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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 2.58 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 Percentile Ranks Value
Clashscore I 2
RNA backbone I W .32
Worse Better

0 Percentile relative to all structures

[ Percentile relative to all EM structures

Metric Whole archive EM structures
(#Entries) (#Entries)
Clashscore 210492 15764
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%
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 520 = 61% 31% -
1 B 520 - 61% 31% o
1 C 520 n 61% 32% =
1 D 520 n 62% 31% xS
1 E 520 - 61% 31% o
1 F 520 n 61% 31% o

WO RLDWIDE
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2 Entry composition (i)

There is only 1 type of molecule in this entry. The entry contains 63798 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 RNA chain called UCC118 Rool RNA.

Mol | Chain | Residues Atoms AltConf | Trace
L A 498 ;l;)oggil’s 47C60 1;9 31?56 458 0 0
L B 498 ;P()O(ﬁt;il’s 47CGO 1;9 31?56 458 0 0
L ¢ 498 ;l;)og??il’) 47060 15119 31?56 415:))8 0 0
L b 498 ;l;)og;il’) 47CGO 15119 31?56 4P9)8 0 0
L B 498 1T006t§i1’) 4’?60 15119 31?56 4P9)8 0 0
L s 498 F()Og??;) 4’?60 1;9 34?56 4P9)8 0 0

There are 6 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment | Reference
A 2 G U conflict GB 90821902
B 2 G U conflict GB 90821902
C 2 G U conflict GB 90821902
D 2 G U conflict GB 90821902
E 2 G U conflict GB 90821902
F 2 G U conflict GB 90821902
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green = 0, yellow = 1, orange = 2

31%

Full wwPDB EM Validation Report

61%

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

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:
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: UCC118 Rool RNA

and red = 3 or more.

Page 4
Chain A:

w0 L em
¢ o= ¢ oem
9gey ¢ s 0zTY 1527 ¢ s
mmﬁ ¢ =m \.JQ wmﬁ L 5
| €679 9110 mmﬁ ££79
fazal ST19
(5243} 0. OI [ | hey
| | GETs mmm * 111D [5%4))
9gzy ¢ o ¢ . | |
seen 4199 201D 9eTy 9zon
vezn wmww 9159 [ | sgzn e
L oo o o T i
| # mmmc 1010 6229 ==
geey i ooty | (1
ozen LEED Lewn v0sD P 6.0 j2440} 1159
612 [ | L1990 €099 [ | ozzn 1
81Ty zeey 1 cosy 6129 STV
[ | T8V ETVV [ | 81Ty ¢
4241 ogey (434 867D [ ] TEEV eIy
[ | 62V 1234 L6%Y 4541 0gEV L4l
9020 [ | ¢ o [ | [ | 62EV ¢ o
s0gY szeY 607N €670 9020 [ ]
50Ty $Ten [ ] ¢ cow 502V gzey
£020 | geen 5079 | woey vzen
i = S AL o 02 R
161D [ | [ ) [ ] TTEY
| | 8TEN I I Hms [ |
08TV L1€D 81eN
1 | | 66€D SerD 08TV 1169 66€D
[42:%) 86€N ] 1 [ ] 86eN
YLTV TIEY L6EY e mﬁ z1ED L6V
=S | oten | 9een YLIV TTEY | 9een
TLIn 60€D 3680 50 | eun . oten 36€0
| | | | [ | mmvc < [ | TLIn 60€0 | |
9970 S0€0 z6€D ﬂ Z, 8€0 [ | [ | 26€D
s9TN 1 T6EV S e N 1€D 9970 S0€0 T6€V
| | 06€Y ey 2 [ | S9TN 1 06€EY
291D TOEY — gev
[ te1d ooen I Jonad m zev Nms 10V I
0979 | | ﬁmu o mmo L9t omm: nﬂmu
61D 2629 0919
| 1620 z8€eD 0 [24) 657D 2629 28€ed
0629 186D — 4 | 1620 18€D
[ | ommp m zzd ommo omg
€51V %829 120
1 €82y 9.LEV O . oey zSTH 829 9.LEV
z8Ty ) 61D [ | €82V SLEY
mms 1829 [ | me z8ey [ |
| osen .. £10 1829 19€9
8ETY 6429 — 1 oz geTY osen
LETY [ | < TTY LETY 6129
98TV s.en = . s otV 9ETY [ ]
SETY [ | O m 69 SETV ssen
vmz mmﬁ .PO.V o -vo wmi wﬂu<
or—
mmG 65TV M ,mha . mmG [ |
| ssen 632y
12TV 15Ty ) O 12TV | gsen

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W


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

EMD-63016, 9LE6

Full wwPDB EM Validation Report

Page 5

o=

6150

0 8150
218D
918D

v1sn
€159

LOSY

88%D

S8%0

08%Y

9.L¥D

YLV
€70

UCC118 Rool RNA

TLYY
0Lvn

e Molecule 1

32%

61%

Chain C

STID

T11D

1010

€0TN

coTn
1010

L
<<

LY

€V
{443
Ten

61D

€10

TV
otV
6D

vocy
€020

161D

08TV

VLIV

cLIn

991D
S91N0

291D

091D
6STD

€STV

+

o =N (=3
s~ 0 0 00 oo o
o NN AN N
o U< <O (3]

8%1D

8ETV
LETY
9ETY
SETY
YETY

ST

T2tV
0zTvY

L1TV
911N

8EEY
LEED

ceey
Teey
ogey
62EY

seev
vcen

(443 4

81eN
L1€D

[42°0]
TIEY

60€D

S0€D

1

TOEV
ooen

[4:14]

s.zn

99ey

65TV

LSTV
95TV

€52V

¢

88%D

S8%0

087y

9.7

2544
€L70

TLYY
0L¥0

¥ovd

96%0
eii0
&gl
i

8¥¥D

¢

Eiaal

vvon

3

8EVN

0 9E%H
o
0 HEVN

€EVD

i

UCC118 Rool RNA

e Molecule 1

31%

62%

0zTvV
L1TV
9110
STID
T11D
101D
€0TN

zotn
1010

66Y

61D

€LV
oLV

0LD

89D

09V

88N

LYY

T
o1V
69

LSTv
95TV

€5TV

4744
€%2H

9€TY

291D

091D
651D

(4153}
871D
8ETY
LETV
9TV
SETV
vETV
S2TD

T2V

8EEY
LEED

ceey
TEEV
0EeY
62EV

Seev
vzen

(443 4

81eN
L1€D

z1ed
TIEY

60€0

S0€0

o o
o o ol
| M o
< < O

TOEV
0oen

262D

062D

82D
£8eV
z8ey
1829

6.L2D

Slzn

992V

65TV

8EVN

0 9€¥D
¢ s

0 vEYN
££7D

0€¥D
627D
8cTvn
L2¥D

* <

44

617V

L1%D

eTvy
(4544
12544

0 0T%9

607N

70¥D

20%0

66€D
86eN
LBEY

S6€0

L8ED
28€ED
T8€D
08en

9.Ley
SLev

L9€D

4
0 818N

L1589
915D

wrsn
€19D

L0SY
%030
€09
2osy

8670

w9

96%0
SSPN
Eigl
el §

877D

¢

Eiad

e Molecule 1

i4%47%4"

UCC118 Rool RNA

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-63016, 9LE6

Full wwPDB EM Validation Report

Page 6

31%

61%

Chain E

0zTV
L1TV
9110
STID
T11D
101D
€0TN

coTn
1010

66V

61D

€LV
TLY

0LD

89D

09V

88N

Ly

TV
otV
69D

95TV

€5TV

4744
€¥TH

9€TY
sezn
veen

622D

eeey
ey
Teen
ozen
612D
812cV

(4544

90zn
50TV

€020

T61D

08TV

+

VLIV

TLIn

9910
S91N

291D

091D
6STD

€STV

+

o -
s~ © 0 00 o Il
o NN
o <O

8%1D

8ETY
LETY
9€TY
SETY
YETY

STTD

TtV

8EEV
LEED

zr1ed
TTEY

60€D

S0€0

*
i

TOEV
0oen

[45149]

062D

slzn

992V

65TV

LSTV

0EYD
62¥D

8TvN
L2%D

2470

(2154

L1%D

0 ETHY
[4541
TTHY

0 0T¥D

60%0

707D

20%0

66€D
86eN
LB6EY

S6€D
26D
T6EV
06V
L8€D
28€D
18€D
08€eN

9LeY
SLev

L9€D

o=

6150

0 8180
JA:h)
9199

vrsn
€150

LOSV

887D

987D

08%V

9L%D

YLVY
€L%0

UCC118 Rool RNA

TLYY
0L%0

e Molecule 1

31%

61%

Chain F

0ZTV

LTTV

982V

€38V

4741
€%2H

9ETY
Sezn

161D

08TY

YLV

oL

9910
S9TN

2919

091D
6GT1D

€GTV

*

81D

8ETY
LETV
9ETV
SETV
very

SC1D

1344

8EEY
LEED

cred
TTEY

60€D

S0€D

1
i

TOEV
ooen

262D

062D

¥8¢H
€82V
z8ey
1829

6.2

slzn

992V

6G2V

pAsta §

LBEY

$6€D
26ED
T6EV
06€Y
L8€D
z8eD
T8€D
08en

9LevV
SLevV

19€D

6150

0 8180
1159
918D

vIan
€19D

LOSV
7050
€059
20osv

8670
L6%Y

S6%0

€670

0 6V

887D

987D

08%Y

9.L¥D

VLVY
€70

TLYY
0L¥n

v9%D

98%D
SSPN

8¥¥D

i

Al

474708

15472

8E¥vN

O

R LDWIDE
PROTEIN DATA BANK

W



Page 7

Full wwPDB EM Validation Report

EMD-63016, 9LE6

4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, D3 Depositor
Number of particles used 3025782 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method NONE Depositor
Microscope TFS KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /A2) 46 Depositor
Minimum defocus (nm) 700 Depositor
Maximum defocus (nm) 1500 Depositor
Magnification Not provided

Image detector GATAN K3 (6k x 4k) Depositor
Maximum map value 68.069 Depositor
Minimum map value -33.666 Depositor
Average map value 0.021 Depositor
Map value standard deviation 1.350 Depositor
Recommended contour level 5.2 Depositor
Map size (A) 440.32, 440.32, 440.32 wwPDB
Map dimensions 512, 512, 512 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 0.86, 0.86, 0.86 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 | o717 <5 | RMSZ #|Z| >5
1 A 0.55 | 0/11905 | 0.58 1/18548 (0.0%)
1 B 0.55 | 0/11905 | 0.58 | 2/18548 (0.0%)
1 C 0.55 | 0/11905 | 0.58 1/18548 (0.0%)
1 D 0.55 | 0/11905 | 0.58 | 2/18548 (0.0%)
1 E 0.55 | 0/11905 | 0.58 | 2/18548 (0.0%)
1 F 0.55 | 0/11905 | 0.58 1/18548 (0.0%)
All All 0.55 | 0/71430 | 0.58 | 9/111288 (0.0%)

There are no bond length outliers.

All (9) bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z | Observed(°) | Ideal(®)
1 C 304 A P-03’-C3" | 6.03 129.24 120.20
1 F 304 A P-03-C3" | 6.01 129.22 120.20
1 E 304 A P-03-C3" | 6.00 129.21 120.20
1 A 304 A P-03-C3” | 5.99 129.19 120.20
1 D 304 A P-03-C3” | 5.99 129.19 120.20
1 B 304 A P-03’-C3" | 5.96 129.15 120.20
1 D 204 A C2’-C3-03’ | 5.03 121.24 113.70
1 B 204 A C2’-C3’-03’ | 5.00 121.20 113.70
1 E 204 A C2-C3’-03’ | 5.00 121.20 113.70

There are no chirality outliers.

There are no planarity outliers.

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.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#model_quality
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#standard_geometry
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 A 10633 0 5349 29 0
1 B 10633 0 5349 28 0
1 C 10633 0 5349 28 0
1 D 10633 0 5349 28 0
1 E 10633 0 5349 27 0
1 F 10633 0 5349 29 0
All All 63798 0 32094 155 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 2.

All (155) 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:F:427:G:H1 1:F:444:U:H3 0.96 0.92
1:A:427:G:H1 1:A:444:U:H3 0.96 0.92
1:C:427:G:H1 1:C:444:U:H3 0.96 0.91
1:B:427:G:H1 1:B:444:U:H3 0.96 0.91
1:D:427:G:H1 1:D:444:U:H3 0.96 0.90
1:E:427:G:H1 1:E:444:U:H3 0.96 0.89
1:E:179:A:H8 | 1:E:471:A:H61 1.35 0.75
1:C:179:A:H8 | 1:C:471:A:H61 1.35 0.75
1:A:179:A:H8 | 1:A:471:A:H61 1.35 0.75
1:D:179:A:H8 | 1:D:471:A:H61 1.35 0.74
1:F:179:A:HS8 1:F:471:A:H61 1.35 0.74
1:B:179:A:H8 | 1:B:471:A:H61 1.35 0.74
1:E:20:A:H2 1:E:497:A:H61 1.47 0.63
1:A:20:A:H2 1:A:497:A:H61 1.47 0.63
1:F:20:A:H2 1:F:497:A:H61 1.47 0.63
1:C:20:A:H2 1:C:497:A:H61 1.47 0.62
1:B:20:A:H2 1:B:497:A:H61 1.47 0.62
1:D:20:A:H2 1:D:497:A:H61 1.47 0.62
1:B:172:U:H3 | 1:B:480:A:H62 1.50 0.60
1:F:172:U:H3 1:F:480:A:H62 1.50 0.60
1:E:172:U:H3 | 1:E:480:A:H62 1.50 0.59
1:A:172:U:H3 | 1:A:480:A:H62 1.50 0.59
1:C:172:U:H3 | 1:C:480:A:H62 1.50 0.59
1:D:172:U:H3 | 1:D:480:A:H62 1.50 0.59
1:C:329:A:H5” | 1:C:330:A:H5’ 1.86 0.58
1:A:329:A:H5” | 1:A:330:A:H5’ 1.86 0.58
1:B:435:U:H3 1:F:439:A:H2’ 1.69 0.58
1:A:439:A:H2’ 1:D:435:U:H3 1.69 0.57

Continued on next page...
WO RLDWIDE
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Continued from previous page...

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:D:329:A:H5” | 1:D:330:A:HY’ 1.86 0.57
1:F:329:A:H5” | 1:F:330:A:H5’ 1.86 0.57
1:E:329:A:H5" | 1:E:330:A:HY 1.86 0.57
1:B:439:A:H2’ 1:F:435:U:H3 1.69 0.56
1:B:329:A:H5” | 1:B:330:A:H5’ 1.86 0.56
1:A:435:U:H3 1:D:439:A:H2’ 1.69 0.56
1:C:435:U:H3 1:E:439:A:H2’ 1.69 0.56
1:C:439:A:H2’ 1:E:435:U:H3 1.69 0.56
1:C:427:G:N2 1:C:444:U:02 2.30 0.55
1:D:427:G:N2 1:D:444:U:02 2.30 0.55
1:B:256:A:H5” | 1:B:257:A:H5’ 1.89 0.54
1:F:256:A:H5” | 1:F:257:A:H5’ 1.89 0.54
1:E:256:A:H5” | 1:E:257:A:H5’ 1.89 0.54
1:B:480:A:H8 | 1:D:388:A:H61 1.56 0.54
1:C:388:A:H61 1:F:480:A:HS 1.56 0.53
1:A:256:A:H5” | 1:A:257:A:HY 1.89 0.53
1:C:256:A:H5” | 1:C:257:A:H5’ 1.89 0.53
1:A:438:U:OP2 | 1:A:439:A:N6 2.42 0.53
1:E:438:U:OP2 | 1:E:439:A:N6 2.42 0.53
1:C:438:U:0P2 | 1:C:439:A:N6 2.42 0.53
1:B:388:A:H61 | 1:D:480:A:HS8 1.56 0.53
1:B:438:U:0P2 | 1:B:439:A:N6 2.42 0.53
1:D:438:U:0OP2 | 1:D:439:A:N6 2.42 0.53
1:D:256:A:H5” | 1:D:257:A:HY 1.89 0.53
1:A:480:A:H8 | 1:E:388:A:H61 1.56 0.53
1:A:388:A:H61 | 1:E:480:A:H8 1.56 0.52
1:C:157:A:H1” | 1:C:158:A:H5” 1.92 0.52
1:F:438:U:OP2 | 1:F:439:A:N6 2.42 0.52
1:C:480:A:H8 1:F:388:A:H61 1.56 0.52
1:F:157:A:H1’ | 1:F:158:A:H5” 1.92 0.52
1:E:157:A:H1’ | 1:E:158:A:H5” 1.92 0.52
1:C:157:A:02’ 1:C:159:G:06 2.27 0.52
1:B:157:A:H1’ | 1:B:158:A:H5” 1.92 0.52
1:E:427:G:N2 1:E:444:U:02 2.30 0.51
1:A:157:A:02’ 1:A:159:G:06 2.27 0.51
1:B:427:G:N2 1:B:444:U:02 2.30 0.51
1:A:157:A:H1" | 1:A:158:A:H5” 1.92 0.51
1:B:157:A:02’ 1:B:159:G:06 2.27 0.51
1:B:382:G:H1 1:B:400:C:H41 1.59 0.51
1:F:382:G:H1 1:F:400:C:H41 1.59 0.50
1:D:157:A:H1’ | 1:D:158:A:H5” 1.92 0.50

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

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:D:382:G:H1 | 1:D:400:C:H41 1.59 0.50
1:F:157:A:02’ 1:F:159:G:06 2.27 0.50
1:D:157:A:02 1:D:159:G:06 2.27 0.50
1:A:382:G:H1 | 1:A:400:C:H41 1.59 0.50
1:C:382:G:H1 1:C:400:C:H41 1.59 0.49
1:E:382:G:H1 1:E:400:C:H41 1.59 0.49
1:E:486:A:02" | 1:E:487:A:04’ 2.31 0.49
1:C:486:A:02" | 1:C:487:A:04’ 2.31 0.49
1:F:486:A:02’ 1:F:487:A: 04’ 2.31 0.48
1:A:486:A:02° | 1:A:487:A:04’ 2.31 0.48
1:B:486:A:02" | 1:B:487:A:04’ 2.31 0.48
1:D:486:A:02" | 1:D:487:A:04’ 2.31 0.48
1:A:381:G:H1 1:A:401:C:H5 1.62 0.48
1:E:381:G:H1 1:E:401:C:H5 1.62 0.48
1:C:381:G:H1 1:C:401:C:H5 1.62 0.47
1:A:427:G:N2 1:A:444:U:02 2.30 0.47
1:F:427:G:N2 1:F:444:U:02 2.30 0.47
1:D:381:G:H1 1:D:401:C:H5 1.62 0.47
1:F:381:G:H1 1:F:401:C:Hb 1.62 0.47
1:B:381:G:H1 1:B:401:C:H5 1.62 0.47
1:D:23:A:H2 1:D:37:G:H21 1.63 0.46
1:B:23:A:H2 1:B:37:G:H21 1.63 0.46
1:E:23:A:H2 1:E:37:G:H21 1.63 0.46
1:A:23:A:H2 1:A:37:G:H21 1.63 0.45
1:C:23:A:H2 1:C:37:G:H21 1.63 0.45
1:E:157:A:HS8 1:E:158:A:H2’ 1.82 0.45
1:E:446:A:H3’ 1:E:447:U.H4’ 1.99 0.45
1:B:157:A:H8 1:B:158:A:H2’ 1.82 0.45
1:D:446:A:H3" | 1:D:447:U:H4’ 1.99 0.45
1:B:446:A:H3’ 1:B:447:U:H4’ 1.99 0.45
1:C:446:A:H3’ | 1:C:447:U:H4’ 1.99 0.45
1:E:157:A:02’ 1:E:159:G:06 2.27 0.45
1:B:179:A:H2’ | 1:B:466:A:H61 1.83 0.44
1:C:157:A:H8 1:C:158:A:H2’ 1.82 0.44
1:F:179:A:H2’ | 1:F:466:A:H61 1.83 0.44
1:A:446:A:H3" | 1:A:447:U:H4’ 1.99 0.44
1:A:157:A:HS 1:A:158:A:H2 1.82 0.44
1:A:179:A:H2” | 1:A:466:A:H61 1.83 0.44
1:D:179:A:H2" | 1:D:466:A:H61 1.83 0.44
1:F:446:A:H3’ 1:F:447:U.H4’ 1.99 0.44
1:E:179:A:H2" | 1:E:466:A:H61 1.83 0.44

Continued on next page...
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:C:179:A:H2’ | 1:C:466:A:H61 1.83 0.44
1:D:157:A:H8 | 1:D:158:A:H2’ 1.82 0.44
1:F:23:A:H2 1:F:37:G:H21 1.63 0.44
1:F:157:A:H8 1:F:158:A:H2’ 1.82 0.43
1:B:337:C:HO2’ | 1:B:338:A:H8 1.66 0.43
1:F:382:G:H22 1:F:400:C:H5 1.67 0.42
1:C:79:C.02’ 1:C:266:A:H8 2.03 0.42
1:F:79:C:02’ 1:F:266:A:HS8 2.03 0.42
1:A:79:C:02’ 1:A:266:A:HS8 2.03 0.42
1:A:382:G:H22 | 1:A:400:C:H5 1.68 0.42
1:B:382:G:H22 1:B:400:C:H5 1.68 0.42
1:E:79:C:02’ 1:E:266:A:HS8 2.03 0.42
1:B:79:C:02’ 1:B:266:A:H8 2.03 0.41
1:B:49:G:H2’ 1:B:50:A:C8 2.55 0.41
1:D:382:G:H22 | 1:D:400:C:H5 1.68 0.41
1:D:519:U:H6 1:D:519:U:H2’ 1.69 0.41
1:A:453:A:02° | 1:A:454:G:05’ 2.38 0.41
1:C:49:G:H2’ 1:C:50:A:C8 2.55 0.41
1:D:49:G:H2’ 1:D:50:A:C8 2.56 0.41
1:D:79:C:02’ 1:D:266:A:H8 2.03 0.41
1:F:49:G:H2’ 1:F:50:A:C8 2.56 0.41
1:A:125:G:HS8 1:A:487:A:C2 2.39 0.41
1:C:56:A:N3 1:C:62:U:02’ 2.49 0.41
1:F:125:G:HS8 1:F:487:A:C2 2.39 0.41
1:C:125:G:HS8 1:C:487:A:C2 2.39 0.41
1:D:125:G:H8 1:D:487:A:C2 2.39 0.41
1:A:152:G:H2’ 1:A:153:A:C8 2.56 0.41
1:A:426:C:H2’ 1:A:427:G:HS8 1.86 0.41
1:B:125:G:H8 1:B:487:A:C2 2.39 0.41
1:C:426:C:H2’ 1:C:427:G:HS8 1.86 0.41
1:E:49:G:H2’ 1:E:50:A:C8 2.56 0.41
1:E:125:G:H8 1:E:487:A:C2 2.39 0.41
1:E:152:G:H2’ 1:E:153:A:C8 2.56 0.41
1:F:431:A:N6 1:F:441:C:N3 2.64 0.41
1:A:49:G:H2’ 1:A:50:A:C8 2.56 0.41
1:E:382:G:H22 1:E:400:C:H5 1.68 0.41
1:C:382:G:H22 | 1:C:400:C:H5 1.68 0.40
1:B:426:C:H2’ 1:B:427:G:HS 1.86 0.40
1:F:152:G:H2’ 1:F:153:A:C8 2.56 0.40
1:A:480:A:H8 1:E:388:A:N6 2.19 0.40
1:D:438:U:H2’ 1:D:439:A:C8 2.57 0.40
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:F:426:C:H2’ 1:F:427:G:HS8 1.86 0.40
1:B:480:A:H8 1:D:388:A:N6 2.19 0.40
1:C:152:G:H2’ 1:C:153:A:C8 2.56 0.40
1:F:453:A:02’ 1:F:454:G:05’ 2.38 0.40

There are no symmetry-related clashes.

5.3 Torsion angles (i)

5.3.1 Protein backbone (i)

There are no protein molecules in this entry.

5.3.2 Protein sidechains (1)

There are no protein molecules in this entry.

5.3.3 RNA (D

Mol | Chain Analysed Backbone Outliers | Pucker Outliers
1 A 496/520 (95%) 154 (31%) 9 (1%)
1 B 496/520 (95%) 155 (31%) 9 (1%)
1 C 496/520 (95%) 155 (31%) 9 (1%)
1 D 496/520 (95%) 154 (31%) 9 (1%)
1 E 496 /520 (95%) 155 (31%) 9 (1%)
1 F 496 /520 (95%) 155 (31%) 9 (1%)
All All 2976/3120 (95%) 928 (31%) 54 (1%)

All (928) RNA backbone outliers are listed below:
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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#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-63016. 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: 256 Y Index: 256 7 Index: 256


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: 276 Y Index: 263 7 Index: 282

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 5.2.
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.

WORLDWIDE

P

PROTEIN DATA BANK


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_views
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#masks

Page 41 Full wwPDB EM Validation Report EMD-63016, 9LE6

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

4 Recommended contour
leve| 5.2

Voxel count (logl0)

T T
—20 0 20 40 00
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 501 nm?; this corresponds to an approximate
mass of 452 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 0.388 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-63016 and PDB
model 9LE6. Per-residue inclusion information can be found in section 3 on page 4.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 5.2 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
B <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 (5.2).


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, 94% of all backbone atoms, 94% 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 (5.2) and Q-score for
the entire model and for each chain.

1.0

Chain Atom inclusion Q-score
All 0.9430  0.5780
A 0.9420  0.5770
B 0.9430  0.5790
C 0.9420 m 0.5780
D 0.9420 m 0.5770
E 0.9430  0.5780
F 0.9420  0.5780 00

W <0.0
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