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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.dev43
Mogul : 1.8.5(274361), CSD as541be (2020)
MolProbity : 4.02b-467

buster-report : 1.1.7 (2018)
Percentile statistics :  20191225.v01 (using entries in the PDB archive December 25th 2019)
MapQ : FAILED
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.31.2
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1 Overall quality at a glance (i)

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

The reported resolution of this entry is 4.00 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 NN I - 13
Ramachandran outliers D 2 9%
Sidechain outliers I | D 7%
RNA backbone NN 0.66

Worse

Better

0 Percentile relative to all structures

[ Percentile relative to all EM structures

Motric Whole archive EM structures
(#Entries) (#Entries)
Clashscore 158937 4297
Ramachandran outliers 154571 4023
Sidechain outliers 154315 3826
RNA backbone 4643 859

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 04 271 65% 34%
2 05 209 59% 40%
3 06 201 60% 38%
4 07 177 45% 55%
) 08 176 62% 37%
6 09 149 55% 43%
7 10 131 49% 46% 5%

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

Mol | Chain | Length Quality of chain
8 11 141 43% 52%
9 12 142 61% 38%
10 13 122 62% 37%
11 14 143 69% 29%
12 15 136 57% 42%
13 16 120 62% 36%
14 17 116 63% 37%
15 18 114 59% 39%
16 19 117 56% 44%
17 20 103 50% 48%
18 21 110 60% 36%
19 22 93 65% 34%
20 23 102 62% 37%
21 24 94 61% 38%
22 25 5 76% 24%
23 26 7 62% 38%
24 27 63 56% 43%
25 28 58 78% 22%
26 29 66 71% 29%
27 30 56 57% 43%
28 31 50 64% 34%
29 32 46 59% 41%
30 33 64 52% 47%
31 34 38 47% 47%
32 B 218 53% 43%

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

Mol | Chain | Length Quality of chain
33 C 206 68% 30% B
34 205 52% 44% o
35 E 157 51% 43% T6%
36 F 100 50% 46% -
37 G 151 66% 32% A
38 H 129 50% 48% B
39 I 127 46% 50% o
40 J 98 53% 43% -
41 K 116 58% 40% o
42 L 123 48% 50% B
43 M 114 53% 42% 5%
44 N 100 57% 42% .
45 O 88 66% 32% B
46 P 82 38% 59% o
47 Q 80 50% 48% N
48 R 65 46% 49% 5%
49 S 79 52% 44% -
20 T 85 59% 36% 5%
51 U 65 46% 46% T
52 03 223 39% 21% . 40%
53 A 1539 58% 36% 5%
54 01 2903 56% 39% 5%
55 02 120 49% 47% -
26 W 7 74% 21% 5%
56 X 7 60% 32% Ta%

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

Mol | Chain | Length Quality of chain
57 \Y 17 76% 18% 6%
58 Y 76 34% 47% 18%
59 7 392 54% 44%
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2 Entry composition (i)

There are 60 unique types of molecules in this entry. The entry contains 153717 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 50S ribosomal protein L2.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 04 2171 2083 1288 423 365 7 0 0
e Molecule 2 is a protein called 50S ribosomal protein L3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2 05 209 1565 979 288 294 4 0 0
e Molecule 3 is a protein called 50S ribosomal protein L4.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3 06 201 1552 974 283 290 5 0 0
e Molecule 4 is a protein called 50S ribosomal protein L5.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4| 07 1 1411 899 249 257 6 0 0
e Molecule 5 is a protein called 50S ribosomal protein L6.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o 08 176 1323 832 243 246 2 0 0
e Molecule 6 is a protein called 50S ribosomal protein L9.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
6 09 149 1111 699 197 214 1 0 0
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e Molecule 7 is a protein called 50S ribosomal protein L10.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 10 131 989 625 175 184 5 0 0
e Molecule 8 is a protein called 50S ribosomal protein L11.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 1 141 1032 651 179 196 6 0 0
e Molecule 9 is a protein called 50S ribosomal protein L13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
) 12 142 1129 714 212 199 4 0 0
e Molecule 10 is a protein called 50S ribosomal protein L14.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
10 13 122 939 587 180 166 6 0 0
e Molecule 11 is a protein called 50S ribosomal protein L15.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 143 1045 649 206 189 1 0 0
e Molecule 12 is a protein called 50S ribosomal protein L16.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
12 15 136 1074 686 205 177 6 0 0
e Molecule 13 is a protein called 50S ribosomal protein L17.
Mol | Chain | Residues Atoms AltConf | Trace
13 16 120 Total C N O S 0 0

961 593 196 167 5

e Molecule 14 is a protein called 50S ribosomal protein L18.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
14 17 16 892 552 178 162 0 0
e Molecule 15 is a protein called 50S ribosomal protein L19.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
b 18 114 017 574 179 163 1 0 0
e Molecule 16 is a protein called 50S ribosomal protein L20.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
161 19 117 047 604 192 151 0
e Molecule 17 is a protein called 50S ribosomal protein L21.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
17 20 103 816 516 153 145 2 0 0
e Molecule 18 is a protein called 50S ribosomal protein L22.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 21 10 857 532 166 156 3 0 0
e Molecule 19 is a protein called 50S ribosomal protein [L23.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
19 22 93 739 466 139 132 2 0 0
e Molecule 20 is a protein called 50S ribosomal protein [L24.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
20 23 102 780 492 146 142 0

e Molecule 21 is a protein called 50S ribosomal protein L25.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2L A 4 753 479 137 134 3 0 0
e Molecule 22 is a protein called 50S ribosomal protein L27.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
22 25 E 575 356 116 102 1 0 0
e Molecule 23 is a protein called 50S ribosomal protein L28.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
23| 26 m 625 388 120 106 2 0 0
e Molecule 24 is a protein called 50S ribosomal protein L29.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
24 27 63 509 313 99 95 2 0 0
e Molecule 25 is a protein called 50S ribosomal protein L30.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 28 58 449 281 &7 79 2 0 0
e Molecule 26 is a protein called 50S ribosomal protein L31.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
26 29 66 523 323 99 95 6 0 0
e Molecule 27 is a protein called 50S ribosomal protein L32.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
- 30 56 444 269 94 &80 1 0 0

e Molecule 28 is a protein called 50S ribosomal protein L33.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
28 31 50 410 263 75 T2 0 0
e Molecule 29 is a protein called 50S ribosomal protein L34.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
29 32 46 377 228 90 57 2 0 0
e Molecule 30 is a protein called 50S ribosomal protein L35.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
301 33 64 504 323 105 74 2 0 0
e Molecule 31 is a protein called 50S ribosomal protein L36.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3L | 34 38 302 185 65 48 4 0 0
e Molecule 32 is a protein called 30S ribosomal protein S2.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
32 B 218 1705 1081 305 312 7 0 0
e Molecule 33 is a protein called 30S ribosomal protein S3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
33 C 206 1625 1028 305 289 3 0 0
e Molecule 34 is a protein called 30S ribosomal protein S4.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
34 D 205 1643 1026 315 298 4 0 0

e Molecule 35 is a protein called 30S ribosomal protein S5.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
35 2 157 1157 719 218 214 6 0 0
e Molecule 36 is a protein called 30S ribosomal protein S6.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
30 F 100 818 515 148 149 6 0 0
e Molecule 37 is a protein called 30S ribosomal protein S7.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
37 G 151 1182 735 227 216 4 0 0
e Molecule 38 is a protein called 30S ribosomal protein S8.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8| H 129 979 616 173 184 6 0 0
e Molecule 39 is a protein called 30S ribosomal protein S9.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
39 I 127 1022 634 206 179 3 0 0
e Molecule 40 is a protein called 30S ribosomal protein S10.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
40 J %8 787 493 150 143 1 0 0
e Molecule 41 is a protein called 30S ribosomal protein S11.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
41 K 16 870 535 173 159 3 0 0

e Molecule 42 is a protein called 30S ribosomal protein S12.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
12 L 123 955 590 196 165 4 0 0
e Molecule 43 is a protein called 30S ribosomal protein S13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 M 114 884 546 178 157 3 0 0
e Molecule 44 is a protein called 30S ribosomal protein S14.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 N 100 805 499 164 139 3 0 0
e Molecule 45 is a protein called 30S ribosomal protein S15.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
45 0 88 714 439 144 130 1 0 0
e Molecule 46 is a protein called 30S ribosomal protein S16.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 P 82 649 406 128 114 1 0 0
e Molecule 47 is a protein called 30S ribosomal protein S17.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 Q 80 649 411 121 114 3 0 0
e Molecule 48 is a protein called 30S ribosomal protein S18.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 R 65 536 339 100 96 1 0 0

e Molecule 49 is a protein called 30S ribosomal protein S19.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
49 S & 638 408 120 108 2 0 0
e Molecule 50 is a protein called 30S ribosomal protein S20.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
50 T 8 665 411 137 114 3 0 0
e Molecule 51 is a protein called 30S ribosomal protein S21.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
ol U 05 545 335 117 92 1 0 0
e Molecule 52 is a protein called 50S ribosomal protein L1.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
02 | 03 134 1027 645 186 194 2 0 0
e Molecule 53 is a RNA chain called 16S ribosomal RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
53 1 A 1939\ 33012 14725 6052 10697 1538 0 0
e Molecule 54 is a RNA chain called 23S ribosomal RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
b4 01 2903 62317 27801 11468 20146 2902 0 0

There is a discrepancy between the modelled and reference sequences:

Chain

Residue

Modelled

Actual

Comment

Reference

01

47

C

U

conflict

GB 802133627

e Molecule 55 is a RNA chain called 5S ribosomal RNA.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
95 02 120 2568 1145 471 833 119 0 0

e Molecule 56 is a RNA chain called tRNAfMet.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O P
56 X 77 1640 732 297 535 76 0 0

Total C N O P
56 W 77 1640 732 297 535 76 0 0

e Molecule 57 is a RNA chain called mRNA.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
o7 v 17 373 168 79 110 16 0 0

e Molecule 58 is a RNA chain called tRNALys.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P S
o8 Y 76 1618 723 282 536 76 1 0 0

There is a discrepancy between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
Y 34 UsU - insertion GB 558570689

e Molecule 59 is a protein called Elongation factor Tu 2.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o9 Z 392 3029 1915 521 580 13 0 0

e Molecule 60 is PHOSPHOMETHYLPHOSPHONIC ACID GUANYLATE ESTER (three-
letter code: GCP) (formula: C11H18N5013P3).
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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. 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.
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e Molecule 14: 50S ribosomal protein L18
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e Molecule 17: 508 ribosomal protein L21

48%

50%

Chain 20:

L4

1

661
861

61

zeM
160

88D

S84

e Molecule 18: 508 ribosomal protein 122

C8H
8%

36%

60%

Chain 21:

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-8618, 5UYN

wwPDB EM Validation Summary Report

Page 20

W
S
<
m
o
(@]
—
i
o—
L
Lm o
= A
[oh ©
—
£
(@)
75)
o
o)
o=
—
Lot %
mms LO
90TA w
| gora
$OTL < .
| eor1 = N
ZOTH % o\
1018
1 CHR=
86 M <
] =
a6u ° O

684
8834

S8A

83

LLd

893

99

(47N
191

8SA
LSA

SSA
94

081

LYA

evI
cva

3

e Molecule 20: 508 ribosomal protein 1.24

< w gl WMo Mo o
— ~ N N M 0 &
[-==} = K = =X a

Mo
[SN] 0 Q N~ —
H o [ ~

37%

62%

Chain 23:

168
9634

€64
784
[FA 4
9LL
SLY

YLy
ELN

20TI

e Molecule 21: 508 ribosomal protein L25

38%

61%

Chain 24:

.
S
I>

SL0

LA

694

7oA

e Molecule 22: 508 ribosomal protein L27

24%

76%

Chain 25:

e Molecule 23: 508 ribosomal protein 128

38%

62%

Chain 26:

e Molecule 24: 508 ribosomal protein 1.29

43%

56%

Chain 27:

e Molecule 25: 508 ribosomal protein L30

RLDWIDE

SPDB

PROTEIN DATA BANK

W



Page 21 wwPDB EM Validation Summary Report EMD-8618, 5UYN

Chain 28: 78% 22%

0 © = o N N 2] < < S ) re) )
B3 o =~ < - - = 2] (=] = o -

e Molecule 26: 508 ribosomal protein L31

Chain 29: 71% 29%

M- o < Nl oo ~ oo o — 3] n
- (=] << - n X S X ~ = [ =

e Molecule 27: 508 ribosomal protein 132

N20
M22
S26

g

Chain 30: 57% 43%

e Molecule 28: 50S ribosomal protein L33

Chain 31: 64% 34% -

< N oo N o 0 2] o)
[l S = o £ [=] =l

e Molecule 29: 508 ribosomal protein L34

F19
T23

<
N
5

N25
K37
V46
147
Y48

Chain 32: 59% 41%

2#‘ N~ 0o — — = oo N [SENEY] o0 bl ” +
(2] A=A ~ ~ == e = = Z20m - ~ ~ =

e Molecule 30: 50S ribosomal protein L35

Chain 33: 52% 47% .

- < . 2} @ —
2] 0 © — - o Q 0
=] = > £ £ ~ x

e Molecule 31: 50S ribosomal protein L36

oMy ™ W = NEW © N~ ol ¢ v ©I0 R M < oo MmN m
- o NN ™ M mmnom < < S S & & w0 w0 2] © ©
& xExm HAa X<B& X O AmANXEs> A A A >

—
5%

Chain 34: 47% 47%

| e~ oMY v © © o - W © <]
= S Te] ~ = < a N N M o M 0 ]
= = mo - = ~ /m = (2} moay o~ [

e Molecule 32: 30S ribosomal protein S2

R12
N13

WO RLDWIDE

er

PROTEIN DATA BANK



EMD-8618, 5UYN

wwPDB EM Validation Summary Report

Page 22

43%

53%

Chain B

©
0
=

SS3

€591

© I~ [} ~
& < [Te}
= R =

(4749

=3
s
-

6€I

N~
o o
= o

< 0 N~ 0 D
[N SN
[2 Mo

i=3
N
I“"1

LTH

STd

(4%
TV

61

€22H
912A
(4298
1121
[ rAN
60T/

66TI

L6Td

S6TA
Y6TD

308 ribosomal protein S3

¢6Td
68TN
S8TI
1Al
€814
T8TA
181d
6LTD

9LIN
SLTV

CLTI

e Molecule 33

30%

68%

Chain C

L6d

184

©
Q
I’J

v8d
€8A

1.4
oLy

2SS

Sva

Ssea

Lzd

44\

TZH

61S

STH
YIA
€11

1
oty
61

© oo}
A o

YA

L

T0ZI
0o0zM

G6TI
Y8IN
€8TA
z81a

SLTH

€L7d

TL14
0L1D

€974

911

¥S1D

STIV

308 ribosomal protein S4

EVTT

ovTV

LETA

EETN

L2TA

[441i]

8TTS

STTA
Y111

e Molecule 34

T11d
0TTT
6073
SOTA

00TI

44%

52%

Chain D

09A

850

964

€50

LYT

Led
9eY

ved
€e1

0N

e
0z1

811

9TL
ST9
y1d

(4!
118
011

TLIN
TL1d
0471

[0 W ON~0NDO AN 0
00000000 QMo
— HH A A A NN N
AHZMEAH>Ed X

T61S
06TT

S81d

8TH
1814

6.L1D
8.73

9LTN

e Molecule 35

vLIV

308 ribosomal protein S5

6%

o
D
1UI

43%

51%

Chain E

S6W

(43S

™
[
2%

180

w ©o o
N~ 5}
A= pu}

ELA

894
1,94

So%
vod
€9

o1
09b
6S1

94d

jar!

STA

€¥D

6€D
8EA

1

2914

6STS

€GTV

CSTA

0873
6¥1d
8¥1s

o%TI
6ETL

LETH
9ETA
SETA
e
€eTI
zerd
TEIN

LTTX
9CTTV

€211

i49%¢
E€TTA
(4344
TT1Y
OTTI
60TY
801D
LOTD

V0TI

T0TD

e Molecule 36

66S

960

308 ribosomal protein S6

46%

50%

Chain F

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-8618, 5UYN

®
o
<

wwPDB EM Validation Summary Report

Page 23

TLI

+

994
7oA

(42
19T

6GA
8GH
LSV
9GY
SGH
%91

1

0Gd

SvY
44!

[47:)

30S ribosomal protein S7

e Molecule 37

32%

66%

Chain G

7oTA

T0TH
00TH

861

Y64

S8b

78D

8.4

YLA

0Ld

LON

w0 O
0 0
==

9GS

971

(478
15728

8EY
vex
8zI

LeN
9CA

j£9)

(44}

ozd
61S
81D
LT4

v1a
€1d

TTI

6YTV

ida

308 ribosomal protein S8

IV
EVIN

B6ETA
8ETH

YETA
6TTIN
81Ty
L1111

91TV
STTH

ETTA

60T

e Molecule 38

L0TV

48%

50%

Chain H

€EA
(41

-
®
=

62s
8¢S

9T

8CTA

9210
SCTI

(445}

0Z11
611D

91TY

€TTY
c1ia

80TH
LOTX

SOTL

€0TA
20TA
TOTV
00TI

861

S6H
76A

8834

S84
781
€84
281

308 ribosomal protein S9

e Molecule 39

50%

46%

Chain I

Toa

63934
854

(429
15

o
[}
Iz

<
-
©n

(454

-
—
-4

0TYd

s} wn © 0

Iw
~
[

*

9¢T4d

€2TY
[44x:

0CTV

8114

14928
€T
(4358

601D
80Ty
LOTY

SOTH

308 ribosomal protein S10

€0TA

167

281

08H
6.4

e Molecule 40

43%

53%

Chain J

Ss8d
78A

183

6.Ld

VLA
€L1
cL
TLT
O0LH

894

S9&
790

294

6394

€SI
281

6vd
8%d

42"

wd
ovI
6ed

STH

€14
eIV
T
011

8I
L4

1

96A

€6V

T6a
067

1

e Molecule 41

308 ribosomal protein S11

40%

58%

Chain K

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe



EMD-8618, 5UYN

wwPDB EM Validation Summary Report

Page 24

CITA

SOTH

169

189
98)
S8A

1,94

€90
{422

094

8GL

8¥D

SPL
444

Tv1

+o;
2]
=I

0eT
621

vev
€CH

6TA

STA
710

[4x:]

Le1d
9CTYd
ST

1c1d

9T1d
STTI
¥11d
€TTL

5%

50%
42%

53%

48%

e Molecule 42: 30S ribosomal protein S12
e Molecule 43: 30S ribosomal protein S13

Chain M:

Chain L:

628

S2d
449N
€2D

6TL
811
L1V
911
STA

(451
TTH

[
A

€I
[4:

711d
€T

0TTH

80TY

90TY
SOTVY
YOIN

00TY

L6eyd
96A
g6d
761
€69

T6d

e Molecule 44: 30S ribosomal protein S14

684
881
18D

42%

57%

Chain N:

)
<
-

evy
(478
157:
[0S

8€d

0€L

82V

921
eract

3

0zd
614
8T

ST1

S

€0
(2}

32%

66%

e Molecule 45: 308 ribosomal protein S15

Chain O:

18I

e Molecule 46: 30S ribosomal protein S16

Lzb
9ZA

59%

38%

0.4
69d

L91

SOV

—
©
=

~
)
=1

© O = N m <
AR e el
SE& A

oV

[}
i
<

D E

SPDB

0O
PROTEIN DATA BANK

W



EMD-8618, 5UYN

wwPDB EM Validation Summary Report

Page 25

8V
0831

8LA

9.4
S.I
7L

e Molecule 47: 308 ribosomal protein S17

oLy
TLA

48%

50%

Chain Q:

e Molecule 48: 30S ribosomal protein S18

—
5%

49%

46%

Chain R:

€LH

e Molecule 49: 308 ribosomal protein S19

44%

52%

Chain S:

1

9SH

it
€9D

TSH
0SA

e Molecule 50: 308 ribosomal protein S20

—
5%

36%

59%

Chain T:

9TV

e Molecule 51: 30S ribosomal protein S21

—
8%

46%

46%

Chain U:

614

9Td
ST1

ETA

T1d
0t1d

8N
L3

SA

e Molecule 52: 508 ribosomal protein L1

™
i

40%

21%

39%

Chain 03:

L9H

[44a

8TCH

vier

80TA

T0zd

6811
88TN

R LDWIDE

98T

O

¥8Tx
€8Ta

1810

8LIA

YLTL

CLTH
TL1I
0LTI

991d
SOTN
914
€9TX

6GT1D

PROTEIN DATA BANK

W



EMD-8618, 5UYN

wwPDB EM Validation Summary Report

Page 26

16S ribosomal RNA

e Molecule 53

5%

36%

58%

Chain A
Im-w ~
<< O <

-
©
<r

0Ln

89D
19D

63V

0

6€D

< 0 O N~
M o0 0
[SHCRSH =]

(43

L

8cv
L2

(4

0TV

8y

TSIV

6VTV
8¥ID
LY1D

SHTD

*

CETD

62TV

749
€210

HN®Mm __ON®ODO
oA A A A = =N
NN NN
T DOUDDHU

1478

L1TD

ETTD

(435}

L0TD
901D

€010
001D
16D
960

S60
76D

3

98D
s8n

182D

T.20
0Lzy

1920
992H

[474 4

SG2H

€82V

L

192D

vven
evey

9€TY
SETO

0€TH

i

S¢T0

eeey
(4449

6020
80zn

{44
LTV
96TV
S6TY
v610

161D
06TV

781D
€810

18TV

26D
16€D
06en
L8en

28eV
18€0

9.L€D
SLEN

ELEV

65€D
8sen

v5eD

TG6€D

¥1€0

T1€0
ored

L0€D

1

20€d
T0€D

9620
S620

682D

L6%D

S6%V

78¥D
£8%0

18%D

8LYY
LL9D

eLvN

89%Y
L9%0

€6V

|
L1SD
9150

€LSV

€65V

7SS0

8¥%5D
LYSY
9YSY

w9390
£%8n

99D

L9

vesn

gk
3

0€SD

i

9250

¥2sd

i

0ZSY

818D

918N

€190
2180

L0SD

S08D

2osvy
T0SD

1040
969V
S69V
769V
269N
889D

S89D
¥89n

6.9D
8.9N

9.L9Y

V.99
€LOV
cLon

9999

%999
€99V
c99n
€990N
059D

vvon
€790

on

ceon

€90

Teov
0290

8190

€190

%099
€090

009Y
6650
865N
165D

6850

789D
0850

€180

L08Y
9080

vosn
€089

08LY

LLLY
9LLD

€LLD
Tl
TLLD
0LLD
69.LD
89LY

9.0
€910

SSG.D
5.0

TS0
0S5.D

8¥.LD
LYLY

Sv.LD
¥vLD

1525

LELD
9€.LD
SE€LD
YELD
€ELD

6CLY
8CTLY
LeLd
9CLD
veLD
0zLd
9TLY
STLY
VILD

0TLD

€069
206D

768D
€680

068D

v8sn

€280

900TD
SO00TV

€00TD

200TH

z86n

TL6D

TL6D

696V

+

€969
2960

0960

856V

9g6n
560

Tzen

2160
1160
0160
606V
806V

60TTD
80TTD
LOTTD
90TTD

€0TTD
COTTV
TOTTV

660TD

L60TD

880TD

80TV
T80TV

9,070
SL0TNn

CLOTD
TLOTD

890TD

09010
650TD

95010

%5010
€50TD
25070

0S0TH

8%0TD
L%0TD

0€0TN
62010

|

8T0TD
L1070

STOTD

10TV
11010

02ZTH
61CTV
81210

€TCTY
ciein

002T1D

LBTTY

L

T6TTY

L

¥8T1D

811D

LLTTD
9LTTV

TLITY
0LTTY

89TTN
L9TTV

¥911D
€9TTV
291D

F

8ST1D

TSTIV
0STTV
67110
8¥TIN
LYTTD
IVTTV

144425

6ETTD

OETTY
Eraan|
¥Z110
€TTIn
LITTV

OTTTV

80€TN
L0€10
90€TV
SO0ETH
70ETD

COETD

66TV

96210

TecIn
06219

88CTV
L8TTV
982TN
S8CTV

28210
18210

L1210

2.L21D
TL2TV

3
i

69CTD

LSTTV

SS2CTD
vseiv
€SCTD

0SCTY
6%C10
8VCTIV

9TV
S¥CT0

T%C1D

6ETTY

LETTD
9ETTV

0€TTID
62TV
8TTID

[1544 4
(45745

(544
60710

SO%TD
14074
€0VTD
20%10
TO%TD
S6ETD
88ETD
LLETY

TLETD

SYETN

EVETD
CYETD

LEETD
9EETD

YEETD
EEETY

TEETD

B6CETY

€CETD

3

BTETY
8IETV

9T€TD

v1e10
€T€TN

60€TD

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-8618, 5UYN

wwPDB EM Validation Summary Report

Page 27

4515
€ISTV

80STV
LOSTY

GO0STD

COSTY

00STY
6671V
86710
L6%1D
96710

SLPTD

89VTV

SOPTV
7ovIn
€9%1N

6SYTD
8S¥1D
LSPTD
9871V

{414

0710
(442
8¥¥1D

vvvIn
EVPID
[444%)
15444

8EVTD
LEVTV
9EYIN
SEVTD
veVIV
EEVTV
(4525

8TYTIV
44

(4445

STPTD
vivIn

6ESTD

YESTY

TESTY

mmmﬂu
281D
441
€CSTD
[44=150

e Molecule 54

0ZSTD

23S ribosomal RNA

5%

39%

56%

Chain 01

|
o
IIII:D .

viin
€T1n
crin

cotn

TLY

€9V

A

18D
9€D

ven

620

Tey
0Zd

L1D
910

3

10
otV
6D

LD

L12V

ST2H
¥12d
€12y

S02H
vocy

i

66TV
861D

96TV

261D
T6TY

681D

181D

S8TH
%810

181V

LLTD
LTV
SL1D
v.L10

CTLTY
TLT0

SOTV
7910

19TV

6STD
851N

TST10
0STN
(57231
4431

(4444
91D

8ETN

121D
ozt
61TV

N_oOo oM
Sl g N
M mmmmmn
T vaepD<O<

oTeY

£0€D
20ed
T0ED

162D
9620

vecy
1820

08zn
6.2V

S.20

8920
1,920

99eyY

¥52d

6%20
8¥TH

£v2n

1374
0%2d
6ECD

LETD
9€TD

2eTd

Lzey
a4 )
S¢T0
¥zen

Teey

8T1ey

wvn
(%)7474%]

i

8EVD
LEVO

wZvd

0Z%d

ST9Y
¥1%0

119D

L0%D

Yovy

Seen
¥6€0

T6EV

L8€N
98€D

LLED
9.L€D

YLEV

TLEV

69€N
89€V
L9€D

6G€D
8GEN
LS€D

vaev
£9€D

cvey
157%°0)

LEED

T€€D
0EEY

8ceN
L2€D

LESD
9€SD

T€SD

625V
8¢SV

€250
2esy
Tzsn
028D
61380
819D

[4s:h)
1180
015D

LOSY
905D

vosy
€05V

6670

S6%D

£67D
(4344
16%D
067D

£8YV

08%Y
6.L%V

S.%0
¥.LvD
€L¥D
TLYY
LYY
0LYY

19%0
09%Y

vsvy

990

LESYV
£E9V
(431
TE9Y
629D
829D
L9V
€290
[44°5]
129V
L1799
sToN

2199
7190

€09V

S$6S0
7630

(4314
888N

288y
1830

LL9D
9150

€450
TLSY

€95V

§G6SD
¥ssn
€G89D
2ssn

679D
8¥3D
LYSY

Svsn

0%S0

8ESY

069D

889N

S89V

LLOY

.99

TL9D

0L9V

899V

999V

won
0%90
6€9N

808D
080

€080
208V

008V
66.D

161D
96.LD

6Ly

88LY

S8.D
8.0

08.D
6.L.L0

9L.D

[32 IS Yo JNe] - ANm S
© © © O~~~
~NN NS NSNS
T <O D T U DUv

TOLV
091D

LS.D

8%.LD

S¥.LD
vvL0
eVLY
TYLY
win
0¥%.L0

0ELY
62T.LD

LTLY
9T.LD

0680
6880

880
988V

858D
158D
958D

zs8n
Lv8n
oven
Sv8Y
0¥%80
68N
8€80

7e8D

166D
966V

7660
€669
2660
1660

886V
1860

€86V

9¥%60

E£v6V
cv6D

0¥6D

E€E6Y

L

Sseev
26D

2eed

L16V

9060

968V

8801V

980TV
S80TV

€80T0
28010

080TV

8.0TN
LLOTY
901D

F

0LOTY
6901V
890TH

99070

79010
€90TD

79010

6S0TD

9G0TD

€3501D
2S01D

6€0TY
8E0TD

€E0TN

L30TV

€20TNn
220TD

9.110
SLTTV
vL110

TLTTD
0L110

89TTD

29TTD

LSTTD
9GTTY

911D
€ST1D
CST1D

0STTD
6711D

YTy
win
07110
6ETTD
meﬁu
SETTO
EETTY
zceTIn
TETTH

8CTITD
thﬂ<
¥C11d
€110
(443 5]

CIT1D

sifia

80TTN
LOTTD
S0TTN
%0110
€0TTY
NJmﬁo
8601V
hmmHD
€60TD
26010
0601V
6801V

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-8618, 5UYN

wwPDB EM Validation Summary Report

Page 28

6.CTD
8.TTD

cLTIY
T.L21D

69CTV
89CTV

S9CTV

98219

€821V
(44 %)

0SCTD

E€¥CID

ovzIn
6ETTD

9€TTD

44 9]

€221
(4449

61210
8121D

€1CTV
[q24%)
11210

9021
S0TTV

€02TNn

L6TTD
96TTD

T6TTD
06TTD

L8T1D
98T1D
S8TTD
78110
€8T10
Z8TTD
8110
08710
6LT1D

88ETD
wwmﬂo
mwmﬁ<
08ETD
6LETN
8LETY
LLETD
mhmﬂo
ELETY
TLETD
0LETD
69€TD
89€TD
LOETY
S9ETY
79€TD
mwmﬁo
8SETD
LSETD
9GETD

T¥ETD
oveTn

0€ETD
62ETN
8CTETY
LTETY
9zeTN

TCETV
6TETD
8T€TN
LIETD
9T€TN
SIETD
60ETD
90€T1D
00€TD
66CTD
86CTD
L6TTD
68CTD

L8CTY

z8Y1D

9.¥10n
SLPTD
vy

0LYTY
6971V
89%1N

99%1Nn
S9%TD
y9%1D
€9%1D

T9¥TD

SSPTD

LTYTY
El44%)
STYTD
14445

(4723
6T7TV
8TI71D
LI%1D
9T¥1D
STP10
4545

86€TO

S6ETY
76ETN

68ETD

L8STD

78510

28STO
T8S1D
08STV
6LSTV

CTLSTY
TLSTV
0LSTY

|

S9G1D
991D
€95910
29STNn
T9S1D
09STH

SGSTD

0%STH
6ESTN

feti] 4}

pRaciSi
921D
STSTY

TSIy

+

TT1S1D
0TSTD
60STY
80STY
LOSTO
90STN
SOSTY
YOSTY

861D

VevIv
€6¥%10

0671V
98%1N

S8%TIN
v8vIn

Y0L10

L69TD

S69TD

6891V

%8919
€89TN

18919
9.9V
S.L91D
v.L91D

9991D

€99TD
991N

99910
SG9TV
w91V

19919

8%91n
Ly910
991D
S¥91D

Ty91D
o1V
0v9TV
6€9T0

LEITY
9€9TN
SEITY

829TD

+

(45215

609TY
809TY

90910

€091V

S6STO
v6s1n

86,10
LBLTD
96,70
¥8LIV

18L10

6.L.T0

9LLTD
SL.T0

ELLTY
69.10
99.1D

S9.70
¥9.L1D

CTILTY

09470

LSLTY

mee<
8V.L1D
LyL10

SYLIV
¢JWH<
8ELTD
LELTD
9€LTN

CELTD

0ELTD
mNmH:
T2L1D
0Z.10

8TLTD
LTLTY
9TLIN
mﬂmﬂu
TTLIV
0TLID
meaD
90470
SOLTY

%6810
mmmqo
S88TV
7881

288TN
18810

61810
881D
hhmﬁ<
€819
CL8TY

081D
mwmqu
wwmq<
098TH
658TN
8G8TV
LG8TD
wmmﬂb
Nwmﬁu
hmmﬂo
T€8TH
0€8TD
628TY
8¢8TH
12810

Sc8Tn

0z8TN
618TV

L08TD
90810
S08TV

€087V

T08TV
008TD

£2020
zeozn
120D
020y

L1020

vrocy
€102V
2102D
T1020

+

2002d

L66TD

16610

28670
1861V

0L6TV

L9610

€9610

LS6TD

SS6TA

Zv610
1610

8E6TV
TEGTN

0E6TD
626TD

STE6TD

TO6TV

668TV
868TN

0712
60720
80TCY

90T2n
soten

S60CY

£602D

16020

§.020n
¥.,020

2L0TD
T.,0TV

6902D

902D
99020
$9020

%9020

8z0ozn

S2020

0672

88T2Nn
L8120
9812
S812n
v81CY
€8TCY

8120
08T12Nn

9,12V

2454

cLien
TL1CV
oLtey

3

€912V
2912ZH

0972D
6STCD
8STCY
LST2D
9512
9S8T20n
21141

F

9%12d
mvmmb
[44%4/
1D

veTTY

ceren
TETZN

6212
8CT2H
1212
a4
SCTTd
174143
€2TTH
zeren
212D

1324
8112n
L1172V

STT1ZH
vitey

ot1zen

L022D
9022D

¥02ZH
£0zen

66TCY

Leten
96720
S612N

€6T2D
cgeten
Te1cy

«mﬂuo
TSETH
6%€2D
8veen
L¥€2D

Eigtad)
vveen
gveen
(4244

oveey
mmﬂmo
Seecy
veeTn

CTEETD
TEETH
0€ETD
6zceen
8zeTy
9zeTD
GTETH
veeen
€CETD
NNMN<
91€CTH
ST€TH
wﬂMN<
60€TY
L0€TD
90€2D
S0€2n

€0€TD
NOMNS
66220
8622V

wmmwb
£622H
26880

88TTY

982TH

€822D

o

YWk&43)

P47
[4%4%4)
owﬂwo
SEYCY

CEVTY

1474
0zyed
(15740

€T¥Cd
(4574
1192V

€0%2D
coven

S6€TD
v6€2D
£6€20

06€en
68€CH

G8ETD

T8€TV
08€TD

LLeTy
9.LETY

v.L€2D
€LETD
zLeen
TLETD
0L€2HD

S9€TD
¥9€ed

65€TD
85€eTY
LS€TD
9seen
GS€TH

,gsed
9TSTd

cgesen
12520

6152n
8152V

915eY
§192D
v19en

Tr9en
8082
S0S2D
voszn

€05ey
2052

00sen
66%2D
86%2D

96%2D

6%
e6ven
zeven

98%¢D
v8¥%Cd

18%2H
08¥2D

8.Lyey
L.yen

S.¥2d

0L¥2D
6972V
897V
L9%2D
99%2D

LS¥%en
98%2d
SS¥Cd
¢syed
8vvey

S¥ved
44744

1292
929Td

61920
81929

91920
S192n
v192y
€192n

60920

90920
50920

2092y
L1652
2652
16520

0652y
685CY

L8SCY

§892N
v8g2n

1892H
08g2n

LLSey
9952V
S95CY
vosey
LSS2D
958520
§552n
€552
LySeyY

¥¥92d
€¥92D

6€92D
8€STD
Lgsen

vesey
€esen

0€STY

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-8618, 5UYN

wwPDB EM Validation Summary Report

Page 29

vcLen

ozlzn

8T.LTD

v1.L2D

TTL2V
0T.L2D

90.L2V
S0.L2V
¥0.2D

66920
86920

96920

7692
€692
2692

06920
68920
88929
892N

£€8920

08920

8.92D
11929
whmuo
6592
85920

G592

€9920n
2592D

1%92n

S%92D
¢¢mﬂo
8€9¢D
€920
wmmuo
€€92D

0€92D

82920

S082D

€082
20829

66.LCY

L6Len
96.2n
S§6.2D
6.2

16,29

68.2D
882D
182D

¢8.LTD
8.2V

6.L.2n
8LLTY

SL.2D
v..2D

¢LLED
TLLZD

S9.2vV
9LV

652D
85.LTV

€5.2V
¢5§Led

ov.Len

£v.20

TvLey
[%2X4 ]

8E.LTV
LELTD

€ELTY
CTELTD

62.L2D
8clen

scley

988CY
S88CD

88Ty
78820
08820
6.82Y

91829
§.820

082D

8982V
1,982

982D
79820
0982V
65829
85820

75820
€58820

6¥82n
8%82D
%820

57820

£¥82D
[404)
%820
0%820

€82
€£€82N

0€820

€282V
[44:14))

[4:14 4
61829
81820

9182
S182D
182V
€182V
2182
T182H
0182V

90820

6682V
86820

S682H
682D
€682V

0682H

5S ribosomal RNA

e Molecule 55

47%

49%

Chain 02

N M
Iuor

6.LD
8LV
.0

(4%
T
0T1d

61TV
8110

¥110
€TTD

60TV

101D
901D
S0T1D
vOTY

86D
160
96D
Séen

060
680
880

: tRNAfMet

e Molecule 56

8%

32%

60%

Chain X

STD

tRNAfMet

€10

01d

© N
IDU

9D

€0

e Molecule 56

10

5%

21%

74%

Chain W

65V

mRNA

e Molecule 57

6%

18%

76%

Chain V

3

-
IS
IIII-q

STV

(43

: tRNALys

e Molecule 58

18%

47%

34%

Chain Y

eLV

0Ld

3

S90
790
€90

T9D
09N

88V

3

van
€90
[4=p)

]
S
O

R LDWIDE

erbDeBe

8zn

oV
S20

144

61D
81D

zm

-
—
o

6v
8N

n
€D
(4]
™

O
PROTEIN DATA BANK

W



EMD-8618, 5UYN

wwPDB EM Validation Summary Report

Page 30

Elongation factor Tu 2

e Molecule 59

44%

54%

Chain Z

oo
[}
=

E€IN

TTH

8L
A
93

2!
€4

6971

991a

2914

LST1

vSTd
€GTA

0§Td
6%TA

91T

vvia

CETA
T€TI
0ETI

8¢1d
LTTA

SCTA
i741]

1211

6TTI
8TTH

STTL

€T1d
CTTH

601Q
¥oTA
€071

2011
TOTY

S6Y

T6W

684

L8R

i)

212l
1121
0t1gd

9021

o2y

86TA

7614

T611

6811

1813
98TV

v8TM

1810

9LTH

6EED

LEEN

SEEL

€EEY
ceed
TEER

62ZEh

Leeyd
14

ceed
Teed
0zeL
6TEH
81€Y

T1€1
S0€d
voed
€0EX

8621
L1621

g6cd
6

0620

882H

$8TH

€924
29Ty
1924

Gistacs
85T

9821

T6EA
06€X
68EY
88EN

S98€eY
78€D
€8EA
T8EL
T8¢gY

9.Le1
S.LeV

cLET

89EN

29eT
T9EL

6SGEA
8GEN
LSeN
£9€D
TSEW
LYEN

€veT
cved

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Page 31

wwPDB EM Validation Summary Report

EMD-8618, 5UYN

4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, C1 Depositor
Number of particles used 4629 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method PHASE FLIPPING AND AMPLITUDE | Depositor

CORRECTION; CTFFIND3 was used to de-

termine CTF values. FREALIGN applied

CTF correction.
Microscope FEI TITAN KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /AZ) 1.0 Depositor
Minimum defocus (nm) 500 Depositor
Maximum defocus (nm) 5000 Depositor
Magnification 60976 Depositor
Image detector GATAN K2 SUMMIT (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: USU,

GCP

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 | py/q7 #4|Z| >5 RMSZ 4 Z| >5
1 04 0.30 0/2122 0.54 0/2852
2 05 0.31 0/1586 0.55 0/2134
3 06 0.31 0/1571 0.56 0/2113
4 07 0.35 0/1435 0.54 0/1926
5 08 0.32 0/1343 0.59 0/1816
6 09 0.36 0/1122 0.61 0/1515
7 10 0.39 0/1002 0.66 0/1350
8 11 0.37 0/1046 0.64 0/1410
9 12 0.33 0/1152 0.55 0/1551
10 13 0.31 0/948 0.55 0/1268
11 14 0.32 0/1054 0.58 0/1403
12 15 0.34 0/1093 0.54 0/1460
13 16 0.33 0/974 0.55 0/1301
14 17 0.31 0/902 0.50 0/1209
15 18 0.32 0/929 0.56 0/1242
16 19 0.34 0/960 0.48 0/1278
17 20 0.34 0/829 0.62 0/1107
18 21 0.30 0/864 0.56 0/1156
19 22 0.32 0/745 0.55 0/994
20 23 0.33 0/788 0.60 1/1051 (0.1%)
21 24 0.33 0/766 0.56 0/1025
22 25 0.33 0/582 0.52 0/769
23 26 0.32 0/635 0.51 0/848
24 27 0.31 0/510 0.56 0/677
25 28 0.31 0/453 0.51 0/605
26 29 0.34 0/532 0.57 0/709
27 30 0.30 0/450 0.52 0/599
28 31 0.37 0/417 0.58 0/554
29 32 0.32 0/380 0.48 0/498
30 33 0.31 0/513 0.54 0/676
31 34 0.29 0/303 0.52 0/397
32 B 0.35 0/1736 0.60 0/2338

O RLDWIDE

PROTEIN DATA BANK

EMD-8618, 5UYN



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#model_quality
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#standard_geometry

Page 33 wwPDB EM Validation Summary Report EMD-8618, 5UYN
. Bond lengths Bond angles

Mol | Chain | .\ 1q7 42| >5 RMSZ 42| >5
33 C 0.33 0/1652 0.52 0/2225
34 D 0.34 0/1665 0.57 0/2227
35 E 0.33 0/1170 0.57 0/1573
36 F 0.34 0/836 0.56 0/1128
37 G 0.32 0/1196 0.57 0/1602
38 H 0.32 0/989 0.59 0/1326
39 I 0.34 0/1034 0.60 0/1375
40 J 0.32 0/797 0.60 0/1077
41 K 0.33 0/886 0.53 0/1195
42 L 0.32 0/969 0.64 0/1300
43 M 0.31 0/893 0.54 0/1193
44 N 0.33 0/817 0.53 0/1088
45 O 0.31 0/722 0.52 0/964
46 P 0.33 0/659 0.57 0/884
47 Q 0.34 0/658 0.57 0/881
48 R 0.37 0/545 0.59 0/731
49 S 0.35 0/653 0.56 0/877
50 T 0.31 0/671 0.50 0/888
51 U 0.38 0/551 0.62 0/728
52 03 0.35 0/1034 0.62 0/1387
53 A 0.38 0/36963 0.68 5/57662 (0.0%)

54 | 0L | 038 0,/69796 0.68 | 6,/108888 (0.0%)
95 02 0.40 0/2872 0.67 0/4479
56 W 0.42 0/1832 0.67 0/2855
56 X 0.46 0/1832 0.69 0/2855
o7 \Y 0.43 0/421 0.70 0/657
58 % 0.53 | 1/1780 (0.1%) | 0.70 0,/2767
29 Z 0.36 0/3085 0.60 0/4173
Al | ALl | 0.37 |1/166720 (0.0%) | 0.65 | 12/248816 (0.0%)
All (1) bond length outliers are listed below:

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

o8 Y 1 G OP3-P | -7.14 1.52 1.61
The worst 5 of 12 bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z | Observed(°) | Ideal(?)
54 01 1178 C N1-C1’-C2’ | 6.88 122.94 114.00
54 01 1130 U C2-C3-03" | 5.71 122.83 113.70
54 01 1818 U N1-C1’-C2" | 5.64 121.33 114.00
93 A 438 U C2-C3’-03" | 5.54 122.56 113.70

Continued on next page...
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Continued from previous page...
Mol | Chain | Res | Type Atoms Z | Observed(°) | Ideal(?)
20 23 96 LYS N-CA-C -5.41 96.39 111.00

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.

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 04 2083 0 2157 83 0
2 05 1565 0 1616 71 0
3 06 1552 0 1619 70 0
4 07 1411 0 1447 81 0
5 08 1323 0 1374 46 0
6 09 1111 0 1148 53 0
7 10 989 0 1025 51 0
8 11 1032 0 1088 71 0
9 12 1129 0 1162 45 0
10 13 939 0 1012 32 0
11 14 1045 0 1117 40 0
12 15 1074 0 1157 20 0
13 16 961 0 1000 39 0
14 17 892 0 923 31 0
15 18 917 0 965 42 0
16 19 947 0 1022 47 0
17 20 816 0 839 44 0
18 21 857 0 922 32 0
19 22 739 0 807 22 0
20 23 780 0 834 29 0
21 24 753 0 780 31 0
22 25 575 0 592 14 0
23 26 625 0 655 25 0
24 27 509 0 043 21 0
25 28 449 0 491 9 0
26 29 523 0 524 15 0
27 30 444 0 461 23 0
28 31 410 0 440 12 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
29 32 377 0 418 20 0
30 33 504 0 D74 27 0
31 34 302 0 343 25 0
32 B 1705 0 1732 82 0
33 C 1625 0 1699 99 0
34 D 1643 0 1710 74 0
35 E 1157 0 1199 70 0
36 F 818 0 808 41 0
37 G 1182 0 1240 40 0
38 H 979 0 1034 52 0
39 I 1022 0 1070 o7 0
40 J 787 0 828 37 0
41 K 870 0 878 43 0
42 L 955 0 1019 60 0
43 M 884 0 944 51 0
44 N 805 0 847 40 0
45 0O 714 0 737 25 0
46 P 649 0 666 51 0
47 Q 649 0 691 34 0
48 R 536 0 5952 36 0
49 S 638 0 665 37 0
50 T 665 0 714 34 0
o1 U 045 0 279 32 0
92 03 1027 0 1092 41 0
53 A 33012 0 16618 461 0
o4 01 62317 0 31346 876 0
95 02 2568 0 1303 55 0
o6 W 1640 0 837 11 0
o6 X 1640 0 837 19 0
o7 \% 373 0 187 2 0
o8 Y 1618 0 821 37 0
99 Z 3029 0 3043 152 0
60 Z 32 0 14 1 0
All All 153717 0 104765 3363 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 13.

The worst 5 of 3363 close contacts within the same asymmetric unit are listed below, sorted by
their clash magnitude.
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
54:01:45:G:H5” 54:01:46:G:H5’ 1.37 1.06
12:15:45:GLN:HE21 | 54:01:2485:G:H5” 1.26 1.00
3:06:76:PRO:HA 3:06:82:GLY:HA2 1.45 0.94
54:01:1045:C:H5’ 54:01:1046:A:H5’ 1.49 0.93
6:09:12:LEU:HD22 | 6:09:19:VAL:HG11 1.51 0.93

There are no symmetry-related clashes.

5.3 Torsion angles (i)

5.3.1 Protein backbone (3)

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 04 269/271 (99%) | 229 (85%) | 37 (14%) | 3 (1%) 14] 51
2 05 207/209 (99%) | 173 (84%) | 30 (14%) | 4 (2%) 8| 40
3 06 199/201 (99%) | 177 (89%) | 19 (10%) | 3 (2%) 10 45
4 07 175/177 (99%) | 147 (84%) | 26 (15%) | 2 (1%) 14] 51
5 08 174/176 (99%) | 152 (87%) | 18 (10%) | 4 (2%) 37
6 09 147/149 (99%) | 117 (80%) | 22 (15%) | 8 (5%) 21
7 10 129/131 (98%) | 93 (72%) | 26 (20%) | 10 (8%) 14
8 11 139/141 (99%) | 111 (80%) | 19 (14%) | 9 (6%) 18
9 12 140/142 (99%) | 124 (89%) | 14 (10%) | 2 (1%) 46
10 13 120/122 (98%) | 95 (79%) | 20 (17%) | 5 (4%) 25
11 14 141/143 (99%) | 112 (79%) | 23 (16%) | 6 (4%) 25
12 15 134/136 (98%) | 120 (90%) | 10 (8%) | 4 (3%) 32
13 16 118/120 (98%) | 100 (85%) | 16 (14%) | 2 (2%) 9] 43
14 17 114/116 (98%) | 99 (87%) | 13 (11%) | 2 (2%) 8| 41
15 18 112/114 (98%) | 97 (87%) | 12 (11%) | 3 (3%) 5| 34
16 19 115/117 (98%) | 108 (94%) | 6 (5%) 1 (1%) 17| 55

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

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
17 | 20 | 101/103 (98%) | 78 (77%) | 21 (21%) | 2 (2%) | 17] 40
18 21 108/110 (98%) 92 (85%) 15 (14%) 1 (1%) 177 55
19 22 91/93 (98%) 72 (79%) 17 (19%) 2 (2%) 64 37
20 23 100/102 (98%) 85 (85%) 11 (11%) 4 (4%) H 26
21 24 92,/94 (98%) (86%) (13%) | 1 (1%)

22 25 73/75 (97%) (84%) ( )

23 26 7577 (97%) (89%)

24 27 61/63 (97%) (90%)

25 | 928 56/58 (97%) (91%) |
26 | 29 64/66 (97%) (69%) |
27 | 30 54/56 (96%) (89%) |
28 31 48 /50 (96%) (85%)

29 32 44/46 (96%) (89%)

30 33 62/64 (97%) (87%)

31 34 36/38 (95%) (78%)

32 B 216/218 (99%)

33 C 204 /206 (99%)

34 D 203/205 (99%)

35 E 155/157 (99%)

36 F 98,/100 (98%)

37 G 149/151 (99%)

38 H 127/129 (98%)

39 I 125/127 (98%)

40 J 96,/98 (98%)

41 K 114/116 (98%)

42 L 121/123 (98%)

43 M 112/114 (98%)

44 N 98/100 (98%)

45 O 86,/88 (98%)

46 P 80/82 (98%)

47 Q 78/80 (98%)

WO RLDWIDE
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
48 R 63/65 (97%) 52 (82%) 8 (13%) 3 (5%) 23
49 S 77/79 (98%) 64 (83%) 11 (14%) 2 (3%) 34
50 T 83/85 (98%) 75 (90%) 6 (7%) 2 (2%) 6] 36
51 U 63/65 (97%) 38 (60%) 21 (33%) 4 (6%) 18
52 03 130/223 (58%) 105 (81%) | 23 (18%) 2 (2%) 104 45
59 Z 390/392 (100%) | 337 (86%) | 49 (13%) 4 (1%) 151 53
All All 6366/6563 (97%) | 5298 (83%) | 882 (14%) | 186 (3%) 32

5 of 186 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
3 06 83 VAL
3 06 184 ASP
) 08 46 ASP
) 08 174 LYS
6 09 9 VAL

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 04 | 216/216 (100%) | 210 (97%) | 6 (3%) 43 65
2 05 164/164 (100%) | 161 (98%) | 3 (2%) 59 |77
3 | 06 | 165/165 (100%) | 163 (99%) | 2 (1%) | 71 |s4] |
4 07 148/148 (100%) | 146 (99%) | 2 (1%) 67 | 81
5 08 137/137 (100%) | 135 (98%) | 2 (2%) 65 | 80
6 09 | 114/114 (100%) | 114 (100%) 0 [100] [100]
7 10 100/100 (100%) | 100 (100%) 0 |
8 11 109/109 (100%) | 107 (98%) | 2 (2%) 59 |77
9 12 116/116 (100%) | 116 (100%) 0 100 | | 100
10 13 103/103 (100%) | 103 (100%) 0 100 | 1 100

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
11 | 14 | 102/102 (100%) | 100 (98%) | 2 (2%) | 55 73
12 | 15 | 109/109 (100%) | 108 (99%) | 1(1%) | |78 [s8
13 | 16 | 100/100 (100%) | 98 (98%) | 2 (2%) | 55 @73
4 | 17 86/86 (100%) | 86 (100%) 0 100] [100
15 | 18 99/99 (100%) | 97 (98%) | 2(2%) | 55 73
16 | 19 89/89 (100%) | 89 (100%) 0 100] [z00
17 | 20 84/84 (100%) | 82 (98%)

18 | 21 03/93 (100%) | 90 (97%)

19 | 22 80/80 (100%) | 78 (98%)

20 | 23 83/83 (100%) | 82 (99%)

21 | 24 78/78 (100%) | 78 (100%)

22 | 25 | 57/57 (100%) | 57 (100%) [100] [100]
23 | 26 67/67 (100%) | 67 (100%) [100] [ 100
24 | 27 | 55/55 (100%) | 55 (100%) 100 ] [100]
25 28 48/48 (100%) | 48 (100%) |
26 29 59/59 (100%) | 59 (100%) |
27 | 30 A47/47 (100%) | 46 (98%)

28 | 31 45/45 (100%) | 44 (98%)

29 32 38/38 (100%) | 38 (100%) |
30 | 33 51/51 (100%) | 51 (100%) [100] [ 100
31 | 34 | 34/34 (100%) | 34 (100%) [100] [100]
32 | B | 180/180 (100%) | 177 (98%) | 3 (2%) | 60 |78
33 | C | 170/170 (100%) | 168 (99%) | 2(1%) | 71 [84]
34 | D | 172/172 (100%) | 165 (96%) | 7 (4%) | 30 57
35 | B | 119/119 (100%) | 116 (98%) | 3 (2%) | 47 68
36 | F 87/87 (100%) | 87 (100%) 0 100] [100
37 | G| 1247124 (100%) | 122 (98%) | 2.(2%) | 62 |79
33 | H | 104/104 (100%) | 103 (99%) | 1 (1%) | |76 |86] |
39 I | 105/105 (100%) | 103 (98%) | 2 2%) | 57 |75
40 J 86/86 (100%) | 85(99%) | 1(1%) | 71 | 84|
a1 | K 89/89 (100%) | 86 (97%) | 3 (3%) | 37 61

Continued on next page...



Page 40

wwPDB EM Validation Summary Report

EMD-8618, 5UYN

Continued from previous page...

Mol | Chain Analysed Rotameric | Outliers | Percentiles
42 L 103/103 (100%) | 102 (99%) 1 (1%) 76 |86
43 M 92/92 (100%) 89 (97%) 3 (3%) 38 62
44 N 83/83 (100%) 82 (99%) 1 (1%) 71 |84/
45 O 76/76 (100%) 74 (97%) 2 (3%) 46 67
46 P 65/65 (100%) 64 (98%) 1 (2%) 65 | 80
47 Q 74/74 (100%) 72 (97%) 2 (3%) 44 66
48 R 56/56 (100%) 55 (98%) 1 (2%) b9 |77
49 S 70/70 (100%) 67 (96%) 3 (4%) 29 56
50 T 65/65 (100%) 62 (95%) 3 (5%) 27 4
51 U 55/55 (100%) 53 (96%) 2 (4%) 35 61
52 03 110/174 (63%) | 109 (99%) | 1 (1%) 78 88|
59 Z 324/325 (100%) | 313 (97%) | 11 (3%) 37 61
All All 5285/5350 (99%) | 5196 (98%) | 89 (2%) 62 78

5 of 89 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
41 K 124 LYS
49 S 42 ASN
43 M 7 ASN
46 P 45 GLU
51 U 20 ARG

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 121
such sidechains are listed below:

Mol | Chain | Res | Type
25 28 8 GLN
50 T 69 ASN
34 D 53 GLN
50 T 51 ASN
59 Z 124 GLN

5.3.3 RNA (D

Mol

Chain

Analysed

Backbone Outliers

Pucker Outliers

93

A

1538,/1539 (99%)

150 (9%)

7 (0%)

Continued on next page...
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Mol | Chain Analysed Backbone Outliers | Pucker Outliers
54 01 2902/2903 (99%) 348 (11%) 12 (0%)

55 02 119/120 (99%) 11 (9%) 1 (0%)

56 W 76/77 (98%) 8 (10%) 0

56 X 76/77 (98%) 14 (18%) 0

o7 \Y 16/17 (94%) 2 (12%) 0

58 Y 7476 (97%) 22 (29%) 0

All All 4801/4809 (99%) 555 (11%) 20 (0%)

5 of 555 RNA backbone outliers are listed below:

Mol | Chain | Res | Type
53 A 6 G
53 A 9 G
53 A 31 G
53 A 32 A
53 A 39 G

5 of 20 RNA pucker outliers are listed below:

Mol | Chain | Res | Type
54 01 1378 A
54 01 2391 G
55 02 88 C
54 01 2808 G
53 A 1347 G

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

1 non-standard protein/DNA /RNA residue is modelled in this entry.

In the following table, the Counts columns list the number of bonds (or angles) for which Mogul
statistics could be retrieved, the number of bonds (or angles) that are observed in the model and
the number of bonds (or angles) that are defined in the Chemical Component Dictionary. The
Link column lists molecule types, if any, to which the group is linked. 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| > 2 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 | Type | Chain | Res | Link | "' RMSZ | #(7] > 2| Counts | RMSZ | #]Z| > 2
58 | USU Y 34 58 19,2425 | 1.33 | 2 (10%) | 23,34,37 | 1.04 | 3 (13%)
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In the following table, the Chirals column lists the number of chiral outliers, the number of chiral
centers analysed, the number of these observed in the model and the number defined in the
Chemical Component Dictionary. Similar counts are reported in the Torsion and Rings columns.
’-> means no outliers of that kind were identified.

Mol | Type | Chain | Res | Link | Chirals | Torsions Rings
58 UsuU Y 34 58 - 2/9/28/29 | 0/2/2/2

All (2) bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
o8 Y 34 | USU | C6-N1 | 3.80 1.44 1.38
o8 Y 34 | USU | C4-Ch | 3.02 1.51 1.45

All (3) bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°®) | Ideal(?)
58 Y 34 | USU | C2-C1-N1 | 2.52 120.36 113.22
o8 Y 34 | U8U | 0O4-C4-C5 | -2.29 121.56 124.96
o8 Y 34 | U8U | C5-C6-N1 | 2.04 125.64 122.91

There are no chirality outliers.

All (2) torsion outliers are listed below:

Mol | Chain | Res | Type Atoms
58 Y 34 | U8U | N-C-Ch-C4
58 Y 34 | U8U | N-C-C5-C6

There are no ring outliers.

No monomer is involved in short contacts.

5.5 Carbohydrates (i)

There are no monosaccharides in this entry.

5.6 Ligand geometry (i)

1 ligand is modelled in this entry.

In the following table, the Counts columns list the number of bonds (or angles) for which Mogul
statistics could be retrieved, the number of bonds (or angles) that are observed in the model and
the number of bonds (or angles) that are defined in the Chemical Component Dictionary. The
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Link column lists molecule types, if any, to which the group is linked. 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| > 2 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 | Type | Chain | Res | Link | " RMSZ | #(7] > 2 | Counts | RMSZ | #|2] > 2
60 | GCP | 2z [ 401 | - [273434] 189 | 7(25%) | 34,5454 | 3.96 | 18 (52%)

In the following table, the Chirals column lists the number of chiral outliers, the number of chiral
centers analysed, the number of these observed in the model and the number defined in the
Chemical Component Dictionary. Similar counts are reported in the Torsion and Rings columns.
’-> means no outliers of that kind were identified.

Mol | Type | Chain | Res | Link | Chirals | Torsions Rings

60 | GCP / 401 - - 9/15/38/38 | 0/3/3/3
The worst 5 of 7 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
60 Z 401 | GCP | PB-O3A | -4.11 1.53 1.58
60 Z 401 | GCP Ch-C6 3.93 1.48 1.41
60 Z 401 | GCP | 04’-C1” | 3.79 1.46 1.41
60 Z 401 | GCP | C6-N1 | 3.48 1.39 1.33
60 Z 401 | GCP | C2-C1’ | 2.58 1.57 1.53

The worst 5 of 18 bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z | Observed(°) | Ideal(?)
60 Z 401 | GCP C1’-N9-C4 13.76 150.81 126.64
60 Z 401 | GCP ChH-C6-N1 -8.56 111.72 123.43
60 Z 401 | GCP | O1G-PG-C3B | -7.40 95.29 111.24
60 Z 401 | GCP C2-N1-C6 6.56 126.35 115.93
60 Z 401 | GCP | 04-C1-C2" | -5.67 98.65 106.93

There are no chirality outliers.

5 of 9 torsion outliers are listed below:

Mol | Chain | Res | Type Atoms
60 Z 401 | GCP | PB-C3B-PG-0O1G
60 Z 401 | GCP | PB-C3B-PG-02G
60 Z 401 | GCP | PG-C3B-PB-O1B
60 Z 401 | GCP | C5-05-PA-O3A

Continued on next page...

WO RLDWIDE

PROTEIN DAT

A BANK




Page 44 wwPDB EM Validation Summary Report EMD-8618, 5UYN

Continued from previous page...
Mol | Chain | Res | Type Atoms
60 y/ 401 | GCP | 04’-C4-C5-05’

There are no ring outliers.

1 monomer is involved in 1 short contact:

Mol | Chain | Res | Type | Clashes | Symm-Clashes
60 / 401 | GCP 1 0

The following is a two-dimensional graphical depiction of Mogul quality analysis of bond lengths,
bond angles, torsion angles, and ring geometry for all instances of the Ligand of Interest. In
addition, ligands with molecular weight > 250 and outliers as shown on the validation Tables will
also be included. For torsion angles, if less then 5% of the Mogul distribution of torsion angles is
within 10 degrees of the torsion angle in question, then that torsion angle is considered an outlier.
Any bond that is central to one or more torsion angles identified as an outlier by Mogul will be
highlighted in the graph. For rings, the root-mean-square deviation (RMSD) between the ring
in question and similar rings identified by Mogul is calculated over all ring torsion angles. If the
average RMSD is greater than 60 degrees and the minimal RMSD between the ring in question and
any Mogul-identified rings is also greater than 60 degrees, then that ring is considered an outlier.
The outliers are highlighted in purple. The color gray indicates Mogul did not find sufficient
equivalents in the CSD to analyse the geometry.
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5.7 Other polymers (i)

There are no such residues in this entry.
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5.8 Polymer linkage issues (i)

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

This section contains visualisations of the EMDB entry EMD-8618. 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)

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 surface views (i)

This section was not generated.

6.5 Mask visualisation (i)

This section was not generated. No masks/segmentation were deposited.
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7 Map analysis (i)
This section contains the results of statistical analysis of the map.

7.1 Map-value distribution (i)

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.
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8 Fourier-Shell correlation (i)

This section was not generated. No FSC curve or half-maps provided.
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9 Map-model fit (i)

This section was not generated.
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