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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 unknown.

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.

Ramachandran outliers I
Sidechain outliers I

Metric

Clashscore

RNA backbone I

Worse

Percentile Ranks Value
I 37
W 0.6%
| D 1.2%
0 . 0.55

0 Percentile relative to all structures

[l Percentile relative to all EM structures

Better

Metric Whole archive EM structures
(#Entries) (#Entries)
Clashscore 210492 15764
Ramachandran outliers 207382 16835
Sidechain outliers 206894 16415
RNA backbone 6643 2191

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%
Mol | Chain | Length Quality of chain

1 A 929 47% 50%
2 B 198 46% 47% - 6%
2 D 198 41% 51% - 6%
3 C 83 40% 47% %
4 G 113 48% 51%
) H 139 39% 55% 6%
6 I 25 = 56% 40%
7 J 27 15% 52% 30% -

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

Mol | Chain | Length Quality of chain
8 K 527 58% 41% -
9 E 601 26% 70% o
9 F 601 37% 60% o
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2 Entry composition (i)

There are 11 unique types of molecules in this entry. The entry contains 27083 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 RNA-directed RNA polymerase.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 A 926 7458 4763 1251 1390 54 0 0
e Molecule 2 is a protein called Non-structural protein 8.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2 B 187 1396 872 240 273 11 0 0
Total C N O S
2 b 186 1414 889 242 272 11 0 0
e Molecule 3 is a protein called Non-structural protein 7.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3 ¢ 72 553 349 91 107 6 0 0
e Molecule 4 is a protein called Non-structural protein 9.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 ¢ 13 868 549 150 164 5 0 0
e Molecule 5 is a protein called Non-structural protein 10.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
g H 131 955 593 160 186 16 0 0

e Molecule 6 is a RNA chain called primer.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
6 I 25 545 242 105 173 25 0 0
e Molecule 7 is a RNA chain called template.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
7 J 21 565 253 94 191 27 0 0
e Molecule 8 is a protein called Proofreading exoribonuclease.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 K 023 4169 2674 710 749 36 0 0
e Molecule 9 is a protein called Helicase.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
) b o817 4544 2893 765 851 35 1 0
Total C N O S
) F 590 4602 2926 781 861 34 0 0

e Molecule 10 is ZINC ION (three-letter code: ZN) (formula: Zn) (labeled as "Ligand of
Interest" by depositor).

Mol | Chain | Residues Atoms AltConf
10 A 9 T02tal Z2n 0
10 0 9 T02tal Zzn 0
10 K 3 Togtal Zgn 0
10 B 3 Togtal Z?)n 0
10 o 3 To;al 23n 0

e Molecule 11 is MAGNESIUM ION (three-letter code: MG) (formula: Mg) (labeled as "Lig-

and of Interest" by depositor).
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Mol | Chain | Residues Atoms AltConf
11 K 1 Toltal l\gg 0
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50%
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47%

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. 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. 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.

These plots are drawn for all protein, RNA, DNA and oligosaccharide chains in the entry. The first
e Molecule 1: RNA-directed RNA polymerase

3 Residue-property plots (i)

Page 7

LL4

0va

8€A
LET

sed

9GTX
SS1a

€57Q

9%11

i4axs
EVIN
[44%%
TvIL
ov1a

LETD
9eTd

E€ETH
CETH
TETT

9z1a
STV
YCIN

(4498
1218

8114

9TTd
STTS

€TTH
21id

607Q

S0TY
7014
€0TX
[4gxs
T0Td
00Ta

66H

S6V

63

SEEN
veed

ceeNn
Teed

STEN
TTEN

CIEN

60EH

LOET

S0€Yd
voea
€0€Q

T0€D

66CA

962d

0EYN

8Tvd

T2%a

]
9Ly
SCLH

€CLT

1L

STLI

TEBA

828k
128N
9C8K
§z8a
280

[44:1]
T8y
0z8A
6181

9T8H
5780
v18s
€180

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W


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

EMD-31146, TEIZ

wwPDB EM Validation Summary Report

Page 8

6261

Lged
9261

YTeun
€T6V

111

TC6A

Non-structural prote

6164

7164

216l

906K

7068

206K

0061
v68d
1681
8881

188X
9880

7884

8

e Molecule 2

6%

47%

46%

Chain B

118

61

LS

SO
7918

(428 4
191d

B6STA

GSTH
vSTM
€STT

Ly1d
9%TL

0%IN
6ETH
8ETA

9ETN
SETA
7eTQ
€ETd
CETI

8211
LTTH

STV
{748
€CTL

0g1I
6111

7110
€TTD

TT1d

60TN
80TN

90TI
SOTN
YOTIN
€0TT
2oty
TotTa
00TN
66a
861
163
964
S6T

L8N

08y

3

Non-structural prote

Z8TM

B6LIN

LL1S
9LIN
S.1d

€LTS

e Molecule 2

TL14

n 8

6%

.

51%

41%

Chain D

6.3

OLW

194

SSW
7SV
€SV
e¢sa

-
wn
Im

674

478

ETV

118

61
8S

09TA
6STA
8STh
L8T0
9STI
s

88
8l

0614

NMFWOWON~0DO N MW 0N
~NNNNNNNNS® 0 ® 0 W O ©
HoH A o o
Hun=QA=wnwa=4Jd EAaAdH>H

TLTH

6911
891D
L9TA

7918

(42134

m 7

Non-structural prote

e Molecule 3

13%

47%

40%

Chain C

7va

w1
071

8€d

9€H
SET

EEA

Ted

821
pxal
9zs
S2S

€24

Ty
0z1
610

AN

711
€11

9A
Sa

in9

Non-structural prote

e Molecule 4

51%

48%

Chain G

691
894

S9T
7oL
€90

SGY

©lola
0 ] <
£ ~ =

veEL

TEA

621

LTN

0
N
[=]

€20

Tl

6T.L

LTD
9TV
STV
710
€18
(41
110
0Ty

8y
LA

SS

N

€T
(4258

S0TS
86N
761

{48

064
684
88T
18K

10

n

Non-structural prote

e Molecule 5

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-31146, TEIZ

wwPDB EM Validation Summary Report

Page 9

6%

55%

39%

Chain H

894

994

¥11

SL
v
EN

T€TQ

6218

pran]
9T

121D

(495}

80TA
L0Td

€0TD
2oTL

€8H
28a
781

6.0
8.4
LD
9LA
SLT
¥.L0
€LD
LS
TLY
0LD
69D

primer

e Molecule 6

40%

56%

Chain I

€E€D

0€D

8¢

92D
sev
j£41

template

Ten
ozy
61D
8TH
LTV

224

e Molecule 7

(45

6D

30%

52%

ibonuclease

15%

Chain J

059

8¥d
LYY

ing exor

1)
1444
370

ovn

8€D
LED
9Ly

€€0

e Molecule 8

Ten
0€d
62D

Proofreadi

-
.o

41%

58%

Chain K

88D
181
98M
S8vY
784
€8A
C8H
T8y

62A
8CS

9CH
SelL
ved
€V
(44l
TeL

6TH
811

10
0t1a

LT

SL
YA

2STT

PAASS
914

T71d

6ETA

9ETA

€ETA
CETA

0ETN
6CTN

1211
9z1a
GCTA

E€TTL
clIs
TT14

60TT
80Th
L0711

€0TL
2ot

864

760

s}
2]
o

T6A

684

¥8ed

08€D

T9€X

6GEN
85ed
LGES

gsed
vsed

Lyed
8TEA
8TeN
90€EN

L6td
96CA

vecI

L82A
9824

€8CH
Z8CA

~ OO O
N~ N 0
NN
B oA

S.2I
j2X4 §

2LTd
T.28
0LV

z9zh
1920

89c¢a
LSCH
992N
€SCT

LYTM
9%2h

j4%98

vl

£8¥A
4544
187D

8LYN
LL%D
9.L%d
€L%0

0L%S

8971

99%7A

19%S
09%7A

8SHh

95¥%D

14728

SEVY

0ERY
62%d

£TYi
[447\¢

86€EA

S6EN

(4319

68EN
88EN

L0SS

S0SD

€0SS
C0SI

1case

00SKH
667N

L6

Hel

9671
Y674

26%Y
T67A

68¥N
88%V

S8%Y

e Molecule 9

70%

26%

Chain E

S91
42
€91

STA

8TV

STH
Y11
€18
CTL
110

6N
80
L1
9A
S0
Al

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-31146, TEIZ

wwPDB EM Validation Summary Report

Page 10

e
(k)

Toca
0024
66TL
86TA
L67d

S6TI

68T
88TL

S8TA
%819

69TA
89Td
L9TM
9918
S9TT
Y9TH
€911

ST1CL
vieL
424
(424}
TTCA
0TZA

802V
L0za

£02D

Seed
veel

09¥X
6SVN

LSVA
9S¥A
SSPT

€S¥S
[4si718

62Sd

1Case

Hel

e Molecule 9

60%

37%

Chain F

S91
228
€91
4:1y]
ToL
09A
650a
8SL
LSA

eisho)

[4i 4
TSN
08D

9N
vvs

Wl
ovd
6€H
8€S
LEL

S€I
vEA

TEX

L1D

STH
vl
€1s
CTL
110
018

pXany
9210

{449

€81

184

~ DO =AM N~
LSS GG g
SHnAERmIE =

6.1

L.d
93
S.H
VLS

TLA
0LA
69S

99D

|
pXaas
9zeTh
Sced
1448
€2ea

ST1CL

(4548

0TZA

N M 0 ON~0DO M W0 ON~00NO s} 0w oON~0DNo
s~ NN Y 0 00 00 00 W W W D D =2} DD DO
oo NN NAA ANANNNNANNA N NANNAN®
- oX>nNH4dO AT HUNX®EL - ot > >y

80aY
€02
0024
66TL
86TA
S6TI
98TY
S8TA
781D
2814
T8TA
08TA
S.1d
vL1d
€L1Y

TLIN

SSTH
YSTIA

0STD

VIl

8E€TT

9€Td

SETY
veETV

69CA

99CA
S9ZN

£9CS

T9cd
09z2a
65CS
8S¢CI

S§SCL
v52d

2STT
621
8¥cyd
LYTA

agecs
€72

0¥TT
LETY

SE€TT

S2eT

aceT

ozex

R
(444t
790
04728

8EVT

SEVA
YEVd

CEVI

0EYN
6CTW
8¢¥1
Levd
9¢¥d
STYA
¥evs
ETYN

114729
0zva

81vd
L1%T

ST¥D

[4574¢

6074

LO%Y

HANOYLO N0 NN O~ A ND S
0 WOROERAMOIDNDNDDDRDRDDDO QOO
MmMmmmmom MMM MMOMMHOOMHOONO S
ZXAdns <mdR<SNEDNSENHOAA<O

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-31146, TEIZ

wwPDB EM Validation Summary Report

Page 11

TLYD

VA7

615N

LTSS

STSA
¥139d

6835

1854

S857T

285X
18S1

RLDWIDE

erpBe

0O
PROTEIN DATA BANK

W



Page 12

wwPDB EM Validation Summary Report

EMD-31146, TEIZ

4 Experimental information (i)

Property Value Source

EM reconstruction method SINGLE PARTICLE Depositor

Imposed symmetry POINT, Not provided

Number of particles used 80256 Depositor

Resolution determination method | Not provided

CTF correction method PHASE FLIPPING AND AMPLITUDE | Depositor
CORRECTION

Microscope FEI TITAN KRIOS Depositor

Voltage (kV) 300 Depositor

Electron dose (e~ /Az) 60 Depositor

Minimum defocus (nm) Not provided

Maximum defocus (nm) Not provided

Magnification Not provided

Image detector GATAN K2 QUANTUM (4k x 4k) Depositor
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5 Model quality (i)

5.1 Standard geometry (i)

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

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 | prigy7 1 47155 | RMSZ #4|Z| >5
1 A 0.98 1/7647 (0.0%) | 0.73 | 10/10379 (0.1%)
2 B 0.63 0/1414 0.63 0/1922
2 D 0.58 0/1433 0.64 1/1944 (0.1%)
3 C 0.79 0/556 0.76 1/749 (0.1%)
4 G 0.30 0/884 0.55 1/1200 (0.1%)
5 H 0.31 0/976 0.54 0/1327
6 | 1.49 5/611 (0.8%) 1.29 1/953 (0.1%)
7 J 1.46 2/628 (0.3%) 1.23 3/974 (0.3%)
8 K 0.29 0/4288 0.49 0/5831
9 E 0.45 0/4647 0.58 0/6329
9 F 0.42 0/4706 0.56 0/6402

All All 0.70 | 8/27790 (0.0%) | 0.66 | 17/38010 (0.0%)

Chiral center outliers are detected by calculating the chiral volume of a chiral center and verifying if
the center is modelled as a planar moiety or with the opposite hand.A planarity outlier is detected
by checking planarity of atoms in a peptide group, atoms in a mainchain group or atoms of a
sidechain that are expected to be planar.

Mol | Chain | #Chirality outliers | #Planarity outliers
1 A 0 2
2 B 0 1
8 K 0 1
9 E 0 1
9 F 0 2
All All 0 7

The worst 5 of 8 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
6 I 32 A N9-C4 | -7.70 1.33 1.37
6 I 29 A N3-C4 | -5.83 1.31 1.34
Continued on next page...
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Continued from previous page...

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
6 I 29 A N9-C4 | -5.71 1.34 1.37
6 I 31 C N1-C6 | -5.60 1.33 1.37
7 J 26 A N9-C4 | -5.43 1.34 1.37

The worst 5 of 17 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(?)
1 A 885 | LEU | CA-CB-CG | -7.54 97.97 115.30
7 J 34 C N1-C2-02 | -6.39 115.06 118.90
1 A 187 | LEU | CA-CB-CG | -6.31 100.79 115.30
4 G 4 LEU | CA-CB-CG | 5.79 128.62 115.30
1 A 503 | GLY C-N-CA -5.69 107.48 121.70

There are no chirality outliers.

5 of 7 planarity outliers are listed below:

Mol | Chain | Res | Type | Group
1 A 246 | THR | Peptide
1 A 848 | VAL | Peptide
2 B 182 | TRP | Peptide
9 E 406 | PRO | Peptide
8 K 195 | MET | Peptide

5.2 Too-close contacts (i)

In the following table, the Non-H and H(model) columns list the number of non-hydrogen atoms
and hydrogen atoms in the chain respectively. The H(added) column lists the number of hydrogen
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 7458 0 7191 430 0
2 B 1396 0 1365 95 0
2 D 1414 0 1416 103 0
3 C 953 0 285 38 0
4 G 868 0 880 29 0
) H 955 0 911 72 0
6 I 545 0 272 67 0
7 J 565 0 291 64 0
8 K 4169 0 4050 196 0
9 E 4544 0 4480 524 0

Continued on next page...


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

Page 15

wwPDB EM Validation Summary Report

EMD-31146, TEIZ

Continued from previous page...

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes

9 F 4602 0 4577 390 0

10 A 2 0 0 0 0

10 E 3 0 0 0 0

10 F 3 0 0 0 0

10 H 2 0 0 0 0

10 K 3 0 0 0 0

11 K 1 0 0 0 0
All All 27083 0 26018 1952 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 37.

The worst 5 of 1952 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)
9:F:55:CYS:SG 9:F:75:HIS:HE1 1.60 1.24
9:E:214:.THR:HG1 | 9:E:342:CYS:N 1.45 1.14
9:E:471:CYS:HA 9:E:572:1LE:O 1.49 1.11
9:E:561:PHE:O 9:E:565:1LE:HB 1.55 1.07
9:F:8:CYS:SG 9:F:26:CYS:HB3 1.97 1.04

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 924/929 (100%) | 690 (75%) | 226 (24%) | 8 (1%) 147114
2 B 185/198 (93%) 163 (88%) | 21 (11%) 1 (0%) 25 25
2 D 184/198 (93%) 152 (83%) | 32 (17%) 0 100 § § 100
3 C 70/83 (84%) 48 (69%) 22 (31%) 0 100 § § 100

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

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
4 a 111/113 (98%) | 94 (85%) | 17 (15%) 0 [100] [ 100
5 H 129/139 (93%) | 105 (81%) | 24 (19%) 0 |
8 K 521/527 (99%) | 424 (81%) | 96 (18%) 1 (0%) 44 44
9 E 584/601 (97%) | 429 (74%) | 149 (26%) | 6 (1%) 131113
9 F 588/601 (98%) | 460 (78%) | 124 (21%) | 4 (1%) 1919

All All 3296/3389 (97%) | 2565 (78%) | 711 (22%) | 20 (1%) 24 22

5 of 20 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 A 264 PRO
1 A 296 PRO
1 A 905 VAL
1 A 928 HIS
2 B 183 PRO

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 817/820 (100%) | 801 (98%) | 16 (2%) 50 50
2 B 144/167 (86%) 141 (98%) 3 (2%) 48 48
2 D 149/167 (89%) 147 (99%) 2 (1%) 65 65
3 C 67/77 (87%) 66 (98%) 1 (2%) 60 60
4 G 94/94 (100%) 94 (100%) 0 100 | § 100
5 H 105/113 (93%) 104 (99%) 1 (1%) 7373
8 K 458 /462 (99%) 454 (99%) 4 (1%) 775
9 E 503/523 (96%) 499 (99%) 4 (1%) 7979
9 F 513/523 (98%) 510 (99%) 3 (1%) 84184

All All 2850/2946 (97%) | 2816 (99%) | 34 (1%) 66 67

gPDEB
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5 of 34 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
9 E 218 LYS
9 E 474[A] | MET
9 F 73 LYS
1 A 770 TYR
1 A 684 ASP

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 32
such sidechains are listed below:

Mol | Chain | Res | Type
9 F 354 GLN
9 F 489 ASN
3 C 19 GLN
2 B 108 ASN
9 F 518 GLN

5.3.3 RNA (D

Mol | Chain | Analysed | Backbone Outliers | Pucker Outliers
6 [ 24/25 (96%) 6 (25%) 1 (4%)
7 J 26/27 (96%) 8 (30%) 0

All All 50/52 (96%) 14 (28%) 1 (2%)

5 of 14 RNA backbone outliers are listed below:

Mol | Chain | Res | Type
6 I 10 C
6 I 11 G
6 | 15 G
6 | 16 U
6 | 23 C

All (1) RNA pucker outliers are listed below:

Mol | Chain | Res | Type
6 I 22 G

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

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

WO RLDWIDE

PROTEIN DATA BANK


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

There are no oligosaccharides in this entry.

5.6 Ligand geometry (i)

Of 14 ligands modelled in this entry, 14 are monoatomic - leaving 0 for Mogul analysis.
There are no bond length outliers.

There are no bond angle outliers.

There are no chirality outliers.

There are no torsion outliers.

There are no ring outliers.

No monomer is involved in short contacts.

5.7 Other polymers (i)

There are no such residues in this entry.

5.8 Polymer linkage issues (i)

There are no chain breaks in this entry.


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

This section contains visualisations of the EMDB entry EMD-31146. 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)

This section was not generated.

6.2 Central slices (i)

This section was not generated.

6.3 Largest variance slices (i)

This section was not generated.

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

This section was not generated.

6.5 Orthogonal surface views (i)

This section was not generated.

6.6 Mask visualisation (i)

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


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
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#largest_variance_slices
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_glow_std
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)

This section was not generated.

7.2 Volume estimate versus contour level (i)

This section was not generated.

7.3 Rotationally averaged power spectrum (i)

This section was not generated. The rotationally averaged power spectrum had issues being dis-
played.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_analysis
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_value_distribution
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#volume_estimate
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 was not generated.


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