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PDB ID
EMDB ID
Title
Authors

Deposited on
Resolution

Mar 6, 2026 — 12:02 PM UTC

5ZAP / pdb_00005zap

EMD-6907

Atomic structure of the herpes simplex virus type 2 B-capsid

Yuan, S.; Wang, J.L.; Zhu, D.J.; Wang, N.; Gao, Q.; Chen, W.Y.; Tang, H.;
Wang, J.Z.; Zhang, X.Z.; Liu, H.R.; Rao, Z.H.; Wang, X.X.

2018-02-08

3.10 A(reported)

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

We welcome your comments at validation@mail. wwpdb.org
A user guide is available at
https:/ /www.wwpdb.org/validation/2017/EM ValidationReportHelp
with specific help available everywhere you see the (1) symbol.

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

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

EMDB validation analysis : 0.0.1.dev132
MolProbity : 4-5-2 with Phenix2.0
Percentile statistics : 20250101.v01 (using entries in the PDB archive January 1st 2025)
EM percentile statistics : 202505.v01 (Using data in the EMDB archive up until May 2025)
MapQ : 1.9.13
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.49


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 3.10 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

Sidechain outliers N[}

Worse

Percentile Ranks

0 Percentile relative to all structures

[I Percentile relative to all EM structures

Metric
Q-score N

Worse

Better

Model-Map Fit Percentile Ranks

[

I Percentile relative to all EM structures

Better

I Percentile relative to EM structures of similar resolution

Value
51
2.2%

4.3%

Value

0.488

Metric ‘Whole archive EM structures Similar EM resolution
(#Entries) (#Entries) (#Entries, resolution range(A))
Clashscore 229148 23984 -
Ramachandran outliers 224038 23583 -
Sidechain outliers 223484 23102 -
Q-score - 25397 14724 ( 2.60 - 3.60 )

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 lgpy | — 4s% S
1 B 1374 — 48% 43% 6% -+
1 C g7y | —— 4% Sy
1 D g7y | — as% S
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Continued from previous page...

Mol | Chain | Length Quality of chain
8%
I
1 E 1374 54% 40% -
5%
[—
1 F 1374 51% 43% “5% +
78%
Iy —
1 G 1374 42% 49% 8% -+
21%
——
1 H 1374 51% 43% "5% «
1%
[— [—
1 I 1374 48% 44% 6% -
22%
e
1 J 1374 36% 53% o% -
1%
[—
1 K 1374 47% 43% T .
2%
[—
1 L 1374 48% 43% “T%
3%
1 M 1374 47% 43% 8%
16%
I
1 N 1374 49% 42% “T%
4%
I
1 O 1374 49% 41% “T%
4%
I
1 P 1374 51% 40% “T%
65%
1 ee— —
2 Q 318 51% 39% . 6%
72%
I
2 R 318 46% 41% B 7
70%
N
2 T 318 52% 36% T6% 6%
37%
e
2 U 318 51% 37% 8% e
2%
...
2 %Y 318 49% 40% 5% 6%
39%
..
2 X 318 46% 43% 8%
1%
T C meee
47% 39% 8% . 6%
2 7 318
74%
ey — o e
2 a 318 40% 42% 12% . .
36%
T
2 ¢ 318 51% 38% 7
30%
T —
2 d 318 50% 38% 8% .
59%
.
3 S 466 27% 33% % . 29%
52%
I
3 Vv 466 29% 35% 10% - 26%
51%
I
3 Y 466 27% 35% 0% . 26%

w_ 0
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PROTEIN DATA BANK

Continued on next page...

RLDWIDE



Page 4 wwPDB EM Validation Summary Report EMD-6907, 5ZAP

Continued from previous page...

Mol | Chain | Length Quality of chain
51%
I
3 b 466 26% 32% 1% - 26%
50%
e —
3 e 466 29% 32% 10% 26%
80%
_ A
4 f 112 12% 49% 27% 7% .
91%
I T — s
4 g 112 17% 49% 23% 6% -
92%
I | P—
4 h 112 18% 46% 26% 5%
88%
. I —
4 1 112 19% 48% 22% 6% -
91%
. I B
4 j 112 18% 50% 21% 6% -
89%
I
4 k 112 19% 46% 25% G
88%
I
4 1 112 17% 50% 23% 7
94%
I .
4 m 112 15% 52% 22% 6% -
93%
e .
4 n 112 23% 41% 25% 6% -
92%
I —_———
4 0 112 13% 52% 23% 7% .
87%
_ A
4 p 112 20% 46% 23% 6% -
88%
_ I
4 q 112 15% 50% 25% 5% -
88%
_ I
4 r 112 15% 50% 25% 5% .
90%
——
4 S 112 18% 46% 26% 5% .
88%
I
4 t 112 17% 51% 21% 7
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2 Entry composition (i)

There are 4 unique types of molecules in this entry. The entry contains 205925 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 Major capsid protein.

Mol | Chain | Residues Atoms AltConf | Trace
1 G 1365 ;roofgzl; 64CQ4 1;9 15%7 584 0 0
L A 1365 ;roofgtl) 6406() 1&?:137 15%9 584 0 0
1 B 1350 ;roofg; 64C11 1513\125 12?15 584 0 0
1 C 1362 ;FOO;;(I) 64084 1513\152 18029 5S5 0 0
LD 1362 ;F()O;;sla 64(;8 1;]19 15?37 585 0 0
1 2 1362 ;F()O;:?zla 64%0 1?53 15%5 585 0 0
1 K 1362 ;Fooggl) 64094 1?57 18(?33 585 0 0
1| H 1362 ;F()O;j; 64C98 1513\151 1511 585 0 0
1 ! 1361 1Too2t§s; 64894 1?50 1&210 5S5 0 0
1 J 1362 ;F()O;gzll 64C77 1@512 18031 5S4 0 0
1 K 1362 ;P()O;% 65C02 151%\’157 18%9 585 0 0
1 L 1362 ;Fooztg 6593 181\;1 1&213 585 0 0
L M 1365 1T()02t’?;> 65015 1;9 1%216 585 0 0
1 N 1362 1T()02t5a111 64%9 181\;7 1@213 585 0 0
1 0 1362 1T002t§i 65%0 181\;9 1@%7 585 0 0
1 P 1362 ;Foozt;é 65%2 151%\155 1&214 585 0 0

e Molecule 2 is a protein called Triplex capsid protein 2.
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Mol | Chain | Residues Atoms AltConf | Trace
2 Q 299 rl2ﬂ8t7aSl 1?311 31;13 3(5)7 S 0 0
2 R U7 g(it%l 1§)5 3152 3(7)0 g 0 0
2 T 299 ggt%l 1?511 31;13 3(5)7 S 0 0
2 v 307 g(it;;l 14C()7 3153 3(7)1 2 0 0
2 w 299 ggt%l 1321 31;13 3?7 g 0 0
2 X 308 g(ig;l 14C11 31$j4 3?4 2 0 0
2 z 299 g(())gl 1??34 3126 3?6 g 0 0
2 A 307 g(igagl 1§)2 315\519 3(7)0 2 0 0
2 ¢ 299 ngt%l 1:’311 31;13 3(5)7 g 0 0
2| d 05| Sler 1 aen a7 s 0 0
e Molecule 3 is a protein called Triplex capsid protein 1.

Mol | Chain | Residues Atoms AltConf | Trace
3 S 329 ggg;l 14%7 411]1 482 1S7 0 0
3 v 346 ggga; 15COO 415\;2 4(1)6 1S7 0 0
3 Y 347 gg;?sl 15012 41§7 42() 1S7 0 0
3 b 343 ggg?l 157 8 égl 4(1)6 1S6 0 0
s ¢ 343 gggil 1597 41;5 4(1)5 1S7 0 0
e Molecule 4 is a protein called Small capsomere-interacting protein.

Mol | Chain | Residues Atoms AltConf | Trace
Lo e s o | 0|0
4 & 107 T(;O;S l 3%17 11119 1(2)0 2 0 0
e s o | 0|0

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

Mol | Chain | Residues Atoms AltConf | Trace
AN SRR
T e e s et
IEEEN ST INEE
IEEEN F T INEE
i) om 107 Téogg l 3?7 11119 1(2)0 2 0 0
4 n 107 Téoztg l 3?5 11119 1(2)0 ? 0 ¥
4 0 107 T(;Oztg l 3(537 11119 1(2)0 2 0 0
4 P 107 T602t§L l 3(837 11119 1C2)o 2 0 0
4 a 107 T602t§L l 3?7 11?9 1(2)0 g 0 0
4 ' 107 T60;§ l 380 1210 1C2)o 2 0 0
4 ; 107 T60;Z l 330 11;2 1C2)o g 0 0
4 ¢ 107 T602t§L l 3(8]7 11119 1(2)o g 0 0
grbB
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3 Residue-property plots (i)

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

e Molecule 1: Major capsid protein
48%
. T oo m
Chain G: 42% 49% 8% =+

OO OOOO0OOOO e o s o s o 2 o 2 A 2 2 o 2 o o oo TR IR 2 > SO

L 4 Lo 2 2 2 J .
-~ o0 - AN < N~ pd <
<& @ P00 PP0PPPPPPOPOOO 00

@ o 58
o F A n 1 L0 I

- - = ]
< - ) == g

e o 4 2 o 4 & 2 4 <> <
o o
3 S
" ~

A78
K83
Fo7
E98
H100

L 2 2 & & 4

G208

©
)
[=}

L205

R241

e 4 s e e e s R 2 2 2 2 o o o R 2 4 e o o o AR 2 2 J
a’IIU)IIII«;IIIIH : IIIIIIG)IIII = i:i : : a6 2t 28
% @ @ o) = o = o I} N N ® o
IS [ N 3] oo o M o ) @ o M ] o M
<< £ - n ] == o o< = - o ~ n i = @
. e e e s s L 4 <> L 2 2 -
< ® = o ™ Y0 o~ o w0 o oldan w oo o -
w0 © © NN NN oo ol o o OO OO o o o
: 8 |I|m = IIIIQ F)IIM : IIIIIIIIm ek . q‘Ilﬁ = SE q‘I|¢|I = <"II
| o 3 B R A [ - AAaBRm> a2 Ea = A

e e e e e e s s s o R < OO0 @ L 2 2 2
|II 2 III it III 25 q‘IIIIIIIIIIII| IIIII IIIII.. : II P{IIII<‘II«>II:° e II(\l : IIm 3 IIIIIIIII EEEEEEEE II|
= - - = § NN 1] ] o D8 B 1w oo 0o o E &N ENN NN
33T ¥ o AR < < < Rl R IR R ¥ I3 I¥8F & &

B o® R == o< aa > a = = SRHEI>SSoE0 Mo X I> O3> = =

< oo

OO eO 0O o

o
< &
< A

A492

-
3
=

Y487
G488
Y490

V518
R519
E523
T527
A528
E529
Q530
F531
M532
ps3s @
AB37
N538
1539

|
H544
A546

L541
V553

WO RLDWIDE

er

PROTEIN DATA BANK


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

EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 9

8994

0 299a

999N

€99V

1990

¢

9991
G59K
7398

T390

L¥9T

i

@ O & G000

7991

794
0%9A

LESS

o o 4 @ & & o0

10,4

TOLY

[ 3=3
@ O
© N~
< 4

i

Q@ P00 PP0PPP PP P00 P00 9090900090900 9090990900900 90909%99%9%99090

©
D
©
=

S0 &

0694

3

9890
0 5893
S
0 €89d
0 2891
0 1890
¢

8197

0 LL9K

€LO9K

i

<+ 0 © 3
© © © ©
~ o~ S ~
> = o< o

e s o 4 4 4 2 0 & 2 4

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

2
0
o<}
-

2] — M ¢ 0 ©
N ® e S B )
e} Q oogoooo
o ~ a = >

S2¢80

i
OO PPPPPPPPPPPP PP PP PP PP PPPPPPPPPPPPPPPPO 9909090900990 290

<>

916V
S16d

3

1168
016D
6061

8061
L06Y

9061
S061

7064
€063
206V

0481
698N
898Y
198d
998H
99871
¥98d

QD @ @ OO PPOPPPPP0 O V9999999999909 909%900 > 299099090

616N

816Y
L1169

Zy0TL

6£0TD

€€0Td

i

0 TEOTI

62074
8CTOTA
L2019
9201V

CTTOTA
T20TL
02011
6T0TYV

L1074

e o o o o 2 2 2B 4
N
3

STOTV

€10TS
c1o1d

TT0TY
0TO0TV

600TH
800TD
L0OOTA

> e i" <>

%0010
€00TY

LOTTL

SOTTD

COPPPPPPP0PO0OOOOOOS

L6074
960Td

€60T1

060TN

0 6L0TD
8L0T1

R

0 907D

0LTTD

e s 4 2 4 2 & 4 & 2 4

TSTTA

67TIN

LyT11

TETTT

62114
8CTIN

9CT1d

0121V 0 $.21d
6021V €L21D
8021 | zuierd
2021 0 1.27S

89¢Td
L9218
9921V

L o 4 4 & A . aa L

CT9ETT
TOETA
09€TD

8S€Td
LSETH
9G€ETL
SSeTd
veeTd
€SETY

TSETV
0SeTd

OO0 OOOO

9VETY
mwmﬁm
Nwmﬂq
YeETL
€eeTd
CTEETA

ogeTd
0 62ETD

8CETA
LZETT

9CETD

IO

vzerd
€2eTa

oeetd
TCETA
0CZeETT

8TETYH

9TETD

71eTd
ETETYH
(42958

0TETD
B60ETA

COPPPPPPP0PP0P0 000009000 OOOO

0 BLETT

CTLETT

69€TT

€9€TI

11

id prote

Major caps

e Molecule 1

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 10

5% oo

45%

48%

19%
L

Chain A

II<‘>

<>

<> <

>

684

181
984

784

S.1
2%

TLT

S91

891

98V
SS8a

671

ovd

3

(470

9€4d

5l

CEH

0EV

o & o

9TTA

€114
CITA
TT1d

60Td

OO POOO0OOOOS

¥0TI
€0TT
2otd

0 TOT

164

S6A

0 64
0 T6N

j4%an
Piza s
{474

1574

LETY
9€TA

veTT

T€TS

e
€2T1
ceed

6121

6STT

TL2D

0Ly
6921

L9¢V

T9CA

65CA

2STL

0Sza

6¥CA
8¥CT
L¥TM

igact

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

w ©o
o N
| M
< =

£€2eD
CTEN

TZEN
0zeT

[4ci)
TS74

il

prackce
2esy
TCSA

2514
€191
C15d

>

9081

20sh

i

667Y

i

T67A
06%A&

L8VA

€87V

425748
T8%A

LLYN

Lo o oo 2B 2 2

€LV

TLYY

0 0L¥a

69%1
89YN
LIV

S9%S

€9VH
29%0

8G%A

0 997N
It
e
£57S

S69U

2654
1654
06SY
68SA

98971
G8SY
7891

2891
T8SN

799d

2984
199D
099D

8991

< <

6293

9CZSH

7894

2891

0 1890
0899
699

A a2 2 g

LLOK
9.91
SL9A

8994

¢

999N
S99A

299V

0994

LS9N
9991

1590
i)

%90

0 6E9H

8€9d

0 €9V

€90

6291

1294
9TIA

¥cod

0 1294

8194
0T9L

L09Y
909N

V09H
€094

TO9A

e R s A e s A A e e e A e A e e A a2
3
5

66ST
8654

99.LY
S9LK
Y9.LA

8G.LY

9G24

¢

TOLY
0047

969H

6891

L8N
9890

828V
g8l
928D

N~ ©
2 £
[= -

€8LT
8.4

6LLN

©
I
=

9LL4
SL.a

<
~
~
<

€LLL

OLLN

068V

L 4
-
©
o
=

OO & oo o

i'

€261

0zZ6L

816V
L16D

S160
v16d
e16Y

=
o
B
a
“
o

iy
8
o
(¢

0O

4
Z
=
@
<
=
<
a
Z
E
=
]
oz
o

W



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 11

TSOTL

670TD
8%0T4

9%0Td
SYO0TH

CY0TL

0%0T1
6€0TH

€e0Td
2e0Ts

62014
8C0TA

920TY
STOTW

T20TL
02071

i

8TOTN

b

€T0TS

i

17074

600TH
80070

€00TY

T00TS

6664
8664
166N

7661

266d

066A
6861

S864

€861

0 1864

9.64

i

0L6A

9111y
STTTA

ETTTV
CITTL

60TTA
80TTV
LOTTL

S0TTH
0 HOTTA

00TTA
¢

860TD
L6014
960Td
S60TD
¥60T.L

T60Td
060TN

6L0TD
8L0T1

¥L0T4
€LOTA

890TY
L9014
990TS
99074
79011
€90TA
C90TN
19013
090TL
6S0TA
85014
L5074

SS0TH
75014

2S0TA

86TTA

96111

V6TTL
€6TTV

o
@D
—
—
=

06TTL

88TTI

98114

OO OO OOOO

09TTV
6STTd
8STTD

6ETTT
8ETTT

0 SETTV

i

0 €ETTY

TETTT

9211d
SCITT

1211d

6TTTA
8TTTd
LITIN

vic14
€210

99CTV

YoTIN

T9CTA

6921
wmmﬂ N
¥9¢1a
€921
CSCTA

05214
6vCTd
8vZTIh
PAZAR]
9vCTV

SYCTIM

EVCIN

€ETTA

6CCTH

TTTTIA
1221a
0zZ1D

0 61218
8TZTA
L1210
91219
STETV

802TY

9021

v0TIN
€021

0 T0CTY

9VETY
SvETS
YveETd

TYeTT
TYETY
0veTd
6EETA

GEETL
YEETI

[ eeerd |
CEETA
TEETV
0€ETd
6TETH

< oo

ETETY

0TETD
60ETA

TOETS

66CTY

i

L6219

96CT.L

Y6CTA

T62TY
0 0621
68211
88210
18274
98ZTH

8.TTL

0 BLETT

CTLETT
69€TT
S9€Ta
P9ETA
€9€TI

09€TD

89ETd

LSETH

SseT1d

8veTd

11

id prote

Major caps
16%

e Molecule 1

6%

43%

48%

Chain B

e o A e e s o BB J

A & 2 4

o)
)
)

a2 4

CEH
1€S

€ecI

-
<
-
<

e s s s oo o d

€ET
CETY

prax:s
9gTY
S21a

b & 4

*

OTTH

60Td

L01Q@
90TY
SOTV

2¢0Td

~ co
[or e
(o9

S6A

<>
ér

s 4
@
0
—
o

06KW

984

A s A A e A s s o

84
€84

8LV

a2 2

021
Y0CA
€0cyd
[4u4i]
TOZW
00Zd

8671

96TV

€6Td

T614

6811

S8T1
P8I
€810

08TL
6.L1D
8.LT4

€LT1
CTLIN

69TA
89TN

S9T1
91h

i

191V

o
©0
—
I“‘

LSTH

¥S1S

LYTY

SPID

€Y1

9.29

€.2d

& 4

T.,2D

bk
1

L9gy
99CH
S9CTL

0 €924

8GCS

9szh

€9eL
[ATAR

6VCA
8vCT
LyTh
EiZ41

5441

1574

6ECH

LETY

€ecd
ceed
1€CS

622a

Leed
92CS

veeH
€2C1
ceed

0zeA
6121

912H

4598

0 LYEN

0%ED

CEEN

i

62€T

1

veex

CTEN
TZen
02€eT

8T€L

9T€T

YIEY

0 TIEN

T1€T

60EN

LOED
90€X

€0ed
COEA

6624
86CL

S6CA

6TVH
8THY

9Tvd
STHY

80%1

3

70¥'1

20vd
00%T
66€Q
86EN
76€T

(4198

06EA

0 68EN

88€L

98€Y

8¢

1

LLET
9.ed
SLEN
7.LET

6%ed
8¥ex

OO0 OO OOOO

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 12

S8YN

o o o BB 2

8S¥A

95PN

2SPT

0SPT

-

EVPM

Tvvd
0%¥T

8EVY
LEVd

Sevd

eev
2ehd

0€Yd

vLSL
€LSV

TLSI

i

099D

8GST

1

6754

LS4
93V

Y¥SH

%81

6€ST
8ESN

0 5€5a

62594
8T8y
LTSL

¥2so
€259

TCSA

vISY
€15T

90ST
S0S4

00Sa

L6¥d

€67V

88%D
L8YA

S99A

€99V
9G9M
1990
SYoV

£Y9Y
Zv90

0 8e9d

EEV
6291

1,294
9N

¥cod
14428

1294
0290

8194

ST94

1191
019l

L0O9Y
909N

Y09H
€094

i

TO9A

6651
8694

969D
269y
1694
068Y
9851
2851
T8SN
085D

9,54

(49N}

6TLD

L1LD
PILT

L0L4

S0.a

ToLY
8694
969H
0694
L8O
9890
S894

2891
17890a
0899
6,99

LLOK
991
SLOA

TLOA

899K
L990a

7080

OO0 P0P0PS0O0OOOOS

o
2
=

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

Y¥8A

CY8H
T¥8N
0v8d
6€8T
8€8L
LEBY
9E€8A

vesy
€€80

628D
828y
LT8L

28D

S e <

968A
5680

€€0Td
CEOTS

62074
8C0TA

9Z0TY

¥20oT1
€201V
2TOTA

S864

€861

i

1864
9.64

cLeN

0 8960

T96H
096A

8561
LS6A
9564

7564
€564

0360

e

90TTA

COTTT

00TTA
660TN
860TD
L6014

S60TH
760T.L
€60T1
26071

680TA
880TD

<‘><><‘>ii[l><l><'>4><‘>4><b'
OO OOOOSO oo

06TTL

881TI
18714

€8TTV
2811a
18110

6LTTH
8.11Q

9LTTD

€LTTY
TLITd

99714
SOTTA

09TTV
6STTd

LSTTT
9811y

7ST1D

CSTTA

6ETTT

YETTD
0 €eTTY
ZETTH
TETTT

YCTIN

0ZTTL
6TTTA
8TT11d

9111d
STTTA

ETTTV
CITTL

LOTTL

+

6921
89CIN
LSTTA
99211

CSCTA

05214
6721
8vZTIh
L%CTS

SYCTIM

9Tl

LETTd

vectd
€eT1a
CETTS

6CCTH

9CTTN

TCTa

612Td

i

L127Q

STCTV

11219
01TV

10274

S617Q

CBTTA
T611d

€EETd
CEETA

6TETY

LZETT

oeeTd
TZETA
0CZeETT
6T€Td

8T€TY

9T€TD
STETd

<‘>ii[‘><b

CIETH

0TETD
60ETA

SOETY

66CTV
86218

96CT.L

i

v6CTA
€62T1

T62Td
06zgTd
68CT1

S.2TH
v.ie1d
€310

T.L218
04211

19218
9921V
S9CTD

¢
¢

¢
¢

YLETT

Npmﬂq
69€TT
89€Td

99€TY
S9€TQ
vaa>
ﬁwMar
8GETA
LSETH

SGETH
YSeTd

JOr Ccapsi

CSETH

IVETY

YveTd

TveTT
13214
0v€Td

e Molecule 1

8EETS
LEETY

11

d protei

Maj

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 13

15%

5% oo

50%

Chain C

< O o

. 2 2

€69

984
S8d
784
08A
LLA

SL1

€L1
[kc
TLT
0Ld

08T.L
6.1

SLTY

69TA

801D

90174

7071

20t1d
T0T0

7921

L89ed
9520

¥Sev

1821

8¥%CT
LvTh

{4440

Lz24

€221

L12v
9124

€124

TOCZH
002d

8611
L1611
96TV
S6TT
¥61d
€6Td
(4344

68TT

78N
€810

L0€D

S0€L
voen
€0ed

T0EA

662
86CL

S62A

€621
2624

6821
8821
,82d

<> Lo s A s a2

S8TY

08€T1
6.LEV

LLET

SLEN
vLET
€LEY
TLEQ

69€Y

o -

feisiocy

6ved
8ved
LYEN

8G¥A

9G¥N

0 €998

[4ci8

0 1974

v

EYTM

ov¥1
67D

LEYd

EEVY

TeYH

S¢hd

€Y1

TGSV
0554

8¥Sa
L¥Sd
975V

Y¥SH

1991

6€9T

CESN
TS84
0€sb

6254

LTSL
9CSKH

T2sA

0 6154
|

918D

€TST

> @

808V

9084
7094

oo o o d

zosb
TOSH

667V

L6%d

¥6vd
T6%A
L8VA

98%d
S8YN

GE9H

€90

6291
8C9A
1294
929N

¥2od

0 1294
ST9Y

1191
0T9L

L09V
909N

709H
€094

66571

969D
S65Y

2694
1654
068V

9891
S8SV

28ST

085D
B6.LSN
8.LSA

9,54

v.LSL

¥95d

095D

859ST

oo o 2 4

6T.L0

YILT

0T.Ld

80LL
10,4

S0La

899X

S99A

299V

9991

1590

Y94
SYoV

2%90

0%9A

8€9d

[aVk:§
TSLH
0S84
670

VLY
SYLH
0 .4
EVLN
TvL1
7.9

6€.LD

LELM
9ELA

veLd
g€eLd
2eLT

0eLY
6¢.Ld
8¢.La

9CTLH

YCTLH

(4N

SE8A

€€80d

TE8Y

628D

86.4

n ~
o o
= ~
< a

P TRS
I 5
£

¢

e s o 2 4 2 2 4

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

818N
L.8Y

N MW
NN N
® 0 © ©
<=2KF>

TL8A

698N
898Y
198d
998H
98T

798d
€98H

266d
6861

9864
786V

0 2860
0 1864

8.6d

9.64

0L6A

7964

8561

98964

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

L2 2 2 2 2 4

Page 14

€90TA

090TL
6S0TA
85074
15074
950Ta
SSOTH
%3014

CS0TA
TS0TL
05074
6701
8¥0T4

SYO0TH

cvoTL
1574158

6£0TH
8E0TH
LEOTA

SEOTY

€e0Td
2e0Ts
TEOTH
0€0TH

8C0TA

STOTI

€201V
(449N
T20TL
02071

8TOTN
L1074

600TH

€001y
200TI

6664
8664
L66N

7661

6ETTT
8ETTT

PETTD
€ETTYH

>

TETTT

9CT1d
SCTT1

LITIN
9TTTYd
STTTA

EITTV

OTTTV

80TTV
L0TTL

70TTA

00TTA
L6014
960Td
S60TH

060TN

v80t1d

9L0TD
v.L0T4
€LOTA
CLOTY

S90T4
79011

OO OOOOOOS

8TCTH

11219
0TCTVY

80214

9021y

TETTA
T6TTd
06TTL

88TTI
18714
98113

18110

6LTTH

LLTTI
9LTTD

€L1TYd

¢

0TETH
60ETA

TOETS
16zt

8214

Teera

0 BLETT

¢

5% oo

thﬁq
wwmﬂq
S9€Ta
Y9ETA
momﬂH
6GETL
8S€Td
LSETH

44%

eisionacy
7SETYH

CSETH

8¥e1d

¢
¢
¢
¢
¢

SYETS
vveTd

TYeETT
TYETY
0¥€Td

d prote

8EETS

GEETL
YEETI
€EETd

TEETV

JOor capsi

6TETH
8CETA

ceerd
TCETA

8T€TYH

e Molecule 1

9T€TD

mn

Maj

18%

49%

Chain D

1780

0GA

vvs
£vd

7Y

Lea

9TV

. 2 2

¢

S e <

> e

]
eo1d

3

8510
LSTH

€STI

TGTL

8¥TT
LYTV

9vTd

[474%)

8€Td

vers

6211

LeTd
9¢TH
se1a

j£49"
€CTA
[445)
T2TL
0CTH
6TTA

LTTH
9TTA

TT0

SOTV

2otd
107D

Y64

[ ovea | ]
TheH OTEA
i - eogH
8€zH 80€d
e
9€TA
SE€TH
Y21 Y0EA
eezd €0ed
s Ry
,gcd
- 00EY
vezs eeea
€ze1 8621
’ 1620
osea
6121 Hseh
Cerer @ L
AYA | €621
912y | |

|
Joih 092V
gt -J—--
o811
78N ¢ o5
caTd aqzl
o yazy
etV [ese1 |
o zazl
G
8.1y ¢
Ao 6vTA
9,14 8921
| |
2LIA apea
[ | vhel
891N £ey

8LEd

SLeEN
v.LeT
€LEY

e
0LET
69€Y

L9€1

S9EV

c9ey
T9el
09€L

LGEV

OO PPOPOO0OOOOO

TCEA

0CeT

8T€L

¢

0 €978

44}

8y

LIVV

L8€Y
98eY
S8EA

¢

[44ci )
T2SA

A 4

a514

0 1150

60SM

90ST
5084
7054

20sb
TOSH

0 00sa

667V

L6%d

S67Y
Y6vd

L8%A
98%d
987N
icial

LLWN

. e d

€LVA
LYV
TLYV
0Lva
6971

99%1
S97S

€9VH
29%D

85V

95PN

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 15

L6ST
965D

€650
2694
1654
068V
6839A

9891

28ST

08SD
6.LSN

GLSM
YLSL

TL8h
TLSI

& SO

9¥SY

Y¥SH
€%ST

991
0%SY

9ZSH
STsh

2891

0 1890

81971
LLOK

SLOA
v.L91

TLOA

8994

S99A
0994

LSON
959M

1990
L¥9T
9%94

0 991
€YV
TH90

8€9d

E£E9Y

6291

1,294
9Z9A

0 1294

8194

1191
0T9L

L09Y
909N

V09H
€094

TO9A

6651

9GLI

[aVX:§
TSLH
0S4
670

0 8€.a

LELM
9ELA

0 geLT

€eLd
CTELT

0ELY

8¢.La
Lcly
9CLH

YCLH

TLT

8693

969H

069X

L8N
9890

%891

LT8A

ST8A
¥18%
€T8K
(45278

01831
608H
808H

So8M

0 080

€08Y

‘I

0 O O N
0 w O i)
~ KN ~
o < @ <<

[l
0
~
)

COPPPPPPPPPPPPOOOGO 00 & 0o

N~ o
© ~
~ ~
< =

—
©
~
=~}

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

~
0
~
a

—
~
©
=

698N
898V

198d
998H

9981

©
©
o,

~
o)
0
a

~
<
©
H

& 4

Sv8d
TYSH
TH8N
ov8b
0 6€81
8€8L
Lg8Y
9€8A
SE8A
vEY
££80

TESYH
0€8A
628D

0 828y

SE6Y

€€6'T

3

¢

6264

Tzev
0zeL
616N
816V

S16Q
v16d

T16S

L06Y

6,84

62014
8COTA

920TY
SCOTI

€TOTV
(44093

12011

€10TS
0 zrotd

0 11074

600TH
800TD

6664
8664
L66N
7661

6861

0 986H

9864

€861

[z
0 1864

TLBN

0 896a

T96H
096A

8561

9664
7964
€964

o

2OoTT1
T0TTQ
00TTA
660TN

16074
|
€60T1
260T.L
|

0 88019

SR

0 98019

i
¢
¢

2801y
T80TV

6L0TD

L2070

€L0TA

TL0Td

89014

990TS

€90TA

6S0TA

L5074

SS0T0
75074

2S0TA
TSOTL
05074

wwmﬁm
SYO0TH
Yv0TT

(440N
TYOTY

6£0TD

LEOTA
wmmﬁq
€€0Td
CEOTS
TEOTH

8L11Q

3

€L17Y

TLTTA

69TTV

©
©
—
—
O

¢
¢
04
¢
04
¢
¢
¢
¢

¥ST1D

LYTTT

6ETTT
8ETTT

422\

CCTTN

0CTTL

8T1Td

PITIL
ETTTY

TITIV
OTTTV
60TTA

LOTTL

[Gizaxy
8%ZTh
L%CTS

Eizan
vveid
EVTIN

(4449

L121d

-

121D
0TCTV

80CTY

90214

T0TTIN

z0z1d
0 10274

86TTA

L6TIN
96711

¢

+

ZBTTA

06TTL

88TTI
18714
98113
S8TTD

18110

6LTTH

6TETH

veerd
€CETA
(4435
TCETA
0ZETT

¢

0 81€TH
0 LTIETD
0 9T€TD
0 STETd
v1€Td

¢

L

OTETH
momﬁ>
Y0€TL
E€0ETY

TOETS

86CTS
L6TTD

0 S62Td
6ZTA

F

0621d

88210
0 18214

98CTH

28CTI

¢

6.LTTY

L.27d

|
vLTTd

|
1,218
0L211

|
9921V
59219
0 $9ZIN

|
6GCTD

|
SSCTT

|
C¢STTA
15218
08214

0 BLETT

i

CTLETT

0LETH
69€TT

99€TV

C9€ETT

09€TH
B6SETL

11

LSETH

SGETH

Ma

vveTd

TYETY
0veTd

e Molecule 1

8EETS

TEETI

id prote

jor caps

40%

54%

18%

Chain E

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 16

0 §5a

>

@ 90> SO0

> <

0974
6STT

L8714
9STH

8Y11

LYTV
i

S¥1D

6ETV
SETT
veTS
€ET

1274

S21a
17458

0TI

A2 2 2

8TIN

j230)

9074

201d

912H

w12

€124

€024
zozh
TOZW
002d

8611

96TV
€61d
L8TA
8T

€810
281a

08TL
6.L1D

SLTY
L9714

791d
€970

¢

19TV

89¢d

59zl
0 €924
|

092y

e & oo

1 1}

SS2L
Ysey
€5CL
[4{AN

8¥CT

j4%4an

Z8EN

08€1

LLET
9Led
SLEN
v.LeT
€L8Y

¢

+

L9€T

S9EY

29ed
T9€EL
09€L

o .  aa

LYEN

BEEN

€TED

TZeN
0zeT

8TEL

91€T

¢

29%0

8S¥A

€9¥S
[4ciae
TS%4

8vvb

P40

(048
6E7D

LEYd

>

SEVA

EEPY

TEYE

SChd

€2¥1
eTva

9Tvd
STHY

€TV

T1%d
01PN
6074

L0%D

S0%d
Y0¥
€0%A

66€d
86EN

76€T

YYSH
981

8ESN
LESY

¢

-
wn
™
[Te}

CESH
T€84

6254

¥2ad

0 €293

i

@ = o m w © [
o D O 0 @ o o m
re) 0 0 0 0 o e}
= 2=} - —

€151

60SM
808V

S084
094

L6%d

e & o

187K
98%d

icidl

OO0 OOoO

TLYY
LYY
0L%a

6971

II <

LIV
99¥%1
S9¥S

9ZIA

¥cod

1294

8194

0T9L

L09Y
909N

€094

9891
989V

2851

085D
6.LSN

9,54

TLSh
TLSI

s a4

%93d

095D
659d
8591

o &

0§54
6754

PAZES
9%SV

8¢.Ld

9TLN

YCLH

(4N

* e &

COOPPPPPOP 00000900900 OOOOGOOS

PILT

0TLd
60,1

10,4

0 50,0

00LT

8691

969H

999N
S99A

9991
1990
9%94
evov

8€93

0 €E9Y

TE90

6291

1294

©
~
~
2

M
0
Q
o

OOV OOOoO

>
b
S

T€8Y4

628D

N~
o o
~ S
a =

OO0 000G

+E2E

11074
ooty |
600TH
| area e
vT6d ]
€16V
€00TY
| erev ]
ﬂmmm 6664
9061 I\.mmz
G061 1
$06Y
€063 wmﬂ
To6Y 6861

0 2860

7864

LR 2 22 2 4
<>

9,64

b & 4

T96H
096A

8G961

9964
G564

2umll 2 3
B EE
* oo ooo

8.81 8761
.
S.L8A
g
0%6N
SE6V

i

¢

6264

Lz64

€261

Teev

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 17

LL0T0

SL0TT

€LOTA
TLOTY
TL0Td

89074
19073
990TS

€90TA

6S0TA
850Td
L5074
9507Q

SSOTH
%5014

CS0TA
TSOTL
05074
6701
w¢mﬁh
m¢mﬂm
Y01l
TY0TH

mMMaa
€€0Td
Nmmﬁm
62074
8C0TA

920TY
STOTIW

€2TOTY

T20TL
02071

8TOTN
L1073

€10TS

09TTV

8STTD
LSTT1
9STTYH
SSTIN

TSTTA

YETTD
€ETTYH

$om

OO & oo

oveTVY
|

vecTd

€€TTa
i

0€CTd

6CCTH

€6TTV
CETTA

06TTL

88TTI
18114
98114
S8TTD
18110

6LTTH
8.11d

SLTTV

TL11d

04271

L92TS

€9CT1

6G2TH

LSTTA

Jor capsi

¥521d

[4°1498

OiOO

Gizax:
8¥CTh
LYCTS

SYTTIM

EVCIN

0 BLETT

CTLETT

0LETH
69€TT

S9€1d
Y9ETA

6SETL
8S€Td
LSETH

SSeTd

TveTd

(42991

TveETV
0%€Td

8EETS
YEETI

6ZETH

L2eT1

€eena

TCETA

61€Td
8TETY

9TETD

¢ swEnd
vIETd
0 €1€TY

0TETD
B60ETA

in

d prote

Maj

e Molecule 1

.

R

n

R

m

<

R

—

n
BN
n
—

=

o=

o]

5

08A

SL1

TLT

0 694

89A

LYN

ovd

vvs
evY

8ed

0 L€a

SE€T

CEH

SLTV

€910

19TV

evT1

OYTI

9ETY

€ETA

OETN

9CTYd

i

¥erI
€CTA

8TIN

T11d

0 60Td

< oo

70TI

20Td
T0TD

¢

9s2b
G§SCL

wmmq
i74ch
#MNH
e
ovey
B6ECH
8€TH

LETY

€€Td

T€TS
prass

€ee1
ceed

70CA
€0z

002d

L6TT
96TV

6EEN

CTTEN
T2EA
0zeT

8T€L

76T
€621
26T

Llgh

v.LcA
€Led

TLTD

6921
892a

99CH

921

859¢S
LS2d

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

18€d

LYEN

LLYN

ELVA
TLYY
TLYY
0L%a

69%1

LOVH
99%1

29%0

LYVH

¢

095D

0 8991

95SA

¢

8%

9%SV

Y¥SH

1991

8ESN
LESY

>

€esb
CESH
T€54
0esb
(Crackc
8TSY
LTSL

0 €254

[44:) )

YISV

60SM
S084

TOSK

o o & 2 4 o &

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 18

6E9H

0791

L09V
909N

Y09H
€094

TO9A

6691
86394

CTLd

10,4

< <

TOLY
00.LT

8694

969H

L8N
9890

7894

2891
7890
089D

81971
LLOK

SLOA

€LO9K

0491

8994
199a

S99A

899N

959M

TS990

SYoV

€YoV
%90

o
2
=

YLLY
€LLL
TLLY
TLLA
OLLN
69.D
89.LY
L9LY

99L&
Y9.LA

T9LH

6G.LD

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

S¥8d
T¥8A

LESBY
9E8A

vesy

0 €e8d

628D

Le8l

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

800TH

€00TY
C00TI

6664
8664
L66N

S66D
7661

266d

0661

1864
0861

061

7,014

TL0Td
0L0TS
6901V
890TY
L9014

S90T4
79011

290TN
T90TH

6S0TA

L5014

75014

TSO0TL

SYO0TH

ZHOTL

0%0T1
6£0TD

0 LEOTA

€€0Td
CTEOTS

62014
8COTA

9201V
GTOTW

TTOTA
TCOTL
02071

8TOTN

€70TS

11074

600TH

9C¢T1d
SCIT1
YCTIN

CCITN

3

8T11d
LITIN
9T11Y

OTTTV
60TTA
80TTV

COTT1

00TTA
mmmﬁz
V60TL
€60TT
260TL
16074
060TN
680TA

980TD

oveTV

6CCTH

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

06TT.L

88TTI

€8TTV

18TTH

6LTTH
8.T1d

9LTTD

CIETH

0TETH

862TS

V6CTA
€6CTI
26CT1
T62Td
0621a

18214

28CTI

@ O o o

v.LCT4d

TL2TS

15218
08214

kEjzati]

0 BLETT

CTLETT

S9€1a
Y9€TA
€9€TI
C9ETT

8G€Td
LSETH

SGETH
vSeTd

9VETY

SYETS
vveTd

d prote

CYETT
TPETV
oveTd
6ee1d
8EETS

SEETL
beeTI

TEETV
0€ETA
6ZETH

8CETd

ceetd
TCETA
0ZETT
61€Td

11

Major capsi

e Molecule 1

5% «

43%

51%

21%

Chain H

€0TT
2¢0Td
T0TD

764

684
1871
84

€834
28l

S e <

o o

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 19

T6TY

6811

9811
Y8TW

281a

8.LT4

1914

G911

o &

8%11

0 ov1d
0 Eiat]

TPl

i

(449!
15424

SETT

6211

a4

9CTY

(4458

ST1d

T9CA

6SCA
85CS

[4stAN
1921

LvTh

v¥eI
evey

1574

N oW o ]
o oomonn o
[N I ] o
[N R o

LgTd

4488

eeed

0zeA

912d

€124

¢

L2€Y

SCEY

ween

TTEN

OTEA
60EN

0 80€d
L0€D
90€R
S0EL

€0€ed

0 TOEA

10ed

6624
8621

0 9623
0 S62TA

vecH
€621

[4:14 4
18CL

70%1

TLYY
TLVV

0 0L%a

S9VS
79vd
€9VH

6EVD

LEVd

SEYA

EEVY

TeVd

¢

04
¢
¢
¢
¢
¢
¢
¢
¢

S0S4
7054

20Sb

00Sa
667V

88¥D

[ E7L
08%d

909N

Y09H
€094

6691

€650
2654
76584

1850
9851
S8SY

i

T8SGN
089D
6.L3N

i

LLSA

9,94

<>

00471
969H
0694

L8N
9890

2891

0 189a

LLOK

<

SLOA

€L9K

TLOA

8994

S99A

€99V

1990
0994

9G9M
SG94

1990

Ly9T
9794

Y991

%90

0797

8€9d

SE9H

o o & 4

%

£e9Y

6291

0 8T

Leod
9CIA

99.LY

65.LD

QiOOOOOOOOOQOOOOO

15.a

¥5L0
€90
(47X}
TSLH
0S4

9vLY

0 ShLH
0 VLN

TyLT
LD

i

i

b e s o 0 o o o 4 0 4 4 4 & & A A A A e

6ELD

9€LA
SELT
YELd

CELT

0ELY
62.Ld

LgL4
9TLN

YCLH

[4N8
Tc.Ld

6T.LD

PILT

20,4

N~ ©
o o
=N
A m

® o O o M % W © 3
~ K~ ® © ® 0 ® © o
N~ KON [N SO N ~
@ = A o A oA m = <

SL.LQ

o

1681

5680
7681

26871
T68IW

688d
888D

0 €884
4

088H
6,84

0 881
e

9.8N

i

%81
0 €8N
0 TL8Y
0 TL8A

o

898V
198d
998H
$S98T1
798d
€98H

OOV PPPPPOPP0PPP0O0OOSO o o
3
&

~
<
o
=

<
<
©
=

0 (4L

T8N

’ 6€81

8€8L

CYOTL
TY0TY

6€0TD
8E0TH
LEOTA
9€0T1T

€€0Td
2EOTS
TEOTH
0€0TH
62014
8COTA

920tV

T20TL
02011

8T0TN

L.6d
9,64

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 20

e s dil 4 2 2B 4 < 4
o0
3
|I =

SLO0TT

€L0TA

CTLOTY
TL0TH
0L0TS

89074
L9073

S90T4
%9011
€90TA

190714
090TL
6S0TA

L5074
950Ta
SS0Th
%3074

CSO0TA

L8714

62114
8CTIN

9CT1d
SCTT1
YCTIN

EITTV

01TV
60TTA
80TTV

€€T1a
CETTS

LTTTA

0 6121d
8121y
0 L1210
91219

€TTTA

11219
0TCTY

80214

902TYd

96111
0 S671a

V6TTL

TETTA

T611d
06TTL

88TTI

TEETY

6ZETH
8CETd

ceetd
TZeTA
0ZeTT
6TETd

8TETY
LTETD
9TETD

b2 2 2 2 2

OTETH

Y0€TL
€0ETY

0 TOETS
8621S

0 g62Td

vecIA
€62T1

0 06213

68211
88CTD
18214
98CTH

28CTI

08TV

Jor caps

8.CTL
LigT4
9,214
SLTTH
vic1d
€LT1D

19218
0 9921V

0 BLETT

i

CTLETT

0LETH
69€TT

S9€Ta
YIETA

mn

C9ETT

09€Th

id prote

8GETd
LSETH

eisionacy

9VETY

8EETS

YEETI

CEETA

Maj
14%

e Molecule 1

6%

44%

48%

Chain I

L 2 2 4

oo
12
A& 4

19& 425!
89T 07T
187 eety
9gy 8e1d
o qeTT
6211
8TTY
i as't
¥¥S 0 9zTY
i az1a
£2TA
1211

90TH
SOTV
|
20Td
321 TOTD
ge1 [ oomH |
zTs 66A
| | sed |
8TA
Lo
9TV
STV
IV

TeN
06
0155 684
6d

8d

€€Td

08TL
B6LTD
8.LTd

SLIV

€910

19TV

8STh
LSTY

€STI

TSTL

0 6v1a

8¥TT
LYTV

0 9820
582
%821

0821

8.T71
LLTh
9.2H
S.za
v.Llch

TL2D

6921

S9¢L
921

L

6SCA

LS2d

[4s1AR
1821

8%¢T
LyTh

4488

0ig4:

8€TH

9€TH

€Le4

0 TLea

89€A
L9€T

S9€Y

® 0 ©
g S
~ oA

09€L

6ved
8ved
LYEN

L e a2

>

>

62€1

veen
E£CED

0zeT
61EY

LTIEA

¢ ey
.

0TEA
60EN

L0€D

i440)

(0478

LE%d

T€74

S¢vd
17478

12%D

6TVH
8Ty

STVY
viva
€TV

OT¥N
6074

LO%D

i

E£0%A

TO7L
0071
66€Q

L6EY

T6EX

06€EA
68EN
88€L

S8EA

[ weer
£8¢Y
ey

18€d

1

LLET
9.e4

Szsh

€191
[Asst:S
1150

60SM

90ST

€050
20sh

00sd

L6%d

L

€67V
4544

L8%A

4257

OO OooO

LLEN

€LV
CTLYV

-

897N

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 21

68SA

98ST
G8SY

£85d

T8SN
085D
6.LSN

9,94

.81
LSV

TLSI

695D
895d
195D

9890

2891
1890

LLOK

SLOA

8194

909

Y09H
€094

66ST

965D
S65Y

2654
1654

o o

9S.I
SS.4

[4spX:§

0.4
90.Q

0041

8694

969H

1694
069X
6891

OO PP PP0P0 90900000000

L8N

628D
828V

68.LY

OO PPOPP0PO00SOOOOOOO
3
b

.
COOPPPPPPPO 9000900 SGO & oo

08.a

©
~
~
=9

—
~
~
=

T98d

1,58d

€680

6¥61
8¥61L
L¥6H
9¥6a
S761
¥¥6H

Tvev

LEBA
9€6D
SE6Y

€E6T

6264

Lz64d

[44:H

0z6L
616N
816V
L7169

S16d

T16S
0762

8061
L06Y
9061

7064
€064

0 TO6H

1681
968A

5680
7681

L & 4

87074

9%0Td
SYO0TH

ZYOTL

6€0TD
8E0TH

veota
€€0Td
CEOTS

62074
8C0TA

SCOTI
€20TY
20T
T20TL
02011

€T01S

¢

17074

600TH
800TH

S00Td

£00TY
200TI

6664
8664

7661

266d

6861

9864

286Q

0 1864

9.64
S.L6N

0L6A

7964

0CTTL
B6TTTA

LITIN
9TTTYd
STTTA
PITIL
ETITTV

90TTA

660TN

¥L0T4

€LOTA
CLOTY
TL0Td
0L0TS
6901V

L9014
990TS
99074
79011
mwmﬁ>
6S0TA
85014
L5074

SS0TH
75014

2S0TA
TS0TL

96211

v5c1d

182TS
08214

6721

LYC1S

[479A4

0veTV

LETTd

SECTV
veetd
€ETTA
Nmmﬁm

6CCTH

LTTTA

1zeia

61274
8TCTA

9121
STCTY

€TCTA

01TV

802TY

902TY

YO0TIN

0 T0ZTY

00ZTY
66174

LBTIN
96TTI

@ 0000 o

€EETd

TEETV

6ZETD

L2ETT

vCeTd

0CETT
61€Td

0TETD
60ETA
80€Td

Y0ETL
€0ETY

TOETS

96CT.L

v.ie1d
€.21D

79CTIN
€92T1

6SCTD

0 BLETT

i

CTLETT

0LETH
69€TT

99€TY
S9€Ta
Y9ETA

11

C9ETT
T9ETA

d prote

6SETL

SGETE

IVETY
SYETS
YPeTH

ZveTT

0v€Td
6EETA

9EETD

Major capsi

e Molecule 1

22%

9%

53%

36%

Chain J

RLDWIDE

SPDB

PROTEIN DATA BANK

W



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 22

8cd
LZ1

0 9zl

21
€cI

9TV

v
E€TA

TTA

> oo

L 4

[44%%

90TH

SL1

0gTL

0 6z2a

8¢T0
Lggd

0 Era4's

98TH

€810
281a

¢

€970

0974
6GT1
8STh
LSTH
9GTH

¢

€STI

TSTL

0 6910
+n
0 LTV
¢

¢

2624

OO PPOPOOOOOOOO

¢

6821
88CT

,82H

T.2D

€924

T9CZA
09zV
6GCA
89¢S

0 EE]

(41N
1921

0 0sza

6%CA
8¥CT
LYCM

0 feiigact
eI
Biza

0 They

oycy

o
“ Leey

SETH

ceed

i

€9€EN
29€d

09€L

LSEV

0
o)
]
55

=
£9ed

oved
BEEW
8eed

¢
¢
¢
¢
¢

GEEH

& 4

L0€D

Toea

6624

Leca

0 962H

SG6CA

o=
0 €621

8C¥D

9THY

747
€yl
oecva
D
(444
6TVH

LIVV
91vd
STPY

0TPN

A s a2 2 2 2

8071
0 2079
0 90%1

S0%d

0 TOVL

86EN
Leey
96€D

TBER

L8EY

S98€A
¥8EI

T8€d

GZIEH

v.LeT
€LEY

0LEL
69V
89N
19€71
0 99€d

S9eV

o
©
<
]

T8%A

5084

0 %054
£0sb
zosh
TOSH
00sa
667V

L6%d

v6vd

s d

%99d
€99A

099D

0 1894

o 4

¢

6791
8%9A
L¥9T
9¥9d
SYoV
7991
2%90
994
0%9n
B6E9H
8€9d
LEIS
SE9H
wﬂmm
TE90
6291
8T9X
1294
929N
Jﬂwm
029a

¢

.o
o
g

1084
008H

66.d
86.4
16.0

[ TS T} ~
0 0 o 00 ©
[N S ~
& 3 A @ >}

SL.a

€LLL

0LLN

OOV PP P90 00000009000 P09 PP09090909000%000 o

158d

Ny
Tl
©
a

A e

8¥61L

9¥6a
S¥6T
Y¥6H

Tvey
0%6N

@ 0 o0

LEBA
9€6D

YE6H
€€6T

3

6264

Lz64
9Z6N

veev

0Z6L

816V

9061

7064
€064

SOOO®

R LDWIDE

w_ 0

PROTEIN DATA BANK



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 23

SCOTI

€20TY
CTOTA
T20TL
02011
6101V
8TOTN

L1073

9T0TD
STOTY

>

€10TS

17074

600TH

900TA
S00Td

€00TY

6664
8664

7661

266d

6861

0 886d
0 986H

$ o

€861

L EE

864

9,64

cLeN

8960

SO & oo o

096A
656d

LS6A

TS6N

>

RN

0 S80TL

$80T2
0 €80TH

S

T80TV

¢

0 LL0TD

9.0TD
SL0T1

€L0TA

1,073

6901V

L9014

§90Td
9071
0 €90TA

T90TN
19073
090TL
650TA
85074
L50TY
9501a
S50TH
$S0TY

0 €S0TA

TSOTA
TS0TL
0 080Td

6v01D
80T
L7019
9%0Td
0 SYOTH
0T
€701
ZHOTL

0%0T1
6E0TD

L . .

LEOTA
omms
€€0Td
TEOTS

0 TEOTH

0 00T

62074
8COTA

0 920TY

67 TIN
8Y1TYd
LYTT1

SPTTA
YYITY

TYTIN

6ETTT
8ETTT

9€TTd

YETTD
EETTYH

TETTT

62114

9¢T1d
SCTT1

6TTTA

9TTTd
STTTA
YITIL
ETTTV

0 TITIL

TT11V
OTTTV

80TTV
LOTTL

YOTTA

20111
T011Q
00TTA

860TD

F

16074
060TN

88019
0 28019

11219
01TV

80CTY

vicTd
€LTTD

TL21S
04211
69CTA
8921d
PASTAR
9921V

C9TTH

T9CTA
0921V
65CTD

LSTTA
98211
G§SCT1
vseta
€92T1D
CTSTTA
18218
0SCTd

PAZAR]
izan )
SVCTIM
Y¥e1d

TveTy
13749
[izaa 4

9€eTd

9121

8YETa

b o 4 4 4

9VETY
SYETS
YveTd

TYETT

0%€Td

8EETS
LEETY
9EETD
SEETL

€eeTd

62ETH

SCETO

OTETH
60ETA

COETL
TOETS
00ETA

662TY
86CTS

b & 4

veciA
€6CTI

16214

68211

0 18274

¢
¢

¢

iiib

YLETT

CTLETT

0LETH

69€TT
89€Td
L9ETS

Y9€TA
€9€T1
C9ETT
TOETA
09€Th
6SETL
85€Td
LSETH
9S€TL
SSETH
vSeTd
ESETY

11

Major capsid protei

11%

e Molecule 1

7%

43%

47%

<& &
£-§H%-
z 3 [

Chain K

S6A
764

—
[}
=

06K
684

181
984

784
€84
281

08A

i

8LV
LLA

7LD

694

i

891

SSa
54

0. €98

H

evyd

it
—
<

. 2 2

L 2
[
<
3
i

(449!

A 2 2
e
-:

SETT
Ye18

CETV

8CTV
LCTd

Se¢1a
¥CrI

TCTL

LTTH
9TTA

i411]

4

8¥CT

144

0 © N~ o -
o IS
mmmo M o
24> - - =

iza s
veTT
€€T4
[4A)
Leed

veen
€ee1

912Yd

45498

0 8029
0 202N

S02T

Ii

£02Yd

TOZH
00¢d

86TT

96TV

0614

88TT

98TH

Y8TH
€870
281a

6.1D
8.LT4

SLTV

19TV
09Td

8C€S
Leeyd

YTeN

TTEW

¢

T1ET

o}
ol
0
=]

90€A

Y0EN

20oEA
Toea
00€Y
6624
8621

1620

6821

T6ER

88€L
L8EY

S8EX
78€1

z8¢eN
18ed

<‘>ii[‘><'><><l><l><><‘><><.’

B6EEN

SEEH

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 24

€9VH

L

8SVA

i

€SVS
[4ci4)

677A

LYVH

SEVA

(457

0€%d

Levd
9CTHY

4478

2eva
T2%D
(474

8TYY

Lo 2B 2 & 4

9Tvd
STPY

0T¥N

L07D

Yov1
€0VA

66€d

S6EA

¢

LESY

SESA

S0Sd
7054

20Sh
TOSK
00Sa

L6%d
96%D
S67Y
76vd

T67A
0674

88%D
L8VA

c8vd
T8%A

LLYN
9.L¥A

ELVA
TLYY

919D
0T9L
L09V
Y09H
T09A

86394
L6ST

765V

2654

68SA

1890
98571

7891
£89d

T8SN

6LSN
8LSA

SLSM
7.LSL
€LSV

TLSI

¥99d

095D

LSS

S8V

8%3d

9YSY

Y¥SH
€¥ST

T%S81

8ESN

6T.LD
8TLY

YILT

2024
90.Q

TOLY
969H
0694
L8IN
2891

8.L971
LLOK

SLoA
TLOA
899K
1990
999N
S99A
994
0994
959M

8%9A

9%94
SYoV

€YoV
2%90

6E9H
8€9d

9€9D

£e9Y

6291

9T

¥2od

1294
029a

S8.LH

¢
¢
¢
lem ¢
¢
¢
¢

- 4

S..a

€LLL

OLLN
69.L0

A s e s A 2

Y9LA

T9LH

6G.LD
83.LY

Ao o & 2 & 2

9924
¥5LD

TSLH
05,4

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

S00Td

€00TY

8664

966V

%6671

6861

286a
1864

9,64

TL6N

8960

9969

%964

096A
6596d
8961

95964

¥s64
€563

6264

Yzev

126V

616N

0 6,070

8L0T1
L2070

CTLOTY

£90TA

1
-

¢S0TA
TSOTL

6%01TD

L%0TD
SYO0TH

ZY0TL
TYOTH
0%0TT
6£0TD
8€0TH
LEOTA

L

€€0Td
CEOTS
TEOTH

62014
8C0TA

€201V

TCOTL
ommﬁq
hamﬁm
€10T8
(g%
11074

e & oo

600TH
800TH

EVITY

6€TTT
8ETTT

SETTY
ve11d
€ETTY

TETTT

8CTIN

9¢11d
SCTTT

[4499'
1211Q

STTTA

ETTTY
CITIL
TTTTV

60TTA
80TTY

90TTA

[43%8

00TTA
660TN
860TD
L6074
960Td
S60TH

€60T1

i

16074
060TN
680TA

080TA

Teena

L121d

1424299
€TCTA

80214

90214

€0CTD

TOoZTY
00214

S611d

06TT.L

88TTI

98114

z8T1d
18110

9LT1D
SLITV

< oo

€LTTYH

Y6CTA

26211
16214
06214

88CTD
18214

¢8CTI

¢

6,21V

9,214
S.2TH
v.LiCTd
€.L2T0

04271

PATAR
9921V

Y9CTIN

T9CTA
vsc1a
€9C1D

0SeTd
6¥C1Yd

PAZAR
izan )
SYTIM
vve1d
EVCIN
[4444 4

odmﬁ<
LETTd
9€CTYd

veetd
€ecta
TeTTS
T€TTD
0€TTD

82C1a

9CTTN
S§2CT1
i44a

L9ETS

S9€Ta
wwmﬂ>
8S€T4
LSETH

SGETH
vSeTH

0 TSETH

¢
¢
¢

8¥€1d
vveTd

oveTd
6€€TA

YEETT

CEETA

0€ETH
6ZETH
8zTeTd
LCETT

SCETD

2eeTd
TCETA
0ZeTT
6TETH

STETd
YI€Td

OTETD
60ETA

Y0ETL
E0ETV

TOETS

962TL
S6cTd

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 25

0 BLETT

CTLETT

0LETH
69€TT

id protein

Major caps
12%

e Molecule 1

7%

43%

48%

Chain L

Sva
v¥s
€Y

6ed
8€d

SET

€Y
CEH

—
o
%]

ferac

¢

~
]
H

€¢I

0zl

LT

STV
431

{451
TTA

o o o o

TSTL

0 6v1a

8¥11

0 LTV
¢ ova
0 SHID

[44%¢
157454

L

LETL

6211

praxs

0 sz1a

{4429

(4458

6TTA
8TIN

9TTA
STTd

€114

28l
180

6.0
8LV

L0€D
90€A

¢
¢
¢
:
| getd
¢
$os
¢
¢
¢
¢
¢
¢

6821

1

0821

821
LLZA
9,29

LETY

veTT

0€TL

Leed

9.ed

&> SO

Teed

CEEN
Teea

0 0gea

62€T

9CEN

6TEV

9T€T

TSPH

9%va

Levd

0TPN

L0%D

Y0¥
€0%A

00%1

T6ER

06€A

8TSGA

¢

867D

v67d

¢
een M

{4518

0674

88¥D
L8VA

<
]
<
<

€87y

SO SO

SL¥D

254

TLYY

TLYY

6971

E9VH
297D
T9vA

8S¥A

95PN
Eisics

€9¥S
[4ia¢

685N

9891
983V

£€849d
2891
T8SN

LLSA

B

¥LSL

TLSI
0LSY

§95d

9CSH
szsh
%230
racic
2esy
T2SA

6154

2891

0 1890
119k
9291
SL9A
TL9A

S99A

€99V
299V

0994

9G9M

& 4

<‘><‘><’N‘><‘><‘~1><‘><D"1><‘><‘><.N‘>ii[‘> o o o 0 4 & 4 4 4 o 0 o o

%998
1990
LY9T
9794
SYov

€YoV
%90

8€9d

EEIV

294
9CIN

¥29d
€C9X

1294

¢

6194
8194

wT9A

0T9oL

L09Y
909N

€094

6651

£650

1654

99.LYV

T9LH

OO OO S

L8.a
9S8.1

0S4
6%,

VLY

TOoLY
0041

L69A
969H

6891

L8N
9890
S894

628D

128l

vzsy

06,4

o]
0
~
o

18L1

S8LH

c8.LY

< =]
~ ®©
~ o~
= A

© ©
~ ~
~ ~
F ~

YLLY
€LLL

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 26

€980

L¥81

OO PPPO0P0P0O0O0OOOOO

8.6d

9.64

096A

8561

6¥61
8¥61
LY6H

7¥6H

Zv6d

076

8€6T

SE6Y

€€6'T

6264

2T6S

816V
L16D

S160
v16d

T16S

16871
968A
5680

79011
€90TA

6S0TA
85014
L5014
950Td
SS0TD

2S0TA
TSOTL

SYOTH

CYOTL
Tv0TH
0%0T1
6E0TD

9€0T1T
SEOTV

€€0Td

62074
8COTA

SCOTI
12011
8TOTN
€T0TS
c1o1d
TT0TH

600TH
800TH

T00TS
000TS
6664
8664
L66N
966Y

7661

6861

5864

286a
1864

¢
¢
¢
¢
¢
¢
¢

60TTA
80TTV

YOTTA

COTT1

00TTA

860TD
16074
960Td
S60T0
760TL
€60T1T

e s e o 2 2 2

[4249\
12eTa

4
0 81TTY

Lizia
9121D

€TTTA
8021y

€021

00214

S61Ta

88TTI

9817Td

2811a

6LTTH

9LTTD

€LTTY
CL11d

SSTIN
YST1D

CSTTA

LYTT1

6ETTT
8ETTT

96CT.L
S6cTd
76CTA
€6CTI
26211

0621d
68211
88210
18214

682T1D

GSCTT

€92T1D

0SCT4d

SYTIM
7vC1d

[4444 1

[izas 4

LETTd

SETTV
veetd
€ecta
TETTS

0€TTD

0LETH
69€TT

LOETS
99ETY

Y9€TA

89ETd
LSETH

vSe1d

CSETH

SYETS

YPeETH

cveTT
eIV

8EETS

beeTl
€EETd

6ZETH

LTETT

STETD

TCETA
0ZETT

9TETD

E€IETY

60ETA

LOETS

€0ETY

66CTV
86CTS

0 BLETT

€LETS
TLETT

11

Major capsid protei

e Molecule 1

R

ee]

X

m

<

R

~

<
N
m
—

=

o

<

mmw

8€4d

0 Lea

Sv1D
YyIL

0 0%TI
6ETY
8eTd

9ETY
SETT

OETN
6211

0 szTa

j4428

[445)

0TI
6TTA
8TIN

ST1d
411

OTTH

SO oo

SOTY

€071
20t1d

164
960

€60

o = o
D O N
==M

A& 4

SL1

€L1

ceed

6121

9Ty

454N
€12H

0 j3%4

802D

90za

S02T
70CA

Lo 2 4 2 4

zozh

002d
6611

0LTD

1974

S9TT
€91

097¥
6STT

9GTH

LYTY

Toea
00€Y

0 9623

SG6ZA

€621

S§82x

821
0821
6.LTA
8,21
LL2TA

v.LTA
€.L2d

6921

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 27

89€A
L9€T1
99¢ea

S9eV
7oed

eisiorcs

TSET
0S€L
6ved
8ved

OO PPOP0POOPOOOS & o

* > oo
S
8

62€T

Leeyd
9TEA

CTTEN

0zeT

8Tel

STEN
4534

T1€1
(2718
B60EN

v
174728

L

(0478

3

9€¥d
SEV

€EVY

S¢hd
247N

zeya
11476

6T7H
121544

9Tvd

€TV

8071
L0¥D

0%
€0%A

66€Q

76€T

T6ER

L8EY
98V
S8EA

€884
28EN

6LEY

LLET

vLET
€LEY

0LET

€e¢sd
(44}

0ZsSM
6154

v1sv

0. 0154

9051

Y05y
£0Sd

TOSKH
00Sa

LLVN

ELYA
LYY

6971

€9%H
(45

897A

957N

€8¥S

[4ci}

TS74
0S¥%T

8vvd

6651
8693

A& 4

€5SA
[4i=p]

L%S4

Y¥SH
€%ST

99T

LESY

fetoaeled

A & 4

Te5d
0esb

8TSY

Szsh

|
0 891

1890

619D
8191
LLOA

SLOA
7.L91

8994

999N
G99

€99V

0994

9991
G59K

1S90

9%9d

EVOV
2¥90

B6E9H
8€9H

EE9Y
8C9K

1294
9TIA

¥29d

298

0 1294

029a
6193
8194
919D

1191
07191

L09V

Y9LA

9TLI

YCLH

COOPPPPPPPPPPPPPPG G 9909090909090 900009090 o

eTLT

6T.L0
8TLY

YILT
€14

80LL
2024

0 90,0

281

4538

[43°)8
T18I

808H

7080

86.4
L6.Q

06,4

L8LL

© o o - oaNm w ©
~ ~ O~ © © 0 © ®
~ [N [N N~
[ = = [T} = =

€LLL

688d
888D

988A

v88A

2889

L 4

898V
198d
998H

S98T1

€98H
298y

198d

1,98d

<>

¥98d
€980

@ COPPPPPS GO G000 > oo

6264

0z6L
616N
816V

CS0TA
TSOTL

8%0T4

SYOTH

CYOTL

07011
6€0TD
8E0TH
LEOTA

CEOTS

0€0TH
62074
820TA

SCOTI
%2011

T20TL
02011
6T0TY
8TOTN

€10TS
c1073d
17074

600TH
800TH

Y0010
€00TY

8664
L66N

7661
066A

6861
886d

786V
€861

864

* e oo

9.64
S.L6N

cLeN

8ETTT

PETTD
€ETTYH

62114

9CT1d

Teria
0CTTL

8TT1d

91114
STTTA

60TTA
80TTV
LOTTL

00TTA
660TN
860TD
L6074
960Td
S60TH
760TL

060TN
680TA
0 880TH

SIEEE

0 980TH
S80TL

0 $801H
€80TH

0 6L0TD
8L0T71
LL0TD
9,019

TL0TH

89074
19074

6S0TA

L5014
9501d
SS0Th
vs01d

L

8TCTH
L1210

STCTY
VICIA

80214

90214

Y0CTIN

T0Z2TH
00cTYd
66114

€6TTV
CETTA

06TTL

88TTI

98114

18110

<>

LLTT
9LTTD

99714

€9TT1

@ 0O oo

6STTd

YSTTD

CSTTA
TSTTA

LYTTT

€62T1

Tecty
06214
68211
88C1D
18214

98CTH

28CT1

082TY
6.CTY

LLTT4

vic1d
€LT1D

0.271

9921V

€9211

8GCTIN
LSGCTTA

SGCTT

€921D

0S2T4d

LYTTS

SvTTM
¥¥e1d

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 28

0LETH
69€TT

99€TY
S9€Ta

e
©
™
—
=

CT9ETT

8GETA
LSETH

SGETH
YSETH

CSETH
TSETV

II<'><I>

67ETD

-

ety
EVETT
CYETT

0%ETd

veeTl
€eeTd

F

6ZETH
8CETA

9CETD

0CETT

¢

0 8TeTY

¢

0 9TETH

¢

+

0TETD
60ETA

LOETS

voeTL
€0ETY

66CTV

vecin

0 BLETT

CTLETT

11

id protei

Major caps

e Molecule 1

X

~

X

o

<

BN

(o)

<
N
©o
—

=

o

<

mmw

.o d

o

S6A

08A

8LV
LLA

€L1

191

E€9N
290
T9X
09s

891

@  © 00O o0

98V
eis(el

s
€74

6GT1

LSTH

SGT1
¥S18

(A1)
TSTL

[4c{AN

8¥CT

svea
j4%440

8€TH

9€TH

€T

veen

S02T

oo

z0zh

002d

86TT
L6111
96TV

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

18CL

6.LTA

S.za
j2xa8

3

6921

v6eT

T6ed

69€D

0 6EEN

SEEH
veed

69V1
89¥N
L9VN
99%1
S9¥S

29%0
T9%A

85PN

(41748

677A
8y
LYYH

4708

(vig8

8ERY

L¥S4
9YSY

YYSH
£%9T

981

T€Sd
0esd

1TSL

i

¥2so

0 o=kt
[44 4
TTSA

6154

0T1SY
60SM

9081
8054
7094
€050

0 S6%Y

v6vd

T67A
0674

L8YA

8y
T8%A

e s s 2 2 2

LLYN

€LVA
TLYY

0L%Q

¥29d

1294
029a

L a0 4 A e A A e A A A e e a et et et oo ot o

© N~ ®
T T
NN N
H A<

8194

ST94

07191

LO9V
909K

Y09H
€094

TO9A

6691
8653

969D

1654

68SA
885d

9851

T8SN

0654

8%5a

LT.4
9CTLH

YCLH
(49N}
6TLD
YILT

20,4
90.a

TOLY
00471
969H

0694

L89H
9890

2891
189a
0899

8L9T
LLOK
991
SLOA

TLOA

S99A

i

€99V

9G9M

6791

Zv90

8€9d

SEOH

EE9Y

6291
8T

e o 2 2 2 2R 2 2 2
&
=

929N

06,4
68LY

S8LH
¥8LT
€8L7T
8.4
781D
08.a
BLLN
8.L.4

9LLd
SL.a
YLLY
€LLL

0LLN
69.L0

%5L0

T8
TSLH
0S4

S¥.H
evLT

B6ELD

0 8€.a
LELM
9ELA

€€Ld
CTELT

0ELY

82T.La

A e e aa

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 29

988A

v88A
£88Y4

6,84

266d

@ & 0 oo

SL6N

696H

T96H

6264

€261

980TD
G80TL

€80TH
280TY

8L0TT
LL0TD

v.L0T4d
€L0TA
TLOTY

6901V

19013
990TS

79011
€90TA

6S0TA
859074
L5074

TSOTA
TSO0TL
05074
6%01D
8¥0T4

SYOTH
77011

ZYOTL
6£0TD
9€0T1

€€0Td

TEOTH

62014
8COTA

STOTI
¥20T1
€201V
CTOTA
T20TL
02011

8TOTN
L1074

c¢1otd

L9TTD
99114
S9TTA

€977T1

<‘><l><l><‘>ii[‘><><‘>4>

0 99714

6€TTT

L ]

TETTT

3

€CTID
CTTTN

8TT1d
LITIN
91174

VITIL
€TTTV

voT1A
€0TTD
20111

00TTA
660TN

L6074
76071

160Td
0 060TN

¢
¢

€02TD

TOoZTY

Y6TTL

€6TTYV
C6TTA

06TTL

88TTL

98114

€8TTV
2811d

08TTD
6LTTH

9.T1D

SLITV
7R84

0 0LTTh

¢

VOETL
E0ETY
TOETS
00€TA
mmmﬂ<
96CT.L
V6CTA
€6CT1

0 16214
06213

0 18274
98ZTH

¢

¢

6LTTY

LLTT4
9,214
SLTTH
v.LiCTd

0L2T1
69CTA

192718
9921V

6SCTD

6¥CTYd

SYCTM
YvC1d

e Molecule 1

154921

6ETTY

LETTd
9€TTY
SETTY

CLETT

0LETH
69€TT

S9€1a
Y9€TA

89€Td
LSETH

SGeTd
vSe1d

0ZETT

0 8TETH
0 LTIETD
91€1H

YT1eTd
CrIeETd

60ETA
0 80€TA

SOETY

11

Major capsid protei
14%

7%

41%

49%

Chain O

LYN

Sva

@ S o o

L 4

N~ oMy w o o N o )
=l b Y - [ M o o
=B A aun bEe = [

STV
434

(4%
TTA

oo o 4

0 S919

0 €711
|

0 0%TI

LETL
9ETY
SETT

764

(4
181
€83

8L
180

6.0
8LV
LLA

S.1
7.0
€L7

0€TL
Leed
wTen

€eT1
ceed

0zzA

L1V
912H

802D

¢
0 L0ZN
¢

£02H

TOZH
002d

8611
L6TT
96TV

£61d

6811

L8TA

8T
€8Th

08TL
0LTD

S9TT
91d

097H

9GTH

€€Td

8.ed

v.LeT
€LEY
cLed

0LeI
69eY
89€A
L9€T
99ea

S9EV
voed

L 4

I|<l>

29gd
T9EL
09€el

LSEV

isiorc

LVEN

OO POOOOOOOS

@ 0O SO0

T1ET

0 80€d

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

OO o

Page 30

€9VH
29%0

8SVA

(0747408

9TYY
Sevd

i

(474

ETVN

70¥1
€0%A

66e£d

3

76€T

26ER

06€A

98V

¥8el

Tesd
0€sb
6254
8TSY

9TSH

sy

TOSKW
00Sa
667V

L6%d
96%D
S67V
Y6%d

267V

067X

88%D
L8%A

SG8YN
cidd

€87V

8LVH

9L%A
SL%D

€LVA
TLYY

0.%a

89PN
LOVN
99%1

Y09H
€094

e A oo o 2 2 2 2

TO9A

66971

095D

LSS3

€5SA

TSSV
8¥Sa
L¥Sd
9%SY

Y¥SH
€%9T

6€9T

CTESH

8694

969H

2690
1694

L8N

$893
78931

ii[l><‘><><‘>

2891
7890

089D
6.9D
891
LL9K

SLoA
¥.L91

TLOA

899X

S99A

899N

999M

1990

9%9d
SYoV

€YoV
%90

8€9d

E€E9V

1294
9C9N

¥29d

1294

8194

919D

0T9L

909K

YLLY
€LLL

OLLN
69.D

99.LV

S9LK
Y9LA

T9LH
099D
6G.LD

PASVXCS

SG.4

€5.0
(47X}

670

0 SY.H

EVLH

i

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

S¥8d
T¥8A

{47l
TP8N
ov8h
6€8T
8€8L
LE8Y
9€8A

vesy

€€8a
ze8d

828V
1281

06,4

o)
0
~
o

2681
T68IW

688d

L 4
0
©
x
=)

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

7661
€66V

0667

786V

0 2860

1864

8.6d

9.64

cLeN

0 8960
%964

T96H

LY6H
9%6a

S¥61

2 2 4

0¥6H
6€6'T

LEBA

SE6Y
VE6H
€€61

6264

Lzed

126V

L169

v16d

1168

6901V
890TY

99078
S90T4
%9011
€90TA
C90TN

6S0TA

LS0Td
950Ta

73074

CS0TA
TS0TL
05074
670TD
8¥0T4d

SYO0TH

Zv0TL
TP0TH

6£0TH
8E0TH
LEOTA
9€0TT
SE0TY
ve0TA

TEOTH

62074
8C0TA

SCOTI

T20TL
02071

8TOTN
L1073

€T01S
crotd

800TH
900TA

£€00TY
200TI

8664
L66N

B6ETTT
8ETTT

9€TTd

0 $ETTH
0 €ETTY

TETTT

€CTTD
CTTTH

9111y
STTTA

EITTV

70TTA

00TTA

L6014
960Td

€60T1

060TN

b o a0 o o & & & & 4

a2 o 2 2 28 4

L 4

9L0TD

e

TLOTY
TL0Td
0L0TS

80214

£02TD

10274
002TYd

LBTTIN

CT6TTA

06TTL

88TTI
18114
98114
S8TTD

18110

6LTTH

0 €L774

LYITT

88210
0 18214

98CTH

04211

L9218

T9TTA

95211
SS2T1
¥5c1a
€5CTD
CSCTA

0SC14

8%ZTh
LY2TS

SHCTIM

EVTIN
(479414

L

LeT1d

YeTcTd

CETTS

0€TTD
6CCTH
8zetd

S2CTT
74421

& 4

+

VLETT

S9€Ta
79ETA

SYETS

L

YeeTL

0TETY

Y0ETL
€0ETY

00ETA
66CTY
86CTS

v6CTA
€611

16214

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W

mn

Major capsid protei

e Molecule 1



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 31

14%

7%

40%

51%

Chain P

8Ly
LLA
9.8
ST
TLT

694

S91

891

154

8ed

¢

SE€T

CEH

L

0EV

e

LIW

(4%
TTA

a2 2 d

9GTH
SST1
¥S18

€GTI
[415]

LYTV

OVTI

©® OO O V00000 oo

veTS

6211

LeTd

0 sz1a
2431
€2TA

ST1d
411

CTTA

60Td

L0Ta

€071
20Td

661
z6d
T6N
061
684

€84

08A

Ssved
j4%an
EVTY

1574

veTT
€€24d
zceed

Lged

Toea

€621

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

0620
68CT
88CT

1821
0821

8.LTT1
LLTA

S§.za
V.LTA

0,24

892a

~
©
5]
<

£92Yd

T9CA

6S9CA
85¢S
LStd

¥Sev

8¥%CT
PAZ4N

S9EV
el
mmm>
09el
63ed
8G€d
Lsey

€G€d
Tsea

Tved
oved
B6EEN

8eed
LEET

9€€T
SEEH

veed

< & oo

TEEN
Te€Q

62e1
8C€eS

0 Leed

9CEN

0 yTeN
£2€D
TTEN

i

8TEL

1574
0S%1
677A

9vva

evvM

(7470}
6£VD

9€¥d

i

cevd
255748
0g¥vd

L2¥d

Sevd
4478

ceva
1347

66€0d
LBEY
€6€d
(4319

S8EA

i

28eN
T8€d

0 S€5a

CESH
T€54

20sh
TOSK

¥6vd

T6%A
0674

88%D
L84

icial

OO oo

€LVA
LYY

0L%a
6971

L9¥W
¥9vd
€9VH
29%0
8SVA

9G¥N

¥2od

0T9L

L09V
909N

TO9A

66971
8694
16971

6839A

9891
S8SY

89T

1

8LSA

9,94
SGLSM
YLSL
€LSV

TLSI

995V

799d

798D

0.4

TOLY
00.LT

8694
969H
1694

L8IN
989D

7891

0 189a
0899
6.9
LL9R
991
SLOA
8991
S99A
9som
1590
994

ol
%90

8€9d
€E9V
8C9%

1294
929N

S¥8d

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

£78A
78N

0v8d
6€8T

@ o o

LEBY

0284

818d
LT8A

ST8A
4528

[45:7%

0T84
608H
808H

708a

208d

L6.a

OO POOSO oo

6264

Lg64d

968A
5680

688d

0 1880

0 988A
[ sssn

6,84
8L8N

9.8N

620Td
8C0TA

SCOTI
(440} 9N

T20TL
02071

8TOTN

b

€10TS

600TH

€00TY

6664
8664

966V

R LDWIDE

erbDeBe

7661
286Q

LL6d

0 8960

996D
S96Y
7964

T96H
0967

O
PROTEIN DATA BANK

W



A,
<
N
10
-
]
D
<2
A
=
£

00TTA
660TN

L6074

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

wwPDB EM Validation Summary Report

Page 32

COTTT

S60T0
¥60TL
€60TT

080TA

SRR

8L0TT

€L0TA
CTLOTY
1,014

6901V

19014

€90TA

19074

6S0TA

L5074
950TQ

¥s01d

TSOTL
05074

Y7011

CYOTL
T70TY
07011

8E0TH

9€0TT

7E0TA

CEOTS

T8TTH

8.71d

L

9.T1D

<>

LPT11

6ETTT
8ETTT

0 $ETTD
0 €ETTY

TETTT

9CT1d
SCTT1
TCTIN

CCTTH
Teria

8TT1d
LITIN

STTTA

ETTTV

LOTTL

€9C1D
(4149
19218
05eTd
6¥CTd
8¥ZIh

SYTIM

0 81TTY

TTICTD
0TCTY

80CTY

902TY

70TTIN
€02T0

06TTL
88TTI
S8TTO

78TTA
€8TTV

6€€TA

SEETL
beerl
€EETd

0 VLETT
0 €LETS

69€TT

S9€1d
V9ETA
€9€TI
T9ETT

LSETH

Triplex capsid prote

SSeTd

8¥€Ta

9VETY
SYETS
7veTd

cveTT
TYETV

mn 2

e Molecule 2

6%

39%

65%

51%

Chain Q

i

€91

191

e o 0 o & 4 & 4

LYY

9el

OO PPPPO 0O & VPOV P0P0OOOGO oo

<>

[
)
2%

.- 4

>

©
-
H

N
—
iy

e s o R £ 2 22 o o 4 4o 2 2R 4

0TI

©
[

A A e A

© N~
© ©
<>

¢

8T1d
L1TA
9111

ot

3

o
I>I

¢
¢
¢
¢

S0Td

00TT
66N

N o $ W
o 0 9 O
I|I SRS IIIIIIIII

0671

84

8L
08d

8LA

3

2cLd
0L4

894

¢

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
“
¢ um
0 9LTT

¢
¢

9v1d
SYIL

€¥1T

V1A
0%1d

0 8ETY

LETT

¢

€921

el
8ETN

¢
¢
¢
¢
¢
s
¢
M ¢
¢ ¢
M ¢
¢ ¢
M ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
s :
¢
¢
¢

v0zs
€0y

TozE
00TL
B66TN

L6TS

fa s oo o 2 2 2R 2 2R 2 2 2 2

.o
©0
2

00€d

|

9624

S6CA
| veey

© O -~
© =
[SIaY N
Ho oA -

COOPP 00 G000 PP0P0000OOOOOS

b e

0 81€d

n 2

Triplex capsid prote

e Molecule 2

8%

41%

72%

46%

Chain R

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 33

o
©
IHI

PO 0000000 OOOS

0
re)
[

[4:7\

vV

b 4
$
=

44l
€%
(a4 4

@ & oo
w0 el

e oo s o o o 2 & 2 4

A 4

(47

4]

Tey

o O
—
A A

e s e oo BB 2 4 4 oo s R J
o © ~

A & 4

o)
(5]

66N
86A

96D

PO PP PP 9900 V9090909090909 9000%0000

76H
6L
261

88A

98D

€81
28y

08d
6.1

Lo 2R 2 2 2 2

SLI

€LV

01
0 9811
0 5874

o
©
-
I>‘

COPPPPPPPPPPPPPPPPPP 990 9990909090909 909909909090909999%9%99%990

© o N ™ @
D O o © o
halbal N N Is]
== = - =

OO PPPPPPPPPPPP 9900909090000 9000OOOO

Sy
™
-
a

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

o = o
<+ &«
N N N
- a3 o

<>

[sel
N
N
)

<
)
-
o

OO0 OOOoO

-

®
=
N
A

982D

-
Q
o
]

i
©
N
(=]

o
©
o
=

e Molecule 2: Triplex capsid protein 2

6%

6%

36%

52%

40%

Chain T:

a2 o 2R 2 2 4 L & 4

>

8LA

N
~
Im*

0.4
694
894
L9K
99V

€91

19T

STb

j44!
|
1244

©
—
h

]
—
H

S e SOooOoOoO

©
[

e 2 4 2 4 4 & 2 4

8T1d
LITA
9TTT

YITA

(431

S0Td

v

0071

66N

261

ol o
0 [
H |

181
08d

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

0 o o

~ 0 0

= = -
_>I>->-I

09TI

9STA

e Molecule 2: Triplex capsid protein 2

8%

37%

51%

37%

Chain U:

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 34

@ S0P e O & G000

o o o 4 o BB 2 R 4 4

cld

0.4
694
894
L9K
99V

[=3
©
IHH

OO & SO0

A R o o e e 2

oo}
0
A

€SS
[4:7\

LvV
9%A

444

€71
(44

LET

Sed

CEA

3
8

sed

Tev
oza

61d

TPTA

LETT
9ETL
SETT
ve1a
€ETT

TeTs

6214

©
[}
(&

e o R 2 o o e o

<+
(2
==l

€6L
261

e e s o o 4

oel
g
I>.

4

1914
09TI
6GT1D

SST1
¥S1d
€391V
CSTA

0S1d

LY11

SYTL

€Y1

ool
©
]
H

¢
¢
¢
¢
¢
¢

o s o o A oo o BB 2

e Molecule 2: Triplex capsid protein 2

6%

5%

40%

49%

42%

Chain W:

<> o & &

> & o

€971

191
091

164

8YH
LYY

8¢y
LET
9el

wiA
0%1d

8ETY
LETT

0 €ETT

$

0€TT

<

4
¢
¢
¢
¢
¢
¢
¢

811d
LITA

91171

4278

<&

S0Td

S & oo

00TT

66N

L6L

S6V
Y6H
€61
261

0671

L

v8A
€81

28y
8L

e o o 2 R 2 2 2 2 & 2 2 J

o
@
A

©
~
=

“

COPP VPP PPPP0P009000000O000

0

0

—
.“‘I

COPOPPPPPPPPPPPP0 9009090000000

PAAN!

9¥v1d
SYIL

€Y1

© ) ®
el < 0
2] N N
= — =i

SOOPPO 6O GO0

-i il
e Molecule 2: Triplex capsid protein 2

S6ZA

€62d

8%

43%

46%

39%

Chain X:

<>
2
5

2
=

&5 8
<> @

3

o
©
=

©
rel
A

N oM
[ToRNYs Y.}
- n o

© N~
& o
> <

N o
< «
< 3 <

o
<
o

OOOOOOi < oo

§I

LET

ged

i

CEA

L

LA 3R 2 2 2 2 2 2 2 R 2R 2 2 2 2
©

L 2
8

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 35

9ETL
SETT

7eTQ
€eTT
CETS

62Td

8CTA
pras

92Tl

]
o
—
5]

L e s oo s i 4 4 2 2 & & 4

14X¢

LITA

4278
€11d

0 z11a

TT1D

¥6H
€61
261

e s oo o o 4 4 4

980

€81
8y

08d
6.1

Lo o 4 4

3

S.LI

cld

el

002L
66TN
86TA

i

96TV
S6TT

610

SO oo

1818
9811

L& 4

T8TA

i

OO0 OOOOO

o < © N~
© © ©
] ) N
= a =]

8LIA
LLIN

9LTT
S.1a

Y.1d
€LTT
cLTE

991Q
S91d

e oo dh & 2 oo o o 2B 4

291a
1914

651D

SSTT
7STY
€9TV
ZSTA

0S1d

L9711

SYTL

€¥1T

TVIA

6ET
8ETH
LETT

0 182a
0 9829
0 9821

T8CH

¥

S.L271

—
~
Y]
=

6921

0 602

€024
2021

8% + 6%

39%
9 &

< <&

<>
& 4

41%
47%

i=3
o
2]
s

S Oe> & o

e Molecule 2: Triplex capsid protein 2

>

Chain Z:

8LA

cLd

0L4
694
894
L9K
99V

€91

19T

N oo I o
< & w ©
< m o |2

911

(438

e s oo o o o 2 4 SR
<
2

0TI

STTV

€21
[aaxcs
TeTd
0zTA
611d

8T1d
L1TA
9111

e s o 4 4 4 4 & 4

YITA

PO OO V00O 90000000

2¢r1a

0 8071

4

00TT

[
o)
Iz

< oo

o
[}
=)

[l
0
=1

’i

&

IOH
© 0
A

<
CL{“)I

(=]
12%

OOV PPOPPPO0O0O0OO SO

<>

42%

©

~

o
I>-

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

Lo 2 & I 2 2 4

44%
40%

o & 2

e Molecule 2: Triplex capsid protein 2

*® oo
Chain a:

8Gd

%30
€68
2SA

o ©
g &
a =

1

8€Y
LET
9el
Sed

eed
zen

ha s s s o o2 o d
- N oM ©

o€y
629
8cd

9Ty
il
21

{444

61d

€1d
(438
1334

l_o
0 © @ =
O = aH

e

611d

0 LTTA
0 9111

YITA
€11d
2cria
T
OTIN
6070

i

90TA

018
€0TL
COTN
10T
00TT

D
jo}
Iz

6L

88A
18d

S8Y

€81

h & 2 4
§ I

N ® W o
[ N
o> H B

88
-3}

894

19K
o9V

e s s B & 2 & 4

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 36

i

S91d

b o o IR 2 2 2 4 2 2 2 4
2
by

291a

LSTV
9STA
GSTT

veTd
€8TV
TSTA

< SO0

05T

i

AN

SPTL

€VTT

6ETA

LETT
9ETL
GETT

-

TETH

L21a
9CTL

oo o 4

09ZH

oo o & 4

0 [4:14)]

6¥ca

L¥TLl

i

S¥Ts

i
IOOOO

[444)]
el

9€TA

(4544

0€TT

8221

€221

60CH

€024

© 0 o
D o O
— -
<I> z.

COPPPP O 90 VPP P0P0909090900%90%00

COOPPPPPP G0 PGO 00 00 S0

8Ted

0 LTER

e€red
ey
TTEW

80€S

90EA

00ed

8620
L6TA

€62d

oecy

88C1
182a
982D
S8C71

T8CH

o
i3
3]
<

« o 6%

38%

> &

51%

36%

e Molecule 2: Triplex capsid protein 2

Chain c:

8L
08d

i

8LA

3

¢Ld

0Ld
694

L9K
99V

€971

+

191
091

TS84

9GTA
ST
¥S1Y

PAAN)
9%1d
SYIL

€Y1

15478
0% 1d

8ETYd
LETT

€ETT

o
™
—
=l

3

STV

€2TD
[4qxcs
1214
0TTA
611d

8T1d
LTTA
9111

Lo s o 2 2 2 & 4

4278

[q31¢

8071

90TA
S0Td

H

0071
66N

S6vV
v6H

o M
o O
I‘JH

067

a2 2 2 2 2 2

L 4
Ig.
=]

81¢L

€121

TTCA
0TZA

[
©
-
=

o e A e s a A

T8TA
08TA
6L11

a2 B 2 2 4 c A a2 2 2 2 2 2
@
=

>
©
e}

A o & 4

€971

0971

8GTYH

¢
o
0 6421

9.2A

CLTA

0 oLzd

1924

© = ®
e} < [re}
2] N N
= =) -

82T1

Lo o 4 2 4
© @

& 8'

H g

j44an

T2z
ozer

o
©
Il_‘r

8%

38%

50%

30%

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

e Molecule 2: Triplex capsid protein 2

Chain d:

TLd
0.4
694

0 89Y

L9K
99V

8Gd

Lo 2 2 4

<&
Im
<
h

T7IA

LETT
9€TL
SETT
veTa

0 €ETT

CETS

o=

0ETT

0 6214

8CTTA

60T

i

€024
2021

66TN
86TA

i

0 S6T1T

7610

e SO G000

@ 0O 00000

1914
09TI
6STD
SSTT
veTYd
€8TV
TSTA
0573
LYTT
SPIL

EVTT

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



Page 37 wwPDB EM Validation Summary Report EMD-6907, 5ZAP

> oo - sooe 00000000000 06 & G000 o
SRSHSm B 39 ISR 2 €& @ by 2 25 RS 2
bl S el R BB E g 584 SV § & S ElE
oo o o

N~ o o © © ~ [} N~
- O S =] - wn = a -
e Molecule 3: Triplex capsid protein 1
59%
Chain S: 27% 33% 9% 29%

o oo o o 2 & & 4 . A .  aa

e o 4 2 4 2 & 2 4

OO OSOSOSO & & oo

285 EE B E

£48 8 Z3 388 E
P00000000 ¢ 000000000000 000000000000000000000000 soooe
8 5883583388 ] -HE g8 EEE] EREEE] E d H E
& Z5|Ed 36 2 48 = 5E R Gl Z2E38285453443 =
PO 000 9000000009000 000000000 0000000 0000000000000
285(8 2185 523888883 - EE 4Ol B OH ERE BEE
S@alE 252 IFZ888888 CRE] - SRR SRR S B BR ] BRI
soeoe *oso000000 o 0000000000000 000000 & 000000000
318 ¢ smgg K E %%I%S-E:E z 8 wsgmglsggg 1 BE CE
S88f 8§ SEEEGEQES NE58 abage 8 ERRESBICEARRENBEHEE

L334
P335

@ o) N~ © ®
o < < [T}
™ g ™ M o
= [V 1=

o000
N R < w
£33
C00000000000 00000 ¢ & G000 e
8 g $ o B 8m
H BE % 23 SR
e Molecule 3: Triplex capsid protein 1
52%
Chain V: 29% 35% 10% 26%
oo eo00000000 OGO 0000000000000 000
— < o © N~ N M © 0 o O N
00 C00000000000000000 oo *  ooee
ESERRBEREZIERRERR 2 &= 2 cEEale a

WO RLDWIDE

PROTEIN DATA BANK



EMD-6907, 5ZAP

wwPDB EM Validation Summary Report

Page 38

Ao 4 & 4 4

© N~ © © @
© © © ~ ~
o oo - -

T9TM

0
e}
—
<

[aix:

8v1V

< . ©
<+ S <
e =]
< @ o

(04"

r oo o 4 B 2 2 2 4 22 2 2

D N o
) o © O
- ISR IS
a A < <

Q@ DGO PPPPPPPPPPPPPPPPPPPPOPOCO S20009090
3
&

1

¢
¢
¢
0 ra4t
4
4
¢

(44

STCA
4544

T1eI
OTCH

L0OTA

je{oracs

L6TY

T6TA

6814

i

1814

S8TA

b2 4

-

soed

w0 ~ o O o o
o) @ D O O o
N N N ® @ ®
[=] [=} B o3 O p&

762
€624
(4144

06ey
682d
8821

@ 000000 OOS
3
£

[l
©
N
O

28td

@ 00O & 0 & oo OQi Lo o R 2 2 2 4 2 4 2 & 4

T2
0Lzd

1920
99T/

7921l

SGTA

1921
082D

Lycd

0 gt

D ~
< w0
)] ]
~ ~

=
Shex

sged
vEET
0 ceed

CEES

-
™
™
£

N o
o N o
M M M
(<<

L e o oo ot 2 4

L1€4

9TEX

vred
€TEA
z1el
TR
01€T

0 60€d

[
[\
<
o,

OO OOOOOOO

e Molecule 3: Triplex capsid protein 1

26%

10%

35%

51%

27%

Chain Y:

2}
N
(&

OO0 PO00OOOOOGOOOS L o o o 4
@
@
i

< w0
-
< M

T

w
A A

OO POOOOOOOS

¢
¢
.lm

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

COPPPPPPPPOPO® 90000000

811a
278

€110
[A9%"S

L014
90Td

T}
-
=

0
i
N
>

DO o
0 O 0
XoH 4

[T
Q)
~

180
08y
6.1
8LV

6L1D

OO OOOOSO SO

® o -
o
(SIS
< -

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

seed
veeT

€eed

CEES
TEEN

L & 4

8CTEA

92€D

0 $2eT
0 €ced
0 [440]
0 12€d
0 ozed

¢

0EYA

0 62%d

LTYA
9TYD

O

R LDWIDE
PROTEIN DATA BANK

W



Page 39 wwPDB EM Validation Summary Report EMD-6907, 5ZAP

0000000000000 0000000 - e
&5 X S 3 E ﬁ E T AR S ERA TR I3 2
e Molecule 3: Triplex capsid protein 1
51%
. e
Chain b: 26% 32% 1% - 26%
0000060000000 0000000000006 00060006000

o
Ny
I":_

— re) Ll
w — N KV) !') <
A = ~ A = -

COPOPPPPPP0PP0PPP00OOOOO o & & o
E 2 & 8 2A 32 2 A EREHIRES
COOPPPPPPPPO GO0 9909009900900 9099099000090 & 290 Ao o o & 4

R ‘0 (O ‘D
= p=_ oI
0000000000000 000 G000 0OO 66 6O SO 0O o
1B B BB sl H B i EEEE B B
G O 00 0000 O G000 o © G 0000000000000 0000S OO
N BN EE & HI8 A i HERSHY 5 REREER §3R
PRI oo - * 00000000
< o O oM < © w o O o« [Te} N~ 0 N M N~ 0 O o N
Sl cRTErEEEE 8 8 AESHE o 83 288 4 E
oo o
00000000000 oo oo
o M $ W O N o wn O N MW wON < W
3352833 53 g SRR R $ 3
e Molecule 3: Triplex capsid protein 1
50%
Chain e: 29% 32% 10% - 26%
000000000000 0000000000000 000006060600
A A A B [~ = < ™ ~ (&) a4 < H o< §
0000000000000 000006000 oo

P106
R107
R112
Q113
V114
D118
€120
Q121

sooe 0000000000000 0000000000000 000000 sooo0e
8 B EEEE E 32883 5 g BB 2
& SEEYRRINEEEE ZEEES e @& id= 3



Page 40 wwPDB EM Validation Summary Report EMD-6907, 5ZAP

& @ L B 2 R 2 2R 2 2 s e e e e e e s s B 2 2R 2 2 2R 2 2 & 4
mIIh'IIc)II'd hhllc)IIII 288 IDIIIIIIIII : "IIII : mlIIIIII<>IIII IIIIIIIII.+IIIIOQ II ®|IIIII : ﬁc“II<rII
X0 B> oo o S o S o =1 25 I 1] o » 3] I ¥ < Y
g IRt e 0 = SIS IR S N ISR I I3 QN 3] KR B
S =k a> <= A a < < o = oA = = < = < = bl oA N
L 2 2 LR 2 2 2 2 2 L 4 L 4 L 2 3R 2 2 2 o 2 - o 4 L 4 oo
o 0w © 0 slRlesmer O o < ~E® O OHN MY woN®oe o & wo o
2Eed ..|||m : III : IIIIIIIII‘D : II‘D 8 ESH I\'IIIIIIIIIIIII 8 : RETEgL RS IIO> £ 5 2872
a8 aa a8« N AN AN 3 1] I SIS RIS S S PR RS SR M S ) ® o ®
R SRS | > a RG>0 ACQ W< 2] 2] HH A <D< kh>ada=E J S Ao I
< @ L2 2 2 2 2 2 2R B 2 < @ Lo 2k 2 2R 2 2 2 2 2 2 4
ox am wwo~ © O = o m gl o Ny W @ ) ~ o
SRR R = R SIS R DD mm ® @ 5 < Pro g
Mo Mo m@en o0 0 R RN ) QMmO ® @ ) o

o @ < @ L 2 2
© i~ o N ¥ @ o o
S5 S8 88 3 A q ® @
I 3 P RS R Y S & o

Lo o s A A s SO oo

by
©
<
<

] < 0 o =M N~ ©
) [ ] w0 w0 v ©
<t < & SaSA S <
2] o O SHH® = <

n ©
< &
&
= o

e Molecule 4: Small capsomere-interacting protein
80%
. I ——
Chain f: = 12% 49% 27% % .

OO0 P00 909000OOPCOIIPIIIIFISYO TPV %%5%5%5 %5955 05%09%909900
10
19
o~

o 3] < o o = o N~ (=) o < D O+ N m
R=) < R ~ ~ o N M n M | M N o <I‘ < W W W W
= %) 0w =] < A -] =2 =2 < a = > o =] < > @ [ M

a8 @

A60

©
0
o

Q57

i

too000000000000 oo * eoccce oo
kg 8883 28382288 RASEEERER R &
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e Molecule 4: Small capsomere-interacting protein
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e Molecule 4: Small capsomere-interacting protein
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e Molecule 4: Small capsomere-interacting protein
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e Molecule 4: Small capsomere-interacting protein
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e Molecule 4: Small capsomere-interacting protein
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e Molecule 4: Small capsomere-interacting protein
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e Molecule 4: Small capsomere-interacting protein
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4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, Not provided

Number of particles used 45000 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method NONE Depositor
Microscope FEI TITAN KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /A”) 1.1 Depositor
Minimum defocus (nm) Not provided

Maximum defocus (nm) Not provided

Magnification Not provided

Image detector FEI FALCON II (4k x 4k) Depositor
Maximum map value 121.639 Depositor
Minimum map value -84.361 Depositor
Average map value 0.001 Depositor
Map value standard deviation 3.240 Depositor
Recommended contour level 12 Depositor
Map size (A) 1656.0, 1656.0, 1656.0 wwPDB
Map dimensions 1200, 1200, 1200 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 1.38, 1.38, 1.38 Depositor
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5 Model quality (i)

5.1 Standard geometry (i)

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

angles).
. Bond lengths Bond angles
Mol | Chain | ¢ o7 #Z| >5 RMSZ #|Z| >5
1 A 0.74 5/10414 (0.0%) 1.10 115/14248 (0.8%)
1 B 0.76 | 8/10355 (0.1%) | 1.12 | 107/14158 (0.8%)
1 C 0.79 5/10476 (0.0%) 1.07 91/14321 (0.6%)
1 D 0.71 4/10485 (0.0%) 0.99 87/14333 (0.6%)
1 E 0.68 5/10488 (0.0%) 1.03 87/14335 (0.6%)
1 F 0.77 8/10494 (0.1%) 1.01 68/14341 (0.5%)
1 G 0.70 | 10/10355 (0.1%) | 1.19 | 159/14175 (1.1%)
1 H 069 | 8/10501 (0.1%) | 1.01 | 83/14351 (0.6%)
1 I 0.85 | 9/10495 (0.1%) | 1.14 | 116/14343 (0.8%)
1 J 0.96 27/10460 (0.3%) 1.24 143/14301 (1.0%)
1 K 1.24 | 100/10509 (1.0%) 1.29 156,/14360 (1.1%)
1 L 1.17 76/10497 (0.7%) 1.26 131/14346 (0.9%)
1 M 1.11 58/10532 (0.6%) 1.26 153/14394 (1.1%)
1 N 1.07 | 48/10509 (0.5%) | 1.22 | 137/14360 (1.0%)
1 o) 1.21 | 86/10507 (0.8%) | 1.25 | 129/14358 (0.9%)
1 P 1.13 | 58/10512 (0.6%) | 1.24 | 142714365 (1.0%)
2 Q 0.85 1/2114 (0.0%) 1.06 15/2909 (0.5%)
2 R 0.91 1/2215 (0.2%) 1.31 30/3047 (1.0%)
2 T 0.88 2/2114 (0.1%) 1.08 18/2909 (0.6%)
2 U 0.90 4/2219 (0.2%) 1.29 28/3052 (0.9%)
2 W 0.87 1/2114 (0.0%) 1.10 16/2909 (0.6%)
2 X 0.90 172227 (0.2%) 1.27 26,/3063 (0.8%)
2 Z 0.88 2/2099 (0.1%) 1.16 20/2891 (0.7%)
2 a 1.01 4/2209 (0.2%) 1.55 56/3040 (1.8%)
2 c 0.89 3/2114 (0.1%) 1.07 13/2909 (0.4%)
2 d 0.92 4/2227 (0.2%) 1.32 31/3063 (1.0%)
3 S 0.91 3/2311 (0.1%) 1.64 68/3167 (2.1%)
3 \Y 0.90 2/2413 (0.1%) 1.69 75/3309 (2.3%)
3 Y 0.94 5/2433 (0.2%) 1.74 79/3334 (2.4%)
3 b 0.91 4/2376 (0.2%) 1.61 69/3261 (2.1%)
3 e 0.90 2/2410 (0.1%) 1.57 72/3301 (2.2%)
4 f 1.29 6/635 (0.9%) 2.30 37/877 (4.2%)
4 g 1.27 6/635 (0.9%) 2.15 30/877 (3.4%)
4 h 1.24 5/635 (0.8%) 2.14 30/877 (3.4%)
grDe

EMD-6907, 5ZAP
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. Bond lengths Bond angles
Mol | Chain | ¢\ g7 #|Z| >5 RMSZ #|Z| >5
4 i 1.27 6/635 (0.9%) 2.14 30/877 (3.4%)
4 j 1.23 5/639 (0.8%) 2.15 29/881 (3.3%)
4 k 1.27 6/635 (0.9%) 2.15 32/877 (3.6%)
4 1 1.25 5/635 (0.8%) 2.13 30/877 (3.4%)
4 m 1.27 6/635 (0.9%) 2.14 30/877 (3.4%)
4 n 1.26 6/632 (0.9%) 2.17 31/874 (3.5%)
4 0 1.26 6/635 (0.9%) 2.23 30/877 (3.4%)
4 p 1.29 6/635 (0.9%) 2.15 29/877 (3.3%)
4 q 1.28 6/635 (0.9%) 2.15 30/877 (3.4%)
4 r 1.19 5/639 (0.8%) 2.27 35/881 (4.0%)
4 s 1.12 3/641 (0.5%) 2.21 38/884 (4.3%)
4 t 1.20 6/635 (0.9%) 2.10 31/877 (3.5%)
All All 0.95 | 643/210720 (0.3%) | 1.26 | 2992/288420 (1.0%)

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.

<
2

Chain

#Chirality outliers

#Planarity outliers

0

2

e s R R R QW W W[N] =]

Bl —| === =loe |0 | <] < alo | X< | =)= D Ql @

(o] Bev) Hew) Hen) Hen] Hev] Heo) Heo) o] Hoo] Hev] Jev)] Heo) Hev] Heo] Bev] Heo) o) Heo] Rev] Nan)

[UY U (WIS (WG U (ORI [ URIY) | SN U |G WIS WY U U e ) U §Sy §yany Uy jyuny jy

Continued on next page...

WO RLDWIDE

PROTEIN DATA BANK



Page 47

wwPDB EM Validation Summary Report

EMD-6907, 5ZAP
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Mol | Chain | #Chirality outliers | #Planarity outliers
4 n 0 1
4 0 0 1
4 p 0 1
4 q 0 1
4 r 0 1
4 S 0 1
4 t 0 1
All All 0 30

The worst 5 of 643 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(A) | Ideal(A)
1 L 1253 | GLY C-O -10.88 1.10 1.23
4 1 32 ALA | CA-C | 10.29 1.67 1.53
4 n 32 ALA | CA-C | 10.27 1.67 1.53
4 r 32 ALA | CA-C | 10.26 1.67 1.53
4 g 32 ALA | CA-C | 10.25 1.67 1.53

The worst 5 of 2992 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(°)
1 A 295 | VAL | N-CA-C | 23.83 132.93 110.53
1 C 529 | GLU | N-CA-C | -21.45 87.44 114.04
1 A 1086 | GLY | N-CA-C | -20.09 87.85 111.36
1 A 270 | ARG | N-CA-C | -19.93 89.33 114.04
1 L 957 | VAL | N-CA-C | 18.41 128.10 110.42

There are no chirality outliers.

5 of 30 planarity outliers are listed below:

Mol | Chain | Res | Type | Group
1 A 1276 | PHE | Mainchain
1 A 374 | LEU | Mainchain
1 B 265 | THR | Mainchain
1 C 464 | PRO | Mainchain
1 D 92 GLU | Mainchain

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

WO RLDWIDE

PROTEIN DATA BANK
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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 10160 0 9894 1004 0
1 B 10105 0 9836 903 0
1 C 10220 0 9957 884 0
1 D 10229 0 9960 860 0
1 E 10233 0 9975 700 0
1 F 10239 0 9994 768 0
1 G 10104 0 9796 1206 0
1 H 10245 0 9989 887 0
1 I 10239 0 9984 1110 0
1 J 10204 0 9915 1636 0
1 K 10253 0 10009 892 0
1 L 10242 0 9987 928 0
1 M 10275 0 10022 920 0
1 N 10254 0 10009 878 0
1 O 10251 0 10005 870 0
1 P 10256 0 10001 821 0
2 Q 2078 0 2053 294 0
2 R 2175 0 2214 269 0
2 T 2078 0 2053 245 0
2 U 2179 0 2221 183 0
2 W 2078 0 2053 286 0
2 X 2187 0 2224 278 0
2 Z 2063 0 2027 290 0
2 a 2169 0 2202 423 0
2 ¢ 2078 0 2051 229 0
2 d 2187 0 2225 212 0
3 S 2267 0 2077 436 0
3 \Y 2365 0 2149 436 0
3 Y 2386 0 2186 505 0
3 b 2331 0 2106 488 0
3 e 2364 0 2167 412 0
4 f 628 0 480 215 0
4 g 628 0 480 210 0
4 h 628 0 480 189 0
4 i 628 0 480 182 0
4 ] 632 0 490 189 0
4 k 628 0 479 202 0
4 1 628 0 479 182 0
4 m 628 0 480 212 0
4 n 625 0 472 207 0
4 0 628 0 480 237 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
4 D 628 0 480 214 0
4 q 628 0 480 220 0
4 r 632 0 491 209 0
4 s 634 0 491 237 0
4 t 628 0 480 193 0
All All 205925 0 198563 20760 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 51.

The worst 5 of 20760 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)
2:Q:227:LEU:CD1 | 2:Q:228:LEU:HD12 1.19 1.66
1:G:425:PRO:HB2 1:G:429:HIS:CE1 1.32 1.64
2:¢:227:LEU:CD1 2:¢:228:LEU:HD12 1.19 1.62
4:¢:16:ASN:CB 4:2:20:LEU:HD23 1.29 1.62
2:W:227:-LEU:CD1 | 2:W:228:LEU:HD12 1.19 1.62

There are no symmetry-related clashes.

5.3 Torsion angles (i)
5.3.1 Protein backbone (3)

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

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

Mol | Chain Analysed Favoured Allowed | Outliers | Percentiles
1 A 1363/1374 (99%) 1209 (89%) | 140 (10%) | 14 (1%) 12] 41
1 B 1344/1374 (98%) 1194 (89%) | 129 (10%) | 21 (2%) 30
1 C 1356/1374 (99%) 1212 (89%) 126 (9%) 18 (1%) 9] 35
1 D 1356/1374 (99%) | 1212 (89%) | 124 (9%) | 20 (2%) 8| 32
1 E 1356/1374 (99%) 1201 (89%) | 143 (10%) | 12 (1%) 141 44

Continued on next page...
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Mol | Chain Analysed Favoured Allowed | Outliers | Percentiles

1 F 1356/1374 (99%) | 1212 (89%) | 125 (9%) | 19 (1%)

1 G 1363/1374 (99%) | 1193 (88%) | 148 (11%) | 22 (2%)

1 H 1356/1374 (99%) | 1220 (90%) | 123 (9%) | 13 (1%)

1 I 1355/1374 (99%) | 1228 (91%) | 112 (8%) | 15 (1%)

1 J 1356/1374 (99%) | 1206 (89%) | 132 (10%) | 18 (1%) 9| 35
1 K 1356/1374 (99%) | 1235 (91%) | 107 (8%) | 14 (1%) 41
1 L 1356/1374 (99%) | 1226 (90%) | 114 (8%) | 16 (1%) 37
1 M 1361/1374 (99%) | 1228 (90%) | 112 (8%) | 21 (2%) 8] 32
1 N 1356/1374 (99%) | 1218 (90%) | 118 (9%) | 20 (2%) 8| 32
1 0 1356/1374 (99%) | 1216 (90%) | 121 (9%) | 19 (1%) 9] 34
1 P 1356/1374 (99%) | 1227 (90%) | 112 (8%) | 17 (1%) 9| 35
2 Q 291/318 (92%) 254 (87%) | 34 (12%) | 3 (1%) 41
2 R 301/318 (95%) 264 (88%) | 32 (11%) | 5 (2%) 30
2 T 291/318 (92%) 252 (87%) | 34 (12%) | 5 (2%) 30
2 U 301/318 (95%) 262 (87%) | 35 (12%) | 4 (1%) 9| 35
2 W 291/318 (92%) 254 (87%) | 34 (12%) | 3 (1%) 41
2 X 302/318 (95%) 260 (86%) | 39 (13%) | 3 (1%) 41
2 Z 291/318 (92%) 252 (87%) | 33 (11%) | 6 (2%)

2 a 301/318 (95%) 273 (91%) 25 (8%) 3 (1%)

2 c 291/318 (92%) 254 (87%) | 34 (12%) | 3 (1%)

2 d 302/318 (95%) 263 (87%) | 34 (11%) | 5 (2%)

3 S 313/466 (67%) 268 (86%) | 36 (12%) | 9 (3%)

3 V 332/466 (71%) 278 (84%) | 46 (14%) | 8 (2%)

3 Y 333/466 (72%) 276 (83%) | 43 (13%) | 14 (4%)

3 b 327/466 (70%) 273 (84%) | 37 (11%) | 17 (5%)

3 e 327/466 (70%) 265 (81%) | 47 (14%) | 15 (5%)

4 f 103/112 (92%) 70 (68%) 15 (15%) | 18 (18%)

4 g 103/112 (92%) 71 (69%) 17 (16%) | 15 (15%)

4 h 103/112 (92%) 73 (71%) 17 (16%) | 13 (13%)

4 i 103/112 (92%) 73 (71%) 17 (16%) | 13 (13%)

4 j 103/112 (92%) 71 (69%) 17 (16%) | 15 (15%)
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Mol | Chain Analysed Favoured Allowed | Outliers | Percentiles
4 k 103/112 (92%) 71 (69%) 16 (16%) |
4 1 103/112 (92%) 70 (68%) 19 (18%)

4 m 103/112 (92%) 71 (69%) 18 (18%)
4 n 103/112 (92%) 71 (69%) 19 (18%)
4 0 103/112 (92%) 70 (68%) 17 (16%)
4 p 103/112 (92%) 74 (72%) 16 (16%)
4 q 103/112 (92%) 71 (69%) 17 (16%)
4 r 103/112 (92%) 70 (68%) 16 (16%)
4 s 103/112 (92%) 77 (75%) 13 (13%)
4 t 103/112 (92%) 75 (73%) 12 (12%)
All All 27841/29174 (95%) | 24463 (88%) | 2775 (10%)

5 of 603 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 G 137 THR
1 G 295 VAL
1 G 1223 ILE
1 G 1277 | PHE
1 G 1278 | THR

5.3.2 Protein sidechains (1)

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

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

Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 A 1003/1080 (93%) 970 (97%) 33 (3%) 33 63
1 B 1009/1080 (93%) 978 (97%) 31 (3%) 35 64
1 C 1020/1080 (94%) 997 (98%) 23 (2%) 44 70
1 D 1023/1080 (95%) 995 (97%) 28 (3%) 39 67
1 E 1023/1080 (95%) 1000 (98%) | 23 (2%) 45 71
1 F 1024/1080 (95%) 994 (97%) 30 (3%) 37 66

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 G 992/1080 (92%) 951 (96%) 41 (4%) 27 59
1 H 1027,/1080 (95%) 998 (97%) 29 (3%) 38 66
1 I 1027,/1080 (95%) 990 (96%) 37 (4%) 31 62
1 J 1016,/1080 (94%) 986 (97%) 30 (3%) 36 65
1 K 1028/1080 (95%) 990 (96%) 38 (4%) 30 61
1 L 1027/1080 (95%) 991 (96%) 36 (4%) 32 62
1 M 1030/1080 (95%) 994 (96%) 36 (4%) 32 62
1 N 1029/1080 (95%) 1006 (98%) | 23 (2%) 45 71
1 O 1027/1080 (95%) 996 (97%) 31 (3%) 36 65
1 P 1029/1080 (95%) 992 (96%) 37 (4%) 31 62
2 Q 195/264 (74%) 189 (97%) 6 (3%) 35 64
2 R 214/264 (81%) 199 (93%) 15 (7%) 141 41
2 T 195/264 (74%) 188 (96%) 7 (4%) 31 62
2 U 215/264 (81%) 201 (94%) 14 (6%) 151 44
2 W 195/264 (74%) 188 (96%) 7 (4%) 31 62
2 X 216/264 (82%) 204 (94%) 12 (6%) 19 49
2 7 192/264 (73%) 178 (93%) | 14 (%) 40
2 a 213/264 (81%) 189 (89%) | 24 (11%) 54 23
2 c 195/264 (74%) 188 (96%) 7 (4%) 31 62
2 d 216/264 (82%) 203 (94%) 13 (6%) 171 47
3 S 198/366 (54%) 186 (94%) 12 (6%)

3 \Y 201/366 (55%) 184 (92%) 17 (8%)
3 Y 205/366 (56%) 183 (89%) | 22 (11%)
3 b 198/366 (54%) 162 (82%) | 36 (18%)
3 e 204/366 (56%) 188 (92%) 16 (8%)
4 f 35/88 (40%) 27 (77%) 8 (23%)
4 g 35/88 (40%) 26 (74%) 9 (26%)
4 h 35/88 (40%) 25 (71%) 10 (29%)
4 i 35/88 (40%) 27 (77%) 8 (23%)
4 j 36/88 (41%) 28 (78%) 8 (22%)
4 k 35/88 (40%) 27 (77%) 8 (23%)
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
s 1 35/88 (40%) 27 (T7%) | 8 (23%) |
4 m 35/88 (40%) 27 (77%) 8 (23%)

4 n 34/88 (39%) 25 (74%) 9 (26%)
4 0 35/88 (40%) 25 (71%) 10 (29%)
4 p 35/88 (40%) 26 (74%) 9 (26%)
4 q 35/88 (40%) 27 (77%) 8 (23%)
4 r 36/88 (41%) 28 (78%) 8 (22%)
4 s 36/88 (41%) 26 (72%) 10 (28%)
4 t 35/88 (40%) 27 (77%) 8 (23%)
All All 19913/23070 (86%) | 19056 (96%) | 857 (4%)

5 of 857 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 O 1206 ARG
3 \Y 350 LEU
4 n 37 ASP
1 P 264 LEU
1 O 1139 LEU

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 666
such sidechains are listed below:

Mol | Chain | Res | Type
1 N 969 HIS
2 U 238 ASN
1 O 164 GLN
1 N 947 HIS
1 P 439 GLN

5.3.3 RNA (D

There are no RNA molecules in this entry.

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

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


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

There are no oligosaccharides in this entry.

5.6 Ligand geometry (i)

There are no ligands in this entry.

5.7 Other polymers (i)

There are no such residues in this entry.

5.8 Polymer linkage issues (i)

There are no chain breaks in this entry.


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

This section contains visualisations of the EMDB entry EMD-6907. These allow visual inspection
of the internal detail of the map and identification of artifacts.

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

6.1 Orthogonal projections (i)

6.1.1 Primary map

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

6.2 Central slices (i)

6.2.1 Primary map

X Index: 600 Y Index: 600 7 Index: 600


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

6.3 Largest variance slices (i)

6.3.1 Primary map

X Index: 772 Y Index: 319 7 Index: 695

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

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

6.4.1 Primary map

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


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

6.5.1 Primary map

The images above show the 3D surface view of the map at the recommended contour level 12.0.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.

6.6 Mask visualisation (i)

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


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

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

7.1 Map-value distribution (i)

Map-value distribution
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=75 -50 =25 0 25 50 75 100 125
Map value

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


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

1e6 Volume estimate
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The volume at the recommended contour level is 47511 nm?; this corresponds to an approximate
mass of 42918 kDa.

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


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

Rotationally averaged power spectrum

—— Primary map RAPS
Reported resolution
3.10 A+

Intensity (logl0)
=

~—

0.00 005 010 015 020 025 030 035
Spatial frequency (4~1)

*Reported resolution corresponds to spatial frequency of 0.323 A1


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

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


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

This section contains information regarding the fit between EMDB map EMD-6907 and PDB
model 5ZAP. Per-residue inclusion information can be found in section 3 on page 8.

9.1 Map-model overlays

9.1.1 Map-model overlay (1)

X Y Z

9.1.2 Map-model assembly overlay (1)

The images above show the 3D surface view of the map at the recommended contour level 12.0 at
50% transparency in yellow overlaid with a ribbon representation of the model coloured in blue.
These images allow for the visual assessment of the quality of fit between the atomic model and
the map.



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

1.0

0.0
M <0.0

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

9.3 Atom inclusion mapped to coordinate model (i)

1.0

0.0

The images above show the model with each residue coloured according to its atom inclusion. This
shows to what extent they are inside the map at the recommended contour level (12).


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

Atom inclusion
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At the recommended contour level, 65% of all backbone atoms, 57% of all non-hydrogen atoms,
are inside the map.


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

The table lists the average atom inclusion at the recommended contour level (12) and Q-score for

the entire model and for each chain.

Chain Atom inclusion Q-score
All B 0.5750 . 0.4880
A B 0.6240 B 0.5110
B B 0.6570 B 0.5130
C  0.6760  0.5170
D m 0.6200  0.5140
E B 0.6270 . 0.5230
F B 0.6710 B 0.5210
G . 0.4050 . 0.4200
H B 0.5920 = 0.5030

I B 0.6710 B 0.5120
J  0.6030 . 0.4880
K e 0.7230  0.5420
L e 0.7220 B 0.5370
M B 0.6800 B 0.5410
N B 0.6620 B 0.5310
@) e 0.6860 = 0.5300
P e 0.6920 . 0.5270
Q . 0.2850 . 0.3950
R . 0.2600 . 0.3700
S I 0.1760 . (0.3810
T . 0.4530 . 0.4700
U . 0.4800 . 0.4750
\Y . 0.2670 - 0.3970
W . 0.4530 m 0.4400
X m 0.4640 . 0.4480
Y . 0.2970 . 0.3920
Z s 0.4640 . 0.4230
a . 0.4170 . 0.3570
b . 0.2870 . 0.3550
¢ . 0.4750 . 0.4860
d  0.5110 . 0.4820
e . (0.2820 m 0.4150
f I 0.1530 . 0.3980
g I 0.0750 . 0.2750
h I 0.0690 . 0.2780

Continued on next page...
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Chain Atom inclusion Q-score
i . 0.1050 . 0.2800
j I 0.0640 . 0.3190
k I 0.1040 I 0.2930
1 . (0.1210 . 0.2810
m I (0.0460 . (0.2520
n I (0.1040 . 0.2720
0 I 0.0580 . 0.1720
p . 0.1280 . 0.2930
q I 0.1180 . 0.3040
T I 0.0980 . 0.2730
S . 0.0890 . (0.2860
t . 0.0860 . (0.2950
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