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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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https://www.wwpdb.org/validation/2017/EMValidationReportHelp
https://www.wwpdb.org/validation/2017/EMValidationReportHelp
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1 Overall quality at a glance (i)

The following experimental techniques were used to determine the structure:
ELECTRON MICROSCOPY

The reported resolution of this entry is 3.10 A.

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

Metric
Clashscore I

Ramachandran outliers NN

Sidechain outliers

Worse

0 Percentile relative to all structures

[I Percentile relative to all EM structures

Metric
Q-score N

Worse

Percentile Ranks Value
B
| I 0.3%
W 9.3%
Better
Model-Map Fit Percentile Ranks Value

I Percentile relative to all EM structures

I Percentile relative to EM structures of similar resolution

([ jr— o537

Better

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

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

Mol | Chain | Length Quality of chain
1 A 1058 = 66% 29% 5%
2 B 1333 n 61% 25% %
2 C 1333 n 66% 25% < 6%
3 D 448 i 44% 19% . 35%

Continued on next page...
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Continued from previous page...
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2 Entry composition (i)

There are 3 unique types of molecules in this entry. The entry contains 32244 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 Structural protein VP3.

Mol | Chain | Residues Atoms AltConf | Trace
! A 1057 gzgzl 5?515 1411\157 1?87 4S5 0 0
e Molecule 2 is a protein called Capsid protein VP1.
Mol | Chain | Residues Atoms AltConf | Trace
2 B 1191 ;l;gg;l 59(;)7 1615\;4 1%9 387 0 0
2 ¢ 1250 3(8);?1 62019 1’17\12 15%2 388 0 0
e Molecule 3 is a protein called Viral structural protein 5.
Mol | Chain | Residues Atoms AltConf | Trace
3 b 292 gg?ll 14819 31;9 4(2)5 g 0 0
3 B 292 rgg?ll 14519 315\;9 4(2)5 g 0 0



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#entry_composition
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29% 5%
a2 2 2 2 2 4

L 4

66%

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

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

12%

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
outlier are shown as a green connector. Residues present in the sample, but not in the model, are

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

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

3 Residue-property plots (i)

e Molecule 1: Structural protein VP3

and red = 3 or more.

Page 5

(472

Lea

S2I

0ZN

8T
L1d

(45!

28TH

08TN
6LTA
8.L1d

TYIN

1

€ETT

621d

[4qx°

6TTA

PTIN

60TN

woTA

1,921

S9¢s

T921
0921
6924

LS2TI

¥5ca
€5CY

TS8CA
0S2T

9vea

Ll

LETH

Ll

i
L

L2TH

i

124N

9121

€TCM

01Zs

021

i

S0zZA

20zs
TO0TH
00cH

@ oo

ha o o 2 o 4

i

9611

1674

88TL

S8TH

0sed
6YEX

6EED
LEET
9€€T
GEET
CEEH

8TEN

9CeT

1

veed

(4%
B6TEN

S1€T
71ed

T1ED

B60EN

90€b

70EX

20ed

1

00€T

L6271

i

2624

0 6820
0 88271
0 182A

28T

082d

8.TT1
LLTY

8EWN

0 gevI

EVD

TEVY

0€Yd
6CvM
8CTVI

Leva
Elas

114748

6TVA

V35728

60V
80%d
L0%3

(40 A%
TOvI
00%A

96€L

€6€T

T6€EI

v8ed

€LET

TLED

89€L

T9€S
09el

LSEL

¢SeL

8ESY

CESH
TESH
0ESH

€CSH

191

T9%4

4
TS%4

44!

oo

T99A

TSON

879N
L9971

6€90

9E9N

9GSL

1

TSST
0GSX

157458

6€5T

S0L4
¥0.Ld

T694
0691
6894

L89S

S89d

€890
2898

6.L93%
8191

Y.L9H

Ao o 2

0 2990

0 994
¢ eooa |

i

0%8I

8€8)

7E8L

TEsy

1,284

G284

8184
118D

€18d
CTT8A

0184

1

208L

16,4

96,3

1

0 88,0

¥8LI

T8LA

0 2020

9LLS

0 5,20

*

0LLL

89,4
1918

S9LX
79.8
€9.)

¢SLA

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W


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

EMD-6371, 3JAZ

wwPDB EM Validation Summary Report

Page 6

1

0 8263

6164

e 0O 00O

L

668A

p-
¢

i
bam 'l

8780

0L64

¢

¥

LS6A

0 19671

L
1

e Molecule 2

9V6A

vveu
€¥61

0 1%6a
¢

€50TI

TS0Td

—
[al)
>
=
<]
-
o]
—
o
e
R
o
<
(@)

vvota
€¥0TT

LEOTS

0 9€0TD

SGEOTT

0E0TN
620TS

0 9z01a

S20TI
¥20T1

11%

25%

61%

Chain B

6121

€1ed

80C1

0T

[4va)

¥L14
€LT0

i

.73

i

6913

€570

SYIL

157451

oven

9EEXR

veeT

Teed

62ET

€CeL

€1

60€M

662V

96CA

76T

T6CH

062X

98¢1

28CA

TLL
0LzL

S9TA
7921
€924

T92a

9624

€GCH

0§2d

8€TL

veTd

CETT

82T

9ged

157D

0 TSN
0 1974

674
5374728

1747208

LT7A
£y
(515728
STPV
6071

{404/
T0%1

86€Y

4

zeed
16€D

88l

i

£8€S
C8EH

6.L€7T

9.Le1

€LeQ

0LEA

S9€T

LSEA

€9ed

0SeT

LYEV

wven

e€vel
cveL

1,983

8GSX

CTSSA

0GST

8%Sk

9%SA

6€G4

8CSI

§¢sd
¥2sa

¢csd

STSI

€153
(45t

0TSA
708a
€053
2084
S671

T6TN

68¥IH

98%A

¥8vd

08%1

9L%S

V.Lva

cLva

6974

€9%A
291

S894

1,94

vL9%

619V
8191
4190
2194
609d
90971
5094
65T

88ST

085X
6.LST

8954

0 1110

YLLT
CTLLK
99.1
09.LL

9G.LL
SG.L7T

TSLL
0G.3

8v.Lb

€vLd

8€.d

SELL

20LT

2690

6891

18971

6G81
580

8%84

0 980
8e8d

€€8Y
CEBH

9289

TZ8N

608A

7081

208b

66.LL
86.LL

€6LK

98.8

L 4 4 4 4

|

S00TT

20071

866D
L66A

G661

¢ s
0 €660

266A
¢

0661
6861

€861

TLEW

8964

0961

560
£3560d

676V
861
L¥63

sven

SE60

€E6N

8z64
1268

726d

TTBA
Tzea

ST6A

c16d
1164

668S
8680

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



EMD-6371, 3JAZ

wwPDB EM Validation Summary Report

Page 7

91174

TITTY
OTTTT
60TTS
90TTd
260TA

1801Q

+

S80Ta

2801a

8LOTA

SL0TY
¥L0TA

L90TI
79011
09074
6S0TT

%3014

2S0T1
TS0TD
08011
67014
8701d

9%0T4

¥v0o1d
€70TS

9€07d

2e0Ta

%2o1d
€20T4
[44uns
12074

6T0TI

0 oroTy

#e00r]

L

S1CTd
vic1d

(4541}

802Ta
LOTTI

€0CTH

96TTY

6811d

€8T1D

18118
0811d
6LTTL

9L173d

F

0L17Q

89TTI

YOTTIM

29118

-

8GT1S

TSTTA
0STTT

8¥%11S

+
+

6ETTI

YETTY

CETTL
T1€TTd

62T1d

LTTTV
9CTTN

€CT1d

6TTTA

B60ETI

SOETW

TOETA
00€TN

€6CTA

68CTd
88CTI

6.21S

1,271

S.21d

€LTIN
cLTTd

0,211

89219
L92TL
9921d
G9CTIH

0921d

L1821V
982T1H

¥5c1d
€521y

TSCTA
8VCTH

€veTy
(4749

€T

TECTA

9zera

i444%5)

0zerd

EEETY

Capsid protein VP1

0€ETI

0TETA
6TETYH

LIETA

TIETL

e Molecule 2

6%

.

25%

66%

Chain C

8TTL

9118

CITL

SOTH
v0TI

86N
1,63

64

S8a

618
8LV

YL

C8TA

08TL

T.2L

6GCH
9624
{414}

8¥cA
LYCA

¥ves
Bizd)]

€ETA
0gza

STl

€T

L12L

8021

S0CZN
¥oza
€0TA
cozy

L6T4
9611

Ll

981d

T8TH

1

9LTH
SLTL

TL14

6914

99TA

Z8EH

08ed

89€T

veev

T5ed
0S€T

8%eT

THEN

6EET

SEEa
veeT

ceelL
Teed
0gEL
LeeT

€CeL

€T€d

*

TIEN

LOEA

TOET

662y

Y6CA

26ZN
062X
9821
S8CA

¢Tsd

€759
21871

60SA
80SI

90SS
S08d
709a
€094
2084

L6873

68V

98%A

8.LVI

Ll

6974

i

1974

o
o
<
=

O O

37478
(4747458

0%%I

TEVL

[4474¢

0zvd
(615728

[4574¢

SOVH

i

€074

g6ed
T6€D

8€.L4

9ELS

€ELA

8T.LA

6TLN

STLN

ETLH
[42XS

0TLS
60LN
80LL
LOLY

SOLA

6691

9691

6891

894

€89M
z89b

<> <>

0891

1,194
9,91

9994

€991

TION

6591

999

7991
8794
L%93
97oN
0790

8E9L
LE9K

i

0 8esd

9£8h

281
€281

0281
G181

1188

L

7081

66.L1L
86.LL

063

SLLA
YLLT

TLLL

69.0

19,7

29.LI

8S9.I

05,3

8v.Lb

€¥.Ld

TvLA

8961

9360

TS61

676V
8%61

9761

ve6T

0 £E6N

TE6N

8264

(4498
T26eda

1164
€06N
8680

£68Y
268A

188A

i

918D

€L8X

H

2984

0984

Ll

TS8L

< <&

0 T98a
¢ owa |

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-6371, 3JAZ

wwPDB EM Validation Summary Report

Page 8

€L0TD

99014

290TI
T90T1

L

LSOTA

23011
TS0TD

8%01d

7v01d

CYOTM
Tv0TH

LEOTI

TEOTA

92019

¥cotd
€201y

LI0TV

YTI0TI
€T0TH
21071
600T.L
€00TY
000TT

66631

866D

0864
6161

TLEW

8964

7961

296a

0961

80CTa
LOTTI

20TTd

0021

96TTV

06TTV

18118
08TTd

TLITI

69TTT
89TTI

29118

6STTA

SSGTTI

8¥Y11S

Yv11d

6ETTI

SETTd
ver1d

T€T1d

8CTTA

TCTTH

6TTTA

9111y

+

€60Td

060Td

980Td
S80TQ

€80TQ

TIETL

60€TL
80ETN

YOETH
€0€TS

00€TN
66218

96211

F

062TH

0 S8ZTh

0821d

F

9,211

TL2TS
0L211
69CTL

99z1d
S9CTH

LSTTV

¥5c1d
€521y

TSCTA

6VCIN

SHCTI

eveTd
(4749

9€TTI

TECTA
0€TTI

Teetd
0zcerd

EEETV
0€ETI

0CETA

mn 5

Viral structural protei

e Molecule 3

35%

19%

44%

L

Chain D

SO0TT

3

264

064
684

0 L8H

6.1
8.9
LL4

0.d

891

79D

(47N
TON

0 094

1S8d
9G81

7Sl
€94

L¥d

StA
44!

LEX

Ted
0ed
oV

TN
ocy

)
—
hy

L14

o
I>.

LD

¢l
™

9CCTH

ceea

454"

¥0za

6611

96TM

261

881S

9811

8LTY

9LTH

vLIA

TLTA

L9749

¥91d

19TV
0971

8GT1

161a

8¥%1d

6ETN

SETY

€ETL
114
0z1d
6171
9TTL

(4273

1824
98TL
S821

€8C1

T8¢y

clea

6921
8921

€92V

T92d

{45198

TS2ZA
052y

Lycd

>

[474:

oveA
B6ETA

SETA

n 5

Viral structural protei

e Molecule 3

A& 4

35%

17%

46%

Chain E

8TV
LZTA

¥Z1d

TeTd

STTd

60TD

SOTT
voTd

861

765

c6d

Ll

064

08S

LLd

{41\

961

€54

87l

S7A

SET

Ted

621

YTl

zea

0vZA
6ETA

€ETL

6ccd
82C1

9CTH
144
¥eed
Teey
voca

6611

3

€6TA

S8TS

€874
Z8TM

081

LLTY
9L74

TLIA

1974

¥o1a

0971

6GTd

8STT

TS1a

8%1a

ovTY

(4741

6ETN

LETT

SETV

€ETL

88CL
1824
9821
G821

€8C1

824

kA

.28

c¢LTa

Ll

€92V

9z
09ZW

85CN

oistace

052y

A& 4

wven

R LDWIDE

O

PROTEIN DATA BANK

W



Page 9 wwPDB EM Validation Summary Report EMD-6371, 3JAZ




Page 10

wwPDB EM Validation Summary Report

EMD-6371, 3JAZ

4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, I Depositor
Number of particles used 19447 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method Each particle Depositor
Microscope FEI TITAN KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /A2) 25 Depositor
Minimum defocus (nm) Not provided

Maximum defocus (nm) Not provided

Magnification 60535 Depositor
Image detector KODAK SO-163 FILM Depositor
Maximum map value 26.030 Depositor
Minimum map value -16.162 Depositor
Average map value 0.072 Depositor
Map value standard deviation 1.603 Depositor
Recommended contour level 4 Depositor
Map size (A) 772.8, 772.8, 772.8 wwPDB
Map dimensions 700, 700, 700 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 1.104, 1.104, 1.104 Depositor



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#experimental_info
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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 | o717 <5 | RMSZ #|Z| >5
1 A 0.37 0/8619 0.83 | 14/11737 (0.1%)
2 B 0.45 0/9590 0.90 | 25/13056 (0.2%)
2 C 0.45 | 0/10052 | 0.86 | 10/13687 (0.1%)
3 D 0.42 0/2327 0.86 5/3163 (0.2%)
3 E 0.41 0/2327 0.84 1/3163 (0.0%)
All All 0.43 | 0/32915 | 0.86 | 55/44806 (0.1%)

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
2 B 0 1

There are no bond length outliers.

The worst 5 of 55 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(°) | Ideal(°)
2 B 504 | ASP | CA-C-N | 8.72 128.87 119.28
2 B 504 | ASP | C-N-CA | 8.72 128.87 119.28
1 A 186 | ALA | C-N-CD | -8.47 101.96 120.60
1 A 186 | ALA | CA-C-N | 8.33 146.99 127.00
1 A 186 | ALA | C-N-CA | 8.33 146.99 127.00

There are no chirality outliers.

All (1) planarity outliers are listed below:

Mol | Chain | Res | Type | Group
2 B 328 | GLY | Peptide



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#model_quality
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#standard_geometry
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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 8434 0 8399 198 0
2 B 9397 0 9315 221 0
2 C 9851 0 9762 204 0
3 D 2281 0 2282 o4 0
3 E 2281 0 2282 48 0
All All 32244 0 32040 696 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 11.

The worst 5 of 696 close contacts within the same asymmetric unit are listed below, sorted by
their clash magnitude.

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
2:B:812:LYS:NZ | 2:B:812:LYS:HB3 1.55 1.12
2:B:812:LYS:NZ 2:B:812:LYS:CB 2.12 1.11
2:B:812:LYS:HB3 | 2:B:812:LYS:HZ3 0.95 1.10
2:B:812:LYS:CB | 2:B:812:LYS:HZ2 1.86 0.88
2:B:328:GLY:H | 2:B:347:ALA:HB3 1.41 0.85

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 1055/1058 (100%) | 1011 (96%) | 41 (4%) 3 (0%) 36 67
Continued on next page...



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#close_contacts
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#torsion_angles
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#protein_backbone
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
2 B 1187/1333 (89%) | 1133 (96%) | 49 (4%) 5 (0%) 30 61
2 C 1246/1333 (94%) | 1180 (95%) | 63 (5%) 3 (0%) 43 73
3 D 290/448 (65%) 283 (98%) 5 (2%) 2 (1%) 181 49
3 E 290/448 (65%) 282 (97%) 7 (2%) 1 (0%) 36 67
All All 4068/4620 (88%) | 3889 (96%) | 165 (4%) | 14 (0%) 37 67

5 of 14 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 A 186 ALA
2 B 1035 ILE
2 B 1123 | PRO
2 C 1267 | THR
3 D 61 ASN

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 942/943 (100%) | 839 (89%) | 103 (11%) 6 24
2 B 1038/1153 (90%) | 945 (91%) 93 (9%) 9} 33
2 C 1089/1153 (94%) | 988 (91%) | 101 (9%) 8| 31
3 D 240/379 (63%) 217 (90%) | 23 (10%) 8l 30
3 E 240/379 (63%) 212 (88%) | 28 (12%) 22
All All 3549/4007 (89%) | 3201 (90%) | 348 (10%) 29

5 of 348 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
2 C 451 GLU
2 C 1200 LYS
2 C 527 ARG
2 C 810 LEU

Continued on next page...
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Continued from previous page...
Mol | Chain | Res | Type
3 D 35 LEU

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 40
such sidechains are listed below:

Mol | Chain | Res | Type
2 C 769 GLN
3 D 25 ASN
2 C 858 HIS
2 C 1051 GLN
3 D 276 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.

5.5 Carbohydrates (i)

There are no oligosaccharides in this entry.

5.6 Ligand geometry (i)

There are no ligands in this entry.

5.7 Other polymers (i)

There are no such residues in this entry.

5.8 Polymer linkage issues (i)

There are no chain breaks in this entry.


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

This section contains visualisations of the EMDB entry EMD-6371. These allow visual inspection
of the internal detail of the map and identification of artifacts.

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

6.1 Orthogonal projections (i)

6.1.1 Primary map

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

6.2 Central slices (i)

6.2.1 Primary map

X Index: 350 Y Index: 350 7 Index: 350


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

6.3 Largest variance slices (i)

6.3.1 Primary map

X Index: 302 Y Index: 328 7 Index: 273

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

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

6.4.1 Primary map

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


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

6.5.1 Primary map

The images above show the 3D surface view of the map at the recommended contour level 4.0.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.

6.6 Mask visualisation (i)

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


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

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

7.1 Map-value distribution (i)

Map-value distribution

— Voxel count

Recommended contour
4 level 4

Voxel count (logl0)

T
—10 0 10 20
Map value

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


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

Volume estimate
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The volume at the recommended contour level is 9600 nm?; this corresponds to an approximate
mass of 8672 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 0.323 A1


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

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


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

This section contains information regarding the fit between EMDB map EMD-6371 and PDB
model 3JAZ. Per-residue inclusion information can be found in section 3 on page 5.

9.1 Map-model overlays

9.1.1 Map-model overlay (1)

9.1.2 Map-model assembly overlay (1)

The images above show the 3D surface view of the map at the recommended contour level 4.0 at
50% transparency in yellow overlaid with a ribbon representation of the model coloured in blue.
These images allow for the visual assessment of the quality of fit between the atomic model and
the map.


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

1.0

0.0
M <0.0

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

9.3 Atom inclusion mapped to coordinate model (i)

1.0

0.0

The images above show the model with each residue coloured according to its atom inclusion. This
shows to what extent they are inside the map at the recommended contour level (4).

WO RLDWIDE

PROTEIN DATA BANK


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

Atom inclusion
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At the recommended contour level, 82% of all backbone atoms, 74% of all non-hydrogen atoms,
are inside the map.


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

The table lists the average atom inclusion at the recommended contour level (4) and Q-score for

the entire model and for each chain.

Chain Atom inclusion Q-score
All 0.7360 m 0.5370
A w 0.6460  0.5100
B 0.7680 m 0.5470
C 0.7700 m 0.5480
D 0.7760 m 0.5510
E 0.7530  0.5390

1.0

0.0
W <0.0
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