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PDB ID
EMDB ID
Title
Authors
Deposited on
Resolution

Mar 6, 2026 — 06:19 PM UTC

8BFP / pdb_ 00008bfp

EMD-13862

Jumbo Phage phi-kp24 empty capsid pentamer hexamers
Ouyang, R.

2022-10-26

4.10 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 4.10 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 I

Ramachandran outliers NN

Sidechain outliers NN

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 [

I Percentile relative to all EM structures

I Percentile relative to EM structures of similar resolution

Better

Value
15
0.2%

0.2%

Value

0.368

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 6458 ( 3.60 - 4.60 )

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.

PROTEIN DATA BANK

Mol | Chain | Length Quality of chain
26%
T ——
1 A 570 66% 33%
22%
I ——
1 B 570 68% 31%
24%
T —
1 C 570 70% 30%
24%
T —
1 D 570 64% 36%
Continued on next page...
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Continued from previous page...

Mol | Chain | Length Quality of chain
23%
I
1 E 570 66% 34%
1%
1 G 570 67% 32% .
3%
1 H 570 — 70% 29% .
9%
1 I 570 — 70% 29% .
4%
1 J 570 | 0 57 :
16%
1 K 570 —— 68% 31% .
2%
1 L 570 r— 70% 29% .
1%
1 M 570 — 71% 28% .
1%
1 N 570 r— 69% 31%
2%
1 O 570 — 71% 29% .
5%
1 P 570 r— 71% 28%
1%
1 Q 570 r— 72% 27% .
5%
1 R 570 67% 33% .
2%
1 S 570 72% 28%
4%
1 T 570 — 68% 31% .
4%
1 U 570 — 66% 34%
1%
1 Vv 570 — 76% 24%
1%
1 W 570 r— 68% 32%
1%
1 X 570 r— 72% 27% .
4%
1 Y 570 — 68% 31% .
4%
1 7 570 — 71% 28% .
10%
1 a 570 r— 69% 30% .
9%
1 b 570 — 69% 30% .
1%
1 c 570 — 74% 26%
10%
1 d 570 73% 27%

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

Mol | Chain | Length Quality of chain
2%
1 e 570 — 65% 35% .
9%
1 f 570 — 67% 32% .
11%
1 g 570 r— 71% 29% .
9%
1 h 570 r— 70% 30% .
13%
1 i 570 — 65% 35%
9%
1 j 570 — 73% 26% .
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2 Entry composition (i)

There is only 1 type of molecule in this entry. The entry contains 156905 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 head protein.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
1 A 570 4483 2835 761 873 14 0 0

Total C N O S
1 B 570 4483 2835 761 873 14 0 0

Total C N O S
1 C 570 4483 2835 761 873 14 0 0

Total C N O S
1 D 570 4483 2835 761 873 14 0 0

Total C N O S
1 2 570 4483 2835 761 873 14 0 0

Total C N O S
1 G 570 4483 2835 761 873 14 0 0

Total C N O S
1 H 570 4483 2835 761 873 14 0 0

Total C N O S
1 I 570 4483 2835 761 873 14 0 0

Total C N O S
1 J 570 4483 2835 761 873 14 0 0

Total C N O S
1 K 570 4483 2835 761 873 14 0 0

Total C N O S
1 L 570 4483 2835 761 873 14 0 0

Total C N O S
1 M 570 4483 2835 761 873 14 0 0

Total C N O S
1 N 570 4483 2835 761 873 14 0 0

Total C N O S
1 0 570 4483 2835 761 873 14 0 0

Total C N O S
1 P 570 4483 2835 761 K73 14 0 0

Total C N O S
1 Q 570 4483 2835 761 K73 14 0 0

Total C N O S
1 N 570 4483 2835 761 K73 14 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
L 5 570 ZZ;ZI 25%5 71(\311 8(7)3 1S4 0 0
L T 570 ZZ;ZI 2§35 71;5]1 8(7)3 1S4 0 0
L v 570 ZZ;ZI 2§35 7121 8(7)3 1S4 0 0
L v 570 ZZ;ZI 25?35 71;5]1 8(7)3 1S4 0 0
1 W 570 ZZ%? 2535 71;5]1 8(7)3 1S4 0 0
L2 570 ZZ%? 28035 7121 8(7)3 1S4 ¥ 0
L Y 570 ZZ;ZI 2&%5 71(\;1 8(7)3 1S4 ¥ 0
L z 570 ZZ;?; 2&%5 71(\311 8(7)3 1S4 ¥ 0
L & 570 ZZ%? 2535 7121 8(7)3 1S4 0 0
L b 570 ZZEZI 2SC35 71(\;1 8(7)3 1S4 0 0
L ¢ 570 ZZ;ZI 2SC35 7121 8(7)3 1S4 0 0
L d 570 ZZEZI QSC35 71(\;1 8(7)3 1S4 0 0
L ¢ 570 ZZ;ZI 28035 7211 8(7)3 1S4 0 0
L f 570 ZZEZI 2?%5 7211 8C7)3 1S4 0 0
L & 570 ZZZZI 22%5 7121 8(7)3 1S4 0 0
L b 570 ZZEZI 2535 7121 8(7)3 184 0 0
L i 570 ZZZZI 22535 7121 8(7)3 184 0 0
L ] 570 ZZE? 2535 7121 8(7)3 184 0 0
gPDB
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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 head protein

26%
Chain A: 66% 33% .
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e Molecule 1: Major head protein

22%
Chain B: 68% 31%

WO RLDWIDE

er

PROTEIN DATA BANK


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

EMD-13862, 8BFP

wwPDB EM Validation Summary Report

Page 8

6TTX

LITL
91T

b o o BB 2 4

9LN

63D

@ 00O SO

LSM
9SA
SST

€94

o
o)
-

-g-
OO POOOOO 0O o

oA

9€Y

3

¢

o o

6124

4

80zh

S0cyd
v0cd
€0CN

i

¢

66TL

761V
€6TA
z6Th

)
©
—
=

®
el
—
qr

OO PP0PP0P0000O0OOOO0

.

TLTT

S9TH

0 091a

6STL

LSTL

a8
EVIN

711

6€Td
8ETD

verd

6214

¢

TTeN

0 TTed

0zes

3

Pren
€1€ed

OTEN
60€T
80€EN
LOEL
86CA

€621

0621

98CA

6EEN

9EEN

TEEL
oged

8TEW
LTed

¢
¢
¢
¢
¢
¢
¢
¢

70Sa

COSI

S67X
v6%D

T67A

cian
€870

874
087

8.L¥1
LLYd

YLV

89%d

Sevs

¢

9€SH

veSI
€€54

A S A A . A e A

e Molecule 1

TEST

PRash]
0 9291

§2Sd

L 4
o
N~
n
<

n

Major head prote

30%

70%

f

OO POOOOOOO

24%

Chain C

EVIN

8ETD

€ETS

¢
¢
¢
¢
¢
¢
¢
¢

0 VLA

693

S91

>

65D

LSM

SS91

9€Yd
SEA

0 €€

- .

6124

ST121
0oTeH
LOCZH

v0c4
£0ZN

o

96TA

z6Th

L 4

68TN

T1€d

L0€L
90€T
S0€d

©
©
]
=

COOPPP0PPPPP0PPPP0PGOOOGPSGO O o

T.L2A
0.L24
692V

L 4

8921
1,924

29Cs

092a

LYTHh

0 sbea
Tl
fojigact

652D
0 8€TT
¢ seaa ]

9gzd
0 seT1
¢ veea ]

00%A
66€D

€6€S

06ed
68€H

€8€T

08eX

LLEQ

S.LeY
VLEN

99EN
S9€Y

0 €9€0
z9ed
T9€1

OO OOO0oO o

8GEY

(4458

L1€T

0 BTEN

v8vI

0 €870

1874
087d

8L¥%1
LL9Y
9LYN

TLYV

69VH

627h

pXa4

o [re)
qa o ]
s Sy
- = 12}

9T¥A

e e s s a2 22 2 2

1745728

S957
%934
€9SN

0954
6GSA

PASIETSS

3994
€651

eit|

9%SN
S¥SY
¥¥SI
EYSH

1984

i

R LDWIDE

0 8€91

01
625D
8CSH

9251
§¢sd

L1871

E€TSH

TTSI
0TSY

805)

9084

0 5091
$05a
€058

0 1054

|

967
G674

€671

187
98%D

> e

w_ 0

PROTEIN DATA BANK



EMD-13862, 8BFP

wwPDB EM Validation Summary Report

Page 9

. A

o0 ©
e 00
0 s}
~ —

91571

TLSI

e Molecule 1

69571

n

Major head prote

24%

36%

64%

Chain D

< o o

@ 00 o

80TI

cotd

8vd

LeL
zed

624
8CH

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

€811
SLTA
|

S8TV

8921

S9ey
y92d

29zs
T92L

952N

€5CN

phza

0 8€TT
¢ s
0 9eTd

-
o0
N
-

<
N
al
=

OO0 P00O0OOOOOO

612

L1271

v1es
€1l
CICH

orey
6021
8020

90C1T

e e e s

v0cd
€0CN

<* &

9811

L2 2 2

N~ O ®O
m M m S
mMmmomon
H> XA <

SEET

zeel
Teel

oO-HaNMYWON O __mn © N 0O O N M0
[eEeReNeNe) S OoOMlA A — N o N IS
OOmmMmMO@ONO O M0 M mMmn 0|00 o0
o< @EdE = M= AAdHAnAEoNa

0621

j2ka'

LEVA
9EVI
SEVT

€EVD
CEVI
TE7a

1472}

9TYY

o O
- o
<
a3

8T¥N

e o o 2 2 & 2 2 2 2
8§
2

0
o
ey
a

€0%A
[40j4))

00%A
66€D
86€d

S6€T

£6€S
ceed

88ed
18€S
S.ed

S9€d
PoeEn

0 €9€0
z9ed
T9€T

o= ]

6GEX
SGET

2GeT
T9€4
0sed

67€X
8¥eEL
LveN

svea

a2 2 2 2 4

0€SA

0S%1
6%
8vva

1472

EVIN
(4747455

(4728
6ETN

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

n

Major head prote

e Molecule 1

34%

66%

24%

SO0 <

Chain E

80TI

€0TN

0. 681

884

1871
089

—
~
—
pE)

8.1

9LN
S.d
125

0. €LS

CLL

4]
£va

9eyd
SEA

€eT
ced

624

0 z6Th

06TY

88TA

[l

©

-
-qt

LLTH

. el

TLTT

69T

L9TV

. e . aaad

S9TH

ceTd
TETH

€21a

i

0Z1h

OO0 SO o

¢

€.20

TLeA

8921

9921
S9CV

€921

09za

LveH

vve1

1574
0%CA

T€TT

ozea

€121
CICH

ored
60271
802h

S0TY
v0Td
€0CN

0 T0TA
0 002y

66TL

961X

€6TA

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13862, 8BFP

wwPDB EM Validation Summary Report

Page 10

eTed
T1€0

S0€U

€0€d
20eT
T0€ES

S6CA

982A
98¢y

LLTH

OO0 PPPO0O0OOOOOS

TZyN

617

i

9T¥A

e A e s . e

+

i

6074
80VA

9074

[454)

00%A

86€d

T6€I

88€d

08eX

S.Le4

S9€Y

€9ed
T9ed
T9€1

€9€d
2SeT
TSed
0Sed

o o o N R 2 2 4

€2¢9d
[44:ks

815d
L1871

E€TSH
CISA

0TSY

3

9094

£03S

0 1054
|

G674

£6V1

T67A

6874

L8%a

¥8vI
€870

1253728
08%d

8L¥1

9LV

LS%T

SS7Y

0S¥1

8¥¥a
LYYV

17472
A

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

LG88d

[4sisics
TGSYH

6%SI
8734

97SN
S7SY

§¢sd
¥ZSH

i

e
<
o~
m

= S

3

o

—

o

o]

<

&

=

—

o

M)

@

~ e

.. —
— —

o

= .
S (@)

—

=}
o .
= &

=
° @)

S9TY

2911

091d

@ & 9000000 o

8STd
LSTL
9STH
€STA
6¥%1S
EVIN

8ETD
LETH

SETN
ceTd

€21a
(4458

9TTd

< oo

907D
(o) 5

Pk

SEA
€1

8CH

Pact
eveI
1574

3

9€Td
SETT

8¢cTd

(lqacs

6124
812D

CICH

(548

60271

OO0 O

TLIT

Loub
691X
8911

62e1
8TEN
Lge4d

szed

0ozes
61€Q
8T€I

Y0EV

20€T

LLTH

e & 0O S0

cLTd

oLcy

92y
€921

9L
09za

CTSTH
TScd
052D

LvTH

6z7h
2147208

€2CH1
[447\¢

617Q
8T¥N

PivI

607X
80%A

€0%X
Tovd

66€D
86€d
LBET
68EH

€8€T
[4:19%

08€ex

TLET

LIEN

[a4=xc

ETSH
(4578

S09T
708a

0 ~ D
0 © o)
& < i
= [=] "~

¢
4
¢
¢
¢
¢
¢
¢
¢
0 2

h o o

veSI

625D

LTsh

n

Major head prote

e Molecule 1

29%

70%

13%

Chain H

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13862, 8BFP

wwPDB EM Validation Summary Report

Page 11

L 4

@ 00O

<>

cLTT
TL11

v918
€91Q

(4158
TST1

6¥%1S

9VTh

1)

@ OO0 PS0POO0OOO o0

9g1a

€21a

STTV

CTSTH

LN

svea

{4448

(0498
6ETH

62cs
8¢ed

€eTl

L1271

S121

. .

.

LLTH
9.2H
eVkacs

0 BL2)

€.2a

8921
1,924

S9cv

652D

>

T1S%L

LYYV
ElaAn
14728

EVVN

6ETN

LETA

Ll

62vb
8TH

9CTHV

4428

{4474\
TToN

9T¥A

i

145728
T1va
[0 4]
LBET
€6€S
c6ed
T6€I
06ed
68€H
€8€1

08ex1
6LET

S.ed

0 39€Y

H9EN
T9eT

SGET

8%y
LyS0

SHSY

EVSH

%94

i

€SI

§2Sd
YCSH

[aackc
Tess
0zsa
9TSI

Y11
ETSH

TISI

6050

2¢0ST
1094

LBYA
967

<‘><l><l><‘>ii[‘><‘><i' >&

0 963V

7651
€6SA
z63b

+n

0653
68SN
88SA
1850

78SL
€854

Major head prote

T8V
08SI
6.9V
894

e Molecule 1

9181

TLSI

€9SN

8554
LSSd

11

9%

29%

70%

Chain I

€9TH

EVIN
(4749

ceTd
TETH

6214
8TIN

OO Oe & o

9zTa

09M

©
0 0
==

O < N N [T}
™ M ® 0 0 e}
o< 12 ~ o -

©
N
==

LvTa

¥¥e1

1374

[44A%

1}

121

CICH

01T
6021

S02d

0 T0TA

Tozd

96TX

8911

99TI
S9TY
7918
091a

9STH

SO & SO o oo

1524
oved
6€e
8EEA

+

TeEL
oged

€TeD

0zeS

80EN

90€T

€0€d

98CA
S82H

8¢S

29cs

VST

CSTH

6%2a

L9731
99%d

0 9P
15¥1
€9V

0S%1
67%h

17472

(04728
6EVN

€ePD

Te7a
0EVL

9CHY
i449

TCZYN
0Z¥y1

14572"

60%A
80%A

€0VA
00¥%A

v6eN
€6€S

68€EH
88€d

98€D
€8€T

08¢ex

i L
TGSH

8y
150

SveY
Y791
EVSH

9S4

T€9T

§¢8d

[44:ks

0zsd

ETSH

T1SI
80931

¥0sa
€08S
20SI

[4°328
1874
08%b
6.%d

9LV

YLvL

69%H

TLSI

€9SN

T9GA

8954

n

Major head prote

e Molecule 1

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



EMD-13862, 8BFP

wwPDB EM Validation Summary Report

Page 12

37%

63%

14%

Chain J

L0T4
907D
S0Td

€0TN

660

LBA

884
181
98L

784
€80

18T

0o

6.0
8.1

9LN
sS4

0 B3

0Lb
694
894
199

¢

S91

9L

2
.

SS1

[}
@  © V00 0O o o

TSI

~
.
2%

9%D

oA

8CH

¥0cd
£0ZN

TocH
00zyd
66T.L
86TV
96T

Z6Th

68TN
88TA

€811

LLTH

vL1S

CTLTT
TLTT

9914
¥o18

0 €970

091a
6GTL
8GT4d

3

@  © & 0000000 O o

€GTH

IT
EVIN

i

S¢Td

1118

601a

CO® & V00O o

o © I~
T [N
N o
a (L]

€621

S82H
v8cs

9921

€921

1921

952N

astacs
052H

LvTH
eigas

Lg2a

o ®
) o
5] N
<< x

ST2T
v1es
fATAN
CTCH

01T
60TT
802h
L0TH
90271
S0cH

81€I

e1ed
TIeT
jatsli]
0TEN
80EN
€0€d

9621

LLvY

TLYV

69VH

L9%%

&> oo

Ll }

6%7h

174728

374708

(074748
67N

LETA

€evd
CTEVI
T€7d

8T

9THY

€2C¥1
{44748
YN
0Zy1

T1va
OT¥N

L0¥d
9074

€0VA
zovh

66€D

T6EI
06€d
68€H

T€9T

625D

22sb

815d

918I

ETSH

TTSI

80831

n

Major head prote

e Molecule 1

W
R
—
m
X
[se]
©o
R
©o
—
=
o
o]
5

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

S0Td

€0TN
2073

1

.

S61
61

0 VLA

9971

LSTL

g

T8T1

0 691S

$ o

9vTh

EVIN
(4725
1711

[450¢

60€T

s0eyd

COOPP VGO0 PP0P0OOOOOS

L9t4
9921

0 $92Y

€921
292s

T1%d

86€d
L6€T

06ed
T8€S
08eX
6.LET

99€EN

0 HIEW

€9ed

6SEX

0 8veL

o
JE

TYEW
ey

B6EEN

i

LEET

veed

CTEET

0€ed

8CZEN
Lzed

Szed
veexn
€Ted
(44N

61€d

YIEW

20SI

967
S67A

T67A

8%

SO 000 oo

0S%1
i)
877A

OVPL

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13862, 8BFP

wwPDB EM Validation Summary Report

Page 13

o 4

0653

883A
1830

§8SY
7831l
€854

78SV
08SI

894

i

S.LSN

TLSN
TLSI
0LSA

998d
G991

€9GN

095Y

LSSd
9551

SELS

(4

8%3Y
L¥50

it

7631

n

Major head prote

e Molecule 1

29%

70%

12%

Chain L

8CIN

€21a

121D

907D

L6A

7671

oo

181
981
S8L

e

©® 9O & 90000 o0

0. 898
199
99s
591

€94
299

0. LETY

LSM

891
TSN
€94
[4ct

PAZ:
9%d

70

(474

8CH

0 €2TL
812D
§121

CICH

0871

TLTT
0LTD
6914
S9TH
091a
9GTH

0STH
6%1S

LYTL

[474%!

LETH

ve1a

ceTd
TETH

OO0 OOOO

6214

60€I
80EN

90€T
SO0€Y
voev

i ko

¥92u

8%eA
LyeHh

Li%4:

—
®
N
k)

@ 090 o o0

¢

(4478
BEVN
CEVL
TEVQ
0€vL
[3474]
8T¥i
STYS

€TV1
(44748

1745728

T1vd
(0578

00%A
L6€T
€6€S

T6€I
06ed

(45198

9.LeV
S.e4

TLET

0LEL
B69€EN

S9€Y
Y9EW

T9EI

B6SEX

LyeN

8EEN

5S4

651
8%y

0 ShSY
Sl
€YU

9281

VCSH

E€TSH
CISA

9054

L6VA

6.%d
S.va
69VH
89%d

L9%%
99%d

0 9%Y
|

197

6%D

14728

[4:1]
188V
08SI

o
.v €854
9
’

8.9

89SH

e Molecule 1

995d

8554
LSGSd

n

Major head prote

28%

71%

11%

Chain M

@ 00 o

Iy <+
w0 ~
| =

e

9914
918
€910
9STH
05Ty

v

0ETT
6214
8CIN

9z1a
[e141s]
91T

STTY
¥11d

€0TN

861

96d

L2 4

76T

06N

981

S.y

€94

SYV

LEL

€€1

8CH

Ly

[44a8

S€CT

T€TT

144 4

OO POP0OS0O & oo

€Tl
zeel
Tzes

L7121

S121

CTCH

(%a:8
6021

LOTH

961X

T6Th

88TA

L e s L A N e

9811

€811

SLIA
TLTT
0LTD
691X

9971

S9€4
Foen
€9eb

SGeT

LLTH
9.2
S.zd
Lo
€.2a

¥9cu

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13862, 8BFP

wwPDB EM Validation Summary Report

Page 14

YLvL

69VH

isice

SSPY

8¥va
LYPY

14728
74747\

6EYN

LETA

veYD
€EV

6z
8T

{428
€2V1
TTYN
TeoN
(474¢
1745728
T
L0%d
[494]

86€d
L6€T

0 96€T

Y6EN

zeed
T6€1

68€H

08eX

9.LeV

TLEL

EVSH

TS84
0%Sa

9€Sd

veSI
T€ST
918I
ETSH

T0SI
T0S4

967
S6VA

0 €671

T67A

0 18%0

1874
087d

9LV

a2

¥6SL

(4]

0 0653
683N
88SA
1850

Major head prote

83l
€854

08SI
6.5V
8.54

TLSI

11

e Molecule 1

31%

69%

11%

Chain N

o o d

6214
8CIN

G214

£€21a

0zTh
9110

Y11d

9070

€0TN

8CH

s

6913

9914

0STY
6¥%1S

LYTL

4%

6€Td

€0€d

OO V000 SO0

j2Xo
cLTd
9921

S99V
792u

292s

89CN

992N

082D
6¥2a

LvTH
9vCA

vl
1574

8Svd
6770
17472

(4747
TPPN

LEVA
T€7Q
62%h

9THV
SCvS

€TV1
(4474}
TewN
(448
L1¥T
45729
[ 404}

86€d
L6€T

g6€T
76EN
€6€8
06ed

42198
18€S

S.LeY

S9€H

0 HIEN

SHSY
YySI

EVSH

1754

¢

OO POOOSO OO

L 4

2650

0653
685N
88SA
18SQ
98971
S8SY
78SL
€854

3

6.LSV

CTLSN
TLSI

Major head prote

6991

8994
188d

LS
€G9SI

6%SI
8¥SH
PAzsli]
9%SN

1

e Molecule 1

12%

29%

71%

Chain O

€ETS

62Td
8TIN

€ecta
cT
121D

61T

693

0 199

8CH

@ 0000 OOOO

OO0

T9CL
09za
652D

CSTH

052D
LvTH
f7act
[47a0
1574
0%CA

9gcd

612d
CICH

6021
802h

1

96TA

z6Th

€811

LLTH

TLIT

0LTD
691X

S9TY
7918
€97Q

veTa

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13862, 8BFP

wwPDB EM Validation Summary Report

Page 15

8GEY

GSET

67€A
8vel
LyEN

@ S o o

1)

8EEN
YIEET
9€EN

Teel
oged

veen

TLZA
0.L24

TLYY

99%d

<>

LSPT

LYYV
448

574708
(074728

8E¥S
LETA

€evd
CTEVI
Teva
0EVL
6zvh
8T

€C¥1
TN
TCON
L0%d

zovd

O = N MW N~ o
o oo oo o o
MmMmmmm o0 M M
AHM® = A =

€8€T

LLEQ
9.Levy
S.Le4
vLEN

S9EY
0 H9EW

LSSd

kL

[4ckecs

6731
8%54

SvSY

8€ST

i

9€8d

2230

§¢sd
¥ZSH
€¢8d

{44k

o=l

0zsd

0653
683N
883A
1850d
9851

%831
€834

08ST

Major head prote

8,94
WAL

TLSI

e Molecule 1

6951
895N

0954

8554

111

28%

71%

o
<5}
S

15%

Chain P

OO OO0OOSO OO0

SETN

€ETS

0ZTY

9TTh

€111

693

S91

LSM

SS91

OO0 OOOO

CTLTT
TL1T

8911

S9TH

0 €970

2911

091a
6STL
89Td
LSTL
9GTH
SGTS

9vTh
EVIN

OV IN

¢

20eT

86CA

0621

OO & 900090900000 OO

LyeH

¢
¢
¢
¢
¢
¢
¢
¢
¢

60€I

S0€Y

T18I

805X
LOSH
9054

e oo

70Sa

6671

N~ 0 O
© 0 0
< & <
A A=

Lo 2R 2 2 2 2R 2 2 4

78vI
€870

152128
0870

8L¥T
LLYd

S.vQ
VL1

TLYI

69%H

LSPT
9S¥V

€SVA

0S¥T
i)

{47478

SEYT

€evd
CTEVI
TeVa

9TYY
0zyT

6170
8T¥N

7631

z68h

0654

883A

€854
08SI
91871

TLSI
0LSA

994d
9991

2984
8554
LS8Sd
9GSL

AL
€GST

S¥SY
¥¥SI

S€Sd

T€S9T

Major head prote

625D

9281

T2ss
028d

91SI

E€TSH

11

e Molecule 1

27%

72%

11%

Chain Q

8GT4d
LSTL
9GTH

€911
Wil
OV IN
6€Td

SEIN
vera

9¢1a
ScT4d

STTV

A

vora

T0TD

761

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13862, 8BFP

wwPDB EM Validation Summary Report

Page 16

LyeH
9veA

ever

9€Td

COOPOPOOOOO OO

612d

S121

CICH

(248
6021

@ © GO0 O 900000

LOTH

002y

96TX

€6TX
z6Th

9811

OO0 OOOO

0LTD
691X
8911

S9TH

€910

1918
091a

TL2A

8921
1,924

S9TV
LSTH
052D

6¥2a
8¥eh

08¥vd
6.%d
8L¥%1
YLVl
L9731

LYYV

14728

€V
(4747455

(04728
6ETN

9EVI

CEVI
TEVa

14728

9THY
i442%
£€eCy1
{4474}

(15744

L1
6074

€0%A
zovh

L6€T

7651

T6Sh
T6SL

®* oo

n

Major head prote

e Molecule 1

33%

67%

15%

Chain R

2seT
19€4

SO O & oo

OO PO 000 OO

0424
| e9zy
mmﬁ
80T
o i
901D aaer
sota ¢ i
i ¢ [} 6EEN
172 | seen
6l “ oven LEET
N | |
¢ evea T€EL
ooL (474 [ ]
seen
| eel []
2
£eed
| ee1 zzen
LEil | Teea
| ozes
SuH
o
|
1.8
| ow
69
893
199
998

¢

-8
=

LSM

SST

€94
(4t}

3700)

97D

<>

0ed
6ca
8CH

6.%d
8.L¥1

9LV

0LYA

8EVS
€EVD
9THY

€Tyl

0TPN
607X
807X

[404s]
66€D

86€d
L6€T

€6€S
26€d
T6el
06ed
98€D
€8€1

08e)1
6.LET

9.LeV
SLed

69€A

€854

08SI

91871

69971
89SNH

994d

€9SN
2984

0954

8554
LSSd

€5ST

TSSH

8%3Y
L¥50

0 8€91

L

E€TSH

90SY

70SQ

n

Major head prote

e Molecule 1

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13862, 8BFP

28%

72%

wwPDB EM Validation Summary Report

12%

Page 17
Chain S

[445)

0zTh
6TTY

A aa

80TI

90Th

€0TN

€64

16S

0 68L

181
98L

181

@  © & G000 0O%oOoO

6.0

sS4
25!

998

79D

a2

09M

isict
LSM

SS91
7SN

TSI

671

Leey

rees

i

86TV
96TA

[434s]

0614

88TA

e a

LLTA

TLT1
S9TH
%918
€910
091a
9STI

EVIN
[474%!

6ETd

vera

6214
8CIN

8ZEN
veexn
ozes
61€d
8T€I

STED

€T€d
C1e1
T1Ed

B80EN

90€1

682V

¥8¢s
£€82a

{47478
6ETN

veYD
€evd
CEVI
TEVA

6z

L9EN

Y9EW

T9ed

6EEN

LEEI

9EEN

o <
m M
™ o
A A

CEET

L 2 2

9%SN
SvSY
¥¥SI
€Y

§¢sd

ccsa

815d
L1571

TTSI

608

9084

CO0SI

00SV

{4528

08¥d
6.%d
8L¥1

%831

€854

188V

€LSA

TLSI
0LSA

89SW

6GSA

e Molecule 1

LGSd

j kL

31%

0
9

o
€£0CN ’
-
L lenL ¢
0
o

=N
o o
—
[=l=2

N e o

n

68%

Major head prote
14%

e 2 2 2 2

Chain T

*

S9TV
%92y

1921
09zda

852N
52
€GN
[4cra e

LT
9vCA

£¥2d

SETT

€ETH

N
o]
3]
)

TeeT

©
N
]
2]

80%A&
covd

86€d

¢

T6€1

68EH

98€D

€8€T

08e)

0LEL

fefelot

TYEV

B6EEN

LEET

geeT
2eET
oged
veex
€TEY
CTEN

9T€T

0 BTEN
0 €1ed

9054

70Sd

20SI

967
S6VA

¢

267D

0 0671

0 6874
¢ ema

18%a

oo

0 $8H1

6.%d
8.L¥T
LYY
9LV

69VH

L9%)

99%d

8Svd

SSPY

14728

€V
B6EVN
€EVD
CEVI
TEVQ
1478

€y
TTYN

0zy1

1745728

T1vd
0TPN

o]

7651
€6SA
(4]

0 683N

€894
[4:1]

8.9
SLSN
TLSI
0954

LSSd

GGST

R LDWIDE

€851

L2 4

veSI
T€S9T

Lzsh
9251
§2Sd
YCSH

cesd
81Sd
L1587
91SI

T1SI

605

O
PROTEIN DATA BANK

W

erbDeBe



EMD-13862, 8BFP

wwPDB EM Validation Summary Report

Page 18

L6SS

L 4
©
o
re
<t

n

Major head prote

e Molecule 1

34%

o
© ©
IQ*I

66%

@® VOO SO0

14%

Chain U

L0T4

S0TH

+n

€0TN

187
981

Qv 181

8.1
LLI
9LN
S.y
250

T3
0LD
6934
894

09M

894
LSM

ST
sy
671

70

+In
cvd
Wi
0o%A

Lel

wn ©o
o @
I>-i-rl

€€1

0€d

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

0674

@ © 9009000000

88TA

€5TH
ST

0S7Y
6718

LYTL

4%
EVIN

LETH

SETIN

€A

60€T
80€EN

<>

vLeh
€Lea

cLzd
¥seca

TScd
082D
6¥2a

vl
1574

0¥%CA
6ECD

9€2C4d

0 zeT1

|
6021
802h

9021

S0c2H
7024

[4UAS

(447
0z¥1

T1vd
OTFN

L0%d
16€71
S6€T

0 z6ed
mﬂmq
6.L€7T
5.€4
0LEL

LOEN
99€EN

0 HIEN

€9¢ed

€5€3

TGed

6VEL

0 8vEL

vvex

6EEN

LEET
9EEN

eeed
zeeT
Teel
oged
Lged

veex
€zed

61€a
0 91€1
0 HTEN

€7€48
C1el

70Sa

20ST
10948

6671

967

S8SY

€854
z8sh

8.5d

91871
SLSN

TLSI

SY9Y4

EVSH
2YSN

9€5d

vesr

T€9T

n

Major head prote

e Molecule 1

24%

76%

11%

Chain V

v61vV
€6TA

T61d
0614

7814

L e

~
.~
X

<>

0zTh

L2 4

T6S
06N
681
281
6.0

LLT
9LN

v

e &

8CH

o

LLTH

S.24

L

0Lcyd
692y
8921
L92Yd

S92y

CSTH
1624

8¥CA
LYTH

svea

[44AN

3

9€Td
SETT

€ETA

(=)
)
]
<

OO0

€TTL

6124

€TCL

1124

6021
802h

024
€0

cLET

L9EN

T9EN

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13862, 8BFP

wwPDB EM Validation Summary Report

Page 19

@ 00 oo

o o

T67A

28YI

6.%d

LS%1
o112.8
4]

igAn
14728

EVIN
cvva

TEVA

8T

9THY

74729

0zy1

L19T
1578

T1vd
0TPN

L0%d
9074

€07X

86€d

c6ed
T6€EI

68€EH

[4sicics

E€VSH
2YSN

TEST

92sT

[45°7%

20SI

LBVA

G674

¢

n

Major head prote

e Molecule 1

32%

68%

11%

Chain W

CETA
€A

SCTd

€21a

¥11d
ETTT

b & 4

901D
S0TH

660
LBA
€64
125!
€LS
CLI

0Lb
693

ov 199

29D
T9L
09M
LSGM
TSN
TSI
vd
9EY

8CH

LyeH
9%cA

8€TT

S o

9€Td

E€ETH

612

@ SO0 O0OOOO

L1271

CICH
1124

6021

LOTH

7024

b o d

OO0 OOOO

0LTD
691X

99TI

[4sioy)

0sed
6VEX

8vel

o9vea
Svea

eveN
CYEN

6EEN
8EEN

9EEA

geed
TeeT
Teel
0oged

8CTEN

L1€7T
91€1

0 YTEW
T1€D

S0€Y

€0€d

v8cs
€820

o & oo

3

eVkacs
vLeh

9921
S92y

€921

652D

LSTH

i1
€GCN
CTSTH

LS

€YV

SEVT

CEVI

8CHA

9THY
147
j442%
€Y1
(447}

0Z¥1

8T¥N

STPa
14572"

1174

6074

1402
€074
[44]

00%A

86€d
L6ET

v6eN
€6€S
26€d

06€ed

€8€T
(42198
18€S

6LET
8LEL

OO OOS> OO o

9.LeV
S.ed

S9€d

0 HIEW
€9eb
z9ed
T9€T
09€y

o

i L
€581

6791

€SI
T€9T

§¢4d
¥ZSH

ST184
$I3L
ETSH
CISA
8093

€058
C0SI

T67A

1874

8L¥1
LLvd

TLYI
S9%S
7o

n

Major head prote

e Molecule 1

27%

72%

11%

Chain X

IT
EVIN

0%IN

211
9z1da

0zTh
6114

@ 0000

29D

LSM

SG1

TSI

9€Yd

0€d

8CH

OO0 O0O0OO O o

<>

Ll

OO0

©
N
N
(&

€eel

v1es
€121
CICH

iilll

0T1ex
6021

S0cH
024
£0eN
2T0TA
porace
00cy
96TA

2610

691X
89TT

S9TH
8GT4d
LSTL
9STH

€S
(4154

6¥%1S

9V TH

65€R
|
0 TSET

TSed

67EA

LveN

9EEN

veed
€€ed
CEET

oged

|
oces
61€a

91€T

€T€T

OTEN
60€T

LOEL

S0€Y

€0€d

6.CI
8.Td

@ © & 0O o0

9.2

€.L2a

0Lzyd

792y

09za

LYTH

S¥ea

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13862, 8BFP

wwPDB EM Validation Summary Report

Page 20

S6€T
88ed
SLed
TLET

99€Y

0 H9EN

TLSI

69571

995d
§951

T9GA
0954
6GSA

LSSd
554

L%50

SPSy
Y¥SI
EVSH

%S4

8€9T

9€5d
€€5d

T€S9T
0E€SA

Lzsb
9291
$2sd
€¢sd

E€TSH
(4578

805X
C0SI

L6YA

¢

0 T6%A

0 68%Y
0 88%a

18%Q

c8vI

n

Major head prote

e Molecule 1

31%

68%

14%

Chain Y

LYTL

8ETD

SETIN
veTT

3

@ 0000000000

€e1a

vI1d
€171

e 000> o0

901D
S0T1d

998

ToL

TSI

8CH

6123

S721

CICH

otey
6021
802h
LOTH
9021

7024

0 TOZA

002y

i
@ © 90O G000 o0

L6TL
96TA

LLTH

e .

< &

69T)
8911

9911
S9TH

2911

3

LSTL

0 €9TY

0STY
6¥%1S

0L2d
692V

s9ey
%92y

T92L
092a

8GCZN

9GCZN
¥sea

acracy
0S2ZH

L¥TH
9%CA

eved
vl
1544

S€TT

o=

T1%d
0TPN
6074

€0VX
(404}

00%A

T6€1

68€H

L8EA
€8T
08e)1
S9€H
Y9EN
€9€b
6GEX

£9€d

T9ed

67€X

0 8veL

oved

LEET
9EEA

zeeT

oged

szed
veexn

61€d
8T€I

9T€T

=

€V
vy
(04728
BEVN

LEVA
9EVI

veEYD
€EVD

eV
1478
14428

€Ty1
TTYN

0zZy1
617

145728

8554

kLS

[asieicy
1954

Major head prote

6%SI
8¥sy
%50

v¥SI

L& 4

TES9T

815d

1

e Molecule 1

14%

28%

71%

Chain Z

COOPPOPOPSO G000 o o

b & 4

L]

O%IN

8ETH

@ 00O

€21a

¥11d
€TTT

1014

6cd

812H
S121
CICH
6021
802h
L0ZW

024

0 00zY

66T.L

96TA

€6TA
z6Th
T61d
06714

9811

814

OO oo

0LTD
691X

S9TH

1918

TST1

6¥1S
8¥1d

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



EMD-13862, 8BFP

wwPDB EM Validation Summary Report

Page 21

06271

COO & 9000000000 OOOS

TSTH

o43)
6%2a

phza
Eiga

¥¥e1

1574

€CvT
TN
TCIN

6170

6074

> <

L0%d
[4074]

L6€T

S6€T
26ed
68€H
€8€T
08eX
S.LeY
S9€Y
Y9EN

€9ed

6GEX

EVEN

oved
6EEN

SseeT

zeel
Teel

62€1
8CTEN

cTEN

ozes
61€Q

9€5d

TE491
0€SA

2zsb

€¢Sd

LOSK

S0S7T
¥0sa

LBYA

06¥%L

OO OO

L8%Q

S8YN

0 i
£87d
z8vI
T8VA
08vd
6.vd

i

683N
0 1850
|

z8sb

08SI
6.LSV

EVSH

1984
0%5a

8€S9T

¢

n

Major head prote

e Molecule 1

10%

30%

69%

Chain a

[4o)ics

T6S

884
181

S8l
784
£8a

LLT
9LN
S.d
280

0.LD

. . e

o g

veea
E€ETH

LLTH

LT
TLTT

8911
S9TH

%918
€9Ta

9GTH

€GTH

LEET
CEET
Leed

€TeD
[44)

ozes

0 91eT

® ® o) 0o —Ho
o o OO O+
N @ %] mMOm MM
= 5] - 2H= o4

LLTH

@ © & 0 oo

S.zd

0Lcyd

Y92y
€921

1921
09za

052D
6%2d

LyeH
Poigact

(4748
Tvee

0 Leza

SETT

Yo
T97d

%4728

EVPI
cvva

B6EVN
8EVS

€EVD
CEVI
TEVA

6z

144728
€y

TeoN
([474¢

9THA

1745728
OTFN
6074
8074
L0¥d
90%Y
[44]
66€D

L6ET

0 S6€T

T6EN

88ed
€8T

08eX
6.LET

TLET
B69€EN

0ged
67EA

0 sveL

B6EEN

6991

99Sd
S9ST

0954
655K

EVSH

TS84

L& 4

T€9T

E€TSH
(4578

605
80S)

9054

6671

LE6YA

€870

1874

6.%d

8L¥T
A
9LYN
TLYI
69%H

99%d

0 o%Y

[4:0]

6.LSV
8.54

94871
SLSN

TLSI

n

Major head prote

e Molecule 1

30%

69%

9%

Chain b

01
TLTT
69T

0 €910
|
6STL

LSTL
9STH

6214
8CIN

{4458

Y11d
E€TTT

80TI
L0T4

894

€94
£¥a
9€Yd
€€1

8CH

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13862, 8BFP

wwPDB EM Validation Summary Report

Page 22

o=l

06271

LLTY

OO0

96€D

zeed
T6€1

68€H
88€d

08eX
S.LeY
0LEL
S9€Y
Y9EN
€9ed

29gd
T9€1

S o> & o
3
2

0 387N

¥8%1
2871
6.%d
9LV
TLYI
TLYY
0L¥A

99%d

0 Yove

9G¥V
SSPV

6770
8¥va

174728
TYoN

(428
6EVA

LETA

SO oo

TLSI

893N

€9SN

T9SA

6954

LSSd

i L

6751
8%y

02Sd

8TSd

L1571

v1sL

T1SI

LOSH
9054

€08S

6671

S6%A

T6%A
06%.L

88¥a
L8%a

>

L6SS

2650

Major head prote

0653
685N

18Sa
989T

e Molecule 1

7851
€854

08SI

9.8T

11

11%

26%

74%

Chain ¢

€GTH
6%1S

9ETD
SETN

¢

%

S¢Td

€21a
[445)
1210

SO0 o

€0TN

660

L6A
681
784
18T

(25}

0o9M
ST

8vh

14
€5CN

LYTH

Svea
{4498

(478

9€cd

geev
ween
€TTL

A e . .

3

812D

S121
4545

CICH

6021

L0TH
9021

0 00zY
96TA
26Tl

9811

¢
¢
¢
¢
¢
¢

LT

0LTD

S9TH

€91a

¢

0 6YER
o=

Lvex

6EEN

LEET

veed

e S0 oo

ceLT
TeEL
0€ed

8CTEN
Lzed

€Ted
(4438

91€T

¢

TIEN
€1ed
c1eT
T1€d

80EN

S0€Y

€621

89271

792

152D
952N

L6YA
967a

€671

98%D

Y1

€870
c8YI
1874

8L¥T
LLvY

69%H

0S¥T
6770

€V
{47448

6EVN
€EVD
[1474]

9THY

vevl
€CVT

TCON

745728

1194
OT¥N

T6SL

89SH

T9GA
0954

8G5Y
PASIELS S

Y99y
€651

T5SY

6¥%SI

2750

S¥SY
¥¥SI
E€YSH

0%Sa

best

T€91

Lzsh
9251

¥2SH
€2¢5d
[44:ks
818d

G184
YISL

0TSY

LOSK
9054

C0SI

& 4

7651
€6SA
T6Sh

n

Major head prote

e Molecule 1

27%

73%

10%

Chain d

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



EMD-13862, 8BFP

wwPDB EM Validation Summary Report

Page 23

7918

0 €910
€91
9%
11

O%IN

zeTd
€A

[e141s]

711d
€111

a2 4

90Th
S61

€64

0 998

o
re)
O

A L e

LSM

S97T

TSI

L e

671

vd
7L

9€d

8CH

S9cTv

T9CL
09z2a

PAs[4]

LN

svea

6€CD

L 4

SETT

© o o )
N m M o«
o [ I I3
m < 4 £

.. e s o d

€Tl
(4448

S121

6021

v0cd
€0CN

96TA

V61V

z610
16T

9811

¥814
€811

LLTH

€LTI

691X

6.LE7T
S.Le4

L9EN

c1el
TTED

LOEL

S0€Y

98CA

6.C1

i

LLTH

ePRack

0 BLTA

€.2a

1,924

08vb

LY
S.va

TLYI

L9¥Y
99%d

& 4

LS

128

TSPL
0S¥%T
6770

LY9Y

ETTH

(04728
6EVN

CEVI

6z7d
8T

{4474\
TCHN

61%a

145728

T1vd
0T¥N

140728
€0VA
[ 404}

00%A

86€d
LBET

€6€S
ceed
T6€I
06ed
68€H

8,54

SGLSN

895N

999d
G991

T9SK

655K
8554

SELS
€5SI

0 8€9T

n

Major head prote

e Molecule 1

35%

65%

14%

Chain e

STTV

@ & 0000

(o) cs

¢

¢

¢

¢

861 ..
e ¢
¢
¢

<&

96d
€64

06N

¢

+

784
€80

0 181

8.1

9LN

YL

TSI

8%h
9€d
0€d

8CH

0 TOTR

1024

i
Lo 2 BB R - 2 o

66T.L
96TA

Z6Th

OO 000 oo

¥8es

[
0
N
a

TeTT

TTed
01Ty
6021
80zZh

S02H
7024

8EEA
LEEL

Seel

TeEL
oged

92€eD

veex

TTEN

L1€T

TTEW

[45°9¢

SO€H

€0€"

~
o
N
o

o
o)
N
=

98CA

L s

9LV

i 27528

69VH

L9%Y
99%d

i

i

€SVA

TSPL

6770

607X
9074
€074
L6€T
68€H
€8€T
(45198
T8€S
08eX

9.LEV

LSSd

kLS

[4isicy

SHSH

EVSH

9S4

6ESA
8€ST

i

9€SH

esI

8CSH
2250

L1587

V1Sl
E€TSH

T18I
LOSH
C0SI

S67A

4
0 6874

S8YN
0 »8%1
€870
z8vI
T8VA

6.%d
8L¥1

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13862, 8BFP

32%

11

67%

wwPDB EM Validation Summary Report

Major head prote

9%

e Molecule 1

Page 24
Chain f

L)
|
€STH i8]
[ | oveh
97T
|
THTT
LN ogzd
6£Td [ |
| get | €€
g3 | ege1
921a
sgTd
|
445
|
91T
0 STTY
0 $11d
0 €171
901D
q01d
$0TQ
€0TN
mm> 308
181 ol
981 ¢
[ ssL ¢
584
| ¢
089
i :
G/
| ¢
0. 693
0. 893 .0
|
9L ¢
moz
€120
Fhe [ |
[N 1924
€54 99TT [ |
| zed 39TH 83ZN
18T $9TS | 8T
[ | €970 952N
9gy [ ] [ |
gek 091a 23T
[ | 69T | teca
ogd 83Td 0529
. 6ca 1STL 6720
8zH [ | [ sven

9LV
TLYI

89%d

0 9%Y

LS
05T

OVvL
174728

EVTI
{47448

0¥¥I
6EVN
8EVS

€EVD
CEVI

0EVL
LTy
TZyN
(474t
617Q

T1vd
OT¥N

00%A

86€d

€6€S
26€d

06€d
68EH
88€d
€8€1
6LET
S.e4
LIEN

S9€4
Y9EN

[4ciy)

PASELSS
9GSL

99y
€651

6731
eiact

¥PSI
EVSH

9S4

6ESA

¢

LESK
¥eST

625D
8CSH
2zsb
9281

L1871

¥15L
€IS

LOSK
9054
S0S7T
70Sa

C0SI
1084

LBYA

96%a
S67A

S8YN

€870
8¥I
1874

6.%d

L6SS

6951
895N

S99
7954

6GSA
8954

29%

n

71%

Major head prote

11%

e Molecule 1
Chain g:

-
[4%
TETA

6214

OO POO0OOO OO

LTTL

€era

0ZTh

29D
ToL
0o9M
LSM
[4°1:!
8vh
STV

9€Yd

e

62Cs
efaac

121

CICH

6021

LOTW

S02Y

€0TN

ii|
©® SOV OSO 000000

Tozcd

96TX

1

€811

COOOOOOS> o

CTLTT

0LTD
691X

S9TY
v918

0 €910
6%1S
P11

T711

B6ETA

80EN

o e
D o
N N
= =

982A

LLTH

ePkact

i

€.20

TLCA
0L24
692V

T92L
09za

982N
feletact

CTSTH

052D

LvTo

1574

€EVD

TeVA
0EVL
6zvh
21472}

9THY

i442%
€Y1
{447\

(4748
61%Q

9TV

i4572"

vesI
TEST
Lzsb
¥CSH
0zsa

E€TSH

0S¥%1
€YV

6EVN

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



EMD-13862, 8BFP

wwPDB EM Validation Summary Report

Page 25

30%

n

70%

0 1698
0 963V

7651

z6Sb

Major head prote

0694
683N
883A

|
9%

78Sl
€854

91571

69571

99Sd

|
e Molecule 1
Chain h

i

{4490

€ETS

SCTd

€c1a
(445}

121D

611X

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

L0174 €02N
| |
L6A 96TA
| ety
61 «mS
£61
| 161
88d 06T
181
981
|
£80

| es1
18T
| o8y
6.0
|
R
9.TL
r |
69 TLT1
898 IB
oLT
4 69T
39T 1
[ 99TT
o 99Ty
o %918
€910
699 2911
asa s
LSM 091a
[ | 65TL
(4t | 8eTd
[ | LSTL
61 93TH
| |
LEL 08T
98y 6718
r
L¥TL

EVEN

LEET
9EEN

TEEL
0€ed

448

TTEA

ozes
61€d
81€I
€1ed

80EN

90€T
S0€Y

€0€"

¢
¢
¢
¢
¢
¢
¢
¢

1821

LLTH

it

€L2a

0Lzyd

T9CL
09za

4sta

8¥ch

€¥ca

(0j98

LYYV

EYTI
{47448

(074748
6EVN

9€VI

0EVL
6T7d

pXa4
9THY
SCHS

€CH1

TZHN

1745728

1174

60VA
zovh
L6ET
76EN

26ed
T6€l

S8EA
T8EA
08¢ex
S.e4
0LeL

S9€Y

0 HIEN

6S€X

0S€d

0 LveN

97ed

ona

e
€G6ST
[4ciskcs
S¥SY

E€YSH

0 ovsa

e

9€5d
T€91
Lzsb

¥CSH
€24d

0zsd
615N

9054
S0S7T
70Sa

C0SI
1084

9670

4
0 8%

€870
{42528

0svd
6.vd
8.%1
L.vd
69VH
0 9%
SSHY
TSVL

6v7h

0 968V

7651

Ii

265h

0653

183a
9891

0 %851

€894

0891

9491

0LSA

€9SN

195K

8954
L5Sd

N
n
m

i

Q <

S 2

—

o

o

&

b}

=

—

o

M}

[av}

= 2

.. m

— ~

<5}

<

= .

% o—

o g

= &
=

° @)

€21a

SO 0O o

660

LBA
61
4528
18T

6.0
8.1
LLT
9LN
S.4

0 25
€4S
zLI

894

998

SYV

>

S121
454

CTCH
1124
0TeH
6021

PO © & V00O oo

L0TH
9021
S0cyd
v0cd
002y
S6TV

T6Th
T61d

€811

OO0 OO

o
©
-
=

LT

LITV

S9TH

6STL

0 89Td

LSTL
9GTH

€GTH
671S

EVIN

. a4

15491
07IN
6ETd

6214
8CIN

SeTd

162D

612

88ed

6.LET

S.LeY

Y9EN

T9€1

6GEA

LSEL

SSET

OO 00> & oo

6VEX

TvEV
oved

0 8EEA

LEET

€eed
CELET

6CEI
8CZEN

Szed
veexn

ozes
61€d
81€I

0 HTEN

€1ed
c1eT

0 11€D

60€T
80EN

90€T
S0€Y

€0€d

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-13862, 8BFP

wwPDB EM Validation Summary Report

Page 26

€870

6.%d

9LYH

YLvL
€L%D

TLYY

69VH

L1971
145728

T1vd
OTPN

90%Y

14728
€07X
zovh

86€d
L6€T
96€D
S6€T

-
c6ed
T6€el

655K
8954
LGSd

SGST
[4sicics
6%SI
8¥sy
2750

S¥Sy
¥¥SI

o &

9€9d

vesI

T€S81

L6GS

TLSI

6951
89SH

T9GA
0954

n

Major head prote

e Molecule 1

9%

26%

73%

©
~
=

in j

Cha

9914

0 €91a

6%1S

8ETH

ceTd
TETH

6214
8CIN

€ec1a
(4455

0ZTh

9T1h

¥11d
€111

660
168
281

8.1

28!

0 693

99s

299
T9L

ST

TSI

8CH

@ 00O o0 o

€Lea
cLTd

09za

9vZA

1574
0%CA

8€TT
Lgza

“

62CS

Sseey

OO0 SO

€ecl

S121

6021

L0Z

0 TOTA

961X
T6Th

7874

2814

OO0

0LTD
69T

€6€S
ceed
T6e1
06€d

88ed

T8EX

6.LET

9.LeV
SLed

L9EN

S9€H
YIEW

29eb

C0SI

967

57

@ & O & o0

o OO
g88
A M E

1874

LLYY

S.vQ

69YH

* <&

feisice
LSYT

SSHY

4128

0S¥T

€V

8T

9ThY

i42%
€2YT

TZHN

8T¥N

T1vd
(578

el

€0VX

66€D

L6ET

1880

EVSH

TS84

>

T€81

Lzsh
9251

YZSH

0zsa

L1891

ETSN

T18I

805X

g

70Sa

O

R LDWIDE
PROTEIN DATA BANK

W



Page 27

wwPDB EM Validation Summary Report

EMD-13862, SBFP

4 Experimental information (i)

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

Number of particles used 19193 Depositor
Resolution determination method | FSC 0.33 CUT-OFF Depositor
CTF correction method PHASE FLIPPING AND AMPLITUDE | Depositor

CORRECTION

Microscope FEI TITAN KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /Az) 30 Depositor
Minimum defocus (nm) 1000 Depositor
Maximum defocus (nm) 5000 Depositor
Magnification 64000 Depositor
Image detector GATAN K3 BIOQUANTUM (6k x 4k) Depositor
Maximum map value 0.022 Depositor
Minimum map value -0.008 Depositor
Average map value 0.000 Depositor
Map value standard deviation 0.001 Depositor
Recommended contour level 0.006 Depositor
Map size (A) 1644.0, 1644.0, 1644.0 wwPDB
Map dimensions 800, 800, 800 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 2.055, 2.055, 2.055 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 0.20 0/4559 0.48 3/6184 (0.0%)
1 B 0.21 0/4559 0.49 1/6184 (0.0%)
1 C 0.21 0/4559 0.49 0/6184
1 D 0.21 0/4559 0.48 0/6184
1 E 0.20 0/4559 0.47 2/6184 (0.0%)
1 G 0.21 0/4559 0.49 1/6184 (0.0%)
1 H 0.22 | 1/4559 (0.0%) | 0.48 | 1/6184 (0.0%)
1 I 0.21 0/4559 0.53 6/6184 (0.1%)
1 J 0.22 0/4559 0.53 3/6184 (0.0%)
1 K 0.22 0/4559 0.55 3/6184 (0.0%)
1 L 0.22 0/4559 0.50 1/6184 (0.0%)
1 M 0.21 0/4559 0.53 2/6184 (0.0%)
1 N 0.21 0/4559 0.49 0/6184
1 0 0.22 0/4559 0.51 3/6184 (0.0%)
1 P 0.20 0/4559 0.48 2/6184 (0.0%)
1 Q 0.21 0/4559 0.50 2/6184 (0.0%)
1 R 0.24 0/4559 0.56 3/6184 (0.0%)
1 S 0.22 0/4559 0.51 1/6184 (0.0%)
1 T 0.22 0/4559 0.50 1/6184 (0.0%)
1 U 0.21 0/4559 0.49 2/6184 (0.0%)
1 \Y 0.21 0/4559 0.51 4/6184 (0.1%)
1 W 0.22 0/4559 0.51 1/6184 (0.0%)
1 X 0.21 0/4559 0.50 3/6184 (0.0%)
1 Y 0.20 0/4559 0.53 3/6184 (0.0%)
1 Z 0.28 1/4559 (0.0%) 0.56 5/6184 (0.1%)
1 a 0.22 0/4559 0.51 4/6184 (0.1%)
1 b 0.20 0/4559 0.50 2/6184 (0.0%)
1 c 0.22 0/4559 0.52 3/6184 (0.0%)
1 d 0.21 0/4559 0.50 0/6184
1 e 0.21 0/4559 0.53 3/6184 (0.0%)
1 f 0.22 0/4559 0.51 3/6184 (0.0%)
1 g 0.21 0/4559 0.51 4/6184 (0.1%)
1 h 0.22 1/4559 (0.0%) 0.57 3/6184 (0.0%)
1 i 0.21 0/4559 0.48 0/6184

EMD-13862, SBFP
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. Bond lengths Bond angles
Mol | Chain | ¢\ o7 #|Z| >5 RMSZ 4| Z| >5
1 ] 0.21 0,/4559 0.67 | 2/6184 (0.0%)
Al | Al | 022 |3/159565 (0.0%) | 0.52 | 77/216440 (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 G 0 2
1 H 0 1
1 K 0 1
1 L 0 1
1 M 0 1
1 O 0 1
1 S 0 1
1 T 0 2
1 X 0 1
1 Y 0 2
1 Z 0 1
1 a 0 1
1 b 0 1
1 c 0 1
1 d 0 1
1 e 0 1
1 g 0 1
1 h 0 1
1 i 0 2
1 i 0 1

All All 0 24

All (3) bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(A) | Ideal(A)
1 Z 330 | PRO | CG-CD | -11.59 1.11 1.50
1 H 593 | VAL C-N -6.13 1.20 1.33
1 h 593 | VAL C-N -5.11 1.27 1.33

The worst 5 of 77 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(°)

1 ] 593 | VAL CA-C-N | 25.61 163.02 122.56

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

Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(°)
1 ] 593 | VAL C-N-CA | 25.61 163.02 122.56
1 h 593 | VAL CA-C-N | 16.24 148.22 122.56
1 h 593 | VAL C-N-CA | 16.24 148.22 122.56
1 Z 330 | PRO | N-CD-CG | -14.30 81.75 103.20

There are no chirality outliers.

5 of 24 planarity outliers are listed below:

Mol | Chain | Res | Type | Group
336 | VAL | Peptide
554 | ARG | Sidechain
591 | THR | Peptide
586 | LEU | Peptide
591 | THR | Peptide

oo Jus] EeplEep!

5.2 Too-close contacts (i)

In the following table, the Non-H and H(model) columns list the number of non-hydrogen atoms
and hydrogen atoms in the chain respectively. The H(added) column lists the number of hydrogen
atoms added and optimized by MolProbity. The Clashes column lists the number of clashes within
the asymmetric unit, whereas Symm-Clashes lists symmetry-related clashes.

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 A 4483 0 4491 175 0
1 B 4483 0 4491 175 0
1 C 4483 0 4491 163 0
1 D 4483 0 4491 195 0
1 E 4483 0 4491 174 0
1 G 4483 0 4491 195 0
1 H 4483 0 4491 147 0
1 I 4483 0 4491 140 0
1 J 4483 0 4491 220 0
1 K 4483 0 4491 177 0
1 L 4483 0 4491 166 0
1 M 4483 0 4491 136 0
1 N 4483 0 4491 166 0
1 O 4483 0 4491 163 0
1 P 4483 0 4491 135 0
1 Q 4483 0 4491 147 0
1 R 4483 0 4491 183 0
1 S 4483 0 4491 141 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 T 4483 0 4491 174 0
1 U 4483 0 4491 174 0
1 \% 4483 0 4491 111 0
1 W 4483 0 4491 175 0
1 X 4483 0 4491 147 0
1 Y 4483 0 4491 165 0
1 Z 4483 0 4491 153 0
1 a 4483 0 4491 147 0
1 b 4483 0 4491 151 0
1 ¢ 4483 0 4491 135 0
1 d 4483 0 4491 131 0
1 e 4483 0 4490 200 0
1 f 4483 0 4491 180 0
1 g 4483 0 4491 148 0
1 h 4483 0 4490 143 0
1 1 4483 0 4491 182 0
1 j 4483 0 4490 134 0

All All 156905 0 157182 4674 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 15.

The worst 5 of 4674 close contacts within the same asymmetric unit are listed below, sorted by
their clash magnitude.

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:B:331:THR:HB | 1:C:305:ARG:HH12 1.21 1.01
1:U:28:HIS:N 1:U:364:MET:SD 2.40 0.94
1:M:445:TYR:OH | 1:Q:480:GLN:NE2 2.03 0.92
1:J:560:ARG:HH12 | 1:K:165:ARG:HH21 1.15 0.92
1:£:543:MET:HE3 1:£:545:ARG:HG3 1.48 0.92

There are no symmetry-related clashes.

5.3 Torsion angles (i)

5.3.1 Protein backbone (i)

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

entries.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#torsion_angles
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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 568,/570 (100%) 543 (96%) | 23 (4%) | 2 (0%) 30 65
1 B 568,/570 (100%) 541 (95%) | 26 (5%) | 1 (0%) 43 76
1 C 568/570 (100%) 538 (95%) | 30 (5%) 0 100 | 100
1 D 568,/570 (100%) 537 (94%) | 29 (5%) | 2 (0%) 30 65
1 E 568,/570 (100%) 541 (95%) | 25 (4%) | 2 (0%) 30 65
1 G 568,/570 (100%) 525 (92%) | 40 (%) | 3 (0%) 24 61
1 H 568,/570 (100%) 532 (94%) | 35 (6%) | 1 (0%) 43 76
1 I 568,/570 (100%) 526 (93%) | 40 (%) | 2 (0%) 30 65
1 J 568,/570 (100%) 535 (94%) | 32 (6%) | 1 (0%) 43 76
1 K 568,/570 (100%) 532 (94%) | 36 (6%) 0 100 | 100
1 L 568,/570 (100%) 530 (93%) | 36 (6%) | 2 (0%) 30 65
1 M 568,/570 (100%) 525 (92%) | 42 (%) | 1 (0%) 43 76
1 N 568,/570 (100%) 536 (94%) | 32 (6%) |
1 0 568/570 (100%) | 524 (92%) | 44 (8%) 100 ] [100]
1 P 568/570 (100%) 526 (93%) | 42 (%) |
1 Q 568,/570 (100%) 526 (93%) | 40 (7%)

1 R 568,/570 (100%) 524 (92%) | 41 (%)

1 S 568,/570 (100%) 526 (93%) | 42 (%) 0 100 | 100
1 T 568,/570 (100%) 521 (92%) | 45 (8%) | 2 (0%) 30 65
1 U 568/570 (100%) 530 (93%) | 36 (6%) | 2 (0%) 30 65
1 V 568,/570 (100%) 528 (93%) | 40 (7%) 0 100] 100}
1 W 568,/570 (100%) 524 (92%) | 43 (8%) | 1 (0%) 43 76
1 X 568,/570 (100%) 531 (94%) | 37 (6%) 0 100 ] | 100
1 Y 568,/570 (100%) 524 (92%) | 40 (%) | 4 (1%) 18] 55
1 Z 568,/570 (100%) 531 (94%) | 37 (6%) 0 | 100
1 a 568,/570 (100%) 529 (93%) | 38 (%) | 1(0%) 43 76
1 b 568,/570 (100%) 530 (93%) | 36 (6%) | 2 (0%) 30 65
1 c 568,/570 (100%) 527 (93%) | 38 (%) | 3 (0%) 24 61
1 d 568,/570 (100%) 519 (91%) | 48 (8%) | 1 (0%) 43 76
1 e 568,/570 (100%) 538 (95%) | 29 (5%) | 1 (0%) 43 76

Continued on next page...
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
1 f 568/570 (100%) 528 (93%) | 40 (7%) 0 |
1 g 568/570 (100%) 532 (94%) 34 (6%) 2 (0%) 30 65
1 h 568/570 (100%) 530 (93%) 36 (6%) 2 (0%) 30 65
1 i 568/570 (100%) | 538 (95%) | 30 (5%) 0 100] [ 200
1 j 568/570 (100%) 522 (92%) 44 (8%) 2 (0%) 30 65

All All 19880/19950 (100%) | 18549 (93%) | 1286 (6%) | 45 (0%) 44 176

5 of 45 Ramachandran outliers are listed below:

Mol | Chain | Res | Type

1 A 588 VAL
1 R 202 TYR
1 R 596 ALA
1 W 311 GLN
1 e 477 ARG

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 492/492 (100%) 491 (100%) 1 (0%) 871187
1 B 492/492 (100%) 489 (99%) 3 (1%) 781180
1 C 492/492 (100%) 491 (100%) 1 (0%) 871187
1 D 492/492 (100%) 490 (100%) 2 (0%)

1 E 492/492 (100%) 491 (100%) 1 (0%)

1 a 492/492 (100%) | 492 (100%) 0 [100] [ 100]
1 H 492,/492 (100%) 491 (100%) | 1 (0%)

1 I 492/492 (100%) 490 (100%) 2 (0%)

1 J 492/492 (100%) 491 (100%) 1 (0%)

1 K 492/492 (100%) 492 (100%) 0

1 L 492/492 (100%) 489 (99%) 3 (1%) 781180

Continued on next page...


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

Page 34

wwPDB EM Validation Summary Report

EMD-13862, SBFP

Continued from previous page...

Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 M 492/492 (100%) 491 (100%) 1 (0%)
1 N 492/492 (100%) 491 (100%) 1 (0%)
1 O 492/492 (100%) 490 (100%) 2 (0%)
1 P 492/492 (100%) 491 (100%) 1 (0%)
1 Q 492/492 (100%) 491 (100%) 1 (0%)
1 R 492/492 (100%) 492 (100%) 0
1 S 492/492 (100%) 491 (100%) 1 (0%)
1 T 492/492 (100%) 491 (100%) 1 (0%)
1 U 492/492 (100%) 492 (100%) 0
1 \Y 492/492 (100%) 491 (100%) 1 (0%)
1 W 492/492 (100%) 490 (100%) 2 (0%)
1 X 492/492 (100%) 491 (100%) 1 (0%)
1 Y 492/492 (100%) 492 (100%) 0
1 Z 492/492 (100%) 492 (100%) 0
1 a 492/492 (100%) 491 (100%) 1 (0%)
1 b 492/492 (100%) 491 (100%) 1 (0%)
1 c 492/492 (100%) 492 (100%) 0
1 d 492/492 (100%) 490 (100%) 2 (0%)
1 e 492/492 (100%) 491 (100%) 1 (0%)
1 f 492/492 (100%) 488 (99%) 4 (1%)
1 g 492/492 (100%) 491 (100%) 1 (0%)
1 h 492/492 (100%) 491 (100%) 1 (0%)
1 i 492/492 (100%) 492 (100%) 0
1 j 492/492 (100%) 489 (99%) 3 (1%)

All All 17220/17220 (100%) | 17179 (100%) | 41 (0%) 85| | 87

5 of 41 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 b 516 ILE
1 f 574 ILE
1 d 421 ASN
1 f 90 ASN
1 h 108 ILE
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Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 197
such sidechains are listed below:

Mol | Chain | Res | Type

1 U 70 GLN
1 Z 418 ASN
1 U 367 ASN
1 W 363 GLN
1 b 258 ASN

5.3.3 RNA (D

There are no RNA molecules in this entry.

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

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

5.5 Carbohydrates (i)

There are no oligosaccharides in this entry.

5.6 Ligand geometry (i)

There are no ligands in this entry.

5.7 Other polymers (i)

There are no such residues in this entry.

5.8 Polymer linkage issues (i)

There are no chain breaks in this entry.
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6 Map visualisation (i)

This section contains visualisations of the EMDB entry EMD-13862. These allow visual inspection
of the internal detail of the map and identification of artifacts.

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

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

6.1 Orthogonal projections (i)

6.1.1 Primary map

6.1.2 Raw map

The images above show the map projected in three orthogonal directions.
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6.2 Central slices (i)

6.2.1 Primary map

X Index: 400 Y Index: 400 Z Index: 400

6.2.2 Raw map

X Index: 400 Y Index: 400 Z Index: 400

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


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

6.3.1 Primary map

X Index: 693 Y Index: 693 Z Index: 693

6.3.2 Raw map

X Index: 693 Y Index: 107 Z Index: 693

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


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

6.4.1 Primary map

6.4.2 Raw map

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


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

6.5.1 Primary map

The images above show the 3D surface view of the map at the recommended contour level 0.006.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.

6.5.2 Raw map

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

6.6 Mask visualisation (i)

This section was not generated. No masks/segmentation were deposited.
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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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o
5
=
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0
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-0.005> 0.000 0.005 0.010 0.015 0.020
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.
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7.2  Volume estimate (i)

1e6 Volume estimate
 ——
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= Recommended contour
g level 0.006
= 24
[=]
=
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0 —

T T T T I )
—0.005% 0.000 0.005 0.010 0.015 0.020
Contour level

The volume at the recommended contour level is 56255 nm?; this corresponds to an approximate
mass of 50817 kDa.

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


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

Rotationally averaged power spectrum
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*Reported resolution corresponds to spatial frequency of 0.244 A1
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8 Fourier-Shell correlation (i)

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

8.1 FSC (D

FSC

—— Author-provided FSC

Unmasked-calculated
FSC

== 0143
== 0333
== 05
== Half-bit
Reported resclution
T 4104+

Correlation

—0.2 . . T | |
0.00 0.05 0.10 0.15 0.20 0.25

Spatial frequency (A-1)

*Reported resolution corresponds to spatial frequency of 0.244 A1
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8.2 Resolution estimates (i)

Resolution estimate (A)

Estimation criterion (FSC cut-off)

0.143 | 0.5 | Half-bit 0.333

Reported by author - - - 4.10
Author-provided FSC curve - 4.28 - 4.12
Unmasked-calculated™* 438 | 7.04| 4.60 5.54

*Resolution estimate based on FSC curve calculated by comparison of deposited half-maps. The
value from deposited half-maps intersecting FSC 0.33 CUT-OFF 5.54 differs from the reported

value 4.1 by more than 10 %


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

This section contains information regarding the fit between EMDB map EMD-13862 and PDB
model 8BFP. Per-residue inclusion information can be found in section 3 on page 7.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.006
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
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9.2 Q-score mapped to coordinate model (i)

1.0

0.0
M <0.0

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

9.3 Atom inclusion mapped to coordinate model (i)

1.0

0.0

The images above show the model with each residue coloured according to its atom inclusion. This
shows to what extent they are inside the map at the recommended contour level (0.006).
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9.4 Atom inclusion (i)

Atom inclusion

1.0
o
= 0.8
w
=
% —— Backbone atoms
n 0.6
£ All non-hydrogen
E atoms
g Recommended contour
o level 0.006
v 0.4
=
2
!
[}
o
E 0.2 1
0.0

T T T T T T
—0.005 0.000 0.005 0.010 0.015 0.020
Contour level

At the recommended contour level, 85% of all backbone atoms, 67% of all non-hydrogen atoms,
are inside the map.
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9.5 Map-model fit summary (i)

The table lists the average atom inclusion at the recommended contour level (0.006) and Q-score

for the entire model and for each chain.

Chain Atom inclusion Q-score
All w 0.6720 . 0.3680
A B 0.5470 . 0.3400
B  0.5750 . 0.3530
C  0.5710 . (0.3520
D  0.5580 . (0.3440
E B 0.5630 . (.3480
G e 0.6980 . 0.3720
H e 0.6920 . 0.3750

I e 0.7170 . 0.3770
J B 0.6580 . 0.3690
K w 0.6490 . (0.3680
L  0.6880 . (0.3700
M e 0.7160 . 0.3710
N e 0.7130 . 0.3720
@) e 0.6870 . 0.3740
P B 0.6570 . 0.3690
Q e 0.6960 . 0.3700
R  0.6630 . 0.3630
S e 0.6780 I (0.3660
T B 0.6540 . 0.3620
U B 0.6670 . 0.3710
\Y e 0.7040 . 0.3760
W e 0.7080 . 0.3750
X  0.6920 . 0.3780
Y  0.6670 . (0.3650
Z B 0.6670 . 0.3610
a e 0.7210 . (0.3740
b e 0.7290 . 0.3810
¢ e 0.6860 . 0.3720
d e 0.7150 . 0.3770
e  0.6620 . (0.3660
f a 0.7040 . 0.3730
g e 0.7120 . 0.3740
h e 0.7090 . 0.3790
i B 0.6650 . 0.3630
j e 0.7340 . 0.3790

1.0

0.0
M <0.0
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