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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
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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 20.60 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

Worse

Percentile Ranks

I Percentile relative to all structures

[I Percentile relative to all EM structures

Metric

Q-score [

Worse

Model-Map Fit Percentile Ranks

I Percentile relative to all EM structures

. 34
I 0.4%

Value

I (5.1%

Better

| I 0.057

Better

I] Percentile relative to EM structures of similar resolution

Value

. Whole archive EM structures Similar EM resolution
Metric . . . .
(#Entries) (#Entries) (#Entries, resolution range(A))
Clashscore 229148 23984 -
Ramachandran outliers 224038 23583 -
Sidechain outliers 223484 23102 -
Q-score - 25397 11 ( 20.50 - 21.00 )

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
T1%
1 A 695 53% 29% 12% « 5%
8%
62% 28% 5% 5%
1 B 695
9%
1 C 695 63% 27% 5% 5%
9%
1 D 695 52% 30% 12%  + 5%
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Continued from previous page...

Mol | Chain | Length Quality of chain
—
e E——
1 E 695 51% 30% 13% = 5%
10%
[—
1 F 695 63% 26% “5% 5%
0%
[—
1 G 695 61% 29% 5% 5%
5%
[— o me
1 H 695 54% 29% 11% - 5%
53%
] o mee
1 I 695 53% 29% 12% 5%
9%
[—
1 J 695 60% 29% “6% 5%
8%
[—
1 K 695 63% 27% T
1%
_ P ——
1 L 695 52% 30% 13% = 5%
57%
I o mee
1 M 695 54% 29% 12%  « 5%
18%
I
1 N 695 63% 27% S
10%
I
1 O 695 60% 30% “5% 5%
10%
I ——
1 P 695 55% 28% 11% 5%
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2 Entry composition (i)

There is only 1 type of molecule in this entry. The entry contains 82432 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 Putative mitochondrial dynamin protein.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
1 A 659 5152 3243 910 982 17 0 0

Total C N O S
1 B 659 5152 3243 910 982 17 0 0

Total C N O S
1 C 659 5152 3243 910 982 17 0 0

Total C N O S
1 D 659 5152 3243 910 982 17 0 0

Total C N O S
1 2 659 5152 3243 910 982 17 0 0

Total C N O S
1 K 659 5152 3243 910 982 17 0 0

Total C N O S
1 G 659 5152 3243 910 982 17 0 0

Total C N O S
1 H 659 5152 3243 910 982 17 0 0

Total C N O S
1 I 659 5152 3243 910 982 17 0 0

Total C N O S
1 J 659 5152 3243 910 982 17 0 0

Total C N O S
1 K 659 5152 3243 910 982 17 0 0

Total C N O S
1 L 659 5152 3243 910 982 17 0 0

Total C N O S
1 M 659 5152 3243 910 982 17 0 0

Total C N O S
1 N 659 5152 3243 910 982 17 0 0

Total C N O S
1 0 659 5152 3243 910 982 17 0 0

Total C N O S
1 P 659 5152 3243 910 982 17 0 0
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3 Residue-property plots (i)

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

e Molecule 1: Putative mitochondrial dynamin protein

11%

Chain A: 53% 29% 12% - 5%

oo o 4

S254
1258
G259
5260
5262
G264
K265
S267
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e Molecule 1: Putative mitochondrial dynamin protein

WO RLDWIDE

PROTEIN DATA BANK


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

EMD-10064, 6RZV

wwPDB EM Validation Summary Report

Page 6

8%

5%

5%

28%

62%

il

Chain B

I

89CA
1,928

%925

(414

09gs
652D
8S9CI
LSTA

a2 4

1574

€ETH
e

0€CI

8TTN

L

¥Tea

CEEN

62EN
8CET

&
+

9ZeL
SeeT

zzed

0ZeT
61€S

a2 4

0T€T

80€d

£0ea

L62a
96CN

¥621

682d

9821

b4t

154748

LEVD

vevd

0EYQ

514728

Tyl

jx42c
0Zya

8TvY

STPA

458

807V

20%a

96€1

26e1
T6EN

Ao o BE 2 4

68€D
88€Y
L8ET
98€X

€8€0
28€1

6LET
8LEN
LLeY

¢

Y29l

L

o &

LIS

€191
CISA

809%

9094
S0ST

00SL

86¥A

(457

0671

4

88VH

E€8VN

T8%d

087N

SLYY

YLV

CTLYN

LS¥%S

€SVA

TS%D

67¥)
8¥¥T
L¥%d

TE9D

LTOK

8191

219d

0794
609d

109d
9098

0094

06971

G8ST

8150

0 9250

o

TLSd

6990
8991
1888

879

0 $egH

Tesy

0 0€gy

8251

o=

< <&

SO0 & o

8ELN

LTLT

YILN

1891
£89Y
9,94
CTLOH
8998
L1998
999%
$99a
7991
7994

€59V

7oA
£%9D

0%9L

2¢E9T

SG8Y
¥58d
€984
0S84

L8N

vv8a
€781

LEBY

ves|y

(4555}

vzen

c9.4

¥SLn

0SG.%

wvLis

L1

0063

S684

€681

1684

884
08831

8.80
L.83

i

L98Y

S98KH

€983

e Molecule 1

1981

In protein

itochondrial dynami

1ve m

Putati

5%

5%

27%

63%
L 2 2

OO

9%

Chain C

28TS

082x
6.L2d
8.1
Llgd

S.CH

€LCTA
cLeI

i

89CA
L9TS

792D

29SS

092s
652D
89¢CI
LSTA

92

2STT

0SzA
6¥CL

el

S€CI

€ETH
ey

0€CI

8TTN

L

vcca

CEEN

62EN
8C€T

9TEL
SceT

zzed

0zeT

80€d

£0ea

L62a
962N

v621

682d

9821

8v¥1
LYvd

e
£vva

15474}

LEYD

YeVd

514728
{44749
Tevd
STPA
(458
807V

20%a

96€1

T6e1
T6EN

68€D
88€Y
L8ET

S8EN

€8€0
28€e1

8LEN

SLET

PoeI

¥2sL

LTS

€191
CISA

8054
LOSY

S0ST

867A

(437

0671

88%H

£87N

1874

6.L74

YLV1

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-10064, 6RZV

wwPDB EM Validation Summary Report

Page 7

LTOA

S <
SOOe> 0O o

8191

€190a
219d

0794
609d

109d
9098

0094

06ST

TecLd

YILN

0T.LQ

80,

903
S0LA
v0Ld

@ S o

vvon
€%9D

@ SO oo o

0%9L

2TE9T
€90

829M

LEBY

0 5e80

ey

2E8A

L

vzen

LT8N

S181

2 2 2

-

06.LY

98,4

€8.L71

L9L1

o &

29,4

3

1ve m

wSLA
vvLs
15758

8ELN

L2L1

=

0063

[T}
o
o}
5]

€681

itochondrial dynam

1684

T88A
08831

8.80
1,84

L98YV

i

e Molecule 1

S98H

€983

1981

9684

In protein

Putati

« 5%

12%

L

30%

52%

9%

Chain D

¢

. 2 2

LLTd
9,24
S.LTH

1

€LTA

0,23

1928

S92
%9¢D

< 00O

¥5¢s
€5¢d

0S2A

L%2D
eizdi]

S%2H

(474}

8€TH

ceTH
T€TL

TSEN

6¥%€S

9veL
SPET

0 ovea
0 6€€L

TEEA

9zeL
GCET

90€d

00€Y
6624

1620
962N

Ao & & 2

¥621

682d
8824

i

9821
S8CI

£8CN

082x1
6.2d

0zva

STPA

(458

807V

TOvL

L6ES

76€T

T6ET

68€D

L8ET

0 g8ed

T8€d

. 6.LE1

8LeN

T9ed

65€d

LS€T
95€S
SGET

¢Sel

3

677
8¥¥1
L¥%d
14728
SY

74744

791

eevd

0980

8YSH

i

9%Sh
i

(0408

@ 0O O oo

Ll

6zsb
8CSI
9¢Sd

vZsL

0zsy

LTSH
918d

[=3

©

98%D

4
¢
4
0 6L
0 68%d
0 SYH
4
¢

9,94

€19d
CLO9H

0.L9Y

8998
1,998

$S99a

€991

%598

L9971
9794

6€9T

SEIV

+

(47X

SSLW
TSLA

[4V8'}
TSLT
0S.L%

8%.L4

(42

6€L3
8ELW

7061
€063

86871
L68A

7681

€984

¢
¢
¢
¢
¢

7981

i

7¥8a
E€¥8A

1781

6€8T

se8d
vE8Y

Putat

zest

€284

08X

L18N

e Molecule 1

G181

6088

In protein

itochondrial dynami

1ve m

« 5%

13%

30%

51%

9%

Chain E

R LDWIDE

w_ 0

PROTEIN DATA BANK



EMD-10064, 6RZV

wwPDB EM Validation Summary Report

Page 8

Llgd
9.¢d
S.LCH

€LTA

0.23

1,928

S9TH

i

¥ses
€82d
[4:14y5

0SszA

0 69Tl

o 55

0 9%eh

14

[444)]

fes
+

8ETH

Te€TL

<>

0 9zZN

>

67ES

ovel
SveT

EVET
cved

0 ovea
0 6eel

0 zEEN
¢

82T

¢

9CEL
SCeT

zzed
Teer
0ZeT

81€ed

0 (41581

T1€D

80ed
L0ogd

00€Y
6623

Leca
962N

621

68¢d
88¢H

98CL
S8CI

€8CN

0824
6.2d

€T9d

807V

90%S

494

86€Y

76€T

C6ET

L8E1

3

§8¢ex
78ed

0 18€d

08€L

_

L 2 2 2 2 4

79€1

T9ed

65€d

L5€T
95€s
SGET

¢Sel

9.%S
SLYY

eLYT
TLIN

(47208
8¥¥T
Lyvd

4L
£77a

L3448

B6EVY

LEVD
9EWN
SEVA

8¢
LTyl
9CYI
SCTHA

L 2 4

¢

8%SH

9%8h
eisic

e

6zsb
8CSI

92Sd

%2sl

€0SH

Ll

£6%D
2674

067.L
68%d
88YH
L8¥S
98%D

087N
6.%4
8LYN
LLYI

899S
L99S

$S99a
%991
€991

S.8d

0950

LSSS

OO eO 0O OO

CLLH

0L.LD

(47X}

YSLA

SN

O oo

8¥%.L4

{4258

6ELY
8ELN

Ll

€L9d
CL9H

0684
6884

T88A

8180
1,83

198V

€984

098%

i

7¥8a
€78

1981

6€8T

se8b
zest
€284
0Z8&

L18N

6088
908V
2081

€8.L1
8Ly
T8LY
0818
6.4

LLLD

SL.LD
YLLS
€LLd

>ooO

L061

7061
€064

e Molecule 1

T061

86871
L68A

7681
€681
2684

In protein

itochondrial dynami

1ve m

Putati

5%

5%

26%

63%

10%

L

Chain F

i

A o &

89CA
1928

92D

(42145

09zZs
652D

TSl
0S2A

Ao o

zeTH

0€TI

8TTH

¥Zca

6EEL

CTEEN

¢
¢
¢

6CEN
8C€T

i

80ed

620
962N

621

68¢d

98CL

(574728
8¥¥T

i4at
7471

991

LEVD

YEVd

0EYa

€evI

(4428

v

STPA

[458)

807V

20%a

96€1

T6EL

88¢€Y
L8EI

€8€0
2¢8eT

8.LeN
LLeY

GLET

79e1

T9ed
09€T

¢
¢

YCSL

1

0zZsy

LISH

€191
CISA

8083
L0SY%

S0ST

00SL

867N

2674

R LDWIDE

0671

88YH

873
087N
6.L%4

SLYY
25488

CTLYN

LS¥S

€SV

TS%D
0S¥T

O

PROTEIN DATA BANK

W



EMD-10064, 6RZV

wwPDB EM Validation Summary Report

Page 9

OO0

8191

219d

0794
609d

109d
9098

0094

3

06ST

G891

OO 00O OO

850

0 9.8
¢ s

V.54

< o <

LS4

6990
8991
1888

879

0 $egH

0 158
0 0esy

8CSI

SO 0O oo o

LTLT G98H
£984
19871
1L 5584

[ | $58d
PILN €584

|
098
|
178N
903
SOLA
¥0.d vved
N €780
L€8Y
|
¢ $ESY
1897
|
£89Y 328h
i |
mmom 118N
TL9H QIqu
|
8995
1998
9993
5990
%991
|
1994
|

vvon
€%9D
0%9L

TE90
09y

LT9K

i

g
&
=
>
©
e
—
.=
n
S
=
(9]
3
=

0063

S684

1ve m

€681

T68%

T88A

0883

8180

33

198V

In protein

Putat

e Molecule 1

R

n

X

N

N

(=2}

o

R

—

©o
R
o
—

=

o=

o]

mmw

9821

¥ses

2521
TSCL

i

6VCL

il

LETT

SeCI
YETH

{4458

0€CI

8TTN

L

vcca

0 TEEN

62EN
0 821
¢ e

9CEL
SCET

zzed

0zeT
6T€S

SOO®

80€d
€0€Q

L62a
962ZN

621

68¢d

0 1824

|
TEVT
0EVA

[447A0
TChY

>

STPA

[454)

0T

80%Y
L0¥L

7Oy

TO%L

L

96€1

z6e1
T6EN

68€D

0 88€eY

L8ET

S8EYN

€8€0
28€1

L

0 8LEN
0 1184

SLET

79€1

86%A

674

067.L

88VH

€8YN

18%4

6.%4

SLYY
YLy

CTLYN

LS7S

¥9%D
EG7A

187D
0S71
6773
8¥¥T
1991
LEVD

YeVd

219d

0194
609d

1,09d

S091

0094

0 9.0
¢ ssd

.94

TLSd

6990
899T
L188s

873N

vesd
poicy

TeSd
0€SY

¥Tsl

LTS

0T.La

80.a

90.L3
SOLX

18971

%0671

5681

€681

in pro

16834

788A
088)

8180
.84

Ll

L98Y

S98W

£984

7981
9684
¥58d
€984
0S84

L8N

e Molecule 1

¥¥8a
£78A

LEBY

111

te

itochondrial dynami

1ve m

Putati

X

n

.

R

—

—

N

(o]

o

X

<

n
R
N
—

=

o=

<

mmw

R LDWIDE

w_ 0

PROTEIN DATA BANK



EMD-10064, 6RZV

wwPDB EM Validation Summary Report

Page 10

o)
e}
Ny
=

L6€ES
i)

E€G¥A

v6eT1

T6EL

. s
¢ ¢
: b
4 ¢ ¢
¢ ¢ ¢ ¢
- R RoE
S7ET ¢
¢ ¢ ¢ ¢
4 : I ¢ 0. 0. ¢ sl
|81 ¢ orea 9.%S 0LLD ¢ ¢ ¢ o8 ¢ Lvwd
R IR | s ¢ ¢ o b
SuTH wmi. ﬂ “ mmmu “ “ “ 1881 “ B
g I ozl 8681 ¢ 0. ¢ ¢ &
kS 0 1C TR ¢
0.2d r ¢ “ . “ z9zs “ Mmﬂ “ “ oY1
I “ zEEN ﬁoi $SLA MMMM R., ‘ ‘I 0 18€d 0.
' .- o= .8 mm o
MWMM ‘ 0684 o...N__ ‘ LSTA ‘ ‘ 8.8) ‘ 9eYN
R - B n g g fin g
fezd MMM ﬂ ] 188 ¢ ¢ ¢ ¢
= i i s tha ¢ $
2 T B £ b e :
i s :
I ¢ ozt prves P + R .m m “ 0szA 0. ¢
mew QI [aror | €TLA 0 198V me 0 0 0 Pka2
I 8red # m. “ “ “ 9ev1
¢ MMMW “' ¢ MMM . a “ “ . “ szoA
RNy _ : W b esn S
¢ :&” ¢ e M = ¢ ¢ ¢ ¢ e
“ Mwwu 0. Mwmw .Wa ¢ ¢ ¢ roed ¢ e
- ¢ i 3 b $on g e
i Move 5 ¢ ¢ .. ¢
iz 4 o E (T b
At ¢ M .m ¢ OI ¢ sset ¢ A
¢ ooev ¢ mmwa S shs 0- ¢ vect ¢ ¢
‘ 6624 ‘ zes|y = mJJ .._.ﬂ ’ ‘ ‘. ‘.
- ¢ : 8 - e R ERAEE R
zeey ¢ osen ¢ oﬂﬁ ,m “ “ “I “.
T€TL ﬂ Togd “ \.mm m 0 “ “ 67ES “
[ | - 0%eT N = ¢ 807V
.- J S mam $ e & s g shE ¢
0 9zZN ¢ 9g€s 608S ¢ ¢ ssu ¢ sveT ¢
¢ 9821 zTrl 9,94 [ | < ¢ OI ¢ ¢
¢ e . ozva lss T = ¢ ¢ ¢ ¢
- A B . IR
0823 6ves mmg 8998 mmE ¢ = ,nhla. “ “ e “ oo
6.2d | [ | 1998 L) ¢ LosT ° (@) ¢ sud ¢ el 0.

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



EMD-10064, 6RZV

wwPDB EM Validation Summary Report

Page 11

N ™ 0w © I~
- - o
w0 0w 0 W
A o o =

0 N~ ©
o o o
w n wn
=] XX

E€0S

—
o
0
o

€670

o
o)
<
20

06%.L
68%d
88%H
L8¥S
98%D
9874

8%

08¥N
6.%4
8LYN
LLYT
9L¥S
SLYY

N o
3 SI
= 4
e e A A A s A e s A

A a4 A e 2 e 2 o 4 A 4 A e S 2 A A 2 A ol ot d s A a sttt el

€691

985d

8.5b

9.8b

S.5d

CLS4

9954

0950

=) w © ©
< Sy 3
rel 0 0 e}
B3 m o =

< ©
N I
o T}
B ]

02sy

PTLN

> oo

0T.La

90434
S0LK
v0Ld
T0LS

7691

OO G 9O 9090009090909 9P909 9090999099990 99099999%9%99%9090

0694

@ 0o

789V

9,94

€L9d
CTLOH

L

8998
1998

$99a
7991
€991

Ll

¢
¢
¢
¢
¢
¢

9%8T

vv8d
€¥8A
78N

6€8T

5e80
7E8Y

cESN
€284

0Z8k

L18N

~
o
@D
=1

%061

®
i=3
i)
12

©
D
0
=

L68M

7681

D O
g
gm.

-
]
©
=

itochondrial dynam

L98Y

e Molecule 1

7981

v58d
€684

In protein

1ve m

Putati

5%

6%

29%

60%

Ao 4
‘ﬁ

9%

Chain J

1928

S9Tx
¥92H
€928
29Ts
1920
0928
692D
8921
LSTA

143

(4t
7821

i

6%CL

LETT

GETI
YETN

zeTH

0€21

8T

L

¥Zca

’ TEEA

4

62EN
8CET

i

9zeL
S2ET

[44:04]

0zeT

0T€T

80€d

£0ea

00€Y

620
96ZN

7621

68¢d

9821

66EV

S6EV

€8€0
2¢8€eT

8LEN

79¢e1

29eD
T9ed

86%A

2674

0671

88YH

87
087N

+

COOOPOOOOOSO SO0

SLPY
YLV1

8G%)
LSS
9871

ol
€SP

TS%D

(4728
8¥¥T
Lvvd
5174728

vvve

1544t

LEFD

vevd

TEVT
0EYA

8T

9TvI

0194

L

9098

L

@ S o

0094

G891

289Y

8.8b

9.5b

.54

TLSd

L

655
8GST
LSSS

8%SH

vesd
€€5d

Tesd
0egyd

6zsb
8251

YCSL

SO SO 0 oo

(04’8

LISH

TISA

805X
LOSY

.

81971

219d

b & 4

L 2

SO 0O ©

(455}

vzsn

LT8N

ST187T

3

2081

86.0

06.LY

98,4

€8LT

6.L.L4
8LLD

CLLH

69,4

¥SLA

083

Sv.LA
¥hLs

TPLT

8ELN

LTLT

90.L%
SOLA
¥0Ld

S684

€681

T68%

T88A
088}

8180
1,84

i

L98Y

S98N

€984

7981
S84
v58d
€584
058X

L78N

vved
£78A

LEBY

se8d
vesy

R LDWIDE

w_ 0

PROTEIN DATA BANK



EMD-10064, 6RZV

wwPDB EM Validation Summary Report

Page 12

In protein

itochondrial dynami

1ve m

Putati

e Molecule 1

5%

27%

X
m
©

8%

Chain K

89CA
L92S

792D

¥9¢s

[4cags
TSl
0SzZA

YETN

e

ched

0 6EEL

SzeT

[44:s]

0zeT

80ed

€0€d

1620
962N

7621

8¥¥1

4t
R4

1991

LEVD

YEVd

€TvI
(4449
v
STPA
(454
80%Y

20%a

96€1

z6el
T6EN

68€D
88¢€Y
L8€1

S8EN

€8€0
28€T

8.LeN
L,ed

SLET

¥9e1

¥ZsL

LIS

€191

00SL

86%A

c6vd
Tevd
0671

88YH
18%S

i29
£87N

LS¥S
9SPI

€SP

(4728

0€9Y4

i

829M

04
¢
¢
¢
¢
¢
¢

219d

0794
609d

L09d

1

8150

0 9.8
¢ asd |

.94

TLS4

6550

LSSS

8%SH

e

¥SLA

8ELN

¥Pon
€799

2E91
€90

0883

8180
L.831

L & 2 4

198V

S98KH

€984

17981

9684
¥98d

0984

L¥8N
9781

¥¥8a
E€¥8A
278N

LE8Y

sesh
YE8Y

(43208

vzsn

L18N

i

S1871

06.LY
98,4
€8LT
TLLA

0LLD
69,4

A& 4

29,4

& 4

9064

€064

$684

€681

e Molecule 1

1684

T88A

In protein

itochondrial dynami

Putative m

11%

- 5%

13%

30%

52%

Chain L

LLTd
9.T3
SLTH

€LTA

0.L23

1928

S92y
92D

67Cl
8%¢s

0 12D
0 9%2h

[424)]

8€TY

TETL

67€S

ovel
SveT

€¥eI

ovea

0 6EEL

0 TEEA
¢

8CET

i

S2ET

i

[443]
Tzer
0ZeT

81€d

0 [41581

80€d
L0oed

+

00€Y
6623

1620
962N

621

68¢d
88¢Y

98CL

082x
6.Lcd

L

LBES

76€1

68€D

L8ET

18¢ed

8.LEN

¥9¢e1

19ed

65€d

LS€T
9G€S
SGET

C¢SeT

A2 2 2 2 2

8LYN
LLYI
9L¥S

SLYY

€LV
CLYN

SGPA
ol
€G¥A

i

6773
8Y¥1
Lyvd
14728

ia4gs
£Y7a

971

TEVT

R LDWIDE

w_ 0

PROTEIN DATA BANK



EMD-10064, 6RZV

wwPDB EM Validation Summary Report

Page 13

9%5b
S¥Sa

EVSA

o m

079y

o O

0 0€sy
623
8ZSI

92Sd

¥ZsL

LTS
9150
5750

(4578

809)
L0SX

€05

OO eO 0O o0

.ﬂ1
-
~
=

T0SD

2674

06%.L
68%d
88YH
L8¥S
98%D
S8%d

9O SO0 SOSSO oo

N
0
NA
x

0 08%N

i

e & oo

€LLd
CLLH
TLL0
0LLD

€6ST

06ST

8150

S.Sd

TLSd

$954

095a

LSSS

8¥SH

SSLH
¥SLA
£39.49

TSL1
083

8.4

{42

6ELY

0T.LQ

80.L0

90.L%
SOLA
¥0Ld

7691

7681
€681

0684
6884

¥88H

T788A

8180

E€¥8A

1981

o o o o

7061
€063

8681
L68A

e Molecule 1: Putative mitochondrial dynamin protein

- 5%

12%

29%

57%
54%

Chain M:

N
©
N
w0

0928
692D
8S¢CI
LS2A

¥5cs
€9¢d

0SzA
6%CL
8¥¢s
L¥TH
Elizds]

OOV PPPPP P00 P P00 0009900000009 909090909909090909909099099999%9%9%9%9%9%90 90

© - o ©
N m M 0
N SIS N
= X H

© o - o 0w © N
— ) 3] N N )
m ™ 32} | o o
= — (=4 - B =

[ o
o -
52} ™
(=] =

Sy
[
N
s |

0 ©
® ©
a4
H B

£8CN

L e A e A A e s A A e e

08¢y

OO0 PP PP 000909000090 P00 0900090909090 9090909099090 90999090909909999%99%99%990

[
~
]
A

0
e
3]
i

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

9%veL
SveT

ovea
6eel

SSGPA

Lvvd

o ©
IS
(== >

P91

©© N~
o o 0
& &
X O <

H

]

STPA

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

807V

SO¥N

cova

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

=
7099

OO0 PPP PP 0900900909000 P0909P 0909090909090 9090909090%0%99%09090 o

0 D O
N N ®
0 O 0
H o -

9254

<
N
[Te}
=

0Tsx

o=l

0694

0 S89L

789V
289V
9,94
TLOYM

8998
1998
$§99a
7991
€991

Ll

o & <&

598

879V
L1991

9%9d

>

6E9T

SE9Y

CEYT

o o o o d

>

9694

€691

o

985a

LT8N
S18T1
2081
T8LY
T8LY
08.LS
6LL4
8LLD
LLLD
vLLS

0LLD

T9L4

SSLR
YSLA

TSN
TSLT

6%.LY
8%.4

cyLa

6L
8ELW

+

E€TLA

< &

YILN

90X
SOLX
70.d
T0LS

7691

s

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-10064, 6RZV

wwPDB EM Validation Summary Report

Page 14

L68A 2e9T

:
$ s
0 ¥681 0
0 €681 “ 0
§ ¢ :
¢ ¢ ¢
¢ ossy I ¢ ossu ¢ ¢
¢ osst | 8t $9€I 155D OI ¢ ¢ I
¢ o821 i Cosr1 - M zecs
¢ N B ! o $ e
M | esea [ | ¢ ¢ ¢ 7061 082y
04 . z8es 8961 191 ozaL ¢ 04 | < s
¢ vssH X msen 1381 | ¢ ECsE 0 L02d
¢ 0823 9g€S 187D 4 | wee1 o e
¢ . 6.2d s5e1 [] ¢ ¢ ¢ €681 R suca
8121 75£Q 7Evd ¢ ¢ | zesa |
¢ s 124 | esed [} LTSH 1683 I
¢ | oswca mmﬂ 0eva [ | ¢ “ 1 LTl
¢ SLTH 1 €191 ¢ 188
.29 6vES z1sA 0883 r
¢ s £LTh [} £2vI ] ¢ ¢ |68 oz
¢ ® 2zt 9VEL (2228 8093 ¢ 20.a ¢ 8,80 R Jozs
¢ N I TehH 2093 ¢ P ¢ 1184 2
¢ ek = P oa 4 :
89ZA €VET | etvD ¢ i ¢ e
1928 8174
“ - e B i ¢ a4 R o Ceses
‘D I ¢ oecL STVA ¢ ¢ 198V ‘D gocs
! g o 0 s 4 ¢ ¥ oo g =1
“ m. mmwm “ ¢ G98K m. 6529
2928 867 [veen]
¢ = [ e 0] | ¢ €981 = wmmw
= 09zs [ | z6vd ¢ | zosm | .~
¢ m 692D z0%a | 16%d 0 e m I
¢ o8 8521 zeen 0671
¢ g N Coma ¢ X g =4
qggu
= R g 0 =
“. o 62EN beet 1 ¢ 584 S TSTL
— ¥9¢S aze1 €8N ’ - — 0SZA
¢ sos = | gsed [ | zevy 0584 e 6%2L
¢ 5 251 e 1873 ¢ = N
= 1Tl z6€T | osvN ¢ =
= 0szA SCEIL T6EN 674 = ¢
- i 1995 ¢ o)
¢ .m BN 6721 =2ch | osed | | 999 = EN
0 S © | tzer | 68€D SLBY 3990 0 [S) 3
le) oTE 88y i 5997 ¢ o)
9%81 = P 18€T e ] ¢ = 191
| sven = T | 9ser 1993 = [ |
e [} N agel 1 “ 1621
€781 © 1621 | veed © | ogea
Zv8N ¢ = | 9gzd ¢ £8€0 vaes ¢ = g
I ¢ e A ¢ z8E1 = YETH
¢ < vETH | 0. < eeet
6281 ¢ o6t m < “ 6.ET ¢ e m zee
© r gLeN | teTL
. “. A= 0gzT mmmm L1EY “. a A < ogzI
.. I I .. o I
ge8d § wost — szen mmma s.€1 ¢ — gzaen
ve8y £06a ] 9 1
[ ees1 | “ = .. 162Q ¢ 118N = ~
zesy O Z. 962N ¢ O @) vzza
| ¢ L o e e 2
ez8d ¢ &) = $6271 S181 &) . m
o tlmm| = 2 . - = Z
0z8k 682d £avA
| ¢ seel ° O | sseH | Tava PSoN ° O

D E

gPDB

O
PROTEIN DATA BANK

W



EMD-10064, 6RZV

wwPDB EM Validation Summary Report

Page 15

T9ed
09€T

8S€I
LS€T
95€S
GS€eT
73ed

2ser
67€S
9vel

E€VeI
eved

0 6E€EL

0 TEEA

B6ZEN
8CET

9zelL
SzeT

TTED

0zeT

0T€T
80€d
€0€Q
00€Y

Leca
96N

621

682d

9821

{4744

o

20%a
96€1

z6eI
T6EN

68€D
88¢€Y
L8ET

S8EN

€8€0
28ET

8LEN
LLEY

79€1
€9€X

0Zsy

LISH

€191

¢
¢
¢
¢
¢
¢
¢
¢
¢

8191

219d

0 9250
§ ssd

.94

2.LS4

f

@ SO 0O oo o

6550
859T

>
©
gI

4NN

o
]
0
=]

9043
SOLX
70Ld

<
Sy
©
=

€%9D

0%9L

8T9M

Lo 2
w
§ I

18l

YSLA
€9.4

058X

vvLS

TvL1

Putat

e Molecule 1

SO O 0O o o

>

9064

€063

0063

$S684

€681

16831

T88A

0883

8180

L98Y

S98I

€984

itochondrial dynam

7981

SG84
¥s8d

0S84

£78A

%81

+

vE8Y

(455> 8

vzsn

In protein

1ve m

5%

11%

28%

55%

10%

Chain P

Llgd
9.¢d
S.LCH

€LTA

0.23

L92S

S9TH
792D

¥ses
€52d

0SzA

0 69Tl
8ves
192D

9veh

b & 4

[444)]

6ECN
8ETH

2cEeTH

67€S

9vel
SveT

€Ve1

0 ovea
0 6€€L

082y
6.2d

807V

SO¥N

e

TO%L

L

LBES

76€T

T6EI

68€D

L8€T

B6LET

T9ed

69€d

LS€T
95€s
SSET

c¢Sel
TSEN

<

08YN

. 4

8LYN
LLYI
9L¥S
SLVV

ELVT
CLYN

SGPA

8%¥1
L¥%d
174728
i)
4t
EVPa

LTYL
9CvI
SCTYA

(44740
vy

8¥SH

9%50

<&
W
<
0
=

¢
¢
¢
¢
¢

0vSx

>

* > oo

0€SY

2}
N
[t}
=4

8C¢SI

92S8d

>0 oo

440N
0TSy
LTS

9150
57580

(4578

113

€670
2674

0671
68%d

88VH
L8%S

98%D
G874

[4sin:s

1998

$99a
7991
€991

Ll

7998

1

2e91

€6ST

cLSd

§954

095a

LSSS

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-10064, 6RZV

wwPDB EM Validation Summary Report

Page 16

6LL4

SLLD

0L.LD

>

29,4

GSLN
¥SLA

TSLT

67.L%
8.4

cyLa

6ELY
8ELN

Ll

®* SO

€TLA

TILN

o o o BB o 2

90.L%
SOLX
¥0Ld

7691

@ 0O oo

0694

89V

9,94

€.9d
CLOH

L

8998

>

0 2061

06T
€063

86871
L68A

7681
€681

0684
6884

T88A

8180
1,849

vv8d
£¥8A

1781

6€8T

9€8L

sesh

(4338

€284

0T84

L18N

S18T1
1180

20871

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



Page 17 wwPDB EM Validation Summary Report EMD-10064, 6RZV

4 Experimental information (i)

Property Value Source

EM reconstruction method SUBTOMOGRAM AVERAGING Depositor
Imposed symmetry POINT, C1 Depositor
Number of subtomograms used 1792 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method PHASE FLIPPING ONLY; CTF determina- | Depositor

tion was done by Gcetf and correction was
performed by ctfphaseflip from Imod

Microscope FEI TITAN KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /Az) 2 Depositor
Minimum defocus (nm) 2000 Depositor
Maximum defocus (nm) 4000 Depositor
Magnification 53000 Depositor
Image detector GATAN K2 SUMMIT (4k x 4k) Depositor
Maximum map value 3.526 Depositor
Minimum map value -1.025 Depositor
Average map value 0.072 Depositor
Map value standard deviation 0.324 Depositor
Recommended contour level 0.5 Depositor
Map size (A) 432.0, 432.0, 432.0 wwPDB

Map dimensions 160, 160, 160 wwPDB

Map angles (°) 90.0, 90.0, 90.0 wwPDB

Pixel spacing (A) 2.7,2.7,2.7 Depositor



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

Page 18 wwPDB EM Validation Summary Report EMD-10064, 6RZV

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 #4Z| >5

1 A 0.73 23/5238 (0.4%) 0.83 29/7075 (0.4%)

1 B 0.54 22/5238 (0.4%) 0.46 0/7075

1 C 0.54 21/5238 (0.4%) 0.45 0/7075

1 D 0.73 22/5238 (0.4%) 0.81 27/7075 (0.4%)

1 E 0.76 22/5238 (0.4%) 0.83 26/7075 (0.4%)

1 F 0.54 22/5238 (0.4%) 0.46 0/7075

1 G 0.54 22/5238 (0.4%) 0.46 0/7075

1 H 0.74 23/5238 (0.4%) 0.83 29/7075 (0.4%)

1 | 0.73 23/5238 (0.4%) 0.81 26/7075 (0.4%)

1 J 0.54 22/5238 (0.4%) 0.47 0/7075

1 K 0.53 21/5238 (0.4%) 0.46 0/7075

1 L 0.76 25/5238 (0.5%) 0.85 31/7075 (0.4%)

1 M 0.73 24/5238 (0.5%) 0.83 29/7075 (0.4%)

1 N 0.54 22/5238 (0.4%) 0.47 0/7075

1 ) 0.55 22/5238 (0.4%) 0.47 0/7075

1 P 0.73 22/5238 (0.4%) 0.82 27/7075 (0.4%)
All All 0.65 | 358/83808 (0.4%) | 0.67 | 224/113200 (0.2%)

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 E 0 1

The worst 5 of 358 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(A) | Ideal(A)
1 H 253 | PRO C-N -16.61 1.12 1.33
1 P 253 | PRO C-N -15.79 1.13 1.33
1 M 253 | PRO C-N -15.74 1.13 1.33
1 I 253 | PRO C-N -15.68 1.13 1.33

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

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

1 A 253 | PRO C-N -15.58 1.13 1.33
The worst 5 of 224 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(°)
1 B 500 | THR | N-CA-C | 10.68 124.19 108.60
1 L 445 | GLN | CA-C-N | -10.67 112.45 122.37
1 L 445 | GLN | C-N-CA | -10.67 112.45 122.37
1 M 445 | GLN | CA-C-N | -10.65 112.47 122.37
1 M 445 | GLN | C-N-CA | -10.65 112.47 122.37

There are no chirality outliers.

All (1) planarity outliers are listed below:

Mol

Chain

Res

Type

Group

1

E

377

ARG

Sidechain

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 5152 0 5221 493 0
1 B 5152 0 5220 202 0
1 C 5152 0 5223 137 0
1 D 5152 0 5215 953 0
1 E 5152 0 5207 896 0
1 F 5152 0 5223 138 0
1 G 5152 0 5214 348 0
1 H 5152 0 5221 450 0
1 I 5152 0 5220 457 0
1 J 5152 0 5210 498 0
1 K 5152 0 5223 132 0
1 L 5152 0 5209 724 0
1 M 5152 0 5218 493 0
1 N 5152 0 5223 144 0
1 O 5152 0 5215 238 0
1 P 5152 0 5221 463 0

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

Mol | Chain

Non-H

H(model)

H(added)

Clashes

Symm-Clashes

All All

82432

0

83483 5637

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 34.

The worst 5 of 5637 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)
1:1:426:ILE:CD1 | 1:1:440:ILE:HG22 1.22 1.64
1:E:403:LEU:CB | 1:J:259:GLY:HA3 1.16 1.62
1:P:285:ILE:CD1 1:P:287:ARG:H 0.99 1.62
1:B:779:PHE:CD1 | 1:E:780:SER:HB3 1.26 1.61
1:1:426:1LE:HD13 | 1:L:440:ILE:CG2 1.30 1.61

There are no symmetry-related clashes.

5.3 Torsion angles (i)

5.3.1 Protein backbone (i)

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

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

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
1 A 651/695 (94%) 628 (96%) | 21 (3%) 2 (0%) 36 72
1 B 651/695 (94%) 624 (96%) | 26 (4%) 1 (0%) 43 78
1 C 651/695 (94%) 624 (96%) | 25 (4%) 2 (0%) 36 72
1 D 651/695 (94%) 624 (96%) | 26 (4%) 1 (0%) 43 78
1 E 651/695 (94%) 615 (94%) | 25 (4%) | 11 (2%) 36
1 F 651/695 (94%) 623 (96%) | 26 (4%) 2 (0%) 36 72
1 G 651/695 (94%) 624 (96%) | 25 (4%) 2 (0%) 36 72
1 H 651/695 (94%) 622 (96%) | 28 (4%) 1 (0%) 43 78
1 I 651/695 (94%) 626 (96%) | 23 (4%) 2 (0%) 36 72

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

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles

1 J 651/695 (94%) 620 (95%) | 25 (4%) 6 (1%) 147 51

1 K 651/695 (94%) 627 (96%) | 22 (3%) 2 (0%) 36 72

1 L 651/695 (94%) 625 (96%) | 25 (4%) 1 (0%) 43 178

1 M 651/695 (94%) 626 (96%) | 24 (4%) 1 (0%) 43 178

1 N 651/695 (94%) 624 (96%) | 25 (4%) 2 (0%) 36 72

1 O 651/695 (94%) 626 (96%) | 22 (3%) 3 (0%) 24 63

1 P 651/695 (94%) 626 (96%) | 24 (4%) 1 (0%) 43 178
All All 10416,/11120 (94%) | 9984 (96%) | 392 (4%) | 40 (0%) 31 67

5 of 40 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 E 403 LEU
1 E 431 LEU
1 E 264 GLY
1 E 376 LYS
1 E 377 ARG

5.3.2 Protein sidechains ()

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 563/594 (95%) 462 (82%) | 101 (18%) |
1 B 563/594 (95%) 495 (88%) 68 (12%)

1 C 563/594 (95%) 491 (87%) 72 (13%)
1 D 563/594 (95%) 463 (82%) | 100 (18%)
1 E 563/594 (95%) 463 (82%) | 100 (18%)
1 F 563/594 (95%) 494 (88%) 69 (12%)
1 G 563/594 (95%) 494 (88%) 69 (12%)
1 H 563/594 (95%) 463 (82%) | 100 (18%)
1 I 563/594 (95%) 466 (83%) 97 (17%)

>
}w

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

Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 J 563/594 (95%) 488 (87%) 75 (13%)
1 K 563/594 (95%) 492 (87%) 71 (13%)
1 L 563/594 (95%) 465 (83%) 98 (17%)
1 M 563/594 (95%) 465 (83%) 98 (17%)
1 N 563/594 (95%) 491 (87%) 72 (13%)
1 O 563/594 (95%) 492 (87%) 71 (13%)
1 P 563/594 (95%) 466 (83%) 97 (17%)
All All 9008/9504 (95%) | 7650 (85%) | 1358 (15%)

5 of 1358 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type

1 L 230 ILE
1 N 396 ILE
1 L 360 LEU
1 L 229 PHE
1 M 287 ARG

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 149
such sidechains are listed below:

Mol | Chain | Res | Type

1 M 242 GLN
1 P 576 GLN
1 M 478 ASN
1 O 963 HIS
1 F 488 HIS

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
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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)

The following chains have linkage breaks:

Mol | Chain | Number of breaks
1 L 1
1 D 1
1 E 1
1 A 1
1 I 1
1 M 1
1 P 1
1 H 1

The worst 5 of 8 chain breaks are listed below:

Model | Chain | Residue-1 | Atom-1 | Residue-2 | Atom-2 | Distance (A)
1 L 253:PRO C 254:SER N 1.15
1 D 253:PRO C 254:SER N 1.14
1 E 253:PRO C 254:SER N 1.14
1 A 253:PRO C 254:SER N 1.13
1 I 253:PRO C 254:SER N 1.13
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6 Map visualisation (i)

This section contains visualisations of the EMDB entry EMD-10064. 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

v "'"AQ:}_-_-_-r;el_*!\'V‘- oy
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6.2 Central slices (i)

6.2.1 Primary map

X Index: 80 Y Index: 80 7Z Index: 80

6.2.2 Raw map

X Index: 80 Y Index: 80

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: 61 Y Index: 79 7Z Index: 78

6.3.2 Raw map

1 y, Sall WLV
LEEA Y 18 RIS

X Index: 0 Y Index: 158 Z Index: 158

The images above show the largest variance slices of the map in three orthogonal directions.
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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 0.5.
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.

WO RLDWIDE

P

PROTEIN DATA BANK
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6.6 Mask visualisation (i)

This section shows the 3D surface view of the primary map at 50% transparency overlaid with the
specified mask at 0% transparency

A mask typically either:
e Encompasses the whole structure

e Separates out a domain, a functional unit, a monomer or an area of interest from a larger
structure

6.6.1 emd 10064 msk 1.map (O)
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7 Map analysis (i)

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

7.1 Map-value distribution (i)

Map-value distribution

— Voxel count

Recommended contour
3 4 level 0.5

Voxel count (logl0)

0 . .
-1 )] 1 2 3
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)

Volume estimate

80000 - —\
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30000 -

20000 1

10000 A
\
\\_‘_—__

D T T T
-1 0 1 2 3

Contour level

The volume at the recommended contour level is 5440 nm?; this corresponds to an approximate
mass of 4914 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

4 -
2 -
S s
2 - —— Primary map RAPS
— Raw map RAPS
= Reported resolution
9] —
- 20.60 A*
g -21
=
_.q_ -
_6 —

0.000 0.025 0.050 0.075 0100 0.125 0.150 0.175
Spatial frequency (4~1)

*Reported resolution corresponds to spatial frequency of 0.049 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
1.0
0.8 1
—— Author-provided FSC
0.6 - Unmasked-calculated
= F5C
= -t s Al et
= —= 0143
v 0.4 == 05
E —— Half-bit
Reported resolution
024 TV~ T 2060 A+
-0.2 .

T T T T T T
0.000 0.025 0.050 0.075 0.100 0125 0.150 0.175
Spatial frequency (4-1)

*Reported resolution corresponds to spatial frequency of 0.049 A1
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8.2 Resolution estimates (i)

Resolution estimate (A)

Estimation criterion (FSC cut-off)

0.143 | 0.5 Half-bit
Reported by author 20.60 - -
Author-provided FSC curve | 20.33 | 24.39 20.79
Unmasked-calculated™ 30.86 | 34.25 31.45

*Resolution estimate based on FSC curve calculated by comparison of deposited half-maps. The
value from deposited half-maps intersecting FSC 0.143 CUT-OFF 30.86 differs from the reported

value 20.6 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-10064 and PDB
model 6RZV. Per-residue inclusion information can be found in section 3 on page 5.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.5 at
50% transparency in yellow overlaid with a ribbon representation of the model coloured in blue.
These images allow for the visual assessment of the quality of fit between the atomic model and
the map.


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

1.0

0.0
M <0.0

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

9.3 Atom inclusion mapped to coordinate model (i)

1.0

0.0

The images above show the model with each residue coloured according to its atom inclusion. This
shows to what extent they are inside the map at the recommended contour level (0.5).


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

Atom inclusion

1.0 1
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-1 0 1 2 3
Contour level

At the recommended contour level, 83% of all backbone atoms, 81% 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 (0.5) and Q-score for

the entire model and for each chain.

Chain Atom inclusion Q-score
All 0.8070 . 0.0570
A 0.8610 . 0.0620
B 0.8860 . 0.0620
C 0.8760 . 0.0600
D 0.8790 . 0.0650
E 0.8730 I 0.0610
F 0.8800 I 0.0610
G 0.8720 I 0.0610
H 0.8150 I 0.0610
I m 0.4310 . 0.0350
J 0.8790 . 0.0620
K 0.8850 . 0.0610
L 0.8600 I (0.0590
M . 0.3950 . 0.0290
N 0.7870 . 0.0560
@) 0.8640 . 0.0580
P 0.8730 . 0.0640

1.0

0.0
<00
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