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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
MolProbity : 4.02b-467
Percentile statistics :  20191225.v01 (using entries in the PDB archive December 25th 2019)
MapQ : 1.9.9
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 3.20 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 I - 2
Ramachandran outliers IS D 1.0%
Sidechain outliers I | I | 4%
RNA backbone NN 0.67

Worse

0 Percentile relative to all structures

[ Percentile relative to all EM structures

Better

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%
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 1539 . 59% 36% 5%
2 01 2903 62% 34% 5%
3 02 119 55% 38% 8%
4 Y 72 - 40% 25% 35%
5 W 77 - 75% 22%
9%
5 X 77 r— 52% 32% 16%
51%

T — —

6 03 234 75% 19% 6%

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

Mol | Chain | Length Quality of chain
7 04 273 67% 32% :
s | o5 | o200 |° S o
9 06 201 65% 34%
0 | o7 | 1m0 | ™= = -
1| oos | oamr | ™ . -
55%
12 09 149 72% 27% .
25%
13 10 165 48% 29% .- 21%
7%
14 11 142 52% 47% .
15 12 142 70% 30% .
16 13 123 54% 41% P
17 14 144 i 65% 34% :
18 15 136 i 68% 30% B
19 16 127 A 58% 35% %
20 17 117 i 62% 36% -
21 18 115 - 66% 33% .
22 19 118 i 59% 39% -
23 | 20 | 103 |° ™ e
24 21 110 n 68% 32%
25 22 100 n 56% 36% 7%
26 23 104 = 62% 37% N
27 24 94 i 69% 30% .
28 25 85 A 49% 35% e
29 26 78 62% 36% -
30 | 27 63 | = ™= 0% -
31 | 28 59 | ™ = = -

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

Mol | Chain | Length Quality of chain
32 29 70 = 54% 40% 6%
33 | 30 57 | = = = -
34 | 31 5 | zx e
35 | 32 6 | " SE e
36 33 65 74% 22% o
37 34 38 55% 42% o
38 \% 14 79% 21%

9%

39 y/ 365 68% 30% e
40 B 241 i 54% 34% 10%
41 C 233 64% 25% 12%
42 D 206 58% 41% .
43 E 167 60% 32% e%
44 F 131 i 40% 33% 24%
15| G 156 | ™ = -
46 H 130 71% 28% .
47 I 130 i 50% 45% -
48 J 103 - 45% 49% 5%
49 K 129 i 57% 30% 10%
50 L 124 - 64% 32% o
51 M 118 - 53% 43% o
52 N 101 i 47% 46% 6%
53 O 89 71% 26% o
54 P 82 - 50% 48% B
55 Q 84 A 52% 40% 5%
5 | R | = ™ = =

Continued

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

Mol | Chain | Length Quality of chain
57 S 92 48% 37% 14%
58 T 87 66% 32% B
59 U 71 49% 38% 8%
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2 Entry composition (i)

There are 61 unique types of molecules in this entry. The entry contains 152819 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 16S ribosomal RNA.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
1 A 1539 33012 14725 6052 10697 1538 0 0
e Molecule 2 is a RNA chain called 23S ribosomal RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
2 o 29031 62318 27801 11467 20148 2902 0 0
There is a discrepancy between the modelled and reference sequences:
Chain | Residue | Modelled | Actual | Comment | Reference
01 1847 G A conflict GB 2073407
e Molecule 3 is a RNA chain called 5S ribosomal RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
3 02 119 2546 1135 466 827 118 0 0
e Molecule 4 is a protein called Alternative ribosome-rescue factor A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 Y 47 377 233 78 65 1 0 0
e Molecule 5 is a RNA chain called fMet-tRNA (P- and E-site).
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
o X v 1622 723 289 534 76 0 0
Total C N O P
o W v 1640 732 297 535 76 0 0
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e Molecule 6 is a protein called 50S ribosomal protein L1.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
0 03 220 1353 804 270 277 2 0 0
e Molecule 7 is a protein called 50S ribosomal protein L2.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 04 2171 2082 1288 423 364 7 0 0
e Molecule 8 is a protein called 50S ribosomal protein L3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 05 209 1565 979 288 294 4 0 0
e Molecule 9 is a protein called 50S ribosomal protein L4.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
) 06 201 1552 974 283 290 5 0 0
e Molecule 10 is a protein called 50S ribosomal protein L5.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
10 07 1 1410 899 249 256 6 0 0
e Molecule 11 is a protein called 50S ribosomal protein L6.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 08 176 1323 832 243 246 2 0 0
e Molecule 12 is a protein called 50S ribosomal protein L9.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
12 09 149 1111 699 197 214 1 0 0

e Molecule 13 is a protein called 50S ribosomal protein L10.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 10 131 988 625 175 183 5 0 0
e Molecule 14 is a protein called 50S ribosomal protein L11.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
14 1 141 1032 651 179 196 6 0 0
e Molecule 15 is a protein called 50S ribosomal protein L13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
15 12 142 1129 714 212 199 4 0 0
e Molecule 16 is a protein called 50S ribosomal protein L14.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 13 122 938 587 180 165 6 0 0
e Molecule 17 is a protein called 50S ribosomal protein L15.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
17 14 143 1045 649 206 189 1 0 0
e Molecule 18 is a protein called 50S ribosomal protein L16.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 15 136 1074 686 205 177 6 0 0
e Molecule 19 is a protein called 50S ribosomal protein L17.
Mol | Chain | Residues Atoms AltConf | Trace
19 16 120 Total C N O S 0 0

960 593 196 166 5

e Molecule 20 is a protein called 50S ribosomal protein L18.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
20 17 16 892 552 178 162 0 0
e Molecule 21 is a protein called 50S ribosomal protein L19.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2L 18 114 017 574 179 163 1 0 0
e Molecule 22 is a protein called 50S ribosomal protein L20.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
22| 117 047 604 192 151 0
e Molecule 23 is a protein called 50S ribosomal protein L21.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
23 | 2 103 816 516 153 145 2 0 0
e Molecule 24 is a protein called 50S ribosomal protein L22.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
24 21 10 857 532 166 156 3 0 0
e Molecule 25 is a protein called 50S ribosomal protein L23.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 22 93 738 466 139 131 2 0 0
e Molecule 26 is a protein called 50S ribosomal protein [L24.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
261 23 102 779 492 146 141 0

e Molecule 27 is a protein called 50S ribosomal protein L25.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
20 A 4 753 479 137 134 3 0 0
e Molecule 28 is a protein called 50S ribosomal protein L27.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
28 25 E 575 356 116 102 1 0 0
e Molecule 29 is a protein called 50S ribosomal protein L28.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
29 1 26 m 625 388 120 106 2 0 0
e Molecule 30 is a protein called 50S ribosomal protein L29.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
30 27 63 509 313 99 95 2 0 0
e Molecule 31 is a protein called 50S ribosomal protein L30.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
31 28 58 449 281 &7 79 2 0 0
e Molecule 32 is a protein called 50S ribosomal protein L31.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
32 29 66 522 323 99 94 6 0 0
e Molecule 33 is a protein called 50S ribosomal protein L32.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
33 30 56 444 269 94 &80 1 0 0

e Molecule 34 is a protein called 50S ribosomal protein L33.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
34 31 50 409 263 75 71 0 0
e Molecule 35 is a protein called 50S ribosomal protein L34.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
35 32 46 377 228 90 57 2 0 0
e Molecule 36 is a protein called 50S ribosomal protein L35.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
361 33 64 504 323 105 T4 2 0 0
e Molecule 37 is a protein called 50S ribosomal protein L36.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
37 | 34 38 302 185 65 48 4 0 0
e Molecule 38 is a RNA chain called truncated mRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
B’V 14 306 138 64 91 13 0 0

e Molecule 39 is a protein called Peptide chain release factor RF2.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3|z 361 2844 1748 503 583 10 0 0
e Molecule 40 is a protein called 30S ribosomal protein S2.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
40 B 218 1704 1081 305 311 7 0 0

e Molecule 41 is a protein called 30S ribosomal protein S3.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
41 C 206 1624 1028 305 288 3 0 0
e Molecule 42 is a protein called 30S ribosomal protein S4.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
42 D 205 1643 1026 315 298 4 0 0
e Molecule 43 is a protein called 30S ribosomal protein S5.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
48 E 157 1156 719 218 213 6 0 0
e Molecule 44 is a protein called 30S ribosomal protein S6.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 F 100 817 515 148 148 6 0 0
e Molecule 45 is a protein called 30S ribosomal protein S7.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
15 G 151 1181 735 227 215 4 0 0
e Molecule 46 is a protein called 30S ribosomal protein S8.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
46 H 129 979 616 173 184 6 0 0
e Molecule 47 is a protein called 30S ribosomal protein S9.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
AT I 127 1022 634 206 179 3 0 0

e Molecule 48 is a protein called 30S ribosomal protein S10.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 J %8 786 493 150 142 1 0 0
e Molecule 49 is a protein called 30S ribosomal protein S11.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
49 K 16 869 535 173 158 3 0 0
e Molecule 50 is a protein called 30S ribosomal protein S12.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
50 | L 123 055 500 196 165 4 0 0
e Molecule 51 is a protein called 30S ribosomal protein S13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o1 M 114 883 546 178 156 3 0 0
e Molecule 52 is a protein called 30S ribosomal protein S14.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
52 N 100 805 499 164 139 3 0 0
e Molecule 53 is a protein called 30S ribosomal protein S15.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
53 0 83 714 439 144 130 1 0 0
e Molecule 54 is a protein called 30S ribosomal protein S16.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o4 P 82 649 406 128 114 1 0 0

e Molecule 55 is a protein called 30S ribosomal protein S17.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
95 Q 80 648 411 121 113 3 0 0
e Molecule 56 is a protein called 30S ribosomal protein S18.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o0 N 65 535 339 100 95 1 0 0
e Molecule 57 is a protein called 30S ribosomal protein S19.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
5718 7 637 408 120 107 2 0 0
e Molecule 58 is a protein called 30S ribosomal protein S20.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 | T 85 665 411 137 114 3 0 0
e Molecule 59 is a protein called 30S ribosomal protein S21.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
59 U 65 544 335 117 91 1 0 0

e Molecule 60 is MAGNESIUM ION (three-letter code: MG) (formula: Mg).

Mol | Chain | Residues Atoms AltConf

Total Mg

60 A 118 18 118 0
Total Mg

60 01 221 991 991 0
Total Mg

60 02 6 6 6 0
Total Mg

60 X 5 5 5 0

60 17 1 Total Mg 0

1 1
60 19 1 Toltal l\gg 0

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

Mol | Chain | Residues Atoms AltConf

60 | 30 | Total - Mg 0
11

60 | 31 | Total - Mg 0
11

60 | 34 | Total -~ Mg 0
11

60 v 1 Total Mg 0
11
Total Mg

60 | W 3 A 0

60 I 1 Toltal hgg 0

e Molecule 61 is ZINC ION (three-letter code: ZN) (formula: Zn).

Mol | Chain | Residues Atoms AltConf
61 34 1 Tolta“l Zln 0
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green = 0, yellow = 1, orange = 2
5%
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59%

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: 16S ribosomal RNA

and red = 3 or more.

Page 16
Chain A:

[4:0)

~
By
o

3

(=)
S8
o

0
]
I01

€ev

o
0
<

0en

[}
N
=}

-
N
Io*

6TV
81D
10

70

© ©

0

[44

(438 4
T61D

68TV

181D

S81N
781D

[4sa 4
LLTD
vLIV

€L10
TLIY

0L1n

91D
€910
29TV
191V
09TV

TSIV

8¥1D
LY1D

44T

3

LETN
2ETD
TETY
0ETY
62TV
821D

€cIn
(44 5]

€TTD
[43%]

801D

€070

86V
169

960

680
88N

0820

*

9.2

i2x4 |

1920
9929

920

T92n

182D
962N

€52V

192D

L2
ovey
sven
vven
evey

6€TN
8ETY

9€TY
SETO

CETH
Teen

i

L7120
91en

€120
[454]

0 6020

802N
02D
902D
S0cy
702D

2029

002D

L6TV
96TV
S6TV

i

78D

T 0svn
0 6.%0

89%Y
L9%0
99%V

SS¥D

[4cia )
TSPV

T

(44740
15441

6E7N

8¢¥D
Levn

1470

i

TN
0ZvN

81%0

(4544
19541
0T%d

90¥%D
107708

€0%0

LBEY
96€0

i

£6EY

88€D

€8V

i
i

9.€D

298N
7980
098y

199D
999D
SS8S0

055D

8%SD

9%SV

€¥sn
[47%P]

L

L9
9€39D

vesn
€ESY
CESY

0€SD
625D

L2sd

€2SY

129D
0Zsv
6190
871390
L1899
978N

€790

1180

605V
80Sn

20oSsv

S67Y

0 €67V
|

06%0

C2OLY
1040

3

98901

6190
8,90

9L9V
SLoV
%99
€L9Y

£99Y

€16V
2160

606V
806V

906V

206D

i

3

TE8Y

3

0zsn
618V
818D

GEOTY

€€0TD

0€0TN

820TD

9201

GT0TD

v00TV

766V

2660
T660

886D
186D
9860

RLDWIDE

%860
€86V
2860

LL6Y

SL6evy

696V

+

096N

TS66D
osen

L¥6D
ovev

0%62
6E6D

geevy
€60

(4]
T€6D

9T6D

Tzcen

816V
116D

0O
PROTEIN DATA BANK

erpBe

W


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

EMD-8521, 5U9F

wwPDB EM Validation Summary Report

Page 17

TSTTV

LYT1D
VIV
SYITY
Yy11D
EVITD

6ETTD

meﬂo
9zTINn
SerIn
i£qa%)]
€210
12110
0ZT10
61110
81110
L ﬁmﬁ v
¢~m.ﬁ 0
meau
SOTTY
%0110
€0TTD
TOTTY
00TTD
660TD
86010
L6010
96070
vmmﬂu
¢80TV
HwMa<
TLOTD
onmeb
%9010
€901D
Nwmﬂa
8S0TD
LS0TD
95070
%S010

6%0TN

08TV
6%CT0
8¥CTV

(4445

+

12ed
02ZTH
61CTY
81210

91TV

11210
01ZTD

T0ZTY

LBTTY

+

T6TTV
06TTH

8811V

78110

28T11D

6L1TY

¥LT1D
€LTTN

TLTTY
0LTTY

891N

€9TTV
29110

65710

9GTTD

SOETD

COETD

66CTV

96210
S62IN

88CTY

98210
S8CTV

€82T0
28210
18210

6.2TD

L1210

.21V
vLTTV
€LTTD

65210

|

vse1v
€G2TH
[4:(4a
13144 4

SEVID

EEVIV
CEVID

0EVTV
6CHTV

(4445
STPTD
vivin
53544
[454%)
(5743 4
€071
2o%10
T071D

86ETV
LBETD

Y6ETY

C6ETD
T6ETN
06€TN
68E€TD

08eTN
6LETD

L

23S ribosomal RNA

TLETD

69€TD
89€TV
L9ETD

€9€TV
COETY

LSETY
9GETD
SGETD

TseTn
0SETY
6VETY
8veTN
LYETD
ovETY
sveTn
¥veTd

LEETD

CEETY

L

0€STD
62S91D
8231
2S10

€TSTD
s
T2S10

8ISTV
LISTD
9TSTD

34%

4515
ETSTY

TISTD

LOSTYV

S0STD

€0STV
COSTY

6671V

L6VTD
96%1D
S671N

€671V
(45444

06%1TN
68%1D
88%1D
L8%1D
98%1D

8.¥10
LLy10

0LyTn
69710
89VTV

[4:12%]
0 15710

8¥¥10

e Molecule 2

Eizdal

1544231

LEVTY
9€VTIN

5%

62%

Chain 01

8.0

(444
Teey

L12Y

¥12d

8020
L0V

S029
vocy
€oey
96TV

€610
2610

S81D
#8710

181V

LLTD
9LTV

€9TD

19TV

TS1D
0810
67TV

L¥10
A

IV

1710
0%10

CETD
TETV

821D
12TV

SCTY

(445
1219

9110
ST10

€620
zecn
162D

182D
08zn
6.2y
8.ey
112D
992D
%920
SGev

15:(4)

8%¢H

i4741
even
(4749

2eTd
Teey

6220

Leey
9eeTy
S¢T0

SL%0
¥.LvD
€L¥D

89%D
L9%D
99%V

S6%0

9e¥D
SeYD
vevn
€EYD

¥evd
44
(444

0Z¥d
61¥0

STPV
45

(4544
119D

907D

3

44

00¥%D
660

L6€eN
96€D
S6en

L}

€LEN

TLEV

SLSV

€450

950
998N

€95V
29sn

655D
858N

969D
¥ssn

8%9D

i

9€SD
SESD

€€5D

€30

6239y
8TSY
12so

3

08%Y

S99V
€590
799D
ovon
S%90
vvov

0%90
6€9N

LEQY
€90
£e9y
929Y
S2T9D
L1799
919V
sToNn

199
7190

€09V

T09D

969D
v6esn

884N
1850
988V

28sY
789D
08sn

9,50

N < v N
I (0o o Il o
[ S S S
<=sco <

9L.LD

TLLD
0LLD

89.D

99.0
S9.0
voLY

85.0
LS.LD

8¥.LD
LvLn
ov.Ln
S¥.LD

EVLY
cyLY

6ELY
8ELD

0eLY
62LD
8¢LD
LTLY
9TLD

LY
0z.Ln

8TLY

€TLD
CTLD

v0LD
€040

269D
1690

889N

2899

0890
6.90

S$880

6.8D

L.L8Y
9,80

.89
€180
cL8n
T.80
080

998D
%980

85680
1,589

68D

Lesn
9zsn

3

818D
L18D

%180
€180

L

808D
080

S089

208y

€6.LY

S00TD

886V

€86V

8%60

RLDWIDE

PROTEIN DATA BANK

9%6D

evev
Z%6D

0¥6D

LEGD

ceen

TT6D

ozey
6160

L16Y

ST60

0oT6v

906N

668Y
8680
1680

0 968Y
5680
680

168D

¢

5



EMD-8521, 5U9F

wwPDB EM Validation Summary Report

Page 18

|

€L0TY
C¢L0TD

6901V
89019
1901V
0 99070

179010
090TN

850TN
LS0TY
9G0TD
SG0TD

13

901D
0%0TV
6E0TY
8E0TH

9€0TD
SEOTN

€E0TN

T€0TD

620TY
8C0TY
20TV
920TD

61070

€T0T0

06TTD

18119
98T1D

€8T10
Z8T1D
18110

6LTTD

9,710
SLITV

€LT1N0

TLT1D
0LTTD

LSTTD

TSTTV
0STTID
6%T1D

[474944
TP
0%TTD
B6ETTD
8ETTH

SETTD
YETTV
EETTV
CETTN

€170
(4335

L

80TTN
L0TTD

SOTTN
v0T1D
€0TTV

9601V
S60TY

€60TD
260710

6801V
8801V
L8019
980TV

vven
TPETD

9EETY
SEETD

CEETD

0ZETD
B6TETD
8T€TN
hﬂm._”c

90€TD

my

00€TD
|
68210
[sser |
L8TTV
|
6.CTD
|
SLTTV
|
cLey
T.21D
L oLr
69TV
89CTV
|
6S9CTD
852N
s
9521
|
€5CTV
(414 %)
ke
0821
|
EVCID
|
9€TTD
|
reen
0€TTV
|
§2TTH

€1CTV

0721

voTTV
€0210

mwmﬂb
6EVTY
8EVTIN
LEVTID

SEVTD
YEVIV
EEVTY
Nmmﬁo

(14749

LTHTV

Etaa%)
14445

1445

8T¥1D
LIV

1574901
60710
90%1TNn
S0vTN
v0%1D
86ETD
v6eTN

L8ETY
98€TD

€8ETY

F

8LETY

ELETY

89€TH
LOETY

S9ETV

TOETD
09€TD

8SETD
hmmﬁo
€SETV
¢SseTn

09STD

GSSTD

TSSTV
0SSTD
6%STV
8¥STV

9%S1D
SPSTY

62STD
8CTSTV

T2ST1D

9TSTD

L

0TSTD
60STV
8081V
hcmﬂu
hmmﬁb
owmﬁ<
[4si4%)
8710
owmﬁo
9.¥1n
mhmﬁc
897N

T9V1D

6S71D
wmmﬂb
[4si4%)
TS%10
0S¥T1D

8¥¥1D
LYPID

14445

L8919
98910
S89TD

791D

6991V
8991V
L9919
99919
G991V
Y991V

89910
18910

€991D

TS91D
0591V
6%91D
8¥91n
L¥910
9%91D
S¥91D

(44295
Y91V
0v9TVY
6E9TD

LEITY

9191V

8091V

90910

€091V
2091Nn
T091D

7631
€69TY
TBSTD

915N
S.S1D

CTLSTY
TLSTV
0LSTY
69STV

99STV
G9STD
79510

€081V
2081V

00810
L6LTD
96,10
S6.LTO
V6LTY

T6.LTY
06110

€8LTV

9LLTD
SL.T0

ELLTY
¥9.10
09410

6SLTY
85.T0

9GLTD
SSLTY

€8.1D

SYLIV
YvLIY

0%LTD
6ELTY
8ELTD
LELTD
9€LTN

TELTD
0ELTD
62.L10
8CLTD
LTLTD
9CLTD

9TL10
STL1D

0TL1D
60.T0

TOLTV
00LTY
66910

L69TD

8C6TY

%2610
€261

0Z6TD

606TD

906TD

TO6TY
0061V

681D
068TY

S88TV

S.81D
¥.81D

04810
69819

898TY
L9819
968TN

8781V
L781D
981D

6E8TD
8E8TD

628TV
828TH
Lg8tn
9281H
281N
¥281d

8181N
91810
T181D

0T8TV

L08TD

0€0TY
6202D

920Tn
§2020
¥2ozd

020y
6102V

SToTy

2102
Tr0C2Nn

9002D
S00CTV
%002

L661D
96610

086TD
6.L6TN
8L6TV

7,610

CLBTD
1670

811en

90T2Nn

sotTZn
¥012D

F

7602V

060CV

880CV
18029
98020

S.020
v.,020

T.L0TY

69029

1902
99020
902D

2902V

0902V
6502V

Y502y

05020

8%02H

€%02D

0%02D
6€£020

F

SE0TH
ve0zn

2€0TH
Teocy

T2eed

€1een
(4544 4

(44 4

£0cen

3

16720

s61Cn
76120

ceten
T612V
0672
6812n

v8TCY
€812V

+

eLIey
cLIen

oLtey
9972n
§912D
v9120
9812

8¥12D

S¥12D

o 2

15454
0¥12d

3

9€TTD

veTey
€ETTD

i

TeTen
8C1Td
vc1ed
€2TTD
(44541

0cTed
61TCY

zreen

60€TY

F

70€TD

66c2n
8622V

3

98TTH

)

28TTH
1822V

TL2TH
0,22V

6ccen

§sceey

2eeed

06€2N
68€TH
wwﬂw<
S8€TO
v8ecn

8GETY

9§€TNn
SGETH

€G€TH
[4cita 4
19€TH
0S€2D

8veen
Ly€TD
oveey
SYETH

F

EEETY

TEETH
0EETH
6zceen
8CETY

92ETO
STETH

€2ETD
ceeey
rzeen

61€TH
8T€TH
LTETY

STETH
vrecy
€T€TO

S0S82D

20S2d

86%2D

¥6v2Cd
eeven
zeven
Teven

88%CH
L8¥2D
98%20
S8%2H

6.%2n
8L%CV

SLy2D

6972V
89¥CV
L9%2D
99%20

29%2d

85¥2H
LS¥2n
95%20
SS6%2H

TSvey
0S8%CV
6vven
Ridz4

wven
(45441
(55744
62%CH
8T¥ed
€zcven
90%2V
S0%2H
voven

€0%2D
coven

v6€2d
€6€2N

T6€TH

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-8521, 5U9F

wwPDB EM Validation Summary Report

Page 19

78320

[425143)

0852n

v.52D

L3

T.S20
0.52D

L9529

L

z9sen

89920
PAci(43)

99920

€552

8¥szn

¥¥scd
mﬁmwo
8€9CD
hmmmb
TESTY
0esey
mmﬂwu
wﬁMN<
h2c149)
visen
€152y
Nﬁmgv
8052
L0S2D
90s2n

veLey
€ELTY
TELTD
T€LTD

tka |
vclLen
€TLTD

ozclen

3

ST1.20

erL2n
[4%ke)

66920

8692N
16929

€892D

0892n
6.L92Y

cL9en
TL92D

99920
9992V
7992
€992

9592n

L

L¥92n

L

2¥92d
T¥92D

8€92H
Le9zn
9€92D

62920

0292d
61920
81929
41920

€192n

6¥82n
8¥82D

2¥82d
9820

LESTY
9€82N
SE8TY
€82
£€82N

1€82H
0€82D

928eY
§28¢H

2T8TH
T28ev
0z8ey

I

,082n

108D

66,2V

96.20
96,20

T6.2D

S9.LTV
voLey

ToLTV
09420
65.2D

9§.2n
§G.20

2S.2D
152D

8v.L2V
L¥.LTD
ov.len
S¥.20
vv.LCD
€vlen
[42k43)
152X4

10620

6682V
86820

¥682H
€682V

2882V

5S ribosomal RNA

08820
6,82V

€82V
TL8eY

8982V

L

e Molecule 3

79820
0982V

8%

38%

55%

Chain 02

8LV

9.LD

cLd

69D

62V

zen
114

210
LD
99
SN

(4]

*

911D

60TV

101D
901D

vOTY
01N
201D

ibosome-rescue factor A

wver

Alternati

e Molecule 4

35%

25%

40%

Chain Y

0€d

8cy
LTd
92d

fMet-tRNA (P- and E-site)

T

e Molecule 5

19%

16%

32%

52%

Chain X

> e

o
=
(&

>

<&

1o} 0 N N~ 0o
0 ) © © ©
=3 < (5] O O

L

oo
IS
Do <<

L a2 4
IIlllw 5888 IIIIIIIIII..
NN ®
BHOOS

>
fMet-tRNA (P- and E

ite)

-S1

e Molecule 5

22%

75%

Chain W

9LY

0 ozn

€10

508 ribosomal protein L1

e Molecule 6

51%

6%

19%

75%

Chain 03

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-8521, 5U9F

wwPDB EM Validation Summary Report

Page 20

89D

S9T

COOPOPOOSO & o o
Sy
2

L¥N

6EA

< oo

PO COPPPPP 90 V0P PPPPP P99V PPPPP0 9909999999999 9999%99%99%9%99%9%99%99

3]
™
—
(&}

821D

0 102d
‘Bl

0 8613

16T
|

v6TA

ke -

7071

98T 1
9811 a6k
78T |

081

LLA

soeoee
u

I momy g
A=

SLV

Lot ol

~
K
<
32%
|

- 994

T9X

630
89)
mmm

7914 CSH

>

434 4

67%
o
2

8VIN

€e1
(445
ceeh 0zN

LT2L

50S ribosomal protein L2

jias |

6021
80TA

vocy

Chain 04

COOPPPPPPPPPPPPPPOOGO 90000 o

oo oo
e Molecule 7

8TCL

9124

€124
(454

902x

€0CA
202y

€614

T6TT

88TY
1810

SLT7T
v.L1d
€LTT
7o1A

T9TA
097X

9GTS

€971

< © =) - oM o o < 0 © N~ o < [} - @
o o 2] N [Nl AR RN Y N & 8 S
= [ == = oo O X = AE o £ = ~ ~

508 ribosomal protein L3

e Molecule 8

33%

67%

Chain 05

A%

OTTL

80Ta

L.4

8EY

0 T

ST

802x

S02d
70TH

20cI
1021

761d
€6TA

1811
9811
G8IN

1810

6.LT4
8LTA

S9TH

€91D

TOTH

SSTA

3

TSTL

6VIN
8yTh

SPIS
1445
E¥Td
(429N
1

6ETS

€ETL

445"

e Molecule 9

(4498

8114

508 ribosomal protein 1.4

34%

65%

Chain 06

884

S84
8L
78D
TLD
194
LS4
ZSA
Lvd
4]
SYV
iz
€EA
CTEA
TEA

6CH

L

1674

S6TH

€6TA

T6TQ
06TY
68TL
88TH
L8TA
98TA
08171
SLTI
TLIV
99TH
E€9TN

LSTT
9STIN

6¥TI
8¥TI

Sv1a

6ETN

SETV

€ETT

TETL
0EeTH
621d

218

€T

TCTA

111

0TTS
60771

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-8521, 5U9F

42%

wwPDB EM Validation Summary Report

56%

e Molecule 10: 508 ribosomal protein L5

Page 21
Chain 07:

067
681

L84

S$8D
781

Z8A

9ETI

LTTX

1214
0zTs

A%
€114
2¢11a
TT1Y
OTTI

80Td
LOTA

€0TI
CoTT
1014

864
64

[T}
o)
IIE:II

34%

64%

e Molecule 11: 508 ribosomal protein L6

Chain 08:

20TI

S6Y

€64

06D
68A
881

981
S84

84
8LA
SLA
2008
€LS
TL1
0L1
69Y
754

TS84

671
8%l
LYN

SvY
YYH

{47\

€eL
2e1

Tl

o

YLIA
€LTV
oL

L9TA
9974

€9TX
2914

9GTA

SGTd

¥S14

ST

EVIA

o%TI
6ETA

LETH

CETT
TETA

9CTL
S¢1d

€e1d

9111

CTIA

8074

9071

e Molecule 12: 508 ribosomal protein L9

%011

0
N
=

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

27%

72%

55%

Chain 09:

oIy
6€TA

9ETS
SETH

€eTd

< © 0
— — N
— — —
=] < =

86d

~
R
4

o
Qo
=

COPPPPPPPPPPPPPPP VPP PPPPPPP 9909909999999 990990990999%0 &> 299990

21%

29%

OO OOOO 0O OO

a2 2 2 4

48%

25%

@ O 0000 oo

¢

e Molecule 13: 508 ribosomal protein L10

-
Chain 10:

6211

¥cra

[se}
N
—
s

N
—
%!

0TtV

L1111

~
)
i

68d
88H

784
€8Y

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



EMD-8521, 5U9F

wwPDB EM Validation Summary Report

Page 22

e Molecule 14: 508 ribosomal protein L11

17%

47%

52%

Chain 11:

LETT

SETW

€ETYH

TETL

62T

20Td

00TI

i

86D
LBA

sea

i

e Molecule 15: 508 ribosomal protein L13

el 163

(=)
)
wn

- 68S

~
-
<

i
L 2 4
-0

CIA 6.1

—
-
(=4

(3 LLA

YLd
€.d

LY

69A
894

OO 00 oo

994
S98
2L

30%

70%

Chain 12:

4258
€T1d

€0TI
[4o)xcs

00TA
664
864

S64

€61

164

684
88L

781

289

08H

8LL

TN

0LL

893

63V
8GN

8¥A

SPL

[ [=] o
Y Sy
== <<

e Molecule 16: 508 ribosomal protein L.14

41%

3

54%

Chain 13:

T.4

L9%
99

E€9A

I

© o o [ o o
IS‘:IQ 8'2 2I§

92D

o
[ RS
H X >

120

6TA

9TV

1S
€IN
z1a

o
0 —

+

e Molecule 17: 508 ribosomal protein L15

- N < w0 ©
=H Mo e

TTIA
1e1d

8111

9171
STTI
4228

cT1d
TTIH

L0711
90Td

YOTL
€0TA
20Td

864

€60

68N

34%

65%

Chain 14:

™
|

€0TI
201D

LYY

€%D

6%

9€Y

0oel
623

611

€14

o=
=

7N

i

e Molecule 18: 50S ribosomal protein L16

(47458
SETI
TETV
8CTL
LZTA
9zTd
0zTA

435
ETTY

1111
0TTA
607X

SOTI
010

30%

68%

Chain 15:

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-8521, 5U9F

wwPDB EM Validation Summary Report

Page 23

1

e Molecule 19: 508 ribosomal protein L17

EETA

0€Td

S¢1d

80TA

vo1a

TOTA

S6T

w6V
€6A

——
. 6%

u

35%

58%

Chain 16:

oo
a
=]

964
064
184
€81
084
6.1

8.3
LLY

|
X
(o)
m
0
—
—
]
o=
Q
+—
MW o
o
o)) &
[t}
—
g
o
17}
o
e
o=
—
L1170 N
9TTA (@)
] L0
€111 S
[4373
ow SV
OTTH < .
60Td = <
| g —
90Ta
| S B
£0TY M <
[] )
0070 ® O

20Td
00TH
664

860
164

(47
0%I

LEY

SE€I
YEH
ey
ced
TeL
0gyd
6CH

ScH
Tl

STH

o
3
Iml

81
L4

i2:
X

STTT

OTTV

807Q
LOTV
9071

010

e Molecule 21: 508 ribosomal protein 1.19

c6d
T6A

88y
e [ |

€81

z8S

9LH

CTLA

33%

£vd

Yy

8€Y
LEX

66%
<>

©

lg

ged
|
823
| oLen
[Yect
sz
[ oweL
£2a
|
mE
9TA 01
- -mm mmE
1%e) Al 5073
= | |
AL zoTH
= eI ]
o=
< N 864
< ol ek
@) 961

e Molecule 22: 508 ribosomal protein .20

39%

59%

Chain 19:

SLA

€LI
cLd

694
89V
L9V

SON
91
€94

191

691

984

[4st:!
180

674

Lvd
i
i
4729

{42

(0728

8EA

9¢eb

vev
E€EA

0EA

8¢S

1498
€CA

LT
911

€TH
(45!

28

[4:4

L

e Molecule 23: 508 ribosomal protein L21

60TA

S0T4

24%

75%

Chain 20:

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-8521, 5U9F

wwPDB EM Validation Summary Report

Page 24

+n

20Ts
TOTI

861
064
S8)

8y
084

9L)

TLA

32%

68%

e Molecule 24: 508 ribosomal protein 122
.

Chain 21:

60Td

90TA
SOTA

€0TI

1018

890

7%

37%

36%

62%

56%

e Molecule 25: 508 ribosomal protein .23
-

e Molecule 26: 508 ribosomal protein 1.24

Chain 22:
Chain 23: -

963

Tex

T84

30%

69%

NENO ool o0 ENO o
< n w w0 © ©0 N~ ~ N~
= = o 53 =] =] H = A

e Molecule 27: 508 ribosomal protein 125

Chain 24:

€64

164

981

o —
o ©
o oA

©
~
o

e Molecule 28: 508 ribosomal protein L27

12%

35%

49%

Chain 25:

T

994

8€D

veA
€eI

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Page 25 wwPDB EM Validation Summary Report

EMD-8521, 5U9F

e Molecule 29: 508 ribosomal protein 128

Chain 26: 62% 36% -
l;:l&-"é 4 E-§I5-§-§I§ Elﬁ ﬁlglﬁ-ilélﬁ §I§ E378 §I§ wem
e Molecule 30: 50S ribosomal protein 29
. -
Chain 27: 59% 38% o
-
| [ =3 G4 [ o [NE A © © Ol oIl N~ I, I ~ (=R
28 8% @ 3 :Iglsmlalss N ] Sﬁlawl
e Molecule 31: 508 ribosomal protein L30
. .
Chain 28: 66% 32% B
- -
l‘.ﬁ £ B EIE-E-E-E-E BRTBEFER EIE E-I
e Molecule 32: 50S ribosomal protein L31
29%
. . =
Chain 29: 54% 40% 6%

@ VP00 00O0OOOO L 4

hn ©0 N~
ﬁ'- 0 0
== ~ >

w o~ 0 0 © N~ N~ < 2]
b Il N N NN 0 M < 0
n on B4 2N ] O ©n 23} ~

N I-D‘DN

e Molecule 33: 508 ribosomal protein 1.32

1%.
=

: =
Chain 30: 65% 32% .

— o ~ oA o N © o o
N MmoMm ¢ e W0
i._l NEAd O HB >>m >

e Molecule 34: 508 ribosomal protein L33

Q4
N5
|
T8
RO
|
R12
|
R16
154
K56

) == —
Chain 31: 71% 20% 9%

@ o e} o N~ o [N ) o
=] > = B Bl oN=] =, "

e Molecule 35: 508 ribosomal protein L34

. =
Chain 32: 57% 43%

WO RLDWIDE

er

PROTEIN DATA BANK

L = 2
oo m
Skelo © ©



EMD-8521, 5U9F

wwPDB EM Validation Summary Report

Page 26

i

e Molecule 36: 508 ribosomal protein L35

22%

74%

Chain 33:

Ne)

s o
mﬁ —
851 . m
991 Lm
359 =

] e}
193 —
[
6V m

[ | o
ony %
6eYd e}

] =
9V —
SeN N
)

Y

=

mmm >
£TH <@

| =
8T 3]

| =<
1T MO
T

42%

55%

Chain 34:

e Molecule 38: truncated mRNA

21%

79%

Chain V:

3

81D

~
-
=}

3]
-
<

e Molecule 39: Peptide chain release factor RF2

9%

30%

68%

Chain Z:

<> oo

91TH

9011

€011

3

964
S6L

L8V

A& 4

PIM

[441)

(045

8ETD

+

verv
€T

0€TT

OO0 OOOO

L & 4

8¢10

L174

L62d

S621

€62V

T6CTH

€8CN

T8CH

9.2ZN
S.2b

(kAN

A& 4

L9zd
9921
S9CH

€921

89cd
PAS(AN
99cy
S9SN
¥Sca

8%2H
LvTs
9%Cl

Lo o 4 2 4

L & 4

8€Ta
LETY

SECN
vecI

¥Zed

(444

T9€T

8g€d

e Molecule 40: 30S ribosomal protein S2

10%

34%

54%

Chain B:

0834

0.9

894

991

294

6SGI
894

961

L%d
YA

<>

) ~ [} <
3¢} [l o N
< = = 4

Ted

624

9T
ST

€N

1128
ozcy

81h
LTH

E€TA

(0)5:1

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-8521, 5U9F

wwPDB EM Validation Summary Report

Page 27

¢

€2TD

9111

2958
E€TTT

0OTTI

90TA
SOTL

2OTN
661N
961
w64
€6H
Z6N
TeA
064
88b

781
€8V

948

144,
ozea

912A

(4548
1121

024

oo

€02a
[4v4s

66TI
S6TA
261d

1810

S8TI

08TI

e Molecule 41

81171

TLII

8974

€971

308 ribosomal protein S3

12%

25%

64%

Chain C

61TI

(4334

0TT1
6074

LOTH

SOTA

96A

€61

06A

€0TA
oozM
66TA
86T
LBTA

#8IN
€814

SLTH

CTLIA

8974
L9TK

[4°14
9GT1
0GTA
6%1Y
8¥TI
€Y1

6ETN

LETA

SETH
6214
8CTH
LTTA

[441)]

308 ribosomal protein S4

e Molecule 42

41%

58%

Chain D

14314
1618

6810

1874
9874
S8T1d
08TL

LLIN
9LTH

0LTT
69TM

L97d

o1

19TV

0GTH
671)

LYTH

SPTH
i445%

15478
ov1a

LETS
9ETA

PeTX

T€TI
0ETN

0gTH
6TTH

LITA

j43x°!
5494 4

oTTY
60T.L

YOI
€0TH

00TA

964

S0eH
v0cs

T0CH
002A
66TI
8671

7611
€610

308 ribosomal protein S5

e Molecule 43

6%

32%

60%

Chain E

SOTI
Y011

614

LTA

STI

2151

¥o11
€971
2914

6GTS
85T

veTv
TSTW
SYIN
0%TI
LETYH
9ETA
SETA

€ETI
CETd

92TV

€211

*

6TTA

ST1d
i22%¢
ETTA

TT1d
OTTH

LOTD

308 ribosomal protein S6

e Molecule 44

24%

33%

40%

Chain F

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-8521, 5U9F

wwPDB EM Validation Summary Report

Page 28

L8V
983

751

TSN
TSI

674

Ly
9%0

i

ovd

8¢y

gex
€D

621

44

(44}

0zd

8TA

+

<
-
o

o
—
A

i
] ~ =
> =4 =

e Molecule 45

o
-

308 ribosomal protein S7

66V
8641

Y6H

164
06N

88N

984
S81

41%

55%

Chain G

V84
28s

VLA
€L4

0Ld
694
89A
LON

991
YoV

o9V

SA

Td

LYIN

j4dald

(47458

0%TA
6ETA

9ETH
SETH

CETL

€211

TCIN

308 ribosomal protein S8

6111
8TTH
L1771

€TTA
c1ia
111D
0TTY

€0TI
20TM

e Molecule 46

28%

71%

Chain H

SOTL
7018
€0TA

— © [ o N © N W BN ©
h...;f ..cn ..(n ..(n IIm IIm |
> H a4 o ®EM o= A

69V

79X

291

091

0GA

8%d

ovd
SYI

cva

LEN

T€T
0eX

9T

1348

LTD

STN
2%
€11

N
g
Im

071

©oklo o
HIQZ

Sd

62TV

SCTI

90TS

30S ribosomal protein S9

e Molecule 47

45%

50%

Y
=

Chain I

69D
89D

99A

Y9I

291
T9a
091

854

9SG

7SA

[4skc
19T

670
87y

LYA

sed
el

0EN
621

9¢i

Ten
0zl

114
9TV

Ty
o1y

*

Ll

2014

764
€61

308 ribosomal protein S10

78y
€8L
281

e Molecule 48

69L

L9T

S9X

5%
-

{4k

¢

.
[
o
B3

LSA

{4y

051
674

49%

L7a

Sve

o - a
<
H oA

LeY
9EA

£eD

Ted

45%
[
a

Chain J

00TI

160

0 2671

98V

08L

308 ribosomal protein S11

e Molecule 49

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-8521, 5U9F

wwPDB EM Validation Summary Report

Page 29

10%

30%

57%

Chain K:

69D
894

7oA
€90

094
954
6¥%S
SvL
EVM

oy
B6EN

o€y
Sea
veL
€eI

Ll

LN

€CH
(44}

ozv

STA

(@]
—
N
e
or—
Q
—
o
b

o
—
g
¢ :
«mg g
8TIN =
LITH =
| n
¥11d o
£1TL o
Z1TA x
ﬂE R
9071 o
| =)
86V o
e 9
96T o

61

i =
z6u °

32%

64%

€010

TO0TT

864

76X
€64

681
880

284
781
0871

T21d
ozTd
61T
8TTA

9TTA

V118

e Molecule 51: 308 ribosomal protein S13

(4344

60TY

43%

53%

Chain M: -

281

08I

9.1
S.is
VLW

LI

0.4
694

Ll

294

6SA

180
994

ashn
€8a
2SI

8¥%s
LY1

472"

(0171

8€I

€e1
(4%

6cs
8z

(4N
121

811

911
STA
434
E€TH

o < ‘Ol\w-
H < H=H

0 $11d

90Ty
SOTY
YOTIN

660

L6y
96A

c6d
164
06H
684

e Molecule 52: 30S ribosomal protein S14

S84

oo m
6% oo

ol

46%

47%

Chain N:

00TM

S61

164

88N

S84
784
€8A
8%

e Molecule 53: 30S ribosomal protein S15

26%

71%

Chain O:

884

18I

LLR

T.4
0Lx
691
894

991
S91

3

190

e Molecule 54: 308 ribosomal protein S16

6SA

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-8521, 5U9F

wwPDB EM Validation Summary Report

Page 30

48%

50%

TLA

2
=

898

191
991
|

€90

« 5%

TOA

6SH

2Se1

2
40%

699

Lyd

s
EVY

O%N

8ed

Sed

€e1

ey

8¢

92N

52%

|
e Molecule 55: 308 ribosomal protein S17

Chain Q:

vL1

T8Y
083

8LA

TLM

0Ld
198
v9u

€90
294

09I

LSA

1S3

67N
8vd

9%H
SPA
473
ev1

SEX

20O -dNMFWOMo 4 N®
- ANANANNAN N mmmmn
NH>5 < HEE A H >

219’8

e Molecule 56: 30S ribosomal protein S18

9T

€18

TTA

13%

28%

57%

8¢1

oy
SeI

£y

e Molecule 57: 30S ribosomal protein S19

Tea

STd
viv

Lzt

14%

37%

48%

Chain S:

e Molecule 58: 30S ribosomal protein S20

32%

66%

Chain T: =

e Molecule 59: 308 ribosomal protein S21

8%

38%

49%

O

R LDWIDE
PROTEIN DATA BANK

W



Page 31

wwPDB EM Validation Summary Report

EMD-8521, 5U9F

4 Experimental information (i)

Property Value Source

EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, C1 Depositor
Number of particles used 96070 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method PHASE FLIPPING AND AMPLITUDE | Depositor

CORRECTION

Microscope FEI TITAN KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /Az) 1.2 Depositor
Minimum defocus (nm) 500 Depositor
Maximum defocus (nm) 3000 Depositor
Magnification 29000 Depositor
Image detector DIRECT ELECTRON DE-20 (5k x 3k) Depositor
Maximum map value 18.146 Depositor
Minimum map value -6.484 Depositor
Average map value -1.164 Depositor
Map value standard deviation 1.530 Depositor
Recommended contour level 2.5 Depositor
Map size (A) 388.80002, 388.80002, 388.80002 wwPDB

Map dimensions 320, 320, 320 wwPDB

Map angles (°) 90.0, 90.0, 90.0 wwPDB

Pixel spacing (A) 1.215, 1.215, 1.215 Depositor



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

Page 32

wwPDB EM Validation Summary Report

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: MG,

ZN

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 | prigy | 417) >5 | RMSZ 47| >5
1 A 0.25 | 0/36963 | 0.65 0/57662
2 01 0.25 | 0/69797 | 0.65 | 1/108890 (0.0%)
3 02 0.26 0/2847 0.65 0/4440
4 Y 0.30 0/383 0.51 0/504
5 W 0.24 0/1832 0.64 0/2855
5 X 0.29 0/1811 0.66 0/2822
6 03 0.29 0/1361 0.57 0/1796
7 04 0.30 0/2121 0.61 0/2852
8 05 0.33 0/1586 0.60 0/2134
9 06 0.31 0/1571 0.59 0/2113
10 07 0.32 0/1434 0.56 0/1926
11 08 0.30 0/1343 0.60 0/1816
12 09 0.32 0/1122 0.64 0/1515
13 10 0.40 0/1001 0.93 3/1350 (0.2%)
14 11 0.32 0/1046 0.60 0/1410
15 12 0.31 0/1152 0.56 0/1551
16 13 0.32 0/947 0.63 1/1268 (0.1%)
17 14 0.31 0/1054 0.58 0/1403
18 15 0.33 0/1093 0.59 0/1460
19 16 0.32 0/973 0.57 0/1301
20 17 0.29 0/902 0.54 0/1209
21 18 0.31 0/929 0.56 0/1242
22 19 0.30 0/960 0.47 0/1278
23 20 0.33 0/829 0.64 1/1107 (0.1%)
24 21 0.29 0/864 0.59 0/1156
25 22 0.31 0/744 0.59 0/994
26 23 0.33 0/787 0.59 0/1051
27 24 0.31 0/766 0.53 0/1025
28 25 0.34 0/582 0.59 0/769
29 26 0.31 0/635 0.54 0/848
30 27 0.28 0/510 0.49 0/677
31 28 0.29 0/453 0.55 0/605

EMD-8521, 5U9F
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. Bond lengths Bond angles

Mol | Chain | pyia7) 4171 55 | RMSZ 47| >5
32 29 0.34 0/531 0.56 0/709

33 30 0.30 0/450 0.57 0/599

34 31 0.33 0/416 0.54 0/554

35 32 0.32 0/380 0.57 0/498

36 33 0.30 0/513 0.58 0/676

37 34 0.23 0/303 0.40 0/397

38 \Y 0.20 0/345 0.60 0/538

39 Z 0.28 0/2884 0.49 0/3884

40 B 0.32 0/1735 0.58 1/2338 (0.0%)
41 C 0.30 0/1651 0.54 0/2225

42 D 0.29 0/1665 0.58 0/2227

43 E 0.33 0/1169 0.66 0/1573

44 F 0.33 0/835 0.71 2/1128 (0.2%)
45 G 0.29 0/1195 0.53 0/1602

46 H 0.29 0/989 0.56 0/1326

47 | 0.31 0/1034 0.63 0/1375

48 J 0.29 0/796 0.60 0/1077

49 K 0.32 0/885 0.59 1/1195 (0.1%)
50 L 0.32 0/969 0.68 0/1300

51 M 0.28 0/892 0.59 0/1193

52 N 0.37 0/817 0.73 3/1088 (0.3%)
53 O 0.28 0/722 0.50 0/964

54 P 0.34 0/659 0.60 0/884

55 Q 0.33 0/657 0.59 0/881

56 R 0.29 0/544 0.51 0/731

57 S 0.32 0/652 0.58 0/877

58 T 0.30 0/671 0.48 0/888

59 U 0.36 0/550 0.71 0/728

All All 0.27 | 0/165307 | 0.63 | 13/246484 (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
52 N 0 1

There are no bond length outliers.

The worst 5 of 13 bond angle outliers are listed below:
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Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(°)
13 10 118 | ILE | C-N-CD | -18.15 80.67 120.60
13 10 118 | ILE | C-N-CA | 7.52 153.59 122.00
52 N 5} SER | N-CA-C | 6.88 129.58 111.00
49 K 125 | LYS | N-CA-C | 6.75 129.21 111.00
40 B 16 GLY | N-CA-C | 6.51 129.38 113.10

There are no chirality outliers.

All (1) planarity outliers are listed below:

Mol

Chain

Res

Type

Group

92

N

86

ALA

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 33012 0 16618 ATT7 0
2 01 62318 0 31345 788 0
3 02 2546 0 1292 20 0
4 Y 377 0 383 29 0
) W 1640 0 837 11 0
) X 1622 0 827 28 0
6 03 1353 0 1159 38 0
7 04 2082 0 2157 78 0
8 05 1565 0 1616 68 0
9 06 1552 0 1619 26 0

10 07 1410 0 1447 72 0
11 08 1323 0 1374 56 0
12 09 1111 0 1148 31 0
13 10 988 0 1025 47 0
14 11 1032 0 1088 56 0
15 12 1129 0 1162 44 0
16 13 938 0 1012 o1 0
17 14 1045 0 1117 46 0
18 15 1074 0 1157 38 0
19 16 960 0 1000 47 0
20 17 892 0 923 39 0
21 18 917 0 965 41 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
22 19 947 0 1022 45 0
23 20 816 0 839 25 0
24 21 857 0 922 23 0
25 22 738 0 807 26 0
26 23 779 0 834 32 0
27 24 753 0 780 27 0
28 25 975 0 5992 30 0
29 26 625 0 655 25 0
30 27 509 0 043 25 0
31 28 449 0 491 14 0
32 29 522 0 924 26 0
33 30 444 0 461 24 0
34 31 409 0 440 8 0
35 32 377 0 418 19 0
36 33 504 0 074 19 0
37 34 302 0 340 23 0
38 \Y 306 0 154 1 0
39 Z 2844 0 2739 113 0
40 B 1704 0 1732 7 0
41 C 1624 0 1699 50 0
42 D 1643 0 1710 82 0
43 E 1156 0 1199 55 0
44 F 817 0 808 36 0
45 G 1181 0 1240 45 0
46 H 979 0 1034 32 0
47 I 1022 0 1070 65 0
48 J 786 0 828 54 0
49 K 869 0 878 44 0
50 L 955 0 1019 42 0
o1 M 883 0 944 52 0
92 N 805 0 847 63 0
33 O 714 0 737 19 0
o4 P 649 0 666 39 0
95 Q 648 0 691 35 0
o6 R 535 0 952 19 0
o7 S 637 0 665 45 0
o8 T 665 0 714 23 0
29 U 544 0 279 43 0
60 01 221 0 0 0 0
60 02 6 0 0 0 0
60 17 1 0 0 0 0
60 19 1 0 0 0 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
60 30 1 0 0 0 0
60 31 1 0 0 0 0
60 34 1 0 0 0 0
60 A 118 0 0 0 0
60 I 1 0 0 0 0
60 A% 1 0 0 0 0
60 W 3 0 0 0 0
60 X 5 0 0 0 0
61 34 1 0 0 0 0
All All 152819 0 104018 3184 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 12.

The worst 5 of 3184 close contacts within the same asymmetric unit are listed below, sorted by
their clash magnitude.

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
2:01:45:G:H5” 2:01:46:G:H5’ 1.26 1.14
1:A:291:U:H2 1:A:292:G:H5” 1.31 1.12
13:10:117:LEU:C | 13:10:119:PRO:HD2 1.71 1.10
1:A:376:G:H2’ 1:A:377:G:H5” 1.35 1.07
51:M:3:ILE:HG12 51:M:7:ASN:HB2 1.25 1.07

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
4 % 45/72 (62%) | 40 (89%) | 5 (11%) 0 100 ] [100]
6 03 218/234 (93%) 195 (89%) | 23 (11%) 0 100§ § 100

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

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
7 04 269/273 (98%) | 242 (90%) | 25 (9%) | 2 (1%) 22 61
8 05 207/209 (99%) | 189 (91%) | 17 (8%) | 1 (0%) 29 67
9 06 199/201 (99%) | 180 (90%) | 17 (8%) | 2 (1%) 15 54
10 | 07 | 175/179 (98%) | 155 (89%) | 20 (11%) 0 (100 ] [100]
11 08 174/177 (98%) | 154 (88%) | 17 (10%)
12 09 147/149 (99%) | 131 (89%) | 13 (9%)
13 10 129/165 (78%) | 95 (74%) | 28 (22%)
14 11 139/142 (98%) | 120 (86%) | 18 (13%)
15 12 140/142 (99%) | 133 (95%) | 7 (5%)
16 13 120/123 (98%) | 100 (83%) | 18 (15%)
17 14 141/144 (98%) | 128 (91%) | 13 (9%)
18 15 134/136 (98%) | 125 (93%) | 7 (5%)
19 16 118/127 (93%) | 106 (90%) | 11 (9%)
20 17 114/117 (97%) | 102 (90%) | 11 (10%)
21 18 112/115 (97%) | 98 (88%) | 14 (12%) 0 100 | | 100
22 19 115/118 (98%) | 113 (98%) | 2 (2%) 0 100 |
23 20 101/103 (98%) | 84 (83%) | 16 (16%) | 1 (1%) 15 54
24 21 108/110 (98%) | 97 (90%) | 11 (10%) 0 100 | | 100
25 22 91/100 (91%) | 77 (85%) | 13 (14%)
26 23 100/104 (96%) | 90 (90%) | 10 (10%)
27 24 92/94 (98%) 89 (97%) | 3 (3%)
28 25 73/85 (86%) 60 (82%) | 11 (15%)
29 26 75/78 (96%) 69 (92%) | 6 (8%)
30 27 61/63 (97%) 60 (98%) 1 (2%)
31 | 28 56/59 (95%) | 51 (91%) | 5 (9%) [100] [ 100
32 | 29 64/70 (91%) | 55 (86%) | 9 (14%) 100 [100]
33 30 54/57 (95%) 49 (91%) | 5 (9%) |
34 | 31 48/55 (87%) | 45 (94%) | 3 (6%) 100 [100]
35 32 44/46 (96%) 38 (86%) | 5 (11%)
36 33 62/65 (95%) 53 (86%) | 7 (11%)
37 34 36/38 (95%) 31 (86%) | 5 (14%)
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
39 Z 359/365 (98%) 332 (92%) 26 (7%) 1 (0%) 41 74
40 B 216/241 (90%) 188 (87%) | 26 (12%) 2 (1%) 177 56
41 C 204/233 (88%) 189 (93%) 15 (7%) 0 100 § § 100
42 D 203/206 (98%) 177 (87%) | 25 (12%) 1 (0%) 29 67
43 E 155/167 (93%) 125 (81%) | 29 (19%) 1 (1%)

44 F 98/131 (75%) 77 (79%) 16 (16%) 5 (5%)
45 G 149/156 (96%) 134 (90%) 14 (9%) 1 (1%)
46 H 127/130 (98%) 115 (91%) 12 (9%)

47 I 125/130 (96%) 101 (81%) | 22 (18%)

48 J 96,/103 (93%) 85 (88%) 9 (9%)

49 K 114/129 (88%) 102 (90%) | 11 (10%)

50 L 121/124 (98%) 92 (76%) 23 (19%)

51 M 112/118 (95%) 94 (84%) 16 (14%)

52 N 98/101 (97%) 79 (81%) 13 (13%)

53 O 86,/89 (97%) 79 (92%) 7 (8%)

54 P 80/82 (98%) 65 (81%) 13 (16%)

55 Q 78/84 (93%) 63 (81%) 14 (18%)

o6 R 63/75 (84%) 60 (95%) 3 (5%)

o7 S 77/92 (84%) 69 (90%) 7 (9%)

58 T 83/87 (95%) 81 (98%) 2 (2%)

29 U 63/71 (89%) 44 (70%) 17 (27%)

All All 6468/6864 (94%) | 5705 (88%) | 696 (11%)

5 of 67 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
9 06 83 VAL
11 08 12 ALA
12 09 9 VAL
13 10 55 VAL
13 10 119 PRO
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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
4 Y 38/50 (64%) | 38 (100%) 0 100 ] [100]
6 03 106/181 (59%) 104 (98%) 2 (2%)

7 04 216/218 (99%) 213 (99%) 3 (1%)
8 05 164/164 (100%) | 162 (99%) 2 (1%)
9 06 165/165 (100%) | 164 (99%) 1 (1%)
10 07 148/150 (99%) 147 (99%) 1 (1%)
11 08 137/138 (99%) 136 (99%) 1 (1%)
12 09 114/114 (100%) | 113 (99%) 1 (1%)
13 10 100/123 (81%) 98 (98%) 2 (2%)
14 11 109/110 (99%) | 109 (100%) 0
15 12 116/116 (100%) | 115 (99%) 1 (1%)
16 13 103/104 (99%) 99 (96%) 4 (4%)
17 14 102/103 (99%) 101 (99%) 1 (1%)
18 15 109/109 (100%) | 107 (98%) 2 (2%)
19 16 100/104 (96%) 99 (99%) 1 (1%)
20 17 86,/87 (99%) 84 (98%) 2 (2%)
21 18 99/100 (99%) 98 (99%) 1 (1%)
22 19 89/90 (99%) 88 (99%) 1 (1%)
23 20 84/84 (100%) 84 (100%) 0
24 21 93/93 (100%) 92 (99%) 1 (1%)
25 22 80/84 (95%) 80 (100%) 0
26 23 83/85 (98%) 83 (100%) 0
27 24 78/78 (100%) 77 (99%) 1 (1%)
28 25 57/63 (90%) 56 (98%) 1 (2%)
29 26 67/68 (98%) 66 (98%) 1 (2%) 65 |85
30 27 55/55 (100%) 53 (96%) 2 (4%) 35 69



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#protein_sidechains
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Continued from previous page...

Mol | Chain Analysed Rotameric | Outliers | Percentiles
31 | 28 48/49 (98%) | 48 (100%) 0 100 [ 100
32 29 59/62 (95%) 59 (100%) 0 100 I 100
33 30 47/48 (98%) 46 (98%) 1 (2%) 53 |79
34 31 45/49 (92%) 44 (98%) 1 (2%) 52 |79
35 32 38/38 (100%) 38 (100%) 0 I 100
36 33 51/52 (98%) 51 (100%) 0 100 I 100
37 34 34/34 (100%) 33 (97%) 1 (3%) 42 74
39 Z 303/311 (97%) 298 (98%) 5 (2%) 60 |83
40 B 180/199 (90%) 176 (98%) 4 (2%) 52 |79
41 C 170/190 (90%) | 170 (100%) 0 100 § § 100
42 D 172/173 (99%) 169 (98%) 3 (2%) 60 |83
43 E 119/126 (94%) 116 (98%) 3 (2%) A7 1 TT
44 F 87/112 (78%) 85 (98%) 2 (2%)

45 G 124/129 (96%) 122 (98%) 2 (2%)

46 H 104/105 (99%) 103 (99%) 1 (1%)

47 | 105/107 (98%) 102 (97%) 3 (3%)

48 J 86,/90 (96%) 85 (99%) 1 (1%)

49 K 89/99 (90%) 86 (97%) 3 (3%)

50 L 103/104 (99%) 102 (99%) 1 (1%)

51 M 92/96 (96%) 92 (100%) 0

52 N 83/84 (99%) 83 (100%) 0

53 O 76/77 (99%) 74 (97%) 2 (3%)

54 P 65/65 (100%) 63 (97%) 2 (3%) 40 72
55 Q 7478 (95%) 73 (99%) 1 (1%) 67 |86
56 R 56,/65 (86%) 55 (98%) 1 (2%) 59 |82
o7 S 70/79 (89%) 69 (99%) 1 (1%) 67 186
58 T 65/66 (98%) 64 (98%) 1 (2%) 65
59 U 55/61 (90%) 53 (96%) 2 (4%) 35 69
All All 5298/5593 (95%) | 5225 (99%) | 73 (1%) 68 186

5 of 73 residues with a non-rotameric sidechain are listed below:
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Mol | Chain | Res | Type
47 I 105 ARG
59 U 16 ARG
49 K 30 ILE
54 P 5 ARG
21 18 2 ASN

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 134
such sidechains are listed below:

Mol | Chain | Res | Type

49 K 39 ASN

50 L 72 ASN

54 P 40 ASN

23 20 11 GLN

22 19 36 GLN

5.3.3 RNA (O

Mol | Chain Analysed Backbone Outliers | Pucker Outliers

1 A 1538/1539 (99%) 182 (11%) 1 (0%)

01 2902/2903 (99%) 320 (11%) 6 (0%)

3 02 118/119 (99%) 11 (9%) 1 (0%)
38 \Y 13/14 (92%) 1 (7%) 0

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

5 X 7677 (98%) 19 (25%) 1 (1%)
All All 4723/4729 (99%) 541 (11%) 9 (0%)

5 of 541 RNA backbone outliers are listed below:

Mol | Chain | Res | Type
1 A 3 A
1 A 6 G
1 A 9 G
1 A 22 G
1 A 31 G

5 of 9 RNA pucker outliers are listed below:

Mol | Chain | Res | Type
3 02 66 A
5 X 17(A) U
2 01 1020 A

Continued on next page...


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#rna
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Continued from previous page...

Mol | Chain | Res | Type
2 01 1130 U
2 01 2296 U

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 monosaccharides in this entry.

5.6 Ligand geometry (i)

Of 361 ligands modelled in this entry, 361 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#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-8521. 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: 160 Y Index: 160 7 Index: 160
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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

Page 44 wwPDB EM Validation Summary Report EMD-8521, 5U9F

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: 188 Y Index: 154 7 Index: 170

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

6.4 Orthogonal surface views (i)

6.4.1 Primary map

The images above show the 3D surface view of the map at the recommended contour level 2.5.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#largest_variance_slices
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_views
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6.5 Mask visualisation (i)

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


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

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

7.1 Map-value distribution (i)

Map-value distribution

— Voxel count

Recommended contour
leve| 2.5

Voxel count (logl0)
=Y
i

CI T T T T T
-3 0 5 10 15

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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20000

10000

~

D T T T I I
=5 0 5 10 15

Contour level

The volume at the recommended contour level is 1941 nm?; this corresponds to an approximate
mass of 1753 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 0.312 A2


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-8521 and PDB
model 5U9F. Per-residue inclusion information can be found in section 3 on page 16.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 2.5 at
50% transparency in yellow overlaid with a ribbon representation of the model coloured in blue.
These images allow for the visual assessment of the quality of fit between the atomic model and
the map.


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

1.0

0.0
M <0.0

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

9.3 Atom inclusion mapped to coordinate model (i)

1.0

0.0

The images above show the model with each residue coloured according to its atom inclusion. This
shows to what extent they are inside the map at the recommended contour level (2.5).
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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, 96% of all backbone atoms, 91% 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 (2.5) and Q-score for

the entire model and for each chain.

Chain Atom inclusion Q-score
All 0.9140 . (0.3830
01 0.9760 . 0.4040
02 0.9788 . 0.3530
03 . 0.4596 . (0.1980
04 0.8363 . 0.4350
05 0.8648 . 0.4250
06 0.8651 . 0.4000
07 0.8587 - 0.3230
08 0.8481 . 0.3650
09 . (0.3686 . (0.3050
10 B 0.5424 . 0.2120
11 0.6918 . (0.2380
12 0.8745 . 0.4120
13 0.8028 . 0.4230
14 0.8819 . 0.4140
15 0.8109 . 0.4120
16 0.8926 . (0.3890
17 0.8900 . (0.3420
18 0.8243 . 0.4010
19 0.8768 . 0.4080
20 0.8758 . 0.4140
21 0.8337 . 0.4090
22 0.8006 . 0.3790
23 0.8396 . (0.3800
24 0.8821 . (0.3800
25 0.8945 . 0.4230
26 0.8369 . (0.4040
27 0.8149 . 0.3030
28 0.8444 . 0.4040
29 . 0.5382 . 0.2840
30 0.8531 . 0.4020
31 0.7985  0.4010
32 0.8620 . 0.4280
33 0.8859 . 0.4290
34 0.7789 . 0.3680

Continued on next page...

1.0

0.0
M <0.0
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Continued from previous page...

Chain Atom inclusion Q-score
A 0.9734 I 0.3860
B 0.8107 . 0.3300
C 0.8188 . 0.3740
D 0.8428 . (0.3600
E 0.8704 . 0.4010
F 0.8128 . (0.3530
G 0.8086 . 0.3290
H 0.8646 = 0.3960
I 0.8571 . 0.3340
J 0.8265 . 0.3250
K 0.8580 . (0.3870
L 0.8284 . 0.4250
M 0.8073 . 0.3170
N 0.8553  0.3310
O 0.8725 I 0.3590
P 0.8836 . 0.4020
Q 0.8449 . 0.3770
R 0.8307 . (0.3680
S 0.8567 . (0.3540
T 0.8385 . 0.3360
U 0.7447 . 0.2650
\Y 0.8730  0.3070
W 0.9349 s 0.3850
X B 0.6454 . (0.2180
Y 0.7575 . (0.3830
7 B 0.6677 . (0.3170
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