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with specific help available everywhere you see the (1) symbol.

The types of validation reports are described at
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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 : 1.8.4, CSD asb41be (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 : 1.9.9
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.31.3
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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 4.40 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
Ramachandran outliers Y W 0.3%
Sidechain outliers I I 0.7%
RNA backbone I D .42
Worse Better

0 Percentile relative to all structures

I Percentile relative to all EM structures

Motric Whole archive EM structures
(#Entries) (#Entries)
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.
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Mol | Chain | Length Quality of chain
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Mol | Chain | Length Quality of chain
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2 Entry composition (i)

There are 96 unique types of molecules in this entry. The entry contains 165767 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 nascent chain.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
1 Y2 29 145 &7 29 29 0 0
e Molecule 2 is a RNA chain called 16S rRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N @) P
2 A3 1503 31913 14319 5761 10330 1503 0 0

There is a discrepancy between the modelled and reference sequences:

Chain

Residue

Modelled

Actual

Comment

Reference

A3

3107

U

UNK

conflict

GB 1025814679

e Molecule 3 is a RNA chain called mt-tRNA Val.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
3 B3 56 1191 534 214 387 56 0 0

e Molecule 4 is a protein called 39S ribosomal protein L2, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 D3 236 1842 1145 373 315 9 0 0

e Molecule 5 is a protein called 39S ribosomal protein L3, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
g k3 300 2365 1523 410 422 10 0 0

e Molecule 6 is a protein called 39S ribosomal protein L4, mitochondrial.

WO RLDWIDE
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
6 F3 250 2013 1294 365 348 6 0 0

e Molecule 7 is a protein called 39S ribosomal protein L9, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N @)

7| H3 95 784 498 152 134 0 0
Total C N O S

f D 80 648 421 111 112 4 0 0

e Molecule 8 is a protein called 39S ribosomal protein L.10, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 I3 158 1283 828 235 210 10 0 0

e Molecule 9 is a protein called 39S ribosomal protein L11, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
SN 140 1061 680 192 187 2 0 0

e Molecule 10 is a protein called 39S ribosomal protein .13, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
10 K3 177 1451 934 259 251 7 0 0

e Molecule 11 is a protein called 39S ribosomal protein .14, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 L3 15 &9 559 171 154 5 0 0

e Molecule 12 is a protein called 39S ribosomal protein 15, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
12 M3 287 2305 1472 425 402 6 0 0

e Molecule 13 is a protein called 39S ribosomal protein .16, mitochondrial.

WO RLDWIDE
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 N3 205 1654 1056 308 280 10 0 0

e Molecule 14 is a protein called 39S ribosomal protein L17, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
14 03 192 1245 784 239 215 7 0 0

e Molecule 15 is a protein called 39S ribosomal protein L18, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
15 b3 133 1080 677 209 189 5 0 0

e Molecule 16 is a protein called 39S ribosomal protein .19, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
161 Q3 219 1822 1168 322 323 9 0 0

e Molecule 17 is a protein called 39S ribosomal protein .20, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
17 R3 140 1153 732 231 186 4 0 0

e Molecule 18 is a protein called 39S ribosomal protein L21, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 S3 156 1251 806 222 219 4 0 0

e Molecule 19 is a protein called 39S ribosomal protein 22, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
19 T3 166 1368 Q75 254 232 7 0 0

e Molecule 20 is a protein called 39S ribosomal protein L23, mitochondrial.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
20 us 11 922 591 176 153 2 0 0

e Molecule 21 is a protein called 39S ribosomal protein .24, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 V3 189 1551 987 278 278 8 0 0

e Molecule 22 is a protein called 39S ribosomal protein L27, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
22 ] W3 11 871 558 164 146 3 0 0

e Molecule 23 is a protein called 39S ribosomal protein L28, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
23 | X3 243 2027 1310 350 362 5 0 0

There are 3 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment | Reference
X3 148 ALA THR conflict UNP Q13084
X3 149 SER PRO conflict UNP Q13084
X3 150 GLY LYS conflict UNP Q13084

e Molecule 24 is a protein called 39S ribosomal protein L47, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
24 | Y3 176 1517 970 201 252 4 0 0

e Molecule 25 is a protein called 39S ribosomal protein L30, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25| 43 120 978 626 183 166 3 0 0

e Molecule 26 is a protein called 39S ribosomal protein .32, mitochondrial.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
26 03 108 &0 545 172 157 6 0 0

e Molecule 27 is a protein called 39S ribosomal protein L33, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 13 b2 433 278 83 70 2 0 0

e Molecule 28 is a protein called 39S ribosomal protein L34, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
28 23 46 376 233 83 59 1 0 0

e Molecule 29 is a protein called 39S ribosomal protein L35, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
29 | 33 95 831 539 162 127 3 0 0

e Molecule 30 is a protein called 39S ribosomal protein .36, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
30 43 36 322 203 70 46 3 0 0

e Molecule 31 is a protein called 39S ribosomal protein L37, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
31 53 376 3064 1987 529 538 10 0 0

e Molecule 32 is a protein called 39S ribosomal protein L38, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
32 63 325 2636 1692 465 470 9 0 0

e Molecule 33 is a protein called 39S ribosomal protein L39, mitochondrial.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
33 3 266 2158 1383 371 388 16 0 0

e Molecule 34 is a protein called 39S ribosomal protein L41, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
34 93 109 873 565 152 154 2 0 0

e Molecule 35 is a protein called 39S ribosomal protein L42, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
35 | a3 82 636 434 124 123 5 0 0

e Molecule 36 is a protein called 39S ribosomal protein 43, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
30 b3 148 1178 733 229 213 3 0 0

e Molecule 37 is a protein called 39S ribosomal protein L.44, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
37 c3 275 2217 1415 383 410 9 0 0

e Molecule 38 is a protein called 39S ribosomal protein 45, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
38 d3 162 1347 870 234 235 8 0 0

e Molecule 39 is a protein called 39S ribosomal protein .46, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
39 e3 217 1762 1124 310 323 5 0 0

e Molecule 40 is a protein called 39S ribosomal protein L48, mitochondrial.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
40 £3 131 1039 663 169 203 4 0 0

e Molecule 41 is a protein called 39S ribosomal protein .49, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
41 g3 129 1067 690 185 190 2 0 0

e Molecule 42 is a protein called 39S ribosomal protein L50, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
42 h3 100 827 524 146 155 2 0 0

e Molecule 43 is a protein called 39S ribosomal protein L51, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
431 13 7 827 532 165 126 4 0 0

e Molecule 44 is a protein called 39S ribosomal protein 52, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
4 33 85 634 423 133 126 2 0 0

e Molecule 45 is a protein called 39S ribosomal protein L53, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 k3 84 655 407 122 121 5 0 0

e Molecule 46 is a protein called 39S ribosomal protein L54, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
46 13 23 221 137 52 32 0

e Molecule 47 is a protein called 39S ribosomal protein L55, mitochondrial.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
47| m3 45 372 232 76 62 2 0 0

e Molecule 48 is a protein called Ribosomal protein 63, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
48 03 i 797 501 165 128 3 0 0

e Molecule 49 is a protein called Peptidyl-tRNA hydrolase ICT1, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
91 p3 127 1058 661 201 192 4 0 0

e Molecule 50 is a protein called Growth arrest and DNA damage-inducible proteins-interacting

protein 1.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o0 a3 128 1076 671 208 192 5 0 0

e Molecule 51 is a protein called 39S ribosomal protein S18a, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
oL 13 146 1203 764 232 199 8 0 0

e Molecule 52 is a protein called 39S ribosomal protein S30, mitochondrial,39S ribosomal pro-
tein S30, mitochondrial,39S ribosomal protein S30, mitochondrial, mL65.

Mol | Chain | Residues Atoms AltConf | Trace
i 370 1:;8;21 19C46 5122 5(3)4 1S4 ¥ ¥
52 | t3 28 Tioéfgl ESL 21\; 2% 0 0
e Molecule 53 is a protein called OxalL.

Mol | Chain | Residues Atoms AltConf | Trace

53 | Ap 28 ol 0 0
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e Molecule 54 is a protein called 28S ribosomal protein S2, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
b4 B6 217 1768 1131 321 306 10 0 0

e Molecule 55 is a protein called 28S ribosomal protein S24, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
55 C6 132 1082 699 195 184 4 0 0

e Molecule 56 is a protein called 28S ribosomal protein S5, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
56 D6 322 2557 1611 476 457 13 0 0

e Molecule 57 is a protein called 28S ribosomal protein S6, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
57 | E6 122 072 614 177 177 4 0 0

e Molecule 58 is a protein called 28S ribosomal protein S7, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
58 | 6 201 1668 1069 305 283 11 0 0

e Molecule 59 is a protein called 28S ribosomal protein S9, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
59 G6 305 2516 1599 448 455 14 0 0

e Molecule 60 is a protein called 28S ribosomal protein S10, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
60 H6 122 999 643 168 185 3 0 0

e Molecule 61 is a protein called 28S ribosomal protein S11, mitochondrial.

WO RLDWIDE
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
61 16 136 1011 637 192 178 4 0 0

e Molecule 62 is a protein called 28S ribosomal protein S12, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
62 J6 108 838 521 169 142 6 0 0

e Molecule 63 is a protein called 28S ribosomal protein S14, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
63 K6 101 861 537 179 140 5 0 0

e Molecule 64 is a protein called 28S ribosomal protein S15, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
64 L6 164 1382 883 257 235 7 0 0

e Molecule 65 is a protein called 28S ribosomal protein S16, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
65 MG 16 920 582 182 150 6 0 0

e Molecule 66 is a protein called 28S ribosomal protein S17, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
66 N6 107 846 549 153 141 3 0 0

e Molecule 67 is a protein called 28S ribosomal protein S18b, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
67 06 185 1528 970 285 267 6 0 0

e Molecule 68 is a protein called 28S ribosomal protein S18c, mitochondrial.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
68 P6 96 774 498 133 135 8 0 0

e Molecule 69 is a protein called 28S ribosomal protein S21, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
69 | Q6 86 740 458 150 124 8§ 0 0

There is a discrepancy between the modelled and reference sequences:

Chain

Residue

Modelled

Actual

Comment

Reference

Q6

50

ARG

CYS

conflict

UNP P82921

e Molecule 70 is a protein called 28S ribosomal protein S22, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
70 R6 242 2008 1285 343 372 8 0 0

e Molecule 71 is a protein called 28S ribosomal protein S23, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
71 S6 126 1042 673 183 185 1 0 0

e Molecule 72 is a protein called 28S ribosomal protein S25, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
12 T6 162 1330 &850 231 238 11 0 0

e Molecule 73 is a protein called 28S ribosomal protein S26, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3 U6 173 1461 900 294 263 4 0 0

e Molecule 74 is a protein called 28S ribosomal protein S27, mitochondrial.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
74 V6 328 2702 1737 452 502 11 0 0

e Molecule 75 is a protein called 28S ribosomal protein S28, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
€ s o 766 486 137 139 4 0 0

e Molecule 76 is a protein called 28S ribosomal protein S29, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
76 X6 316 2531 1625 440 455 11 0 0

e Molecule 77 is a protein called 28S ribosomal protein S31, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
m Y6 108 914 593 150 169 2 0 0

e Molecule 78 is a protein called 28S ribosomal protein S33, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 26 87 740 473 133 130 4 0 0

e Molecule 79 is a protein called 28S ribosomal protein S34, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
& a6 201 1684 1065 322 292 5 0 0

e Molecule 80 is a protein called 28S ribosomal protein S35, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
30 b6 256 2076 1321 350 395 10 0 0

e Molecule 81 is a protein called Coiled-coil-helix-coiled-coil-helix domain-containing protein

1.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
81 0 116 925 574 181 162 8 0 0

e Molecule 82 is a protein called Aurora kinase A-interacting protein.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
82 d6 69 610 393 130 86 1 0 0

e Molecule 83 is a protein called Pentatricopeptide repeat domain-containing protein 3, mito-

chondrial.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
83 0 414 2838 1805 490 529 14 0 0
e Molecule 84 is a RNA chain called 12S rRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
84 A6 928 19716 8840 3560 6388 928 0 0
e Molecule 85 is a RNA chain called mt-tRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
8 | 24 73 1547 696 280 499 72 0 0
Total C N O P
8 C 3 1547 696 280 499 72 0 0
e Molecule 86 is a RNA chain called mRNA.
Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O P
8 | 4 10 219 99 47 63 10 0 0

e Molecule 87 is a protein called 39S ribosomal protein 40, mitochondrial.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
87 A 162 1375 876 247 249 3 0 0

e Molecule 88 is a protein called 50S ribosomal protein L1.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
88 n 228 1766 1121 321 321 3 4 0

e Molecule 89 is MAGNESIUM ION (three-letter code: MG) (formula: Mg).

Mol | Chain | Residues Atoms AltConf
Total Mg
89 A3 97 97 o7 0
89 | D3 1 Total - Mg 0
1 1
29 o3 1 Total Mg 0
1 1
Total Mg
89 A6 28 98 93 0
89 n 1 Toltal l\gg 0

e Molecule 90 is ZINC ION (three-letter code: ZN) (formula: Zn).

Mol | Chain | Residues Atoms AltConf

90 03 1 Total Zn 0
1 1

90 43 1 Total Zn 0
1 1

Total Zn

90 r3 1 1 1 0

90 B6 1 Total Zn 0
1 1

90 06 1 Total Zn 0
1 1

90 P6 1 Total Zn 0
1 1

9 | T6 1 Toltal Zln 0

e Molecule 91 is GUANOSINE-5"-DIPHOSPHATE (three-letter code: GDP) (formula:

C10H15N5011P2)-
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GDP
.
o M=o
uNo e
Jdo L 0o
H;N""' X \
ey OH
A
oo
Ho s
(01
. =0
S
° o,
9 )
Mol | Chain | Residues Atoms AltConf
Total C N O P
o X0 L 28 10 5 11 2 0

e Molecule 92 is SULFATE ION (three-letter code: SO4) (formula: O4S).

SO4
O1

03 O-

02
Mol | Chain | Residues Atoms AltConf
Total O S
92 n 1 5 11 0

e Molecule 93 is MALONATE ION (three-letter code

: MLI) (formula: C3H50y).
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MLI
07
C1 c2/
Cc3, ‘
00 Q" —A O
‘\_\.\.\ \.\.‘ O 6
08
Mol | Chain | Residues Atoms AltConf
Total C O
93 i 1 21 9 12 0
Total C O
93 n 1 21 9 12 )
Total C O
93 n 1 21 9 12 0

e Molecule 94 is CHLORIDE ION (three-letter code: CL) (formula: CI).

Mol | Chain | Residues Atoms AltConf
Total Cl
94 n 2 9 9 0

e Molecule 95 is SODIUM ION (three-letter code: NA) (formula: Na).

Mol | Chain | Residues Atoms AltConf
95 n 2 TOQta“l 1\;21 0
9% | D 2 TO;al 1\;21 0
e Molecule 96 is water.
Mol | Chain | Residues Atoms AltConf
96 | A3 4 Foral O 0

Continued on next page...

O RLDWIDE

PROTEIN DATA BANK
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf
Total O
96 n 67 67 67 0
Total O
96 D 8 3 3 0
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29%

93%
97%

64%

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

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

6%

Chain A3: —

atom inclusion in map density. Residues are color-coded according to the number of geometric

quality criteria for which they contain at least one outlier: green = 0, yellow = 1, orange = 2
outlier are shown as a green connector. Residues present in the sample, but not in the model, are

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

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

3 Residue-property plots (i)
OO PPPPPOP®O & V00000000000

and red = 3 or more.
e Molecule 1: nascent chain
e Molecule 2: 16S rRNA
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<>

e Molecule 5: 39S ribosomal protein L3, mitochondrial

12%

. _ I
Chain E3: 84% T 4%

e & & o o

_'I'I'I'I'

OOOOOI

-

& 4

@  © & & 90000 o a4 2 o 4

< & oo
&
a

> 0O

G169
G246

e Molecule 6: 39S ribosomal protein L4, mitochondrial
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e Molecule 7: 39S ribosomal protein L9, mitochondrial
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e Molecule 7: 39S ribosomal protein L9, mitochondrial
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. T ——
Chain D: 30% 70%

OO GO PPO 09090000000

e Molecule 8: 39S ribosomal protein .10, mitochondrial
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Chain I3: 60% 39%
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e Molecule 9: 39S ribosomal protein L11, mitochondrial
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e Molecule 10: 39S ribosomal protein L.13, mitochondrial
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e Molecule 11: 39S ribosomal protein .14, mitochondrial
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e Molecule 12: 39S ribosomal protein L.15, mitochondrial
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e Molecule 13: 39S ribosomal protein L.16, mitochondrial

17%

. I
Chain N3: 81% 18%
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e Molecule 14: 39S ribosomal protein L.17, mitochondrial
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15%
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e Molecule 15: 39S ribosomal protein L18, mitochondrial
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e Molecule 16: 39S ribosomal protein 1.19, mitochondrial
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e Molecule 17: 39S ribosomal protein L.20, mitochondrial
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e Molecule 18: 39S ribosomal protein L21, mitochondrial
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e Molecule 19: 39S ribosomal protein 122, mitochondrial

16%

. —
Chain T3: 80% 19%

©® O & & 00O O SO oo

QO © & & G0 0O O O O O 9% O o o

e Molecule 20: 39S ribosomal protein L23, mitochondrial
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e Molecule 21: 39S ribosomal protein 1.24, mitochondrial
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e Molecule 22: 39S ribosomal protein L27, mitochondrial
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e Molecule 23: 39S ribosomal protein L28, mitochondrial
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e Molecule 24: 39S ribosomal protein L.47, mitochondrial
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e Molecule 25: 39S ribosomal protein L30, mitochondrial
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e Molecule 26: 39S ribosomal protein .32, mitochondrial
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e Molecule 27: 39S ribosomal protein L33, mitochondrial
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Chain 13: 75% 5% 20%




Page 32 wwPDB EM Validation Summary Report EMD-11641, 7TA5F
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e Molecule 28: 39S ribosomal protein L34, mitochondrial
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Chain 23: 50% 50%
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e Molecule 29: 39S ribosomal protein L35, mitochondrial
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Chain 33: 51% 49%
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e Molecule 30: 39S ribosomal protein .36, mitochondrial
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e Molecule 31: 39S ribosomal protein L37, mitochondrial
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e Molecule 32: 39S ribosomal protein L38, mitochondrial
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e Molecule 33: 39S ribosomal protein L.39, mitochondrial
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e Molecule 34: 39S ribosomal protein L41, mitochondrial
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e Molecule 36: 39S ribosomal protein .43, mitochondrial
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e Molecule 37: 39S ribosomal protein .44, mitochondrial
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e Molecule 38: 39S ribosomal protein .45, mitochondrial
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e Molecule 39: 39S ribosomal protein 146, mitochondrial
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e Molecule 40: 39S ribosomal protein .48, mitochondrial
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e Molecule 41: 39S ribosomal protein .49, mitochondrial
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e Molecule 42: 39S ribosomal protein L50, mitochondrial
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e Molecule 43: 39S ribosomal protein L51, mitochondrial
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e Molecule 44: 39S ribosomal protein 152, mitochondrial
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e Molecule 45: 39S ribosomal protein L53, mitochondrial
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e Molecule 46: 39S ribosomal protein 154, mitochondrial
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Chain 13: 17% 83%

e Molecule 47: 39S ribosomal protein L55, mitochondrial
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e Molecule 48: Ribosomal protein 63, mitochondrial
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e Molecule 49: Peptidyl-tRNA hydrolase ICT1, mitochondrial
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e Molecule 50: Growth arrest and DNA damage-inducible proteins-interacting protein 1
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. I
Chain ¢3: 56% . 42%
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e Molecule 51: 39S ribosomal protein S18a, mitochondrial
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e Molecule 52: 39S ribosomal protein S30, mitochondrial,39S ribosomal protein S30, mitochon-
drial,39S ribosomal protein S30, mitochondrial,m1.65
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e Molecule 52: 39S ribosomal protein S30, mitochondrial,39S ribosomal protein S30, mitochon-
drial,39S ribosomal protein S30, mitochondrial,mL65
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. I
Chain t3: 6% 94%
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e Molecule 53: Oxall
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e Molecule 54: 28S ribosomal protein S2, mitochondrial
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e Molecule 55: 28S ribosomal protein S24, mitochondrial
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e Molecule 56: 28S ribosomal protein S5, mitochondrial
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e Molecule 57: 288 ribosomal protein S6, mitochondrial
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e Molecule 58: 288 ribosomal protein S7, mitochondrial
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e Molecule 59: 288 ribosomal protein S9, mitochondrial
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e Molecule 60: 28S ribosomal protein S10, mitochondrial
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e Molecule 61: 28S ribosomal protein S11, mitochondrial
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e Molecule 62: 28S ribosomal protein S12, mitochondrial
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Chain J6: 77% . 22%
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e Molecule 63: 28S ribosomal protein S14, mitochondrial
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e Molecule 64: 28S ribosomal protein S15, mitochondrial
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e Molecule 65: 28S ribosomal protein S16, mitochondrial
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e Molecule 66: 28S ribosomal protein S17, mitochondrial
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e Molecule 67: 28S ribosomal protein S18b, mitochondrial
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e Molecule 68: 28S ribosomal protein S18c, mitochondrial
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e Molecule 69: 28S ribosomal protein S21, mitochondrial
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e Molecule 70: 28S ribosomal protein S22, mitochondrial
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e Molecule 71: 28S ribosomal protein S23, mitochondrial
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e Molecule 72: 28S ribosomal protein S25, mitochondrial
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e Molecule 73: 28S ribosomal protein S26, mitochondrial
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e Molecule 74: 28S ribosomal protein S27, mitochondrial
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e Molecule 75: 28S ribosomal protein S28, mitochondrial
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e Molecule 76: 28S ribosomal protein S29, mitochondrial
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e Molecule 77: 28S ribosomal protein S31, mitochondrial
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e Molecule 78: 28S ribosomal protein S33, mitochondrial
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