:562:GLU:HA 1:1:388:ARG:HH12 1.73 0.52
1:L:271:TYR:HA 1:L:380:ASN:ND2 2.24 0.52
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1:P:643:GLN:HB3 1:P:645:MET:HE2 1.92 0.52
1:T:353:LEU:CD2 1:T:643:GLN:HG2 2.39 0.52
1:T:578:SER:O 1:d:482:ARG:HD3 2.09 0.52
1:U:353:LEU:CD2 1:U:643:GLN:HG2 2.39 0.52
1:Y:353:LEU:CD2 1:Y:643:GLN:HG2 2.39 0.52
1:Y:643:GLN:HB3 1:Y:645:MET:HE2 1.92 0.52
1:1:439:GLN:HA 1:3:357:HIS:HA 1.91 0.52
1:m:228|B|:HIS:CD2 | 1:m:241:THR:HG21 2.40 0.52
1:0:643:GLN:HB3 1:0:645:MET:HE2 1.92 0.52
1:v:534:MET:HG2 1:v:535:HIS:CD2 2.44 0.52
1:w:578:SER:O 1:x:482:ARG:HD3 2.10 0.52
1:y:228|B|:HIS:CD2 | 1:y:241:THR:HG21 2.40 0.52
1:2:643:GLN:HB3 1:2:645:MET:HE2 1.92 0.52
1:7:353:LEU:CD2 1:7:643:GLN:HG2 2.39 0.52
1:7:643:GLN:HB3 1:7:645:-MET:HE2 1.92 0.52
1:A:482:ARG:HD3 1:1:578:SER:O 2.09 0.52
1:G:643:GLN:HB3 1:G:645:-MET:HE2 1.92 0.52
1:H:534:MET:HG2 1:H:535:HIS:CD2 2.44 0.52
1:J:643:GLN:HB3 1:J:645:MET:-HE2 1.92 0.52
1:K:643:GLN:HB3 1:K:645:-MET:-HE2 1.92 0.52
1:N:271:TYR:HA 1:N:380:ASN:ND2 2.24 0.52
1:0:482:ARG:HD3 1:n:578:SER:O 2.09 0.52
1:X:643:GLN:HB3 1:X:645:MET:HE2 1.92 0.52
1:7:562:GLU:HA 1:4:388:ARG:HH12 1.73 0.52
1:a:643:GLN:HB3 l:a:645:MET:HE2 1.92 0.52
1:b:271:TYR:HA 1:b:380:ASN:ND2 2.24 0.52
1:£:271: TYR:HA 1:£:380:ASN:ND2 2.24 0.52
1:£:605:GLN:HE21 1:h:622: THR:HG22 1.75 0.52
1:1:271:TYR:HA 1:1:380:ASN:ND2 2.24 0.52
1:1:578:SER:O 1:j:482:ARG:HD3 2.10 0.52
1:j:228|B|:HIS:CD2 | 1:j:241:THR:HG21 2.40 0.52
1:m:439:GLN:HA 1:n:357:HIS:HA 1.92 0.52
1:0:534:-MET:HG2 1:0:535:HIS:CD2 2.44 0.52
1:t:357:HIS:HA 1:v:439:GLN:HA 1.92 0.52
1:u:271:TYR:HA 1:u:380:ASN:ND2 2.24 0.52
L:y:271:TYR:HA 1:y:380:ASN:ND2 2.24 0.52
1:z:271:TYR:HA 1:2:380:ASN:ND2 2.24 0.52
1:3:482:ARG:HD3 1:4:578:SER:O 2.09 0.52
1:4:643:GLN:HB3 1:4:645:MET:-HE2 1.92 0.52
1:5:534:-MET:HG2 1:5:535:HIS:CD2 2.44 0.52
1:6:643:GLN:HB3 1:6:645:MET:HE2 1.92 0.52
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1:8:534:MET:HG2 1:8:535:HIS:CD2 2.44 0.52
1:E:562:GLU:HA 1:Q:388:ARG:HH12 1.73 0.52
1:F:271:TYR:HA 1:F:380:ASN:ND2 2.24 0.52
1:G:534:MET:HG2 1:G:535:HIS:CD2 2.44 0.52
1:K:578:SER:O 1:a:482:ARG:HD3 2.09 0.52
1:N:578:SER:O 1:P:482:ARG:HD3 2.10 0.52
1:0:357:HIS:HA 1:n:439:GLN:HA 1.92 0.52
1:Q:534:MET:HG2 1:Q:535:HIS:CD2 2.44 0.52
1:S:439:GLN:HA 1:U:357:HIS:HA 1.92 0.52
1:T:439:GLN:HA 1:d:357:HIS:HA 1.92 0.52
1:W:643:GLN:HB3 1:W:645:MET:HE2 1.92 0.52
1:X:534:MET:HG2 1:X:535:HIS:CD2 2.44 0.52
1:d:439:GLN:HA 1:1:357:HIS:HA 1.92 0.52
1:d:578:SER:O 1:1:482:ARG:HD3 2.09 0.52
1:g:228|B|:HIS:CD2 | 1:g:241:THR:HG21 2.40 0.52
1:1:482:ARG:HD3 1:k:578:SER:O 2.10 0.52
1:1:643:GLN:HB3 1:1:645:-MET:-HE2 1.92 0.52
1:m:353:LEU:CD2 1:m:643:GLN:HG2 2.39 0.52
1:1:439:GLN:HA 1:s:357:HIS:HA 1.92 0.52
1:8:271:TYR:HA 1:5:380:ASN:ND2 2.24 0.52
1:u:439:GLN:HA 1:v:357:HIS:HA 1.91 0.52
1:u:578:SER:O 1:v:482:ARG:HD3 2.09 0.52
1:x:534:-MET:HG2 1:x:535:HIS:CD2 2.44 0.52
1:y:448:GLN:NE2 1:y:454:GLN:HB3 2.19 0.52
1:3:643:GLN:HB3 1:3:645:MET:-HE2 1.92 0.52
1:C:643:GLN:HB3 1:C:645:MET:HE2 1.92 0.52
1:I:271: TYR:HA 1:1:380:ASN:ND2 2.24 0.52
1:K:388:ARG:HH12 1:8:562:GLU:HA 1.73 0.52
1:K:534:MET:HG2 1:K:535:HIS:CD2 2.44 0.52
1:N:228|B|:HIS:CD2 | 1:N:241:THR:HG21 2.40 0.52
1:0:643:GLN:HB3 1:0:645:-MET:HE2 1.92 0.52
1:P:353:LEU:CD2 1:P:643:GLN:HG2 2.39 0.52
1:R:482:ARG:HD3 1:U:578:SER:O 2.09 0.52
1:T:271:TYR:HA 1:T:380:ASN:ND2 2.24 0.52
1:U:271:TYR:HA 1:U:380:ASN:ND2 2.24 0.52
1:Z:534:-MET:HG2 1:7:535:HIS:CD2 2.44 0.52
1:r:534:MET:HG2 1:r:535:HIS:CD2 2.44 0.52
1:t:534:MET:HG2 1:t:535:HIS:CD2 2.44 0.52
1:u:562: GLU:HA 1:v:388:ARG:HH12 1.73 0.52
1:1:643:GLN:HB3 1:1:645:MET:HE2 1.92 0.52
1:3:357:HIS:HA 1:4:439:GLN:HA 1.92 0.52
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1:4:534:MET:HG2 1:4:535:HIS:CD2 2.44 0.52
1:6:439:GLN:HA 1:7:357:HIS:HA 1.91 0.52
1:8:353:LEU:CD2 1:8:643:GLN:HG2 2.39 0.52
1:A:357:HIS:HA 1:1:439:GLN:HA 1.92 0.52
1:B:643:GLN:HB3 1:B:645:MET:HE2 1.92 0.52
1:C:228|BJ:HIS:CD2 | 1:C:241:THR:HG21 2.40 0.52
1:K:439:GLN:HA 1:a:357:HIS:HA 1.92 0.52
1:S:353:LEU:CD2 1:S:643:GLN:HG2 2.39 0.52
1:S:534:MET:HG2 1:S:535:HIS:CD2 2.44 0.52
1:W:439:GLN:HA 1:Y:357:HIS:HA 1.91 0.52
1:7:353:LEU:CD2 1:7:643:GLN:HG2 2.39 0.52
1:¢:643:GLN:HB3 1:¢:645:MET:HE2 1.92 0.52
1:q:482:ARG:HD3 1:5:578:SER:O 2.09 0.52
1:r:353:LEU:CD2 1:1:643:GLN:HG2 2.39 0.52
1:t:643:GLN:HB3 1:t:645:MET:HE2 1.92 0.52
1:w:562:GLU:HA 1:x:388:ARG:HH12 1.73 0.52
1:5:643:GLN:HB3 1:5:645:MET:HE2 1.92 0.52
1:8:643:GLN:HB3 1:8:645:MET:HE2 1.92 0.52
1:B:534:-MET:HG2 1:B:535:HIS:CD2 2.44 0.52
1:D:357:HIS:HA 1:P:439:GLN:HA 1.92 0.52
1:D:439:GLN:HA 1:N:357:HIS:HA 1.91 0.52
1:E:357:HIS:HA 1:F:439:GLN:HA 1.92 0.52
1:F:448:GLN:NE2 1:F:454:GLN:HB3 2.19 0.52
1:M:388:ARG:HH12 1:b:562:GLU:HA 1.73 0.52
1:W:578:SER:O 1:Y:482:ARG:HD3 2.10 0.52
1:Y:228|B|:HIS:CD2 | 1:Y:241:THR:HG21 2.40 0.52
1:7:643:GLN:HB3 1:7:645:-MET -HE2 1.92 0.52
1:1:228|B|:HIS:CD2 | 1:i:241:THR:HG21 2.40 0.52
1:j:353:LEU:CD2 1:3:643:GLN:HG2 2.39 0.52
1:j:439:GLN:HA 1:k:357:HIS:HA 1.92 0.52
1:m:271:TYR:HA 1:m:380:ASN:ND2 2.24 0.52
1:w:357:HIS:HA 1:y:439:GLN:HA 1.92 0.52
1:6:578:SER:O 1:7:482:ARG:HD3 2.10 0.52
1:A:388:ARG:HH12 1:1:562: GLU:HA 1.74 0.52
1:A:562:GLU:HA 1:G:388:ARG:HH12 1.74 0.52
1:D:578:SER:O 1:N:482:ARG:HD3 2.10 0.52
1:H:643:GLN:HB3 1:H:645:MET:HE2 1.92 0.52
1:M:228|B|:HIS:CD2 | 1:M:241:THR:HG21 2.40 0.52
1:N:353:LEU:CD2 1:N:643:GLN:HG2 2.39 0.52
1:1:357:HIS:HA 1:k:439:GLN:HA 1.91 0.52
1:t:578:SER:O 1:u:482:ARG:HD3 2.10 0.52
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Atom-1 Atom-2 distance (A) overlap (A)

1:1:534:MET:HG2 1:1:535:HIS:CD2 2.44 0.52
1:A:643:GLN:HB3 1:A:645:MET:HE2 1.92 0.51
1:D:320:LYS:HE2 1:D:333:ASN:OD1 2.08 0.51
1:D:353:LEU:CD2 1:D:643:GLN:HG2 2.39 0.51
1:G:578:SER:O 1:1:482:ARG:HD3 2.10 0.51
1:T:534:MET:HG2 1:T:535:HIS:CD2 2.44 0.51
1:X:357:HIS:HA 1:€:439:GLN:HA 1.92 0.51
1:¢:578:SER:O 1:0:482:ARG:HD3 2.09 0.51
1:1:353:LEU:CD2 1:1:643:GLN:HG2 2.39 0.51
1:k:320:LYS:HE2 1:k:333:ASN:OD1 2.08 0.51
1:v:643:GLN:HB3 1:v:645:-MET:HE2 1.92 0.51
1:¢:353:LEU:CD2 1:¢:643:GLN:HG2 2.39 0.51
1:g:622: THR:HG22 1:h:605:GLN:HE21 1.74 0.51
1:k:353:LEU:CD2 1:k:643:GLN:HG2 2.39 0.51
1:7:228|B|:HIS:CD2 | 1:7:241:THR:HG21 2.40 0.51
1:M:357:HIS:HA 1:b:439:GLN:HA 1.92 0.51
1:M:622: THR:HG22 | 1:b:605:GLN:HE21 1.76 0.51
1:M:643:GLN:HB3 1:M:645:MET:HE2 1.92 0.51
1:N:534:MET:HG2 1:N:535:HIS:CD2 2.44 0.51
1:0:622:THR:HG22 | 1:n:605:GLN:HE21 1.76 0.51
1:R:439:GLN:HA 1:S:357:HIS:HA 1.92 0.51
1:T:605:GLN:HE21 | 1:d:622: THR:HG22 1.76 0.51
1:d:605:GLN:HE21 1:1:622: THR:HG22 1.76 0.51
1:h:228|B|:HIS:CD2 | 1:h:241:THR:HG21 2.40 0.51
1:1:534:MET:HG2 1:1:535:HIS:CD2 2.44 0.51
1:m:534:MET:HG2 1:m:535:HIS:CD2 2.44 0.51
1:m:605:GLN:HE21 | 1:n:622:THR:HG22 1.76 0.51
1:p:534:MET:HG2 1:p:535:HIS:CD2 2.44 0.51
1:5:439:GLN:HA 1:6:357:HIS:HA 1.92 0.51
1:B:622: THR:HG22 1:1L:605:GLN:HE21 1.76 0.51
1:R:605:GLN:HE21 1:S:622: THR:HG22 1.76 0.51
1:R:622: THR:HG22 | 1:U:605:GLN:HE21 1.76 0.51
1:V:534:MET:HG2 1:V:535:HIS:CD2 2.44 0.51
1:7:439:GLN:HA 1:4:357:HIS:HA 1.92 0.51
1:€:353:LEU:CD2 1:€:643:GLN:HG2 2.39 0.51
1:h:643:GLN:HB3 1:h:645:MET:HE2 1.92 0.51
1:1:224:.SER:HG 1:1:316:ASN:H 1.57 0.51
1:q:439:GLN:HA 1:r:357:HIS:HA 1.92 0.51
1:q:605:GLN:HE21 1:r:622: THR:HG22 1.76 0.51
1:w:643:GLN:HB3 1:w:645:MET:HE2 1.92 0.51
1:H:439:GLN:HA 1:W:357:HIS:HA 1.92 0.51
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Atom-1 Atom-2 distance (A) overlap (A)

1:1:643: GLN:HB3 1:1:645:MET:HE2 1.92 0.51
1:K:357:HIS:HA 1:8:439:GLN:HA 1.92 0.51
1:R:643:GLN:HB3 1:R:645:MET:HE2 1.92 0.51
1:V:643:GLN:HB3 1:V:645:MET:HE2 1.92 0.51
1:7:357:HIS:HA 1:3:439:GLN:HA 1.92 0.51
1:p:643:GLN:HB3 1:p:645:MET:HE2 1.92 0.51
1:q:622: THR:HG22 1:5:605:GLN:HE21 1.76 0.51
1:q:643:GLN:HB3 1:q:645:MET:HE2 1.92 0.51
1:1:448:GLN:NE2 1:r:454:GLN:HB3 2.19 0.51
1:t:622: THR:HG22 1:v:605:GLN:HE21 1.76 0.51
1:u:643:GLN:HB3 1:u:645:MET:HE2 1.92 0.51
1:2z:605:GLN:HE21 1:1:622: THR:HG22 1.76 0.51
1:E:605:GLN:HE21 | 1:Q:622: THR:HG22 1.76 0.51
1:E:643:GLN:HB3 1:E:645:MET:HE2 1.92 0.51
1:H:482:ARG:HD3 1:Y:578:SER:O 2.10 0.51
1:1.:643:GLN:HB3 1:L:645:MET:HE2 1.92 0.51
1:a:439:GLN:HA 1:8:357:HIS:HA 1.92 0.51
1:¢:439:GLN:HA 1:0:357:HIS:HA 1.92 0.51
1:w:605:GLN:HE21 1:x:622: THR:HG22 1.76 0.51
1:A:605:GLN:HE21 | 1:G:622:THR:HG22 1.76 0.51
1:D:482:ARG:HD3 1:P:578:SER:O 2.10 0.51
1:J:439:GLN:HA 1:L:357:HIS:HA 1.92 0.51
1:J:605:GLN:HE21 1:L:622: THR:HG22 1.76 0.51
1:d:643:GLN:HB3 1:d:645:MET:HE2 1.92 0.51
1:j:578:SER:O 1:k:482: ARG:HD3 2.10 0.51
1:n:643:GLN:HB3 1:n:645:MET:HE2 1.92 0.51
1:5:643:GLN:HB3 1:5:645:MET:HE2 1.92 0.51
1:2:357:HIS:HA 1:2:439:GLN:HA 1.92 0.51
1:2:439:GLN:HA 1:1:357:HIS:HA 1.92 0.51
1:5:482:ARG:HD3 1:7:578:SER:O 2.10 0.51
1:B:357:HIS:HA 1:1L:439:GLN:HA 1.92 0.51
1:1:439:GLN:HA 1:h:357:HIS:HA 1.93 0.51
1:m:643:GLN:HB3 1:m:645:MET:HE2 1.92 0.51
1:y:643:GLN:HB3 1:y:645:MET:HE2 1.92 0.51
1:2:622: THR:HG22 1:2:605:GLN:HE21 1.76 0.51
1:z:643:GLN:HB3 1:2:645:-MET:HE2 1.92 0.51
1:B:439:GLN:HA 1:J:357:HIS:HA 1.92 0.51
1:D:605:GLN:HE21 | 1:N:622:THR:HG22 1.76 0.51
1:E:439:GLN:HA 1:Q:357:HIS:HA 1.93 0.51
1:N:643:GLN:HB3 1:N:645:MET:HE2 1.92 0.51
1:U:643:GLN:HB3 1:U:645:MET:HE2 1.92 0.51
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1:V:605:GLN:HE21 1:e:622: THR:HG22 1.76 0.51
1:1:622: THR:HG22 1:k:605:GLN:HE21 1.76 0.51
1:1:605:GLN:HE21 1:2:622: THR:HG22 1.76 0.51
1:2:228|B|:HIS:CD2 | 1:2:241:THR:HG21 2.40 0.51
1:A:622: THR:HG22 1:1:605:GLN:HE21 1.76 0.51
1:F:643:GLN:HB3 1:F:645:-MET:HE2 1.92 0.51
1:H:622: THR:HG22 | 1:Y:605:GLN:HE21 1.76 0.51
1:N:605:GLN:HE21 | 1:P:622: THR:HG22 1.76 0.51
1:T:643:GLN:HB3 1:T:645:MET:HE2 1.92 0.51
1:1:643:GLN:HB3 1:1:645:-MET:HE2 1.92 0.51
1:w:439:GLN:HA 1:x:357:HIS:HA 1.93 0.51
1:B:605:GLN:HE21 1:J:622: THR:HG22 1.76 0.50
1:¢:622: THR:HG22 1:p:605:GLN:HE21 1.76 0.50
1:1:605:GLN:HE21 1:j:622: THR:HG22 1.76 0.50
1:t:605:GLN:HE21 1:u:622: THR:HG22 1.76 0.50
1:1:439:GLN:HA 1:2:357:HIS:HA 1.92 0.50
1:5:622: THR:HG22 1:7:605:GLN:HE21 1.76 0.50
1:J:228|B|:HIS:CD2 | 1:J:241:THR:HG21 2.40 0.50
1:0:439:GLN:HA 1:m:357:HIS:HA 1.92 0.50
1:R:357:HIS:HA 1:U:439:GLN:HA 1.92 0.50
1:T:357:HIS:HA 1:1:439:GLN:HA 1.92 0.50
1:X:622: THR:HG22 1:€:605:GLN:HE21 1.76 0.50
1:b:702: TYR:OH 1:¢:561:GLU:OE2 2.29 0.50
1:¢:605:GLN:HE21 1:0:622: THR:HG22 1.76 0.50
1:t:702: TYR:OH 1:5:561:GLU:OE2 2.28 0.50
1:x:524:HIS:NE2 1:x:529:GLU:HG3 2.27 0.50
1:D:622: THR:HG22 | 1:P:605:GLN:HE21 1.76 0.50
1:E:524:HIS:NE2 1:E:529:GLU:HG3 2.27 0.50
1:G:605:GLN:HE21 1:1:622: THR:HG22 1.76 0.50
1:Q:524:HIS:NE2 1:Q:529:GLU:HG3 2.27 0.50
1:S:691:ARG:HD3 1:S:695:GLU:OE2 2.12 0.50
1:T:691:ARG:HD3 1:T:695:GLU:OE2 2.12 0.50
1:U:228|B|:HIS:CD2 | 1:U:241:THR:HG21 2.40 0.50
1:W:691:ARG:HD3 1:W:695:GLU:OE2 2.12 0.50
1:7:524:HIS:NE2 1:7:529:GLU:HG3 2.27 0.50
1:d:691:ARG:HD3 1:d:695:GLU:OE2 2.12 0.50
1:j:605:GLN:HE21 1:k:622: THR:HG22 1.76 0.50
1:m:691:ARG:HD3 1:m:695:GLU:OE2 2.12 0.50
1:n:691:ARG:HD3 1:n:695:GLU:OE2 2.12 0.50
1:q:357:HIS:HA 1:5:439:GLN:HA 1.92 0.50
1:1:691:ARG:HD3 1:1:695:GLU:OE2 2.12 0.50
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Atom-1 Atom-2 distance (A) overlap (A)
1:u:605:GLN:HE21 1:v:622: THR:HG22 1.76 0.50
1:w:524:HIS:NE2 1:w:529:GLU:HG3 2.27 0.50
1:8:524:HIS:NE2 1:8:529:GLU:HG3 2.27 0.50
1:A:524:HIS:NE2 1:A:529:GLU:HG3 2.27 0.50
1:C:357:HIS:HA 1:M:439:GLN:HA 1.92 0.50
1:C:622:THR:HG22 | 1:M:605:GLN:HE21 1.76 0.50
1:H:251:TYR:OH 1:H:371:VAL:O 2.26 0.50
1:H:605:GLN:HE21 | 1:W:622: THR:HG22 1.76 0.50
1:K:622: THR:HG22 1:8:605:GLN:HE21 1.76 0.50
1:1:691:ARG:HD3 1:1:695:GLU:OE2 2.12 0.50
1:p:524:HIS:NE2 1:p:529:GLU:HG3 2.27 0.50
1:1:643:GLN:HB3 1:r:645:MET:HE2 1.92 0.50
1:v:524:HIS:NE2 1:v:529:GLU:HG3 2.27 0.50
1:1:524:HIS:NE2 1:1:529:GLU:HG3 2.27 0.50
1:5:524:HIS:NE2 1:5:529:GLU:HG3 2.27 0.50
1:6:691:ARG:HD3 1:6:695:GLU:OE2 2.12 0.50
1:A:691:ARG:HD3 1:A:695:GLU:OE2 2.12 0.50
1:B:524:HIS:NE2 1:B:529:GLU:HG3 2.27 0.50
1:C:605:GLN:HE21 1:b:622: THR:HG22 1.76 0.50
1:H:524:HIS:NE2 1:H:529:GLU:HG3 2.27 0.50
1:N:524:HIS:NE2 1:N:529:GLU:HG3 2.27 0.50
1:0:691:ARG:HD3 1:0:695:GLU:OE2 2.12 0.50
1:V:524:HIS:NE2 1:V:529:GLU:HG3 2.27 0.50
1:X:482:ARG:HD3 1:e:578:SER:O 2.10 0.50
1:a:524:HIS:NE2 1:a:529:GLU:HG3 2.27 0.50
1:d:524:HIS:NE2 1:d:529:GLU:HG3 2.27 0.50
1:5:691:ARG:HD3 1:5:695:GLU:OE2 2.12 0.50
1:v:691:ARG:HD3 1:v:695:GLU:OE2 2.12 0.50
1:3:524:HIS:NE2 1:3:529:GLU:HG3 2.27 0.50
1:5:605:GLN:HE21 1:6:622: THR:HG22 1.76 0.50
1:6:228|B|:HIS:CD2 | 1:6:241:THR:HG21 2.40 0.50
1:S:524:HIS:NE2 1:5:529:GLU:HG3 2.27 0.50
1:S:643:GLN:HB3 1:S:645:MET:HE2 1.92 0.50
1:U:691:ARG:HD3 1:U:695:GLU:OE2 2.12 0.50
1:7:605:GLN:HE21 1:4:622: THR:HG22 1.76 0.50
1:a:691:ARG:HD3 1:a:695:GLU:OE2 2.12 0.50
1:¢:524:HIS:NE2 1:¢:529:GLU:HG3 2.27 0.50
1:e:524:HIS:NE2 1:¢:529:GLU:HG3 2.27 0.50
1:1:445:ASN:HD22 1:h:549:ASN:HD21 1.60 0.50
1:£:622: THR:HG22 1:g:605:GLN:HE21 1.76 0.50
1:£:691:ARG:HD3 1:£:695:GLU:OE2 2.12 0.50
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Atom-1 Atom-2 distance (A) overlap (A)
1:1:524:HIS:NE2 1:1:529:GLU:HG3 2.27 0.50
1:k:643:GLN:HB3 1:k:645:MET:HE2 1.92 0.50
1:n:524:HIS:NE2 1:n:529:GLU:HG3 2.27 0.50
1:2:524:HIS:NE2 1:2:529:GLU:HG3 2.27 0.50
1:3:691:ARG:HD3 1:3:695:GLU:OE2 2.12 0.50
1:5:251:TYR:OH 1:5:371:VAL:O 2.26 0.50
1:B:691:ARG:HD3 1:B:695:GLU:OE2 2.12 0.50
1:D:643:GLN:HB3 1:D:645:MET:HE2 1.92 0.50
1:K:605:GLN:HE21 1:a:622: THR:HG22 1.76 0.50
1:L:524:HIS:NE2 1:L:529:GLU:HG3 2.27 0.50
1:X:287:HIS:CE1 1:X:363:PRO:HG3 2.47 0.50
1:b:691:ARG:HD3 1:b:695:GLU:OE2 2.12 0.50
1:g:549:ASN:HD21 1:h:445:ASN:HD22 1.60 0.50
1:1:224:SER:HG 1:1:316:ASN:H 1.58 0.50
1:0:287:HIS:CE1 1:0:363:PRO:HG3 2.47 0.50
1:0:439:GLN:HA 1:p:357:HIS:HA 1.92 0.50
1:p:691:ARG:HD3 1:p:695:GLU:OE2 2.12 0.50
1:r:524:HIS:NE2 1:r:529:GLU:HG3 2.27 0.50
1:5:228|B|:HIS:CD2 | 1:s:241:THR:HG21 2.40 0.50
1:1:691:ARG:HD3 1:1:695:GLU:OE2 2.12 0.50
1:2:524:HIS:NE2 1:2:529:GLU:HG3 2.27 0.50
1:4:524:HIS:NE2 1:4:529:GLU:HG3 2.27 0.50
1:4:691:ARG:HD3 1:4:695:GLU:OE2 2.12 0.50
1:F:622:THR:HG22 | 1:Q:605:GLN:HE21 1.76 0.50
1:J:524:HIS:NE2 1:J:529:GLU:HG3 2.27 0.50
1:K:524:HIS:NE2 1:K:529:GLU:HG3 2.27 0.50
1:K:691:ARG:HD3 1:K:695:GLU:OE2 2.12 0.50
1:M:524:HIS:NE2 1:M:529:GLU:HG3 2.27 0.50
1:a:287:HIS:CE1 1:a:363:PRO:HG3 2.47 0.50
1:g:691:ARG:HD3 1:g:695:GLU:OE2 2.12 0.50
1:h:716:GLY:HA2 1:1:256: TYR:O 2.12 0.50
1:j:524:HIS:NE2 1:j:529:GLU:HG3 2.27 0.50
1:3:287:HIS:CE1 1:3:363:PRO:HG3 2.47 0.50
1:7:524:HIS:NE2 1:7:529:GLU:HG3 2.27 0.50
1:C:691:ARG:HD3 1:C:695:GLU:OE2 2.12 0.50
1:K:716:GLY:HA2 1:L:256:TYR:O 2.12 0.50
1:P:287:HIS:CE1 1:P:363:PRO:HG3 2.47 0.50
1:P:524:HIS:NE2 1:P:529:GLU:HG3 2.27 0.50
1:U:287:HIS:CE1 1:U:363:PRO:HG3 2.47 0.50
1:V:287:HIS:CE1 1:V:363:PRO:HG3 2.47 0.50
1:V:691:ARG:HD3 1:V:695:GLU:OE2 2.12 0.50
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1:Y:524:HIS:NE2 1:Y:529:GLU:HG3 2.27 0.50
1:b:287:HIS:CE1 1:b:363:PRO:HG3 2.47 0.50
1:£:287:HIS:CE1 1:£:363:PRO:HG3 2.47 0.50
1:g:357:HIS:HA 1:h:439:GLN:HA 1.93 0.50
1:h:287:HIS:CE1 1:h:363:PRO:HG3 2.47 0.50
1:q:691:ARG:HD3 1:q:695:GLU:OE2 2.12 0.50
1:5:287:HIS:CE1 1:5:363:PRO:HG3 2.47 0.50
1:x:605:GLN:HE21 1:y:622: THR:HG22 1.76 0.50
1:y:524:HIS:NE2 1:y:529:GLU:HG3 2.27 0.50
1:3:622: THR:HG22 1:4:605:GLN:HE21 1.76 0.50
1:F:524:HIS:NE2 1:F:529:GLU:HG3 2.27 0.49
1:G:322:VAL:HG22 1:G:331:1LE:HG12 1.94 0.49
1:M:716:GLY:HA2 1:N:256:TYR:O 2.12 0.49
1:Q:691:ARG:HD3 1:Q:695:GLU:OE2 2.12 0.49
1:R:691:ARG:HD3 1:R:695:GLU:OE2 2.12 0.49
1:V:551:ASP:CG 1:X:457:ARG:HH21 2.20 0.49
1:W:524:HIS:NE2 1:W:529:GLU:HG3 2.27 0.49
1:X:549:ASN:HD21 1:e:445:ASN:HD22 1.60 0.49
1:7:287:HIS:CE1 1:7:363:PRO:HG3 2.47 0.49
1:b:524:HIS:NE2 1:b:529:GLU:HG3 2.27 0.49
1:£:524:HIS:NE2 1:£:529:GLU:HG3 2.27 0.49
1:h:524:HIS:NE2 1:h:529:GLU:HG3 2.27 0.49
1:j:287:HIS:CE1 1:j:363:PRO:HG3 2.47 0.49
1:p:287:HIS:CE1 1:p:363:PRO:HG3 2.47 0.49
1:u:691:ARG:HD3 1:u:695:GLU:OE2 2.12 0.49
1:2:256: TYR:O 1:4:716:GLY:HA2 2.12 0.49
1:2:691:ARG:HD3 1:2:695:GLU:OE2 2.12 0.49
1:6:524:HIS:NE2 1:6:529:GLU:HG3 2.27 0.49
1:8:287:HIS:CE1 1:8:363:PRO:HG3 2.47 0.49
1:1:691:ARG:HD3 1:1:695:GLU:OE2 2.12 0.49
1:J:691:ARG:HD3 1:J:695:GLU:OE2 2.12 0.49
1:M:287:HIS:CE1 1:M:363:PRO:HG3 2.47 0.49
1:N:287:HIS:CE1 1:N:363:PRO:HG3 2.47 0.49
1:Q:287:HIS:CE1 1:Q:363:PRO:HG3 2.47 0.49
1:T:524:HIS:NE2 1:T:529:GLU:HG3 2.27 0.49
1:g:716:GLY:HA2 1:1:256: TYR:O 2.12 0.49
1:w:622:THR:HG22 | 1:y:605:GLN:HE21 1.76 0.49
1:y:287:HIS:CE1 1:y:363:PRO:HG3 2.47 0.49
1:C:549:ASN:HD21 | 1:M:445:ASN:HD22 1.60 0.49
1:E:287:HIS:CE1 1:E:363:PRO:HG3 2.47 0.49
1:F:287:HIS:CE1 1:F:363:PRO:HG3 2.47 0.49
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Atom-1 Atom-2 distance (A) overlap (A)
1:G:439:GLN:HA 1:1:357:HIS:HA 1.92 0.49
1:1:524:HIS:NE2 1:1:529:GLU:HG3 2.27 0.49
1:J:287:HIS:CE1 1:J:363:PRO:HG3 2.47 0.49
1:0:322:VAL:HG22 1:0:331:ILE:HG12 1.95 0.49
1:0:605:GLN:HE21 | 1:m:622: THR:HG22 1.76 0.49
1:T:622: THR:HG22 1:1:605:GLN:HE21 1.76 0.49
1:W:605:GLN:HE21 | 1:Y:622: THR:HG22 1.76 0.49
1:Y:691:ARG:HD3 1:Y:695:GLU:OE2 2.12 0.49
1:e:287:HIS:CE1 1:¢:363:PRO:HG3 2.47 0.49
1:1:287:HIS:CE1 1:1:363:PRO:HG3 2.47 0.49
1:1:287:HIS:CE1 1:1:363:PRO:HG3 2.47 0.49
1:1:322: VAL:HG22 1:1:331:ILE:HG12 1.95 0.49
1:m:524:HIS:NE2 1:m:529:GLU:HG3 2.27 0.49
1:0:445:ASN:HD22 1:p:549:ASN:HD21 1.61 0.49
1:q:445:ASN:HD22 1:r:549:ASN:HD21 1.60 0.49
1:t:322:VAL:HG22 1:t:331:ILE:HG12 1.95 0.49
1:t:524:HIS:NE2 1:t:529:GLU:HG3 2.27 0.49
1:x:287:HIS:CE1 1:x:363:PRO:HG3 2.47 0.49
1:x:691:ARG:HD3 1:x:695:GLU:OE2 2.12 0.49
1:5:287:HIS:CE1 1:5:363:PRO:HG3 2.47 0.49
1:6:287:HIS:CE1 1:6:363:PRO:HG3 2.47 0.49
1:7:691:ARG:HD3 1:7:695:GLU:OE2 2.12 0.49
1:A:287:HIS:CE1 1:A:363:PRO:HG3 2.47 0.49
1:A:549:ASN:HD21 1:1:445:ASN:HD22 1.61 0.49
1:M:549:ASN:HD21 1:b:445:ASN:HD22 1.60 0.49
1:P:251:TYR:OH 1:P:371:VAL:O 2.26 0.49
1:Q:322:VAL:HG22 1:Q:331:ILE:HG12 1.95 0.49
1:Y:287:HIS:CE1 1:Y:363:PRO:HG3 2.47 0.49
1:7:691:ARG:HD3 1:7:695:GLU:OE2 2.12 0.49
1:k:691:ARG:HD3 1:k:695:GLU:OE2 2.12 0.49
1:v:287:HIS:CE1 1:v:363:PRO:HG3 2.47 0.49
1:w:287:HIS:CE1 1:w:363:PRO:HG3 2.47 0.49
1:x:322:VAL:HG22 1:x:331:ILE:HG12 1.95 0.49
1:y:691:ARG:HD3 1:y:695:GLU:OE2 2.12 0.49
1:2:287:HIS:CE1 1:2:363:PRO:HG3 2.47 0.49
1:B:256: TYR:O 1:C:716:GLY:HA2 2.13 0.49
1:C:287:HIS:CE1 1:C:363:PRO:HG3 2.47 0.49
1:D:691:ARG:HD3 1:D:695:GLU:OE2 2.12 0.49
1:E:622:THR:HG22 | 1:F:605:GLN:HE21 1.76 0.49
1:G:287:HIS:CE1 1:G:363:PRO:HG3 2.47 0.49
1:G:524:HIS:NE2 1:G:529:GLU:HG3 2.27 0.49
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Atom-1 Atom-2 distance (A) overlap (A)

1:H:287:HIS:CE1 1:H:363:PRO:HG3 2.47 0.49
1:K:287:HIS:CE1 1:K:363:PRO:HG3 2.47 0.49
1:N:691:ARG:HD3 1:N:695:GLU:OE2 2.12 0.49
1:0:287:HIS:CE1 1:0:363:PRO:HG3 2.47 0.49
1:R:445:ASN:HD22 1:S:549:ASN:HD21 1.60 0.49
1:W:287:HIS:CE1 1:W:363:PRO:HG3 2.47 0.49
1:¢:287:HIS:CE1 1:¢:363:PRO:HG3 2.47 0.49
1:¢:445:ASN:HD22 1:0:549:ASN:HD21 1.60 0.49
1:1:691:ARG:HD3 1:1:695:GLU:OE2 2.12 0.49
1:u:524:HIS:NE2 1:u:529:GLU:HG3 2.27 0.49
1:6:605:GLN:HE21 1:7:622: THR:HG22 1.76 0.49
1:8:691:ARG:HD3 1:8:695:GLU:OE2 2.12 0.49
1:B:445:ASN:HD22 1:J:549:ASN:HD21 1.60 0.49
1:D:256:TYR:O 1:E:716:GLY:HA2 2.12 0.49
1:D:287:HIS:CE1 1:D:363:PRO:HG3 2.47 0.49
1:L:228|B|:HIS:CD2 | 1:L:241:THR:HG21 2.40 0.49
1:M:223:SER:HB2 1:M:316:ASN:HD21 1.78 0.49
1:N:224:SER:HG 1:N:316:ASN:H 1.59 0.49
1:R:223:SER:HB2 1:R:316:ASN:HD21 1.78 0.49
1:T:499:PRO:O 1:T:503:ALA:HB2 2.13 0.49
1:U:524:HIS:NE2 1:U:529:GLU:HG3 2.27 0.49
1:X:691:ARG:HD3 1:X:695:GLU:OE2 2.12 0.49
1:Y:505:LYS:HA 1:Y:515:VAL:HG23 1.95 0.49
1:7:622:THR:HG22 1:3:605:GLN:HE21 1.76 0.49
1:¢:505:LYS:HA 1:¢:515:VAL:HG23 1.95 0.49
1:d:322: VAL:HG22 1:d:331:ILE:HG12 1.95 0.49
1:d:445:ASN:HD22 1:1:549:ASN:HD21 1.60 0.49
1:e:505:LYS:HA 1:e:515:VAL:HG23 1.95 0.49
1:e:691:ARG:HD3 1:€:695:GLU:OE2 2.12 0.49
1:g:287:HIS:CE1 1:g:363:PRO:HG3 2.47 0.49
1:n:287:HIS:CE1 1:n:363:PRO:HG3 2.47 0.49
1:n:322:VAL:HG22 1:n:331:ILE:HG12 1.95 0.49
1:0:691:ARG:HD3 1:0:695:GLU:OE2 2.12 0.49
1:q:223:SER:HB2 1:q:316:ASN:HD21 1.78 0.49
1:5:524:HIS:NE2 1:5:529:GLU:HG3 2.27 0.49
1:u:445:ASN:HD22 1:v:549:ASN:HD21 1.61 0.49
1:u:716:GLY:HA2 1:2:256:TYR:O 2.12 0.49
1:1:445:ASN:HD22 1:2:549:ASN:HD21 1.60 0.49
1:4:287:HIS:CE1 1:4:363:PRO:HG3 2.47 0.49
1:5:691:ARG:HD3 1:5:695:GLU:OE2 2.12 0.49
1:B:287:HIS:CE1 1:B:363:PRO:HG3 2.47 0.49
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1:B:499:PRO:O 1:B:503:ALA:HB2 2.13 0.49
1:C:499:PRO:0O 1:C:503:ALA:HB2 2.13 0.49
1:F:691:ARG:HD3 1:F:695:GLU:OE2 2.12 0.49
1:G:223:SER:HB2 1:G:316:ASN:HD21 1.78 0.49
1:G:716:GLY:HA2 1:W:256:TYR:O 2.12 0.49
1:J:505:LYS:HA 1:J:515:VAL:HG23 1.95 0.49
1:L:691:ARG:HD3 1:L:695:GLU:OE2 2.12 0.49
1:S:499:PRO:0O 1:S:503:ALA:HB2 2.13 0.49
1:T:223:SER:HB2 1:T:316:ASN:HD21 1.78 0.49
1:T:505:LYS:HA 1:T:515:VAL:HG23 1.95 0.49
1:U:223:SER:HB2 1:U:316:ASN:HD21 1.78 0.49
1:X:228|B|:HIS:CD2 | 1:X:241:THR:HG21 2.40 0.49
1:X:524:HIS:NE2 1:X:529:GLU:HG3 2.27 0.49
1:¢:691:ARG:HD3 1:¢:695:GLU:OE2 2.12 0.49
1:d:287:HIS:CE1 1:d:363:PRO:HG3 2.47 0.49
1:¢:499:PRO:O 1:g:503:ALA:HB2 2.13 0.49
1:h:223:SER:HB2 1:h:316:ASN:HD21 1.78 0.49
1:j:223:SER:HB2 1:j:316:ASN:HD21 1.78 0.49
1:j:583:ASN:OD1 1:3:586:ALA:N 2.40 0.49
1:k:256:TYR:O 1:w:716:GLY:HA2 2.13 0.49
1:m:223:SER:HB2 1:m:316:ASN:HD21 1.78 0.49
1:m:499:PRO:O 1:m:503:ALA:HB2 2.13 0.49
1:m:505:LYS:HA 1:m:515:VAL:HG23 1.95 0.49
1:r:499:PRO:O 1:r:503:ALA:HB2 2.13 0.49
1:5:223:SER:HB2 1:5:316:ASN:HD21 1.78 0.49
1:t:223:SER:HB2 1:t:316:ASN:HD21 1.78 0.49
1:t:287:HIS:CE1 1:t:363:PRO:HG3 2.47 0.49
1:t:439:GLN:HA 1:u:357:HIS:HA 1.93 0.49
1:t:691:ARG:HD3 1:t:695:GLU:OE2 2.12 0.49
1:w:499:PRO:O 1:w:503:ALA:HB2 2.13 0.49
1:7:287:HIS:CE1 1:7:363:PRO:HG3 2.47 0.49
1:7:505:LYS:HA 1:7:515:VAL:HG23 1.95 0.49
1:A:256:TYR:O 1:B:716:GLY:HA2 2.13 0.49
1:C:561:GLU:O 1:C:564:ARG:HG3 2.13 0.49
1:D:223:SER:HB2 1:D:316:ASN:HD21 1.78 0.49
1:D:499:PRO:O 1:D:503:ALA:HB2 2.13 0.49
1:E:223:SER:HB2 1:E:316:ASN:HD21 1.78 0.49
1:E:499:PRO:O 1:E:503:ALA:HB2 2.13 0.49
1:G:691:ARG:HD3 1:G:695:GLU:OE2 2.12 0.49
1:H:691:ARG:HD3 1:H:695:GLU:OE2 2.12 0.49
1:1:322:VAL:HG22 1:1:331:ILE:HG12 1.95 0.49
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1:J:223:SER:HB2 1:J:316:ASN:HD21 1.78 0.49
1:L:287:HIS:CE1 1:L:363:PRO:HG3 2.47 0.49
1:0:524:HIS:NE2 1:0:529:GLU:HG3 2.27 0.49
1:0:549:ASN:HD21 1:n:445:ASN:HD22 1.61 0.49
1:P:223:SER:HB2 1:P:316:ASN:HD21 1.78 0.49
1:P:691:ARG:HD3 1:P:695:GLU:OE2 2.12 0.49
1:S:287:HIS:CE1 1:S:363:PRO:HG3 2.47 0.49
1:a:605:GLN:HE21 1:8:622: THR:HG22 1.76 0.49
1:g:561:GLU:O 1:g:564:ARG:HG3 2.13 0.49
1:k:287:HIS:CE1 1:k:363:PRO:HG3 2.47 0.49
1:k:499:PRO:O 1:k:503:ALA:HB2 2.13 0.49
1:k:524:HIS:NE2 1:k:529:GLU:HG3 2.27 0.49
1:1:524:HIS:NE2 1:1:529:GLU:HG3 2.27 0.49
1:1n:499:PRO:0O 1:n:503:ALA:HB2 2.13 0.49
1:0:605:GLN:HE21 1:p:622: THR:HG22 1.76 0.49
1:q:287:HIS:CE1 1:q:363:PRO:HG3 2.47 0.49
1:q:524:HIS:NE2 1:q:529:GLU:HG3 2.27 0.49
1:t:716:GLY:HA2 1:6:256: TYR:O 2.12 0.49
1:u:322: VAL:HG22 1:u:331:ILE:HG12 1.95 0.49
1:1:287:HIS:CE1 1:1:363:PRO:HG3 2.47 0.49
1:1:499:PRO:O 1:1:503:ALA:HB2 2.13 0.49
1:2:223:SER:HB2 1:2:316:ASN:HD21 1.78 0.49
1:2:505:LYS:HA 1:2:515:VAL:HG23 1.95 0.49
1:A:223:SER:HB2 1:A:316:ASN:HD21 1.78 0.49
1:C:256:TYR:O 1:D:716:GLY:HA2 2.13 0.49
1:D:524:HIS:NE2 1:D:529:GLU:HG3 2.27 0.49
1:E:445:ASN:HD22 | 1:Q:549:ASN:HD21 1.60 0.49
1:F:549:ASN:HD21 | 1:Q:445:ASN:HD22 1.61 0.49
1:G:499:PRO:O 1:G:503:ALA:HB2 2.13 0.49
1:1:716:GLY:HA2 1:J:256:TYR:O 2.12 0.49
1:K:322:VAL:HG22 1:K:331:ILE:HG12 1.95 0.49
1:M:691:ARG:HD3 1:M:695:GLU:OE2 2.12 0.49
1:N:499:PRO:O 1:N:503:ALA:HB2 2.13 0.49
1:R:287:HIS:CE1 1:R:363:PRO:HG3 2.47 0.49
1:T:256:TYR:O 1:1:716:GLY:HA2 2.13 0.49
1:U:322:VAL:HG22 1:U:331:ILE:HG12 1.95 0.49
1:U:561:GLU:OE2 1:V:702: TYR:OH 2.29 0.49
1:V:256: TYR:O 1:W:716:GLY:HA2 2.13 0.49
1:a:499:PRO:O 1:a:503:ALA:HB2 2.13 0.49
1:b:223:SER:HB2 1:b:316:ASN:HD21 1.78 0.49
1:d:499:PRO:0O 1:d:503:ALA:HB2 2.13 0.49
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1:£:223:SER:HB2 1:£:316:ASN:HD21 1.78 0.49
1:g:524:HIS:NE2 1:2:529:GLU:HG3 2.27 0.49
1:h:691:ARG:HD3 1:h:695:GLU:OE2 2.12 0.49
1:1:499:PRO:O 1:1:503:ALA:HB2 2.13 0.49
1:1:549:ASN:HD21 1:k:445:ASN:HD22 1.61 0.49
1:k:223:SER:HB2 1:k:316:ASN:HD21 1.78 0.49
1:0:505:LYS:HA 1:0:515:VAL:HG23 1.95 0.49
1:0:524:HIS:NE2 1:0:529:GLU:HG3 2.27 0.49
1:t:499:PRO:O 1:t:503:ALA:HB2 2.13 0.49
1:v:223:SER:HB2 1:v:316:ASN:HD21 1.78 0.49
1:w:223:SER:HB2 1:w:316:ASN:HD21 1.78 0.49
1:w:445:ASN:HD22 1:x:549:ASN:HD21 1.60 0.49
1:2:228|B|:HIS:CD2 | 1:z:241:THR:HG21 2.40 0.49
1:2:287:HIS:CE1 1:2:363:PRO:HG3 2.47 0.49
1:2:691:ARG:HD3 1:2:695:GLU:OE2 2.12 0.49
1:2:561:GLU:O 1:2:564:ARG:HG3 2.13 0.49
1:3:223:SER:HB2 1:3:316:ASN:HD21 1.78 0.49
1:3:499:PRO:O 1:3:503:ALA:HB2 2.13 0.49
1:4:322:VAL:HG22 1:4:331:ILE:HG12 1.95 0.49
1:6:583:ASN:OD1 1:6:586:ALA:N 2.40 0.49
1:C:524:HIS:NE2 1:C:529:GLU:HGS3 2.27 0.49
1:D:445:ASN:HD22 | 1:N:549:ASN:HD21 1.61 0.49
1:E:322:VAL:HG22 1:E:331:ILE:HG12 1.95 0.49
1:J:561:GLU:O 1:J:564:ARG:HG3 2.13 0.49
1:L:223:SER:HB2 1:L:316:ASN:HD21 1.78 0.49
1:L:505:LYS:HA 1:L:515:VAL:HG23 1.95 0.49
1:N:716:GLY:HA2 1:m:256:TYR:O 2.13 0.49
1:Q:505:LYS:HA 1:Q:515:VAL:HG23 1.95 0.49
1:R:524:HIS:NE2 1:R:529:GLU:HG3 2.27 0.49
1:V:251:TYR:OH 1:V:371:VAL:O 2.26 0.49
1:V:561:GLU:O 1:V:564:ARG:HG3 2.13 0.49
1:X:505:LYS:HA 1:X:515:VAL:HG23 1.95 0.49
1:a:223:SER:HB2 1:a:316:ASN:HD21 1.78 0.49
1:£:256: TYR:O 1:2:716:GLY:HA2 2.13 0.49
1:3:691:ARG:HD3 1:j:695:GLU:OE2 2.12 0.49
1:m:287:HIS:CE1 1:m:363:PRO:HG3 2.47 0.49
1:p:256:TYR:O 1:6:716:GLY:HA2 2.13 0.49
1:p:561:GLU:O 1:p:564:ARG:HG3 2.13 0.49
1:r:287:HIS:CE1 1:r:363:PRO:HG3 2.47 0.49
1:5:322:VAL:HG22 1:5:331:ILE:HG12 1.95 0.49
1:u:561:GLU:O 1:u:564:ARG:HG3 2.13 0.49
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1:x:445:ASN:HD22 1:y:549:ASN:HD21 1.61 0.49
1:x:505:LYS:HA 1:x:515:VAL:HG23 1.95 0.49
1:z:561:GLU:O 1:2:564:ARG:HG3 2.13 0.49
1:6:223:SER:HB2 1:6:316:ASN:HD21 1.78 0.49
1:A:577:VAL:O 1:A:591:GLY:N 2.46 0.48
1:B:561:GLU:O 1:B:564:ARG:HG3 2.13 0.48
1:F:583:ASN:OD1 1:F:586:ALA:N 2.40 0.48
1:1:561:GLU:O 1:1:564:ARG:HG3 2.13 0.48
1:1L:561:GLU:O 1:1L:564:ARG:HG3 2.13 0.48
1:N:322:VAL:HG22 1:N:331:ILE:HG12 1.94 0.48
1:N:445:ASN:HD22 1:P:549:ASN:HD21 1.61 0.48
1:0:223:SER:HB2 1:0:316:ASN:HD21 1.78 0.48
1:0:256:TYR:O 1:d:716:GLY:HA2 2.13 0.48
1:P:267:ASN:HA 1:P:270:HIS:HD2 1.79 0.48
1:P:716:GLY:HA2 1:Q:256:TYR:O 2.13 0.48
1:R:251:TYR:OH 1:R:371:VAL:O 2.26 0.48
1:U:499:PRO:O 1:U:503:ALA:HB2 2.13 0.48
1:V:622: THR:HG22 | 1:X:605:GLN:HE21 1.76 0.48
1:W:223:SER:HB2 1:W:316:ASN:HD21 1.78 0.48
1:X:388:ARG:NH2 1:¢:562:GLU:HG3 2.28 0.48
1:Y:716:GLY:HA2 1:4:256:TYR:O 2.13 0.48
1:7:445:ASN:HD22 1:4:549:ASN:HD21 1.60 0.48
1:7:577:-VAL:O 1:7:591:GLY:N 2.46 0.48
1:j:267:ASN:HA 1:j:270:HIS:HD2 1.78 0.48
1:j:716:GLY:HA2 1:x:256:TYR:O 2.13 0.48
1:m:716:GLY:HA2 1:5:256: TYR:O 2.12 0.48
1:u:499:PRO:O 1:u:503:ALA:HB2 2.13 0.48
1:v:256:TYR:O 1:1:716:GLY:HA2 2.13 0.48
1:v:577:VAL:O 1:v:591:GLY:N 2.46 0.48
1:w:322:VAL:HG22 1:w:331:1LE:HG12 1.95 0.48
1:2:223:SER:HB2 1:2:316:ASN:HD21 1.78 0.48
1:2:505:LYS:HA 1:2:515:VAL:HG23 1.95 0.48
1:1:322:VAL:HG22 1:1:331:ILE:HG12 1.94 0.48
1:8:577:VAL:O 1:8:591:GLY:N 2.46 0.48
1:B:322:VAL:HG22 1:B:331:ILE:HG12 1.94 0.48
1:C:505:LYS:HA 1:C:515:VAL:HG23 1.95 0.48
1:D:322:VAL:HG22 1:D:331:ILE:HG12 1.95 0.48
1:D:505:LYS:HA 1:D:515:VAL:HG23 1.95 0.48
1:D:561:GLU:O 1:D:564:ARG:HG3 2.13 0.48
1:F:561:GLU:O 1:F:564:ARG:HG3 2.13 0.48
1:1:287:HIS:CE1 1:1:363:PRO:HG3 2.47 0.48
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1:1:499:PRO:O 1:1:503:ALA:HB2 2.13 0.48
1:J:499:PRO:O 1:J:503:ALA:HB2 2.13 0.48
1:K:499:PRO:O 1:K:503:ALA:HB2 2.13 0.48
1:K:549:ASN:HD21 1:8:445:ASN:HD22 1.60 0.48
1:L:716:GLY:HA2 1:b:256:TYR:O 2.13 0.48
1:M:322:VAL:HG22 1:M:331:ILE:HG12 1.95 0.48
1:T:287:HIS:CE1 1:T:363:PRO:HG3 2.47 0.48
1:W:445:ASN:HD22 | 1:Y:549:ASN:HD21 1.61 0.48
1:Y:223:SER:HB2 1:Y:316:ASN:HD21 1.78 0.48
1:Y:499:PRO:O 1:Y:503:ALA:HB2 2.13 0.48
1:7:505:LYS:HA 1:7:515:VAL:HG23 1.95 0.48
1:g:256: TYR:O 1:k:716:GLY:HA2 2.13 0.48
1:h:322:VAL:HG22 1:h:331:ILE:HG12 1.95 0.48
1:k:267:ASN:HA 1:k:270:HIS:HD2 1.78 0.48
1:k:322:VAL:HG22 1:k:331:1ILE:HG12 1.95 0.48
1:k:561:GLU:O 1:k:564:ARG:HG3 2.13 0.48
1:1:223:SER:HB2 1:1:316:ASN:HD21 1.78 0.48
1:1:256: TYR:O 1:n:716:GLY:HA2 2.13 0.48
1:1:505:LYS:HA 1:1:515:VAL:HG23 1.95 0.48
1:p:251:TYR:OH 1:p:371:VAL:O 2.26 0.48
1:p:583:ASN:OD1 1:p:586:ALA:N 2.40 0.48
1:u:287:HIS:CE1 1:u:363:PRO:HG3 2.47 0.48
1:y:561:GLU:O 1:y:564:ARG:HG3 2.13 0.48
1:1:561:GLU:O 1:1:564:ARG:HG3 2.13 0.48
1:2:499:PRO:O 1:2:503:ALA:HB2 2.13 0.48
1:4:499:PRO:0O 1:4:503:ALA:HB2 2.13 0.48
1:6:445:ASN:HD22 1:7:549:ASN:HD21 1.61 0.48
1:7:223:SER:HB2 1:7:316:ASN:HD21 1.78 0.48
1:8:505:LYS:HA 1:8:515:VAL:HG23 1.95 0.48
1:F:223:SER:HB2 1:F:316:ASN:HD21 1.78 0.48
1:F:716:GLY:HA2 1:G:256:TYR:O 2.13 0.48
1:K:256:TYR:O 1:7:716:GLY:HA2 2.13 0.48
1:M:256:TYR:O 1:¢:716:GLY:HA2 2.13 0.48
1:0:505:LYS:HA 1:0:515:VAL:HG23 1.95 0.48
1:Q:251:TYR:OH 1:Q:371:VAL:O 2.26 0.48
1:S:223:SER:HB2 1:S:316:ASN:HD21 1.78 0.48
1:T:445:ASN:HD22 1:d:549:ASN:HD21 1.61 0.48
1:T:561:GLU:O 1:T:564:ARG:HG3 2.13 0.48
1:T:716:GLY:HA2 1:U:256:TYR:O 2.12 0.48
1:V:322:VAL:HG22 1:V:331:1LE:HG12 1.94 0.48
1:W:583:ASN:OD1 1:W:586:ALA:N 2.40 0.48
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Atom-1 Atom-2 distance (A) overlap (A)

1:a:322:VAL:HG22 1:a:331:ILE:HG12 1.95 0.48
1:b:561:GLU:O 1:b:564:ARG:HG3 2.13 0.48
1:1:322:VAL:HG22 1:1:331:ILE:HG12 1.95 0.48
1:1:499:PRO:O 1:£:503:ALA:HB2 2.13 0.48
1:g:505:LYS:HA 1:g:515:VAL:HG23 1.95 0.48
1:1:322: VAL:HG22 1:1:331:ILE:HG12 1.95 0.48
1:1:445:ASN:HD22 1:j:549:ASN:HD21 1.61 0.48
1:j:322:VAL:HG22 1:j:331:1LE:HG12 1.95 0.48
1:3:499:PRO:O 1:j:503:ALA:HB2 2.13 0.48
1:q:251:TYR:OH 1:q:371:VAL:O 2.26 0.48
1:r:223:SER:HB2 1:r:316:ASN:HD21 1.78 0.48
1:1:256:TYR:O 1:x:716:GLY:HA2 2.12 0.48
1:1:267:ASN:HA 1:r:270:HIS:HD2 1.79 0.48
1:5:499:PRO:O 1:5:503:ALA:HB2 2.13 0.48
1:u:577:-VAL:O 1:u:591:GLY:N 2.46 0.48
1:y:223:SER:HB2 1:y:316:ASN:HD21 1.78 0.48
1:y:583:ASN:OD1 1:y:586:ALA:N 2.40 0.48
1:2:445:ASN:HD22 1:1:549:ASN:HD21 1.60 0.48
1:1:505:LYS:HA 1:1:515:VAL:HG23 1.95 0.48
1:3:716:GLY:HA2 1:8:256:TYR:O 2.13 0.48
1:7:702:TYR:OH 1:8:561:GLU:OE2 2.29 0.48
1:A:561:GLU:O 1:A:564:ARG:HG3 2.13 0.48
1:D:267:ASN:HA 1:D:270:HIS:HD?2 1.79 0.48
1:E:561:GLU:O 1:E:564:ARG:HG3 2.13 0.48
1:E:691:ARG:HD3 1:E:695:GLU:OE2 2.12 0.48
1:1:577:VAL:O 1:1:591:GLY:N 2.46 0.48
1:N:505:LYS:HA 1:N:515:VAL:HG23 1.95 0.48
1:P:499:PRO:O 1:P:503:ALA:HB2 2.13 0.48
1:Q:267:ASN:HA 1:Q:270:HIS:HD2 1.79 0.48
1:S:267:ASN:HA 1:S:270:HIS:HD2 1.79 0.48
1:U:267:ASN:HA 1:U:270:HIS:HD2 1.79 0.48
1:V:445:ASN:HD22 1:e:549:ASN:HD21 1.61 0.48
1:X:256: TYR:O 1:£:716:GLY:HA2 2.13 0.48
1:Y:322:VAL:HG22 1:Y:331:ILE:HG12 1.95 0.48
1:7:256:TYR:O 1:a:716:GLY:HA2 2.13 0.48
1:7:499:PRO:O 1:7:503:ALA:HB2 2.13 0.48
1:a:561:GLU:OE2 1:3:702: TYR:OH 2.29 0.48
1:b:322:VAL:HG22 1:b:331:ILE:HG12 1.95 0.48
1:b:505:LYS:HA 1:b:515:VAL:HG23 1.95 0.48
1:¢:223:SER:HB2 1:¢:316:ASN:HD21 1.78 0.48
1:¢:549:ASN:HD21 1:p:445:ASN:HD22 1.61 0.48
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1:¢:561:GLU:O 1:c:564:ARG:HG3 2.13 0.48
1:e:223:SER:HB2 1:¢:316:ASN:HD21 1.78 0.48
1:1:561:GLU:O 1:1:564:ARG:HG3 2.13 0.48
1:h:702: TYR:OH 1:k:561:GLU:OE2 2.28 0.48
1:j:256:TYR:O 1:1:716:GLY:HA2 2.13 0.48
1:k:505:LYS:HA 1:k:515:VAL:HG23 1.95 0.48
1:m:445:ASN:HD22 1:n:549:ASN:HD21 1.61 0.48
1:m:561:GLU:O 1:m:564:ARG:HG3 2.13 0.48
1:p:499:PRO:O 1:p:503:ALA:HB2 2.13 0.48
1:r:505:LYS:HA 1:r:515:VAL:HG23 1.95 0.48
1:v:561:GLU:O 1:v:564:ARG:HG3 2.13 0.48
1:x:267:ASN:HA 1:x:270:HIS:HD2 1.79 0.48
1:3:322:VAL:HG22 1:3:331:ILE:HG12 1.95 0.48
1:6:322:VAL:HG22 1:6:331:ILE:HG12 1.95 0.48
1:7:322:VAL:HG22 1:7:331:ILE:HG12 1.95 0.48
1:7:499:PRO:0O 1:7:503:ALA:HB2 2.13 0.48
1:8:499:PRO:O 1:8:503:ALA:HB2 2.13 0.48
1:A:322:VAL:HG22 1:A:331:ILE:HG12 1.95 0.48
1:B:549:ASN:HD21 1:L:445:ASN:HD22 1.60 0.48
1:D:583:ASN:OD1 1:D:586:ALA:N 2.40 0.48
1:H:499:PRO:O 1:H:503:ALA:HB2 2.13 0.48
1:1:267:ASN:HA 1:1:270:HIS:HD2 1.79 0.48
1:K:223:SER:HB2 1:K:316:ASN:HD21 1.78 0.48
1:L:267:ASN:HA 1:L:270:HIS:HD2 1.79 0.48
1:M:505:LYS:HA 1:M:515:VAL:HG23 1.95 0.48
1:0:561:GLU:O 1:0:564:ARG:HG3 2.13 0.48
1:0:716:GLY:HA2 1:P:256:TYR:O 2.13 0.48
1:P:322:VAL:HG22 1:P:331:ILE:HG12 1.95 0.48
1:Q:716:GLY:HA2 1:5:256:TYR:O 2.12 0.48
1:S:505:LYS:HA 1:S:515:VAL:HG23 1.95 0.48
1:T:267:ASN:HA 1:T:270:HIS:HD2 1.79 0.48
1:W:322:VAL:HG22 | 1:W:331:ILE:HG12 1.95 0.48
1:a:561:GLU:O 1:a:564:ARG:HG3 2.13 0.48
1:b:499:PRO:0O 1:b:503:ALA:HB2 2.13 0.48
1:e:561:GLU:O 1:e:564:ARG:HG3 2.13 0.48
1:£:505:LYS:HA 1:1:515:VAL:HG23 1.95 0.48
1:1:505:LYS:HA 1:1:515:VAL:HG23 1.95 0.48
1:k:583:ASN:OD1 1:k:586:ALA:N 2.40 0.48
1:n:267:ASN:HA 1:n:270:HIS:HD2 1.79 0.48
1:5:267:ASN:HA 1:5:270:HIS:HD2 1.79 0.48
1:t:256: TYR:O 1:y:716:GLY:HA2 2.13 0.48

Continued on next page...



Page 105

Full wwPDB EM Validation Report

EMD-23205, 7L6I

Continued from previous page...

Interatomic Clash
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1:t:549:ASN:HD21 1:v:445:ASN:HD22 1.61 0.48
1:u:267:ASN:HA 1:u:270:HIS:HD2 1.79 0.48
1:v:267:ASN:HA 1:v:270:HIS:HD2 1.79 0.48
1:w:561:GLU:O 1:w:564:ARG:HG3 2.13 0.48
1:5:505:LYS:HA 1:5:515:VAL:HG23 1.95 0.48
1:A:267:ASN:HA 1:A:270:HIS:HD2 1.79 0.48
1:B:505:LYS:HA 1:B:515:VAL:HG23 1.95 0.48
1:E:267:ASN:HA 1:E:270:HIS:HD2 1.79 0.48
1:F:256:TYR:O 1:R:716:GLY:HA2 2.13 0.48
1:F:322: VAL:HG22 1:F:331:ILE:HG12 1.95 0.48
1:H:505:LYS:HA 1:H:515:VAL:HG23 1.95 0.48
1:J:322:VAL:HG22 1:J:331:ILE:HG12 1.95 0.48
1:M:561:GLU:O 1:M:564:ARG:HG3 2.13 0.48
1:N:583:ASN:OD1 1:N:586:ALA:N 2.40 0.48
1:0:445:ASN:HD22 | 1:m:549:ASN:HD21 1.60 0.48
1:V:499:PRO:O 1:V:503:ALA:HB2 2.13 0.48
1:V:583:ASN:OD1 1:V:586:ALA:N 2.40 0.48
1:W:499:PRO:O 1:W:503:ALA:HB2 2.13 0.48
1:X:223:SER:HB2 1:X:316:ASN:HD21 1.78 0.48
1:Y:702: TYR:OH 1:7:561:GLU:OE2 2.29 0.48
1:a:579:ASN:OD1 1:a:589: THR:0G1 2.23 0.48
1:¢:251:TYR:OH 1:¢:371:VAL:O 2.26 0.48
1:¢:322:VAL:HG22 1:¢:331:ILE:HG12 1.95 0.48
1:d:267:ASN:HA 1:d:270:HIS:HD2 1.79 0.48
1:h:505:LYS:HA 1:h:515:VAL:HG23 1.95 0.48
1:h:561:GLU:O 1:h:564:ARG:HG3 2.13 0.48
1:m:267:ASN:HA 1:m:270:HIS:HD2 1.79 0.48
1:p:322:VAL:HG22 1:p:331:ILE:HG12 1.95 0.48
1:1:605:GLN:HE21 1:5:622: THR:HG22 1.76 0.48
1:t:561:GLU:O 1:t:564:ARG:HG3 2.13 0.48
1:v:322:VAL:HG22 1:v:331:ILE:HG12 1.95 0.48
1:v:505:LYS:HA 1:v:515:VAL:HG23 1.95 0.48
1:w:691:ARG:HD3 1:w:695:GLU:OE2 2.12 0.48
1:x:223:SER:HB2 1:x:316:ASN:HD21 1.78 0.48
1:y:505:LYS:HA 1:y:515:VAL:HG23 1.95 0.48
1:2z:267:ASN:HA 1:2:270:HIS:HD2 1.79 0.48
1:2:322: VAL:HG22 1:2:331:ILE:HG12 1.95 0.48
1:2:716:GLY:HA2 1:3:256:TYR:O 2.13 0.48
1:3:561:GLU:O 1:3:564:ARG:HG3 2.13 0.48
1:5:223:SER:HB2 1:5:316:ASN:HD21 1.78 0.48
1:5:499:PRO:O 1:5:503:ALA:HB2 2.13 0.48
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1:6:499:PRO:O 1:6:503:ALA:HB2 2.13 0.48
1:6:579:ASN:OD1 1:6:589: THR:0G1 2.23 0.48
1:A:505:LYS:HA 1:A:515:VAL:HG23 1.95 0.48
1:C:223:SER:HB2 1:C:316:ASN:HD21 1.78 0.48
1:D:561:GLU:OE2 1:M:702: TYR:OH 2.29 0.48
1:F:505:LYS:HA 1:F:515:VAL:HG23 1.95 0.48
1:F:539:ILE:HG12 1:F:557ILE:HG12 1.96 0.48
1:H:223:SER:HB2 1:H:316:ASN:HD21 1.78 0.48
1:H:481:TYR:O 1:H:521:MET:HE1 2.14 0.48
1:J:224:SER:HG 1:J:316:ASN:H 1.61 0.48
1:J:716:GLY:HA2 1:2:256:TYR:O 2.13 0.48
1:L:322:VAL:HG22 1:L:331:ILE:HG12 1.94 0.48
1:0:267:ASN:HA 1:0:270:HIS:HD2 1.79 0.48
1:P:539:ILE:HG12 1:P:557:ILE:HG12 1.96 0.48
1:Q:223:SER:HB2 1:Q:316:ASN:HD21 1.78 0.48
1:S:716:GLY:HA2 1:d:256:TYR:O 2.13 0.48
1:T:549:ASN:HD21 1:1:445:ASN:HD22 1.60 0.48
1:V:549:ASN:HD21 1:X:445:ASN:HD22 1.62 0.48
1:Y:481:TYR:O 1:Y:521:MET:HE1 2.14 0.48
1:7:561:GLU:O 1:7:564:ARG:HG3 2.13 0.48
1:b:716:GLY:HA2 1:0:256:TYR:O 2.13 0.48
1:d:505:LYS:HA 1:d:515:VAL:HG23 1.95 0.48
1:3:539:1ILE:HG12 1:3:557:1ILE:HG12 1.96 0.48
1:1:561:GLU:O 1:1:564:ARG:HG3 2.13 0.48
1:m:539:ILE:HG12 1:m:557:ILE:HG12 1.96 0.48
1:0:223:SER:HB2 1:0:316:ASN:HD21 1.78 0.48
1:q:322:VAL:HG22 1:q:331:1ILE:HG12 1.94 0.48
1:q:716:GLY:HA2 1:y:256:TYR:O 2.13 0.48
1:w:267:ASN:HA 1:w:270:HIS:HD2 1.79 0.48
1:y:322:VAL:HG22 1:y:331:ILE:HG12 1.95 0.48
1:y:481:TYR:O 1:y:521:MET:HE1 2.14 0.48
1:y:539:1LE:HG12 1:y:557:ILE:HG12 1.96 0.48
1:2:322:VAL:HG22 1:2z:331:ILE:HG12 1.95 0.48
1:2:224:SER:HG 1:2:316:ASN:H 1.61 0.48
1:4:223:SER:HB2 1:4:316:ASN:HD21 1.78 0.48
1:4:267:ASN:HA 1:4:270:HIS:HD2 1.79 0.48
1:5:256:TYR:O 1:8:716:GLY:HA2 2.13 0.48
1:5:481:TYR:O 1:5:521:MET:HE1 2.14 0.48
1:8:561:GLU:O 1:8:564:ARG:HG3 2.13 0.48
1:B:539:ILE:HG12 1:B:557:ILE:HG12 1.96 0.48
1:C:445:ASN:HD22 1:b:549:ASN:HD21 1.61 0.48
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Atom-1 Atom-2 distance (A) overlap (A)
1:F:481:TYR:O 1:F:521:MET:HE1 2.14 0.48
1:G:561:GLU:O 1:G:564:ARG:HG3 2.13 0.48
1:G:702: TYR:OH 1:H:561:GLU:OE2 2.28 0.48
1:K:267:ASN:HA 1:K:270:HIS:HD2 1.79 0.48
1:K:505:LYS:HA 1:K:515:VAL:HG23 1.95 0.48
1:K:539:ILE:HG12 1:K:557:ILE:HG12 1.96 0.48
1:M:539:ILE:HG12 1:M:557:ILE:HG12 1.96 0.48
1:N:481:TYR:O 1:N:521:MET:HE1 2.14 0.48
1:Q:561:GLU:O 1:Q:564:ARG:HG3 2.13 0.48
1:R:256:TYR:O 1:V:716:GLY:HA2 2.13 0.48
1:S:445:ASN:HD22 1:U:549:ASN:HD21 1.61 0.48
1:S:605:GLN:HE21 | 1:U:622: THR:HG22 1.76 0.48
1:T:539:ILE:HG12 1:T:557ILE:HG12 1.96 0.48
1:W:267:ASN:HA 1:W:270:HIS:HD2 1.79 0.48
1:X:539:ILE:HG12 1:X:557:ILE:HG12 1.96 0.48
1:a:267:ASN:HA 1:a:270:HIS:HD2 1.79 0.48
1:d:223:SER:HB2 1:d:316:ASN:HD21 1.78 0.48
1:¢:322:VAL:HG22 1:e:331:ILE:HG12 1.95 0.48
1:£:267:ASN:HA 1:£:270:HIS:HD2 1.79 0.48
1:£:549:ASN:HD21 1:g:445:ASN:HD22 1.61 0.48
1:g:223:SER:HB2 1:g:316:ASN:HD21 1.78 0.48
1:h:267:ASN:HA 1:h:270:HIS:HD2 1.78 0.48
1:h:539:ILE:HG12 1:h:557:ILE:HG12 1.96 0.48
1:1:223:SER:HB2 1:1:316:ASN:HD21 1.78 0.48
1:1:579:ASN:OD1 1:1:589: THR:OG1 2.23 0.48
1:1:267:ASN:HA 1:1:270:HIS:HD2 1.79 0.48
1:n:223:SER:HB2 1:n:316:ASN:HD21 1.78 0.48
1:n:256:TYR:O 1:1:716:GLY:HA2 2.13 0.48
1:n:505:LYS:HA 1:n:515:VAL:HG23 1.95 0.48
1:n:583:ASN:OD1 1:n:586:ALA:N 2.40 0.48
1:p:267:ASN:HA 1:p:270:HIS:HD2 1.79 0.48
1:p:481:TYR:O 1:p:521:MET:HE1 2.14 0.48
1:p:716:GLY:HA2 1:q:256:TYR:O 2.13 0.48
1:q:539:ILE:HG12 1:q:557:ILE:HG12 1.96 0.48
1:1:322:VAL:HG22 1:r:331:ILE:HG12 1.95 0.48
1:v:481:TYR:O 1:v:521:MET:HE1 2.14 0.48
1:v:539:ILE:HG12 1:v:557:ILE:HG12 1.96 0.48
1:4:505:LYS:HA 1:4:515:VAL:HG23 1.95 0.48
1:5:445:ASN:HD22 1:6:549:ASN:HD21 1.61 0.48
1:5:561:GLU:O 1:5:564:ARG:HG3 2.13 0.48
1:7:481:TYR:O 1:7:521:MET:HE1 2.14 0.48
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1:8:322:VAL:HG22 1:8:331:ILE:HG12 1.94 0.48
1:A:481:TYR:O 1:A:521:MET:HE1 2.14 0.48
1:A:539:ILE:HG12 1:A:557:ILE:-HG12 1.96 0.48
1:G:583:ASN:OD1 1:G:586:ALA:N 2.40 0.48
1:H:256: TYR:O 1:7:716:GLY:HA2 2.13 0.48
1:H:561:GLU:O 1:H:564:ARG:HG3 2.13 0.48
1:1:583:ASN:OD1 1:1:586:ALA:N 2.40 0.48
1:N:579:ASN:OD1 1:N:589: THR:OG1 2.23 0.48
1:0:481:TYR:O 1:0:521:MET:HE1 2.14 0.48
1:0:539:ILE:HG12 1:0:557:ILE:HG12 1.96 0.48
1:R:322:VAL:HG22 1:R:331:ILE:HG12 1.94 0.48
1:R:481:TYR:O 1:R:521:MET:HE1 2.14 0.48
1:R:539:ILE:HG12 1:R:557:ILE:HG12 1.96 0.48
1:R:577:VAL:O 1:R:591:GLY:N 2.46 0.48
1:S:322:VAL:HG22 1:S:331:ILE:HG12 1.95 0.48
1:S:481:TYR:O 1:S:521:MET:HE1 2.14 0.48
1:V:267:ASN:HA 1:V:270:HIS:HD?2 1.79 0.48
1:V:481:TYR:O 1:V:521:MET:HE1 2.14 0.48
1:V:505:LYS:HA 1:V:515:VAL:HG23 1.95 0.48
1:X:481:TYR:O 1:X:521:MET:HE1 2.14 0.48
1:X:577:VAL:O 1:X:591:GLY:N 2.46 0.48
1:7:322:VAL:HG22 1:7:331:1ILE:HG12 1.94 0.48
1:b:267:ASN:HA 1:b:270:HIS:HD2 1.79 0.48
1:¢:499:PRO:O 1:¢:503:ALA:HB2 2.13 0.48
1:¢:539:ILE:HG12 1:c:557:ILE:HG12 1.96 0.48
1:d:561:GLU:O 1:d:564:ARG:HG3 2.13 0.48
1:d:702: TYR:OH 1:n:561:GLU:OE2 2.29 0.48
1:e:539:ILE:HG12 1:e:557:ILE:HG12 1.96 0.48
1:1:481:TYR:O 1:1:521:MET:HE1 2.14 0.48
1:h:499:PRO:O 1:h:503:ALA:HB2 2.13 0.48
1:1:481:TYR:O 1:1:521:MET:HE1 2.14 0.48
1:1:583:ASN:OD1 1:1:586:ALA:N 2.40 0.48
1:n:561:GLU:O 1:n:564:ARG:HG3 2.13 0.48
1:0:322:VAL:HG22 1:0:331:ILE:HG12 1.94 0.48
1:0:539:ILE:HG12 1:0:557:ILE:HG12 1.96 0.48
1:0:577:VAL:O 1:0:591:GLY:N 2.46 0.48
1:p:702:TYR:OH 1:5:561:GLU:OE2 2.29 0.48
1:q:481:TYR:O 1:q:521:MET:HE1 2.14 0.48
1:1:481:TYR:O 1:r:521:MET:HE1 2.14 0.48
1:u:481:TYR:O 1:u:521:MET:HE1 2.14 0.48
1:u:702: TYR:OH 1:1:561:GLU:OE2 2.29 0.48
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1:x:561:GLU:O 1:x:564:ARG:HG3 2.13 0.48
1:1:539:ILE:HG12 1:1:557:ILE:HG12 1.96 0.48
1:3:267:ASN:HA 1:3:270:HIS:HD2 1.79 0.48
1:4:539:ILE:HG12 1:4:557:ILE:HG12 1.96 0.48
1:6:267:ASN:HA 1:6:270:HIS:HD2 1.79 0.48
1:A:583:ASN:OD1 1:A:586:ALA:N 2.40 0.48
1:D:388:ARG:NH2 1:P:562:GLU:HG3 2.29 0.48
1:H:445:ASN:HD22 | 1:W:549:ASN:HD21 1.61 0.48
1:1:223:SER:HB2 1:1:316:ASN:HD21 1.78 0.48
1:1:481:TYR:O 1:I1:521:MET:HE1 2.14 0.48
1:M:267:ASN:HA 1:M:270:HIS:HD?2 1.79 0.48
1:M:499:PRO:O 1:M:503:ALA:HB2 2.13 0.48
1:P:505:LYS:HA 1:P:515:VAL:HG23 1.95 0.48
1:Q:499:PRO:0O 1:Q:503:ALA:HB2 2.13 0.48
1:R:561:GLU:O 1:R:564:ARG:HG3 2.13 0.48
1:V:285:ARG:HD2 1:X:440:TYR:CE2 2.49 0.48
1:W:579:ASN:OD1 1:W:589: THR:OG1 2.23 0.48
1:X:499:PRO:O 1:X:503:ALA:HB2 2.13 0.48
1:b:481:TYR:O 1:b:521:MET:HE1 2.14 0.48
1:€:499:PRO:O 1:e:503:ALA:HB2 2.13 0.48
1:e:716:GLY:HA2 1:h:256:TYR:O 2.14 0.48
1:g:577:-VAL:O 1:¢:591:GLY:N 2.46 0.48
1:j:562: GLU:HG3 1:k:388:ARG:NH2 2.29 0.48
1:1:481:TYR:O 1:1:521:MET:HE1 2.14 0.48
1:1:499:PRO:O 1:1:503:ALA:HB2 2.13 0.48
1:1:539:ILE:HG12 1:1:557:ILE:HG12 1.96 0.48
1:0:481:TYR:O 1:0:521:MET:HE1 2.14 0.48
1:q:577:VAL:O 1:q:591:GLY:N 2.46 0.48
1:t:505:LYS:HA 1:t:515:VAL:HG23 1.95 0.48
1:u:223:SER:HB2 1:u:316:ASN:HD21 1.78 0.48
1:v:499:PRO:O 1:v:503:ALA:HB2 2.13 0.48
1:A:716:GLY:HA2 1:E:256:TYR:O 2.13 0.47
1:E:549:ASN:HD21 1:F:445:ASN:HD22 1.61 0.47
1:F:499:PRO:0O 1:F:503:ALA:HB2 2.13 0.47
1:G:481:TYR:O 1:G:521:MET:HE1 2.14 0.47
1:H:716:GLY:HA2 1:1:256: TYR:O 2.13 0.47
1:1:505:LYS:HA 1:1:515:VAL:HG23 1.95 0.47
1:J:481:TYR:O 1:J:521:MET:HE1 2.14 0.47
1:K:481:TYR:O 1:K:521:MET:HE1 2.14 0.47
1:0:499:PRO:O 1:0:503:ALA:HB2 2.13 0.47
1:P:481:TYR:O 1:P:521:MET:HE1 2.14 0.47
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:R:499:PRO:0O 1:R:503:ALA:HB2 2.13 0.47
1:T:583:ASN:OD1 1:T:586:ALA:N 2.40 0.47
1:U:481:TYR:O 1:U:521:MET:HE1 2.14 0.47
1:U:716:GLY:HA2 1::256: TYR:O 2.13 0.47
1:W:505:LYS:HA 1:W:515:VAL:HG23 1.95 0.47
1:X:322:VAL:HG22 1:X:331:1ILE:HG12 1.95 0.47
1:7:549:ASN:HD21 1:3:445:ASN:HD22 1.61 0.47
1:a:445:ASN:HD22 1:8:549:ASN:HD21 1.60 0.47
1:¢:256:TYR:O 1:5:716:GLY:HA2 2.13 0.47
1:d:583:ASN:OD1 1:d:586:ALA:N 2.40 0.47
1:j:505:LYS:HA 1:j:515:VAL:HG23 1.95 0.47
1:0:499:PRO:0O 1:0:503:ALA:HB2 2.13 0.47
1:q:561:GLU:O 1:q:564:ARG:HG3 2.13 0.47
1:1:445:ASN:HD22 1:5:549:ASN:HD21 1.61 0.47
1:t:481:TYR:O 1:t:521:MET:HE1 2.14 0.47
1:u:505:LYS:HA 1:u:515:VAL:HG23 1.95 0.47
1:v:583:ASN:OD1 1:v:586:ALA:N 2.40 0.47
1:w:549:ASN:HD21 1:y:445:ASN:HD22 1.61 0.47
1:2:481:TYR:O 1:2:521:MET:HE1 2.14 0.47
1:2:481:TYR:O 1:2:521:MET:HE1 2.14 0.47
1:A:445:ASN:HD22 | 1:G:549:ASN:HD21 1.61 0.47
1:A:499:PRO:O 1:A:503:ALA:HB2 2.13 0.47
1:D:481:TYR:O 1:D:521:MET:HE1 2.14 0.47
1:G:267:ASN:HA 1:G:270:HIS:HD2 1.79 0.47
1:G:505:LYS:HA 1:G:515:VAL:HG23 1.95 0.47
1:H:539:ILE:HG12 1:H:557ILE:-HG12 1.96 0.47
1:K:561:GLU:O 1:K:564:ARG:HG3 2.13 0.47
1:N:223:SER:HB2 1:N:316:ASN:HD21 1.78 0.47
1:N:267:ASN:HA 1:N:270:HIS:HD?2 1.78 0.47
1:0:577:VAL:O 1:0:591:GLY:N 2.46 0.47
1:Q:539:1LE:HG12 1:Q:557:ILE:HG12 1.96 0.47
1:W:481:TYR:O 1:W:521:MET:HE1 2.14 0.47
1:W:562:GLU:HG3 1:Y:388:ARG:NH2 2.29 0.47
1:W:577:VAL:O 1:W:591:GLY:N 2.46 0.47
1:X:226:ASN:ND2 1:Y:401:MET:H 2.10 0.47
1:b:583:ASN:0OD1 1:b:586:ALA:N 2.40 0.47
1:d:561:GLU:OE2 1:n:702: TYR:OH 2.29 0.47
1:d:577:VAL:O 1:d:591:GLY:N 2.46 0.47
1:£:562:GLU:HG3 1:h:388:ARG:NH2 2.29 0.47
1:g:267:ASN:HA 1:g:270:HIS:HD2 1.79 0.47
1:j:226: ASN:ND2 1:x:401:MET:H 2.12 0.47
Continued on next page...
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Atom-1 Atom-2 distance (A) overlap (A)

1:3:481:TYR:O 1:j:521:MET:HE1 2.14 0.47
1:k:481:TYR:O 1:k:521:MET:HE1 2.14 0.47
1:n:577:VAL:O 1:n:591:GLY:N 2.46 0.47
1:p:505:LYS:HA 1:p:515:VAL:HG23 1.95 0.47
1:5:481:TYR:O 1:8:521:MET:HE1 2.14 0.47
1:s:561:GLU:O 1:5:564:ARG:HG3 2.13 0.47
1:t:583:ASN:OD1 1:t:586:ALA:N 2.40 0.47
1:u:256:TYR:O 1:5:716:GLY:HA2 2.13 0.47
1:u:539:ILE:HG12 1:u:b57:ILE:HG12 1.96 0.47
1:u:583:ASN:OD1 1:u:586:ALA:N 2.40 0.47
1:x:499:PRO:O 1:x:503:ALA:HB2 2.13 0.47
1:y:499:PRO:0O 1:y:503:ALA:HB2 2.13 0.47
1:4:481:TYR:O 1:4:521:MET:HE1 2.14 0.47
1:4:561:GLU:O 1:4:564:ARG:HG3 2.13 0.47
1:5:539:ILE:HG12 1:5:557:ILE:HG12 1.96 0.47
1:6:505:LYS:HA 1:6:515:VAL:HG23 1.95 0.47
1:6:562:GLU:HG3 1:7:388:ARG:NH2 2.29 0.47
1:6:577:VAL:O 1:6:591:GLY:N 2.46 0.47
1:8:223:SER:HB2 1:8:316:ASN:HD21 1.78 0.47
1:B:561:GLU:OE2 1:I:702:TYR:OH 2.29 0.47
1:C:267:ASN:HA 1:C:270:HIS:HD2 1.79 0.47
1:C:322:VAL:HG22 1:C:331:1LE:HG12 1.95 0.47
1:1:539:ILE:HG12 1:I:557:ILE:HG12 1.96 0.47
1:L:481:TYR:O 1:L:521:MET:HE1 2.14 0.47
1:L:539:ILE:HG12 1:L:557:ILE:HG12 1.96 0.47
1:R:549:ASN:HD21 1:U:445:ASN:HD22 1.60 0.47
1:T:481:TYR:O 1:T:521:MET:HE1 2.14 0.47
1:U:539:ILE:HG12 1:U:557:ILE:HG12 1.96 0.47
1:U:561:GLU:O 1:U:564:ARG:HG3 2.13 0.47
1:W:561:GLU:O 1:W:564:ARG:HG3 2.13 0.47
1:¢:267:ASN:HA 1:e:270:HIS:HD2 1.79 0.47
1:2:295: TRP:CG 1:g:611:LEU:HD13 2.50 0.47
1:h:251:TYR:OH 1:h:371:VAL:O 2.26 0.47
1:m:481:TYR:O 1:m:521:MET:HE1 2.14 0.47
1:q:499:PRO:0O 1:q:503:ALA:HB2 2.13 0.47
1:5:539:ILE:HG12 1:s:557:ILE:HG12 1.96 0.47
1:t:267:ASN:HA 1:t:270:HIS:HD?2 1.79 0.47
1:x:539:ILE:HG12 1:x:557:ILE:HG12 1.96 0.47
1:5:562:GLU:HG3 1:6:388:ARG:NH2 2.29 0.47
1:6:481:TYR:O 1:6:521:MET:HE1 2.14 0.47
1:6:561:GLU:O 1:6:564:ARG:HG3 2.13 0.47
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Atom-1 Atom-2 distance (A) overlap (A)

1:C:295: TRP:CG 1:C:611:LEU:HD13 2.50 0.47
1:E:481:TYR:O 1:E:521:MET:HE1 2.14 0.47
1:E:526:ASP:0OD1 1:E:564:ARG:NH1 2.48 0.47
1:E:562:GLU:HG3 1:Q:388:ARG:NH2 2.30 0.47
1:F:295: TRP:CG 1:F:611:LEU:HD13 2.50 0.47
1:F:526:ASP:0OD1 1:F:564:ARG:NH1 2.48 0.47
1:H:322:VAL:HG22 1:H:331:1LE:HG12 1.95 0.47
1:H:562:GLU:HG3 1:W:388:ARG:NH2 2.29 0.47
1:K:445:ASN:HD22 1:a:549:ASN:HD21 1.61 0.47
1:L:295:TRP:CG 1:L:611:LEU:HD13 2.50 0.47
1:M:526:ASP:OD1 1:M:564:ARG:NH1 2.48 0.47
1:N:561:GLU:O 1:N:564:ARG:HG3 2.13 0.47
1:P:226:ASN:ND2 1:Q:401:MET:H 2.12 0.47
1:Q:526:ASP:0OD1 1:Q:564:ARG:NH1 2.48 0.47
1:R:267:ASN:HA 1:R:270:HIS:HD2 1.79 0.47
1:S:526:ASP:OD1 1:S:564:ARG:NH1 2.48 0.47
1:7:223:SER:HB2 1:7:316:ASN:HD21 1.78 0.47
1:b:539:ILE:HG12 1:b:557:ILE:HG12 1.96 0.47
1:¢:562:GLU:HG3 1:0:388:ARG:NH2 2.30 0.47
1:£:583:ASN:OD1 1:£:586:ALA:N 2.40 0.47
1:g:322:VAL:HG22 1:g:331:ILE:HG12 1.95 0.47
1:h:526:ASP:0D1 1:h:564:ARG:NH1 2.48 0.47
1:1:577:VAL:O 1:1:591:GLY:N 2.46 0.47
1:m:583:ASN:OD1 1:m:586:ALA:N 2.40 0.47
1:p:295: TRP:CG 1:p:611:LEU:HD13 2.50 0.47
1:q:267:ASN:HA 1:q:270:HIS:HD2 1.79 0.47
1:q:549:ASN:HD21 1:5:445:ASN:HD22 1.60 0.47
1:1:526:ASP:OD1 1:1:564:ARG:NH1 2.48 0.47
1:r:561:GLU:O 1:r:564:ARG:HG3 2.13 0.47
1:t:562:GLU:HG3 1:u:388:ARG:NH2 2.30 0.47
1:u:295: TRP:CG 1:u:611:LEU:HD13 2.50 0.47
1:v:716:GLY:HA2 1:w:256:TYR:O 2.13 0.47
1:w:295: TRP:CG 1:w:611:LEU:HD13 2.50 0.47
1:w:526:ASP:0OD1 1:w:564:ARG:NH1 2.48 0.47
1:x:526:ASP:OD1 1:x:564:ARG:NH1 2.48 0.47
1:y:295: TRP:CG 1:y:611:LEU:HD13 2.50 0.47
1:2:295:TRP:CG 1:2z:611:LEU:HD13 2.50 0.47
1:2:499:PRO:O 1:2:503:ALA:HB2 2.13 0.47
1:2:539:ILE:HG12 1:2z:557:ILE:HG12 1.96 0.47
1:5:322:VAL:HG22 1:5:331:ILE:HG12 1.95 0.47
1:B:295:TRP:CG 1:B:611:LEU:HD13 2.50 0.47
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Atom-1 Atom-2 distance (A) overlap (A)

1:E:295:TRP:CG 1:E:611:LEU:HD13 2.50 0.47
1:1:295: TRP:CG 1:I1:611:LEU:HD13 2.50 0.47
1:K:526:ASP:0OD1 1:K:564:ARG:NH1 2.48 0.47
1:M:251:TYR:OH 1:M:371:VAL:O 2.26 0.47
1:P:526:ASP:0OD1 1:P:564:ARG:NH1 2.48 0.47
1:Q:579:ASN:OD1 1:Q:589:THR:OG1 2.23 0.47
1:T:322:VAL:HG22 1:T:331:1LE:HG12 1.95 0.47
1:U:351:TYR:HA 1:U:643:GLN:NE2 2.30 0.47
1:U:505:LYS:HA 1:U:515:VAL:HG23 1.95 0.47
1:V:295: TRP:CG 1:V:611:LEU:HD13 2.50 0.47
1:7:539:ILE:HG12 1:Z:557:ILE:HG12 1.96 0.47
1:¢:267:ASN:HA 1:¢:270:HIS:HD2 1.79 0.47
1:¢:577:VAL:O 1:¢:591:GLY:N 2.46 0.47
1:d:295: TRP:CG 1:d:611:LEU:HD13 2.50 0.47
1:€:226:ASN:ND2 1:h:401:MET:H 2.11 0.47
1:1:539:ILE:HG12 1:£:557:ILE:HG12 1.96 0.47
1:1:267:ASN:HA 1:1:270:HIS:HD2 1.79 0.47
1:1:526:ASP:0OD1 1:1:564:ARG:NH1 2.48 0.47
1:1:561:GLU:O 1:1:564:ARG:HG3 2.13 0.47
1:j:526:ASP:0OD1 1:j:564:ARG:NH1 2.48 0.47
1:m:295: TRP:CG 1:m:611:LEU:HD13 2.50 0.47
1:q:505:LYS:HA 1:q:515:VAL:HG23 1.95 0.47
1:5:351: TYR:HA 1:5:643:GLN:NE2 2.30 0.47
1:u:226:ASN:ND2 1:2:401:MET:H 2.12 0.47
1:w:562:GLU:HG3 1:x:388:ARG:NH2 2.30 0.47
1:y:526:ASP:OD1 1:y:564:ARG:NH1 2.48 0.47
1:2:251:TYR:OH 1:2:371:VAL:O 2.26 0.47
1:3:549:ASN:HD21 1:4:445:ASN:HD22 1.61 0.47
1:4:295: TRP:CG 1:4:611:LEU:HD13 2.50 0.47
1:4:526:ASP:OD1 1:4:564:ARG:NH1 2.48 0.47
1:8:267:ASN:HA 1:8:270:HIS:HD2 1.79 0.47
1:A:526:ASP:OD1 1:A:564:ARG:NH1 2.48 0.47
1:D:295:TRP:CG 1:D:611:LEU:HD13 2.50 0.47
1:D:539:ILE:HG12 1:D:557:ILE:HG12 1.96 0.47
1:G:295:TRP:CG 1:G:611:LEU:HD13 2.50 0.47
1:G:445:ASN:HD22 1:1:549:ASN:HD21 1.60 0.47
1:G:562:GLU:HG3 1:1:388: ARG:NH2 2.30 0.47
1:J:539:ILE:HG12 1:J:557:ILE:HG12 1.96 0.47
1:K:295:TRP:CG 1:K:611:LEU:HD13 2.50 0.47
1:1:499:PRO:O 1:L:503:ALA:HB2 2.13 0.47
1:N:526:ASP:OD1 1:N:564:ARG:NH1 2.48 0.47
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1:N:562:GLU:HG3 1:P:388:ARG:NH2 2.29 0.47
1:R:505:LYS:HA 1:R:515:VAL:HG23 1.95 0.47
1:S:561:GLU:O 1:S:564:ARG:HG3 2.13 0.47
1:T:295: TRP:CG 1:T:611:LEU:HD13 2.50 0.47
1:W:539:ILE:HG12 1:W:557:ILE:HG12 1.96 0.47
1:X:251:TYR:OH 1:X:371:VAL:O 2.26 0.47
1:X:561:GLU:O 1:X:564:ARG:HG3 2.13 0.47
1:7:267:ASN:HA 1:7:270:HIS:HD2 1.79 0.47
1:e:577:VAL:O 1::591:GLY:N 2.46 0.47
1:j:295: TRP:CG 1:j:611:LEU:HD13 2.50 0.47
1:3:351:TYR:HA 1:j:643:GLN:NE2 2.30 0.47
1:k:295:TRP:CG 1:k:611:LEU:HD13 2.50 0.47
1:n:295: TRP:CG 1:n:611:LEU:HD13 2.50 0.47
1:0:251:TYR:OH 1:0:371:VAL:O 2.26 0.47
1:0:561:GLU:O 1:0:564:ARG:HG3 2.13 0.47
1:p:223:SER:HB2 1:p:316:ASN:HD21 1.78 0.47
1:5:505:LYS:HA 1:5:515:VAL:HG23 1.95 0.47
1:t:445:ASN:HD22 1:u:549:ASN:HD21 1.60 0.47
1:v:526:ASP:0OD1 1:v:564:ARG:NH1 2.48 0.47
1:w:481:TYR:O 1:w:521:MET:HE1 2.14 0.47
1:1:295: TRP:CG 1:1:611:LEU:HD13 2.50 0.47
1:6:539:ILE:HG12 1:6:557:ILE:-HG12 1.96 0.47
1:8:539:ILE:HG12 1:8:557:ILE:HG12 1.96 0.47
1:B:481:TYR:O 1:B:521:MET:HE1 2.14 0.47
1:C:526:ASP:0OD1 1:C:564:ARG:NH1 2.48 0.47
1:D:549:ASN:HD21 1:P:445:ASN:HD22 1.61 0.47
1:D:579:ASN:OD1 1:D:589:THR:OG1 2.23 0.47
1:F:267:ASN:HA 1:F:270:HIS:HD2 1.79 0.47
1:1:226:ASN:ND2 1:J:401:MET:H 2.13 0.47
1:1:576: THR:HG22 1:1:590: THR:OG1 2.15 0.47
1:L:251:TYR:OH 1:L:371:VAL:O 2.26 0.47
1:M:295: TRP:CG 1:M:611:LEU:HD13 2.50 0.47
1:M:481:TYR:O 1:M:521:MET:HE1 2.14 0.47
1:N:295: TRP:CG 1:N:611:LEU:HD13 2.50 0.47
1:N:351:TYR:HA 1:N:643:GLN:NE2 2.30 0.47
1:P:295:TRP:CG 1:P:611:LEU:HD13 2.50 0.47
1:P:300:ASN:O 1:P:729:LEU:HD21 2.15 0.47
1:P:351:TYR:HA 1:P:643:GLN:NE2 2.30 0.47
1:P:561:GLU:O 1:P:564:ARG:HG3 2.13 0.47
1:S:226:ASN:ND2 1:d:401:MET:H 2.13 0.47
1:U:295: TRP:CG 1:U:611:LEU:HD13 2.50 0.47
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1:V:223:SER:HB2 1:V:316:ASN:HD21 1.78 0.47
1:V:539:ILE:HG12 1:V:557:ILE:HG12 1.96 0.47
1:W:295:TRP:CG 1:W:611:LEU:HD13 2.50 0.47
1:X:551:ASP:CG 1:e:457:ARG:HH21 2.23 0.47
1:Y:295: TRP:CG 1:Y:611:LEU:HD13 2.50 0.47
1:Y:526:ASP:OD1 1:Y:564:ARG:NH1 2.48 0.47
1:Y:561:GLU:O 1:Y:564:ARG:HG3 2.13 0.47
1:Y:583:ASN:OD1 1:Y:586:ALA:N 2.40 0.47
1:7:481:TYR:O 1:7:521:MET:HE1 2.14 0.47
1:b:351:TYR:HA 1:b:643:GLN:NE2 2.30 0.47
1:¢:481:TYR:O 1:¢:521:MET:HE1 2.14 0.47
1:¢:551:ASP:CG 1:p:457:ARG:HH21 2.23 0.47
1:¢:576: THR:HG22 1:¢:590: THR:OG1 2.15 0.47
1:e:576: THR:HG22 1:e:590: THR:OG1 2.15 0.47
1:£:351: TYR:HA 1:£:643:GLN:NE2 2.30 0.47
1:g:300:ASN:O 1:g:729:LEU:HD21 2.15 0.47
1:g:526:ASP:0D1 1:g:564:ARG:NH1 2.48 0.47
1:h:295: TRP:CG 1:h:611:LEU:HD13 2.50 0.47
1:h:481:TYR:O 1:h:521:MET:HE1 2.14 0.47
1:1:295: TRP:CG 1:1:611:LEU:HD13 2.50 0.47
1:1:562:GLU:HG3 1:j:388:ARG:NH2 2.29 0.47
1:1:702: TYR:OH 1:1:561:GLU:OE2 2.29 0.47
1:5:445:ASN:HD22 1:k:549:ASN:HD21 1.61 0.47
1:k:539:ILE:HG12 1:k:557:ILE:HG12 1.96 0.47
1:m:322:VAL:HG22 1:m:331:ILE:HG12 1.95 0.47
1:n:401:MET:H 1:1:226:ASN:ND2 2.13 0.47
1:0:300:ASN:O 1:0:729:LEU:HD21 2.15 0.47
1:0:562:GLU:HG3 1:p:388:ARG:NH2 2.30 0.47
1:p:539:ILE:HG12 1:p:557:ILE:HG12 1.96 0.47
1:5:295: TRP:CG 1:5:611:LEU:HD13 2.50 0.47
1:t:295: TRP:CG 1::611:LEU:HD13 2.50 0.47
1:u:576: THR:HG22 1:u:590: THR:OG1 2.15 0.47
1:u:673: THR:HG21 1:2:652:PRO:HD2 1.97 0.47
1:y:267:ASN:HA 1:y:270:HIS:HD2 1.79 0.47
1:1:481:TYR:O 1:1:521:MET:HE1 2.14 0.47
1:2:539:ILE:HG12 1:2:557:ILE:HG12 1.96 0.47
1:3:505:LYS:HA 1:3:515:VAL:HG23 1.95 0.47
1:5:267:ASN:HA 1:5:270:HIS:HD2 1.79 0.47
1:6:295: TRP:CG 1:6:611:LEU:HD13 2.50 0.47
1:8:481:TYR:O 1:8:521:MET:HE1 2.14 0.47
1:A:652:PRO:HD2 1:B:673: THR:HG21 1.97 0.47
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1:C:300:ASN:O 1:C:729:LEU:HD21 2.15 0.47
1:C:388:ARG:NH2 1:M:562:GLU:HG3 2.30 0.47
1:E:351:TYR:HA 1:E:643:GLN:NE2 2.30 0.47
1:E:505:LYS:HA 1:E:515:VAL:HG23 1.95 0.47
1:F:351:TYR:HA 1:F:643:GLN:NE2 2.30 0.47
1:H:267:ASN:HA 1:H:270:HIS:HD2 1.79 0.47
1:H:295: TRP:CG 1:H:611:LEU:HD13 2.50 0.47
1:J:267:ASN:HA 1:J:270:HIS:HD2 1.79 0.47
1:J:445:ASN:HD22 1:1:549:ASN:HD21 1.60 0.47
1:T:351:TYR:HA 1:T:643:GLN:NE2 2.30 0.47
1:V:388:ARG:NH2 1:X:562:GLU:HG3 2.30 0.47
1:V:457:ARG:HH21 1:e:551:ASP:CG 2.23 0.47
1:a:505:LYS:HA 1:a:515:VAL:HG23 1.95 0.47
1:¢:295:TRP:CG 1:¢:611:LEU:HD13 2.50 0.47
1:¢:351:TYR:HA 1:¢:643:GLN:NE2 2.30 0.47
1:¢:295: TRP:CG 1:e:611:LEU:HD13 2.50 0.47
1:¢:481:TYR:O 1:e:521:MET:HE1 2.14 0.47
1:€:526:ASP:OD1 1:e:564:ARG:NH1 2.48 0.47
1:£:551:ASP:CG 1:g:457:ARG:HH21 2.23 0.47
1:1:351: TYR:HA 1:1:643:GLN:NE2 2.30 0.47
1:1:539:ILE:HG12 1:1:557:ILE:HG12 1.96 0.47
1:3:300: ASN:O 1:j:729:LEU:HD21 2.15 0.47
1:3:561:GLU:O 1:3:564:ARG:HG3 2.13 0.47
1:m:351:TYR:HA 1:m:643:GLN:NE2 2.30 0.47
1:n:539:ILE:HG12 1:n:557:ILE:HG12 1.96 0.47
1:w:351:TYR:HA 1:w:643:GLN:NE2 2.30 0.47
1:w:505:LYS:HA 1:w:515:VAL:HG23 1.95 0.47
1:x:481:TYR:O 1:x:521:MET:HE1 2.14 0.47
1:y:351:TYR:HA 1:y:643:GLN:NE2 2.30 0.47
1:3:526:ASP:OD1 1:3:564:ARG:NH1 2.48 0.47
1:5:295: TRP:CG 1:5:611:LEU:HD13 2.50 0.47
1:7:295: TRP:CG 1:7:611:LEU:HD13 2.50 0.47
1:7:300:ASN:O 1:7:729:LEU:HD21 2.15 0.47
1:7:526:ASP:OD1 1:7:564:ARG:NH1 2.48 0.47
1:7:561:GLU:O 1:7:564:ARG:HG3 2.13 0.47
1:C:457:ARG:HH21 1:b:551:ASP:CG 2.23 0.47
1:C:481:TYR:O 1:C:521:MET:HE1 2.14 0.47
1:E:539:ILE:HG12 1:E:557:ILE:HG12 1.96 0.47
1:1:673: THR:HG21 1:J:652:PRO:HD2 1.97 0.47
1:J:351: TYR:HA 1:J:643:GLN:NE2 2.30 0.47
1:K:388:ARG:NH2 1:8:562:GLU:HG3 2.30 0.47
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:0:562:GLU:HG3 1:m:388:ARG:NH2 2.30 0.47
1:R:526:ASP:0OD1 1:R:564:ARG:NH1 2.48 0.47
1:T:388:ARG:NH2 1:1:562:GLU:HG3 2.30 0.47
1:V:652:PRO:HD2 | 1:W:673:THR:HG21 1.97 0.47
1:X:300:ASN:O 1:X:729:LEU:HD21 2.15 0.47
1:X:526:ASP:OD1 1:X:564:ARG:NH1 2.48 0.47
1:Y:300:ASN:O 1:Y:729:LEU:HD21 2.15 0.47
1:Y:539:ILE:HG12 1:Y:557:1ILE:HG12 1.96 0.47
1:7:295:TRP:CG 1:7:611:LEU:HD13 2.50 0.47
1:7:526:ASP:0OD1 1:7:564:ARG:NH1 2.48 0.47
1:7:562:GLU:HG3 1:4:388:ARG:NH2 2.30 0.47
1:a:481:TYR:O l:a:521:MET:HE1 2.14 0.47
1:a:526:ASP:OD1 1:a:564:ARG:NH1 2.48 0.47
1:a:539:ILE:HG12 1:a:557:ILE:HG12 1.96 0.47
1:¢:526:ASP:OD1 1:¢:564:ARG:NH1 2.48 0.47
1:e:351:TYR:HA 1:e:643:GLN:NE2 2.30 0.47
1:1:561:GLU:OE2 1:1:702:TYR:OH 2.28 0.47
1:n:481:TYR:O 1:n:521:MET:HE1 2.14 0.47
1:0:526:ASP:OD1 1:0:564:ARG:NH1 2.48 0.47
1:q:526:ASP:OD1 1:q:564:ARG:NH1 2.48 0.47
1:q:579:ASN:OD1 1:q:589: THR:0G1 2.23 0.47
1:1:295:TRP:CG 1:r:611:LEU:HD13 2.50 0.47
1:r:576: THR:HG22 1:r:590: THR:0G1 2.15 0.47
1:r:652:PRO:HD2 1:x:673: THR:HG21 1.97 0.47
1:3:481:TYR:O 1:3:521:MET:HE1 2.14 0.47
1:7:539:ILE:HG12 1:7:557:ILE:HG12 1.96 0.47
1:8:295: TRP:CG 1:8:611:LEU:HD13 2.50 0.47
1:B:562:GLU:HG3 1:J:388:ARG:NH2 2.30 0.47
1:C:539:ILE:HG12 1:C:557:ILE:HG12 1.96 0.47
1:H:576: THR:HG22 1:H:590: THR:OG1 2.15 0.47
1:K:351:TYR:HA 1:K:643:GLN:NE2 2.30 0.47
1:K:576: THR:HG22 1:K:590: THR:OG1 2.15 0.47
1:M:388:ARG:NH2 1:b:562:GLU:HG3 2.30 0.47
1:0:673: THR:HG21 1:P:652:PRO:HD2 1.97 0.47
1:P:218:ASP:HB3 1:P:222: ASN:HB2 1.97 0.47
1:Q:218:ASP:HB3 1:Q:222:ASN:HB2 1.97 0.47
1:Q:481:TYR:O 1:Q:521:MET:HE1 2.14 0.47
1:Q:673: THR:HG21 1:S:652:PRO:HD2 1.97 0.47
1:S:576: THR:HG22 1:S:590: THR:OG1 2.15 0.47
1:X:267:ASN:HA 1:X:270:HIS:HD2 1.79 0.47
1:X:295: TRP:CG 1:X:611:LEU:HD13 2.50 0.47
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:d:539:ILE:HG12 1:d:557:ILE:HG12 1.96 0.47
1:d:576: THR:HG22 1:d:590: THR:OG1 2.15 0.47
1:£:285:ARG:HD?2 1:g:440: TYR:CE2 2.50 0.47
1:£:576: THR:HG22 1:£:590: THR:O0G1 2.15 0.47
1:¢:218:ASP:HB3 1:g:222: ASN:HB2 1.97 0.47
1:g:285:ARG:HD2 1:h:440:TYR:CE2 2.50 0.47
1:g:481:TYR:O 1:g:521:MET:HE1 2.14 0.47
1:j:218:ASP:HB3 1:3:222:ASN:HB2 1.98 0.47
1:3:652:PRO:HD2 1:1:673: THR:HG21 1.97 0.47
1:k:401:MET:H 1:w:226:ASN:ND2 2.13 0.47
1:m:300:ASN:O 1:m:729:LEU:HD21 2.15 0.47
1:n:576: THR:HG22 1:n:590: THR:OG1 2.15 0.47
1:0:295: TRP:CG 1:0:611:LEU:HD13 2.50 0.47
1:p:652:PRO:HD2 1:6:673: THR:HG21 1.97 0.47
1:8:526:ASP:0OD1 1:s:564:ARG:NH1 2.48 0.47
1:u:251:TYR:OH 1:u:371:VAL:O 2.26 0.47
1:u:562:GLU:HG3 1:v:388:ARG:NH2 2.30 0.47
1:v:652:PRO:HD2 1:1:673: THR:HG21 1.97 0.47
1:w:539:ILE:HG12 1:w:557:ILE:HG12 1.96 0.47
1:x:218:ASP:HB3 1:x:222:ASN:HB2 1.97 0.47
1:2:267:ASN:HA 1:2:270:HIS:HD2 1.79 0.47
1:2:351:TYR:HA 1:2:643:GLN:NE2 2.30 0.47
1:4:351:TYR:HA 1:4:643:GLN:NE2 2.30 0.47
1:4:576: THR:HG22 1:4:590: THR:OG1 2.15 0.47
1:5:652:PRO:HD2 1:8:673: THR:HG21 1.97 0.47
1:8:526:ASP:OD1 1:8:564:ARG:NH1 2.48 0.47
1:B:526:ASP:OD1 1:B:564:ARG:NH1 2.48 0.46
1:B:576: THR:HG22 1:B:590: THR:OG1 2.15 0.46
1:C:218:ASP:HB3 1:C:222:ASN:HB2 1.98 0.46
1:C:440:TYR:CE2 1:b:285:ARG:HD2 2.51 0.46
1:C:562:GLU:HG3 1:b:388:ARG:NH2 2.30 0.46
1:D:562:GLU:HG3 1:N:388:ARG:NH2 2.29 0.46
1:F:576: THR:HG22 1:F:590: THR:0G1 2.15 0.46
1:H:652:PRO:HD2 1:7:673: THR:HG21 1.97 0.46
1:N:539:ILE:HG12 1:N:557:ILE:HG12 1.96 0.46
1:0:226:ASN:ND2 1:P:401:MET:H 2.13 0.46
1:0:526:ASP:0OD1 1:0:564:ARG:NH1 2.48 0.46
1:0:652:PRO:HD2 1:d:673: THR:HG21 1.97 0.46
1:P:576: THR:HG22 1:P:590: THR:OG1 2.15 0.46
1:Q:318:GLN:HE22 1:5:337:SER:HA 1.80 0.46
1:Q:583:ASN:OD1 1:Q:586:ALA:N 2.40 0.46
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:R:351:TYR:HA 1:R:643:GLN:NE2 2.30 0.46
1:S:295: TRP:CG 1:S:611:LEU:HD13 2.50 0.46
1:S:539:ILE:HG12 1:S:557:ILE:HG12 1.96 0.46
1:T:300:ASN:O 1:T:729:LEU:HD21 2.15 0.46
1:T:318:GLN:HE22 1:U:337:SER:HA 1.80 0.46
1:T:652:PRO:HD2 1:1:673: THR:HG21 1.97 0.46
1:U:526:ASP:OD1 1:U:564:ARG:NH1 2.48 0.46
1:U:576: THR:HG22 1:U:590: THR:OG1 2.15 0.46
1:X:576: THR:HG22 1:X:590: THR:OG1 2.15 0.46
1:b:576: THR:HG22 1:b:590: THR:OG1 2.15 0.46
1:d:481:TYR:O 1:d:521:MET:HE1 2.14 0.46
1:1:388:ARG:NH2 1:2:562:GLU:HG3 2.30 0.46
1:£:526:ASP:0OD1 1:£:564:ARG:NH1 2.48 0.46
1:g:401:MET:H 1:k:226:ASN:ND2 2.12 0.46
1:j:401:MET:H 1:1:226:ASN:ND2 2.13 0.46
1:3:576: THR:HG22 1:3:590: THR:OG1 2.15 0.46
1:1:652:PRO:HD2 1:n:673: THR:HG21 1.97 0.46
1:0:576: THR:HG22 1:0:590: THR:OG1 2.15 0.46
1:q:351:TYR:HA 1:q:643:GLN:NE2 2.30 0.46
1:q:576: THR:HG22 1:q:590: THR:OG1 2.15 0.46
1:1:337:SER:HA 1:x:318:GLN:HE22 1.80 0.46
1:t:539:ILE:HG12 1:t:557:ILE:-HG12 1.96 0.46
1:u:567:ASN:OD1 1:u:604: TRP:HB2 2.16 0.46
1:v:295: TRP:CG 1:v:611:LEU:HD13 2.50 0.46
1:x:295:TRP:CG 1:x:611:LEU:HD13 2.50 0.46
1:x:583:ASN:OD1 1:x:586:ALA:N 2.40 0.46
1:y:576: THR:HG22 1:y:590: THR:0G1 2.15 0.46
1:2:549:ASN:HD21 1:2:445:ASN:HD22 1.61 0.46
1:1:223:SER:HB2 1:1:316:ASN:HD21 1.78 0.46
1:1:562:GLU:HG3 1:2:388:ARG:NH2 2.30 0.46
1:1:576: THR:HG22 1:1:590: THR:OG1 2.15 0.46
1:2:576: THR:HG22 1:2:590: THR:OG1 2.15 0.46
1:3:539:ILE:HG12 1:3:557:ILE:HG12 1.96 0.46
1:3:579:ASN:OD1 1:3:589: THR:0G1 2.23 0.46
1:5:576: THR:HG22 1:5:590: THR:0G1 2.15 0.46
1:7:267:ASN:HA 1:7:270:HIS:HD2 1.79 0.46
1:7:583:ASN:OD1 1:7:586:ALA:N 2.40 0.46
1:D:337:SER:HA 1:E:318:GLN:HE22 1.80 0.46
1:D:401:MET:H 1:E:226:ASN:ND2 2.13 0.46
1:D:576: THR:HG22 1:D:590: THR:OG1 2.15 0.46
1:F:300:ASN:O 1:F:729:LEU:HD21 2.15 0.46
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:G:539:ILE:HG12 1:G:557:ILE:HG12 1.96 0.46
1:H:526:ASP:OD1 1:H:564:ARG:NH1 2.48 0.46
1:H:549:ASN:HD21 1:Y:445:ASN:HD22 1.61 0.46
1:H:551:ASP:CG 1:Y:457:ARG:HH21 2.24 0.46
1:1:567:ASN:OD1 1:1:604: TRP:HB2 2.16 0.46
1:J:526:ASP:OD1 1:J:564:ARG:NH1 2.48 0.46
1:J:576: THR:HG22 1:J:590: THR:OG1 2.15 0.46
1:M:300:ASN:O 1:M:729:LEU:HD21 2.15 0.46
1:M:401:MET:H 1:¢:226:ASN:ND2 2.12 0.46
1:M:652:PRO:HD2 1:¢c:673: THR:HG21 1.97 0.46
1:N:673: THR:HG21 1:m:652:PRO:HD2 1.97 0.46
1:Q:295: TRP:CG 1:Q:611:LEU:HD13 2.50 0.46
1:R:295: TRP:CG 1:R:611:LEU:HD13 2.50 0.46
1:R:576: THR:HG22 1:R:590: THR:OG1 2.15 0.46
1:T:457:ARG:HH21 1:d:551:ASP:CG 2.23 0.46
1:T:526:ASP:OD1 1:T:564:ARG:NH1 2.48 0.46
1:U:673: THR:HG21 1:e:652:PRO:HD2 1.97 0.46
1:V:562:GLU:HG3 1:e:388:ARG:NH2 2.30 0.46
1:X:351:TYR:HA 1:X:643:GLN:NE2 2.30 0.46
1:7:652:PRO:HD2 1:a:673: THR:HG21 1.97 0.46
1:¢:388:ARG:NH2 1:p:562:GLU:HGS3 2.30 0.46
1:¢:457:ARG:HH21 1:0:551:ASP:CG 2.23 0.46
1:¢:652:PRO:HD2 1:5:673: THR:HG21 1.97 0.46
1:£:218:ASP:HB3 1:1:222:ASN:HB2 1.97 0.46
1:g:388:ARG:NH2 1:h:562:GLU:HG3 2.30 0.46
1:2:539:1LE:HG12 1:g:557: ILE:HG12 1.96 0.46
1:h:300:ASN:O 1:h:729:LEU.HD21 2.15 0.46
1:1:388:ARG:NH2 1:k:562:GLU:HG3 2.29 0.46
1:k:576: THR:HG22 1:k:590: THR:0OG1 2.15 0.46
1:m:318:GLN:HE22 1:5:337:SER:HA 1.80 0.46
1:m:576: THR:HG22 | 1:m:590:THR:0G1 2.15 0.46
1:n:218:ASP:HB3 1:n:222:ASN:HB2 1.97 0.46
1:0:267:ASN:HA 1:0:270:HIS:HD2 1.79 0.46
1:p:351:TYR:HA 1:p:643:GLN:NE2 2.30 0.46
1:p:567:ASN:OD1 1:p:604: TRP:HB2 2.16 0.46
1:q:562:GLU:HG3 1:1:388:ARG:NH2 2.30 0.46
1:t:401:MET:H 1:y:226:ASN:ND2 2.12 0.46
1:u:526:ASP:OD1 1:u:564:ARG:NH1 2.48 0.46
1:w:577:VAL:O 1:w:591:GLY:N 2.46 0.46
1:x:576: THR:HG22 1:x:590: THR:OG1 2.15 0.46
1:y:300:ASN:O 1:y:729:LEU:HD21 2.15 0.46
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:1:526:ASP:OD1 1:1:564:ARG:NH1 2.48 0.46
1:2:526:ASP:0OD1 1:2:564:ARG:NH1 2.48 0.46
1:5:351:TYR:HA 1:5:643:GLN:NE2 2.30 0.46
1:5:388:ARG:NH2 1:7:562:GLU:HG3 2.29 0.46
1:A:295:TRP:CG 1:A:611:LEU:HD13 2.50 0.46
1:A:388:ARG:NH2 1:1:562:GLU:HG3 2.30 0.46
1:B:223:SER:HB2 1:B:316:ASN:HD21 1.78 0.46
1:E:218:ASP:HB3 1:E:222: ASN:HB2 1.97 0.46
1:E:300:ASN:O 1:E:729:LEU:HD21 2.15 0.46
1:H:351:TYR:HA 1:H:643:GLN:NE2 2.30 0.46
1:J:295:TRP:CG 1:J:611:LEU:HD13 2.50 0.46
1:L:576: THR:HG22 1:L:590: THR:OG1 2.15 0.46
1:Q:576: THR:HG22 | 1:Q:590:THR:OG1 2.15 0.46
1:R:218:ASP:HB3 1:R:222:ASN:HB2 1.97 0.46
1:R:562:GLU:HG3 1:S:388:ARG:NH2 2.30 0.46
1:R:579:ASN:OD1 1:R:589: THR:OG1 2.23 0.46
1:R:652:PRO:HD2 1:V:673: THR:HG21 1.97 0.46
1:S:562:GLU:HG3 1:U:388:ARG:NH2 2.30 0.46
1:T:562:GLU:HG3 1:d:388:ARG:NH2 2.30 0.46
1:V:351:TYR:HA 1:V:643:GLN:NE2 2.30 0.46
1:V:526:ASP:OD1 1:V:564:ARG:NH1 2.48 0.46
1:V:567:ASN:OD1 1:V:604: TRP:HB2 2.16 0.46
1:Y:267:ASN:HA 1:Y:270:HIS:HD?2 1.79 0.46
1:b:218:ASP:HB3 1:b:222:ASN:HB2 1.97 0.46
1:b:526:ASP:0OD1 1:b:564:ARG:NH1 2.48 0.46
1:¢:567:ASN:OD1 1:c:604: TRP:HB2 2.16 0.46
1:d:218:ASP:HB3 1:d:222:ASN:HB2 1.97 0.46
1:h:576: THR:HG22 1:h:590:THR:OG1 2.15 0.46
1:1:295: TRP:CG 1:1:611:LEU:HD13 2.50 0.46
1:1:300:ASN:O 1:1:729:LEU:HD21 2.15 0.46
1:1:526:ASP:OD1 1:1:564:ARG:NH1 2.48 0.46
1:1:583:ASN:OD1 1:1:586:ALA:N 2.40 0.46
1:m:457:ARG:HH21 1:n:551:ASP:CG 2.23 0.46
1:m:526:ASP:OD1 1:m:564:ARG:NH1 2.48 0.46
1:m:562:GLU:HG3 1:n:388:ARG:NH2 2.30 0.46
1:0:351:TYR:HA 1:0:643:GLN:NE2 2.30 0.46
1:p:526:ASP:OD1 1:p:564:ARG:NH1 2.48 0.46
1:p:673: THR:HG21 1:q:652:PRO:HD2 1.97 0.46
1:q:218:ASP:HB3 1:q:222: ASN:HB2 1.97 0.46
1:q:295: TRP:CG 1:q:611:LEU:HD13 2.50 0.46
1:r:539:ILE:HG12 1:r:557:1ILE:HG12 1.96 0.46
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Atom-1 Atom-2 distance (A) overlap (A)

1:5:576: THR:HG22 1:s:590: THR:0G1 2.15 0.46
1:t:561:GLU:OE2 1:5:702:TYR:OH 2.29 0.46
1:u:318: GLN:HE22 1:2:337:SER:HA 1.80 0.46
1:u:351:TYR:HA 1:u:643:GLN:NE2 2.30 0.46
1:u:457:ARG:HH21 1:v:551:ASP:CG 2.23 0.46
1:v:567:ASN:OD1 1:v:604: TRP:HB2 2.16 0.46
1:w:300:ASN:O 1:w:729:LEU:HD21 2.15 0.46
1:w:576: THR:HG22 1:w:590: THR:OG1 2.15 0.46
1:z:576: THR:HG22 1:2z:590: THR:OG1 2.15 0.46
1:3:673: THR:HG21 1:8:652:PRO:HD?2 1.97 0.46
1:5:526:ASP:OD1 1:5:564:ARG:NH1 2.48 0.46
1:5:551:ASP:CG 1:7:457:ARG:HH21 2.24 0.46
1:6:567:ASN:OD1 1:6:604: TRP:HB2 2.16 0.46
1:7:579:ASN:OD1 1:7:589: THR:0G1 2.23 0.46
1:A:300:ASN:O 1:A:729:LEU:HD21 2.15 0.46
1:A:551:ASP:CG 1:1:457:ARG:HH21 2.23 0.46
1:A:567:ASN:OD1 1:A:604: TRP:HB2 2.16 0.46
1:C:351:TYR:HA 1:C:643:GLN:NE2 2.30 0.46
1:D:526:ASP:0OD1 1:D:564:ARG:NH1 2.48 0.46
1:E:577:VAL:O 1:E:591:GLY:N 2.46 0.46
1:G:351:TYR:HA 1:G:643:GLN:NE2 2.30 0.46
1:I:251:TYR:OH 1:1:371:VAL:O 2.26 0.46
1:1:351: TYR:HA 1:1:643:GLN:NE2 2.30 0.46
1:M:576: THR:HG22 | 1:M:590:THR:0G1 2.15 0.46
1:M:673: THR:HG21 1:N:652:PRO:HD2 1.97 0.46
1:0:295:TRP:CG 1:0:611:LEU:HD13 2.50 0.46
1:0:300:ASN:O 1:0:729:LEU:HD21 2.15 0.46
1:0:318:GLN:HE22 1:P:337:SER:HA 1.80 0.46
1:0:337:SER:HA 1:d:318:GLN:HE22 1.81 0.46
1:0:576: THR:HG22 1:0:590: THR:OG1 2.15 0.46
1:S:300:ASN:O 1:S:729:LEU:HD21 2.15 0.46
1:T:576: THR:HG22 1:T:590: THR:OG1 2.15 0.46
1:W:567:ASN:OD1 1:W:604: TRP:HB2 2.16 0.46
1:X:218:ASP:HB3 1:X:222:ASN:HB2 1.97 0.46
1:a:576: THR:HG22 1:a:590: THR:0G1 2.15 0.46
1:£:295: TRP:CG 1:1:611:LEU:HD13 2.50 0.46
1:g:351:TYR:HA 1:g:643:GLN:NE2 2.30 0.46
1:g:673: THR:HG21 1:1:652:PRO:HD2 1.97 0.46
1:k:337:SER:HA 1:w:318:GLN:HE22 1.80 0.46
1:1:337:SER:HA 1:n:318:GLN:HE22 1.81 0.46
1:n:579:ASN:OD1 1:n:589: THR:OG1 2.23 0.46
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1:0:716:GLY:HA2 1:7:256:TYR:O 2.13 0.46
1:q:388:ARG:NH2 1:5:562:GLU:HG3 2.30 0.46
1:t:351: TYR:HA 1:t:643:GLN:NE2 2.30 0.46
1:t:388:ARG:NH2 1:v:562:GLU:HG3 2.30 0.46
1:w:218:ASP:HB3 1:w:222:ASN:HB2 1.98 0.46
1:2:388:ARG:NH2 1:2:562: GLU:HG3 2.30 0.46
1:2:295: TRP:CG 1:2:611:LEU:HD13 2.50 0.46
1:2:300:ASN:O 1:2:729:LEU:HD21 2.15 0.46
1:B:285:ARG:HD2 1:1:440: TYR:CE2 2.51 0.46
1:B:652:PRO:HD2 1:C:673: THR:HG21 1.97 0.46
1:C:401:MET:H 1:D:226:ASN:ND2 2.13 0.46
1:C:576: THR:HG22 1:C:590:THR:OG1 2.15 0.46
1:E:576: THR:HG22 1:E:590: THR:OG1 2.15 0.46
1:G:576: THR:HG22 1:G:590: THR:OG1 2.15 0.46
1:H:337:SER:HA 1:7:318:GLN:HE22 1.80 0.46
1:H:388:ARG:NH2 1:Y:562:GLU:HG3 2.29 0.46
1:1:318: GLN:HE22 1:J:337:SER:HA 1.80 0.46
1:1:526:ASP:0OD1 1:1:564:ARG:NH1 2.48 0.46
1:K:457:ARG:HH21 1:a:551:ASP:CG 2.23 0.46
1:1:218:ASP:HB3 1:1:222:ASN:HB2 1.97 0.46
1:L:567:ASN:OD1 1:L:604: TRP:HB2 2.16 0.46
1:N:576: THR:HG22 1:N:590: THR:OG1 2.15 0.46
1:0:351:TYR:HA 1:0:643:GLN:NE2 2.30 0.46
1:0:583:ASN:OD1 1:0:586:ALA:N 2.40 0.46
1:R:300:ASN:O 1:R:729:LEU:HD21 2.15 0.46
1:S:318:GLN:HE22 1:d:337:SER:HA 1.81 0.46
1:T:711: THR:HG22 1:T:712:VAL:N 2.31 0.46
1:U:318:GLN:HE22 1:e:337:SER:HA 1.81 0.46
1:X:337:SER:HA 1:£:318:GLN:HE22 1.80 0.46
1:X:379:LEU:HD13 1:€:426:SER:C 2.40 0.46
1:Y:579:ASN:OD1 1:Y:589: THR:OG1 2.23 0.46
1:7:285:ARG:HD2 1:3:440: TYR:CE2 2.51 0.46
1:7:576: THR:HG22 1:7:590:THR:OG1 2.15 0.46
1:a:440:TYR:CE2 1:8:285:ARG:HD2 2.51 0.46
1:b:295: TRP:CG 1:b:611:LEU:HD13 2.50 0.46
1:¢:337:SER:HA 1:5:318:GLN:HE22 1.81 0.46
1:d:351:TYR:HA 1:d:643:GLN:NE2 2.30 0.46
1:e:567:ASN:OD1 1:e:604: TRP:HB2 2.16 0.46
1:£:300:ASN:O 1:£:729:LEU:HD21 2.15 0.46
1:£:440: TYR:CE2 1:h:285:ARG:HD2 2.51 0.46
1:g:318:GLN:HE22 1:1:337:SER:HA 1.80 0.46
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1:1:576: THR:HG22 1:1:590: THR:OG1 2.15 0.46
1:j:337:SER:HA 1:1:318:GLN:HE22 1.80 0.46
1:1:351:TYR:HA 1:1:643: GLN:NE2 2.30 0.46
1:1:576: THR:HG22 1:1:590: THR:OG1 2.15 0.46
1:n:337:SER:HA 1:1:318:GLN:HE22 1.81 0.46
1:0:218:ASP:HB3 1:0:222: ASN:HB2 1.97 0.46
1:0:457:ARG:HH21 1:p:551:ASP:CG 2.23 0.46
1:p:561:GLU:OE2 1:5:702: TYR:OH 2.29 0.46
1:r:300:ASN:O 1:r:729:LEU:HD21 2.15 0.46
1:r:562:GLU:HG3 1:5:388:ARG:NH2 2.30 0.46
1:t:576: THR:HG22 1:t:590: THR:OG1 2.15 0.46
1:v:300:ASN:O 1:v:729:LEU:HD21 2.15 0.46
1:x:457:ARG:HH21 1:y:551:ASP:CG 2.23 0.46
1:y:567:ASN:OD1 1:y:604: TRP:HB2 2.16 0.46
1:2:218:ASP:HB3 1:2:222:ASN:HB2 1.97 0.46
1:2:440: TYR:CE2 1:1:285:ARG:HD?2 2.51 0.46
1:2:567:ASN:OD1 1:2:604: TRP:HB2 2.16 0.46
1:5:337:SER:HA 1:8:318:GLN:HE22 1.80 0.46
1:5:549:ASN:HD21 1:7:445:ASN:HD22 1.61 0.46
1:6:218:ASP:HB3 1:6:222: ASN:HB2 1.97 0.46
1:6:457:ARG:HH21 1:7:551:ASP:CG 2.24 0.46
1:B:388:ARG:NH2 1:L:562:GLU:HG3 2.30 0.46
1:C:711: THR:HG22 1:C:712:VAL:N 2.31 0.46
1:D:711: THR:HG22 1:D:712:VAL:N 2.31 0.46
1:F:226:ASN:ND2 1:G:401:MET:H 2.13 0.46
1:F:567:ASN:OD1 1:F:604: TRP:HB2 2.16 0.46
1:J:562:GLU:HG3 1:L:388:ARG:NH2 2.30 0.46
1:K:583:ASN:OD1 1:K:586:ALA:N 2.40 0.46
1:L:526:ASP:0OD1 1:L:564:ARG:NH1 2.48 0.46
1:M:711:THR:HG22 1:M:712:VAL:N 2.31 0.46
1:N:577:VAL:O 1:N:591:GLY:N 2.46 0.46
1:Q:300:ASN:O 1:Q:729:LEU:HD21 2.15 0.46
1:R:379:LEU:HD13 1:U:426:SER:C 2.41 0.46
1:R:388:ARG:NH2 1:U:562:GLU:HG3 2.30 0.46
1:U:226:ASN:ND2 1l:e:401:MET:H 2.13 0.46
1:W:218:ASP:HB3 1:W:222:ASN:HB2 1.97 0.46
1:W:351:TYR:HA 1:W:643:GLN:NE2 2.30 0.46
1:Y:576: THR:HG22 1:Y:590: THR:OG1 2.15 0.46
1:7:351:TYR:HA 1:7:643:GLN:NE2 2.30 0.46
1:b:300:ASN:O 1:b:729:LEU:HD21 2.15 0.46
1:b:673: THR:HG21 1:0:652:PRO:HD2 1.97 0.46
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1:c:401:MET:H 1:5:226:ASN:ND2 2.13 0.46
1:d:526:ASP:OD1 1:d:564:ARG:NH1 2.48 0.46
l:e:711: THR:HG22 1:e:712:VAL:N 2.31 0.46
1:g:711: THR:HG22 1:g:712:VAL:N 2.31 0.46
1:h:673: THR:HG21 1:1:652:PRO:HD2 1.97 0.46
1:j:426:SER:C 1:k:379:LEU:HD13 241 0.46
1:k:526:ASP:OD1 1:k:564:ARG:NH1 2.48 0.46
1:k:711: THR:HG22 1:k:712:VAL:N 2.31 0.46
1:m:711:THR:HG22 1:m:712:VAL:N 2.31 0.46
1:n:351:TYR:HA 1:n:643:GLN:NE2 2.30 0.46
1:q:300:ASN:O 1:q:729:LEU:HD21 2.15 0.46
1:q:379:LEU:HD13 1:5:426:SER:C 241 0.46
1:t:526:ASP:0OD1 1:t:564:ARG:NH1 2.48 0.46
1:4:652:PRO:HD2 1:y:673: THR:HG21 1.97 0.46
1:w:388:ARG:NH2 1:y:562:GLU:HG3 2.30 0.46
1:1:351:TYR:HA 1:1:643:GLN:NE2 2.30 0.46
1:3:351:TYR:HA 1:3:643:GLN:NE2 2.30 0.46
1:3:551:ASP:CG 1:4:457:ARG:HH21 2.23 0.46
1:3:576: THR:HG22 1:3:590: THR:O0G1 2.15 0.46
1:3:583:ASN:OD1 1:3:586:ALA:N 2.40 0.46
1:4:583:ASN:OD1 1:4:586:ALA:N 2.40 0.46
1:6:351: TYR:HA 1:6:643:GLN:NE2 2.30 0.46
1:B:267:ASN:HA 1:B:270:HIS:HD2 1.79 0.46
1:B:351:TYR:HA 1:B:643:GLN:NE2 2.30 0.46
1:D:379:LEU:HD13 1:P:426:SER:C 2.41 0.46
1:F:551:ASP:CG 1:Q:457:ARG:HH21 2.23 0.46
1:F:673: THR:HG21 1:G:652:PRO:HD2 1.97 0.46
1:G:440:TYR:CE2 1:1:285:ARG:HD2 2.51 0.46
1:G:526:ASP:0OD1 1:G:564:ARG:NH1 2.48 0.46
1:J:300:ASN:O 1:J:729:LEU:HD21 2.15 0.46
1:S:711: THR:HG22 1:S:712:VAL:N 2.31 0.46
1:W:457:ARG:HH21 1:Y:551:ASP:CG 2.24 0.46
1:W:526:ASP:0OD1 1:W:564:ARG:NH1 2.48 0.46
1:a4:300:ASN:O 1:a:729:LEU:HD21 2.15 0.46
1:a:351:TYR:HA 1:a:643:GLN:NE2 2.30 0.46
1:a:562:GLU:HG3 1:8:388:ARG:NH2 2.30 0.46
1:a:711: THR:HG22 1:a:712:VAL:N 2.31 0.46
1l:c:711: THR:HG22 1:¢:712:VAL:N 2.31 0.46
1:g:576: THR:HG22 1:2:590: THR:OG1 2.15 0.46
1::622: THR:HB 1:h:604: TRP:O 2.16 0.46
1:h:711: THR:HG22 1:h:712:VAL:N 2.31 0.46
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1:1:300:ASN:O 1:1:729:LEU:HD21 2.15 0.46
1:1:577:VAL:O 1:1:591:GLY:N 2.46 0.46
1:m:440: TYR:CE2 1:n:285:ARG:HD2 2.51 0.46
1:p:337:SER:HA 1:6:318:GLN:HE22 1.80 0.46
1:r:711: THR:HG22 1:r:712:VAL:N 2.31 0.46
1:5:300:ASN:O 1:5:729:LEU:HD21 2.15 0.46
1:4:379:LEU:HD13 1:v:426:SER:C 2.41 0.46
1:t:567:ASN:OD1 1:t:604: TRP:HB2 2.16 0.46
1:u:218:ASP:HB3 1:u:222:ASN:HB2 1.97 0.46
1:x:300:ASN:O 1:x:729:LEU:HD21 2.15 0.46
1:2:562:GLU:HG3 1:1:388:ARG:NH2 2.30 0.46
1:3:388:ARG:NH2 1:4:562:GLU:HG3 2.30 0.46
1:3:711: THR:HG22 1:3:712:VAL:N 2.31 0.46
1:8:576: THR:HG22 1:8:590: THR:0G1 2.15 0.46
1:A:337:SER:HA 1:B:318:GLN:HE22 1.80 0.46
1:B:337:SER:HA 1:C:318:GLN:HE22 1.80 0.46
1:B:440: TYR:CE2 1:J:285:ARG:HD?2 2.51 0.46
1:D:300:ASN:O 1:D:729:LEU:HD21 2.15 0.46
1:D:652:PRO:HD2 1:E:673: THR:HG21 1.97 0.46
1:E:388:ARG:NH2 1:F:562:GLU:HG3 2.30 0.46
1:E:711: THR:HG22 1:E:712:VAL:N 2.31 0.46
1:G:457:ARG:HH21 1:I:551:ASP:CG 2.24 0.46
1:G:567:ASN:OD1 1:G:604: TRP:HB2 2.16 0.46
1:H:426:SER:C 1:W:379:LEU:HD13 2.41 0.46
1:1:218:ASP:HB3 1:1:222: ASN:HB2 1.98 0.46
1:1:300:ASN:O 1:1:729:LEU:HD21 2.15 0.46
1:J:711: THR:HG22 1:J:712:VAL:N 2.31 0.46
1:K:562:GLU:HG3 1:a:388:ARG:NH2 2.30 0.46
1:1:226:ASN:ND2 1:b:401:MET:H 2.13 0.46
1:0:457:ARG:HH21 1:m:551:ASP:CG 2.24 0.46
1:P:673: THR:HG21 1:Q:652:PRO:HD2 1.97 0.46
1:Q:711:THR:HG22 1:Q:712:VAL:N 2.31 0.46
1:R:285:ARG:HD2 1:U:440: TYR:CE2 2.51 0.46
1:R:337:SER:HA 1:V:318:GLN:HE22 1.80 0.46
1:T:440:TYR:CE2 1:d:285:ARG:HD2 2.51 0.46
1:T:551:ASP:CG 1:1:457:ARG:HH21 2.24 0.46
1:T:577:VAL:O 1:T:591:GLY:N 2.46 0.46
1:U:300:ASN:O 1:U:729:LEU:HD21 2.15 0.46
1:U:702: TYR:OH 1:V:561:GLU:OE2 2.29 0.46
1:¢:426:SER:C 1:0:379:LEU:HD13 2.41 0.46
1:e:218:ASP:HB3 1:€:222:ASN:HB2 1.97 0.46
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1:3:673: THR:HG21 1:x:652:PRO:HD2 1.97 0.46
1:n:526:ASP:0OD1 1:n:564:ARG:NH1 2.48 0.46
1:n:652:PRO:HD2 1:r:673: THR:HG21 1.97 0.46
1:p:318:GLN:HE22 1:q:337:SER:HA 1.80 0.46
1:p:576: THR:HG22 1:p:590: THR:0G1 2.15 0.46
1:q:285:ARG:HD2 1:5:440: TYR:CE2 2.51 0.46
1:1:567:ASN:OD1 1:r:604: TRP:HB2 2.16 0.46
1:u:300:ASN:O 1:u:729:LEU:HD21 2.15 0.46
1:u:337:SER:HA 1:5:318:GLN:HE22 1.81 0.46
1:v:576: THR:HG22 1:v:590: THR:OG1 2.15 0.46
1:x:351:TYR:HA 1:x:643:GLN:NE2 2.30 0.46
1:x:562:GLU:HG3 1:y:388:ARG:NH2 2.30 0.46
1:x:711: THR:HG22 1:x:712:VAL:N 2.31 0.46
1:2:526:ASP:OD1 1:2:564:ARG:NH1 2.48 0.46
1:2:711: THR:HG22 1:2:712:VAL:N 2.31 0.46
1:5:285:ARG:HD2 1:7:440: TYR:CE2 2.51 0.46
1:5:426:SER:C 1:6:379:LEU:HD13 2.41 0.46
1:6:526:ASP:OD1 1:6:564:ARG:NH1 2.48 0.46
1:7:576: THR:HG22 1:7:590: THR:OG1 2.15 0.46
1:8:351: TYR:HA 1:8:643:GLN:NE2 2.30 0.46
1:A:562:GLU:HG3 1:G:388:ARG:NH2 2.31 0.46
1:A:576: THR:HG22 | 1:A:590:THR:OG1 2.15 0.46
1:B:711: THR:HG22 1:B:712:VAL:N 2.31 0.46
1:C:251:TYR:OH 1:C:371:VAL:O 2.26 0.46
1:D:218:ASP:HB3 1:D:222: ASN:HB2 1.97 0.46
1:F:285:ARG:HD2 1:Q:440:TYR:CE2 2.51 0.46
1:H:285:ARG:HD2 1:Y:440: TYR:CE2 2.51 0.46
1:H:318:GLN:HE22 1:1:337:SER:HA 1.81 0.46
1:J:710:PHE:CE2 1:J:724:1ILE:HD11 2.51 0.46
1:K:300:ASN:O 1:K:729:LEU:HD21 2.15 0.46
1:N:300:ASN:O 1:N:729:LEU:HD21 2.15 0.46
1:N:426:SER:C 1:P:379:LEU:HD13 2.41 0.46
1:0:218:ASP:HB3 1:0:222:ASN:HB2 1.97 0.46
1:0:379:LEU:HD13 1:n:426:SER:C 2.41 0.46
1:R:426:SER:C 1:S:379:LEU:HD13 2.41 0.46
1:S:218:ASP:HB3 1:S:222: ASN:HB2 1.97 0.46
1:S:351: TYR:HA 1:S:643:GLN:NE2 2.30 0.46
1:S:567:ASN:OD1 1:S:604: TRP:HB2 2.16 0.46
1:S:673: THR:HG21 1:d:652:PRO:HD2 1.97 0.46
1:T:567:ASN:OD1 1:T:604:TRP:HB2 2.16 0.46
1:V:337:SER:HA 1:W:318:GLN:HE22 1.81 0.46
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1:Y:710:PHE:CE2 1:Y:724:1LE:HD11 2.51 0.46
1:Y:711:THR:HG22 1:Y:712:VAL:N 2.31 0.46
1:7:300:ASN:O 1:7:729:LEU:HD21 2.15 0.46
1:7:388:ARG:NH2 1:3:562:GLU:HG3 2.30 0.46
1:¢:218:ASP:HB3 1:¢:222:ASN:HB2 1.97 0.46
1:d:579:ASN:OD1 1:d:589: THR:OG1 2.23 0.46
1:€:300:ASN:O 1:e:729:LEU:HD21 2.15 0.46
1:£:401:MET:H 1:2:226:ASN:ND2 2.13 0.46
1:1:604: TRP:O 1:h:622:THR:HB 2.16 0.46
1:1:426:SER:C 1:j:379:LEU:HD13 241 0.46
1:k:218:ASP:HB3 1:k:222:ASN:HB2 1.97 0.46
1:k:300:ASN:O 1:k:729:LEU:HD21 2.15 0.46
1:k:652:PRO:HD2 1:w:673: THR:HG21 1.97 0.46
1:1:218:ASP:HB3 1:1:222:ASN:HB2 1.97 0.46
1:m:577:VAL:O 1:m:591:GLY:N 2.46 0.46
1:q:426:SER:C 1:r:379:LEU:HD13 241 0.46
1:r:218:ASP:HB3 1:1:222:ASN:HB2 1.97 0.46
1:w:711: THR:HG22 1:w:712:VAL:N 2.31 0.46
1:x:577:VAL:O 1:x:591:GLY:N 2.46 0.46
1:2:351:TYR:HA 1:2:643:GLN:NE2 2.30 0.46
1:z:711: THR:HG22 1:2:712:VAL:N 2.31 0.46
1:1:267:ASN:HA 1:1:270:HIS:HD2 1.79 0.46
1:1:440:TYR:CE2 1:2:285:ARG:HD?2 2.51 0.46
1:2:218:ASP:HB3 1:2:222:ASN:HB2 1.97 0.46
1:2:318:GLN:HE22 1:3:337:SER:HA 1.81 0.46
1:3:300:ASN:O 1:3:729:LEU:HD21 2.15 0.46
1:6:576: THR:HG22 1:6:590: THR:OG1 2.15 0.46
1:C:285:ARG:HD2 1:M:440: TYR:CE2 2.51 0.46
1:C:710:PHE:CE2 1:C:724:1LE:HD11 2.51 0.46
1:D:457:ARG:HH21 1:N:551:ASP:CG 2.24 0.46
1:F:388:ARG:NH2 1:Q:562:GLU:HG3 2.30 0.46
1:G:577:VAL:O 1:G:591:GLY:N 2.46 0.46
1:H:673: THR:HG21 1:1:652:PRO:HD2 1.97 0.46
1:H:711: THR:HG22 1:H:712:VAL:N 2.31 0.46
1:J:318:GLN:HE22 1:a:337:SER:HA 1.81 0.46
1:K:710:PHE:CE2 1:K:724:ILE:HD11 2.51 0.46
1:M:285:ARG:HD2 1:b:440:TYR:CE2 2.51 0.46
1:0:285:ARG:HD2 1:n:440:TYR:CE2 2.51 0.46
1:0:388:ARG:NH2 1:n:562:GLU:HG3 2.30 0.46
1:0:551:ASP:CG 1:n:457:ARG:HH21 2.24 0.46
1:P:567:ASN:OD1 1:P:604: TRP:HB2 2.16 0.46
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1:Q:577:VAL:O 1:Q:591:GLY:N 2.46 0.46
1:R:567:ASN:OD1 1:R:604: TRP:HB2 2.16 0.46
1:V:218:ASP:HB3 1:V:222:ASN:HB2 1.97 0.46
1:V:377:LEU:HD13 1:X:431:ARG:HD2 1.98 0.46
1:V:576:. THR:HG22 1:V:590: THR:OG1 2.15 0.46
1:W:300:ASN:O 1:W:729:LEU:HD21 2.15 0.46
1:7:379:LEU:HD13 1:3:426:SER.:C 2.41 0.46
1:a:295: TRP:CG 1l:a:611:LEU:HD13 2.50 0.46
1:a:426:SER:C 1:8:379:LEU:HD13 2.41 0.46
1:a:577:VAL:O 1:a:591:GLY:N 2.46 0.46
1:a:583:ASN:OD1 1:a:586:ALA:N 2.40 0.46
1:¢:300:ASN:O 1:¢:729:LEU:HD21 2.15 0.46
1:d:426:SER:C 1:1:379:LEU:HD13 2.41 0.46
1:d:457:ARG:HH21 1:1:551:ASP:CG 2.24 0.46
1:e:673: THR:HG21 1:h:652:PRO:HD2 1.98 0.46
1:g:710:PHE:CE2 1:g:724:ILE:HD11 2.51 0.46
1:1:551:ASP:CG 1:k:457:ARG:HH21 2.24 0.46
1:k:351:TYR:HA 1:k:643:GLN:NE2 2.30 0.46
1:m:567:ASN:OD1 1:m:604: TRP:HB2 2.16 0.46
1:0:426:SER:C 1:p:379:LEU:HD13 2.41 0.46
1:0:440:TYR:CE2 1:p:285:ARG:HD2 2.51 0.46
1:p:218:ASP:HB3 1:p:222:ASN:HB2 1.98 0.46
1:q:567:ASN:OD1 1:q:604: TRP:HB2 2.16 0.46
1:t:218:ASP:HB3 1:t:222:ASN:HB2 1.97 0.46
1:t:426:SER:C 1:u:379:LEU:HD13 2.41 0.46
1:t:440: TYR:CE2 1:u:285:ARG:HD2 2.52 0.46
1:t:457:ARG:HH21 1:u:551:ASP:CG 2.24 0.46
1:t:577:VAL:O 1:t:591:GLY:N 2.46 0.46
1:u:652:PRO:HD2 1:5:673: THR:HG21 1.97 0.46
1:1:711: THR:HG22 1:1:712:VAL:N 2.31 0.46
1:2:702: TYR:OH 1:4:561:GLU:OE2 2.29 0.46
1:2:710:PHE:CE2 1:2:724:.1ILE:HD11 2.51 0.46
1:3:285:ARG:HD2 1:4:440: TYR:CE2 2.51 0.46
1:3:567:ASN:OD1 1:3:604: TRP:HB2 2.16 0.46
1:4:300:ASN:O 1:4:729:LEU:HD21 2.15 0.46
1:4:710:PHE:CE2 1:4:724:.1JLE:HD11 2.51 0.46
1:4:711: THR:HG22 1:4:712:VAL:N 2.31 0.46
1:6:300:ASN:O 1:6:729:LEU:HD21 2.15 0.46
1:7:351: TYR:HA 1:7:643:GLN:NE2 2.30 0.46
1:7:710:PHE:CE2 1:7:724:ILE:HD11 2.51 0.46
1:7:711: THR:HG22 1:7:712:VAL:N 2.31 0.46
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:8:567:ASN:OD1 1:8:604: TRP:HB2 2.16 0.46
1:A:457:ARG:HH21 1:G:551:ASP:CG 2.24 0.45
1:E:251:TYR:OH 1:E:371:VAL:O 2.26 0.45
1:E:426:SER:C 1:Q:379:LEU:HD13 241 0.45
1:E:457:ARG:HH21 1:Q:551:ASP:CG 2.24 0.45
1:E:567:ASN:OD1 1:E:604: TRP:HB2 2.16 0.45
1:G:218:ASP:HB3 1:G:222:ASN:HB2 1.98 0.45
1:H:440: TYR:CE2 1:W:285:ARG:HD2 2.51 0.45
1:J:218:ASP:HB3 1:J:222:ASN:HB2 1.97 0.45
1:J:457:ARG:HH21 1:L:551:ASP:CG 2.24 0.45
1:J:702:TYR:OH 1:K:561:GLU:OE2 2.29 0.45
1:K:440:TYR:CE2 1:a:285:ARG:HD2 2.51 0.45
1:K:673:THR:HG21 1:L:652:PRO:HD2 1.97 0.45
1:K:711:THR:HG22 1:K:712:VAL:N 2.31 0.45
1:L:318:GLN:HE22 1:b:337:SER:HA 1.81 0.45
1:L:351:TYR:HA 1:1:643:GLN:NE2 2.30 0.45
1:L:710:PHE:CE2 1:L:724:1LE:HD11 2.52 0.45
1:L:711: THR:HG22 1:L:712:VAL:N 2.31 0.45
1:N:318:GLN:HE22 1:m:337:SER:HA 1.81 0.45
1:N:711: THR:HG22 1:N:712:VAL:N 2.31 0.45
1:P:318:GLN:HE22 1:Q:337:SER:HA 1.81 0.45
1:Q:351:TYR:HA 1:Q:643:GLN:NE2 2.30 0.45
1:Q:710:PHE:CE2 1:Q:724:1ILE:HD11 2.51 0.45
1:U:567:ASN:OD1 1:U:604:TRP:HB2 2.16 0.45
1:V:622: THR:HB 1:X:604: TRP:O 2.16 0.45
1:V:710:PHE:CE2 1:V:724:.1ILE:HD11 2.51 0.45
1:W:440: TYR:CE2 1:Y:285:ARG:HD2 2.51 0.45
1:W:576:THR:HG22 | 1:W:590:THR:OG1 2.15 0.45
1:X:567:ASN:OD1 1:X:604: TRP:HB2 2.16 0.45
1:X:652:PRO:HD2 1:1:673: THR:HG21 1.98 0.45
1:X:711: THR:HG22 1:X:712:VAL:N 2.31 0.45
1:Y:351:TYR:HA 1:Y:643:GLN:NE2 2.30 0.45
1:7:567:ASN:OD1 1:7:604: TRP:HB2 2.16 0.45
1:Z:711: THR:HG22 1:7:712:VAL:N 2.31 0.45
1:a:567:ASN:OD1 1:a:604: TRP:HB2 2.16 0.45
1:b:567:ASN:OD1 1:b:604: TRP:HB2 2.16 0.45
1:b:711: THR:HG22 1:b:712:VAL:N 2.31 0.45
1:d:300:ASN:O 1:d:729:LEU:HD21 2.15 0.45
1:d:440:TYR:CE2 1:1:285:ARG:HD2 2.51 0.45
1:d:562:GLU:HG3 1:1:388:ARG:NH2 2.30 0.45
1:£:337:SER:HA 1:2:318:GLN:HE22 1.81 0.45
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Atom-1 Atom-2 distance (A) overlap (A)

1:£:652:PRO:HD2 1:z:673: THR:HG21 1.97 0.45
1:1:710:PHE:CE2 1:1:724:1LE:HD11 2.51 0.45
1:f:711: THR:HG22 1:1:712:VAL:N 2.31 0.45
1:1:622: THR:HB 1:k:604: TRP:O 2.16 0.45
1:j:567:ASN:OD1 1:j:604: TRP:HB2 2.16 0.45
1:1:711: THR:HG22 1:1:712:VAL:N 2.31 0.45
1:m:673: THR:HG21 1:5:652:PRO:HD2 1.97 0.45
1:n:300:ASN:O 1:n:729:LEU:HD21 2.15 0.45
1:0:711: THR:HG22 1:0:712:VAL:N 2.31 0.45
1:p:710:PHE:CE2 1:p:724:1ILE:HD11 2.51 0.45
1:r:351:TYR:HA 1:1:643:GLN:NE2 2.30 0.45
1:8:567:ASN:OD1 1:5:604: TRP:HB2 2.16 0.45
1:t:285:ARG:HD2 1:v:440:TYR:CE2 2.51 0.45
1:t:551:ASP:CG 1:v:457:ARG:HH21 2.24 0.45
1:w:251:TYR:OH 1:w:371:VAL:O 2.26 0.45
1:x:440: TYR:CE2 1:y:285:ARG:HD2 2.51 0.45
1:x:710:PHE:CE2 1:x:724:ILE:HD11 2.51 0.45
1:2:300:ASN:O 1:2:729:LEU:HD21 2.15 0.45
1:2:551:ASP:CG 1:2:457:ARG:HH21 2.24 0.45
1:3:295: TRP:CG 1:3:611:LEU:HD13 2.50 0.45
1:4:577:VAL:O 1:4:591:GLY:N 2.46 0.45
1:5:440:TYR:CE2 1:6:285:ARG:HD2 2.51 0.45
1:5:711: THR:HG22 1:5:712: VAL:N 2.31 0.45
1:6:440: TYR:CE2 1:7:285:ARG:HD2 2.51 0.45
1:8:300:ASN:O 1:8:729:LEU:HD21 2.15 0.45
1:A:440:TYR:CE2 1:G:285:ARG:HD2 2.51 0.45
1:D:351:TYR:HA 1:D:643:GLN:NE2 2.30 0.45
1:D:551:ASP:CG 1:P:457:ARG:HH21 2.24 0.45
1:D:651:VAL:HG12 1:D:668:ILE:HD12 1.99 0.45
1:F:218:ASP:HB3 1:F:222:ASN:HB2 1.97 0.45
1:F:318:GLN:HE22 1:G:337:SER:HA 1.81 0.45
1:G:673:THR:HG21 | 1:W:652:PRO:HD2 1.97 0.45
1:H:567:ASN:OD1 1:H:604: TRP:HB2 2.16 0.45
1:J:440:TYR:CE2 1:L:285:ARG:HD2 2.51 0.45
1:J:673: THR:HG21 1:a:652:PRO:HD2 1.97 0.45
1:K:218:ASP:HB3 1:K:222:ASN:HB2 1.98 0.45
1:K:337:SER:HA 1:7:318:GLN:HE22 1.81 0.45
1:K:426:SER:C 1:a:379:LEU:HD13 2.42 0.45
1:L:300:ASN:O 1:L:729:LEU:HD21 2.15 0.45
1:L:673: THR:HG21 1:b:652:PRO:HD2 1.97 0.45
1:M:351:TYR:HA 1:M:643:GLN:NE2 2.30 0.45
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Atom-1 Atom-2 distance (A) overlap (A)

1:M:710:PHE:CE2 1:M:724:.1LE:HD11 2.51 0.45
1:N:440:TYR:CE2 1:P:285:ARG:HD2 2.51 0.45
1:N:604: TRP:O 1:P:622: THR:HB 2.16 0.45
1:0:426:SER:C 1:m:379:LEU:HD13 2.41 0.45
1:0:440:TYR:CE2 1:m:285:ARG:HD2 2.51 0.45
1:T:285:ARG:HD2 1:1:440:TYR:CE2 2.51 0.45
1:T:379:LEU:HD13 1:1:426:SER.:C 2.41 0.45
1:T:673: THR:HG21 1:U:652:PRO:HD2 1.97 0.45
1:U:364:PHE:CE2 1:U:366:ALA:HB3 2.52 0.45
1:V:300:ASN:O 1:V:729:LEU:HD21 2.15 0.45
1:W:604: TRP:O 1:Y:622: THR:HB 2.16 0.45
1:X:364:PHE:CE2 1:X:366:ALA:HB3 2.52 0.45
1:Y:318:GLN:HE22 1:4:337:SER:HA 1.81 0.45
1:Y:567:ASN:OD1 1:Y:604: TRP:HB2 2.16 0.45
1:7:337:SER:HA 1:a:318:GLN:HE22 1.81 0.45
1:Z:551:ASP:CG 1:3:457:ARG:HH21 2.24 0.45
1:a:457:ARG:HH21 1:8:551:ASP:CG 2.24 0.45
1:b:710:PHE:CE2 1:b:724:1ILE:HD11 2.51 0.45
1:¢:579:ASN:OD1 1:¢:589: THR:OG1 2.23 0.45
1:1:711: THR:HG22 1:1:712:VAL:N 2.31 0.45
1:1:364:PHE:CE2 1:1:366:ALA:HB3 2.52 0.45
1:0:364:PHE:CE2 1:0:366:ALA:HB3 2.52 0.45
1:0:567:ASN:OD1 1:0:604:TRP:HB2 2.16 0.45
1:0:673: THR:HG21 1:7:652:PRO:HD2 1.97 0.45
1:q:318:GLN:HE22 1:y:337:SER:HA 1.81 0.45
1:5:364:PHE:CE2 1:5:366:ALA:HB3 2.52 0.45
1:t:318:GLN:HE22 1:6:337:SER:HA 1.80 0.45
1:t:579:ASN:OD1 1:t:589: THR:OG1 2.23 0.45
1:t:673: THR:HG21 1:6:652:PRO:HD?2 1.97 0.45
1:w:285:ARG:HD2 1:y:440:TYR:CE2 2.51 0.45
1:w:426:SER:C 1:x:379:LEU:HD13 2.41 0.45
1:w:457:ARG:HH21 1:x:551:ASP:CG 2.24 0.45
1:w:551:ASP:CG 1:y:457:ARG:HH21 2.24 0.45
1:w:567:ASN:OD1 1:w:604: TRP:HB2 2.16 0.45
1:x:567:ASN:OD1 1:x:604: TRP:HB2 2.16 0.45
1:y:218:ASP:HB3 1:y:222: ASN:HB2 1.97 0.45
1:2:652:PRO:HD2 1:4:673: THR:HG21 1.97 0.45
1:2z:710:PHE:CE2 1:z:724:ILE:HD11 2.52 0.45
1:2:673: THR:HG21 1:3:652:PRO:HD2 1.97 0.45
1:3:379:LEU:HD13 1:4:426:SER.:C 2.42 0.45
1:7:567:ASN:OD1 1:7:604: TRP:HB2 2.16 0.45
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Atom-1 Atom-2 distance (A) overlap (A)

1:8:218:ASP:HB3 1:8:222: ASN:HB2 1.97 0.45
1:A:379:LEU:HD13 1:1:426:SER:C 2.42 0.45
1:A:426:SER:C 1:G:379:LEU:HD13 2.42 0.45
1:A:651:VAL:HG12 1:A:668:ILE:HD12 1.99 0.45
1:B:426:SER:C 1:J:379:LEU:HD13 2.41 0.45
1:B:551:ASP:CG 1:L:457:ARG:HH21 2.24 0.45
1:B:567:ASN:OD1 1:B:604: TRP:HB2 2.16 0.45
1:B:651:VAL:HG12 1:B:668:ILE:HD12 1.99 0.45
1:B:710:PHE:CE2 1:B:724:1LE:HD11 2.51 0.45
1:C:651:VAL:HG12 1:C:668:1LE:HD12 1.99 0.45
1:D:604: TRP:O 1:N:622: THR:HB 2.16 0.45
1:E:551:ASP:CG 1:F:457:ARG:HH21 2.24 0.45
1:F:337:SER:HA 1:R:318:GLN:HE22 1.81 0.45
1:F:379:LEU:HD13 1:Q:426:SER:C 2.42 0.45
1:G:426:SER:C 1:1:379:LEU:HD13 2.41 0.45
1:G:711: THR:HG22 1:G:712:VAL:N 2.31 0.45
1:H:218:ASP:HB3 1:H:222: ASN:HB2 1.98 0.45
1:H:401:MET:H 1:7:226:ASN:ND2 2.13 0.45
1:J:567:ASN:OD1 1:J:604: TRP:HB2 2.16 0.45
1:K:401:MET:H 1:7:226:ASN:ND2 2.12 0.45
1:M:218:ASP:HB3 1:M:222:ASN:HB2 1.97 0.45
1:M:337:SER:HA 1:¢:318:GLN:HE22 1.81 0.45
1:N:457:ARG:HH21 1:P:551:ASP:CG 2.24 0.45
1:0:364:PHE:CE2 1:0:366:ALA:HB3 2.52 0.45
1:0:711: THR:HG22 1:0:712:VAL:N 2.31 0.45
1:P:711: THR:HG22 1:P:712:VAL:N 2.31 0.45
1:Q:364:PHE:CE2 1:Q:366:ALA:HB3 2.52 0.45
1:Q:567:ASN:OD1 1:Q:604: TRP:HB2 2.16 0.45
1:S:364:PHE:CE2 1:S:366:ALA:HB3 2.52 0.45
1:T:337:SER:HA 1:1:318:GLN:HE22 1.81 0.45
1:W:710:PHE:CE2 1:W:724:ILE:HD11 2.51 0.45
1:7:224:SER:HG 1:7:316:ASN:H 1.63 0.45
1:e:710:PHE:CE2 l:e:724:ILE:HD11 2.51 0.45
1:£:567:ASN:OD1 1:£:604: TRP:HB2 2.16 0.45
1:g:651:VAL:HG12 1:g:668:ILE:HD12 1.99 0.45
1:h:218:ASP:HB3 1:h:222:ASN:HB2 1.97 0.45
1:h:351:TYR:HA 1:h:643:GLN:NE2 2.30 0.45
1:h:710:PHE:CE2 1:h:724:1LE:HD11 2.51 0.45
1:1:457:ARG:HH21 1:3:551:ASP:CG 2.24 0.45
1:1:710:PHE:CE2 1:1:724:ILE:HD11 2.51 0.45
1:j:318:GLN:HE22 1:x:337:SER:HA 1.81 0.45
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1:k:710:PHE:CE2 1:k:724:.1LE:HD11 2.51 0.45
1:0:318:GLN:HE22 1:7:337:SER:HA 1.80 0.45
1:p:300:ASN:O 1:p:729:LEU:HD21 2.15 0.45
1:q:457:ARG:HH21 1:r:551:ASP:CG 2.24 0.45
1:r:364:PHE:CE2 1:1:366:ALA:HB3 2.52 0.45
1:s:711: THR:HG22 1:s:712:VAL:N 2.31 0.45
1:u:426:SER.:C 1:v:379:LEU:HD13 2.42 0.45
1:u:440: TYR:CE2 1:v:285:ARG:HD2 2.51 0.45
1:v:337:SER:HA 1:1:318:GLN:HE22 1.81 0.45
1:v:351:TYR:HA 1:v:643:GLN:NE2 2.30 0.45
1:v:561:GLU:OE2 1:y:702:TYR:OH 2.29 0.45
1:v:651:VAL:HG12 1:v:668:ILE:HD12 1.99 0.45
1:v:673:THR:HG21 1:w:652:PRO:HD2 1.97 0.45
1:x:364:PHE:CE2 1:x:366:ALA:HB3 2.52 0.45
1:x:426:SER:C 1:y:379:LEU:HD13 2.42 0.45
1:2:285:ARG:HD2 1:2:440: TYR:CE2 2.51 0.45
1:2z:457:ARG:HH21 1:1:551:ASP:CG 2.24 0.45
1:1:567:ASN:OD1 1:1:604: TRP:HB2 2.16 0.45
1:1:651:VAL:HG12 1:1:668:ILE:HD12 1.99 0.45
1:1:710:PHE:CE2 1:1:724:1ILE:HD11 2.51 0.45
1:2:251:TYR:OH 1:2:371:VAL:O 2.26 0.45
1:2:364:PHE:CE2 1:2:366:ALA:HB3 2.52 0.45
1:3:577:VAL:O 1:3:591:GLY:N 2.46 0.45
1:4:218:ASP:HB3 1:4:222: ASN:HB2 1.98 0.45
1:5:218:ASP:HB3 1:5:222: ASN:HB2 1.98 0.45
1:5:379:LEU:HD13 1:7:426:SER.:C 2.41 0.45
1:6:426:SER.:C 1:7:379:LEU:HD13 2.41 0.45
1:6:710:PHE:CE2 1:6:724:ILE:HD11 2.51 0.45
1:7:577:VAL:O 1:7:591:GLY:N 2.46 0.45
1:A:218:ASP:HB3 1:A:222: ASN:HB2 1.97 0.45
1:A:351:TYR:HA 1:A:643:GLN:NE2 2.30 0.45
1:A:604: TRP:O 1:G:622: THR:HB 2.17 0.45
1:A:673: THR:HG21 1:E:652:PRO:HD2 1.97 0.45
1:A:711: THR:HG22 1:A:712:VAL:N 2.31 0.45
1:D:426:SER:C 1:N:379:LEU:HD13 2.41 0.45
1:D:710:PHE:CE2 1:D:724:.1LE:HD11 2.51 0.45
1:E:285:ARG:HD2 1:F:440: TYR:CE2 2.51 0.45
1:H:379:LEU:HD13 1:Y:426:SER:C 2.41 0.45
1:1:710:PHE:CE2 1:1:724:ILE:HD11 2.51 0.45
1:J:364:PHE:CE2 1:J:366:ALA:HB3 2.52 0.45
1:J:426:SER:C 1:L:379:LEU:HD13 2.41 0.45
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1:J:435:PRO:HB3 1:L:377:LEU:HD21 1.99 0.45
1:K:226:ASN:ND2 1:L:401:-MET:H 2.13 0.45
1:K:318:GLN:HE22 1:1L:337:SER:HA 1.80 0.45
1:K:577:VAL:O 1:K:591:GLY:N 2.46 0.45
1:K:604: TRP:O 1:a:622: THR:HB 2.17 0.45
1:N:226:ASN:ND2 1:m:401:MET:H 2.12 0.45
1:R:457:ARG:HH21 1:S:551:ASP:CG 2.24 0.45
1:S:426:SER:C 1:U:379:LEU:HD13 2.41 0.45
1:T:426:SER:C 1:d:379:LEU:HD13 2.42 0.45
1:U:651:VAL:HG12 1:U:668:ILE:HD12 1.99 0.45
1:U:711:THR:HG22 1:U:712:VAL:N 2.31 0.45
1:V:426:SER:C 1:e:379:LEU:HD13 2.42 0.45
1:W:426:SER.:C 1:Y:379:LEU:HD13 2.42 0.45
1:W:711: THR:HG22 1:W:712:VAL:N 2.31 0.45
1:7:218:ASP:HB3 1:7:222:ASN:HB2 1.97 0.45
1:b:226:ASN:ND2 1:0:401:MET:H 2.12 0.45
1:¢:379:LEU:HD13 1:p:426:SER:C 2.42 0.45
1:¢:710:PHE:CE2 1l:c:724:ILE:HD11 2.51 0.45
1:d:567:ASN:OD1 1:d:604: TRP:HB2 2.16 0.45
1:€:579:ASN:OD1 1:¢:589: THR:0OG1 2.23 0.45
1:g:652:PRO:HD2 1:k:673: THR:HG21 1.97 0.45
1:j:711: THR:HG22 1:j:712:VAL:N 2.31 0.45
1:k:651:VAL:HG12 1:k:668:ILE:HD12 1.99 0.45
1:m:426:SER:C 1:n:379:LEU:HD13 2.42 0.45
1:n:567:ASN:OD1 1:n:604: TRP:HB2 2.16 0.45
1:0:226:ASN:ND2 1:7:401:MET:H 2.12 0.45
1:p:711:THR:HG22 1:p:712:VAL:N 2.31 0.45
1:1:457:ARG:HH21 1:s:551:ASP:CG 2.24 0.45
1:t:622: THR:HB 1:v:604: TRP:O 2.17 0.45
1:v:711: THR:HG22 1:v:712:VAL:N 2.31 0.45
1:y:364:PHE:CE2 1:y:366:ALA:HB3 2.52 0.45
1:2:377:LEU:HD21 1:2:435:PRO:HB3 1.99 0.45
1:1:426:SER.:C 1:2:379:LEU:HD13 2.41 0.45
1:2:567:ASN:OD1 1:2:604: TRP:HB2 2.16 0.45
1:3:318:GLN:HE22 1:8:337:SER:HA 1.81 0.45
1:3:622: THR:HB 1:4:604: TRP:O 2.17 0.45
1:4:364:PHE:CE2 1:4:366:ALA:HB3 2.52 0.45
1:5:300:ASN:O 1:5:729:LEU:HD21 2.15 0.45
1:5:567:ASN:OD1 1:5:604: TRP:HB2 2.16 0.45
1:6:711: THR:HG22 1:6:712:VAL:N 2.31 0.45
1:A:285:ARG:HD2 1:1:440:TYR:CE2 2.51 0.45
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:A:435:PRO:HB3 1:G:377:LEU:HD21 1.98 0.45
1:B:583:ASN:OD1 1:B:586:ALA:N 2.40 0.45
1:C:426:SER:C 1:b:379:LEU:HD13 2.42 0.45
1:C:622: THR:HB 1:M:604: TRP:O 2.17 0.45
1:D:285:ARG:HD2 1:P:440:TYR:CE2 2.51 0.45
1:E:651:VAL:HG12 1:E:668:ILE:HD12 1.99 0.45
1:F:364:PHE:CE2 1:F:366:ALA:HB3 2.52 0.45
1:G:318:GLN:HE22 1:W:337:SER:HA 1.80 0.45
1:H:457:ARG:HH21 1:W:551:ASP:CG 2.24 0.45
1:1:711: THR:HG22 1:1:712:VAL:N 2.31 0.45
1:K:364:PHE:CE2 1:K:366:ALA:HB3 2.52 0.45
1:K:652:PRO:HD2 1:7:673: THR:HG21 1.97 0.45
1:M:551:ASP:CG 1:b:457:ARG:HH21 2.24 0.45
1:N:710:PHE:CE2 1:N:724:ILE:HD11 2.52 0.45
1:R:551:ASP:CG 1:U:457:ARG:HH21 2.24 0.45
1:S:457:ARG:HH21 1:U:551:ASP:CG 2.24 0.45
1:V:285:ARG:NH1 1:X:440: TYR:CE1 2.84 0.45
1:V:440: TYR:CE2 1:€:285:ARG:HD2 2.51 0.45
1:V:604: TRP:O 1:e:622: THR:HB 2.17 0.45
1:V:711:.THR:HG22 1:V:712:VAL:N 2.31 0.45
1:Y:226:ASN:ND2 1:4:401:-MET:H 2.13 0.45
1:Y:673: THR:HG21 1:4:652:PRO:HD2 1.97 0.45
1:7:435:PRO:HB3 1:4:377:LEU:HD21 1.99 0.45
1:a:218:ASP:HB3 1:a:222:ASN:HB2 1.97 0.45
1:¢:285:ARG:HD2 1:p:440:TYR:CE2 2.51 0.45
1:d:651:VAL:HG12 1:d:668:1ILE:HD12 1.99 0.45
1:d:711: THR:HG22 1:d:712:VAL:N 2.31 0.45
1:1:440:TYR:CE2 1:3:285:ARG:HD?2 2.51 0.45
1:1:604: TRP:O 1:j:622: THR:HB 2.17 0.45
1:j:710:PHE:CE2 1:j:724:ILE:HD11 2.51 0.45
1:1:567:ASN:OD1 1:1:604: TRP:HB2 2.16 0.45
1:n:711: THR:HG22 1:n:712:VAL:N 2.31 0.45
1:q:710:PHE:CE2 1:q:724:1LE:HD11 2.51 0.45
1:1:426:SER:C 1:5:379:LEU:HD13 2.41 0.45
1:s:651:VAL:HG12 1:5:668:1LE:HD12 1.99 0.45
1:v:218:ASP:HB3 1:v:222:ASN:HB2 1.97 0.45
1:w:651:VAL:HG12 1:w:668:1ILE:HD12 1.99 0.45
1:x:435:PRO:HB3 1:y:377:LEU:HD21 1.99 0.45
1:y:711: THR:HG22 1:y:712:VAL:N 2.31 0.45
1:2:379:LEU:HD13 1:2:426:SER.:C 2.41 0.45
1:z:401:MET:H 1:4:226:ASN:ND2 2.13 0.45
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:2:426:SER:C 1:1:379:LEU:HD13 2.41 0.45
1:5:401:MET:H 1:8:226:ASN:ND2 2.13 0.45
1:6:435:PRO:HB3 1:7:377:LEU:HD21 1.98 0.45
1:6:604: TRP:O 1:7:622: THR:HB 2.16 0.45
1:8:224:SER:HG 1:8:316:ASN:H 1.63 0.45
1:B:364:PHE:CE2 1:B:366:ALA:HB3 2.52 0.45
1:B:379:LEU:HD13 1:1:426:SER.:.C 2.41 0.45
1:B:577:VAL:O 1:B:591:GLY:N 2.46 0.45
1:C:337:SER:HA 1:D:318:GLN:HE22 1.80 0.45
1:C:652:PRO:HD2 1:D:673: THR:HG21 1.97 0.45
1:F:377:LEU:HD21 1:Q:435:PRO:HB3 1.99 0.45
1:F:505:LYS:HD3 1:F:512:ASP:HB3 1.99 0.45
1:F:652:PRO:HD2 1:R:673: THR:HG21 1.97 0.45
1:G:651:VAL:HG12 1:G:668:ILE:HD12 1.99 0.45
1:H:300:ASN:O 1:H:729:LEU:HD21 2.15 0.45
1:K:377:LEU:HD21 1:8:435:PRO:HB3 1.99 0.45
1:K:551:ASP:CG 1:8:457:ARG:HH21 2.24 0.45
1:K:567:ASN:OD1 1:K:604: TRP:HB2 2.16 0.45
1:K:651:VAL:HG12 1:K:668:ILE:HD12 1.99 0.45
1:M:505:LYS:HD3 1:M:512:ASP:HB3 1.99 0.45
1:0:505:LYS:HD3 1:0:512:ASP:HB3 1.99 0.45
1:P:710:PHE:CE2 1:P:724:ILE:HD11 2.52 0.45
1:R:710:PHE:CE2 1:R:724:.1LE:HD11 2.51 0.45
1:Y:303: TRP:HE3 1:Y:731:ARG:HH21 1.62 0.45
1:Y:561:GLU:OE2 1:72:702:TYR:OH 2.28 0.45
1:Y:577:VAL:O 1:Y:591:GLY:N 2.46 0.45
1:a:393:CYS:SG 1:a:395:GLU:HB2 2.57 0.45
1:b:318:GLN:HE22 1:0:337:SER:HA 1.81 0.45
1:b:505:LYS:HD3 1:b:512:ASP:HB3 1.99 0.45
1:¢:393:CYS:SG 1:¢:395:GLU:HB2 2.57 0.45
1:¢:435:PRO:HB3 1:0:377:LEU:HD21 1.99 0.45
1:¢:604:TRP:O 1:0:622: THR:HB 2.17 0.45
1:c:622: THR:HB 1:p:604: TRP:O 2.17 0.45
1:€:393:CYS:SG 1::395:GLU:HB2 2.57 0.45
1:£:379:LEU:HD13 1:g:426:SER:C 2.42 0.45
1:g:337:SER:HA 1:k:318:GLN:HE22 1.81 0.45
1:h:505:LYS:HD3 1:h:512:ASP:HB3 1.99 0.45
1:h:567:ASN:OD1 1:h:604: TRP:HB2 2.16 0.45
1:1:379:LEU:HD13 1:k:426:SER.:C 2.41 0.45
1:j:435:PRO:HB3 1:k:377:LEU:HD21 1.98 0.45
1:j:440: TYR:CE2 1:k:285:ARG:HD2 2.51 0.45
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:3:457:ARG:HH21 1:k:551:ASP:CG 2.24 0.45
1:j:577:VAL:O 1:j:591:GLY:N 2.46 0.45
1:k:505:LYS:HD3 1:k:512:ASP:HB3 1.99 0.45
1:1:505:LYS:HD3 1:1:512:ASP:HB3 1.99 0.45
1:m:702: TYR:OH 1:r:561:GLU:OE2 2.29 0.45
1:n:651:VAL:HG12 1:n:668:1ILE:HD12 1.99 0.45
1:n:710:PHE:CE2 1:n:724:1LE:HD11 2.51 0.45
1:q:440:TYR:CE2 1:1r:285:ARG:HD2 2.51 0.45
1:t:710:PHE:CE2 1:t:724:1LE:HD11 2.51 0.45
1:t:711: THR:HG22 1:t:712:VAL:N 2.31 0.45
1:u:435:PRO:HB3 1:v:377:LEU:HD21 1.99 0.45
1:u:710:PHE:CE2 1:u:724:1LE:HD11 2.52 0.45
1:w:711: THR:HG22 1:u:712: VAL:N 2.31 0.45
1:2:337:SER:HA 1:4:318:GLN:HE22 1.80 0.45
1:1:364:PHE:CE2 1:1:366:ALA:HB3 2.52 0.45
1:1:583:ASN:OD1 1:1:586:ALA:N 2.40 0.45
1:2:226:ASN:ND2 1:3:401:MET:H 2.13 0.45
1:3:218:ASP:HB3 1:3:222: ASN:HB2 1.97 0.45
1:3:393:CYS:SG 1:3:395:GLU:HB2 2.57 0.45
1:4:651:VAL:HG12 1:4:668:ILE:HD12 1.99 0.45
1:5:457:ARG:HH21 1:6:551:ASP:CG 2.24 0.45
1:5:577:VAL:O 1:5:591:GLY:N 2.46 0.45
1:A:561:GLU:OE2 1:F:702: TYR:OH 2.29 0.45
1:B:237:ARG:HG2 1:B:683:GLU:HA 1.99 0.45
1:C:567:ASN:OD1 1:C:604: TRP:HB2 2.16 0.45
1:D:364:PHE:CE2 1:D:366:ALA:HB3 2.52 0.45
1:D:505:LYS:HD3 1:D:512:ASP:HB3 1.99 0.45
1:E:435:PRO:HB3 1:Q:377:LEU:HD21 1.99 0.45
1:F:393:CYS:SG 1:F:395:GLU:HB2 2.57 0.45
1:F:711: THR:HG22 1:F:712:VAL:N 2.31 0.45
1:G:579:ASN:OD1 1:G:589:THR:OG1 2.23 0.45
1:G:710:PHE:CE2 1:G:724:ILE:HD11 2.51 0.45
1:H:577:VAL:O 1:H:591:GLY:N 2.46 0.45
1:K:379:LEU:HD13 1:8:426:SER:C 2.41 0.45
1:M:567:ASN:OD1 1:M:604: TRP:HB2 2.16 0.45
1:N:702: TYR:OH 1:0:561:GLU:OE2 2.29 0.45
1:0:237:ARG:HG2 1:0:683:GLU:HA 1.99 0.45
1:0:377:LEU:HD21 1:n:435:PRO:HB3 1.99 0.45
1:0:567:ASN:OD1 1:0:604: TRP:HB2 2.16 0.45
1:P:577:VAL:O 1:P:591:GLY:N 2.46 0.45
1:R:440:TYR:CE2 1:S:285:ARG:HD2 2.51 0.45
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:T:401:MET:H 1:1:226:ASN:ND2 2.12 0.45
1:U:218:ASP:HB3 1:U:222:ASN:HB2 1.97 0.45
1:W:364:PHE:CE2 1:W:366:ALA:HB3 2.52 0.45
1:W:435:PRO:HB3 1:Y:377:LEU:HD21 1.99 0.45
1:X:710:PHE:CE2 1:X:724:.ILE:HD11 2.51 0.45
1:Y:505:LYS:HD3 1:Y:512:ASP:HB3 1.99 0.45
1:7:426:SER.:.C 1:4:379:LEU:HD13 2.41 0.45
1:7:457:ARG:HH21 1:4:551:ASP:CG 2.24 0.45
1:a:364:PHE:CE2 1:a:366:ALA:HB3 2.52 0.45
1:b:561:GLU:OE2 1:¢:702:TYR:OH 2.29 0.45
1:d:364:PHE:CE2 1:d:366:ALA:HB3 2.52 0.45
1:d:710:PHE:CE2 1:d:724:1ILE:HD11 2.51 0.45
1:£:457:ARG:HH21 1:h:551:ASP:CG 2.24 0.45
1:£:505:LYS:HD3 1:£:512: ASP:HB3 1.99 0.45
1:g:567:ASN:OD1 1:g:604: TRP:HB2 2.16 0.45
1:1:285:ARG:HD2 1:k:440:TYR:CE2 2.51 0.45
1:j:579:ASN:OD1 1:j:589: THR:OG1 2.23 0.45
1:1:237:ARG:HG2 1:1:683:GLU:HA 1.99 0.45
1:m:710:PHE:CE2 1:m:724:ILE:HD11 2.51 0.45
1:n:364:PHE:CE2 1:n:366:ALA:HB3 2.52 0.45
1:0:710:PHE:CE2 1:0:724:ILE:HD11 2.51 0.45
1:p:364:PHE:CE2 1:p:366:ALA:HB3 2.52 0.45
1:q:551:ASP:CG 1:5:457:ARG:HH21 2.24 0.45
1:q:673: THR:HG21 1:y:652:PRO:HD2 1.97 0.45
1:5:218:ASP:HB3 1:5:222:ASN:HB2 1.97 0.45
1:t:337:SER:HA 1:y:318:GLN:HE22 1.81 0.45
1:4:377:LEU:HD21 1:v:435:PRO:HB3 1.98 0.45
1:t:393:CYS:SG 1:t:395:GLU:HB2 2.57 0.45
1:t:651: VAL:HG12 1:t:668:ILE:HD12 1.99 0.45
1:w:435:PRO:HB3 1:x:377:LEU:HD21 1.99 0.45
1:w:710:PHE:CE2 1:w:724:1LE:HD11 2.51 0.45
1:y:393:CYS:SG 1:y:395:GLU:HB2 2.57 0.45
1:y:505:LYS:HD3 1:y:512:ASP:HB3 1.99 0.45
1:y:710:PHE:CE2 1oy 724:1LE:HD11 2.51 0.45
1:1:237:ARG:HG2 1:1:683:GLU:HA 1.99 0.45
1:1:577:VAL:O 1:1:591:GLY:N 2.46 0.45
1:3:364:PHE:CE2 1:3:366:ALA:HB3 2.52 0.45
1:5:651:VAL:HG12 1:5:668:ILE:HD12 1.99 0.45
1:5:710:PHE:CE2 1:5:724:ILE:HD11 2.51 0.45
1:6:364:PHE:CE2 1:6:366:ALA:HB3 2.52 0.45
1:7:505:LYS:HD3 1:7:512:ASP:HB3 1.99 0.45
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Atom-1 Atom-2 distance (A) overlap (A)

1:8:710:PHE:CE2 1:8:724:ILE:HD11 2.51 0.45
1:A:377:LEU:HD21 1:1:435:PRO:HB3 1.99 0.45
1:B:251:TYR:OH 1:B:371:VAL:O 2.26 0.45
1:B:457:ARG:HH21 1:J:551:ASP:CG 2.24 0.45
1:D:377:LEU:HD21 1:P:435:PRO:HB3 1.99 0.45
1:E:710:PHE:CE2 1:E:724:.1LE:HD11 2.51 0.45
1:F:710.:PHE:CE2 1:F:724:.1LE:HD11 2.51 0.45
1:H:237:ARG:HG2 1:H:683:GLU:HA 1.99 0.45
1:H:364:PHE:CE2 1:H:366:ALA:HB3 2.52 0.45
1:H:651:VAL:HG12 1:H:668:ILE:HD12 1.99 0.45
1:H:710:PHE:CE2 1:H:724:.1ILE:HD11 2.51 0.45
1:J:226:ASN:ND2 1l:a:401:MET:H 2.13 0.45
1:K:393:CYS:SG 1:K:395:GLU:HB2 2.57 0.45
1:M:318:GLN:HE22 1:N:337:SER:HA 1.80 0.45
1:M:577:VAL:O 1:M:591:GLY:N 2.46 0.45
1:M:622: THR:HB 1:b:604: TRP:O 2.17 0.45
1:Q:393:CYS:SG 1:Q:395:GLU:HB2 2.57 0.45
1:T:710:PHE:CE2 1:T:724:.1LE:HD11 2.51 0.45
1:V:237:ARG:HG2 1:V:683:GLU:HA 1.99 0.45
1:X:393:CYS:SG 1:X:395:GLU:HB2 2.57 0.45
1:Y:237:ARG:HG2 1:Y:683:GLU:HA 1.99 0.45
1:7:710:PHE:CE2 1:7:724:1LE:HD11 2.51 0.45
1:a:604:TRP:O 1:8:622: THR:HB 2.17 0.45
1:d:435:PRO:HB3 1:1:377:LEU:HD21 1.99 0.45
1:e:364:PHE:CE2 1:e:366:ALA:HB3 2.52 0.45
1:j:393:CYS:SG 1:j:395:GLU:HB2 2.57 0.45
1:k:364:PHE:CE2 1:k:366:ALA:HB3 2.52 0.45
1:0:435:PRO:HB3 1:p:377:LEU:HD21 1.99 0.45
1:q:604: TRP:O 1:r:622: THR:HB 2.17 0.45
1:q:711: THR:HG22 1:q:712:VAL:N 2.31 0.45
1:1:440: TYR:CE2 1:5:285:ARG:HD2 2.51 0.45
1:u:604: TRP:O 1:v:622: THR:HB 2.16 0.45
1:v:505:LYS:HD3 1:v:512:ASP:HB3 1.99 0.45
1:1:251:TYR:OH 1:1:371:VAL:O 2.26 0.45
1:1:457:ARG:HH21 1:2:551:ASP:CG 2.24 0.45
1:4:393:CYS:SG 1:4:395:GLU:HB2 2.57 0.45
1:4:567:ASN:OD1 1:4:604:TRP:HB2 2.16 0.45
1:A:237:ARG:HG2 1:A:683:GLU:HA 1.99 0.45
1:A:505:LYS:HD3 1:A:512:ASP:HB3 1.99 0.45
1:B:218:ASP:HB3 1:B:222:ASN:HB2 1.97 0.45
1:C:379:.LEU:HD13 1:M:426:SER:C 2.41 0.45
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1:G:364:PHE:CE2 1:G:366:ALA:HB3 2.52 0.45
1:G:393:CYS:SG 1:G:395:GLU:HB2 2.57 0.45
1:1:505:LYS:HD3 1:1:512:ASP:HB3 1.99 0.45
1:N:431:ARG:HD2 1:P:377:LEU:HD13 1.99 0.45
1:N:567:ASN:OD1 1:N:604: TRP:HB2 2.16 0.45
1:0:710:PHE:CE2 1:0:724:ILE:HD11 2.51 0.45
1:P:579:ASN:OD1 1:P:589: THR:OG1 2.23 0.45
1:R:435:PRO:HB3 1:S:377:LEU:HD21 1.98 0.45
1:R:604:TRP:O 1:S:622: THR:HB 2.17 0.45
1:R:711: THR:HG22 1:R:712:VAL:N 2.31 0.45
1:S:224:SER:HG 1:S:316:ASN:H 1.64 0.45
1:S:440:TYR:CE2 1:U:285:ARG:HD2 2.51 0.45
1:S:561:GLU:OE2 1:T:702:TYR:OH 2.29 0.45
1:S:651:VAL:HG12 1:S:668:ILE:HD12 1.99 0.45
1:T:505:LYS:HD3 1:T:512:ASP:HB3 1.99 0.45
1:V:364:PHE:CE2 1:V:366:ALA:HB3 2.52 0.45
1:V:379:LEU:HD13 1:X:426:SER:C 2.42 0.45
1:W:702: TYR:OH 1:X:561:GLU:OE2 2.29 0.45
1:e:318:GLN:HE22 1:h:337:SER:HA 1.81 0.45
1:g:551:ASP:CG 1:h:457:ARG:HH21 2.24 0.45
1:h:577:VAL:O 1:h:591:GLY:N 2.46 0.45
1:1:218:ASP:HB3 1:1:222: ASN:HB2 1.97 0.45
1:1:567:ASN:OD1 1:1:604: TRP:HB2 2.16 0.45
1:k:393:CYS:SG 1:k:395:GLU:HB2 2.57 0.45
1:m:237:ARG:HG2 1:m:683:GLU:HA 1.99 0.45
1:m:505:LYS:HD3 1:m:512:ASP:HB3 1.99 0.45
1:0:393:CYS:SG 1:0:395:GLU:HB2 2.57 0.45
1:p:237:ARG:HG2 1:p:683:GLU:HA 1.99 0.45
1:q:435:PRO:HB3 1:r:377:LEU:HD21 1.98 0.45
1:r:651:VAL:HG12 1:r:668:1LE:HD12 1.99 0.45
1:u:505:LYS:HD3 1:u:512:ASP:HB3 1.99 0.45
1:u:651: VAL:HG12 1:u:668:1ILE:HD12 1.99 0.45
1:x:393:CYS:SG 1:x:395:GLU:HB2 2.57 0.45
1:x:604: TRP:O 1:y:622: THR:HB 2.16 0.45
1:y:237:ARG:HG2 1:y:683:GLU:HA 1.99 0.45
1:1:218:ASP:HB3 1:1:222: ASN:HB2 1.97 0.45
1:3:377:LEU:HD21 1:4:435:PRO:HB3 1.99 0.45
1:4:237:ARG:HG2 1:4:683:GLU:HA 1.99 0.45
1:5:237:ARG:HG2 1:5:683:GLU:HA 1.99 0.45
1:7:237:ARG:HG2 1:7:683:GLU:HA 1.99 0.45
1:A:622: THR:HB 1:1:604: TRP:O 2.17 0.45
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Atom-1 Atom-2 distance (A) overlap (A)

1:C:551:ASP:CG 1:M:457:ARG:HH21 2.24 0.45
1:D:435:PRO:HB3 1:N:377:LEU:HD21 1.99 0.45
1:E:583:ASN:OD1 1:E:586:ALA:N 2.40 0.45
1:E:604:TRP:0O 1:Q:622: THR:HB 2.17 0.45
1:F:237:ARG:HG2 1:F:683:GLU:HA 1.99 0.45
1:F:622:THR:HB 1:Q:604:TRP:O 2.16 0.45
1:G:300:ASN:O 1:G:729:LEU:HD21 2.15 0.45
1:1:651:VAL:HG12 1:1:668:ILE:HD12 1.99 0.45
1:K:237:ARG:HG2 1:K:683:GLU:HA 1.99 0.45
1:K:285:ARG:HD?2 1:8:440: TYR:CE2 2.51 0.45
1:K:435:PRO:HB3 1:2:377:LEU:HD21 1.99 0.45
1:K:507:HIS:HD2 1:K:512:ASP:OD1 2.00 0.45
1:L:505:LYS:HD3 1:L:512:ASP:HB3 1.99 0.45
1:N:218:ASP:HB3 1:N:222:ASN:HB2 1.98 0.45
1:0:251:TYR:OH 1:0:371:VAL:O 2.26 0.45
1:0:435:PRO:HB3 1:m:377:LEU:HD21 1.99 0.45
1:P:393:CYS:SG 1:P:395:GLU:HB2 2.57 0.45
1:Q:507:HIS:HD2 1:Q:512:ASP:0OD1 2.00 0.45
1:S:710:PHE:CE2 1:S:724:.1LE:HD11 2.51 0.45
1.T:377:LEU:HD21 1:1:435:PRO:HB3 1.99 0.45
1:U:505:LYS:HD3 1:U:512:ASP:HB3 1.99 0.45
1:X:285:ARG:HD2 1:€:440:TYR:CE2 2.51 0.45
1:Y:393:CYS:SG 1:Y:395:GLU:HB2 2.57 0.45
1:7:237:ARG:HG2 1:7:683:GLU:HA 1.99 0.45
1:7:440:TYR:CE2 1:4:285:ARG:HD2 2.51 0.45
1:7:622: THR:HB 1:3:604: TRP:O 2.17 0.45
1:b:237:ARG:HG2 1:b:683:GLU:HA 1.99 0.45
1:c:364:PHE:CE2 1:¢:366:ALA:HB3 2.52 0.45
1:¢:505:LYS:HD3 1:¢:512:ASP:HB3 1.99 0.45
1:e:505:LYS:HD3 1:e:512:ASP:HB3 1.99 0.45
1:1:710:PHE:CE2 1:1:724:ILE:HD11 2.51 0.45
1:m:604: TRP:O 1:n:622:THR:HB 2.17 0.45
1:q:237:ARG:HG2 1:q:683:GLU:HA 1.99 0.45
1:5:505:LYS:HD3 1:s:512:ASP:HB3 1.99 0.45
1:t:364:PHE:CE2 1:t:366:ALA:HB3 2.52 0.45
1:v:237:ARG:HG2 1:v:683:GLU:HA 1.99 0.45
1:w:364:PHE:CE2 1:w:366:ALA:HB3 2.52 0.45
1:w:583:ASN:OD1 1:w:586:ALA:N 2.40 0.45
1:y:579:ASN:0OD1 1:y:589: THR:0G1 2.23 0.45
1:2:505:LYS:HD3 1:2:512:ASP:HB3 1.99 0.45
1:1:300:ASN:O 1:1:729:LEU:HD21 2.15 0.45
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1:5:364:PHE:CE2 1:5:366:ALA:HB3 2.52 0.45
1:7:393:CYS:SG 1:7:395:GLU:HB2 2.57 0.45
1:7:561:GLU:OE2 1:8:702: TYR:OH 2.28 0.45
1:8:237:ARG:HG2 1:8:683:GLU:HA 1.99 0.45
1:A:318:GLN:HE22 1:E:337:SER:HA 1.81 0.44
1:A:507:HIS:HD2 1:A:512:ASP:0OD1 2.00 0.44
1:A:710:PHE:CE2 1:A:724:ILE:HD11 2.51 0.44
1:B:300:ASN:O 1:B:729:LEU:HD21 2.15 0.44
1:B:507:HIS:HD2 1:B:512:ASP:OD1 2.00 0.44
1:B:604: TRP:O 1:J:622: THR:HB 2.17 0.44
1:D:377:LEU:HD13 1:P:431:ARG:HD2 1.99 0.44
1:D:393:CYS:SG 1:D:395:GLU:HB2 2.57 0.44
1:D:440: TYR:CE2 1:N:285:ARG:HD2 2.51 0.44
1:E:379:LEU:HD13 1:F:426:SER:C 2.41 0.44
1:E:505:LYS:HD3 1:E:512:ASP:HB3 1.99 0.44
1:H:377:LEU:HD13 1:Y:431:ARG:HD2 1.99 0.44
1:1:393:CYS:SG 1:1:395:GLU:HB2 2.57 0.44
1:J:237:ARG:HG2 1:J:683:GLU:HA 1.99 0.44
1:K:505:LYS:HD3 1:K:512:ASP:HB3 1.99 0.44
1:Q:226:ASN:ND2 1:S:401:MET:H 2.12 0.44
1:R:237:ARG:HG2 1:R:683:GLU:HA 1.99 0.44
1:S:505:LYS:HD3 1:S:512:ASP:HB3 1.99 0.44
1:T:237:ARG:HG2 1:T:683:GLU:HA 1.99 0.44
1:T:604: TRP:O 1:d:622:THR:HB 2.17 0.44
1:V:393:CYS:SG 1:V:395:GLU:HB2 2.57 0.44
1:X:368:VAL:HG11 1:Y:652:PRO:HG3 1.99 0.44
1:7:604:TRP:O 1:4:622: THR:HB 2.17 0.44
1:b:364:PHE:CE2 1:b:366:ALA:HB3 2.52 0.44
1:d:507:HIS:HD2 1:d:512:ASP:OD1 2.00 0.44
1:d:604: TRP:O 1:1:622: THR:HB 2.17 0.44
1:¢:368:VAL:HG11 1:h:652:PRO:HG3 1.99 0.44
1:e:507:HIS:HD2 1:e:512:ASP:0OD1 2.00 0.44
1:e:702:TYR:OH 1:£:561:GLU:OE2 2.29 0.44
1:£:237:ARG:HG2 1:£:683:GLU:HA 1.99 0.44
1:1:237:ARG:HG2 1:1:683:GLU:HA 1.99 0.44
1:1:364:PHE:CE2 1:1:366:ALA:HB3 2.52 0.44
1:1:377:LEU:HD21 1:k:435:PRO:HB3 1.99 0.44
1:1:431:ARG:HD2 1:5:377:LEU:HD13 1.99 0.44
1:1:505:LYS:HD3 1:1:512:ASP:HB3 1.99 0.44
1:n:507:HIS:HD2 1:n:512:ASP:0OD1 2.00 0.44
1:0:604: TRP:O 1:p:622: THR:HB 2.17 0.44

Continued on next page...




Page 144 Full wwPDB EM Validation Report EMD-23205, 7L61

Continued from previous page...

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

1:p:505:LYS:HD3 1:p:512:ASP:HB3 1.99 0.44
1:p:651:VAL:HG12 1:p:668:ILE:HD12 1.99 0.44
1:r:710:PHE:CE2 1:r:724:.1LE:HD11 2.51 0.44
1:t:300:ASN:O 1:3:729:LEU:HD21 2.15 0.44
1:v:318:GLN:HE22 1:w:337:SER:HA 1.81 0.44
1:v:507:HIS:HD2 1:v:512:ASP:0OD1 2.00 0.44
1:w:604: TRP:O 1:x:622: THR:HB 2.17 0.44
1:x:507:HIS:HD2 1:x:512:ASP:0OD1 2.00 0.44
1:1:507:HIS:HD2 1:1:512: ASP:OD1 2.00 0.44
1:2:237:ARG:HG2 1:2:683:GLU:HA 1.99 0.44
1:2:579:ASN:OD1 1:2:589: THR:OG1 2.23 0.44
1:3:710:PHE:CE2 1:3:724:1ILE:HD11 2.51 0.44
1:4:507:HIS:HD2 1:4:512:ASP:OD1 2.00 0.44
1:5:377:LEU:HD13 1:7:431:ARG:HD2 1.99 0.44
1:5:377:LEU:HD21 1:7:435:PRO:HB3 1.99 0.44
1:5:431:ARG:HD2 1:6:377:LEU:HD13 1.99 0.44
1:6:651: VAL:HG12 1:6:668:ILE:HD12 1.99 0.44
1:8:711: THR:HG22 1:8:712: VAL:N 2.31 0.44
1:A:393:CYS:SG 1:A:395:GLU:HB2 2.57 0.44
1:A:401:MET:H 1:B:226:ASN:ND2 2.13 0.44
1:D:622: THR:HB 1:P:604: TRP:O 2.16 0.44
1:D:702:TYR:OH 1:M:561:GLU:OE2 2.29 0.44
1:E:364:PHE:CE2 1:E:366:ALA:HB3 2.52 0.44
1:F:377:LEU:HD13 1:Q:431:ARG:HD2 2.00 0.44
1:G:505:LYS:HD3 1:G:512:ASP:HB3 1.99 0.44
1:H:224:SER:HG 1:H:316:ASN:H 1.62 0.44
1:H:377:LEU:HD21 1:Y:435:PRO:HB3 1.99 0.44
1:H:622: THR:HB 1:Y:604:TRP:O 2.16 0.44
1:K:622:THR:HB 1:8:604: TRP:O 2.17 0.44
1:M:364:PHE:CE2 1:M:366:ALA:HB3 2.52 0.44
1:M:377:LEU:HD21 1:b:435:PRO:HB3 1.99 0.44
1:N:237:ARG:HG2 1:N:683:GLU:HA 1.99 0.44
1:N:364:PHE:CE2 1:N:366:ALA:HB3 2.52 0.44
1:N:393:CYS:SG 1:N:395:GLU:HB2 2.57 0.44
1:P:364:PHE:CE2 1:P:366:ALA:HB3 2.52 0.44
1:Q:505:LYS:HD3 1:Q:512:ASP:HB3 1.99 0.44
1:R:364:PHE:CE2 1:R:366:ALA:HB3 2.52 0.44
1:R:651:VAL:HG12 1:R:668:ILE:HD12 1.99 0.44
1:T:226:ASN:ND2 1:U:401:MET:H 2.13 0.44
1:T:368:VAL:HG11 1:U:652:PRO:HG3 2.00 0.44
1:T:393:CYS:SG 1:T:395:GLU:HB2 2.57 0.44
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1:V:505:LYS:HD3 1:V:512:ASP:HB3 1.99 0.44
1:V:651:VAL:HG12 1:V:668:ILE:HD12 1.99 0.44
1:W:651:VAL:HG12 | 1:W:668:ILE:HD12 1.99 0.44
1:X:237:ARG:HG2 1:X:683:GLU:HA 1.99 0.44
1:X:377:LEU:HD13 1:e:431:ARG:HD2 1.99 0.44
1:Y:364:PHE:CE2 1:Y:366:ALA:HB3 2.52 0.44
1:a:505:LYS:HD3 1:a:512:ASP:HB3 1.99 0.44
1:¢:507:HIS:HD2 1:¢:512:ASP:0OD1 2.00 0.44
1:1:364:PHE:CE2 1:1:366:ALA:HB3 2.52 0.44
1:1:426:SER:C 1:h:379:LEU:HD13 2.41 0.44
1:2:226:ASN:ND2 1:1:401:MET:H 2.12 0.44
1:3:431:ARG:HD2 1:k:377:LEU:HD13 2.00 0.44
1:m:218:ASP:HB3 1:m:222:ASN:HB2 1.97 0.44
1:m:368:VAL:HG11 1:5:652:PRO:HG3 2.00 0.44
1:0:237:ARG:HG2 1:0:683:GLU:HA 1.99 0.44
1:r:505:LYS:HD3 1:r:512:ASP:HB3 1.99 0.44
1:t:435:PRO:HB3 1:u:377:LEU:HD21 1.99 0.44
1:u:364:PHE:CE2 1:u:366:ALA:HB3 2.52 0.44
1:u:393:CYS:SG 1:u:395:GLU:HB2 2.57 0.44
1:v:393:CYS:SG 1:v:395:GLU:HB2 2.57 0.44
1:w:393:CYS:SG 1:w:395:GLU:HB2 2.57 0.44
1:w:505:LYS:HD3 1:w:512:ASP:HB3 1.99 0.44
1:x:431:ARG:HD2 1:y:377:LEU:HD13 2.00 0.44
1:4:505:LYS:HD3 1:4:512:ASP:HB3 1.99 0.44
1:5:622: THR:HB 1:7:604: TRP:O 2.16 0.44
1:B:377:LEU:HD21 1:1L:435:PRO:HB3 1.99 0.44
1:D:567:ASN:OD1 1:D:604: TRP:HB2 2.16 0.44
1:D:577:VAL:O 1:D:591:GLY:N 2.46 0.44
1:E:622:THR:HB 1:F:604:TRP:O 2.17 0.44
1:F:579:ASN:OD1 1:F:589: THR:OG1 2.23 0.44
1:H:431:ARG:HD2 1:W:377:LEU:HD13 1.99 0.44
1:J:579:ASN:OD1 1:J:589: THR:OG1 2.23 0.44
1:M:379:LEU:HD13 1:b:426:SER:C 2.41 0.44
1:N:505:LYS:HD3 1:N:512:ASP:HB3 1.99 0.44
1:0:622: THR:HB 1:n:604:TRP:O 2.17 0.44
1:S:237:ARG:HG2 1:S:683:GLU:HA 1.99 0.44
1:S:435:PRO:HB3 1:U:377:LEU:HD21 1.99 0.44
1:T:218:ASP:HB3 1:T:222:ASN:HB2 1.98 0.44
1:T:364:PHE:CE2 1:T:366:ALA:HB3 2.52 0.44
1:V:577:VAL:O 1:V:591:GLY:N 2.46 0.44
1:W:251:TYR:OH 1:W:371:VAL:O 2.26 0.44
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1:X:507:HIS:HD2 1:X:512:ASP:0OD1 2.00 0.44
1:X:651:VAL:HG12 1:X:668:ILE:HD12 1.99 0.44
1:X:673: THR:HG21 1:Y:652:PRO:HD2 1.98 0.44
1:a:710:PHE:CE2 l:a:724:1ILE:HD11 2.51 0.44
1:b:507:HIS:HD2 1:b:512:ASP:0OD1 2.00 0.44
1:£:377:LEU:HD13 1:g:431:ARG:HD2 1.99 0.44
1:£:507:HIS:HD2 1:£:512:ASP:0OD1 2.00 0.44
1:£:651:VAL:HG12 1:£:668:ILE:HD12 1.99 0.44
1:h:318:GLN:HE22 1:1:337:SER:HA 1.81 0.44
1:h:364:PHE:CE2 1:h:366:ALA:HB3 2.52 0.44
1:1:393:CYS:SG 1:1:395:GLU:HB2 2.57 0.44
1:j:368:VAL:HG11 1:x:652:PRO:HG3 2.00 0.44
1:m:393:CYS:SG 1:m:395:GLU:HB2 2.57 0.44
1:m:651:VAL:HG12 1:m:668:ILE:HD12 1.99 0.44
1:0:507:HIS:HD2 1:0:512:ASP:OD1 2.00 0.44
1:p:393:CYS:SG 1:p:395:GLU:HB2 2.57 0.44
1:q:364:PHE:CE2 1:q:366:ALA:HB3 2.52 0.44
1:q:622: THR:HB 1:5:604:TRP:O 2.17 0.44
1:1:237:ARG:HG2 1:1:683:GLU:HA 1.99 0.44
1:1:435:PRO:HB3 1:5:377:LEU:HD21 1.99 0.44
1:1:604: TRP:O 1:5:622: THR:HB 2.17 0.44
1:t:505:LYS:HD3 1:t:512:ASP:HB3 1.99 0.44
1:v:710:PHE:CE2 1:v:724:ILE:HD11 2.51 0.44
1:w:379:LEU:HD13 1:y:426:SER:C 2.41 0.44
1:x:505:LYS:HD3 1:x:512:ASP:HB3 1.99 0.44
1:y:577:VAL:O 1:y:591:GLY:N 2.46 0.44
1:1:604:TRP:O 1:2:622: THR:HB 2.17 0.44
1:2:393:CYS:SG 1:2:395:GLU:HB2 2.57 0.44
1:3:505:LYS:HD3 1:3:512:ASP:HB3 1.99 0.44
1:6:505:LYS:HD3 1:6:512:ASP:HB3 1.99 0.44
1:A:364:PHE:CE2 1:A:366:ALA:HB3 2.52 0.44
1:B:393:CYS:SG 1:B:395:GLU:HB2 2.57 0.44
1:B:401:MET:H 1:C:226:ASN:ND2 2.12 0.44
1:B:622: THR:HB 1:L:604:TRP:O 2.17 0.44
1:C:431:ARG:HD2 1:b:377:LEU:HD13 2.00 0.44
1:E:377:LEU:HD21 1:F:435:PRO:HB3 1.98 0.44
1:E:393:CYS:SG 1:E:395:GLU:HB2 2.57 0.44
1:E:507:HIS:HD2 1:E:512:ASP:OD1 2.00 0.44
1:G:435:PRO:HB3 1:I.377:LEU:HD21 1.99 0.44
1:H:435:PRO:HB3 1:W:377:LEU:HD21 1.99 0.44
1:1:364:PHE:CE2 1:1:366:ALA:HB3 2.52 0.44
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1:J:651:VAL:HG12 1:J:668:ILE:HD12 1.99 0.44
1:1:393:CYS:SG 1:L:395:GLU:HB2 2.57 0.44
1:M:368:VAL:HG11 1:N:652:PRO:HG3 2.00 0.44
1:M:507:HIS:HD2 1:M:512:ASP:OD1 2.00 0.44
1:Q:237:ARG:HG2 1:Q:683:GLU:HA 1.99 0.44
1:S:604: TRP:O 1:U:622: THR:HB 2.17 0.44
1:T:651:VAL:HG12 1:T:668:ILE:HD12 1.99 0.44
1:V:377:LEU:HD21 1:X:435:PRO:HB3 1.99 0.44
1:W:393:CYS:SG 1:W:395:GLU:HB2 2.57 0.44
1:W:505:LYS:HD3 1:W:512:ASP:HB3 1.99 0.44
1:X:318:GLN:HE22 1:Y:337:SER:HA 1.81 0.44
1:X:622: THR:HB 1:e:604: TRP:O 2.18 0.44
1:X:716:GLY:HA2 1:Y:256:TYR:O 2.15 0.44
1:7:364:PHE:CE2 1:7:366:ALA:HB3 2.52 0.44
1:f:622:THR:HB 1:g:604: TRP:O 2.17 0.44
1:h:507:HIS:HD2 1:h:512:ASP:OD1 2.00 0.44
1:j:364:PHE:CE2 1:j:366:ALA:HB3 2.52 0.44
1:j:604: TRP:0O 1:k:622: THR:HB 2.17 0.44
1:j:651: VAL:HG12 1:j:668:ILE:HD12 1.99 0.44
1:j:702: TYR:OH 1:w:561:GLU:OE2 2.29 0.44
1:1:251:TYR:OH 1:1:371:VAL:O 2.26 0.44
1:1:393:CYS:SG 1:1:395:GLU:HB2 2.57 0.44
1:m:364:PHE:CE2 1:m:366:ALA:HB3 2.52 0.44
1:0:431:ARG:HD2 1:p:377:LEU:HD13 2.00 0.44
1:0:651:VAL:HG12 1:0:668:ILE:HD12 1.99 0.44
1:p:507:HIS:HD2 1:p:512:ASP:OD1 2.00 0.44
1:q:651:VAL:HG12 1:q:668:ILE:HD12 1.99 0.44
1:r:401:MET:H 1:x:226:ASN:ND2 2.12 0.44
1:t:226:ASN:ND2 1:6:401:MET:H 2.13 0.44
1:v:364:PHE:CE2 1:v:366:ALA:HB3 2.52 0.44
1:w:377:LEU:HD21 1:y:435:PRO:HB3 1.98 0.44
1:w:622: THR:HB 1:y:604: TRP:O 2.17 0.44
1:x:237:ARG:HG2 1:x:683:GLU:HA 1.99 0.44
1:2:393:CYS:SG 1:2:395:GLU:HB2 2.57 0.44
1:2:435:PRO:HB3 1:1:377:LEU:HD21 1.99 0.44
1:z:507:HIS:HD2 1:2z:512:ASP:OD1 2.00 0.44
1:2:604: TRP:O 1:1:622: THR:HB 2.17 0.44
1:1:393:CYS:SG 1:1:395:GLU:HB2 2.57 0.44
1:5:435:PRO:HB3 1:6:377:LEU:HD21 1.99 0.44
1:6:251: TYR:OH 1:6:371:VAL:O 2.26 0.44
1:6:431:ARG:HD2 1:7:377:LEU:HD13 1.99 0.44

Continued on next page...



Page 148

Full wwPDB EM Validation Report

EMD-23205, 7L6I

Continued from previous page...

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

1:7:364:PHE:CE2 1:7:366:ALA:HB3 2.52 0.44
1:8:364:PHE:CE2 1:8:366:ALA:HB3 2.52 0.44
1:F:577:VAL:O 1:F:591:GLY:N 2.46 0.44
1:F:651:VAL:HG12 1:F:668:1ILE:HD12 1.99 0.44
1:G:604: TRP:O 1:1:622: THR:HB 2.17 0.44
1:H:393:CYS:SG 1:H:395:GLU:HB2 2.57 0.44
1:J:393:CYS:SG 1:J:395:GLU:HB2 2.57 0.44
1:J:604:TRP:O 1:1L:622:THR:HB 2.17 0.44
1:M:226:ASN:ND2 1:N:401:MET:H 2.13 0.44
1:0:393:CYS:SG 1:0:395:GLU:HB2 2.57 0.44
1:P:368:VAL:HG11 1:Q:652:PRO:HG3 2.00 0.44
1:P:651:VAL:HG12 1:P:668:ILE:HD12 1.99 0.44
1:Q:651:VAL:HG12 1:Q:668:1LE:HD12 1.99 0.44
1:R:622: THR:HB 1:U:604:TRP:O 2.17 0.44
1:U:710:PHE:CE2 1:U:724:1LE:HD11 2.52 0.44
1:W:431:ARG:HD2 1:Y:377:LEU:HD13 1.99 0.44
1:W:507:HIS:HD2 1:W:512:ASP:OD1 2.00 0.44
1:X:377:LEU:HD21 1:e:435:PRO:HB3 2.00 0.44
1:Y:218:ASP:HB3 1:Y:222:ASN:HB2 1.98 0.44
1:b:651:VAL:HG12 1:b:668:ILE:HD12 1.99 0.44
1:¢:285:ARG:NH1 1:p:440:TYR:CE1 2.86 0.44
1:¢:440:TYR:CE2 1:0:285:ARG:HD2 2.51 0.44
1:1:393:CYS:SG 1:1:395:GLU:HB2 2.57 0.44
1:£:577:VAL:O 1:£:591:GLY:N 2.46 0.44
1:g:377:LEU:HD13 1:h:431:ARG:HD2 1.99 0.44
1:g:379:LEU:HD13 1:h:426:SER:C 2.42 0.44
1:h:561:GLU:OE2 1:k:702:TYR:OH 2.29 0.44
1:k:567:ASN:OD1 1:k:604: TRP:HB2 2.16 0.44
1:m:226:ASN:ND2 1:5:401:MET:H 2.13 0.44
1:0:368:VAL:HG11 1:7:652:PRO:HG3 2.00 0.44
1:5:710:PHE:CE2 1:5:724:.1LE:HD11 2.52 0.44
1:u:440:TYR:CE1 1:v:285:ARG:NH1 2.86 0.44
1:u:507:HIS:HD2 1:u:512:ASP:OD1 2.00 0.44
1:v:401:MET:H 1:1:226:ASN:ND2 2.13 0.44
1:v:702:TYR:OH 1:y:561:GLU:OE2 2.29 0.44
1:x:651:VAL:HG12 1:x:668:ILE:HD12 1.99 0.44
1:2:364:PHE:CE2 1:2:366:ALA:HB3 2.52 0.44
1:2:622: THR:HB 1:2:604: TRP:O 2.17 0.44
1:1:505:LYS:HD3 1:1:512:ASP:HB3 1.99 0.44
1:2:651:VAL:HG12 1:2:668:ILE:HD12 1.99 0.44
1:6:507:HIS:HD2 1:6:512:ASP:OD1 2.00 0.44
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:A:285:ARG:NH1 1:1:440:TYR:CE1 2.86 0.44
1:A:702: TYR:OH 1:F:561:GLU:OE2 2.29 0.44
1:B:505:LYS:HD3 1:B:512:ASP:HB3 1.99 0.44
1:C:364:PHE:CE2 1:C:366:ALA:HB3 2.52 0.44
1:C:435:PRO:HB3 1:b:377:LEU:HD21 1.99 0.44
1:F:507:HIS:HD2 1:F:512:ASP:0OD1 2.00 0.44
1:1:237:ARG:HG2 1:1:683:GLU:HA 1.99 0.44
1:1:507:HIS:HD2 1:1:512:ASP:OD1 2.00 0.44
1:J:507:HIS:HD2 1:J:512:ASP:0OD1 2.00 0.44
1:L:364:PHE:CE2 1:L:366:ALA:HB3 2.52 0.44
1:L:507:HIS:HD2 1:L:512:ASP:OD1 2.00 0.44
1:L:583:ASN:OD1 1:L:586:ALA:N 2.40 0.44
1:R:393:CYS:SG 1:R:395:GLU:HB2 2.57 0.44
1:U:507:HIS:HD2 1:U:512:ASP:0OD1 2.00 0.44
1:V:435:PRO:HB3 1:e:377:LEU:HD21 1.99 0.44
1:V:440:TYR:CE1 1:¢:285:ARG:NH1 2.86 0.44
1:V:507:HIS:HD2 1:V:512:ASP:OD1 2.00 0.44
1:Z:507:HIS:HD2 1:7:512:ASP:OD1 2.00 0.44
1:b:393:CYS:SG 1:b:395:GLU:HB2 2.57 0.44
1::377:LEU:HD21 1:p:435:PRO:HB3 1.99 0.44
1:e:561:GLU:OE2 1:£:702: TYR:OH 2.29 0.44
1:£:377:LEU:HD21 1:¢:435:PRO:HB3 1.99 0.44
1:g:237:ARG:HG2 1:g:683:GLU:HA 1.99 0.44
1:k:577:VAL:O 1:k:591:GLY:N 2.46 0.44
1:m:561:GLU:OE2 1:r:702: TYR:OH 2.29 0.44
1:0:561:GLU:OE2 1:6:702: TYR:OH 2.29 0.44
1:q:393:CYS:SG 1:q:395:GLU:HB2 2.57 0.44
1:5:393:CYS:SG 1:5:395:GLU:HB2 2.57 0.44
1:5:507:HIS:HD2 1:5:512:ASP:OD1 2.00 0.44
1:t:237:ARG:HG2 1:t:683:GLU:HA 1.99 0.44
1:t:604: TRP:O 1:u:622:THR:HB 2.17 0.44
1:u:237:ARG:HG2 1:u:683:GLU:HA 1.99 0.44
1:w:507:HIS:HD2 1:w:512:ASP:0OD1 2.00 0.44
1:y:651:VAL:HG12 1:y:668:1LE:HD12 1.99 0.44
1:2:651:VAL:HG12 1:2:668:1LE:HD12 1.99 0.44
1:2:507:HIS:HD?2 1:2:512:ASP:OD1 2.00 0.44
1:7:507:HIS:HD?2 1:7:512:ASP:OD1 2.00 0.44
1:C:237:ARG:HG2 1:C:683:GLU:HA 1.99 0.44
1:C:604: TRP:O 1:b:622: THR:HB 2.17 0.44
1:D:507:HIS:HD2 1:D:512:ASP:OD1 2.00 0.44
1:E:377:LEU:HD13 1:F:431:ARG:HD2 2.00 0.44
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:E:431:ARG:HD2 1:Q:377:LEU:HD13 2.00 0.44
1:E:561:GLU:OE2 1:P:702:TYR:OH 2.29 0.44
1:G:226:ASN:ND2 1:W:401:MET:H 2.13 0.44
1:G:237:ARG:HG2 1:G:683:GLU:HA 1.99 0.44
1:G:507:HIS:HD2 1:G:512:ASP:OD1 2.00 0.44
1:H:285:ARG:NH1 1:Y:440: TYR:CE1 2.86 0.44
1:H:604: TRP:O 1:W:622: THR:HB 2.16 0.44
1:L:651:VAL:HG12 1:L:668:1LE:HD12 1.99 0.44
1:R:377:LEU:HD21 1:U:435:PRO:HB3 1.99 0.44
1:T:440:TYR:CE1 1:d:285:ARG:NH1 2.86 0.44
1:U:393:CYS:SG 1:U:395:GLU:HB2 2.57 0.44
1:X:505:LYS:HD3 1:X:512:ASP:HB3 1.99 0.44
1:Y:507:HIS:HD2 1:Y:512:ASP:OD1 2.00 0.44
1:7:583:ASN:OD1 1:7:586:ALA:N 2.40 0.44
1:b:577:-VAL:O 1:b:591:GLY:N 2.46 0.44
1:g:364:PHE:CE2 1:g:366:ALA:HB3 2.52 0.44
1:2:583:ASN:OD1 1:2:586:ALA:N 2.40 0.44
1:h:651:VAL:HG12 1:h:668:1ILE:HD12 1.99 0.44
1:k:507:HIS:HD2 1:k:512:ASP:OD1 2.00 0.44
1:m:435:PRO:HB3 1:n:377:LEU:HD21 1.99 0.44
1:0:353:LEU:HD21 1:0:643:GLN:HG2 2.00 0.44
1:p:226:ASN:ND2 1:q:401:MET:H 2.12 0.44
1:p:368:VAL:HG11 1:q:652:PRO:HG3 1.99 0.44
1:p:577:-VAL:O 1:p:591:GLY:N 2.46 0.44
1:q:377:LEU:HD21 1:5:435:PRO:HB3 1.99 0.44
1:v:226:ASN:ND2 1:w:401:MET:H 2.12 0.44
1:w:377:LEU:HD13 1:y:431:ARG:HD2 2.00 0.44
1:w:440:TYR:CE2 1:x:285:ARG:HD2 2.52 0.44
1:y:507:HIS:HD2 1:y:512:ASP:OD1 2.00 0.44
1:2:561:GLU:OE2 1:4:702: TYR:OH 2.29 0.44
1:5:604: TRP:O 1:6:622: THR:HB 2.16 0.44
1:6:393:CYS:SG 1:6:395:GLU:HB2 2.57 0.44
1:7:218:ASP:HB3 1:7:222: ASN:HB2 1.98 0.44
1:8:507:HIS:HD2 1:8:512:ASP:OD1 2.00 0.44
1:A:226:ASN:ND2 1:E:401:MET:H 2.12 0.44
1:E:237:ARG:HG2 1:E:683:GLU:HA 1.99 0.44
1:E:440:TYR:CE2 1:Q:285:ARG:HD2 2.52 0.44
1:L:237:ARG:HG2 1:L:683:GLU:HA 1.99 0.44
1:M:651:VAL:HG12 1:M:668:ILE:HD12 1.99 0.44
1:0:377:LEU:HD13 1:n:431:ARG:HD2 2.00 0.44
1:P:237:ARG:HG2 1:P:683:GLU:HA 1.99 0.44
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Atom-1 Atom-2 distance (A) overlap (A)

1:P:505:LYS:HD3 1:P:512:ASP:HB3 1.99 0.44
1:S:702: TYR:OH 1:T:561:GLU:OE2 2.29 0.44
1:T:435:PRO:HB3 1:d:377:LEU:HD21 1.99 0.44
1:7:651:VAL:HG12 1:7:668:1LE:HD12 1.99 0.44
1:a:651:VAL:HG12 1:a:668:ILE:HD12 1.99 0.44
1:b:353:LEU:HD21 1:b:643:GLN:HG2 2.00 0.44
1:£:285:ARG:NH1 1:g:440:TYR:CE1 2.86 0.44
1:£:353:LEU:HD21 1:£:643:GLN:HG2 2.00 0.44
1:h:340:GLN:HG2 1:h:401:MET:HG2 2.00 0.44
1:1:507:HIS:HD2 1:1:512:ASP:OD1 2.00 0.44
1:m:440: TYR:CE1 1:n:285:ARG:NH1 2.86 0.44
1:n:353:LEU:HD21 1:n:643:GLN:HG2 2.00 0.44
1:r:393:CYS:SG 1:r:395:GLU:HB2 2.57 0.44
1:t:507:HIS:HD2 1:t:512:ASP:0OD1 2.00 0.44
1:w:431:ARG:HD2 1:x:377:LEU:HD13 2.00 0.44
1:2:237:ARG:HG2 1:2z:683:GLU:HA 1.99 0.44
1:2:431:ARG:HD2 1:1:377:LEU:HD13 2.00 0.44
1:2:583:ASN:OD1 1:2:586:ALA:N 2.40 0.44
1:2:652:PRO:HG3 1:4:368:VAL:HG11 2.00 0.44
1:5:285:ARG:NH1 1:7:440:TYR:CE1 2.86 0.44
1:5:353:LEU:HD21 1:5:643:GLN:HG2 2.00 0.44
1:5:393:CYS:SG 1:5:395:GLU:HB2 2.57 0.44
1:A:352:VAL:H 1:A:643:GLN:NE2 2.16 0.44
1:B:353:LEU:HD21 1:B:643:GLN:HG2 2.00 0.44
1:C:340:GLN:HG2 1:C:401:MET:HG2 2.00 0.44
1:C:377.LEU:HD21 1:M:435:PRO:HB3 1.99 0.44
1:C:393:CYS:SG 1:C:395:GLU:HB2 2.57 0.44
1:D:352:VAL:H 1:D:643:GLN:NE2 2.16 0.44
1:F:285:ARG:NH1 1:Q:440:TYR:CE1 2.86 0.44
1:F:303: TRP:HE3 1:F:731:ARG:HH21 1.62 0.44
1:F:652:PRO:HG3 1:R:368:VAL:HG11 2.00 0.44
1:H:353:LEU:HD21 1:H:643:GLN:HG2 2.00 0.44
1:J:431:ARG:HD2 1:L:377:LEU:HD13 2.00 0.44
1:J:561:GLU:OE2 1:K:702:TYR:OH 2.29 0.44
1:K:368:VAL:HG11 1:L:652:PRO:HG3 2.00 0.44
1:M:340:GLN:HG2 1:M:401:MET:HG2 2.00 0.44
1:M:353:LEU:HD21 1:M:643:GLN:HG2 2.00 0.44
1:N:507:HIS:HD2 1:N:512:ASP:0OD1 2.00 0.44
1:N:651:VAL:HG12 1:N:668:ILE:HD12 1.99 0.44
1:P:507:HIS:HD2 1:P:512:ASP:OD1 2.00 0.44
1:R:507:HIS:HD2 1:R:512:ASP:OD1 2.00 0.44
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Atom-1 Atom-2 distance (A) overlap (A)

1:R:652:PRO:HG3 1:V:368:VAL:HG11 2.00 0.44
1:T:507:HIS:HD2 1:T:512:ASP:OD1 2.00 0.44
1:W:237:ARG:HG2 1:W:683:GLU:HA 1.99 0.44
1:X:401:MET:H 1:1:226:ASN:ND2 2.14 0.44
1:X:652:PRO:HG3 1:£:368:VAL:HG11 2.00 0.44
1:b:340:GLN:HG2 1:b:401:MET:HG2 2.00 0.44
1:d:353:LEU:HD21 1:d:643:GLN:HG2 2.00 0.44
1:d:431:ARG:HD2 1:1:377:-LEU:HD13 2.00 0.44
1:1:340:GLN:HG2 1:1:401:MET:HG2 2.00 0.44
1:1:435:PRO:HB3 1:h:377.LEU:HD21 2.00 0.44
1:¢:353:LEU:HD21 1:2:643:GLN:HG2 2.00 0.44
1:h:352:VAL:H 1:h:643:GLN:NE2 2.16 0.44
1:h:353:LEU:HD21 1:h:643:GLN:HG2 2.00 0.44
1:h:393:CYS:SG 1:h:395:GLU:HB2 2.57 0.44
1:1:507:HIS:HD2 1:1:512:ASP:OD1 2.00 0.44
1:j:237:ARG:HG2 1:3:683:GLU:HA 1.99 0.44
1:j:505:LYS:HD3 1:j:512:ASP:HB3 1.99 0.44
1:k:352:VAL:H 1:k:643:GLN:NE2 2.16 0.44
1:1:340: GLN:HG2 1:1:401:MET:HG2 2.00 0.44
1:m:431:ARG:HD2 1:n:377:LEU:HD13 2.00 0.44
1:m:507:HIS:HD2 1:m:512:ASP:0OD1 2.00 0.44
1:0:484:GLN:HB3 1:0:534:-MET:HE2 2.00 0.44
1:0:505:LYS:HD3 1:0:512:ASP:HB3 1.99 0.44
1:q:368:VAL:HG11 1:y:652:PRO:HG3 2.00 0.44
1:r:507:HIS:HD2 1:r:512:ASP:0OD1 2.00 0.44
1:8:237:ARG:HG2 1:5:683:GLU:HA 1.99 0.44
1:v:352:VAL:H 1:v:643:GLN:NE2 2.16 0.44
1:w:237:ARG:HG2 1:w:683:GLU:HA 1.99 0.44
1:y:303: TRP:HE3 1:y:731:ARG:HH21 1.62 0.44
1:2:377:LEU:HD13 1:2:431:ARG:HD?2 2.00 0.44
1:1:353:LEU:HD21 1:1:643:GLN:HG2 2.00 0.44
1:3:651: VAL:HG12 1:3:668:ILE:HD12 1.99 0.44
1:6:237:ARG:HG2 1:6:683:GLU:HA 1.99 0.44
1:7:651:VAL:HG12 1:7:668:1ILE:HD12 1.99 0.44
1:8:651:VAL:HG12 1:8:668:ILE:HD12 1.99 0.44
1:A:340:GLN:HG2 1:A:401:MET:HG2 2.00 0.43
1:B:340:GLN:HG2 1:B:401:MET:HG2 2.00 0.43
1:B:377:LEU:HD13 1:L:431:ARG:HD2 2.00 0.43
1:C:353:LEU:HD21 1:C:643:GLN:HG2 2.00 0.43
1:C:377.LEU:HD13 1:M:431:ARG:HD2 2.00 0.43
1:C:440:TYR:CE1 1:b:285:ARG:NH1 2.86 0.43
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Atom-1 Atom-2 distance (A) overlap (A)

1:C:507:HIS:HD2 1:C:512:ASP:OD1 2.00 0.43
1:G:340:GLN:HG2 1:G:401:MET:HG2 2.00 0.43
1:J:440:TYR:CE1 1:1:285:ARG:NH1 2.86 0.43
1:K:431:ARG:HD2 1:2:377:LEU:HD13 2.00 0.43
1:M:352:VAL:H 1:M:643:GLN:NE2 2.16 0.43
1:N:340:GLN:HG2 1:N:401:MET:HG2 2.00 0.43
1:0:340:GLN:HG2 1:0:401:-MET:HG2 2.00 0.43
1:0:507:HIS:HD2 1:0:512:ASP:OD1 2.00 0.43
1:R:353:LEU:HD21 1:R:643:GLN:HG2 2.00 0.43
1:R:401:MET:H 1:V:226:ASN:ND2 2.12 0.43
1:5:393:CYS:SG 1:S:395:GLU:HB2 2.57 0.43
1:S:507:HIS:HD2 1:S:512:ASP:OD1 2.00 0.43
1:T:431:ARG:HD2 1:d:377:LEU:HD13 2.00 0.43
1:U:237:ARG:HG2 1:U:683:GLU:HA 1.99 0.43
1:X:353:LEU:HD21 1:X:643:GLN:HG2 2.00 0.43
1:Y:651:VAL:HG12 1:Y:668:ILE:HD12 1.99 0.43
1:7:431:ARG:HD2 1:4:377:LEU:HD13 2.00 0.43
1:¢:237:ARG:HG2 1:¢:683:GLU:HA 1.99 0.43
1:¢:431:ARG:HD2 1:0:377:LEU:HD13 2.00 0.43
1:¢:651:VAL:HG12 1:¢:668:ILE:HD12 1.99 0.43
1:€:237:ARG:HG2 1:€:683:GLU:HA 1.99 0.43
1:£:440:TYR:CE1 1:h:285:ARG:NH1 2.86 0.43
1:g:285:ARG:NH1 1:h:440:TYR:CE1 2.86 0.43
1:¢:340:GLN:HG2 1:g:401:MET:HG2 2.00 0.43
1:g:393:CYS:SG 1:2:395:GLU:HB2 2.57 0.43
1:h:364:PHE:HA 1:h:365:PRO:HD3 1.91 0.43
1:1:353:LEU:HD21 1:1:643:GLN:HG2 2.00 0.43
1:1:651:VAL:HG12 1:1:668:ILE:HD12 1.99 0.43
1:3:352:VAL:H 1:j:643:GLN:NE2 2.16 0.43
1:k:652:PRO:HG3 1:w:368:VAL:HG11 2.00 0.43
1:1:364:PHE:HA 1:1:365:PRO:HD3 1.91 0.43
1:1:651: VAL:HG12 1:1:668:ILE:HD12 1.99 0.43
1:n:237:ARG:HG2 1:n:683:GLU:HA 1.99 0.43
1:n:652:PRO:HG3 1:1:368:VAL:HG11 2.00 0.43
1:q:340:GLN:HG2 1:q:401:MET:HG2 2.00 0.43
1:q:505:LYS:HD3 1:q:512:ASP:HB3 1.99 0.43
1:q:507:HIS:HD2 1:q:512:ASP:OD1 2.00 0.43
1:5:579:ASN:OD1 1:5:589: THR:0G1 2.23 0.43
1:t:340:GLN:HG2 1:t:401:MET:HG2 2.00 0.43
1:v:340:GLN:HG2 1:v:401:MET:HG2 2.00 0.43
1:3:377:LEU:HD13 1:4:431:ARG:HD2 2.00 0.43
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Atom-1 Atom-2 distance (A) overlap (A)

1:4:340:GLN:HG2 1:4:401:MET:HG2 2.00 0.43
1:5:507:HIS:HD2 1:5:512:ASP:OD1 2.00 0.43
1:B:440: TYR:CE1 1:J:285:ARG:NH1 2.87 0.43
1:C:484:GLN:HB3 1:C:534:MET:HE2 2.01 0.43
1:C:583:ASN:OD1 1:C:586:ALA:N 2.40 0.43
1:D:652:PRO:HG3 1:E:368:VAL:HG11 2.00 0.43
1:E:285:ARG:NH1 1:F:440: TYR:CE1 2.87 0.43
1:G:368:VAL:HG11 1:W:652:PRO:HG3 2.00 0.43
1:G:431:ARG:HD?2 1:1:377:LEU:HD13 2.00 0.43
1:H:368:VAL:HG11 1:1:652:PRO:HG3 2.00 0.43
1:H:507:HIS:HD2 1:H:512:ASP:OD1 2.00 0.43
1:K:340:GLN:HG2 1:K:401:-MET:HG2 2.00 0.43
1:K:377:LEU:HD13 1:8:431:ARG:HD2 2.00 0.43
1:M:364:PHE:HA 1:M:365:PRO:HD3 1.91 0.43
1:M:393:CYS:SG 1:M:395:GLU:HB2 2.57 0.43
1:M:652:PRO:HG3 1:¢:368:VAL:HG11 2.00 0.43
1:N:353:LEU:HD21 1:N:643:GLN:HG2 2.00 0.43
1:0:440:TYR:CE1 1:m:285:ARG:NH1 2.87 0.43
1:0:651:VAL:HG12 1:0:668:ILE:HD12 1.99 0.43
1:P:484:GLN:HB3 1:P:534:MET:HE2 2.01 0.43
1:R:340:GLN:HG2 1:R:401:MET:HG2 2.00 0.43
1:R:505:LYS:HD3 1:R:512:ASP:HB3 1.99 0.43
1:S:352:VAL:H 1:S:643:GLN:NE2 2.16 0.43
1:S:368:VAL:HG11 1:d:652:PRO:HG3 2.00 0.43
1:T:285:ARG:NH1 1:1:440: TYR:CE1 2.87 0.43
1:T:352:VAL:H 1:T:643:GLN:NE2 2.16 0.43
1:T:622: THR:HB 1:1:604: TRP:O 2.17 0.43
1:V:352:VAL:H 1:V:643:GLN:NE2 2.17 0.43
1:Y:353:LEU:HD21 1:Y:643:GLN:HG2 2.00 0.43
1:7:377:LEU:HD21 1:3:435:PRO:HB3 1.99 0.43
1:a:435:PRO:HB3 1:8:377:LEU:HD21 1.99 0.43
1:d:237:ARG:HG2 1:d:683:GLU:HA 1.99 0.43
1:d:393:CYS:SG 1:d:395:GLU:HB2 2.57 0.43
1:e:651:VAL:HG12 1:e:668:ILE:HD12 1.99 0.43
1:g:484:GLN:HB3 1:g:534:MET:HE2 2.01 0.43
1:3:507:HIS:HD2 1:3:512:ASP:OD1 2.00 0.43
1:m:352:VAL:H 1:m:643:GLN:NE2 2.16 0.43
1:p:352:VAL:H 1:p:643:GLN:NE2 2.17 0.43
1:q:353:LEU:HD21 1:q:643:GLN:HG2 2.00 0.43
1:r:352: VAL:H 1:1:643:GLN:NE2 2.16 0.43
1:u:431:ARG:HD2 1:v:377:LEU:HD13 2.00 0.43

Continued on next page...




Page 155

Full wwPDB EM Validation Report

EMD-23205, 7L6I

Continued from previous page...

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

1:u:652:PRO:HG3 1:5:368:VAL:HG11 2.00 0.43
1:v:652:PRO:HG3 1:1:368:VAL:HG11 2.00 0.43
1:w:285:ARG:NH1 1:y:440:TYR:CE1 2.87 0.43
1:x:440:TYR:CE1 1:y:285:ARG:NH1 2.86 0.43
1:2:285:ARG:NH1 1:2:440:TYR:CE1 2.86 0.43
1:1:440:TYR:CE1 1:2:285:ARG:NH1 2.87 0.43
1:7:353:LEU:HD21 1:7:643:GLN:HG2 2.00 0.43
1:8:393:CYS:SG 1:8:395:GLU:HB2 2.57 0.43
1:8:505:LYS:HD3 1:8:512:ASP:HB3 1.99 0.43
1:A:652:PRO:HG3 1:B:368:VAL:HG11 2.00 0.43
1:C:505:LYS:HD3 1:C:512:ASP:HB3 1.99 0.43
1:D:285:ARG:NH1 1:P:440:TYR:CE1 2.86 0.43
1:K:440:TYR:CE1 1:a:285:ARG:NH1 2.86 0.43
1:1:352:VAL:H 1:1:643:GLN:NE2 2.16 0.43
1:P:352:VAL:H 1:P:643:GLN:NE2 2.16 0.43
1:R:583:ASN:OD1 1:R:586:ALA:N 2.40 0.43
1:W:484:GLN:HB3 1:W:534:MET:HE2 2.01 0.43
1:X:484:GLN:HB3 1:X:534:MET:HE2 2.01 0.43
1:Y:340: GLN:HG2 1:Y:401:MET:HG2 2.00 0.43
1:7:393:CYS:SG 1:7:395:GLU:HB2 2.57 0.43
1:7:505:LYS:HD3 1:7:512:ASP:HB3 1.99 0.43
1:¢:340:GLN:HG2 1:c:401:MET:HG2 2.00 0.43
1:¢:652:PRO:HG3 1:5:368:VAL:HG11 2.00 0.43
1:d:505:LYS:HD3 1:d:512:ASP:HB3 1.99 0.43
1:€:340:GLN:HG2 1l:e:401:MET:HG2 2.00 0.43
1:¢:368:VAL:HG11 1:1:652:PRO:HG3 1.99 0.43
1:2:505:LYS:HD3 1:g:512:ASP:HB3 1.99 0.43
1:g:507:HIS:HD2 1:g:512:ASP:0OD1 2.00 0.43
1:1:340:GLN:HG2 1:1:401:MET:HG2 2.00 0.43
1:j:440:TYR:CE1 1:k:285:ARG:NH1 2.87 0.43
1:j:484:GLN:HB3 1:j:534:MET:HE2 2.01 0.43
1:n:393:CYS:SG 1:n:395:GLU:HB2 2.57 0.43
1:n:484:GLN:HB3 1:n:534:MET:HE2 2.01 0.43
1:t:368:VAL:HG11 1:6:652:PRO:HG3 2.00 0.43
1:2:352:VAL:H 1:2:643:GLN:NE2 2.16 0.43
1:1:340:GLN:HG2 1:1:401:MET:HG2 2.00 0.43
1:1:435:PRO:HB3 1:2:377:LEU:HD21 1.98 0.43
1:3:285:ARG:NH1 1:4:440:TYR:CE1 2.86 0.43
1:6:484:GLN:HB3 1:6:534:MET:HE2 2.01 0.43
1:8:340:GLN:HG2 1:8:401:MET:HG2 2.00 0.43
1:A:368:VAL:HG11 1:E:652:PRO:HG3 2.00 0.43
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:B:435:PRO:HB3 1:J:377:LEU:HD21 1.98 0.43
1:B:652:PRO:HG3 1:C:368:VAL:HG11 1.99 0.43
1:H:583:ASN:OD1 1:H:586:ALA:N 2.40 0.43
1:J:251:TYR:OH 1:J:371:VAL:O 2.26 0.43
1:J:352:VAL:H 1:J:643:GLN:NE2 2.16 0.43
1:J:368:VAL:HG11 1:a:652:PRO:HG3 2.00 0.43
1:L:353:LEU:HD21 1:L:643:GLN:HG2 2.00 0.43
1:N:352:VAL:H 1:N:643:GLN:NE2 2.16 0.43
1:0:353:LEU:HD21 1:0:643:GLN:HG2 2.00 0.43
1:0:604: TRP:O 1:m:622: THR:HB 2.17 0.43
1:0:652:PRO:HG3 1:d:368:VAL:HG11 2.00 0.43
1:R:484:GLN:HB3 1:R:534:MET:HE2 2.01 0.43
1:U:368:VAL:HG11 1:e:652:PRO:HG3 2.00 0.43
1:W:440: TYR:CE1 1:Y:285:ARG:NH1 2.86 0.43
1:7:340:GLN:HG2 1:7:401:MET:HG2 2.00 0.43
1:7:484:GLN:HB3 1:7:534:MET:HE2 2.01 0.43
1:a:352:VAL:H 1:a:643:GLN:NE2 2.16 0.43
1:b:484:GLN:HB3 1:b:534:MET:HE2 2.01 0.43
1:d:484:GLN:HB3 1:d:534:MET:HE2 2.01 0.43
1:1:484:GLN:HB3 1:£:534:MET:HE2 2.01 0.43
1:1:352:VAL:H 1:1:643: GLN:NE2 2.16 0.43
1:1:377:LEU:HD13 1:k:431:ARG:HD2 1.99 0.43
1:1:435:PRO:HB3 1:j:377:LEU:HD21 1.99 0.43
1:1:353:LEU:HD21 1:1:643:GLN:HG2 2.00 0.43
1:1:652:PRO:HG3 1:n:368:VAL:HG11 2.00 0.43
1:n:505:LYS:HD3 1:n:512:ASP:HB3 1.99 0.43
1:0:440:TYR:CE1 1:p:285:ARG:NH1 2.86 0.43
1:8:577:VAL:O 1:8:591:GLY:N 2.46 0.43
1:z:353:LEU:HD21 1:2:643:GLN:HG2 2.00 0.43
1:2:368:VAL:HG11 1:3:652:PRO:HG3 2.00 0.43
1:6:440:TYR:CE1 1:7:285:ARG:NH1 2.86 0.43
1:7:340:GLN:HG2 1:7:401:-MET:HG2 2.00 0.43
1:8:352:VAL:H 1:8:643:GLN:NE2 2.16 0.43
1:A:377:LEU:HD13 1:1:431:ARG:HD2 2.00 0.43
1:B:431:ARG:HD2 1:J:377:LEU:HD13 2.00 0.43
1:B:484:GLN:HB3 1:B:534:MET:HE2 2.01 0.43
1:C:702: TYR:OH 1:L:561:GLU:OE2 2.29 0.43
1:D:431:ARG:HD2 1:N:377.:LEU:HD13 1.99 0.43
1:E:340: GLN:HG2 1:E:401:MET:HG2 2.00 0.43
1:E:440:TYR:CE1 1:Q:285:ARG:NH1 2.87 0.43
1:F:368:VAL:HG11 1:G:652:PRO:HG3 2.00 0.43
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:F:401:MET:H 1:R:226:ASN:ND2 2.13 0.43
1:J:577:VAL:O 1:J:591:GLY:N 2.46 0.43
1:K:285:ARG:NH1 1:8:440:TYR:CE1 2.87 0.43
1:M:285:ARG:NH1 1:b:440:TYR:CE1 2.86 0.43
1:N:440:TYR:CE1 1:P:285:ARG:NH1 2.86 0.43
1:0:285:ARG:NH1 1:n:440:TYR:CE1 2.86 0.43
1:0:352:VAL:H 1:0:643:GLN:NE2 2.16 0.43
1:R:377:LEU:HD13 1:U:431:ARG:HD2 2.00 0.43
1:T:353:LEU:HD21 1:T:643:GLN:HG2 2.00 0.43
1:7:352:VAL:H 1:7:643:GLN:NE2 2.16 0.43
1:7:440:TYR:CE1 1:4:285:ARG:NH1 2.87 0.43
1:c:484:GLN:HB3 1:¢:b34:MET:-HE2 2.01 0.43
1:d:440:TYR:CE1 1:1:285:ARG:NH1 2.86 0.43
1:e:484:GLN:HB3 1:e:534:MET:HE2 2.01 0.43
1:h:237:ARG:HG2 1:h:683:GLU:HA 1.99 0.43
1:m:340:GLN:HG2 1:m:401:MET:HG2 2.00 0.43
1:p:353:LEU:HD21 1:p:643:GLN:HG2 2.00 0.43
1:q:226:ASN:ND2 1:y:401:MET:H 2.13 0.43
1:q:377:LEU:HD13 1:5:431:ARG:HD2 2.00 0.43
1:q:484:GLN:HB3 1:q:534:MET:HE2 2.01 0.43
1:q:583:ASN:OD1 1:q:586:ALA:N 2.40 0.43
1:r:340: GLN:HG2 1:r:401:MET:HG2 2.00 0.43
1:w:340:GLN:HG2 1:w:401:MET:HG2 2.00 0.43
1:y:340:GLN:HG2 1:y:401:MET:HG2 2.00 0.43
1:1:352:VAL:H 1:1:643:GLN:NE2 2.16 0.43
1:1:431:ARG:HD2 1:2:377:LEU:HD13 2.00 0.43
1:2:352:VAL:H 1:2:643:GLN:NE2 2.16 0.43
1:3:226:ASN:ND2 1:8:401:MET:H 2.12 0.43
1:3:352:VAL:H 1:3:643:GLN:NE2 2.16 0.43
1:3:353:LEU:HD21 1:3:643:GLN:HG2 2.00 0.43
1:5:352:VAL:H 1:5:643:GLN:NE2 2.16 0.43
1:6:352:VAL:H 1:6:643:GLN:NE2 2.16 0.43
1:8:484:GLN:HB3 1:8:534:MET:HE2 2.01 0.43
1:8:583:ASN:OD1 1:8:586:ALA:N 2.40 0.43
1:B:352:VAL:H 1:B:643:GLN:NE2 2.16 0.43
1:C:364:PHE:HA 1:C:365:PRO:HD3 1.91 0.43
1:F:340:GLN:HG2 1:F:401:MET:HG2 2.00 0.43
1:H:226:ASN:ND2 1:1:401:MET:H 2.12 0.43
1:H:352:VAL:H 1:H:643:GLN:NE2 2.16 0.43
1:H:440: TYR:CE1 1:W:285:ARG:NH1 2.86 0.43
1:1:368:VAL:HG11 1:J:652:PRO:HG3 2.00 0.43
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:K:652:PRO:HG3 1:7:368:VAL:HG11 2.00 0.43
1:M:237:ARG:HG2 1:M:683:GLU:HA 1.99 0.43
1:N:435:PRO:HB3 1:P:377:LEU:HD21 1.99 0.43
1:Q:484:GLN:HB3 1:Q:534:MET:HE2 2.01 0.43
1:R:431:ARG:HD2 1:S:377:LEU:HD13 2.00 0.43
1:S:340:GLN:HG2 1:S:401:MET:HG2 2.00 0.43
1:T:340:GLN:HG2 1:T:401:MET:HG2 2.00 0.43
1:V:401:MET:H 1:W:226:ASN:ND2 2.13 0.43
1:W:352:VAL:H 1:W:643:GLN:NE2 2.16 0.43
1:X:285:ARG:NH1 1:¢:440:TYR:CE1 2.86 0.43
1:Y:484:GLN:HB3 1:Y:534:MET:HE2 2.00 0.43
1:a:353:LEU:HD21 1:a:643:GLN:HG2 2.00 0.43
1:a:507:HIS:HD2 1:a:512:ASP:OD1 2.00 0.43
1:b:368:VAL:HG11 1:0:652:PRO:HG3 2.00 0.43
1:1:352:VAL:H 1:1:643: GLN:NE2 2.16 0.43
1:q:431:ARG:HD2 1:r:377:LEU:HD13 2.00 0.43
1:4:652:PRO:HG3 1:y:368:VAL:HG11 2.00 0.43
1:u:368:VAL:HG11 1:2:652:PRO:HG3 2.00 0.43
1:w:440:TYR:CE1 1:x:285:ARG:NH1 2.87 0.43
1:1:484:GLN:HB3 1:1:534:MET:HE2 2.01 0.43
1:2:505:LYS:HD3 1:2:512:ASP:HB3 1.99 0.43
1:2:577:VAL:O 1:2:591:GLY:N 2.46 0.43
1:4:352:VAL:H 1:4:643:GLN:NE2 2.16 0.43
1:5:484:GLN:HB3 1:5:534:MET:HE2 2.01 0.43
1:7:484:GLN:HB3 1:7:534:MET:HE2 2.01 0.43
1:G:267:ASN:HA 1:G:270:HIS:CD2 2.54 0.43
1:H:267:ASN:HA 1:H:270:HIS:CD2 2.54 0.43
1:H:484:GLN:HB3 1:H:534:MET:HE2 2.01 0.43
1:1:340: GLN:HG2 1:1:401:MET:HG2 2.00 0.43
1:J:484:GLN:HB3 1:J:534:MET:HE2 2.01 0.43
1:K:352:VAL:H 1:K:643:GLN:NE2 2.16 0.43
1:0:318:GLN:NE2 1:P:337:SER:HA 2.34 0.43
1:R:285:ARG:NH1 1:U:440: TYR:CE1 2.86 0.43
1:R:352:VAL:H 1:R:643:GLN:NE2 2.16 0.43
1:T:652:PRO:HG3 1:1:368:VAL:HG11 2.00 0.43
1:U:577:VAL:O 1:U:591:GLY:N 2.46 0.43
1:U:579:ASN:OD1 1:U:589: THR:OG1 2.23 0.43
1:V:353:LEU:HD21 1:V:643:GLN:HG2 2.00 0.43
1:V:431:ARG:HD2 1:e:377:LEU:HD13 2.00 0.43
1:V:484:GLN:HB3 1:V:534:MET:HE2 2.01 0.43
1:W:353:LEU:HD21 | 1:W:643:GLN:HG2 2.00 0.43
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:¢:267:ASN:HA 1:¢:270:HIS:CD2 2.54 0.43
1:¢:377:LEU:HD13 1:p:431:ARG:HD2 1.99 0.43
1:¢:440: TYR:CE1 1:0:285:ARG:NH1 2.86 0.43
1:e:267:ASN:HA 1::270:HIS:CD2 2.54 0.43
1:£:431:ARG:HD2 1:h:377:LEU:HD13 1.99 0.43
1:g:702: TYR:OH 1:2:561:GLU:OE2 2.29 0.43
1:1:285:ARG:NH1 1:k:440:TYR:CE1 2.86 0.43
1:1:440:TYR:CE1 1:j:285:ARG:NH1 2.86 0.43
1:3:337:SER:HA 1:1:318:GLN:NE2 2.34 0.43
1:j:340:GLN:HG2 1:j:401:MET:HG2 2.00 0.43
1:k:237:ARG:HG2 1:k:683:GLU:HA 1.99 0.43
1:k:271:TYR:HA 1:k:380:ASN:HD22 1.84 0.43
1:m:303: TRP:HE3 1:m:731:ARG:HH21 1.62 0.43
1:m:353:LEU:HD21 1:m:643:GLN:HG2 2.00 0.43
1:p:401:MET:H 1:6:226:ASN:ND2 2.13 0.43
1:q:285:ARG:NH1 1:5:440:TYR:CE1 2.86 0.43
1:t:431:ARG:HD2 1:u:377:LEU:HD13 2.00 0.43
1:u:340:GLN:HG2 1:u:401:MET:HG2 2.00 0.43
1:w:352:VAL:H 1:w:643:GLN:NE2 2.16 0.43
1:x:484:GLN:HB3 1:x:534:MET:-HE2 2.01 0.43
1:2:353:LEU:HD21 1:2:643:GLN:HG2 2.00 0.43
1:5:267:ASN:HA 1:5:270:HIS:CD2 2.54 0.43
1:5:440:TYR:CE1 1:6:285:ARG:NH1 2.86 0.43
1:6:353:LEU:HD21 1:6:643:GLN:HG2 2.00 0.43
1:D:271:TYR:HA 1:D:380:ASN:HD22 1.84 0.43
1:D:623:ASP:CG 1:P:421:SER:HG 2.23 0.43
1:E:352:VAL:H 1:E:643:GLN:NE2 2.16 0.43
1:H:271: TYR:HA 1:H:380:ASN:HD22 1.84 0.43
1:H:340:GLN:HG2 1:H:401:MET:HG2 2.00 0.43
1:H:505:LYS:HD3 1:H:512:ASP:HB3 1.99 0.43
1:1:352:VAL:H 1:1:643:GLN:NE2 2.16 0.43
1:J:353:LEU:HD21 1:J:643:GLN:HG2 2.00 0.43
1:1L:340:GLN:HG2 1:L:401:MET:HG2 2.00 0.43
1:M:484:GLN:HB3 1:M:534:MET:HE2 2.01 0.43
1:N:368:VAL:HG11 1:m:652:PRO:HG3 2.00 0.43
1:N:484:GLN:HB3 1:N:534:MET:HE2 2.01 0.43
1:P:340:GLN:HG2 1:P:401:MET:HG2 2.00 0.43
1:T:303:TRP:HE3 1:T:731:ARG:HH21 1.62 0.43
1:T:318:GLN:NE2 1:U:337:SER:HA 2.34 0.43
1:W:271:TYR:HA 1:W:380:ASN:HD22 1.84 0.43
1:Y:368:VAL:HG11 1:4:652:PRO:HG3 2.00 0.43
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:7:353:LEU:HD21 1:7:643:GLN:HG2 2.00 0.43
1:7:401:MET:H 1:a:226:ASN:ND2 2.12 0.43
1:1:364:PHE:HA 1:1:365:PRO:HD3 1.91 0.43
1:g:364:PHE:HA 1:¢:365:PRO:HD3 1.91 0.43
1:h:368:VAL:HG11 1:1:652:PRO:HG3 2.01 0.43
1:1:484:GLN:HB3 1:1:534:MET:HE2 2.01 0.43
1:p:484:GLN:HB3 1:p:534:MET:HE2 2.01 0.43
1:t:267:ASN:HA 1:t:270:HIS:CD2 2.54 0.43
1:u:352:VAL:H 1:u:643:GLN:NE2 2.16 0.43
1:v:368:VAL:HG11 1:w:652:PRO:HG3 2.00 0.43
1:y:484:GLN:HB3 1:y:534:MET:HE2 2.01 0.43
1:2:340:GLN:HG2 1:z:401:MET:HG2 2.00 0.43
1:2:484:GLN:HB3 1:2:534:MET:HE2 2.01 0.43
1:3:507:HIS:HD2 1:3:512:ASP:OD1 2.00 0.43
1:5:505:LYS:HD3 1:5:512:ASP:HB3 1.99 0.43
1:8:267:ASN:HA 1:8:270:HIS:CD2 2.54 0.43
1:A:267:ASN:HA 1:A:270:HIS:CD2 2.54 0.43
1:A:431:ARG:HD2 1:G:377:LEU:HD13 2.00 0.43
1:D:237:ARG:HG2 1:D:683:GLU:HA 1.99 0.43
1:D:337:SER:HA 1:E:318:GLN:NE2 2.34 0.43
1:D:440:TYR:CE1 1:N:285:ARG:NH1 2.86 0.43
1:F:484:GLN:HB3 1:F:534:MET:HE2 2.01 0.43
1:G:433:MET:SD 1:G:468:-MET:HG2 2.59 0.43
1:G:440:TYR:CE1 1:1:285:ARG:NH1 2.87 0.43
1:H:337:SER:HA 1:7:318:GLN:NE2 2.34 0.43
1:H:652:PRO:HG3 1:7:368:VAL:HG11 2.00 0.43
1:1:267:ASN:HA 1:1:270:HIS:CD2 2.54 0.43
1:1:353:LEU:HD21 1:1:643: GLN:HG2 2.00 0.43
1:J:505:LYS:HD3 1:J:512:ASP:HB3 1.99 0.43
1:M:337:SER:HA 1:¢:318:GLN:NE2 2.34 0.43
1:0:368:VAL:HG11 1:P:652:PRO:HG3 2.00 0.43
1:P:267:ASN:HA 1:P:270:HIS:CD2 2.54 0.43
1:P:353:LEU:HD21 1:P:643:GLN:HG2 2.00 0.43
1:T:267:ASN:HA 1:T:270:HIS:CD2 2.54 0.43
1:V:652:PRO:HG3 | 1:W:368:VAL:HG11 2.00 0.43
1:X:352:VAL:H 1:X:643:GLN:NE2 2.16 0.43
1:X:417:VAL:HG21 1:X:635:PHE:HB3 2.01 0.43
1:7:267:ASN:HA 1:7:270:HIS:CD2 2.54 0.43
1:7:285:ARG:NH1 1:3:440:TYR:CE1 2.86 0.43
1:¢:352:VAL:H 1:¢c:643:GLN:NE2 2.16 0.43
1:j:353:LEU:HD21 1:j:643:GLN:HG2 2.00 0.43
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:j:652:PRO:HG3 1:1:368:VAL:HG11 2.00 0.43
1:k:337:SER:HA 1:w:318:GLN:NE2 2.34 0.43
1:m:318:GLN:NE2 1:5:337:SER:HA 2.34 0.43
1:n:352:VAL:H 1:n:643:GLN:NE2 2.16 0.43
1:0:352:VAL:H 1:0:643:GLN:NE2 2.16 0.43
1:0:417:VAL:HG21 1:0:635:PHE:HB3 2.01 0.43
1:p:652:PRO:HG3 1:6:368:VAL:HG11 2.00 0.43
1:q:352:VAL:H 1:q:643:GLN:NE2 2.16 0.43
1:5:340:GLN:HG2 1:5:401:MET:HG2 2.00 0.43
1:t:271: TYR:HA 1:t:380:ASN:HD22 1.84 0.43
1:4:377:LEU:HD13 1:v:431:ARG:HD2 2.00 0.43
1:u:267:ASN:HA 1:u:270:HIS:CD2 2.54 0.43
1:u:271:TYR:HA 1:u:380:ASN:HD22 1.84 0.43
1:v:267:ASN:HA 1:v:270:HIS:CD2 2.54 0.43
1:w:484:GLN:HB3 1:w:534:MET:HE2 2.01 0.43
1:y:353:LEU:HD21 1:y:643:GLN:HG2 2.00 0.43
1:2:267:ASN:HA 1:2:270:HIS:CD2 2.54 0.43
1:5:271:TYR:HA 1:5:380:ASN:HD22 1.84 0.43
1:5:337:SER:HA 1:8:318:GLN:NE2 2.34 0.43
1:5:583:ASN:OD1 1:5:586:ALA:N 2.40 0.43
1:5:652:PRO:HG3 1:8:368:VAL:HG11 2.00 0.43
1:6:433:MET:SD 1:6:468:MET:HG2 2.59 0.43
1:8:353:LEU:HD21 1:8:643:GLN:HG2 2.00 0.43
1:B:285:ARG:NH1 1:L:440:TYR:CE1 2.86 0.43
1:D:417:VAL:HG21 1:D:635:PHE:HB3 2.01 0.43
1:E:417:VAL:HG21 1:E:635:PHE:HB3 2.01 0.43
1:E:484:GLN:HB3 1:E:534:MET:HE2 2.01 0.43
1:F:267:ASN:HA 1:F:270:HIS:CD2 2.54 0.43
1:F:353:LEU:HD21 1:F:643:GLN:HG2 2.00 0.43
1:G:271:TYR:HA 1:G:380:ASN:HD22 1.84 0.43
1:H:433:MET:SD 1:H:468:MET:HG2 2.59 0.43
1:I:271: TYR:HA 1:1:380:ASN:HD22 1.84 0.43
1:L:267:ASN:HA 1:L:270:HIS:CD2 2.54 0.43
1:L:433:MET:SD 1:L:468:MET:HG2 2.59 0.43
1:P:417:VAL:HG21 1:P:635:PHE:HB3 2.01 0.43
1:S:618:LYS:HB2 1:S:640:PRO:HG3 2.01 0.43
1:U:340:GLN:HG2 1:U:401:MET:HG2 2.00 0.43
1:U:353:LEU:HD21 1:U:643:GLN:HG2 2.00 0.43
1:7:337:SER:HA 1:a:318:GLN:NE2 2.34 0.43
1:a:440:TYR:CE1 1:8:285:ARG:NH1 2.86 0.43
1:b:433:MET:SD 1:b:468: MET:HG2 2.59 0.43
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:d:352:VAL:H 1:d:643:GLN:NE2 2.16 0.43
1:d:417:VAL:HG21 1:d:635:PHE:HB3 2.01 0.43
1:1:433:MET:SD 1:1:468:MET:HG2 2.59 0.43
1:j:267:ASN:HA 1:j:270:HIS:CD2 2.54 0.43
1:k:267:ASN:HA 1:k:270:HIS:CD2 2.54 0.43
1:k:353:LEU:HD21 1:k:643:GLN:HG2 2.00 0.43
1:k:417:VAL:HG21 1:k:635:PHE:HB3 2.01 0.43
1:m:267:ASN:HA 1:m:270:HIS:CD2 2.54 0.43
1:m:417:VAL:HG21 1:m:635:PHE:HB3 2.01 0.43
1:n:417:VAL:HG21 1:n:635:PHE:HB3 2.01 0.43
1:q:618:LYS:HB2 1:q:640:PRO:HG3 2.01 0.43
1:r:618:LYS:HB2 1:r:640:PRO:HG3 2.01 0.43
1:5:353:LEU:HD21 1:5:643:GLN:HG2 2.00 0.43
1:t:433:MET:SD 1:t:468:MET:HG2 2.59 0.43
1:u:401:MET:H 1:5:226:ASN:ND2 2.12 0.43
1:w:417:VAL:HG21 1:w:635:PHE:HB3 2.01 0.43
1:w:433:MET:SD 1:w:468: MET:HG2 2.59 0.43
1:3:237:ARG:HG2 1:3:683:GLU:HA 1.99 0.43
1:3:267:ASN:HA 1:3:270:HIS:CD2 2.54 0.43
1:3:318:GLN:NE2 1:8:337:SER:HA 2.34 0.43
1:5:340:GLN:HG2 1:5:401:MET:HG2 2.00 0.43
1:6:271:TYR:HA 1:6:380:ASN:HD22 1.84 0.43
1:C:285:ARG:NH1 1:M:440:TYR:CE1 2.87 0.42
1:C:337:SER:HA 1:D:318:GLN:NE2 2.34 0.42
1:E:433:MET:SD 1:E:468:MET:HG2 2.59 0.42
1:M:318:GLN:NE2 1:N:337:SER:HA 2.34 0.42
1:M:506:TYR:CZ 1:M:513:SER:HB3 2.54 0.42
1:0:431:ARG:HD2 1:m:377:LEU:HD13 2.00 0.42
1:Q:352:VAL:H 1:Q:643:GLN:NE2 2.16 0.42
1:R:337:SER:HA 1:V:318:GLN:NE2 2.34 0.42
1:R:618:LYS:HB2 1:R:640:PRO:HG3 2.01 0.42
1:S:440: TYR:CE1 1:U:285:ARG:NH1 2.86 0.42
1:S:484:GLN:HB3 1:S:534:MET:HE2 2.01 0.42
1:T:377:LEU:HD13 1:1:431:ARG:HD2 2.00 0.42
1:T:417:VAL:HG21 1:T:635:PHE:HB3 2.01 0.42
1:V:267:ASN:HA 1:V:270:HIS:CD2 2.54 0.42
1:V:337:SER:HA 1:W:318:GLN:NE2 2.34 0.42
1:W:433:MET:SD 1:W:468:-MET:HG2 2.59 0.42
1:7:618:LYS:HB2 1:7:640:PRO:HG3 2.01 0.42
1:a:267:ASN:HA 1:a:270:HIS:CD2 2.54 0.42
1:a:417:VAL:HG21 1:a:635:PHE:HB3 2.01 0.42
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:b:352:VAL:H 1:b:643:GLN:NE2 2.16 0.42
1:e:352:VAL:H 1:e:643:GLN:NE2 2.16 0.42
1:h:226:ASN:ND2 1:1:401:MET:H 2.14 0.42
1:h:417:VAL:HG21 1:h:635:PHE:HB3 2.01 0.42
1:h:484:GLN:HB3 1:h:534:MET:HE2 2.01 0.42
1:h:506:TYR:CZ 1:h:513:SER:HB3 2.55 0.42
1:j:417:-VAL:HG21 1:j:635:PHE:HB3 2.01 0.42
1:j:421:SER:HG 1:k:623:ASP:CG 2.23 0.42
1:m:433:MET:SD 1:m:468:MET:HG2 2.59 0.42
1:m:618:LYS:HB2 1:m:640:PRO:HG3 2.01 0.42
1:0:318:GLN:NE2 1:7:337:SER:HA 2.34 0.42
1:p:267:ASN:HA 1:p:270:HIS:CD2 2.54 0.42
1:r:337:SER:HA 1:x:318:GLN:NE2 2.34 0.42
1:r:447:-THR:HG1 1:5:498:PHE:H 1.66 0.42
1:1:484:GLN:HB3 1:r:534:MET:HE2 2.01 0.42
1:5:506: TYR:CZ 1:5:513:SER:HB3 2.54 0.42
1:u:318:GLN:NE2 1:2:337:SER:HA 2.34 0.42
1:u:353:LEU:HD21 1:u:643:GLN:HG2 2.00 0.42
1:u:691:ARG:HD3 1:u:695:GLU:CG 2.50 0.42
1:w:506:TYR:CZ 1:w:513:SER:HB3 2.54 0.42
1:x:352:VAL:H 1:x:643:GLN:NE2 2.16 0.42
1:x:433:MET:SD 1:x:468:MET:HG2 2.59 0.42
1:y:267:ASN:HA 1:y:270:HIS:CD2 2.54 0.42
1:2:433:MET:SD 1:z:468: MET:HG2 2.59 0.42
1:2:440:TYR:CE1 1:1:285:ARG:NH1 2.86 0.42
1:2:577:VAL:O 1:2z:591:GLY:N 2.46 0.42
1:1:267:ASN:HA 1:1:270:HIS:CD2 2.54 0.42
1:1:579:ASN:OD1 1:1:589: THR:0G1 2.23 0.42
1:5:433:MET:SD 1:5:468:-MET:HG2 2.59 0.42
1:7:251:TYR:OH 1:7:371:VAL:O 2.26 0.42
1:7:618:LYS:HB2 1:7:640:PRO:HG3 2.01 0.42
1:8:618:LYS:HB2 1:8:640:PRO:HG3 2.01 0.42
1:A:337:SER:HA 1:B:318:GLN:NE2 2.34 0.42
1:B:267:ASN:HA 1:B:270:HIS:CD2 2.54 0.42
1:C:577:VAL:O 1:C:591:GLY:N 2.46 0.42
1:D:267:ASN:HA 1:D:270:HIS:CD2 2.54 0.42
1:D:353:LEU:HD21 1:D:643:GLN:HG2 2.00 0.42
1:E:271:TYR:HA 1:E:380:ASN:HD22 1.84 0.42
1:E:506: TYR:CZ 1:E:513:SER:HB3 2.54 0.42
1:H:618:LYS:HB2 1:H:640:PRO:HG3 2.01 0.42
1:1:691:ARG:HD3 1:1:695:GLU:CG 2.50 0.42
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Atom-1 Atom-2 distance (A) overlap (A)

1:J:267:ASN:HA 1:J:270:HIS:CD2 2.54 0.42
1:J:433:MET:SD 1:J:468:MET:HG2 2.60 0.42
1:K:353:LEU:HD21 1:K:643:GLN:HG2 2.00 0.42
1:L:271:TYR:HA 1:L:380:ASN:HD22 1.84 0.42
1:N:506: TYR:CZ 1:N:513:SER:HB3 2.54 0.42
1:N:584:SER:HA 1:P:494:ASN:HA 2.01 0.42
1:0:421:SER:HG 1:m:623:ASP:CG 2.24 0.42
1:0:506:TYR:CZ 1:0:513:SER:HB3 2.55 0.42
1:Q:318:GLN:NE2 1:5:337:SER:HA 2.34 0.42
1:Q:417:VAL:HG21 1:Q:635:PHE:HB3 2.01 0.42
1:Q:433:MET:SD 1:Q:468:MET:HG2 2.59 0.42
1:Q:691:ARG:HD3 1:Q:695:GLU:CG 2.50 0.42
1:R:417:VAL:HG21 1:R:635:PHE:HB3 2.01 0.42
1:R:691:ARG:HD3 1:R:695:GLU:CG 2.50 0.42
1:S:447: THR:HG1 1:U:498:PHE:H 1.66 0.42
1:T:433:MET:SD 1:T:468: MET:HG2 2.59 0.42
1:T:506:TYR:CZ 1:T:513:SER:HB3 2.55 0.42
1:T:618:LYS:HB2 1:T:640:PRO:HG3 2.01 0.42
1:U:506:TYR:CZ 1:U:513:SER:HB3 2.54 0.42
1:W:691:ARG:HD3 1:W:695:GLU:CG 2.50 0.42
1:X:271:TYR:HA 1:X:380:ASN:HD22 1.84 0.42
1:Y:618:LYS:HB2 1:Y:640:PRO:HG3 2.01 0.42
1:a:237:ARG:HG2 1:a:683:GLU:HA 1.99 0.42
1:d:433:MET:SD 1:d:468: MET:HG2 2.59 0.42
1:1:352:VAL:H 1:1:643:GLN:NE2 2.16 0.42
1:g:337:SER:HA 1:k:318:GLN:NE2 2.34 0.42
1:g:377:LEU:HD21 1:h:435:PRO:HB3 2.00 0.42
1:1:506: TYR:CZ 1:1:513:SER:HB3 2.54 0.42
1:1:584:SER:HA 1:j:494:ASN:HA 2.01 0.42
1:1:506: TYR:CZ 1:1:513:SER:HB3 2.55 0.42
1:m:506:TYR:CZ 1:m:513:SER:HB3 2.55 0.42
1:n:433:MET:SD 1:n:468: MET:HG2 2.59 0.42
1:p:318:GLN:NE2 1:q:337:SER:HA 2.34 0.42
1:p:337:SER:HA 1:6:318:GLN:NE2 2.34 0.42
1:p:506:TYR:CZ 1:p:513:SER:HB3 2.54 0.42
1:q:417:-VAL:HG21 1:q:635:PHE:HB3 2.01 0.42
1:q:440:TYR:CE1 1:r:285:ARG:NH1 2.87 0.42
1:q:691:ARG:HD3 1:q:695:GLU:CG 2.50 0.42
1:1:431:ARG:HD2 1:5:377:LEU:HD13 2.00 0.42
1:1:440: TYR:CE1 1:5:285:ARG:NH1 2.86 0.42
1:t:440:TYR:CE1 1:u:285:ARG:NH1 2.87 0.42
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:t:691:ARG:HD3 1:t:695:GLU:CG 2.49 0.42
1:v:271:TYR:HA 1:v:380:ASN:HD22 1.84 0.42
1:w:271: TYR:HA 1:w:380:ASN:HD22 1.84 0.42
1:x:691:ARG:HD3 1:x:695:GLU:CG 2.50 0.42
1:z:271:TYR:HA 1:2:380:ASN:HD22 1.84 0.42
1:2:267:ASN:HA 1:2:270:HIS:CD2 2.54 0.42
1:2:303: TRP:HE3 1:2:731:ARG:HH21 1.62 0.42
1:2:433:MET:SD 1:2:468:MET:HG2 2.60 0.42
1:3:417:VAL:HG21 1:3:635:PHE:HB3 2.01 0.42
1:4:433:MET:SD 1:4:468:-MET:HG2 2.59 0.42
1:5:295: TRP:CD2 1:5:611:LEU:HD13 2.55 0.42
1:6:691:ARG:HD3 1:6:695:GLU:CG 2.50 0.42
1:7:506:TYR:CZ 1:7:513:SER:HB3 2.54 0.42
1:A:271:TYR:HA 1:A:380:ASN:HD22 1.84 0.42
1:A:691:ARG:HD3 1:A:695:GLU:CG 2.50 0.42
1:C:506:TYR:CZ 1:C:513:SER:HB3 2.54 0.42
1:D:295: TRP:CD2 1:D:611:LEU:HD13 2.55 0.42
1:D:340: GLN:HG2 1:D:401:MET:HG2 2.00 0.42
1:G:353:LEU:HD21 1:G:643:GLN:HG2 2.00 0.42
1:G:691:ARG:HD3 1:G:695:GLU:CG 2.49 0.42
1:H:295:TRP:CD2 1:H:611:LEU:HD13 2.55 0.42
1:H:351:TYR:CZ 1:H:353:LEU:HB2 2.55 0.42
1:1:318:GLN:NE2 1:J:337:SER:HA 2.34 0.42
1:J:303: TRP:HE3 1:J:731:ARG:HH21 1.62 0.42
1:J:618:LYS:HB2 1:J:640:PRO:HG3 2.01 0.42
1:K:433:MET:SD 1:K:468:MET:HG2 2.59 0.42
1:L:368:VAL:HG11 1:b:652:PRO:HG3 2.00 0.42
1:L:417:VAL:HG21 1:1L:635:PHE:HB3 2.01 0.42
1:L:577:VAL:O 1:1:591:GLY:N 2.46 0.42
1:M:417:VAL:HG21 1:M:635:PHE:HB3 2.01 0.42
1:N:267:ASN:HA 1:N:270:HIS:CD2 2.54 0.42
1:0:618:LYS:HB2 1:0:640:PRO:HG3 2.01 0.42
1:Q:267:ASN:HA 1:Q:270:HIS:CD2 2.54 0.42
1:R:440:TYR:CE1 1:S:285:ARG:NH1 2.87 0.42
1:S:431:ARG:HD2 1:U:377:LEU:HD13 2.00 0.42
1:S:506: TYR:CZ 1:S:513:SER:HB3 2.54 0.42
1:V:506: TYR:CZ 1:V:513:SER:HB3 2.54 0.42
1:Y:251:TYR:OH 1:Y:371:VAL:O 2.26 0.42
1:a:431:ARG:HD2 1:8:377:LEU:HD13 2.00 0.42
1:b:364:PHE:HA 1:b:365:PRO:HD3 1.91 0.42
1:¢:353:LEU:HD21 1:¢:643:GLN:HG2 2.00 0.42
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:e:318:GLN:NE2 1:h:337:SER:HA 2.35 0.42
1:£:652:PRO:HG3 1:2:368:VAL:HG11 2.00 0.42
1:j:584:SER:HA 1:k:494:ASN:HA 2.01 0.42
1:k:295:TRP:CD2 1:k:611:LEU:HD13 2.55 0.42
1:m:295: TRP:CD2 1:m:611:LEU:HD13 2.55 0.42
1:n:506:TYR:CZ 1:n:513:SER:HB3 2.54 0.42
1:0:271:TYR:HA 1:0:380:ASN:HD22 1.84 0.42
1:0:433:MET:SD 1:0:468:MET:HG2 2.59 0.42
1:r:577:VAL:O 1:r:591:GLY:N 2.46 0.42
1:t:353:LEU:HD21 1:t:643:GLN:HG2 2.00 0.42
1:v:506: TYR:CZ 1:v:513:SER:HB3 2.54 0.42
1:v:691:ARG:HD3 1:v:695:GLU:CG 2.50 0.42
1:x:364:PHE:HA 1:x:365:PRO:HD3 1.91 0.42
1:x:417:VAL:HG21 1:x:635:PHE:HB3 2.01 0.42
1:2:417:VAL:HG21 1:2z:635:PHE:HB3 2.01 0.42
1:4:267:ASN:HA 1:4:270:HIS:CD2 2.54 0.42
1:4:353:LEU:HD21 1:4:643:GLN:HG2 2.00 0.42
1:5:224:SER:HG 1:5:316:ASN:H 1.63 0.42
1:5:351:TYR:CZ 1:5:353:LEU:HB2 2.55 0.42
1:5:618:LYS:HB2 1:5:640:PRO:HG3 2.01 0.42
1:6:506:TYR:CZ 1:6:513:SER:HB3 2.54 0.42
1:7:352:VAL:H 1:7:643:GLN:NE2 2.16 0.42
1:A:433:MET:SD 1:A:468:MET:HG2 2.59 0.42
1:A:506:TYR:CZ 1:A:513:SER:HB3 2.54 0.42
1:D:494:ASN:HA 1:P:584:SER:HA 2.01 0.42
1:E:691:ARG:HD3 1:E:695:GLU:.CG 2.50 0.42
1:F:271:TYR:HA 1:F:380:ASN:HD22 1.84 0.42
1:F:691:ARG:HD3 1:F:695:GLU:CG 2.50 0.42
1:G:352:VAL:H 1:G:643:GLN:NE2 2.16 0.42
1:1:506: TYR:CZ 1:1:513:SER:HB3 2.54 0.42
1:J:295:TRP:CD2 1:J:611:LEU:HD13 2.55 0.42
1:K:267:ASN:HA 1:K:270:HIS:CD2 2.54 0.42
1:L:318:GLN:NE2 1:b:337:SER:HA 2.35 0.42
1:N:351:TYR:CZ 1:N:353:LEU:HB2 2.55 0.42
1:0:271:TYR:HA 1:0:380:ASN:HD22 1.84 0.42
1:0:401:MET:HE1 1:d:675:GLN:HG3 2.02 0.42
1:Q:340:GLN:HG2 1:Q:401:MET:HG2 2.00 0.42
1:Q:561:GLU:OE2 1:R:702:TYR:OH 2.29 0.42
1:R:433:MET:SD 1:R:468:MET:HG2 2.59 0.42
1:S:433:MET:SD 1:S:468: MET:HG2 2.60 0.42
1:S:577:VAL:O 1:S:591:GLY:N 2.46 0.42
Continued on next page...
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Atom-1 Atom-2 distance (A) overlap (A)

1:T:295:TRP:CD2 1:T:611:LEU:HD13 2.55 0.42
1:T:675:GLN:HG3 1:U:401:MET:HE1 2.02 0.42
1:U:433:MET:SD 1:U:468:MET:HG2 2.59 0.42
1:V:691:ARG:HD3 1:V:695:GLU:CG 2.50 0.42
1:W:267:ASN:HA 1:W:270:HIS:CD2 2.54 0.42
1:X:295: TRP:CD2 1:X:611:LEU:HD13 2.55 0.42
1:X:433:MET:SD 1:X:468:MET:HG2 2.59 0.42
1:Y:352:VAL:H 1:Y:643:GLN:NE2 2.16 0.42
1:Y:506: TYR:CZ 1:Y:513:SER:HB3 2.55 0.42
1:7:377:LEU:HD13 1:3:431:ARG:HD?2 2.00 0.42
1:b:267:ASN:HA 1:b:270:HIS:CD2 2.54 0.42
1:d:267:ASN:HA 1:d:270:HIS:CD2 2.54 0.42
1:d:506:TYR:CZ 1:d:513:SER:HB3 2.54 0.42
1:e:353:LEU:HD21 1:€:643:GLN:HG2 2.00 0.42
1:£:267:ASN:HA 1:£:270:HIS:CD2 2.54 0.42
1:g:506: TYR:CZ 1:g:513:SER:HB3 2.54 0.42
1:1:267:ASN:HA 1:1:270:HIS:CD2 2.54 0.42
1:1:351:TYR:CZ 1:1:353:LEU:HB2 2.55 0.42
1:1:271: TYR:HA 1:1:380:ASN:HD22 1.84 0.42
1:1:401:MET:HE1 1:n:675:GLN:HG3 2.02 0.42
1:1:618:LYS:HB2 1:1:640:PRO:HG3 2.01 0.42
1:m:271:TYR:HA 1:m:380:ASN:HD22 1.84 0.42
1:n:267:ASN:HA 1:n:270:HIS:CD2 2.54 0.42
1:0:295: TRP:CD2 1:0:611:LEU:HD13 2.55 0.42
1:p:675:GLN:HG3 1:q:401:MET:HE1 2.02 0.42
1:p:691:ARG:HD3 1:p:695:GLU:CG 2.50 0.42
1:q:433:MET:SD 1:q:468:MET:HG2 2.59 0.42
1:1:506: TYR:CZ 1:r:513:SER:HB3 2.54 0.42
1:1:652:PRO:HG3 1:x:368:VAL:HG11 2.00 0.42
1:5:433:MET:SD 1:5:468:MET:HG2 2.59 0.42
1:t:352:VAL:H 1:t:643:GLN:NE2 2.16 0.42
1:t:506: TYR:CZ 1:t:513:SER:HB3 2.54 0.42
1:w:691:ARG:HD3 1:w:695:GLU:CG 2.50 0.42
1:y:691:ARG:HD3 1:y:695:GLU:CG 2.50 0.42
1:2:295:TRP:CD2 1:2:611:LEU:HD13 2.55 0.42
1:4:618:LYS:HB2 1:4:640:PRO:HG3 2.01 0.42
1:6:267:ASN:HA 1:6:270:HIS:CD2 2.54 0.42
1:8:579:ASN:OD1 1:8:589: THR:OG1 2.23 0.42
1:A:398:PRO:HA 1:B:227:TRP:0O 2.20 0.42
1:B:271:TYR:HA 1:B:380:ASN:HD22 1.84 0.42
1:B:506: TYR:CZ 1:B:513:SER:HB3 2.54 0.42
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Atom-1 Atom-2 distance (A) overlap (A)

1:C:351:TYR:CZ 1:C:353:LEU:HB2 2.55 0.42
1:C:352:VAL:H 1:C:643:GLN:NE2 2.17 0.42
1:G:351:TYR:CZ 1:G:353:LEU:HB2 2.55 0.42
1:1:351: TYR:CZ 1:1:353:LEU:HB2 2.55 0.42
1:K:618:LYS:HB2 1:K:640:PRO:HG3 2.01 0.42
1:L:351:TYR:CZ 1:L:353:LEU:HB2 2.55 0.42
1:M:401:MET:HE1 1:¢:675:GLN:HG3 2.02 0.42
1:0:433:MET:SD 1:0:468:MET:HG2 2.59 0.42
1:Q:368:VAL:HG11 1:5:652:PRO:HGS3 2.00 0.42
1:R:401:MET:HE1 1:V:675:GLN:HG3 2.02 0.42
1:S:691:ARG:HD3 1:S:695:GLU:CG 2.50 0.42
1:V:401:MET:HE1 1:W:675:GLN:HG3 2.02 0.42
1:W:506:TYR:CZ 1:W:513:SER:HB3 2.54 0.42
1:X:398:PRO:HA 1:£:227:TRP:O 2.19 0.42
1:7:691:ARG:HD3 1:7:695:GLU:CG 2.50 0.42
1:¢:351: TYR:CZ 1:¢:353:LEU:HB2 2.55 0.42
1:¢:618:LYS:HB2 1:¢:640:PRO:HG3 2.01 0.42
1:d:295: TRP:CD2 1:d:611:LEU:HD13 2.55 0.42
1:d:351:TYR:CZ 1:d:353:LEU:HB2 2.55 0.42
1:d:691:ARG:HD3 1:d:695:GLU:CG 2.50 0.42
1:e:351:TYR:CZ 1:e:353:LEU:HB2 2.55 0.42
1::506:TYR:CZ 1:e:513:SER:HB3 2.54 0.42
1:¢:618:LYS:HB2 1:¢:640:PRO:HG3 2.01 0.42
1:2:318:GLN:NE2 1:1:337:SER:HA 2.34 0.42
1:g:352:VAL:H 1:g:643:GLN:NE2 2.16 0.42
1:¢:398:PRO:HA 1:k:227:TRP:0O 2.20 0.42
1:h:271:TYR:HA 1:h:380:ASN:HD22 1.84 0.42
1:h:433:MET:SD 1:h:468:MET:HG2 2.59 0.42
1:1:618:LYS:HB2 1:1:640:PRO:HG3 2.01 0.42
1:j:561:GLU:OE2 1:w:702:TYR:OH 2.28 0.42
1:k:340:GLN:HG2 1:k:401:MET:HG2 2.00 0.42
1:1:267:ASN:HA 1:1:270:HIS:CD2 2.54 0.42
1:m:675:GLN:HG3 1:5:401:MET:HE1 2.02 0.42
1:n:295: TRP:CD2 1:n:611:LEU:HD13 2.55 0.42
1:n:351:TYR:CZ 1:n:353:LEU:HB2 2.55 0.42
1:0:340:GLN:HG2 1:0:401:MET:HG2 2.00 0.42
1:p:401:MET:HE1 1:6:675:GLN:HG3 2.02 0.42
1:q:506:TYR:CZ 1:q:513:SER:HB3 2.54 0.42
1:q:702:TYR:OH 1:x:561:GLU:OE2 2.29 0.42
1:1:691:ARG:HD3 1:1:695:GLU:CG 2.50 0.42
1:5:691:ARG:HD3 1:5:695:GLU:CG 2.50 0.42
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:t:285:ARG:NH1 1:v:440:TYR:CE1 2.87 0.42
1:u:351:TYR:CZ 1:u:353:LEU:HB2 2.55 0.42
1:u:506:TYR:CZ 1:u:513:SER:HB3 2.54 0.42
1:v:433:MET:SD 1:v:468: MET:HG2 2.59 0.42
1:x:267:ASN:HA 1:x:270:HIS:CD2 2.54 0.42
L:y:271:TYR:HA 1:y:380:ASN:HD22 1.84 0.42
1:2:351:TYR:CZ 1:2:353:LEU:HB2 2.55 0.42
1:1:506: TYR:CZ 1:1:513:SER:HB3 2.54 0.42
1:2:618:LYS:HB2 1:2:640:PRO:HG3 2.01 0.42
1:3:295: TRP:CD2 1:3:611:LEU:HD13 2.55 0.42
1:4:484:GLN:HB3 1:4:534:MET:HE2 2.01 0.42
1:5:417:VAL:HG21 1:5:635:PHE:HB3 2.01 0.42
1:5:494:ASN:HA 1:7:584:SER:HA 2.01 0.42
1:8:691:ARG:HD3 1:8:695:GLU:CG 2.50 0.42
1:A:353:LEU:HD21 1:A:643:GLN:HG2 2.00 0.42
1:B:337:SER:HA 1:C:318:GLN:NE2 2.34 0.42
1:B:579:ASN:OD1 1:B:589: THR:OG1 2.23 0.42
1:C:401:MET:HE1 1:D:675:GLN:HG3 2.02 0.42
1:C:652:PRO:HG3 1:D:368:VAL:HG11 2.00 0.42
1:G:484:GLN:HB3 1:G:534:-MET:HE2 2.01 0.42
1:G:506:TYR:CZ 1:G:513:SER:HB3 2.54 0.42
1:H:318:GLN:NE2 1:1:337:SER:HA 2.34 0.42
1:H:417:VAL:HG21 1:H:635:PHE:HB3 2.01 0.42
1:H:494:ASN:HA 1:Y:584:SER:HA 2.01 0.42
1:1:417:VAL:HG21 1:1:635:PHE:HB3 2.01 0.42
1:K:484:GLN:HB3 1:K:534:MET:-HE2 2.01 0.42
1:M:271:TYR:HA 1:M:380:ASN:HD22 1.84 0.42
1:M:295: TRP:CD2 1:M:611:LEU:HD13 2.55 0.42
1:M:377:LEU:HD13 1:b:431:ARG:HD2 2.00 0.42
1:M:433:MET:SD 1:M:468:MET:HG2 2.59 0.42
1:N:514:LEU:HD11 1:N:535:HIS:CD2 2.55 0.42
1:0:227:TRP:O 1:P:398:PRO:HA 2.20 0.42
1:0:267:ASN:HA 1:0:270:HIS:CD2 2.54 0.42
1:P:351:TYR:CZ 1:P:353:LEU:HB2 2.55 0.42
1:R:267:ASN:HA 1:R:270:HIS:CD2 2.54 0.42
1:R:506:TYR:CZ 1:R:513:SER:HB3 2.54 0.42
1:T:271:TYR:HA 1:T:380:ASN:HD22 1.84 0.42
1:U:267:ASN:HA 1:U:270:HIS:CD2 2.54 0.42
1:U:352:VAL:H 1:U:643:GLN:NE2 2.16 0.42
1:U:691:ARG:HD3 1:U:695:GLU:CG 2.50 0.42
1:V:433:MET:SD 1:V:468:-MET:HG2 2.59 0.42
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Atom-1 Atom-2 distance (A) overlap (A)
1:W:295:TRP:CD2 | 1:W:611:LEU:HD13 2.55 0.42
1:X:337:SER:HA 1:£:318:GLN:NE2 2.34 0.42
1:X:340:GLN:HG2 1:X:401:MET:HG2 2.00 0.42
1:a:295: TRP:CD2 1:a:611:LEU:HD13 2.55 0.42
1:¢:417:VAL:HG21 1:¢:635:PHE:HB3 2.01 0.42
1:c:433:MET:SD 1:c:468: MET:HG2 2.59 0.42
1:e:433:MET:SD 1:e:468: MET:HG2 2.59 0.42
1::675:GLN:HG3 1:h:401:MET:HE1 2.02 0.42
1:1:337:SER:HA 1:2z:318:GLN:NE2 2.35 0.42
1:g:351:TYR:CZ 1:¢:353:LEU:HB2 2.55 0.42
1:g:401:MET:HE1 1:k:675:GLN:HG3 2.02 0.42
1:¢:675:GLN:HG3 1:1:401:MET:HE1 2.02 0.42
1:1:295: TRP:CD2 1:1:611:LEU:HD13 2.55 0.42
1:j:351:TYR:CZ 1:j:353:LEU:HB2 2.55 0.42
1:j:398:PRO:HA 1:1:227:TRP:O 2.20 0.42
1:j:691:ARG:HD3 1:j:695:GLU:CG 2.50 0.42
1:k:691:ARG:HD3 1:k:695:GLU:CG 2.50 0.42
1:1:398:PRO:HA 1:n:227:TRP:O 2.20 0.42
1:1:401:MET:H 1:n:226:ASN:ND2 2.12 0.42
1:1:433:MET:SD 1:1:468:MET:HG2 2.59 0.42
1:m:484:GLN:HB3 1:m:534:MET:HE2 2.01 0.42
1:n:691:ARG:HD3 1:n:695:GLU:CG 2.50 0.42
1:1:351:TYR:CZ 1:r:353:LEU:HB2 2.55 0.42
1:r:433:MET:SD 1:r:468:MET:HG2 2.60 0.42
1:5:267:ASN:HA 1:5:270:HIS:CD2 2.54 0.42
1:t:351:TYR:CZ 1:t:353:LEU:HB2 2.55 0.42
1:v:337:SER:HA 1:1:318:GLN:NE2 2.35 0.42
1:v:484:GLN:HB3 1:v:534:MET:HE2 2.01 0.42
1:w:353:LEU:HD21 1:w:643:GLN:HG2 2.00 0.42
1:x:340:GLN:HG2 1:x:401:MET:HG2 2.00 0.42
1:1:271:TYR:HA 1:1:380:ASN:HD22 1.84 0.42
1:3:368:VAL:HG11 1:8:652:PRO:HG3 2.00 0.42
1:5:506:TYR:CZ 1:5:513:SER:HB3 2.54 0.42
1:5:584:SER:HA 1:6:494:ASN:HA 2.01 0.42
1:A:295:TRP:CD2 1:A:611:LEU:HD13 2.55 0.42
1:A:401:MET:HE1 1:B:675:GLN:HG3 2.02 0.42
1:A:440:TYR:CE1 1:G:285:ARG:NH1 2.87 0.42
1:A:484:GLN:HB3 1:A:534:MET:HE2 2.01 0.42
1:B:401:MET:HE1 1:C:675:GLN:HG3 2.02 0.42
1:C:271:TYR:HA 1:C:380:ASN:HD22 1.84 0.42
1:C:398:PRO:HA 1:D:227:TRP:O 2.20 0.42
Continued on next page...
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Atom-1 Atom-2 distance (A) overlap (A)

1:C:433:MET:SD 1:C:468:MET:HG2 2.59 0.42
1:C:494:ASN:HA 1:M:584:SER:HA 2.02 0.42
1:D:691:ARG:HD3 1:D:695:GLU:CG 2.50 0.42
1:E:353:LEU:HD21 1:E:643:GLN:HG2 2.00 0.42
1:E:514:LEU:HD11 1:E:535:HIS:CD2 2.55 0.42
1:F:295: TRP:CD2 1:F:611:LEU:HD13 2.55 0.42
1:F:337:SER:HA 1:R:318:GLN:NE2 2.35 0.42
1:F:351:TYR:CZ 1:F:353:LEU:HB2 2.55 0.42
1:F:514:LEU:HD11 1:F:535:HIS:CD2 2.55 0.42
1:F:622: THR:HA 1:Q:605:GLN:HE22 1.85 0.42
1:H:506: TYR:CZ 1:H:513:SER:HB3 2.54 0.42
1:H:584:SER:HA 1:W:494:ASN:HA 2.01 0.42
1:J:691:ARG:HD3 1:J:695:GLU:CG 2.50 0.42
1:K:401:MET:HE1 1:7:675:GLN:HG3 2.02 0.42
1:K:691:ARG:HD3 1:K:695:GLU:CG 2.50 0.42
1:1.:484:GLN:HB3 1:L:534:MET:HE2 2.01 0.42
1:N:295: TRP:CD2 1:N:611:LEU:HD13 2.55 0.42
1:N:417:VAL:HG21 1:N:635:PHE:HB3 2.01 0.42
1:N:618:LYS:HB2 1:N:640:PRO:HG3 2.01 0.42
1:0:398:PRO:HA 1:d:227:TRP:O 2.20 0.42
1:0:401:MET:H 1:d:226:ASN:ND2 2.12 0.42
1:P:295:TRP:CD2 1:P:611:LEU:HD13 2.55 0.42
1:P:338: THR:HG21 1:P:401:MET:HE2 2.02 0.42
1:Q:514:LEU:HD11 1:Q:535:HIS:CD2 2.55 0.42
1:S:351:TYR:CZ 1:S:353:LEU:HB2 2.55 0.42
1:S:353:LEU:HD21 1:5:643:GLN:HG2 2.00 0.42
1:T:337:SER:HA 1:1:318:GLN:NE2 2.35 0.42
1:T:484:GLN:HB3 1:T:534:MET:HE2 2.01 0.42
1:T:691:ARG:HD3 1:T:695:GLU:CG 2.50 0.42
1:U:227: TRP:O 1:¢:398:PRO:HA 2.20 0.42
1:U:295: TRP:CD2 1:U:611:LEU:HD13 2.55 0.42
1:V:417:VAL:HG21 1:V:635:PHE:HB3 2.01 0.42
1:W:351:TYR:CZ 1:W:353:LEU:HB2 2.55 0.42
1:X:318:GLN:NE2 1:Y:337:SER:HA 2.34 0.42
1:7:506:TYR:CZ 1:7:513:SER:HB3 2.55 0.42
l:a:514:LEU:HD11 1:a:535:HIS:CD2 2.55 0.42
1:¢:398:PRO:HA 1:5:227: TRP:O 2.20 0.42
1:¢:506: TYR:CZ 1:¢c:513:SER:HB3 2.54 0.42
1:d:340:GLN:HG2 1:d:401:MET:HG2 2.00 0.42
1:e:417:VAL:HG21 1:e:635:PHE:HB3 2.01 0.42
1:g:433:MET:SD 1:g:468:MET:HG2 2.59 0.42
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:h:295: TRP:CD2 1:h:611:LEU:HD13 2.55 0.42
1:h:318:GLN:NE2 1:1:337:SER:HA 2.35 0.42
1:1:433:MET:SD 1:1:468:MET:HG2 2.59 0.42
1:1:514:LEU:HD11 1:1:535:HIS:CD2 2.55 0.42
1:j:295: TRP:CD2 1:j:611:LEU:HD13 2.5 0.42
1:k:514:LEU:HD11 1:k:535:HIS:CD2 2.55 0.42
1:n:340:GLN:HG2 1:n:401:MET:HG2 2.00 0.42
1:0:303: TRP:HE3 1:0:731:ARG:HH21 1.63 0.42
1:0:351:TYR:CZ 1:0:353:LEU:HB2 2.55 0.42
1:0:627:HIS:O 1:0:629:SER:N 2.52 0.42
1:0:691:ARG:HD3 1:0:695:GLU:CG 2.49 0.42
1:p:295: TRP:CD2 1:p:611:LEU:HD13 2.5 0.42
1:p:433:MET:SD 1:p:468:MET:HG2 2.59 0.42
1:q:267:ASN:HA 1:q:270:HIS:CD2 2.54 0.42
1:5:295: TRP:CD2 1::611:LEU:HD13 2.55 0.42
1:5:352:VAL:H 1:5:643:GLN:NE2 2.16 0.42
1:t:417:VAL:HG21 1:t:635:PHE:HB3 2.01 0.42
1:t:484:GLN:HB3 1:t:534:MET:HE2 2.01 0.42
1:u:398:PRO:HA 1:5:227:TRP:O 2.20 0.42
1:u:417:VAL:HG21 1:u:635:PHE:HB3 2.01 0.42
1:w:514:LEU:HD11 1:w:535:HIS:CD2 2.55 0.42
1:x:605:GLN:HE22 1:y:622: THR:HA 1.85 0.42
1:y:351:TYR:CZ 1:y:353:LEU:HB2 2.55 0.42
1:y:514:LEU:HD11 1:y:535:HIS:CD2 2.55 0.42
1:1:691:ARG:HD3 1:1:695:GLU:CG 2.50 0.42
1:2:227:TRP:O 1:3:398:PRO:HA 2.20 0.42
1:3:514:LEU:HD11 1:3:535:HIS:CD2 2.55 0.42
1:4:271:TYR:HA 1:4:380:ASN:HD22 1.84 0.42
1:6:295: TRP:CD2 1:6:611:LEU:HD13 2.55 0.42
1:6:340:GLN:HG2 1:6:401:MET:HG2 2.00 0.42
1:6:351:TYR:CZ 1:6:353:LEU:HB2 2.55 0.42
1:7:267:ASN:HA 1:7:270:HIS:CD2 2.54 0.42
1:8:417:VAL:HG21 1:8:635:PHE:HB3 2.01 0.42
1:8:506: TYR:CZ 1:8:513:SER:HB3 2.55 0.42
1:A:364:PHE:HA 1:A:365:PRO:HD3 1.91 0.42
1:B:295: TRP:CD2 1:B:611:LEU:HD13 2.55 0.42
1:B:433:MET:SD 1:B:468: MET:HG2 2.59 0.42
1:B:618:LYS:HB2 1:B:640:PRO:HG3 2.01 0.42
1:B:691:ARG:HD3 1:B:695:GLU:CG 2.50 0.42
1:D:514:LEU:HD11 1:D:535:HIS:CD2 2.55 0.42
1:E:295: TRP:CD2 1:E:611:LEU:HD13 2.55 0.42
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1:F:494:ASN:HA 1:Q:584:SER:HA 2.02 0.42
1:G:417:VAL:HG21 1:G:635:PHE:HB3 2.01 0.42
1:H:227:TRP:O 1:1:398:PRO:HA 2.20 0.42
1:H:401:MET:HE1 1:7:675:GLN:HG3 2.02 0.42
1:1:433:MET:SD 1:1:468: MET:HG2 2.59 0.42
1:J:227:TRP:O 1:a:398:PRO:HA 2.20 0.42
1:J:340:GLN:HG2 1:J:401:MET:HG2 2.00 0.42
1:J:506: TYR:CZ 1:J:513:SER:HB3 2.54 0.42
1:K:498:PHE:H 1:8:447: THR:HG1 1.67 0.42
1:N:433:MET:SD 1:N:468:MET:HG2 2.59 0.42
1:N:675:GLN:HG3 1:m:401:MET:HE1 2.02 0.42
1:0:514:LEU:HD11 1:0:535:HIS:CD2 2.55 0.42
1:P:506:TYR:CZ 1:P:513:SER:HB3 2.54 0.42
1:P:691:ARG:HD3 1:P:695.:GLU:.CG 2.50 0.42
1:Q:364:PHE:HA 1:Q:365:PRO:HD3 1.91 0.42
1:R:659:PHE:CD1 1:V:372:PRO:HA 2.55 0.42
1:S:227:TRP:O 1:d:398:PRO:HA 2.20 0.42
1:S:338: THR:HG21 1:S:401:MET:HE2 2.02 0.42
1:V:338: THR:HG21 1:V:401:MET:HE2 2.02 0.42
1:W:340: GLN:HG2 1:W:401:MET:HG2 2.00 0.42
1:W:618:LYS:HB2 1:W:640:PRO:HG3 2.01 0.42
1:X:351:TYR:CZ 1:X:353:LEU:HB2 2.55 0.42
1:X:691:ARG:HD3 1:X:695:GLU:CG 2.50 0.42
1:Y:267:ASN:HA 1:Y:270:HIS:CD2 2.54 0.42
1:Y:433:MET:SD 1:Y:468:MET:HG2 2.59 0.42
1:Y:691:ARG:HD3 1:Y:695:GLU:CG 2.50 0.42
1:7:295:TRP:CD2 1:7Z:611:LEU:HD13 2.55 0.42
1:7:398:PRO:HA 1:a:227:TRP:O 2.20 0.42
1:7:579:ASN:OD1 1:7:589: THR:OG1 2.23 0.42
1:7:652:PRO:HG3 1:a:368:VAL:HG11 2.00 0.42
1:2:340:GLN:HG2 1:a:401:MET:HG2 2.00 0.42
1:b:295: TRP:CD2 1:b:611:LEU:HD13 2.55 0.42
1:b:318:GLN:NE2 1:0:337:SER:HA 2.34 0.42
1:b:506:TYR:CZ 1:b:513:SER:HB3 2.54 0.42
1:b:675:GLN:HG3 1:0:401:MET:HE1 2.02 0.42
1:¢:514:LEU:HD11 1:¢:535:HIS:CD2 2.55 0.42
1l:e:514:LEU:HD11 1:e:535:HIS:CD2 2.55 0.42
1:£:295: TRP:CD2 1:£:611:LEU:HD13 2.55 0.42
1:g:271:TYR:HA 1:g:380:ASN:HD22 1.84 0.42
1:2:652:PRO:HG3 1:k:368:VAL:HG11 2.00 0.42
1:h:267:ASN:HA 1:h:270:HIS:CD2 2.54 0.42
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1:1:417:VAL:HG21 1:1:635:PHE:HB3 2.01 0.42
1:3:338: THR:HG21 1:j:401:MET:HE2 2.02 0.42
1:j:506: TYR:CZ 1:j:513:SER:HB3 2.54 0.42
1:1:514:LEU:HD11 1:1:535:HIS:CD2 2.55 0.42
1:m:691:ARG:HD3 1:m:695:GLU:CG 2.50 0.42
1:q:318:GLN:NE2 1:y:337:SER:HA 2.35 0.42
1:r:353:LEU:HD21 1:1:643:GLN:HG2 2.00 0.42
1:u:337:SER:HA 1:5:318:GLN:NE2 2.34 0.42
1:u:433:MET:SD 1:u:468: MET:HG2 2.59 0.42
1:v:295:TRP:CD2 1:v:611:LEU:HD13 2.55 0.42
1:v:351:TYR:CZ 1:v:353:LEU:HB2 2.55 0.42
1:v:353:LEU:HD21 1:v:643:GLN:HG2 2.00 0.42
1:v:398:PRO:HA 1:1:227:TRP:O 2.20 0.42
1:w:295: TRP:CD2 1:w:611:LEU:HD13 2.55 0.42
1:x:514:LEU:HD11 1:x:535:HIS:CD2 2.55 0.42
1:x:618:LYS:HB2 1:x:640:PRO:HG3 2.01 0.42
1:y:295: TRP:CD2 1:y:611:LEU:HD13 2.5 0.42
1:y:352:VAL:H 1:y:643:GLN:NE2 2.16 0.42
1:1:295: TRP:CD2 1:1:611:LEU:HD13 2.55 0.42
1:1:433:MET:SD 1:1:468:MET:HG2 2.59 0.42
1:1:618:LYS:HB2 1:1:640:PRO:HG3 2.01 0.42
1:2:506: TYR:CZ 1:2:513:SER:HB3 2.54 0.42
1:2:691:ARG:HD3 1:2:695:GLU:CG 2.50 0.42
1:3:227: TRP:O 1:8:398:PRO:HA 2.20 0.42
1:3:433:MET:SD 1:3:468:-MET:HG2 2.59 0.42
1:4:691:ARG:HD3 1:4:695:GLU:CG 2.50 0.42
1:6:224:SER:HG 1:6:316:ASN:H 1.67 0.42
1:6:618:LYS:HB2 1:6:640:PRO:HG3 2.01 0.42
1:7:295:TRP:CD2 1:7:611:LEU:HD13 2.55 0.42
1:A:318:GLN:NE2 1:E:337:SER:HA 2.35 0.42
1:A:351:TYR:CZ 1:A:353:LEU:HB2 2.55 0.42
1:A:622: THR:HA 1:1:605:GLN:HE22 1.85 0.42
1:C:338: THR:HG21 1:C:401:MET:HE2 2.02 0.42
1:D:484:GLN:HB3 1:D:534:MET:HE2 2.01 0.42
1:D:584:SER:HA 1:N:494:ASN:HA 2.01 0.42
1:E:584:SER:HA 1:Q:494:ASN:HA 2.02 0.42
1:E:702: TYR:OH 1:P:561:GLU:OE2 2.28 0.42
1:G:338:THR:HG21 1:G:401:-MET:HE?2 2.02 0.42
1:K:227:TRP:O 1:L:398:PRO:HA 2.20 0.42
1:K:271:TYR:HA 1:K:380:ASN:HD22 1.84 0.42
1:K:303: TRP:HE3 1:K:731:ARG:HH21 1.62 0.42
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1:K:337:SER:HA 1:7:318:GLN:NE2 2.35 0.42
1:K:351:TYR:CZ 1:K:353:LEU:HB2 2.55 0.42
1:K:622: THR:HA 1:8:605:GLN:HE22 1.85 0.42
1:L:618:LYS:HB2 1:L:640:PRO:HG3 2.01 0.42
1:M:267:ASN:HA 1:M:270:HIS:CD2 2.54 0.42
1:M:351:TYR:CZ 1:M:353:LEU:HB2 2.55 0.42
1:M:514:LEU:HD11 1:M:535:HIS:CD2 2.55 0.42
1:N:318:GLN:NE2 1:m:337:SER:HA 2.35 0.42
1:0:484:GLN:HB3 1:0:534:MET:HE2 2.01 0.42
1:P:227:TRP:0O 1:Q:398:PRO:HA 2.20 0.42
1:P:618:LYS:HB2 1:P:640:PRO:HG3 2.01 0.42
1:QQ:353:LEU:HD21 1:Q:643:GLN:HG2 2.00 0.42
1:Q:506:TYR:CZ 1:Q:513:SER:HB3 2.55 0.42
1:Q:618:LYS:HB2 1:Q:640:PRO:HG3 2.01 0.42
1:R:271:TYR:HA 1:R:380:ASN:HD22 1.84 0.42
1:R:514:LEU:HD11 1:R:535:HIS:CD2 2.55 0.42
1:R:584:SER:HA 1:S:494:ASN:HA 2.02 0.42
1:T:401:MET:HE1 1:1:675:GLN:HG3 2.02 0.42
1:V:295: TRP:CD2 1:V:611:LEU:HD13 2.55 0.42
1:V:340:GLN:HG2 1:V:401:MET:HG2 2.00 0.42
1:X:303: TRP:HE3 1:X:731:ARG:HH21 1.62 0.42
1:X:401:MET:HE1 1:£:675:GLN:HG3 2.02 0.42
1:X:627:HIS:O 1:X:629:SER:N 2.52 0.42
1:Y:675:GLN:HG3 1:4:401:MET:HE1 2.02 0.42
1:7:417:VAL:HG21 1:7:635:PHE:HB3 2.01 0.42
1:7:605:GLN:HE22 1:4:622: THR:HA 1.85 0.42
1:a:433:MET:SD 1:a:468:MET:HG2 2.59 0.42
1:b:227:TRP:O 1:0:398:PRO:HA 2.19 0.42
1:b:618:LYS:HB2 1:b:640:PRO:HG3 2.01 0.42
1:1:618:LYS:HB2 1:1:640:PRO:HG3 2.01 0.42
1:h:227:TRP:O 1:1:398:PRO:HA 2.20 0.42
1:h:351:TYR:CZ 1:h:353:LEU:HB2 2.55 0.42
1:h:514:LEU:HD11 1:h:535:HIS:CD2 2.55 0.42
1:j:318:GLN:NE2 1:x:337:SER:HA 2.34 0.42
1:j:433:MET:SD 1:j:468:MET:HG2 2.59 0.42
1:n:398:PRO:HA 1:r:227:TRP:O 2.20 0.42
1:p:338:THR:HG21 1:p:401:MET:HE2 2.02 0.42
1:p:372:PRO:HA 1:q:659:PHE:CD1 2.55 0.42
1:p:417:VAL:HG21 1:p:635:PHE:HB3 2.01 0.42
1:r:338: THR:HG21 1:r:401:MET:HE2 2.02 0.42
1:s:514:LEU:HD11 1:5:535:HIS:CD2 2.55 0.42
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:t:338: THR:HG21 1:t:401:MET:HE2 2.02 0.42
1:t:398:PRO:HA 1:y:227:TRP:O 2.20 0.42
1:u:584:SER:HA 1:v:494:ASN:HA 2.02 0.42
1:u:605:GLN:HE22 1:v:622:THR:HA 1.85 0.42
1:v:318:GLN:NE2 1:w:337:SER:HA 2.35 0.42
1:v:338: THR:HG21 1:v:401:MET:-HE2 2.02 0.42
1:v:401:MET:-HE1 1:1:675:GLN:HG3 2.02 0.42
1:w:584:SER:HA 1:x:494:ASN:HA 2.02 0.42
1:w:622: THR:HA 1:y:605:GLN:HE22 1.85 0.42
1:x:584:SER:HA 1:y:494:ASN:HA 2.02 0.42
1:2:295:TRP:CD2 1:2z:611:LEU:HD13 2.55 0.42
1:2:398:PRO:HA 1:4:227:TRP:O 2.20 0.42
1:2:484:GLN:HB3 1:2:534:MET:-HE2 2.01 0.42
1:2:506: TYR:CZ 1:2:513:SER:HB3 2.54 0.42
1:2:618:LYS:HB2 1:2:640:PRO:HG3 2.01 0.42
1:z:691:ARG:HD3 1:2:695:GLU:CG 2.49 0.42
1:1:351:TYR:CZ 1:1:353:LEU:HB2 2.55 0.42
1:5:401:MET:HE1 1:8:675:GLN:HG3 2.02 0.42
1:7:433:MET:SD 1:7:468:-MET:HG2 2.59 0.42
1:7:691:ARG:HD3 1:7:695:GLU:CG 2.50 0.42
1:8:295: TRP:CD2 1:8:611:LEU:HD13 2.55 0.42
1:8:514:LEU:HD11 1:8:535:HIS:CD2 2.55 0.42
1:B:351:TYR:CZ 1:B:353:LEU:HB2 2.55 0.42
1:C:267:ASN:HA 1:C:270:HIS:CD2 2.54 0.42
1:D:618:LYS:HB2 1:D:640:PRO:HG3 2.01 0.42
1:E:267:ASN:HA 1:E:270:HIS:CD2 2.54 0.42
1:E:622: THR:HA 1:F:605:GLN:HE22 1.85 0.42
1:F:318:GLN:NE2 1:G:337:SER:HA 2.34 0.42
1:F:352:VAL:H 1:F:643:GLN:NE2 2.16 0.42
1:F:401:MET:HE1 1:R:675:GLN:HG3 2.02 0.42
1:G:605:GLN:HE22 1:1:622:THR:HA 1.85 0.42
1:1:484:GLN:HB3 1:1:534:-MET:-HE2 2.01 0.42
1:K:295:TRP:CD2 1:K:611:LEU:HD13 2.55 0.42
1:L:295:TRP:CD2 1:L:611:LEU:HD13 2.55 0.42
1:L:514:LEU:HD11 1:L:535:HIS:CD2 2.55 0.42
1:M:579:ASN:OD1 1:M:589:THR:0G1 2.23 0.42
1:M:691:ARG:HD3 1:M:695:GLU:CG 2.49 0.42
1:0:351:TYR:CZ 1:0:353:LEU:HB2 2.55 0.42
1:P:318:GLN:NE2 1:Q:337:SER:HA 2.34 0.42
1:P:364:PHE:HA 1:P:365:PRO:HD3 1.91 0.42
1:P:433:MET:SD 1:P:468:MET:HG2 2.59 0.42
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Atom-1 Atom-2 distance (A) overlap (A)

1:P:675:GLN:HG3 1:Q:401:MET:HE1 2.02 0.42
1:R:338: THR:HG21 1:R:401:MET:HE2 2.02 0.42
1:R:351:TYR:CZ 1:R:353:LEU:HB2 2.55 0.42
1:S:295: TRP:CD2 1:S:611:LEU:HD13 2.55 0.42
1:S:605:GLN:HE22 1:U:622: THR:HA 1.85 0.42
1:U:484:GLN:HB3 1:U:534:MET:HE2 2.01 0.42
1:U:514:LEU:HD11 1:U:535:HIS:CD2 2.55 0.42
1:V:618:LYS:HB2 1:V:640:PRO:HG3 2.01 0.42
1:W:605:GLN:HE22 1:Y:622: THR:HA 1.85 0.42
1:X:267:ASN:HA 1:X:270:HIS:CD2 2.54 0.42
1:X:618:LYS:HB2 1:X:640:PRO:HG3 2.01 0.42
1:Y:351:TYR:CZ 1:Y:353:LEU:HB2 2.55 0.42
1:7:401:MET:-HE1 1:a:675:GLN:HG3 2.02 0.42
1:7:514:LEU:HD11 1:7:535:HIS:CD2 2.55 0.42
1:¢:295:TRP:CD2 1:c:611:LEU:HD13 2.55 0.42
1:¢:691:ARG:HD3 1:¢:695:GLU:CG 2.50 0.42
1:£:506: TYR:CZ 1:1:513:SER:HB3 2.54 0.42
1:g:267:ASN:HA 1:g:270:HIS:CD2 2.54 0.42
1:g:338: THR:HG21 1:g:401:MET:HE2 2.02 0.42
1:h:691:ARG:HD3 1:h:695:GLU:CG 2.49 0.42
1:j:227:TRP:O 1:x:398:PRO:HA 2.20 0.42
1:k:484:GLN:HB3 1:k:534:MET:HE2 2.01 0.42
1:1:351: TYR:CZ 1:1:353:LEU:HB2 2.55 0.42
1:1:484:GLN:HB3 1:1:534:-MET:HE2 2.01 0.42
1:0:267:ASN:HA 1:0:270:HIS:CD2 2.54 0.42
1:p:340:GLN:HG2 1:p:401:MET:HG2 2.00 0.42
1:p:618:LYS:HB2 1:p:640:PRO:HG3 2.01 0.42
1:q:338: THR:HG21 1:q:401:MET:HE2 2.02 0.42
1:q:351:TYR:CZ 1:q:353:LEU:HB2 2.55 0.42
1:q:514:LEU:HD11 1:q:535:HIS:CD2 2.55 0.42
1:q:584:SER:HA 1:r:494:ASN:HA 2.02 0.42
1:1:267:ASN:HA 1:r:270:HIS:CD2 2.54 0.42
1:1:295: TRP:CD2 1:r:611:LEU:HD13 2.55 0.42
1:t:295: TRP:CD2 1:4:611:LEU:HD13 2.55 0.42
1:t:318:GLN:NE2 1:6:337:SER:HA 2.34 0.42
1:t:514:LEU:HD11 1:t:535:HIS:CD2 2.55 0.42
1:t:605:GLN:HE22 1:u:622: THR:HA 1.85 0.42
1:t:618:LYS:HB2 1:t:640:PRO:HG3 2.01 0.42
1:u:295: TRP:CD2 1:u:611:LEU:HD13 2.55 0.42
1:u:484:GLN:HB3 1:u:534:MET:HE2 2.01 0.42
1:x:351:TYR:CZ 1:x:353:LEU:HB2 2.55 0.42
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Atom-1 Atom-2 distance (A) overlap (A)

1:x:506:TYR:CZ 1:x:513:SER:HB3 2.55 0.42
1:2:318:GLN:NE2 1:3:337:SER:HA 2.35 0.42
1:2:340:GLN:HG2 1:2:401:MET:HG2 2.00 0.42
1:3:340:GLN:HG2 1:3:401:MET:HG2 2.00 0.42
1:3:675:GLN:HG3 1:8:401:MET:HE1 2.02 0.42
1:4:303: TRP:HE3 1:4:731:ARG:HH21 1.62 0.42
1:4:351:TYR:CZ 1:4:353:LEU:HB2 2.55 0.42
1:8:351:TYR:CZ 1:8:353:LEU:HB2 2.55 0.42
1:A:338: THR:HG21 1:A:401:MET:HE2 2.02 0.41
1:E:338: THR:HG21 1:E:401:MET:HE2 2.02 0.41
1:F:227:TRP:O 1:G:398:PRO:HA 2.20 0.41
1:F:338:. THR:HG21 1:F:401:MET:HE2 2.02 0.41
1:G:295:TRP:CD2 1:G:611:LEU:HD13 2.55 0.41
1:G:318:GLN:NE2 1:W:337:SER:HA 2.34 0.41
1:G:514:LEU:HD11 1:G:535:HIS:CD2 2.55 0.41
1:G:618:LYS:HB2 1:G:640:PRO:HG3 2.01 0.41
1:1:295: TRP:CD2 1:I:611:LEU:HD13 2.55 0.41
1:J:318:GLN:NE2 1:a:337:SER:HA 2.35 0.41
1:K:338: THR:HG21 1:K:401:MET:-HE2 2.02 0.41
1:L:506:TYR:CZ 1:L:513:SER:HB3 2.55 0.41
1:L:691:ARG:HD3 1:L:695:GLU:CG 2.50 0.41
1:M:227:TRP:O 1:N:398:PRO:HA 2.20 0.41
1:N:691:ARG:HD3 1:N:695:GLU:CG 2.50 0.41
1:0:605:GLN:HE22 1:m:622: THR:HA 1.85 0.41
1:Q:351:TYR:CZ 1:Q:353:LEU:HB2 2.55 0.41
1:R:478:GLY:HA3 1:R:604: TRP:HB3 2.02 0.41
1:T:622: THR:HA 1:1:605:GLN:HE22 1.85 0.41
1:U:618:LYS:HB2 1:U:640:PRO:HG3 2.01 0.41
1:V:351:TYR:CZ 1:V:353:LEU:HB2 2.55 0.41
1:Y:295: TRP:CD2 1:Y:611:LEU:HD13 2.55 0.41
1:Y:318:GLN:NE2 1:4:337:SER:HA 2.35 0.41
1:7:338: THR:HG21 1:7:401:MET:-HE2 2.02 0.41
1:7:351:TYR:CZ 1:7:353:LEU:HB2 2.55 0.41
1:7:494:ASN:HA 1:3:584:SER:HA 2.02 0.41
1:a:506: TYR:CZ 1:a:513:SER:HB3 2.54 0.41
1:a:584:SER:HA 1:8:494:ASN:HA 2.02 0.41
1:b:351:TYR:CZ 1:b:353:LEU:HB2 2.55 0.41
1:b:514:LEU:HD11 1:b:535:HIS:CD2 2.55 0.41
1:¢:605:GLN:HE22 1:0:622: THR:HA 1.85 0.41
1:¢:691:ARG:HD3 1:¢:695:GLU:CG 2.50 0.41
1:d:618:LYS:HB2 1:d:640:PRO:HG3 2.01 0.41
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:€:295: TRP:CD2 1:e:611:LEU:HD13 2.55 0.41
1:£:514:LEU:HD11 1:£:535:HIS:CD2 2.55 0.41
1:g:295: TRP:CD2 1:g:611:LEU:HD13 2.55 0.41
1:2:549:ASN:ND2 1:h:445:ASN:HD22 2.18 0.41
1:g:691:ARG:HD3 1:2:695:GLU:CG 2.50 0.41
1:h:694:PRO:HD3 1:k:292:PRO:HB2 2.03 0.41
1:1:494:ASN:HA 1:k:584:SER:HA 2.01 0.41
1:3:618:LYS:HB2 1:j:640:PRO:HG3 2.01 0.41
1:j:675:GLN:HG3 1:x:401:MET:HE1 2.02 0.41
1:k:338: THR:HG21 1:k:401:MET:HE2 2.02 0.41
1:m:584:SER:HA 1:n:494:ASN:HA 2.02 0.41
1:n:618:LYS:HB2 1:n:640:PRO:HG3 2.01 0.41
1:0:618:LYS:HB2 1:0:640:PRO:HG3 2.01 0.41
1:p:351:TYR:CZ 1:p:353:LEU:HB2 2.55 0.41
1:q:271:TYR:HA 1:q:380:ASN:HD22 1.84 0.41
1:q:478:GLY:HA3 1:q:604:TRP:HB3 2.02 0.41
1:q:675:GLN:HG3 1:y:401:MET:HE1 2.02 0.41
1:r:605:GLN:HE22 1:5:622: THR:HA 1.85 0.41
1:5:484:GLN:HB3 1:8:534:MET:HE2 2.01 0.41
1:5:618:LYS:HB2 1:5:640:PRO:HG3 2.01 0.41
1:t:337:SER:HA 1:y:318:GLN:NE2 2.35 0.41
1:u:338: THR:HG21 1:u:401:MET:HE2 2.02 0.41
1:v:675:GLN:HG3 1:w:401:MET:HE1 2.02 0.41
1:w:267:ASN:HA 1:w:270:HIS:CD2 2.54 0.41
1:w:338: THR:HG21 1:w:401:MET:HE2 2.02 0.41
1:x:353:LEU:HD21 1:x:643:GLN:HG2 2.00 0.41
1:y:338: THR:HG21 1:y:401:MET:HE2 2.02 0.41
1:3:484:GLN:HB3 1:3:534:-MET:HE2 2.01 0.41
1:4:295:TRP:CD2 1:4:611:LEU:HD13 2.55 0.41
1:4:338: THR:HG21 1:4:401:MET:HE2 2.02 0.41
1:8:338: THR:HG21 1:8:401:MET:HE2 2.02 0.41
1:A:494:ASN:HA 1:1:584:SER:HA 2.02 0.41
1:A:605:GLN:HE22 1:G:622: THR:HA 1.85 0.41
1:A:675:GLN:HG3 1:E:401:MET:HE1 2.02 0.41
1:C:691:ARG:HD3 1:C:695:GLU:CG 2.49 0.41
1:D:338: THR:HG21 1:D:401:MET:HE2 2.02 0.41
1:D:433:MET:SD 1:D:468:MET:HG2 2.59 0.41
1:1:338: THR:HG21 1:1:401:MET:HE2 2.02 0.41
1:J:351:TYR:CZ 1:J:353:LEU:HB2 2.99 0.41
1:J:675:GLN:HG3 l:a:401:MET:HE1 2.02 0.41
1:K:675:GLN:HG3 1:1L:401:MET:HE1 2.02 0.41
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:L:579:ASN:OD1 1:L:589: THR:OG1 2.23 0.41
1:M:398:PRO:HA 1:¢:227:TRP:O 2.20 0.41
1:0:295: TRP:CD2 1:0:611:LEU:HD13 2.55 0.41
1:0:622: THR:HA 1:n:605:GLN:HE22 1.85 0.41
1:Q:295:TRP:CD2 1:Q:611:LEU:HD13 2.55 0.41
1:R:424:ALA:O 1:R:730: THR:HA 2.21 0.41
1:S:267:ASN:HA 1:S:270:HIS:CD2 2.54 0.41
1:S:318:GLN:NE2 1:d:337:SER:HA 2.35 0.41
1:S:478:GLY:HA3 1:S:604: TRP:HB3 2.02 0.41
1:T:584:SER:HA 1:d:494:ASN:HA 2.02 0.41
1:U:292:PRO:HB2 1:V:694:PRO:HD3 2.03 0.41
1:V:431:ARG:HD3 1:V:431:ARG:HA 1.89 0.41
1:W:514:LEU:HD11 1:W:535:HIS:CD2 2.55 0.41
1:X:506: TYR:CZ 1:X:513:SER:HB3 2.54 0.41
1:X:675:GLN:HG3 1:Y:401:MET:HE1 2.01 0.41
1:7:478:GLY:HA3 1:7:604: TRP:HB3 2.03 0.41
1:a:251:TYR:OH 1:a:371:VAL:O 2.26 0.41
1:a:484:GLN:HB3 l:a:534:MET:HE2 2.01 0.41
1:b:271:TYR:HA 1:b:380:ASN:HD22 1.84 0.41
1:d:445:ASN:HD22 1:1:549:ASN:ND2 2.19 0.41
1:£:351:TYR:CZ 1:£:353:LEU:HB2 2.55 0.41
1:g:514:LEU:HD11 1:¢:535:HIS:CD2 2.55 0.41
1:h:579:ASN:OD1 1:h:589: THR:OG1 2.23 0.41
1:1:691:ARG:HD3 1:1:695:GLU:CG 2.50 0.41
1:k:433:MET:SD 1:k:468: MET:HG2 2.59 0.41
1:k:579:ASN:OD1 1:k:589: THR:OG1 2.23 0.41
1:k:618:LYS:HB2 1:k:640:PRO:HG3 2.02 0.41
1:0:506: TYR:CZ 1:0:513:SER:HB3 2.54 0.41
1:p:478:GLY:HA3 1:p:604:TRP:HB3 2.02 0.41
1:p:694:PRO:HD3 1:5:292:PRO:HB2 2.03 0.41
1:r:271: TYR:HA 1:r:380:ASN:HD22 1.84 0.41
1:1:417:-VAL:HG21 1:r:635:PHE:HB3 2.01 0.41
1:1:478:GLY:HA3 1:r:604: TRP:HB3 2.02 0.41
1:u:675:GLN:HG3 1:2:401:MET:HE1 2.01 0.41
1:y:433:MET:SD 1:y:468:MET:HG2 2.59 0.41
1:z:514:LEU:HD11 1:2:535:HIS:CD2 2.55 0.41
1:2:431:ARG:HD3 1:2:431:ARG:HA 1.89 0.41
1:5:514:LEU:HD11 1:5:535:HIS:CD2 2.55 0.41
1:5:691:ARG:HD3 1:5:695:GLU:CG 2.50 0.41
1:6:514:LEU:HD11 1:6:535:HIS:CD2 2.55 0.41
1:6:605:GLN:HE22 1:7:622: THR:HA 1.86 0.41
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Atom-1 Atom-2 distance (A) overlap (A)

1:7:351:TYR:CZ 1:7:353:LEU:HB2 2.55 0.41
1:7:478:GLY:HA3 1:7:604: TRP:HB3 2.03 0.41
1:C:295: TRP:CD2 1:C:611:LEU:HD13 2.55 0.41
1:C:514:LEU:HD11 1:C:535:HIS:CD2 2.55 0.41
1:D:401:MET:HE1 1:E:675:GLN:HG3 2.02 0.41
1:F:417:VAL:HG21 1:F:635:PHE:HB3 2.01 0.41
1:H:514:LEU:HD11 1:H:535:HIS:CD2 2.55 0.41
1:H:675:GLN:HG3 1:1:401:MET:HE1 2.02 0.41
1:H:691:ARG:HD3 1:H:695:GLU:CG 2.50 0.41
1:J:338: THR:HG21 1:J:401:MET:HE2 2.02 0.41
1:J:424:ALA:O 1:J:730: THR:HA 2.21 0.41
1:J:445:ASN:HD22 1:L:549:ASN:ND2 2.19 0.41
1:J:514:LEU:HD11 1:J:535:HIS:CD2 2.55 0.41
1:J:710:PHE:HE2 1:J:724:ILE:HD11 1.86 0.41
1:K:318:GLN:NE2 1:L:337:SER:HA 2.34 0.41
1:0:337:SER:HA 1:d:318:GLN:NE2 2.34 0.41
1:P:514:LEU:HD11 1:P:535:HIS:CD2 2.55 0.41
1:Q:227:TRP:O 1:5:398:PRO:HA 2.20 0.41
1:Q:271:TYR:HA 1:Q:380:ASN:HD22 1.84 0.41
1:S:271:TYR:HA 1:S:380:ASN:HD22 1.84 0.41
1:S:417:VAL:HG21 1:S:635:PHE:HB3 2.01 0.41
1:T:424:ALA:O 1:T:730: THR:HA 2.21 0.41
1:T:478:GLY:HA3 1:T:604:TRP:HB3 2.02 0.41
1:V:478:GLY:HA3 1:V:604:TRP:HB3 2.02 0.41
1:V:514:LEU:HD11 1:V:535:HIS:CD2 2.55 0.41
1:W:694:PRO:HD3 1:X:292:PRO:HB2 2.02 0.41
1:X:549:ASN:ND2 1:e:445:ASN:HD22 2.17 0.41
1:Y:417:VAL:HG21 1:Y:635:PHE:HB3 2.01 0.41
1:Y:478:GLY:HA3 1:Y:604: TRP:HB3 2.03 0.41
1:7:433:MET:SD 1:7:468: MET:HG2 2.59 0.41
1:a:618:LYS:HB2 1:a:640:PRO:HG3 2.01 0.41
1:b:691:ARG:HD3 1:b:695:GLU:CG 2.50 0.41
1:d:605:GLN:HE22 1:1:622: THR:HA 1.85 0.41
1:£:398:PRO:HA 1:2:227:TRP:O 2.20 0.41
1:f:445:ASN:HD22 1:h:549:ASN:ND2 2.18 0.41
1:1:271:TYR:HA 1:1:380:ASN:HD22 1.84 0.41
1:j:431:ARG:HD3 1:j:431:ARG:HA 1.89 0.41
1:j:514:LEU:HD11 1:j:535:HIS:CD2 2.55 0.41
1:1:295: TRP:CD2 1:1:611:LEU:HD13 2.55 0.41
1:1:337:SER:HA 1:n:318:GLN:NE2 2.34 0.41
1:m:478:GLY:HA3 1:m:604: TRP:HB3 2.02 0.41
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:n:337:SER:HA 1:1:318:GLN:NE2 2.35 0.41
1:0:514:LEU:HD11 1:0:535:HIS:CD2 2.55 0.41
1:p:514:LEU:HD11 1:p:535:HIS:CD2 2.55 0.41
1:q:424:ALA:O 1:q:730: THR:HA 2.21 0.41
1:1:398:PRO:HA 1:x:227:TRP:O 2.20 0.41
1:r:514:LEU:HD11 1:r:535:HIS:CD2 2.55 0.41
1:u:401:MET:HE1 1:5:675:GLN:HG3 2.02 0.41
1:v:364:PHE:HA 1:v:365:PRO:HD3 1.91 0.41
1:w:351:TYR:CZ 1:w:353:LEU:HB2 2.55 0.41
1:x:295: TRP:CD2 1:x:611:LEU:HD13 2.55 0.41
1:x:478:GLY:HA3 1:x:604: TRP:HB3 2.03 0.41
1:y:478:GLY:HA3 1:y:604: TRP:HB3 2.02 0.41
1:2:401:MET:HE1 1:4:675:GLN:HG3 2.02 0.41
1:2:549:ASN:ND2 1:2:445:ASN:HD22 2.19 0.41
1:2:338: THR:HG21 1:2:401:MET:HE2 2.02 0.41
1:2:351:TYR:CZ 1:2:353:LEU:HB2 2.55 0.41
1:2:424:ALA:O 1:2:730: THR:HA 2.21 0.41
1:2:514:LEU:HD11 1:2:535:HIS:CD2 2.55 0.41
1:2:710:PHE:HE2 1:2:724:1LE:HD11 1.86 0.41
1:3:271:TYR:HA 1:3:380:ASN:HD22 1.84 0.41
1:3:506: TYR:CZ 1:3:513:SER:HB3 2.54 0.41
1:3:618:LYS:HB2 1:3:640:PRO:HG3 2.01 0.41
1:4:478:GLY:HA3 1:4:604:TRP:HB3 2.02 0.41
1:4:514:LEU:HD11 1:4:535:HIS:CD2 2.55 0.41
1:8:478:GLY:HA3 1:8:604:TRP:HB3 2.03 0.41
1:A:417:VAL:HG21 1:A:635:PHE:HB3 2.01 0.41
1:F:478:GLY:HA3 1:F:604: TRP:HB3 2.03 0.41
1:G:447:-THR:HG1 1:1:498:PHE:H 1.68 0.41
1:1:710:PHE:HE2 1:1:724:ILE:HD11 1.86 0.41
1:K:417:VAL:HG21 1:K:635:PHE:HB3 2.01 0.41
1:K:478:GLY:HA3 1:K:604: TRP:HB3 2.02 0.41
1:K:514:LEU:HD11 1:K:535:HIS:CD2 2.55 0.41
1:0:549:ASN:ND2 1:n:445:ASN:HD22 2.19 0.41
1:0:584:SER:HA 1:m:494:ASN:HA 2.02 0.41
1:Q:253:ASN:O 1:Q:255:LEU:HG 2.21 0.41
1:Q:478:GLY:HA3 1:Q:604: TRP:HB3 2.03 0.41
1:R:295: TRP:CD2 1:R:611:LEU:HD13 2.55 0.41
1:R:605:GLN:HE22 1:S:622: THR:HA 1.85 0.41
1:S:253:ASN:O 1:S:255:LEU:HG 2.21 0.41
1:S:514:LEU:HD11 1:S:535:HIS:CD2 2.55 0.41
1:S:584:SER:HA 1:U:494:ASN:HA 2.02 0.41
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Atom-1 Atom-2 distance (A) overlap (A)

1:T:494:ASN:HA 1:1:584:SER:HA 2.02 0.41
1:V:622: THR:HA 1:X:605:GLN:HE22 1.85 0.41
1:X:253:ASN:O 1:X:255:LEU:HG 2.21 0.41
1:X:514:LEU:HD11 1:X:535:HIS:CD2 2.55 0.41
1:Y:338: THR:HG21 1:Y:401:MET:HE2 2.02 0.41
1:a:271:TYR:HA 1:a:380:ASN:HD22 1.84 0.41
1:d:271:TYR:HA 1:d:380:ASN:HD22 1.84 0.41
1:£:271: TYR:HA 1:£:380:ASN:HD22 1.84 0.41
1:1:338: THR:HG21 1:1:401:MET:HE2 2.02 0.41
1:1:691:ARG:HD3 1:1:695:GLU:CG 2.50 0.41
1:j:710:PHE:HE2 1:j:724:ILE:HD11 1.86 0.41
1:m:227: TRP:O 1:5:398:PRO:HA 2.20 0.41
1:m:424:ALA:O 1:m:730: THR:HA 2.21 0.41
1:q:605:GLN:HE22 1:r:622: THR:HA 1.85 0.41
1:r:584:SER:HA 1:5:494:ASN:HA 2.02 0.41
1:4:227:TRP:O 1:6:398:PRO:HA 2.20 0.41
1:t:401:MET:HE1 1:y:675:GLN:HG3 2.02 0.41
1:t:622: THR:HA 1:v:605:GLN:HE22 1.85 0.41
1:t:675:GLN:HG3 1:6:401:MET:HE1 2.02 0.41
1:t:710:PHE:HE2 1:t:724:.1ILE:HD11 1.86 0.41
1:v:478:GLY:HA3 1:v:604: TRP:HB3 2.02 0.41
1:x:271:TYR:HA 1:x:380:ASN:HD22 1.84 0.41
1:x:424:ALA:O 1:x:730:THR:HA 2.21 0.41
1:y:417:-VAL:HG21 1:y:635:PHE:HB3 2.01 0.41
1:2:675:GLN:HG3 1:3:401:MET:HE1 2.02 0.41
1:3:351:TYR:CZ 1:3:353:LEU:HB2 2.55 0.41
1:4:417:VAL:HG21 1:4:635:PHE:HB3 2.01 0.41
1:4:506: TYR:CZ 1:4:513:SER:HB3 2.55 0.41
1:5:424:ALA:O 1:5:730: THR:HA 2.21 0.41
1:5:605:GLN:HE22 1:6:622: THR:HA 1.85 0.41
1:6:417:VAL:HG21 1:6:635:PHE:HB3 2.01 0.41
1:8:251:TYR:OH 1:8:371:VAL:O 2.26 0.41
1:8:433:MET:SD 1:8:468:-MET:HG2 2.59 0.41
1:A:478:GLY:HA3 1:A:604: TRP:HB3 2.02 0.41
1:B:417:VAL:HG21 1:B:635:PHE:HB3 2.01 0.41
1:B:478:GLY:HA3 1:B:604: TRP:HB3 2.02 0.41
1:B:514:LEU:HD11 1:B:535:HIS:CD2 2.55 0.41
1:D:506:TYR:CZ 1:D:513:SER:HB3 2.54 0.41
1:E:253:ASN:O 1:E:255:LEU:HG 2.21 0.41
1:E:351:TYR:CZ 1:E:353:LEU:HB2 2.55 0.41
1:E:605:GLN:HE22 1:Q:622: THR:HA 1.85 0.41
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1:F:433:MET:SD 1:F:468:MET:HG2 2.59 0.41
1:F:506:TYR:CZ 1:F:513:SER:HB3 2.54 0.41
1:F:675:GLN:HG3 1:G:401:MET:HE1 2.02 0.41
1:G:445:ASN:HD22 1:1:549:ASN:ND2 2.19 0.41
1:G:627:HIS:O 1:G:629:SER:N 2.52 0.41
1:G:675:GLN:HG3 1:W:401:MET:HE1 2.02 0.41
1:G:710:PHE:HE2 1:G:724:ILE:HD11 1.86 0.41
1:H:424:ALA:O 1:H:730: THR:HA 2.21 0.41
1:H:605:GLN:HE22 1:W:622: THR:HA 1.85 0.41
1:1:675:GLN:HG3 1:J:401:MET:HE1 2.02 0.41
1:J:417:VAL:HG21 1:J:635:PHE:HB3 2.01 0.41
1:K:506:TYR:CZ 1:K:513:SER:HB3 2.55 0.41
1:L:227:TRP:O 1:b:398:PRO:HA 2.20 0.41
1:M:622: THR:HA 1:b:605:GLN:HE22 1.85 0.41
1:M:675:GLN:HG3 1:N:401:MET:HE1 2.02 0.41
1:N:271:TYR:HA 1:N:380:ASN:HD22 1.84 0.41
1:0:424:ALA:O 1:0:730: THR:HA 2.21 0.41
1:P:517:PRO:HA 1:P:535:HIS:0O 2.21 0.41
1:P:710:PHE:HE2 1:P:724:.1LE:HD11 1.86 0.41
1:Q:424:ALA:O 1:Q:730: THR:HA 2.21 0.41
1:R:494:ASN:HA 1:U:584:SER:HA 2.03 0.41
1:U:271:TYR:HA 1:U:380:ASN:HD22 1.84 0.41
1:U:318:GLN:NE2 1:e:337:SER:HA 2.35 0.41
1:V:494:ASN:HA 1:X:584:SER:HA 2.02 0.41
1:W:417:VAL:HG21 1:W:635:PHE:HB3 2.01 0.41
1:W:584:SER:HA 1:Y:494:ASN:HA 2.01 0.41
1:W:710:PHE:HE2 1:W:724:ILE:HD11 1.86 0.41
1:X:338: THR:HG21 1:X:401:MET:HE2 2.02 0.41
1:Y:514:LEU:HD11 1:Y:535:HIS:CD2 2.55 0.41
1:Z:271:TYR:HA 1:7:380:ASN:HD22 1.84 0.41
1:a:351:TYR:CZ 1:a:353:LEU:HB2 2.55 0.41
1:b:338: THR:HG21 1:b:401:MET:HE2 2.02 0.41
1:¢:253:ASN:O 1:¢:255:LEU:HG 2.21 0.41
1:¢:337:SER:HA 1:5:318:GLN:NE2 2.35 0.41
1:g:354:GLY:0O 1:h:474:ASN:ND2 2.53 0.41
1:g:417:-VAL:HG21 1:g:635:PHE:HB3 2.01 0.41
1:2:494:ASN:HA 1:h:584:SER:HA 2.03 0.41
1:g:622: THR:HA 1:h:605:GLN:HE22 1.84 0.41
1:2:623:ASP:CG 1:h:421:SER:HG 2.21 0.41
1:1:710:PHE:HE2 1:1:724:1LE:HD11 1.86 0.41
1:m:514:LEU:HD11 1:m:535:HIS:CD2 2.55 0.41
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1:0:338: THR:HG21 1:0:401:MET:HE2 2.02 0.41
1:0:702:TYR:OH 1:6:561:GLU:OE2 2.29 0.41
1:p:431:ARG:HD3 1:p:431:ARG:HA 1.89 0.41
1:p:579:ASN:OD1 1:p:589: THR:0G1 2.23 0.41
1:q:295: TRP:CD2 1:q:611:LEU:HD13 2.5 0.41
1:1:253:ASN:O 1:r:255:LEU:HG 2.21 0.41
1:u:710:PHE:HE2 1:u:724:1ILE:HD11 1.86 0.41
1:x:253:ASN:O 1:x:255:LEU:HG 2.21 0.41
1:y:618:LYS:HB2 1:y:640:PRO:HG3 2.01 0.41
1:2:253:ASN:O 1:2z:255:LEU:HG 2.21 0.41
1:2:337:SER:HA 1:4:318:GLN:NE2 2.34 0.41
1:2:445:ASN:HD22 1:1:549:ASN:ND2 2.18 0.41
1:2:622: THR:HA 1:2:605:GLN:HE22 1.85 0.41
1:1:417:VAL:HG21 1:1:635:PHE:HB3 2.01 0.41
1:1:514:LEU:HD11 1:1:535:HIS:CD2 2.55 0.41
1:2:271: TYR:HA 1:2:380:ASN:HD22 1.84 0.41
1:2:417:VAL:HG21 1:2:635:PHE:HB3 2.01 0.41
1:3:251:TYR:OH 1:3:371:VAL:O 2.26 0.41
1:5:338: THR:HG21 1:5:401:MET:HE2 2.02 0.41
1:7:338: THR:HG21 1:7:401:MET:-HE2 2.02 0.41
1:7:417:-VAL:HG21 1:7:635:PHE:HB3 2.01 0.41
1:A:618:LYS:HB2 1:A:640:PRO:HG3 2.01 0.41
1:B:445:ASN:HD22 1:J:549:ASN:ND2 2.19 0.41
1:B:549:ASN:ND2 1:L:445:ASN:HD22 2.18 0.41
1:C:417:VAL:HG21 1:C:635:PHE:HB3 2.01 0.41
1:C:424:ALA:O 1:C:730:THR:HA 2.21 0.41
1:E:517:PRO:HA 1:E:535:HIS:O 2.21 0.41
1:F:398:PRO:HA 1:R:227:TRP:O 2.20 0.41
1:F:618:LYS:HB2 1:F:640:PRO:HG3 2.01 0.41
1:G:584:SER:HA 1:1:494:ASN:HA 2.02 0.41
1:H:338: THR:HG21 1:H:401:MET:HE2 2.02 0.41
1:J:271:TYR:HA 1:J:380:ASN:HD22 1.84 0.41
1:J:605:GLN:HE22 1:L:622: THR:HA 1.85 0.41
1:K:424:ALA:O 1:K:730: THR:HA 2.21 0.41
1:K:687:GLU:HB2 1:K:729:LEU:HD13 2.03 0.41
1:1:253:ASN:O 1:L:255:LEU:HG 2.21 0.41
1:M:303: TRP:HE3 | 1:M:731:ARG:HH21 1.62 0.41
1:N:694:PRO:HD3 1:0:292:PRO:HB2 2.03 0.41
1:0:710:PHE:HE2 1:0:724:1ILE:HD11 1.86 0.41
1:P:687:GLU:HB2 1:P:729:LEU:HD13 2.03 0.41
1:T:227:TRP:O 1:U:398:PRO:HA 2.20 0.41
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1:T:251:TYR:OH 1:T:371:VAL:O 2.26 0.41
1:T:514:LEU:HD11 1:T:535:HIS:CD2 2.55 0.41
1:T:517:PRO:HA 1:T:535:HIS:O 2.21 0.41
1:W:474:ASN:ND2 1:Y:354:GLY:O 2.53 0.41
1:a:431:ARG:HD3 1:a:431:ARG:HA 1.89 0.41
1:c:364:PHE:HA 1:¢:365:PRO:HD3 1.91 0.41
1:d:478:GLY:HA3 1:d:604: TRP:HB3 2.02 0.41
1:€:253:ASN:O 1:e:255:LEU:HG 2.21 0.41
1:e:517:PRO:HA 1:e:535:HIS:O 2.21 0.41
1:1:605:GLN:HE22 1:h:622: THR:HA 1.85 0.41
1:f:622: THR:HA 1:g:605:GLN:HE22 1.85 0.41
1:g:424:ALA:O 1:g:730: THR:HA 2.21 0.41
1:h:303:TRP:HE3 1:h:731:ARG:HH21 1.62 0.41
1:1:694:PRO:HD3 1:1:292:PRO:HB2 2.03 0.41
1:j:364:PHE:HA 1:3:365:PRO:HD3 1.91 0.41
1:j:687:GLU:HB2 1:j:729:LEU:HD13 2.03 0.41
1:k:401:MET:HE1 1:w:675:GLN:HG3 2.02 0.41
1:k:506: TYR:CZ 1:k:513:SER:HB3 2.54 0.41
1:1:424:ALA:O 1:1:730: THR:HA 2.21 0.41
1:1:517:PRO:HA 1:1:535:HIS:O 2.21 0.41
1:n:478:GLY:HA3 1:n:604: TRP:HB3 2.02 0.41
1:n:514:LEU:HD11 1:n:535:HIS:CD2 2.55 0.41
1:0:253:ASN:O 1:0:255:LEU:HG 2.21 0.41
1:q:227:TRP:O 1:y:398:PRO:HA 2.20 0.41
1:q:494:ASN:HA 1:5:584:SER:HA 2.03 0.41
1:q:561:GLU:OE2 1:x:702:TYR:OH 2.29 0.41
1:8:271:TYR:HA 1:5:380:ASN:HD22 1.84 0.41
1:5:417:VAL:HG21 1:5:635:PHE:HB3 2.01 0.41
1:t:445:ASN:HD22 1:u:549:ASN:ND2 2.19 0.41
1:v:227:TRP:O 1:w:398:PRO:HA 2.20 0.41
1:v:417:VAL:HG21 1:v:635:PHE:HB3 2.01 0.41
1:w:253:ASN:O 1:w:255:LEU:HG 2.21 0.41
1:w:549:ASN:ND2 1:y:445:ASN:HD22 2.19 0.41
1:w:605:GLN:HE22 1:x:622: THR:HA 1.85 0.41
1:x:338: THR:HG21 1:x:401:MET:HE2 2.02 0.41
1:x:431:ARG:HA 1:x:431:ARG:HD3 1.89 0.41
1:y:506: TYR:CZ 1:y:513:SER:HB3 2.54 0.41
1:2:605:GLN:HE22 1:1:622: THR:HA 1.85 0.41
1:1:478:GLY:HA3 1:1:604: TRP:HB3 2.02 0.41
1:4:424:ALA:O 1:4:730: THR:HA 2.21 0.41
1:4:687:GLU:HB2 1:4:729:LEU:HD13 2.03 0.41
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1:6:710:PHE:HE2 1:6:724:ILE:HD11 1.86 0.41
1:8:517:PRO:HA 1:8:535:HIS:O 2.21 0.41
1:A:227:TRP:O 1:E:398:PRO:HA 2.20 0.41
1:A:514:LEU:HD11 1:A:535:HIS:CD2 2.55 0.41
1:B:622: THR:HA 1:L:605:GLN:HE22 1.85 0.41
1:B:687:GLU:HB2 1:B:729:LEU:HD13 2.03 0.41
1:C:687:GLU:HB2 1:C:729:LEU:HD13 2.03 0.41
1:D:292:PRO:HB2 1:M:694:PRO:HD3 2.03 0.41
1:D:398:PRO:HA 1:E:227:TRP:O 2.20 0.41
1:E:549:ASN:ND2 1:F:445:ASN:HD22 2.19 0.41
1:G:227:TRP:O 1:W:398:PRO:HA 2.20 0.41
1:G:424:ALA:O 1:G:730:THR:HA 2.21 0.41
1:1L:338: THR:HG21 1:L:401:MET:HE2 2.02 0.41
1:N:478:GLY:HA3 1:N:604: TRP:HB3 2.03 0.41
1:N:517:PRO:HA 1:N:535:HIS:O 2.21 0.41
1:0:417:VAL:HG21 1:0:635:PHE:HB3 2.01 0.41
1:0:478:GLY:HA3 1:0:604: TRP:HB3 2.03 0.41
1:0:517:PRO:HA 1:0:535:HIS:0O 2.21 0.41
1:Q:338:THR:HG21 | 1:Q:401:MET:HE2 2.02 0.41
1:S:710:PHE:HE2 1:S:724:.1LE:HD11 1.86 0.41
1:T:445:ASN:HD22 1:d:549:ASN:ND2 2.19 0.41
1:U:417:VAL:HG21 1:U:635:PHE:HB3 2.01 0.41
1:U:424:ALA:O 1:U:730: THR:HA 2.21 0.41
1:U:517:PRO:HA 1:U:535:HIS:O 2.21 0.41
1:X:431:ARG:HD3 1:X:431:ARG:HA 1.89 0.41
1:X:623:ASP:CG 1:¢:421:SER:HG 2.24 0.41
1:Y:517:PRO:HA 1:Y:535:HIS:O 2.21 0.41
1:7:517:PRO:HA 1:7:535:HIS:O 2.21 0.41
1:a:292:PRO:HB2 1:3:694:PRO:HD3 2.03 0.41
1:a:445:ASN:HD22 1:8:549:ASN:ND2 2.19 0.41
1:a:691:ARG:HD3 1:a:695:GLU:CG 2.50 0.41
1:a:694:PRO:HD3 1:3:292:PRO:HB2 2.03 0.41
1:b:372:PRO:HA 1:0:659:PHE:CD1 2.56 0.41
1:b:478:GLY:HA3 1:b:604:TRP:HB3 2.02 0.41
1:¢:517:PRO:HA 1:¢:535:HIS:O 2.21 0.41
1:¢:687:GLU:HB2 1:¢:729:LEU:HD13 2.03 0.41
1:d:514:LEU:HD11 1:d:535:HIS:CD2 2.55 0.41
1::687:GLU:HB2 1:e:729:LEU:HD13 2.03 0.41
1:£:417:VAL:HG21 1:f:635:PHE:HB3 2.01 0.41
1:£:478:GLY:HA3 1:1:604: TRP:HB3 2.02 0.41
1:g:618:LYS:HB2 1:g:640:PRO:HG3 2.01 0.41
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1:g:687:GLU:HB2 1:g:729:LEU:HD13 2.03 0.41
1:1:517:PRO:HA 1:1:535:HIS:O 2.21 0.41
1:j:517:PRO:HA 1:j:535:HIS:O 2.21 0.41
1:k:710:PHE:HE2 1:k:724:ILE:HD11 1.86 0.41
1:1:691:ARG:HD3 1:1:695:GLU:CG 2.50 0.41
1:m:517:PRO:HA 1:m:535:HIS:O 2.21 0.41
1:n:271:TYR:HA 1:1n:380:ASN:HD22 1.84 0.41
1:n:710:PHE:HE2 1:n:724:.1LE:HD11 1.86 0.41
1:0:292:PRO:HB2 1:6:694:PRO:HD3 2.03 0.41
1:p:253:ASN:O 1:p:255:LEU:HG 2.21 0.41
1:q:549:ASN:ND2 1:5:445:ASN:HD22 2.18 0.41
1:5:424:ALA:O 1:s:730: THR:HA 2.21 0.41
1:5:517:PRO:HA 1:5:535:HIS:O 2.21 0.41
1:t:447:- THR:HG1 1:u:498:PHE:H 1.68 0.41
1:u:227: TRP:O 1:2:398:PRO:HA 2.20 0.41
1:v:618:LYS:HB2 1:v:640:PRO:HG3 2.01 0.41
1:w:517:PRO:HA 1:w:535:HIS: O 2.21 0.41
1:2z:338: THR:HG21 1:2:401:MET:HE2 2.02 0.41
1:2:424:ALA:O 1:2:730: THR:HA 2.21 0.41
1:1:517:PRO:HA 1:1:535:HIS:O 2.21 0.41
1:1:687:GLU:HB2 1:1:729:LEU:HD13 2.03 0.41
1:5:710:PHE:HE2 1:5:724:ILE:HD11 1.86 0.41
1:7:514:LEU:HD11 1:7:535:HIS:CD2 2.55 0.41
1:8:271: TYR:HA 1:8:380:ASN:HD22 1.84 0.41
1:A:584:SER:HA 1:G:494:ASN:HA 2.02 0.41
1:B:292:PRO:HB2 1:1:694:PRO:HD3 2.03 0.41
1:B:517:PRO:HA 1:B:535:HIS:O 2.21 0.41
1:C:517:PRO:HA 1:C:535:HIS:O 2.21 0.41
1:C:605:GLN:HE22 1:b:622: THR:HA 1.85 0.41
1:C:618:LYS:HB2 1:C:640:PRO:HG3 2.01 0.41
1:D:710:PHE:HE2 1:D:724:.1LE:HD11 1.86 0.41
1:H:710:PHE:HE2 1:H:724:.1ILE:HD11 1.86 0.41
1:I1:514:LEU:HD11 1:1:535:HIS:CD2 2.55 0.41
1:K:584:SER:HA 1:a:494:ASN:HA 2.02 0.41
1:M:618:LYS:HB2 1:M:640:PRO:HG3 2.01 0.41
1:N:227:TRP:O 1:m:398:PRO:HA 2.20 0.41
1:0:338: THR:HG21 1:0:401:MET:HE2 2.02 0.41
1:0:691:ARG:HD3 1:0:695:GLU:CG 2.50 0.41
1:P:424:ALA:O 1:P:730: THR:HA 2.21 0.41
1:P:431:ARG:HD3 1:P:431:ARG:HA 1.89 0.41
1:Q:431:ARG:HA 1:Q:431:ARG:HD3 1.89 0.41
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1:Q:694:PRO:HD3 1:R:292:PRO:HB2 2.03 0.41
1:R:549:ASN:ND2 1:U:445:ASN:HD22 2.18 0.41
1:S:687:GLU:HB2 1:S:729:LEU:HD13 2.03 0.41
1:T:351:TYR:CZ 1:T:353:LEU:HB2 2.55 0.41
1:T:372:PRO:HA 1:U:659:PHE:CD1 2.56 0.41
1:T:398:PRO:HA 1:1:227:TRP:O 2.20 0.41
1:T:431:ARG:HA 1:T:431:ARG:HD3 1.89 0.41
1:U:253:ASN:O 1:U:255:LEU:HG 2.21 0.41
1:V:398:PRO:HA 1:W:227:TRP:O 2.20 0.41
1:V:445:ASN:HD22 1:¢:549:ASN:ND2 2.19 0.41
1:V:447:- THR:HG1 1:¢:498:PHE:H 1.68 0.41
1:7:549:ASN:ND2 1:3:445:ASN:HD22 2.19 0.41
1:b:417:VAL:HG21 1:b:635:PHE:HB3 2.01 0.41
1:b:579:ASN:OD1 1:b:589: THR:OG1 2.23 0.41
1:¢:271:TYR:HA 1:¢:380:ASN:HD22 1.84 0.41
1:¢:549:ASN:ND2 1:p:445:ASN:HD22 2.19 0.41
1:d:338: THR:HG21 1:d:401:MET:HE2 2.02 0.41
1:d:710:PHE:HE?2 1:d:724:1ILE:HD11 1.86 0.41
1:£:579:ASN:OD1 1:£:589: THR:0G1 2.23 0.41
1:g:372:PRO:HA 1:1:659:PHE:CD1 2.55 0.41
1:g:431:ARG:HA 1:g:431:ARG:HD3 1.89 0.41
1:¢:517:PRO:HA 1:g:535:HIS:O 2.21 0.41
1:k:398:PRO:HA 1:w:227:TRP:0O 2.20 0.41
1:1:338: THR:HG21 1:1:401:MET:-HE2 2.02 0.41
1:1:417:VAL:HG21 1:1:635:PHE:HB3 2.01 0.41
1:1:478:GLY:HA3 1:1:604:TRP:HB3 2.03 0.41
1:m:251:TYR:OH 1:m:371:VAL:O 2.26 0.41
1:m:372:PRO:HA 1:5:659:PHE:CD1 2.56 0.41
1:m:445:ASN:HD22 1:n:549:ASN:ND2 2.19 0.41
1:n:338: THR:HG21 1:n:401:MET:HE2 2.02 0.41
1:0:605:GLN:HE22 1:p:622: THR:HA 1.85 0.41
1:0:675:GLN:HG3 1:7:401:MET:HE1 2.02 0.41
1:0:687:GLU:HB2 1:0:729:LEU:HD13 2.03 0.41
1:p:398:PRO:HA 1:6:227: TRP:O 2.20 0.41
1:q:292:PRO:HB2 1:x:694:PRO:HD3 2.03 0.41
1:r:710:PHE:HE2 1:r:724:1LE:HD11 1.86 0.41
1:5:253:ASN:O 1:5:255:LEU:HG 2.21 0.41
1:t:627:HIS:O 1:t:629:SER:N 2.52 0.41
1:u:474:ASN:ND2 1:v:354:GLY:O 2.53 0.41
1:u:694:PRO:HD3 1:1:292:PRO:HB2 2.03 0.41
1:v:514:LEU:HD11 1:v:535:HIS:CD2 2.55 0.41
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1:x:579:ASN:OD1 1:x:589: THR:OG1 2.23 0.41
1:2:579:ASN:OD1 1:2:589: THR:OG1 2.23 0.41
1:1:625:HIS:HD?2 1:1:628:PRO:HD3 1.86 0.41
1:3:431:ARG:HD3 1:3:431:ARG:HA 1.89 0.41
1:6:474:ASN:ND2 1:7:354:GLY:O 2.53 0.41
1:6:584:SER:HA 1:7:494:ASN:HA 2.01 0.41
1:8:253:ASN:O 1:8:255:LEU-HG 2.21 0.41
1:A:354:GLY:O 1:1:474:ASN:ND2 2.53 0.41
1:B:354:GLY:O 1:1:474:ASN:ND2 2.53 0.41
1:B:424:ALA:O 1:B:730: THR:HA 2.21 0.41
1:B:625:HIS:HD2 1:B:628:PRO:HD3 1.86 0.41
1:B:659:PHE:CD1 1:C:372:PRO:HA 2.55 0.41
1:B:710:PHE:HE2 1:B:724:1LE:HD11 1.86 0.41
1:C:354:GLY:O 1:M:474:ASN:ND2 2.54 0.41
1:C:431:ARG:HA 1:C:431:ARG:HD3 1.89 0.41
1:D:253:ASN:O 1:D:255:LEU:HG 2.21 0.41
1:D:622: THR:HA 1:P:605:GLN:HE22 1.86 0.41
1:D:694:PRO:HD3 1:M:292:PRO:HB2 2.03 0.41
1:E:340:GLN:O 1:E:646:1LE:HA 2.21 0.41
1:E:354:GLY:O 1:F:474:ASN:ND2 2.53 0.41
1:E:478:GLY:HA3 1:E:604: TRP:HB3 2.02 0.41
1:E:494:ASN:HA 1:F:584:SER:HA 2.02 0.41
1:E:618:LYS:HB2 1:E:640:PRO:HG3 2.02 0.41
1:F:517:PRO:HA 1:F:535:HIS:O 2.21 0.41
1:F:710:PHE:HE2 1:F:724:.1LE:HD11 1.86 0.41
1:G:687:GLU:HB2 1:G:729:LEU:HD13 2.03 0.41
1:H:364:PHE:HA 1:H:365:PRO:HD3 1.91 0.41
1:H:478:GLY:HA3 1:H:604:TRP:HB3 2.03 0.41
1:H:659:PHE:CD1 1:7:372:PRO:HA 2.56 0.41
1:H:687:GLU:HB2 1:H:729:LEU:HD13 2.03 0.41
1:1:227:TRP:O 1:J:398:PRO:HA 2.20 0.41
1:1:253:ASN:O 1:1:255:LEU:HG 2.21 0.41
1:I:517:PRO:HA 1:1:535:HIS:O 2.21 0.41
1:J:253:ASN:O 1:J:255:LEU:HG 2.21 0.41
1:J:474:ASN:ND2 1:1:354:GLY:O 2.54 0.41
1:K:398:PRO:HA 1:7:227:TRP:O 2.20 0.41
1:1:424:ALA:O 1:L:730: THR:HA 2.21 0.41
1:L:517:PRO:HA 1:L:535:HIS: O 2.21 0.41
1:M:494:ASN:HA 1:b:584:SER:HA 2.03 0.41
1:N:372:PRO:HA 1:m:659:PHE:CD1 2.56 0.41
1:N:627:HIS:O 1:N:629:SER:N 2.52 0.41
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1:0:372:PRO:HA 1:P:659:PHE:CD1 2.56 0.41
1:0:494:ASN:HA 1:n:584:SER:HA 2.02 0.41
1:P:253:ASN:O 1:P:255:LEU:HG 2.21 0.41
1:P:478:GLY:HA3 1:P:604: TRP:HB3 2.03 0.41
1:QQ:340:GLN:O 1:Q:646:ILE:HA 2.21 0.41
1:Q:372:PRO:HA 1:5:659:PHE:CD1 2.56 0.41
1:Q:675:GLN:HG3 1:S:401:MET:HE1 2.02 0.41
1:Q:702: TYR:OH 1:R:561:GLU:OE2 2.29 0.41
1:R:398:PRO:HA 1:V:227:TRP:O 2.20 0.41
1:R:445:ASN:HD22 1:S:549:ASN:ND2 2.19 0.41
1:S:675:GLN:HG3 1:d:401:MET:HE1 2.02 0.41
1:T:474:ASN:ND2 1:d:354:GLY:O 2.53 0.41
1:T:549:ASN:ND2 1:1:445:ASN:HD22 2.19 0.41
1:T:659:PHE:CD1 1:1:372:PRO:HA 2.56 0.41
1:T:687:GLU:HB2 1:T:729:LEU:HD13 2.03 0.41
1:U:694:PRO:HD3 1:V:292:PRO:HB2 2.03 0.41
1:V:253:ASN:O 1:V:255:LEU:HG 2.21 0.41
1:V:579:ASN:OD1 1:V:589: THR:OG1 2.23 0.41
1:V:605:GLN:HE22 1:e:622: THR:HA 1.85 0.41
1:V:710:PHE:HE2 1:V:724:.1ILE:HD11 1.86 0.41
1:W:421:SER:HG 1:Y:623:ASP:CG 2.22 0.41
1:X:340:GLN:O 1:X:646:ILE:HA 2.21 0.41
1:X:364:PHE:HA 1:X:365:PRO:HD3 1.91 0.41
1:X:687:GLU:HB2 1:X:729:LEU:HD13 2.03 0.41
1:Y:227: TRP:O 1:4:398:PRO:HA 2.20 0.41
1:7:253:ASN:O 1:7:255:LEU:HG 2.21 0.41
1:7:625:HIS:HD2 1:7:628:PRO:HD3 1.86 0.41
1:Z:710:PHE:HE2 1:7:724:.1LE:HD11 1.86 0.41
1:a:517:PRO:HA 1:a:535:HIS:O 2.21 0.41
1:a:605:GLN:HE22 1:8:622: THR:HA 1.85 0.41
1:¢:498:PHE:H 1:p:447:-THR:HG1 1.68 0.41
1:d:517:PRO:HA 1:d:535:HIS: O 2.21 0.41
1:d:687:GLU:HB2 1:d:729:LEU:HD13 2.03 0.41
1:e:372:PRO:HA 1:h:659:PHE:CD1 2.56 0.41
1:£:253:ASN:O 1:£:255:LEU:HG 2.21 0.41
1:1:584:SER:HA 1:h:494:ASN:HA 2.03 0.41
1:2:694:PRO:HD3 1:2:292:PRO:HB2 2.02 0.41
1:h:618:LYS:HB2 1:h:640:PRO:HG3 2.01 0.41
1:1:478:GLY:HA3 1:1:604: TRP:HB3 2.03 0.41
1:1:549:ASN:ND2 1:k:445:ASN:HD22 2.19 0.41
1:j:253:ASN:O 1:j:255:LEU:HG 2.21 0.41
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1:5:292:PRO:HB2 1:w:694:PRO:HD3 2.03 0.41
1:j:424:ALA:O 1:j:730: THR:HA 2.21 0.41
1:j:478:GLY:HA3 1:j:604: TRP:HB3 2.03 0.41
1:k:253:ASN:O 1:k:255:LEU:HG 2.21 0.41
1:k:340:GLN:O 1:k:646:1LE:HA 2.21 0.41
1:m:253:ASN:O 1:m:255:LEU:-HG 2.21 0.41
1:m:351:TYR:CZ 1:m:353:LEU:HB2 2.55 0.41
1:m:474:ASN:ND2 1:n:354:GLY:O 2.53 0.41
1:m:605:GLN:HE22 1:n:622: THR:HA 1.85 0.41
1:m:687:GLU:HB2 1:m:729:LEU:HD13 2.03 0.41
1:n:401:MET:HE1 1:r:675:GLN:HG3 2.02 0.41
1:n:517:PRO:HA 1:n:535:HIS: O 2.21 0.41
1:n:687:GLU:HB2 1:n:729:LEU:HD13 2.03 0.41
1:0:227:TRP:O 1:7:398:PRO:HA 2.20 0.41
1:0:424:ALA:O 1:0:730: THR:HA 2.21 0.41
1:0:445:ASN:HD22 1:p:549:ASN:ND2 2.19 0.41
1:p:227:TRP:O 1:q:398:PRO:HA 2.20 0.41
1:p:271:TYR:HA 1:p:380:ASN:HD22 1.84 0.41
1:p:292:PRO:HB2 1:5:694:PRO:HD3 2.03 0.41
1:q:445:ASN:HD22 1:1:549:ASN:ND2 2.19 0.41
1:r:401:MET:HE1 1:x:675:GLN:HG3 2.02 0.41
1:1:659:PHE:CD1 1:x:372:PRO:HA 2.56 0.41
1:1:687:GLU:HB2 1:r:729:LEU:HD13 2.03 0.41
1:t:424:ALA:O 1:t:730: THR:HA 2.21 0.41
1:t:687:GLU:HB2 1::729:LEU:HD13 2.03 0.41
1:u:253:ASN:O 1:u:255:LEUHG 2.21 0.41
1:u:618:LYS:HB2 1:u:640:PRO:HG3 2.01 0.41
1:w:494: ASN:HA 1:y:584:SER:HA 2.02 0.41
1:w:579:ASN:OD1 1:w:589: THR:OG1 2.23 0.41
1:x:303: TRP:HE3 1:x:731:ARG:HH21 1.62 0.41
1:y:517:PRO:HA 1:y:535:HIS:O 2.21 0.41
1:2:354:GLY:O 1:2:474:ASN:ND2 2.54 0.41
1:2:474:ASN:ND2 1:1:354:GLY:O 2.53 0.41
1:2:253:ASN:O 1:2:255:LEU-HG 2.21 0.41
1:3:253:ASN:O 1:3:255:LEU:HG 2.21 0.41
1:3:494:ASN:HA 1:4:584:SER:HA 2.02 0.41
1:3:691:ARG:HD3 1:3:695:GLU:CG 2.50 0.41
1:5:340: GLN:O 1:5:646:1LE:HA 2.21 0.41
1:5:354:GLY:O 1:7:474:ASN:ND2 2.53 0.41
1:5:364:PHE:HA 1:5:365:PRO:HD3 1.91 0.41
1:5:474:ASN:ND2 1:6:354:GLY:O 2.53 0.41
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1:5:659:PHE:CD1 1:8:372:PRO:HA 2.56 0.41
1:5:687:GLU:HB2 1:5:729:LEU:HD13 2.03 0.41
1:6:421:SER:HG 1:7:623:ASP:CG 2.22 0.41
1:7:517:PRO:HA 1:7:535:HIS:O 2.21 0.41
1:B:584:SER:HA 1:J:494:ASN:HA 2.02 0.41
1:C:549:ASN:ND2 1:M:445:ASN:HD22 2.19 0.41
1:D:340:GLN:O 1:D:646:1LE:HA 2.21 0.41
1:D:445:ASN:HD22 1:N:549:ASN:ND2 2.19 0.41
1:E:694:PRO:HD3 1:P:292:PRO:HB2 2.03 0.41
1:F:340:GLN:O 1:F:646:1LE:HA 2.21 0.41
1:G:431:ARG:HD3 1:G:431:ARG:HA 1.89 0.41
1:G:694:PRO:HD3 1:H:292:PRO:HB2 2.02 0.41
1:H:340:GLN:O 1:H:646:ILE:HA 2.21 0.41
1:H:372:PRO:HA 1:1:659:PHE:CD1 2.56 0.41
1:H:474:ASN:ND2 1:W:354:GLY:O 2.53 0.41
1:1:618:LYS:HB2 1:1:640:PRO:HG3 2.01 0.41
1:J:372:PRO:HA 1:a:659:PHE:CD1 2.56 0.41
1:M:424:ALA:O 1:M:730:THR:HA 2.21 0.41
1:N:605:GLN:HE22 1:P:622: THR:HA 1.86 0.41
1:0:445:ASN:HD22 1:m:549:ASN:ND2 2.19 0.41
1:P:340:GLN:O 1:P:646:1LE:HA 2.21 0.41
1:R:253:ASN:O 1:R:255:LEU:HG 2.21 0.41
1:R:517:PRO:HA 1:R:535:HIS:O 2.21 0.41
1:R:625:HIS:HD?2 1:R:628:PRO:HD3 1.86 0.41
1:S:372:PRO:HA 1:d:659:PHE:CD1 2.56 0.41
1:T:253:ASN:O 1:T:255:LEU:HG 2.21 0.41
1:T:605:GLN:HE22 1:d:622: THR:HA 1.85 0.41
1:V:271:TYR:HA 1:V:380:ASN:HD22 1.84 0.41
1:V:584:SER:HA 1:e:494:ASN:HA 2.02 0.41
1:W:478:GLY:HA3 1:W:604: TRP:HB3 2.03 0.41
1:X:424:ALA:O 1:X:730: THR:HA 2.21 0.41
1:X:517:PRO:HA 1:X:535:HIS:O 2.21 0.41
1:X:622: THR:HA 1::605:GLN:HE22 1.86 0.41
1:Y:694:PRO:HD3 1:7:292:PRO:HB2 2.03 0.41
1:7:424:ALA:O 1:7:730:THR:HA 2.21 0.41
1:a:253:ASN:O 1:a:255:LEU:HG 2.21 0.41
1:a:338: THR:HG21 1:a:401:MET:HE2 2.02 0.41
1:a:424:ALA:O 1:a:730: THR:HA 2.21 0.41
1:b:253:ASN:O 1:b:255:LEU:HG 2.21 0.41
1:b:625:HIS:HD2 1:b:628:PRO:HD3 1.86 0.41
1:b:694:PRO:HD3 1:¢:292:PRO:HB2 2.03 0.41
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1:¢:583:ASN:OD1 1:¢:586:ALA:N 2.40 0.41
1:¢:622: THR:HA 1:p:605:GLN:HE22 1.85 0.41
1:d:292:PRO:HB2 1:n:694:PRO:HD3 2.03 0.41
1:d:625:HIS:HD2 1:d:628:PRO:HD3 1.86 0.41
1:e:271:TYR:HA 1:€:380:ASN:HD22 1.84 0.41
1:f:401:MET:HE1 1:2z:675:GLN:HG3 2.02 0.41
1:1:627:HIS:O 1:1:629:SER:N 2.52 0.41
1:j:401:MET:HE1 1:1:675:GLN:HG3 2.02 0.41
1:3:605:GLN:HE22 1:k:622: THR:HA 1.86 0.41
1:j:659:PHE:CD1 1:1:372:PRO:HA 2.56 0.41
1:k:351:TYR:CZ 1:k:353:LEU:HB2 2.55 0.41
1:n:340:GLN:O 1:n:646:ILE:HA 2.21 0.41
1:n:659:PHE:CD1 1:1:372:PRO:HA 2.56 0.41
1:0:517:PRO:HA 1:0:535:HIS:O 2.21 0.41
1:0:584:SER:HA 1:p:494:ASN:HA 2.02 0.41
1:q:253:ASN:O 1:q:255:LEU:HG 2.21 0.41
1:q:372:PRO:HA 1:y:659:PHE:CD1 2.56 0.41
1:q:517:PRO:HA 1:q:535:HIS:O 2.21 0.41
1:r:340:GLN:O 1:r:646:1ILE:HA 2.21 0.41
1:t:584:SER:HA 1:u:494:ASN:HA 2.02 0.41
1:u:514:LEU:HD11 1:u:535:HIS:CD2 2.55 0.41
1:u:659:PHE:CD1 1:5:372:PRO:HA 2.56 0.41
1:w:340:GLN:O 1:w:646:1LE:HA 2.21 0.41
1:w:354:GLY:O 1:y:474:ASN:ND2 2.53 0.41
1:w:478:GLY:HA3 1:w:604: TRP:HB3 2.02 0.41
1:w:618:LYS:HB2 1:w:640:PRO:HG3 2.02 0.41
1:w:625:HIS:HD2 1:w:628:PRO:HD3 1.86 0.41
1:x:340:GLN:O 1:x:646:1LE:HA 2.21 0.41
1:y:340:GLN:O 1:y:646:ILE:HA 2.21 0.41
1:z:517:PRO:HA 1:2:535:HIS:O 2.21 0.41
1:1:253:ASN:O 1:1:255:LEU:HG 2.21 0.41
1:1:424:ALA:O 1:1:730: THR:HA 2.21 0.41
1:2:687:GLU:HB2 1:2:729:LEU:HD13 2.03 0.41
1:3:517:PRO:HA 1:3:535:HIS:O 2.21 0.41
1:5:478:GLY:HA3 1:5:604:TRP:HB3 2.03 0.41
1:6:253:ASN:O 1:6:255:LEU:HG 2.21 0.41
1:7:694:PRO:HD3 1:8:292:PRO:HB2 2.03 0.41
1:8:710:PHE:HE2 1:8:724:ILE:HD11 1.86 0.41
1:B:253:ASN:O 1:B:255:LEU:HG 2.21 0.40
1:C:292:PRO:HB2 1:1L:694:PRO:HD3 2.03 0.40
1:C:478:GLY:HA3 1:C:604: TRP:HB3 2.02 0.40
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Atom-1 Atom-2 distance (A) overlap (A)

1:D:351:TYR:CZ 1:D:353:LEU:HB2 2.55 0.40
1:D:424:ALA:O 1:D:730: THR:HA 2.21 0.40
1:E:364:PHE:HA 1:E:365:PRO:HD3 1.91 0.40
1:E:424:ALA:O 1:E:730: THR:HA 2.21 0.40
1:E:474:ASN:ND2 1:Q:354:GLY:0O 2.54 0.40
1:E:625:HIS:HD2 1:E:628:PRO:HD3 1.86 0.40
1:F:659:PHE:CD1 1:R:372:PRO:HA 2.57 0.40
1:G:253:ASN:O 1:G:255:LEU:HG 2.21 0.40
1:H:517:PRO:HA 1:H:535:HIS:O 2.21 0.40
1:1:424:ALA:O 1:1:730: THR:HA 2.21 0.40
1:J:687:GLU:HB2 1:J:729:LEU:HD13 2.03 0.40
1:M:549:ASN:ND2 1:b:445:ASN:HD22 2.19 0.40
1:N:710:PHE:HE2 1:N:724:.ILE:HD11 1.86 0.40
1:0:340:GLN:O 1:0:646:1LE:HA 2.21 0.40
1:S:340:GLN:O 1:S:646:ILE:HA 2.21 0.40
1:V:549:ASN:ND2 1:X:445:ASN:HD22 2.19 0.40
1:W:253:ASN:O 1:W:255:LEU:HG 2.21 0.40
1:7:622:THR:HA 1:3:605:GLN:HE22 1.85 0.40
1:a:340:GLN:O 1:a:646:1ILE:HA 2.21 0.40
1:¢:338: THR:HG21 1:c:401:MET:HE2 2.02 0.40
1:¢:625:HIS:HD2 1:¢:628:PRO:HD3 1.86 0.40
1:d:253:ASN:O 1:d:255:LEU:HG 2.21 0.40
1:d:340:GLN:O 1:d:646:ILE:HA 2.21 0.40
1:d:474:ASN:ND2 1:1:354:GLY:O 2.53 0.40
1:d:584:SER:HA 1:1:494:ASN:HA 2.02 0.40
1:d:694:PRO:HD3 1:n:292:PRO:HB2 2.03 0.40
1:¢:292:PRO:HB2 1:£:694:PRO:HD3 2.03 0.40
1:e:338: THR:HG21 1l:e:401:MET:HE2 2.02 0.40
1:e:364:PHE:HA 1:€:365:PRO:HD3 1.91 0.40
1:e:583:ASN:OD1 1:e:586:ALA:N 2.40 0.40
1:¢:627:HIS:O 1:¢:629:SER:N 2.52 0.40
1:£:474:ASN:ND2 1:h:354:GLY:O 2.52 0.40
1:g:478:GLY:HA3 1:g:604: TRP:HB3 2.02 0.40
1:h:424:ALA:O 1:h:730: THR:HA 2.21 0.40
1:1:605:GLN:HE22 1:j:622: THR:HA 1.86 0.40
1:3:340:GLN:O 1:j:646:1LE:HA 2.21 0.40
1:m:431:ARG:HA 1:m:431:ARG:HD3 1.89 0.40
1:n:424:ALA:O 1:n:730: THR:HA 2.21 0.40
1:n:625:HIS:HD2 1:n:628:PRO:HD3 1.86 0.40
1:0:340: GLN:O 1:0:646:1ILE:HA 2.21 0.40
1:0:625:HIS:HD2 1:0:628:PRO:HD3 1.86 0.40
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Atom-1 Atom-2 distance (A) overlap (A)

1:q:625:HIS:HD2 1:q:628:PRO:HD3 1.86 0.40
1:r:424:ALA:O 1:r:730: THR:HA 2.21 0.40
1:r:583:ASN:OD1 1:r:586:ALA:N 2.40 0.40
1:5:251:TYR:OH 1:5:371:VAL:O 2.26 0.40
1:5:687:GLU:HB2 1:5:729:LEU:HD13 2.03 0.40
1:t:340:GLN:O 1:t:646:1ILE:HA 2.21 0.40
1:t:354:GLY:O 1:v:474:ASN:ND2 2.53 0.40
1:t:494:ASN:HA 1:v:584:SER:HA 2.02 0.40
1:t:625:HIS:HD?2 1:t:628:PRO:HD3 1.86 0.40
1:u:517:PRO:HA 1:u:535:HIS: O 2.21 0.40
1:w:474:ASN:ND2 1:x:354:GLY:O 2.54 0.40
1:y:710:PHE:HE2 1oy 724:1LE:HD11 1.86 0.40
1:2:478:GLY:HA3 1:z:604:TRP:HB3 2.02 0.40
1:1:584:SER:HA 1:2:494:ASN:HA 2.02 0.40
1:1:710:PHE:HE2 1:1:724:ILE:HD11 1.86 0.40
1:2:372:PRO:HA 1:3:659:PHE:CD1 2.56 0.40
1:3:338: THR:HG21 1:3:401:MET:HE2 2.02 0.40
1:3:340: GLN:O 1:3:646:1ILE:HA 2.21 0.40
1:5:517:PRO:HA 1:5:535:HIS:O 2.21 0.40
1:5:622: THR:HA 1:7:605:GLN:HE22 1.86 0.40
1:5:625:HIS:HD2 1:5:628:PRO:HD3 1.86 0.40
1:8:424:ALA:O 1:8:730: THR:HA 2.21 0.40
1:8:625:HIS:HD?2 1:8:628:PRO:HD3 1.86 0.40
1:A:340:GLN:O 1:A:646:1ILE:HA 2.21 0.40
1:A:424:ALA:O 1:A:730: THR:HA 2.21 0.40
1:A:517:PRO:HA 1:A:535:HIS:O 2.21 0.40
1:C:340:GLN:O 1:C:646:1LE:HA 2.21 0.40
1:D:517:PRO:HA 1:D:535:HIS:O 2.21 0.40
1:D:659:PHE:CD1 1:E:372:PRO:HA 2.56 0.40
1:F:625:HIS:HD?2 1:F:628:PRO:HD3 1.86 0.40
1:G:340:GLN:O 1:G:646:ILE:HA 2.21 0.40
1:G:478:GLY:HA3 1:G:604: TRP:HB3 2.02 0.40
1:H:354:GLY:O 1:Y:474:ASN:ND2 2.53 0.40
1:H:445:ASN:HD22 1:W:549:ASN:ND2 2.19 0.40
1:H:622: THR:HA 1:Y:605:GLN:HE22 1.85 0.40
1:H:625:HIS:HD2 1:H:628:PRO:HD3 1.86 0.40
1:J:431:ARG:HD3 1:J:431:ARG:HA 1.89 0.40
1:K:253:ASN:O 1:K:255:LEU:HG 2.21 0.40
1:K:474:ASN:ND2 1:a2:354:GLY:O 2.53 0.40
1:L:478:GLY:HA3 1:L:604: TRP:HB3 2.02 0.40
1:L:675:GLN:HG3 1:b:401:MET:HE1 2.02 0.40
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Atom-1 Atom-2 distance (A) overlap (A)

1:N:253:ASN:O 1:N:255:LEU:HG 2.21 0.40
1:0:675:GLN:HG3 1:P:401:MET:HE1 2.02 0.40
1:P:271:TYR:HA 1:P:380:ASN:HD22 1.84 0.40
1:R:340:GLN:O 1:R:646:1ILE:HA 2.21 0.40
1:R:474:ASN:ND2 1:S:354:GLY:O 2.53 0.40
1:T:338: THR:HG21 1:T:401:MET:HE2 2.02 0.40
1:U:675:GLN:HG3 1:e:401:MET:HE1 2.02 0.40
1:U:687:GLU:HB2 1:U:729:LEU:HD13 2.03 0.40
1:V:354:GLY:O 1:X:474:ASN:ND2 2.52 0.40
1:X:625:HIS:HD2 1:X:628:PRO:HD3 1.86 0.40
1:Y:292:PRO:HB2 1:7:694:PRO:HD3 2.03 0.40
1:Y:710:PHE:HE2 1:Y:724:.ILE:HD11 1.86 0.40
1:7:431:ARG:HA 1:7:431:ARG:HD3 1.89 0.40
1:7:474:ASN:ND2 1:4:354:GLY:O 2.54 0.40
1:a4:687:GLU:HB2 1:a:729:LEU:HD13 2.03 0.40
1:d:424:ALA:O 1:d:730: THR:HA 2.21 0.40
1:¢:227:TRP:O 1:h:398:PRO:HA 2.21 0.40
1:e:424:ALA:O 1:e:730: THR:HA 2.21 0.40
1:£:431:ARG:HD3 1:£:431:ARG:HA 1.89 0.40
1:£:625:HIS:HD2 1:£:628:PRO:HD3 1.86 0.40
1:¢:292:PRO:HB2 1:2:694:PRO:HD3 2.03 0.40
1:¢:340:GLN:O 1:g:646:ILE:HA 2.21 0.40
1:g:622: THR:HA 1:h:605:GLN:NE2 2.37 0.40
1:g:710:PHE:HE2 1:g:724:1ILE:HD11 1.86 0.40
1:1:292:PRO:HB2 1:1:694:PRO:HD3 2.03 0.40
1:1:424:ALA:O 1:1:730: THR:HA 2.21 0.40
1:1:710:PHE:HE2 1:1:724:ILE:HD11 1.86 0.40
1:k:424:ALA:O 1:k:730: THR:HA 2.21 0.40
1:k:517:PRO:HA 1:k:535:HIS:O 2.21 0.40
1:m:338: THR:HG21 1:m:401:MET:HE2 2.02 0.40
1:n:253:ASN:O 1:n:255:LEU:HG 2.21 0.40
1:p:710:PHE:HE2 1:ip:724:1LE:HD11 1.86 0.40
1:q:340:GLN:O 1:q:646:ILE:HA 2.21 0.40
1:5:351:TYR:CZ 1:5:353:LEU:HB2 2.55 0.40
1:u:424:ALA:O 1:u:730: THR:HA 2.21 0.40
1:u:687:GLU:HB2 1:u:729:LEU:HD13 2.03 0.40
1:v:424:ALA:O 1:v:730:THR:HA 2.21 0.40
1:v:517:PRO:HA 1:v:535:HIS:O 2.21 0.40
1:v:579:ASN:OD1 1:v:589:THR:OG1 2.23 0.40
1:w:364:PHE:HA 1:w:365:PRO:HD3 1.91 0.40
1:w:424:ALA:O 1:w:730: THR:HA 2.21 0.40
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Atom-1 Atom-2 distance (A) overlap (A)

1:2:583:ASN:OD1 1:2:586:ALA:N 2.40 0.40
1:3:424:ALA:O 1:3:730: THR:HA 2.21 0.40
1:3:549:ASN:ND2 1:4:445:ASN:HD22 2.19 0.40
1:4:253:ASN:O 1:4:255:LEU:HG 2.21 0.40
1:5:627:HIS:O 1:5:629:SER:N 2.52 0.40
1:6:478:GLY:HA3 1:6:604: TRP:HB3 2.03 0.40
1:6:625:HIS:HD2 1:6:628:PRO:HD3 1.86 0.40
1:7:292:PRO:HB2 1:8:694:PRO:HD3 2.03 0.40
1:8:431:ARG:HA 1:8:431:ARG:HD3 1.89 0.40
1:A:474:ASN:ND2 1:G:354:GLY:O 2.54 0.40
1:C:694:PRO:HD3 1:1L:292:PRO:HB2 2.03 0.40
1:C:710:PHE:HE2 1:C:724:.1ILE:HD11 1.86 0.40
1:D:251:TYR:OH 1:D:371:VAL:O 2.26 0.40
1:F:687:GLU:HB2 1:F:729:LEU:HD13 2.03 0.40
1:G:517:PRO:HA 1:G:535:HIS:O 2.21 0.40
1:H:687:GLU:OE2 1:H:689:SER:HB3 2.22 0.40
1:1:340:GLN:O 1:1:646:1ILE:HA 2.21 0.40
1:K:372:PRO:HA 1:L:659:PHE:CD1 2.56 0.40
1:K:445:ASN:HD22 1:a:549:ASN:ND2 2.19 0.40
1:M:478:GLY:HA3 1:M:604: TRP:HB3 2.02 0.40
1:M:517:PRO:HA 1:M:535:HIS:O 2.21 0.40
1:M:659:PHE:CD1 1:¢:372:PRO:HA 2.56 0.40
1:0:354:GLY:O 1:n:474:ASN:ND2 2.53 0.40
1:Q:303: TRP:HE3 1:Q:731:ARG:HH21 1.62 0.40
1:Q:625:HIS:HD2 1:Q:628:PRO:HD3 1.86 0.40
1:S:424:ALA:O 1:S:730: THR:HA 2.21 0.40
1:T:340:GLN:O 1:T:646:1ILE:HA 2.21 0.40
1:U:625:HIS:HD2 1:U:628:PRO:HD3 1.86 0.40
1:V:687:GLU:HB2 1:V:729:LEU:HD13 2.03 0.40
1:W:625:HIS:HD2 1:W:628:PRO:HD3 1.86 0.40
1:X:583:ASN:OD1 1:X:586:ALA:N 2.40 0.40
1:Y:625:HIS:HD2 1:Y:628:PRO:HD3 1.86 0.40
1:b:351:TYR:CE2 1:b:353:LEU:HB2 2.57 0.40
1:c:424:ALA:O 1:¢:730: THR:HA 2.21 0.40
1:¢:494:ASN:HA 1:p:584:SER:HA 2.02 0.40
1:¢:625:HIS:HD2 1:€:628:PRO:HD3 1.86 0.40
1:1:424:ALA:O 1:f:730: THR:HA 2.21 0.40
1:g:397:PHE:CE1 1:h:690:LYS:HE2 2.56 0.40
1:h:517:PRO:HA 1:h:535:HIS: O 2.21 0.40
1:h:675:GLN:HG3 1:1:401:MET:HE1 2.03 0.40
1:1:253:ASN:O 1:1:255:LEU:HG 2.21 0.40
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Atom-1 Atom-2 distance (A) overlap (A)
1:1:340: GLN:O 1:1:646:1ILE:HA 2.21 0.40
1:m:340:GLN:O 1:m:646:ILE:HA 2.21 0.40
1:p:687:GLU:HB2 1:p:729:LEU:HD13 2.03 0.40
1:q:474:ASN:ND2 1:r:354:GLY:O 2.53 0.40
1:5:625:HIS:HD?2 1:5:628:PRO:HD3 1.86 0.40
1:t:253:ASN:O 1:t:255:LEU:HG 2.21 0.40
1:t:478:GLY:HA3 1:t:604: TRP:HB3 2.03 0.40
1:t:549:ASN:ND2 1:v:445:ASN:HD22 2.19 0.40
1:u:561:GLU:OE2 1:1:702: TYR:OH 2.29 0.40
1:u:687:GLU:OE2 1:u:689:SER:HB3 2.22 0.40
1:v:340:GLN:O 1:v:646:1ILE:HA 2.21 0.40
1:y:251:TYR:OH 1:y:371:VAL:O 2.26 0.40
1:y:625:HIS:HD2 1:y:628:PRO:HD3 1.86 0.40
1:2:710:PHE:HE2 1:2:724:ILE:HD11 1.86 0.40
1:2:340:GLN:O 1:2:646:1LE:HA 2.21 0.40
1:3:354:GLY:O 1:4:474:ASN:ND2 2.53 0.40
1:3:687:GLU:HB2 1:3:729:LEU:HD13 2.03 0.40
1:5:398:PRO:HA 1:8:227: TRP:O 2.20 0.40
1:5:445:ASN:HD22 1:6:549:ASN:ND2 2.19 0.40
1:5:687:GLU:OE2 1:5:689:SER:HB3 2.22 0.40
1:6:424:ALA:O 1:6:730: THR:HA 2.21 0.40
1:6:445:ASN:HD22 1:7:549:ASN:ND2 2.19 0.40
1:7:424:ALA:O 1:7:730: THR:HA 2.21 0.40
1:7:625:HIS:HD?2 1:7:628:PRO:HD3 1.86 0.40
1:A:687:GLU:OE2 1:A:689:SER:HB3 2.22 0.40
1:B:338: THR:HG21 1:B:401:MET:HE2 2.02 0.40
1:C:253:ASN:O 1:C:255:LEU:HG 2.21 0.40
1:C:622: THR:HA 1:M:605:GLN:HE22 1.85 0.40
1:E:579:ASN:OD1 1:E:589:THR:0G1 2.23 0.40
1:G:625:HIS:HD2 1:G:628:PRO:HD3 1.86 0.40
1:H:398:PRO:HA 1:72:227:TRP:O 2.20 0.40
1:H:627:HIS:O 1:H:629:SER:N 2.52 0.40
1:1:687:GLU:OE2 1:1:689:SER:HB3 2.22 0.40
1:1:687:GLU:HB2 1:1:729:LEU:HD13 2.03 0.40
1:J:340:GLN:O 1:J:646:1LE:HA 2.21 0.40
1:J:517:PRO:HA 1:J:535:HIS:O 2.21 0.40
1:K:354:GLY:O 1:8:474:ASN:ND2 2.54 0.40
1:K:659:PHE:CD1 1:7:372:PRO:HA 2.56 0.40
1:M:710:PHE:HE2 1:M:724:.1ILE:HD11 1.86 0.40
1:N:292:PRO:HB2 1:0:694:PRO:HD3 2.03 0.40
1:N:474:ASN:ND2 1:P:354:GLY:O 2.53 0.40
Continued on next page...
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1:N:687:GLU:HB2 1:N:729:LEU:HD13 2.03 0.40
1:Q:292:PRO:HB2 1:R:694:PRO:HD3 2.04 0.40
1:Q:517:PRO:HA 1:Q:535:HIS:O 2.21 0.40
1:T:579:ASN:OD1 1:T:589: THR:OG1 2.23 0.40
1:U:351:TYR:CZ 1:U:353:LEU:HB2 2.55 0.40
1:V:659:PHE:CD1 1:W:372:PRO:HA 2.57 0.40
1:W:424:ALA:O 1:W:730: THR:HA 2.21 0.40
1:Y:271:TYR:HA 1:Y:380:ASN:HD22 1.84 0.40
1:Y:372:PRO:HA 1:4:659:PHE:CD1 2.56 0.40
1:Y:424:ALA:O 1:Y:730: THR:HA 2.21 0.40
1:b:687:GLU:OE2 1:b:689:SER:HB3 2.22 0.40
1:¢:401:MET:HE1 1:5:675:GLN:HG3 2.02 0.40
1:¢:627:HIS:O 1:¢:629:SER:N 2.52 0.40
1:e:224:SER:HG 1:e:316:ASN:H 1.65 0.40
1:£:351: TYR:CE2 1:£:353: LEU:HB2 2.57 0.40
1:£:494:ASN:HA 1:g:584:SER:HA 2.02 0.40
1:1:687:GLU:OE2 1:1:689:SER:HB3 2.22 0.40
1:h:625:HIS:HD2 1:h:628:PRO:HD3 1.86 0.40
1:h:710:PHE:HE2 1:h:724:.1ILE:HD11 1.86 0.40
1:1:354:GLY:O 1:k:474:ASN:ND2 2.53 0.40
1:j:271:TYR:HA 1:j:380:ASN:HD22 1.84 0.40
1:k:251:TYR:OH 1:k:371:VAL:O 2.26 0.40
1:k:625:HIS:HD2 1:k:628:PRO:HD3 1.86 0.40
1:k:659:PHE:CD1 1:w:372:PRO:HA 2.56 0.40
1:m:579:ASN:OD1 1:m:589: THR:0G1 2.23 0.40
1:0:364:PHE:HA 1:0:365:PRO:HD3 1.91 0.40
1:p:659:PHE:CD1 1:6:372:PRO:HA 2.57 0.40
1:q:694:PRO:HD3 1:x:292:PRO:HB2 2.04 0.40
1:r:625:HIS:HD?2 1:1:628:PRO:HD3 1.86 0.40
1:t:372:PRO:HA 1:6:659:PHE:CD1 2.56 0.40
1:t:517:PRO:HA 1:t:535:HIS: O 2.21 0.40
1:u:340:GLN:O 1:u:646:1ILE:HA 2.21 0.40
1:v:292:PRO:HB2 1:y:694:PRO:HD3 2.03 0.40
1:v:687:GLU:OE2 1:v:689:SER:HB3 2.22 0.40
1:x:517:PRO:HA 1:x:535:HIS:O 2.21 0.40
1:y:687:GLU:HB2 1:y:729:LEU:HD13 2.03 0.40
1:1:338: THR:HG21 1:1:401:MET:HE2 2.02 0.40
1:4:625:HIS:HD2 1:4:628:PRO:HD3 1.86 0.40
1:6:338: THR:HG21 1:6:401:MET:HE2 2.02 0.40
1:B:494:ASN:HA 1:L:584:SER:HA 2.03 0.40
1:D:625:HIS:HD2 1:D:628:PRO:HD3 1.86 0.40

Continued on next page...



Page 201

Full wwPDB EM Validation Report

EMD-23205, 7L6I

Continued from previous page...

Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:F:431:ARG:HD3 1:F:431:ARG:HA 1.89 0.40
1:F:627:HIS:O 1:F:629:SER:N 2.52 0.40
1:G:372:PRO:HA 1:W:659:PHE:CD1 2.56 0.40
1:G:474:ASN:ND2 1:1:354:GLY:O 2.54 0.40
1:H:347:TYR:OH 1:H:640:PRO:O 2.33 0.40
1:1:478:GLY:HA3 1:1:604: TRP:HB3 2.02 0.40
1:K:625:HIS:HD2 1:K:628:PRO:HD3 1.86 0.40
1:L:710:PHE:HE2 1:L:724:1LE:HD11 1.86 0.40
1:N:424:ALA:O 1:N:730: THR:HA 2.21 0.40
1:S:625:HIS:HD2 1:S:628:PRO:HD3 1.86 0.40
1:T:351:TYR:CE2 1:T:353:LEU:HB2 2.57 0.40
1:T:710:PHE:HE2 1:T:724:.1LE:HD11 1.86 0.40
1:W:292:PRO:HB2 1:X:694:PRO:HD3 2.03 0.40
1:W:340:GLN:O 1:W:646:ILE:HA 2.21 0.40
1:W:445:ASN:HD22 1:Y:549:ASN:ND2 2.19 0.40
1:W:517:PRO:HA 1:W:535:HIS:O 2.21 0.40
1:W:561:GLU:OE2 1:X:702: TYR:OH 2.30 0.40
1:W:627:HIS:O 1:W:629:SER:N 2.52 0.40
1:X:687:GLU:OE2 1:X:689:SER:HB3 2.22 0.40
1:Y:253:ASN:O 1:Y:255:LEU:HG 2.21 0.40
1:7:584:SER:HA 1:4:494:ASN:HA 2.02 0.40
1:b:340:GLN:O 1:b:646:ILE:HA 2.21 0.40
1:b:710:PHE:HE2 1:b:724:1LE:HD11 1.86 0.40
1:¢:224:SER:HG 1:¢:316:ASN:H 1.65 0.40
1:d:303: TRP:HE3 1:d:731:ARG:HH21 1.62 0.40
1:¢:340:GLN:O 1:e:646:1LE:HA 2.21 0.40
1::478:GLY:HA3 1:e:604: TRP:HB3 2.02 0.40
1:£:340: GLN:O 1:£:646:ILE:HA 2.21 0.40
1:£:549:ASN:ND2 1:g:445:ASN:HD22 2.19 0.40
1:1:710:PHE:HE2 1:1:724:1LE:HD11 1.86 0.40
1:g:227: TRP:O 1:1:398:PRO:HA 2.20 0.40
1:g:253:ASN:O 1:g:255:LEU:HG 2.21 0.40
1:h:253:ASN:O 1:h:255:LEU:HG 2.21 0.40
1:h:292:PRO:HB2 1:k:694:PRO:HD3 2.03 0.40
1:1:622: THR:HA 1:k:605:GLN:HE22 1.85 0.40
1:1:687:GLU:HB2 1:1:729:LEU:HD13 2.03 0.40
1:m:351:TYR:CE2 1:m:353:LEU:HB2 2.57 0.40
1:n:351:TYR:CE2 1:n:353:LEU:HB2 2.57 0.40
1:0:687:GLU:OE2 1:0:689:SER:HB3 2.22 0.40
1:q:354:GLY:O 1:5:474:ASN:ND2 2.53 0.40
1:q:622: THR:HA 1:5:605:GLN:HE22 1.85 0.40

Continued on next page...
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:1:687:GLU:OE2 1:1:689:SER:HB3 2.22 0.40
1:t:431:ARG:HD3 1:t:431:ARG:HA 1.89 0.40
1:x:625:HIS:HD2 1:x:628:PRO:HD3 1.86 0.40

1:y:627:HIS:O 1:y:629:SER:N 2.52 0.40
1:2:494:ASN:HA 1:2:584:SER:HA 2.02 0.40
1:2z:659:PHE:CD1 1:4:372:PRO:HA 2.56 0.40
1:2:517:PRO:HA 1:2:535:HIS:O 2.21 0.40
1:2:625:HIS:HD2 1:2:628:PRO:HD3 1.86 0.40
1:2:694:PRO:HD3 1:4:292:PRO:HB2 2.03 0.40
1:3:372:PRO:HA 1:8:659:PHE:CD1 2.56 0.40
1:5:347:TYR:OH 1:5:640:PRO:O 2.33 0.40

1:6:340: GLN:O 1:6:646:1LE:HA 2.21 0.40
1:6:517:PRO:HA 1:6:535:HIS:O 2.21 0.40
1:7:710:PHE:HE2 1:7:724:1LE:HD11 1.86 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.

Percentiles

Mol | Chain Analysed Favoured | Allowed | Outliers
1 1 516/517 (100%) 505 (98%) 11 (2%) 0
1 2 516/517 (100%) 505 (98%) 11 (2%) 0
1 3 516/517 (100%) 505 (98%) 11 (2%) 0
1 4 516/517 (100%) 505 (98%) 11 (2%) 0
1 5 516/517 (100%) 505 (98%) 11 (2%) 0
1 6 516/517 (100%) 505 (98%) 11 (2%) 0
1 7 516/517 (100%) 505 (98%) 11 (2%) 0
1 8 516/517 (100%) 505 (98%) 11 (2%) 0
1 A 516/517 (100%) 505 (98%) 11 (2%) 0

|
o | m
|
o | o

| o
|
o | o
|
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
1 B 516/517 (100%) 505 (98%) | 11 (2%) 0 |
1 C 516/517 (100%) 505 (98%) | 11 (2%) 0 |
1 D 516/517 (100%) 505 (98%) | 11 (2%) 0 |
1 E 516/517 (100%) | 505 (98%) | 11 (2%) 0 100 100}
1 F 516/517 (100%) 505 (98%) | 11 (2%) 0 |
1 G 516/517 (100%) 505 (98%) | 11 (2%) 0 |
1 H 516/517 (100%) 505 (98%) | 11 (2%) 0 |
1 I 516/517 (100%) 505 (98%) | 11 (2%) 0 |
1 J 516/517 (100%) | 505 (98%) | 11 (2%) 0 100 ] [ 100}
1 K 516/517 (100%) 505 (98%) | 11 (2%) 0 |
1 L 516/517 (100%) 505 (98%) | 11 (2%) 0 |
1 M 516/517 (100%) 505 (98%) | 11 (2%) 0 |
1 N 516/517 (100%) 505 (98%) | 11 (2%) 0 |
1 0 516/517 (100%) | 505 (98%) | 11 (2%) 0 100 ] [ 100}
1 P 516/517 (100%) 505 (98%) | 11 (2%) 0 |
1 Q 516/517 (100%) 505 (98%) | 11 (2%) 0 |
1 R 516/517 (100%) 505 (98%) | 11 (2%) 0 |
1 S 516/517 (100%) 505 (98%) | 11 (2%) 0 |
1 T 516/517 (100%) 505 (98%) | 11 (2%) 0 |
1 U 516/517 (100%) 505 (98%) | 11 (2%) 0 |
1 v 516/517 (100%) | 505 (98%) | 11 (2%) 0 100 ] [ 100}
1 A% 516/517 (100%) 505 (98%) | 11 (2%) 0 |
1 X 516/517 (100%) 505 (98%) | 11 (2%) 0 |
1 Y 516/517 (100%) | 505 (98%) | 11 (2%) 0 100 ] [ 100}
1 Z 516/517 (100%) 505 (98%) | 11 (2%) 0 |
1 a 516/517 (100%) | 505 (98%) | 11 (2%) 0 100 ] [ 100}
1 b 516/517 (100%) 505 (98%) | 11 (2%) 0 |
1 c 516/517 (100%) 505 (98%) | 11 (2%) 0 |
1 d 516/517 (100%) 505 (98%) | 11 (2%) 0 |
1 516/517 (100%) 505 (98%) | 11 (2%) 0 |
1 f 516/517 (100%) 505 (98%) | 11 (2%) 0

Continued on next page...
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Percentiles

o] [1o0]

|

o] [100]

| o

I |

o] [100]

|

o | o

|

I |

o] [100]

|

o | o

| o

o | m

o] [100]

I |

o | m

|

o | m

Mol | Chain Analysed Favoured | Allowed | Outliers
1 g 516/517 (100%) 505 (98%) 11 (2%) 0
1 h 516/517 (100%) 505 (98%) 11 (2%) 0
1 i 516/517 (100%) 505 (98%) 11 (2%) 0
1 j 516/517 (100%) 505 (98%) 11 (2%) 0
1 k 516/517 (100%) 505 (98%) 11 (2%) 0
1 1 516/517 (100%) 505 (98%) 11 (2%) 0
1 m 516/517 (100%) 505 (98%) 11 (2%) 0
1 n 516/517 (100%) 505 (98%) 11 (2%) 0
1 0 516/517 (100%) 505 (98%) 11 (2%) 0
1 p 516/517 (100%) 505 (98%) 11 (2%) 0
1 q 516/517 (100%) 505 (98%) 11 (2%) 0
1 r 516/517 (100%) 505 (98%) 11 (2%) 0
1 s 516/517 (100%) 505 (98%) 11 (2%) 0
1 t 516/517 (100%) 505 (98%) 11 (2%) 0
1 u 516/517 (100%) 505 (98%) 11 (2%) 0
1 \ 516/517 (100%) 505 (98%) 11 (2%) 0
1 w 516/517 (100%) 505 (98%) 11 (2%) 0
1 X 516/517 (100%) 505 (98%) 11 (2%) 0
1 y 516/517 (100%) 505 (98%) 11 (2%) 0
1 z 516/517 (100%) 505 (98%) 11 (2%) 0

All All 30960/31020 (100%) | 30300 (98%) | 660 (2%) 0

o] [100]

There are no Ramachandran outliers to report.

5.3.2 Protein sidechains (1)

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

entries.

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

Mol

Chain

Analysed

Rotameric

Outliers

Percentiles

1

1

456/455 (100%)

456 (100%)

0

100

100

Continued on next page...
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Percentiles

oo] [100]

o] [100]

o] [100]

o] [100]

I |

o] [100]

o] [100]

o] [100]

o] [100]

I |

o] [100]

I |

o] [100]

o] [100]

o] [100]

o] [100]

I |

o] [100]

o] [100]

o] [100]

o] [100]

I |

o] [100]

o] [100]

o] [100]

o] [100]

o] [100]

o] [100]

I |

o] [100]

Mol | Chain Analysed Rotameric | Outliers
1 2 456/455 (100%) 456 (100%) 0
1 3 456/455 (100%) 456 (100%) 0
1 4 456/455 (100%) 456 (100%) 0
1 5 456/455 (100%) 456 (100%) 0
1 6 456/455 (100%) 456 (100%) 0
1 7 456/455 (100%) 456 (100%) 0
1 8 456/455 (100%) 456 (100%) 0
1 A 456/455 (100%) 456 (100%) 0
1 B 456/455 (100%) 456 (100%) 0
1 C 456/455 (100%) 456 (100%) 0
1 D 456/455 (100%) 456 (100%) 0
1 E 456/455 (100%) 456 (100%) 0
1 F 456/455 (100%) 456 (100%) 0
1 G 456/455 (100%) 456 (100%) 0
1 H 456/455 (100%) 456 (100%) 0
1 I 456/455 (100%) 456 (100%) 0
1 J 456/455 (100%) 456 (100%) 0
1 K 456/455 (100%) 456 (100%) 0
1 L 456/455 (100%) 456 (100%) 0
1 M 456/455 (100%) 456 (100%) 0
1 N 456/455 (100%) 456 (100%) 0
1 O 456/455 (100%) 456 (100%) 0
1 P 456/455 (100%) 456 (100%) 0
1 Q 456/455 (100%) 456 (100%) 0
1 R 456/455 (100%) 456 (100%) 0
1 S 456/455 (100%) 456 (100%) 0
1 T 456/455 (100%) 456 (100%) 0
1 U 456/455 (100%) 456 (100%) 0
1 \Y 456/455 (100%) 456 (100%) 0
1 W 456/455 (100%) 456 (100%) 0
1 X 456/455 (100%) 456 (100%) 0

Continued on next page...
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Percentiles

oo] [100]

o] [100]

o] [100]

o] [100]

I |

o] [100]

o] [100]

o] [100]

o] [100]

I |

o] [100]

oo ] [100]

o] [100]

o] [100]

o] [100]

o] [100]

I |

o] [100]

o] [100]

o] [100]

o] [100]

I |

o] [100]

o] [100]

o] [100]

o] [100]

o] [100]

o] [100]

Mol | Chain Analysed Rotameric | Outliers
1 Y 456/455 (100%) 456 (100%) 0
1 Z 456/455 (100%) 456 (100%) 0
1 a 456/455 (100%) 456 (100%) 0
1 b 456/455 (100%) 456 (100%) 0
1 c 456/455 (100%) 456 (100%) 0
1 d 456/455 (100%) 456 (100%) 0
1 e 456/455 (100%) 456 (100%) 0
1 f 456/455 (100%) 456 (100%) 0
1 g 456/455 (100%) 456 (100%) 0
1 h 456/455 (100%) 456 (100%) 0
1 i 456/455 (100%) 456 (100%) 0
1 j 456/455 (100%) 456 (100%) 0
1 k 456/455 (100%) 456 (100%) 0
1 1 456/455 (100%) 456 (100%) 0
1 m 456/455 (100%) 456 (100%) 0
1 n 456/455 (100%) 456 (100%) 0
1 0 456/455 (100%) 456 (100%) 0
1 p 456/455 (100%) 456 (100%) 0
1 q 456/455 (100%) 456 (100%) 0
1 r 456/455 (100%) 456 (100%) 0
1 s 456/455 (100%) 456 (100%) 0
1 t 456/455 (100%) 456 (100%) 0
1 u 456/455 (100%) 456 (100%) 0
1 \ 456/455 (100%) 456 (100%) 0
1 W 456/455 (100%) 456 (100%) 0
1 X 456/455 (100%) 456 (100%) 0
1 y 456/455 (100%) 456 (100%) 0
1 z 456/455 (100%) 456 (100%) 0

All All 27360/27300 (100%) | 27360 (100%) 0

I |

There are no protein residues with a non-rotameric sidechain to report.

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. All (1055)
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such sidechains are listed below:

Mol | Chain | Res | Type
1 A 226 ASN
1 A 254 HIS
1 A 316 ASN
1 A 325 ASN
1 A 406 ASN
1 A 420 HIS
1 A 448 GLN
1 A 494 ASN
1 A 507 HIS
1 A 535 HIS
1 A 549 ASN
1 A 582 GLN
1 A 605 GLN
1 A 625 HIS
1 A 643 GLN
1 A 688 ASN
1 A 715 ASN
1 A 732 ASN
1 B 226 ASN
1 B 254 HIS
1 B 316 ASN
1 B 325 ASN
1 B 406 ASN
1 B 420 HIS
1 B 448 GLN
1 B 507 HIS
1 B 535 HIS
1 B 549 ASN
1 B 582 GLN
1 B 605 GLN
1 B 625 HIS
1 B 643 GLN
1 B 688 ASN
1 B 715 ASN
1 B 732 ASN
1 C 226 ASN
1 C 254 HIS
1 C 316 ASN
1 C 325 ASN
1 C 406 ASN
1 C 420 HIS
1 C 448 GLN

Continued on next page...
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Mol | Chain | Res | Type
1 C 507 HIS
1 C 535 HIS
1 C 549 ASN
1 C 582 GLN
1 C 605 GLN
1 C 625 HIS
1 C 627 HIS
1 C 643 GLN
1 C 688 ASN
1 C 732 ASN
1 D 226 ASN
1 D 254 HIS
1 D 316 ASN
1 D 318 GLN
1 D 325 ASN
1 D 406 ASN
1 D 420 HIS
1 D 448 GLN
1 D 507 HIS
1 D 535 HIS
1 D 549 ASN
1 D 582 GLN
1 D 605 GLN
1 D 625 HIS
1 D 627 HIS
1 D 643 GLN
1 D 688 ASN
1 D 715 ASN
1 D 732 ASN
1 E 226 ASN
1 E 254 HIS
1 E 316 ASN
1 E 325 ASN
1 E 406 ASN
1 E 420 HIS
1 E 448 GLN
1 E 507 HIS
1 E 535 HIS
1 E 549 ASN
1 E 582 GLN
1 E 605 GLN
1 E 625 HIS

Continued on next page...
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Mol | Chain | Res | Type
1 E 688 ASN
1 E 732 ASN
1 F 226 ASN
1 F 254 HIS
1 F 316 ASN
1 F 325 ASN
1 F 406 ASN
1 F 420 HIS
1 F 448 GLN
1 F 507 HIS
1 F 535 HIS
1 F 549 ASN
1 F 582 GLN
1 F 605 GLN
1 F 625 HIS
1 F 643 GLN
1 F 688 ASN
1 F 732 ASN
1 G 226 ASN
1 G 254 HIS
1 G 316 ASN
1 G 318 GLN
1 G 325 ASN
1 G 406 ASN
1 G 420 HIS
1 G 448 GLN
1 G 507 HIS
1 G 535 HIS
1 G 549 ASN
1 G 582 GLN
1 G 605 GLN
1 G 625 HIS
1 G 627 HIS
1 G 643 GLN
1 G 688 ASN
1 G 732 ASN
1 H 226 ASN
1 H 254 HIS
1 H 316 ASN
1 H 325 ASN
1 H 406 ASN
1 H 420 HIS

Continued on next page...
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Mol | Chain | Res | Type
1 H 448 GLN
1 H 507 HIS
1 H 535 HIS
1 H 549 ASN
1 H 582 GLN
1 H 605 GLN
1 H 625 HIS
1 H 643 GLN
1 H 688 ASN
1 H 732 ASN
1 I 226 ASN
1 I 254 HIS
1 I 316 ASN
1 I 325 ASN
1 I 406 ASN
1 I 420 HIS
1 I 448 GLN
1 I 507 HIS
1 I 535 HIS
1 I 549 ASN
1 I 582 GLN
1 I 605 GLN
1 I 625 HIS
1 I 643 GLN
1 I 688 ASN
1 I 732 ASN
1 J 226 ASN
1 J 254 HIS
1 J 316 ASN
1 J 318 GLN
1 J 325 ASN
1 J 406 ASN
1 J 420 HIS
1 J 448 GLN
1 J 507 HIS
1 J 535 HIS
1 J 549 ASN
1 J 582 GLN
1 J 605 GLN
1 J 625 HIS
1 J 627 HIS
1 J 643 GLN

Continued on next page...
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Mol | Chain | Res | Type
1 J 688 ASN
1 J 715 ASN
1 J 732 ASN
1 K 226 ASN
1 K 254 HIS
1 K 316 ASN
1 K 325 ASN
1 K 406 ASN
1 K 420 HIS
1 K 448 GLN
1 K 507 HIS
1 K 535 HIS
1 K 549 ASN
1 K 582 GLN
1 K 605 GLN
1 K 625 HIS
1 K 627 HIS
1 K 688 ASN
1 K 732 ASN
1 L 226 ASN
1 L 254 HIS
1 L 316 ASN
1 L 325 ASN
1 L 406 ASN
1 L 420 HIS
1 L 448 GLN
1 L 507 HIS
1 L 535 HIS
1 L 549 ASN
1 L 582 GLN
1 L 605 GLN
1 L 625 HIS
1 L 627 HIS
1 L 643 GLN
1 L 688 ASN
1 L 715 ASN
1 L 732 ASN
1 M 226 ASN
1 M 254 HIS
1 M 316 ASN
1 M 325 ASN
1 M 406 ASN

Continued on next page...
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Mol | Chain | Res | Type
1 M 420 HIS
1 M 448 GLN
1 M 494 ASN
1 M 507 HIS
1 M 535 HIS
1 M 549 ASN
1 M 582 GLN
1 M 605 GLN
1 M 625 HIS
1 M 627 HIS
1 M 643 GLN
1 M 688 ASN
1 M 715 ASN
1 M 732 ASN
1 N 226 ASN
1 N 254 HIS
1 N 316 ASN
1 N 318 GLN
1 N 325 ASN
1 N 406 ASN
1 N 420 HIS
1 N 448 GLN
1 N 494 ASN
1 N 507 HIS
1 N 535 HIS
1 N 549 ASN
1 N 582 GLN
1 N 605 GLN
1 N 625 HIS
1 N 627 HIS
1 N 643 GLN
1 N 688 ASN
1 N 715 ASN
1 N 732 ASN
1 O 226 ASN
1 O 254 HIS
1 O 316 ASN
1 O 325 ASN
1 O 406 ASN
1 O 420 HIS
1 O 448 GLN
1 O 494 ASN

Continued on next page...
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Mol | Chain | Res | Type
1 O 507 HIS
1 O 535 HIS
1 O 549 ASN
1 O 582 GLN
1 O 605 GLN
1 O 625 HIS
1 O 627 HIS
1 O 643 GLN
1 O 688 ASN
1 O 715 ASN
1 O 732 ASN
1 P 226 ASN
1 P 254 HIS
1 P 316 ASN
1 P 318 GLN
1 P 325 ASN
1 P 406 ASN
1 P 420 HIS
1 P 448 GLN
1 P 494 ASN
1 P 507 HIS
1 P 535 HIS
1 P 549 ASN
1 P 582 GLN
1 P 605 GLN
1 P 625 HIS
1 P 643 GLN
1 P 688 ASN
1 P 715 ASN
1 P 732 ASN
1 Q 226 ASN
1 Q 254 HIS
1 Q 316 ASN
1 Q 318 GLN
1 Q 325 ASN
1 Q 406 ASN
1 Q 420 HIS
1 Q 448 GLN
1 Q 507 HIS
1 Q 535 HIS
1 Q 549 ASN
1 Q 582 GLN

Continued on next page...
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Mol | Chain | Res | Type
1 Q 605 GLN
1 Q 625 HIS
1 Q 643 GLN
1 Q 688 ASN
1 Q 732 ASN
1 R 226 ASN
1 R 254 HIS
1 R 316 ASN
1 R 325 ASN
1 R 406 ASN
1 R 420 HIS
1 R 448 GLN
1 R 507 HIS
1 R 535 HIS
1 R 549 ASN
1 R 582 GLN
1 R 605 GLN
1 R 625 HIS
1 R 627 HIS
1 R 643 GLN
1 R 688 ASN
1 R 732 ASN
1 S 226 ASN
1 S 254 HIS
1 S 316 ASN
1 S 318 GLN
1 S 325 ASN
1 S 406 ASN
1 S 420 HIS
1 S 448 GLN
1 S 507 HIS
1 S 535 HIS
1 S 549 ASN
1 S 582 GLN
1 S 605 GLN
1 S 625 HIS
1 S 643 GLN
1 S 688 ASN
1 S 732 ASN
1 T 226 ASN
1 T 254 HIS
1 T 316 ASN
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Mol | Chain | Res | Type
1 T 318 GLN
1 T 325 ASN
1 T 406 ASN
1 T 420 HIS
1 T 448 GLN
1 T 494 ASN
1 T 507 HIS
1 T 535 HIS
1 T 549 ASN
1 T 582 GLN
1 T 605 GLN
1 T 625 HIS
1 T 643 GLN
1 T 688 ASN
1 T 732 ASN
1 U 226 ASN
1 U 254 HIS
1 U 316 ASN
1 U 318 GLN
1 U 325 ASN
1 U 406 ASN
1 U 420 HIS
1 U 448 GLN
1 U 507 HIS
1 U 535 HIS
1 U 549 ASN
1 U 582 GLN
1 U 605 GLN
1 U 625 HIS
1 U 643 GLN
1 U 688 ASN
1 U 732 ASN
1 \Y 226 ASN
1 \Y 254 HIS
1 \Y 316 ASN
1 \Y 318 GLN
1 \Y 325 ASN
1 \Y 406 ASN
1 \Y 420 HIS
1 \Y 448 GLN
1 \Y 507 HIS
1 \Y 535 HIS

Continued on next page...
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Mol | Chain | Res | Type
1 \Y 549 ASN
1 \Y 582 GLN
1 \Y 605 GLN
1 \Y 625 HIS
1 \Y 627 HIS
1 \Y 643 GLN
1 \Y 688 ASN
1 \Y 715 ASN
1 \Y 732 ASN
1 W 226 ASN
1 W 254 HIS
1 W 316 ASN
1 W 318 GLN
1 AW 325 ASN
1 W 406 ASN
1 W 420 HIS
1 W 448 GLN
1 W 507 HIS
1 W 535 HIS
1 W 549 ASN
1 W 582 GLN
1 W 605 GLN
1 W 625 HIS
1 W 643 GLN
1 A 688 ASN
1 W 715 ASN
1 W 732 ASN
1 X 226 ASN
1 X 254 HIS
1 X 316 ASN
1 X 325 ASN
1 X 406 ASN
1 X 420 HIS
1 X 448 GLN
1 X 507 HIS
1 X 535 HIS
1 X 549 ASN
1 X 582 GLN
1 X 605 GLN
1 X 625 HIS
1 X 627 HIS
1 X 643 GLN

Continued on next page...
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Mol | Chain | Res | Type
1 X 688 ASN
1 X 732 ASN
1 Y 226 ASN
1 Y 254 HIS
1 Y 316 ASN
1 Y 318 GLN
1 Y 325 ASN
1 Y 406 ASN
1 Y 420 HIS
1 Y 448 GLN
1 Y 507 HIS
1 Y 535 HIS
1 Y 549 ASN
1 Y 582 GLN
1 Y 605 GLN
1 Y 625 HIS
1 Y 627 HIS
1 Y 688 ASN
1 Y 732 ASN
1 7 226 ASN
1 Z 254 HIS
1 Z 316 ASN
1 Z 318 GLN
1 Z 325 ASN
1 Z 406 ASN
1 7 420 HIS
1 7 448 GLN
1 Z 507 HIS
1 Z 535 HIS
1 Z 549 ASN
1 Z 582 GLN
1 Z 605 GLN
1 7 625 HIS
1 / 643 GLN
1 Z 688 ASN
1 Z 732 ASN
1 a 226 ASN
1 a 254 HIS
1 a 316 ASN
1 a 325 ASN
1 a 406 ASN
1 a 420 HIS

Continued on next page...
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Mol | Chain | Res | Type
1 a 448 GLN
1 a 494 ASN
1 a 507 HIS
1 a 535 HIS
1 a 549 ASN
1 a 582 GLN
1 a 605 GLN
1 a 625 HIS
1 a 643 GLN
1 a 688 ASN
1 a 732 ASN
1 b 226 ASN
1 b 254 HIS
1 b 316 ASN
1 b 325 ASN
1 b 406 ASN
1 b 420 HIS
1 b 448 GLN
1 b 507 HIS
1 b 535 HIS
1 b 549 ASN
1 b 582 GLN
1 b 605 GLN
1 b 625 HIS
1 b 627 HIS
1 b 643 GLN
1 b 688 ASN
1 b 732 ASN
1 c 226 ASN
1 c 254 HIS
1 c 316 ASN
1 c 325 ASN
1 c 406 ASN
1 c 420 HIS
1 c 448 GLN
1 c 507 HIS
1 c 535 HIS
1 c 549 ASN
1 c 582 GLN
1 c 605 GLN
1 c 625 HIS
1 c 627 HIS

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

Mol | Chain | Res | Type
1 c 643 GLN
1 c 688 ASN
1 c 715 ASN
1 c 732 ASN
1 d 226 ASN
1 d 254 HIS
1 d 316 ASN
1 d 318 GLN
1 d 325 ASN
1 d 406 ASN
1 d 420 HIS
1 d 448 GLN
1 d 507 HIS
1 d 535 HIS
1 d 549 ASN
1 d 582 GLN
1 d 605 GLN
1 d 625 HIS
1 d 643 GLN
1 d 688 ASN
1 d 732 ASN
1 e 226 ASN
1 e 254 HIS
1 e 316 ASN
1 e 325 ASN
1 e 406 ASN
1 e 420 HIS
1 e 448 GLN
1 e 507 HIS
1 e 535 HIS
1 e 549 ASN
1 e 582 GLN
1 e 605 GLN
1 e 625 HIS
1 e 627 HIS
1 e 643 GLN
1 e 688 ASN
1 e 732 ASN
1 f 226 ASN
1 f 254 HIS
1 f 316 ASN
1 f 318 GLN

Continued on next page...
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Mol | Chain | Res | Type
1 f 325 ASN
1 f 406 ASN
1 f 420 HIS
1 f 448 GLN
1 f 507 HIS
1 f 535 HIS
1 f 549 ASN
1 f 582 GLN
1 f 605 GLN
1 f 625 HIS
1 f 643 GLN
1 f 688 ASN
1 f 715 ASN
1 f 732 ASN
1 g 226 ASN
1 g 254 HIS
1 g 316 ASN
1 g 325 ASN
1 g 406 ASN
1 g 420 HIS
1 g 448 GLN
1 g 507 HIS
1 g 535 HIS
1 g 549 ASN
1 g 582 GLN
1 g 605 GLN
1 g 625 HIS
1 g 627 HIS
1 g 643 GLN
1 g 688 ASN
1 g 732 ASN
1 h 226 ASN
1 h 254 HIS
1 h 316 ASN
1 h 325 ASN
1 h 406 ASN
1 h 420 HIS
1 h 448 GLN
1 h 494 ASN
1 h 507 HIS
1 h 535 HIS
1 h 549 ASN

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

Mol | Chain | Res | Type
1 h 582 GLN
1 h 605 GLN
1 h 625 HIS
1 h 643 GLN
1 h 688 ASN
1 h 715 ASN
1 h 732 ASN
1 i 226 ASN
1 i 254 HIS
1 i 316 ASN
1 i 318 GLN
1 i 325 ASN
1 i 406 ASN
1 i 420 HIS
1 i 448 GLN
1 i 494 ASN
1 i 507 HIS
1 i 535 HIS
1 i 549 ASN
1 i 582 GLN
1 i 605 GLN
1 i 625 HIS
1 i 627 HIS
1 i 643 GLN
1 i 688 ASN
1 i 715 ASN
1 i 732 ASN
1 j 226 ASN
1 j 254 HIS
1 j 316 ASN
1 j 318 GLN
1 j 325 ASN
1 j 406 ASN
1 j 420 HIS
1 j 427 GLN
1 j 448 GLN
1 j 507 HIS
1 j 535 HIS
1 j 549 ASN
1 j 582 GLN
1 j 605 GLN
1 j 625 HIS

Continued on next page...
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Mol | Chain | Res | Type
1 j 643 GLN
1 j 688 ASN
1 j 732 ASN
1 k 226 ASN
1 k 254 HIS
1 k 316 ASN
1 k 318 GLN
1 k 325 ASN
1 k 406 ASN
1 k 420 HIS
1 k 448 GLN
1 k 507 HIS
1 k 535 HIS
1 k 549 ASN
1 k 582 GLN
1 k 605 GLN
1 k 625 HIS
1 k 627 HIS
1 k 643 GLN
1 k 688 ASN
1 k 715 ASN
1 k 732 ASN
1 1 226 ASN
1 1 254 HIS
1 1 316 ASN
1 1 318 GLN
1 1 325 ASN
1 1 406 ASN
1 1 420 HIS
1 1 448 GLN
1 1 494 ASN
1 1 507 HIS
1 1 535 HIS
1 1 549 ASN
1 1 582 GLN
1 1 605 GLN
1 1 625 HIS
1 1 627 HIS
1 1 643 GLN
1 1 688 ASN
1 1 715 ASN
1 1 732 ASN

Continued on next page...



Page 223

Full wwPDB EM Validation Report

EMD-23205, 7L6I

Continued from previous page...

Mol | Chain | Res | Type
1 m 226 ASN
1 m 254 HIS
1 m 316 ASN
1 m 318 GLN
1 m 325 ASN
1 m 406 ASN
1 m 420 HIS
1 m 448 GLN
1 m 494 ASN
1 m 507 HIS
1 m 535 HIS
1 m 549 ASN
1 m 605 GLN
1 m 625 HIS
1 m 643 GLN
1 m 688 ASN
1 m 732 ASN
1 n 226 ASN
1 n 254 HIS
1 n 316 ASN
1 n 318 GLN
1 n 325 ASN
1 n 406 ASN
1 n 420 HIS
1 n 448 GLN
1 n 507 HIS
1 n 535 HIS
1 n 549 ASN
1 n 582 GLN
1 n 605 GLN
1 n 625 HIS
1 n 643 GLN
1 n 688 ASN
1 n 732 ASN
1 0 226 ASN
1 0 254 HIS
1 0 316 ASN
1 0 325 ASN
1 o 406 ASN
1 0 420 HIS
1 0 448 GLN
1 0 507 HIS

Continued on next page...



Page 224

Full wwPDB EM Validation Report

EMD-23205, 7L6I

Continued from previous page...

Mol | Chain | Res | Type
1 o 535 HIS
1 0 549 ASN
1 0 582 GLN
1 0 605 GLN
1 0 625 HIS
1 0 627 HIS
1 0 643 GLN
1 0 688 ASN
1 0 732 ASN
1 p 226 ASN
1 p 254 HIS
1 p 316 ASN
1 p 318 GLN
1 p 325 ASN
1 p 406 ASN
1 p 420 HIS
1 p 448 GLN
1 p 494 ASN
1 p 507 HIS
1 p 535 HIS
1 p 549 ASN
1 p 582 GLN
1 p 605 GLN
1 p 625 HIS
1 p 627 HIS
1 p 643 GLN
1 p 688 ASN
1 p 715 ASN
1 p 732 ASN
1 q 226 ASN
1 q 254 HIS
1 q 316 ASN
1 q 325 ASN
1 q 406 ASN
1 q 420 HIS
1 q 448 GLN
1 q 507 HIS
1 q 535 HIS
1 q 549 ASN
1 q 582 GLN
1 q 605 GLN
1 q 625 HIS

Continued on next page...
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Mol | Chain | Res | Type
1 q 627 HIS
1 q 643 GLN
1 q 688 ASN
1 q 732 ASN
1 r 226 ASN
1 r 254 HIS
1 r 316 ASN
1 r 318 GLN
1 r 325 ASN
1 r 406 ASN
1 r 420 HIS
1 r 448 GLN
1 r 507 HIS
1 r 535 HIS
1 r 549 ASN
1 r 582 GLN
1 r 605 GLN
1 r 625 HIS
1 r 688 ASN
1 r 732 ASN
1 s 226 ASN
1 s 254 HIS
1 s 316 ASN
1 s 318 GLN
1 s 325 ASN
1 s 406 ASN
1 s 420 HIS
1 s 448 GLN
1 s 507 HIS
1 s 535 HIS
1 s 549 ASN
1 s 582 GLN
1 s 605 GLN
1 s 625 HIS
1 s 643 GLN
1 s 688 ASN
1 s 732 ASN
1 t 226 ASN
1 t 254 HIS
1 t 316 ASN
1 t 325 ASN
1 t 406 ASN
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Mol | Chain | Res | Type
1 t 420 HIS
1 t 448 GLN
1 t 494 ASN
1 t 507 HIS
1 t 535 HIS
1 t 549 ASN
1 t 582 GLN
1 t 605 GLN
1 t 625 HIS
1 t 627 HIS
1 t 643 GLN
1 t 688 ASN
1 t 732 ASN
1 u 226 ASN
1 u 254 HIS
1 u 316 ASN
1 u 318 GLN
1 u 325 ASN
1 u 406 ASN
1 u 420 HIS
1 u 448 GLN
1 u 507 HIS
1 u 535 HIS
1 u 549 ASN
1 u 582 GLN
1 u 605 GLN
1 u 625 HIS
1 u 643 GLN
1 u 688 ASN
1 u 732 ASN
1 \ 226 ASN
1 v 254 HIS
1 v 316 ASN
1 4 325 ASN
1 4 406 ASN
1 4 420 HIS
1 4 448 GLN
1 \ 494 ASN
1 v 507 HIS
1 v 535 HIS
1 \ 549 ASN
1 v 582 GLN

Continued on next page...
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Mol | Chain | Res | Type
1 4 605 GLN
1 4 625 HIS
1 \ 643 GLN
1 \ 688 ASN
1 4 715 ASN
1 v 732 ASN
1 W 226 ASN
1 W 254 HIS
1 w 316 ASN
1 w 318 GLN
1 w 325 ASN
1 W 406 ASN
1 W 420 HIS
1 W 448 GLN
1 W 507 HIS
1 w 535 HIS
1 w 549 ASN
1 w 582 GLN
1 W 605 GLN
1 w 625 HIS
1 w 688 ASN
1 w 732 ASN
1 X 226 ASN
1 X 254 HIS
1 X 316 ASN
1 X 318 GLN
1 X 325 ASN
1 X 406 ASN
1 X 420 HIS
1 X 448 GLN
1 X 507 HIS
1 X 535 HIS
1 X 549 ASN
1 X 582 GLN
1 X 605 GLN
1 X 625 HIS
1 X 643 GLN
1 X 688 ASN
1 X 732 ASN
1 y 226 ASN
1 y 254 HIS
1 y 316 ASN

Continued on next page...
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Mol | Chain | Res | Type
1 y 318 GLN
1 y 325 ASN
1 y 406 ASN
1 y 420 HIS
1 y 448 GLN
1 y 507 HIS
1 y 535 HIS
1 y 549 ASN
1 y 582 GLN
1 y 605 GLN
1 y 625 HIS
1 y 643 GLN
1 y 688 ASN
1 y 715 ASN
1 y 732 ASN
1 z 226 ASN
1 z 254 HIS
1 z 316 ASN
1 z 325 ASN
1 z 406 ASN
1 z 420 HIS
1 z 448 GLN
1 z 507 HIS
1 z 535 HIS
1 z 549 ASN
1 z 582 GLN
1 zZ 605 GLN
1 zZ 625 HIS
1 z 627 HIS
1 z 688 ASN
1 z 715 ASN
1 z 732 ASN
1 1 226 ASN
1 1 254 HIS
1 1 316 ASN
1 1 325 ASN
1 1 406 ASN
1 1 420 HIS
1 1 448 GLN
1 1 507 HIS
1 1 535 HIS
1 1 549 ASN

Continued on next page...



Page 229

Full wwPDB EM Validation Report

EMD-23205, 7L6I

Continued from previous page...

Mol | Chain | Res | Type
1 1 582 GLN
1 1 605 GLN
1 1 625 HIS
1 1 643 GLN
1 1 688 ASN
1 1 715 ASN
1 1 732 ASN
1 2 226 ASN
1 2 254 HIS
1 2 316 ASN
1 2 318 GLN
1 2 325 ASN
1 2 406 ASN
1 2 420 HIS
1 2 448 GLN
1 2 507 HIS
1 2 535 HIS
1 2 549 ASN
1 2 582 GLN
1 2 605 GLN
1 2 625 HIS
1 2 627 HIS
1 2 643 GLN
1 2 688 ASN
1 2 715 ASN
1 2 732 ASN
1 3 226 ASN
1 3 254 HIS
1 3 316 ASN
1 3 325 ASN
1 3 406 ASN
1 3 420 HIS
1 3 448 GLN
1 3 507 HIS
1 3 535 HIS
1 3 549 ASN
1 3 582 GLN
1 3 605 GLN
1 3 625 HIS
1 3 643 GLN
1 3 688 ASN
1 3 732 ASN
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Mol | Chain | Res | Type
1 4 226 ASN
1 4 254 HIS
1 4 316 ASN
1 4 325 ASN
1 4 406 ASN
1 4 420 HIS
1 4 448 GLN
1 4 494 ASN
1 4 507 HIS
1 4 535 HIS
1 4 549 ASN
1 4 582 GLN
1 4 605 GLN
1 4 625 HIS
1 4 627 HIS
1 4 643 GLN
1 4 688 ASN
1 4 715 ASN
1 4 732 ASN
1 5 226 ASN
1 5 254 HIS
1 5 316 ASN
1 5 325 ASN
1 5 406 ASN
1 5 420 HIS
1 5 448 GLN
1 5 494 ASN
1 5 507 HIS
1 5 535 HIS
1 5 549 ASN
1 5 582 GLN
1 5 605 GLN
1 5 625 HIS
1 5 643 GLN
1 5 688 ASN
1 5 715 ASN
1 5 732 ASN
1 6 226 ASN
1 6 254 HIS
1 6 316 ASN
1 6 318 GLN
1 6 325 ASN
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Mol | Chain | Res | Type
1 6 406 ASN
1 6 420 HIS
1 6 448 GLN
1 6 507 HIS
1 6 535 HIS
1 6 549 ASN
1 6 582 GLN
1 6 605 GLN
1 6 625 HIS
1 6 643 GLN
1 6 688 ASN
1 6 732 ASN
1 7 226 ASN
1 7 254 HIS
1 7 316 ASN
1 7 318 GLN
1 7 325 ASN
1 7 406 ASN
1 7 420 HIS
1 7 448 GLN
1 7 507 HIS
1 7 535 HIS
1 7 549 ASN
1 7 582 GLN
1 7 605 GLN
1 7 625 HIS
1 7 627 HIS
1 7 688 ASN
1 7 732 ASN
1 8 226 ASN
1 8 254 HIS
1 8 316 ASN
1 8 318 GLN
1 8 325 ASN
1 8 406 ASN
1 8 420 HIS
1 8 448 GLN
1 8 507 HIS
1 8 535 HIS
1 8 549 ASN
1 8 582 GLN
1 8 605 GLN

Continued on next page...
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Mol | Chain | Res | Type
1 8 625 HIS
1 8 643 GLN
1 8 688 ASN
1 8 715 ASN
1 8 732 ASN

5.3.3 RNA (D

There are no RNA molecules in this entry.

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

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

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#rna
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-23205. These allow visual inspection
of the internal detail of the map and identification of artifacts.

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

6.1 Orthogonal projections (i)

6.1.1 Primary map

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

6.2 Central slices (i)

6.2.1 Primary map

X Index: 210 Y Index: 210 7 Index: 210


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

6.3 Largest variance slices (i)

6.3.1 Primary map

X Index: 271 Y Index: 271 Z Index: 271

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

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

6.4.1 Primary map

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


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

6.5.1 Primary map

The images above show the 3D surface view of the map at the recommended contour level 2.0.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.

6.6 Mask visualisation (i)

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


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

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

7.1 Map-value distribution (i)

Map-value distribution

4 — Voxel count

Recommended contour
level 2

Voxel count (logl0)

T
—10 -5 0 ] 10 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 1534 nm?; this corresponds to an approximate
mass of 1385 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
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*Reported resolution corresponds to spatial frequency of 0.362 A1


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

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


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

This section contains information regarding the fit between EMDB map EMD-23205 and PDB
model 7L6I. 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 2.0 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 (2).


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, 98% of all backbone atoms, 95% of all non-hydrogen atoms,
are inside the map.


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

The table lists the average atom inclusion at the recommended contour level (2) and Q-score for

the entire model and for each chain.

Chain Atom inclusion Q-score
All 0.9460 B 0.6250
1 0.9470 B 0.6250
2 0.9460 B 0.6240
3 0.9460  0.6250
4 0.9470  0.6260
5 0.9480 B 0.6250
6 0.9480 B 0.6240
7 0.9480 B 0.6250
8 0.9460 B 0.6260
A 0.9460 B 0.6250
B 0.9470  0.6250
C 0.9460  0.6250
D 0.9480 B 0.6250
E 0.9460 B 0.6250
F 0.9460 B 0.6250
G 0.9460 B 0.6240
H 0.9480 B 0.6250
I 0.9470  0.6250
J 0.9460 B 0.6250
K 0.9470 B 0.6250
L 0.9460 B 0.6250
M 0.9460 B 0.6260
N 0.9480 B 0.6250
O 0.9460  0.6250
P 0.9480  0.6250
Q 0.9470 B 0.6250
R 0.9470 B 0.6250
S 0.9460 B 0.6250
T 0.9470 B 0.6260
U 0.9460 B 0.6260
\Y 0.9460  0.6250
W 0.9480  0.6250
X 0.9460 B 0.6250
Y 0.9480 B 0.6250
Z 0.9460 B 0.6250

Continued on next page...

1.0

0.0
M <0.0
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Chain Atom inclusion Q-score
a 0.9460 m 0.6250
b 0.9460 B 0.6260
¢ 0.9460 B 0.6250
d 0.9460 B 0.6250
e 0.9460 B 0.6250
f 0.9460 B 0.6250
g 0.9470 m 0.6240
h 0.9450  0.6250
i 0.9480 B 0.6250
J 0.9480 B 0.6260
k 0.9480 B 0.6250
1 0.9460 B 0.6250
m 0.9470 B 0.6260
n 0.9460 m 0.6250
0 0.9460 m 0.6250
p 0.9460 B 0.6250
q 0.9470 B 0.6250
T 0.9460 B 0.6250
S 0.9460 B 0.6250
t 0.9460 B 0.6240
u 0.9470 m 0.6240
v 0.9460 m 0.6250
w 0.9460 B 0.6240
X 0.9470 B 0.6250
y 0.9460 B 0.6250
z 0.9460 B 0.6250
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