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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.dev132
MolProbity : 4-5-2 with Phenix2.0
Percentile statistics : 20231227.v0l (using entries in the PDB archive December 27th 2023)
EM percentile statistics : 202505.v01 (Using data in the EMDB archive up until May 2025)
MapQ : 1.9.13
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.48.1
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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 3.14 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 I W
Ramachandran outliers NN 0
Sidechain outliers I 0.0%
Worse Better
0 Percentile relative to all structures
[ Percentile relative to all EM structures
Metric Model-Map Fit Percentile Ranks Value
Q-score N | | N 0.473

Worse

0 Percentile relative to all EM structures

Better

[l Percentile relative to EM structures of similar resolution

. ‘Whole archive EM structures Similar EM resolution
Metric ) . . .
(#Entries) (#Entries) (#Entries, resolution range(A))
Clashscore 210492 15764 -
Ramachandran outliers 207382 16835 -
Sidechain outliers 206894 16415 -
Q-score - 25397 14483 ( 2.64 - 3.64 )

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 DA 402 = 80% 20%
1 DB 402 - 79% 21%
1 DC 402 - 81% 19%
1 DD 402 i 81% 19%
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Continued from previous page...

Mol | Chain | Length Quality of chain
1 DE 402 = 85% 15%
1 DF 402 83% 17%
1 DG 402 = 83% 17%
1 DH 402 i 76% 24%
8%
1 DI 402 80% 20%
6%
1 DJ 402 79% 21%
18%
1 DK 402 83% 17%
1 EA 402 83% 17%
1 EB 402 83% 16%
1 EC 402 83% 17%
1 ED 402 88% 12%
1 EE 402 80% 20%
1 EF 402 87% 13%
1 EG 402 83% 17%
1 EH 402 82% 18%
1 EI 402 i 81% 19%
1 EJ 402 82% 18%
1 EK 402 82% 18%
1 FA 402 86% 14%
1 FB 402 88% 12%
1 FC 402 92% 8%
1 FD 402 88% 12%
1 FE 402 86% 14%
1 FF 402 86% 14%
1 FG 402 87% 13%

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

Mol | Chain | Length Quality of chain
1 FH 402 87% 13%
1 FI 402 83% 17%
1 FJ 402 84% 16%
1 FK 402 85% 15%
1 GA 402 89% 11%
1 GB 402 88% 12%
1 GC 402 87% 13%
1 GD 402 85% 15%
1 GE 402 90% 10%
1 GF 402 88% 12%
1 GG 402 88% 11%
1 GH 402 91% 9%
1 GI 402 88% 12%
1 GJ 402 87% 13%
1 GK 402 87% 13%
1 HA 402 88% 12%
1 HB 402 87% 13%
1 HC 402 85% 15%
1 HD 402 82% 18%
1 HE 402 86% 14%
1 HF 402 82% 18%
1 HG 402 85% 15%
1 HH 402 80% 20%
1 HI 402 84% 16%
1 HJ 402 84% 16%

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

Mol | Chain | Length Quality of chain
1 HK 402 89% 10%
1 IA 402 A 81% 19%
1 IB 402 - 74% 25%
1 IC 402 i 81% 18%
1 ID 402 - 81% 19%
1 IE 402 n 81% 19%
1 IF 402 - 76% 24%
1 IG 402 n 79% 21%

5%

1 IH 402 81% 19%
1 II 402 i 81% 19%
1 1J 402 i 78% 22%
1 IK 402 i 75% 25%
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2 Entry composition (i)

There is only 1 type of molecule in this entry. The entry contains 195294 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 Flagellar hook protein FlgE.

Mol | Chain | Residues Atoms AltConf | Trace
L | DA 402 gggl 1520 51111 6(2)0 2 0 0
L | DB 402 ggg?al 1520 511]1 6(2)0 2 0 0
1| BC 402 ggt;;l 1520 511]1 6(2)0 2 0 0
1| Db 402 gggl 1520 511]1 620 2 0 0
1| DE 402 gggl 18020 511]1 6(2)0 2 0 0
1| DF 402 53?91 15?20 51111 6(2)0 2 0 0
L | DbG 402 53?91 15?20 51;]1 6(2)0 2 0 0
1| DH 402 53221 18CQO 51;]1 6(2)0 2 0 0
L bl 402 53?91 18020 511]1 6(2)0 g 0 0
L b 402 gSZagl 18020 51111 6(2)0 g 0 0
1| DK 402 ggg;l 1520 51111 6(2)0 g 0 0
1| EA 402 ggg;l 1520 51111 6(2)0 g 0 0
1| EB 402 ggt;;l 18020 51111 6(2)O g 0 0
1| EC 402 ggg;l 18020 51111 6(2)O 2 0 0
1| ED 402 53?91 18C20 51111 6(2)O 2 0 0
1| EE 402 ggg;l 18020 51111 6(2)O 2 0 0
1| EF 402 ggg;l 1520 511]1 6C2)O g 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
1| EG 402 53?51 1520 511]1 620 g 0 0
1| EH 402 gggl 18020 51111 6(2)0 2 0 0
1 402 gggl 15?20 51111 6(2)0 2 0 0
1 B 402 53?91 15?20 51;]1 6(2)0 2 0 0
1| EK 402 53231 18020 511]1 6(2)0 2 0 0
L | FA 402 53?91 18020 51111 6(2)0 g 0 0
1| FB 402 rggg;l 18020 51111 6(2)0 g 0 0
L | FC 402 ggt;)l 1520 51111 6(2)0 g 0 0
L | FD 402 ggg;l 1520 51111 6(2)O g 0 0
1| FEB 402 ggt;;l 18020 51111 6(2)O g 0 0
1| FF 402 53?91 18020 51111 6(2)O 2 0 0
L] FG 402 532391 18C20 51111 6(2)O g 0 0
1| FH 402 ggg;l 18020 51111 6(2)() g 0 0
L H 402 ggg;l 1520 511]1 6C2)O g 0 0
L 402 ggg;l 18020 511]1 6(230 2 0 0
L | FK 402 53231 1520 511]1 6(230 2 0 0
L GA 402 33231 1520 511]1 6(2)() 2 0 0
L | GB 402 123?51 1520 511]1 6(2)0 2 0 0
L GC 402 33231 1520 511]1 6(2)0 g 0 0
L | GD 402 gggagl 1520 511]1 6(2)0 2 0 0
L | GE 402 gggagl 1520 511]1 6(2)0 2 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
L | GF 402 53?51 1520 511]1 620 g 0 0
L | GG 402 gggl 18020 51111 6(2)0 2 0 0
L | GH 402 gggl 15?20 51111 6(2)0 2 0 0
L d 402 53?91 15?20 51;]1 6(2)0 2 0 0
L & 402 53231 18020 511]1 6(2)0 2 0 0
| 6K 402 53?91 18020 51111 6(2)0 g 0 0
1| HA 402 rggg;l 18020 51111 6(2)0 g 0 0
1| HB 402 ggt;)l 1520 51111 6(2)0 g 0 0
1| HC 402 ggg;l 1520 51111 6(2)O g 0 0
1| HD 402 ggt;;l 18020 51111 6(2)O g 0 0
1| HE 402 53?91 18020 51111 6(2)O 2 0 0
1| HEF 402 532391 18C20 51111 6(2)O g 0 0
1| HG 402 ggg;l 18020 51111 6(2)() g 0 0
1| HH 402 ggg;l 1520 511]1 6C2)O g 0 0
1| H 402 ggg;l 18020 511]1 6(230 2 0 0
1| H 402 53231 1520 511]1 6(230 2 0 0
1| HK 402 33231 1520 511]1 6(2)() 2 0 0
L 1A 402 123?51 1520 511]1 6(2)0 2 0 0
L B 402 33231 1520 511]1 6(2)0 g 0 0
L IC 402 gggagl 1520 511]1 6(2)0 2 0 0
L b 402 gggagl 1520 511]1 6(2)0 2 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
1 e 402 gggl 18020 51111 630 g 0 0
1 ¥ 402 ggg;l 18020 51;]1 620 2 0 0
1 1G 402 rgggl 15?20 51;]1 620 2 0 0
! IH 402 rggt;)l 15?20 51;]1 6(2)0 g 0 0
L I 02| 08 o0 51 a0 s 0 0
by 02|00 o0 sn s s 0 0
L] Ik 02|00 o0 sn s s 0 0
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3 Residue-property plots (i)

These plots are drawn for all protein, RNA, DNA and oligosaccharide chains in the entry. The
first graphic for a chain summarises the proportions of the various outlier classes displayed in the
second graphic. The second graphic shows the sequence view annotated by issues in geometry and
atom inclusion in map density. Residues are color-coded according to the number of geometric
quality criteria for which they contain at least one outlier: green = 0, yellow = 1, orange = 2
and red = 3 or more. A red diamond above a residue indicates a poor fit to the EM map for
this residue (all-atom inclusion < 40%). Stretches of 2 or more consecutive residues without any
outlier are shown as a green connector. Residues present in the sample, but not in the model, are
shown in grey.

e Molecule 1: Flagellar hook protein FlgE

9%

. I
Chain DA: 80% 20%

Q267

SOOeO o0

e Molecule 1: Flagellar hook protein Flgk

|
N400
R402

.
Chain DB: 79% 21%
->
— N © © o0 w N~ w o] ~ < w0

n << << = — 17} A= S x H B 12 ~ - = Aawn >0 29 (=3 12 > = [ - < = < o H
XS * oo o - - oo -
© o © (oo o o © ~ [} [Te} [ hd o W N~ ~ © o © - [T} o © o N~ [o)
afz e-elelz :1:-2I2-2- alglg gala-a-a af@:-m n+a-a-ﬁ-a-8la
= [z l=] 4 [ wn a = a o = o 4 X QA= = = a << wn o= =] =] < = o =
> oo

n O N~ bl wn (o) [} ~ wn N M (2] N~ [Ted [ o — N © o0 — N

H > < = 2% =4 o — = == w0 = = £ ~ -~ o =] o o
e Molecule 1: Flagellar hook protein FlgE

i

Chain DC: 81% 19%

WO RLDWIDE

er

PROTEIN DATA BANK


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

EMD-63680, 9M7B

Full wwPDB EM Validation Report

Page 11

1810
€8TA
6LTX

89Td
L9TL

0 99TH

€9TA
T91a
$STh
SYIV
EVIN

¥C1d
€CTL

TOT1

€LTN

i

79eN

0921

LSTL

-

€52V

0821

oveL
SYeI

@ & & 0O o

pXaan
9¢es
144§

&> &

912a
Tl
0TCA
60T/

90T

i

€021

T0TH

6674

LBTA

€6TH

6810
881S

Flagellar hook protein Flgk

e Molecule 1

19%

81%

Chain DD

681D
881S
181a
08Ty
LLTK
89Td
L9TL
99T
T91a

SSTI

STIV

6€Td

LETL

¥Z1d

L

STTT

ETTH

60TN

ova

8€d

61

TEEN
61ed
91€T
90€d

88271
1820

4§8¢d

08zd
6.LCN

S.2I
192b

€921

T92s
€92V
0821
6%CL
8%¢H
PA/LAN

1544

¢

6€TS
0€TA

8¢el
Lgel

L

v6e1

68€)
88€1

Flagellar hook protein FlgE

98€b
z8ed
0Led
99ed
79eEN
§SGeT

ovey

e Molecule 1

5%

15%

i

85%

Chain DE

08131
6LT3

LLTX

89Td

99T

1

191d

145

1

SO & & o0

62Th

LTI

S¢Td
¥Z1d

0 €TTL

LT1D

j2110]
ETTH

80TA
169
65
[4:X!

VLA

0 €La

0TEA

SOEN

86TL

78Ty
€8CA

c9td

0SeI

€€Ta
[44\}
T€2d

8Tl

1121

60CA

L0Th

0 90zd

S0CZN

>

00ZA
6614
86TA
LBTA
96TN

€6TH

T6IN

181Q

Z8TL

veel
88€1
79eN
09€T
89€D
CEEN
8zeh
STEA

€7D

Flagellar hook protein FlgE

e Molecule 1

17%

83%

Chain DF

0971
6STS

LY1S
458

LETL
9€TI

ve1d
€CTL

ST11

90TN

S64

covYd

6,84
8Leb

09€1

8G€D
LSGEN

EEEM
CEEN

8821
182a

8Ty

182N

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-63680, 9M7B

Full wwPDB EM Validation Report

Page 12

Flagellar hook protein FlgE

e Molecule 1

17%
<>

L 2

83%

Chain DG

T6TIN
1810
6LT4

8LIN
LLTR

291d
191Q

6STS

6711

STTV

EVIN

0%IN

62Th

¥21d

o o
[
aa

COEN

S6CN

062s

$8¢d

€8CA

782N

0scI

0%Zd

LETT

6221

1281

ST2S

€12a

60ZA

L0ozH
90cd

20Tl

[404S

00¥N
66EA

L6EL

Flagellar hook protein FlgE

S6€T
veel

06€L

YLEW

TLET
0Led

S9EA

vsex

CEEN

STEA

e Molecule 1

24%

76%

Chain DH

¢
¢

LT1D
9TTL

OTTI

664
860

76S

264

188
98d

0,4

891

[4)’!

671

1574
ova

911

S92s

1928

covYd

L6EL

S6€7T

z8eb

6.LEY

LLEY

SLET
VLEW

TLEA
TLET
0L€4

89€S

99ea

09€T

TGEN

They

CEEN

8TEN
LIEY

Flagellar hook protein Flgk

STEA

0TeA

90€d
SOEN

00€A

182a

§8¢d
v8ex

182N

192d
99TN

e Molecule 1

8%

20%

80%

Chain DI
5

LLTR

@ 000 o o

LSTT

ST
€SI

SYIY

EVIN

9€TI

¥21d
€CTL

8TTA

9TTL

i231]
ETTN

60TN

891

{48

i

611

¢

,92d
¥92N

192
0921

9gey
ggey
(AN
LyTlL

EVTA

¢

%20

Le21

SETH

1}

CTCH

L0TH

¢
¢
¢
¢
¢
¢
¢

1

6614

96TN

L 4

-

434 4

6810

& 4

€6€b
6,84

9.LeN
SLEI
TLEN
€LEN

TLET
0L€3

89€S

GSET

T9EN

LYEY

vveT
EVET

TvEA

8EEY

9€eL

EEEM
CEEN

L2€8
8TEN
91€1

€1ed

SOEN

2TOoEN
T0€D

66CA
€601

T6CTA
0628

§8¢d
8Ty

08zb

0 6LTN
|

TO%1

S6€ET

Flagellar hook protein FlgE

e Molecule 1

21%

79%

6%

Chain DJ

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-63680, 9M7B

Full wwPDB EM Validation Report

Page 13

e & & o

188
980d

781
€84
284
YLA
TLT
89L

LSL
9SI

{48

157208

99T

€921

0 z9Td

1A%

0821

S6TH

€6TH

S8TA

081X

0 6LTY

LLTK

0 VLIV

>

@ & &

e Molecule 1

TLIA

6914

+n

1

86€1
S6€7T
88€T
8.Leb
09€T
LSEN

ve1
£7€T

TvEA

8EEY

9€EL

ZEEN

e€eed

61€d
8TEN

T1€1

SOEN

662N

¥8ex
€8CA

Flagellar hook protein Flgk

182N
08zd

89zh

S
~
-
N
m
{eo]
N
[ee]
~
e
)
=
or—
<
=
@

b

& 4

o
< <
—
1HH

@  © 0O O o o

e374978
(47491

9ETI

3

6210
8TTh
4271
9CTL

s o

ve1d
€CTL

L11D

ETTH

L1}

76S

T6A

L

781
£8Y4

€99
8sb
(49!
i
6EV

€€S
(451

k-

praan
92CS

T12L

60CA

9023

€0TY

LBTA

€6TH

3

@  © O V09000000

6810

98TA
S8TA

9.L18

0L1S

99TH

@ COPPPPOSO V000 oo o

8STN

L2 4

CEEA

8TEN

91€1

OTEA

SOEN

00€A

962d

$8¢d
78¢x1

28TH
182N
08zh

TL2D

€62V

< & <&
o
5l

<>

@  © 9000000

<>

€ecd
2ETN

covyd

76€1

06€L

88€I

9LEN

€LEN

S9EA
T9EN

Flagellar hook protein FlgE

(42344

vsex
TSGEN

Lyev

e Molecule 1

17%

83%

Chain EA:

3

86TA

761Q

T6IN

1810

6LTX

LLTA

€9TA

6318

LSTT

GSTI
$ST0

SYIV

8TTh

92Tl
S21d
vC1d
€CTL
STTT
€T
OTTW
L0771
76s
€64
264
€84
T84
891

TH
0va

€¢I

TN

671

61

68€M
88€I1

z8eh

6.Le4
8.0

0Led
99€d
09€1
vveT
TEEA
60€b
§8¢d

9.TA
S.21

692N
892h
192b
¢9zd

98ey
o4 4

6%CL
LyTL
T%2H

veTN
€€TT

Teed
9zes
S128
€1ea

0TCX
60T/

€021
TogH

00ZA
66Td

1

e Molecule 1

26ed

Flagellar hook protein FlgE

16%

83%

+

Chain EB

€02

86TA

96TN

761Q

T6IN

681H

1810

08TH

LLTA

S.1a
iZAA

991X
S971S

0971

SYIV

EVIN

ve1d

STT1

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-63680, 9M7B

Full wwPDB EM Validation Report

Page 14

vee1
€6ed
26ed
06€L
68€4
88€1
€8€S
C9EV

£9€D

TGEN

CEEN

seel

SOEN

,82d

§8¢d

20vd

Flagellar hook protein FlgE

e Molecule 1

17%

83%

Chain EC

[4:i4]
6.e4
€9€S
vveT
CEEN
0€EQ
TZEN

L1EY
91€1

0TEA
60€d

00eA
T6CA
§8¢d

TL2D
0L2L

99ZH
S9¢s

2924
0921
LSTL
€5TV

igan
S¥CI

veTN
€€TH

6221
seey

0TCA
60CA

L0TM

ToTH
00z

€6TH

L

e Molecule 1

26ed

88€I

Flagellar hook protein FlgE

12%

88%

Chain ED

s¥cI

9€CI

0€ETH

{444

vics

T2l

0TCk

60CA

902d

€02

6674

96TN

T6IN
061D

1810

89Td
L9TL

SSGTI

STV

Flagellar hook protein Flgk

6VTL

SYIV

EVIN

4271

v¢1d

*

ETTH

60TN

1071

w0 <l‘ D
<< = 172]

€S

T0%1

26€d

06€L

88€I

(4%

CTEEN

L1EY

SOEN

§8¢d

182N

S.e1

992

09271

LSTL

vscl
€5CV

oveL

e Molecule 1

20%

80%
0 DO =m0~
WM Q®Omomom|onnon
NN N N
AN RS EEOH A

Chain EE

LLTX

89Td

9914

¥91d
6GTS

STh
€GTH

OSTL
VTN
LETL
€E€Td

6210

LeT1

¥21d
€CTL

9TTL

i421]
80TA
90TN
6S
284
cL1
TOL

LSL
961

Ted
8CL
€21
611

61

e

79EN
¥PeT

CEEN
TeEN

STEA
€70
86CL
€8CK
282H
782N
08zh
9.LZA

0L2L
69CN

292b
SSev
0scI

L%CL

912da
802y
L02M
902
S0ZN

T0TH
00ZA

L6TA
S6TH

081X

2ovd
86€1

vee1
£6€D

16€d
88€T
155198
8Leb
SLET

TLET
0Led

99€d

Flagellar hook protein FlgE

e Molecule 1

13%

87%

Chain EF

9€TI

2TETN

622T1

€12a

60CA

902
S0ZN

€0y
2oL
10T
86TA
T6IN
181Q
081X

LLTX
9.18

6974

1910

9%
STIV

SCTd
¥C1d
€TTL
OTTH
90TN

€0TH

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-63680, 9M7B

Full wwPDB EM Validation Report

Page 15

[4vis
£6€b
88€1

6.€4
8.Led

0Led
99€d
09€T
CEEN
60€d
§8¢d
182N
9S82V
TSeN
L%TL

8€TH
LETT

Flagellar hook protein Flgk

e Molecule 1

17%

83%

Chain EG

T6TN

181Q

081X
6LTX

LLTX
9.18

6974
89Td
1971
99T

6318
8GN

GSTI

€STH

o9VIA
SPIV

EVIN
0%IN
S2Td
ve1d
€CTL
ETTW

OTTH
60TN

S0TY

TOT1

188
980

0.4

891

€€S

Ted

821

611

STN

20vY

00¥N
66EN

L6EL

S6€ET

€6€D

6.Le4
8.eb

SLe1

TLET
0Led

99ed
S9EA

60€D

§8¢d
v8ex

82N
8.2L
TLCD
892h
2920
99TN

PASIAR
95TV

igan
S¥CI

€¥CA
B6ETS
eecd
TeTN
Teed
0€TA
90T
€0Tx

00ZA

Flagellar hook protein FlgE

e Molecule 1

18%

82%

Chain EH

LBTA

7610

€8TA
2¢8TL

6LTY
8LIN
LLTK

6974
891d
L9TL
99TH
191d

LSTT

GSTI

€STH

SYIV

EVIN
[44%%

8ETI
LETL

veid
€CTL

STTT

90TN

TOTT

664

S64
76S

781

9LT

0.4

S9L

TV

€ES

[4:i4]
6.e4
SLeI

TLET
0Led

99€d
S9EN

ey
TEEA
L1EY
L0€D
SOEN
§8¢d
8.TL
€LTN
¢9gd
(AN

SHCI

EYCA

1544

6€TS

9€CI

CTETN

0€TH
6221

gged

60CA

L0TM
9023

70ca
€02
coTL
ToTH
002/
6674

covy
T0%1

Flagellar hook protein FlgE

e Molecule 1

19%

81%

Chain EI

86TA

96TN
S6TH

T6IN

1810

S8TA

6LT3
8LIN
LLTA

YLTY

ST0
E€GTH

67TL

9ETI

¥Z1d
€CTL

LT1D
9TTL

710
ETTH

60TN
80TA

664

v6s

S8A

284

0.4

611

STN

0Led
vsex
CEEN
0TEA
80€d
2T0oEN
T0ED
00€A

T6TA
0628

28TH
82N
08zd
6.L2N

9.2A

¢9cd

8924
PAstAR
95Ty
LyTL
9¥TL
S¥CI
%20

LETT
9€TCI

€€2H
6221
eeed
CICH
112l
0TCA

802V
0T

00ZA

1071

g6€T
76€1

06eL

z8ed

6.L€4

SLET

Flagellar hook protein FlgE

e Molecule 1

18%

82%

Chain EJ

€02
S6TH
88TS
S8TA
6974
89Td
1971
LSTT

8YTL

57497
(4458

8ETI

9€TI

S21d

€CTL
L11D
Y110
80TA
S0TY
T0T1

Seyd
76S

188
980

€84
9.1
LA
€La
TLT
89L
LSL

9¥d

€ES

TLEN

0Le3d

89€S

99ea
S9€EA

09€T
LSEN
vveT
TEEA
vier
60€b
SO0EN
162D
T62ZA
§82d
892h
992

(4 4
¥ScL

6¥CL
8¥TH
LyTl

9€TI
SETH

TETN
6221

9ees
seey

eced

CTCH

0TCXk
60T/

L0TM
elorace

RLDWIDE

SPDB

PROTEIN DATA BANK

W



EMD-63680, 9M7B

Full wwPDB EM Validation Report

Page 16

covYd

¥6€1

06€L

88€1

z8ed

9LEN

Flagellar hook protein Flgk

e Molecule 1

18%

82%

Chain EK:

S0ZN
¥0ca
€02
00ZA

86TA
L6TA

¥8TL
YLV

6974
89Td

99T
8STN
SPIV
0%IN
4271
€CTL
OTTH

664
860

64
768

c6d
T6A

€84
284

9.1

TLA

LT

0.4

LYA

€ES

8TA

71l

1s

ELEN

0Led

99€d
S9€A

LSEN

csed

S¥eED

€V

TvEA

CEEN

ogea

TreT
0TEA

L0€D

SOEN
662N
T6CA

§8¢d
v8eH

08zh
0L2L
892h
2920
99CH
S9Cs
LSTL
444

pXaan

CTCH

0TCA
60CA

L0TM
9023

20vy

66EN

9LEN
SLET

Flagellar hook protein Flgk

e Molecule 1

14%

86%

Chain FA:

9¢Ts
seey

cced

€120
CICH

0TZA
60CA

LozM

00zA
6614
86TA
LBTA

S6TH

0814
6LT4

LLTX

8GN
LST1

ovTH
SYIV

S¢Td
veid

ETTN

607N

€074
2¢0t1a

covd

26ed

88€I

6.4

L9€T

S9€EN

09€1

2¢sed

vveT

8EEY

9€eL

CTEEN

91€1

0TEA

00€A
662N

€621

68CA

§98¢d

182N

LSTL

o9vTL

0€TA

Flagellar hook protein Flgk

e Molecule 1

12%

88%

Chain FB:

€LTN

¥SeL

612V

912d

v1es

60CA

90cd

€021

00ZA

LBTA
96TN

¥8TL

6LT4

LLTX

€L1a

0LTS

SGTI

SYTY

EVIN

OTTH

96EN
88€T
z8eb

6.e4
8Leb

0Led

99€d
S9EA

LSGEN

vveT
€71

THEA
CEEN
62D
60€b
§$8¢d

08zh

Flagellar hook protein Flgk

e Molecule 1

8%

92%

Chain FC:

08EN
6,84

CTEEN
§8¢d
LLTY

692N
892h

TGN
0821

eecd
seev
0TCX
00ZA

S6TW
¥61a

88TS
LLTR
6974
99T
6STS
$ST0
SYIV
Y10
80TA

664

1,69

768

YLA
€.a

0.4

SOL

e

L

e Molecule 1

zeed

88€1

Flagellar hook protein FlgE

PROTEIN DATA BANK



EMD-63680, 9M7B

Full wwPDB EM Validation Report

Page 17

12%

88%

Chain FD

€120

1121

60T/

00ZA

86TA
LBTA

T6IN

1810

S8TA
LLTX
GSTI

6711
8¥IL

SYIV
S21d
¥C1d
$IT0

80TA

L6EL

£6€D
26ed

6.L€4
vveT
CTEEN
vie1
60€D
162D
§82d
82N

§.e1
LN

0L2L
2920
95TV
L¥Tl

9zes

Flagellar hook protein FlgE

e Molecule 1

14%

86%

Chain FE

LETT
9€CI

2TETN

6221

00ZA

S8TA
¥8TL

LLTK
9.L18

6914
891d
L9TL
v91d
6STS

0STL

8¥IL

SYIV

EVIN

veid
€CTL

90TN

covy
66EN
96EN
S6€T
76€1
£6€b
06eL
68€X
88€I
L8EL
89€S
vve1
CTEEN
8zed
LOED
SOEN
162K

§98¢d
8

182N
08zd

Eisfa

0821
6¥Cl

Flagellar hook protein Flgk

e Molecule 1

14%

86%

Chain FF

60CA

9023

¥oza
€02A

00ZA

86TA

S6TH

8818

LLTK

6G1S

SSTI

6711

SYIV

CEIN

S¢1d

¥21d

€CTL

ETTN

OTTI
60TN

€073
20t1a

76S

08D

LA

N ™
[
II»-l =

0,4

891

€€S

€21

v6e1
88¢€1

[4:14]
T8EA

6.€4
8.eb

S9€EN
LSGEN
CEEN
91€1
60€d
€0€X
T6CA

182a

§8¢d

182N

S.2I

Ll

Flagellar hook protein Flgk

LyTL

8€¢Hd

9€TI

CTETN

e Molecule 1

0€TA

Sseey

0TCk

13%

87%

Chain FG

3

9vCl

9€TI

€€cd
CETN

92Ts

60CA

L02ZM

v0za
€0eH

00ZA
6614

6LT4
8LIN
LLTX
99T
T91a

LSTT

SGTI

ESTH

SYIY

¥Z1d
€TTL

LT1D

STT1
Y110

80TA

188

©
0
a

%81

T9L

SeN

€¢I

12N

covd
1091
007N
66EA

S6€7T
vee1

8.eb
SLeT
0Led
99€d

79EN
£9€8

STEA
§98¢d
S.2I
[4°4S
PAS(AN

TSeN

Flagellar hook protein FlgE

e Molecule 1

13%

87%

Chain FH

TSN

S¥CI

€¥TA

9€TI

€€TH
TETN

praan

TreL

00zA

LBTA

LLTX

6974

STIV

EVIN

TP1L

6ETd

LETL
SCTd
¥Z1d
€CTL

STTT

ETTH

90TN

664

81

0.4

LON

791

oY

cvd

SeN

covd
€60

06€L
68€)

z8ed
8.eb
SLe1

TLET
0Led

99ed

F9eEN
€9€8

CEEN

60D

LOED

Flagellar hook protein FlgE

S0EN

8821
18t

$8¢d

282D

e Molecule 1

08zd

692N

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe



EMD-63680, 9M7B

Full wwPDB EM Validation Report

Page 18

17%

83%

Chain FI

112l

00z

LBTA

T6IN

181Q
981X

081X

LLTR
9.18

YLV

6974

6STS

9STN

6711

SPIV

EVIN

8ETI

L2711

0TTY

L11D

TOT1T

664

v6S

188
980

LLS

0,4

89L

(454

TV

9zs

| see1 |
1681 $02a
[ | £02)
¥6€T | ozl
mmma ﬁmux
06€L . pm:,
| esed x
©o
—
wmﬂ £6TH
mmmH Hmﬂz
187 1810
0s€3 [ esTA
| mm§
99£a
mmm> \.m;
ommq mmz
«mmx vma
zeen 0STL
[ | 6%TL
mm? me
mmma mmzq
agzd 8€TT
v8eA M | |
[ | ob - mmr_
182N 3
| . -~ > mmG
892l =l
192b i) 221]
ommz Lm | |
80TA
1821 m ]
s s oo
9zl % 664
£y
] ~ s
6%l M | |
8wy = 188
oveL % N
Eizas ,Fa TL1
ﬂmz — IoE
s o e
891
G 2 5 my
= ) v
ez O = [ |
{334t < a 8ed
- o S
1071 ges
osey  [Woowl = = —
[ ] 66EA ° O

06€L

88€1

98€d

8.ed

|
15%

0Led

99€d
S9EA

09€1

veed

CTEEA

0geq

COEN

662N

€621

062S

98¢d
¥8eH

85%

182N

9.CA

€921

T9¢s

TSeN

8¥%2H
LyTL

LETT
9€CI

gecd
2eTN

|
Flagellar hook protein Flgk

6221

61TV

omma
20v

T12L | |

| | S6€T

L0ZM [ |

e Molecule 1
Chain FK

3

181d

S8TA

6LT4

€L1a

0L1S

89Td
L9TL

SGTI

SYIY

8ETI

€E€Td

S¢1d

¥Z1d

9TTL

OTTH

SOTH

1071

664

6S

284

YA

0.4

961

671

evY

TV

€€S

8TA

911

PIL

[4v4S
86€1
6.€4

S9EA
79eEN

LSEN
TEEN
60€b
$8¢d

182N
08zh

S.2I
€LTN
192b
952y
(AN
L%TL

8€Td
LETT

veeN
Tecd
ceed
CICH

902a

¥0ca
€023
20zl

S6TH

€6TH

e Molecule 1

T6IN

Flagellar hook protein Flgk

11%

89%

Chain GA

0921
85cd
LyTL
LETT
veN
€€2H
[4%4\}
6221
90cd
€021
S6TH
081X
6LT4
8LIN
LLTK
YLTV

89Td
L9TL

T91d

63TS
8GN

STIV

6ETd

S¢1d

¥6S

264

£8Y4

€.La
TLT

0.4

€ES

611

STN

2ovy
6.€4
S9EA
vve1
CEEN
T1€T
60l
T6CA
182a
S8¢d
€LTN

292b

Flagellar hook protein FlgE

e Molecule 1

12%

88%

Chain GB

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-63680, 9M7B

Full wwPDB EM Validation Report

Page 19

192h
9S82V
L%TL

€€Td
[44\}

612V
912da
60CA
802y
L0TM
00zZA
LBTA
S6TH
€8TA

LLTX

89Td
L9TL

VIR
SYTY

EFTH
OTTH

T0TT

[ v
T0%1

veer

06€L
68€4

¥8eEN

T8EA
08EN

S9EA
09€T
CEEN
L0€b
90€d
SOEN
§8¢d

182N

Flagellar hook protein Flgk

e Molecule 1

13%

87%

Chain GC

S1CS
€72a
072X
002A
L6TA
T6IN
1810
81D

LLTX
9.18

6974
89Td
L9TL
991X
6STS
67T
SYIV
YT
80TA

TOTT

664

L6D

76S

264

188
980

YLA
€.a

0.4

89L

TV

(48

TO%1
26ed
z8eb
6.4
T9ed
0S€ed
CEEN
962a
§8¢d
82N

692N
892h

1521
LyTL
ovClL
S¥CI
€¥TA
0€TA

seev

Flagellar hook protein FlgE

e Molecule 1

15%

85%

Chain GD:

o,
(2} <

€02

00ZA

86TA

T6IN
061D

88TS
181Q

S8TA

8LIN
LLTR

191d
GSTI
6VTL

8¥IL
LY1S

SYIV

EVIN
8zTh

S2¢1d
vZid

TC1L
j230)
80TA
76S
88N
TLA
7oL
671
%4

EvV

20%d
L6EL
€6€b
06€L
68€N
88€I
6.eY
GSeT
vveT
CTEEN
GTEN
60€b
S0EN

§8¢d
8Ty

782N
S.2I
0L2L
192b
SHCI
evea
8€cd
TETN

j(qa8
€2TL

0TCX

S0ZN
¥02a

Flagellar hook protein FlgE

e Molecule 1

10%

90%

Chain GE

TEEN
62€D
€621
§8¢d
veTN
foioracy
2ETN

veel
€ealL

90cd

€0TY

96TN

S8TA

2811

891d

99TH

6STS

8YTL

SYIv

veid
€CTL

i221]

OTTH

80TA

[4vc

76€1

26EQ

Flagellar hook protein Flgk

06€L

e Molecule 1

88€I
8.ed
89€S
79eEN

LSEN

12%

88%

Chain GF

182N
0.21
99ZH
00zZA
LBTA

LLTX
918

6914
891d

99TH
191d
8GN
€GTH

9vTH
SYIV

9€TI
S¢Td
¥Zid
€CTL

STT1
i411]

OTTH

80TA
LOT1

evV
15728

€ES

2074

007N

96EN

Flagellar hook protein Flgk

v6el
T6€D
z8ed
S9€EA
LSGEN
6EES
9eEL
TEEN

60€b
80€d

00€A
€621

§8¢d
¥8ex

e Molecule 1

11%

88%

Chain GG

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe



EMD-63680, 9M7B

Full wwPDB EM Validation Report

Page 20

cvel

9€CI

(44}

ceed

CICH

L0OZH

00ZA

LLTK

SSTI

ESTH

TSTV
SYIV
8ETI
8zTh

¥21d

12Tl

STT1
T
ETTH

80TA
€073

2ota
TOTT

{404 s
1071

66EA

8.Led

SLET

P9EN
€9€S

zeen

88C1
1820

S8¢d

S.2I

192d

0921
6G2S

Flagellar hook protein Flgk

e Molecule 1

9%

91%

Chain GH

GLeI
€9€8
60€D
§8¢d
792N
€921
2924
0§21
1574

912a

¥0ca
€02

00zA

081X
B6LTX

¥91d
SYIV
LETL
S2Td
¥Cid
€CTL
TTT0
60TN
90TN

664

188
980

0.4
0va
8ed
SeN
611

STN

e

covd

06€L
68€%

6.€4

Flagellar hook protein FlgE

e Molecule 1

12%

88%

Chain GI

20%d
1071

S6€T

6.L€4
8.ed

SLeI
0Led
99ea
vheT
62€D
L€V
60€D
L0€b
§8¢d
S.TI
€921

T9Cs

Flagellar hook protein FlgE

e Molecule 1

13%

87%

Chain GJ

8¥Zh
L¥Tl

9€CI
CTETN

0€TH
6221

eced
612V
912a
CICH
Lozh

v0za
€0TY

S6TH
SYIV
8€TI
1271
S21d
(445
j230]

OTTH

80TA

90N

2¢ota
T0T1

76S

188
980

VLA

891

611

SIN

L

06€L

88€1
SLET
99€d
09€T
LSGEN
SS€T1

TEEN
TEEN

€1€d
80€d
COEN
662N
€621
§8¢d
8920
€921
T9¢s
€5CV

6¥CL

Flagellar hook protein Flgk

e Molecule 1

13%

87%

Chain GK:

3

181Q

9.L1S
SL1a

€L10
99T
SYIV
EVIN
LETL

verv
€eTd

8zTh
1271

¥Z1d
€CTL

T21L
0CTV
611d

9TTL

i421]

80TA

90TN
SOTH

T0T1

188
980

€Ld

0,4

891

9L

671

evV

15728

8¢l

[dvis
T0%1

v6er

06€EL

6.4

YLEW

0.L€3

89€S

99€d

Flagellar hook protein Flgk

P9eEN
09€7T
SGET
91€T
L0€b
SOEN
$8¢d

€ecd
CETN

T6IN

e Molecule 1

12%

88%

Chain HA

RLDWIDE

SPDB

PROTEIN DATA BANK

W



EMD-63680, 9M7B

Full wwPDB EM Validation Report

Page 21

0SZI

8¥TH
L%TL

€€Td
[44\}

Zeed

912da

€1ca
CICH

00ZA

S6TH

T6TN

1810

LLTX
9L1S

vLTY

0LTS

6STS

SYIY

8ETI

S¢1d

€TTL

YIT0

80TA

T0TT

1091
veer

06€L
68€4

T8ed
T8EA

6.L€4

S9EA
79eEN

T9¢ed
SGET
CEEN
91€1
60€b
§8¢d

L9zd

Flagellar hook protein Flgk

e Molecule 1

13%

87%

Chain HB

L0TMh
00zA
L6TA
081X
B6LTA
8LIN
LLTK
€L1a
0118
1910
SSTI
SYIV

Y110

OTTH

80TA

007X

860

6s
€64

188
980

YLA
€La
LT

S9EA
F9EN

T9ed
09€1

LSGEN

€eEM
CEEN

162X

S8¢d

€LTN

S92s

992y

PALAN

6221

¥eeL
€TTL

612V

912a

60CA

Flagellar hook protein FlgE

e Molecule 1

15%

85%

Chain HC

912a

702a
€02

00z
LLTX
vLIV
SYIV

o374978
[44%8

STT1
ja30)

80TA

€073
cot1a

664
76S
264
88N
781
BLN
8.0
LLS
0.4

SOL

(41
TSA

671

TV
0va

€es
(48

N N
v A

TO%1
LBEL
v6er

06eL
68eX

78eEN

T8EA
08EN

79EN
T9€d
2Ged
05€d
S%€D

Le€0
9€eL

CEEN
TEEN

8TEN
60€D
SOEN
1820
§8¢d
692N
6€TS
0€TY

612V

Flagellar hook protein FlgE

e Molecule 1

18%

82%

Chain HD

LLTK

SSTI

6711
8¥IL

SYIV

9€TI

1271

S2Td
veid

*

j230]
OTTH

80TA

7oL
29a

(4’8
TSA

671

[4:14]

6.e4
8.Led

0Led
99ed

T9ed
09€T

CTEEN
TZEN

€1ed
[43°0]

60€d

SOEN
v0es

1.82a

§8¢d
v8eH

182N
€LTN
8920
99CH
0ScI
L¥Tl
9€CI
2ETN
6221

el
€ealL

L0gM
00z
S6TH
S8TA

081X
6LTY

1

Flagellar hook protein FlgE

66EN

v6e1

26€d

06€L
68€N

L8EL

78EN

e Molecule 1

14%

86%

Chain HE

SETH

CETN

ST1CS

€120

002ZA

S6TH

€6TH

T6IN

1810

S8TA

LLTK

891d
L9T1

TSIV

6711
8¥IL

SYIV

¥Z1d
€CTIL

€074
2¢0ta

°ovYe
T0%1

V6€1

26EQ

06€L

RLDWIDE

88€1
8.ed
Y9EN
T9gd
LYEY

eeen
TEEN

91€71
L0€d
90€d
SOEN
v0es
182a
§8¢d
182N
08zd
6.LCN
0921
0S2I
LvTl

9€CI

0O
PROTEIN DATA BANK

erpBe

W



EMD-63680, 9M7B

Full wwPDB EM Validation Report

Page 22

Flagellar hook protein FlgE

e Molecule 1

18%

82%

Chain HF

S8TA
2811
LLTK
YLV
891d
99TH
67TL
LETL
€CTL
9TTL
90TN

€073
2ot1a

860

TV

]
[4:1]
T8EA

6.4
8.0

SLET
VLEW

0LET

89€S

99€d
09€1
LSEN
CTEEN
viel
LOED
SOEN
v8eH
182N
892h
99CH
29td
8924
TSN
8€TH
0€TH
602N
902d

v0ca
€02

00z
S6TH
€6TH

881S

[40i:S

86€T
LBEL

S6€7T
veer
£6€b

e Molecule 1

16€D
06€L
68€Y

Flagellar hook protein Flgk

15%

85%

Chain HG

0€TA

L0Th
90zd

€02x

002A

€6TH

6.1

LLTR

SSTI

SYIV

9TTL
STTT

ETTH

€073
20ta

96N
6s
T6A
188
98d
S8A
781
£8Y4
8.0
T9L
8¥%D
(472
LES
[4:1
SeN
611

STN

[
18

0 [0

TO%1
66EN
LBEL
zeea
L8EL
8.Led
SLeI
0Led

T9EN
€9€S

T9ed
vveT

TEEA
TEEN

§8¢d
S.TI
€LTN
192b
T9Cs
PAsIAR

TSN
05821

igan
(4448
6€TS
9€TI

cETN

Flagellar hook protein FlgE

e Molecule 1

20%

80%

Chain HH

6LTY

TLIA

¥91d

6STS

SYIV

EVIN

SETd

LeTI

¥21d
€CTL

8TTA

9TTL
STT1

€074
cota

664
860

v6s

€LEN
CTLEN

79eN
€9€S

6EES

9EEL

veev
EEEM
CEEN

62€D
8zeb

L1EV

60€b
80€d

SOEN
§8¢d

89zh

99CH

29zd

LYTL

ed

8€Td

9€CI

CETN

0€TH
1444
CICH
TTCL
0TCA

¥0za
€023

00zZA

LBTA

S6TH

0814

0 [42's
0 T0%1

00¥N

86€T

06€L

88€1
L8EL

z8eb
8LED
9LEN

YLEN

Flagellar hook protein FlgE

e Molecule 1

16%

84%

Chain HI

| eed [
02y e
Leeel | peer |
8CCL £6ed
122l []
| 06€L
802y ]
| 78N
%020 ]
£02) g€l
i ]
B0 0,83
i 1
T6TN 998
i i
1810 =T
98Tk ]
mmS ﬂmq
| £eem
0L1S zeen
mﬂz ﬂmz
| szeT
8€TT ]
ozey
6184
|
1119 aTen
| |
STTH 20EN
| |
60TN 0628
| |
TOTT 98zd
| | %8e)
86D | eszh
0 282D
96N | i8eN
g6 omma
768
| | 95eY
188 | |
930 €32y
| | zses
€8y 192N
| | oser
118 672
| A
671 172l
| | ovel |
Al [iZa8
| | pen
611 £h2A
| |
SIN 6£2S
| |
N 98T
r 2
zgeN

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-63680, 9M7B

Full wwPDB EM Validation Report

Page 23

i

e Molecule 1

—
=3
hd
-

86€T

Flagellar hook protein FlgE

16%

84%

Chain HJ

€6TH

1810

S8TA

6LTY
8LIN

9.L1S

6974

SYIV

07 TN

8ETI

S¢1d

(44 5]

i221]

80TA

SOTH

TOT1

0 zovy

1071
66EA
96€EN
S6€7T
veer
£6€d
06€L

88€T
L8EL

8Leb

YLEN
€LEN

0Led
S9EA
LGEN
(444
6EES
£eem
CEEN
TEEN
61€d
66CZA
€621
§8¢d
€LTN
962V
S¥CI
9€TI
2eTN
ceed

CTICH
112l

Lozh

Flagellar hook protein Flgk

e Molecule 1

10%

89%

Chain HK

€€Td
CTETN

90T

¥02a
€02x

00ZA

T6IN

1810

¥8TL

LLTX

STIV

7Z1d

+

YIT0

OTTH

80TA

SOTH

TOTT

TO%1
86€T
98¢l

T9ed
09€1

€eEM
CEEN

S8¢d
08zh

9€CI

Flagellar hook protein FlgE

e Molecule 1

19%

81%

Chain TA

S¢Td

LT1D

90TN

€073
20ta

671

EVY

15774
ova

8€4

ved
€es

8¢l
SN
{44\l
8TA

SIN

oo

N Sy (O-Ol
) o = —

TS

[45°0]
60€d
SOEN
T0ED
66CA
T6CA

1820

S8¢d
¥8ex

08zh

89z

99CKH

8524

9gey

0 1091
|
g6€1

T8EX
08EN

S9EA

T9ed
09€1

¥ve1
CEEN
Scel

61ed

Flagellar hook protein Flgk

e Molecule 1

25%

74%

Chain IB

II<‘><‘><I>

ETTH
(435

60TN

SOTH

007X

€.d

LSL

{4’}
TSA

671

evY

TV

6EV

o
™
%]

162X

S8¢d
¥8ex

9.2A
§.21

892h
0921

EVTA

0 612y
912a

€1ea
CICH

80Ty
L0Th

00zZA
€6TH
88TS
S8TA
LLTX

YLV
€L1d

TLIA

0L1S
6914

LSTT

SSTI
»S1h

8¥TL
LY1S

SYTV

EVIN

LT1D

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe



EMD-63680, 9M7B

Full wwPDB EM Validation Report

Page 24

0 98ed

Z8eb

o

6.Le4
8.0

YLEN
0Led
99¢ea
09€T

G§G€T
7SeN

csed

SvED

EVET
chey
TvEA

EEEM
CEEN

62€D
8zed
LTES

S2eT

€ced
(443518

8TEN
L1EV
91€T
STEN
viel
€1€b

80€d
L0€D

SGOEN

€0€X
20eEN
TOED
00eA

S62N

z62h

L

e Molecule 1

66EN

96EN

68€)

Flagellar hook protein FlgE

18%

81%

Chain IC

k-

SYIV

9€TI

€CTL

8TTA
LTTD

STTT
i431)]
ETTH

60TN
80TA

€La

>

6EV

SEL

9Ts

611

L1d

STN

€Ty

¢

99€d

79eEN

cSed

0s€ed

SveD

6€€S
TZen
€1ed
voes
S8¢d
962V
LvTl

8€TH
LETT

0€TA
reev
S1CS

€72a
CICH

902d
002A

96TN
S6TH

S8TA
08T

LLTR
9.L18

€L1Q

0STL
6711

i

0 T0%1

00¥N

L6EL
96EN

€6€D

68€X
88€1

98¢ed

T8EA

e Molecule 1

6.84

€LEN

0Led
69€)

Flagellar hook protein FlgE

19%

81%

Chain ID

veTY

¥Z1d

b & 4

0,4

89L

29a

€3GA
[4c)’s

E

059

SO0 o o

TV
ova

9eY

TN

8TA

XS
©

)

3

|
8621
| 62D
9620
g62N
|
g82d
- o
2829 W
[ gen =
08zh
|
0.2l
|
192h
|
29ed
|
741
|
1929
|
e
|
mmmu
TeTd ¢
ogey
6ze1 6.4
| 8.ED =@
s S b
—
Lozh wmg & 2
9023 SLEN =] ©
S0TN 1 D
| 0Led =
1023 1 m
00ZA e 2,
6614 (]
| ST .h..n\u.
mm:, [ 3
LN 6£€S =
LLTA =
9.18 0. <
| ema 9gel =
[} Q
BLTY coen 20
mmS zEEN e
£9TA Iommn &
oo -
1910 01 |
1A = ..
6STS vTED =
[ ] g B
8yTL 9T€T <
] ] S .5
SHTY £1€b M <
A | =
SHTH £0EA ) O

8YTL
| ]
SHTIV 91€T
| [aren |
¥e1d v1el
€ZTL €1el
| |
8TTA 90€3
o soon
9PrL -
s 62
i231] -
ETTH §8¢d
[ ] 83
OTTW -
~eom reen
wmﬂ> -
692N
€0Td -
z01a 99ZI
L rorT | |
00T) PAS{AN
[ eed | |
860 TSN
| |
$6S 9vTlL
€6k |
z64d PeeN
| |
81 ycel
€84 €2l
|
089 ¢
|
9LI 00ZA
| mmr._
ToL
- wmﬁz
(4=
- €6TH
671 1
S8TA
¢ i
Z8TL
7 Lt |
08TH
‘ 6.LTY
Ceum |
LLTX
€¢I
I |
611 89Td
L9T1L
‘ 99T
|
65TS
¢ |
SV GSTI
Lo L vstb |
€S €T

C .
6711

26ed

88€1
L8€L

6.L€4
8.eb

SLET
TLEN

69€)
99€d
79EN
09€T
csed

€EEM
CEEN

8zED

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-63680, 9M7B

Full wwPDB EM Validation Report

Page 25

Flagellar hook protein FlgE

e Molecule 1

24%

76%

Chain IF

90TN

00T
664

v6s
€64
264

980

81

8L

SLV

TV

[l w N~
wn << 0w

692N

65CS

L%TL

€vCA
[44AN

6221

92Cs

L0TM
902d

€023

00zZA

96TN
S6TH

¥8TL
€8TA

08T
6LTY

LLTK

€L1a

0LTS

891d
L9TL

6711

SYIV

EVIH

9E€TI

veTv

S¢Td

6T1d

LT1D

i431]
ETTH

1170

684
88€I

¥8EN

6.4
8.eb

SLET
TLEN
€LEN
CTLEN
79eN
T9€d
LSGEN
TGEN

0%€ed
6€€S

¢
¢

zeen
TeEN

b & 2

L]

TTEN

ozey
61€d

L1eV

T1€T

60€D

66EN

96EN
S6€T

€60

Flagellar hook protein FlgE

e Molecule 1

21%

79%

Chain IG

6STS

LSTT

E€GTH

6711

S¢1d

€CTL

STT1

OTTH

0013

TSA

SN

12N

L1d

(434

8D

9A

1S

SG€eT

6EES
8EEV

9€EL

EEEM
CEEN

62€D

91€T

OTEA

80€d

COoEN

T6CA

88C1
182a

282H
182N
08zh
S¥eI
9€TI
2eTN
612V

912a
S12S

Lozh

£02Y

T0CH

86TA

S6TH
v61d

T6IN

€8TA

0814

TLIA

o7y

Y6€1

z6ed
16€0
06€L
68€)

L8€L
98€ed
S8EV
78EN
T8€X
8.eb

CTLEA

0Led
6934
89€S

e Molecule 1

99€ed

€9€8

6GEV

Flagellar hook protein FlgE

19%

81%

5%
L

Chain IH

SYIY
EVIN
6€Td
9€TI
8zTh

¥21d
€CTL

TCIL

i2211]
ETTN

60TN
SOTH

POTIN
€073

T0T1

S6d

76S
[ eea

264

STEN
T1€1
SOEN
€0€X
66CA
€621

9829
§8¢d

892h
2920

95TV
LvTl

8€TH

9€CI

€€TH

Teed
0€TH

8CaL

eced

0TCA

P4
9023

20Tl

00ZA

Flagellar hook protein Flgk

86TA

1810

LLTK

6914

6STS

8GIN
LSTT

SSTI

€STH

@ & 00O

26€d

88€1

¢

6.L€4

SLET
YLEW

L9€T

P9eN
€9€8

LSGEN
9G€L

¥7eT
cvey
£eeEM

CEEN
TEEN

e Molecule 1

62€D
8zed
LTES

LTIEY

19%

81%

Chain IT

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe



EMD-63680, 9M7B

Full wwPDB EM Validation Report

Page 26

YLV

6914

99T

191a

8STN

SPIV

EVIN

8ETI
LETL

SETd

ve1d
€CTL

9TTL

TTT0
OTTH

S0TY

TOT1
007X

96N
Seyd
76S
9.1
TLT
89L

€SA

8ed
LeS

(41
6T1

911
STN

€TV

~ .
[

TLEN
€LEN
cLeEN
89€S

T9€d
09€T

CEEN
60€b
1624

§8¢d
78C1

28TH

08zb

0921

¥ScL

Eizay

€¥en

9€CI
S€TH

TeTN

62T1

9zes

ezed

CICH

L02M
9023

T0Th

S6TH

T6TN

181Q

081X

LLTK
9.L18

< & o o

S6€T
76€1
£6€b

06€L

88€1

98¢ed
S8eY

[4:1]
T8EA

6.Le4
8.0

e Molecule 1

9.LEN

Flagellar hook protein Flgk

22%

78%

Chain 1J

9TTL

Y10
ETTH

TTTD
OTTH
60TN
80TA

001X

781
£8Y4

184

€.d

0.4

S9L

094

SV

{4’}

671

TV
ova

LES

(48

6CA

SCN

TZN

611

9T1

LTEV

STEA

60€D

L0€d
€0€X
€8CA
08zh
69CS
0S2I
9€CI

€€ca
(44}

1121
LOZM
¥0za
€02y
[duan
T0TH
00ZA

S6 T

€6TH

T6TN

,81d

S8TA
¥8TL

9L1S
6974
89Td
L9TL
9913
T1S6TV
8¥TL
EVIN
S¢1d

LT1D

66N
0 96€EN
»ﬂma
H8EN
z8¢ed

6.L€Y
8.0

YLEN
€LEN

TLET
0Led

L9€1
79eEN
6SeV
E€VET

TvEA

¢

EEEM
CTEEN

SceT

eTEN

Flagellar hook protein FlgE

e Molecule 1

25%

75%

Chain IK

611d
8TTXA
LT1D

STTT

ETTH
S0TH
TO0T1
860
96N
S64
v6s
€64
264
980
781

08D
B6LN

9.1

€La
[N

LON
7oL
ToL

671
8¥%D

EVV
15778
8€4
zen
GCTN
TN
1TV

61

0

TS

892h
L92b

¥SelL

0vZd

8€Td
LETT

TETN

6GTS

8YTL

SYIY

SE€Td
verv

1271

¥21d
€CTL

T0%1

LBEL

S6€T

£6€b
zeea
16€b
06€L
68€3
88€T

98¢el

z8el

08EN
6.€4

YLEN

89€S

99€d

79eN

T9ed

SGeT

LYEV

6EES

9€EL

EEEM
CEEN

62€D

ozey

9T€T
STEA

S62ZN

T6CA

S8¢d

€.L2N

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Page 27

Full wwPDB EM Validation Report

EMD-63680, 9M7B

4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, Not provided
Number of particles used 435796 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method PHASE FLIPPING AND AMPLITUDE | Depositor
CORRECTION
Microscope FEI TALOS ARCTICA Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /Az) 30 Depositor
Minimum defocus (nm) 1000 Depositor
Maximum defocus (nm) 2000 Depositor
Magnification Not provided
Image detector GATAN K3 (6k x 4k) Depositor
Maximum map value 1.048 Depositor
Minimum map value -0.643 Depositor
Average map value 0.001 Depositor
Map value standard deviation 0.040 Depositor
Recommended contour level 0.075 Depositor
Map size (A) 510.0, 510.0, 510.0 wwPDB
Map dimensions 600, 600, 600 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 0.85, 0.85, 0.85 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 DA 0.12 0/3003 0.35 0/4090
1 DB 0.13 0/3003 0.34 0/4090
1 DC 0.12 0/3003 0.33 0/4090
1 DD 0.13 0/3003 0.34 0/4090
1 DE 0.14 0/3003 0.36 1/4090 (0.0%)
1 DF 0.12 0/3003 0.32 0/4090
1 DG 0.11 0/3003 0.31 0/4090
1 DH 0.12 0/3003 0.32 0/4090
1 DI 0.13 0/3003 0.36 0/4090
1 DJ 0.13 0/3003 0.33 0/4090
1 DK 0.13 0/3003 0.33 0/4090
1 EA 0.12 0/3003 0.33 0/4090
1 EB 0.12 0/3003 0.32 0/4090
1 EC 0.12 0/3003 0.33 0/4090
1 ED 0.13 0/3003 0.32 0/4090
1 EE 0.13 0/3003 0.34 0/4090
1 EF 0.12 0/3003 0.32 0/4090
1 EG 0.12 0/3003 0.33 0/4090
1 EH 0.13 0/3003 0.33 0/4090
1 El 0.14 0/3003 0.35 0/4090
1 EJ 0.12 0/3003 0.32 0/4090
1 EK 0.13 0/3003 0.34 1/4090 (0.0%)
1 FA 0.13 0/3003 0.35 0/4090
1 FB 0.11 0/3003 0.31 0/4090
1 FC 0.12 0/3003 0.31 0/4090
1 FD 0.12 0/3003 0.30 0/4090
1 FE 0.11 0/3003 0.31 0/4090
1 FF 0.12 0/3003 0.33 0/4090
1 FG 0.12 0/3003 0.33 0/4090
1 FH 0.12 0/3003 0.31 0/4090
1 FI 0.12 0/3003 0.30 0/4090
1 FJ 0.13 0/3003 0.33 1/4090 (0.0%)
1 FK 0.13 0/3003 0.33 0/4090
1 GA 0.13 0/3003 0.33 0/4090

EMD-63680, 9M7B
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. Bond lengths Bond angles
Mol | Chain | o717 55 | RMSZ 4| Z| >5
1 GB 0.11 0/3003 0.30 0/4090
1 GC 0.12 0/3003 0.31 0/4090
1 GD 0.13 0/3003 0.32 0/4090
1 GE 0.11 0/3003 0.31 0/4090
1 GF 0.11 0/3003 0.30 0/4090
1 GG 0.11 0/3003 0.30 0/4090
1 GH 0.12 0/3003 0.30 0/4090
1 GI 0.11 0/3003 0.30 0/4090
1 GJ 0.11 0/3003 0.31 0/4090
1 GK 0.11 0/3003 0.30 0/4090
1 HA 0.11 0/3003 0.31 0/4090
1 HB 0.11 0/3003 0.30 0/4090
1 HC 0.12 0/3003 0.33 0/4090
1 HD 0.11 0/3003 0.32 0/4090
1 HE 0.11 0/3003 0.31 0/4090
1 HF 0.12 0/3003 0.31 0/4090
1 HG 0.11 0/3003 0.31 0/4090
1 HH 0.12 0/3003 0.33 0/4090
1 HI 0.11 0/3003 0.29 0/4090
1 HJ 0.12 0/3003 0.33 0/4090
1 HK 0.11 0/3003 0.31 0/4090
1 IA 0.13 0/3003 0.35 0/4090
1 IB 0.11 0/3003 0.32 0/4090
1 IC 0.13 0/3003 0.36 1/4090 (0.0%)
1 ID 0.12 0/3003 0.34 0/4090
1 IE 0.11 0/3003 0.33 0/4090
1 IF 0.11 0/3003 0.31 0/4090
1 IG 0.12 0/3003 0.35 0/4090
1 IH 0.13 0/3003 0.34 0/4090
1 II 0.13 0/3003 0.34 0/4090
1 1J 0.12 0/3003 0.33 1/4090 (0.0%)
1 IK 0.11 0/3003 0.32 0/4090
All All 0.12 | 0/198198 | 0.32 | 5/269940 (0.0%)

Chiral center outliers are detected by calculating the chiral volume of a chiral center and verifying if
the center is modelled as a planar moiety or with the opposite hand.A planarity outlier is detected
by checking planarity of atoms in a peptide group, atoms in a mainchain group or atoms of a
sidechain that are expected to be planar.

Mol | Chain | #Chirality outliers | #Planarity outliers
1 DB 0 1
1 DD 0 1
Continued on next page...
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Continued from previous page...

Mol | Chain | #Chirality outliers | #Planarity outliers
1 EB 0 1
1 ED 0 1
1 EK 0 1
1 FD 0 1
1 FK 0 1
1 GD 0 1
1 GG 0 1
1 HA 0 1
1 HD 0 1
1 HF 0 1
1 HK 0 1
1 IG 0 1

All All 0 14

There are no bond length outliers.
All (5) bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(?)
1 DE 139 | PRO | CA-N-CD | -8.18 100.54 112.00
1 IC 168 | PRO | CA-N-CD | -8.00 100.80 112.00
1 1J 330 | ASP | CB-CA-C | -5.17 110.59 116.54
1 EK 330 | ASP | CB-CA-C | -5.07 110.72 116.54
1 FJ 330 | ASP | CB-CA-C | -5.04 110.75 116.54

There are no chirality outliers.

All (14) planarity outliers are listed below:

Mol | Chain | Res | Type | Group
1 DB 123 | THR | Peptide
1 DD 123 | THR | Peptide
1 EB 123 | THR | Peptide
1 ED 123 | THR | Peptide
1 EK 123 | THR | Peptide
1 FD 123 | THR | Peptide
1 FK 123 | THR | Peptide
1 GD 123 | THR | Peptide
1 GG 123 | THR | Peptide
1 HA 123 | THR | Peptide
1 HD 123 | THR | Peptide
1 HF 123 | THR | Peptide
1 HK 123 | THR | Peptide

Continued on next page...
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Mol | Chain | Res | Type | Group
1 IG 123 | THR | Peptide

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 DA 2959 0 2855 53 0
1 DB 2959 0 2855 56 0
1 DC 2959 0 2855 56 0
1 DD 2959 0 2855 o1 0
1 DE 2959 0 2855 37 0
1 DF 2959 0 2855 48 0
1 DG 2959 0 2855 46 0
1 DH 2959 0 2855 63 0
1 DI 2959 0 2855 50 0
1 DJ 2959 0 2855 63 0
1 DK 2959 0 2855 39 0
1 EA 2959 0 2855 45 0
1 EB 2959 0 2855 45 0
1 EC 2959 0 2855 43 0
1 ED 2959 0 2855 36 0
1 EE 2959 0 2855 53 0
1 EF 2959 0 2855 33 0
1 EG 2959 0 2855 47 0
1 EH 2959 0 2855 47 0
1 EI 2959 0 2855 49 0
1 EJ 2959 0 2855 47 0
1 EK 2959 0 2855 43 0
1 FA 2959 0 2855 37 0
1 FB 2959 0 2855 30 0
1 FC 2959 0 2855 27 0
1 FD 2959 0 2855 34 0
1 FE 2959 0 2855 37 0
1 FF 2959 0 2855 39 0
1 FG 2959 0 2855 36 0
1 FH 2959 0 2855 35 0
1 FI 2959 0 2855 45 0
1 FJ 2959 0 2855 42 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 FK 2959 0 2855 42 0
1 GA 2959 0 2855 26 0
1 GB 2959 0 2855 31 0
1 GC 2959 0 2855 34 0
1 GD 2959 0 2855 44 0
1 GE 2959 0 2855 27 0
1 GF 2959 0 2855 31 0
1 GG 2959 0 2855 30 0
1 GH 2959 0 2855 23 0
1 GI 2959 0 2855 30 0
1 GJ 2959 0 2855 32 0
1 GK 2959 0 2855 34 0
1 HA 2959 0 2855 29 0
1 HB 2959 0 2855 31 0
1 HC 2959 0 2855 42 0
1 HD 2959 0 2855 53 0
1 HE 2959 0 2855 43 0
1 HF 2959 0 2855 99 0
1 HG 2959 0 2855 42 0
1 HH 2959 0 2855 54 0
1 HI 2959 0 2855 39 0
1 HJ 2959 0 2855 46 0
1 HK 2959 0 2855 25 0
1 IA 2959 0 2855 47 0
1 IB 2959 0 2855 74 0
1 IC 2959 0 2855 52 0
1 ID 2959 0 2855 51 0
1 IE 2959 0 2855 49 0
1 IF 2959 0 2855 59 0
1 IG 2959 0 2855 o4 0
1 IH 2959 0 2855 o1 0
1 IT 2959 0 2855 99 0
1 1J 2959 0 2855 56 0
1 IK 2959 0 2855 68 0

All All 195294 0 188430 2572 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 7.

All (2572) close contacts within the same asymmetric unit are listed below, sorted by their clash
magnitude.
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:EH:203:LYS:HD3 1:EH:204:ASP:H 1.36 0.90
1:GD:123: THR:HG23 | 1:GD:124:PRO:HD3 1.54 0.89
1:DD:123:THR:HG23 | 1:DD:124:PRO:HD3 1.56 0.88
1:JH:143:MET:HB2 1:1H:286:GLY:H 1.44 0.83
1:HC:143:MET:SD 1:HC:309:GLN:NE2 2.53 0.81
1:DK:127:ILE:HD12 | 1:DK:129:GLN:HE22 1.47 0.80
1:HC:40:ASP:OD1 1:HD:25:ASN:ND2 2.14 0.79
1:IF:5:ALA:HB1 1:IF:388:ILE:HG13 1.65 0.79
1:EE:216:ASP:HB3 1:EE:250:ILE:HD11 1.65 0.78
1:DE:127:ILE:HG22 1:DE:129:GLN:H 1.48 0.78
1:HF:102:ASP:OD1 1:HF:103:GLU:N 2.15 0.78
1:.1I:37:SER:OG 1:1J:110:MET:SD 2.42 0.78
1:EF:202:THR:O 1:EF:206:GLU:HB3 1.84 0.78
1:HK:49:LEU:HD22 1:1K:64: THR:HG23 1.65 0.78
1:HG:193:HIS:CE1 1:HG:250:ILE:HD12 2.19 0.78
1:DA:145:ALA:HB2 1:DA:285:PRO:HD3 1.65 0.77
1:FD:191:ASN:HA 1:GC:269:ASN:HD22 1.47 0.77
1:GF:86:ASP:0OD1 1:GF:87:SER:N 2.17 0.77
1:HG:402:ARG:NH2 1:1G:378:GLN:OE1 2.17 0.77
1:HG:86:ASP:0OD2 1:HG:87:SER:N 2.18 0.76
1:DE:205:ASN:HB3 1:DE:231:PHE:HB2 1.66 0.76
1:EE:146:LYS:H 1:EE:283: TYR:HB2 1.50 0.76
1:DC:189:GLN:O 1:EA:268:GLN:NE2 2.18 0.76
1:HH:378:GLN:HE21 | 1:HH:382:GLN:HE22 1.33 0.76
1:ID:280:GLN:HG2 1:1D:282:GLY:H 1.51 0.76
1:DB:40:ASP:0D2 1:DB:41:MET:N 2.19 0.75
1:FD:392:ASP:0OD1 1:GC:379:ARG:NH1 2.20 0.75
1:IF:305:ASN:O 1:IF:307:GLN:NE2 2.19 0.75
1:1I:105:ARG:NH1 1:1I:138:ILE:O 2.20 0.75
1:EI:207: TRP:HB2 1:EI:229:LEU:HB2 1.69 0.74
1:1H:153:MET:HE2 1:IH:155:ILE:HD11 1.69 0.74
1:EB:402:ARG:NH2 1:FB:378:GLN:OE1 2.20 0.74
1:EC:125:PRO:HG2 1:EC:309:GLN:HB2 1.67 0.74
1:GE:148: THR:HG21 1:GE:185:VAL:HB 1.69 0.74
1:DC:364:ASN:O 1:DC:364:ASN:ND2 2.18 0.74
1:DC:187:ASP:OD1 1:DC:188:SER:N 2.20 0.74
1:DI:153:MET:HG3 1:DI:260:LEU:HD11 1.69 0.74
1:EG:177:TYR:HA 1:EG:200: VAL:HG12 1.68 0.74
1:DH:145:ALA:HB2 1:DH:285:PRO:HD3 1.69 0.74
1:DG:177:TYR:HA 1:DG:200: VAL:HG12 1.69 0.74
1:HK:184:THR:O 1:HK:280:GLN:NE2 2.21 0.73
1:FJ:145:ALA:HB2 1:FJ:285:PRO:HD3 1.71 0.73

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

1:HK:203:LYS:HG2 1:HK:204:ASP:H 1.54 0.73
1:FD:177:TYR:HA 1:FD:200:VAL:HG12 1.70 0.73
1:IK:11:ALA:HB1 1:.1K:38:PHE:HE2 1.53 0.73
1:FC:145:ALA:HB2 1:FC:285:PRO:HD3 1.70 0.73
1:DJ:207: TRP:HB2 1:DJ:229:LEU:HB2 1.71 0.72
1:HA:232:ASN:OD1 1:HA:233:GLU:N 2.22 0.72
1:DI:247:- THR:HG22 1:DI:256:ALA:H 1.53 0.72
1:EE:166:LYS:HG2 1:EE:168:PRO:HD2 1.71 0.72
1:GG:94:SER:HB2 1:GG:332:VAL:HG12 1.70 0.72
1:1G:338:ALA:HA 1:IH:103:GLU:HG2 1.72 0.72
1:DJ:179:LYS:HB3 1:DJ:199:PHE:HD2 1.54 0.72
1:FB:254: THR:0G1 1:GK:233:GLU:OE1 2.07 0.72
1:HJ:19:ILE:HG23 1:HJ:370:GLU:HB2 1.71 0.72
1:EC:41:MET:HE1 1:FC:65:THR:H 1.53 0.72
1:FB:86:ASP:0OD2 1:FB:87:SER:N 2.21 0.72
1:1K:21:ASN:OD1 1:IK:25:ASN:ND2 2.23 0.72
1:1G:194:ASP:H 1:1G:215:SER:HB3 1.53 0.72
1:DB:402:ARG:NH1 1:EA:392:ASP:0OD2 2.23 0.71
1:EA:159:SER:HB2 1:EA:267:GLN:HG2 1.72 0.71
1:DJ:123: THR:HG22 | 1:DJ:125:PRO:HD2 1.71 0.71
1:1C:145:ALA:HB2 1:1C:285:PRO:HD3 1.73 0.71
1:HC:3:SER:HB2 1:1C:64: THR:HG21 1.72 0.71
1:HJ:101:LEU:HD13 1:HJ:105:ARG:HE 1.54 0.71
1:HA:125:PRO:HG2 1:HA:309:GLN:HG3 1.72 0.71
1:HD:123:THR:HG23 | 1:HD:124:PRO:HD3 1.72 0.71
1:DE:94:SER:HB2 1:DE:332:VAL:HG12 1.71 0.71
1:DI:227:- THR:HG21 1:DI:243:VAL:HG22 1.72 0.71
1:EG:166:LYS:HG2 1:EG:168:PRO:HD2 1.71 0.71
1:FF:145:ALA:HB2 1:FF:285:PRO:HD3 1.73 0.71
1:HD:125:PRO:HG2 1:HD:309:GLN:HG3 1.72 0.71
1:GF:402:ARG:HD3 1:HF:375:ILE:HG12 1.73 0.70
1:HF:86:ASP:0OD1 1:HF:87:SER:N 2.25 0.70
1:HH:61:THR:O 1:HH:364:ASN:ND2 2.25 0.70
1:FF:232:ASN:HD22 1:FF:236:ILE:HB 1.56 0.70
1:GC:86:ASP:0OD2 1:GC:87:SER:N 2.24 0.70
1:DB:86:ASP:OD1 1:DB:87:SER:N 2.25 0.70
1:DC:143:MET:SD 1:DC:309:GLN:NE2 2.65 0.69
1:DA:241:GLY:HA2 1:DA:262:PHE:HB2 1.73 0.69
1:DB:155:ILE:HD11 1:DB:275:ILE:HD12 1.75 0.69
1:HD:86:ASP:0OD1 1:HD:87:SER:N 2.23 0.69
1:DC:364:ASN:HD22 1:DC:364:ASN:C 1.98 0.69
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:I1B:80:GLY:HA3 1:1B:316:LEU:HD11 1.74 0.69
1:1B:143:MET:SD 1:IB:305:ASN:ND2 2.61 0.69
1:FF:177:TYR:HA 1:FF:200:VAL:HG12 1.74 0.69
1:HA:33:SER:HB3 1:HA:365:VAL:HG22 1.73 0.69
1:DE:108:VAL:HG12 1:DE:114:GLN:HA 1.74 0.69
1:EF:125:PRO:HG2 1:EF:309:GLN:HB2 1.74 0.69
1:EF:229:LEU:HD22 | 1:EF:237:LEU:HD11 1.73 0.69
1:1B:313:GLN:NE2 1:1B:314:1LE:O 2.26 0.69
1:DA:284:LYS:O 1:DA:305:ASN:ND2 2.25 0.69
1:DG:215:SER:HB3 1:DG:250:ILE:HD11 1.74 0.69
1:DI:82:PHE:HB2 1:DI:94:SER:O 1.93 0.69
1:EB:402:ARG:NH1 1:FA:392:ASP:0OD2 2.25 0.69
1:EH:41:MET:SD 1:FH:67:ASN:ND2 2.66 0.69
1:EJ:94:SER:HB3 1:EJ:332: VAL:HG12 1.75 0.69
1:DE:61: THR:O 1:DE:364:ASN:ND2 2.25 0.69
1:EK:207: TRP:NE1 1:EK:267:GLN:OE1 2.23 0.69
1:FH:145:ALA:HB2 1:FH:285:PRO:HD3 1.75 0.69
1:GD:402:ARG:NH2 1:HD:378:GLN:OE1 2.26 0.69
1:HJ:212:HIS:HD2 1:HJ:222:PRO:HD3 1.57 0.69
1:1F:203:LYS:HE2 1:.1F:206:GLU:HG3 1.75 0.69
1:FJ:86:ASP:0OD2 1:FJ:87:SER:N 2.25 0.69
1:GC:145:ALA:HB2 1:GC:285:PRO:HD3 1.75 0.69
1:GG:121:THR:OG1 1:GG:128:GLN:NE2 2.26 0.69
1:1E:366:ASP:HB2 1:1E:369:LYS:HE2 1.73 0.69
1:11:94:SER:HB2 1:11:332: VAL:HG12 1.75 0.69
1:11:245:ILE:HG13 1:11:260: LEU:HD12 1.74 0.69
1:DF:147.:SER:HB3 1:DF:188:SER:HA 1.75 0.69
1:DA:321:ASN:ND2 1:DC:101:LEU:O 2.25 0.68
1:DH:195:MET:HE2 1:DH:211:THR:HB 1.75 0.68
1:DK:126: THR:HG23 | 1:DK:128:GLN:HE21 1.59 0.68
1:EE:127:ILE:HG22 1:EE:129:GLN:H 1.59 0.68
1:1B:291:TYR:HA 1:1B:301:GLY:HA2 1.74 0.68
1:1D:145:ALA:HB2 1:I1D:285:PRO:HD3 1.76 0.68
1:DD:145:ALA:HB2 1:DD:285:PRO:HD3 1.76 0.68
1:DG:33:SER:HB3 1:DG:365:VAL:HG12 1.75 0.68
1:EA:125:PRO:HG2 1:EA:309:GLN:HB2 1.76 0.68
1:DC:245:ILE:HD12 | 1:DC:260:LEU:HD12 1.75 0.68
1:EK:284:LYS:O 1:EK:305:ASN:ND2 2.26 0.68
1:IK:80:GLY:HA3 1:IK:316:LEU:HD23 1.76 0.68
1:EI:154:GLN:O 1:EI:276:VAL:N 2.27 0.68
1:1E:145:ALA:HB2 1:1E:285:PRO:HD3 1.76 0.68
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:GH:145:ALA:HB2 1:GH:285:PRO:HD3 1.76 0.67
1:1J:166:LYS:HD3 1:1J:168:PRO:HD2 1.76 0.67
1:DB:401:LEU:HD11 1:EA:389:LYS:HB2 1.76 0.67
1:DC:161:ASP:O 1:DC:201:LYS:NZ 2.26 0.67
1:GI:145:ALA:HB2 1:GI:285:PRO:HD3 1.76 0.67
1:EA:145:ALA:HB2 1:EA:285:PRO:HD3 1.75 0.67
1:DA:206:GLU:OE1 1:DA:230:LYS:NZ 2.27 0.67
1:DK:9:LEU:HD11 1:DK:388:ILE:HD11 1.74 0.67
1:EK:158:ASN:ND2 1:EK:270: THR:O 2.27 0.67
1:GA:161:ASP:OD1 1:GA:178:ASN:ND2 2.27 0.67
1:FJ:251:ASN:HD22 | 1:GI:160:THR:HG22 1.59 0.67
1:DK:300:VAL:HG22 | 1:DK:310:VAL:HG12 1.75 0.67
1:HC:49:LEU:HB3 1:1C:64: THR:HG22 1.77 0.67
1:HD:148: THR:HG21 1:HD:185:VAL:HB 1.75 0.67
1:DG:94:SER:OG 1:DG:96:ASN:OD1 2.12 0.67
1:HF:203:LYS:HG2 1:HF:204:ASP:H 1.59 0.67
1:1C:19:ILE:HD13 1:1C:373:ASN:HB3 1.77 0.67
1:1G:42:PHE:HB2 1:1H:329:GLY:HA2 1.77 0.67
1:EC:189:GLN:HG2 1:EC:253:ALA:HB2 1.77 0.67
1:HG:401:LEU:HD21 | 1:HH:388:ILE:HG21 1.76 0.67
1:DK:280:GLN:HG2 1:DK:282:GLY:H 1.59 0.67
1:ED:392:ASP:OD1 1:FC:379:ARG:NH1 2.25 0.67
1:GB:145:ALA:HB2 1:GB:285:PRO:HD3 1.77 0.67
1:EG:232:ASN:OD1 1:EG:233:GLU:N 2.28 0.66
1:GA:125:PRO:HG2 1:GA:309:GLN:HB2 1.76 0.66
1:GC:166:LYS:HD2 1:GC:168:PRO:HD2 1.76 0.66
1:.1K:32:LYS:NZ 1:.1K:361:GLU:OE1 2.28 0.66
1:FD:145:ALA:HB2 1:FD:285:PRO:HD3 1.76 0.66
1:FH:177:TYR:HA 1:FH:200:VAL:HG12 1.77 0.66
1:ID:161:ASP:OD1 1:ID:201:LYS:NZ 2.29 0.66
1:EIL:155:1ILE:HG22 1:EL:275:1ILE:HG12 1.77 0.66
1:1B:8:GLY:HA2 1:IB:51:VAL:HG12 1.77 0.66
1:.IF:149: THR:OG1 1:IF:281:ASN:ND2 2.29 0.66
1:DE:125:PRO:HB2 | 1:DE:310:VAL:HG12 1.78 0.66
1:DK:284:LYS:O 1:DK:305:ASN:ND2 2.28 0.66
1:EG:402:ARG:HH11 | 1:FG:375:ILE:HG12 1.61 0.66
1.FE:177:TYR:HA 1:FE:200: VAL:HG22 1.76 0.66
1:1B:94:SER:HB2 1:1B:332:VAL:HG12 1.76 0.66
1:1F:34:GLY:HA2 1:IF:58: GLN:HA 1.77 0.66
1:DF:177:TYR:HA 1:DF:200:VAL:HG12 1.77 0.66
1:EC:245:ILE:HD12 | 1:EC:260:LEU:HD12 1.78 0.66
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:GB:146:LYS:NZ 1:GB:281:ASN:O 2.29 0.66
1:GD:204:ASP:0OD1 1:GD:205:ASN:N 2.28 0.66
1:I1B:26:SER:OG 1:1K:380:ASN:ND2 2.29 0.66
1:I1B:327:SER:HG 1:1B:333: TRP:CD1 2.14 0.66
1:HH:387:THR:HA 1:1I:374:MET:HE1 1.78 0.66
1:GJ:101:LEU:HD21 1:GJ:138:ILE:HD12 1.78 0.65
1:GD:203:LYS:HG2 1:GD:204:ASP:H 1.61 0.65
1:GG:207:-TRP:NE1 1:GG:267:GLN:OE1 2.27 0.65
1:ID:102:ASP:0OD1 1:ID:106:ASN:N 2.27 0.65
1:DC:41:MET:HE1 1:EC:65:THR:H 1.61 0.65
1:DH:142:LEU:HD22 1:DH:287:ASP:HA 1.77 0.65
1:EI:94:SER:HB2 1:EI:332:VAL:HG12 1.78 0.65
1:HF:149:THR:OG1 1:HF:281:ASN:ND2 2.29 0.65
1:DK:197:VAL:HG12 | 1:DK:211:THR:HG22 1.79 0.65
1:FJ:390: THR:OG1 1:FK:402:ARG:NH2 2.28 0.65
1:HI:145:ALA:HB2 1:HI:285:PRO:HD3 1.78 0.65
1:JA:94:SER:HB3 1:TA:332: VAL:HG12 1.79 0.65
1:1C:396:ASN:OD1 1:1C:400:ASN:ND2 2.30 0.65
1:1J:371:LEU:HD23 1:1J:374:MET:HE1 1.78 0.65
1:DF:191:ASN:H 1:EE:269:ASN:HD22 1.45 0.65
1:EE:61: THR:O 1:EE:364:ASN:ND2 2.29 0.65
1:FI:70:ARG:NH2 1:FI:99:PHE:O 2.30 0.65
1:GK:316:LEU:HD11 | 1:GK:355:LEU:HD11 1.78 0.65
1:HG:61:THR:O 1:HG:364:ASN:ND2 2.29 0.65
1:1I:166:LYS:NZ 1:II:176:SER:OG 2.30 0.65
1:EF:232:ASN:ND2 1:EF:238:GLU:OE2 2.29 0.65
1:GH:70:ARG:NH2 1:GH:99:PHE:O 2.29 0.65
1:TA:125:PRO:HG2 1:TA:309:GLN:HB2 1.78 0.65
1:FG:145:ALA:HB2 1:FG:285:PRO:HD3 1.79 0.65
1:IH:114:GLN:HE22 1:1H:136:1ILE:H 1.45 0.65
1:11:394:ILE:HG13 1:11:395:LEU:HD12 1.77 0.65
1:EH:203:LYS:CD 1:EH:204:ASP:H 2.09 0.65
1:GJ:390:THR:OG1 1:GK:402:ARG:NH2 2.29 0.65
1:ED:94:SER:HB3 1:ED:332:VAL:HG12 1.78 0.64
1:GE:293:ILE:O 1:GE:357:ASN:ND2 2.30 0.64
1:HD:32:LYS:NZ 1:HD:361:GLU:OE1 2.28 0.64
1:EH:153:MET:HG2 1:EH:155:ILE:HD11 1.80 0.64
1:EJ:123: THR:HG22 1:EJ:125:PRO:HD2 1.79 0.64
1:GD:88:ASN:ND2 1:HC:350:GLY:O 2.30 0.64
1:.IK:4:GLN:NE2 1:.IK:48:GLY:O 2.30 0.64
1:DA:94:SER:HB2 1:DA:332:VAL:HG12 1.80 0.64
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:EC:145:ALA:HB2 1:EC:285:PRO:HD3 1.80 0.64
1:EE:177:TYR:HA 1:EE:200:VAL:HG22 1.79 0.64
1:HI:280:GLN:NE2 1:HI:282:GLY:O 2.28 0.64
1:FE:145:ALA:HB2 1:FE:285:PRO:HD3 1.79 0.64
1:HJ:6:VAL:HG11 1:11:372: VAL:HG21 1.79 0.64
1:.1H:143:MET:HG2 1:1H:303:TYR:HD1 1.62 0.64
1:DH:189:GLN:NE2 1:EG:233:GLU:O 2.31 0.64
1:FC:380:ASN:OD1 1:FD:26:SER:0OG 2.15 0.64
1:GD:148: THR:HG21 1:GD:185:VAL:HB 1.80 0.64
1:HC:32:LYS:NZ 1:HC:361:GLU:OE2 2.31 0.64
1:DD:46:LYS:HB2 1:EE:56:ILE:HD13 1.80 0.64
1:DH:94:SER:HB2 1:DH:332:VAL:HG12 1.79 0.64
1:ED:236:ILE:HD13 1:ED:266:MET:HE1 1.80 0.64
1:EI:247:THR:HG22 1:EI:256:ALA:H 1.62 0.64
1:FA:145:ALA:HB2 1:FA:285:PRO:HG3 1.80 0.64
1:GD:223: THR:HG23 | 1:GD:224: THR:HG23 1.80 0.64
1:DD:40:ASP:OD1 1:EE:331:ASN:ND2 2.30 0.64
1:GK:49:LEU:HD22 1:HK:64: THR:HG23 1.79 0.64
1:GA:195:MET:HE1 1:GA:247:-THR:HB 1.80 0.64
1:GD:232:ASN:ND2 1:GD:238:GLU:OE2 2.31 0.64
1:HE:287:ASP:H 1:HE:304:SER:HB3 1.63 0.64
1.IK:72:LEU:HD21 1:.IK:291: TYR:HE2 1.62 0.64
1:EK:204:ASP:0OD2 1:EK:205:ASN:N 2.31 0.63
1:GA:94:SER:HB2 1:GA:332: VAL:HG12 1.79 0.63
1:GD:145:ALA:HB2 1:GD:285:PRO:HD3 1.78 0.63
1:DH:251:ASN:ND2 1:EG:159:SER:O 2.31 0.63
1:ED:145:ALA:HB2 1:ED:285:PRO:HD3 1.79 0.63
1:FG:166:LYS:HA 1:FG:166:LYS:HE3 1.80 0.63
1:DD:94:SER:HB2 1:DD:332:VAL:HG12 1.78 0.63
1:¥D:49:LEU:HB3 1:GD:64: THR:HG22 1.80 0.63
1:GF:125:PRO:HG2 1:GF:309:GLN:HB2 1.79 0.63
1:IF:21:ASN:OD1 1:IF:25:ASN:ND2 2.31 0.63
1:DD:166:LYS:HG3 1:DD:168:PRO:HD2 1.81 0.63
1:HB:223: THR:HG23 | 1:HB:224: THR:HG23 1.79 0.63
1:EE:116: THR:HG22 | 1:EE:133:PRO:HB2 1.80 0.63
1:EH:230:LYS:HB3 1:EH:239:SER:HB3 1.81 0.63
1:FF:203:LYS:HE3 1:FF:206:GLU:HG3 1.81 0.63
1:FK:195:MET:HE1 1:FK:247:- THR:HB 1.81 0.63
1:1H:159:SER:HA 1:IH:267:GLN:HE22 1.62 0.63
1:DA:83:ARG:HD2 1:DA:344:LEU:HD11 1.79 0.63
1:GD:390: THR:HG23 | 1:HE:378:GLN:HE21 1.63 0.63
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Atom-1 Atom-2 distance (A) overlap (A)

1:DD:61: THR:O 1:DD:364:ASN:ND2 2.32 0.63
1:EA:177:-TYR:HA 1:EA:200:VAL:HG12 1.81 0.63
1:EB:189:GLN:NE2 1:FK:234:ASN:O 2.32 0.63
1:GG:123:THR:OG1 | 1:GG:124:PRO:HD3 1.99 0.63
1:DI:154:GLN:NE2 1:DI:264:ASN:O 2.32 0.63
1:EB:235:GLY:HA2 1:EB:267:GLN:HB3 1.80 0.63
1:1D:148: THR:HG21 1:1D:185:VAL:HB 1.80 0.63
1:FJ:149: THR:OG1 1:FJ:281:ASN:ND2 2.30 0.63
1:GE:166:LYS:HG2 1:GE:168:PRO:HD?2 1.81 0.63
1:HJ:399:VAL:HG11 1:1I:382: GLN:HE21 1.64 0.62
1:IC:118: TYR:HB2 1:1C:313:GLN:HB3 1.81 0.62
1:DJ: 177 TYR:HE2 1:DJ:180:LYS:HB2 1.63 0.62
1:EK:70:ARG:NH2 1:EK:99:PHE:O 2.32 0.62
1:1B:389:LYS:HE2 1:1K:401:LEU:HD12 1.81 0.62
1:FG:203:LYS:HD2 1:FG:204:ASP:H 1.65 0.62
1:F1:230:LYS:HD2 1:F1:239:SER:HB3 1.80 0.62
1:GJ:195:-MET:HE2 1:GJ:195:-MET:HA 1.82 0.62
1:1J:148: THR:HG21 1:1J:185:VAL:HB 1.80 0.62
1:EH:241:GLY:HA2 1:EH:262:PHE:HB2 1.80 0.62
1:FE:148: THR:HG21 1:FE:185:VAL:HB 1.81 0.62
1:HD:177:TYR:HA 1:HD:200:VAL:HG12 1.81 0.62
1:EH:169:PHE:HE2 1:EH:222:PRO:HG2 1.65 0.62
1:EI:179:LYS:HD2 1:EI1:273:ASN:HB3 1.82 0.62
1:FA:402:ARG:NH2 1:FC:392:ASP:0D2 2.31 0.62
1:FB:177:TYR:HA 1:FB:200: VAL:HG22 1.82 0.62
1:FB:184:THR:O 1:FB:280:GLN:NE2 2.32 0.62
1:FI:246: THR:HG22 | 1:FI1.257:-THR:HG22 1.80 0.62
1:HJ:21:ASN:OD1 1:HJ:25:ASN:ND2 2.32 0.62
1:1B:378:GLN:HE21 1:1K:393:GLN:HG3 1.63 0.62
1:1F:183:VAL:HB 1:IF:195:MET:HB2 1.81 0.62
1:IH:143:-MET:HG2 1:IH:303: TYR:CD1 2.34 0.62
1:FK:170:SER:HB3 1:FK:173:ASP:HB2 1.81 0.62
1:GJ:232:ASN:HD21 1:GJ:236:ILE:HB 1.65 0.62
1:DE:197:VAL:HG12 | 1:DE:211:THR:HG22 1.82 0.62
1:FG:177:TYR:HA 1:FG:200:VAL:HG12 1.82 0.62
1:GE:61: THR:O 1:GE:364:ASN:ND2 2.33 0.62
1:GK:43:ALA:HB2 1:GK:49:LEU:HD11 1.82 0.62
1:HC:143:-MET:HE3 | 1:HC:305:ASN:HD21 1.64 0.62
1:HF:251:ASN:ND2 1:IE:159:SER:O 2.33 0.62
1:HG:102:ASP:OD1 1:HG:103:GLU:N 2.29 0.62
1:HJ:108:VAL:HG12 1:HJ:114:GLN:HA 1.81 0.62
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1:DD:207:TRP:HE1 | 1:DD:267:GLN:HE21 1.47 0.62
1:FF:230:LYS:HG3 1:FF:238:GLU:HB2 1.82 0.62
1:HE:61:THR:O 1:HE:364:ASN:ND2 2.33 0.62
1:11:232:ASN:OD1 1:11:236:ILE:N 2.32 0.62
1:DB:216:ASP:HB3 1:DB:219:ALA:HB2 1.82 0.62
1:GD:94:SER:HB2 1:GD:332:VAL:HG12 1.81 0.62
1:HK:70:ARG:NH2 1:HK:99:PHE:O 2.33 0.62
1:1D:70:ARG:NH2 1:1D:99:PHE:O 2.27 0.62
1:EA:123:THR:0G1 1:EA:124:PRO:HD3 2.00 0.61
1:FJ:216:ASP:HB3 1:FJ:219:ALA:HB2 1.82 0.61
1:HB:33:SER:HB3 1:HB:365:VAL:HG22 1.80 0.61
1:HH:143:MET:HE1 1:HH:309:GLN:HB2 1.82 0.61
1:HH:164:PRO:HG2 | 1:HH:200:VAL:HG23 1.82 0.61
1:EH:94:SER:HB2 1:EH:332:VAL:HG12 1.80 0.61
1:FC:210:TYR:HE1 1:FC:225:ALA:HA 1.64 0.61
1:TA:4:GLN:NE2 1:TA:48:GLY:O 2.33 0.61
1:ID:177:TYR:HA 1:ID:200:VAL:HG12 1.83 0.61
1:1J:108:VAL:HG12 1:1J:114:GLN:HA 1.81 0.61
1:IK:231:PHE:HD2 1:IK:267:GLN:HE21 1.47 0.61
1:GC:94:SER:HB2 1:GC:332:VAL:HG12 1.81 0.61
1:IF:78:GLN:NE2 1:IF:351:ASN:O 2.32 0.61
1:1F:379:ARG:NH2 1:1G:392:ASP:0OD1 2.33 0.61
1:IH:315:VAL:HG21 1:1H:344:LEU:HD22 1.80 0.61
1:DJ:106:ASN:ND2 1:DJ:114:GLN:OE1 2.32 0.61
1:GA:232:ASN:OD1 1:GA:233:GLU:N 2.34 0.61
1:GK:232:ASN:OD1 1:GK:233:GLU:N 2.34 0.61
1:HC:145:ALA:HB2 1:HC:285:PRO:HD3 1.81 0.61
1:1C:321:ASN:HB2 1:1C:339:SER:HA 1.82 0.61
1:1H:94:SER:HB3 1:I1H:332:VAL:HG12 1.82 0.61
1:ID:178:ASN:N 1:1D:199:PHE:O 2.30 0.61
1:IE:61:THR:O 1:1E:364:ASN:ND2 2.32 0.61
1:DC:94:SER:HB2 1:DC:332:VAL:HG12 1.81 0.61
1:EH:145:ALA:HB2 1:EH:285:PRO:HD3 1.81 0.61
1:EH:166:LYS:HG3 1:EH:168:PRO:HD2 1.83 0.61
1:HB:216:ASP:HB3 1:HB:219:ALA:HB2 1.82 0.61
1:1G:65:THR:HB 1:1G:359:ALA:HB1 1.80 0.61
1:EJ:266:MET:SD 1:EJ:268:GLN:NE2 2.74 0.61
1:.FK:49:LEU:HD22 1:GK:64: THR:HG23 1.83 0.61
1:GG:145:ALA:HB2 1:GG:285:PRO:HD3 1.82 0.61
1:HD:94:SER:HB2 1:HD:332:VAL:HG12 1.82 0.61
1:HH:232:ASN:OD1 1:HH:236:ILE:N 2.30 0.61
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1:1B:39:ALA:HB3 1:1B:52:LYS:HE3 1.82 0.61
1:DJ:148: THR:HB 1:DJ:185:VAL:HG23 1.83 0.61
1:FH:70:ARG:NH2 1:FH:99:PHE:O 2.33 0.61
1:GA:33:SER:HB3 1:GA:365:VAL:HG22 1.83 0.61
1:GJ:293:ILE:HG12 1:GJ:299:VAL:HG12 1.83 0.61
1:DC:32:LYS:NZ 1:DC:361:GLU:OE2 2.33 0.61
1:DJ:72:LEU:HD22 1:DJ:107:LEU:HD21 1.83 0.61
1:EB:145:ALA:HB2 1:EB:285:PRO:HD3 1.83 0.61
1:EE:94:SER:HB2 1:EE:332: VAL:HG12 1.83 0.61
1:11:280: GLN:NE2 1:11:282:GLY:O 2.34 0.61
1:DJ:158:ASN:ND2 1:DJ:161:ASP:0OD2 2.34 0.61
1:EJ:143:-MET:SD 1:EJ:305:ASN:ND2 2.72 0.61
1:FD:148: THR:HG21 1:FD:185:VAL:HB 1.83 0.61
1:IK:61: THR:O 1:1K:364:ASN:ND2 2.33 0.61
1:IK:145:ALA:HB2 1:1IK:285:PRO:HG3 1.83 0.61
1:DG:196:ASN:HD22 1:DG:197:VAL:N 1.99 0.60
1:FD:155:1ILE:HD12 1:FD:275:ILE:HG12 1.83 0.60
1:GH:164:PRO:HG2 | 1:GH:200:VAL:HG23 1.82 0.60
1:DJ:227: THR:HG21 1:DJ:262:PHE:HE1 1.66 0.60
1:TA:22:ASN:ND2 1:TA:34:GLY:O 2.34 0.60
1:TH:109:ASN:OD1 1:.IH:113:MET:N 2.34 0.60
1:DI:401:LEU:HD21 1:DJ:388:ILE:HG21 1.83 0.60
1:EC:70:ARG:NH2 1:EC:99:PHE:O 2.34 0.60
1.FE:229:LEU:HD22 | 1.FE:237:LEU:HD11 1.83 0.60
1:FH:106:ASN:HB3 | 1:FH:137:THR:HG22 1.82 0.60
1:GD:161:ASP:OD2 1:GD:178:ASN:ND2 2.30 0.60
1:GI:40:ASP:0OD2 1:GJ:331:ASN:ND2 2.34 0.60
1:1F:106:ASN:ND2 1:1F:114:GLN:OE1 2.31 0.60
1:DG:129:GLN:O 1:EG:180:LYS:NZ 2.30 0.60
1:DH:227:-THR:HB 1:DH:243:VAL:HG21 1.82 0.60
1:EK:209:VAL:HB 1:EK:227:- THR:HG22 1.83 0.60
1:DJ:254: THR:HG23 1:EI:233:GLU:HG2 1.83 0.60
1:FD:88:ASN:ND2 1:GC:350:GLY:O 2.35 0.60
1:1E:153:MET:HE?2 1:IE:155:ILE:HD11 1.83 0.60
1:IH:143:-MET:HG3 1:TH:305:ASN:HD21 1.66 0.60
1:DB:393:GLN:OE1 1:EA:378:GLN:NE2 2.32 0.60
1:DF:70:ARG:NH2 1:DF:99:PHE:O 2.35 0.60
1:DF:106:ASN:HB3 | 1:DF:137:THR:HG22 1.83 0.60
1:DF:402:ARG:NH2 1:EF:378: GLN:OE1 2.34 0.60
1:FA:94:SER:HB2 1:FA:332:VAL:HG12 1.83 0.60
1:FD:70:ARG:NH2 1:FD:99:PHE:O 2.33 0.60
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Atom-1 Atom-2 distance (A) overlap (A)
1:GC:213:ASP:0OD2 1:GC:247:-THR:OG1 2.18 0.60
1:HB:161:ASP:OD2 1:HB:178:ASN:ND2 2.34 0.60
1:IE:118:TYR:HB2 1:1E:313:GLN:HE21 1.66 0.60
1:DH:143:MET:SD 1:DH:305:ASN:ND2 2.70 0.60
1:EE:208:ALA:HA 1:EE:228: THR:HA 1.83 0.60
1:GJ:145:ALA:HB2 1:GJ:285:PRO:HD3 1.83 0.60
1:DF:202: THR:0G1 1:DF:206:GLU:OE1 2.18 0.60
1:GB:33:SER:HB3 1:GB:365:VAL:HG22 1.84 0.60
1:GB:70:ARG:NH2 1:GB:99:PHE:O 2.35 0.60
1:1F:145:ALA:HB2 1:1F:285:PRO:HD3 1.83 0.60
1:.1I:76:ILE:HD13 1:11:95:ARG:HD2 1.82 0.60
1:EE:108:VAL:HG12 1:EE:114:GLN:HA 1.84 0.60
1:FF:94:SER:HB3 1:FF:332:VAL:HG12 1.84 0.60
1:FK:43:ALA:HB2 1.FK:49:LEU:HD11 1.83 0.60
1:HB:179:LYS:HD2 1:HB:273:ASN:HB3 1.83 0.60
1:IH:62:ASP:0OD1 1:IH:95:ARG:NH2 2.34 0.60
1:DK:148: THR:OG1 1:DK:186:TYR:O 2.19 0.59
1:EA:209:VAL:O 1:EA:226:SER:N 2.34 0.59
1:F1:94:SER:HB3 1:FI1:332: VAL:HG12 1.84 0.59
1:GG:86:ASP:OD1 1:GG:87:SER:N 2.35 0.59
1:TA:202: THR:O0G1 1:TA:206:GLU:OE2 2.16 0.59
1:I1B:100:LYS:NZ 1:1B:109:ASN:O 2.34 0.59
1:1G:21:ASN:OD1 1:1G:25:ASN:ND2 2.35 0.59
1:1H:233:GLU:OE2 1:11:254: THR:N 2.35 0.59
1:DA:108:VAL:HG12 1:DA:114:GLN:HA 1.84 0.59
1:IF:207:-TRP:HB2 1:1F:229:LEU:HB2 1.83 0.59
1:.IK:93:TYR:O 1:IK:333:TRP:N 2.33 0.59
1:DD:9:LEU:HD11 1:DD:388:ILE:HG13 1.84 0.59
1:FF:102:ASP:OD1 1:FF:103:GLU:N 2.33 0.59
1:FF:123: THR:HB 1:FF:124:PRO:HD3 1.83 0.59
1:FK:145:ALA:HB2 1:FK:285:PRO:HG3 1.83 0.59
1:GD:3:SER:HB2 1:HD:64: THR:HG21 1.84 0.59
1:GD:315:VAL:HG21 | 1:GD:344:LEU:HD12 1.84 0.59
1:1G:302:ASN:ND2 1:1G:308:GLU:OE2 2.35 0.59
1:DK:203:LYS:HG2 1:DK:206:GLU:HB2 1.84 0.59
1:EH:101:LEU:HD21 1:EH:138:ILE:HD12 1.83 0.59
1:HB:145:ALA:HB2 1:HB:285:PRO:HD3 1.84 0.59
1:1B:106:ASN:HD22 1:IB:106:ASN:C 2.09 0.59
1:1J:21:ASN:O 1:1J:25:ASN:ND2 2.35 0.59
1:1J:322:ASN:HA 1:1J:325:LEU:HD23 1.83 0.59
1:HC:7:SER:OG 1:HC:51:VAL:O 2.21 0.59
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1:HJ:105:ARG:HH12 | 1:HJ:140:ASN:HD21 1.51 0.59
1:I1D:159:SER:O 1:1E:251:ASN:ND2 2.35 0.59
1:DF:86:ASP:OD1 1:DF:87:SER:N 2.36 0.59
1:DF:284:LYS:HD2 1:EE:270: THR:HG21 1.85 0.59
1:EF:94:SER:HB2 1:EF:332:VAL:HG12 1.85 0.59
1:FD:125:PRO:HG2 1:FD:309:GLN:HG2 1.84 0.59
1:GF:145:ALA:HB2 1:GF:285:PRO:HD3 1.85 0.59
1:GF:146:LYS:NZ 1:GF:281:ASN:O 2.34 0.59
1:HG:42:PHE:HB2 1:HH:329:GLY:HA2 1.82 0.59
1:1B:169:PHE:HE1 1:IB:177:TYR:HB3 1.66 0.59
1:HC:216:ASP:HB3 1:HC:219:ALA:HB2 1.84 0.59
1:HF:41:MET:HE2 1:HF:49:LEU:HB2 1.84 0.59
1:IB:57:-THR:0G1 1:1B:323:GLU:OE1 2.21 0.59
1:1F:389:LYS:NZ 1:1G:402:ARG:OXT 2.35 0.59
1:1G:72:LEU:HD21 1:1G:291:TYR:HE2 1.67 0.59
1:DJ:86:ASP:0OD1 1:DJ:87:SER:N 2.34 0.59
1:EH:317:ALA:HB1 1:EH:342:ALA:HB1 1.84 0.59
1:E1:169:PHE:HE1 1:EL:177:TYR:HB3 1.67 0.59
1:EJ:210: TYR:HE2 1:EJ:225:ALA:HA 1.68 0.59
1.FK:116: THR:HG22 | 1:FK:133:PRO:HB2 1.85 0.59
1:HA:41:MET:HE2 1:HA:52:LYS:HB3 1.84 0.59
1:HB:207: TRP:HB2 1:HB:229:LEU:HB2 1.84 0.59
1:.IK:84:LEU:HD13 1:IK:113:-MET:HB2 1.85 0.59
1:1E:148: THR:HG23 1:1E:281:ASN:H 1.68 0.59
1:DA:143:MET:HE1 | 1:DA:305:ASN:HD21 1.68 0.59
1:EE:153:MET:HE1 1:EE:197:VAL:HG21 1.83 0.59
1:FK:74:VAL:HG12 1:FK:357:ASN:HA 1.85 0.59
1:DA:123:THR:0G1 1:DA:124:PRO:HD3 2.03 0.58
1:DD:188:SER:OG 1:EC:234:ASN:OD1 2.18 0.58
1:DF:49:LEU:HG 1:EF:64: THR:HG23 1.84 0.58
1:DK:170:SER:O 1:DK:176:SER:OG 2.21 0.58
1:EC:98:GLN:HG3 1:EC:110:MET:HE2 1.84 0.58
1:FF:125:PRO:HG2 1:FF:309:GLN:HB2 1.83 0.58
1:GC:246:THR:HG23 | 1:GC:257: THR:HG22 1.83 0.58
1:HG:32:LYS:NZ 1:HG:361:GLU:OE1 2.35 0.58
1:1C:39:ALA:HB1 1:ID:330:ASP:HA 1.85 0.58
1:DC:401:LEU:HD11 1:DD:389:LYS:HB2 1.84 0.58
1:EH:33:SER:HB3 1:EH:365:VAL:HG12 1.85 0.58
1:FA:102:ASP:OD2 1:FA:103:GLU:N 2.32 0.58
1:GJ:268:GLN:HE22 1:GK:145:ALA:H 1.51 0.58
1:11:378:GLN:O 1:I1:381: TYR:N 2.37 0.58
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1:1J:49:LEU:HD11 1:1J:52:LYS:HE3 1.84 0.58
1:IK:316:LEU:HD13 1:1K:347:ALA:HB2 1.85 0.58
1:DA:316:LEU:HD11 | 1:DA:355:LEU:HD11 1.86 0.58
1:EA:83:ARG:HD2 1:EA:344:LEU:HD11 1.83 0.58
1:EF:123: THR:HB 1:EF:124:PRO:HD3 1.84 0.58
1:FH:393:GLN:OE1 1:GI:378:GLN:NE2 2.33 0.58
1:EG:143:MET:HE3 1:EG:309:GLN:HG3 1.84 0.58
1:EK:169:PHE:HE1 1:EK:200:VAL:HG11 1.67 0.58
1:FA:300:VAL:HG12 | 1:FA:310:VAL:HG22 1.84 0.58
1:FG:199:PHE:HE1 1:FG:262:PHE:HE1 1.50 0.58
1:FG:402:ARG:HD2 1:GG:375:ILE:HG12 1.85 0.58
1:GE:145:ALA:HB2 1:GE:285:PRO:HD3 1.86 0.58
1:GG:232:ASN:OD1 1:GG:236:ILE:N 2.37 0.58
1:HC:41:MET:HE2 1:HC:52:LYS:HB2 1.84 0.58
1:HC:108:VAL:HG12 1:HC:114:GLN:HA 1.86 0.58
1:HF:18:VAL:O 1:HF:22:ASN:ND2 2.36 0.58
1:DJ:266:MET:HE3 1:DJ:268:GLN:HG3 1.84 0.58
1:GC:379:ARG:NH2 1:GC:382:GLN:OE1 2.33 0.58
1:HD:149: THR:HB 1:HD:281:ASN:HD21 1.68 0.58
1:TA:266:MET:SD 1:TA:268:GLN:NE2 2.76 0.58
1:I1C:68: THR:0G1 1:1C:73:ASP:0OD2 2.21 0.58
1:1J:32:LYS:HD2 1:1J:60:PHE:HA 1.85 0.58
1:DB:145:ALA:HB2 1:DB:285:PRO:HD3 1.84 0.58
1:DE:284:LYS:O 1:DE:305:ASN:ND2 2.24 0.58
1:DG:70:ARG:NH2 1:DG:99:PHE:O 2.34 0.58
1:DH:232:ASN:OD1 1:DH:236:ILE:N 2.35 0.58
1:HB:7:SER:OG 1:HB:51:VAL:O 2.21 0.58
1:ED:149: THR:OG1 1:ED:281:ASN:ND2 2.33 0.58
1:EE:123:THR:OG1 1:EE:124:PRO:HD3 2.04 0.58
1:EG:153:-MET:HG3 | 1:EG:278: THR:HG22 1.86 0.58
1:EI:149:THR:OG1 1:EI:281:ASN:ND2 2.33 0.58
1:FI1:86:ASP:0OD2 1:FI.87:SER:N 2.34 0.58
1:HE:177:TYR:HA 1:HE:200:VAL:HG12 1.85 0.58
1:HG:193:HIS:HE1 1:HG:250:ILE:HD12 1.67 0.58
1:1B:93:TYR:O 1:1B:333: TRP:N 2.29 0.58
1:1G:232:ASN:OD1 1:1G:236:ILE:N 2.36 0.58
1:EB:94:.SER:HB2 1:EB:332:VAL:HG12 1.86 0.58
1:EF:402: ARG:NH2 1:FE:393:GLN:OE1 2.37 0.58
1:FE:57:THR:HG21 1:FF:110:MET:HE1 1.85 0.58
1:HF:43:ALA:HB2 1:HF:49:LEU:HD11 1.85 0.58
1:HK:73:ASP:HB2 1:HK:360:LEU:HD21 1.85 0.58
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Atom-1 Atom-2 distance (A) overlap (A)

1:EB:78:GLN:HB2 1:EB:353:GLY:HA3 1.86 0.58
1:FB:145:ALA:HB2 1:FB:285:PRO:HD3 1.85 0.58
1:GC:243:VAL:HG13 | 1:GC:245:ILE:HD11 1.85 0.58
1:GD:49:LEU:HB3 1:HD:64: THR:HG22 1.84 0.58
1:HC:70:ARG:NH2 1:HC:99:PHE:O 2.29 0.58
1:HH:123: THR:0G1 1:HH:124:PRO:HD3 2.02 0.58
1:HI:228:THR:O 1:HI:230:LYS:NZ 2.37 0.58
1:IF:74:VAL:HG12 1:1F:357:ASN:HA 1.84 0.58
1:EA:187:ASP:OD1 1:EA:191:ASN:N 2.37 0.58
1:FB:155:ILE:HD11 1:FB:179:LYS:HE2 1.85 0.58
1:HB:170:SER:HB2 1:HB:173:ASP:HB2 1.86 0.58
1:HJ:232:ASN:HD21 1:HJ:236:ILE:HB 1.69 0.58
1:.1I:207: TRP:O 1:11:229:LEU:N 2.36 0.58
1:DA:321:ASN:OD1 1:DA:324:GLY:N 2.37 0.57
1:EB:70:ARG:NH2 1:EB:99:PHE:O 2.32 0.57
1:EF:68: THR:HG21 1:EF:360:LEU:HD12 1.86 0.57
1:EH:143:MET:HE1 1:EH:307:GLN:HB2 1.85 0.57
1:EJ:101:LEU:HD21 1:EJ:138:ILE:HD12 1.86 0.57
1:FA:210: TYR:HE2 1:FA:225:ALA:HA 1.69 0.57
1:FJ:154:GLN:O 1:FJ:276:VAL:N 2.37 0.57
1:GI:41:MET:HE2 1:GI:49:LEU:HB3 1.86 0.57
1:HJ:387:-THR:HG22 1:1K:374:MET:HE1 1.84 0.57
1:EK:1:SER:OG 1:EK:2:PHE:N 2.37 0.57
1:FA:146:LYS:NZ 1:FA:281:ASN:OD1 2.24 0.57
1:FJ:233:GLU:OE2 1:FK:254: THR:N 2.37 0.57
1:GF:402:ARG:HH22 1:HE:390: THR:HB 1.69 0.57
1:HA:101:LEU:HD11 | 1:HA:138:ILE:HD11 1.85 0.57
1:DH:148: THR:HG23 1:DH:281:ASN:H 1.68 0.57
1:DI:316:LEU:HD11 1:DI:355:LEU:HD21 1.87 0.57
1:EE:159:SER:HB2 1:EE:269:ASN:HA 1.85 0.57
1:EH:143:MET:HE3 | 1:EH:305:ASN:HD21 1.69 0.57
1:EH:169:PHE:HE1 1:EH: 177 TYR:HB3 1.69 0.57
1:GD:125:PRO:HG2 1:GD:309:GLN:HG2 1.85 0.57
1:DC:9:LEU:HD11 1:DC:388:ILE:HG13 1.85 0.57
1:HI:320:ALA:HB1 1:HJ:105:ARG:HD3 1.86 0.57
1:1B:74:VAL:HB 1:IB:355:LEU:HD11 1.85 0.57
1:IB:85:VAL:HG12 1:IB:91: VAL:HG22 1.86 0.57
1:DE:146:LYS:H 1:DE:283: TYR:HB2 1.68 0.57
1:DF:94:SER:HB2 1:DF:332:VAL:HG12 1.87 0.57
1:EF:251:ASN:ND2 1:FE:159:SER:O 2.37 0.57
1:EH:106:ASN:HB3 | 1:EH:137:THR:HG22 1.85 0.57
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Atom-1 Atom-2 distance (A) overlap (A)
1:EK:140:ASN:ND2 1:EK:140:ASN:O 2.38 0.57
1:FB:196:ASN:OD1 1:FB:214:SER:0OG 2.20 0.57
1:1B:284:LYS:HG2 1:1B:285:PRO:HD2 1.86 0.57
1:1D:295:ASN:OD1 1:ID:296:ASP:N 2.38 0.57
1:DC:199:PHE:HD1 | 1:DC:209:VAL:HG22 1.70 0.57
1:DH:98:GLN:HB3 1:DH:110:MET:HE2 1.87 0.57
1:DK:364:ASN:O 1:DK:364:ASN:ND2 2.37 0.57
1:EJ:86:ASP:OD1 1:EJ:87:SER:N 2.31 0.57
1:1G:203:LYS:HA 1:1G:203:LYS:HE3 1.85 0.57
1:DA:179:LYS:NZ 1:DA:180:LYS:O 2.37 0.57
1:DF:146:LYS:NZ 1:DF:281:ASN:O 2.35 0.57
1:EB:198:TYR:HB2 1:EB:210:TYR:HB2 1.86 0.57
1:EB:213:ASP:0OD2 1:EB:247: THR:OG1 2.22 0.57
1:EJ:195:-MET:HE2 1:EJ:247:-THR:HB 1.87 0.57
1:FC:195:-MET:HA 1:FC:195:-MET:HE3 1.87 0.57
1:HH:372:VAL:HG21 1:HI:6:VAL:HG21 1.87 0.57
1:DA:59:ASP:0OD2 1:DA:61:THR:OG1 2.18 0.57
1:EG:146:LYS:NZ 1:EG:281:ASN:O 2.38 0.57
1:FE:402:ARG:NH2 1:GE:378:GLN:OFE1 2.38 0.57
1:GH:123:THR:OG1 1:GH:124:PRO:HD3 2.04 0.57
1:HB:108:VAL:HG12 1:HB:114:GLN:HA 1.87 0.57
1:1IF:143:MET:SD 1:IF:305:ASN:ND2 2.72 0.57
1:1F:184:THR:O 1:IF:280:GLN:NE2 2.38 0.57
1:DF:179:LYS:HB3 1:DF:199:PHE:HB2 1.86 0.57
1:DH:116:THR:HG22 | 1:DH:133:PRO:HB2 1.87 0.57
1.FE:284:LYS:O 1:FE:305:ASN:ND2 2.31 0.57
1:FI:145:ALA:HB2 1:F1:285:PRO:HD3 1.87 0.57
1:1G:85:VAL:HG12 1:1G:91:VAL:HG22 1.86 0.57
1:DG:187:ASP:0OD1 1:DG:191:ASN:N 2.36 0.56
1:EK:166:LYS:HE2 1:EK:174:ALA:HB1 1.86 0.56
1:EK:341: VAL:HG23 | 1:EK:343:LEU:HD12 1.86 0.56
1:HB:72:LEU:HD21 1:HB:291:TYR:HE2 1.69 0.56
1:1G:25:ASN:O 1:1G:363:SER:OG 2.22 0.56
1:DE:166:LYS:HG2 1:DE:168:PRO:HD2 1.87 0.56
1:EF:102:ASP:0OD1 1:EF:103:GLU:N 2.38 0.56
1:EF:169:PHE:HA 1:EF:176:SER:HB3 1.85 0.56
1:HB:38:PHE:HB2 1:TA:28: THR:HG22 1.88 0.56
1:IH:101:LEU:HD21 1:1H:105:ARG:HA 1.88 0.56
1:11:38:PHE:HE1 1:11:53:VAL:HG22 1.69 0.56
1:DB:94:SER:HB2 1:DB:332:VAL:HG12 1.87 0.56
1:DB:245:ILE:HD12 | 1:DB:260:LEU:HD12 1.86 0.56
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Atom-1 Atom-2 distance (A) overlap (A)

1:DF:178:ASN:N 1:DF:199:PHE:O 2.37 0.56
1:DF:202: THR:O 1:DF:206:GLU:HB3 2.05 0.56
1:DK:94:SER:HB2 1:DK:332: VAL:HG22 1.87 0.56
1:DK:316:LEU:HD13 | 1:DK:347:ALA:HB2 1.87 0.56
1:FH:123:THR:HB 1:FH:124:PRO:HD3 1.87 0.56
1:FH:232:ASN:OD1 1:FH:236:ILE:N 2.38 0.56
1:HA:216:ASP:HA 1:HA:250:ILE:HD11 1.87 0.56
1:HB:32:LYS:NZ 1:HB:361:GLU:OE2 2.31 0.56
1:HB:86:ASP:0OD2 1:HB:87:SER:N 2.38 0.56
1:HF:402:ARG:HH21 1:1F:374:MET:HG3 1.69 0.56
1:1G:40:ASP:0OD2 1:1H:331:ASN:ND2 2.39 0.56
1:1K:203:LYS:HB2 1:1K:206:GLU:HB2 1.87 0.56
1:DA:92:PHE:HD2 1:DA:113:MET:HE1 1.71 0.56
1:FB:341:VAL:HG23 | 1:FB:343:LEU:HD12 1.87 0.56
1:GB:94:SER:HB2 1:GB:332:VAL:HG12 1.87 0.56
1:GD:198: TYR:HB2 1:GD:210:TYR:HB2 1.86 0.56
1:HI:290:SER:HG 1:HI:302:ASN:HD22 1.52 0.56
1:DH:166:LYS:HG3 1:DH:168:PRO:HD2 1.88 0.56
1:EE:206:GLU:HG3 1:EE:230:LYS:HA 1.87 0.56
1:FC:70:ARG:NH2 1:FC:99:PHE:O 2.30 0.56
1:HB:40:ASP:HB3 1:TA:25:ASN:ND2 2.20 0.56
1:HF:177:TYR:HA 1:HF:200:VAL:HG12 1.87 0.56
1:11:32:LYS:NZ 1:1I1:361:GLU:OE2 2.38 0.56
1:ED:190:GLY:O 1:FC:269:ASN:ND2 2.35 0.56
1:EK:76:ILE:HB 1:EK:95:ARG:HH21 1.70 0.56
1:HJ:11:ALA:HB1 1:HJ:38:PHE:HE2 1.70 0.56
1:.IH:61:THR:O 1:1H:364:ASN:ND2 2.37 0.56
1:1J:379:ARG:NH2 1:1K:392:ASP:OD1 2.38 0.56
1:DA:98:GLN:HB3 1:DA:110:MET:HE1 1.87 0.56
1:DA:179:LYS:HE3 1:DA:274:ASN:HA 1.87 0.56
1:DH:177:TYR:HA 1:DH:200:VAL:HG12 1.86 0.56
1:EB:143:MET:SD 1:EB:305:ASN:ND2 2.76 0.56
1:EE:150: THR:O0G1 1:EE:281:ASN:OD1 2.24 0.56
1:HI:170:SER:HB3 1:HI:173:ASP:HB2 1.87 0.56
1:.IH:177:TYR:HA 1:1H:200:VAL:HG12 1.87 0.56
1:EA:268:GLN:NE2 1:EA:269:ASN:OD1 2.37 0.56
1:FH:143:MET:HE1 1:FH:307:GLN:HB2 1.87 0.56
1:F1:247:- THR:HG22 1:FI:256:ALA:H 1.71 0.56
1:GK:120:ALA:HB2 1:GK:127:ILE:HD13 1.88 0.56
1:HA:94:SER:HB2 1:HA:332:VAL:HG12 1.86 0.56
1:1J:100:LYS:HE3 1:1J:110: MET:HA 1.88 0.56

Continued on next page...




Page 48

Full wwPDB EM Validation Report

EMD-63680, 9M7B

Continued from previous page...

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

1:DJ:146:LYS:HB3 1:DJ:283:TYR:H 1.71 0.56
1:DK:63:GLY:HA3 1:DK:362:ALA:HB3 1.88 0.56
1:FK:155:ILE:HD12 1:FK:275:ILE:HG12 1.88 0.56
1:HD:399:VAL:HG13 | 1:IC:386:GLN:HE22 1.70 0.56
1:HE:401:LEU:HG 1:HF:389:LYS:HD3 1.88 0.56
1:HI:247:- THR:HG22 1:HI:256:ALA:H 1.71 0.56
1:DC:369:LYS:O 1:DC:373:ASN:ND2 2.38 0.56
1:EG:86:ASP:0D2 1:EG:87:SER:N 2.38 0.56
1:GE:46:LYS:HB2 1:GF:56:ILE:HD13 1.88 0.56
1:GI:155:1LE:HD13 1:GIL:275:ILE:HG13 1.88 0.56
1:IF:170:SER:HB3 1:1F:173:ASP:HB2 1.87 0.56
1:EF:145:ALA:HB2 1:EF:285:PRO:HD3 1.86 0.55
1:FH:61: THR:O 1:FH:364:ASN:ND2 2.39 0.55
1:GE:57:THR:HG21 1:GF:110:MET:HE1 1.87 0.55
1:HI:86:ASP:OD1 1:HI:87:SER:N 2.35 0.55
1:11:145:ALA:HB2 1:11:285:PRO:HD3 1.87 0.55
1:11:212:HIS:HB2 1:11:222:PRO:HG3 1.87 0.55
1:1J:151:ALA:N 1:1J:259:SER:O 2.38 0.55
1:DJ:232:ASN:OD1 1:DJ:236:ILE:N 2.39 0.55
1:HD:43:ALA:HB1 1:1D:62:ASP:HB2 1.88 0.55
1:HF:402:ARG:HE 1:.1F:375:ILE:HG12 1.71 0.55
1:HH:398:LEU:HD21 1:IH:367:LEU:HB2 1.86 0.55
1:DH:86:ASP:OD1 1:DH:87:SER:N 2.35 0.55
1:DH:402:ARG:NH2 1:EG:393:GLN:OE1 2.38 0.55
1:FG:161:ASP:0OD2 1:FG:178:ASN:ND2 2.38 0.55
1:HF:366:ASP:0OD2 1:HF:368:SER:OG 2.22 0.55
1:HH:197:VAL:HG12 | 1:HH:211: THR:HG22 1.87 0.55
1:TA:43:ALA:HB2 1:TA:49:LEU:HD22 1.88 0.55
1:1B:148: THR:HG21 1:1B:185:VAL:HG12 1.89 0.55
1:DF:179:LYS:HD2 1:DF:273:ASN:HB3 1.89 0.55
1:DH:318:ASN:ND2 1:DH:351:ASN:OD1 2.39 0.55
1:ED:5:ALA:HB1 1:ED:388:ILE:HG12 1.88 0.55
1:FD:3:SER:HB2 1:GD:64:THR:HG21 1.88 0.55
1:GB:86:ASP:0OD1 1:GB:87:SER:N 2.40 0.55
1:HH:102:ASP:OD1 1:HH:103:GLU:N 2.39 0.55
1:GC:401:LEU:HD11 1:GD:389:LYS:HB2 1.87 0.55
1:GI:70:ARG:NH2 1:GI:99:PHE:O 2.38 0.55
1:GI:232:ASN:OD1 1:GI:236:ILE:N 2.40 0.55
1:HC:88:ASN:O 1:1C:304:SER:OG 2.23 0.55
1:HE:402:ARG:HD2 1:.1E:375:ILE:HG12 1.86 0.55
1:HG:145:ALA:HB2 1:HG:285:PRO:HD3 1.88 0.55
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Atom-1 Atom-2 distance (A) overlap (A)

1:HK:32:LYS:NZ 1:HK:361:GLU:OE2 2.37 0.55
1:HK:145:ALA:HB2 1:HK:285:PRO:HD3 1.88 0.55
1:1C:149: THR:HG23 | 1:IC:150:THR:HG23 1.87 0.55
1:11:101:LEU:HD21 1:11:138:ILE:HD12 1.89 0.55
1:EC:207:TRP:HB2 1:EC:229:LEU:HB2 1.88 0.55
1:EE:280:GLN:HG2 1:EE:281:ASN:N 2.21 0.55
1:EF:213:ASP:0D2 1:EF:247.THR:OG1 2.22 0.55
1:EJ:169:PHE:HE2 1:EJ:222:PRO:HG2 1.71 0.55
1:GK:143:MET:HE1 1:GK:307:GLN:HB2 1.87 0.55
1:.1E:5:ALA:HB2 1:.IE:387:- THR:HB 1.89 0.55
1:DH:186:TYR:CE1 1:DH:284:LYS:HG3 2.41 0.55
1:EA:107:LEU:HD23 | 1:EA:115:LEU:HD23 1.88 0.55
1:EA:179:LYS:HB3 1:EA:199:PHE:HB2 1.88 0.55
1:EH:123:THR:HB 1:EH:124:PRO:HD3 1.89 0.55
1:HD:379:ARG:NE 1:HE:392:ASP:0OD1 2.38 0.55
1:HJ:187:ASP:HA 1:HJ:256:ALA:HB2 1.87 0.55
1:1B:328: GLN:HB2 1:1B:332:VAL:HG23 1.89 0.55
1:11:19:ILE:HD12 1:11:374:MET:HG2 1.87 0.55
1:1J:379:ARG:NH2 1:1K:392:ASP:O 2.39 0.55
1:DI:114:GLN:NE2 1:DI:136:ILE:O 2.40 0.55
1:FB:83:ARG:HD2 1:FB:344:LEU:HD21 1.89 0.55
1:FE:102:ASP:0OD1 1:FE:103:GLU:N 2.40 0.55
1:HE:148: THR:HG21 1:HE:185:VAL:HB 1.87 0.55
1:HF:49:.LEU:HB3 1:1F:64: THR:HG23 1.87 0.55
1:HJ:93:TYR:O 1:HJ:333: TRP:N 2.37 0.55
1:IH:13:ALA:HA 1:IH:16:LEU:HD12 1.88 0.55
1:EC:94:SER:HB2 1:EC:332:VAL:HG12 1.88 0.55
1:ED:253:ALA:HA 1:FC:233:GLU:HG2 1.89 0.55
1:GG:177'TYR:HA | 1:GG:200:VAL:HG12 1.89 0.55
1:GH:402:ARG:NH1 1:HH:378:GLN:OE1 2.40 0.55
1:HC:94:SER:HB3 1:HC:332:VAL:HG12 1.88 0.55
1:HF:284:LYS:HZ1 1:1E:269:ASN:HB3 1.71 0.55
1:HI:77:SER:HB3 1:HI:354:LYS:H 1.72 0.55
1:1E:177:-TYR:HA 1:1E:200:VAL:HG12 1.89 0.55
1:DB:195:-MET:HA 1:DB:195:-MET:HE3 1.89 0.55
1:DE:139:PRO:HD2 1:DE:139:PRO:O 2.07 0.55
1:DI:179:LYS:HB3 1:DI:199:PHE:HB2 1.89 0.55
1:FE:394:ILE:HD11 1:FF:378:GLN:HG3 1.89 0.55
1:HF:94:SER:HB2 1:HF:332:VAL:HG12 1.87 0.55
1:HJ:396:ASN:OD1 1:11:379:ARG:NH2 2.39 0.55
1:DH:41:MET:SD 1:DH:52:LYS:HB2 2.47 0.54
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Atom-1 Atom-2 distance (A) overlap (A)

1:DI:284:LYS:O 1:DI:305:ASN:ND2 2.33 0.54
1:EA:41:MET:HE1 1:FA:65:THR:H 1.72 0.54
1:EJ:402:ARG:NH2 1:F1:390: THR:OG1 2.39 0.54
1:GF:43:ALA:HB2 1:GF:49:LEU:HD11 1.88 0.54
1:GI:125:PRO:HG2 1:GI:309:GLN:HG3 1.89 0.54
1:HJ:122:GLY:HA2 1:HJ:125:PRO:HA 1.89 0.54
1:1B:212:HIS:HD2 1:1B:213:ASP:N 2.06 0.54
1:1F:242: THR:HG23 1:1F:259:SER:HB2 1.89 0.54
1:D@G:295:ASN:HB2 1:DG:354:LYS:HZ1 1.71 0.54
1:EG:123: THR:HB 1:EG:124:PRO:HD3 1.89 0.54
1:HA:379:ARG:NH1 1:HA:382:GLN:OE1 2.40 0.54
1:TA:149:THR:HG23 | 1:IA:150:THR:HG23 1.90 0.54
1:1G:86:ASP:0OD1 1:1G:87:SER:N 2.41 0.54
1:1K:43:ALA:HB2 1:1K:49:LEU:HD11 1.88 0.54
1:1K:94:SER:HB3 1:1K:332:VAL:HG12 1.90 0.54
1:DF:379:ARG:HG3 | 1:DG:395:LEU:HD13 1.89 0.54
1:ED:199:PHE:HD?2 1:ED:209:VAL:HG12 1.72 0.54
1:IF:93: TYR:HE1 1:1F:317:ALA:HB3 1.72 0.54
1:1F:125:PRO:HG2 1:IF:309:GLN:HB3 1.89 0.54
1:1J:93:TYR:O 1:1J:333: TRP:N 2.36 0.54
1:DE:127:ILE:HD11 | 1:DE:310:VAL:HG21 1.89 0.54
1:EA:154:GLN:HG2 1:EA:276:VAL:HB 1.90 0.54
1:EB:232:ASN:OD1 1:EB:233:GLU:N 2.39 0.54
1:EF:232:ASN:ND2 1:EF:236:ILE:O 2.40 0.54
1:TA:145:ALA:HB2 1:TA:285:PRO:HG3 1.89 0.54
1:ID:270:- THR:H 1:1E:285:PRO:HG2 1.73 0.54
1:IE:148:THR:HB 1:1E:185:VAL:HG23 1.88 0.54
1:FA:210: TYR:CE2 1:FA:225:ALA:HA 2.42 0.54
1:FC:5:ALA:HB1 1:FC:388:ILE:HG12 1.90 0.54
1:FJ:70:ARG:NH2 1:FJ:99:PHE:O 2.38 0.54
1:GI:143:MET:HE1 1:GI:307:GLN:HB2 1.90 0.54
1:HD:179:LYS:HD2 1:HD:273:ASN:HB3 1.90 0.54
1:HI:83:ARG:HD2 1:HI:344:LEU:HD11 1.89 0.54
1:DE:187:ASP:0OD1 1:DE:191:ASN:N 2.41 0.54
1:DI:68: THR:HG23 1:DI:70:ARG:H 1.71 0.54
1:FE:164:PRO:HG2 1:FE:200:VAL:HG13 1.90 0.54
1:GF:177:TYR:HA 1:GF:200:VAL:HG12 1.89 0.54
1:HA:145:ALA:HB2 1:HA:285:PRO:HG3 1.90 0.54
1:DF:187:ASP:0OD1 1:DF:191:ASN:N 2.38 0.54
1:DF:198:TYR:O 1:DF:209:VAL:HA 2.07 0.54
1:DH:206:GLU:HG2 1:DH:230:LYS:HG3 1.88 0.54
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1:DK:209:VAL:O 1:DK:226:SER:OG 2.18 0.54
1:DK:402:ARG:HE 1:EK:375:ILE:HD12 1.72 0.54
1:HG:155:ILE:HD12 1:HG:275:ILE:HG12 1.90 0.54
1:DC:123:THR:HB 1:DC:124:PRO:HD3 1.89 0.54
1:DD:287:ASP:OD1 1:DD:288:LEU:N 2.41 0.54
1:DG:179:LYS:HD3 1:DG:273:ASN:HB2 1.90 0.54
1:FE:150: THR:0G1 1:FE:281:ASN:OD1 2.23 0.54
1:FK:70:ARG:NH2 1:FK:99:PHE:O 2.38 0.54
1:GD:108:VAL:HG12 1:GD:114:GLN:HA 1.89 0.54
1:HH:93:TYR:O 1:HH:333: TRP:N 2.38 0.54
1:HJ:402:ARG:HH22 1:1I:390: THR:HG22 1.72 0.54
1:HK:43:ALA:HB2 1:HK:49:LEU:HD11 1.89 0.54
1:ID:123:THR:OG1 1:1D:124:PRO:HD3 2.07 0.54
1:1G:159:SER:O 1:1G:201:LYS:NZ 2.39 0.54
1:11:386:GLN:O 1:11:390: THR:HG23 2.07 0.54
1:1J:184: THR:O 1:1J:280:GLN:NE2 2.41 0.54
1:DI:94:SER:HB2 1:DI:332:VAL:HG12 1.90 0.54
1:EB:194:ASP:O 1:EB:214:SER:OG 2.24 0.54
1:EB:209:VAL:O 1:EB:226:SER:N 2.41 0.54
1:FB:179:LYS:HD3 1:FB:273:ASN:HB3 1.90 0.54
1:FI:120:ALA:HB2 1:FI.127:ILE:HD13 1.89 0.54
1:HC:77:SER:OG 1:HC:78:GLN:NE2 2.41 0.54
1:HE:195:MET:HE2 | 1:HE:247: THR:HG22 1.89 0.54
1:HJ:370:GLU:HA 1:HJ:373:ASN:HB2 1.90 0.54
1:I1D:373:ASN:HA 1:1D:376:VAL:HG12 1.89 0.54
1:1G:336: THR:H 1:1G:339:SER:HB3 1.71 0.54
1:HC:380:ASN:OD1 1:HD:26:SER:OG 2.26 0.54
1:TA:41:MET:HE2 1:TA:52:LYS:HB3 1.89 0.54
1:DA:194:ASP:HB3 1:DA:214:SER:HB3 1.89 0.53
1:ED:155:ILE:HG13 1:ED:275:ILE:HA 1.89 0.53
1:EJ:72:LEU:HD21 1:EJ:291:TYR:HE2 1.73 0.53
1:FE:5:ALA:HB1 1:FE:388:ILE:HG12 1.90 0.53
1:FH:143:MET:HE3 | 1:FH:305:ASN:HD21 1.73 0.53
1:GJ:212:HIS:HB2 1:GJ:222:PRO:HG3 1.90 0.53
1:HG:25:ASN:O 1:HG:363:SER:OG 2.24 0.53
1:TA:380:ASN:OD1 1:1C:26:SER:OG 2.21 0.53
1:1B:145:ALA:HB2 1:1B:285:PRO:HD3 1.90 0.53
1:I1C:366:ASP:0OD2 1:I1C:369:LYS:NZ 2.37 0.53
1:1D:94:SER:HB3 1:1D:332:VAL:HG12 1.90 0.53
1:DE:394:1ILE:HD11 1:DF:378:GLN:HG3 1.90 0.53
1:DH:233:GLU:O 1:DI:189:GLN:NE2 2.41 0.53
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1:DJ:299:VAL:HG13 1:DJ:311:LEU:HB2 1.89 0.53
1:GD:149: THR:HB 1:GD:281:ASN:HD21 1.73 0.53
1:GG:70:ARG:NH2 1:GG:99:PHE:O 2.42 0.53
1:GH:25:ASN:O 1:GH:363:SER:OG 2.25 0.53
1:HB:74:VAL:HG12 1:HB:357:ASN:HA 1.90 0.53
1:1G:216:ASP:HB3 1:1G:219:ALA:HB2 1.90 0.53
1:1G:387:THR:O 1:1G:390: THR:OG1 2.24 0.53
1:ED:254: THR:HG23 | 1:FC:233:GLU:HG3 1.91 0.53
1:EF:402: ARG:NH2 1:FF:378:GLN:OE1 2.41 0.53
1:FF:80:GLY:HA3 1:FF:316:LEU:HD23 1.91 0.53
1:FH:46:LYS:HD2 1:GIL:56:1ILE:HB 1.90 0.53
1:FK:94:SER:HB2 1:FK:332:VAL:HG12 1.90 0.53
1:HC:230:LYS:HB2 1:HC:239:SER:HB3 1.90 0.53
1:HJ:185:VAL:O 1:HJ:193:HIS:N 2.32 0.53
1:1C:185:VAL:HB 1:1C:195:-MET:HE3 1.90 0.53
1:IE:182:THR:HA 1:1E:196:ASN:HA 1.89 0.53
1:DA:179:LYS:HB3 1:DA:199:PHE:HB2 1.89 0.53
1:DB:325:LEU:HD23 1:DB:339:SER:HB2 1.90 0.53
1:EH:70:ARG:NH2 1:EH:99:PHE:O 2.41 0.53
1:F1:149: THR:OG1 1:FI:281:ASN:ND2 2.41 0.53
1:1K:231:PHE:HD2 1:1K:267:GLN:NE2 2.06 0.53
1:DA:363:SER:O 1:DA:365:VAL:HG23 2.08 0.53
1:DK:318:ASN:ND2 1:DK:351:ASN:OD1 2.41 0.53
1:FB:216:ASP:HB3 1:FB:219:ALA:HB2 1.91 0.53
1:FE:184: THR:O 1:FE:280:GLN:NE2 2.42 0.53
1:FJ:94:SER:HB2 1:FJ:332: VAL:HG12 1.90 0.53
1:HG:83:ARG:HD2 1:HG:344:LEU:HD11 1.91 0.53
1:1D:316:LEU:HD11 1:1D:355:LEU:HD11 1.89 0.53
1:1E:185:VAL:HG13 1:IE:193:HIS:HB2 1.90 0.53
1:1G:100:LYS:HE3 1:1G:110:MET:HA 1.90 0.53
1:DC:143:MET:HE3 | 1:DC:305:ASN:HD21 1.73 0.53
1:DG:94:SER:HB2 1:DG:332: VAL:HG12 1.91 0.53
1:DG:159:SER:HA 1:DG:267:GLN:HE21 1.73 0.53
1:FJ:232:ASN:OD1 1:FJ:236:ILE:N 2.41 0.53
1:GE:123:THR:HB 1:GE:124:PRO:HD3 1.91 0.53
1:GK:143:MET:HE2 | 1:GK:305:ASN:HD21 1.74 0.53
1:TA:41:MET:HG3 1:TA:49:LEU:HB3 1.91 0.53
1:I1B:374:MET:SD 1:IK:390: THR:OG1 2.64 0.53
1:IH:247:- THR:HG22 1:1H:256:ALA:H 1.73 0.53
1:11:123: THR:HB 1:11:124:PRO:HD3 1.91 0.53
1:EE:164:PRO:HG2 | 1:EE:200:VAL:HG13 1.90 0.53
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1:EJ:46:LYS:HB2 1.FK:56:ILE:HD12 1.91 0.53
1:FG:153:MET:HG2 1:FG:155:1LE:HD11 1.90 0.53
1:GD:177:TYR:HA 1:GD:200:VAL:HG12 1.90 0.53
1:IE:93:TYR:O 1:1E:333: TRP:N 2.35 0.53
1:IH:19:ILE:HD12 1:IH:374:MET:HG2 1.89 0.53
1:1J:70:ARG:NH2 1:1J:99:PHE:O 2.41 0.53
1:EB:216:ASP:HA 1:EB:250:ILE:HD11 1.91 0.53
1:HD:11:ALA:HB1 1:HD:38:PHE:HE1 1.74 0.53
1:HG:177:TYR:HA 1:HG:200: VAL:HG12 1.91 0.53
1:TA:83:ARG:HD2 1:TA:344:LEU:HD21 1.90 0.53
1:TA:117:GLY:HA3 1:TA:136:ILE:HD11 1.91 0.53
1:TA:284:LYS:O 1:TA:305:ASN:ND2 2.33 0.53
1:1H:202: THR:O 1:1H:206:GLU:HB3 2.09 0.53
1:DJ:284:LYS:O 1:DJ:305:ASN:ND2 2.29 0.53
1:EE:280:GLN:HG2 1:EE:282:GLY:H 1.74 0.53
1:FG:86:ASP:OD1 1:FG:87:SER:N 2.41 0.53
1:FJ:70:ARG:HH21 1:FJ:72.LEU:HB2 1.74 0.53
1:GC:167:-THR:0G1 1:GC:168:PRO:HD3 2.09 0.53
1:GH:241:GLY:HA2 1:GH:262:PHE:HB2 1.91 0.53
1:1C:386: GLN:HA 1:1C:389:LYS:HG2 1.89 0.53
1:1F:41:MET:HG3 1:1F:52:LYS:HB2 1.90 0.53
1:DC:80:GLY:HA3 1:DC:316:LEU:HD23 1.89 0.53
1:F1:393:GLN:OE1 1:FJ:378: GLN:NE2 2.36 0.53
1:FK:203:LYS:HG2 1:FK:204:ASP:H 1.73 0.53
1:GC:149: THR:OG1 1:GC:281:ASN:ND2 2.39 0.53
1:GF:396:ASN:O 1:GF:400:ASN:ND2 2.42 0.53
1:GG:402:ARG:HD2 | 1:HG:375:ILE:HG12 1.90 0.53
1:HJ:212:HIS:CD2 1:HJ:222:PRO:HD3 2.41 0.53
1:1C:177:-TYR:HA 1:1C:200: VAL:HG12 1.90 0.53
1:DH:230:LYS:HD3 1:DH:239:SER:HB3 1.90 0.52
1:DJ:268:GLN:HB3 1:DK:285:PRO:HG2 1.91 0.52
1:EA:94:SER:HB2 1:EA:332:VAL:HG12 1.90 0.52
1:EF:203:LYS:O 1:EF:205:ASN:N 2.42 0.52
1:EI:161:ASP:0OD2 1:EI:178:ASN:ND2 2.42 0.52
1:FD:108:VAL:HG12 1:FD:114:GLN:HA 1.92 0.52
1:HG:96:ASN:ND2 1:HG:331:ASN:OD1 2.40 0.52
1:1F:86:ASP:HB2 1:1F:92:PHE:HE1 1.74 0.52
1:IH:388:ILE:O 1:IH:392:ASP:N 2.42 0.52
1:DJ:57:THR:HG23 1:DJ:323:GLU:HG2 1.91 0.52
1:DK:149:THR:H 1:DK:281:ASN:HD21 1.57 0.52
1:EK:166:LYS:NZ 1:EK:168:PRO:O 2.38 0.52
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1:FI:187:ASP:0OD1 1:FI:191:ASN:N 2.41 0.52
1:FK:101:LEU:HG 1:FK:105:ARG:HA 1.91 0.52
1:1F:52:LYS:HZ2 1:IF:54:ALA:HA 1.74 0.52
1:IH:25:ASN:O 1:IH:363:SER:OG 2.20 0.52
1:DE:123:THR:0G1 1:DE:124:PRO:HD3 2.10 0.52
1:EK:203:LYS:HG2 1:EK:206:GLU:HB2 1.90 0.52
1:FD:149:THR:HG1 | 1:FD:281:ASN:HD21 1.57 0.52
1:FH:227:THR:HB 1:FH:243:VAL:HG21 1.91 0.52
1:FK:398:LEU:HD21 1:GK:368:SER:HA 1.90 0.52
1:GD:143:MET:HE3 | 1:GD:305:ASN:HD21 1.75 0.52
1:GF:33:SER:HB3 1:GF:365:VAL:HG22 1.91 0.52
1:HD:145:ALA:HB2 1:HD:285:PRO:HD3 1.91 0.52
1:HI:187:ASP:OD1 1:HI:191:ASN:N 2.42 0.52
1:HJ:169:PHE:HA 1:HJ:176:SER:HB2 1.91 0.52
1:DA:402:ARG:NH2 1:DC:392:ASP:0OD2 2.41 0.52
1:DG:161:ASP:0OD2 1:DG:178:ASN:ND2 2.43 0.52
1:EI:123: THR:HB 1:EI1:124:PRO:HD3 1.91 0.52
1:FD:187:ASP:0OD1 1:FD:191:ASN:N 2.41 0.52
1:FD:197:VAL:HG12 | 1:FD:211: THR:HG22 1.90 0.52
1:FJ:290:SER:HG 1:FJ:302:ASN:HD22 1.55 0.52
1:HD:379:ARG:NH1 1:HD:382:GLN:OE1 2.40 0.52
1:IC:15:ASN:O 1:IC:19:ILE:HG13 2.09 0.52
1:IH:123: THR:OG1 1:1H:124:PRO:HD3 2.09 0.52
1:DA:284:LYS:NZ 1:DB:269:ASN:O 2.41 0.52
1:DJ:82:PHE:HB2 1:DJ:94:SER:O 2.09 0.52
1:DK:185:VAL:HG23 1:DK:193:HIS:HB2 1.91 0.52
1:FJ:148: THR:HG21 1:FJ:185:VAL:HB 1.90 0.52
1:GG:153:MET:HG2 | 1:GG:155:ILE:HD11 1.91 0.52
1:IC:61:THR:O 1:1C:364:ASN:ND2 2.43 0.52
1:1C:168:PRO:O 1:1C:168:PRO:HD2 2.08 0.52
1:DJ:171:VAL:HG12 1:DJ:198: TYR:HE2 1.73 0.52
1:EG:187:ASP:0OD1 1:EG:191:ASN:N 2.42 0.52
1:EH:254: THR:N 1:FG:233:GLU:OE2 2.43 0.52
1:EJ:68:THR:OG1 1:EJ:73:ASP:0D2 2.25 0.52
1:GC:108:VAL:HG12 1:GC:114:GLN:HA 1.91 0.52
1:HC:79:ASN:HB3 1:HC:318:ASN:HD21 1.75 0.52
1:HJ:37:SER:O 1:HJ:54:ALA:N 2.40 0.52
1:HJ:145:ALA:HB2 1:HJ:285:PRO:HD3 1.90 0.52
1:DC:188:SER:OG 1:EA:234:ASN:OD1 2.28 0.52
1:DJ:185:VAL:HG12 1:DJ:195:MET:HE1 1.92 0.52
1:FJ:293:ILE:HG12 1:FJ:299:VAL:HG12 1.91 0.52
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Atom-1 Atom-2 distance (A) overlap (A)
1:GG:61:THR:O 1:GG:364:ASN:ND2 2.43 0.52
1:GJ:94:SER:HB2 1:GJ:332:VAL:HG12 1.91 0.52
1:HK:108:VAL:HG12 1:HK:114:GLN:HA 1.90 0.52
1:HK:206:GLU:OE1 1:HK:206:GLU:N 2.42 0.52
1:TA:33:SER:HB2 1:TA:365:VAL:HG22 1.91 0.52
1:1J:384:ASN:O 1:1J:387:THR:OG1 2.25 0.52
1:EB:229:LEU:HD22 | 1:EB:237:LEU:HD11 1.91 0.52
1:EC:300:VAL:HG22 | 1:EC:310:VAL:HG22 1.91 0.52
1:EG:68: THR:HG23 1:EG:70:ARG:H 1.75 0.52
1:EI1:82:PHE:HB2 1:EI1:94:SER:O 2.09 0.52
1:EK:373:ASN:HA 1:EK:376:VAL:HG22 1.92 0.52
1:GH:203:LYS:HG2 1:GH:204:ASP:H 1.75 0.52
1:HH:143:MET:HG2 | 1:HH:305:ASN:HD21 1.75 0.52
1:HJ:105:ARG:NH1 1:HJ:140:ASN:HD21 2.07 0.52
1:1C:35:THR:O 1:1C:57:THR:N 2.34 0.52
1:ID:93:TYR:O 1:1D:333: TRP:N 2.37 0.52
1:1D:241:GLY:HA2 1:1D:262:PHE:HB2 1.91 0.52
1:IE:108:VAL:HG12 1:1E:114:GLN:HA 1.92 0.52
1:1J:40:ASP:O 1:1J:41:MET:HE2 2.09 0.52
1:DA:159:SER:HB2 1:DA:207:-TRP:HE1 1.74 0.52
1:DC:70:ARG:HB3 1:DC:73:ASP:0D2 2.09 0.52
1:DI:83:ARG:HH11 1:DI:116:THR:HG21 1.74 0.52
1:ED:199:PHE:CD2 1:ED:209:VAL:HG12 2.45 0.52
1:FA:33:SER:HB3 1:FA:365:VAL:HG22 1.92 0.52
1:FB:203:LYS:NZ 1:FB:206:GLU:HG3 2.25 0.52
1:F1:197:VAL:HG12 1:FI:211: THR:HG22 1.92 0.52
1:GG:25:ASN:O 1:GG:363:SER:OG 2.26 0.52
1:DK:117:GLY:HA3 1:DK:136:ILE:HD11 1.92 0.52
1:EB:227:- THR:HB 1:EB:243:VAL:HG11 1.92 0.52
1:EF:146:LYS:NZ 1:EF:281:ASN:O 2.37 0.52
1:GG:108:VAL:HG12 1:GG:114:GLN:HA 1.91 0.52
1:HB:247: THR:HG22 1:HB:256:ALA:H 1.75 0.52
1:FB:379:ARG:NH1 1:FB:382:GLN:OE1 2.43 0.51
1:FC:188:SER:OG 1:GA:234:ASN:OD1 2.27 0.51
1:FI:117:GLY:HA2 1:FI1:315:VAL:HG23 1.92 0.51
1:FJ:261:SER:HB2 1:F¥J:263:LEU:HD13 1.92 0.51
1:IH:293:ILE:O 1:IH:357:ASN:ND2 2.43 0.51
1:11:174:ALA:HA 1:.II:177:TYR:CZ 2.44 0.51
1:DC:154:GLN:NE2 1:DC:264:ASN:O 2.42 0.51
1:EE: 177 TYR:HE1 1:EE:180:LYS:HB2 1.75 0.51
1:EJ:247:THR:0G1 1:EJ:248:GLY:N 2.43 0.51
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1:FD:213:ASP:0OD1 1:FD:247:THR:OG1 2.28 0.51
1:FD:247: THR:HG22 1:FD:256:ALA:H 1.73 0.51
1:GA:179:LYS:NZ 1:GA:273:ASN:O 2.42 0.51
1:GB:143:MET:HE3 | 1:GB:305:ASN:HD21 1.75 0.51
1:HE:123:THR:HB 1:HE:124:PRO:HD3 1.92 0.51
1:HF:40:ASP:0OD1 1:HF:40:ASP:N 2.42 0.51
1:.1E:41:MET:SD 1.1E:52:LYS:HE2 2.49 0.51
1:1I:187:ASP:OD1 1:11:191:ASN:N 2.42 0.51
1:DF:189:GLN:HB2 1:EE:269:ASN:ND2 2.25 0.51
1:DG:195:MET:HE1 1:DG:213:ASP:HB3 1.91 0.51
1:DK:189:GLN:HG3 1:DK:253:ALA:HA 1.92 0.51
1:EC:164:PRO:HD3 | 1:EC:178:ASN:HD21 1.75 0.51
1:FF:203:LYS:HD2 1:FF:204:ASP:N 2.25 0.51
1:FH:25:ASN:O 1:FH:363:SER:OG 2.24 0.51
1:FK:185:VAL:HG23 1:FK:193:HIS:HB2 1.93 0.51
1:GB:389:LYS:HE2 1:GK:401:LEU:HD12 1.92 0.51
1:GC:68: THR:OG1 1:GC:73:ASP:0OD2 2.25 0.51
1:HB:98:GLN:HG2 1:HB:110:MET:HE2 1.92 0.51
1:HB:177:TYR:HA 1:HB:200: VAL:HG12 1.92 0.51
1:DE:206:GLU:HB3 | 1:DE:228: THR:HG22 1.92 0.51
1:DJ:158:ASN:HD21 1:DJ:160: THR:HB 1.76 0.51
1:EH:232:ASN:OD1 1:EH:236:ILE:N 2.44 0.51
1:EJ:57:-THR:HG21 1.FK:110:MET:HE1 1.92 0.51
1:EK:244:ASN:OD1 1:EK:257:THR:OG1 2.28 0.51
1:FI:101:LEU:HD21 1:FI:138:ILE:HD12 1.92 0.51
1:HA:177:-TYR:HA 1:HA:200:VAL:HG12 1.92 0.51
1:HE:149: THR:0G1 1:HE:281:ASN:ND2 2.43 0.51
1:HE:390: THR:HG21 | 1:HF:374:MET:HE2 1.92 0.51
1:1F:84:LEU:HD23 1:IF:113:MET:HB2 1.91 0.51
1:DB:211:THR:HG22 | 1:DB:226:SER:HB3 1.92 0.51
1:DE:61:THR:HB 1:DE:364:ASN:HD21 1.75 0.51
1:EG:158:ASN:HD22 1:EG:271:GLY:H 1.57 0.51
1:GC:41:MET:HE1 1:HC:65:THR:H 1.75 0.51
1:GK:108:VAL:HG12 1:GK:114:GLN:HA 1.93 0.51
1:GK:119:PRO:HG3 1:GK:134:ALA:HB3 1.93 0.51
1:TA:106:ASN:HB3 1:TA:137: THR:HG22 1.92 0.51
1:IH:198: TYR:HB2 1:IH:210: TYR:HB2 1.93 0.51
1:DC:166:LYS:HG3 1:DC:168:PRO:HD2 1.91 0.51
1:DH:233:GLU:OE2 1:DI:254: THR:N 2.42 0.51
1:DK:166:LYS:HE3 1:DK:176:SER:HB3 1.92 0.51
1:EE:57:THR:HG21 1:EF:110:MET:HE1 1.91 0.51
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1:EG:397:THR:HG21 | 1:EH:382:GLN:HG2 1.93 0.51
1:HA:390:THR:O 1:HA:394:ILE:HG12 2.11 0.51
1:HI:94:SER:HB2 1:HI:332: VAL:HG12 1.92 0.51
1:DA:118:TYR:N 1:DA:313:GLN:O 2.44 0.51
1:DK:209:VAL:HB 1:DK:227:- THR:HG22 1.92 0.51
1:EA:194:ASP:H 1:EA:215:SER:HB3 1.76 0.51
1:EA:213:ASP:0D2 1:EA:247:-THR:OG1 2.28 0.51
1:EJ:390: THR:0G1 1:EK:402:ARG:NH2 2.35 0.51
1:GJ:108:VAL:HG12 1:GJ:114:GLN:HA 1.92 0.51
1:GJ:293:ILE:O 1:GJ:357:ASN:ND2 2.42 0.51
1:TA:184: THR:O 1:TA:280:GLN:NE2 2.44 0.51
1:I1C:108:VAL:HG12 1:1C:114:GLN:HA 1.92 0.51
1:IH:121:THR:O 1:TH:128:GLN:NE2 2.42 0.51
1:DA:81:PHE:HB3 1:DA:93:TYR:HB3 1.92 0.51
1:DC:183:VAL:HG22 | 1:DC:278: THR:HG21 1.91 0.51
1:FG:232:ASN:HD21 1:FG:236:ILE:HB 1.75 0.51
1:HC:203:LYS:HG2 1:HC:204:ASP:H 1.75 0.51
1:HF:390: THR:OG1 1:HG:402:ARG:NH1 2.44 0.51
1:HH:15:ASN:HB2 1:HH:38:PHE:HZ 1.76 0.51
1:1C:195:MET:HE1 1:1C:247:-THR:HB 1.93 0.51
1:1F:301:GLY:N 1:1F:309:GLN:O 2.42 0.51
1:.IK:118:TYR:HB2 1.IK:127:ILE:HD11 1.93 0.51
1:DA:211:THR:N 1:DA:226:SER:OG 2.43 0.51
1:GK:116:THR:HG22 | 1:GK:133:PRO:HB2 1.93 0.51
1:HF:188:SER:OG 1:1E:234:ASN:OD1 2.26 0.51
1:HI:380:ASN:O 1:HI:384:ASN:ND2 2.44 0.51
1:1J:16:LEU:HD23 1:1J:19:ILE:HD11 1.93 0.51
1:1J:65:THR:HB 1:1J:359:ALA:HB1 1.93 0.51
1:EE:298: THR:HG22 | 1:EE:313:GLN:HG3 1.92 0.51
1:FF:74:VAL:HG12 1:FF:357:ASN:HA 1.93 0.51
1:FG:209:VAL:HG23 1:FG:226:SER:HB2 1.92 0.51
1:FJ:169:PHE:HE1 1:FJ:177:TYR:HB3 1.74 0.51
1:FJ:197:VAL:HG12 | 1:FJ:211:THR:HG22 1.92 0.51
1:1C:173:ASP:O 1:1C:176:SER:OG 2.28 0.51
1:TH:187:ASP:HA 1:TH:256:ALA:HB2 1.93 0.51
1:1K:79:ASN:OD1 1:IK:80:GLY:N 2.43 0.51
1:DD:155:ILE:HG13 1:DD:275:ILE:HA 1.94 0.50
1:DE:179:LYS:HB3 1:DE:199:PHE:HB2 1.93 0.50
1:DH:92:PHE:HB3 1:DH:332:VAL:HB 1.93 0.50
1:DH:159:SER:O 1:DH:201:LYS:NZ 2.44 0.50
1:DH:265:SER:C 1:DH:266:MET:HE2 2.36 0.50
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Atom-1 Atom-2 distance (A) overlap (A)
1:DI:368:SER:HA 1:DI:371:LEU:HD12 1.93 0.50
1:EG:187:ASP:HA 1:EG:256:ALA:HB2 1.93 0.50
1:GH:390:THR:0G1 1:GI:402: ARG:NH2 2.44 0.50
1:DD:41:MET:HE2 1:DD:49:LEU:HB2 1.92 0.50
1:DD:206:GLU:OE1 1:DD:230:LYS:HD3 2.11 0.50
1:DF:160: THR:0G1 1:DG:191:ASN:OD1 2.27 0.50
1:DG:290:SER:O 1:DG:302:ASN:N 2.41 0.50
1:DJ:109:ASN:OD1 1:DJ:113:MET:N 2.43 0.50
1:ED:211:THR:HG21 | 1:ED:245:1LE:HD13 1.94 0.50
1:EH:157:LEU:HD13 1:EH:207: TRP:CE2 2.46 0.50
1:EH:243:VAL:HG13 | 1:EH:245:ILE:HD11 1.94 0.50
1:EI:187:ASP:OD1 1:EI:191:ASN:N 2.44 0.50
1:HJ:42:PHE:HB2 1:1K:329:GLY:N 2.27 0.50
1:1C:70:ARG:NH2 1:1C:99:PHE:O 2.29 0.50
1:1J:81:PHE:N 1:1J:317:ALA:O 2.43 0.50
1:1J:143:-MET:HE3 1:1J:309:GLN:HG3 1.93 0.50
1:DE:232:ASN:OD1 1:DE:233:GLU:N 2.43 0.50
1:EH:201:LYS:HD3 1:EH:207:- TRP:CZ2 2.47 0.50
1:FJ:290:SER:OG 1:FJ:302:ASN:ND2 2.39 0.50
1:GC:70:ARG:NH2 1:GC:99:PHE:O 2.31 0.50
1:GF:123:THR:HB 1:GF:124:PRO:HD3 1.93 0.50
1:ID:117:GLY:N 1:1D:134:ALA:O 2.40 0.50
1:1I:169:PHE:HA 1:1I:176:SER:HB3 1.93 0.50
1:EB:123:THR:OG1 1:EB:124:PRO:HD3 2.11 0.50
1:FD:270: THR:H 1:FE:285:PRO:HG2 1.77 0.50
1:F1:232:ASN:OD1 1:FI1:236:ILE:N 2.45 0.50
1:GJ:261:SER:HB2 1:GJ:263:LEU:HD23 1.91 0.50
1:1C:393:GLN:O 1:1C:397:THR:N 2.43 0.50
1:TH:268:GLN:HG3 1:11:285:PRO:HG3 1.94 0.50
1:DJ:139:PRO:HD2 1:DJ:311:LEU:HD23 1.93 0.50
1:EG:179:LYS:HD3 1:EG:180:LYS:N 2.27 0.50
1:FF:68: THR:HG23 1:FF:70:ARG:H 1.76 0.50
1:HI:95:ARG:HG3 1:HI:333: TRP:HZ3 1.75 0.50
1:HI:227: THR:HB 1:HI:243:VAL:HG11 1.93 0.50
1:HJ:179:LYS:HD3 1:HJ:273:ASN:HB2 1.93 0.50
1:1B:43:ALA:HB2 1:1B:49:LEU:HD11 1.94 0.50
1:1B:322:ASN:HA 1:IB:325:LEU:HD13 1.93 0.50
1:IE:100:LYS:NZ 1:IE:110:MET:HA 2.26 0.50
1:1K:86:ASP:HB2 1:1K:92:PHE:HE2 1.76 0.50
1:EJ:117:GLY:HA3 1:EJ:136:ILE:HD11 1.93 0.50
1:HJ:96:ASN:ND2 1:HJ:331:ASN:OD1 2.44 0.50

Continued on next page...




Page 59

Full wwPDB EM Validation Report

EMD-63680, 9M7B

Continued from previous page...

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

1:1C:123:THR:O 1:1C:146:LYS:NZ 2.35 0.50
1:11:143:-MET:HE3 1:11:309:GLN:HG3 1.93 0.50
1:IK:73:ASP:OD1 1:IK:73:ASP:N 2.45 0.50
1:DI:109:ASN:HD21 1:DI:113:-MET:HE2 1.77 0.50
1:DI:293:ILE:HG12 1:DI:299:VAL:HG22 1.94 0.50
1:FA:157:LEU:HD13 1:FA:207:TRP:CE2 2.46 0.50
1:FE:143:MET:HE1 1:FE:307:GLN:HB2 1.94 0.50
1:FH:366:ASP:O 1:FH:370:GLU:HG2 2.12 0.50
1:GA:229:LEU:HD22 | 1:GA:237:LEU:HD11 1.94 0.50
1:HE:151:ALA:HB3 | 1:HE:260:LEU:HD23 1.94 0.50
1:HF:209:VAL:HG21 1:HF:262:PHE:HE2 1.77 0.50
1:ID:68: THR:HG22 1:1D:70:ARG:H 1.76 0.50
1:1D:106:ASN:HD21 1:1D:114:GLN:HE21 1.58 0.50
1:1E:94:SER:HB2 1:1E:332:VAL:HG12 1.94 0.50
1:1K:195:MET:HA 1:IK:195:MET:HE3 1.94 0.50
1:DA:72:LEU:HD21 1:DA:291:TYR:HE2 1.76 0.50
1:DB:154:GLN:HB3 1:DB:277:ALA:HB3 1.92 0.50
1:ED:390:THR:OG1 1:EE:402:ARG:NH2 2.45 0.50
1:EG:145:ALA:HB2 1:EG:285:PRO:HD3 1.93 0.50
1:GE:98:GLN:HG2 1:GE:110:-MET:HE3 1.93 0.50
1:GG:102:ASP:OD1 1:GG:103:GLU:N 2.44 0.50
1:HE:316:LEU:HD13 | 1:HE:347:ALA:HB2 1.93 0.50
1:HH:179:LYS:HD3 1:HH:180:LYS:N 2.26 0.50
1:11:373:ASN:HA 1:1I:376: VAL:HG22 1.93 0.50
1:EJ:108:VAL:HG12 1:EJ:114:GLN:HA 1.93 0.50
1:FA:5:ALA:HB1 1:FA:38R8:ILE:HG12 1.93 0.50
1:FC:194:ASP:0OD1 1:.FC:195:MET:N 2.45 0.50
1:HF:394:ILE:O 1:HF:398:LEU:HG 2.12 0.50
1:HH:390: THR:HG21 1:11:374:MET:HE2 1.93 0.50
1:HI:393:GLN:OE1 1:HJ:378:GLN:NE2 2.40 0.50
1:IF:111:GLN:NE2 1:IF:331:ASN:OD1 2.41 0.50
1:IK:231:PHE:HE1 1:IK:237:LEU:HB2 1.77 0.50
1:DC:179:LYS:HB3 1:DC:199:PHE:HD2 1.76 0.49
1:DH:203:LYS:HG3 1:DH:204:ASP:H 1.75 0.49
1:EB:68: THR:HG22 1:EB:70:ARG:H 1.77 0.49
1:EE:231:PHE:HB3 1:EE:235:GLY:HA2 1.94 0.49
1:HC:9:LEU:HD22 1:HC:384:ASN:HB3 1.94 0.49
1:HC:390: THR:O 1:HC:394:ILE:HG12 2.12 0.49
1:HH:159:SER:N 1:HH:268:GLN:O 2.41 0.49
1:HK:232:ASN:N 1:HK:236:ILE:O 2.33 0.49
1:IE:110:MET:N 1:IE:110:MET:HE2 2.26 0.49
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1.1I:2:PHE:HE1 1:11:388:ILE:HA 1.76 0.49
1:DF:84:LEU:HD23 1:DF:115:LEU:HA 1.94 0.49
1:EG:153:-MET:HG2 1:EG:155:ILE:HD11 1.92 0.49
1:EJ:285:PRO:HG2 1:F1:268: GLN:HB3 1.94 0.49
1:FB:170:SER:HB2 1:FB:173:ASP:HB2 1.92 0.49
1:FJ:33:SER:HB3 1:FJ:365:VAL:HG22 1.94 0.49
1:GB:247:THR:HG22 1:GB:256:ALA:H 1.76 0.49
1:GB:402:ARG:NH1 1:HK:386:GLN:OE1 2.44 0.49
1:GI:200: VAL:HG23 1:GI:208:ALA:HB3 1.93 0.49
1:HE:390:THR:O 1:HE:394:ILE:HG12 2.12 0.49
1:HG:232:ASN:OD1 1:HG:236:ILE:N 2.41 0.49
1:1K:232:ASN:ND2 1:IK:238:GLU:OE2 2.45 0.49
1:DH:306:GLU:HG2 1:DH:306:GLU:O 2.12 0.49
1:EB:247:THR:HG22 1:EB:256:ALA:H 1.78 0.49
1:EC:177:TYR:HA 1:EC:200:VAL:HG12 1.94 0.49
1:FE:249: THR:HG22 1:FE:255:ALA:HB2 1.94 0.49
1:FF:113:MET:HE1 1:FF:332:VAL:HG21 1.95 0.49
1:FF:251:ASN:OD1 1:GE:159:SER:O 2.30 0.49
1:FG:123: THR:HB 1:FG:124:PRO:HD3 1.94 0.49
1:FJ:150: THR:HG22 1:FJ:281:ASN:ND2 2.28 0.49
1:GG:401:LEU:HD12 1:GH:389:LYS:HE3 1.95 0.49
1:GK:145:ALA:HB2 | 1:GK:285:PRO:HG3 1.94 0.49
1:HE:93:TYR:O 1:HE:333: TRP:N 2.40 0.49
1:DB:154:GLN:O 1:DB:276:VAL:HB 2.13 0.49
1:EA:247:-THR:HG22 1:EA:256:ALA:H 1.78 0.49
1:EC:246:THR:HG23 | 1:EC:257:.THR:HG22 1.95 0.49
1:EE:159:SER:OG 1:EE:267:GLN:NE2 2.46 0.49
1:EG:243:VAL:HG13 | 1:EG:245:ILE:HD11 1.92 0.49
1:FE:9:LEU:HD11 1:FE:388:1LE:HG13 1.94 0.49
1:FH:402:ARG:HD2 1:GH:375:ILE:HG12 1.95 0.49
1:GK:101:LEU:HG 1:GK:105:ARG:HA 1.94 0.49
1:HF:379:ARG:NH2 1:HG:392:ASP:0OD1 2.39 0.49
1:HJ:92:PHE:HB3 1:HJ:332:VAL:HB 1.94 0.49
1:1C:117:GLY:HA3 1:.1C:136:1ILE:HD11 1.94 0.49
1:IF:177:TYR:HA 1:1F:200: VAL:HG12 1.95 0.49
1:1I:72:LEU:HD21 1:11:291: TYR:HE2 1.77 0.49
1:ED:187:ASP:OD1 1:ED:191:ASN:N 2.45 0.49
1:EE:201:LYS:HB2 1:EE:207:TRP:CZ3 2.47 0.49
1:FD:393:GLN:O 1:FD:397: THR:HG23 2.12 0.49
1:FE:72:LEU:HD21 1:FE:291:TYR:HE1 1.77 0.49
1:FJ:201:LYS:HD3 1:FJ:207: TRP:CE2 2.48 0.49
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Atom-1 Atom-2 distance (A) overlap (A)
1:GF:107:LEU:HD13 | 1:GF:136:ILE:HG22 1.94 0.49
1:GJ:127:ILE:HD13 1:GJ:313:GLN:HB2 1.95 0.49
1:TA:1:SER:N 1:I1C:17:ASP:OD1 2.46 0.49
1:IF:19:ILE:HD13 1:IF:373:ASN:HB2 1.94 0.49
1:1J:378: GLN:HG2 1:1J:382:GLN:HE22 1.77 0.49
1:EK:265:SER:C 1:EK:266:MET:HE2 2.37 0.49
1:HE:185:VAL:HG23 1:HE:193:HIS:HB2 1.94 0.49
1:1B:341:VAL:HG22 1:1B:342:ALA:H 1.77 0.49
1:1E:246: THR:HG22 | 1:IE:257:THR:HG22 1.94 0.49
1:DC:392:ASP:OD1 1:EA:379:ARG:NE 2.36 0.49
1:DD:177:TYR:CE2 1:DD:180:LYS:HB2 2.48 0.49
1:DD:189:GLN:NE2 1:EC:233:GLU:O 2.44 0.49
1:EG:109:ASN:OD1 1:EG:113:-MET:N 2.46 0.49
1:EJ:148: THR:HB 1:EJ:185:VAL:HG13 1.94 0.49
1:FE:232:ASN:OD1 1:FE:236:1LE:N 2.45 0.49
1:FH:169:PHE:HE1 1.FH:177:'TYR:HB3 1.77 0.49
1:GE:94:SER:HB2 1:GE:332:VAL:HG12 1.94 0.49
1:HJ:393:GLN:HA 1:HJ:396:ASN:HD22 1.76 0.49
1:1B:117:GLY:HA2 1:1B:315:VAL:HG13 1.94 0.49
1:1H:327:SER:HA 1:1H:333: TRP:CD1 2.47 0.49
1:DB:205:ASN:ND2 1:DB:232:ASN:O 2.46 0.49
1:DD:38:PHE:HB2 1:EE:28: THR:HG22 1.94 0.49
1:EC:161:ASP:O 1:EC:201:LYS:NZ 2.37 0.49
1:FI:177: TYR:HA 1:F1:200: VAL:HG22 1.93 0.49
1:GE:223: THR:HG23 | 1:GE:224:THR:HG23 1.94 0.49
1:HH:203:LYS:HG2 1:HH:204:ASP:H 1.77 0.49
1:HH:241:GLY:HA2 1:HH:262:PHE:HB2 1.94 0.49
1:1B:93:TYR:N 1:1B:333:TRP:O 2.32 0.49
1:1E:167:THR:OG1 1:1E:168:PRO:HD3 2.13 0.49
1:IH:158:ASN:O 1:IH:267:GLN:NE2 2.46 0.49
1:DA:321:ASN:HB3 1:DA:339:SER:HA 1.95 0.49
1:EF:161:ASP:O 1:EF:201:LYS:NZ 2.34 0.49
1:EK:305:ASN:O 1:EK:307:GLN:HG2 2.13 0.49
1:TA:401:LEU:HD11 1:.1C:388:.ILE:HG22 1.95 0.49
1:DJ:209:VAL:HG11 1:DJ:262:PHE:HZ 1.77 0.49
1:EE:229:LEU:HA 1:EE:237:LEU:HD22 1.94 0.49
1:FJ:108:VAL:HG12 1:FJ:114:GLN:HA 1.94 0.49
1:GB:177:TYR:HA 1:GB:200:VAL:HG12 1.95 0.49
1:HA:108:VAL:HG12 1:HA:114:GLN:HA 1.95 0.49
1:HE:32:LYS:NZ 1:HE:361:GLU:OE2 2.40 0.49
1:HF:74:VAL:HG12 1:HF:357:ASN:HA 1.95 0.49
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1:ID:16:LEU:HD11 1:1D:378:GLN:HA 1.94 0.49
1:1E:297:GLY:HA3 1:IE:314:ILE:HG22 1.95 0.49
1:1I1:96:ASN:HD21 1:1I:111:GLN:HE22 1.61 0.49
1:DB:68: THR:HG22 1:DB:70:ARG:H 1.78 0.48
1:DC:197:VAL:HG22 | 1:DC:211:THR:HG22 1.95 0.48
1:DK:123: THR:HB 1:DK:124:PRO:HD3 1.95 0.48
1:ED:49:LEU:HD13 1:FD:64: THR:HG22 1.96 0.48
1:EI1:401:LEU:HD21 1:EJ:388:ILE:HG21 1.94 0.48
1:FA:109:ASN:HD21 1:FA:113:MET:HB2 1.78 0.48
1:HD:387: THR:HA 1:.IE:374:MET:HE1 1.95 0.48
1:HG:230:LYS:HB2 1:HG:239:SER:HB2 1.95 0.48
1:1D:206:GLU:N 1:ID:206:GLU:OE2 2.46 0.48
1:1D:235:GLY:O 1:I1D:267:GLN:N 2.42 0.48
1.IE:76:1LE:HG21 1:1E:80:GLY:HA3 1.95 0.48
1:DG:70:ARG:NE 1:DG:73:ASP:OD1 2.46 0.48
1:DG:178:ASN:N 1:DG:199:PHE:O 2.45 0.48
1:DH:366:ASP:O 1:DH:370:GLU:HG2 2.13 0.48
1:DJ:341:VAL:HG23 | 1:DJ:343:LEU:HD12 1.95 0.48
1:EB:166:LYS:HD3 1:EB:175:ASP:HB3 1.94 0.48
1:ED:151:ALA:HB3 | 1:ED:260:LEU:HD23 1.94 0.48
1:EH:76:ILE:HB 1:EH:95:ARG:HH21 1.79 0.48
1:GD:243:VAL:HG13 | 1:GD:245:1LE:HD11 1.95 0.48
1:GF:293:ILE:O 1:GF:357:ASN:ND2 2.46 0.48
1:GG:151:ALA:HB3 | 1:GG:260:LEU:HD23 1.96 0.48
1:IK:96:ASN:OD1 1:.IK:98:GLN:HG2 2.13 0.48
1:DA:390: THR:O 1:DA:394:ILE:HG12 2.12 0.48
1:DB:5:ALA:HB1 1:DB:388:ILE:HG12 1.95 0.48
1:DB:145:ALA:N 1:EK:268:GLN:OE1 2.40 0.48
1:DD:187:ASP:OD1 1:DD:191:ASN:N 2.46 0.48
1:DI:291:TYR:HA 1:DI:301:GLY:HA2 1.95 0.48
1:EK:166:LYS:HG2 1:EK:168:PRO:HD2 1.94 0.48
1:FI:143:MET:HE3 1:FI:309:GLN:HG3 1.95 0.48
1:1E:83:ARG:HH11 1:IE:116: THR:HG21 1.77 0.48
1:DA:197:VAL:HA 1:DA:210:TYR:O 2.12 0.48
1:DB:178:ASN:N 1:DB:199:PHE:O 2.43 0.48
1:DD:366:ASP:O 1:DD:370:GLU:HG2 2.13 0.48
1:GA:258:PHE:HE2 | 1:GA:260:LEU:HD12 1.78 0.48
1:GF:402:ARG:NH1 1:HF:378:GLN:OE1 2.46 0.48
1:HE:232:ASN:OD1 1:HE:236:ILE:N 2.42 0.48
1:1J:232:ASN:HD21 1:1J:236:ILE:HB 1.77 0.48
1:DE:298: THR:HG22 | 1:DE:313:GLN:HG3 1.95 0.48
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Atom-1 Atom-2 distance (A) overlap (A)
1:GA:203:LYS:NZ 1:GA:206:GLU:OE1 2.41 0.48
1:GB:232:ASN:OD1 1:GB:233:GLU:N 2.44 0.48
1:GJ:203:LYS:HG2 1:GJ:204:ASP:H 1.77 0.48
1:GJ:207:TRP:HB2 1:GJ:229:LEU:HB2 1.96 0.48
1:HF:230:LYS:HG3 1:HF:238:GLU:OE1 2.14 0.48
1:ID:52:LYS:HD3 1:1D:53:VAL:H 1.78 0.48
1:1G:195:MET:HE1 1:1G:245:.1LE:HG21 1.94 0.48
1:DA:142:LEU:HD22 | 1:DB:156:ASN:HD22 1.78 0.48
1:DF:123: THR:HB 1:DF:124:PRO:HD3 1.96 0.48
1:DG:397:THR:HG21 | 1:DH:382:GLN:HG2 1.96 0.48
1:DI:177:TYR:CE1 1:DI:180:LYS:HD3 2.49 0.48
1:DK:158:ASN:ND2 1:DK:271:GLY:O 2.47 0.48
1:EC:210:TYR:CE2 1:EC:225:ALA:HA 2.48 0.48
1:EI:195:-MET:N 1:EI:195:MET:SD 2.86 0.48
1:GH:106:ASN:HA 1:GH:137:THR:HA 1.95 0.48
1:HK:52:LYS:HD3 1:IK:67:ASN:ND2 2.28 0.48
1:IF:3:SER:O 1:IF:7:SER:OG 2.30 0.48
1:DE:82:PHE:HB2 1:DE:94:SER:O 2.13 0.48
1:DE:177:TYR:CE1 1:DE:180:LYS:HB2 2.49 0.48
1:DG:402:ARG:NH2 1:EG:378:GLN:OFE1 2.43 0.48
1:DJ:237:LEU:HD21 1:DJ:263:LEU:HA 1.95 0.48
1:EI:85:VAL:HG13 1:EI:116: THR:HG21 1.94 0.48
1:EI:185:VAL:HG13 1:EI:195:-MET:HE1 1.96 0.48
1:FF:188:SER:OG 1:GE:234:ASN:OD1 2.31 0.48
1:FK:280:GLN:HG2 1:FK:281:ASN:N 2.29 0.48
1:GJ:216:ASP:HB3 1:GJ:219:ALA:HB2 1.95 0.48
1:HE:145:ALA:HB2 1:HE:285:PRO:HD3 1.96 0.48
1:1B:73:ASP:HB2 1:1B:360:LEU:HD21 1.95 0.48
1:1J:83:ARG:HB3 1:1J:116:THR:HB 1.95 0.48
1:1K:200:VAL:HB 1:IK:208:ALA:HB3 1.96 0.48
1:DI:118:TYR:HB2 1:DI:313:GLN:HB2 1.95 0.48
1:EE:315:VAL:HG21 | 1:EE:344:LEU:HD23 1.95 0.48
1:EF:393:GLN:OE1 1:FG:378:GLN:NE2 2.38 0.48
1:FG:203:LYS:HD2 1:FG:204:ASP:N 2.27 0.48
1:FI:159:SER:HA 1:FI1:267:GLN:HE21 1.78 0.48
1:HA:195:MET:SD 1:HA:213:ASP:HB3 2.54 0.48
1:HF:395:LEU:HD13 1:1E:379:ARG:HG3 1.94 0.48
1:.IF:75:ALA:HB1 1:1F:361:GLU:HB2 1.96 0.48
1:DB:118:TYR:HB2 1:DB:127:ILE:HD11 1.94 0.48
1:DD:201:LYS:HE2 1:DD:204:ASP:HA 1.95 0.48
1:DJ:227:THR:HG21 1:DJ:262:PHE:CE1 2.47 0.48
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1:EH:167:THR:OG1 1:EH:168:PRO:HD3 2.14 0.48
1:FG:366:ASP:O 1:FG:370:GLU:HG2 2.13 0.48
1:GJ:366:ASP:0OD1 1:GJ:366:ASP:N 2.46 0.48
1:HB:61: THR:O 1:HB:364:ASN:ND2 2.47 0.48
1:1B:109:ASN:OD1 1:I1B:112:GLY:N 2.47 0.48
1:1D:173:ASP:0OD2 1:ID:176:SER:N 2.46 0.48
1:1G:287:ASP:0OD2 1:1G:288:LEU:N 2.46 0.48
1:1K:32:LYS:HE2 1:1K:95:ARG:HD3 1.95 0.48
1:DA:299:VAL:HG13 1:DA:311:LEU:HB2 1.96 0.48
1:DF:191:ASN:N 1:EE:269:ASN:HD22 2.10 0.48
1:DG:371:LEU:O 1:DG:374:MET:HG3 2.14 0.48
1:DJ:121: THR:HG22 1:DJ:122:GLY:H 1.78 0.48
1:EF:198:TYR:O 1:EF:209:VAL:HA 2.14 0.48
1:EF:379:ARG:HG3 | 1:EG:395:LEU:HD13 1.95 0.48
1:FA:177:TYR:HA 1:FA:200:VAL:HG12 1.95 0.48
1:FC:169:PHE:HE1 1:FC:177:-TYR:HB3 1.79 0.48
1:FF:155:ILE:HD12 1:FF:275:1LE:HG13 1.96 0.48
1:FG:246:THR:HG23 | 1.FG:257:THR:HG22 1.94 0.48
1:GB:306:GLU:HG2 1:GB:306:GLU:O 2.14 0.48
1:GC:92:PHE:HB3 1:GC:332:VAL:HB 1.96 0.48
1:GF:94:SER:HB2 1:GF:332:VAL:HG12 1.96 0.48
1:GJ:86:ASP:OD1 1:GJ:87:SER:N 2.44 0.48
1:HG:84:LEU:HD23 1:HG:115:LEU:HA 1.96 0.48
1:HH:92:PHE:HB3 1:HH:332:VAL:HB 1.96 0.48
1:HI:232:ASN:OD1 1:HI:236:ILE:N 2.44 0.48
1:DH:285:PRO:HG3 1:EG:268:GLN:HB3 1.96 0.47
1:DJ:229:LEU:HD21 1:DJ:262:PHE:CD1 2.49 0.47
1:EI:179:LYS:NZ 1:EI:275:ILE:HG13 2.29 0.47
1:EI:211: THR:HG21 1:E1:245:1LE:HD13 1.95 0.47
1:EJ:249: THR:HG22 1:EJ:255:ALA:H 1.79 0.47
1:EK:33:SER:HB3 1:EK:365:VAL:HG22 1.95 0.47
1:EK:94:SER:HB2 1:EK:332:VAL:HG12 1.94 0.47
1:GB:68: THR:HG21 | 1:GB:360:LEU:HD12 1.96 0.47
1:1D:174:ALA:HA 1:ID:177:TYR:CE1 2.49 0.47
1:1F:395:LEU:O 1:1F:399:VAL:HG22 2.14 0.47
1:DG:105:ARG:NH1 1:D@G:140:ASN:OD1 2.47 0.47
1:DG:207: TRP:HB2 1:DG:229:LEU:HB2 1.96 0.47
1:DH:117:GLY:HA3 1:DH:136:ILE:HD11 1.96 0.47
1:DJ:94:SER:HB2 1:DJ:332: VAL:HG12 1.96 0.47
1:EH:366:ASP:O 1:EH:370:GLU:HG2 2.14 0.47
1:EI:300: VAL:HG22 1:EI:310:VAL:HG12 1.95 0.47
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:EJ:74:VAL:HG12 1:EJ:357:ASN:HA 1.96 0.47
1:EJ:143:-MET:HE3 1:EJ:309:GLN:HG3 1.96 0.47
1:EJ:394:1ILE:HD11 1:FK:16:LEU:HD13 1.95 0.47
1:FA:316:LEU:HD12 1:FA:352:PHE:HB3 1.96 0.47
1:FF:203:LYS:HD2 1:FF:204:ASP:H 1.79 0.47
1:GB:401:LEU:HD13 1:HA:389:LYS:HG2 1.96 0.47
1:HG:37:SER:HB3 1:HH:98:GLN:HE22 1.78 0.47
1:1E:3:SER:HB2 1:1E:49:LEU:C 2.39 0.47
1:DI:145:ALA:HB2 1:DI:285:PRO:HD3 1.95 0.47
1:EG:206:GLU:OE1 1:EG:230:LYS:HA 2.14 0.47
1:FD:209:VAL:O 1:FD:226:SER:N 2.47 0.47
1:FH:382:GLN:HB3 1:FI:399:VAL:HG11 1.95 0.47
1:F1:249: THR:OG1 1:FI1:253:ALA:O 2.24 0.47
1:TA:161:ASP:OD2 1:TA:178:ASN:ND2 2.47 0.47
1:1B:155:1LE:HD13 1:1B:275:1ILE:HG13 1.96 0.47
1:DB:74:VAL:HG12 1:DB:357:ASN:HA 1.97 0.47
1:DI:83:ARG:HD2 1:DI:344:LEU:HD11 1.95 0.47
1:DI:318:ASN:HD22 1:DI:351:ASN:HD21 1.61 0.47
1:DK:373:ASN:HA 1:DK:376:VAL:HG22 1.96 0.47
1:EH:402:ARG:HD2 1:FH:375:ILE:HG12 1.97 0.47
1:GJ:68: THR:HG21 1:GJ:360:LEU:HD12 1.95 0.47
1:HA:394:1ILE:HD12 1:HC:381:TYR:CD2 2.50 0.47
1:HF:203:LYS:HE2 1:HF:206:GLU:HG2 1.96 0.47
1:HG:94:SER:HB3 1:HG:332:VAL:HG12 1.96 0.47
1:1G:12:ALA:HB3 1:1G:381:TYR:HD2 1.79 0.47
1:1I:201:LYS:HG3 1:11:207:- TRP:NE1 2.29 0.47
1:DD:227:-THR:HG22 1:DD:228: THR:N 2.30 0.47
1:DH:201:LYS:HD3 1:DH:207:TRP:CZ2 2.49 0.47
1:DI:327:SER:HG 1:DI:333: TRP:CD1 2.32 0.47
1:DJ:94:SER:HB2 1:DJ:332: VAL:HA 1.96 0.47
1:EH:206:GLU:HA 1:EH:229:LEU:O 2.14 0.47
1:FA:246: THR:HB 1:FA:257: THR:HG22 1.96 0.47
1:HD:4:GLN:HE21 1:HD:49:LEU:HA 1.78 0.47
1:HD:108:VAL:HG12 1:HD:114:GLN:HA 1.95 0.47
1:HG:113:MET:HE1 | 1:HG:332:VAL:HG21 1.97 0.47
1:HH:25:ASN:O 1:HH:363:SER:OG 2.28 0.47
1:1G:1:SER:OG 1:1G:391:GLN:OE1 2.33 0.47
1:DF:93:TYR:O 1:DF:333:TRP:N 2.39 0.47
1:DF:287:ASP:0OD1 1:DF:288:LEU:N 2.47 0.47
1:DI:341:VAL:HG13 1:DI:343:LEU:HG 1.96 0.47
1:DJ:83:ARG:HD2 1:DJ:344:LEU:HD21 1.97 0.47
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Atom-1 Atom-2 distance (A) overlap (A)

1:EG:101:LEU:HD21 | 1:EG:105:ARG:HG2 1.95 0.47
1:FG:61: THR:O 1:FG:364:ASN:ND2 2.47 0.47
1:GA:159:SER:HB2 1:GA:267:GLN:HG2 1.97 0.47
1:GE:5:ALA:HB1 1:GE:388:ILE:HG12 1.97 0.47
1:HA:316:LEU:HD11 | 1:HA:355:LEU:HD11 1.97 0.47
1:HD:123:THR:CG2 1:HD:124:PRO:HD3 2.44 0.47
1:HD:392:ASP:0D2 1:1C:379:ARG:NH1 2.48 0.47
1:HH:94:SER:HB3 1:HH:332:VAL:HG12 1.96 0.47
1:HJ:319:PHE:HD1 1:HJ:339:SER:HB2 1.79 0.47
1:1C:213:ASP:OD1 1:1C:215:SER:OG 2.33 0.47
1:ID:70:ARG:NH2 1:ID:98:GLN:OE1 2.48 0.47
1:1H:104:ASN:C 1:IH:105:ARG:HD3 2.39 0.47
1:1J:370:GLU:HA 1:1J:373:ASN:OD1 2.15 0.47
1:IK:187:ASP:OD1 1:1K:191:ASN:N 2.48 0.47
1:DE:113:MET:HE1 | 1:DE:332:VAL:HG11 1.97 0.47
1:DI:375:ILE:O 1:DI:379:ARG:HG2 2.15 0.47
1:DJ:179:LYS:HB3 1:DJ:199:PHE:CD2 2.42 0.47
1:EB:402:ARG:HD?2 1:EB:402:ARG:HA 1.63 0.47
1:EJ:254: THR:N 1:FI1:233: GLU:OE2 2.34 0.47
1:FI1:366:ASP:O 1:FI:370:GLU:HG2 2.15 0.47
1:FJ:284:LYS:HG3 1:FJ:285:PRO:HD2 1.95 0.47
1:GC:210:TYR:CE1 1:GC:225:ALA:HA 2.50 0.47
1:GD:203:LYS:CG 1:GD:204:ASP:H 2.27 0.47
1:GG:84:LEU:HD23 1:GG:115:LEU:HA 1.94 0.47
1:GH:125:PRO:HG2 1:GH:309:GLN:HG3 1.95 0.47
1:GI:317:ALA:HB2 1:GI:344:.LEU:HD23 1.97 0.47
1:HA:138:ILE:O 1:HA:138:ILE:HG13 2.13 0.47
1:HF:106:ASN:HB3 | 1:HF:137:THR:HG22 1.97 0.47
1:HI:230:LYS:HE2 1:HI:239:SER:HB2 1.96 0.47
1:HK:398:LEU:HD13 | 1:HK:401:LEU:HD11 1.96 0.47
1:1B:212:HIS:CD2 1:IB:213:ASP:N 2.83 0.47
1:1E:284:LYS:O 1:IE:305:ASN:ND2 2.46 0.47
1:1G:384:ASN:OD1 1:1G:385:ALA:N 2.48 0.47
1:IH:92:PHE:HE1 1:TH:328:GLN:HG3 1.79 0.47
1:1J:341:VAL:HG13 1:1J:343:LEU:HD12 1.96 0.47
1:IK:101:LEU:HG 1:1K:105:ARG:HA 1.97 0.47
1:IK:119:PRO:HG3 1:1K:134:ALA:HB3 1.96 0.47
1:IK:123:THR:HB 1:IK:124:PRO:HD3 1.97 0.47
1:DC:46:LYS:HB3 1:DD:56:1ILE:HD12 1.96 0.47
1:DD:196:ASN:HB2 1:DD:212:HIS:HB3 1.96 0.47
1:DH:68: THR:HG21 | 1:DH:360:LEU:HD12 1.97 0.47
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Atom-1 Atom-2 distance (A) overlap (A)

1:EE:154:GLN:HG2 1:EE:276:VAL:HB 1.96 0.47
1:FB:74:VAL:HG12 1:FB:357:ASN:HA 1.96 0.47
1:HA:170:SER:O 1:HA:176:SER:OG 2.32 0.47
1:HK:98:GLN:HG2 1:HK:110:MET:HE2 1.97 0.47
1:TA:166:LYS:HG2 1:TA:168:PRO:HD2 1.96 0.47
1:IB:382:GLN:O 1:1B:386:GLN:HG2 2.15 0.47
1:DG:68: THR:HG23 1:DG:70:ARG:H 1.79 0.47
1:DH:123:THR:OG1 1:DH:124:PRO:HD3 2.14 0.47
1:DH:185:VAL:HG21 | 1:DH:247:THR:HG21 1.96 0.47
1:EC:321:ASN:HD21 1:ED:101:LEU:C 2.22 0.47
1:EF:247: THR:HG22 1:EF:256:ALA:H 1.80 0.47
1:EG:28: THR:HG23 1:EG:31:PHE:HB2 1.97 0.47
1:EI:70:ARG:NH2 1:EI:99:PHE:O 2.46 0.47
1:GA:287:ASP:OD1 1:GA:287:ASP:N 2.44 0.47
1:GB:380:ASN:O 1:GB:384:ASN:ND2 2.48 0.47
1:GG:242:THR:HB 1:GG:259:SER:HB2 1.97 0.47
1:HD:195:MET:HE3 | 1:HD:247: THR:HG22 1.97 0.47
1:HH:210:TYR:CE1 1:HH:225:ALA:HA 2.50 0.47
1:I1B:193:HIS:HD1 1:1B:213:ASP:CG 2.22 0.47
1:1J:111:GLN:HE21 1:1J:330:ASP:HB3 1.80 0.47
1:DA:280:GLN:NE2 1:DA:282:GLY:O 2.36 0.47
1:DG:108:VAL:HG12 1:DG:114:GLN:HA 1.97 0.47
1:DJ:193:HIS:HE1 1:DJ:250:1ILE:HG12 1.80 0.47
1:DK:84:LEU:HB3 1:DK:113:-MET:HB3 1.97 0.47
1:EH:179:LYS:HB2 1:EH:273:ASN:HD22 1.80 0.47
1:GB:98:GLN:HG2 1:GB:110:MET:HE3 1.96 0.47
1:GH:216:ASP:HA 1:GH:250:ILE:HD11 1.97 0.47
1:GI:401:LEU:HD21 1:GJ:388:ILE:HG21 1.97 0.47
1:HF:98:GLN:HG2 1:HF:360: LEU:HD21 1.97 0.47
1:1B:41:MET:HE2 1:1B:41:MET:HA 1.97 0.47
1.IK:76:ILE:HD12 1:IK:316:LEU:HD21 1.97 0.47
1:DF:177:TYR:HE1 1:DF:180:LYS:HB2 1.81 0.46
1:DJ:395:LEU:HD13 1:EI:379:ARG:HG3 1.96 0.46
1:EH:142:LEU:HD23 1:EH:142:LEU:H 1.79 0.46
1:EI:174:ALA:HA 1:EL:177:TYR:CZ 2.51 0.46
1:EK:145:ALA:HB2 1:EK:285:PRO:HD3 1.97 0.46
1:FK:238:GLU:OE2 1:FK:238:GLU:N 2.49 0.46
1:GD:190:GLY:O 1:HC:269:ASN:ND2 2.48 0.46
1:GE:203:LYS:HG2 1:GE:206:GLU:HB2 1.98 0.46
1:GI:228: THR:HG23 1:GI:230:LYS:HE3 1.98 0.46
1:HC:41:MET:HB2 1:HC:49:LEU:HB2 1.96 0.46
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1:HD:223: THR:HG23 | 1:HD:224:THR:HG23 1.98 0.46
1:HD:287:ASP:H 1:HD:304:SER:HB3 1.80 0.46
1:HF:92:PHE:HB3 1:HF:332:VAL:HB 1.97 0.46
1:HF:96:ASN:OD1 1:HF:98:GLN:HG3 2.15 0.46
1:HJ:211:THR:HG21 1:HJ:245:1ILE:HG21 1.96 0.46
1:1B:396:ASN:HA 1:1B:399:VAL:HG23 1.97 0.46
1:1C:345:GLY:HA3 1:.1C:352:PHE:CE1 2.50 0.46
1:1K:366:ASP:0OD2 1:IK:368:SER:OG 2.29 0.46
1:DB:216:ASP:HA 1:DB:250:ILE:HD11 1.96 0.46
1:DC:78:GLN:HE22 1:DC:354:LYS:NZ 2.14 0.46
1:DD:84:LEU:HD23 1:DD:115:LEU:HA 1.97 0.46
1:DG:202: THR:HB 1:DG:206:GLU:HG3 1.97 0.46
1:DJ:74:VAL:HG12 1:DJ:357:ASN:HA 1.98 0.46
1:EB:73:ASP:0OD1 1:EB:73:ASP:N 2.47 0.46
1:FI1:393: GLN:O 1:FI:397: THR:HG23 2.15 0.46
1:GD:128:GLN:HE22 1:HD:180:LYS:NZ 2.13 0.46
1:GE:108:VAL:HG12 1:GE:114:GLN:HA 1.97 0.46
1:GI:187:ASP:OD1 1:GI:191:ASN:N 2.48 0.46
1:HC:92:PHE:HB3 1:HC:332:VAL:HB 1.98 0.46
1:1I:13:ALA:HA 1:.1I:16:LEU:HD12 1.96 0.46
1:11:393: GLN:OE1 1:1J:378:GLN:NE2 2.48 0.46
1:DB:148: THR:HG23 1:DB:281:ASN:H 1.80 0.46
1:DF:402: ARG:NH2 1:EE:393:GLN:OE1 2.49 0.46
1:DI:46:LYS:HD3 1:DJ:56:ILE:HB 1.97 0.46
1:DJ:148: THR:HG23 1:DJ:281:ASN:H 1.81 0.46
1:DK:296:ASP:HA 1:DK:354:LYS:HZ2 1.81 0.46
1:FB:366:ASP:O 1:FB:370:GLU:HG2 2.14 0.46
1:FF:33:SER:HB2 1:FF:365:VAL:HG22 1.96 0.46
1:FI:401:LEU:HD21 1:FJ:388:ILE:HG21 1.97 0.46
1:HE:305:ASN:O 1:HE:306:GLU:HG2 2.16 0.46
1:HJ:42:PHE:HA 1:HJ:49:LEU:HD13 1.98 0.46
1:TA:299:VAL:N 1:TA:312:GLY:O 2.40 0.46
1:DC:368:SER:O 1:DC:372:VAL:HG13 2.15 0.46
1:EG:230:LYS:HB2 1:EG:239:SER:HB3 1.97 0.46
1:FF:379:ARG:HG3 | 1:FG:395:LEU:HD13 1.96 0.46
1:FF:381:TYR:HH 1:GE:368:SER:HG 1.63 0.46
1:FF:394:1LE:HD11 1:GG:378:GLN:HG3 1.97 0.46
1:GB:207:TRP:HE1 1:GB:267:GLN:CD 2.24 0.46
1:GC:159:SER:N 1:GC:268:GLN:O 2.47 0.46
1:GD:155:ILE:HD12 1:GD:275:ILE:HG12 1.98 0.46
1:1H:317:ALA:HB1 1:1H:342:ALA:HB1 1.97 0.46
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1:DA:194:ASP:H 1:DA:215:SER:HB3 1.81 0.46
1:DA:235:GLY:HA2 1:DA:267:GLN:HB3 1.97 0.46
1:DD:177:TYR:HA 1:DD:200:VAL:HG12 1.97 0.46
1:DJ:203:LYS:HA 1:DJ:203:LYS:HD2 1.69 0.46
1:EB:187:ASP:OD1 1:EB:191:ASN:N 2.49 0.46
1:FC:154:GLN:HB3 1:FC:277:ALA:HB3 1.97 0.46
1:FH:42:PHE:HB2 1:GI:329:GLY:HA2 1.97 0.46
1:HA:159:SER:HB2 1:HA:267:GLN:HG2 1.96 0.46
1:HF:402:ARG:NH1 1:1F:378:GLN:OE1 2.49 0.46
1:HG:179:LYS:HB2 1:HG:273:ASN:ND2 2.30 0.46
1:HI:101:LEU:HD21 1:HI:138:ILE:HD12 1.98 0.46
1:DJ:205:ASN:OD1 1:DJ:206:GLU:N 2.49 0.46
1:EB:82:PHE:HB2 1:EB:94:SER:O 2.15 0.46
1:EG:105:ARG:NH1 1:EG:140:ASN:HB3 2.30 0.46
1:EH:161:ASP:CG 1:EH:178:ASN:HD21 2.24 0.46
1:FE:102:ASP:HB3 1:FE:106:ASN:H 1.80 0.46
1:FG:399:VAL:HG12 1:FG:400:ASN:H 1.81 0.46
1:GF:108:VAL:HG12 1:GF:114:GLN:HA 1.98 0.46
1:GK:86:ASP:OD1 1:GK:87:SER:N 2.42 0.46
1:HC:177:TYR:HA 1:HC:200:VAL:HG12 1.98 0.46
1:HF:49:.LEU:HD13 1:IF:65: THR:H 1.79 0.46
1:HH:6:VAL:HG22 1:1G:372:VAL:HG21 1.97 0.46
1:1E:166:LYS:HA 1:1E:166:LYS:HD3 1.71 0.46
1:1G:180:LYS:HG3 1:1G:198: TYR:HE1 1.80 0.46
1:11:382: GLN:O 1:11:386: GLN:HG2 2.14 0.46
1:DG:143:MET:HE2 1:DG:283: TYR:CE1 2.51 0.46
1:DI:347:ALA:HB1 1:DI:355:LEU:HD23 1.97 0.46
1:EC:123:THR:HB 1:EC:124:PRO:HD3 1.98 0.46
1:EG:146:LYS:NZ 1:EG:281:ASN:HD22 2.13 0.46
1:EJ:157.LEU:HD13 1:EJ:207: TRP:CD2 2.51 0.46
1:FG:153:MET:HE3 1:FG:275:ILE:HD13 1.97 0.46
1:FG:401:LEU:HD12 1:FH:389:LYS:HE3 1.98 0.46
1.FK:247:-THR:HG22 1:FK:256:ALA:H 1.81 0.46
1:GC:210:TYR:HE1 1:GC:225:ALA:HA 1.80 0.46
1:GE:390: THR:O 1:GE:394:ILE:HG12 2.16 0.46
1:GH:263:LEU:HD12 1:GH:264:ASN:H 1.80 0.46
1:HF:393:GLN:O 1:HF:397:THR:N 2.46 0.46
1:DB:57:THR:HG21 1:EA:110:MET:HE1 1.97 0.46
1:DH:368:SER:O 1:DH:372:VAL:HG23 2.16 0.46
1:DI:157:LEU:HD21 1:DI:207:TRP:CZ2 2.50 0.46
1:DI:196:ASN:OD1 1:DI:212:HIS:HB3 2.15 0.46
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1:DK:32:LYS:HB2 1:DK:58: GLN:NE2 2.31 0.46
1:FC:108:VAL:HG12 1:FC:114:GLN:HA 1.96 0.46
1:FE:15:ASN:O 1:FE:19:ILE:HG12 2.16 0.46
1:GG:101:LEU:HD21 | 1:GG:138:ILE:HD12 1.98 0.46
1:HA:394:ILE:HG23 1:HC:381:TYR:CE2 2.50 0.46
1:HE:402:ARG:NH2 1:.1E:378:GLN:OE1 2.32 0.46
1:HJ:395:LEU:HD13 1:11:379:ARG:HG3 1.96 0.46
1:1G:153:MET:HE2 1:1G:153:MET:HB3 1.83 0.46
1:DB:33:SER:HB2 1:DB:365:VAL:HG22 1.98 0.46
1:DC:189:GLN:NE2 1:EA:159:SER:OG 2.49 0.46
1:DD:199:PHE:HD2 | 1:DD:209:VAL:HG12 1.81 0.46
1:EB:107:LEU:HD23 | 1:EB:115:LEU:HD23 1.97 0.46
1:EH:201:LYS:HB2 1:EH:207:- TRP:CZ3 2.50 0.46
1:EI:237:LEU:HD23 1:EI:237:LEU:H 1.81 0.46
1:FG:402:ARG:NH2 1:GG:378:GLN:OE1 2.44 0.46
1:FI.77:SER:HB3 1:FI:354:LYS:H 1.81 0.46
1:F1:169:PHE:HA 1:F1:176:SER:HB2 1.98 0.46
1:GA:179:LYS:HD2 1:GA:180:LYS:H 1.81 0.46
1:GD:187:ASP:0OD1 1:GD:191:ASN:N 2.49 0.46
1:HD:232:ASN:N 1:HD:236:ILE:O 2.39 0.46
1:HD:390:THR:OG1 1:HE:402:ARG:NH2 2.48 0.46
1:HK:92:PHE:HB3 1:HK:332:VAL:HB 1.97 0.46
1:IB:106:ASN:C 1:IB:106:ASN:ND2 2.74 0.46
1:I1B:171:VAL:HG21 1:1B:212:HIS:CE1 2.51 0.46
1:1E:149:THR:OG1 1:1E:281:ASN:ND2 2.48 0.46
1:DC:187:ASP:HB2 1:DC:193:HIS:CE1 2.51 0.46
1:DF:187:ASP:HB3 1:DF:193:HIS:CE1 2.51 0.46
1:DF:357:ASN:OD1 1:DF:358:GLY:N 2.48 0.46
1:EH:84:LEU:HD23 1:EH:115:LEU:HA 1.97 0.46
1:GE:402:ARG:NH2 1:HE:378:GLN:OE1 2.47 0.46
1:HB:93:TYR:O 1:HB:333: TRP:N 2.41 0.46
1:1G:84:LEU:HD23 1:1G:115:LEU:HA 1.98 0.46
1:DB:41:MET:SD 1:DB:52:LYS:HG3 2.57 0.45
1:DD:199:PHE:CD2 | 1:DD:209:VAL:HG12 2.51 0.45
1:DF:115:LEU:O 1:DF:136:1LE:HG22 2.15 0.45
1:DJ:398:LEU:HD21 1:EJ:368:SER:HB2 1.98 0.45
1:EI1:200: VAL:HB 1:EI:208:ALA:HB3 1.98 0.45
1:GA:145:ALA:HB2 1:GA:285:PRO:HG3 1.96 0.45
1:GD:379:ARG:NE 1:GE:392:ASP:0OD1 2.49 0.45
1:GG:212:HIS:HB2 1:GG:222:PRO:HG3 1.98 0.45
1:GJ:122:GLY:HA2 1:GJ:125:PRO:HA 1.98 0.45
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Atom-1 Atom-2 distance (A) overlap (A)
1:1B:301:GLY:N 1:1B:308:GLU:OE2 2.49 0.45
1:ID:106:ASN:HD21 1:1D:114:GLN:NE2 2.14 0.45
1:1F:384:ASN:ND2 1:1F:384:ASN:O 2.49 0.45
1:IH:75:ALA:HB3 1:IH:356: THR:HB 1.98 0.45
1:DB:189:GLN:O 1:EK:268:GLN:HG3 2.16 0.45
1:DH:397:-THR:HG21 1:EI:382:GLN:HG2 1.98 0.45
1:DI:235:GLY:HA3 1:DI:267:GLN:H 1.80 0.45
1:EK:197:VAL:HA 1:EK:210:TYR:O 2.16 0.45
1:FE:123: THR:HB 1:FE:124:PRO:HD3 1.97 0.45
1:FE:169:PHE:HA 1:FE:176:SER:HB3 1.97 0.45
1:FJ:101:LEU:HD21 1:FJ:138:ILE:HD12 1.98 0.45
1:HF:185:VAL:HG13 1:HF:193:HIS:HB2 1.97 0.45
1:1D:41:MET:SD 1:1D:52:LYS:HB2 2.57 0.45
1:1E:84:LEU:HD23 1:IE:113:MET:HB2 1.98 0.45
1:1E:123:THR:HB 1:1E:124:PRO:HD3 1.98 0.45
1:DC:209:VAL:HB 1:DC:227:THR:HG22 1.98 0.45
1:DE:209:VAL:HG11 1:DE:262:PHE:HE2 1.81 0.45
1:EA:366:ASP:O 1:EA:370:GLU:HG2 2.17 0.45
1:EB:160: THR.:O 1:EB:160: THR:HG22 2.16 0.45
1:EC:166:LYS:HG3 1:EC:168:PRO:HD2 1.98 0.45
1:EC:187:ASP:OD1 1:EC:191:ASN:N 2.48 0.45
1:ED:203:LYS:HB2 1:ED:206:GLU:HB2 1.98 0.45
1:EL:19:ILE:HG23 1:EI:370:GLU:HB3 1.99 0.45
1:FJ:203:LYS:HG2 1:FJ:204:ASP:H 1.81 0.45
1:HD:88:ASN:OD1 1:IC:350:GLY:N 2.49 0.45
1:HE:102:ASP:0OD1 1:HE:103:GLU:N 2.49 0.45
1:1B:295:ASN:O 1:1B:355:LEU:HB3 2.17 0.45
1:1B:345:GLY:HA3 1:1B:352:PHE:HE2 1.80 0.45
1:1E:19:ILE:O 1:1E:23:1ILE:HG13 2.16 0.45
1:DG:28: THR:HG23 1:DG:31:PHE:HB2 1.99 0.45
1:DG:70:ARG:HH12 1:DG:72:LEU:HB2 1.80 0.45
1:ED:123:THR:0G1 1:ED:124:PRO:HD3 2.17 0.45
1:GG:287:ASP:0OD2 1:GG:288:LEU:N 2.48 0.45
1:GH:86:ASP:0OD2 1:GH:87:SER:N 2.46 0.45
1:GH:179:LYS:NZ 1:GH:180:LYS:O 2.48 0.45
1:GI:15:ASN:O 1:GI:19:ILE:HG12 2.15 0.45
1:HA:32:LYS:NZ 1:HA:361:GLU:OE1 2.48 0.45
1:HD:155:1ILE:HD11 1:HD:179:LYS:HD3 1.99 0.45
1:HH:1:SER:HA 1:HH:4:GLN:HB2 1.97 0.45
1:HH:145:ALA:HB2 1:HH:285:PRO:HD3 1.98 0.45
1:HH:400:ASN:H 1:1G:386:GLN:NE2 2.14 0.45
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:1C:13:ALA:HB2 1:1C:381:TYR:HE2 1.81 0.45
1:IE:179:LYS:HG2 1:1E:199:PHE:HB2 1.98 0.45
1:1E:223:THR:HG23 | 1:IE:224:THR:HG23 1.97 0.45
1:1G:83:ARG:NH1 1:1G:93:TYR:OH 2.49 0.45
1:DB:151:ALA:HB3 | 1:DB:260:LEU:HD23 1.98 0.45
1:EC:9:LEU:HD11 1:EC:388:ILE:HG13 1.97 0.45
1:FI:390: THR:O 1:FI:394:ILE:HG23 2.17 0.45
1:HA:401:LEU:HD13 1:HC:389:LYS:HE3 1.99 0.45
1:HG:15:ASN:O 1:HG:19:ILE:HG12 2.16 0.45
1:HJ:101:LEU:HD21 1:HJ:138:ILE:HD13 1.98 0.45
1:1B:154:GLN:HB2 1:IB:276:VAL:HB 1.98 0.45
1:1F:72:LEU:HD13 1:1F:100:LYS:HA 1.98 0.45
1:11:284:LYS:HB2 1:11:284:LYS:HE3 1.75 0.45
1:1J:143:MET:HB2 1:1J:303:TYR:CD1 2.51 0.45
1:1K:169:PHE:HA 1:1K:176:SER:HB3 1.98 0.45
1:DA:68:THR:HG21 | 1:DA:360:LEU:HD12 1.98 0.45
1:DB:15:ASN:O 1:DB:19:ILE:HG12 2.17 0.45
1:DB:207:-TRP:HD1 1:DB:231:PHE:CE2 2.34 0.45
1:DK:83:ARG:NH2 1:DK:91:VAL:HG11 2.31 0.45
1.FF:72:LEU:HD21 1:FF:291:TYR:HE2 1.81 0.45
1:FG:84:LEU:HD23 1:FG:115:LEU:HA 1.98 0.45
1:HH:308:GLU:OE1 1:HH:308:GLU:N 2.49 0.45
1:HJ:33:SER:HB2 1:HJ:365:VAL:HG22 1.98 0.45
1:1B:316:LEU:HD23 1:IB:352:PHE:HB3 1.98 0.45
1:1J:92:PHE:HB3 1:1J:332:VAL:HB 1.98 0.45
1:DC:366:ASP:O 1:DC:370:GLU:HG2 2.17 0.45
1:DG:145:ALA:HB2 1:DG:285:PRO:HD3 1.98 0.45
1:DG:370:GLU:O 1:DG:374:MET:HG2 2.16 0.45
1:DJ:174:ALA:HA 1:DJ:177:TYR:CZ 2.52 0.45
1:EA:163:VAL:HA 1:EA:201:LYS:HG3 1.99 0.45
1:ED:143:MET:HE2 | 1:ED:305:ASN:HD21 1.81 0.45
1:EI:108:VAL:HG12 1:EI:114:GLN:HA 1.97 0.45
1:EI:109:ASN:OD1 1:EI:113:MET:N 2.49 0.45
1:FA:209:VAL:O 1:FA:226:SER:HB2 2.16 0.45
1:FC:210:TYR:CE1 1:FC:225:ALA:HA 2.50 0.45
1:FE:396:ASN:HA 1:FE:399:VAL:HG22 1.98 0.45
1:FJ:386:GLN:HB3 1:GK:374:MET:HE1 1.98 0.45
1:GA:72:LEU:HD21 1:GA:291:TYR:HE2 1.82 0.45
1:GI:195:MET:HE2 1:GI:258:PHE:HZ 1.81 0.45
1:GK:123:THR:HB 1:GK:124:PRO:HD3 1.99 0.45
1:HF:195:MET:HE2 1:HF:258: PHE:HZ 1.81 0.45
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Atom-1 Atom-2 distance (A) overlap (A)

1:HI:200:VAL:HG23 1:HI:208:ALA:HB3 1.98 0.45
1:1B:22:ASN:ND2 1:1B:33:SER:OG 2.49 0.45
1:DC:25:ASN:O 1:DC:363:SER:OG 2.33 0.45
1:DH:197:VAL:HG13 | 1:DH:209:VAL:HG13 1.99 0.45
1:DI:373:ASN:HA 1:DI:376:VAL:HG12 1.99 0.45
1:EA:40:ASP:HB2 1:EC:330:ASP:O 2.17 0.45
1:EB:5:ALA:HB1 1:EB:388:ILE:HG12 1.99 0.45
1:ED:245:1LE:HD12 | 1:ED:260:LEU:HD12 1.97 0.45
1:EE:398:LEU:HD21 1:FE:368:SER:HA 1.98 0.45
1:EK:198: TYR:HE2 1:EK:212:HIS:CD2 2.35 0.45
1:FA:179:LYS:HB3 1:FA:199:PHE:HB2 1.99 0.45
1:FE:19:ILE:O 1.FE:23:ILE:HG13 2.16 0.45
1:FJ:229:LEU:HD22 1:FJ:237:LEU:HD11 1.97 0.45
1:GI:198:TYR:HB2 1:GI:210:TYR:HB2 1.97 0.45
1:GJ:15:ASN:O 1:GJ:19:ILE:HG13 2.16 0.45
1:HH:70:ARG:NH2 1:HH:99:PHE:O 2.50 0.45
1:HI:117:GLY:HA2 1:HI:315:VAL:HG12 1.99 0.45
1:HK:177:TYR:HA 1:HK:200: VAL:HG22 1.99 0.45
1:ID:94:SER:HB3 1:1D:332:VAL:HA 1.99 0.45
1:.IF:60:PHE:CE1 1:1F:322: ASN:HB3 2.51 0.45
1:1H:145:ALA:HB2 1:1H:285:PRO:HD3 1.99 0.45
1:11:105:ARG:O 1:11:137:THR:OG1 2.28 0.45
1:IK:115:LEU:O 1:1K:135:PRO:HA 2.16 0.45
1:IK:159:SER:N 1:IK:268:GLN:O 2.49 0.45
1:IK:390: THR:HA 1:1K:393:GLN:NE2 2.30 0.45
1:DF:57:-THR:HG21 1:EG:110:MET:HE1 1.99 0.45
1:DG:149: THR:HB 1:DG:281:ASN:HD21 1.81 0.45
1:DJ:169:PHE:HE2 1:DJ:222:PRO:HG2 1.82 0.45
1:DK:33:SER:HB3 1:DK:365:VAL:HG22 1.98 0.45
1:EA:68: THR:HG21 | 1:EA:360:LEU:HD12 1.98 0.45
1:EH:157:LEU:HD13 1:EH:207: TRP:CD2 2.52 0.45
1:FC:392:ASP:0OD1 1:GA:379:ARG:NE 2.35 0.45
1:GC:230:LYS:HE3 1:GC:230:LYS:HB3 1.69 0.45
1:GF:300:VAL:HG13 | 1:GF:308:GLU:HB2 1.99 0.45
1:HB:73:ASP:HB2 1:HB:360:LEU:HD11 1.97 0.45
1:HI:96:ASN:ND2 1:HI:331:ASN:OD1 2.49 0.45
1:I1B:157:LEU:HD13 1:IB:207: TRP:CE2 2.51 0.45
1:IE:102:ASP:OD1 1:IE:103:GLU:N 2.48 0.45
1:1F:119:PRO:HG3 1:1F:134:ALA:HB3 1.99 0.45
1:DF:216:ASP:HB3 1:DF:219:ALA:HB2 1.98 0.45
1:DJ:121: THR:HG22 1:DJ:122:GLY:N 2.32 0.45
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Atom-1 Atom-2 distance (A) overlap (A)

1:EG:203:LYS:HG2 1:EG:206:GLU:HB2 1.99 0.45
1:EH:183:VAL:HG22 | 1:EH:278: THR:HG21 1.99 0.45
1:FC:250:ILE:HG12 1:FC:251:ASN:OD1 2.17 0.45
1.FD:41:MET:HE2 1:FD:52:LYS:HB3 1.98 0.45
1:FE:167:-THR:0G1 1:FE:168:PRO:HD3 2.17 0.45
1:FJ:402:ARG:NH2 1:GJ:375:ILE:HG12 2.32 0.45
1:GC:213:ASP:OD1 1:GC:215:SER:OG 2.32 0.45
1:GI:366:ASP:O 1:GI:370:GLU:HG2 2.17 0.45
1:HD:177:TYR:CE2 1:HD:180:LYS:HB2 2.52 0.45
1:HE:279:ASN:OD1 1:HE:280:GLN:N 2.48 0.45
1:HI:395:LEU:HD23 1:HI:398:LEU:HD12 1.99 0.45
1:HI:401:LEU:HD21 1:HJ:388:ILE:HG21 1.99 0.45
1:TA:285:PRO:HG2 1:1B:268: GLN:HB3 1.99 0.45
1:1B:216:ASP:HB3 1:1B:219:ALA:HB2 1.99 0.45
1:1B:295:ASN:HB2 1:1B:354:LYS:NZ 2.32 0.45
1:1C:366:ASP:O 1:1C:370:GLU:HG2 2.17 0.45
1:1D:103:GLU:H 1:ID:103:GLU:CD 2.25 0.45
1:1J:32:LYS:HA 1:1J:364:ASN:HD21 1.81 0.45
1:DB:187:ASP:HB3 1:DB:256:ALA:HB2 1.98 0.44
1:DD:191:ASN:HB3 1:DD:250:ILE:HD11 1.98 0.44
1:DD:261:SER:HB2 1:DD:263:LEU:HG 1.99 0.44
1:DF:187:ASP:HA 1:DF:256:ALA:HB2 1.99 0.44
1:DH:300:VAL:HG22 | 1:DH:310:VAL:HG22 1.98 0.44
1:EC:127:ILE:HD11 1:EC:310:VAL:HG11 1.99 0.44
1:EF:177:TYR:CE2 1:EF:180:LYS:HB2 2.52 0.44
1:EL:198:TYR:HB2 1:EI:210: TYR:HB2 1.98 0.44
1:GD:74:VAL:HG21 | 1:GD:355:LEU:HD23 1.99 0.44
1:GF:166:LYS:HG2 1:GF:168:PRO:HD2 2.00 0.44
1:GG:402:ARG:NH2 | 1:HG:378:GLN:OE1 2.50 0.44
1:GI:128:GLN:HG3 1:GI:131:ALA:HB2 1.98 0.44
1:1B:382:GLN:HE22 1:IK:397:THR:HB 1.83 0.44
1:1G:316:LEU:HD11 1:1G:355:LEU:HD21 1.97 0.44
1:IK:117:GLY:HA2 1:1K:315:VAL:HG13 1.99 0.44
1:DA:193:HIS:ND1 1:DA:215:SER:OG 2.49 0.44
1:DA:194:ASP:O 1:DA:214:SER:N 2.48 0.44
1:DC:78:GLN:HE22 1:DC:354:LYS:HZ2 1.65 0.44
1:DD:167:-THR:HB 1:DD:168:PRO:HD3 1.99 0.44
1:DD:285:PRO:HG2 1:EC:270: THR:H 1.83 0.44
1:EE:371:LEU:O 1:EE:375:ILE:HG12 2.17 0.44
1:EH:401:LEU:HD21 1:FI:388:ILE:HG21 1.99 0.44
1:EI:241:GLY:O 1:EI:262:PHE:N 2.39 0.44
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1:EK:184:THR:O 1:EK:280:GLN:NE2 2.50 0.44
1:FD:123: THR:OG1 1:FD:124:PRO:HD3 2.17 0.44
1:F1:284:LYS:HB2 1:F1:284:LYS:HE3 1.74 0.44
1:GB:183:VAL:O 1:GB:195:MET:N 2.50 0.44
1:GI:177:-TYR:HA 1:GI:200: VAL:HG12 1.99 0.44
1:HD:98:GLN:HG3 1:HD:110:MET:HE2 1.98 0.44
1:HH:10:ASN:HB2 1:1G:369:LYS:HE3 1.98 0.44
1:HJ:390: THR:O 1:HJ:394:ILE:HG12 2.17 0.44
1:1B:80:GLY:CA 1:1B:316:LEU:HD11 2.47 0.44
1:1C:366:ASP:HB3 1:1C:369:LYS:HG2 1.99 0.44
1:1J:125:PRO:HG2 1:1J:309:GLN:HG2 1.99 0.44
1:DC:210:TYR:CZ 1:DC:225:ALA:HA 2.52 0.44
1:DC:216:ASP:HA 1:DC:250:ILE:HG21 2.00 0.44
1:DD:247:THR:OG1 1:DD:248:GLY:N 2.51 0.44
1:DE:161:ASP:HB2 1:DE:207: TRP:HH2 1.83 0.44
1:DE:198:TYR:O 1:DE:209:VAL:HA 2.17 0.44
1:DF:189:GLN:HB2 1:EE:269:ASN:CG 2.42 0.44
1:DG:237:LEU:HD21 | 1:DG:240:GLY:HA3 1.98 0.44
1:DH:374:MET:HE2 1:DH:374:MET:HB3 1.82 0.44
1:DJ:177:TYR:CE2 1:DJ:180:LYS:HB2 2.48 0.44
1:ED:109:ASN:OD1 1:ED:113:MET:N 2.46 0.44
1:GF:169:PHE:HA 1:GF:176:SER:HB2 2.00 0.44
1:HD:390:THR:O 1:HD:394:1LE:HG12 2.17 0.44
1:HH:230:LYS:NZ 1:HH:238:GLU:OE1 2.39 0.44
1:TA:148:THR:O 1:TA:258:PHE:HB3 2.17 0.44
1:TA:401:LEU:HD13 1:I1C:389:LYS:HB3 1.99 0.44
1:1B:366:ASP:O 1:1B:370:GLU:HG2 2.18 0.44
1:1D:143:MET:HB2 1:1D:303: TYR:HE2 1.82 0.44
1:1D:163:VAL:HG12 1:1D:201:LYS:HG3 1.99 0.44
1:1F:319:PHE:HD2 1:1F:339:SER:HB2 1.83 0.44
1:11:226:SER:HB3 1:11:243: VAL:HG21 1.99 0.44
1:1J:379:ARG:HG3 1:IK:395:LEU:HD13 2.00 0.44
1:DF:159:SER:HB3 1:DF:267:GLN:HB2 1.99 0.44
1:DF:198:TYR:HE1 1:DF:212:HIS:HB2 1.82 0.44
1:DH:16:LEU:HD21 1:DH:377:ALA:HB3 1.98 0.44
1:EE:232:ASN:CG 1:EE:233:GLU:H 2.25 0.44
1:EI:354:LYS:HD2 1:EI:354:LYS:HA 1.70 0.44
1.EK:72:LEU:HD21 1:EK:291:TYR:HE1 1.82 0.44
1:GE:232:ASN:OD1 1:GE:233:GLU:N 2.49 0.44
1:HK:86:ASP:OD1 1:HK:87:SER:N 2.48 0.44
1:1D:207: TRP:HD1 1:1D:231:PHE:CE2 2.35 0.44
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Atom-1 Atom-2 distance (A) overlap (A)
1:1G:40:ASP:HA 1:1G:51:VAL:HA 1.99 0.44
1:1G:368:SER:OG 1:1G:369:LYS:NZ 2.36 0.44
1:DA:235:GLY:HA3 1:DA:267:GLN:H 1.82 0.44
1:DE:177:TYR:HA 1:DE:200:VAL:HG12 2.00 0.44
1:DK:185:VAL:HA 1:DK:280:GLN:NE2 2.32 0.44
1:GE:182: THR:HA 1:GE:196:ASN:HA 2.00 0.44
1:HF:284:LYS:O 1:HF:305:ASN:ND2 2.37 0.44
1:HH:81:PHE:HB2 1:HH:317:ALA:O 2.18 0.44
1:HH:159:SER:O 1:HI:251:ASN:ND2 2.43 0.44
1:1H:114:GLN:HE22 1:IH:136:ILE:N 2.13 0.44
1:DG:196:ASN:HD22 1:DG:197:VAL:H 1.64 0.44
1:DJ:108:VAL:HG12 1:DJ:114:GLN:HA 1.99 0.44
1:FF:382:GLN:HB3 1:FG:399:VAL:HG11 1.99 0.44
1:FK:33:SER:HB3 1:FK:365:VAL:HG22 1.98 0.44
1:GD:5:ALA:HB1 1:GD:388:ILE:HG12 1.99 0.44
1:GK:173:ASP:0OD2 1:GK:176:SER:OG 2.29 0.44
1:HC:142:LEU:HD12 1:HC:287:ASP:HB3 1.99 0.44
1:HG:207:TRP:HE1 1:HG:267:GLN:NE2 2.16 0.44
1:HH:236:1ILE:HG13 1:HH:266:MET:HE2 2.00 0.44
1:HH:328: GLN:NE2 1:HH:334:ALA:HB3 2.32 0.44
1:HJ:293:ILE:HG12 1:HJ:299:VAL:HG12 2.00 0.44
1:HJ:401:LEU:O 1:1K:389:LYS:HG2 2.17 0.44
1:TA:9:LEU:HD23 1:TA:381:TYR:CZ 2.53 0.44
1:1C:180:LYS:HE3 1:I1C:196:ASN:ND2 2.32 0.44
1:ID:207: TRP:HB2 1:1D:229:LEU:HB2 1.99 0.44
1:IE:316:LEU:HD12 1:1E:352:PHE:HB3 1.99 0.44
1.1I:374:MET:O 1:.11:378:GLN:HG3 2.18 0.44
1.IK:9:LEU:HD12 1:.1K:388:ILE:HD13 1.99 0.44
1:EA:379:ARG:HD3 1:EA:379:ARG:HA 1.79 0.44
1:EC:25:ASN:O 1:EC:363:SER:OG 2.35 0.44
1:FD:198:TYR:O 1:FD:209:VAL:HA 2.18 0.44
1:FF:149:THR:HG1 1:FF:281:ASN:HD21 1.58 0.44
1:FG:117:GLY:HA2 | 1:FG:315:VAL:HG12 2.00 0.44
1:FH:287:ASP:OD1 1:FH:288:LEU:N 2.51 0.44
1:GA:174:ALA:HA 1:GA:177:TYR:CE2 2.52 0.44
1:HF:102:ASP:HB3 1:HF:106:ASN:OD1 2.18 0.44
1:HF:382:GLN:HB3 | 1:HG:399:VAL:HG11 1.99 0.44
1:HK:187:ASP:OD1 1:HK:191:ASN:N 2.50 0.44
1:1B:341:VAL:HG13 1:1B:343:LEU:HD12 1.99 0.44
1:1E:305:ASN:O 1:1E:306:GLU:HG2 2.17 0.44
1:1F:33:SER:H 1:1F:364:ASN:HD21 1.64 0.44
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1:1G:366:ASP:O 1:1G:370:GLU:HG2 2.17 0.44
1:1J:203:LYS:HG2 1:1J:204:ASP:H 1.82 0.44
1:IK:202: THR:OG1 1:1K:206:GLU:O 2.35 0.44
1:DB:12:ALA:HB3 1:DB:381:TYR:HD1 1.82 0.44
1:DI:290:SER:O 1:DI:302:ASN:N 2.48 0.44
1:DK:39:ALA:N 1:DK:52:LYS:O 2.46 0.44
1:EB:174:ALA:HA 1.EB:177:TYR:CE2 2.52 0.44
1:EC:158:ASN:HB3 1:EC:271:GLY:O 2.17 0.44
1:FJ:185:VAL:HG23 1:FJ:193:HIS:HB2 1.98 0.44
1:GD:344:LEU:H 1:GD:344:LEU:HD23 1.83 0.44
1:GI:261:SER:HB2 1:GI:263:LEU:HD23 2.00 0.44
1:HB:100:LYS:HE3 1:HB:110:MET:HA 2.00 0.44
1:HI:186: TYR:CE1 1:HI:284:LYS:HB3 2.52 0.44
1:1B:28: THR:HB 1:1B:31:PHE:HB2 2.00 0.44
1:1B:243:VAL:O 1:1B:260:LEU:N 2.46 0.44
1:1K:295:ASN:O 1:IK:355:LEU:HB3 2.18 0.44
1:DA:177:TYR:HA 1:DA:200:VAL:HG12 2.00 0.44
1:DC:253:ALA:N 1:EA:233:GLU:OE1 2.50 0.44
1:DD:279:ASN:OD1 1:DD:280:GLN:N 2.51 0.44
1:DF:251:ASN:ND2 1:EE:205:ASN:OD1 2.50 0.44
1:DH:170:SER:HB2 1:DH:173:ASP:HB3 1.99 0.44
1:DJ:99:PHE:HB3 1:DJ:107:LEU:HD22 2.00 0.44
1:EA:155:1LE:HG13 1:EA:275:ILE:HA 2.00 0.44
1:EA:379:ARG:NH1 1:EA:382:GLN:OE1 2.51 0.44
1:EB:389:LYS:O 1:EB:393:GLN:HG2 2.18 0.44
1:EG:371:LEU:O 1:EG:375:ILE:HG13 2.18 0.44
1:EK:127:ILE:HD11 | 1:EK:310:VAL:HG11 1.99 0.44
1:GD:121:THR:OG1 | 1:GD:128:GLN:OE1 2.35 0.44
1:GK:70:ARG:HB3 1:GK:73:ASP:OD1 2.17 0.44
1:GK:390: THR:O 1:GK:394:ILE:HG12 2.17 0.44
1:HB:68:THR:HG21 | 1:HB:360:LEU:HD13 1.99 0.44
1:HC:397:THR:O 1:HC:401:LEU:HB2 2.18 0.44
1:HE:232:ASN:OD1 1:HE:235:GLY:N 2.51 0.44
1:HE:287:ASP:0O 1:HE:304:SER:N 2.47 0.44
1:HH:118:TYR:HB3 1:HH:127:.1LE:HD11 1.99 0.44
1:JA:18:VAL:HG21 1:TA:56:ILE:HD12 2.00 0.44
1:IB:105:ARG:HD3 1:1K:320:ALA:HB1 1.99 0.44
1:IF:19:ILE:HG21 1:1F:373:ASN:HB2 1.99 0.44
1:IK:148: THR:HB 1:1K:185:VAL:HG13 2.00 0.44
1:DA:19:ILE:O 1:DA:23:ILE:HG13 2.18 0.43
1:DB:125:PRO:HG2 1:DB:309:GLN:NE2 2.33 0.43
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Atom-1 Atom-2 distance (A) overlap (A)

1:DD:394:1LE:HD11 1:EE:378:GLN:HG3 2.00 0.43
1:DJ:209:VAL:HG11 1:DJ:262:PHE:CZ 2.53 0.43
1:EG:167:- THR:OG1 1:EG:168:PRO:HD3 2.18 0.43
1:EH:179:LYS:HB3 1:EH:199:PHE:HD2 1.82 0.43
1:EK:82:PHE:HB2 1:EK:94:SER:O 2.18 0.43
1:FA:195:-MET:SD 1:FA:213:ASP:HB3 2.58 0.43
1:FA:197:VAL:HA 1:FA:210: TYR:O 2.17 0.43
1:FA:212:HIS:HB2 1:FA:222:PRO:HG3 2.00 0.43
1:FA:293:ILE:HG12 1:FA:299:VAL:HG22 1.99 0.43
1:FA:336: THR:HG22 1:FA:338:ALA:H 1.83 0.43
1.FC:177:TYR:HA 1:FC:200:VAL:HG12 2.00 0.43
1:FG:25:ASN:O 1:FG:363:SER:OG 2.34 0.43
1:FI:26:SER:HA 1:FI1:365:VAL:HG11 1.99 0.43
1:HE:187:ASP:0OD1 1:HE:191:ASN:N 2.48 0.43
1:TA:158:ASN:HD22 1:TA:161:ASP:HB3 1.83 0.43
1:I1B:171:VAL:HG11 1:1B:212:HIS:ND1 2.33 0.43
1:IF:117:GLY:HA3 1:IF:136:ILE:HD11 2.00 0.43
1:1G:149: THR:OG1 1:1G:281:ASN:ND2 2.26 0.43
1:1G:157:LEU:HD23 1:1G:207: TRP:CE2 2.53 0.43
1:1I:38:PHE:CE1 1:11:53:VAL:HG22 2.52 0.43
1:DB:170:SER:HB3 1:DB:173:ASP:HB2 2.00 0.43
1:DD:180:LYS:HE2 1:DD:196:ASN:HB3 2.00 0.43
1:EG:33:SER:HB3 1:EG:365:VAL:HG22 2.00 0.43
1:EJ:366:ASP:O 1:EJ:370:GLU:HG2 2.18 0.43
1:FD:379:ARG:HD3 1:FD:379:ARG:HA 1.81 0.43
1:FI:371:LEU:O 1:FI:375:ILE:HG13 2.18 0.43
1:FJ:46:LYS:HB3 1:FJ:46:LYS:HE3 1.86 0.43
1:GA:15:ASN:O 1:GA:19:ILE:HG12 2.18 0.43
1:GF:284:LYS:HG3 1:GF:285:PRO:HD2 2.00 0.43
1:GJ:102:ASP:HB3 1:GJ:106:ASN:HB2 1.99 0.43
1:I1B:305:ASN:O 1:I1B:307:GLN:HG2 2.17 0.43
1:1F:94:SER:HB2 1:1F:332:VAL:HG12 1.99 0.43
1:11:385:ALA:HA 1.1I:388:ILE:HD13 1.99 0.43
1:DA:110:MET:N 1:DA:110:MET:SD 2.91 0.43
1:DC:201:LYS:HG3 1:DC:206:GLU:O 2.17 0.43
1:DC:246: THR:HG23 | 1:DC:257:THR:HG22 2.00 0.43
1:DD:137:THR:HG22 | 1:DD:139:PRO:HD3 2.00 0.43
1:EB:211: THR:HG22 1:EB:226:SER:HB3 1.99 0.43
1:EC:79:ASN:OD1 1:EC:80:GLY:N 2.52 0.43
1:EC:83:ARG:HD2 1:EC:344:LEU:HD21 2.00 0.43
1:EH:182:THR:OG1 1:EH:194:ASP:0OD1 2.37 0.43
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Atom-1 Atom-2 distance (A) overlap (A)

1:EI:117:GLY:HA3 1:EI:136:ILE:HD11 2.00 0.43
1:EK:74:VAL:HG12 | 1:EK:357:ASN:HD22 1.83 0.43
1:FB:5:ALA:HB1 1:FB:388:ILE:HG12 1.99 0.43
1:FE:68: THR:0G1 1:FE:73:ASP:0OD2 2.36 0.43
1:FF:159:SER:O 1:FG:251:ASN:ND2 2.51 0.43
1:FJ:68: THR:HG21 1:F¥J:360:LEU:HD12 1.99 0.43
1:GA:83:ARG:HD2 1:GA:344:LEU:HD21 2.01 0.43
1:GF:382:GLN:HB3 | 1:GG:399:VAL:HG11 2.00 0.43
1:GJ:302:ASN:HD22 1:GJ:308:GLU:CD 2.26 0.43
1:HE:193:HIS:ND1 1:HE:215:SER:OG 2.46 0.43
1:TA:142:LEU:HG 1:TA:287:ASP:HB3 1.99 0.43
1:1C:97:GLY:HA2 1:1C:99:PHE:HE2 1.83 0.43
1:1H:233:GLU:OE2 1:1I1:254: THR:HG23 2.18 0.43
1:1J:19:ILE:HD12 1:1J:374:MET:HG3 2.00 0.43
1:1J:193:HIS:CE1 1:1J:250:ILE:HD12 2.54 0.43
1:DB:1:SER:OG 1:DB:2:PHE:N 2.51 0.43
1:DD:319:PHE:CE2 1:DD:342:ALA:HB2 2.53 0.43
1:DE:193:HIS:HE1 1:DE:250:ILE:HB 1.84 0.43
1:DI:123: THR:HB 1:DI:124:PRO:HD3 2.00 0.43
1:EC:392:ASP:OD1 1:FA:379:ARG:NE 2.35 0.43
1:EI:15:ASN:O 1:EI:19:ILE:HG12 2.18 0.43
1:GF:158:ASN:ND2 1:GF:270:THR:O 2.51 0.43
1:GK:68: THR:HG21 | 1:GK:360:LEU:HD12 2.00 0.43
1:GK:121:THR:OG1 1:GK:128:GLN:OE1 2.33 0.43
1:TA:40:ASP:HA 1:TA:51:VAL:HA 2.00 0.43
1:1E:388:ILE:O 1:1E:392:ASP:N 2.50 0.43
1:1F:320:ALA:HB3 1:1F:340:GLY:HA3 2.01 0.43
1.11:388:ILE:H 1.11:388:ILE:HD12 1.84 0.43
1:1J:37:SER:HB2 1:1J:54:ALA:HB3 1.99 0.43
1:1J:143:MET:HE1 1:1J:307:GLN:HG3 1.99 0.43
1:1K:336: THR:H 1:IK:339:SER:HG 1.57 0.43
1:DB:161:ASP:0OD2 1:DB:178:ASN:ND2 2.51 0.43
1:DG:123:THR:HB 1:DG:124:PRO:HD3 2.01 0.43
1:GK:41:MET:HG3 1:GK:49:LEU:HB2 2.00 0.43
1:HC:84:LEU:HD23 1:HC:115:LEU:HA 1.99 0.43
1:HE:94:SER:HB2 1:HE:332:VAL:HG12 2.00 0.43
1:IB:170:SER:HB2 1:I1B:173:ASP:HB2 2.01 0.43
1:1G:171:VAL:HG22 1:1G:198:TYR:HE2 1.81 0.43
1:1G:394:1LE:HD13 1:1H:16:LEU:HD11 1.99 0.43
1:.IK:1:SER:O 1:1K:391:GLN:NE2 2.51 0.43
1:DD:161:ASP:O 1:DD:201:LYS:NZ 2.38 0.43
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Atom-1 Atom-2 distance (A) overlap (A)
1:DD:207:TRP:NE1 | 1:DD:267:GLN:HE21 2.16 0.43
1:DK:390:THR:O 1:DK:394:ILE:HG12 2.19 0.43
1:EA:157:LEU:HD12 1:EA:231:PHE:HE2 1.83 0.43
1:FK:187:ASP:OD1 1:FK:191:ASN:N 2.51 0.43
1:GB:101:LEU:HD23 1:GB:101:LEU:HA 1.88 0.43
1:HC:102:ASP:OD1 1:HC:103:GLU:N 2.52 0.43
1:HE:213:ASP:0D2 1:HE:213:ASP:N 2.49 0.43
1:HF:268:GLN:HB3 1:HG:285:PRO:HG3 2.01 0.43
1:HF:366:ASP:O 1:HF:370:GLU:HG2 2.19 0.43
1:TA:102:ASP:OD2 1:TA:103:GLU:N 2.46 0.43
1:1J:85:VAL:O 1:1J:114:GLN:HB3 2.19 0.43
1:DB:369:LYS:HE3 1:DB:369:LYS:HB3 1.89 0.43
1:DD:306:GLU:OE1 1:DD:306:GLU:HA 2.19 0.43
1:DH:146:LYS:HD3 1:DH:146:LYS:HA 1.77 0.43
1:EB:29:TYR:HD1 1:EB:362:ALA:HA 1.83 0.43
1:ED:3:SER:OG 1:FD:64:THR:HG21 2.19 0.43
1:ED:210:TYR:CD2 1:ED:225:ALA:HA 2.54 0.43
1:EJ:68: THR:HG21 1:EJ:360:LEU:HD12 1.99 0.43
1:EJ:372:VAL:O 1:EJ:376:VAL:HG23 2.19 0.43
1:FF:19:ILE:O 1.FF:23:.ILE:HG13 2.18 0.43
1:F1:402:ARG:HD3 1:GI:375:1ILE:HG12 1.99 0.43
1:.FK:123:THR:HB 1:FK:124:PRO:HD3 2.00 0.43
1:GJ:229:LEU:HD23 1:GJ:229:LEU:HA 1.90 0.43
1:HI:243:VAL:HG23 1:HI:245:1ILE:HD11 2.01 0.43
1:HI:290:SER:HG 1:HI:302: ASN:ND2 2.16 0.43
1:IB:157:LEU:HD13 1:IB:207:TRP:CD2 2.53 0.43
1:1J:29:TYR:HB2 1:1J:96:ASN:ND2 2.32 0.43
1:IK:379:ARG:NH1 1:1K:382:GLN:OE1 2.51 0.43
1:DF:76:ILE:HB 1:DF:95:ARG:HH21 1.83 0.43
1:DF:266:MET:HE3 1:DF:266:MET:HB3 1.80 0.43
1:ED:206:GLU:HA 1:ED:206:GLU:OE2 2.19 0.43
1:EG:125:PRO:HG2 1:EG:309:GLN:HG2 2.00 0.43
1:FK:14:THR:O 1:FK:18:VAL:HG23 2.19 0.43
1:GC:32:LYS:NZ 1:GC:361:GLU:OE1 2.47 0.43
1:GI:100:LYS:HE3 1:GI:110:MET:HA 2.01 0.43
1:HD:73:ASP:N 1:HD:73:ASP:OD1 2.50 0.43
1:HD:321:ASN:HD21 1:IE:100:LYS:HD3 1.84 0.43
1:HH:195:MET:HE1 | 1:HH:247:-THR:HG22 2.01 0.43
1:HJ:178:ASN:HD21 1:HJ:207:-TRP:HZ3 1.67 0.43
1:TA:70:ARG:HB2 1:TA:73:ASP:0OD1 2.18 0.43
1:1B:84:LEU:HB3 1:I1B:113:MET:SD 2.59 0.43
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Atom-1 Atom-2 distance (A) overlap (A)

1:1B:95:ARG:H 1:1B:333: TRP:HZ3 1.66 0.43
1:1D:52:LYS:HE2 1:ID:52:LYS:HA 2.01 0.43
1:IH:375:ILE:O 1:IH:379:ARG:HG2 2.19 0.43
1:1I:180:LYS:HE2 1:1I:180:LYS:HB2 1.87 0.43
1:EA:203:LYS:HD3 1:EA:203:LYS:HA 1.81 0.43
1:ED:127:ILE:H 1:ED:127:ILE:HD12 1.84 0.43
1:ED:196:ASN:OD1 1:ED:214:SER:OG 2.32 0.43
1:EH:200:VAL:HG13 | 1:EH:202: THR:HG23 2.01 0.43
1:FB:329:GLY:O 1:FK:41:MET:HA 2.18 0.43
1:GD:147:SER:HB3 1:GD:188:SER:HA 2.00 0.43
1:GJ:249:THR:OG1 1:GJ:253:ALA:O 2.24 0.43
1:GK:187:ASP:OD1 1:GK:191:ASN:N 2.52 0.43
1:.1C:237:LEU:HD12 1:1C:238:GLU:H 1.84 0.43
1:1D:230:LYS:O 1:1D:238:GLU:HG2 2.18 0.43
1:1D:336: THR:N 1:1D:339:SER:OG 2.48 0.43
1:1F:179:LYS:HD2 1:1F:273:ASN:HB3 2.01 0.43
1:1G:8:GLY:HA3 1:1G:384:ASN:HD22 1.83 0.43
1:1G:92:PHE:HB3 1:1G:332:VAL:HB 2.01 0.43
1:DD:203:LYS:HB2 1:DD:206:GLU:HB2 2.00 0.43
1:DJ:120:ALA:HA 1:DJ:127:ILE:HA 2.01 0.43
1:DK:193:HIS:HE1 1:DK:250:ILE:HG22 1.83 0.43
1:EC:41:MET:HE2 1:EC:41:MET:HB3 1.88 0.43
1:EE:195:MET:HE1 1:EE:247: THR:HA 1.99 0.43
1:EJ:209:VAL:O 1:EJ:226:SER:HB2 2.19 0.43
1:EJ:297:GLY:O 1:EJ:314:ILE:HG12 2.19 0.43
1.FG:179:LYS:HE3 1:FG:179:LYS:HB3 1.85 0.43
1:FK:202: THR:0G1 1:FK:206:GLU:O 2.35 0.43
1:GD:43:ALA:HB1 1:HD:62:ASP:HB2 2.01 0.43
1:GF:41:MET:HE2 1:GF:41:MET:HB3 1.86 0.43
1:HD:39:ALA:N 1:HD:52:LYS:O 2.38 0.43
1:HK:101:LEU:HG 1:HK:105:ARG:HA 1.99 0.43
1:TA:68:THR:OG1 1:TA:73:ASP:0OD1 2.37 0.43
1:1C:4:GLN:OE1 1:I1D:21:ASN:N 2.52 0.43
1:1C:397:THR:O 1:.1C:401:LEU:HB2 2.19 0.43
1:1D:143:MET:HB2 1:1D:303: TYR:CE2 2.54 0.43
1:IH:169:PHE:HE2 1:1H:222:PRO:HG2 1.84 0.43
1:1I:116: THR:HA 1:1I:135:PRO:HA 2.00 0.43
1:1J:83:ARG:C 1:1J:84:LEU:HD12 2.44 0.43
1:1J:195:-MET:-HE2 1:1J:211: THR:HG22 2.00 0.43
1:DC:34:GLY:HA2 1:DC:58:GLN:HA 2.00 0.42
1:DE:19:ILE:O 1:DE:23:ILE:HG13 2.19 0.42
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1:DE:73:ASP:O 1:DE:358:GLY:N 2.37 0.42
1:DG:70:ARG:NH1 1:DG:72:LEU:HB2 2.34 0.42
1:EC:379:ARG:NH1 1:EC:382:GLN:OE1 2.53 0.42
1:ED:246: THR:HB 1:ED:257:-THR:HG22 2.00 0.42
1:EE:106:ASN:HB3 1:EE:137:-THR:HG22 2.01 0.42
1:EG:284:LYS:HG2 1:EG:285:PRO:HD2 2.01 0.42
1:EI:390: THR:O 1:EI:394:1LE:HG23 2.19 0.42
1:FH:139:PRO:HB2 | 1:FH:141: THR:HG22 2.00 0.42
1:FJ:38:PHE:HB2 1:GK:28: THR:HG22 2.01 0.42
1:GB:200:VAL:HG23 | 1:GB:208:ALA:HB3 2.01 0.42
1:GC:169:PHE:HA 1:GC:176:SER:OG 2.19 0.42
1:GJ:247:THR:OG1 1:GJ:248:GLY:N 2.51 0.42
1:HA:86:ASP:OD1 1:HA:87:SER:N 2.48 0.42
1:HD:7:SER:OG 1:HD:51:VAL:O 2.36 0.42
1:HD:268:GLN:HB3 1:HE:285:PRO:HG3 2.00 0.42
1:HJ:401:LEU:HD12 1:HJ:401:LEU:HA 1.93 0.42
1:TA:15:ASN:HB2 1:TA:38:PHE:HZ 1.83 0.42
1:ID:366:ASP:0O 1:ID:370:GLU:HG2 2.19 0.42
1:1D:379:ARG:HA 1:1D:379:ARG:HD3 1.83 0.42
1:1I:100:LYS:HE3 1:1I:110:MET:HA 1.99 0.42
1:DB:166:LYS:NZ 1:DB:168:PRO:O 2.51 0.42
1:DB:201:LYS:HB2 1:DB:207: TRP:CZ3 2.55 0.42
1:DC:41:MET:HG2 1:DC:52:LYS:HE3 2.01 0.42
1:DD:382:GLN:O 1:DD:386:GLN:HG2 2.19 0.42
1:DJ:193:HIS:CE1 1:DJ:250:ILE:HG12 2.53 0.42
1:EC:80:GLY:HA3 1:EC:316:LEU:HD23 2.00 0.42
1:EI:153:MET:SD 1:EIL:155:ILE:HG23 2.60 0.42
1:EI:279:ASN:OD1 1:EI:280:GLN:N 2.52 0.42
1:EJ:203:LYS:HD2 1:EJ:203:LYS:HA 1.73 0.42
1:EJ:232:ASN:OD1 1:EJ:236:ILE:N 2.50 0.42
1:EK:299:VAL:HG12 | 1:EK:311:LEU:HD12 2.00 0.42
1:FB:143:-MET:HE3 1:FB:309:GLN:HG3 2.00 0.42
1:FD:42:PHE:HD1 1:GE:329:GLY:HA2 1.82 0.42
1:FE:387:THR:HA 1:FE:390: THR:HG22 2.01 0.42
1:GA:158:ASN:C 1:GA:158:ASN:HD22 2.27 0.42
1:GG:153:MET:HE3 | 1:GG:153:MET:HB2 1.89 0.42
1:HC:79:ASN:HB3 1:HC:318:ASN:ND2 2.33 0.42
1:HE:72:LEU:HD23 1:HE:72:LEU:HA 1.90 0.42
1:HF:305:ASN:O 1:HF:307:GLN:HG2 2.19 0.42
1:1B:174:ALA:HA 1:I1B:177:TYR:CE1 2.54 0.42
1:1D:4:GLN:HE22 1:ID:50:GLY:HA2 1.84 0.42
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1:11:232: ASN:OD1 1:11:235:GLY:N 2.46 0.42
1:1K:179:LYS:HD3 1:1K:273:ASN:HB2 2.02 0.42
1:DA:396:ASN:OD1 1:DA:400:ASN:ND2 2.53 0.42
1:DB:70:ARG:NH1 1:DB:99:PHE:O 2.52 0.42
1:DB:203:LYS:HD2 1:DB:204:ASP:0O 2.19 0.42
1:DC:79:ASN:OD1 1:DC:80:GLY:N 2.52 0.42
1:DD:249: THR:HG23 1:DD:253:ALA:O 2.20 0.42
1:DE:328:GLN:HB2 | 1:DE:332:VAL:HG23 2.00 0.42
1:DG:117:GLY:HA2 | 1:DG:315:VAL:HG22 2.01 0.42
1:DH:70:ARG:NH2 1:DH:99:PHE:O 2.41 0.42
1:DH:178:ASN:N 1:DH:199:PHE:O 2.52 0.42
1:DI1:393:GLN:OE1 1:DJ:378:GLN:NE2 2.43 0.42
1:EG:266:MET:HE3 1:EG:267:GLN:O 2.19 0.42
1:EJ:167:THR:HB 1:EJ:168:PRO:HD3 2.01 0.42
1:FD:94:SER:HB2 1:FD:332:VAL:HG12 2.02 0.42
1:FD:297:GLY:O 1:FD:314:1LE:HG12 2.19 0.42
1:FG:108:VAL:HG12 1:FG:114:GLN:HA 2.00 0.42
1:FH:211:THR:HG21 | 1:FH:245:ILE:HD13 2.00 0.42
1.FL.177: TYR:CE2 1:F1:180:LYS:HB2 2.54 0.42
1:GD:284:LYS:0O 1:GD:305:ASN:ND2 2.51 0.42
1:GF:153:MET:HE1 | 1:GF:197:VAL:HG21 2.00 0.42
1:HC:336: THR:HG22 | 1:HC:337:GLN:NE2 2.35 0.42
1:HF:206:GLU:OE1 1:HF:206:GLU:HA 2.19 0.42
1:HI:203:LYS:HD2 1:HI:204:ASP:0O 2.20 0.42
1:TA:95:ARG:NH2 1:TA:361:GLU:OE2 2.52 0.42
1:TA:395:LEU:HD23 1:1B:379:ARG:HB3 2.01 0.42
1:1B:329:GLY:O 1:IK:41:MET:HA 2.19 0.42
1:TH:230:LYS:HE2 1:1H:231:PHE:O 2.19 0.42
1:11:206:GLU:C 1:1I:207:TRP:HD1 2.28 0.42
1:DA:155:ILE:HG13 1:DA:274:ASN:O 2.19 0.42
1:DJ:336: THR:HG22 1:DJ:338:ALA:H 1.84 0.42
1:EA:81:PHE:HB3 1:EA:93:TYR:HB3 2.02 0.42
1:EA:198:TYR:HB2 1:EA:210:TYR:HB2 2.01 0.42
1:EB:231:PHE:CD1 1:EB:267:GLN:HB2 2.54 0.42
1:ED:206:GLU:OE1 1:ED:230:LYS:HD3 2.19 0.42
1:EL:291:TYR:HA 1:EI1:301:GLY:HA2 2.01 0.42
1:FB:34:GLY:HA2 1:FB:58:GLN:HA 2.01 0.42
1:FF:68: THR:HG21 1:FF:73:ASP:0D2 2.20 0.42
1:GA:92:PHE:HB3 1:GA:332:VAL:HB 2.00 0.42
1:GA:402:ARG:NH2 1:GC:392:ASP:0OD1 2.53 0.42
1:HD:136:1ILE:HD12 1:HD:312:GLY:HA3 2.00 0.42
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Atom-1 Atom-2 distance (A) overlap (A)

1:1B:147:SER:HB2 1:1B:188:SER:HA 2.01 0.42
1:1C:313:GLN:OE1 1:1C:313:GLN:HA 2.19 0.42
LIF:177:TYR:HE2 1:IF:180:LYS:HB2 1.84 0.42
1:11:195:MET:N 1:1I:195:MET:SD 2.93 0.42
1:DA:209:VAL:O 1:DA:226:SER:N 2.52 0.42
1:DB:160: THR:O 1:DB:160: THR:HG22 2.19 0.42
1:DC:12:ALA:HB3 1:DC:381:TYR:HD2 1.85 0.42
1:DG:213:ASP:OD1 1:DG:213:ASP:N 2.49 0.42
1:DH:212:HIS:HB2 1:DH:222:PRO:HG3 2.01 0.42
1:EB:390: THR:O 1:EB:394:1LE:HG12 2.19 0.42
1:EK:92:PHE:HB3 1:EK:332:VAL:HB 2.02 0.42
1:FA:83:ARG:HD2 1:FA:344:LEU:HD21 2.02 0.42
1:FE:250:ILE:HD12 1:FE:250:1ILE:HA 1.95 0.42
1:FH:125:PRO:HG2 1:FH:309:GLN:HG3 2.00 0.42
1:FH:197:VAL:HG12 | 1:FH:211:THR:HG22 2.01 0.42
1:FK:105:ARG:HD3 1:FK:138:ILE:O 2.20 0.42
1:GC:187:ASP:OD1 1:GC:191:ASN:N 2.52 0.42
1:GG:155:ILE:HG13 | 1:GG:275:ILE:HG12 2.00 0.42
1:GH:40:ASP:OD1 1:GH:40:ASP:N 2.46 0.42
1:GK:366:ASP:O 1:GK:370:GLU:HG2 2.19 0.42
1:HA:174:ALA:HA 1:HA:177:TYR:CE1 2.55 0.42
1:HH:402: ARG:NH2 1:1G:389:LYS:HB3 2.35 0.42
1:HI:366:ASP:O 1:HI:370:GLU:HG2 2.19 0.42
1:1B:316:LEU:HD12 1:1B:317:ALA:H 1.84 0.42
1:1F:269:ASN:ND2 1:1G:191:ASN:HA 2.34 0.42
1:DA:157:LEU:N 1:DA:266:MET:O 2.48 0.42
1:DA:229:LEU:HD21 | 1:DA:262:PHE:HB3 2.01 0.42
1:DE:74:VAL:O 1:DE:97:GLY:HA3 2.20 0.42
1:DH:117:GLY:HA2 | 1:DH:315:VAL:HG13 2.01 0.42
1:DJ:41:MET:SD 1:DJ:52:LYS:HB2 2.60 0.42
1:DJ:84:LEU:HD23 1:DJ:115:LEU:HA 2.01 0.42
1:EA:9:LEU:HD11 1:EA:388:ILE:HG13 2.01 0.42
1:EF:202:THR:O 1:EF:206:GLU:CB 2.61 0.42
1:FF:198:TYR:O 1:FF:209:VAL:HA 2.19 0.42
1:HD:73:ASP:HB2 1:HD:360:LEU:HD21 2.01 0.42
1:HG:242: THR:HG22 1:HG:261:SER:HA 2.00 0.42
1:1B:302:ASN:OD1 1:I1B:303:TYR:N 2.52 0.42
1:IF:226:SER:HB3 1:1F:243:VAL:HG11 2.02 0.42
1:IH:157:LEU:HD13 1:IH:207: TRP:CE2 2.53 0.42
1:DD:198:TYR:O 1:DD:209:VAL:HA 2.20 0.42
1:DJ:185:VAL:HG12 1:DJ:193:HIS:HB2 2.01 0.42
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Atom-1 Atom-2 distance (A) overlap (A)
1:EB:204:ASP:N 1:EB:204:ASP:OD1 2.52 0.42
1:EC:72:LEU:HD21 1:EC:291:TYR:HE2 1.84 0.42
1:EI:308:GLU:N 1:EI:308:GLU:OE2 2.53 0.42
1:FC:94:SER:HB2 1:FC:332: VAL:HG12 2.02 0.42
1:FC:159:SER:N 1:FC:268:GLN:O 2.52 0.42
1:FE:395:LEU:HD23 1:FE:395:LEU:HA 1.91 0.42
1:FK:231:PHE:HE1 1:FK:237:LEU:HD13 1.84 0.42
1:GI:41:MET:HB3 1:GI:49:LEU:HB2 2.01 0.42
1:TA:291:TYR:HA 1:JA:301:GLY:HA2 2.02 0.42
1:1K:382:GLN:O 1:1K:386:GLN:HG2 2.20 0.42
1:DG:399:VAL:HG12 1:DG:400:ASN:N 2.35 0.42
1:DI:95:ARG:HG3 1:DI:333: TRP:HZ3 1.84 0.42
1:EH:206:GLU:OE1 1:EH:206:GLU:N 2.53 0.42
1:EH:379:ARG:HG3 1:EI:395:LEU:HD23 2.02 0.42
1:EIL:375:1ILE:O 1:EI:379:ARG:HG2 2.20 0.42
1:EK:98:GLN:HG3 1:EK:110:MET:HE2 2.01 0.42
1:FF:109:ASN:OD1 1:FF:113:-MET:N 2.52 0.42
1.FK:82:PHE:HB2 1:FK:94:SER:O 2.19 0.42
1:GD:267:GLN:O 1:GD:267:GLN:HG2 2.19 0.42
1:HF:68: THR:HG21 1:HF:360:LEU:HD13 2.01 0.42
1:1C:247:-THR:CG2 1:1C:256:ALA:H 2.33 0.42
1:1D:324:GLY:O 1:1D:336:THR:OG1 2.37 0.42
1:1J:200: VAL:HG13 1:1J:202: THR:HG23 2.01 0.42
1:DA:9:LEU:HD11 1:DA:388:ILE:HG13 2.01 0.42
1:DA:166:LYS:HZ3 1:DA:168:PRO:HB2 1.84 0.42
1:DB:111:GLN:OE1 1:DB:112:GLY:N 2.53 0.42
1:DB:166:LYS:HB3 1:DB:166:LYS:HE3 1.82 0.42
1:DG:209:VAL:HB 1:DG:227:-THR:HB 2.02 0.42
1:DI:247:- THR:HG22 1:DI:255:ALA:HA 2.02 0.42
1:EE:366:ASP:O 1:EE:370:GLU:HG2 2.19 0.42
1:EG:169:PHE:HA 1:EG:176:SER:HB3 2.02 0.42
1:FB:74:VAL:O 1:FB:97:GLY:HA3 2.20 0.42
1:FJ:366:ASP:O 1:FJ:370:GLU:HG2 2.20 0.42
1:GC:177:TYR:HA 1:GC:200:VAL:HG12 2.01 0.42
1:GF:84:LEU:HD23 1:GF:115:LEU:HA 2.02 0.42
1:GF:158:ASN:HB3 1:GF:161:ASP:0OD2 2.19 0.42
1:HC:94:SER:HB2 1:HC:331:ASN:O 2.20 0.42
1:HC:401:LEU:HD11 1:HD:389:LYS:HG2 2.01 0.42
1:HH:203:LYS:HG2 1:HH:204:ASP:N 2.34 0.42
1:HI:249: THR:HG23 1:HI:253:ALA:O 2.20 0.42
1:1J:167:THR:0OG1 1:1J:168:PRO:HD3 2.19 0.42
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Atom-1 Atom-2 distance (A) overlap (A)
1:DB:48:GLY:HA3 1:EA:21:ASN:ND2 2.35 0.42
1:DD:230:LYS:HB2 1:DD:239:SER:H 1.84 0.42
1:DF:232:ASN:OD1 1:DF:233:GLU:N 2.52 0.42
1:DH:371:LEU:O 1:DH:375:ILE:HG13 2.20 0.42
1:EA:126:THR:O 1:EA:128:GLN:NE2 2.53 0.42
1:EI1:246: THR:HG22 | 1:EL:257:THR:HG22 2.01 0.42
1:EI:290:SER:O 1:EI:302:ASN:N 2.52 0.42
1:EJ:72:LEU:HD23 1:EJ:72:LEU:HA 1.90 0.42
1:EJ:188:SER:OG 1:F1:234:ASN:OD1 2.33 0.42
1:EJ:232:ASN:OD1 1:EJ:235:GLY:N 2.47 0.42
1:FD:155:1ILE:HG13 1:FD:274:ASN:O 2.20 0.42
1:FF:287:ASP:0OD2 1:FF:287:ASP:N 2.48 0.42
1:FI:266:MET:HE2 1:FI:266:MET:HB3 1.86 0.42
1:GD:270: THR:H 1:GE:285:PRO:HG2 1.85 0.42
1:HG:397:THR:HG21 | 1:HH:382:GLN:HG2 2.02 0.42
1:HH:171:VAL:HG11 1:HH:212:HIS:ND1 2.35 0.42
1:HH:336: THR:H 1:HH:339:SER:HG 1.59 0.42
1:IA:2:PHE:O 1:TA:6:VAL:HG22 2.20 0.42
1:1G:280:GLN:NE2 1:1G:282:GLY:O 2.52 0.42
1:1H:236:ILE:HG13 1:1H:238:GLU:OE1 2.20 0.42
1:1J:169:PHE:HA 1:1J:176:SER:HB3 2.01 0.42
1:1J:187:ASP:OD1 1:1J:191:ASN:N 2.52 0.42
1:DB:207:- TRP:HE1 1:DB:267:GLN:CD 2.28 0.41
1:DH:379:ARG:HG3 1:DI:395:LEU:HD23 2.02 0.41
1:DJ:318:ASN:OD1 1:DJ:319:PHE:N 2.53 0.41
1:EB:180:LYS:NZ 1:EB:196:ASN:OD1 2.52 0.41
1:EC:265:SER:O 1:EC:266:MET:HE2 2.19 0.41
1:ED:285:PRO:HG3 1:FC:268:GLN:HB3 2.02 0.41
1:EF:187:ASP:OD1 1:EF:191:ASN:N 2.53 0.41
1:EG:15:ASN:O 1:EG:19:ILE:HG12 2.19 0.41
1:EJ:76:ILE:HB 1:EJ:95:ARG:HH21 1.85 0.41
1:EJ:142:LEU:HD22 1:FI:156:ASN:ND2 2.35 0.41
1:EK:14:THR:O 1:EK:18:VAL:HG23 2.20 0.41
1:FB:197:VAL:HG13 | 1:FB:209:VAL:HG13 2.02 0.41
1:FH:280:GLN:NE2 1:FH:282:GLY:O 2.50 0.41
1:FK:231:PHE:HD2 1:FK:267:GLN:OE1 2.03 0.41
1:GB:9:LEU:HD22 1:GB:381:TYR:CZ 2.54 0.41
1:GF:266:MET:HE3 1:GF:266:MET:HB2 1.87 0.41
1:GH:379:ARG:HG3 | 1:GI:395:LEU:HD23 2.02 0.41
1:HD:284:LYS:O 1:HD:305:ASN:ND2 2.51 0.41
1:HE:305:ASN:O 1:HE:307:GLN:HG2 2.20 0.41
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Atom-1 Atom-2 distance (A) overlap (A)
1:HG:48:GLY:HA3 1:HH:21:ASN:ND2 2.35 0.41
1:1C:84:LEU:HD23 1:1C:115:LEU:HA 2.01 0.41
1:1C:212:HIS:HB2 1:1C:221:ALA:HB2 2.01 0.41
1:ID:298: THR:HG22 1:ID:313:GLN:HB3 2.02 0.41
1:1F:287:ASP:H 1:IF:304:SER:HG 1.66 0.41
1:1H:104:ASN:O 1:IH:105:ARG:HD3 2.19 0.41
1:11:368:SER:O 1:11:372:VAL:HG22 2.19 0.41
1:1K:201:LYS:HE2 1:1K:201:LYS:HB2 1.80 0.41
1:DA:347:ALA:HB1 | 1:DA:355:LEU:HD13 2.02 0.41
1:DH:235:GLY:HA3 1:DH:267:GLN:O 2.19 0.41
1:DH:402:ARG:HD2 1:EH:375:ILE:HG12 2.02 0.41
1:DK:232:ASN:CG 1:DK:233:GLU:H 2.27 0.41
1:EB:84:LEU:HD23 1:EB:115:LEU:HA 2.02 0.41
1:EC:169:PHE:HA 1:EC:176:SER:HB3 2.01 0.41
1:EE:19:ILE:O 1:EE:23:ILE:HG13 2.20 0.41
1:E1:195:-MET:HE3 1:EI1:258: PHE:CE1 2.55 0.41
1:EI:196:ASN:ND2 1:EI:198:TYR:OH 2.53 0.41
1:EK:83:ARG:NH2 1:EK:91:VAL:HG11 2.35 0.41
1:FA:198:TYR:O 1:FA:209:VAL:HA 2.19 0.41
1:FD:92:PHE:HB3 1:FD:332:VAL:HB 2.02 0.41
1:FJ:232: ASN:ND2 1:FJ:236:1LE:HB 2.35 0.41
1:FK:281:ASN:C 1:FK:281:ASN:HD22 2.27 0.41
1:FK:398:LEU:HD12 1:FK:398:LEU:HA 1.93 0.41
1:GB:216:ASP:HB3 1:GB:219:ALA:HB2 2.01 0.41
1:GB:390: THR:O 1:GB:394:ILE:HG12 2.20 0.41
1:GF:391:GLN:HA 1:GF:394:ILE:HG12 2.02 0.41
1:HB:94:SER:HB3 1:HB:332:VAL:HG12 2.02 0.41
1:HB:197:VAL:HG13 | 1:HB:209:VAL:HG13 2.00 0.41
1:HD:384:ASN:O 1:HD:387:THR:HG22 2.21 0.41
1:HF:174:ALA:HA 1:HF:177:TYR:CZ 2.55 0.41
1:HH:116:THR:HA 1:HH:135:PRO:HA 2.01 0.41
1:TA:147:SER:HB2 1:TA:256:ALA:HB2 2.02 0.41
1:TA:169:PHE:HA 1:IA:176:SER:HB3 2.02 0.41
1:.1E:177:TYR:CE2 1:1E:180:LYS:HB2 2.55 0.41
1:DC:154:GLN:HB3 1:DC:276:VAL:HB 2.02 0.41
1:DC:209:VAL:O 1:DC:226:SER:HB2 2.20 0.41
1:DK:142:LEU:HD12 1:DK:143:MET:H 1.86 0.41
1:EA:92:PHE:HD2 1:EA:113:MET:HE1 1.85 0.41
1:EH:371:LEU:O 1:EH:375:ILE:HG13 2.21 0.41
1:EJ:206:GLU:HA 1:EJ:229:LEU:O 2.20 0.41
1:FA:70:ARG:HB2 1:FA:73:ASP:0D2 2.20 0.41
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Atom-1 Atom-2 distance (A) overlap (A)
1:FD:191:ASN:HA 1:GC:269:ASN:ND2 2.24 0.41
1:FE:328: GLN:HB2 1:FE:332:VAL:HG23 2.01 0.41
1:HD:250:1ILE:HD12 1:HD:250:1LE:HA 1.92 0.41
1:HE:167:-THR:0G1 1:HE:168:PRO:HD3 2.19 0.41
1:HH:373:ASN:HA 1:HH:376:VAL:HG12 2.02 0.41
1:HI:15:ASN:O 1:HI:19:ILE:HG12 2.20 0.41
1:.1E:92:PHE:CE1 1:1E:328:GLN:HG3 2.55 0.41
1:1G:96:ASN:HB3 1:1G:98:GLN:HE22 1.85 0.41
1:1H:139:PRO:HG3 1:IH:311:LEU:HD22 2.03 0.41
1:1H:293:ILE:HG12 1:1H:299:VAL:HG12 2.01 0.41
1:IK:227:THR:OG1 1:1K:240:GLY:O 2.30 0.41
1:DB:93:TYR:O 1:DB:333:TRP:N 2.50 0.41
1:DB:402:ARG:HA 1:DB:402:ARG:HD2 1.66 0.41
1:DC:167:-THR:N 1:DC:168:PRO:HD3 2.35 0.41
1:DD:70:ARG:HG2 1:DD:72:LEU:H 1.84 0.41
1:DF:19:ILE:O 1:DF:23:ILE:HG13 2.21 0.41
1:EF:366:ASP:O 1:EF:370:GLU:HG2 2.20 0.41
1:FH:233:GLU:OE1 1:F1:254: THR:N 2.39 0.41
1:FH:390:THR:OG1 1:F1:402: ARG:NH2 2.51 0.41
1:FJ:122: GLY:HA2 1:FJ:125:PRO:HA 2.01 0.41
1:FJ:187:ASP:0OD1 1:FJ:191:ASN:N 2.52 0.41
1.FK:167:-THR:HB 1:FK:168:PRO:HD3 2.03 0.41
1:FK:212:HIS:HB2 1:FK:222:PRO:HG3 2.02 0.41
1:GB:143:MET:HE1 1:GB:307:GLN:HB2 2.01 0.41
1:GD:46:LYS:HB2 1:HE:56:ILE:HD13 2.03 0.41
1:GF:336: THR:HG23 1:GF:339:SER:H 1.85 0.41
1:HA:187:ASP:OD1 1:HA:191:ASN:N 2.54 0.41
1:HD:284:LYS:HB2 1:HD:285:PRO:HD2 2.02 0.41
1:HF:83:ARG:HG3 1:HF:116:THR:OG1 2.21 0.41
1:HF:204:ASP:OD1 1:HG:251:ASN:HA 2.20 0.41
1:HG:83:ARG:HH11 | 1:HG:116:THR:HG21 1.84 0.41
1:HI:319:PHE:CD2 1:HI:325:LEU:HD11 2.55 0.41
1:1C:206:GLU:OE1 1:1C:230:LYS:HG2 2.20 0.41
1:1G:183:VAL:O 1:1G:195:MET:HB2 2.19 0.41
1:1J:92:PHE:HB2 1:1J:113:MET:HE2 2.02 0.41
1:1J:201:LYS:HD3 1:1J:207: TRP:CE2 2.56 0.41
1:DD:316:LEU:HD11 | 1:DD:355:LEU:HD11 2.03 0.41
1:DF:170:SER:H 1:DF:176:SER:HB3 1.85 0.41
1:DI:370:GLU:O 1:DI:374:-MET:HG3 2.20 0.41
1:EB:351:ASN:ND2 1:FA:289:VAL:O 2.53 0.41
1:EG:366:ASP:O 1:EG:370:GLU:HG2 2.20 0.41
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Atom-1 Atom-2 distance (A) overlap (A)
1:EJ:83:ARG:HD2 1:EJ:344:LEU:HD21 2.02 0.41
1:EK:366:ASP:O 1:EK:370:GLU:HG2 2.20 0.41
1:FK:179:LYS:HD3 1:FK:273:ASN:HB2 2.02 0.41
1:GH:109:ASN:ND2 1:GH:111:GLN:OE1 2.53 0.41
1:HA:212:HIS:HB2 1:HA:222:PRO:HG2 2.02 0.41
1:HF:391:GLN:HA 1:HF:394:1LE:HG12 2.02 0.41
1:HG:203:LYS:H 1:HG:206:GLU:HB3 1.85 0.41
1:HH:401:LEU:HD23 1:HH:401:LEU:HA 1.94 0.41
1:HJ:74:VAL:HG12 1:HJ:357:ASN:HA 2.02 0.41
1:1B:92:PHE:CD1 1:1B:328: GLN:HG3 2.55 0.41
1:1B:318:ASN:HB2 1:1B:352:PHE:HE1 1.85 0.41
1:1C:247:-THR:HG22 1:1C:256:ALA:H 1.84 0.41
1:IF:74:VAL:HG22 1:IF:99:PHE:HE1 1.86 0.41
1:1F:195:-MET:HE3 1:1F:247: THR:HG22 2.03 0.41
1:1F:372:VAL:HG11 1:1G:6:VAL:HG21 2.02 0.41
1:1G:125:PRO:HB2 1:1G:310:VAL:O 2.20 0.41
1:DB:299:VAL:HG12 | 1:DB:311:LEU:HD12 2.03 0.41
1:DC:22:ASN:ND2 1:DC:33:SER:HB2 2.34 0.41
1:DC:163:VAL:HG13 1:DC:201:LYS:O 2.21 0.41
1:DC:369:LYS:HA 1:DC:372:VAL:HG22 2.01 0.41
1:DF:268:GLN:HB3 1:DG:285:PRO:HG3 2.03 0.41
1:DH:49:LEU:HD21 1:EH:65:THR:OG1 2.20 0.41
1:DI:192:ALA:HB2 1:DI:284:LYS:NZ 2.35 0.41
1:DI:207:-TRP:HE1 1:DI:267:GLN:NE2 2.18 0.41
1:DI:237:LEU:HD23 1:DI:237:LEU:H 1.84 0.41
1:ED:211:THR:HG21 | 1:ED:245:ILE:HG21 2.03 0.41
1:ED:401:LEU:HD11 1:.FE:389:LYS:HB2 2.03 0.41
1:FB:33:SER:HB3 1:FB:365:VAL:HG22 2.02 0.41
1:FB:94:SER:HB2 1:FB:332: VAL:HG12 2.03 0.41
1:FG:394:ILE:HD11 1:FH:378:GLN:HA 2.02 0.41
1:FH:84:LEU:HD23 1:FH:115:LEU:HA 2.03 0.41
1:GC:74:VAL:O 1:GC:97:GLY:HA3 2.20 0.41
1:GE:206:GLU:OE2 1:GE:206:GLU:HA 2.21 0.41
1:HB:155:1LE:O 1:HB:265:SER:OG 2.20 0.41
1:HI:96:ASN:OD1 1:HI:98:GLN:HG3 2.20 0.41
1:HK:62:ASP:OD1 1:HK:63:GLY:N 2.54 0.41
1:1J:109:ASN:ND2 1:1J:111:GLN:OE1 2.53 0.41
1:IK:1:SER:N 1:IK:391:GLN:OE1 2.50 0.41
1:DC:145:ALA:HB2 1:DC:285:PRO:HD3 2.03 0.41
1:DE:117:GLY:HA2 | 1:DE:315:VAL:HG12 2.02 0.41
1:DF:68: THR:HG21 | 1:DF:360:LEU:HD12 2.02 0.41
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:DF:231:PHE:HE2 1:DF:237:LEU:HD13 1.85 0.41
1:DG:258:PHE:HE2 1:DG:260:LEU:HB2 1.85 0.41
1:DI:19:ILE:HG23 1:DI:370:GLU:HB3 2.03 0.41
1:DI:143:-MET:-HE2 1:DI:305:ASN:HD21 1.85 0.41
1:DJ:148: THR:HG21 1:DJ:280: GLN:HB2 2.03 0.41
1:EC:174:ALA:HA 1.EC:177:TYR:CZ 2.55 0.41
1:EE:82:PHE:HB2 1:EE:94:SER:O 2.20 0.41
1:EE:247:-THR:H 1:EE:255:ALA:HB1 1.85 0.41
1:EF:76:1LE:HB 1:EF:95:ARG:HH21 1.84 0.41
1:EG:231:PHE:HB3 1:EG:267:GLN:NE2 2.36 0.41
1:EG:246: THR:HG22 | 1:EG:257:- THR:HG22 2.02 0.41
1:EJ:33:SER:HB3 1:EJ:365:VAL:HG22 2.03 0.41
1:FA:158:ASN:C 1:FA:158:ASN:HD22 2.27 0.41
1:FB:203:LYS:HZ2 1:FB:206:GLU:HG3 1.86 0.41
1:FG:394:1LE:HD13 1:FG:394:1LE:HA 1.96 0.41
1:FH:371:LEU:O 1:FH:375:ILE:HG13 2.20 0.41
1:GH:106:ASN:HB3 | 1:GH:137:-THR:HG22 2.03 0.41
1:1J:143:-MET:-HE2 1:1J:283:TYR:CE1 2.56 0.41
1:1J:367:LEU:H 1:1J:367:LEU:HD12 1.85 0.41
1:DB:285:PRO:HG3 1:EK:268:GLN:HG2 2.03 0.41
1:DC:74:VAL:O 1:DC:97:GLY:HA3 2.21 0.41
1:DG:394:ILE:HD11 1:DH:16:LEU:HD13 2.03 0.41
1:DH:372:VAL:HG11 1:DI:2:PHE:HB3 2.02 0.41
1:DJ:185:VAL:CG1 1:DJ:195:MET:HE1 2.50 0.41
1:EB:287:ASP:OD1 1:EB:287:ASP:N 2.52 0.41
1:EE:28: THR:OG1 1:EE:31:PHE:HB2 2.21 0.41
1:EE:72:LEU:HD23 1:EE:72:LEU:HA 1.93 0.41
1:GA:139:PRO:HD2 | 1:GA:311:LEU:HD22 2.02 0.41
1:GB:197:VAL:HG13 | 1:GB:209:VAL:HG13 2.03 0.41
1:GB:394:ILE:HG23 1:HA:381:TYR:CE1 2.56 0.41
1:GJ:230:LYS:HB3 1:GJ:230:LYS:HE2 1.73 0.41
1:GK:166:LYS:HD3 1:GK:175:ASP:HB3 2.03 0.41
1:HD:127:.ILE:HG21 1:HD:313:GLN:NE2 2.36 0.41
1:HF:82:PHE:O 1:HF:93:TYR:HA 2.20 0.41
1:HF:266:MET:HE3 1:HF:266:MET:HB3 1.89 0.41
1:HF:395:LEU:HD23 1:HF:395:LEU:HA 1.97 0.41
1:IE:266:MET:-HE2 1:IE:266:MET:HB3 1.88 0.41
1:1G:93:TYR:N 1:1G:333:TRP:O 2.44 0.41
1:IH:15:ASN:O 1:.IH:19:ILE:HG12 2.21 0.41
1:DE:68:THR:HG21 | 1:DE:360:LEU:HD23 2.03 0.41
1:DF:206:GLU:OE2 1:DF:228: THR:OG1 2.33 0.41
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:DH:317:ALA:HB1 1:DH:342:ALA:HB1 2.02 0.41
1:DJ:68: THR:HG21 1:DJ:360:LEU:HD12 2.01 0.41
1:EA:19:ILE:O 1:EA:23:ILE:HG13 2.20 0.41
1:EA:92:PHE:CD2 1:EA:113:MET:HE1 2.55 0.41
1:EB:325:LEU:HD23 1:EB:325:LEU:HA 1.90 0.41
1:EC:209:VAL:HG11 1:EC:262:PHE:HE2 1.85 0.41
1:ED:167:- THR:HB 1:ED:168:PRO:HD3 2.02 0.41
1:ED:206:GLU:OE2 1:ED:230:LYS:HA 2.21 0.41
1:EE:391:GLN:HA 1:EE:394:ILE:HG12 2.03 0.41
1:FA:68: THR:HG21 1:FA:360:LEU:HD12 2.02 0.41
1:FA:124:PRO:HA 1:FA:125:PRO:HD3 2.00 0.41
1:FA:230:LYS:HB3 1:FA:230:LYS:HE3 1.85 0.41
1:FB:110:MET:HE3 1:FB:110:MET:HB3 1.86 0.41
1:FE:390:THR:O 1:FE:394:1LE:HG12 2.20 0.41
1:FF:5:ALA:HB1 1:FF:388:ILE:HG13 2.02 0.41
1:FF:195:-MET:HE1 1:FF:247:- THR:HG22 2.01 0.41
1:FG:23:ILE:HD11 1:FG:370:GLU:HB2 2.02 0.41
1:FI1:41:MET:SD 1:FI1:52:LYS:HB3 2.60 0.41
1:FI:68: THR:HG21 1:FI:360:LEU:HD12 2.02 0.41
1:FI1:186: TYR:CE2 1:F1:284:LYS:HB3 2.56 0.41
1:FJ:247:THR:OG1 1:FJ:248:GLY:N 2.54 0.41
1:FK:379:ARG:HD3 1:FK:379:ARG:HA 1.88 0.41
1:GA:70:ARG:HB2 1:GA:73:ASP:0OD1 2.21 0.41
1:GG:113:MET:HE1 | 1:GG:332:VAL:HG11 2.03 0.41
1:GJ:110:MET:HE3 1:GJ:110:-MET:HB3 1.82 0.41
1:HE:74:VAL:O 1:HE:97:GLY:HA3 2.21 0.41
1:HE:195:MET:SD 1:HE:213:ASP:HB3 2.61 0.41
1:HG:246: THR:HG23 | 1:HG:257:THR:HG22 2.03 0.41
1:HH:84:LEU:HD23 1:HH:115:LEU:HA 2.03 0.41
1:1C:83:ARG:HH21 1:1C:91:VAL:HG11 1.86 0.41
1:1I:15:ASN:O 1:1I:19:ILE:HG12 2.21 0.41
1:1J:117:GLY:HA2 1:1J:315:VAL:HG22 2.03 0.41
1:DA:167:THR:HB 1:DA:168:PRO:HD3 2.02 0.41
1:DA:198:TYR:O 1:DA:209:VAL:HA 2.21 0.41
1:DB:56:1ILE:HD13 1:DK:46:LYS:HB2 2.02 0.41
1:DD:109:ASN:OD1 1:DD:113:MET:N 2.44 0.41
1:DD:241:GLY:O 1:DD:261:SER:HA 2.21 0.41
1:DH:40:ASP:OD1 1:DH:40:ASP:N 2.45 0.41
1:DH:153:MET:HE1 1:DH:155:ILE:HB 2.03 0.41
1:DI:279:ASN:OD1 1:DI:280:GLN:N 2.54 0.41
1:EA:241:GLY:HA2 1:EA:262:PHE:HB2 2.02 0.41
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:EB:392:ASP:OD1 1:FK:379:ARG:NH2 2.53 0.41
1:EE:9:LEU:HD22 1:EE:381:TYR:CZ 2.56 0.41
1:EF:5:ALA:HB1 1:EF:388:1LE:HG13 2.03 0.41
1:EJ:382:GLN:OE1 1:EK:399:VAL:HG11 2.21 0.41
1:FA:379:ARG:HD3 1:FA:379:ARG:HA 1.70 0.41
1:FC:166:LYS:HE3 1:FC:166:LYS:HB3 1.83 0.41
1:FJ:395:LEU:HD13 1:GI:379:ARG:HG3 2.03 0.41
1:GC:101:LEU:HD23 1:GC:101:LEU:HA 1.96 0.41
1:GK:364:ASN:OD1 1:GK:364:ASN:C 2.64 0.41
1:HB:40:ASP:HB3 1:TA:25:ASN:HD21 1.86 0.41
1:HF:166:LYS:HG3 1:HF:168:PRO:HD2 2.03 0.41
1:HG:251:ASN:ND2 1:HG:251:ASN:O 2.54 0.41
1:HJ:319:PHE:CE2 1:HJ:342:ALA:HA 2.56 0.41
1:HK:93:TYR:O 1:HK:333:TRP:N 2.48 0.41
1:HK:232:ASN:OD1 1:HK:233:GLU:N 2.54 0.41
1:TA:73:ASP:HB2 1:TA:360:LEU:HD21 2.02 0.41
1:IB:200:VAL:HG13 1:1B:208:ALA:HB3 2.02 0.41
1:1C:74:VAL:O 1:1C:97:GLY:HA3 2.21 0.41
1:.IE:98:GLN:HB3 1:IE:360:LEU:HD11 2.03 0.41
1:.IF:167:- THR:OG1 1:IF:168:PRO:HD3 2.20 0.41
1:1F:393:GLN:HA 1:1F:396:ASN:HB2 2.03 0.41
1:1J:233:GLU:CD 1:1K:254: THR:H 2.30 0.41
1:DC:179:LYS:HE3 1:DC:273:ASN:HB3 2.03 0.40
1:DH:241:GLY:O 1:DH:261:SER:HA 2.20 0.40
1:DI:52:LYS:HE2 1:DI:52:LYS:HB3 1.83 0.40
1:EB:17:ASP:HB3 1:EK:47:VAL:HG11 2.02 0.40
1:EB:165:SER:OG 1:EB:166:LYS:HD2 2.21 0.40
1:EB:383:SER:OG 1:FA:367:LEU:HD23 2.21 0.40
1:ED:317:ALA:HB1 1:ED:342:ALA:HB1 2.02 0.40
1:EG:399:VAL:HG12 1:EG:400:ASN:N 2.37 0.40
1:EI1:212:HIS:HB2 1:EI1:222:PRO:HG3 2.02 0.40
1:EI:281:ASN:OD1 1:EI1:282:GLY:N 2.54 0.40
1:FC:74:VAL:O 1:FC:97:GLY:HA3 2.21 0.40
1:FJ:354:LYS:HE3 1:FJ:354:LYS:HB3 1.86 0.40
1:FK:125:PRO:HG3 1:FK:309:GLN:HG3 2.03 0.40
1:GJ:74:VAL:HG11 1:GJ:355:LEU:HD23 2.02 0.40
1:HC:345:GLY:HA3 1:HC:352:PHE:CZ 2.56 0.40
1:HF:47:VAL:HG11 1:1G:17:ASP:HB3 2.03 0.40
1:HG:370:GLU:OE2 1:HG:370:GLU:HA 2.21 0.40
1:TA:76:ILE:HB 1:TA:95:ARG:NH2 2.36 0.40
1:1D:18:VAL:HG11 1:1D:36:ALA:HB2 2.02 0.40
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:1D:40:ASP:OD1 1:1D:40:ASP:N 2.51 0.40
1:1D:205:ASN:N 1:1D:206:GLU:OE2 2.54 0.40
1:1D:226:SER:OG 1:1D:245:ILE:HD11 2.21 0.40
1:1J:396:ASN:O 1:1J:399:VAL:HG22 2.21 0.40
1:DB:379:ARG:NH1 1:DB:382:GLN:OE1 2.52 0.40
1:DC:395:LEU:HD23 1:DC:395:LEU:HA 1.91 0.40
1:DE:182: THR:HG22 | 1:DE:196:ASN:OD1 2.21 0.40
1:DJ:185:VAL:CG1 1:DJ:193:HIS:HB2 2.51 0.40
1:EC:92:PHE:HB3 1:EC:332:VAL:HB 2.03 0.40
1:EK:345:GLY:HA3 1:EK:352:PHE:CE2 2.56 0.40
1:FA:179:LYS:HG3 1:FA:180:LYS:N 2.36 0.40
1:FB:49:LEU:HD13 1:GB:64:THR:HB 2.03 0.40
1:FB:396:ASN:HB2 1:GK:379:ARG:NH2 2.37 0.40
1:FF:132:ASN:OD1 1:FF:132:ASN:N 2.54 0.40
1:FF:303:TYR:HE1 1:FF:309:GLN:HG2 1.87 0.40
1:FH:251:ASN:N 1:FH:251:ASN:HD22 2.18 0.40
1:F1:244:ASN:O 1:F1:245:1ILE:HD13 2.21 0.40
1:GB:49:LEU:HD13 1:HB:64: THR:HB 2.02 0.40
1:GB:167:THR:N 1:GB:168:PRO:HD2 2.36 0.40
1:HA:247:-THR:OG1 1:HA:248:GLY:N 2.54 0.40
1:HC:174:ALA:HA 1:HC:177:TYR:CZ 2.55 0.40
1:HC:203:LYS:HE3 1:HC:203:LYS:HB3 1.91 0.40
1:HF:9:LEU:HD22 1:HF:381:TYR:CZ 2.57 0.40
1:HF:82:PHE:HE1 1:HF:314:ILE:HG21 1.85 0.40
1:HF:182: THR:HA 1:HF:195:MET:O 2.22 0.40
1:1B:292:GLN:N 1:1B:300:VAL:O 2.44 0.40
1:1B:300:VAL:HG13 1:1B:308:GLU:CD 2.46 0.40
1:1F:180:LYS:HZ2 1:1F:196:ASN:HB3 1.86 0.40
1:1I:68: THR:HG21 1:11:360:LEU:HD12 2.02 0.40
1:DB:85:VAL:HG13 | 1:DB:116:THR:HG21 2.02 0.40
1:DC:203:LYS:HE3 1:DC:206:GLU:HG2 2.03 0.40
1:DD:92:PHE:HB3 1:DD:332:VAL:HB 2.03 0.40
1:DE:5:ALA:HB1 1:DE:388:ILE:HG12 2.03 0.40
1:DE:9:LEU:HD11 1:DE:388:ILE:HG13 2.02 0.40
1:DG:161:ASP:HA 1:DG:162:PRO:HD3 1.98 0.40
1:DH:395:LEU:HD13 | 1:EG:379:ARG:HG3 2.02 0.40
1:EB:203:LYS:HD2 1:EB:204:ASP:O 2.22 0.40
1:EE:5:ALA:HB1 1:EE:388:ILE:HG12 2.02 0.40
1:EL:179:LYS:HZ3 1:EL:275:ILE:HG13 1.86 0.40
1:EJ:212:HIS:HB2 1:EJ:222:PRO:HG3 2.02 0.40
1:FE:83:ARG:HD2 1:FE:344:LEU:HD21 2.03 0.40
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Atom-1 Atom-2 distance (A) overlap (A)
1:GC:181:GLY:O 1:GC:197:VAL:N 2.45 0.40
1:GD:203:LYS:HG2 1:GD:204:ASP:N 2.31 0.40
1:GD:379:ARG:HD3 1:GD:379:ARG:HA 1.87 0.40
1:GD:393:GLN:O 1:GD:397:-THR:HG23 2.22 0.40
1:GE:72:LEU:HD23 1:GE:72:LEU:HA 1.88 0.40
1:GH:15:ASN:O 1:GH:19:ILE:HG12 2.22 0.40
1:HB:180:LYS:HE3 1:HB:180:LYS:HB2 1.80 0.40
1:HH:38:PHE:HE1 1:HH:53:VAL:HG22 1.86 0.40
1:HI:290:SER:OG 1:HI:302:ASN:ND2 2.37 0.40
1:HJ:402:ARG:NH2 1:1I:390: THR:HG22 2.35 0.40
1:HK:123:THR:HB 1:HK:124:PRO:HD3 2.03 0.40
1:1C:109:ASN:OD1 1:1C:113:MET:N 2.52 0.40
1:IF:311:LEU:HD12 1:.IF:311:LEU:O 2.21 0.40
1:IK:185:VAL:N 1:1K:193:HIS:O 2.43 0.40
1:DI:336: THR:HG23 1:DI:338:ALA:H 1.86 0.40
1:EF:48:GLY:HA3 1:FG:21:ASN:ND2 2.35 0.40
1:FA:46:LYS:HE3 1:FA:46:LYS:HB2 1.89 0.40
1:FC:73:ASP:OD1 1:FC:73:ASP:N 2.55 0.40
1:FF:210:TYR:CD2 1:FF:225:ALA:HA 2.55 0.40
1:FH:269:ASN:C 1:FH:269:ASN:HD22 2.28 0.40
1:FK:364:ASN:OD1 1:FK:364:ASN:C 2.64 0.40
1:GA:167:-THR:HB 1:GA:168:PRO:HD3 2.03 0.40
1:GB:389:LYS:HB2 1:GB:389:LYS:HE3 1.83 0.40
1:GC:296:ASP:C 1:GC:296:ASP:0OD2 2.65 0.40
1:HB:73:ASP:0OD1 1:HB:73:ASP:N 2.54 0.40
1:HD:266:MET:HB3 1:HD:268:GLN:OE1 2.21 0.40
1:HE:5:ALA:HB1 1:HE:388:ILE:HG12 2.04 0.40
1:HE:19:ILE:O 1:HE:23:ILE:HG13 2.21 0.40
1:HE:250:ILE:HD12 1:HE:250:1ILE:HA 1.95 0.40
1:HF:42:PHE:HB2 1:1G:329:GLY:H 1.84 0.40
1:HH:400:ASN:H 1:1G:386:GLN:HE21 1.69 0.40
1:HI:43:ALA:HB2 1:HI:49:LEU:HD11 2.04 0.40
1:HI:109:ASN:OD1 1:HI:113:MET:N 2.54 0.40
1:1B:74:VAL:O 1:1B:97:GLY:HA3 2.22 0.40
1:IF:177:TYR:CE2 1:1F:180:LYS:HB2 2.55 0.40
1:1J:73:ASP:HA 1:1J:97:GLY:O 2.21 0.40
1.IK:72:LEU:HD21 1:1K:291: TYR:CE2 2.50 0.40
1:DA:193:HIS:CE1 1:DA:250:ILE:HG12 2.57 0.40
1:DG:390: THR:HG21 | 1:DH:374:MET:HG2 2.03 0.40
1:DH:179:LYS:HB3 1:DH:199:PHE:HD?2 1.86 0.40
1:DH:193:HIS:CE1 1:DH:250:ILE:HD12 2.57 0.40
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:DI:241:GLY:O 1:DI:261:SER:HA 2.21 0.40
1:DJ:232:ASN:OD1 1:DJ:235:GLY:N 2.55 0.40
1:EA:249:THR:HG22 | 1:EA:255:ALA:HB2 2.04 0.40
1:EC:185:VAL:HG23 1:EC:193:HIS:HB2 2.03 0.40
1:EC:266:MET:HE2 1:EC:266:MET:HA 2.03 0.40
1:EC:317:ALA:HB2 1:EC:344:LEU:HD23 2.04 0.40
1:EF:102:ASP:HB3 1:EF:106:ASN:OD1 2.22 0.40
1:EH:197:VAL:HG13 | 1:EH:209:VAL:HG13 2.02 0.40
1:E1:236:ILE:HD12 1:EI:236:ILE:HA 1.95 0.40
1:EJ:101:LEU:HD13 1:EJ:105:ARG:HE 1.86 0.40
1:FB:379:ARG:HA 1:FB:379:ARG:HD3 1.81 0.40
1:FD:83:ARG:HD2 1:FD:344:LEU:HD21 2.04 0.40
1:FG:157:LEU:HD12 1:FG:207: TRP:CH2 2.57 0.40
1:FH:113:MET:HE2 | 1:FH:332:VAL:HG11 2.03 0.40
1:FI:174:ALA:HA 1:FL:177:TYR:CE1 2.56 0.40
1:GH:15:ASN:HB2 1:GH:38:PHE:HZ 1.87 0.40
1:GK:106:ASN:HB3 | 1:GK:137:THR:HG22 2.03 0.40
1:HA:364:ASN:OD1 1:HA:364:ASN:C 2.65 0.40
1:HC:33:SER:OG 1:HC:364:ASN:O 2.35 0.40
1:HD:207:TRP:O 1:HD:229:LEU:N 2.37 0.40
1:HD:366:ASP:O 1:HD:370:GLU:HG2 2.22 0.40
1:HG:1:SER:OG 1:HG:2:PHE:N 2.51 0.40
1:HG:85:VAL:HG12 1:HG:91:VAL:HG12 2.04 0.40
1:HG:387:THR:HA 1:HH:374:MET:HE3 2.03 0.40
1:HI:390: THR:HG21 1:HJ:374:MET:HG2 2.04 0.40
1:TA:319:PHE:CE2 1:TA:325:LEU:HD21 2.56 0.40
1:1H:206:GLU:OFE1 1:IH:228: THR:HB 2.21 0.40
1:11:158:ASN:HB3 1:11:161:ASP:HB2 2.04 0.40
1:.IK:174:ALA:HA 1:IK:177:TYR:CZ 2.56 0.40

There are no symmetry-related clashes.

5.3 Torsion angles (i)

5.3.1 Protein backbone (3)

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.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#torsion_angles
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#protein_backbone
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
1 DA 400,402 (100%) 391 (98%) | 9 (2%) 0 |
1 | DB 400/402 (100%) | 392 (98%) | 8 (2%) 0 100 ] [ 100}
1 DC 400,402 (100%) 384 (96%) | 16 (4%) 0 |
1 DD 400,402 (100%) 393 (98%) | 7 (2%) 0 |
1 DE 400,402 (100%) 388 (97%) | 12 (3%) 0 |
1 | DF 400/402 (100%) | 389 (97%) | 11 (3%) 0 100 ] [ 100}
1 | bpa 400/402 (100%) | 387 (97%) | 13 (3%) 0 100 ] [ 100]
1 DH 400,402 (100%) 390 (98%) | 10 (2%) 0 |
1 DI 400,402 (100%) 392 (98%) | 8 (2%) 0 |
1 DJ 400,402 (100%) 390 (98%) | 10 (2%) 0 |
1 DK 400,402 (100%) 381 (95%) | 19 (5%) 0 |
1 | EA 400/402 (100%) | 390 (98%) | 10 (2%) 0 100 ] [100]
1 EB 400,402 (100%) 388 (97%) | 12 (3%) 0 |
1 | EC 400/402 (100%) | 382 (96%) | 18 (4%) 0 100 ] [ 100}
1 ED 400,402 (100%) 389 (97%) | 11 (3%) 0 |
1 | EE 400/402 (100%) | 382 (96%) | 18 (4%) 0 100 ] 100}
1 | EF 400/402 (100%) | 392 (98%) | 8 (2%) 0 100 [100]
1 EG 400,402 (100%) 389 (97%) | 11 (3%) 0 |
1 EH 400,402 (100%) 385 (96%) | 15 (4%) 0 |
1 EI 400,402 (100%) 390 (98%) | 10 (2%) 0 |
1 | EJ 400/402 (100%) | 390 (98%) | 10 (2%) 0 100 ] 100}
1 EK 400,402 (100%) 384 (96%) | 16 (4%) 0 |
1 | FA 400/402 (100%) | 394 (98%) | 6 (2%) 0 100 100}
1 FB 400/402 (100%) 388 (97%) | 12 (3%) 0 |
1 FC 400,402 (100%) 390 (98%) | 10 (2%) 0 |
1 | FD 400/402 (100%) | 389 (97%) | 11 (3%) 0 100 ] [ 100]
1 FE 400,402 (100%) 392 (98%) | 8 (2%) 0 |
1 | FF 400/402 (100%) | 390 (98%) | 10 (2%) 0 100 ] [ 100}
1 | FQ 400/402 (100%) | 389 (97%) | 11 (3%) 0 100 ] [100]
1 FH 400,402 (100%) 392 (98%) | 8 (2%) 0 |
1 FI 400,402 (100%) 390 (98%) | 10 (2%) 0 |
1 FJ 400/402 (100%) 387 (97%) | 13 (3%) 0
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Mol | Chain Analysed Favoured | Allowed | Outliers
1 FK 400/402 (100%) 392 (98%) 8 (2%) 0
1 GA 400/402 (100%) 391 (98%) 9 (2%) 0
1 GB 400/402 (100%) 393 (98%) 7 (2%) 0
1 GC 400/402 (100%) 390 (98%) 10 (2%) 0
1 GD 400/402 (100%) 392 (98%) 8 (2%) 0
1 GE 400/402 (100%) 389 (97%) 11 (3%) 0
1 GF 400/402 (100%) 391 (98%) 9 (2%) 0
1 GG 400/402 (100%) 392 (98%) 8 (2%) 0
1 GH 400/402 (100%) 392 (98%) 8 (2%) 0
1 GI 400/402 (100%) 390 (98%) 10 (2%) 0
1 GJ 400/402 (100%) 393 (98%) 7 (2%) 0
1 GK 400/402 (100%) 391 (98%) 9 (2%) 0
1 HA 400/402 (100%) 392 (98%) 8 (2%) 0
1 HB 400/402 (100%) 392 (98%) 8 (2%) 0
1 HC 400/402 (100%) 392 (98%) 8 (2%) 0
1 HD 400/402 (100%) 390 (98%) 10 (2%) 0
1 HE 400/402 (100%) 391 (98%) 9 (2%) 0
1 HF 400/402 (100%) 389 (97%) 11 (3%) 0
1 HG 400/402 (100%) 392 (98%) 8 (2%) 0
1 HH 400/402 (100%) 388 (97%) 12 (3%) 0
1 HI 400/402 (100%) 387 (97%) 13 (3%) 0
1 HJ 400/402 (100%) 392 (98%) 8 (2%) 0
1 HK 400/402 (100%) 389 (97%) 11 (3%) 0
1 IA 400/402 (100%) 390 (98%) 10 (2%) 0
1 IB 400/402 (100%) 390 (98%) 10 (2%) 0
1 IC 400/402 (100%) 391 (98%) 9 (2%) 0
1 ID 400/402 (100%) 393 (98%) 7 (2%) 0
1 IE 400/402 (100%) 390 (98%) 10 (2%) 0
1 IF 400/402 (100%) 389 (97%) 11 (3%) 0
1 IG 400/402 (100%) 390 (98%) 10 (2%) 0
1 IH 400/402 (100%) 391 (98%) 9 (2%) 0

Continued on next page...
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
1 IT 400,402 (100%) 384 (96%) | 16 (4%) 0 |
1 1] 400,402 (100%) 395 (99%) | 5 (1%) 0 |
1 K 400/402 (100%) | 391 (98%) | 9 (2%) 0 100 ] [100]

All | All | 26400/26532 (100%) | 25723 (97%) | 677 (3%) 0 |

There are no Ramachandran outliers to report.

5.3.2 Protein sidechains (1)

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

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

Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 DA 322/322 (100%) 322 (100%) 0
1 DB 322/322 (100%) 322 (100%) 0
1 DC 322/322 (100%) 321 (100%) | 1 (0%)
1 DD 322/322 (100%) 322 (100%) 0 |
1 | DE 322/322 (100%) | 322 (100%) 0 100 | 100]
1 DF 322/322 (100%) 322 (100%) 0 |
1 DG 322/322 (100%) 322 (100%) 0 |
1 DH 322/322 (100%) 322 (100%) 0 |
1 DI 322/322 (100%) 322 (100%) 0 |
1 | DJ 322/322 (100%) | 322 (100%) 0 (100 | 100]
1 DK 322/322 (100%) 322 (100%) 0 |
1 | EA 322/322 (100%) | 322 (100%) 0 [100] [ 100]
1 EB 322/322 (100%) 322 (100%) 0 |
1 EC 322/322 (100%) 322 (100%) 0 |
1 | ED 322/322 (100%) | 322 (100%) 0 100 | 100}
1 EE 322/322 (100%) 322 (100%) 0 |
1 EF 322/322 (100%) 322 (100%) 0 |
1 EG 322/322 (100%) 322 (100%) 0

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers
1 EH 322/322 (100%) 322 (100%) 0
1 EI 322/322 (100%) 322 (100%) 0
1 EJ 322/322 (100%) 322 (100%) 0
1 EK 322/322 (100%) 322 (100%) 0
1 FA 322/322 (100%) 322 (100%) 0
1 FB 322/322 (100%) 322 (100%) 0
1 FC 322/322 (100%) 322 (100%) 0
1 FD 322/322 (100%) 321 (100%) 1 (0%)
1 FE 322/322 (100%) 322 (100%) 0
1 FF 322/322 (100%) 321 (100%) 1 (0%)
1 FG 322/322 (100%) 322 (100%) 0
1 FH 322/322 (100%) 322 (100%) 0
1 FI 322/322 (100%) 322 (100%) 0
1 FJ 322/322 (100%) 322 (100%) 0
1 FK 322/322 (100%) 322 (100%) 0
1 GA 322/322 (100%) 322 (100%) 0
1 GB 322/322 (100%) 322 (100%) 0
1 GC 322/322 (100%) 322 (100%) 0
1 GD 322/322 (100%) 322 (100%) 0
1 GE 322/322 (100%) 322 (100%) 0
1 GF 322/322 (100%) 322 (100%) 0
1 GG 322/322 (100%) 322 (100%) 0
1 GH 322/322 (100%) 322 (100%) 0
1 GI 322/322 (100%) 322 (100%) 0
1 GJ 322/322 (100%) 322 (100%) 0
1 GK 322/322 (100%) 322 (100%) 0
1 HA 322/322 (100%) 322 (100%) 0
1 HB 322/322 (100%) 322 (100%) 0
1 HC 322/322 (100%) 322 (100%) 0
1 HD 322/322 (100%) 322 (100%) 0
1 HE 322/322 (100%) 322 (100%) 0

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers

1 HF 322/322 (100%) 322 (100%) 0

1 HG 322/322 (100%) 321 (100%) 1 (0%)

1 HH 322/322 (100%) 322 (100%) 0

1 HI 322/322 (100%) 322 (100%) 0

1 HJ 322/322 (100%) 322 (100%) 0

1 HK 322/322 (100%) 322 (100%) 0

1 IA 322/322 (100%) 322 (100%) 0

1 IB 322/322 (100%) 321 (100%) 1 (0%)

1 IC 322/322 (100%) 322 (100%) 0

1 ID 322/322 (100%) 322 (100%) 0

1 IE 322/322 (100%) 322 (100%) 0

1 IF 322/322 (100%) 322 (100%) 0

1 IG 322/322 (100%) 322 (100%) 0

1 [H 322/322 (100%) 322 (100%) 0

1 IT 322/322 (100%) 322 (100%) 0

1 J 322/322 (100%) 322 (100%) 0

1 IK 322/322 (100%) 322 (100%) 0
All All 21252/21252 (100%) | 21247 (100%) | 5 (0%)

[Loo] [100]

All (5) residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 DC 364 ASN
1 FD 267 GLN
1 FF 251 ASN
1 HG 78 GLN
1 IB 106 ASN

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. All (317)
such sidechains are listed below:

Mol | Chain | Res | Type
1 DA 15 ASN
1 DA 79 ASN
1 DA 111 GLN
1 DA 114 GLN

Continued on next page...
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Mol | Chain | Res | Type
1 DA 191 ASN
1 DA 318 ASN
1 DA 400 ASN
1 DB 21 ASN
1 DB 205 ASN
1 DC 78 GLN
1 DC 189 GLN
1 DC 191 ASN
1 DC 212 HIS
1 DC 281 ASN
1 DD 21 ASN
1 DD 156 ASN
1 DD 267 GLN
1 DD 400 ASN
1 DE 25 ASN
1 DE 251 ASN
1 DE 313 GLN
1 DE 364 ASN
1 DE 396 ASN
1 DF 88 ASN
1 DF 111 GLN
1 DF 251 ASN
1 DF 274 ASN
1 DF 400 ASN
1 DG 193 HIS
1 DG 196 ASN
1 DG 268 GLN
1 DG 307 GLN
1 DG 391 GLN
1 DG 393 GLN
1 DH 21 ASN
1 DH 189 GLN
1 DH 378 GLN
1 DI 67 ASN
1 DI 106 ASN
1 DI 154 GLN
1 DI 357 ASN
1 DI 384 ASN
1 DJ 21 ASN
1 DJ 67 ASN
1 DJ 294 ASN
1 DJ 309 GLN

Continued on next page...
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Mol | Chain | Res | Type
1 DJ 328 GLN
1 DJ 386 GLN
1 DK 128 GLN
1 DK 129 GLN
1 DK 267 GLN
1 DK 279 ASN
1 DK 294 ASN
1 DK 328 GLN
1 EA 114 GLN
1 EA 205 ASN
1 EA 212 HIS
1 EA 309 GLN
1 EB 21 ASN
1 EB 191 ASN
1 EB 328 GLN
1 EB 357 ASN
1 EC 232 ASN
1 EC 321 ASN
1 EC 378 GLN
1 ED 21 ASN
1 ED 106 ASN
1 ED 264 ASN
1 ED 305 ASN
1 ED 400 ASN
1 EE 205 ASN
1 EE 267 GLN
1 EE 280 GLN
1 EE 331 ASN
1 EF 21 ASN
1 EF 212 HIS
1 EF 251 ASN
1 EF 274 ASN
1 EF 309 GLN
1 EG 106 ASN
1 EG 193 HIS
1 EG 294 ASN
1 EH 4 GLN
1 EH 21 ASN
1 EH 67 ASN
1 EH 292 GLN
1 EH 309 GLN
1 EI 25 ASN

Continued on next page...
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Mol | Chain | Res | Type
1 EI 191 ASN
1 EI 378 GLN
1 EJ 21 ASN
1 EJ 302 ASN
1 EJ 328 GLN
1 EJ 378 GLN
1 EK 140 ASN
1 EK 357 ASN
1 EK 380 ASN
1 FA 21 ASN
1 FA 111 GLN
1 FA 158 ASN
1 FB 212 HIS
1 FB 280 GLN
1 FB 307 GLN
1 FC 21 ASN
1 FC 294 ASN
1 FC 331 ASN
1 FD 67 ASN
1 FD 88 ASN
1 FD 191 ASN
1 FD 269 ASN
1 FD 295 ASN
1 FE 58 GLN
1 FE 400 ASN
1 FF 21 ASN
1 FF 88 ASN
1 FF 96 ASN
1 FF 156 ASN
1 FF 205 ASN
1 FF 232 ASN
1 FF 357 ASN
1 FG 21 ASN
1 FG 244 ASN
1 FH 96 ASN
1 FH 212 HIS
1 FH 251 ASN
1 FH 309 GLN
1 FI 156 ASN
1 FI 191 ASN
1 FI 212 HIS
1 FI 267 GLN

Continued on next page...
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Mol | Chain | Res | Type
1 FI 280 GLN
1 FJ 4 GLN
1 FJ 114 GLN
1 FJ 158 ASN
1 FJ 251 ASN
1 FJ 268 GLN
1 FJ 273 ASN
1 FJ 295 ASN
1 FJ 302 ASN
1 FJ 331 ASN
1 FJ 384 ASN
1 FK 10 ASN
1 FK 281 ASN
1 FK 302 ASN
1 FK 328 GLN
1 GA 21 ASN
1 GA 378 GLN
1 GA 393 GLN
1 GB 21 ASN
1 GB 58 GLN
1 GB 106 ASN
1 GB 156 ASN
1 GB 267 GLN
1 GB 386 GLN
1 GB 396 ASN
1 GC 128 GLN
1 GC 212 HIS
1 GC 269 ASN
1 GC 309 GLN
1 GC 384 ASN
1 GC 400 ASN
1 GD 67 ASN
1 GD 96 ASN
1 GD 106 ASN
1 GD 132 ASN
1 GD 158 ASN
1 GD 232 ASN
1 GD 244 ASN
1 GD 274 ASN
1 GE 21 ASN
1 GE 67 ASN
1 GE 154 GLN

Continued on next page...
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Mol | Chain | Res | Type
1 GE 280 GLN
1 GE 351 ASN
1 GE 396 ASN
1 GF 96 ASN
1 GF 264 ASN
1 GG 114 GLN
1 GG 128 GLN
1 GG 158 ASN
1 GG 196 ASN
1 GG 205 ASN
1 GG 328 GLN
1 GH 58 GLN
1 GH 104 ASN
1 GH 156 ASN
1 GH 196 ASN
1 GH 267 GLN
1 GH 281 ASN
1 GH 309 GLN
1 GI 129 GLN
1 GI 193 HIS
1 GI 251 ASN
1 GI 302 ASN
1 GI 337 GLN
1 GJ 21 ASN
1 GJ 244 ASN
1 GJ 267 GLN
1 GJ 321 ASN
1 GJ 400 ASN
1 GK 10 ASN
1 GK 67 ASN
1 GK 96 ASN
1 GK 302 ASN
1 GK 305 ASN
1 HA 212 HIS
1 HA 305 ASN
1 HA 331 ASN
1 HA 378 GLN
1 HA 393 GLN
1 HB 244 ASN
1 HB 274 ASN
1 HB 337 GLN
1 HC 307 GLN

Continued on next page...
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Mol | Chain | Res | Type
1 HC 337 GLN
1 HD 15 ASN
1 HD 21 ASN
1 HD 67 ASN
1 HD 156 ASN
1 HD 191 ASN
1 HD 196 ASN
1 HD 212 HIS
1 HD 321 ASN
1 HD 331 ASN
1 HD 380 ASN
1 HE 251 ASN
1 HF 21 ASN
1 HF 104 ASN
1 HF 232 ASN
1 HF 264 ASN
1 HF 331 ASN
1 HF 396 ASN
1 HG 114 GLN
1 HG 193 HIS
1 HG 267 GLN
1 HG 294 ASN
1 HH 96 ASN
1 HH 98 GLN
1 HH 191 ASN
1 HH 234 ASN
1 HH 357 ASN
1 HH 382 GLN
1 HI 4 GLN
1 HI 205 ASN
1 HI 212 HIS
1 HJ 140 ASN
1 HJ 273 ASN
1 HK 104 ASN
1 HK 280 GLN
1 HK 305 ASN
1 HK 393 GLN
1 HK 396 ASN
1 HK 400 ASN
1 IA 25 ASN
1 IA 267 GLN
1 IA 384 ASN

Continued on next page...
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Mol | Chain | Res | Type
1 IB 22 ASN
1 IB 106 ASN
1 IB 114 GLN
1 IB 212 HIS
1 IB 292 GLN
1 IB 294 ASN
1 IB 378 GLN
1 IC 128 GLN
1 IC 309 GLN
1 ID 21 ASN
1 ID 58 GLN
1 ID 67 ASN
1 ID 114 GLN
1 ID 128 GLN
1 ID 129 GLN
1 ID 189 GLN
1 ID 212 HIS
1 ID 294 ASN
1 ID 313 GLN
1 ID 386 GLN
1 IE 22 ASN
1 IE 96 ASN
1 IE 104 ASN
1 IE 313 GLN
1 IF 10 ASN
1 IF 67 ASN
1 IF 156 ASN
1 IF 191 ASN
1 IF 196 ASN
1 IF 264 ASN
1 IF 269 ASN
1 IF 307 GLN
1 IF 318 ASN
1 IF 373 ASN
1 IG 212 HIS
1 IG 318 ASN
1 IG 382 GLN
1 IH 58 GLN
1 IH 96 ASN
1 [H 114 GLN
1 [H 189 GLN
1 IH 212 HIS

Continued on next page...
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Mol | Chain | Res | Type
1 [H 267 GLN
1 [H 305 ASN
1 [H 318 ASN
1 IH 380 ASN
1 IH 384 ASN
1 IT 10 ASN
1 IT 98 GLN
1 I1 128 GLN
1 IT 156 ASN
1 IT 378 GLN
1 IT 384 ASN
1 IT 391 GLN
1 1J 78 GLN
1 1J 98 GLN
1 J 244 ASN
1 1J 322 ASN
1 J 364 ASN
1 IK 337 GLN
1 IK 386 GLN

5.3.3 RNA (D

There are no RNA molecules in this entry.

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

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

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.


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
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5.8 Polymer linkage issues (i)

There are no chain breaks in this entry.


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-63680. These allow visual inspection
of the internal detail of the map and identification of artifacts.

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

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

6.1 Orthogonal projections (i)

6.1.1 Primary map

6.1.2 Raw map


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

6.2.1 Primary map

X Index: 300 Y Index: 300 Z Index: 300

6.2.2 Raw map

X Index: 300 Y Index: 300 Z Index: 300

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


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

6.3.1 Primary map

X Index: 287 Y Index: 287 Z Index: 295

6.3.2 Raw map

X Index: 287 Y Index: 287 Z Index: 296

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


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

6.4.1 Primary map

6.4.2 Raw map

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


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

6.5.1 Primary map

The images above show the 3D surface view of the map at the recommended contour level 0.075.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.

6.5.2 Raw map

These images show the 3D surface of the raw map. The raw map’s contour level was selected so
that its surface encloses the same volume as the primary map does at its recommended contour
level.

6.6 Mask visualisation (i)

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

WO RLDWIDE

PROTEIN DATA BANK


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

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

7.1 Map-value distribution (i)

Map-value distribution

— Voxel count

Recommended contour
level 0.075

Voxel count (logl0)

T T T T T T 1
-0.50 -0.25 0.00 0.25 0.50 0.75 1.00
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

120000 ~

100000 ~

80000 + — volume

Recommended contour
level 0.075
60000 S

Vvolume (nm?3)

40000 ~

20000 A

P

T T T T I I I
—-0.50 -0.25 0.00 0.25 0.50 0.75 1.00
Contour level

The volume at the recommended contour level is 3566 nm?; this corresponds to an approximate
mass of 3221 kDa.

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


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

Rotationally averaged power spectrum

5.0 1
2.5 1
0.0
E [
2 _2.5 —— Primary map RAPS
= Raw map RAPS
e Reported resolution
2 —5.07 T 3144
=
E
_?5 -
—10.0 4
—-12.5 4
T T

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

*Reported resolution corresponds to spatial frequency of 0.318 A1


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

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

8.1 FSC (D

FSC

—— Author-provided FSC

Unmasked-calculated
FSC

-= 0143

== 05

— = Half-bit
Reported resolution
3.14 A=

Correlation

T T T
0.0 0.1 0.2 0.3 0.4 0.5 0.6
Spatial frequency (4-1)

*Reported resolution corresponds to spatial frequency of 0.318 A1


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

Resolution estimate (A)

Estimation criterion (FSC cut-off)

0.143 | 0.5 Half-bit
Reported by author 3.14 - -
Author-provided FSC curve | 3.13 | 3.62 3.18
Unmasked-calculated™ 4.05 | 6.40 4.14

*Resolution estimate based on FSC curve calculated by comparison of deposited half-maps. The
value from deposited half-maps intersecting FSC 0.143 CUT-OFF 4.05 differs from the reported

value 3.14 by more than 10 %


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

This section contains information regarding the fit between EMDB map EMD-63680 and PDB
model 9MT7B. Per-residue inclusion information can be found in section 3 on page 10.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.075
at 50% transparency in yellow overlaid with a ribbon representation of the model coloured in blue.
These images allow for the visual assessment of the quality of fit between the atomic model and
the map.


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

1.0

0.0
M <0.0

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

9.3 Atom inclusion mapped to coordinate model (i)

1.0

0.0

The images above show the model with each residue coloured according to its atom inclusion. This
shows to what extent they are inside the map at the recommended contour level (0.075).


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

Atom inclusion

1.0 \
o
= 0.8
w
=
% —— Backbone atoms
n 0.6
£ All non-hydrogen
E atoms
g Recommended contour
o level 0.075%
v 0.4
=
2
!
[}
o
E 0.2 1
0.0

T T T T T T T
—0.50 -0.25 0.00 0.25 0.50 0.75 1.00
Contour level

At the recommended contour level, 95% of all backbone atoms, 92% of all non-hydrogen atoms,
are inside the map.


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

The table lists the average atom inclusion at the recommended contour level (0.075) and Q-score

for the entire model and for each chain.

Chain Atom inclusion Q-score
All 0.9230 . 0.4730
DA 0.7650 . 0.3560
DB 0.8470 . 0.4040
DC 0.8810 . 0.4370
DD 0.9210 . 0.4600
DE 0.8400 I (0.3850
DF 0.9290 . 0.4470
DG 0.8560 . 0.3760
DH 0.8970 . 0.4230
DI 0.7570 . 0.3210
DJ 0.8160 . 0.3710
DK 0.7010 . 0.3180
EA 0.9330 . 0.4810
EB 0.9500 B 0.5110
EC 0.9490 B 0.5070
ED 0.9660 = 0.5280
EE 0.9370 . 0.4850
EF 0.9650 . 0.5290
EG 0.9540 B 0.4960
EH 0.9620 . 0.5220
EI 0.9240 . 0.4630
EJ 0.9500 . 0.4940
EK 0.9150 . 0.4630
FA 0.9620 . 0.5220
FB 0.9700  0.5380
FC 0.9680 B 0.5380
FD 0.9710 B 0.5510
FE 0.9700 B 0.5410
FF 0.9680 B 0.5440
FG 0.9690  0.5400
FH 0.9690  0.5420
FI 0.9720  0.5350
FJ 0.9730 . 0.5430
FK 0.9650 = 0.5290
GA 0.9680 B 0.5410

Continued on next page...

1.0

0.0
M <0.0
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Continued from previous page...

Chain Atom inclusion Q-score
GB 0.9740  0.5480
GC 0.9690 B 0.5450
GD 0.9700 B 0.5410
GE 0.9730 B (0.5480
GF 0.9730 B 0.5420
GG 0.9790  (0.5470
GH 0.9720  0.5320
GI 0.9720 m 0.5420
GJ 0.9730 B 0.5310
GK 0.9710 B 0.5470
HA 0.9650 B 0.5380
HB 0.9370 . 0.4870
HC 0.9490 B 0.5130
HD 0.9370 m 0.4890
HE 0.9510 m 0.5170
HF 0.9280 B 0.4610
HG 0.9530 m 0.5070
HH 0.9280 . 0.4540
HI 0.9590  0.5070
HJ 0.9500 . 0.4690
HK 0.9610 m 0.5200
IA 0.8950 . 0.4270
IB 0.8430 . 0.3650
IC 0.8710 . (0.3940
ID 0.8080 . (0.3580
IE 0.8720 . (0.4080
IF 0.7960 . 0.3120
IG 0.8750 . 0.3680
IH 0.8390 I 0.2980
II 0.9100 . 0.4010
1J 0.8870 . (0.3490
IK 0.9100 . 0.4230
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