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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.dev129

Mogul : 2022.3.0, CSD as543be (2022)
MolProbity : 4-5-2 with Phenix2.0
buster-report : 1.1.7 (2018)
Percentile statistics : 20231227.v01 (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) : 2.46


https://www.wwpdb.org/validation/2017/EMValidationReportHelp
https://www.wwpdb.org/validation/2017/EMValidationReportHelp
https://www.wwpdb.org/validation/2017/EMValidationReportHelp
http://www.wwpdb.org/validation/2017/FAQs#types
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#references
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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 3.01 A.

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

Metric

Clashscore

Ramachandran outliers NN

Sidechain outliers [

Worse

Percentile Ranks

[

0 Percentile relative to all structures

[I Percentile relative to all EM structures

Metric

Q-score IR

Worse

Model-Map Fit Percentile Ranks

[ I

I Percentile relative to all EM structures

. 6|

Value

T 0.4%
I 5.29%

Better

I .43

Better

I Percentile relative to EM structures of similar resolution

Value

Metric ‘Whole archive EM structures Similar EM resolution
(#Entries) (#Entries) (#Entries, resolution range(A))
Clashscore 210492 15764 -
Ramachandran outliers 207382 16835 -
Sidechain outliers 206894 16415 -
Q-score - 25397 13882 ( 2.51 - 3.51)

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

Mol | Chain | Length Quality of chain
1 A 433 - 34% 56% T
5%
2 B 440 33% 53% T
3 C 406 . 37% 54% . 5%
4 D 418 = 33% 54% ow
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PROTEIN DATA BANK

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

Mol | Chain | Length Quality of chain
3%
5 E 389 22% 60% B A e
6 F 439 - 31% 50% T
7 G 246 . 32% 59% 7% .
8 H 234 . 29% 66% o
9 I 261 | " 77 56% —
10 J 248 = 29% 64% e
11 K 241 = 34% 58% B
12 L 263 30% 59% R
13 M 255 . 30% 61% T
5%
_ L]
14 N 239 25% 56% . 18%
._
15 P 277 21% 57% 21%
._ -
16 Q 205 22% 74% .
7%
_ I
17 R 201 26% 68% 5%
5%
18 S 263 -T 56% 24%
7%
h I
19 T 241 22% 62% . 12%
7%
_ I
20 U 953 28% 55% 5%  11%
5%
‘ I
21 Vv 534 27% 549% . 17%
22 %Y 456 = 28% 65% B
5%
23 X 422 — 33% 55% BT
24 Y 389 38% 59% e
=
25 y/ 324 29% 55% 129%
7%
26 a 376 — 31% 64% -
27 b 377 | E———— 50%
5%
28 C 424 -T 44% 32%
7%
| ...
29 d 350 26% 49% 23%

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

Mol | Chain | Length Quality of chain
5%
30 e 70 — 34% 23% . 1%
24%

I —

31 f 908 23% 67% 7%
6%

32 g 601 i 84%
33 h 264 -T 60% . 22%

'_
34 u 289 23% 33% . 40%
35 v 12 92% 8%

The following table lists non-polymeric compounds, carbohydrate monomers and non-standard
residues in protein, DNA, RNA chains that are outliers for geometric or electron-density-fit crite-
ria:

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
38 | ADP C 501 - - X -
38 | ADP D 501 - - X -
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2 Entry composition (i)

There are 39 unique types of molecules in this entry. The entry contains 82193 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 26S proteasome regulatory subunit 7.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 A 401 3163 1995 557 593 18 0 0
e Molecule 2 is a protein called 26S proteasome regulatory subunit 4.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2 B 398 3126 1968 532 611 15 0 0
e Molecule 3 is a protein called 26S protease regulatory subunit 8.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3 C 386 3051 1919 547 567 18 0 0

e Molecule 4 is a protein called 26S proteasome regulatory subunit 6B.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 b 377 3018 1911 521 573 13 0 0
e Molecule 5 is a protein called 26S protease regulatory subunit 10B.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o 2 347 2750 1736 487 511 16 0 0

e Molecule 6 is a protein called 26S proteasome regulatory subunit 6A.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
6 F 364 2850 1803 492 538 17 0 0
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e Molecule 7 is a protein called Proteasome subunit alpha type-6.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 G 239 1831 1164 306 348 13 0 0
e Molecule 8 is a protein called Proteasome subunit alpha type-2.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 H 232 1813 1158 307 342 6 0 0
e Molecule 9 is a protein called Proteasome subunit alpha type-4.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
) I 248 1908 1205 325 369 9 0 0
e Molecule 10 is a protein called Proteasome subunit alpha type-7.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
10 J 239 1813 1136 320 352 5 0 0

There is a discrepancy between the modelled and reference sequences:

Chain

Residue

Modelled

Actual | Comment

Reference

J

230

VAL

ALA

conflict

UNP 014818

e Molecule 11 is a protein called Proteasome subunit alpha type-5.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 K 231 1763 1106 292 355 10 0 0

There is a discrepancy between the modelled and reference sequences:

Chain

Residue

Modelled

Actual | Comment

Reference

K

83

LYS

ALA

conflict

UNP P28066

e Molecule 12 is a protein called Proteasome subunit alpha type-1.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
12 L 237 1845 1156 333 345 11 0 0
e Molecule 13 is a protein called Proteasome subunit alpha type-3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 M 240 1856 1178 314 353 11 0 0
e Molecule 14 is a protein called Proteasome subunit beta type-6.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
14 N 197 1482 928 253 289 12 0 0
e Molecule 15 is a protein called Proteasome subunit beta type-7.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
151 P 220 1645 1035 278 320 12 0 0
e Molecule 16 is a protein called Proteasome subunit beta type-3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 Q 204 1587 1010 264 294 19 0 0
e Molecule 17 is a protein called Proteasome subunit beta type-2.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
17 R 199 1588 1017 270 292 9 0 0
e Molecule 18 is a protein called Proteasome subunit beta type-5.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 S 201 1559 982 274 294 9 0 0

e Molecule 19 is a protein called Proteasome subunit beta type-1.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
19 T 213 1641 1041 281 309 10 0 0

e Molecule 20 is a protein called 26S proteasome non-ATPase regulatory subunit 1.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
20 U 844 6584 4178 1119 1243 44 0 0

e Molecule 21 is a protein called 26S proteasome non-ATPase regulatory subunit 3.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 v 442 3602 2296 643 650 13 0 0

e Molecule 22 is a protein called 26S proteasome non-ATPase regulatory subunit 12.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
22 w 438 3570 2261 609 677 23 0 0

e Molecule 23 is a protein called 26S proteasome non-ATPase regulatory subunit 11.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
23 X 378 2994 1909 507 566 12 0 0

e Molecule 24 is a protein called 26S proteasome non-ATPase regulatory subunit 6.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
24 Y 379 3123 1993 534 579 17 0 0

e Molecule 25 is a protein called 26S proteasome non-ATPase regulatory subunit 7.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 Z 286 2281 1457 392 427 5 0 0

e Molecule 26 is a protein called 26S proteasome non-ATPase regulatory subunit 13.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
26 & 372 2991 1909 509 558 15 0 0

e Molecule 27 is a protein called 26S proteasome non-ATPase regulatory subunit 4.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 b 130 1454 908 260 278 8 0 0

e Molecule 28 is a protein called 26S proteasome non-ATPase regulatory subunit 14.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N @)
28 ¢ 288 2264 1433 390 422 19 0 0

e Molecule 29 is a protein called 26S proteasome non-ATPase regulatory subunit 8.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
29| d 269 2188 1414 359 406 O 0 0

e Molecule 30 is a protein called 26S proteasome complex subunit SEM1.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
30 ¢ & 353 217 55 81 0 0

e Molecule 31 is a protein called 26S proteasome non-ATPase regulatory subunit 2.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
31 f 842 6512 4117 1105 1245 45 0 0
e Molecule 32 is a protein called Isoform 2 of NEDDS ultimate buster 1.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
321 8 95 771 487 139 144 1 0 0

e Molecule 33 is a protein called Proteasome subunit beta type-4.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
33 h 206 1601 1010 277 303 11 0 0
e Molecule 34 is a protein called Thioredoxin-like protein 1.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
34 " 172 1376 865 226 276 9 0 0
e Molecule 35 is a protein called substrate peptide.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
S 12 60 36 12 12 0 0

e Molecule 36 is ADENOSINE-5-TRIPHOSPHATE (CCD ID: ATP) (formula: C1oHy6N5013P3)

(labeled as "Ligand of Interest" by depositor).

ATP
NH:
N T N
: \ oH
---Of' 1
.. of
"HO‘_';'-:l
g
TR
HO _.P o
°
Mol | Chain | Residues Afoms et
Total C N O P
36 A 1 o1 exor ;
Total C N O P
36 B 1 o1 exor :
Total C N O P
36 F 1 o1 exor :

e Molecule 37 is MAGNESIUM ION (CCD ID: MG) (formula: Mg) (labeled as "Ligand of
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Interest" by depositor).

Mol | Chain | Residues Atoms AltConf
37 A 1 Total Mg 0
1 1
37 B 1 Total Mg 0
1 1
37 C 1 Total Mg 0
1 1
37 D 1 Total Mg 0
1 1
37 | T | Toltal N{g 0

EMD-47719, 9E8G

e Molecule 38 is ADENOSINE-5-DIPHOSPHATE (CCD ID: ADP) (formula: CioH;5N501¢P5)
(labeled as "Ligand of Interest" by depositor).

ADP
-
._\:\__ |ﬁ‘ ‘,, o
N \1 o
.;,.of ]
) \O‘::
“Ho o
Oou
- @A
Ho 72 o
2
Mol | Chain | Residues Atoms AltConf
Total C N O P
38 C 1 WO N 0T :
Total C N O P
38 D 1 o 0N 0 0
Total C N O P
38 : 1 27 10 5 10 2 0

e Molecule 39 is ZINC ION (CCD ID: ZN) (formula: Zn) (labeled as "Ligand of Interest" by
depositor).
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Mol | Chain | Residues Atoms AltConf
Total Zn
39 u 1 1 1 0
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7%

green = 0, yellow = 1, orange = 2

56%

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

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

34%

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

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

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

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

e Molecule 1: 26S proteasome regulatory subunit 7

3 Residue-property plots (i)

and red = 3 or more.

Page 13
Chain A: T

291 |
MR .
0171
& 1210 6074
o eas s0va
e STT1 L0VY
wmw zzIA | vowy
| tera €071
| gsb T Zovy
mmm 61TV LopH
omeam TR ‘-
LTT0 66V
67 Cotm 8684
8¥A STTA |
L PTIN YEEN
o o111 i
SPL L 16€4
M¢c TITA 06EL
|
ovL 1888
¢ oes ogeu
8gb s8e1
oo veed
98k €8V
yex T8EL
| oee1 08€s
ZeT 01T | eLen
[oTev 00T 8.€d
0€T 661 | e
| eza | 860 9.£1
8¢9 164 GLe4
¢ = 96V |
| eza G60 1,60
sz | wed | osed
S £61 coru
£c 26d 89e1
oz | ezev 9620 ol
s pessm o
1228
€80 [ ozey | v62a 9EA cevh
z8v 5220 €6cN £9€S MW“
LoTev ¥221 ¢écd TIEN i
07 e 1520 msesw S
¢ s« zTey 0629 09€Y ¢ s
8LM 122D | esev 12vd
¢ w1 [ | 8SEH ¢ sonL
1 g1z 1581
o 7121 ¢ [ |
e €121 9824 el
o) (414 ¥8eH [ |
112D | | 6ved
0. oty 1829 8HET N
602d | oser
mww mmum 6.2V I ¢ s
8.2a SPET L eTed
¢ oo 3029 | e | vves 2171
39T %021 9.3 £ved 9TPA
| | soen siza | eved a2

10%

53%
RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W

33%

5%

e Molecule 2: 26S proteasome regulatory subunit 4
Chain B: T


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

EMD-47719, 9E8G

Full wwPDB EM Validation Report

Page 14

Ao o o 4 o 4

L & 4

T6h

L8d
983

S8
80
€84

T8N

9614

Y611
€610

06771
681D

S8TV
78TA

2814

081d

YLIN

8ET

9€TT

c.LTY

04271

igan
EiZ44

€¥eL
[474i]
THZN

6ETA

LETH

SETT

TETH

0€TL

8¢td
L22d

{448
vee1
€eeI
{444

0ozex
612d

91¢CI

V1T

TTCA

80¢d

4578

(4578

(872
6073

L0YT

SOTI
v0¥1

Tova

3

L6EY
96€N

E€6EY

T6ES
06€T

98EY

78€1

28ed

08€1
6LEL
8LEA

SLeV
v.LeT

89€H
L9ET

S SO

S9€4

29eN
T9EN
09€L

3

9ged
SS€T

€5ed

TSEI
0Sex
67€Y

L¥ET

0 0v%1
6EVA
8€V1

9evd

Yevl

26S protease regulatory subunit 8

cevd
TEVD

0eYN
6273

e Molecule 3

5%

54%

37%

Chain C

S9T

SOTI
701Q
€0TI
COTN

00Ta

86d
L6A

D O
0 0
I>=':

L8A
981
S8A

83

¢

08K
6LV
8.4

o
=

€LA

T61d

L8171
98TA

781x

8LTT
LLTY

VAR

eL1d

891d

G911

€974

1911

65T
8STI
LSTD

SSTa
YSTT

(4153
TSTI

8¥TA
LYTL
9¥18

Tvid

(4458
147458

6224

pras]
9zTH

6EEL

LEEN

geexn
veed

CEEH
TeeI

62€T1

Sced

ozed
6T€d

L1€4

STEI

80€d
L0€Y4

S0€T

€0€S
2oea
TO€ET
00€T

8621
624

S62L

26S proteasome regulatory subunit 6B

e Molecule 4

10%

54%

33%

Chain D

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-47719, 9E8G

Full wwPDB EM Validation Report

Page 15

993
590

3

%91

9€TS

96A
Sev

€61
c6d

—
[
(=4

[
©
=1

© N~
@ 00
n"-.‘I

<
oo}
%]

o
©
H

o o
N~ ©
>><I

891

1971

2198
E9TH

T91d
091d

7811
€STH
CSTH

b2 2 4

6718

9923
$§92a
¥9CI
€924
[4°1a8

65¢d
852V

952

8¥cy
L¥Th

iz
¥¥ed
E€¥TH

153743

B6ETA
8ETA

S€TA

€€TS

TE€CA

T¢CH

61CA

L12%

G121
VI
€1TL

112D

,02d

S0TX
T0TH

S.2d

€LTH

LV

1921

€0VA

V8EW
€8€D

08ed

8LET

9.LEN
SLET

ELEV

26S protease regulatory subunit 10B

e Molecule 5

11%

6%

60%

23%
22%

Chain E

S9L

€90

191
09A
654
98I

€SA

Tsd
081
(541

OO PPOOOOOOOOOS

Ly1

{4721

i

028

8%
LEL

ver
€€T

o o
]

COPPPPPPPOPOOPOO OO0 oo

¢

9¢1d
serd
¥CTH
€C1S
CCTH
TCIN
0CTA
6TTA
8111
L11d

vi1a
€TTH

111
OTTA

LOTI

SOTT

COTH
T0tTd
00TT
66V
86A
L6¥
961

Y6d
€631

T8A
08A
6LA
8.4

LLd

SLN
Y.L

T
TLA
0LI
694

N~ o
© ©
I"Jg

60€Y
80€V

SOEN
Yoed

L 2 4
>
&

79T
£92h

1921
0921
652d

8STN
L8271

@® SO VOO G000 o

TLEA

69€N

Azl
99€d

¢

9eb
€9€N
29EN
T9€4d

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



EMD-47719, 9E8G

Full wwPDB EM Validation Report

Page 16

26S proteasome regulatory subunit 6A

e Molecule 6

17%

50%

31%

Chain F

h o 2 & 2 & N 4

091

63A
89"
PAH]

9GY%
SGW
¥SI
€8

verI
€CTA
eIy
1210
0T

66A

©
D
[=]

961
sed
¥6I
€6A

T6S

06A

€61

0%2o

8€TH

SGETT
YETL

9CTk

€CTA

Teen
0ged

812h
L1721

S12T

L0€b

S0€d

0 €0€d

9624

€920

6STH
8szh

£0VV
20va

00%0

86EV

96€0
S6€D
76EV
£6€D

T6ed
06ea
68€d
88EL

98€Y

78€T

28ed

6LEN

9.L€S

6ETY
8EVA

9ETD

Proteasome subunit alpha type-6

YETN

(45528

0EPN

SCPT
{44729

(4478

(14728

81¥d
LI%H

e Molecule 7

STPT
viva

8071

90¥I

gI

7%

59%

32%

©
ps
A

Chain G

0Ld
691

99A
S9L

29a
19T
091

84d

€38d

0SI
67A

©
<
<

9%va

Sv
{44
i

Yy
0vA

8EL

eb

®
o
=

TevY

624

LCK
9zd
SCTA

{44
14:

STI

€11
CTH

—
—
"

oTa

9ETD

YETT

CETH
TETH

1

9CTL

€2TH

1211
0z1a

8TTI
L1TH
9TTH
ST1D

ETTH
(4319

964

06TL
68TM

¢

S8TY

€8TA
28T

0873
6LTT
8LT4

¥¥ea
iza g
(4748

o¥eA
6€CT

Leey

1

{4y

Proteasome subunit alpha type-2

0€TT

prass
92TH

¥z

3

e Molecule 8

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-47719, 9E8G

Full wwPDB EM Validation Report

Page 17

66%

29%

Chain H

891

S9A

094

zsh
T8
oSy

DO -dN®MY N0 O N
SN NN ® 2]
PR I B e R R ]
oMm>FHCo®n oA -

STTY
YITA
€TTY
[431]
TTTA
07711

L0TL
90Td
SOTI

zoTh
TOTA
00TA

TLH
0Lx
691

T6TI
T61V
06TL
68TH

Proteasome subunit alpha type-4

e Molecule 9

5%

5%

56%

34%

Chain I

T.a

Eidl
Sv1
91
EVA
v
wa
O%N
B6EV
8€1

9€D

OTlL

WO~ 00O 0w o N
S SRS ® om0 on
S oo |
[E} S =iy ®nAaa>H

¢TIl
TCTA

8T
STT0
4258
€TTV

0TTT

80Td
101D
90Td
SOTI

€0t1d
[4os]

9LA

¥.L0
€LV
TN

9021

€0TA
coza

0021

86TN

96TA
S6TY
¥6TI

0611
68TV

74
igecy

la)
svey

(474
6€TH
8€TA
LgTI

€ETA

LTTA

STl

Proteasome subunit alpha type-7

9121

2544
€7¢I

e Molecule 10

T12A

64%

29%

Chain J

0SA

oA
0vI
6ed
8¢y

LD

SEA
ved
€EA
zey

o
oM M
IV”"

8¢y

vca
€20

TCA

6TA
81h
114
911

gI

CETT
TETV

6CTI

Teen
02TT

8TeA
L1271

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-47719, 9E8G

Full wwPDB EM Validation Report

Page 18

Proteasome subunit alpha type-5

e Molecule 11

58%

34%

Chain K

€94
(4}
TSd
0SA
6%V

LD
97A

vva

(429
70

6€D

SEL

o o
m M
B

oey
Grac
8¢I
Ley
9CA
scd
49N

ccd
121
0zyd

81d

L o 2

9¢Td
serd

1211

6111

LTS
9TTA
STTV
j2110]
€TTL
CTITA
TT1S

60TA
80T.L

YOIN
€0TX
20Tl

6671
861S

9614

v61vV

68TH

98TH

Proteasome subunit alpha type-1

e Molecule 12

10%

59%

30%

Chain L

S7A

EVH
{4720
15728
0¥%s

STd

ETM
CTA

€STA

TSTV
0STS
671d

Proteasome subunit alpha type-3

LYTL

SYTd
14428
EVTH
(4741

OFTI

8€TA
LETA

SETV
YETI

Leegd
9€TT

€€q1
ceed
Teed

8zTa
€2TCI
[44an
Teed
0zed

LTTH

STCA

€T2D
{4548

e Molecule 13

0TZA
602N

9021
S021
¥0za

6611
86TL

6%

61%

30%

Chain M

¢

e}
©
II“

o0
©
=

o
©
5]

6594

187

791

{4y

054
67A

9%A
SPA

LET
9EV
SEL
ves
€es
2EN

0EA

8¢y

€ETO

6274
8CTA

SCTX

(4493

0CTH
6TTA

LTTH
9TTY

7495

111
OTTH

8071

90TI
SOTN

2014

664
864
L6N
968

64

ey
T6Y
061

81
081
6.LD
8Ly
LLA
9Ly
SLW

ELA
CLH

0La
69A
89N

991

€9Td
2¢S1a

RLDWIDE

erpBe

0O
PROTEIN DATA BANK

W



EMD-47719, 9E8G

Full wwPDB EM Validation Report

Page 19

Proteasome subunit beta type-6

e Molecule 14

18%

56%

25%

6%

Chain N

921
SCA

TeL

L0
9A
Sy
120\
€I
<L
TL

9LA

891

S94

TSa

sty

ovd

iaaxt
EVIA

6ETA

9ETA

PETA
€ETS
CETS

621D
8CTH
L2T1

SeTd
iZ48]
€TTh
[44x:s
T2TA

0 0TTH

6TTH

9TTH
ST1d
2978
€TTS

TTTA
OTTd

0 9010

vota
€0TM
[405)

96T

I‘Q

¥6TI
€610

0 z61a

T6TD

Proteasome subunit beta type-7

6811
88TA
2870
98TY
S8TH
78TA

e Molecule 15

21%

57%

21%

Chain P

198
99H
S91

181
98I
58d
v8x
€81
28I
84

Proteasome subunit beta type-3

e Molecule 16

74%

22%

Chain Q

190

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-47719, 9E8G

Full wwPDB EM Validation Report

Page 20

961
76T

06
68S
88N
181

78d

281

N~ 00 o -
N~ Q ©
&Lﬂlﬂ:a

S.4

N
~
>

o
~
-

L1
0.4
694

~
©
=

590
7oV

Proteasome subunit beta type-2

e Molecule 17

5%

68%

26%

7%

Chain R

A & 4

0zA

81a
L18

STA
711

(493
T1a
0t1d

69

LI
99
SI
71

ca
W

SGTH
¥S1a

0 €974

2§1s
TSTI

6%1d
8YIL
LYTX
9VTX

EVTT
(47438

ovT1

8ETT
LETA
9ETV
SETD
YETA

S0 <

7611

e Molecule 18

261a
T611

Proteasome subunit beta type-5

24%

56%

19%

5%

Chain S

651

£eN

0€L
62h
8¢S
Loy
921
SCTA

.2 2 4

TeL
ozy

81s
L1d
91V
STV
YIA
€11
CTA

OTH
64
84
Pas

SY

[l
l-‘I

L

T€TD
0ETS

8CTA

9214

L8A
98I
S8N

€81
281
831
08s
6LY
8Ly
LLY
9LA

694
891
1,94

761d

C6TA
T6IN
061d

L8TA

0 9814

S8TI
78TM

RLDWIDE

SPDB

PROTEIN DATA BANK

W



EMD-47719, 9E8G

Full wwPDB EM Validation Report

Page 21

Proteasome subunit beta type-1

e Molecule 19

12%

62%

7%
22%

Chain T

Ted
0€s
621
82y

ses
v
€A
(448
144

® o
=N
IQLh

L1D
9TV
STI
431

(438
TTL

LBA

881

6LN

€91

2SI
TSA
0SL

8va
PAAN
oY1

1429

{4728

ovS

0 8gY

LEL
9EH
SEI

0 €9TH

T9TA

0 09TN

63T

981X
GSTd

0STa
6711

T

60TI
80TN

90TA
SOTX
701X

T0Td
0074
664

€120

T12d
0121
602S
80CA

0 2021

9023

0 5023
%028
€021

DO = Nm Y © N~ 0D O
0o OmoO D D000 O
P R R = - A
HFUO A< Jdm OHP>HFX

L8TA
9810
S8TYH
814

181S

0 6L14d

8LIA

26S proteasome non-ATPase regulatory subunit 1

9LTH
SLTA
ZA%!

CTLIN
TLIV
0L74

L91S
9971

e Molecule 20

7%

1%

5%

55%

28%

Chain U

ToV
09V
6G4

PACL:S
998

¢

0 [4°kH
¢

S
T}
o

674
8%1

v
SY1

£va

s
ovd
6€S
8€I
Lgd

ved
€ea

0 zEN

TEA

82N
121
9T

{44

0 €Ty
zTd
123
oz

TT1

¢

€T

8111

@ 0O &

STIN

7oV

88T

981S
S8TH

€871

>

9€T1
SETH
veca
€€TT

€ee1
ceed
Teer
0221

L12D
9TCA

vier
€124

3

60cd

%021

[4uaN
1021

66TH

LBTA

€674
T6Th

06TN

0 6924

8921

S921
79z

1921
0924
652h

99€H

SvvY

1542

8ewd
LEVA
9EVY

Ss8ed
v8ed
€8€Q
T8€es

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-47719, 9E8G

Full wwPDB EM Validation Report

Page 22

T2S81
0CSH
B6TSA
8191
L19D
9191
SISV
71871
€TSD

TISV
0153
605D
80SL

S0Sa

86%)
L6¥%1
96%1

13729
£67A
zeva
1670
0674

88¥L

S8YY
iciad
€871

8%1

SLYH
vLvd
ELVA
TLYI
TLvQ
0L7N

69%S
897V

99%)
S9%T

29%1
1971
0974

LSPI
95va

0SVH

iaas

€8SH
289D
189S

6,94
8191
LLST

S.5Q

TLSY

0.LST

8954

99571
S9SV

0 €93V

2954

09SH
6554

LSSk
9GSH
SSGSA
79971
€95V
2¢S§SI
139D

679V
wﬂmd
S¥ST
Y¥SI

0€9d

1294
9291

¥2od

1298

619N
819V

TeLI

8¢.Ld
LTLY

STLR
YTLA

ccLa

0T

8TLN
LTLI
9TLA

vILS

L R 2 2 2 2 2 2 2

¢

€761
161

606D
8061

S06d
7063
€064

1060

8680

€.L8d

L84
T.8d

0,831
69834

S o> <

0 1984
0 0sed

L26d

STeA

0 %261

€264

0 1261
0 0z6a
0 6163
0 816S

LT6L

ST6)
¥161

26S proteasome non-ATPase regulatory subunit 3

e Molecule 21

17%

54%

27%

15%

Chain V

P 000> oo oo

98A
S8Y
vex

€84
281

cL1
TLL

691

890
191

994
S99
90

€98
C9H

193

L 4
©
©
2
=

191d

LSTL

vSTV

0 N~ @ O
< < <
- - —
= o [-P- 4

BETN
8ETd

YETL

€eTd
CET'T

OOi OO0 PP0PPPPPPPPPP090P00OOOGPOSGO o

(4544

60EN

90€Y

COEA

00€T
6620
86C1

S6CI
V624

2T6TL
T6CA

6821
88CA
1,824

S8TM
acacs

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-47719, 9E8G

Full wwPDB EM Validation Report

Page 23

06€D
68€Q

S8EN
v8ed

6LET
8LEA
LLED

Sled
vLeNd

TTEN

0 6T€EH
0 st

09%S
[374)

LSYA
9§%D
SS7

€SVH

TSI

LYPI
ia718

L6¥%d
9674
S6%Y

£67Y
[ 45728

88¥N
L8YH

£8%0
2874

08%I
6.%4

LLYH
9.4
SLYY

CLyd
.74
0Ly
69¥%1
89¥%S
LOVK
99¥%1

E9VH
29%d

26S proteasome non-ATPase regulatory subunit 12

e Molecule 22

65%

28%

Chain W

TOA
09N
65d
89S
LSY

SGY

{4’}
1S3
081

8%1
LY1
oL

42"
EVA
{47

ov'1
6€ed

Led
9%

ey
el
eex
zey
€0

0 oed

821
Lcd

0 9zb
sza
HTA
€Tl
[4414
128
0z
61a
8TA

&> oo

00TV

veu

0928
6923

PAetds]
9821
G920

€5CL
2¢sca
TSCA
0SCI

8¥%cd

ot
Y920

(4743
weT

sz

praas
92Tk
ST

€TTA
[444%

€8zh
28cd
182N
082a

8.L2d

9,21
S.21

€LTA
cLeT
TLeA
0LZA

892%
19271
992V
S9zb
920
€92M
29Ty
T9zd

GEES
veex
€eeT
CEES
TEED

TSYN
€SVH
2SPI

L

2174728

9%¥I
SHHT

4N
(44729

0¥PN
BEVA
8EVT

9EVN

1

CEV'T

0EVD

8THM

26S proteasome non-ATPase regulatory subunit 11

9THN
SCv1
ey

T2%d

(G1572:8

STvd
TIPN
E€TVI
(45729

e Molecule 23

10%

> oo oo
— N~ o

55%

33%

6%

Chain X

L 4
(3]
©
<

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-47719, 9E8G

Full wwPDB EM Validation Report

Page 24

> o

> O

98Y
S8Y
78

8y
188
08I

LLT
9.4
S.d
7.4
ELA
CTLA
TLA
0L1
691
899
199

v61d
€61V

T6TL
0671

98TV

€ETT
CETH

0€Td
6211
8CTV
LzTd

YLeh
€LTD
T.LTS

0.271

L92ZA

¥92d
€921

1921
092N

LS2D

G271

€GCX
[4s(a)
1521
8¥%CI
s¥ved

{4448

ovea

veca
€ETA
ceed
TETA

6CTA

ezl
9¢TH

j4444

{444

(744

v1es
€12h

0121

£02d

TOCTA
0021

96TL
S6TL

Zved
Tved
oved
6€€T
8EEA
LEEY

SeeT
TEEN

ceed

0€ET

82ed

92€eT
SCEN

TZeL

8T€L
L1ed

0 s7€Q
jattt
£1€1

Trey
oreyd
60E€L

LOEL
90€T
SOEV
voex

T0€d

6621
8628

89EN

26S proteasome non-ATPase regulatory subunit 6

95€T
feisions
YSET

2SEeS

0SeI

LYET

Shen
vhed

13474
6173
8TI¥Y
LI%)

STVA
V1v1

(45744

e Molecule 24

0TPA
607X
80¥%S

59%

38%

Chain Y

oo m
©0 ©
= =

19T

63934

L81
96V
feiicy

€64
2ad
TSV

8YN

ovd
SPA
44l

(470
1

LEA

ved

§I

T€EH

9¢1
S¢1

[NI]
[ ]
IAHI

® o
—
H o<

814

91d

YIN

21d
111

TETL

8CTA

[4q A"
1211

611D
8114
LTTH
911a

PITI

€91
09TN
LSTI

98T
SGTd

€3Td
CSTH

0ST4

871D

97 TH

IT

TLcd
0.LZA

89CA

%92k
€921
292S

0921
6GCA

PRI
992A

€621
(4143

0§21
6¥CA
8¥cd

9%CI

i47414

15448

6€T1

8ved
LYET

ey45%0]

80€T
LOET
90€b

TOET

66CH
8624
L624
96CZA
S6CA

CT6TA
T6CH
062d
682y
88¢4
1821
98CM
98¢a

Z8TH

08zh
6,24

*

vLes

€LED
69€L
99€X
S9ed

°9eN
T9€S
09ed
9G€L
vSen

TSEN
0SEA

26S proteasome non-ATPase regulatory subunit 7

e Molecule 25

12%

55%

29%

T.a

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-47719, 9E8G

Full wwPDB EM Validation Report

Page 25

6LA

N~ OO oA by
2000 00 o
H= A NAN ]
VAU a= B

T6TI
06714
6810
88TS
1811
98TL

0 €8TL
¢

S927T

£9ey
2921
192k

3

LSTH
9520

7SCN
€921
[4sta's
1821
0SCX
6%Cd

LyCH

Sved
aac
Eizds]

15743
0%CA

8€¢d
LETT

vecd

0€TT
622h
8CCA
yRaay

szeh
VCCH

eeer
Teed
0ze1
61T

L1TL

STCA

€124

TICA

602Y
80CI

L 2 4

88¢)
L8¢i

€824
28N
1514 4
0821
6.2

LLTN
9,21
S.21

€LTH
LT

69CA

e Molecule 26

1,924
9921

26S proteasome non-ATPase regulatory subunit 13

7%

8211

€94
0 Z9N 0

193

€211

L 4

64%

31%

79I

Chain a

102D

66TL
8674

S6Td
7610

2614

681d

1810

0 81Q

€8TA

8.1
LLTT

YLIA

6VTL
8¥IA

SP11

(4745

6ETd
¢
9eTd
SETI
PETL
€eTd
CETH
TETL
0ETA
62T

L 2 4

0L2d
6921

0€TH
622d

Leen
92Ty
144)

1124
0TZA

L02ZH
9021
S021

€0TY
20z

862X

9621
S6cd
cacy
€624

¢6TL
1621
0620

88CH
182N
982y
§8¢d
8¢y

082
6.2d
8LTH
L.T1
9.20

v.L21
(k]
cLTI
TLeH

9.LeL

26S proteasome non-ATPase regulatory subunit 4

e Molecule 27

32%

15%

Chain b

CIN

£
€1

¢

82TV

9CTA
SCTA
YC11

cTA

€84

8y
08d

¢

LLL

©
Q
H=n

TLI

69D

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-47719, 9E8G

Full wwPDB EM Validation Report

Page 26

Ao 4

181d
9818

€811

1810
08TV
6LTT

0 8HTA
Phas:t
it
feia st

0 91D
€714
TYIN
%11
ovTI
6e1a
8ETA
LETN
9ETA

7ETT

CETA
TETT

26S proteasome non-ATPase regulatory subunit 14

e Molecule 28

5%

32%

44%

N~ 0 o
N N
IH Im

19%

Chain ¢

194

65D

< w0 N~
0 w0 0
=0 =

N
T}
5]

TS
08d

8%D

%4

Y¥H

TV
[}

D
2]
-

©
®
-

0
®
%]

N
el
>

TEA

i=3
1)
(=4

STA
eV
€2d

0ETD

Y6TH
€6TI
{4391
16TV
0610
6811

STTh

e
TZCH

6TCN
812CT1
L1271

e o f a2 2 2 2 2 2 2

S8¢H

€8CH
2824
182y
08¢d
6.2a
8.zh
Ll
9.TH

S.LZA

€LTH
TLeI
TLeY
0421
692h

S9TH

<
©
N
&

€920

26S proteasome non-ATPase regulatory subunit 8

e Molecule 29

23%

49%

26%

17%

Chain d

€211
(4498
1211

0 0Tt

6111

0 8114
0 9171

ST1d

6071
80TN
L07d
90TS

4

SO GO0

T01d

861

L

Y6

i

T6V

680

L8A

§8D

€81

Lo 2 2 2 2R 2 2

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-47719, 9E8G

Full wwPDB EM Validation Report

Page 27

L & 4
23
=

Lo o o 4 o 2 R 4

TS2I

STTA

€TTN
ceel
j244i]

i

6120
81CH

912d
S121
4148
ered
(4148

8024

702y

20zh

0021
6671
8614
L6171

S6TN

68TH
88T

¢

98¢d

824
€821
2821

3

8.2y

¢
¢
¢
¢
¢
¢
¢
¢

8T€d

9TEX
STEL

i

26S proteasome complex subunit SEM1

e Molecule 30

6%

41%

23%

34%

Chain e

0 S9R

(428

091
654

<
N
<

B
N
2]

L 4

© o
— N
ldlm

~
-
a

26S proteasome non-ATPase regulatory subunit 2

e Molecule 31

24%

7%

67%

23%

Chain f

¢

09A
6971
8SKW
pisics
991
SS°

[4:p

084
6%d

i’

Lyd
978
Sv1
Yvd

OiOO

T0Td
00Ty

©
[
12

S8S

€84

o
00
=1

180
084
6.4
8.1

9.1
ST
YLV
€Ld
[
TLA
0 0.1
69S
¢
190
993
S
0 9D

[4°:!

o

€81d
z8td

0 LETY

9€TH
GETD

L 2 4
o
&

eLeY
TLET
TLEN
0LEW

R 4

© [
9 ©
° |||||I =

P COPPPP0P090900O0OG o

~ D O = AN MW 0O - Nm
™ m & F FfF $I S SIS G- R To RTo RTo JYo)
™ M M M oMo OO0 Mmmmm Om M
— H = H A XP>AaAQ H>»MXMB oA ©K

e o o 2 2 2 2 2 2

<&
o
[v]
Il
o

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-47719, 9E8G

Full wwPDB EM Validation Report

Page 28

9EVS
SEPS
TEVA

TEVN
0EYQ

2}
]
Iv
-

® SO OoO

Lo o 4 2 B 24 4 4
* > & o
B
a

Levl
92Ty

0 Eta70)

£€2va
(44718
Teva
(470

6171
8T¥%1
L1971

9TV

i2574¢
€1¥7S

TPV
(U524

60%S
80%1
LOVW

90%D

@ & SO & O o0

o O N~ 0O O ANMTE W
22M% 5 88 S58338 §
[=N=] 2 XM EA >xMEXxXA T

OO 6O o

967
S6vd
7674
£67N

067y

68%A
88%V
L8¥%1
987D
9871
78%D

o oo

28¥%I

L 4
o
N~
<
=

i

9971
9971

Yoy

€971
covY

T9%d
09%a

63570

COOe> & SO oo

0€39D

829D
LTSN

928y
§¢SI
YZSH

L o 4

Tesv

0 0291
0 81SL

LTSA

SO9N

TO9V
009X
665V
8690
L6SA
9650
G6SA

T6SY

€99D

0 0991

0181
b 081
= i
Csoa
9.1 %081
ovLd €084
6ELY ‘ 208s
8ELN T08A
e o081
9Ll 66.LA
SeLD 86.LL
veLs 161
€ELD 96.1
TELA 56D
TELR $6LY
[ oed 6.1
6CLN T6.LY
8CLY ‘ T6.LA
[aeLa 06D
92,1 I
[ sus g
YTLN e
£TLA -
-
oea ¢ e
6TLd €8S
810 NNE
i ek
91.a 082d
] 6110
£1Ld Bl
T duli
TTLS S
0TL1 AL
60LL A
g0.a ¢ e
o1 et
90LT VAT
S0LN ME._
ot o1
0.4 E20l
20Ld I%E
TOLN
1691 £9.4
2691 T9LA
c69V T9LH
69T 0924
69V 6.1
2697 83N
T69d 1SN
o e
8894 £5LV
1894 [ |
9891 6YLV
| agoL 8vLT

cTL8N
T.8d
0481

T98L
09831

698d

’
‘ 898M
’
9

0%8T
6€8d

¢
¢ sesy
1€81

0 9e8d

SGZ8N
728Y

T8N

0 6184
0 8181

LT8A

0 ST8H

188

0 €18)

T181

< &

Isoform 2 of NEDDS8 ultimate buster 1

16%

e Molecule 32

84%

12%

Chain g

014

8114
LITY
9171
STTA

€TTY
(a2}
T11d
01Ty
601D
80TL
L0TI

S0TT

OO P00 PP PP PP PP PP P00 0009090909909 9090990990990909%09%9%9%9%9%9%9%9%99

€0TL

TO0T1

66N
863
Leyd

o <+ W
[N ]
I'—"‘xl

Ted
06d
681
884
L8A

S8I

<
L
[=

€8V

N
©
=]

08l

o
~
=

COOPPPP PP PP PP 0000000909009 90P00P00900090%%0%090

€LTH

0LTD
6974
89TN
L9TH
99TH
SOTV
v91a
€914
2914
1918
097D

0
0
=
pE)

9GT1
SGTA
PSTH
€STY
CSTH
TSTA
0STN

LYTA

A1)
i44%
€vTE
(4725
71l
0%

8ETT
LETD
9ETT
SETH
PeTA
EETA
CETN
TETI
0ETA
6211
8Ty
1271
9CTA

INEE A
N N
- o
- o H"

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-47719, 9E8G

Full wwPDB EM Validation Report

Page 29

Proteasome subunit beta type-4

e Molecule 33

22%

60%

15%

Chain h

STA

4]
TL

TLA

L97T

vox
€91
[4°)8
90

Az

STTA

E€TTD
CITI
TTTA
OTT
60T.L

90771
S0Td
YOIN
E0TH

T01S
00Ty
664

L6k
96K
S6v
764

261
Tem
068
68H
881
L8V
984
S8d
78s
€84

90cd

0 S0TL

m 1

Thioredoxin-like prote

e Molecule 34

021d

0 811a

40%

33%

23%

Chain u

T61d

6810
881D

<>

9eTd
SETD
YETD

[4358

0€TI

8CTd
LTTH
9211

€CTA

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-47719, 9E8G

Full wwPDB EM Validation Report

Page 30

652Y

0 95zd

istacy

€920
[4:t4s]

Lycd
9%CI
Eigan
vvea

TvCA

8€Td
LETA

GETK
vecy
€€TT

TETA
0ger
622D

0 LzTd
9zTH
SzTI
jzadd

i

eeed
T2l

612

L12v
972h
S1CL
v1ed

0 1124
80zd
¢

$§02a

€02s
[4u4s

0021
66TN

96TI
S6TI

€6TA
¢6TA

e Molecule 35: substrate peptide

8%

92%

Chain v:

e

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Page 31

Full wwPDB EM Validation Report

EMD-47719, 9E8G

4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, Not provided
Number of particles used 95437 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method PHASE FLIPPING AND AMPLITUDE | Depositor
CORRECTION
Microscope TFS KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /Az) 50 Depositor
Minimum defocus (nm) 500 Depositor
Maximum defocus (nm) 1700 Depositor
Magnification Not provided
Image detector GATAN K3 (6k x 4k) Depositor
Maximum map value 0.771 Depositor
Minimum map value -0.285 Depositor
Average map value 0.004 Depositor
Map value standard deviation 0.034 Depositor
Recommended contour level 0.15 Depositor
Map size (A) 356.32, 356.32, 356.32 wwPDB
Map dimensions 340, 340, 340 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 1.048, 1.048, 1.048 Depositor
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5 Model quality (i)

5.1 Standard geometry (i)

Bond lengths and bond angles in the following residue types are not validated in this section: MG,
ADP, ZN, ATP

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 | pyior' 7155 | RMSZ #Z| >5
1 A 0.21 0/3213 0.39 1/4333 (0.0%)
2 B 0.31 0/3171 0.54 2/4276 (0.0%)
3 C 0.19 0/3092 0.35 1/4154 (0.0%)
4 D 0.16 0/3067 0.33 0/4135
5 E 0.27 0/2789 0.41 0/3751
6 F 0.26 0/2888 0.45 0/3889
7 G 0.16 0/1864 0.32 2/2527 (0.1%)
8 H 0.15 0/1852 0.31 0/2507
9 I 0.16 0/1938 0.33 0/2622
10 J 0.15 0/1838 0.28 0/2493
11 K 0.19 0/1789 0.34 0/2417
12 L 0.14 0/1880 0.27 0/2545
13 M 0.15 0/1891 0.28 0/2552
14 N 0.14 0/1508 0.28 0/2040
15 p 0.13 0/1672 0.31 0/2267
16 Q 0.18 0/1616 0.33 0/2180
17 R 0.35 0/1621 0.68 2/2194 (0.1%)
18 S 0.24 | 2/1590 (0.1%) | 0.31 0/2147
19 T 0.13 0/1671 0.30 0/2252
20 U 0.33 | 4/6696 (0.1%) | 0.65 12/9052 (0.1%)
21 \Y% 0.18 0/3672 0.31 0/4957
22 W 0.13 0/3618 0.26 0/4868
23 X 0.13 0/3038 0.25 0/4095
24 Y 0.14 0/3181 0.24 0/4285
25 Z 0.24 0/2324 054 | 4/3150 (0.1%)
26 a 0.14 0/3048 0.31 0/4124
27 b 0.19 0/1474 0.41 1/1996 (0.1%)
28 c 0.46 0/2306 0.79 5/3117 (0.2%)
29 d 0.14 0/2234 0.31 0/3018
30 e 0.14 0/362 0.25 0/490
31 f 0.13 0/6623 0.31 0/8965
32 g 0.12 0/778 0.23 0/1041

EMD-47719, 9E8G
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. Bond lengths Bond angles
Mol | Chain | pyio77 0 17155 | RMSZ #|Z| >5
33 I 0.14 0/1631 0.33 0,2206
34 1 0.42 0/1403 0.62 | 3/1892 (0.2%)
Al | Al | 022 |6/833338 (0.0%) | 0.41 |33/112537 (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 A 0 3

17 R 0 2

20 U 0 1
21 \Y 0 1
25 Z 0 1
28 c 0 1
All All 0 9

All (6) bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
20 U 697 | GLN | CD-OE1 | -8.47 1.07 1.23
20 U 697 | GLN | CG-CD | 7.67 1.71 1.52
20 U 697 | GLN | CD-NE2 | 7.56 1.49 1.33
20 U 697 | GLN C-N 5.74 1.41 1.33
18 S 88 | TYR | CE2-CZ | -5.23 1.25 1.38
18 S 88 | TYR | CG-CD2 | -5.09 1.28 1.39

All (33) bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(?)
20 U 697 | GLN | OE1-CD-NE2 | -21.59 101.01 122.60
20 U 697 | GLN | CG-CD-NE2 | -21.22 84.56 116.40
20 U 697 | GLN CB-CA-C 18.23 136.43 111.63
25 Z 223 | ASN | CB-CG-ND2 | -14.85 94.13 116.40
20 U 697 | GLN | CG-CD-OE1 | 12.84 146.47 120.80
28 ¢ 174 | PRO CB-CA-C -11.13 93.20 111.56
20 U 697 | GLN CA-CB-CG | -10.92 92.26 114.10
20 U 696 | ILE CA-C-N -9.51 108.46 122.35
20 U 696 | ILE C-N-CA -9.51 108.46 122.35
25 Z 223 | ASN | OD1-CG-ND2 | -8.16 114.44 122.60
25 Z 223 | ASN N-CA-CB 7.69 121.42 110.12

Continued on next page...
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Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(?)
20 U 697 | GLN N-CA-CB -7.50 100.68 112.46
25 Z 223 | ASN CB-CA-C -7.07 99.06 110.79
20 U 811 | PHE CA-C-O -6.60 112.99 120.32
2 B 332 | ASN N-CA-C -6.51 105.63 112.93
20 U 811 | PHE CA-CB-CG 6.27 120.07 113.80
28 ¢ 218 | LEU N-CA-C -6.08 106.52 112.97

1 A 305 | GLN N-CA-C -6.02 104.64 111.14
28 c 23 | PRO N-CA-CB 5.95 109.54 103.00
34 u 281 | VAL N-CA-C -5.75 107.90 113.53
17 R 66 | LEU N-CA-C -5.70 105.06 111.28
20 U 361 | ARG N-CA-C -5.62 106.31 114.12
34 u 160 | ASP N-CA-C 5.61 117.39 111.28
28 c 184 | LEU N-CA-C -5.55 106.36 113.02
17 R 87 | ASN CA-C-O -5.54 115.00 120.82
34 u 275 | MET N-CA-C -5.37 106.80 113.19
27 b 134 | GLU N-CA-C -5.37 105.43 111.28
20 U 171 | ASN CA-C-O -5.29 112.95 120.51
3 C 310 | ARG N-CA-C -5.24 106.57 113.12
28 ¢ 87 | VAL CA-C-O -5.23 118.08 122.63
2 B 397 | ALA N-CA-C -5.12 105.70 111.28
7 G 114 | LEU CA-C-N -5.12 113.12 122.38
7 G 114 | LEU C-N-CA -5.12 113.12 122.38

There are no chirality outliers.

All (9) planarity outliers are listed below:

Mol | Chain | Res | Type | Group

1 A 258 | ARG | Sidechain

1 A 265 | ARG | Sidechain

1 A 312 | ARG | Sidechain
17 R 85 | ARG | Sidechain
17 R 86 | ARG | Sidechain
20 U 697 | GLN | Sidechain
21 A% 443 | ARG | Sidechain
25 Z 223 | ASN | Sidechain
28 ¢ 49 | VAL | 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
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atoms added and optimized by MolProbity. The Clashes column lists the number of clashes within
the asymmetric unit, whereas Symm-Clashes lists symmetry-related clashes.

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 A 3163 0 3226 338 0
2 B 3126 0 3188 385 0
3 C 3051 0 3165 363 0
4 D 3018 0 3060 347 0
) E 2750 0 2832 466 0
6 F 2850 0 2944 304 0
7 G 1831 0 1813 255 0
8 H 1813 0 1804 246 0
9 I 1908 0 1864 243 0

10 J 1813 0 1751 246 0
11 K 1763 0 1723 236 0
12 L 1845 0 1820 227 0
13 M 1856 0 1814 234 0
14 N 1482 0 1450 203 0
15 P 1645 0 1648 259 0
16 Q 1587 0 1598 332 0
17 R 1588 0 1584 266 0
18 S 1559 0 1522 223 0
19 T 1641 0 1639 296 0
20 U 6584 0 6624 869 0
21 \Y 3602 0 3672 018 0
22 W 3570 0 3685 472 0
23 X 2994 0 3097 321 0
24 Y 3123 0 3130 302 0
25 Z 2281 0 2312 305 0
26 a 2991 0 3009 410 0
27 b 1454 0 1502 209 0
28 ¢ 2264 0 2278 280 0
29 d 2188 0 2216 348 0
30 e 353 0 276 25 0
31 f 6512 0 6529 1085 0
32 g 771 0 815 145 0
33 h 1601 0 1587 295 0
34 u 1376 0 1324 141 0
35 v 60 0 16 1 0
36 A 31 0 12 2 0
36 B 31 0 12 2 0
36 F 31 0 12 8 0
37 A 1 0 0 0 0
37 B 1 0 0 0 0
37 C 1 0 0 0 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
37 D 1 0 0 0 0
37 F 1 0 0 0 0
38 C 27 0 12 9 0
38 D 27 0 12 9 0
38 E 27 0 12 5 0
39 u 1 0 0 0 0
All All 82193 0 82589 10100 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 61.

All (10100) close contacts within the same asymmetric unit are listed below, sorted by their clash
magnitude.

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

20:U:353:LEU:HD22 20:U:385:PHE:CE2 1.52 1.45
31:£:208:LEU:HD13 31:£:217:LEU:CD2 1.65 1.26
20:U:353:LEU:HD22 20:U:385:PHE:CD2 1.70 1.25
21:V:443:ARG:HH22 29:d:273:GLY:C 1.46 1.21
16:Q:61:GLN:OE1 17:R:124:LEU:HD21 1.41 1.19
6:F:84:LYS:HD3 6:F:88:TYR:OH 1.41 1.19
21:V:192:-MET:HE1 21:V:230:PHE:CE1 1.77 1.18
20:U:702: THR:CG2 20:U:811:PHE:HE2 1.55 1.18
31:£:786:GLN:OE1 31:£:787:LEU:HD23 1.45 1.17
21:V:443:ARG:HH22 29:d:274:CYS:N 1.42 1.15
31:1:282:PHE:CD1 31:1:294:MET:HE1 1.81 1.14
17:R:124:LEU:HD23 17:R:124:LEU:H 1.10 1.14
31:1:208:LEU:HD13 31:1:217:LEU:HD21 1.22 1.13
3:C:46:GLN:HG2 20:U:639:LEU:HD12 1.13 1.12
29:d:161:ILE:HG13 29:d:162:PRO:HD3 1.30 1.12
31:£:391:LEU:HD11 31:1:414:LEU:HA 1.22 1.11
33:h:145:LEU:HD21 33:h:175:VAL:HG13 1.32 1.11
2:B:208:PRO:HG2 31:1:739:ALA:HB3 1.30 1.10
31:14:505:-MET:HE3 31:4:537:THR:HG23 1.32 1.10
21:V:443:ARG:NH1 29:d:274:CYS:SG 2.24 1.10
5:E:37:THR:HA 6:F:69:MET:CE 1.81 1.10
13:M:39:ILE:HD13 13:M:193:VAL:HG22 1.22 1.09
8:H:59:GLU:HG3 8:H:206:ASP:HB3 1.23 1.09
31:£:479:LEU:HD21 31:1:514:VAL:HA 1.33 1.09
21:V:259:LEU:HD11 21:V:295:1LE:HD11 1.33 1.09
26:a:70:ARG:HD2 26:a:76:LEU:HD22 1.33 1.09
18:S:59:LEU:HD12 18:S:83:LEU:HG 1.22 1.08

Continued on next page...
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
3:C:367:GLY:HA3 4:D:196:1LE:HG21 1.34 1.08
23:X:240:ASP:0OD1 23:X:278:ARG:NH2 1.85 1.08
24:Y:383:LEU:HD12 | 25:7:272:LEU:HD13 1.35 1.07
26:a:324:1LE:HG13 26:a:331:VAL:HG22 1.35 1.07
33:h:153:VAL:HA 33:h:156:LYS:HE3 1.34 1.07
34:u:189:GLN:HG2 34:u:255:GLU:HG3 1.32 1.07
20:U:409:GLY:HA3 20:U:445:ALA:HB1 1.13 1.07
22:W:130:MET:HA 22:W:130:MET:HE2 1.34 1.07
26:a:8:LEU:HD11 26:2:26:GLU:HB2 1.33 1.07
2:B:251:VAL:HG12 2:B:254:GLU:HG2 1.37 1.06
8:H:46:LEU:HD11 &:H:137:CYS:HB3 1.35 1.06
9:1:106:PRO:HD2 9:1:109:GLN:HG3 1.29 1.06
20:U:808:PRO:HD2 20:U:873:PRO:O 1.53 1.06
21:V:192:MET:HE1 21:V:230:PHE:CZ 1.90 1.06
8:H:93:LEU:HD13 8:H:113:ARG:HB3 1.30 1.06
20:U:353:LEU:CD2 20:U:385:PHE:CE2 2.37 1.06
21:V:219:GLU:HG2 21:V:224:LEU:HD11 1.36 1.06
27:b:51:LEU:HD11 27:b:61:LEU:HD12 1.35 1.06
31:£:560:LEU:HD21 31:1£:798: THR:HG22 1.35 1.06
25:7:131:LEU:HD11 25:7:200:GLY:HA2 1.32 1.06
15:P:182:LYS:HD2 15:P:184:ASP:HB2 1.34 1.05
31:£:271:MET:HE1 31:1:786:GLN:NE2 1.71 1.05
31:4:47:GLU:HA 31:4:50:LYS:HE3 1.29 1.05
31:4:772:GLY:HA3 31:4:776:LEU:HG 1.35 1.05
27:b:16:MET:HE1 27:b:114:GLY:HA3 1.32 1.05
24:Y:48:ASN:HB3 24:Y:50:-MET:HE3 1.34 1.05
16:Q:8:GLY:HA2 16:Q:141: THR:HG21 1.37 1.04
2:B:74¢:MET:HE1 31:1:609:VAL:HB 1.35 1.04
20:U:702: THR:CG2 20:U:811:PHE:CE2 2.40 1.04
23:X:71:LYS:HA 23:X:74:ARG:HD3 1.38 1.04
7:G:45:LYS:O 7:G:45:LYS:HD2 1.56 1.04
16:Q:14:MET:HE2 16:Q:14:MET:HA 1.39 1.04
18:S:52:CYS:HA 18:S:97:MET:HE1 1.40 1.04
6:F:343:LEU:HD13 6:F:351:LYS:HD2 1.40 1.04
16:Q:14:MET:HB3 16:Q:21:ALA:HB3 1.36 1.04
31:1:99:LEU:HD23 31:1:129:LEU:HD12 1.38 1.04
20:U:799:LYS:HA 20:U:880:ASN:HD21 1.23 1.03
22:W:438:LEU:HD23 | 25:7Z:233:VAL:HG23 1.40 1.03
2:B:59:ARG:HD3 31:£:209:MET:HE1 1.37 1.03
20:U:465:LEU:HD23 | 20:U:496:LEU:HD22 1.37 1.03
21:V:236:ARG:O 21:V:239: THR:HG22 1.57 1.03

Continued on next page...



Page 38

Full wwPDB EM Validation Report

EMD-47719, 9E8G

Continued from previous page...

Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
16:Q:204:MET:HA 16:Q:204:MET:HE3 1.38 1.03
9:1:45:LEU:HD11 9:1:137:ILE:HG12 1.41 1.02
22:W:256:1LE:HD13 22:W:262:LYS:HD2 1.39 1.02
21:V:463:-MET:HA 21:V:463:MET:-HE3 1.37 1.02
21:V:443:ARG:NH2 29:d:273:GLY:C 2.15 1.02
26:a:363:MET:HE3 28:¢:307:VAL:HG11 1.39 1.02
22:W:43:VAL:O 22:W:47.-LEU:HD23 1.58 1.02
31:£:679:LEU:HD22 31:1:690:VAL:HG11 1.38 1.02
12:L:88: MET:HG2 12:1L:112:ILE:HD11 1.41 1.01
15:P:29:LYS:HB3 15:P:171:SER:HB2 1.40 1.01
5:E:199:VAL:HG22 5:E:233:ASP:HB3 1.41 1.01
9:1:73:ALA:HB3 9:1:137:ILE:HD11 1.41 1.01
25:7:228: TYR:HB2 26:a:338:PRO:HB2 1.43 1.01
27:b:138:VAL:HG12 27:b:160:LEU:HD22 1.41 1.01
31:£:372:LEU:HD11 31:1:409:SER:HB2 1.38 1.01
S:H:212:1LE:HG23 8:H:221:LEU:HD21 1.40 1.01
31:£:592:ASN:OD1 31:£:593: THR:N 1.93 1.01
1:A:80:LEU:HD11 1:A:82:ALA:HB3 1.43 1.01
22:W:276:LEU:HD12 | 22:W:354:LEU:HD23 1.38 1.01
24:Y:186:LEU:HD12 | 24:Y:213:LEU:HD13 1.43 1.01
4:D:153:MET:HE1 4:D:226:ALA:HB1 1.39 1.00
20:U:185:MET:C 20:U:185:-MET:HE3 1.86 1.00
21:V:232:HIS:NE2 21:V:258:TYR:OH 1.93 1.00
25:7:237:LEU:HD13 28:¢:310:LYS:HG2 1.40 1.00
20:U:676: THR:HG21 | 20:U:712:LEU:HD21 1.42 1.00
14:N:13:VAL:HG21 14:N:152:CYS:HB3 1.40 1.00
16:Q:98:LYS:HD?2 16:Q:103:TYR:CE1 1.97 1.00
23:X:297:ARG:HG2 | 23:X:330:LEU:HD11 1.42 1.00
18:S:100:MET:HB3 18:S:111:LEU:HD11 1.42 1.00
20:U:789:ILE:HB 20:U:911:ILE:HD12 1.42 1.00
21:V:403:ILE:HD11 21:V:428:LEU:HD11 1.41 1.00
23:X:407:-MET:-HE2 25:7:269:VAL:HG11 1.40 1.00
3:C:165:ILE:HG12 3:C:292:ILE:HD11 1.44 0.99
15:P:159:1LE:HD13 15:P:173:1ILE:HG23 1.43 0.99
20:U:465:LEU:HD23 20:U:496:LEU:CD2 1.90 0.99
2:B:417:GLU:HA 2:B:420:LYS:HZ3 1.26 0.99
6:F:84:LYS:CD 6:F:88:TYR:OH 2.10 0.99
33:h:61:GLN:HA 33:h:64:LYS:HD3 1.44 0.99
20:U:797:-MET:-HE2 20:U:881:PRO:HD3 1.43 0.99
21:V:85:ALA:HB2 21:V:93:PHE:HB2 1.42 0.99
33:h:173:MET:HA 33:h:176:LEU:HD12 1.45 0.99

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

20:U:185:-MET:HE3 20:U:186:SER:N 1.77 0.99
3:C:87:VAL:HG21 3:C:116:LEU:HD11 1.41 0.99
31:1:753:ALA:HA 31:4:759:LEU:HD12 1.41 0.99
17:R:181:ARG:HB3 17:R:188:1ILE:HD11 1.43 0.98
15:P:171:SER:O 15:P:172:ASN:ND2 1.95 0.98
21:V:117:VAL:HG21 | 21:V:132:LEU:HD21 1.42 0.98
29:d:168:MET:HA 29:d:168:MET:HE3 1.43 0.98
24:Y:389:MET:HA 24:Y:389:-MET:HE3 1.44 0.98
16:Q:61:GLN:CD 17:R:124:LEU:HD21 1.88 0.98
31:1:367:SER:N 31:4:370:MET:SD 2.37 0.98
31:£:173:LEU:HD21 31:1:180:GLN:HB2 1.45 0.97
31:1:250:ARG:HA 31:1:253:LEU:HD12 1.43 0.97
15:P:216:ILE:HG22 16:Q:194:LYS:HE2 1.46 0.97
20:U:702: THR:HG23 20:U:811:PHE:CE2 2.00 0.97
23:X:365:LEU:HD13 | 23:X:385:LEU:HD13 1.44 0.97
29:d:271:ILE:HG22 29:d:291:LEU:HD22 1.44 0.97
7:G:138:MET:HE2 7:G:140:LEU:HD21 1.46 0.97
13:M:169:ARG:O 13:M:173:LYS:HG3 1.64 0.97
19:T:50: THR:HG21 19:T.88:ILE:HD12 1.44 0.97
14:N:174:ILE:HB 14:N:189:LEU:HB2 1.44 0.97
24:Y:301:ILE:HD13 24:Y:342:ARG:HD3 1.46 0.97
4:D:63:ASP:HB3 20:U:607:VAL:HG11 1.44 0.97
19:T:138:GLY:HA2 19:T:142:SER:HB3 1.46 0.97
32:¢:128:LYS:HB3 32:¢:156:LEU:HB3 1.47 0.97
26:a:214:GLY:HA3 26:a:340:VAL:HG21 1.45 0.97
5:E:352:MET:HE1 5:E:355:1LE:HG12 1.47 0.96
6:F:188:ILE:HG21 6:F:195:ILE:HD11 1.44 0.96
15:P:143:ARG:HH21 15:P:146:MET:HA 1.31 0.96
5:E:219:PHE:HA 5:E:222:ALA:HB3 1.45 0.96
7:G:51:VAL:HG23 7:G:202:LEU:HD22 1.47 0.96
1:A:52:ILE:HD11 2:B:68:ILE:HG22 1.44 0.96
4:D:89:ILE:HD11 5:E:80:VAL:HG23 1.46 0.96
5:E:203:ILE:HG21 5:E:232:MET:SD 2.05 0.96
17:R:118:MET:HE2 17:R:118:MET:HA 1.45 0.96
2:B:164:MET:HA 2:B:164:MET:HE3 1.48 0.96
3:C:338:LEU:HD13 3:C:342:ILE:HG12 1.43 0.96
20:U:658:ILE:HG23 20:U:763:VAL:HG11 1.46 0.96
22:W:34:LEU:HD21 22:W:39:ARG:HD2 1.46 0.96
25:7:144:VAL:HG21 26:a:178:ARG:HD3 1.47 0.96
33:h:143:ALA:HA 33:h:147:GLN:HB2 1.46 0.96
21:V:309:-MET:HE1 21:V:331:LEU:HD12 1.45 0.96
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Atom-1 Atom-2 distance (A) overlap (A)
5:E:104: THR:HG22 28:¢:46:ARG:HH21 1.31 0.96
10:J:158:ALA:HB1 10:J:172:LEU:HD13 1.48 0.96
31:14:208:LEU:CD1 31:4:217:LEU:HD21 1.96 0.96
1:A:213:LEU:HB2 1:A:337:LEU:HD13 1.47 0.96
5:E:203:ILE:N 5:E:210:GLU:HB2 1.79 0.96
24:Y:229:ILE:HB 24:Y:295:TYR:HE1 1.28 0.96
9:1:76:VAL:HG11 9:1:83:ALA:HB1 1.47 0.95
19:T:5:TYR:HA 19:T:57.:PHE:HE2 1.32 0.95
29:d:268:ARG:NH1 29:d:292:PHE:O 1.98 0.95
31:£:459:CYS:HB3 32:¢:152:LYS:HD3 1.48 0.95
33:h:147:GLN:HG3 33:h:151:ARG:HH12 1.28 0.95
31:1:512:MET:HE2 31:f:512:MET:HA 1.48 0.95
5:E:206:LYS:C 5:E:253:ILE:HD12 1.91 0.95
9:1:15:GLU:O 10:J:28:LYS:NZ 2.00 0.95
10:J:87:ALA:HB2 10:J:111:ILE:HD11 1.49 0.95
32:¢:116:ILE:HG22 32:g:122:LEU:HD21 1.44 0.95
33:h:145:LEU:HD11 33:h:175:VAL:HG22 1.48 0.95
24:Y:45:VAL:HG13 24:Y:50:MET:HG3 1.47 0.95
11:K:68:VAL:HG21 11:K:89:ILE:HD13 1.49 0.95
16:Q:51:1ILE:HG13 16:Q:109:ILE:HG22 1.45 0.95
12:L:45:VAL:HG23 12:L:214:ILE:HG12 1.48 0.95
20:U:653:ALA:HB2 20:U:675:MET:HE1 1.47 0.95
32:g:154:MET:HA 32:g:154:MET:HE3 1.48 0.95
14:N:40:ARG:HH21 14:N:103: TRP:HZ3 1.04 0.94
5:E:172:LEU:HD13 5:E:278:ALA:HB2 1.46 0.94
5:E:289:LEU:HA 5:E:294:ARG:HD2 1.49 0.94
29:d:180:GLU:HG2 29:d:181:GLN:OE1 1.68 0.94
7:G:13:ILE:HD11 7:G:126: THR:HA 1.48 0.94
12:L:15:PRO:HA 13:M:25:TYR:CE2 2.02 0.94
2:B:278:ALA:HB3 2:B:279:PRO:HD3 1.50 0.94
4:D:384:MET:HG2 5:E:164:1ILE:HD12 1.47 0.94
20:U:437:TYR:HE1 20:U:472:ILE:CD1 1.80 0.94
1:A:32:LEU:HD13 31:£:93:PRO:HD2 1.46 0.94
5:E:37:THR:HA 6:F:69:MET:HE1 1.44 0.94
6:F:69:MET:HG3 6:F:72:LYS:HZ1 1.30 0.94
9:1:67:LYS:NZ 9:1:225:1LE:HB 1.81 0.94
20:U:796:LYS:HG2 20:U:798:PRO:HD3 1.49 0.94
31:1:874:LEU:HD11 31:£:895:GLU:HG3 1.48 0.94
5:E:125:GLU:HA 5:E:194:ASN:HA 1.46 0.94
18:S:138:VAL:HG11 18:S:159:ALA:HA 1.48 0.94
7:G:131:MET:HG2 13:M:125:TYR:CE1 2.02 0.94
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10:J:37:GLY:HA2 10:J:181:ILE:HD13 1.50 0.94
20:U:885:MET:HG3 20:U:886:PRO:HD2 1.50 0.94
7:G:51:VAL:HG12 7:G:217:VAL:HG22 1.49 0.93
12:L:47:VAL:HG12 12:L:212:1ILE:HG12 1.48 0.93
20:U:904:LYS:HE2 20:U:908:ILE:HD11 1.51 0.93
29:d:264:LEU:HD11 29:d:268:ARG:HH21 1.30 0.93
5:E:38:LYS:HE2 5:E:38:LYS:HA 1.50 0.93
10:J:65:LEU:HD21 10:J:71:MET:HG2 1.48 0.93
25:7:252:LYS:NZ 28:¢:238:CYS:SG 2.41 0.93
33:h:173:MET:HE1 33:h:205: THR:HG21 1.50 0.93
22:W:446:1LE:HD11 25:7:211:TYR:HB3 1.49 0.93
31:£:655:LEU:HD21 31:£:800:LEU:HB3 1.50 0.93
7:G:60:LEU:HD21 13:M:176:1LE:HG23 1.51 0.93
8:H:111:VAL:HG22 8:H:136:ILE:HD13 1.49 0.93
26:a:69:HIS:HB3 27:b:17:ARG:HD3 1.49 0.93
16:Q:99:ARG:HA 16:Q:127:ILE:HD11 1.48 0.93
20:U:19:LEU:HD23 29:d:124:LEU:HD12 1.48 0.93
28:¢:160:PHE:HE1 28:¢:202:SER:OG 1.49 0.93
31:1:470:VAL:HG21 31:£:500:LEU:HD21 1.51 0.93
8:H:210:VAL:HG23 8:H:221:LEU:HD23 1.51 0.93
10:J:193:LYS:HD3 10:J:232:ILE:HD11 1.50 0.93
26:a:180:LEU:HD21 26:a:221:VAL:HG21 1.49 0.93
21:V:475:ALA:HB1 21:V:479:ARG:HH21 1.33 0.92
1:A:384:GLU:HG2 2:B:344:PRO:HG2 1.51 0.92
5:E:74: THR:HG21 6:F:131: THR:HG22 1.48 0.92
7:G:208:ILE:HG22 7:G:210:PHE:H 1.32 0.92
29:d:302: TYR:HA 29:d:305:LYS:HG2 1.51 0.92
31:1:545:LYS:HG3 31:£:550:LEU:HG 1.49 0.92
2:B:109:VAL:HG11 3:C:94:LYS:HE2 1.52 0.92
25:7:11:VAL:HA 25:7:50:VAL:HG23 1.52 0.92
33:h:92:LEU:HD22 33:h:96:MET:HE1 1.48 0.92
20:U:371:ILE:HD12 20:U:732:LEU:HD21 1.52 0.92
21:V:192:-MET:-HE1 21:V:230:PHE:HE1 1.34 0.92
9:1:33: THR:HG21 9:1:200: THR:HG21 1.52 0.92
13:M:108:LEU:HD11 13:M:137:LEU:HB3 1.50 0.92
17:R:17:SER:O 17:R:179:SER:N 2.03 0.92
5:E:312:1ILE:HG21 5:E:343:LEU:HG 1.52 0.92
6:F:99:VAL:HG23 6:F:120:LYS:HB2 1.50 0.92
33:h:125:VAL:HG22 33:h:131:ALA:HB2 1.51 0.92
22:W:68:VAL:HG23 22:W:107:GLN:HG3 1.51 0.92
29:d:275:ILE:HD11 29:d:282:ILE:HG21 1.50 0.92
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9:1:161:ALA:HB3 10:J:53:LEU:HD21 1.49 0.91
21:V:227:VAL:HB 21:V:231:LEU:CD1 2.00 0.91
11:K:50:VAL:HG11 11:K:67:ILE:HD11 1.52 0.91
20:U:796:LYS:HE2 20:U:798:PRO:HB3 1.50 0.91
21:V:309:-MET:CE 21:V:331:LEU:HD12 1.99 0.91
31:£:459:CYS:HB2 32:g:154:MET:SD 2.10 0.91
1:A:140:VAL:HG12 1:A:152:PRO:HA 1.52 0.91
11:K:218:ALA:HB1 11:K:226:PHE:HE1 1.33 0.91
31:1:692:LEU:HD12 31:1:800:LEU:HD13 1.50 0.91
:H:17:GLY:HA3 9:1:27:ALA:HB2 1.52 0.91
20:U:583:MET :HE2 20:U:614:VAL:HG22 1.52 0.91
24:Y:221: THR:HG22 | 24:Y:256:VAL:HG21 1.52 0.91
26:a:194:GLN:HB2 26:a:225:LEU:HD12 1.53 0.91
26:a:216:LEU:HG 26:a2:217:LEU:HD12 1.49 0.91
1:A:239:ARG:NH1 2:B:320:ASP:0OD2 2.03 0.91
9:1:38:LEU:HA 9:1:43:VAL:HG23 1.52 0.91
21:V:192:MET:CE 21:V:230:PHE:CE1 2.53 0.91
28:¢:108:VAL:HG11 34:u:275:MET:-HE3 1.52 0.91
28:¢:303:MET:HE3 29:d:335:LEU:HB2 1.53 0.91
33:h:100:ARG:HA 33:h:105:PRO:HG3 1.50 0.91
33:h:192:VAL:HG12 33:h:197:VAL:HG23 1.51 0.91
26:a:142:LEU:HD13 26:a:155:PHE:HD2 1.35 0.91
26:a:321:LYS:HD2 26:a:336:VAL:HG11 1.53 0.91
28:¢:62: VAL:HG13 28:¢:66: THR:HG23 1.53 0.91
13:M:173:LYS:HA 13:M:176:1LE:HG22 1.53 0.91
26:a:64:1LE:HG23 26:a:70:ARG:HB2 1.52 0.91
9:1:45:LEU:HD23 9:1:75:SER:HB2 1.54 0.90
11:K:52:LYS:HD2 11:K:64:ILE:HD11 1.53 0.90
14:N:40:ARG:NH2 14:N:103:TRP:HZ3 1.67 0.90
20:U:808:PRO:CD 20:U:873:PRO:O 2.19 0.90
20:U:877:LEU:HD22 20:U:878:LEU:H 1.35 0.90
21:V:326:GLN:O 21:V:330:LYS:HG2 1.69 0.90
31:£:407:-MET:HE1 31:£:439:TYR:HB3 1.53 0.90
2:B:289:ALA:O 3:C:271:ARG:NH1 2.04 0.90
24:Y:387:ILE:HD13 25:7:276:1LE:HG12 1.53 0.90
12:1L:103:LEU:HD12 12:1:104:PRO:HD2 1.50 0.90
18:S:176:LEU:HG 18:S:187:VAL:HB 1.52 0.90
5:E:203:ILE:H 5:E:210:GLU:HB2 1.34 0.90
8:H:65:VAL:HG22 8:H:75:VAL:HG12 1.51 0.90
20:U:202:VAL:HG23 | 20:U:216:VAL:HG23 1.51 0.90
21:V:76:LYS:HE3 21:V:149:PRO:HB3 1.50 0.90
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16:Q:45:MET:HE3 16:Q:67:LEU:HD23 1.51 0.90
17:R:55:GLN:HE22 18:S:88:TYR:HD2 0.99 0.90
19:T:110:ILE:HG22 19:T:122:TYR:HB2 1.51 0.90
21:V:192:MET:CE 21:V:230:PHE:HE1 1.83 0.90
22:W:43:VAL:O 22:W:47:-LEU:CD2 2.19 0.90
17:R:55:GLN:NE2 18:S:88:TYR:HD2 1.69 0.90
29:d:272:ALA:HA 29:d:291:LEU:HD21 1.53 0.90
21:V:233:ALA:O 21:V:237:-THR:HG23 1.71 0.90
25:7:106:1ILE:HG21 25:7:153:LYS:HD3 1.52 0.90
19:T:109:ILE:HD12 19:T:123:SER:HA 1.53 0.90
22:W:187:LEU:HD23 | 22:W:225:LYS:HD3 1.54 0.90
4:D:41:TYR:HE1 20:U:156:GLU:HG2 1.36 0.89
9:1:216:LEU:HD13 9:1:225:1ILE:HD11 1.55 0.89
16:Q:61:GLN:OE1 17:R:124:LEU:CD?2 2.19 0.89
29:d:272:ALA:HB2 29:d:291:LEU:HD11 1.51 0.89
31:4:502:LEU:O 31:14:505:-MET:HG3 1.72 0.89
1:A:65:ILE:HD12 3:C:82:LYS:HG3 1.53 0.89
21:V:438:VAL:O 21:V:442:ILE:HG13 1.73 0.89
20:U:353:LEU:HD11 20:U:373:ASN:HB2 1.51 0.89
27:b:111:ALA:HB3 27:b:140:ILE:HD13 1.54 0.89
29:d:94:MET:HG3 29:d:118:ARG:HH12 1.35 0.89
1:A:190:VAL:HG11 1:A:212:VAL:HG23 1.54 0.89
3:C:207:THR:HG23 3:C:209:CYS:H 1.35 0.89
21:V:322:VAL:HG22 | 21:V:326:GLN:HE21 1.35 0.89
28:¢:303:MET:CE 29:d:335:LEU:HB2 2.03 0.89
31:£:655:LEU:HD11 31:£:800:LEU:HD12 1.54 0.89
4:D:45:LYS:HB3 20:U:187:LEU:HD11 1.54 0.89
16:Q:98:LYS:HE3 16:Q:103: TYR:CZ 2.08 0.89
20:U:801:GLN:HB3 20:U:877:LEU:HD21 1.55 0.89
28:¢:277:LYS:HA 28:¢:282:ARG:HD2 1.53 0.89
34:u:127:MET:HA 34:u:130:ILE:HD12 1.55 0.89
20:U:437:TYR:CE1 20:U:472:1ILE:HD13 2.08 0.89
20:U:535:TYR:O 20:U:539: THR:HG22 1.73 0.89
21:V:236:ARG:HE 21:V:239: THR:HG21 1.35 0.89
26:a:195:GLU:O 26:a:199: THR:HG23 1.73 0.89
14:N:35: THR:HG1 14:N:43:CYS:HG 1.01 0.89
20:U:471:ASP:0OD1 20:U:472:ILE:N 2.06 0.89
7:G:18:PRO:HA &:H:24:TYR:CE2 2.08 0.88
18:S:136:TYR:HA 18:S:139:MET:SD 2.12 0.88
23:X:93:LEU:HD23 23:X:129:LEU:HD22 1.53 0.88
15:P:28:ASP:HB3 16:Q:131:MET:HE1 1.55 0.88
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20:U:25:HIS:HA 20:U:59:PHE:HE2 1.38 0.88
24:Y:279:GLU:HB2 24:Y:296:VAL:HG21 1.55 0.88
24:Y:262:SER:HB3 24:Y:271:PHE:HB2 1.54 0.88
26:a:172:TYR:HH 26:2:199: THR:HG1 0.99 0.88
29:d:141:LEU:HD12 29:d:182:LEU:HD11 1.56 0.88
1:A:92:PRO:HG2 1:A:144:ARG:HD2 1.53 0.88
1:A:416:VAL:HG12 1:A:417:ILE:HD12 1.54 0.88
2:B:426:VAL:O 2:B:429:LYS:NZ 2.06 0.88
24:Y:229:ILE:HB 24:Y:295:TYR:CE1 2.07 0.88
12:1:184:LEU:HD11 12:1L:214:ILE:HD13 1.55 0.88
17:R:29:LYS:HZ1 18:S:122:SER:H 1.22 0.88
20:U:362:ASN:HD22 20:U:724:VAL:CG1 1.86 0.88
26:2:189:PRO:HD2 26:a:192:GLU:HB3 1.55 0.88
29:d:123:LEU:HD11 29:d:147:1LE:HG12 1.56 0.88
31:£:50:LYS:HA 31:£:53:GLN:CG 2.03 0.88
9:1:174:-MET:CE 9:1:196: VAL:HA 2.03 0.88
16:Q:113:ASP:HB3 16:Q:118:LYS:H 1.37 0.88
17:R:124:LEU:HD23 17:R:124:LEU:N 1.87 0.88
2:B:246: THR:HG21 2:B:277:HIS:HB2 1.55 0.88
23:X:260:MET:HA 23:X:260:-MET:HE3 1.55 0.88
29:d:91:ALA:HA 29:d:94:MET:SD 2.14 0.88
7:G:155:ASP:HB2 7:G:156:PRO:HD2 1.54 0.88
20:U:901:GLN:HE22 20:U:915:LYS:HE3 1.37 0.88
26:4:139:GLU:HG2 26:a:155:PHE:HZ 1.37 0.88
31:1:216:MET:HA 31:£:216:MET:HE3 1.54 0.88
34:u:198:ILE:HB 34:u:241:VAL:HG23 1.54 0.88
7:G:131:MET:HG2 13:M:125:TYR:HE1 1.32 0.88
11:K:107:-MET:HG2 11:K:111:SER:HB2 1.55 0.88
21:V:86:VAL:HG11 21:V:160:LEU:HD11 1.56 0.88
22:W:363:ILE:HG13 | 22:W:382:LEU:HD21 1.54 0.88
31:£:135:GLY:O 31:4:139:CYS:N 2.07 0.88
31:1:208:LEU:HD13 31:1:217:LEU:HD22 1.55 0.88
4:D:270:ILE:HD12 4:D:288:ILE:HG21 1.56 0.88
13:M:136:MET:HE2 | 13:M:148:LEU:HD11 1.53 0.88
20:U:39:SER:HB3 20:U:71:LEU:HD12 1.55 0.88
16:Q:61:GLN:HE22 17:R:124:LEU-HG 1.39 0.87
17:R:70:ARG:HG3 17:R:71:ASN:ND2 1.88 0.87
2:B:440:LEU:HB2 10:J:77:-THR:HG23 1.56 0.87
12:L:72:1ILE:HG22 12:1:134:ILE:HG12 1.56 0.87
14:N:41:ILE:HD13 14:N:102:GLY:HA3 1.56 0.87
16:Q:22:ILE:HG22 16:Q:188:HIS:HB2 1.56 0.87
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Atom-1 Atom-2 distance (A) overlap (A)
1:A:209:PRO:HB3 1:A:338:ASP:HB2 1.54 0.87
19:T:131:GLN:OE1 19:T:132:ARG:N 2.07 0.87
23:X:137:TYR:HB3 23:X:146:ALA:HB2 1.53 0.87
32:¢:142:LEU:HG 32:2:147:VAL:HG21 1.56 0.87
1:A:327:LEU:HB2 1:A:332:MET:HE2 1.57 0.87
5:E:352:MET:HA 5:E:352:MET:HE3 1.55 0.87
11:K:69:GLU:HG3 11:K:226:PHE:HD2 1.37 0.87
21:V:462:GLU:OFE1 21:V:462:GLU:N 2.06 0.87
26:a:58:LYS:HA 26:2:61:GLU:HB2 1.56 0.87
5:E:313:LEU:HD13 5:E:343:LEU:HD12 1.55 0.87
22:W:274:VAL:HG13 | 22:W:287:VAL:HG22 1.55 0.87
5:E:331:1LE:HG23 5:E:371:VAL:HG21 1.56 0.87
12:1.:33:SER:HB2 12:L:51:ARG:HD2 1.55 0.87
13:M:41:CYS:SG 13:M:189:ILE:HG21 2.15 0.87
31:£:469: TYR:HE2 31:£:477:-MET:HB3 1.38 0.87
2:B:316:LEU:HD21 2:B:327:VAL:HG21 1.56 0.87
9:1:118:LYS:O 9:1:122: THR:HG23 1.75 0.87
21:V:443:ARG:NH2 29:d:274:CYS:HA 1.89 0.87
29:d:264:LEU:HD11 29:d:268:ARG:NH2 1.89 0.87
23:X:57:LEU:HD22 23:X:66:LEU:HD13 1.56 0.86
24:Y:45:VAL:HG12 24:Y:73:MET:HE1 1.57 0.86
31:£:367:SER:O 31:£:370:MET:SD 2.33 0.86
31:14:659:LEU:HA 31:1:662:MET:HE2 1.57 0.86
18:S:191:ASN:OD1 18:S:192:VAL:N 2.07 0.86
23:X:290:VAL:HG21 | 23:X:313:LEU:HD21 1.56 0.86
2:B:251:VAL:HG13 2:B:253:SER:H 1.39 0.86
6:F:84:LYS:HD3 6:F:88:TYR:HH 1.34 0.86
21:V:309:MET:HE1 21:V:331:LEU:CD1 2.04 0.86
26:a:114:CYS:O 26:a:118:ILE:HG23 1.75 0.86
31:£:814:SER:O 31:4:817:VAL:HG12 1.75 0.86
3:C:46:GLN:CG 20:U:639:LEU:HD12 2.02 0.86
9:1:71:ASP:HA 9:1:223: THR:HG21 1.56 0.86
17:R:55:GLN:NE2 18:S:88:TYR:CD2 2.41 0.86
20:U:801:GLN:CB 20:U:877:LEU:HD21 2.05 0.86
28:¢:151:VAL:HG13 28:¢:152:LYS:HG2 1.57 0.86
5:E:194:ASN:HB2 5:E:228:CYS:HB3 1.57 0.86
15:P:216:ILE:HD12 16:Q:196: THR:HA 1.55 0.86
16:Q:25:ASP:0D1 16:Q:27:ARG:N 2.07 0.86
21:V:342:ILE:CD1 21:V:368:ARG:HG3 2.05 0.86
2:B:417:GLU:HA 2:B:420:LYS:NZ 1.88 0.86
16:Q:12:MET:N 16:Q:23:ALA:O 2.08 0.86
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Atom-1 Atom-2 distance (A) overlap (A)
17:R:172:.1LE:H 17:R:172:ILE:HD12 1.40 0.86
31:£:437:GLU:HB2 31:1:440:ILE:HD13 1.56 0.86
16:Q:49:LEU:HD23 16:Q:111:GLY:HA3 1.57 0.86
24:Y:319:MET:HG3 24:Y:330:ILE:HD13 1.55 0.86
33:h:10:SER:OG 33:h:139:THR:O 1.93 0.86
6:F:368:ILE:HG23 6:F:371:ARG:HH22 1.41 0.86
11:K:146:VAL:HG23 | 11:K:220:VAL:HG12 1.58 0.86
13:M:116:ALA:HB2 13:M:151:1LE:HD13 1.57 0.86
20:U:109:-THR:HA 20:U:157:-THR:HG22 1.56 0.86
21:V:176:MET:SD 21:V:217:VAL:HG12 2.16 0.86
29:d:129:LEU:HD12 29:d:130:PRO:CD 2.04 0.86
34:u:167:ILE:HG23 34:u:246:1LE:HB 1.57 0.86
22:W:87:ILE:HA 22:W:104:MET:HE1 1.56 0.86
31:£:505:-MET:HE2 31:£:541: THR:HG23 1.58 0.86
31:£:505:MET:HE2 31:£:541: THR:CG2 2.06 0.86
32:2:105:LEU:HB3 32:¢:143:GLU:HG2 1.58 0.86
2:B:78:PHE:HB2 31:1:613:LEU:HD21 1.55 0.85
17:R:55:GLN:OE1 18:S:88:TYR:CE2 2.28 0.85
20:U:529:ILE:HD11 20:U:566:LEU:HD13 1.56 0.85
31:1:82:ILE:HG21 31:1:128:VAL:HG11 1.58 0.85
31:1:274:ASP:HB3 31:£:277:LEU:HD23 1.58 0.85
2:B:106:PRO:HB3 3:C:97:VAL:HG12 1.56 0.85
5:E:199:VAL:HG13 5:E:234:GLU:HB2 1.58 0.85
6:F:18%:ILE:CG2 6:F:195:ILE:HD11 2.06 0.85
21:V:208:ALA:HB2 21:V:246:GLY:HA2 1.58 0.85
29:d:251:ILE:HG21 29:d:257:-THR:HG23 1.58 0.85
7:G:200:THR:O 7:G:204:THR:HG23 1.76 0.85
10:J:31: THR:HG22 10:J:46:GLU:OE2 1.75 0.85
22:W:271:VAL:HG23 | 22:W:306:LEU:HD22 1.59 0.85
33:h:147:GLN:HG3 33:h:151:ARG:NH1 1.89 0.85
9:1:90:LEU:HD11 9:I:136: TYR:HE2 1.40 0.85
18:S:44: THR:HG21 18:S:100:MET:HE2 1.59 0.85
4:D:115:ILE:HD13 4:D:139:LEU:HD22 1.56 0.85
9:1:172:VAL:O 9:1:176:LYS:HG3 1.77 0.85
19:T:5:TYR:HA 19:T:57:PHE:CE2 2.11 0.85
23:X:57:LEU:HD11 23:X:65:GLU:HB2 1.58 0.85
31:£:289:VAL:HG11 31:£:901:ARG:HE 1.40 0.85
31:1:327:ASN:HD22 31:4£:327:ASN:C 1.84 0.85
5:E:22:ILE:HG21 6:F:55:MET:HB2 1.59 0.85
29:d:138:LYS:0O 29:d:142:ILE:HD12 1.77 0.85
31:1:801:VAL:HA 31:£:804:LEU:HD11 1.59 0.85
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Atom-1 Atom-2 distance (A) overlap (A)
4:D:89:ILE:HB 5:E:78:ARG:HG3 1.57 0.85
16:Q:178:ASP:0OD2 16:Q:181:SER:OG 1.94 0.84
22:W:244:CYS:SG 22:W:274:.VAL:HG23 2.16 0.84
23:X:252:LYS:HD2 23:X:283:GLN:HB3 1.57 0.84
31:£:282:PHE:HD1 31:£:294:MET:HE1 1.37 0.84
9:1:90:LEU:HG 9:1:114:LEU:HD22 1.58 0.84
11:K:195:ILE:CD1 11:K:217:LEU:HD21 2.07 0.84
16:Q:54:ALA:HB1 16:Q:140:GLY:HA2 1.59 0.84
26:a:64:1LE:HG23 26:a:70:ARG:CB 2.06 0.84
20:U:545:LEU:HB3 20:U:577:ILE:HG21 1.59 0.84
&:H:68:ILE:HG21 8:H:110:LEU:HD11 1.57 0.84
20:U:362:ASN:HB2 20:U:365:CYS:SG 2.18 0.84
24:Y:95:LEU:HG 24:Y:99:GLU:HG3 1.57 0.84
31:£:793:VAL:O 31:£:797:LEU:HD12 1.76 0.84
5:E:155:ASN:HB3 5:E:158:LEU:HG 1.56 0.84
20:U:11:LEU:HD12 20:U:19:LEU:HD22 1.60 0.84
23:X:392:PRO:O 23:X:393:VAL:HG13 1.78 0.84
24:Y:117:LYS:NZ 24:Y:153:ASP:0OD2 2.09 0.84
3:C:298:ILE:HD11 3:C:306:LEU:HD21 1.57 0.84
31:£:436:SER:HB2 32:g:173:GLU:HG2 1.57 0.84
31:f:498:LEU:HD13 31:1:534:VAL:HG22 1.59 0.84
7:G:113:MET:HE2 15:P:70: THR:HA 1.59 0.84
15:P:73:LEU:HD23 15:P:74:PRO:HD2 1.57 0.84
17:R:20:VAL:HG11 17:R:176:PRO:HD2 1.59 0.84
33:h:22:ILE:HG22 33:h:190:ALA:HB3 1.59 0.84
5:E:157:GLU:HA 5:E:160:GLN:HG2 1.59 0.84
26:a:54:ASP:0D2 26:a:57:ILE:HB 1.78 0.84
5:E:37:THR:HA 6:F:69:MET:HE2 1.58 0.84
17:R:42:ILE:HD12 17:R:106:GLY:HA3 1.58 0.84
17:R:139:THR:HA 17:R:142:1LE:HD13 1.58 0.84
25:7:235:ASN:C 25:7:235:ASN:HD22 1.86 0.84
26:a:78:GLU:OE1 26:a:113:LEU:HD11 1.78 0.84
18:S:37:.ILE:HD11 18:S:41:LEU-HG 1.60 0.84
20:U:510:GLU:HB2 20:U:543:LYS:HG2 1.57 0.84
24:Y:141:VAL:HG11 24:Y:164:ALA:HB2 1.60 0.84
25:7:81:MET:HE1 28:¢:94:LYS:HB3 1.60 0.84
28:¢:159:ALA:HB2 28:¢:205:1LE:HD11 1.59 0.84
29:d:178: TYR:HB3 29:d:181:GLN:HE21 1.41 0.84
31:£:858:LYS:HD3 31:£:859:PRO:HD2 1.60 0.84
22:W:241:LEU:HD21 | 22:W:282:GLU:HG2 1.60 0.83
6:F:193:LYS:HB2 6:F:193:LYS:NZ 1.92 0.83
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16:Q:35:VAL:HG23 16:Q:36: THR:HG23 1.58 0.83
28:¢:284:LEU:O 28:¢:286:GLU:N 2.10 0.83
1:A:238:ILE:HG21 1:A:260:LEU:HD11 1.59 0.83
10:J:43:LEU:HD21 10:J:134:VAL:HG11 1.60 0.83
11:K:126:GLU:OE2 12:1:124:GLY:O 1.96 0.83
18:S:51:ASP:0OD1 19:T:100:ARG:NH1 2.11 0.83
19:T:176:LYS:NZ 19:T:208:VAL:HG21 1.93 0.83
23:X:114:ILE:HD12 23:X:130:GLU:HG2 1.60 0.83
24:Y:200:LEU:O 24:Y:204: THR:HG22 1.78 0.83
31:1:720:GLU:HG3 31:14:807:ARG:HH21 1.41 0.83
5:E:203:ILE:HD12 5:E:232:MET:SD 2.18 0.83
&:H:119:GLN:HG3 9:1:81:SER:HB2 1.61 0.83
16:Q:26:ARG:HG3 16:Q:185:VAL:HA 1.59 0.83
16:Q:61:GLN:CD 17:R:124:LEU:CD?2 2.52 0.83
31:£:664:GLU:HG2 31:£:667:GLY:H 1.43 0.83
12:L:72:ILE:HG21 12:L:88:-MET:HE1 1.60 0.83
17:R:92:LEU:HD11 17:R:121:LEU:HD12 1.60 0.83
17:R:107:TYR:HE2 17:R:185:LYS:HG2 1.42 0.83
19:T:78:SER:OG 19:T:79:ASN:OD1 1.95 0.83
23:X:260:MET:-HE1 23:X:326:LEU:HD13 1.59 0.83
29:d:109:LEU:HD21 29:d:158:ARG:HG3 1.60 0.83
29:d:137: THR:O 29:d:140:GLN:HG2 1.79 0.83
1:A:432:TYR:OH 10:J:14:GLY:O 1.94 0.83
6:F:357:PRO:O 6:F:362:ARG:NH1 2.12 0.83
8:H:69: THR:HG22 &:H:70:LYS:H 1.44 0.83
20:U:28:ASN:HB2 20:U:63:VAL:HG22 1.59 0.83
23:X:335:LEU:O 23:X:339: ILE:HG12 1.78 0.83
26:a:278: MET:HE1 26:a:319:LEU:HD23 1.59 0.83
16:Q:53:LEU:HB3 16:Q:60:VAL:HG22 1.61 0.83
20:U:549:ALA:HA 20:U:581:SER:OG 1.79 0.83
28:¢:130:GLN:HG3 28:¢:162:LEU:HG 1.59 0.83
31:1:801:VAL:HA 31:£:804:LEU:CD1 2.09 0.83
33:h:69:GLN:HA 33:h:72:ILE:HG22 1.58 0.83
24:Y:127:THR:O 24:Y:131:THR:0G1 1.96 0.83
26:a:7:PHE:HE2 26:a:60:TYR:HB2 1.43 0.83
3:C:254:ILE:HG22 3:C:269:VAL:HG13 1.61 0.83
5:E:210:GLU:HB3 5:E:214:LEU:HB3 1.60 0.83
5:E:312:1LE:HD11 38:E:501:ADP:C6 2.14 0.83
31:£:505:-MET:CE 31:£:541: THR:HG23 2.08 0.83
20:U:405:- THR:HG23 20:U:427:LEU:HG 1.61 0.82
22:W:105:VAL:HG11 | 22:W:132: THR:HG21 1.61 0.82
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Atom-1 Atom-2 distance (A) overlap (A)
24:Y:227:SER:HB2 24:Y:231:LEU:HD12 1.58 0.82
31:1:201:GLU:N 31:£:201:GLU:OE1 2.12 0.82
1:A:275:ASP:0OD2 2:B:314:ASN:ND2 2.12 0.82
22:W:163:ALA:HA 22:W:192:LEU:HD13 1.61 0.82
22:W:326:MET:HE1 22:W:330:LYS:HB2 1.60 0.82
3:C:254:ILE:O 3:C:254:ILE:HD12 1.79 0.82
5:E:194:ASN:HB2 5:E:228.CYS:CB 2.08 0.82
10:J:91:CYS:HA 10:J:102:VAL:HG11 1.60 0.82
16:Q:104:TYR:HA 16:Q:126:LEU:HD12 1.59 0.82
16:Q:110:ALA:CB 16:Q:121:ILE:HG22 2.07 0.82
32:g:117:ALA:HA 32:¢:122:LEU:HD23 1.60 0.82
16:Q:29:GLY:HA2 16:Q:35:VAL:HG13 1.61 0.82
19:T:52:ILE:HD13 19:T:110:ILE:HG12 1.60 0.82
20:U:324:LYS:HD3 20:U:794:ASP:HB3 1.61 0.82
25:7:215:VAL:HG13 25:7:222:1LE:HG12 1.60 0.82
5:E:312:1LE:CG2 5:E:343:LEU:HG 2.09 0.82
9:1:35:LEU:HD13 9:1.37:ILE:HD11 1.60 0.82
10:J:135:GLY:HA2 10:J:211:MET:CE 2.10 0.82
15:P:218:PRO:HA 16:Q:194:LYS:HD2 1.59 0.82
17:R:139: THR:HA 17:R:142:1LE:CD1 2.09 0.82
22:W:123:ARG:O 22:W:127:THR:HG23 1.80 0.82
1:A:172:VAL:HG21 1:A:227:ARG:HH21 1.43 0.82
2:B:407:LEU:HG 3:C:178:LEU:HD11 1.61 0.82
7:G:60:LEU:HD13 13:M:173:LYS:HZ2 1.45 0.82
3:C:133:PRO:O 3:C:134:LEU:HB2 1.80 0.82
14:N:174:.1ILE:HG21 14:N:189:LEU:HD12 1.59 0.82
18:5:80:SER:OG 18:S:120:ARG:NE 2.13 0.82
22:W:40:LEU:HD12 22:W:43:VAL:HG21 1.61 0.82
11:K:199:LEU:HB3 11:K:241:ILE:HD13 1.61 0.82
31:4:783:SER:HB2 31:A14:787:LEU:HG 1.62 0.82
20:U:14:GLU:OE1 20:U:16:GLU:N 2.13 0.82
21:V:430:SER:OG 21:V:432:GLU:OE2 1.96 0.82
22:W:81:ASP:0O 22:W:85:GLU:HG3 1.79 0.82
29:d:104:ARG:HG2 29:d:106:SER:H 1.43 0.82
17:R:29:LYS:HE3 18:S:121:ILE:HG22 1.60 0.82
25:7:135:THR:HG1 25:7:160:SER:HG 1.18 0.82
5:E:362:VAL:HG13 5:E:366:ASP:HB3 1.62 0.81
20:U:362:ASN:HD22 | 20:U:724:VAL:HG12 1.42 0.81
21:V:171:VAL:O 21:V:175:-MET:HG2 1.80 0.81
21:V:306:ARG:HD2 21:V:336:GLU:HG3 1.60 0.81
21:V:442:ILE:HD12 29:d:278:ALA:HB1 1.62 0.81
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22:W:283:GLN:O 22:W:287:VAL:HG23 1.79 0.81
31::795:GLY:O 31:£:799:VAL:HG23 1.78 0.81
2:B:74:-MET:HE1 31:1:609:VAL:CB 2.10 0.81
2:B:140:ASP:HB2 2:B:143:LEU:CD1 2.10 0.81
3:C:342:ILE:O 3:C:342:ILE:HG13 1.78 0.81
3:C:358:GLU:HA 4:D:324:PRO:HG2 1.61 0.81
9:1:174:MET:SD 9:1:199:LYS:HD3 2.20 0.81
15:P:126: THR:HG21 15:P:134:ALA:HB3 1.62 0.81
16:Q:99:ARG:HD2 16:Q:127:ILE:HD11 1.61 0.81
19:T:22:1LE:HD11 19:T:197:ILE:HG12 1.60 0.81
21:V:227:-VAL:O 21:V:231:LEU:HD12 1.80 0.81
21:V:309:-MET:HE1 21:V:331:LEU:CG 2.11 0.81
22:W:140:ILE:HD12 22:W:141:GLU:H 1.45 0.81
22:W:451:MET:HE3 25:7:100:LYS:HA 1.62 0.81
27:b:40:LYS:0O 27:b:47:ASN:ND2 2.12 0.81
31:4:47:GLU:CA 31:4:50:LYS:HE3 2.10 0.81
31:£:159:VAL:HG11 31:£:194: TYR:HD2 1.45 0.81
31:1£:271:MET:CE 31:£:786:GLN:NE2 2.43 0.81
31:£:539:LEU:HD12 31:£:543:MET:HE3 1.62 0.81
34:u:118:ASP:O 34:u:119:ILE:HG13 1.79 0.81
6:F:384:LEU:O 6:F:388: THR:HG23 1.80 0.81
9:1:105:ILE:HD12 9:1:105:ILE:H 1.44 0.81
10:J:65:LEU:CD2 10:J:71:MET:HG2 2.10 0.81
17:R:6:GLY:HA3 17:R:115:LEU:HD11 1.60 0.81
17:R:55:GLN:CD 18:S:88:TYR:CE2 2.59 0.81
21:V:92:ARG:NH2 24:Y:388:ASN:O 2.13 0.81
31:1:794:ALA:O 31:£:798: THR:HG23 1.78 0.81
2:B:256:ILE:HD11 2:B:290:ILE:HG22 1.61 0.81
11:K:95:GLU:HG3 11:K:115:ALA:HB1 1.63 0.81
15:P:173:ILE:HG13 15:P:192:PRO:HD3 1.61 0.81
19:T:174:.LEU:O 19:T:178:VAL:HG12 1.81 0.81
23:X:147:LEU:HD21 23:X:177:TYR:HE1 1.44 0.81
26:a:180:LEU:HB3 26:a:219:HIS:HE2 1.46 0.81
31:£:45:LEU:HD12 31:1:49:ASP:HB3 1.60 0.81
31:1:822:VAL:HG13 31:£:825:-MET:HG3 1.62 0.81
33:h:7:THR:HG22 33:h:8:GLY:H 1.44 0.81
33:h:42:ILE:HD11 33:h:188:GLN:HB2 1.63 0.81
5:E:22:ILE:-HG12 5:E:25:ARG:HH21 1.46 0.81
7:G:45:LYS:HD2 7:G:45:LYS:C 2.02 0.81
8:H:46:LEU:HD22 8:H:135:LEU:CD2 2.11 0.81
10:J:76:LEU:HD23 10:J:76:LEU:H 1.46 0.81
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15:P:28:ASP:HB3 16:Q:131:MET:CE 2.10 0.81
16:Q:107:PRO:HG2 16:Q:124:LEU:HB2 1.62 0.81
17:R:175:LEU:HD22 17:R:178:PHE:HZ 1.45 0.81
21:V:443:ARG:NH2 29:d:274:CYS:N 2.25 0.81
22:W:23:THR:HB 22:W:27:ARG:NH2 1.95 0.81
31:1:880:ALA:O 31:1:894:LEU:HD13 1.81 0.81
2:B:103:ARG:O 2:B:153:ASN:ND2 2.14 0.81
4:D:143:LEU:HD13 5:E:70:ILE:HD11 1.63 0.81
15:P:37:1ILE:HD11 15:P:43:CYS:HB2 1.62 0.81
20:U:554:LEU:HD22 | 20:U:761:VAL:HG22 1.63 0.81
31:£:367:SER:OG 31:£:370:MET:HG3 1.81 0.81
31:£:789:SER:HB3 31:1:792:ALA:HB3 1.62 0.81
15:P:218:PRO:HG3 16:Q:194:LYS:HE3 1.61 0.81
18:S:45:MET:HE3 18:S:49:ALA:HA 1.63 0.81
26:a:252:LYS:HA 26:a:252:LYS:HE3 1.63 0.81
18:S:19:ARG:NH2 18:S:168:ALA:O 2.14 0.81
20:U:344:ARG:HD2 20:U:927:PRO:HG3 1.62 0.81
20:U:839:ALA:O 20:U:843:GLU:HG2 1.80 0.81
2:B:227:PRO:HB2 2:B:355:LEU:HD21 1.61 0.81
7:G:200: THR:HG23 7:G:242:LEU:HD11 1.62 0.81
9:1:68:LEU:HD22 9:1:90:LEU:HB3 1.63 0.81
24:Y:118:GLU:OFE1 24:Y:118:GLU:N 2.13 0.81
28:¢:113:HIS:CE1 28:¢:144:VAL:HG22 2.15 0.81
3:C:229:ARG:O 3:C:233:GLU:HG2 1.81 0.80
7:G:40:VAL:HG12 7:G:202:LEU:HD13 1.61 0.80
16:Q:102:PRO:HB2 | 16:Q:126:LEU:HD21 1.63 0.80
27:b:7MET:HE2 27:b:96:ALA:HB3 1.63 0.80
5:E:194:ASN:HD21 5:E:225:HIS:HB3 1.46 0.80
8:H:177:ARG:HD2 23:X:201:TYR:CE1 2.16 0.80
14:N:147-MET:HB3 14:N:151:GLU:HG3 1.62 0.80
18:S:148:GLU:HG3 18:S:151:GLN:HG2 1.63 0.80
24:Y:57:LEU:HG 24:Y:61:LEU:HD12 1.62 0.80
32:2:129:1LE:HG22 32:¢:153:ALA:HB1 1.63 0.80
6:F:193:LYS:HB2 6:F:193:LYS:HZ3 1.46 0.80
7:G:101:TRP:CG 7:G:109:1ILE:HB 2.15 0.80
20:U:599:ILE:HD11 20:U:626:LEU:HD21 1.62 0.80
2:B:174:-MET:HE2 2:B:250:VAL:HG12 1.62 0.80
20:U:835:ILE:CD1 31:1:241:PRO:HG3 2.10 0.80
21:V:324:PHE:O 21:V:328:VAL:HG23 1.81 0.80
31:£:539:LEU:O 31:£:543:MET:HE2 1.81 0.80
32:¢:112:LEU:HD13 32:¢:142:LEU:HD21 1.62 0.80

Continued on next page...




Page 52

Full wwPDB EM Validation Report

EMD-47719, 9E8G

Continued from previous page...

Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
4:D:384:MET:HG2 5:E:164:1LE:CD1 2.12 0.80
5:E:40: TYR:HE2 6:F:72:LYS:HG2 1.46 0.80
9:1:90:LEU:HD22 9:1:110:LEU:HG 1.63 0.80
14:N:45:ARG:HB3 14:N:52: THR:HB 1.63 0.80
21:V:443:ARG:NH2 29:d:274:CYS:CA 2.44 0.80
22:W:160:LYS:NZ 22:W:164:SER:OG 2.14 0.80
33:h:43:MET:N 33:h:43:MET:SD 2.55 0.80
33:h:153:VAL:HG11 33:h:168:LEU:HD21 1.64 0.80
5:E:97:ARG:NH2 6:F:95:GLU:OE1 2.15 0.80
5:E:279: THR:HG23 5:E:280:ASN:H 1.45 0.80
9:1:25:-MET:O 9:1:28:ILE:HG22 1.81 0.80
13:M:108:LEU:HD22 13:M:139:SER:HB3 1.62 0.80
16:Q:14:MET:SD 16:Q:15:LYS:N 2.54 0.80
27:b:100:ARG:HD2 27:b:105:HIS:HB2 1.61 0.80
31:1:842:VAL:HG11 31:£:900:LEU:HD21 1.64 0.80
1:A:164:MET:HE2 1:A:240:VAL:HA 1.62 0.80
10:J:115:LYS:O 10:J:119: THR:HG23 1.82 0.80
15:P:80:ASN:OD1 15:P:81:ARG:N 2.14 0.80
20:U:217:CYS:0O 20:U:221:ILE:HG23 1.82 0.80
21:V:108:LEU:HD12 | 21:V:113:LEU:HD11 1.62 0.80
23:X:374:PHE:CE2 23:X:385:LEU:HD21 2.17 0.80
29:d:199:LEU:HD13 29:d:204:ARG:HD3 1.64 0.80
31:14:272:LEU:HD23 31:4:272:LEU:O 1.81 0.80
31:£:600: TYR:CD2 31:1:608:LYS:HG3 2.17 0.80
5:E:141:GLN:OE1 5:E:141:GLN:N 2.15 0.80
8:H:69: THR:HB 8:H:72:1LE:HD13 1.63 0.80
10:J:41:VAL:HG21 10:J:134:VAL:HB 1.63 0.80
11:K:47:CYS:HB2 11:K:195:1LE:HD11 1.64 0.80
2:B:163:LEU:HD11 3:C:80:MET:HE1 1.64 0.80
3:C:278:ASN:ND2 3:C:282:GLY:HA3 1.97 0.80
26:4:139:GLU:HG2 26:2:155:PHE:CZ 2.15 0.80
31:£:343:LYS:HG3 31:4£:773:LYS:HE2 1.62 0.80
1:A:199:GLU:HA 1:A:202:VAL:HG12 1.64 0.80
3:C:151:ILE:HG12 3:C:198:LEU:HG 1.62 0.80
6:F:84:LYS:CG 6:F:88: TYR:OH 2.30 0.80
20:U:11:LEU:O 20:U:14:GLU:HG3 1.82 0.80
27:b:22:LEU:HB2 27:b:23:PRO:HD3 1.64 0.80
32:2:140:LYS:HE3 32:¢:144:GLU:HG3 1.63 0.80
6:F:279:ALA:HB3 6:F:280:PRO:HD3 1.63 0.79
16:Q:11:VAL:HG21 16:Q:52:GLY:HA3 1.64 0.79
22:W:17:GLU:N 22:W:57:ALA:O 2.14 0.79

Continued on next page...




Page 53

Full wwPDB EM Validation Report

EMD-47719, 9E8G

Continued from previous page...

Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
22:W:79:GLU:HB3 22:W:82:LEU:HB3 1.64 0.79
31:4:252:ALA:O 31:1:256:PHE:CD1 2.35 0.79
33:h:6:VAL:O 33:h:56:ASP:HA 1.82 0.79
2:B:383:LEU:HD11 2:B:419:PHE:HB3 1.63 0.79
11:K:121:LEU:HD11 12:L:79:ALA:HA 1.63 0.79
14:N:55:VAL:HG21 14:N:94:LEU:HD21 1.65 0.79
24:Y:84:LEU:HD13 24:Y:107:LYS:HA 1.62 0.79
3:C:28:ILE:HD11 4:D:44:TYR:HB2 1.63 0.79
4:D:270:1ILE:HD12 4:D:288:ILE:CG2 2.13 0.79
6:F:69:MET:HG3 6:F:72:LYS:NZ 1.97 0.79
7:G:60:LEU:HD13 13:M:173:LYS:NZ 1.98 0.79
10:J:30:SER:HB3 10:J:46:GLU:HG2 1.62 0.79
13:M:197:.ILE:HG21 13:M:211:LEU:CD1 2.12 0.79
16:Q:98:LYS:HD2 16:Q:103:TYR:HE1 1.47 0.79
19:T:97:TYR:CD1 19:T:100:ARG:HB2 2.16 0.79
21:V:259:LEU:HD11 21:V:295:ILE:CD1 2.12 0.79
1:A:173: THR:HG23 1:A:175:SER:H 1.46 0.79
15:P:173:ILE:HD12 15:P:190: THR:HB 1.64 0.79
16:Q:59:ASP:0D2 17:R:93:ARG:NH2 2.14 0.79
17:R:29:LYS:HD2 17:R:32:HIS:HB2 1.64 0.79
20:U:895:PRO:HB2 20:U:898:CYS:HB3 1.64 0.79
31:1:648:ALA:O 31:1:652:VAL:HG22 1.81 0.79
20:U:714:SER:O 20:U:718:ASN:ND2 2.16 0.79
22:W:31:CYS:SG 22:W:47.LEU:HD11 2.22 0.79
5:E:207:TYR:HD1 5:E:209:GLY:H 1.29 0.79
11:K:195:ILE:HD12 11:K:217:LEU:HD11 1.65 0.79
22:W:287:VAL:HG13 | 22:W:306:LEU:HD11 1.63 0.79
29:d:200:LEU:HD12 29:d:263:LEU:HD12 1.63 0.79
31:1:372:LEU:HD13 31:£:406:GLY:HA2 1.62 0.79
1:A:233: THR:HG23 1:A:235:ALA:H 1.46 0.79
5:E:272:ARG:HB3 5:E:274:LYS:HZ2 1.47 0.79
7:G:130:GLU:HG3 7:G:131:MET:HG3 1.63 0.79
10:J:135:GLY:HA2 10:J:211:MET:HE1 1.65 0.79
14:N:80:ALA:HA 14:N:100:ILE:HD11 1.64 0.79
17:R:55:GLN:CD 18:S:88: TYR:HE2 1.90 0.79
20:U:19:LEU:HD23 29:d:124:LEU:CD1 2.12 0.79
21:V:217:VAL:HG23 21:V:218:TYR:HD1 1.48 0.79
24:Y:387:ILE:CD1 25:7:276:ILE:HG12 2.13 0.79
25:7:227:1LE:HD12 26:a:346:ILE:HD11 1.63 0.79
33:h:50:-MET:HE2 33:h:51:LEU:N 1.98 0.79
2:B:410:ARG:O 31:1:91:SER:HA 1.82 0.79
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Atom-1 Atom-2 distance (A) overlap (A)
4:D:41:TYR:CE1 20:U:156:GLU:HG2 2.18 0.79
14:N:14:LEU:HD11 14:N:34:LEU:HG 1.64 0.79
14:N:28:ASN:OD1 14:N:31:THR:OG1 1.97 0.79
16:Q:25:ASP:0D2 16:Q:182:GLY:N 2.16 0.79
16:Q:71:LEU:HD11 16:Q:82:ILE:HG21 1.64 0.79
22:W:247:TYR:O 22:W:250:ILE:HG22 1.83 0.79
23:X:365:LEU:HD13 23:X:385:LEU:CD1 2.13 0.79
29:d:129:LEU:HD12 29:d:130:PRO:HD2 1.63 0.79
33:h:72:ILE:O 33:h:76:LEU:HD23 1.82 0.79
26:a:335:TRP:NE1 26:a:337:GLN:O 2.15 0.79
31:£:797:LEU:O 31:£:801:VAL:HG22 1.83 0.79
10:J:16:LEU:HD11 11:K:135:ARG:HE 1.47 0.79
10:J:79:ASP:0OD2 10:J:125:ARG:NH1 2.15 0.79
20:U:680:VAL:HB 20:U:683:VAL:HG12 1.64 0.79
31:1:268:LEU:O 31:£:271:MET:HB2 1.83 0.79
33:h:99:ARG:NH1 33:h:104:ASN:O 2.15 0.79
7:G:240:VAL:HG13 22:W:94:ARG:NH2 1.98 0.78
10:J:187:THR:O 10:J:191:VAL:HG23 1.83 0.78
12:1:41:LYS:HG3 12:L:180:MET:O 1.83 0.78
16:Q:133: THR:OG1 16:Q:136:PHE:O 2.01 0.78
20:U:691:SER:0G 20:U:713:TYR:OH 1.99 0.78
21:V:177:ASN:O 21:V:179:LYS:NZ 2.14 0.78
24:Y:56:ALA:HA 24:Y:59:LYS:HE3 1.65 0.78
29:d:188:MET:HE1 29:d:189:HIS:CE1 2.17 0.78
31:£:226: TYR:HE2 31:1:261:ARG:HD2 1.48 0.78
2:B:64:LYS:HG2 31:£:239: TYR:CE2 2.17 0.78
6:F:141:ASP:HB2 6:F:144:LYS:HG2 1.65 0.78
12:1.:181:GLU:N 12:1:181:GLU:OE1 2.17 0.78
15:P:59:ILE:HD11 15:P:82:MET:HG2 1.65 0.78
20:U:32:ASN:HA 20:U:70:HIS:HE2 1.48 0.78
20:U:583:MET:O 20:U:586:VAL:HG12 1.83 0.78
20:U:588:-MET :HE2 20:U:588:MET:HA 1.64 0.78
22:W:443:THR:O 22:W:446:1LE:HG22 1.82 0.78
25:7:17:-LEU:HD12 28:¢:39:LEU:HD12 1.65 0.78
4:D:398:ASP:0OD1 4:D:399:PHE:N 2.15 0.78
13:M:179:LEU:HD22 | 13:M:181:MET:HG3 1.64 0.78
18:S:3: THR:HG22 18:S:16:ALA:HB1 1.65 0.78
23:X:407:-MET:HA 23:X:407:-MET:-HE3 1.66 0.78
6:F:197:GLU:OE1 6:F:350:ARG:NH2 2.16 0.78
13:M:86:SER:O 13:M:90:ILE:HG12 1.82 0.78
17:R:88:LEU:HB3 17:R:122:ALA:HB2 1.65 0.78
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19:T:71:ARG:HD2 19:T:74:MET:HE2 1.63 0.78
20:U:250:PHE:CE1 20:U:328:ILE:HD12 2.19 0.78
22:W:19:ASP:0OD1 22:W:21:SER:OG 2.02 0.78
22:W:280:ASP:0OD1 22:W:281:ASN:N 2.15 0.78
31:1:605:ASN:OD1 31:£:608:LYS:N 2.15 0.78
1:A:246:VAL:HG21 2:B:307:ARG:HD3 1.65 0.78
8&:H:222:THR:N 8:H:225:GLU:OE1 2.16 0.78
9:1:118:LYS:NZ 9:1:150:SER:OG 2.16 0.78
16:Q:25:ASP:HA 16:Q:185:VAL:HG12 1.65 0.78
22:W:276:LEU:CD1 | 22:W:354:LEU:HD23 2.13 0.78
28:¢:303:MET:CE 29:d:335:LEU:CB 2.62 0.78
31:£:407:-MET:CE 31:£:440:ILE:HD12 2.13 0.78
5:E:202:SER:HA 5:E:210:GLU:HG3 1.64 0.78
15:P:34:1LE:HD13 15:P:176:CYS:HB2 1.64 0.78
20:U:101:ILE:O 20:U:105:ILE:HG13 1.84 0.78
23:X:77:LEU:HD22 23:X:85:ALA:HB1 1.66 0.78
25:7:243:GLN:O 25:7:247:-LYS:HG2 1.83 0.78
26:a:293:PHE:HE2 26:a:304:VAL:HG22 1.48 0.78
31:1:411:ALA:HB3 31:1:443:GLY:HA3 1.66 0.78
31:£:505:-MET:CE 31:£:537: THR:HG23 2.13 0.78
1:A:274:PHE:HB2 1:A:319:MET:HG2 1.65 0.78
2:B:374:LEU:HD22 2:B:378:VAL:HG21 1.65 0.78
2:B:385:MET:SD 2:B:386:ALA:N 2.57 0.78
8:H:20:VAL:HG12 8:H:24:TYR:CE1 2.19 0.78
12:L:85:CYS:SG 12:L:89:ARG:NH2 2.57 0.78
20:U:109: THR:O 20:U:113:VAL:HG13 1.84 0.78
23:X:409:LYS:HD2 28:¢:256:ASN:OD1 1.84 0.78
26:a:72:ASN:OD1 26:a:74:LEU:HB2 1.83 0.78
32:¢:113:ARG:HB2 32:¢:124:GLU:HG2 1.65 0.78
33:h:50:MET:HG3 33:h:192:VAL:HG11 1.64 0.78
5:E:355:1LE:HD12 6:F:211:LYS:HZ2 1.47 0.78
13:M:229:LYS:NZ 13:M:233:GLU:OE2 2.17 0.78
20:U:11:LEU:CD2 29:d:170:GLN:HG2 2.14 0.78
20:U:97:VAL:O 20:U:101:ILE:HG23 1.84 0.78
20:U:437:TYR:CE1 20:U:472:1LE:CD1 2.64 0.78
6:F:159:LEU:HD23 6:F:161:LEU:HD12 1.65 0.78
7:G:88:ARG:O 7:G:91:VAL:HG12 1.84 0.78
8:H:45:VAL:CG1 8:H:188:ILE:HD12 2.14 0.78
13:M:237:LYS:O 13:M:241:GLU:HG3 1.84 0.78
24:Y:383:LEU:O 24:Y:387:ILE:HG22 1.84 0.78
25:7:106:1ILE:CG2 25:7:153:LYS:HD3 2.14 0.78
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28:¢:160:PHE:CE1 28:¢:202:SER:OG 2.32 0.78
28:¢:299:CYS:0O 28:¢:303:MET:HG2 1.84 0.78
29:d:94:MET:HG3 29:d:118:ARG:NH1 1.97 0.78
3:C:66:LEU:HD11 4:D:116:LEU:HD13 1.65 0.78
20:U:798:PRO:O 20:U:880:ASN:OD1 2.02 0.78
31:f:49:ASP:O 31:£:53:GLN:HG2 1.84 0.78
31:£:82:ILE:CG2 31:1:128:VAL:HG11 2.13 0.78
31:£:567:LEU:HD21 31:£:793:VAL:HG13 1.65 0.78
33:h:92:LEU:HD11 33:h:110:MET:CE 2.14 0.78
2:B:107:MET:CE 2:B:151:LEU:HD23 2.13 0.77
2:B:250:VAL:HG23 2:B:284:ILE:HA 1.66 0.77
5:E:202:SER:HA 5:E:210:GLU:CG 2.13 0.77
9:1:17:ARG:NH2 9:1:22:GLU:OE1 2.17 0.77
20:U:587:ALA:HB2 20:U:621:SER:HB3 1.66 0.77
4:D:243:GLY:HA3 4:D:288:ILE:HD11 1.67 0.77
6:F:172:VAL:HG21 6:F:270:ASP:HB3 1.64 0.77
9:1:106:PRO:HD2 9:1:109:GLN:CG 2.13 0.77
21:V:443:ARG:CZ 29:d:274:CYS:HA 2.14 0.77
22:W:115:ILE:HD12 | 22:W:120:ILE:HD12 1.67 0.77
22:W:271:VAL:HG11 | 22:W:302:TYR:HB3 1.67 0.77
24:Y:308:LEU:HD23 | 24:Y:314:LEU:HD21 1.66 0.77
24:Y:326:GLY:N 30:e:59:GLU:OE2 2.16 0.77
25:7:71:ASP:HB3 25:7:74: TYR:HB3 1.63 0.77
31:1:439:TYR:CE1 31:4:476:- THR:HG21 2.19 0.77
31:£:461:PRO:HG3 32:g:154:MET:HG3 1.65 0.77
32:¢:160:GLN:HB3 32:¢:165:ALA:HB2 1.63 0.77
2:B:85:MET:HE1 31:£:619:HIS:HD1 1.48 0.77
2:B:209:GLU:OE1 31::737:ASN:O 2.03 0.77
5:E:305:ASN:O 5:E:309:ARG:N 2.18 0.77
11:K:25:GLU:HA 11:K:28:ILE:HD12 1.65 0.77
20:U:583:-MET:HE1 20:U:618:ALA:HB2 1.65 0.77
31:1:534:VAL:O 31:£:538:ILE:HG12 1.84 0.77
32:g:128:LYS:HZ1 32:¢:136:LEU:H 1.32 0.77
20:U:226:PRO:HA 20:U:260:PHE:HE1 1.47 0.77
20:U:353:LEU:CD2 20:U:385:PHE:CD2 2.62 0.77
27:b:155:ALA:O 27:b:159: THR:HG22 1.85 0.77
28:¢:75:MET:SD 28:¢:87:VAL:HA 2.25 0.77
31:£:608:LYS:HB3 31:1:608:LYS:HZ3 1.50 0.77
3:C:212:ILE:HD13 3:C:237:MET:HE3 1.65 0.77
20:U:560:MET:-HE1 20:U:593:SER:HB2 1.65 0.77
25:7:156:GLU:OE1 25:7:157:HIS:N 2.16 0.77
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26:a:278:-MET:HE3 26:2:319:LEU:HB3 1.67 0.77
32:¢:110:ARG:HD2 32:¢:138:LEU:HD12 1.65 0.77
3:C:214:VAL:HG11 3:C:248:-MET:HE3 1.64 0.77
16:Q:14:MET:HE1 16:Q:135:ASP:O 1.84 0.77
17:R:42:ILE:HD13 17:R:77:PRO:HB3 1.67 0.77
19:T:83:MET:HE1 19:T:91:MET:HE3 1.67 0.77
21:V:66:GLU:O 21:V:69: THR:HG22 1.85 0.77
31:£:530:CYS:HG 31:£:566:HIS:HD1 0.77 0.77
3:C:251:ILE:HG22 3:C:295:THR:HB 1.67 0.77
10:J:11:SER:OG 10:J:13:ASP:OD1 2.02 0.77
15:P:50:ALA:HB3 16:Q:127:ILE:HG23 1.67 0.77
17:R:35:MET:CE 17:R:181:ARG:HG3 2.14 0.77
19:T:31:GLU:N 19:T:31:GLU:OE1 2.17 0.77
20:U:799:LYS:HA 20:U:880:ASN:ND2 2.00 0.77
21:V:98:LEU:HD22 21:V:209:LYS:HG3 1.67 0.77
25:7:208:1ILE:HG23 25:7:230:LEU:HD11 1.67 0.77
26:2:276:CYS:O 26:4:279:GLU:HG3 1.84 0.77
29:d:145:ARG:NH1 29:d:149:GLU:OE2 2.17 0.77
29:d:164:PHE:CE1 29:d:168:MET:HG2 2.20 0.77
31:£:217:LEU:O 31:£:221:ILE:HG13 1.85 0.77
34:u:181:LYS:HB3 34:u:230:1ILE:HD12 1.67 0.77
5:E:42:LYS:HD2 5:E:42:LYS:O 1.85 0.77
6:F:184:GLN:OE1 6:F:243:GLN:NE2 2.18 0.77
19:T:28:ARG:NE 19:T:191:ASP:0OD2 2.14 0.77
21:V:283:ASN:ND2 30:e:17:ASP:0OD2 2.16 0.77
222W:378:MET:HE1 | 22:W:393:LEU:HD22 1.66 0.77
11:K:68:VAL:CG2 11:K:89:ILE:HD13 2.14 0.77
16:Q:145:GLN:OE1 16:Q:145:GLN:N 2.17 0.77
17:R:34:LYS:HD2 17:R:46:CYS:O 1.85 0.77
20:U:74:PHE:HZ 21:V:240:LEU:HD12 1.49 0.77
20:U:367: THR:O 20:U:371:ILE:HG12 1.85 0.77
26:2:278:MET:CE 26:a:319:LEU:HD23 2.14 0.77
31:£:110: TYR:CD2 31:4:119:LYS:HG2 2.20 0.77
31:1:223:GLU:HA 31:£:259:PHE:CZ 2.20 0.77
31:£:501:LEU:HD12 31:1:518: THR:HG23 1.67 0.77
22:W:132:THR:HG22 | 22:W:138:VAL:HG11 1.67 0.77
22:W:451:MET:CE 25:7:100:LYS:HA 2.15 0.77
23:X:118:LYS:NZ 23:X:118:LYS:O 2.18 0.77
25:7:224:HIS:HB2 26:a:218:-MET:HE1 1.67 0.77
25:7:276:1ILE:O 25:7:280:1ILE:HG23 1.83 0.77
31:1:262:PHE:HE1 31:1:284:SER:HB2 1.50 0.77
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1:A:71:GLY:HA3 2:B:162:VAL:HG12 1.65 0.76
9:1:65:1LE:HD13 9:1:214:ALA:HB3 1.67 0.76
29:d:145:ARG:O 29:d:149:GLU:HG3 1.86 0.76
1:A:278:ASP:OD1 2:B:310:LEU:HD11 1.84 0.76
13:M:39:ILE:HD13 13:M:193:VAL:CG2 2.10 0.76
23:X:379:ASP:0OD1 23:X:384:VAL:HG22 1.85 0.76
25:7:144:VAL:HA 25:7:151: THR:HG21 1.67 0.76
28:¢:247:GLU:OE2 28:¢:287:HIS:NE2 2.18 0.76
31:1:466:LEU:O 31:4:470:VAL:HG13 1.84 0.76
2:B:190:LEU:O 2:B:194:ILE:HG13 1.85 0.76
5:E:212:ALA:HA 5:E:216:ARG:HB2 1.68 0.76
15:P:3:ILE:HD12 15:P:99:VAL:HG12 1.66 0.76
21:V:280:ALA:O 24:Y:385:ARG:NH1 2.18 0.76
22:W:67:-LEU:HD11 22:W:90:LEU:HB3 1.66 0.76
31:£:50:LYS:HA 31:£:53:GLN:OE1 1.83 0.76
31:1:115:PRO:HA 31:4:119:LYS:HE2 1.64 0.76
2:B:59:ARG:CD 31:£:209:MET:HE1 2.15 0.76
5:E:138:LEU:HD22 5:E:183:LEU:HD21 1.67 0.76
6:F:365:ILE:HD11 36:F:501:ATP:C6 2.20 0.76
10:J:40:ILE:HD11 10:J:210: VAL:HG13 1.68 0.76
15:P:104:ASP:0OD1 15:P:106: THR:N 2.15 0.76
23:X:137:TYR:CB 23:X:146:ALA:HB2 2.15 0.76
25:7:102:HIS:N 25:7:105:ASP:0D2 2.16 0.76
28:¢:41:MET:HG2 28:¢:112:TYR:CD2 2.20 0.76
28:¢:277:LYS:HA 28:¢:282:ARG:CD 2.16 0.76
33:h:2:GLN:NE2 33:h:103:-MET:O 2.17 0.76
11:K:7:GLU:N 11:K:7:GLU:OE1 2.18 0.76
18:S:112:TYR:HE1 18:S:122:SER:HB2 1.48 0.76
23:X:365:LEU:O 23:X:369:ILE:HG13 1.85 0.76
26:a:67:PHE:O 26:a:70:ARG:NH?2 2.17 0.76
31:1:653:ALA:O 31:1:657:ILE:HG13 1.86 0.76
3:C:267:SER:HB3 3:C:271:ARG:NH2 2.01 0.76
5:E:115:VAL:HG22 5:E:116:ASP:H 1.49 0.76
22:W:67:-LEU:O 22:W:71:VAL:HG22 1.85 0.76
22:W:370:TYR:HE1 26:a:312:MET:HE2 1.49 0.76
23:X:57:LEU:HG 23:X:62:GLN:HB2 1.67 0.76
25:7:227:1LE:CD1 26:a:346:ILE:HD11 2.15 0.76
31:£:858:LYS:HD3 31:£:859:PRO:CD 2.15 0.76
33:h:99:ARG:NH2 33:h:104:ASN:OD1 2.19 0.76
2:B:85:MET:HE1 31:£:619:HIS:ND1 2.01 0.76
2:B:287:ILE:HG12 2:B:329:MET:HE2 1.67 0.76
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
8:H:93:LEU:HD13 8:H:113:ARG:CB 2.14 0.76
13:M:39:ILE:HG13 13:M:176:1LE:HD11 1.68 0.76
20:U:138:PHE:CE2 20:U:162:VAL:HG11 2.21 0.76
29:d:251:ILE:HD11 29:d:260:ILE:HG13 1.67 0.76
31:£:105:LYS:0O 31:£:108:GLU:HG3 1.85 0.76
3:C:222:LYS:HD3 4:D:239:TYR:HB3 1.66 0.76
5:E:211:SER:HA 5:E:215:ILE:HB 1.68 0.76
7:G:49:-VAL:HG11 7:G:195:VAL:HG22 1.67 0.76
15:P:1: THR:HG21 15:P:46:ALA:HA 1.68 0.76
17:R:107:TYR:HE1 17:R:112:GLY:HA2 1.51 0.76
26:a:18:GLN:HB2 26:a:21:VAL:HG12 1.66 0.76
26:a:206:LEU:HD23 26:a:268:LEU:HD11 1.67 0.76
33:h:200:GLU:OE1 33:h:200:GLU:N 2.18 0.76
1:A:145:ASN:OD1 1:A:146:LYS:N 2.19 0.76
9:1:45:LEU:CD1 9:1:137:ILE:HG12 2.16 0.76
21:V:72:.LEU:HA 21:V:75:ILE:HD11 1.68 0.76
21:V:214:HIS:O 21:V:217:VAL:HG22 1.85 0.76
31:£:110: TYR:CE2 31:4:119:LYS:HG2 2.21 0.76
31:£:223:GLU:HG2 31:£:259:PHE:HZ 1.49 0.76
31:£:407:-MET:HE2 31:£:439:TYR:HD1 1.50 0.76
32:g:129:ILE:CG2 32:¢:153:ALA:HB1 2.16 0.76
34:u:188:GLY:O 34:u:253:GLY:N 2.13 0.76
1:A:65:ILE:HB 3:C:82:LYS:HE3 1.68 0.76
16:Q:113:ASP:OD1 16:Q:116: THR:N 2.19 0.76
18:S:21: THR:HG22 18:S:26:ILE:HD12 1.68 0.76
20:U:351:MET:O 20:U:355:ASN:ND2 2.16 0.76
24:Y:155:ASP:0OD1 24:Y:156:LEU:N 2.19 0.76
27:b:128:ALA:HB2 27:b:156:PHE:CD1 2.21 0.76
34:u:192:LYS:HG3 34:u:252:GLN:NE2 2.00 0.76
1:A:49:GLU:O 1:A:52:ILE:HG22 1.84 0.75
5:E:161:ARG:HH12 22:W:200:ILE:HD13 1.50 0.75
13:M:214:SER:OG 13:M:224:HIS:NE2 2.19 0.75
14:N:38:HIS:ND1 14:N:39:ASP:0OD1 2.19 0.75
26:a:73:PRO:O 26:a:77:VAL:HG23 1.86 0.75
27:b:140:ILE:HG21 27:b:153:LEU:HD12 1.67 0.75
11:K:82:ILE:O 11:K:86:LYS:HG2 1.86 0.75
14:N:143: TYR:HA 14:N:155:PHE:HE2 1.51 0.75
16:Q:101:GLY:O 17:R:93:ARG:NH1 2.18 0.75
21:V:213:TYR:O 21:V:217:VAL:HG13 1.85 0.75
29:d:251:ILE:HD13 29:d:257: THR:HA 1.67 0.75
6:F:318:ASP:0OD2 6:F:347:ARG:NH1 2.19 0.75
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Atom-1 Atom-2 distance (A) overlap (A)

7:G:162:GLY:O 8:H:58:ASP:N 2.15 0.75
12:L:22:ILE:CD1 12:1:120: THR:HB 2.16 0.75
15:P:214:GLU:OE1 16:Q:198:ARG:HG2 1.85 0.75
16:Q:29:GLY:HA3 16:Q:34:MET:HA 1.68 0.75
20:U:654:MET:O 20:U:658:ILE:HG13 1.86 0.75
22:W:59:ASP:HB3 22:W:62:SER:OG 1.87 0.75
22:W:301:LYS:HG3 22:W:327:GLU:HG2 1.69 0.75
26:a:257:GLN:NE2 26:a:259:PRO:O 2.20 0.75
31:14:771:LEU:HD21 31:14:825:-MET:HE1 1.67 0.75
32:¢:112:LEU:HD22 32:¢:142:LEU:HD11 1.68 0.75
1:A:116:LYS:NZ 2:B:128:GLY:O 2.13 0.75
2:B:54:PRO:HG3 2:B:60:LEU:HD23 1.68 0.75
11:K:90:ASP:0OD2 18:S:69:ARG:NH1 2.18 0.75
21:V:227:VAL:HB 21:V:231:LEU:HD11 1.69 0.75
21:V:236:ARG:O 21:V:240:LEU:HD22 1.85 0.75
21:V:408:ARG:HG2 21:V:446:VAL:HG12 1.68 0.75
24:Y:202:LEU:HD11 | 24:Y:231:LEU:HD11 1.67 0.75
24:Y:365:GLN:O 24:Y:369: THR:HG22 1.87 0.75
26:a:360: VAL:HG22 28:¢:308:VAL:HG13 1.68 0.75
27:b:179:LEU.HD21 27:b:183:LEU:HD11 1.66 0.75
28:¢:291:LEU:O 28:¢:295:ASN:ND2 2.18 0.75
2:B:67:ARG:NH1 31:£:664:GLU:OE1 2.19 0.75
7:G:211:LYS:CG 7:G:212:PRO:HD2 2.16 0.75
10:J:146:GLN:OE1 10:J:159:ASN:ND2 2.18 0.75
14:N:92:GLU:OE1 14:N:92:GLU:N 2.20 0.75
16:Q:7:ASN:ND2 16:Q:29:GLY:O 2.20 0.75
20:U:328:ILE:HD13 20:U:333:MET:HB3 1.68 0.75
21:V:251:LEU:HD11 | 21:V:270:LEU:HD21 1.67 0.75
22:W:18:VAL:HB 22:W:20:TYR:CE1 2.22 0.75
22:W:184:GLU:HG3 | 22:W:222:LEU:HD21 1.68 0.75
31:1:373:ALA:HB2 31:4:760:PHE:HD1 1.51 0.75
33:h:49:THR:CG2 33:h:112:ILE:HD11 2.17 0.75
6:F:201:ALA:O 6:F:202:ILE:HD13 1.85 0.75
7:G:10:ASP:HB2 7.G:27:'TYR:HE2 1.52 0.75
11:K:186:HIS:O 11:K:189:MET:HG3 1.86 0.75
18:S:41:LEU:HD11 18:S:101:ILE:HG23 1.67 0.75
21:V:463:-MET:HA 21:V:463:-MET:CE 2.14 0.75
22:W:99:GLN:O 22:W:103:LYS:HG2 1.86 0.75
29:d:168:MET:O 29:d:172:LYS:HG2 1.85 0.75
31::72:ARG:HH12 31:4:117:GLU:HG2 1.51 0.75
5:E:126:ASP:N 5:E:193:CYS:0O 2.17 0.75
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Atom-1 Atom-2 distance (A) overlap (A)
9:1:180:LYS:H 9:1:184:MET:HE1 1.51 0.75
11:K:148:GLU:OE1 11:K:148:GLU:N 2.19 0.75
11:K:195:1ILE:HG23 11:K:217:LEU:HD11 1.69 0.75
11:K:218:ALA:HB1 11:K:226:PHE:CE1 2.20 0.75
12:L:157:ARG:HD2 12:L:176:MET:SD 2.27 0.75
12:L:205:LEU:HG 12:1:210: VAL:HG21 1.69 0.75
17:R:77:PRO:HD2 17:R:108:ASP:HB2 1.69 0.75
19:T:148:LEU:HD21 | 19:T:178:VAL:HG23 1.67 0.75
20:U:807:LYS:CE 20:U:810: THR:HG21 2.02 0.75
20:U:835:ILE:HG13 31:1:607:LEU:HD21 1.67 0.75
22:W:446:1LE:HD11 25:7:211:TYR:CB 2.17 0.75
26:a:342:ASP:HB3 26:a:345:GLN:HG2 1.67 0.75
31:£:398: TRP:O 31:£:401:LYS:HG2 1.87 0.75
13:M:33:SER:0OG 13:M:79:GLY:HA2 1.86 0.75
15:P:113:ILE:HG22 15:P:119: THR:HB 1.69 0.75
15:P:163:ILE:HG23 15:P:170:GLY:HA3 1.69 0.75
19:T:90:ALA:O 19:T:93:SER:OG 2.05 0.75
20:U:791:LEU:O 20:U:913:ILE:HD13 1.86 0.75
21:V:98:LEU:HD13 21:V:209:LYS:HG2 1.69 0.75
21:V:466:ILE:HD12 21:V:469: THR:OG1 1.86 0.75
31:1:833:PHE:HD1 31:£:839:PRO:HA 1.51 0.75
33:h:92:LEU:HD11 33:h:110:MET:HE3 1.67 0.75
14:N:63:LEU:HD11 14:N:74:PRO:HB3 1.69 0.75
22:W:21:SER:O 22:W:24:VAL:HG22 1.87 0.75
31:1£:221:ILE:HD13 31:1:229:VAL:HG11 1.67 0.75
7:G:211:LYS:HG2 7:G:212:PRO:HD2 1.68 0.74
9:1:62:SER:HB2 9:1:65:ILE:O 1.87 0.74
15:P:41:ILE:HD11 15:P:76:VAL:HA 1.68 0.74
16:Q:188:HIS:HD2 16:Q:197: THR:HA 1.52 0.74
20:U:49:TYR:HD2 20:U:61:ALA:HB2 1.50 0.74
24:Y:48:ASN:CB 24:Y:50:-MET:-HE3 2.15 0.74
27:b:25:ARG:NH1 27:b:145:GLU:OE1 2.18 0.74
28:¢:303:MET:HE1 29:d:335:LEU:HD22 1.69 0.74
31:1:423:ASP:HB2 32:¢:91:PRO:HD2 1.67 0.74
31:£:597:VAL:HG22 31:f:612: LEU:HD21 1.69 0.74
31:1:646:MET:N 31:1:646:MET:SD 2.58 0.74
11:K:27:ALA:O 11:K:31:ILE:HG23 1.87 0.74
14:N:63:LEU:HD11 14:N:74:PRO:CB 2.17 0.74
15:P:212:LEU:HG 16:Q:201:LYS:HD2 1.69 0.74
31:1:806:VAL:HA 31:£:810:ILE:HG12 1.67 0.74
5:E:230:1LE:HD13 5:E:273:VAL:HG11 1.70 0.74
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Atom-1 Atom-2 distance (A) overlap (A)
5:E:323:HIS:HB3 5:E:325:GLU:OE2 1.87 0.74
12:1:36:VAL:HG23 12:1.:195:LEU:CD1 2.17 0.74
21:V:479:ARG:HG2 24:Y:377:LEU:HD12 1.69 0.74
23:X:138:PHE:HE2 23:X:175:LYS:HB3 1.51 0.74
24:Y:41:LEU:O 24:Y:45:VAL:HG23 1.87 0.74
4:D:125:LYS:HB3 4:D:126:PRO:HD2 1.69 0.74
13:M:195:LYS:O 13:M:199:1LE:HG12 1.88 0.74
14:N:32:ASP:O 14:N:45:ARG:NH1 2.19 0.74
20:U:158:ARG:HA 20:U:193:PHE:CE1 2.22 0.74
20:U:381:THR:HA 20:U:412:HIS:HD2 1.53 0.74
20:U:661:ALA:HB1 20:U:746:ILE:HG22 1.69 0.74
22:W:171:VAL:HG11 | 22:W:186:ILE:HG12 1.68 0.74
31:1:483:PHE:O 31:£:487:LEU:HG 1.87 0.74
31:1:498:LEU:O 31:£:502:LEU:HG 1.87 0.74
33:h:45:VAL:O 33:h:71:VAL:HG11 1.87 0.74
7:G:52: THR:HG23 7:G:216:GLU:HG2 1.70 0.74
12:L:177:SER:OG 12:1:178:GLU:OE1 2.03 0.74
15:P:166:ASP:0OD1 15:P:167:LEU:N 2.21 0.74
20:U:221:ILE:HG22 20:U:260:PHE:HE2 1.52 0.74
25:7:220:LEU:HG 25:7:221:PRO:HD2 1.68 0.74
26:a:215:GLU:OE1 26:a:215:GLU:N 2.21 0.74
26:a:355:PHE:O 26:a:358: THR:HG22 1.88 0.74
3:C:127:LEU:HD22 4:D:102:ILE:HD11 1.69 0.74
&:H:65:VAL:N 8:H:209:GLU:OE2 2.11 0.74
10:J:232:ILE:O 10:J:236:LYS:HG3 1.88 0.74
13:M:39:ILE:HG22 13:M:189:ILE:HD11 1.69 0.74
20:U:65:SER:OG 20:U:96:TYR:OH 2.06 0.74
21:V:446:VAL:O 21:V:447:1LE:HD13 1.88 0.74
26:2:28:LEU:HB3 26:a:37:LEU:HB2 1.68 0.74
29:d:234:GLN:OE1 29:d:234:GLN:HA 1.86 0.74
6:F:289:ASP:OD1 6:F:332:THR:OG1 2.05 0.74
11:K:195:ILE:HD12 11:K:217:LEU:HD21 1.69 0.74
20:U:357:LYS:HB2 20:U:385:PHE:HZ 1.53 0.74
21:V:367:VAL:HG21 | 21:V:398:LEU:HD21 1.68 0.74
21:V:411:SER:HB3 21:V:447:ILE:HD12 1.70 0.74
25:7:228: TYR:HB2 26:2:338:PRO:CB 2.18 0.74
31:£:56:LEU:HD21 31:£:99:LEU:HD11 1.70 0.74
5:E:37:-THR:CA 6:F:69:MET:HE1 2.14 0.74
10:J:182:GLU:OE1 10:J:182:GLU:N 2.21 0.74
13:M:69:VAL:HG22 13:M:75:MET:HE3 1.69 0.74
15:P:100:LEU:N 15:P:111:TYR:O 2.21 0.74

Continued on next page...




Page 63

Full wwPDB EM Validation Report

EMD-47719, 9E8G

Continued from previous page...

Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
16:Q:34:MET:HGS3 16:Q:183:MET:SD 2.28 0.74
20:U:529:ILE:HD11 20:U:566:LEU:HD22 1.69 0.74
21:V:443:ARG:HH22 29:d:274:CYS:CA 1.99 0.74
21:V:467:TYR:O 25:7:254:ASN:ND2 2.20 0.74
28:¢:163:ILE:HG12 28:¢:201:TYR:HD2 1.52 0.74
32:¢:122:LEU:HG 32:g:127:ILE:HD13 1.70 0.74
1:A:334:PRO:HG2 6:F:395:GLN:HG2 1.70 0.74
4:D:357:GLU:OE1 4:D:395:LEU:HB3 1.86 0.74
18:S:148:GLU:OE2 18:S:151:GLN:N 2.19 0.74
22:W:214:PHE:HB3 22:W:223:LYS:HE2 1.69 0.74
1:A:177:-VAL:HG22 1:A:224:LEU:HD23 1.69 0.74
7:G:138:MET:CE 7:G:140:LEU:HD21 2.18 0.74
9:I:28: ILE:HG12 9:1:133:SER:HB3 1.69 0.74
17:R:180:VAL:HG23 17:R:191:LEU:HB2 1.68 0.74
19:T:12:1ILE:HD12 19:T:12:ILE:O 1.88 0.74
20:U:38:ILE:HG22 20:U:67:VAL:HG21 1.70 0.74
20:U:61:ALA:HB3 20:U:84:ALA:HB2 1.68 0.74
21:V:495:ARG:O 25:7:282:ASN:ND2 2.20 0.74
23:X:414:LEU:HD11 25:7:273:HIS:HB2 1.70 0.74
24:Y:334:LEU:HB3 24:Y:347:ILE:HD11 1.70 0.74
27:b:51:LEU:HG 27:b:62: THR:HG22 1.68 0.74
29:d:83: THR:O 29:d:87:VAL:HG23 1.87 0.74
31:4:539:LEU:CD1 31:4:543:MET:HE3 2.18 0.74
33:h:12:LEU:O 33:h:22:ILE:HG13 1.88 0.74
3:C:375:ARG:NH1 3:C:377:HIS:O 2.21 0.73
5:E:325:GLU:O 5:E:364:GLN:NE2 2.20 0.73
6:F:244: THR:HG22 6:F:246:ALA:H 1.51 0.73
14:N:55:VAL:CG2 14:N:94:LEU:HD21 2.18 0.73
16:Q:20:VAL:HG13 16:Q:190:ILE:HD13 1.69 0.73
22:W:130:MET:HA 22:W:130:MET:CE 2.16 0.73
24:Y:282:MET:CE 24:Y:292:TYR:HA 2.18 0.73
29:d:272:ALA:O 29:d:275:1ILE:HG23 1.86 0.73
33:h:15:LYS:HG2 33:h:135:PRO:0O 1.87 0.73
13:M:192:GLU:O 13:M:196:1LE:HG22 1.88 0.73
16:Q:123:SER:O 16:Q:124:LEU:HD13 1.86 0.73
20:U:443:LEU:HG 20:U:461:LEU:HD22 1.69 0.73
22:W:109:CYS:O 22:W:112:VAL:HG12 1.88 0.73
22:W:263: TRP:CG 22:W:295:LYS:HZ1 2.07 0.73
29:d:236:LEU:HD12 29:d:241:TYR:CE1 2.23 0.73
31:£:50:LYS:O 31:£:53:GLN:HG3 1.89 0.73
33:h:63:LEU:HD21 33:h:106:LEU:HD13 1.69 0.73
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Atom-1 Atom-2 distance (A) overlap (A)
33:h:145:LEU:HD22 33:h:176:LEU:HD23 1.69 0.73
2:B:257:GLN:HB2 2:B:262:ASP:HB3 1.70 0.73
7:G:50:ILE:CG2 7:G:141:1ILE:HD13 2.18 0.73
20:U:368:ALA:HB2 20:U:728:PHE:CD1 2.23 0.73
22:W:117:ASP:HB3 22:W:120:ILE:CG1 2.18 0.73
31:1:466:LEU:HD22 31:£:485:LEU:HB2 1.69 0.73
31:1:654:VAL:HA 31:£:657:ILE:HD12 1.69 0.73
33:h:145:LEU:HD22 33:h:176:LEU:CD2 2.18 0.73
1:A:122:VAL:HG21 6:F:164:LEU:HD11 1.69 0.73
3:C:264:GLY:O 4:D:280:GLY:N 2.19 0.73
15:P:11:GLY:C 15:P:12:ILE:HD13 2.12 0.73
17:R:70:ARG:HG3 17:R:71:ASN:HD22 1.48 0.73
17:R:180:VAL:CG2 17:R:191:LEU:HB2 2.19 0.73
20:U:24:.LEU:HD21 20:U:60:ALA:CA 2.19 0.73
20:U:702: THR:HG22 20:U:811:PHE:HE2 1.50 0.73
22:W:230:MET:HE2 22:W:230:MET:HA 1.69 0.73
31:£:256:PHE:CE1 31:1£:268:LEU:CD1 2.72 0.73
9:1:223: THR:O 9:1:223: THR:HG22 1.87 0.73
17:R:44:LEU:HD13 17:R:104:LEU:HG 1.70 0.73
20:U:552:ILE:CG2 20:U:566:LEU:HD21 2.19 0.73
27:b:4:GLU:OE1 27:b:4:GLU:N 2.21 0.73
31:1:411:ALA:O 31:1:414:LEU:HB2 1.89 0.73
31:1:423:ASP:O 31:14:427:- THR:HG23 1.89 0.73
15:P:66:HIS:O 15:P:70: THR:HG23 1.89 0.73
20:U:552:ILE:O 20:U:555:VAL:HG12 1.89 0.73
21:V:76:LYS:CE 21:V:149:PRO:HB3 2.18 0.73
26:a:64:1ILE:HG22 26:a:76:LEU:HD13 1.70 0.73
31:1:297:-MET:HE1 31:£:300:ARG:HG2 1.71 0.73
31:14:574:GLU:O 31:4:577:LEU:HG 1.87 0.73
31:£:605:ASN:O 31:£:609: VAL:HG23 1.87 0.73
31:£:886:GLU:O 31:1:903:ASN:N 2.19 0.73
5:E:345:ASN:O 5:E:349:GLU:N 2.17 0.73
&:H:10:LEU:HD12 8:H:10:LEU:O 1.89 0.73
15:P:84:LYS:HE2 15:P:119: THR:HG22 1.71 0.73
20:U:245:ALA:O 20:U:248:ILE:HG22 1.89 0.73
21:V:99:ARG:HH22 30:e:17:ASP:HB2 1.52 0.73
24:Y:188:CYS:HA 24:Y:191:ILE:CG2 2.19 0.73
27:b:117:VAL:HG21 27:b:153:LEU:HD21 1.71 0.73
31:f:137:ARG:NH1 31:£:172:GLU:OE1 2.20 0.73
31:1:463:LEU:HD12 31:f:464:ALA:N 2.04 0.73
33:h:22:ILE:HG21 33:h:50:MET:CE 2.18 0.73
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Atom-1 Atom-2 distance (A) overlap (A)
4:D:378:ILE:HG13 4:D:406:VAL:HG11 1.70 0.73
7:G:86:ASP:0OD2 7:G:134:LEU:HA 1.88 0.73
10:J:43:LEU:HD21 10:J:134:VAL:CG1 2.19 0.73
20:U:835:ILE:HD11 31:1:241:PRO:HG3 1.70 0.73
24:Y:186:LEU:HD22 24:Y:287:LEU:CD2 2.19 0.73
24:Y:376:LEU:HD23 | 25:7:265:LEU:HD21 1.71 0.73
27:b:52:ILE:HG23 27::59:GLU:O 1.88 0.73
33:h:26:MET:SD 33:h:188:GLN:NE2 2.62 0.73
8:H:34:PRO:HD2 8:H:49:GLU:HG2 1.69 0.73
9:1:233: VAL:O 9:1:237:ILE:HG12 1.88 0.73
12:L:72:ILE:CG2 12:L:88:MET:HE1 2.18 0.73
15:P:170:GLY:O 15:P:171:SER:OG 2.06 0.73
16:Q:99:ARG:HD2 16:Q:127:ILE:CD1 2.17 0.73
19:T:150:ASP:O 19:T:156:LYS:N 2.18 0.73
20:U:846:LYS:O 20:U:849:LYS:HG3 1.88 0.73
24:Y:48:ASN:OD1 24:Y:113:ARG:NE 2.20 0.73
33:h:72:ILE:HA 33:h:75:GLU:OE2 1.88 0.73
4:D:384:MET:CE 5:E:297:ARG:HH12 2.01 0.73
6:F:130:GLN:OE1 6:F:132:TYR:OH 2.04 0.73
7:G:165:ALA:HB1 7:G:179:LEU:HD13 1.70 0.73
9:1:180:LYS:N 9:1:184:MET:HE1 2.04 0.73
9:1:216:LEU:CD1 9:1:225:ILE:HD11 2.19 0.73
20:U:41:SER:O 20:U:43:ASP:N 2.22 0.73
25:7:167:ALA:O 25:7:170:VAL:HG12 1.89 0.73
28:¢:113:HIS:HE1 28:¢:144:VAL:HG22 1.52 0.73
31:£:211:ILE:HD13 31:1:213:GLN:HB3 1.71 0.73
31:1:521:ALA:O 31:£:524:MET:HG3 1.88 0.73
2:B:64:LYS:HG2 31:1:239: TYR:HE2 1.53 0.72
4:D:141:ASP:OD1 4:D:142:VAL:N 2.22 0.72
6:F:188:1LE:HG12 6:F:235:LEU:HD23 1.70 0.72
8:H:65:VAL:HG23 8:H:209:GLU:HG2 1.71 0.72
8:H:188:ILE:HG21 8:H:229:TYR:CE1 2.24 0.72
11:K:66:LYS:HB2 11:K:216:GLU:OE2 1.88 0.72
14:N:144:ARG:HB2 14:N:147-MET:HE2 1.71 0.72
19:T:19:ASP:O 19:T:200:LYS:NZ 2.21 0.72
19:T:91:MET:O 19:T:95:1LE:HG22 1.89 0.72
21:V:479:ARG:NH1 24:Y:374:ASP:0OD1 2.22 0.72
22:W:20:TYR:O 22:W:24:VAL:HG13 1.87 0.72
22:W:138:VAL:HG22 | 22:W:141:GLU:HB2 1.69 0.72
22:W:231:ILE:CD1 22:W:243:1ILE:HG23 2.19 0.72
22:W:326:MET:O 22:W:326:MET:HE3 1.89 0.72
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26:a:52:GLN:OE1 26:a:52: GLN:N 2.22 0.72
26:a:74:LEU:HD21 26:a:109:GLU:HB3 1.69 0.72
32:¢:161:SER:O 32:¢:165:ALA:N 2.13 0.72
4:D:115:ILE:HD11 4:D:139:LEU:HD13 1.71 0.72
11:K:50:VAL:CG1 11:K:67:ILE:HD11 2.18 0.72
19:T:11:THR:HG23 | 19:T:189:THR:HG21 1.70 0.72
20:U:374:SER:HB2 20:U:407:SER:OG 1.89 0.72
31:1:498:LEU:CD1 31:1:534:VAL:HG22 2.19 0.72
31:4:541: THR:O 31:1:544:GLU:HG3 1.89 0.72
3:C:278:ASN:HD22 3:C:282:GLY:HA3 1.53 0.72
12:1:166:GLN:OE1 12:1:169:ARG:NH1 2.22 0.72
16:Q:158:MET:HG3 16:Q:162:HIS:HB3 1.69 0.72
17:R:170:ARG:O 17:R:170:ARG:HD2 1.88 0.72
23:X:177:TYR:CE2 23:X:185:LYS:HB3 2.25 0.72
28:¢:54:MET:HE1 28:¢:87:VAL:HG22 1.69 0.72
28:¢:125:VAL:HG21 34:u:289:HIS:HB3 1.71 0.72
33:h:161:SER:OG 33:h:162:GLN:OE1 2.07 0.72
1:A:369:ARG:NH2 11:K:206:MET:O 2.22 0.72
2:B:219:PRO:HG2 2:B:349:ARG:HE 1.54 0.72
7:G:214:GLU:O 7:G:215:ILE:HD13 1.89 0.72
12:L:137:TYR:HB2 12:1:215:VAL:HG12 1.70 0.72
14:N:5:ALA:HB3 14:N:111:VAL:HG11 1.71 0.72
20:U:332:GLU:OE1 20:U:332:GLU:N 2.21 0.72
20:U:740:GLY:HA3 20:U:744:VAL:HG22 1.70 0.72
20:U:832:VAL:HB 20:U:836: THR:OG1 1.89 0.72
22:W:274:VAL:HG22 | 22:W:286:LEU:HD23 1.72 0.72
26:a:32:LYS:HE2 27:b:20:ASP:O 1.90 0.72
31:f:62:ARG:O 31:£:70:LEU:HD13 1.89 0.72
31:4:290:VAL:HA 31:1:890:VAL:HG11 1.70 0.72
31:4:339:ILE:O 31:4:773:LYS:NZ 2.22 0.72
33:h:67:LEU:O 33:h:71:VAL:N 2.18 0.72
1:A:426: THR:HB 1:A:427:PRO:HD3 1.71 0.72
2:B:103:ARG:HG2 2:B:160:ILE:HD12 1.71 0.72
3:C:61:GLU:O 3:C:65:LEU:HD23 1.90 0.72
4:D:418:LYS:NZ 8:H:76: TYR:OH 2.16 0.72
5:E:261:LEU:CD1 5:E:294:ARG:HG3 2.20 0.72
12:1L:64:LEU:HD11 12:L:74:1LE:HD13 1.72 0.72
12:L:67:ASP:OD1 12:1:68:ASN:N 2.21 0.72
16:Q:22:ILE:CG2 16:Q:188:HIS:HB2 2.18 0.72
17:R:44:LEU:CD1 17:R:104:LEU:HG 2.19 0.72
19:T:205:GLU:N 19:T:205:GLU:OE1 2.23 0.72
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22:W:312:2MET:HE1 22:W:368:LYS:HE3 1.72 0.72
23:X:255:LEU:HD22 | 23:X:267:VAL:HG13 1.70 0.72
25:7: 78 MET:HE1 28:¢:95:MET:SD 2.28 0.72
27:b:138:VAL:HG12 27:b:160:LEU:CD2 2.17 0.72
31:£:436:SER:CB 32:¢:173:GLU:HG2 2.18 0.72
32:g:128:LYS:HB2 32:2:158:LEU:HD11 1.70 0.72
7:G:138:MET:HE2 7:G:140:LEU:CD2 2.19 0.72
17:R:14:LEU:HD22 17:R:182:ILE:HG22 1.71 0.72
17:R:163:CYS:O 17:R:167:LEU:HG 1.88 0.72
20:U:22:PHE:HB3 29:d:124:LEU:HD11 1.70 0.72
22:W:55:ARG:HD2 22:W:94:ARG:O 1.90 0.72
26:a:58:LYS:H 26:4:61:GLU:HG3 1.54 0.72
27:b:7MET:HE2 27:b:96:ALA:CB 2.19 0.72
29:d:130:PRO:HA 29:d:136:LEU:CD1 2.19 0.72
29:d:220:ILE:HA 29:d:226:ILE:HD11 1.71 0.72
31:14:287:ASP:HB3 31:1:290:VAL:HG12 1.71 0.72
31:£:332:ALA:O 31:1:336:GLU:HG2 1.90 0.72
1:A:52:ILE:HD11 2:B:68:ILE:CG2 2.18 0.72
5:E:74: THR:HG21 6:F:131:THR:CG2 2.20 0.72
7:G:18:PRO:HA 8:H:24:TYR:HE2 1.51 0.72
12:L:74:1ILE:HG21 12:L:81:ALA:HB1 1.70 0.72
15:P:22:GLU:OE1 15:P:22:GLU:N 2.23 0.72
15:P:76:VAL:HG11 15:P:109:HIS:CB 2.19 0.72
16:Q:71:LEU:HA 16:Q:90:MET:HE1 1.70 0.72
18:S:113:TYR:O 18:S:120:ARG:HA 1.90 0.72
22:W:268:LYS:HB3 22:W:302:TYR:CE2 2.24 0.72
24:Y:383:LEU:HD11 25:7:276:1LE:HD11 1.71 0.72
31:1:442:SER:HB3 31:£:477-MET:HA 1.72 0.72
32:¢:79:THR:O 32:¢:82:ILE:HG13 1.89 0.72
5:E:223:ARG:C 5:E:225:HIS:H 1.98 0.72
5:E:233:ASP:OD1 5:E:278:ALA:HB3 1.88 0.72
6:F:314:LEU:HD21 6:F:342:LEU:HD12 1.70 0.72
7:G:105:TYR:HB3 15:P:78: THR:HG23 1.72 0.72
18:S:139:MET:HE1 18:S:140:ASP:OD1 1.88 0.72
19:T:176:LYS:HZ3 19:T:208:VAL:HG21 1.54 0.72
20:U:611:ASN:O 20:U:614:VAL:HG12 1.89 0.72
31:1:386:GLY:HA2 31:14:418:LEU:HG 1.72 0.72
33:h:97:TYR:HA 33:h:100:ARG:HG2 1.71 0.72
9:I:174:-MET:HE3 9:1:196:VAL:HA 1.71 0.72
14:N:114:VAL:HA 14:N:119:MET:O 1.90 0.72
16:Q:61:GLN:HE22 17:R:124:LEU:CG 2.03 0.72
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17:R:4:LEU:C 17:R:5:ILE:HD13 2.14 0.72
20:U:494: TYR:OH 20:U:528:ALA:HA 1.89 0.72
21:V:443:ARG:NH2 29:d:273:GLY:O 2.22 0.72
22:W:248:ARG:HD2 | 22:W:290:1LE:HD11 1.72 0.72
23:X:65:GLU:O 23:X:69:.LEU:HG 1.90 0.72
26:a:287:ASN:OD1 26:a:288:HIS:ND1 2.23 0.72
27:b:150: THR:O 27:b:154: THR:HG22 1.89 0.72
28:¢c:54:MET:CE 28:¢:87:VAL:HG22 2.20 0.72
29:d:174: TYR:HA 29:d:178: TYR:CD2 2.25 0.72
31:4:391:LEU:CD1 31:1:414:LEU:HD13 2.20 0.72
32:¢:85:ILE:HG13 32:¢:151:VAL:O 1.90 0.72
1:A:56:LEU:CD1 2:B:72:LEU:HD11 2.19 0.72
3:C:351:MET:HE3 3:C:354:ALA:HB2 1.72 0.72
4:D:296:MET:CE 4:D:326:ARG:HB3 2.20 0.72
5:E:325:GLU:OE2 5:E:325:GLU:N 2.22 0.72
6:F:146:LYS:HG3 6:F:149:ASP:OD1 1.89 0.72
19:T:2:PHE:CE2 33:h:105:PRO:HG2 2.25 0.72
20:U:583:MET:CE 20:U:618:ALA:HB2 2.20 0.72
21:V:429:ASP:0OD1 21:V:430:SER:N 2.23 0.72
23:X:171:LEU:HD21 23:X:210:LEU:HA 1.70 0.72
31:1:304:PHE:CD1 31:1:321:MET:HE2 2.24 0.72
33:h:22:ILE:HG21 33:h:50:MET:HE1 1.72 0.72
4:D:204:MET:HE3 4:D:308:ILE:CG2 2.19 0.71
8:H:141:GLU:OE2 16:Q:80:ARG:NH1 2.23 0.71
9:1:45:LEU:HD11 9:1:137:ILE:HG21 1.72 0.71
10:J:93:SER:O 10:J:97:THR:HG23 1.90 0.71
14:N:174:.1LE:HG22 14:N:176:LEU:HD11 1.71 0.71
23:X:132:ARG:O 23:X:132:ARG:HD3 1.90 0.71
24:Y:46:ARG:HD3 24:Y:69:LEU:HD11 1.70 0.71
25:7:143:GLU:HA 25:7:143:GLU:OE2 1.89 0.71
31:1:672:LEU:HD11 31:1:706:ILE:HG12 1.72 0.71
31:1:799:VAL:HG21 31:£:821:LEU:HB3 1.71 0.71
15:P:7:VAL:HG12 15:P:123:PRO:O 1.90 0.71
19:T:57.:PHE:HB2 19:T:105:TYR:CD2 2.24 0.71
19:T:57:PHE:CZ 33:h:128:LEU:HD21 2.24 0.71
20:U:77:LEU:HD22 20:U:878:LEU:N 2.06 0.71
21:V:330:LYS:HD3 21:V:389:ASP:0D2 1.89 0.71
21:V:372:LEU:HD23 21:V:372:LEU:H 1.55 0.71
21:V:455:LYS:HE2 21:V:457:TYR:HE2 1.55 0.71
21:V:463:MET:HE3 21:V:463:-MET:CA 2.20 0.71
23:X:280:ALA:HA 23:X:284: THR:HG21 1.72 0.71
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29:d:85:GLY:O 29:d:89:GLN:HG2 1.89 0.71
20:U:137:-MET:HE1 20:U:140:ARG:NH1 2.05 0.71
23:X:408:SER:HA 24:Y:376:LEU:HD13 1.71 0.71
31:1:479:LEU:-HG 31:£:514:VAL:HG22 1.72 0.71
31:£:802:SER:CB 31:1:817:VAL:HG21 2.20 0.71
31:1:881:GLU:HA 31:1:894:LEU:HD22 1.71 0.71
34:u:146:PHE:HA 34:u:157:LEU:HD12 1.72 0.71
3:C:186:VAL:CG1 3:C:292:ILE:HG12 2.20 0.71
4:D:45:LYS:CB 20:U:187:LEU:HD11 2.19 0.71
8:H:6:TYR:CD2 8:H:15:PRO:HD3 2.25 0.71
9:1:90:LEU:CG 9:1:114:LEU:HD22 2.20 0.71
17:R:107:-TYR:CE2 17:R:185:LYS:HG2 2.26 0.71
19:T:23:VAL:HG11 19:T:51:VAL:HG11 1.71 0.71
20:U:344:ARG:HD2 20:U:927:PRO:CG 2.20 0.71
20:U:842:LYS:O 20:U:846:LYS:HG3 1.91 0.71
21:V:411:SER:CB 21:V:447:ILE:HD12 2.20 0.71
22:W:125:1LE:HG23 | 22:W:145:LEU:HD12 1.73 0.71
24:Y:282:MET:-HE1 24:Y:295:TYR:HB3 1.73 0.71
31:f:50:LYS:HA 31:£:53:GLN:CD 2.14 0.71
1:A:196:LEU:HD21 1:A:234:ASP:0OD2 1.90 0.71
3:C:320:PRO:O 3:C:325:ARG:NH1 2.24 0.71
5:E:158: LEU:HD12 5:E:159:PHE:N 2.03 0.71
5:E:230:1ILE:HD13 5:E:273:VAL:CG1 2.20 0.71
8:H:93:LEU:CD1 8:H:113:ARG:HB3 2.16 0.71
11:K:69:GLU:HG3 11:K:226:PHE:CD2 2.25 0.71
12:L:74:.ILE:CG2 12:L:81:ALA:HB1 2.20 0.71
16:Q:103: TYR:HA 17:R:93:ARG:HH22 1.54 0.71
18:5:63:CYS:SG 18:S:74:1ILE:HG21 2.30 0.71
19:T:13:LEU:HD11 19:T:175:VAL:HG23 1.72 0.71
20:U:330:SER:HB3 20:U:332:GLU:OE1 1.91 0.71
24:Y:97:GLU:O 24:Y:100:ILE:HG12 1.91 0.71
27:b:49:VAL:HG13 27:b:71:ILE:CD1 2.20 0.71
31:1:462:ALA:HA 31:1:465:LEU:HD12 1.71 0.71
33:h:22:ILE:CG2 33:h:190:ALA:HB3 2.21 0.71
2:B:193:GLN:OE1 2:B:193:GLN:N 2.22 0.71
4:D:41:TYR:HE1 20:U:156:GLU:CG 2.04 0.71
5:E:165:1ILE:O 5:E:167:PRO:HD3 1.89 0.71
5:E:367:PHE:O 5:E:371:VAL:HG23 1.91 0.71
13:M:36:ALA:HB1 13:M:49:VAL:HG12 1.71 0.71
13:M:227:VAL:HG13 | 13:M:231:ILE:HD11 1.73 0.71
17:R:29:LYS:CE 18:S:121:ILE:HG22 2.21 0.71
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31:1:539:LEU:O 31:£:543:MET:HG2 1.90 0.71
2:B:322:ARG:HG2 2:B:325:VAL:HG22 1.70 0.71
12:1:45:VAL:HG21 12:1L:188:VAL:HG22 1.70 0.71
13:M:173:LYS:HA 13:M:176:1ILE:CG2 2.19 0.71
15:P:209: THR:HG21 16:Q:168:SER:OG 1.90 0.71
22:W:177:-MET:HG3 | 22:W:182:ARG:HG3 1.72 0.71
23:X:418:ALA:HB2 25:7:276:1LE:HD13 1.72 0.71
26:a:35:HIS:HA 26:a:71:VAL:CG2 2.21 0.71
26:a:70:ARG:CD 26:a:76:LEU:HD22 2.16 0.71
26:a:245:VAL:HG13 26:2:247:ARG:HD3 1.73 0.71
29:d:237:MET:HA 29:d:237:-MET:HE3 1.71 0.71
31:1:266:LEU:HD13 31:1:281:ILE:CG2 2.20 0.71
31:£:415:GLY:H 31:1:447:ALA:HB1 1.53 0.71
31:f:564:LEU:HD11 31::798: THR:CG2 2.20 0.71
32:¢:108: THR:HA 32:g:141: THR:HA 1.72 0.71
34:u:196:ILE:O 34:u:215: THR:HG22 1.91 0.71
2:B:227:PRO:CB 2:B:355:LEU:HD21 2.19 0.71
5:E:164:1LE:HG13 5:E:164:1LE:O 1.89 0.71
9:1:69:ASN:OD1 9:1:95:GLN:NE2 2.24 0.71
10:J:104:VAL:HG11 10:J:143:ARG:HB2 1.71 0.71
12:L:104:PRO:HG2 12:L:107:ARG:HB2 1.72 0.71
16:Q:53:LEU:CB 16:Q:60:VAL:HG22 2.20 0.71
20:U:130:LEU:O 20:U:133:ILE:HG22 1.91 0.71
20:U:759:SER:O 20:U:763:VAL:HG23 1.91 0.71
27:b:16:MET:O 27:b:25:ARG:HB3 1.90 0.71
28:¢:270:LEU:HA 28:¢:273:LYS:HZ2 1.55 0.71
29:d:143:LEU:O 29:d:147:1LE:HG22 1.90 0.71
3:C:401:ILE:HD13 8:H:26:LEU:HD12 1.72 0.71
4:D:60:TYR:CG 20:U:603:LEU:HD22 2.26 0.71
8:H:130:PHE:O 8:H:151:PRO:HB3 1.90 0.71
10:J:94:HIS:ND1 10:J:102: VAL:HG12 2.06 0.71
19:T:211:ARG:NH1 19:T:213:ASP:O 2.24 0.71
21:V:163:VAL:O 21:V:167:LEU:HG 1.90 0.71
27:b:63: THR:O 27:b:65: THR:HG23 1.90 0.71
31:1:828:ARG:HD2 31:£:874:LEU:O 1.90 0.71
5:E:121:ASN:ND2 5:E:197:LYS:O 2.24 0.71
12:L:180:MET:HA 12:L:180:MET:HE3 1.73 0.71
13:M:77:VAL:HG21 13:M:84:ALA:HB1 1.72 0.71
15:P:155:VAL:O 15:P:159:ILE:HG22 1.91 0.71
20:U:11:LEU:CD1 20:U:19:LEU:HD22 2.21 0.71
20:U:353:LEU:HD22 20:U:385:PHE:HE2 1.48 0.71
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22:W:334:GLU:OE1 22:W:334:GLU:N 2.18 0.71
24:Y:282:MET:-HE2 24:Y:292:TYR:HA 1.72 0.71
31:£:149:GLU:HG3 31:£:150:GLU:H 1.54 0.71
33:h:95:ALA:O 33:h:99:ARG:HG3 1.91 0.71
33:h:150:LEU:HD21 33:h:172:CYS:SG 2.31 0.71
1:A:172:VAL:HG11 1:A:224:LEU:HD11 1.71 0.70
4:D:214:MET:HE1 38:D:501:ADP:C4 2.26 0.70
4:D:338:ARG:NE 23:X:234:GLU:OE2 2.18 0.70
6:F:69:MET:HA 6:F:72:LYS:HZ2 1.56 0.70
15:P:143:ARG:NH2 15:P:150:GLU:OE2 2.23 0.70
26:4:231:GLN:HG3 26:a:231:GLN:O 1.91 0.70
29:d:284:PHE:HZ 29:d:296:PRO:HB3 1.54 0.70
2:B:430:LYS:NZ 2:B:432:GLU:O 2.21 0.70
4:D:384:MET:HE3 5:E:297:ARG:HH12 1.54 0.70
9:1:218:ARG:NH2 9:1:221:GLY:HA2 2.07 0.70
16:Q:12:MET:HGS3 16:Q:167:ILE:HD11 1.73 0.70
17:R:183:ILE:HD13 17:R:188:ILE:HB 1.72 0.70
19:T:108:ASN:O 19:T:109:ILE:HD13 1.90 0.70
24:Y:220:VAL:HG21 | 24:Y:249:VAL:HG21 1.73 0.70
24:Y:279:GLU:HB2 24:Y:296:VAL:CG2 2.21 0.70
25:7:11:VAL:HG22 25:7:50:VAL:HG21 1.73 0.70
26:a:64:ILE:CG2 26:a:76:LEU:HD13 2.21 0.70
33:h:1: THR:HG21 33:h:107:TRP:HB2 1.73 0.70
1:A:134:ILE:HD12 1:A:140:VAL:HG11 1.72 0.70
1:A:339:ARG:NH2 6:F:402:GLU:OE2 2.22 0.70
1:A:375:ARG:NH1 11:K:172:SER:OG 2.24 0.70
5:E:261:LEU:HD11 5:E:294:ARG:HG3 1.71 0.70
5:E:334:LEU:HD23 5:E:371:VAL:HG12 1.72 0.70
6:F:211:LYS:0O 6:F:215:LEU:HD12 1.90 0.70
19:T:172:MET:HA 19:T:175:VAL:HG12 1.74 0.70
20:U:105:ILE:O 20:U:109: THR:HG22 1.91 0.70
20:U:409:GLY:CA 20:U:445:ALA:HB1 2.06 0.70
20:U:557:TYR:HE2 20:U:760:VAL:HG11 1.54 0.70
27:b:25:ARG:NH1 27:b:144:GLY:HA3 2.05 0.70
31:£:573:ILE:HG13 31:1:599:ALA:CB 2.20 0.70
31:14:580:LEU:HD21 31:4:591:ALA:HB1 1.73 0.70
1:A:190:VAL:HG12 1:A:191:VAL:HG13 1.74 0.70
3:C:258:ARG:CG 3:C:273:MET:HE1 2.21 0.70
5:E:229:1LE:HG21 5:E:276:1ILE:HD12 1.73 0.70
7:G:109:ILE:HD11 7:G:114:LEU:HA 1.74 0.70
7:G:123:GLN:O 7:G:126: THR:HG22 1.91 0.70
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8:H:95:GLN:CG 15:P:65:LEU:HD21 2.21 0.70
20:U:24:LEU:HD21 20:U:60:ALA:HA 1.73 0.70
23:X:407:-MET:-HE2 25:7:269:VAL:CG1 2.19 0.70
28:¢:75:MET:HE1 28:¢:88:ASP:N 2.06 0.70
30:¢:49:GLU:OE1 30:¢:49:GLU:N 2.24 0.70
3:C:280:LEU:HD21 3:C:291:VAL:HG11 1.73 0.70
7:G:236:ASP:O 7:G:240:VAL:HG22 1.91 0.70
10:J:195:LEU:HD13 10:J:206:ILE:HG23 1.73 0.70
12:L:100:ASP:OD2 19:T:66:LYS:HE2 1.90 0.70
19:T:14:ALA:C 19:T:15:ILE:HD13 2.15 0.70
19:T:99:ARG:HH21 33:h:101:SER:HB3 1.57 0.70
20:U:510:GLU:HB2 20:U:543:LYS:CG 2.22 0.70
22:W:101:VAL:O 22:W:105:VAL:HG23 1.90 0.70
23:X:57:LEU:HD21 23:X:62:GLN:O 1.91 0.70
29:d:168:MET:HA 29:d:168:MET:CE 2.21 0.70
29:d:201:SER:HB2 29:d:262:ILE:HG22 1.73 0.70
33:h:103:MET:HE2 33:h:103:MET:HA 1.72 0.70
34:u:136:GLU:O 34:u:168: THR:HG22 1.90 0.70
6:F:339:ASP:OD1 6:F:341:ALA:N 2.24 0.70
9:1.67:LYS:HZ3 9:1:225:ILE:HB 1.57 0.70
11:K:28:ILE:O 11:K:31:ILE:HG12 1.90 0.70
16:Q:191:GLU:OE2 16:Q:194:LYS:HB3 1.92 0.70
20:U:82:LEU:HD21 20:U:130:LEU:HD13 1.73 0.70
20:U:185:-MET:HG2 20:U:222:PHE:HE2 1.56 0.70
20:U:763:VAL:O 20:U:767:- THR:HG23 1.89 0.70
21:V:416:ARG:HB3 24:Y:348:ASP:0OD1 1.91 0.70
24:Y:49:ASN:O 24:Y:114:ILE:HG22 1.91 0.70
24:Y:57.LEU:HD21 24:Y:63: TRP:CZ3 2.27 0.70
25:7:178:ASP:OD1 25:7:179:1LE:HG23 1.91 0.70
34:u:177:-LEU:HB2 34:u:238:PHE:CB 2.21 0.70
6:F:438: TYR:CE1 12:L:77:LEU:HG 2.27 0.70
8:H:143:ARG:HE 8:H:145:TYR:HE1 1.40 0.70
17:R:165:GLU:HA 17:R:168:GLN:OE1 1.92 0.70
20:U:437:TYR:HE1 20:U:472:ILE:HD12 1.54 0.70
21:V:236:ARG:HD3 | 21:V:240:LEU:HD22 1.74 0.70
25:7:38:VAL:HG21 25:7:75:-LEU:HD11 1.74 0.70
31:4:794:ALA:HA 31:4:797:LEU:CD1 2.22 0.70
33:h:15:LYS:HB3 33:h:122:LEU:HD12 1.74 0.70
1:A:113:ILE:HD13 1:A:142:VAL:HG11 1.73 0.70
7:G:113:MET:CE 15:P:70: THR:HA 2.21 0.70
8:H:29:VAL:HG11 8:H:133:SER:OG 1.92 0.70
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Atom-1 Atom-2 distance (A) overlap (A)
10:J:229:VAL:O 10:J:232:ILE:HG22 1.92 0.70
13:M:233:GLU:O 13:M:237:-LYS:HG2 1.92 0.70
14:N:25:TYR:HE1 14:N:27:ALA:HA 1.57 0.70
17:R:37:LYS:HA 17:R:43:LEU:HD12 1.74 0.70
19:T:145:LEU:O 19:T:148:LEU:HG 1.91 0.70
20:U:149:GLN:OE1 20:U:149:GLN:N 2.25 0.70
20:U:904:LYS:HD2 20:U:905:PRO:HD2 1.72 0.70
21:V:186:LYS:HA 21:V:189:ASP:0OD2 1.90 0.70
25:7:172:VAL:HG22 28:¢:217:LEU:HD22 1.73 0.70
26:a:216:LEU:HD22 26:a:237:LEU:HB3 1.73 0.70
29:d:276:GLU:HG3 29:d:308: TRP:CZ2 2.26 0.70
3:C:273:-MET:O 3:C:277:LEU:HD13 1.91 0.70
5:E:161:ARG:NH1 22:W:200:ILE:HD13 2.07 0.70
6:F:176:GLU:HA 6:F:249:LEU:HD12 1.73 0.70
8:H:95:GLN:HG3 15:P:65:LEU:HD21 1.72 0.70
11:K:71:ASP:OD1 11:K:72:ALA:N 2.23 0.70
17:R:102:LEU:HD23 17:R:103:LEU:N 2.06 0.70
18:S:88:TYR:O 18:S:91:LYS:N 2.21 0.70
18:S:148:GLU:HG3 18:S:151:GLN:CG 2.22 0.70
19:T:15:ILE:H 19:T:22:.1LE:HG22 1.55 0.70
21:V:203:LEU:HD22 | 21:V:206:VAL:HG23 1.74 0.70
21:V:411:SER:HB2 21:V:447:ILE:HG23 1.72 0.70
29:d:301:ASP:HA 29:d:304:LYS:HZ2 1.56 0.70
29:d:302: TYR:HA 29:d:305:LYS:CG 2.21 0.70
31:£:325:GLN:N 31:1:325:GLN:OE1 2.23 0.70
31:£:407:-MET:HE2 31:1:439:TYR:CD1 2.27 0.70
5:E:261:LEU:HD13 5:E:294:ARG:HA 1.72 0.70
6:F:64:HIS:NE2 27:b:69:GLY:HA3 2.07 0.70
9:1:176:LYS:NZ 10:J:52:LYS:HB3 2.07 0.70
10:J:155:ALA:HB3 11:K:63:SER:HB2 1.73 0.70
20:U:26:LYS:HE3 29:d:129:LEU:HB3 1.73 0.70
20:U:332:GLU:O 20:U:336:GLU:HG3 1.92 0.70
20:U:557:TYR:CE2 20:U:760:VAL:HG11 2.26 0.70
3:C:89:VAL:CG2 3:C:92:GLU:HB2 2.22 0.69
3:C:134:LEU:HD13 3:C:230:MET:CE 2.22 0.69
4:D:264:1LE:HG22 4:D:267:1LE:HB 1.73 0.69
5:E:172:LEU:HB2 5:E:278:ALA:HB1 1.74 0.69
7:G:179:LEU:HB3 8:H:56:LEU:HD21 1.73 0.69
8:H:46:LEU:HD22 8:H:135:LEU:HD21 1.72 0.69
14:N:35: THR:0G1 14:N:43:CYS:0O 2.10 0.69
15:P:59:ILE:CD1 15:P:82:MET:HG2 2.22 0.69
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19:T:64:LEU:HD11 19:T:96:LEU:HD21 1.74 0.69
19:T:160:ASN:O 19:T:160:ASN:ND2 2.25 0.69
21:V:93:PHE:HA 21:V:96:ARG:HE 1.56 0.69
26:a:58:LYS:NZ 26:a:65:SER:HB3 2.07 0.69
26:a:71:VAL:HA 27:b:17:ARG:NE 2.07 0.69
29:d:128:PHE:HA 29:d:174: TYR:OH 1.92 0.69
31:£:266:LEU:HD13 31:£:281:ILE:HG21 1.73 0.69
31:£:327:ASN:C 31:£:327:ASN:ND2 2.49 0.69
31:1:665:GLU:OE1 31:1:665:GLU:N 2.21 0.69
1:A:25:LEU:HG 2:B:410:ARG:HH12 1.57 0.69
1:A:172:VAL:HG11 1:A:224:LEU:CD1 2.21 0.69
4:D:271:ALA:HB1 4:D:317:LEU:HG 1.74 0.69
18:S:120:ARG:C 18:S:121:1ILE:HD13 2.17 0.69
19:T:68:1ILE:HD11 19:T:92:LEU:HD13 1.74 0.69
20:U:108:TYR:CD2 20:U:134:VAL:HG21 2.26 0.69
20:U:265:ILE:O 20:U:269:ARG:HG2 1.92 0.69
20:U:353:LEU:HD12 20:U:376:MET:SD 2.32 0.69
24:Y:50:MET:HB2 24:Y:53:TYR:HB3 1.73 0.69
31:1:373:ALA:HB2 31:£:760:PHE:CD1 2.27 0.69
31:1:435:SER:HA 32:2:169:PHE:CE1 2.28 0.69
33:h:126:ASP:0OD1 33:h:130:VAL:N 2.24 0.69
19:T:8:ASN:HD22 19:T:58:HIS:HB3 1.56 0.69
20:U:583:MET:SD 20:U:605:VAL:HG11 2.32 0.69
20:U:680:VAL:HB 20:U:683:VAL:CG1 2.22 0.69
21:V:283:ASN:O 21:V:287:ARG:HG3 1.91 0.69
22:W:23:THR:O 22:W:27:ARG:HG2 1.92 0.69
27::29:GLN:O 27:b:33:VAL:HG13 1.93 0.69
31:£:469: TYR:CE2 31:£:477-MET:HB3 2.25 0.69
31:4:723: TYR:HB3 31:14:761:MET:HE1 1.74 0.69
31:£:886:GLU:O 31:1:902:LYS:NZ 2.18 0.69
33:h:74:GLU:HB2 33:h:83: TYR:CE2 2.26 0.69
1:A:26:ASP:OD1 1:A:28:GLY:N 2.24 0.69
1:A:187:LEU:O 1:A:191:VAL:HG22 1.92 0.69
1:A:387:SER:HB2 2:B:344:PRO:HB3 1.74 0.69
5:E:202:SER:O 5:E:203:1ILE:HG23 1.92 0.69
5:E:219:PHE:CA 5:E:222:ALA:HB3 2.20 0.69
8:H:17:GLY:HA3 9:1:27:ALA:CB 2.22 0.69
16:Q:17:LYS:HG2 16:Q:157:ASN:HA 1.74 0.69
17:R:38:MET:CB 17:R:42:1LE:HG23 2.23 0.69
23:X:417:LYS:HG2 23:X:418:ALA:H 1.58 0.69
26:a:185:1LE:O 26:a:186:LYS:HB2 1.92 0.69
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27:b:108:ARG:NH1 27:b:167:GLY:O 2.25 0.69
31:£:397:LYS:H 31:14:397:LYS:HD2 1.54 0.69
9:1:102:GLN:OE1 16:Q:65:GLN:NE2 2.26 0.69
9:1:106:PRO:CD 9:1:109:GLN:HG3 2.16 0.69
10:J:35:VAL:CG1 10:J:191:VAL:HG22 2.22 0.69
11:K:84:ASP:HB3 11:K:137:PHE:HD1 1.58 0.69
18:S:14:VAL:HG21 18:S:102:CYS:SG 2.31 0.69
20:U:118:LEU:HD12 20:U:118:LEU:O 1.91 0.69
22:W:318:SER:O 22:W:321:VAL:HG12 1.93 0.69
25:7: 78 MET:HE2 25:7:82:PHE:HE1 1.55 0.69
26:a:80:ILE:HG23 26:a:96:PHE:HE2 1.56 0.69
26:a:111:VAL:HG12 26:a:141:MET:HE1 1.73 0.69
27:b:27:GLN:OE1 27:b:27:GLN:N 2.24 0.69
31:£:99:LEU:CD2 31:£:129:LEU:HD12 2.20 0.69
31:1:472:HIS:NE2 31:£:474:SER:HB3 2.08 0.69
7:G:202:LEU:HB3 7:G:210:PHE:CE2 2.27 0.69
15:P:149:GLU:OE1 15:P:149:GLU:N 2.22 0.69
17:R:142:1LE:O 17:R:146:TYR:HB2 1.93 0.69
20:U:246:TYR:OH 20:U:324:LYS:HD2 1.93 0.69
20:U:522:GLY:O 20:U:559:ARG:NH1 2.25 0.69
20:U:796:LYS:HZ2 20:U:921:ILE:HD12 1.56 0.69
20:U:878:LEU:HB3 20:U:882:ALA:HB1 1.74 0.69
24:Y:360:ASP:0OD1 24:Y:361:SER:N 2.25 0.69
26:a:269:LEU:HD11 26:2:273:GLN:NE2 2.07 0.69
31:£:159:VAL:HG11 31:£:194: TYR:CD2 2.27 0.69
31:1:478:ARG:HH21 31:1:504:VAL:HG13 1.56 0.69
34:u:278:PHE:O 34:u:279:LYS:HB3 1.91 0.69
2:B:164:MET:HE3 2:B:164:-MET:CA 2.22 0.69
5:E:362:VAL:HG11 5:E:367:PHE:CE1 2.28 0.69
7:G:40:VAL:CG1 7:G:202:LEU:HD13 2.21 0.69
15:P:149:GLU:O 15:P:152:LYS:HG2 1.92 0.69
15:P:185:PHE:CE1 15:P:187:ARG:HG3 2.27 0.69
17:R:4:LEU:HD21 17:R:47:VAL:CG1 2.23 0.69
18:S:5:ALA:HB1 18:S:14:VAL:HG22 1.75 0.69
18:S:115:ASP:OD1 18:S:119:ASN:N 2.24 0.69
21:V:287:ARG:NH1 30:e:21:GLU:OE2 2.23 0.69
31:£:423:ASP:0D2 32:2:90:PRO:HA 1.93 0.69
34:1:256:GLU:OE1 34:u:256:GLU:N 2.26 0.69
1:A:204:LEU:O 1:A:204:LEU:HD23 1.93 0.69
2:B:374:LEU:HD22 2:B:378:VAL:HG11 1.73 0.69
3:C:45:LEU:HB3 4:D:61:ILE:HG21 1.74 0.69
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Atom-1 Atom-2 distance (A) overlap (A)
3:C:97:VAL:HG23 3:C:123:LEU:HD11 1.75 0.69
5:E:168:LYS:HE2 5:E:269: THR:HG23 1.74 0.69
5:E:172:LEU:CD1 5:E:278:ALA:HB2 2.19 0.69
7:G:117:ARG:O 7:G:121:1ILE:HG12 1.92 0.69
10:J:79:ASP:HB3 10:J:127:PHE:HD1 1.57 0.69
14:N:19:ARG:HB2 14:N:171:GLY:H 1.57 0.69
15:P:37:ILE:HB 15:P:41:ILE:HG22 1.74 0.69
16:Q:27:ARG:HD3 16:Q:34:MET:SD 2.33 0.69
17:R:39:SER:HB3 17:R:42:1LE:HG22 1.75 0.69
18:S:83:LEU:O 18:S:87:VAL:HG12 1.92 0.69
20:U:520:MET:-HE2 20:U:525:ASN:HB2 1.73 0.69
20:U:676: THR:CG2 | 20:U:712:LEU:HD21 2.22 0.69
21:V:265:ASP:O 21:V:269:LYS:HG2 1.93 0.69
21:V:379:LEU:HD21 21:V:395:ILE:HG21 1.73 0.69
22:W:170:GLN:O 22:W:173: THR:0G1 2.09 0.69
22:W:355:LYS:O 22:W:359:VAL:HG13 1.92 0.69
24:Y:226:VAL:HA 24:Y:229:ILE:HG22 1.74 0.69
27:b:186:SER:HB3 27:b:187:PRO:HD3 1.74 0.69
29:d:275:ILE:HD12 29:d:282:ILE:HG12 1.75 0.69
34:u:218:LEU:HD23 34:u:220:LEU:HD11 1.74 0.69
2:B:220:LYS:HZ3 2:B:322:ARG:HH21 1.39 0.69
5:E:355:1LE:HD12 6:F:211:LYS:NZ 2.07 0.69
14:N:41:1ILE:CD1 14:N:76:VAL:HG13 2.23 0.69
16:Q:204:MET:HA 16:Q:204:-MET:CE 2.21 0.69
19:T:22:ILE:CD1 19:T:197:ILE:HG12 2.23 0.69
19:T:148:LEU:CD2 19:T:178:VAL:HG23 2.23 0.69
19:T:149:LEU:H 19:T:149:LEU:HD12 1.58 0.69
20:U:7:GLY:HA3 29:d:169:ALA:O 1.92 0.69
20:U:54:PHE:HD1 20:U:56:SER:H 1.38 0.69
20:U:399:TRP:CD1 28:¢:178: THR:HG21 2.28 0.69
20:U:813:TYR:H 20:U:883:ARG:HH12 1.40 0.69
21:V:212:TYR:HA 21:V:253:LEU:HD11 1.74 0.69
24:Y:188:CYS:HA 24:Y:191:ILE:HG22 1.74 0.69
26:a:102:GLU:HA 26:a:105:LYS:HE2 1.74 0.69
31:1:683:GLU:H 31:£:686:LEU:HD12 1.58 0.69
31:1:858:LYS:NZ 31:1:861: THR:HA 2.08 0.69
1:A:405:THR:N 1:A:408:ASP:0OD2 2.26 0.69
7:G:50:ILE:HG23 7:G:141:ILE:HD13 1.73 0.69
7:G:200: THR:HG23 7:G:242:LEU:CD1 2.23 0.69
12:1:196:ARG:NH1 12:1:237:GLU:O 2.26 0.69
13:M:179:LEU:CD2 13:M:181:MET:HG3 2.22 0.69
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Atom-1 Atom-2 distance (A) overlap (A)
27:b:86:PHE:CZ 27:b:140:ILE:HD11 2.27 0.69
31:£:93:PRO:HG2 31:£:96:LEU:HB2 1.74 0.69
31:14:211:ILE:HD12 31:1:213:GLN:H 1.58 0.69
31:£:459:CYS:SG 32:¢:152:LYS:HB2 2.32 0.69
31:1:882:LEU:HD12 31:1:889:PRO:HG3 1.74 0.69
2:B:83:GLU:OFE1 2:B:83:GLU:N 2.25 0.68
5:E:303:LEU:H 5:E:303:LEU:HD12 1.57 0.68
6:F:364:ARG:HG3 6:F:368:1LE:HD11 1.74 0.68
9:1:103:GLU:OE1 9:1:141:LYS:NZ 2.23 0.68
15:P:211:VAL:HG11 16:Q:198:ARG:HD2 1.73 0.68
15:P:214:GLU:OE2 15:P:216:ILE:HD11 1.93 0.68
16:Q:99:ARG:HA 16:Q:127:ILE:CD1 2.21 0.68
17:R:55:GLN:OE1 18:S:88: TYR:HE2 1.76 0.68
17:R:182:ILE:CG2 17:R:191:LEU:HD11 2.24 0.68
20:U:878:LEU:HB3 20:U:882:ALA:CB 2.24 0.68
21:V:337:LEU:HD22 | 21:V:367:VAL:HG11 1.72 0.68
21:V:470:ARG:HG3 21:V:470:ARG:O 1.93 0.68
22:W:99:GLN:OE1 22:W:99:GLN:HA 1.91 0.68
26:a:194:GLN:HB2 26:2:225:LEU:CD1 2.22 0.68
27:b:181:ASP:0O 27:b:184:ILE:HG12 1.93 0.68
28:¢:51:MET:HG2 28:¢:52:GLU:H 1.56 0.68
28:¢:151:VAL:O 28:¢:152:LYS:HD3 1.92 0.68
31:14:771:LEU:HD11 31:14:825:-MET:HE1 1.73 0.68
32:¢:137:GLN:HB2 32:¢:140:LYS:HB2 1.75 0.68
2:B:87:PRO:HD3 31:£:619:HIS:NE2 2.08 0.68
5:E:172:LEU:HB2 5:E:278:ALA:CB 2.23 0.68
5:E:309:ARG:HH22 5:E:338:PHE:HA 1.57 0.68
5:E:352:MET:HE3 5:E:355:1LE:HB 1.75 0.68
6:F:228:PRO:O 6:F:231: THR:OG1 2.10 0.68
9:1:71:ASP:HA 9:1:223: THR:CG2 2.22 0.68
17:R:12:TYR:CZ 17:R:153:ARG:HD2 2.28 0.68
20:U:899:ARG:NH2 20:U:918:SER:O 2.26 0.68
21:V:64:GLN:HA 21:V:67:LEU:HD21 1.73 0.68
22:W:326:MET:CE 22:W:330:LYS:HB2 2.22 0.68
25:7:21:ASP:O 25:7:25:ARG:HG2 1.93 0.68
28:¢:244:VAL:HG11 28:¢:291:LEU:HG 1.76 0.68
31:4:350:LYS:HG3 31:£:353:LEU:HB2 1.76 0.68
33:h:12:LEU:HD11 33:h:176:LEU:HD11 1.75 0.68
5:E:202:SER:HA 5:E:210:GLU:CB 2.22 0.68
8:H:195:LEU:O 8:H:199:PHE:HB2 1.94 0.68
18:S:59:LEU:CD1 18:S:83:LEU:HG 2.13 0.68
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20:U:185:-MET:HE3 20:U:186:SER:CA 2.22 0.68
21:V:172:VAL:HG22 21:V:187:ILE:HG23 1.76 0.68
26:a:245:VAL:HA 26:a:247:ARG:NH1 2.09 0.68
28:¢:63:ASP:OD1 28:¢:66: THR:HG22 1.93 0.68
31:1:79:ARG:HD2 31:£:154: TRP:HH2 1.57 0.68
31:1:822:VAL:HA 31:£:825:MET:HG2 1.75 0.68
31:£:874:LEU:H 31:£:874:LEU:HD23 1.58 0.68
33:h:86:ARG:O 33:h:86:ARG:HD3 1.94 0.68
7:G:13:ILE:CD1 7:G:126:THR:HA 2.23 0.68
8:H:77:SER:OG 8:H:163:MET:HE3 1.92 0.68
15:P:43:CYS:HB3 15:P:98:LEU:HD12 1.73 0.68
19:T:136:LYS:HD2 19:T:137:ALA:H 1.59 0.68
21:V:251:LEU:CD1 21:V:270:LEU:HD21 2.24 0.68
22:W:148:THR:O 22:W:152:ILE:HG22 1.93 0.68
23:X:260:-MET:HE3 23:X:260:MET:CA 2.24 0.68
31:1:242:GLU:CD 31:1:245:ASN:HB3 2.18 0.68
31:£:694:LEU:O 31:1:697:ILE:HG22 1.93 0.68
33:h:69:GLN:HA 33:h:72:ILE:CG2 2.23 0.68
33:h:89:HIS:NE2 33:h:131:ALA:HB1 2.09 0.68
3:C:400:SER:OG 8:H:150:ASP:0D2 2.03 0.68
4:D:265:ASP:0OD1 4:D:266:GLU:N 2.26 0.68
10:J:64:ALA:HB2 10:J:217:LEU:HD22 1.74 0.68
16:Q:10:ALA:CB 16:Q:146:MET:HE1 2.22 0.68
19:T:22:1LE:HD11 19:T:172:-MET:-HE1 1.74 0.68
20:U:42:VAL:HG13 20:U:43:ASP:H 1.57 0.68
20:U:658:ILE:HD11 20:U:767:- THR:HG21 1.74 0.68
20:U:796:LYS:HG3 20:U:924:LEU:HD11 1.74 0.68
21:V:72:.LEU:HD22 21:V:75:ILE:HD11 1.74 0.68
22:W:177:-MET:HE2 | 22:W:181:GLU:HG2 1.75 0.68
26:a:32:LYS:HE2 27:b:20:ASP:HA 1.75 0.68
27:b:3:LEU:HD13 27:b:105:HIS:CE1 2.29 0.68
29:d:118:ARG:O 29:d:122:VAL:HG13 1.93 0.68
2:B:156:VAL:HG13 2:B:158:ALA:H 1.58 0.68
2:B:163:LEU:CD1 3:C:80:MET:HE1 2.22 0.68
3:C:372:ARG:NH1 4:D:175:GLN:OE1 2.27 0.68
4:D:84:SER:O 4:D:85:1ILE:HB 1.94 0.68
4:D:189:GLU:O 4:D:193:GLN:HG3 1.93 0.68
4:D:339:ARG:HD2 23:X:231:TYR:CE1 2.28 0.68
5:E:326:1ILE:HD13 5:E:362:VAL:O 1.94 0.68
7:G:130:GLU:CG 7:G:131:MET:HG3 2.22 0.68
14:N:2: THR:HG22 14:N:160:LEU:HD22 1.75 0.68
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
16:Q:14:MET:HGS3 16:Q:163:LEU:HD11 1.75 0.68
16:Q:189:ILE:HB 16:Q:196: THR:OG1 1.93 0.68
25:7:17.LEU:HD11 28:¢:217:LEU:HD11 1.74 0.68
26:a:71:VAL:HG12 26:a:72:ASN:H 1.59 0.68
31:1:79:ARG:HD3 31:4:125:ILE:HG12 1.73 0.68
31:£:479:LEU:CD2 31:1:514:VAL:HA 2.17 0.68
33:h:50:-MET:HE2 33:h:50:-MET:C 2.18 0.68
5:E:50:LEU:HD21 6:F:83:ASN:HD21 1.58 0.68
6:F:18%:ILE:HG13 6:F:235:LEU:CD2 2.24 0.68
11:K:202:LEU:O 11:K:206:MET:HB2 1.94 0.68
16:Q:142:CYS:0O 16:Q:146:MET:HE3 1.93 0.68
17:R:18:ASP:HA 17:R:178:PHE:HA 1.76 0.68
19:T:116:GLU:N 19:T:116:GLU:OFE1 2.27 0.68
21:V:203:LEU:HD22 21:V:206:VAL:CG2 2.24 0.68
22:W:194:LEU:HD21 | 22:W:202: THR:HG21 1.74 0.68
25:7:217:THR:HG21 25:7:219:LYS:HE2 1.75 0.68
26:a:198:PHE:HA 26:a:233:LEU:CD2 2.24 0.68
27:b:32:ALA:HB1 27:b:183:LEU:HD12 1.75 0.68
27:b:75:LEU:O 27:b:78:VAL:HG23 1.93 0.68
29:d:218:LYS:HZ1 29:d:222: THR:HG21 1.59 0.68
31:£:597:VAL:CG2 31:f:612: LEU:HD21 2.24 0.68
32:g:107:1LE:O 32:¢:142:LEU:N 2.25 0.68
32:¢:109:GLY:O 32:¢:113:ARG:HG2 1.94 0.68
1:A:310:ASP:0OD2 6:F:250:LYS:NZ 2.24 0.68
4: