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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 (i) 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.dev132
MolProbity : 4-5-2 with Phenix2.0
Percentile statistics : 20250101.v01 (using entries in the PDB archive January 1st 2025)
EM percentile statistics : 202505.v01 (Using data in the EMDB archive up until May 2025)
MapQ : 1.9.13
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.49
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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 3.60 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 - 26
Ramachandran outliers NN | I 0.2%
Sidechain outliers NN 0.0%
RNA backbone I | D 32
Worse Better

0 Percentile relative to all structures

[I Percentile relative to all EM structures

Metric Model-Map Fit Percentile Ranks Value
Q-score NN 01 I (.37

Worse Better
I Percentile relative to all EM structures

I Percentile relative to EM structures of similar resolution

Metric ‘Whole archive EM structures Similar EM resolution
(#Entries) (#Entries) (#Entries, resolution range(A))
Clashscore 229148 23984 -
Ramachandran outliers 224038 23583 -
Sidechain outliers 223484 23102 -
RNA backbone 8273 3508 -
Q-score - 25397 12797 ( 3.10 - 4.10 )

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
84%
1 E1l 153 ? 39% 46%
5%
_
2 e2 3825 23% 54% 23%
3 h2 156 | S 61% T

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

Mol | Chain | Length Quality of chain
4 d2 120 . 23% 12%
5%
) p2 69 43% 57%
6 k2 131 = 58% 42%
5%
7 12 63 60% 38% N
8 m2 119 = 64% 36%
9 02 134 | ™ 5o 2% :
=
10 q2 147 56% 44%
19%
11 r2 75 48% 52%
12 £2 362 | L7 30%
13 u?2 107 - 65% 35%
14 v2 128 . 61% 39%
15 w2 199 . 67% 33%
16 X2 109 . 58% 42%
5%
17 y2 114 50% 50%
18 92 244 63% 37%
19 A2 122 = 64% 36%
7%
20 B2 102 70% 30%
21 C2 86 63% 37%
22 D2 50 = 50% 50%
23 E2 50 | ® o a2%
5%
24 F2 104 56% 43% .
25 G2 292 | " 527 7 :
26 H2 153 53% 47%
27 12 91 = 73% 27%
28 J2 125 | ™ o o

Continued on next page...
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Mol | Chain | Length Quality of chain
74%
29 K2 198 57% 43% .
30 | L2 102 |°" s o :
79%
31 M2 163 45% 48% P
32 R2 35 - 46% 54%
33 S2 187 . 63% 37%
9%
34 T2 201 53% 46% .
35 U2 225 . 56% 44%
9%
36 V2 241 66% 34%
37 | W2 190 |® So% 0%
38 X2 102 - 63% 37%
39 Y2 169 = 60% 40%
40 02 138 . 55% 45%
41 12 203 | wo o
42 22 135 | " o =
7%
43 32 180 — 62% 37% .
75%
44 42 217 34% 65% .
45 52 394 . 55% 44%
46 62 175 | & so 2% :
47 72 159 | ® so 30% T
48 82 99 . 46% 54%
22%
49 K3 1801 13% 53% 34%
49%
50 s3 43 53% 47%
51 13 94 . 64% 36%
23%
52 Q3 188 14% 19% 66%
74%
53 G3 153 52% 48% .

Continued on next page...

EMD-11590, 7TA01




Page 5 wwPDB EM Validation Summary Report EMD-11590, 7A01

Continued from previous page...

Mol | Chain | Length Quality of chain
52%
1 — n
54 G5 137 41% 58%
76%
I
55 a3 313 45% 55%
36%
. -
56 ad 136 48% 51%
1%
]
57 A3 127 41% 59%
1%
e
58 T3 141 48% 52%
52%
1y
59 U3 208 48% 52%
78%
1y
60 V3 213 45% 54%
35%
T
61 W3 218 52% 48%
62 X3 23 - 61% 39%
63%
e —
63 Y3 227 47% 53%
37%
. =
64 j3 262 42% 58%
2%
= -
65 Jb 129 46% 53%
74%
I
66 N3 191 49% 51%
57%
Iy
67 b3 237 52% 48%
70%
T —
68 B3 141 40% 60%
58%
Iy
69 3 64 53% 47%
79%
1y
70 F3 150 47% 53%
76%
1 e—
71 c3 206 31% 69%
59%
e —
72 C3 129 39% 61%
23%
I — "
73 d3 185 44% 55% .
79%
T =
74 D3 83 43% 55%
83%
N .
75 el 124 44% 53% -
54%
Ty -
76 E3 98 50% 49%
30%
e
77 H3 53 47% 53%

61%
78 H5 141 46% 53% .
Continued on next page...
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Continued from previous page...

Mol | Chain | Length Quality of chain
59%
T —
79 P3 189 43% 56%
78%
]
80 13 104 48% 52%
7%
==
81 15 126 52% 48%
1%
- ——
82 L3 83 57% 43%
81%
—
83 M3 75 37% 63%
2%
T —
R4 03 98 59% 41%
9%
85 a7 210 61% 38%
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2 Entry composition (i)

There are 86 unique types of molecules in this entry. The entry contains 224880 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 INTERNAL RIBOSOME ENTRY SITE.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
1 k1 153 3208 1443 529 1083 153 0 0
e Molecule 2 is a RNA chain called 28S RIBOSOMAL RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
2 e2 3825 81951 36501 14984 26650 3816 0 0
e Molecule 3 is a RNA chain called 5.8S RIBOSOMAL RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
3 h2 156 3314 1480 585 1094 155 0 0
e Molecule 4 is a RNA chain called 5S RIBOSOMAL RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
4 d2 120 2558 1141 456 842 119 0 0
e Molecule 5 is a protein called Uncharacterized protein.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
> | p2 69 568 364 103 100 1 0 0
e Molecule 6 is a protein called el.14.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
0 k2 131 979 618 184 172 5 0 0



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#entry_composition
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e Molecule 7 is a protein called Ribosomal protein L24.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 12 63 529 337 103 86 3 0 0
e Molecule 8 is a protein called Uncharacterized protein.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 m?2 119 976 624 183 168 1 0 0
e Molecule 9 is a protein called Ribosomal protein L26.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
) 02 134 1116 700 226 187 3 0 0
e Molecule 10 is a protein called ul.15.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
10 a2 147 1162 734 239 185 4 0 0
e Molecule 11 is a protein called 60S ribosomal protein L.29.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 r2 [E 610 378 130 99 3 0 0
e Molecule 12 is a protein called ul4.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
12 © 362 2884 1812 577 481 14 0 0
e Molecule 13 is a protein called eL31.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 u2 107 889 560 171 156 2 0 0

e Molecule 14 is a protein called eL.32.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
14 v2 128 1054 667 216 166 5 0 0

e Molecule 15 is a protein called 60S RIBOSOMAL PROTEIN UL13.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
15 w2 199 1630 1051 319 255 5 0 0

There are 2 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
w2 174 LEU ILE variant UNP G5B8P1
w2 194 ASP GLU variant UNP G5B8P1
e Molecule 16 is a protein called eL.33.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 X2 109 876 555 174 143 4 0 0
e Molecule 17 is a protein called eL.34.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
17 y2 114 907 566 187 148 6 0 0
e Molecule 18 is a protein called Uncharacterized protein.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 92 244 1869 1171 382 310 6 0 0
e Molecule 19 is a protein called uL29.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
19 | A2 122 1013 640 204 168 1 0 0

e Molecule 20 is a protein called 60S ribosomal protein L36.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
20 B2 102 831 520 176 130 5 0 0
e Molecule 21 is a protein called Ribosomal protein L37.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
20 2 86 706 434 155 112 5 0 0
e Molecule 22 is a protein called ribosomal protein eL.39.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
22 D2 50 444 281 98 64 1 0 0

e Molecule 23 is a protein called 60S RIBOSOMAL PROTEIN EL40.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
23 | B2 52 429 266 90 67 6 0 0
e Molecule 24 is a protein called el.42.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
24 k2 104 852 533 174 139 6 0 0
e Molecule 25 is a protein called 60S ribosomal protein L5.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 G2 292 2387 1509 437 427 14 0 0
e Molecule 26 is a protein called ul.22.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
26 H2 153 1243 777 241 216 9 0 0

e Molecule 27 is a protein called ribosomal protein el.43.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 12 N 708 445 136 120 7 0 0
e Molecule 28 is a protein called Uncharacterized protein.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
28 J2 125 1002 621 206 169 6 0 0
e Molecule 29 is a protein called 60S acidic ribosomal protein PO.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
29 | K2 198 1524 969 265 281 O 0 0

e Molecule 30 is a protein called Ribosomal protein L10 (Predicted).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
30 L2 102 834 527 161 137 9 0 0
e Molecule 31 is a protein called Uncharacterized protein.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
31 M2 156 1183 738 221 219 5 0 0

e Molecule 32 is a protein called Ribosomal L6e N domain-containing protein.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
32 R2 35 286 179 59 45 2 0 0

e Molecule 33 is a protein called 60S RIBOSOMAL PROTEIN EL18.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3| 82 187 1513 944 314 250 5 0 0

e Molecule 34 is a protein called 60S ribosomal protein L6.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
34 12 201 1614 1039 301 273 1 0 0

There are 2 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
T2 224 GLN LYS variant UNP G1SKF7
T2 231 LYS GLN variant UNP G1SKF7
e Molecule 35 is a protein called uL.30.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
35 U2 225 1875 1205 358 303 9 0 0
e Molecule 36 is a protein called 60S RIBOSOMAL PROTEIN ELS.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
36 V2 241 1932 1231 371 326 4 0 0
e Molecule 37 is a protein called Uncharacterized protein.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
37 W2 190 1517 954 284 273 6 0 0
e Molecule 38 is a protein called Ribosomal protein L10 (Predicted).
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
38 X2 102 822 524 158 136 4 0 0
e Molecule 39 is a protein called Ribosomal protein L11.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
39 Y2 169 1354 855 252 241 6 0 0

e Molecule 40 is a protein called Ribosomal protein L14.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
40 02 138 1138 727 221 183 7 0 0
e Molecule 41 is a protein called Ribosomal protein L15.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4l 12 203 1701 1072 359 266 4 0 0
e Molecule 42 is a protein called 60S ribosomal protein L27.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
42 22 135 1107 714 208 182 3 0 0

e Molecule 43 is a protein called 60S RIBOSOMAL PROTEIN EL19.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
43 32 180 1509 933 328 239 9 0 0
e Molecule 44 is a protein called Ribosomal protein.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
44 42 217 1744 1114 314 307 9 0 0
e Molecule 45 is a protein called uL3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
45 52 394 3173 2020 597 543 13 0 0

e Molecule 46 is a protein called 60S RIBOSOMAL PROTEIN EL20.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
46 62 175 1453 925 283 235 10 0 0

e Molecule 47 is a protein called eL.21.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
47 & 159 1298 823 252 217 6 0 0
e Molecule 48 is a protein called Ribosomal protein L22.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
48 82 9 809 518 141 148 2 0 0

There are 6 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
82 32 GLY ARG variant UNP GITSG1
82 36 ALA GLU variant UNP G1TSG1
82 39 PHE SER variant UNP G1TSG1
82 54 GLY ARG variant UNP G1TSG1
82 60 VAL ALA variant UNP G1TSG1
82 97 ARG HIS variant UNP GITSG1

e Molecule 49 is a RNA chain called 18S RIBOSOMAL RNA.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N @) P
49| K3 8011 ag400 17147 6888 12577 1797 0 0

e Molecule 50 is a protein called 40S RIBOSOMAL PROTEIN ES30.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o0 83 13 351 215 80 55 1 0 0
e Molecule 51 is a protein called Ribosomal protein L30.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o1 13 s 733 464 130 133 6 0 0
e Molecule 52 is a protein called 40S ribosomal protein S27a.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
52 Q3 63 527 336 99 86 6 0 0
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e Molecule 53 is a protein called Ribosomal protein S11.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o3 G3 153 1248 793 234 215 6 0 0
e Molecule 54 is a protein called ribosomal protein uS13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
54 G5 137 1140 714 231 194 1 0 0
e Molecule 55 is a protein called ribosomal protein RACK1.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
g a3 313 2437 1535 424 466 12 0 0
e Molecule 56 is a protein called Uncharacterized protein.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
56 as 136 1016 621 199 190 6 0 0
e Molecule 57 is a protein called ribosomal protein uS19.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
57 A3 127 1061 673 201 180 7 0 0
e Molecule 58 is a protein called Ribosomal protein S23.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o8 T3 141 1099 693 219 184 3 0 0

e Molecule 59 is a protein called 40S_SA C domain-containing protein.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
59 U3 208 1645 1046 289 302 8 0 0

e Molecule 60 is a protein called 40S ribosomal protein S3a.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
60 V3 213 1730 1098 309 309 14 0 0

e Molecule 61 is a protein called S5 DRBM domain-containing protein.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o w3 218 1691 1094 289 298 10 0 0
e Molecule 62 is a protein called 60s ribosomal protein 141.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
62 X3 23 223 134 61 26 2 0 0
e Molecule 63 is a protein called Ribosomal protein S3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
63 | Y3 227 1765 1124 317 316 8 0 0

e Molecule 64 is a protein called 40S ribosomal protein S4,40S ribosomal protein S4.

Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
64 33 262 2075 1324 384 358 9 0 0
e Molecule 65 is a protein called Ribosomal protein S1b5a.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
65 J5 129 1034 659 193 176 6 0 0
e Molecule 66 is a protein called Ribosomal protein S5.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
66 N3 191 1509 943 286 273 7 0 0

e Molecule 67 is a protein called 40S ribosomal protein S6.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
67 b3 237 1924 1200 387 330 7 0 0
e Molecule 68 is a protein called Uncharacterized protein.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
68 B3 141 1124 715 212 194 3 0 0
e Molecule 69 is a protein called ribosomal protein eS28.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
69 1 13 64 507 308 102 95 2 0 0
e Molecule 70 is a protein called ribosomal protein uS15.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
0 k3 150 1208 773 229 205 1 0 0
e Molecule 71 is a protein called 40S ribosomal protein S8.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
& c3 206 1687 1058 332 292 5 0 0

There is a discrepancy between the modelled and reference sequences:

Chain

Residue

Modelled

Actual

Comment

Reference

c3

47

ARG

GLY

variant

UNP G1TJW1

e Molecule 72 is a protein called Uncharacterized protein.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
E 3 129 1048 658 193 192 5 0 0

e Molecule 73 is a protein called Ribosomal protein S9 (Predicted).




Page 18 wwPDB EM Validation Summary Report EMD-11590, 7A01
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3 d3 185 1526 969 306 249 2 0 0

e Molecule 74 is a protein called 40S RIBOSOMAL PROTEIN ES21.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
& D3 83 631 387 118 121 5 0 0

There are 5 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
D3 3 SER ASN variant UNP A0OA1Z5KTU7
D3 4 ASN ASP variant UNP A0A1Z5KTU7
D3 33 PRO GLN variant UNP A0A1Z5KTU7
D3 50 SER PHE variant UNP A0OA1Z5KTU7
D3 76 HIS ASP variant UNP A0OA1Z5KTU7

e Molecule 75 is a protein called 40S ribosomal protein S12.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
[E o3 124 958 600 170 179 9 0 0

e Molecule 76 is a protein called S10_plectin domain-containing protein.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
76 k3 % 828 539 148 135 6 0 0
e Molecule 77 is a protein called ribosomal protein uS14.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
v H3 53 445 278 90 T2 5 0 0
e Molecule 78 is a protein called Uncharacterized protein.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 H5 141 1113 701 213 196 3 0 0
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e Molecule 79 is a protein called 40S RIBOSOMAL PROTEIN EST7.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
& b3 189 1522 969 280 272 1 0 0

e Molecule 80 is a protein called Ribosomal S10 domain-containing protein.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
80 13 104 822 514 156 148 4 0 0
e Molecule 81 is a protein called 40S ribosomal protein S24.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
81 I5 126 1024 646 200 173 5 0 0
e Molecule 82 is a protein called 40S ribosomal protein S27.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
82 L3 83 651 408 121 115 7 0 0
e Molecule 83 is a protein called ribosomal protein eS25.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
83 | M3 7 509 382 111 105 1 0 0

e Molecule 84 is a protein called 40S RIBOSOMAL PROTEIN ES26.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
84 03 %8 782 486 161 130 5 0 0
e Molecule 85 is a protein called 60S ribosomal protein L13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 al 210 1702 1065 354 279 4 0 0

There are 9 discrepancies between the modelled and reference sequences:
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Chain | Residue | Modelled | Actual | Comment Reference
a7 47 ALA - insertion | UNP G1TPVO
a7 48 PRO - insertion | UNP GI1TPVO0
a7 49 ARG - insertion | UNP GI1TPVO0
a7 50 PRO - insertion | UNP G1TPVO0
a7 51 ALA - insertion | UNP G1TPVO
a7 52 ALA - insertion | UNP G1TPVO
a7 53 GLY - insertion | UNP G1TPVO
a7 54 PRO - insertion | UNP G1TPVO
a7 55 ILE - insertion | UNP GI1TPVO0

e Molecule 86 is ZINC ION (CCD ID:

ZN) (formula: Zn).

Mol | Chain | Residues Atoms AltConf

36 oy 1 Total Zn 0
1 1

36 o 1 Total Zn 0
1 1

36 79 1 Total Zn 0
1 1

36 o 1 Total Zn 0
1 1

36 H3 1 Total Zn 0
1 1

86 | 03 1 Toltal Zln 0
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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 and
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
and red = 3 or more. 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
outlier are shown as a green connector. Residues present in the sample, but not in the model, are
shown in grey.

e Molecule 1: INTERNAL RIBOSOME ENTRY SITE

84%
. I
Chain E1: 15% 39% 46%

OO PPPPPPPPPPPP PP & VPPV PPPPY V90999 Y 9909999999 2909990

G6336

.-w- I.IOI Hﬁll

COPPPPPPPPPPP0P00000OO oo

QD COPPPPPPO VPP PPPPO 9909909909090 9900 29090

U6382
V6394
U6396
46397

> S A 4 e MR L S o o a2 o B 2 2 2 & 4

e Molecule 2: 28S RIBOSOMAL RNA

5%

U6398
G6399
A6400

. _
Chain e2: 23% 54% 23%

C14

0
-
<

G16
A17

M w0 N~
OV o
n
©
<I

)
—
(&

ce7

U68
A73
A76
€80
U82

c83 U20

Us6 €23

A7 G24

o c26

€92 [ |

G29

€30

U31

A34

U35

U36

U37

A38

G40

ca1

U43

Ada

U4s

U46

A47

G48

U49

€50

A51

G52

G54

A56

G57

A61

A62

G63

C131
G132
C141
G145
G146
A147

A307


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

EMD-11590, 7A01

wwPDB EM Validation Summary Report

Page 22

€0%D

66€D

L6€D

(444
wvd
(0174708

SEVY

EEPVY
cEPN
TEVD

sTvn
vevn
€TVD
(440}

1548

9170

TT%D

80%Y
pAA

vovn

0%90

0 9€99

SE9D
veon

i’

¥2s0
€250

1290
028D

819D
L19D

3

2180

S0SD

€090
2090

00.LD

€160
c16d
1160
016D

9060

8€LD

9€LD
SGELD

fie

8zT.Ln
LTLO

STLD
¥TLO

S0.LD

€169

vren

860TD

26019
T60TD
060D

|

9801D
801D
801D
€80T0
28010

080TD
6L0TD

9L0TD

7L0TD

TLOTD
TLOTD
0,071
690T1D
890TD
901D
990TD

0 €90T0
z901H

0 09010
¢ om0
0 859010
0 25010

$[==0mT]

S5010
0 $S0TD

0 €590TD

S0CTH
%0210

20TT1D

6611
86TTD

@ SO S0

96T1D
S6TTD
76110
€61T0
(4315 %]

68TTD
88110

98110
S8TT1D
v8TIV
€8T1D
[4:19%)
18710

8LT1D
LL1T0

YL11D

TLTTD

0LTTD
69TTD

S9TTD
¥911D
€911
29T1D
911D

a2 24

0 0TT1D

0 60T1D

SEEN

0 L0TTD

€0TTD

0 TOTTD

00TTA
66070

9921H
S§92TD

€9CTV

09219
65CTD

vScTv

[4:{q )
TSCTO

8¥%¢1d
Lyein
9¥%C1d

i4z4a9)
€¥CTID

LETTD

SETTD
veTTD

0 0€TTN
62210

0 12TTD

¢
¢

11445
0zZTd

8121D
L121D

v1210
€12TD
[434%)

60210

L0210

8CETH
LTETD

€TETY
TTETY

0ozeTNn
6TETN

9TETD
STETO

60€TD
80ETD

SO0ETD
%0€TD

00€TD
662TD
86CTD
L6210

€621
26210
16219

88CTH
L8TTH
98210

%8210

18219

8.C1D
L.T1D

€LTTD

TL21D
0L2TY
69CTD

C6ETY

88ETV
L8ETV

€8€TD

08€TD

LLETD

ELETY
CTLETY

89€TV

99€TD

>

€9€TD
C9ETH
T9ETD
09€TD

8SETD
LSETD
95€TN
SSETD

0S€ETD
6YETD
8¥ETN
LYETD
9¥€TD
SYETV
YYETD

CYeETY
TvETN

8EETH
LEETY
9€ETH
SEETD
veetv
EEETY
CEETD
TEETD
0EETY

TS71D
0S%1D
6%71D
8¥¥1D
LYP1D
9Y¥1D

4445
EVPIV
[444%)
T¥710

LEVTD
9EVTD

EEVTIV
{45745

0E€7TD

8Tv1IN
LTVTIY
9TY1D

4445

[444%)
134745

:154%)
LIV

4540

(4545
12545
(54501

80%TD
LOPTD

S0%1D
v0%1D

[y
TOVTO
00%1D

LBETY

S6ETN

12810
0ZST1D
6TSTD

STSTV

CI8TD
TISTN
0TSTD
60STD
80STY
LOSTD
90STD
S0STO
70S1D

00STV
66710
86%TD

S6%TD
76710

(4545

1871
98% 1D

871D
€8¥%10

8.L¥%10
€L%TN
CLYTD
TL%T0
89%1D

S971D

€910
COVTIY
T971D

6SVTV
8S¥%10

SSPID
¥Sv10
€5%TD

L6STD

%6310
€6STYV
26STH
T6STN

68910
88S1N

CSSTH

675TD
8¥S1D

97510
S7STD

T%ST0

LESTV
9€STN
SESTD

€ESTV
CESTH
TESTA

8TSTN
LTSTY
92STH
SeSTV

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-11590, 7A01

wwPDB EM Validation Summary Report

Page 23

T99TD
09910

85919
L5919

GS9TD

€591V

67910
8%91D
L7910
V9TV
S%91D
v¥91D
EVOTV

0%91D

8E9TY
LEITY
9€9TN
SEITD
YEITY

CTEITY

6291D

12910
9291
S29TD

i
L

cTotTn
1291V
091N

81919
L1919

ST9TD

809TD

F

7091
€091D

TO9TV
0091V
66STV

6CLTY
82.LTN
LglLin
9T.L1INn
STLIN

€TLIY

12L1D
0TL1D

8TLID
LTLTD

60LTD
80LT1D

e & & oo

90LTY
S0L1D
0 $OLTO

0 6691V

1z

S691N

£6970
26910

889TD

18910

7891V

1891
089TD

%L910
€L910

0L91D
6991V
899TV

€99T0
29910

S6LTV
Y6LTV
€6LTV
T6.LTIN

06.10

L8LTY

G8LID
¥8L1In

LLLTD

SLLTY
YLLID
€LLT0

0 TLLI0

LOLTY

i

T9LTD
0941D
6SGLTD
8G.LTD
LS.10

GSLTID

6VLIY

SPLTD
vrLI0
EVLIV
TYLIV
TvLTD
0%L1D
B6ELTD
8ELTV
LELTY

YELTD
€ELTD
CTELTD
TELTD

€98TD

95810
GS8TD
€98TD
2S8TD

08819
6781V
8¥%81n
L%81D
9%81D
S%81D
vy81Nn

€%81D

T¥81D

TE8TH

6281D
8¢81D

€18TN0

0181D

8081

2081V
T08TV

66LTD

L6L1D

0€6TD
62610

LT6TD
9z610

vZ61D

¢161D

9061V
S06TN
70610
868TD

9681V

78610

CTL6TD

S96TD

09619

8961N

95610

%5610
€56T0

6v6TNn
8¥61N

9v6TN
SY6TD

1443334
76TV

8E6TY

SE6TO

€E6TY
CEBTD

63902D

£€5020

< o o

TS502H

Lv02n

10Ty
00TV
6€0CY
8€0CH

7€02D

(4304 4

8T0TY
1,202

SToTY

€202

-

T20zd
0202H
61020
81020

>

1102V

8002V
0020
90029
50020

A2 2 2 2 4

200TH

L66TYV

S66T0
76610

6112

[43143)

L0729
90720
S0T2HD
votTey
€012
2012
T0TZH
00T2D
6602V
86029
L6029

7602V

>

68020

9802D

78029

28020

08020

6,020
8.L02D
LL02D

SL029D

€L02D

L9020

19020
09020

¥622D

€822
[4:144

0822ZH

69220

L9zen

¢

€922V

1922
6922

0 18220

65€Tn
85€TH
LS€TD

v5eed
€9€een

vvecn

€veTd
cveTd
TveETY

6EETH

F

TEETD

F

LTETD

S2eed
¥eeTd
€2TETD
2TeTd
T2eed
0zeed
6T€TO

[45741

(4741

61720
1215441

15443

14579
€1ven
[as74/
T1%20

80%2n

90%2D
S0%ZH

€0vey
[4V4

00%2D
66€CH

96€TY

€6€2D
C6ETI

06€2D
68€TY

€8€TD
[4:%41)

08€2H

8LETH
LLETD

T052D
00szn

L

96%2D
S6v2n

€6¥2D
26%2D

06%2n

88%2D

£€8%¢H

08¥2D
6.%CD

LLyey
9.¥2d
VA7 43)
i 2A74)
€LVTY
[2h74
TL%CD

69%2D
89%2Nn

S9%2D
v9%¢d

29ved
T9%2H
09vey
6S¥2D

¢sved
15174/

8¥¥ZH
Lyven
9%¥2d

vvven
evved
(4474

Tvved

8EVTY

YEVCD

3
3

19520

6552H

LGSTH

€992V
NJmNU
6%92D
8¥%520
L¥STH
9%5TH

0 514

992D
0%92D
6€92D

LESTY
9€STY
SESTH

€€STO

T€820
0€szN

825ZH

92492
ggsen
yesen
€292
2TSed
|14°14]
02STo
6152Nn

9152H

%1520

(45144

01S2D
60520
8052n
L0Sey

0 $09TD
£0529

9z9zn
Sgozn
¥292d
€292V
2T9TH
1292V

8T9ZD
L1929
91920

%1920

192D
1192V
0T192H
6092H
8092H
L0920

R LDWIDE

S092H
%0920
€0920
2092H
1092V
0092V
6652

L6G2D
96529
96592

06529

thN<
%852
€8520
28Sey
1852V
0852n

8.82H
LLS82D

§.592n
¥.92D
€L82Y

0.s2n
6952D
89520
L952H
9952H
S95Cv

O

PROTEIN DATA BANK

W



EMD-11590, 7TA01

wwPDB EM Validation Summary Report

Page 24

2692n
16920
06920
68920

18920

§892D
78920

2892H
18929
0892

8.L9¢V
L192D

SGL92D

¢L9Td
T.,92D

19920
9992Nn

992D
£992D
2992
T99zn
0992V

L5929

[a214
92y
0%92D

8€9TD
€920
9€92n
S€92n
7€92D
€€920

Tegzn

95.2D
isvka |
752D
€5.2D
¢§Led
TS.L2D
05429
6%.2D
8%.2D
Ly.20

a2k
gLy

ov.Lzn
6€L2D
8€LTD

9€.LTD
S€LTD

T€L2D
ogLen
62.L2D
8z.Len
12L20
9¢LTd
seLey
j£2%4))

2TLeTd

6T.2D

L1.TD
9T.2D
ST.TD

€T.L2D
[49k43)
TT.L2D

90429

v0.L2D
€0.L2D
20.2D
T0Lzn
00429

7692

T€8ZD

62820

1,T82H
9z8en
ST8TY

2c8eH

L1820
91829
S182Y
182D
€182V
(444

80829

I

70820
€082n

00829

S6.2V
¥6.2D
€6.2D

06,20

88.2Nn

S§8.T0
¥8.20
€8.LCY
c¢8len
182D
08.20
6.L.20

L

€LL2D

99.2V

v9.LTV

19.20

65.2D

00620

L682H

v68cv
£682N
26820

6882D
888ZD

9882V
882D

6,82V
8.8¢H
1.82H

§.820

7.8V

6982N
8982H

99820

T#82H

SE8TY

€€8TY
[43%:14 4

TL9ED

899€D
L99€D

S99€D
799€D
E99EY

T99€D
099€D
6399€D

L

8V9EY
LY9EY
9Y9eV

6€£9€N
8€9€ED

+

009€D
66SEV

8TLEY
LTLEY
9TLEY

YCLEV

0TLED

LTLEY

sT.en
YTLED
€TLEN

60.LEN
804€D
L0Len
90L€D
S0.LED
v0.LeN
€0L€D
COLEY

00LED

869€D
L69€N
969€D

v69€n
€69€N

069€N

L89EV
989€D
989€D
789€D

089€N

vL9€D

89.€N

99LEV

v9.Len
€9.LEV

6SGLEY

LSLED

TLBEV
on“mo
998€0
S98€Y
vw“wo
TO8EV
098€Y

8G8€D

988€EY
§998€D
¥398€D
£398€N
TS8EY
T98€en
058€0
6¥8EY
8¥8en

Cwen ¢

€T6€D
zreen
T16€D
0T6€0
606€0

L06ED
906€Y

€06EY
206EY

006€D
668€D

S68€D
v68eV
£68€0

L 2 2 2R 2 2 2 2 2

S.8€D
¥.8€D
€.8€D
TL8EY

© © PO PPO V000000000

v.6€D

0 $96€N

SR
296€V
T96€D

656EN

156€EN
996€D
S96€D
Y36EV

TS6€D
0s6en

ii\
COPPPPPPPPP 0000 OOOOOS

8%6€D

9%6€D

7¥6€D
EV6EV
cveev
Tv6€D
oveen

LEBED
9E6EY

S¥07D

i

€¥07D
2vovd

L 4

r e s s s a s oo sl 2 2 2 24

¢107D
TT07D
01070

S007D

200%D

STT%D

€TTYN
[a357]

60THD

LOT¥D
901D

¢

¢

€0T¥D
[4057)

001D

8607V

960%0

26070
T60%D
060%D
680%D

180%D

780%D

280%D
T80%D
080%0

8.L0%0
LLOVY

TL070
0L0%0

89070
L9070
99070

0 9070

¢
¢

¢

130%D
950%Y
0 35070

¥81%D
€8T%D

08T%D

8LIFY
LLTHD

SLT9D
vL190

99T%D
S9T¥D
Y91¥D

L

8ST¥D

9ST¥D

R LDWIDE

75190
€ST¥D
(41570

Ly19D
Eidae)

(4454
13452
(A5
6ETTD
8ET¥D
LETYD

CETYD
TETHD
0ETHD

T21%D

0zT7n
(1357

[act4 7]
152V

6¥C7D

LyTHD
40
SYTvd
Yyerv

(%7470
6ETYY
8ETYD
LETYO

SETYD
2441

(44471
T€THD
0€THD
627N

Legevn
92TYD
STTYD
veevv

812N

45441

T1Z%0
(2470
602D

L0Z¥0

0 86T%D
L6T%D
96T%D
S6THD

14154

88T¥N
L8T¥D
98TYVY
S8TYD

O

PROTEIN DATA BANK

W



EMD-11590, 7TA01

wwPDB EM Validation Summary Report

Page 25

i
L

LTEVD

STEVY

T92¢¥%D
09zvn
[Sstar)
85TV
LSTYY
95TV

26EVD

06EVY
68EVD

LBEVD
98EYD
S8ETVY

L

18€%Y
08ETY

ELEVD
cLEYN
TLEVD

69EVY
89€7D

Y9EYD

CT9ERY
T9E70

63E7N
8SGETN
LSEVD
9SEYD

L

[4sto370}
TSEVN

ovETN
SYEVD
vvevn
evevN
TYeEYD

3

8EEFD
LEEVD

veevn
EEEVD
CTEEVD
TEEVD

TLY90

LOVHY
99%%D

£9%7N
29%¥0
T9%%D
09%vn
6SvvNn
8G%¥0

095%0
6GSVY
85S7N

0GS¥D

L99%0
999%D
S99VY
i2Eial

¥99%0
£99%D

3

679%D

9vovn

£79%D

L

6E9YD
8E9YN

9€97N
SEOVY
ve9vn
£e9%D
ce9vn
TE9%D
0€9%D
62970
8297N

9T9VY

€29¥D
(444 )
129%D

61970
8T9%D

|

709%D
€09%0
[docia )
T09%0

8¢T.LyN
LTLYY
9CTLYD

YTLYY

2TLYD

TOLYY

L6970

88970

989%D
S897N
7897V
£897N
897N
1897V
089%D

9.9%D
SL9vn
¥.,9%D

6997V

Yo8¥n
£98%D
298%D
T198%D

65870
85870
LG8YY

£48%0
LLLTD

SLLYD
YLL9D
€LLYD

69.%D
89.¥D
L9.%D
99.%0

11697V

6067V
806%D

906%0
S06%0

[4VA-1)
TSL¥D
0S.¥D
67.%0
8v.vn
VAZA %]
9Y.L¥D
SYLYD

EV.L¥D
TyLyD
T%.%0

6€L%D
8EL¥D
LELYD
9ELYD
SELYD

€ELVD

TE€LYD

T88%N

S.8%D

T.8%D
0.8%D
698%0
898%D
L98%D
998%0
S98%0

06670

88670
L86%D
986%D

L

2867V

08670

LL6TY

SL67D
v.L6%D
£L670
TLe70
TL6TY
0L6%D
69670
8967V

9967V

S9670

65670

9567V
G567V
75670
€567D

TS6%D

676%D

[445¢)

6€6%D

9€6¥%D
SE67D

€E6VD

T€6%D

62670

L2679

8G0SY
LS50S0

SG0SD

€30S0
25090
19080

87038V
L%0SD

S709D
¥P0osv
£70SY

6€0SN
8E0SY
LEOSN

€€09D
€050

0€080n

2T0sn

LT0SD
9T0SY
ST0SD
¥T0SV

105D
TTOSY
0T0SN
6005D
800S0

50099
%0030
£00S0
200sn

6667D
86670
L66%D
966%0

£667D
26670

69080
89059

990SN

%9050
€90SD
290SD

.

5.85S RIBOSOMAL RNA

e Molecule 3

21%

61%

18%

Chain h2

110
01D

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-11590, 7TA01

wwPDB EM Validation Summary Report

Page 26

011N

S0TO
70TV

—
)
<

06D

88V

< <

<&
IN
©

<

5S RIBOSOMAL RNA

e Molecule 4

12%

64%

23%

Chain d2

€90
zon
199
099
69D

PAsi)
98D
SSV
eV

oSV
(5414
8¥d
L%D
i)
svn
a7l
£7n
(444

ovn
6€0
8€N
LED

vED

€D

62D
82D
pxai)
920

T2
ozn
61D

9TV

0
—
O

ey
cm
1244

60
89

90
SY
70

61710
811D
LTTD
911D
STTV

€119

1110

690
890
19D

n

Uncharacterized prote

e Molecule 5

6%

57%

43%

Chain p2

-
894

L9Y%
99A

L 2 4

2¢9d
T9d
091
6GS

991

ovd

gex

acs
e

o
2
IQI

114
914

elL14

e Molecule 6

42%

58%

Chain k2

~ oW N~
9 0 0 0
[ < =

()
S
=

3
&

©
<
£

0 OO N <
m M S <
M HH® > o

LET
9EN

€E€D

oed
62V

Ribosomal prote

LZN

€TH
{44\

0z1
61D

911
STY
v14

SETN

€T

0Z1d

ST1S
711D

CITH
60T
LOTN
[4ua

TOTN
00ta

o3
o)
2]

L6A
961

¥6A

z6a

e Molecule 7

064

L24

11

38%

60%

5%
L

Chain 12

L5200

w1
ovd

Led

eV

oed

2}
N
IIIh

Uncharacterized prote

LA

el
e

0ocy
919
S1d
428

TTA

[}
(7]

< © N~
] O n

e Molecule 8

<>
£

-
=

1n

36%

64%

Chain m?2

1211

GTIN

€eTd
(4454

6TTI

LITA

STTY

ETTA

TTT0

60TI

901X
SOTN

00TA
661

~
o
=

w ©
D 0
I[—'.—'l

€6N

€81

181

6.4

TLT

o
~
X

894

SOV
798

{418

R LDWIDE

w_ 0

PROTEIN DATA BANK



EMD-11590, 7TA01

wwPDB EM Validation Summary Report

Page 27

6%TA

15444
0711
6ETY

LETA

e Molecule 9

SETA
YETA

62Td

Ribosomal protein L26

41%

58%

Chain 02

T0Td

8TH
114

ul15

e Molecule 10

44%

56%

Chain q2

981

S9Y

67H
8¥A
LYY
9va

OVH
ey
8CH
9z
SCH
j£0)
j14:
6TH
81D
LTH
9TS

[4x:!

& - w-m-
A ~ ~ ~

EVIV

8ETA
LETI
9€TA
SETT
veETT

CETY
TETH
0€TS

60S ribosomal protein L29

19%

8¢Td

€CTI

STID

68N

e Molecule 11

52%

48%

Chain r2

3

0 69V

99V
SOW
YoV
€93

09N
63V
8sb
LSH
99

0 393

%91
€90
{4’y

e
g

0SN

gt

ogd

8¢y

- 4
N M
N N
B

L 4
=3
&

©
=
=

3]
—
o

)
=

i

© N~
=

ul4

e Molecule 12

39%

61%

Chain t2

z6d
Tev
06D
984

084

8.4

iZA4

T4

164

so0ed
voev

00€Y

8621

v6TH

0628

882a

8T

T8CH
T8N

6.2

LLTK

9921

8TCA
121

60CA

S0TY
70Ty

T02H

66TY

0 €9ed

09€Y

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe



EMD-11590, 7TA01

wwPDB EM Validation Summary Report

Page 28

el31

e Molecule 13

35%

65%

Chain u2

3

L1711

80TA

90TA

YOTL

2oT1
TOTH

86S

964
sed

8vd
L9
i
i

[re)
N
I>-

@
&
o

-
a

6TTL

el.32

e Molecule 14

39%

61%

Chain v2

674
8%d
Lvd
ovd

vy

(5]
64

L&)

1€1

6CA

Lcd
9za
S¢S

{44

614
8T

745’1
E€TA
[43%

et
71
eV

o

60S RIBOSOMAL PROTEIN UL13

e Molecule 15

33%

67%

Chain w2

0TTd

80TI
L0TD

Y0TA

(4%

9.d

894

E€ON
{41

Lv4

1

€6TL
C26Td

0618
6811

98714

6LT4

SLTH
YLTT

69TH
89TA
LOTH
99TI
€91

19T
0974

LSTd
9ST1

CSTA

8V

8ETT

9ETV

e€eTyd

0eTH

6211

8214

9CTA

8TTN

I

T11d

eL33

e Molecule 16

42%

58%

o
NN
I"'J:':I

Chain x2

12zd

674

914
STH
42
114

81

M

14!

A & 2 4

50%

50%

el.34

©
O
o
>
6%

e Molecule 17
Chain y2:

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe



EMD-11590, 7TA01

wwPDB EM Validation Summary Report

Page 29

ST

0 j231]

TTTV
0TTh

L0TT
TOTX

664
864
L6I

S6d
eV

0 £64

(48
T6I
064

=D

L8A
980

e Molecule 18: Uncharacterized protein

37%

63%

Chain 92:

STA

TTTL

6073

LOTW

YOTA

TOTA
00TN

861

vev
£6%

v¥ed
AN
{4748

8€CI

9€TH

veTn
€E€TY

praas

eced
Teen

8TCH

€12D

1124

60CH

e Molecule 19: ulL29

L0TA
902d

€0TV
coTh

36%

64%

.

Chain A2:

$OTL ¢
| —
0014 €61
¢ | zes
16S
96N [ |
0 561 mmx
764
£64 mwa
z64 o
1 X 193
694 S
=
Loen [ ves |
o8y con
agd i
Iqu 091
i mmu
08d
=
e Rz
v 19Y
e 094
e 69
|
gLk o1
o e
wa e 9y
o |
Wmu — 8e)
Z9N = [ |
.= o
i z BN yEL
mm> S IS €T
3 3 o
=8 — oey
1 s e
m§ g 8y
71 % gy
9zH
! 2
5y =
; 7 o oo
(4 wn
1 mEEm O P
121 p © .
| TZTA RSN 12
811 0ZTV (=R ¢
ﬂg mm§ “ M
[} ..
| 9111 = ] ¢
m:* a11d 5) m ¢
P2 T e
L4 [435% o =
| 1114 M o] 8y
¢ = -
e 073 ° O

e Molecule 21: Ribosomal protein L37

63%

Chain C2:

67M
8N

e Molecule 22: ribosomal protein eL.39

50%

50%

Chain D2:

D E

L DWI

SPDB

PROTEIN DATA BANK

W



EMD-11590, 7TA01

wwPDB EM Validation Summary Report

Page 30

¢

191

(072’8

8EN

9gd
SEI

€EN

60S RIBOSOMAL PROTEIN EL40

e Molecule 23

42%

58%

Chain E2

LTTA

ST

[44x°

0ZIN

el42

e Molecule 24

5%

43%

56%

Chain F2

88D

S81

E€CTA

TCH
0zd
610

STD

X8
Sd
A
EN
[4

0 S0Th

007X
664

76D

683

60S ribosomal protein L5

e Molecule 25

47%

52%

Chain G2

Y9I

ova

€€H

44
€2H

14!
0cd
(G158
STH
(49

84

A
€4

€81

¥92x

0B

T92A
09zd
6G2H
96Ty
€GCA
LyCI
SETN

TETA

62CN

Leel
9CTA
szeh
¥ees
€eed
Tzed
61CA

(4241
1121

80T
L0TK

€02N
zozh

LBTH
96TH
S6TH
0674
€8TX
08T4
6.LTH
8LTH
LLTL
SLTH
TLTT
891d
99TV

€971

892H

99ZM

ul22

e Molecule 26

47%

53%

Chain H2

TSA

o
<I‘
—

< ©
< N3
< 54

[T
[ IS
SmHm

~
[l
£

o e
IIcn o
< =

-
™
1]

B2

8CN

oA
STO

ribosomal protein el.43

e Molecule 27

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-11590, 7TA01

wwPDB EM Validation Summary Report

Page 31

27%

73%

Chain 12:

621

L2A

61D

e Molecule 28: Uncharacterized protein

L14

42%

58%

Chain J2: =

68L

184

€8N
281

8LA
LLK
9.8
SLL

(5}
1.4

0671

e Molecule 29: 60S acidic ribosomal protein PO

43%

74%

57%

Chain K2:

6Td

< © N~ ©
- - - o
F MoH H

PO VOO PPPPOOGO & o0 o

Q
~

sa

TETD
0ETT
621D

COOPPPPP P99 PP P90V PPV PPO 9999999999999 299999990990 o 9o

0zTa

[A9%8
TV

SOTN

2011
TOTW

664
861
L6d

POO PP PPPPPPPPP0 & 9909009090909 900%%0%090

1610

061D
68TI

08TI
6LIN
8L11
LLTH

9LIN
SLTT

YLTT
€LTL

—
~
—
(=]

< 1w © [}
0 W o ©
1 —
H A ®n =

CSTI
TSTL
081D
67Td

YPIL

h
F‘I
i=3
I
A

e Molecule 30: Ribosomal protein L10 (Predicted)

36%

63%

Chain L2:

e Molecule 31: Uncharacterized protein

48%

79%

45%

Chain M2:

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-11590, 7TA01

wwPDB EM Validation Summary Report

Page 32

8GI
PASES
961
999
252!

a2 o 4 & 4

©
F

=
& &
x>

N <
™ el
H [

COOPPPPOPPO POPPP & VP90 VP99V PVP9P999999090 2909090 2999909990900
g:
B

o
I
A

62y
821
LTy

{44\
1ca
0zd

Ld
9a

COOPPPPPPPPPG PP PPPP 9090999909909 2009090

ed
[4:4

61TH

L1748

L07Q
9014

[\
xa
~

S$81

COPPPSO 00O & o o
S
=

28I
181
081
6LV
8.8
LLY

o N wn
= ~ ~
=3 == o

194

590

€9L
291

> &
o
=]

ST
€8Ta

CSTI

e Molecule 32: Ribosomal L6e N domain-containin

g protein

54%

46%

o

Chain R2:

¢Ld

o o

8934
194

S9&
791

(421

6SGA
8SIW

SSH

€94
[4:t:!

8%y

EVN
cvd

o¥d
6€H
8€d

e Molecule 33: 60S RIBOSOMAL PROTEIN EL18

37%

63%

Chain S2:

T8A

6LL

9.4
S.4

cL1

OLKW
6934

99N
S99

€91

197

[4:F:

01
7814
€81S

8.LT4

SL74
vL14

6918

631d
8STL

¢STd
(4741
0%1S

8€ETT
LETA

SETD

T€Td

vZra

1211

6114
811D

STTH
1118
0TTH
60TV
voTd
1010

00TA
663

e Molecule 34: 60S ribosomal protein L6

46%

53%

9%

Chain T2:

6821
88¢)1
L8CH
98¢d
98T

28N
182l

LLZA

€LTA

TL2d

¥9T1

¥Sen

0Sey

SYCI

vvea
€¥CA

e Molecule 35: uL30

44%

56%

Chain U2:

|
80TT
L0TA

€0TX

L61

€64
261
T6A
064

D E

L DWI

SPDB

PROTEIN DATA BANK

W



EMD-11590, 7TA01

wwPDB EM Validation Summary Report

Page 33

cozd

96TA
S6TL
Y6TA

c6et1d
T6TH
06TI

814
98TH
81D
7811
€811
Z8TIN
15:19%
9LTd
PLTI
TLIN
89TT
9911
S9TH
9T
1971
CSTT
1813
0STN
911

EVIA

© o N M S w0 el
NE® @ o Mo oo
B R | R i e
X ZEAeA> =

¥Zr1

611D
8TIN

STTD
2%
€TTT
(494!

eizalt
Eia
444"
e€vCI
0%ZN
8ezh
SETH

Teea
0€TH

8¢cd
Lg2A

veelL
€eelL
(4495
6TCH

¥ies

602d
80CM

60S RIBOSOMAL PROTEIN ELS8

e Molecule 36

34%

66%

9%

Chain V2

€11y
[4314]
TTTY
07X
60T

L0TX
90TL

€61

161

994

€ed
ced

0 9z)

L12)

G121

€12
(4158

602s

Y024

20T

0021

86TL
L6TH
9674

Y6TA

2674

0611

88TV
L8TX

S8TY

2810
T8TA

9€TT

¢

Q
R
1n

Yoy

a2 2 2 & 2

[4:a!

o374
(4448

LETM

Uncharacterized prote

SETH

(434S

622H

i

e Molecule 37

9CTA

veTl

1344

61CA

00Ty

41%
~ oo o
~N~E®
(S =

S99

2SI

0 TSH

59%

g LTA

Chain W2
|

86TA
L6TL

S6TY
7614

TBTA

06TI

1811
98T4d

Ribosomal protein L10 (Predicted)

e Molecule 38

37%

63%

Chain X2

4549

212l

0 112V

(%4
60CM

Loza
9021

%02d

861X

Ribosomal protein L11

e Molecule 39

40%

60%

.

Chain Y2

€64
(4N

064

291

LSA
9GL

AL
€39V

054

€%

SEY

€€T

Tea

8zd

9TA

€N

021

8TH

€Td
(4571

OTN

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe



EMD-11590, 7TA01

wwPDB EM Validation Summary Report

Page 34

i

SLTT

€L1I
TLID

0LTX
69T

2970

€CTI

i

Ribosomal protein L14

1214

6TTA

STTT
711

CITH
T11d

90TH

e Molecule 40

7OIN

00TSs

45%

55%

Chain 02

65a
8SL
181
9Sb

[4:F:§

0SKW

8vh

v
EvL

€eb

Ribosomal protein L15

e Molecule 41

40%

60%

Chain 12

S8A

S94

92d

44

[4a
Ted
0zH

8TA

ST0
42!

(4!
TN

63

128

€674
TeTM

78TI

cL1Y

9918
S9TL

0973
6STY

€STA

0STM

9¥1d

7ETT

CETA
TeETd
0€TA

8CTA
LTTA

4

e€erd

LTIN
9111
STTA

0710
60TH
8074

90TV

vo1a

00TS

861
168
964

764

(48
160
06N
68A

L8H

y0cd

202y

0021

8671
L6TL

e Molecule 42

S6TH

60S ribosomal protein L27

50%

50%

Chain 22

€81
28d
T8N

8.LN
LLK
9LN

TL4
L9%

998
594

<
©
x

8EA

j1q%:

L1

60S RIBOSOMAL PROTEIN EL19

e Molecule 43

37%

62%

7%

Chain 32

68N

© )
€0 Q
II:= II‘:

s o 4

671

SYI

54728

15728

6D

LES

©
)
=

€4

62l
8cd

Sea

E€CH

0z

8TH
LTD

(453

64

91

< W O N~ D
(o R RN o)
Il—'BZdeE

e Molecule 44

71

o o o d

O HQaMmW o
[ N N SN
o oo o
ISRl £~ ]

L9TX

€974

0914

0 2810

(47499

B6ETH
8ETT

621D
8CTH

14498
€211

8TTH
STTI

(A%
60TA

90TT
SOTT
v0Td
€01y
2011
T0TI
00Ty

{48

111

Ribosomal prote

WO RLDWIDE
PROTEIN DATA BANK



EMD-11590, 7TA01

wwPDB EM Validation Summary Report

Page 35

75%

65%

34%

Chain 42

T9d
09y
6SGd
8GL

€SA

0ss
6%d

3
=

Fr

44
€%d

15728

6ex
8€1

9€I
sed
ve1
£ed

COPPPPPO G000 G009 P0909000%0000

TeL
oed
621
8cd
LeH
ocy
scH

ver

€y
[44y]

L 2 2

6TH

©
—
=l

914

OO PPPPPP PP P00 PP PPPPPPPOPOPOGO & 20900 2000 o
[se}
2

—
~
o

eIV

114
(1
6L
8a
L4
9s

Lo 2 2 2 2

€S
[43)

LA

PO VOV PPPPP00O00O0OOO

o
o
=
>I

S8
¥8H
€8d
281

8.4

9.4

€LH

L 4

D
©
o

891

S9N

i
©
0

€94

€211

ul3

e Molecule 45

44%

55%

Chain 52

98A

28d
T8L

jZcs
E€LA

9LTH

A%

cL1d
TLTT

69TH
89TH

S9TH
vo1V
€911

1918

9GTA
SSTH
PSTA
ESTH

0ST4

0221

81cda
L7121
9T

¥rea
€12h

6020

L0ZA
902d

86TYH

S61d

€6TY

06TA

881D

98TN
S8TA

€871
2814
T8TH
0871

8L1V

8EEA
LEEA

veed

CEEN

0€ed

8ZEN

vzed
€TEX
CCEH

STEN

€1es
cren
Trea

80ed
L0EX
90ea
SO0€L

0 00€3
6621
86271

T62A
882D

982Y
$8CA

182N
0821

L.2d
9.TH

cLTH
120

8924
992A

29CA
T92H

0 092V

8SCH
LSTh
9s5ey

L9e¥

0S€S

8vey
LyeT

wven
€ved
(474}

07€EL

60S RIBOSOMAL PROTEIN EL20

e Molecule 46

41%

58%

Chain 62

€6

888

988

784
€84
281

08I

9.3

¥4

€ed

Ted
8CTA
€CH

2ed
ey

o

0TA

m-!\ [}
< = =]

0LTH
69TL
89TL

S91d

1914
0974
6ST1
9STH
€S91d

TSTH
0STI

L¥1a
9%TH

EVIN
{4478

0¥1d

el.21

e Molecule 47

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe



EMD-11590, 7A01

wwPDB EM Validation Summary Report

Page 36

39%

59%

Chain 72

0 69TH
99T
zs1a
YIN
[42%"
329\
A%

EETV

0oeTYd
62T

9CTA

4428

Ribosomal protein 122

(445}
61TV
STTH
CTIN
T11d
OTTH
80TH
SO0Td

66S

S6H
63

681
884
184

€8

e Molecule 48

54%

46%

Chain 82

(458

064

594

eaqy

67A
8¥)

Sva

174278
€TTY

OTTA
60TS
8014

9018
SOTN

T0TH
00771
66M

961

18S RIBOSOMAL RNA

e Molecule 49

34%

53%

22%

13%

N ™
—
=)

Chain K3

¢

570

B6EV
8EV

S€0

©
—
(&

%10

o
-
o

T0T0

66V
860
L6n

369
6D
£6n

16V

ToV

Lo 2 2 2 & 4

6.10
8.10

SLTY

TLIV

L 2 2 2

99TV
S91D
POtV
€970

i

0 0910

85TV
1810

< ©
o o
- -
o o

e o o 4 o 4 & 4
OO0 OO

€10

[445]

LETD

seey
7€TO

CTETY

v1en
€12D

(4549

802D
102D

SO0 oo o

%02H
€02D

102D

861N

S6T1D

(41 %]
T6TY

6810

9810
S8TH
781D

8TEY

91€D
STED

ETEY

T1€0

““i

€0€D

ToEY
00€n

9620
S620

<
~
(]
(&

€LTD

Ly2D
9%2d
S¥2H
47414

[}
<
N
O

even

¢

¢

¢

¢

¢

¢

¢

¢

¢

¢

¢

¢

¢

¢

¢

¢

0 0sen
0 6420
¢ s
¢

¢

¢

¢

¢

¢

€98V
29e0
T9€en

LS€0

G5€D

zsen

08€D

9%€d
Sven

15474

617D

LT%D

STPV

€T¥D
(452
119D
0T%D

L0%D

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-11590, 7A01

wwPDB EM Validation Summary Report

Page 37

T0SD

i

667D
867D

S6¥N

€67V

T6%D
06%0

A & 4

98y
iciad
£8%D

0 1870

08%D
6.%0

S.L%D

eLYY

0 TL¥D

0L¥D
697V

a2 2 2 4

99%D
S9%Y

09%Y

Lo 4 o o o 4

LS%0

T9SV

655D
855D

SGESD
v€3d
€ESY
2e39D

A 4

1290

6T9Y

919V

€799

019D
6090

8090
1090

9099
S09V

> e

€090
209D
T09D

. 2 2 4

© I~ [
D O o)
[To o) )
= <

T6S0

L8SV

TL80
08D
6938V

9980

L 2 2

€999
2980

¢

L 2 4

¢

999N

6€9D

2T

o
)
~
o

8.9

9G.0

€30

[
re)
~
(&

0S8.D

E

Q® GO0 PPPP0000OO oo

<>

<>

0%.LD

TELD

a2 B R 2 2 2 2 4 2 o 0 4 2 A e e A
8
5

678D
818V

918Y

7180

0060
6680

§880

6180

0 118D

9180

701D
0%01D
6E0TD
8€0TN

9€0TY
SEOTV
veoTV
€€0TD
2¢e0Td
TEOTY
0€0TV
620TD
820TV

ScoTn
jZ4ua

6T0TD

CI0TV

0T0TD

7011
€0TTD

T0TT0
00TTV

860TD
L60TD

S60TO
76010
€601V
260TD
16010

880TN
L80TY

9L0TD

.01

|

69010
890TD
901D

650TD

LS0TD
950TN
SS0TY

€590T1D
TS0tV

7¥01D

SOTTD
¥911D
€9T1D
29110
19170
09770
6STTD
8ST1D
LSTTD

€CT1D
[4434)
12119

8TT1D
LTTTD
9TTTID

viTIn
ETTTIV

TITT0

90TTD
SOTTD

paas)
92T1d
seeIn

(4445
1445

e o

61CTD

vicTy
€121

11210
(345

80CTV

i

9021D

$OTTY
€021D
0 z0TTN
10210
00ZTV
66TTV

LBTTD

YeTTY
€611

T611D
06TTV
68TTV
88TTV

-

LLT10
9LT1D
SL11D
vi110

L8TTY

¥8CTV

S e <

€.210
2.LTTD

o 4

692TD

L9210
9921

€920
29210
19210
09TV

SG2CTH
%5210

[4{4 %]

SYCTD

€v2In

oveTy
6€21IN
8€TTIN

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-11590, 7A01

wwPDB EM Validation Summary Report

Page 38

8YETD

eveIN
cvemn
TVETD

L & 4

LTETD

b

€CeTN
2TETD

0ZETD
6TETN

LIETD

STETN

0 TIETD
oTeTN
60€TD

0 80€TN

LOETN

COETD

00€TN

96210

2621
1621V

L0¥10

T6ETD

68ETD

»8ETO
0 €8ETY

T8ETD
08€TD
B6LETY

9LETY
SLETD
YLETD

89€TN
L9€1N
99€TD

S9ETD
voeTn

€9€1D
29eTN

|I > e
e s oo o 4 2 2 4 4

09€TN

LSETY
9GETH
SSETD
¥SeTd
€SETV
CSETD
TSETD

6YETD

0 0L¥1D

69VTV
89¥%10

Lo 2 3B 2 2 2 4

SSTIV

€9%1D

TSYTD

i

(5445

[0i44%)

8EVIV
LEVTD
9EVTD
SEYID

Lo 2 o 2

€EVID

0 TEYTD

0EVTO
0 [144%]

-

9TvINn
STYTD

(4445
134724

8T¥1D

9T¥10
1545

<>

0 TI91D

TESTY

62STD

L2810
92STH
S2STO
%2310

CTSTyY
T2S1D

TOSTO
00STD
667N
867 TV
L6%TD
96710
S671D

[ 457491

061D

88710
0 1871V
987 1Y
S8%TA

€871V

LYY

YLVIV

L2 2 R 2 2 2 2 2 2 2

LLSTD

€LSTD

0LSTD
69STV

0 %9310
£95T9

0881
67310

L¥STD

€510
0 THSTO

ST

0 6€9TN
8€STD

LT9TD

0TL1D
60L1D

16910

06910

€891D

28910
T89TN

08919

< & oo

9,910

6991

19910
99910
S991D

€991V
29910

L5919
95919
SS910

€9910

LLLTD
9LL1D

YLL1D
€LLTO
CTLLID

ha s s s s s s s sl o i 42 2 2 4

o &

E€VLTD

THLI0
0 0vLID

6ELTO

€ELTN

62.L1IN
8C.L1N0
L2L1D

0TL10

8TLTD
LTLTO
9TLTD
STLTIV
AZAS

86.L1D

€6LTY

26LTD
T6LTY

¢ffoerm]

0 68L19
0 88LIV
18119

S8LTD
0 €8L10

28LTD
T8LTV

¢

A & 4

40S RIBOSOMAL PROTEIN ES30

e Molecule 50

49%

47%

53%

Chain s3

9Tl
ST0

Ribosomal protein L30

€74
(47
T

01D

e Molecule 51

SO 00O S oo

36%

64%

Chain 13

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-11590, 7TA01

wwPDB EM Validation Summary Report

Page 39

o)
©
5]

0 9zTd
0 iZ45

o
©
=

jx4%:¢
0CTH

Lo s
e
- g
L 2 I

D
[re)
pu |

w2 gpe
o0z1d TLIA
¢ ¢ Immé ¢ s
I mﬂw M sou 0 L1711
Lourma ¢ . B9 ¢ o
011 T ¢ i .- MEszm ¢ ot
| ¢ 8o @ ¢ vt
i $ o $
mﬂ M ¢ 8w
684 0 0 L¥Y
| 0 0 ovY
181 0
3 Ty
[ | % ¢
= N ¢ e
m; 2 ¢ o
m\.m 2 0o ¢ v
© ovA
691 ¢ ¢ g I
91d 661
ﬂﬁ ¢ & ¢ wmw R
] ¢ ¢ 951 MMM
198 ¢ m 4 | gen ¢ c6x
P $ o ¢ e e
$ o ¢ oo
891 ~ﬁ/a ¢ s L OI
N oNEEN Coer i
wiga - | ¢ =} vz ‘Ea
TSN = ¢ — ¢ n‘M 8zd
| ) ¢ n ¢ Ly 88
8t + ¢ o ¢ ¢ =) ¢ 180
Lo m [Axt 3 ¢ ¢ csmi = a4 [ oos
7 o ¢ Q ¢ 'z et 38N
¢ mwa = ¢ 781
i3 o I 5 R S
o o
ovb = S ¢ o= ST ¢ m n ¢ | oeam
[ ] 2 — < ¢ N ¢ s«
93 % e S 3 ¢ = ) ¢
e 2 N : ! CCRERN . B
JQ T e § st 2 ¢ ¢ % ¢ su ¢ s
1 N R PETA .m ¢ ¢ o) ¢ 6
8TA = ey = e ¢ ot I
12k <x 2 ZETT ~ ¢ THIA = ¢ s “ B
mmx .. — TETH 3 ’ TPIN 4 ‘ T4 ‘ v.d
& 01 ov1d -
€2 o Jin 6eTY 1O ¢ s
[aa} < .. Prac o .. N | seTA o .. 4 [}
ok = el ¢ s = ™ E ¢ &1 = o) ¢ ¢
I Q c &) @) 0 0 9€TH o] @) 0 0LI
w2 g ¢ 2z R R
WWM S n_la_ MMH = m ‘ eeTd ] m ‘ 8y so1
M = ¢ «wn ¢ e M = ¢ M = 0. L9
o . O psn MEEN e O ¢ ¢ o U ¢ ¢S

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W

O - NMYWO __olHo
M mmmon [ <
B B L R
EERooEE OEe



EMD-11590, 7TA01

<>
IF‘.Q‘

< N

=] S

55%

76%

wwPDB EM Validation Summary Report
00000 0000000 G0 oo

-
.
5
3I

45%

e Molecule 55: ribosomal protein RACK1

Page 40
Chain a3:

| 6wz |
0 1ZTA 0 85T T
¢ ¢
0 0ZTI 0 ey
0 0 0 i 0 99
s
¢ “ ¢ e LLY OI F
M ¢ i \.ME 4 Ton
e ‘Wl e v
[4as't
4 ¢ T ¢ o
TLA 6ETS
. o] o
¢ ¢ 9€21 ¢ o [es 49T
¢
‘ ‘ . $62a 69S 9€Td 9591
¢ ¢ 89T SeTI E
¢ ¢ ¢ ¢ secy .- 19a pe1d ¢ v
z62s 994 £sb
¢ = = P
90T
‘I ‘ ‘I k 671
0 YOTH “ Tox I\.g
¢ 091 ¢ mem 9%
¢ 4 ¢ 6 | Coet
¢ Coge T2TH 774
¢ oom ¢ LSL mww_ £74
95A | e
R ¢ = e e < )
M ¢ n 790 ¢ W 4
9
“ o= 1 sev

A2 2 4

¢
4
¢
¢
¢
¢
¢
¢
¢
¢
: 1
8vs
“ “ “ vl ¢ zed
06M 97a ]
N § - JE
181 ¢ e M
M : 5 - = o
sz “ £ o oowL | QuU “ B2
z8s 6ed
“ 189 ¢ .My OH N m OM
¢ - : 2 | == IR
“* ¢ “ m 2 “k “ 2 shs mm
“ “ “ m m ¢ N nma = = ¢
¢ “ “ Lnunw " 629 ¢ ev m “ sT4d
$ M s— 3 ¢ o1 a b
N SEE= . ¢ .. o.
“ oo ¢ “ % ¢ W “ oty
OI ¢ ¢ =L .. ¢ 2 N ¢ o
T ¢ gve E G ’ I
k “ “ MHMM m m 0 819 .M.O.V m “ M”
Bt ¢ g ¢ { = .mha ¢ 1 = ,nha ¢ «=
¢ ooH $21S ¢ ¢ oren ° O | ets ° O ¢

RLDWIDE

erpBe

0O
PROTEIN DATA BANK

W



EMD-11590, 7TA01

wwPDB EM Validation Summary Report

Page 41

€94

|
TLA
0 Pras:s 0 o

-
|

€CTA

zgu
6L
¢
1674 ¢
0618 ¢

@® GOO G000

711 ¢ oz
1211 6811 )
0 0 Gu
A oars o ‘o
e €9y [ era 1819
8113 ¢ ¢ zax ¢ 98Ty 1271
I ’ 191 S8TH
9111 ¢ 03N V8T ¢
mmﬁ M s €871
z8TA
TITI 0 0 vl 0 ETT0 0 1814 MWM
¢ vm ¢ L7A [ | ¢ o
e e a oo el
k) : - :
071 © E N o= ¢ =
[ | & ¢ ow & ¢ ™ 9019 ] ¢ o
294)] 1 0 ovi | sotd < ¢ o
£0TN L2 ¢ 7071 “ 655
20Td ¢ v ¢ s
¢ ou * | = e “ 481
0013 A o)
| 86D | | = 993
86N R Thd m “ “
16K . owd a,
s ¢ ” N $
969
e %1 = ¢ e ¢ =
1011 .
¢ con ¢ = ¢ TSy
< ¢ ¢ z91d < 0sL
z6S ¢ oo st o 67
e . ¢ o= 2 . 0w opEm A o o
06A
M & N g o 4 ¢ o g —
I - ¢ oo g o ol g e
MN,H_ Ko OI m 0 0 SSTH m. 0 iz
P ,.m ¢ el S . ¢ ¢ ¢ OI
- b . ¢ cod = N - ¢ sy = < ¢ o
wa i e O B e o1 ¢ N = R
18 = = 161 _ ~ ¢ 0311 o Y2 ¢
¢ o S 3 oo 2 ‘
oL e < N 01
o 5! =2 ¢
8.1 88a =
0 % 0 L8N _ 0 i 0
¢ o 2 n ¢ ¢ s N n
= = 8.8 [ o sev
“4 a 0* <t ¢ ¢ £vTd ¢ <t ¢ e
¢ 3 o & ¢ TR D S ¢ =
o 0 o8y 0 4 MWHM s0z4 © L,
¢ 9 e MEEE . oo o JER ¢ o on ML o i
¢ w m s ¢ o ¢ T w m Mo ¢ su aets ¢ soea w W oen
¢ D 1 R g o o} ¢ o oNERN  JEEm o sy
¢ — o e oL — ] l ocTa 10271 —= o ]
@) — 0 o o= ’ o =
¢ ] qu QLI . = ¢ ¢ =n | ooza = gzd
19V = -~ | Cow ¢ = -~ B $ETT 66Td = =
Y 0 0eTy ° O 0 @) 0 eLb 0 LETH ° O 0 43 0 | getd 0 86TH ° O 0

RLDWIDE

SPDB

PROTEIN DATA BANK

W



EMD-11590, 7TA01

wwPDB EM Validation Summary Report

Page 42

Lo o 2 2 2 4 i”””’

0970
631D
8STH

0 SSTA

6710

e Molecule 61: S5 DRBM domain-containing protein

48%

52%

35%

Chain W3:

3

ST

g om

0 1214

0ZTd

81TV

9TTL
STTh
2958
€110
CTITA

A 4

i

L0T1
90TA
S0TH
701Q

COPO VOO0 oo

6.4

250

ELA
TLa

OLW
6971
894

991

0 9L
€9/
¢

T6TA

681D

S8TL

€8TY
2810

08TA
6LTL
8LTH

>

€LTN

i

TL1D
0LTM

1974

S9TA

LA R 2 2 2 2 2 2

e Molecule 62: 60s ribosomal protein 141

39%

61%

Chain X3:

gl

o
o
I:1

814

el
=

e

64

L3
L
SM

¢

e Molecule 63: Ribosomal protein S3

53%

63%

47%

Chain Y3:

(48
Tod

IQ

L 4
o
re
u

Lvd
9L
ShY

(4720

oA
ovYd
6EA

8€d

COPPPPPPPPP P00 PP P0P0OOGO 00 o o

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

LTTH

¢

L 2

90Ty
SOTT
¥018
€07

L 4

< &
8
b

661

s
©
=

08d

N
=

<
~
o

Il
~
=

o
=
=

L 2 2 J

< © N 0D
© © © © ©
@IH&&J»—I

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-11590, 7TA01

wwPDB EM Validation Summary Report

Page 43

€81D
2811

T8TA
081D

L & 4

LLTT

9.TT1
SLTA

YLTH

SO e & <

A & 4
S
=

Q@D © OO GO VPP PPPPP0P900OOCO G0
o
N

-

e Molecule 64: 408 ribosomal protein S4,40S ribosomal protein S4

©
o
S
=

LOTH
902a

002d

58%

37%
42%

Chain j3:

9TH

CIA

8ETH
LETd
9€TI

ZETD

0 0€Td

6CTI

L2748
STTA

€211
(445}
TCTA
0CTA
61TV
8114

9T1d

0 2351

€TTH

0 TITH
4
¢

6074
80TH

SOTL
vota
€0TA
CoTI
1071
00TY

664

86N

0 164
0 z61

061

68A
880

e Molecule 65: Ribosomal protein S15a

42%

53%

46%

Chain J5:

82y

e Molecule 66: Ribosomal protein S5

51%

74%

49%

Chain N3:

o 4

~
©
A

by
©
<

(4L
Tod

094
633

839V

08d

8%A

428
evd

oA
ovv

2
®
=

Lea
9ed

62b
8CTA
Lea
9za
SelL

—
N
o

)
-
=

00
=
X

COOP PP PPPPPPPPPPPO 900 VPPV PPPPOG O 290909099090 2909999990

<
—
=

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-11590, 7TA01

wwPDB EM Validation Summary Report

Page 44

o o 4

0ETH

i

8TTI
0 Prast
0 9ZTL

SCTS

e]
3]
—
=

i

COOPO GO VPP PPPPPPPPP0 9990900909099 9909%0%%99%9090

121d

(S 0w © N~ ©
- - - —
- - - —
E < H =

o
-
—
o

©
o
—
A

LOTN

€071
[40 %

=3
S
—
hy

@
i)
_

COOPPPOPPO 0000000 OOOOIOIOS

o)
2}
I:l:.

€6A

[4:35'8

—
©
—
<

8LTI
LLTT

© N~ o o N
© © © N~ ~
- - - = )
H X H o< 3]

6314

©
0
—
o~

Lo o 2 2 2 2 4
S 39
25

48%

57%
52%

e Molecule 67: 40S ribosomal protein S6

Chain b3:

09D
650
894

0 98N

i)

0 €98

IN
)
=1

0 0SA

i

COPOPPPPPPPSO G000 G000

3
23

e}
<+
>

0 9v

.
T
&
=

o]
3¢}
<

OO OOOOOO

<>

N
2}
=

~ o o
o~ M M
.“*.&""‘

721

—
N
[&5)

<
=
E |

o
-
o

L2 2 2 2 2 2B 2 e s s 2 4 2 4 A L e a2
~
=

(=)
3]
—
(=]

A s o o a2

<

e & o

<>

COPOPPOP0OOS & o

ovTY
6ETS

OO0 OOOO

i

e Molecule 68: Uncharacterized protein
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e Molecule 70: ribosomal protein uS15
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e Molecule 73: Ribosomal protein S9 (Predicted)
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e Molecule 76: S10_plectin domain-containing protein
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e Molecule 81: 408 ribosomal protein S24
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e Molecule 82: 40S ribosomal protein S27
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4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, Not provided
Number of particles used 42135 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) 60 Depositor
Minimum defocus (nm) Not provided
Maximum defocus (nm) Not provided
Magnification Not provided
Image detector FEI FALCON II (4k x 4k) Depositor
Maximum map value 0.123 Depositor
Minimum map value -0.073 Depositor
Average map value 0.001 Depositor
Map value standard deviation 0.008 Depositor
Recommended contour level 0.018 Depositor
Map size (A) 396.0, 396.0, 396.0 wwPDB
Map dimensions 360, 360, 360 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 1.1, 1.1, 1.1 Depositor
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5 Model quality (i)

5.1 Standard geometry (i)

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

ZN

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 El 0.21 0/3579 0.48 0/5560
2 e2 0.36 0/91668 0.44 0/143010
3 h2 0.37 0/3701 0.43 0/5766
4 d2 0.32 0/2858 0.37 0/4455
5 p2 0.35 0/574 0.59 0/761
6 k2 0.37 0/993 0.60 0/1332
7 12 0.32 0/542 0.70 1/720 (0.1%)
8 m?2 0.31 0/993 0.54 0/1334
9 02 0.35 0/1133 0.55 0/1504
10 q2 0.45 0/1191 0.62 0/1590
11 r2 0.31 0/620 0.61 0/818
12 t2 0.38 0/2938 0.58 0/3946
13 u2 0.38 0/904 0.56 0/1216
14 v2 0.42 0/1072 0.56 0/1429
15 w2 0.41 0/1662 0.57 0/2222
16 x2 0.43 0/895 0.64 0/1198
17 y2 0.39 0/917 0.63 0/1220
18 92 0.41 0/1907 0.60 0/2556
19 A2 0.31 0/1021 0.48 0/1348
20 | B2 | 0.30 0/842 0.55 0/1112
21 C2 0.43 0/721 0.61 0/952
22 D2 0.39 0/454 0.62 0/599
23 E2 0.33 0/435 0.59 0/575
24 F2 0.36 0/865 0.64 0/1140
25 G2 0.31 0/2433 0.58 2/3257 (0.1%)
26 H2 0.43 0/1269 0.59 0/1700
27 12 0.38 0/718 0.58 0/953
28 J2 0.38 0/1018 0.55 0/1364
29 K2 0.25 0/1548 0.62 1/2088 (0.0%)
30 L2 0.42 0/853 0.56 0/1137
31 M2 0.23 0/1198 0.69 0/1611
32 R2 0.32 0/292 0.56 0/388
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. Bond lengths Bond angles
Mol | Chain | .\ 1q7 #|Z| >5 RMSZ #|Z| >5
33 S2 0.41 0/1537 0.61 0/2052
34 T2 0.32 0/1646 0.64 0/2213
35 U2 0.43 0/1911 0.60 0/2549
36 V2 0.29 0/1965 0.51 0/2644
37 W2 0.35 0/1536 0.53 0/2063
38 X2 0.37 0/841 0.54 0/1123
39 Y2 0.29 0/1377 0.54 0/1841
40 02 0.33 0/1159 0.62 0/1547
41 12 0.44 0/1746 0.68 1/2338 (0.0%)
42 22 0.32 0/1130 0.54 0/1507
43 32 0.34 0/1525 0.56 0/2013
44 42 0.25 0/1772 0.69 2/2375 (0.1%)
45 52 0.39 0/3241 0.58 0/4339
46 62 0.38 0/1493 0.59 0/2003
47 72 0.39 0/1326 0.64 2/1770 (0.1%)
48 82 0.29 0/823 0.54 0/1103
49 K3 0.22 0/42945 0.44 0/66942
50 s3 0.22 0/354 0.54 0/462
51 13 0.31 0/743 0.50 0/995
52 Q3 0.26 0/538 0.65 1/713 (0.1%)
53 G3 0.25 0/1269 0.57 0/1696
54 G5 0.25 0/1158 0.64 0/1548
55 a3 0.23 0/2494 0.56 0/3394
56 ab 0.24 0/1029 0.56 0/1380
o7 A3 0.24 0/1080 0.55 0/1437
58 T3 0.26 0/1117 0.55 0/1490
59 U3 0.24 0/1682 0.53 0/2286
60 V3 0.26 0/1757 0.66 1/2350 (0.0%)
61 W3 0.25 0/1727 0.58 0/2332
62 X3 0.27 0/224 0.59 0/284
63 Y3 0.25 0/1793 0.57 0/2412
64 i3 0.25 0/2117 0.58 0/2846
65 Jb 1.33 6/1051 (0.6%) 1.30 8/1406 (0.6%)
66 N3 0.24 0/1531 0.57 0/2059
67 b3 0.24 0/1947 0.54 0/2590
68 B3 0.20 0/1142 0.59 0/1528
69 £3 0.24 0/509 0.60 0/680
70 F3 0.26 0/1232 0.60 2/1656 (0.1%)
71 c3 0.25 0/1716 0.57 0/2287
72 C3 0.27 0/1061 0.65 0/1421
73 d3 0.43 1/1551 (0.1%) 0.78 3/2069 (0.1%)
74 D3 0.24 0/639 0.52 0/855
5 e3 0.22 0/968 0.63 0/1296
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. Bond lengths Bond angles
Mol | Chain | .\ 1q7 42| >5 RMSZ 42| >5
76 | B3 | 0.24 0/852 055 | 1/1147 (0.1%)
77 | H3 | 0.23 0,/455 0.59 0/603
78 | H5 | 0.2l 0/1133 0.52 0/1517
79 | P3 | 0.23 0/1545 0.65 0,2068
80 I3 0.26 0,/832 0.60 0/1117
81 15 0.22 0,/1041 0.54 0/1382
82 | L3 | 021 0,/665 0.52 0/891
83 | M3 | 0.25 0/605 0.52 0/810
84 | 03 | 025 0,795 0.58 0,/1065
85 | ar | 034 0/1733 0.65 | 1/2316 (0.0%)
All | Al | 0.34 | 7/241872 (0.0%) | 0.51 | 26/355671 (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
9 02 0 1
11 r2 0 1
24 EF2 0 1
25 G2 0 2
30 L2 0 1
31 M2 0 2
34 T2 0 2
35 U2 0 2
37 W2 0 1
42 22 0 1
44 42 0 2
45 52 0 2
46 62 0 1
47 72 0 2
50 s3 0 1
52 Q3 0 1
53 G3 0 1
54 G5 0 1
o6 ab 0 1
29 U3 0 1
72 C3 0 1
73 d3 0 1
74 D3 0 1
75 e3 0 4

Continued on next page...
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Mol | Chain | #Chirality outliers | #Planarity outliers
79 P3 0 3

80 I3 0 1

85 a’ 0 2

All All 0 40

The worst 5 of 7 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(A) | Ideal(A)
65 J5 130 | PHE | CD2-CE2 | 24.28 2.11 1.38
65 Jb 130 | PHE | CD1-CE1 | 23.80 2.10 1.38
65 Jb 130 | PHE | CE2-CZ | -14.64 0.94 1.38
65 J5 130 | PHE | CE1-CZ | -14.56 0.94 1.38
73 d3 16 | PRO | CG-CD |-12.13 1.09 1.50

The worst 5 of 26 bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
65 Jb5 130 | PHE | CEI1-CZ-CE2 | -28.57 68.58 120.00
65 J5 130 | PHE | CD1-CG-CD2 | -20.26 88.21 118.60
73 d3 16 | PRO N-CD-CG -14.70 81.15 103.20
65 J5 130 | PHE | CG-CD2-CE2 | -14.57 95.93 120.70
65 Jb 130 | PHE | CG-CD1-CE1 | -14.19 96.57 120.70

There are no chirality outliers.

5 of 40 planarity outliers are listed below:

Mol | Chain | Res | Type | Group
24 F2 32 SER | Peptide
25 G2 265 | ARG | Peptide
25 G2 267 | ASN | Peptide

9 02 115 | ARG | Peptide
11 r2 51 LYS | 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.
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes

1 El 3208 0 1622 92 0
2 €2 81951 0 41450 3399 0
3 h2 3314 0 1683 153 0
4 d2 2558 0 1296 107 0
) p2 968 0 630 39 0
6 k2 979 0 1039 46 0
7 12 529 0 541 30 0
8 m2 976 0 1053 11 0
9 02 1116 0 1205 66 0
10 q2 1162 0 1209 69 0
11 r2 610 0 650 36 0
12 t2 2884 0 3053 145 0
13 u2 889 0 930 33 0
14 v2 1054 0 1147 41 0
15 w2 1630 0 1778 71 0
16 X2 876 0 912 47 0
17 y2 907 0 1002 75 0
18 92 1869 0 1959 84 0
19 A2 1013 0 1147 46 0
20 B2 831 0 916 27 0
21 C2 706 0 737 35 0
22 D2 444 0 483 29 0
23 E2 429 0 465 20 0
24 EF2 852 0 920 45 0
25 G2 2387 0 2419 150 0
26 H2 1243 0 1274 66 0
27 12 708 0 756 20 0
28 J2 1002 0 1060 52 0
29 K2 1524 0 1577 114 0
30 L2 834 0 855 42 0
31 M2 1183 0 1246 87 0
32 R2 285 0 298 27 0
33 S2 1513 0 1628 67 0
34 T2 1614 0 1748 116 0
35 U2 1875 0 1995 105 0
36 V2 1932 0 2083 76 0
37 W2 1517 0 1594 62 0
38 X2 822 0 849 42 0
39 Y2 1354 0 1386 63 0
40 02 1138 0 1211 29 0
41 12 1701 0 1749 89 0
42 22 1107 0 1182 63 0
43 32 1509 0 1664 72 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
44 42 1744 0 1859 145 0
45 o2 3173 0 3310 176 0
46 62 1453 0 1490 72 0
47 72 1298 0 1366 66 0
48 82 809 0 831 43 0
49 K3 38409 0 19428 2181 0
50 s3 351 0 388 21 0
51 13 733 0 767 32 0
92 Q3 527 0 546 39 0
93 G3 1248 0 1323 90 0
o4 G5 1140 0 1191 94 0
95 ald 2437 0 2393 161 0
o6 ad 1016 0 1039 68 0
o7 A3 1061 0 1120 88 0
o8 T3 1099 0 1167 83 0
29 U3 1645 0 1648 105 0
60 V3 1730 0 1803 121 0
61 W3 1691 0 1777 113 0
62 X3 223 0 264 10 0
63 Y3 1765 0 1863 119 0
64 j3 2075 0 2177 157 0
65 Jb 1034 0 1080 82 0
66 N3 1509 0 1563 97 0
67 b3 1924 0 2089 139 0
68 B3 1124 0 1193 76 0
69 £3 507 0 536 29 0
70 F3 1208 0 1294 85 0
71 c3 1687 0 1772 175 0
72 C3 1048 0 1103 89 0
73 d3 1526 0 1640 132 0
4 D3 631 0 631 35 0
75 e3 958 0 993 61 0
76 E3 828 0 854 58 0
77 H3 445 0 438 31 0
78 Hb5 1113 0 1149 89 0
79 P3 1522 0 1616 107 0
80 I3 822 0 887 64 0
81 I5 1024 0 1090 62 0
82 L3 651 0 672 36 0
83 M3 599 0 656 52 0
84 03 782 0 828 50 0
85 a7 1702 0 1820 102 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
86 C2 1 0 0 0 0
86 B2 1 0 0 0 0
86 F2 1 0 0 0 0
86 H3 1 0 0 0 0
86 12 1 0 0 0 0
86 03 1 0 0 0 0
All All 224880 0 166055 10018 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 26.

The worst 5 of 10018 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)
49:K3:1709:G:H1 | 49:K3:1824:A:N6 1.35 1.22
49:K3:1743:G:N2 | 49:K3:1791:A:H62 1.41 1.19
49:K3:1605:G:C2 | 49:K3:1634:A:N6 2.13 1.17
49:K3:1743:G:H21 | 49:K3:1791:A:N6 1.43 1.16
2:¢2:1968:G:C2 2:¢2:2016:A:N6 2.14 1.14

There are no symmetry-related clashes.

5.3 Torsion angles (i)

5.3.1 Protein backbone (i)

In the following table, the Percentiles column shows the percent Ramachandran outliers of the
chain as a percentile score with respect to all PDB entries followed by that with respect to all EM

entries.

The Analysed column shows the number of residues for which the backbone conformation was
analysed, and the total number of residues.

Percentiles

Mol | Chain Analysed Favoured | Allowed | Outliers
5 p2 67/69 (97%) 59 (88%) 8 (12%)
6 k2 129/131 (98%) 111 (86%) 18 (14%)
7 12 61/63 (97%) 55 (90%) 6 (10%)
8 m2 117/119 (98%) 105 (90%) 12 (10%)
9 02 132/134 (98%) 112 (85%) 20 (15%)
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
10 q2 145/147 (99%) 119 (82%) | 26 (18%) 0 |
11 r2 73/75 (97%) 57 (78%) | 16 (22%) 0 100 | 100
12 £2 360/362 (99%) 299 (83%) | 60 (17%) | 1 (0%) 36 65
13 | w2 105/107 (98%) | 89 (85%) | 16 (15%) 0 [100] [100]
14 v2 126/128 (98%) 105 (83%) | 21 (17%) 0 |
15 W2 197/199 (99%) 177 (90%) | 20 (10%) 0 |
16 x2 107/109 (98%) 89 (83%) | 18 (17%) 0 |
17 | y2 112/114 (98%) | 101 (90%) | 11 (10%) 0 100 [100]
18 92 242 /244 (99%) 210 (87%) | 31 (13%) | 1 (0%)

19 A2 120/122 (98%) 109 (91%) | 11 (9%) 0
20 B2 100/102 (98%) 89 (89%) | 11 (11%) 0 |
21 | 2 84/86 (98%) 69 (82%) | 15 (18%) 0 100 ] [ 100]
22 | D2 48/50 (96%) 42 (88%) | 6 (12%) 0 100 [100]
23 E2 50/52 (96%) 45 (90%) 5 (10%) 0 |
2 | F2 102/104 (98%) | 91 (89%) | 11 (11%) 0 100 [100]
25 G2 290/292 (99%) 250 (86%) | 40 (14%) 0 |
26 | H2 151/153 (99%) | 130 (86%) | 21 (14%) 0 100 ] [ 100]
27 12 89/91 (98%) 81 (91%) 8 (9%) 0 |
28 J2 123/125 (98%) 106 (86%) | 17 (14%) 0 |
29 K2 196,/198 (99%) 157 (80%) | 39 (20%) 0 |
30 | L2 100/102 (98%) | 87 (87%) | 13 (13%) 0 100 ] [ 100]
31 M2 150/163 (92%) 106 (71%) | 43 (29%) | 1 (1%) 18] 51
32 R2 33/35 (94%) 25 (76%) 8 (24%) 0 100 | | 100
33 S2 185/187 (99%) 153 (83%) | 32 (17%) 0 100 | 100
34 T2 199/201 (99%) 155 (78%) | 43 (22%) | 1 (0%) 24 57
35 U2 223/225 (99%) 203 (91%) | 20 (9%) 0 |
36 V2 239/241 (99%) 225 (94%) | 14 (6%) 0 |
37 | W2 188/190 (99%) 174 (93%) | 14 (%) 0 |
38 X2 100/102 (98%) 80 (80%) | 20 (20%) 0 |
39 Y2 167/169 (99%) 147 (88%) | 20 (12%) 0 |
40 02 136,138 (99%) 120 (88%) | 16 (12%) 0

Continued on next page...
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
4] 12 201/203 (99%) | 175 (87%) | 26 (13%) 100 [100]
42 | 22 133/135 (98%) | 112 (84%) | 21 (16%) 100 ] [ 100]
43 | 32 178/180 (99%) | 172 (97%) | 6 (3%) 100 [100]
44 42 215/217 (99%) 152 (71%) | 62 (29%)

45 52 392/394 (100%) | 338 (86%) | 53 (14%)

46 62 173/175 (99%) 157 (91%) | 16 (9%) 0 100 | | 100
47 72 157/159 (99%) 127 (81%) | 29 (18%) | 1 (1%) 21 54
48 82 97/99 (98%) 92 (95%) 5 (5%) 0

50 s3 41/43 (95%) 30 (73%) | 11 (27%) 0 |
51 | 13 92/94 (98%) 87 (95%) | 5 (5%) 0 100 ] [ 100]
52 Q3 59/188 (31%) 48 (81%) | 11 (19%) 0 |
53 G3 151/153 (99%) 116 (77%) | 35 (23%) 0 |
54 G5 135/137 (98%) 114 (84%) | 19 (14%) | 2 (2%)

55 a3 311/313 (99%) 255 (82%) | 56 (18%) 0

56 ab 134/136 (98%) 109 (81%) | 25 (19%) 0

57 A3 125/127 (98%) 107 (86%) | 18 (14%) 0

58 T3 139/141 (99%) 115 (83%) | 24 (17%) 0

59 U3 206/208 (99%) 185 (90%) | 21 (10%) 0 |
60 V3 211/213 (99%) 179 (85%) | 32 (15%) 0 |
61 W3 216/218 (99%) 187 (87%) | 29 (13%) 0 |
62 | X3 21/23 (91%) 21 (100%) 0 0 100 ] [ 100]
63 Y3 225/227 (99%) 195 (87%) | 30 (13% 0 |
64 i3 260,262 (99%) 215 (83%)

65 | J5 127/129 (98%) | 113 (89%) [100] [100]
66 N3 189/191 (99%) 165 (87%) |
67 b3 235/237 (99%) 195 (83%) |
68 | B3 139/141 (99%) | 122 (88%) 100 ] [100]
6 | 13 62,64 (97%) 50 (81%) 100 100}
70 F3 148/150 (99%) 123 (83%) |
1| 3 204/206 (99%) | 176 (86%) 100 [100]
72 C3 127/129 (98%) 102 (80%)
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
73 d3 183/185 (99%) 154 (84%) | 29 (16%) 0

74 D3 81/83 (98%) 72 (89%) 9 (11%) 0

75 e3 122/124 (98%) 95 (78%) | 23 (19%) | 4 (3%)

76 E3 96,98 (98%) 80 (83%) | 15 (16%) | 1 (1%)

7 H3 51/53 (96%) 47 (92%) 4 (8%) 0

78 H5 139/141 (99%) 122 (88%) | 16 (12%) | 1 (1%)

79 P3 187/189 (99%) 158 (84%) | 29 (16%) 0

80 I3 102/104 (98%) 81 (79%) | 21 (21%) 0

81 15 124/126 (98%) 111 (90%) | 13 (10%) 0

82 L3 81/83 (98%) 67 (83%) | 14 (17%) 0 |
83 M3 73/75 (97%) 65 (89%) 8 (11%) 0 |
84 03 96,/98 (98%) 78 (81%) | 18 (19%) 0 |
85 a7 208/210 (99%) 179 (86%) | 27 (13%) | 2 (1%)

All | Al | 11692/11990 (98%) | 9975 (85%) | 1699 (14%) | 18 (0%) 44 72

5 of 18 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
18 92 15 VAL
45 52 246 ARG
54 G5 101 ASN
64 j3 131 VAL
75 e3 117 GLU

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
bt p2 64/64 (100%) 64 (100%) 0
6 k2 101/101 (100%) 101 (100%) 0
7 12 55/55 (100%) 55 (100%) 0

]
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
8 | m2 | 107/107 (100%) | 107 (100%) 0 100 [100]
9 | o2 124/124 (100%) | 124 (100%) 0 100 ] [ 100}
10 | @2 119/119 (100%) | 119 (100%) 0 100 ] [100]
1| 62/62 (100%) 2 (100%) 0 100 ] [ 100}
12 t2 302/302 (100%) 302 (100%) 0 |
13 | w2 98/98 (100%) 8 (100%) 0 100 ] [100]
14 v2 114/114 (100%) 114 (100%) 0 |
15 | w2 171/171 (100%) | 171 (100%) 0 100 ] [100]
16 | x2 88/88 (100%) 8 (100%) 0 100 ] 100}
17 | y2 98/98 (100%) 8 (100%) 0 100 ] | 100]
18 | 92 187/187 (100%) | 187 (100%) 0 100 ] [100]
19 | A2 | 109/109 (100%) | 109 (100%) 0 100 ] 100}
20 | B2 86/86 (100%) 86 (100%) 0 100 ] [100]
21 | 2 73/73 (100%) 73 (100%) 0 100 [ 100}
22 | D2 A7 /47 (100%) A7 (100%) 0 |
23 | E2 48 /48 (100%) 48 (100%) 0 |
2 | F2 92/92 (100%) 92 (100%) 0 100 ] [ 100}
25 G2 247 /247 (100%) 247 (100%) 0 |
26 | M2 | 134/134 (100%) | 134 (100%) 0 100 ] [ 100}
27 | 12 74/74 (100%) 4 (100%) 0 100 ] [100]
28 | 12 109/109 (100%) | 109 (100%) 0 100 [ 100}
20 | K2 | 166/166 (100%) | 166 (100%) 0 100 ] [ 100}
30 L2 89/89 (100%) 89 (100%) 0 |
31 | M2 131/136 (96%) | 131 (100%) 0 100 ] 100}
32 | R2 29/29 (100%) 29 (100%) 0 100 ] [100]
33 | 92 164/164 (100%) | 164 (100%) 0 100 100}
34 | T2 180/180 (100%) | 180 (100%) 0 100 ] [ 100]
35 U2 196/196 (100%) 196 (100%) 0 |
36 V2 205/205 (100%) 205 (100%) 0 |
37 | W2 169/169 (100%) 169 (100%) 0 |
38 | X2 85/85 (100%) 5 (100%) 0

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
39 Y2 142/142 (100%) 142 (100%) 0 |
40 | 02 117/117 (100%) | 117 (100%) 0 100 ] [ 100}
a1 | 12 171/171 (100%) | 171 (100%) 0 100 ] [100]
42 | 22 117/117 (100%) | 117 (100%) 0 100 ] [ 100}
43 32 159/159 (100%) 158 (99%) 1 (1%)

44 42 196,196 (100%) 196 (100%) 0

45 52 342/342 (100%) 342 (100%) 0 |
46 | 62 156/156 (100%) | 156 (100%) 0 100 ] [100]
a7 | T2 139/139 (100%) | 139 (100%) 0 100 ] 100}
48 82 89/89 (100%) 89 (100%) 0 |
50 s3 35/35 (100%) 35 (100%) 0 |
51 | 13 80/80 (100%) 80 (100%) 0 100 ] 100}
52 Q3 59/154 (38%) 59 (100%) 0 |
53 G3 137/137 (100%) 137 (100%) 0 |
54 | G5 | 119/119 (100%) | 119 (100%) 0 100 ] [100]
55 a3 272/272 (100%) 271 (100%) | 1 (0%)

56 a5 106,/106 (100%) 106 (100%) 0 |
57 | A3 116/116 (100%) | 116 (100%) 0 100 ] [100]
58 T3 113/113 (100%) 113 (100%) 0 |
59 U3 175/175 (100%) 175 (100%) 0 |
60 | V3 | 194/194 (100%) | 194 (100%) 0 100 [ 100}
61 | W3 | 184/184 (100%) | 184 (100%) 0 100 ] [ 100}
62 | X3 92/22 (100%) 22 (100%) 0 100 ] [100]
63 Y3 190/190 (100%) 190 (100%) 0 |
64 i3 224 /224 (100%) 223 (100%) | 1 (0%)

65 | J5 112/112 (100%) | 112 (100%) 0 (100 [100]
66 N3 161/161 (100%) 160 (99%)

67 b3 207/207 (100%) 207 (100%)

68 B3 117/117 (100%) 117 (100%)

69 f3 57/57 (100%) 57 (100%)

70 F3 130,130 (100%) 130 (100%)
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
1| 3 178/178 (100%) | 178 (100%) 0 100 [100]
72 | 03 | 117/117 (100%) | 117 (100%) 0 100 ] [ 100}
73 | d3 161/161 (100%) | 161 (100%) 0 100 ] [100]
74 | D3 68/68 (100%) 68 (100%) 0 100 ] [ 100}
75 | e3 104/104 (100%) | 104 (100%) 0 100 [ 100]
76 E3 89/89 (100%) 89 (100%) 0 |
77 | H3 AT /47 (100%) A7 (100%) 0 100 ] | 100}
78 | W5 113/113 (100%) | 113 (100%) 0 100 ] [100]
79 P3 169/169 (100%) 169 (100%) 0 |
80 | 13 94/94 (100%) 94 (100%) 0 100 ] | 100]
81 I5 108/108 (100%) 108 (100%) 0 |
82 L3 75/75 (100%) 75 (100%) 0 |
83 M3 66,/66 (100%) 66 (100%) 0 |
84 03 85/85 (100%) 85 (100%) 0 |
85 a7 175/175 (100%) 175 (100%) 0 |
All | ALl | 10210/10310 (99%) | 10206 (100%) | 4 (0%) |

All (4) residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
43 32 130 ASN
55 a3 272 GLN
64 j3 131 VAL
66 N3 118 ASN

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 109

such sidechains are listed below:

Mol | Chain | Res | Type
44 42 199 GLN
58 T3 110 HIS
76 E3 32 HIS
46 62 7 ASN
53 G3 112 HIS

5.3.3 RNA (D

EMD-11590, 7TA01
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Mol | Chain Analysed Backbone Outliers | Pucker Outliers
1 E1l 152/153 (99%) 107 (70%) 13 (8%)
2 e2 3816/3825 (99%) 1178 (30%) 0
3 h2 155/156 (99%) 46 (29%) 0
4 d2 119/120 (99%) 21 (17%) 0
49 K3 1797/1801 (99%) 767 (42%) 24 (1%)
All All 6039/6055 (99%) 2119 (35%) 37 (0%)

5 of 2119 RNA backbone outliers are listed below:

Mol | Chain | Res | Type
1 E1 6278 A
1 El 6279 A
1 E1 6281 C
1 El 6282 A
1 El 6283 U

5 of 37 RNA pucker outliers are listed below:

Mol | Chain | Res | Type
49 K3 919 A
49 K3 1579 A
49 K3 1248 U
49 K3 1344 A

1 El 6393 G

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

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

5.5 Carbohydrates (i)

There are no oligosaccharides in this entry.

5.6 Ligand geometry (i)

Of 6 ligands modelled in this entry, 6 are monoatomic - leaving 0 for Mogul analysis.

There are no bond length outliers.

There are no bond angle outliers.

There are no chirality outliers.


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

Page 65 wwPDB EM Validation Summary Report

EMD-11590, 7TA01

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#polymer_linkage
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6 Map visualisation (i)

This section contains visualisations of the EMDB entry EMD-11590. 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: 180 Y Index: 180 7 Index: 180


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_visualisation
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_projections
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#central_slices
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The images above show central slices of the map in three orthogonal directions.

6.3 Largest variance slices (i)

6.3.1 Primary map

X Index: 179 Y Index: 158 7 Index: 212

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

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

6.4.1 Primary map

The images above show the map standard deviation projections with false color in three orthogonal
directions. Minimum values are shown in green, max in blue, and dark to light orange shades
represent small to large values respectively.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#largest_variance_slices
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_glow_std
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6.5 Orthogonal surface views (i)

6.5.1 Primary map

The images above show the 3D surface view of the map at the recommended contour level 0.018.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.

6.6 Mask visualisation (i)

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


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

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

7.1 Map-value distribution (i)

Map-value distribution

4 — Voxel count

Recommended contour
level 0.0158

Voxel count (logl0)

CI T T T T T T T T T
—0.075-0.050-0.025 0.000 0.025 0.050 0.07> 0.100 0.125

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

60000 -

50000 -

40000

— \olume

Recommended contour
30000 level 0.018

volume (hm?3)

20000 1

10000 A

0 T T T T HT-—_ T T T T
—0.075-0.050-0.0250.000 0.025 0.050 0.075 0.100 0.125
Contour level

The volume at the recommended contour level is 1960 nm?; this corresponds to an approximate
mass of 1770 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

Page 71 wwPDB EM Validation Summary Report EMD-11590, 7A01

7.3 Rotationally averaged power spectrum (i)

Rotationally averaged power spectrum

6
4 -
S 27
o :
° —— Primary map RAPS
= Reported resolution
@ 3.60 A+
T
4t
=
_2 .
_.q_ -
I I

0.0 0.1 0.2 0.3 0.4
Spatial frequency (A~1)

*Reported resolution corresponds to spatial frequency of 0.278 A1


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#raps
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8 Fourier-Shell correlation (i)

This section was not generated. No FSC curve or half-maps provided.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#fsc_validation
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9 Map-model fit (i)

This section contains information regarding the fit between EMDB map EMD-11590 and PDB
model 7TA01. Per-residue inclusion information can be found in section 3 on page 21.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.018
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 (0.018).

WO RLDWIDE

P

PROTEIN DATA BANK


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

1.0
o
= 0.8
w
=
% —— Backbone atoms
n 0.6
£ All non-hydrogen
E atoms
g Recommended contour
o level 0.018
v 0.4
=
2
!
[}
o
E 0.2 1
0.0

T T T T T T T T T
—0.075-0.050-0.0250.000 0.025 0.050 0.075 0.100 0.125
Contour level

At the recommended contour level, 73% of all backbone atoms, 72% 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 (0.018) and Q-score

for the entire model and for each chain.

Chain Atom inclusion Q-score
All 0.7230 . 0.3700
02 0.8760 . 0.4520
12 0.8610 . 0.4890
13 0.8370  0.4510
22 0.8580 . 0.4430
32 0.7980 . 0.4470
42 . 0.2700 . 0.2610
52 0.8670 . 0.4770
62 0.8600 B 0.4850
72 0.8190 . 0.4820
82 0.8410 . 0.4270
92 0.8560  0.5050
A2 0.8280 . 0.4600
A3 . 0.4630 . 0.2890
B2 0.8180 B 0.4510
B3 . 0.2900 . 0.2470
C2 0.9050  0.5190
C3 . (0.3530 . 0.2680
D2 0.8820 B 0.4960
D3 . 0.4470 . (0.3090
E1 . 0.2150 . 0.2500
E2 0.8320 . 0.4760
E3 . 0.3810 . (0.2650
F2 0.8040 . 0.4810
F3 . 0.4420 . (0.3290
G2 0.8540 . 0.4170
G3 . 0.4800 . 0.3360
G5 . 0.4010 . 0.2980
H2 0.8640 . 0.4860
H3 B 0.5440 . 0.2900
H5 . 0.3420 . 0.2630
12 0.8240 . 0.4900
I3 . 0.4580 . 0.2810
I5 . 0.4590 . 0.2680
J2 0.8580 . 0.4580

Continued on next page...

1.0

0.0
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Chain Atom inclusion Q-score
J5 m 0.4630 . 0.3290
K2 . 0.2520 . 0.2480
K3 B 0.6100 . 0.2730
L2 0.8210 . 0.4950
L3 B 0.4870 . (0.3230
M2 . (0.2260 . (0.2640
M3 . 0.1750 . 0.2390
N3 . 0.2600 . 0.2620
03 B 0.5440 . 0.3390
P3 . 0.3530 . 0.3040
Q3 . 0.3090 . 0.2570
R2 0.8440 . 0.3710
S2 0.8560  0.4930
T2 0.7760 . 0.4050
T3 = 0.4780 I 0.3350
U2 0.8460 s 0.4680
U3 . 0.4050 . 0.2990
V2 0.7810 . 0.4220
V3 . 0.4360 . (0.3070
W2 0.8350 . 0.4590
W3 m 0.5150 . 0.3250
X2 0.8180 m 0.4550
X3 0.7180 s 0.4630
Y2 0.8220 . (0.4250
Y3 . 0.3290 . (0.2580
ad . 0.2560 . (0.2500
ab m 0.5060 . 0.3330
a7 0.8050 . 0.4340
b3 . 0.3700 . 0.2770
c3 B 0.4460 . 0.2780
d2 0.9590 . (0.4240
d3 B 0.5910 . 0.2760
e2 0.8800 . (0.4000
e3 . 0.2270 . (0.2400
3 m 0.3510 . 0.2880
h2 0.9270 . 0.4260
j3 B 0.5160 . 0.3020
k2 0.8040 B 0.5040
12 0.8140 . 0.4730
m2 0.8570  0.4910
02 0.8530 I 0.4650
p2 0.7790 . 0.4250

Continued on next page...
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Chain Atom inclusion Q-score
q2 0.8810 m 0.4850
r2 0.7210 . 0.3830
s3 . 0.3780 . (0.2870
t2 0.8460 . 0.4820
u2 0.8360 . (0.4700
v2 0.8580 = 0.5080
w2 0.8670 = 0.4780
X2 0.8720 B 0.5050
y2 0.7970 . 0.4570
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