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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

Mogul

MolProbity

Buster-report

Percentile statistics

EM percentile statistics

MapQ

Ideal geometry (proteins)

Ideal geometry (DNA, RNA)
Validation Pipeline (wwPDB-VP)

0.0.1.dev132

2022.3.0, CSD as543be (2022)

4-5-2 with Phenix2.0

wwPDB partial adaption of 1.1.7 (2018)

20250101.v01 (using entries in the PDB archive January 1st 2025)
202505.v01 (Using data in the EMDB archive up until May 2025)
1.9.13

Engh & Huber (2001)

Parkinson et al. (1996)

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 3.90 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 ]
Ramachandran outliers ) I 0.4%
Sidechain outliers I | I 0.5%
RNA backbone - .13
Worse Better
I Percentile relative to all structures
l] Percentile relative to all EM structures
Metric Model-Map Fit Percentile Ranks Value
Q-score I ][ I 0321
Worse Better
I Percentile relative to all EM structures
I] Percentile relative to EM structures of similar resolution
Metri Whole archive EM structures Similar EM resolution
etric
(#Entries) (#Entries) (#Entries, resolution range(A))
Clashscore 229148 23984 -
Ramachandran outliers 224038 23583 -
Sidechain outliers 223484 23102 -
RNA backbone 8273 3508 -
Q-score - 25397 8855 ( 3.40 - 4.40 )

The table below summarises the geometric issues observed across the polymeric chains and their fit
to the map. The red, orange, yellow and green segments of the bar indicate the fraction of residues
that contain outliers for >=3, 2, 1 and 0 types of geometric quality criteria respectively. A grey
segment represents the fraction of residues that are not modelled. The numeric value for each
fraction is indicated below the corresponding segment, with a dot representing fractions <=5%
The upper red bar (where present) indicates the fraction of residues that have poor fit to the EM
map (all-atom inclusion < 40%). The numeric value is given above the bar.

Mol | Chain | Length Quality of chain
1 1 18998 | ', 595
1 2 18998 | om 575
16%
2 h 166 43% 51% 5%
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Continued from previous page...

Mol | Chain | Length Quality of chain
24%
I
3 aw 139 60% 40%
24%
T —
4 m 325 52% 36% 11%
15%
| ..
5 f 371 21% 19% . 60%
25%
T ——
6 S 179 47% 45% “e%
2%
e
7 au 247 48% 49% -~
30%
e
8 am 313 45% 42% e
27%
.. ——
9 n 171 39% 44% 17%
20%
I —
10 ae 655 52% 37% i
21%
e ——
11 ay 169 46% 37% . 17%
34%
e —
12 ag 564 54% 44% =
10%
. I
13 aj 397 42% 38% 20%
26%
I
14 e 822 60% 38% o
9%
—
15 d 351 59% 39% .
14%
[—
16 az 163 51% 44% 6%
26%
T ——
17 ax 184 52% 36% 12%
17%
[—
18 r 467 54% 42% =
16%
[—
19 af 835 38% 32% 30%
26%
e —
20 u 890 47% 32% . 21%
24%
T —
21 aa 1813 48% 36% 16%
34%
I
22 ab 1177 56% 42% =
36%
e
23 ak 325 39% 43% 18%
32%
T
24 ac 1267 47% 40% 12%
31%
e
25 ad 811 45% 40% 14%
21%
—
26 an 302 56% 44%
17%
e
27 ao 291 33% 32% 34%
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Mol | Chain | Length Quality of chain
7%
I
28 ap 245 54% 44% N
78%
1 —
29 aq 295 34% 38% 28%
7%
= ——
30 as 270 49% 42% 9%
2%
I —
31 at 397 30% 21% . 49%
15%
e
32 y 485 33% 25% 42%
54%
1 — ——
33 w 190 45% 36% 18%
9%
| ..
34 v 214 15% 14% 71%
1%
N ——
35 t 267 42% 42% 15%
11%
I
36 p 321 40% 33% . 26%
2%
. === —
37 j 189 47% 48% 5%
32%
. ——
38 | 677 39% 41% 19%
32%
N
39 ar 282 45% 44% -1
35%
I
40 av 236 34% 29% 36%
23%
. T —
41 al 379 62% 38%
9%
—
42 X 268 59% 35% 5%
18%
. e
43 1 429 32% 30% 38%
31%
e
44 g 192 30% 21% 48%
35%
..
45 0 604 43% 29% 27%
32%
N
46 C 311 44% 37% 19%
2%
| S
47 k 312 21% 16% 63%
9%
h
48 q 425 23% 23% 54%
25%
e —
49 b 159 45% 52% -
35%
e
50 a 431 50% 44% 7
27%
I
51 ba 94 21% 6% 72%
9%
I — —
52 zZ 1169 50% 32% 17%

Continued on next page...
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Mol | Chain | Length Quality of chain
3%
53 bd 89 ﬁ- 36% 54%
35%
e
54 A 466 49% 29% 21%
31%
T — -
55 B 435 55% 43% .
5%
56 C 261 — 43% 38% 19%
1%
I —
57 D 204 34% 28% 37%
38%
e —
58 E 345 52% 43% 6%
51%
1 -
59 F 171 50% 48% ..
28%
T — —
60 G 373 51% 45% -
31%
T e — —
61 H 167 49% 47% -
30%
L
62 I 304 43% 41% 15%
76%
== mn
63 J 143 49% 48%
4%
N —
64 K 193 45% 48% 7%
50%
= —
65 L 185 56% 40% -
25%
e —— e
66 M 278 46% 45% ~ 7%
2%
67 N 251 — 49% 27% 25%
31%
==
68 @) 475 36% 27% 35%
7%
69 P 184 44% 45% 10%
20%
I — —
70 Q 233 51% 42% R T7A
29%
T — n
71 R 479 59% 40% .
14%
..
72 S 408 21% 16% 63%
18%
I
73 T 82 33% 34% 33%
21%
e —
74 U 117 38% 33% 7% 21%
23%
I —
75 AV 150 45% 49% . 6%
1%
76 W 185 18% 10% 71%
32%
T —
77 X 512 54% 36% 9%
Continued on next page...
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Continued from previous page...

Mol | Chain | Length Quality of chain
75%
I ——
78 Y 292 49% 38% 13%
1%
79 7 197 — 40% 34% - 24%
3%
] E——
80 BA 167 34% 45% . 17%
24%
I —
81 UA 203 78% 21%
30%
.
82 BB 156 37% 38% - 22%
37%
T — -
83 Aw 187 60% 39%
32%
. e — —
84 Bj 185 52% 37% . 9%
29%
e — ——
85 An 331 49% 41% 5% 5%
20%
I e ——
86 Al 346 41% 33% . 24%
16%
87 BI 266 — 46% 24% 30%
6%
88 Az 152 — 51% 38% T
31%
e ——
&9 At 183 45% 45% 10%
72%
—— —
90 BC 147 50% 44% 5%
70%
e n
91 Ab 262 54% 45%
32%
. T —— n
92 Ai 479 61% 38%
2%
N —
93 Ap 240 57% 32% 11%
20%
I — o mee
94 Au 186 45% 41% 8% . 5%
50%
- —
95 Aa 195 45% 44% %
21%
I — p—
96 Ao 284 54% 22% .
50%
1 — ——
97 BM 457 38% 47% 15%
21%
e —
98 Ar 205 53% 42% 5%
32%
. =
99 Aj 503 38% 30% 32%
35%
e —— —
100 BH 229 56% 37% 7%
7%
= —
101 Am 340 55% 42%
25%
e
102 Aq 341 42% 31% . 24%

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

Mol | Chain | Length Quality of chain
30%
..
103 BE 118 36% 32% . 29%
32%
I — —
104 Ak 323 53% 39% 7%
33%
...
105 BP 254 43% 32% . 23%
75%
I —
106 Ad 237 43% 43% . 13%
32%
T —————— —
107 BF 109 54% 39% 7%
2%
e —
108 Av 192 36% 44% . 19%
76%
= —
109 Af 155 48% 41% . 10%
16%
110 As 249 * 20% 61%
75%
T —
111 Ae 311 64% 30% 6%
27%
. —
112 Ac 291 51% 42% 8%
23%
e
113 Ah 570 42% 36% . 21%
16%
114 BD 102 52% 43% 5%
20%
I — e
115 Ay 174 49% 30% - 18%
20%
I — —
116 Ag 244 53% 41% 5%
21%
e
117 Ax 216 36% 35% 6% 23%
6%
118 BL 380 38% 39% . 19%
1%
1 e—
119 BO 190 26% 52% . 18%
120 | BG 1347 | & 54%
3%
T —
121 UB 67 84% 16%

72%

122 UucC 144 88% 10% -

44%

123 UD 95 87% 13%

The following table lists non-polymeric compounds, carbohydrate monomers and non-standard
residues in protein, DNA, RNA chains that are outliers for geometric or electron-density-fit crite-
ria:

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
124 ZN BG 1401 - - X -
124 ZN T 101 - - X -
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2 Entry composition (i)

There are 126 unique types of molecules in this entry. The entry contains 303111 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 Large ribosomal RNA.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
1 2 604 12723 5725 2119 4275 604 0 0
Total C N O P
1 1 1084 22858 10292 3832 7650 1084 0 0
There are 6 discrepancies between the modelled and reference sequences:
Chain | Residue | Modelled | Actual | Comment Reference
2 612 U A conflict GB 1756572068
2 613 U A conflict GB 1756572068
2 615 U G conflict GB 1756572068
1 1840 U A conflict GB 1756572068
1 1841 U A conflict GB 1756572068
1 1843 U G conflict GB 1756572068
e Molecule 2 is a protein called uS14m.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2 h 157 1311 831 248 224 8§ 0 0
e Molecule 3 is a protein called mS69.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
S| aw 139 1144 723 209 204 8 0 0
e Molecule 4 is a protein called bS18m.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4| m 288 2368 1495 435 427 11 0 0
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e Molecule 5 is a protein called uS11m.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
g f 148 1213 764 231 216 2 0 0
e Molecule 6 is a protein called mS33.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
6 > 165 1349 852 251 239 7 0 0

e Molecule 7 is a protein called Rhodanese domain-containing protein.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 au 239 2066 1322 366 368 10 0 0
e Molecule 8 is a protein called mS5H9.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 ant 272 2198 1398 404 386 10 0 0
e Molecule 9 is a protein called uS19m.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
) 1 142 1176 760 210 201 5 0 0
e Molecule 10 is a protein called mS53.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
10 ae o84 4593 2888 856 830 19 0 0
e Molecule 11 is a protein called mS71.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 ay 141 1187 756 222 204 5 0 0

e Molecule 12 is a protein called mS55.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
12 a8 o57 4521 2827 849 821 24 0 0
e Molecule 13 is a protein called mS57.
Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
13 A 316 92560 1643 449 453 15 0 0
e Molecule 14 is a protein called uS10m.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
14 ¢ 809 6413 4040 1128 1218 27 0 0
e Molecule 15 is a protein called uS9m.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
15 d 343 2715 1716 474 511 14 0 0
e Molecule 16 is a protein called mS72.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 az 154 1301 834 246 214 7 0 0
e Molecule 17 is a protein called mS70.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
17 ax 161 1356 864 261 224 7 0 0
e Molecule 18 is a protein called mS29.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 ' 451 3703 2380 646 660 17 0 0

e Molecule 19 is a protein called Excreted /secreted protein 15.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
19 af 585 4698 2963 853 857 25 0 0
e Molecule 20 is a protein called mS35.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
20 " 706 5564 3497 1017 1025 25 0 0
e Molecule 21 is a protein called mS48.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N @) S
21| aa I 9070 7616 2166 2249 39 0 0
e Molecule 22 is a protein called mS49.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
22 | ab 1151 0200 5726 1711 1744 28 0 0
e Molecule 23 is a protein called mS58.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
23 ak 268 2141 1337 403 394 7 0 0
e Molecule 24 is a protein called mS50.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N @) S
24 ac 1116 8700 5454 1568 1644 34 0 0
e Molecule 25 is a protein called mS51.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 ad 694 5676 3607 1012 1023 34 0 0

e Molecule 26 is a protein called mS60.




Page 12 Full wwPDB EM Validation Report EMD-11829, TANE
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
26 an 302 2480 1560 484 427 9 0 0
e Molecule 27 is a protein called mS61.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
27 a0 191 1535 980 271 274 10 0 0
e Molecule 28 is a protein called mS62.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
28 | ap 240 1893 1180 341 360 12 0 0
e Molecule 29 is a protein called mS63.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
291 aq 212 1794 1147 318 320 9 0 0
e Molecule 30 is a protein called mS65.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
30 as 247 1954 1246 352 348 8 0 0
e Molecule 31 is a protein called mS66.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
31 at 204 1631 1008 313 300 10 0 0
e Molecule 32 is a protein called mS43.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
32 Y 283 2152 1345 395 398 14 0 0

e Molecule 33 is a protein called Protein FYV4, mitochondrial.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
33 W 155 1279 815 227 233 4 0 0
e Molecule 34 is a protein called mS37.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
34 v 63 486 294 89 97 6 0 0
e Molecule 35 is a protein called mS34.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
35 ¢ 226 1776 1128 303 336 4 0 0
e Molecule 36 is a protein called mS23.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
61 P 236 1954 1241 346 360 7 0 0
e Molecule 37 is a protein called bS16m.
Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
37 ) 180 1506 963 280 254 9 0 0
e Molecule 38 is a protein called mS52.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
38 1 545 4438 2809 821 796 12 0 0

e Molecule 39 is a protein called AKAP7 NLS domain-containing protein.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
39 ar 252 1993 1249 376 356 12 0 0

e Molecule 40 is a protein called Ubiquitin-like domain-containing protein.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
40 av 150 1237 777 219 236 5 0 0
e Molecule 41 is a protein called mS56.
Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
4 al 379 3068 1957 534 565 12 0 0
e Molecule 42 is a protein called Putative superoxide dismutase.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2 ) x 255 2034 1209 351 375 O 0 0
e Molecule 43 is a protein called uS15m.
Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
43 ! 267 2221 1406 403 402 10 0 0
e Molecule 44 is a protein called bS21m.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 & % 818 513 161 141 3 0 0
e Molecule 45 is a protein called mS22.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
45 © 438 3736 2395 658 664 19 0 0
e Molecule 46 is a protein called uS8m.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 ¢ 251 2038 1279 379 370 10 0 0

e Molecule 47 is a protein called 30S Ribosomal protein S17-like protein.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
47 k 16 951 614 169 163 5 0 0
e Molecule 48 is a protein called mS26.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
48 4 196 1699 1077 317 297 8 0 0
e Molecule 49 is a protein called bS6m.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
91 b 195 1200 816 232 238 4 0 0

e Molecule 50 is a protein called Ribosomal S5 C domain-containing protein.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
50 a 408 3298 2084 610 587 17 0 0
e Molecule 51 is a protein called mS73.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2 ba 26 223 147 36 39 1 0 0
e Molecule 52 is a protein called mS47.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2 | 7 o7l 7713 4847 1378 1454 34 0 0

e Molecule 53 is a protein called uS3m.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
o3 bd 4l 350 245 52 53 0 0

e Molecule 54 is a protein called Ribosomal protein L3-like protein.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o A 368 2996 1929 496 556 15 0 0
e Molecule 55 is a protein called ul.4m.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
%5 B 435 3513 2237 615 642 19 0 0

e Molecule 56 is a protein called RIBOSOMAL L9 domain-containing protein.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o0 C 212 1772 1144 303 321 4 0 0
e Molecule 57 is a protein called uL.10m.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o7 b 128 1036 656 198 177 b5 0 0
e Molecule 58 is a protein called Putative ribosomal protein L11.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o8 2 326 2668 1704 480 470 14 0 0

e Molecule 59 is a protein called 50S ribosomal protein L13-like protein.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
59 K 170 1435 919 261 243 12 0 0

e Molecule 60 is a protein called Ribosomal 1.18e¢/L15P domain-containing protein.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
60 | G 365 3012 1917 555 531 O 0 0

e Molecule 61 is a protein called Ribosomal L16 domain-containing protein.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
61 H 162 1305 836 239 226 4 0 0

e Molecule 62 is a protein called Putative 50S ribosomal protein L17.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2 I 257 2153 1362 406 372 13 0 0
e Molecule 63 is a protein called bL19m.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
63 J 141 1146 727 211 202 6 0 0
e Molecule 64 is a protein called bL20m.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
64 K 179 1467 910 289 258 10 0 0
e Molecule 65 is a protein called bL21m.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
65 L 178 1419 907 257 250 5 0 0
e Molecule 66 is a protein called uL.22m.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
66 M 259 2116 1345 385 371 15 0 0
e Molecule 67 is a protein called ul.23m.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
67 N 189 1599 1031 296 269 3 0 0

e Molecule 68 is a protein called ul.24m.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
68 O 307 2537 1600 455 475 7 0 0
e Molecule 69 is a protein called bL27m.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
69 P 165 1367 856 266 238 7 0 0
e Molecule 70 is a protein called bL28m.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
0 Q 217 1785 1127 331 316 11 0 0
e Molecule 71 is a protein called uL.29m.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
R 472 3755 2377 662 704 12 0 0
e Molecule 72 is a protein called uL.30m.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
72 S 150 1244 782 247 207 8 0 0
e Molecule 73 is a protein called bL32m.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3 T %5 487 311 93 78 5 0 0
e Molecule 74 is a protein called bL33m.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 U 92 744 472 142 125 5 0 0

e Molecule 75 is a protein called bL35m.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
& v 141 1202 755 242 197 8 0 0
e Molecule 76 is a protein called bL36m.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
76 . o4 465 299 &9 74 3 0 0
e Molecule 77 is a protein called mL38.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
m X 468 3733 2365 657 694 17 0 0
e Molecule 78 is a protein called mL40.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 Y 255 2067 1287 373 402 5 0 0
e Molecule 79 is a protein called mL41.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
& Z 150 1223 784 224 211 4 0 0
e Molecule 80 is a protein called mL94.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
80 BA 138 1038 648 188 197 5 0 0
e Molecule 81 is a protein called UA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
81 UA 203 1015 609 203 203 0 0

e Molecule 82 is a protein called mL95.




Page 20 Full wwPDB EM Validation Report EMD-11829, TANE
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
82 BB 122 1028 663 189 176 0 0
e Molecule 83 is a protein called mL89.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
83 Aw 185 1509 949 289 268 3 0 0
e Molecule 84 is a protein called bL31m.
Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
84 B] 168 1358 865 255 231 7 0 0
e Molecule 85 is a protein called mL76.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 An 314 2605 1643 487 470 5 0 0
e Molecule 86 is a protein called mL74.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
36 Al 264 2152 1371 374 399 8 0 0

e Molecule 87 is a protein called Peptidyl-prolyl cis-trans isomerase.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
87 B 186 1409 K895 242 264 8 0 0
e Molecule 88 is a protein called mL93.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
38 Az 138 1215 782 216 211 6 0 0

e Molecule 89 is a protein called mL86.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
89 At 165 1346 824 260 254 8 0 0
e Molecule 90 is a protein called mL96.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
%0 BC 140 1114 693 205 207 9 0 0

e Molecule 91 is a protein called L51 S25 CI-B8 domain-containing protein.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
91 | Ab 260 2185 1365 416 397 7 0 0
e Molecule 92 is a protein called mL69.
Mol | Chain | Residues Atoms AltConf | Trace
} Total C N O S
92 Al 476 3789 2419 654 694 22 0 0
e Molecule 93 is a protein called mL80.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
93 Ap 214 1775 1111 327 328 9 0 0
e Molecule 94 is a protein called mL8&7.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
9 | Au 176 1490 945 292 245 8 0 0
e Molecule 95 is a protein called mL42.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
% | Aa 178 1417 884 270 256 7 0 0

e Molecule 96 is a protein called mL79.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
96 Ao 275 2276 1433 429 402 12 0 0
e Molecule 97 is a protein called mL70.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
I BM 389 3069 1954 548 551 16 0 0
e Molecule 98 is a protein called mL84.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
98 | Ar 195 1644 1054 205 288 7 0 0
e Molecule 99 is a protein called mL72.
Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
9 A 341 2766 1756 508 491 11 0 0
e Molecule 100 is a protein called Peptidyl-prolyl cis-trans isomerase.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
100 BH 214 1659 1050 290 310 9 0 0
e Molecule 101 is a protein called mL75.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
101 | Am 330 2708 1727 491 474 16 0 0
e Molecule 102 is a protein called mL82.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
102 Aq 258 2074 1296 406 360 12 0 0

e Molecule 103 is a protein called mL98.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
103 BE 84 700 447 125 128 0 0
e Molecule 104 is a protein called mL73.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
104 Ak 300 2352 1489 421 429 13 0 0
e Molecule 105 is a protein called mL52.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
105 | BP 195 1503 1014 288 288 3 0 0
e Molecule 106 is a protein called mL49.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
106 | Ad 207 1632 1049 289 286 8 0 0
e Molecule 107 is a protein called mL99.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
107 BF 101 851 530 165 154 2 0 0
e Molecule 108 is a protein called mL88.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
108 Av 155 1300 828 230 234 8 0 0
e Molecule 109 is a protein called mL63.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
109 Af 139 1132 709 215 207 1 0 0

e Molecule 110 is a protein called mL85.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
110 | As 7 787 495 139 148 5 0 0
e Molecule 111 is a protein called mL53.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
L1 Ae 291 2359 1526 418 404 11 0 0
e Molecule 112 is a protein called MRP-L46 domain-containing protein.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
112 ] Ac 268 2174 1375 339 405 5 0 0
e Molecule 113 is a protein called mL68.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 Ah 452 3686 2338 651 679 18 0 0
e Molecule 114 is a protein called mL97.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
114 BD 97 807 499 160 140 8 0 0

e Molecule 115 is a protein called C2H2-type domain-containing protein.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
15| Ay 142 1226 774 228 217 7 0 0
e Molecule 116 is a protein called mL59/64.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
116 | Ag 231 1916 1211 356 340 9 0 0

e Molecule 117 is a protein called LIM zinc-binding domain-containing protein.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
17| Ax 167 1388 876 268 233 11 0 0
e Molecule 118 is a protein called Putative ribosomal protein L2.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
118 BL 309 2497 1594 464 427 12 0 0
e Molecule 119 is a protein called Putative ribosomal protein L.14.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
19 BO 155 1230 772 253 205 9 0 0
e Molecule 120 is a protein called mL100.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
120 BG 8 643 400 122 115 6 0 0
e Molecule 121 is a protein called UB.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
121 UB 67 335 201 67 67 0 0
e Molecule 122 is a protein called UC.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
122 ue 144 720 432 144 144 0 0
e Molecule 123 is a protein called UD.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
123 ub % 475 285 95 95 0 0

e Molecule 124 is ZINC ION (CCD ID: ZN) (formula: Zn).
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Mol | Chain | Residues Atoms AltConf
124 T 1 Total Zn 0

1 1
124 W 1 Total Zn 0

1 1
124 BD 1 Total Zn 0

1 1

Total Zn

124 Ax 2 9 9 0
124 | BG | Toltal Zln 0

e Molecule 125 is NICOTINAMIDE-ADENINE-DINUCLEOTIDE (CCD ID: NAD) (formula:

C211—1271\17()141:)2) .

HO' h‘;u__ )
Mol | Chain | Residues Atoms AltConf
Total C N O P
125 | Ag 1 44 21 7 14 2 0

e Molecule 126 is MAGNESIUM ION (CCD ID: MG) (formula: Mg).

Mol | Chain | Residues Atoms AltConf
Total Mg
126 1 2 5 9 0




Page 27 Full wwPDB EM Validation Report EMD-11829, TANE

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: Large ribosomal RNA
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e Molecule 1: Large ribosomal RNA
. i
Chain 1: .. . YA
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