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

The types of validation reports are described at
http://www.wwpdb.org/validation /2017 /FAQs#types.

The following versions of software and data (see references (1)) were used in the production of this report:

EMDB validation analysis : 0.0.1.dev132
Mogul : 2022.3.0, CSD as543be (2022)
MolProbity : 4-5-2 with Phenix2.0
Buster-report : wwPDB partial adaption of 1.1.7 (2018)
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 2.93 A.

Percentile scores (ranging between 0-100) for global validation metrics of the entry are shown in
the following graphic. The table shows the number of entries on which the scores are based.

Metric Percentile Ranks Value
Clashscore NN 0 -
Ramachandran outliers IS 0.0%
Sidechain outliers I | 0.1%
RNA backbone NN I (.46
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 0 | I 0.455

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 13037 ( 2.43 - 3.43)

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 SA 221 - 69% 31%
2 SB 214 A 76% 24%
3 SC 222 82% 18%

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

Mol | Chain | Length Quality of chain
4 SE 262 R 79% 21%
5 | sc | o7 |® a -
6 SH 186 - 79% 21%
7 ST 206 81% 19%
8 SJ 185 - 86% 14%
5%
9 SL 153 83% 17%
10 SN 150 80% 20%
11 SO 140 & 85% 18% .
12 SV 83 73% 27%
13 SW 129 83% 17%
14 SX 141 ) 87% 13%
15 SY 131 % 73% 27%
6 | Sa | 102 |*® = -
17 | sb 3 | ™ = -
18 Se 58 —_— 83% 17%
19 S2 1740 48% 43% T
20 | LR | 187 |™ ™ -
21 LW 118 = 81% 18% N
2 | SR | 135 |" = r—
23 SD 227 P 82% 18%
24 | SF gy | m— 7o 2%
25 SK 98 = 87% 13%
26 | SM gy | — 5 8%
27 SP 121 P 80% 20%
2% | sQ 144 | = — I

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

Mol | Chain | Length Quality of chain
29 | ss | s | = ™
30 ST 143 = 85% 15%
31 SU 104 - 83% 17%
5%
32 SZ 75 81% 19%
33 Sc 64 == 72% 28%
34 Sd 55 76% 24%
0%

35 | Sf 67 | T o7
36 Sg 313 & 79% 21%

20% —
37 At 71 52% 41% 7%
38 Pt 74 & 50% 46% -
39 CI 31 & 90% 10%
40 L5 3655 i 58% 35% 6%
41 L7 120 76% 22%
42 L8 156 65% 32% o
43 LA 248 82% 18%
44 LB 402 i 86% 14%
45 LC 368 n 92% 8%
46 LD 293 91% 9%
47 LE 250 - 85% A
48 LF 225 93% 7%
49 LG 241 & 92% 8%
50 LH 190 90% 10%
51 LI 213 - 88% 12%
52 LJ 176 89% 7% o
55 | LL | 210 | ™ = =

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

Mol | Chain | Length Quality of chain
54 LM 139 A 83% 17%
55 LN 203 89% 1%
56 LO 201 i 86% 14%
57 LP 153 84% 16%
58 LQ 187 91% 9%
59 LS 175 94% 6%
60 | T | 150 |° . -
61 LU 101 77% 23%
62 LV 131 91% 9%
63 LX 120 = 91% 9%
64 LY 134 90% 10%
65 LZ 135 91% 9%
66 La 147 95% 5%
67 Lb 109 = 88% 12%
68 | Le 08 | = 5%
60 | Ld | 107 |" ™ -
70 Le 128 88% 12%
71 Lf 109 90% 10%
72 | Le 14 | ° 55 0
73 Lh 122 81% 19%
74 Li 102 98%
75 | L 86 5o o
76 Lk 69 84% 16%
7 L1 50 84% 16%
78 | Lm | 52 |® o =

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

Mol | Chain | Length Quality of chain
79 ILn 24 100%
0%
80 Lo 105 20% 10%
81 Lp 91 " 89% 1%
82 Lr 125 90% 10%
8%
T
83 Ls 196 86% 14%
50%
84 Lt 141 80% 15% 5%
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2 Entry composition (i)

There are 88 unique types of molecules in this entry. The entry contains 219891 atoms, of which
0 are hydrogens and 0 are deuteriums.

In the tables below, the AltConf column contains the number of residues with at least one atom
in alternate conformation and the Trace column contains the number of residues modelled with at
most 2 atoms.

e Molecule 1 is a protein called 40S ribosomal protein SA.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 SA 221 1741 1106 305 322 8 0 0
e Molecule 2 is a protein called 40S ribosomal protein S3a.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2 SB 214 1738 1103 310 311 14 0 0
e Molecule 3 is a protein called 40S ribosomal protein S2.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3 SC 220 1707 1104 293 300 10 0 0

e Molecule 4 is a protein called Small ribosomal subunit protein eS4, X isoform.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4| SE 262 2076 1324 386 358 8 0 0
e Molecule 5 is a protein called 40S ribosomal protein S6.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o SG 237 1923 1200 387 329 7 0 0
e Molecule 6 is a protein called Small ribosomal subunit protein eS7.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
6 SH 186 1497 956 274 266 1 0 0



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#entry_composition
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There are 3 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment | Reference
SH ? - SER deletion UNP P62081
SH ? - ARG deletion UNP P62081
SH ? - THR deletion UNP P62081

e Molecule 7 is a protein called 40S ribosomal protein S8.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 SI 206 1686 1058 332 291 5 0 0
e Molecule 8 is a protein called 40S ribosomal protein S9.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 5J 185 1525 969 306 248 2 0 0
e Molecule 9 is a protein called 40S ribosomal protein S11.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
I SL 153 1247 793 234 214 6 0 0
e Molecule 10 is a protein called 40S ribosomal protein S13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
10 SN 150 1208 773 229 205 1 0 0

e Molecule 11 is a protein called Small ribosomal subunit protein uS11.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 SO 137 1024 627 200 191 6 0 0

e Molecule 12 is a protein called Small ribosomal subunit protein eS21.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
12 SV 83 636 393 117 121 5 0 0
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e Molecule 13 is a protein called 40S ribosomal protein S15a.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 SW 129 1034 659 193 176 6 0 0
e Molecule 14 is a protein called 40S ribosomal protein S23.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
14 X 141 1098 693 219 183 3 0 0
e Molecule 15 is a protein called 40S ribosomal protein S24.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
15 SY 131 1065 673 209 178 5 0 0
e Molecule 16 is a protein called 40S ribosomal protein S26.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 Sa 102 821 512 171 133 5 0 0

e Molecule 17 is a protein called Small ribosomal subunit protein eS27.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
17 Sb 83 651 408 121 115 7 0 0

e Molecule 18 is a protein called Small ribosomal subunit protein eS30.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 Se o8 459 284 100 74 1 0 0
e Molecule 19 is a RNA chain called 18S rRNA [Homo sapiens].
Mol | Chain | Residues Atoms AltConf | Trace
19 2 1740 Total = C N 0 P 0 0

36952 16508 6600 12105 1739

e Molecule 20 is a protein called 60S ribosomal protein L.19.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
20 LR 187 1566 971 336 250 9 0 0
e Molecule 21 is a protein called Ribosomal protein 1.24.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 LW 116 945 592 193 156 4 0 0

There are 6 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
LW ? - SER deletion UNP A0A994J4A5
LW ? - GLU deletion UNP A0A994J4A5
LW ? - GLU deletion UNP A0A994J4A5
LW ? - ILE deletion UNP A0A994J4A5
LW ? - GLN deletion UNP A0A994J4A5
LW ? - LYS deletion UNP A0A994J4A5

e Molecule 22 is a protein called Small ribosomal subunit protein eS17.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
22| SR 135 1090 685 202 198 5 0 0

e Molecule 23 is a protein called Small ribosomal subunit protein uS3.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
23 SD 227 1765 1125 317 315 8 0 0
e Molecule 24 is a protein called 40S ribosomal protein S5.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
24 SF 189 1495 934 284 270 7 0 0
e Molecule 25 is a protein called 40S ribosomal protein S10.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 SK %8 827 539 148 134 6 0 0
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e Molecule 26 is a protein called Small ribosomal subunit protein eS12.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
26 SM 122 940 590 164 177 9 0 0

e Molecule 27 is a protein called Small ribosomal subunit protein uS19.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
27 SP 121 985 623 185 170 7 0 0

e Molecule 28 is a protein called Small ribosomal subunit protein uS9.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
28 SQ 144 1142 726 216 197 3 0 0
e Molecule 29 is a protein called 40S ribosomal protein S18.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
29 S5 145 1198 751 242 203 2 0 0
e Molecule 30 is a protein called 40S ribosomal protein S19.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
30 | ST 143 1112 697 214 198 3 0 0
e Molecule 31 is a protein called 40S ribosomal protein S20.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
31 SU 104 821 514 155 148 4 0 0

e Molecule 32 is a protein called Small ribosomal subunit protein eS25.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
32 SZ & 598 382 111 104 1 0 0

e Molecule 33 is a protein called 40S ribosomal protein S28.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
33 | Se o4 506 308 102 94 2 0 0
e Molecule 34 is a protein called 40S ribosomal protein S29.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
34 5d g 459 286 94 74 5 0 0

e Molecule 35 is a protein called Ubiquitin-40S ribosomal protein S27a.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
35 St 67 548 346 102 93 7 0 0

e Molecule 36 is a protein called Receptor of activated protein C kinase 1.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
36 Sg 313 92436 1535 424 465 12 0 0
e Molecule 37 is a RNA chain called A site tRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
3T At 7 1514 677 275 492 70 0 0
e Molecule 38 is a RNA chain called P site tRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
38 Pt & 1576 705 286 512 73 0 0
e Molecule 39 is a protein called Transcription factor BTF3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
39 | I 31 247 153 55 38 1 0 0

e Molecule 40 is a RNA chain called 28S rRNA.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
40 L5 3655 78444 34968 14346 25475 3655 1 0
e Molecule 41 is a RNA chain called 5S rRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
41 L7 120 2561 1141 456 844 120 0 0
e Molecule 42 is a RNA chain called 5.8S rRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
42 L8 156 3315 1481 585 1094 155 0 0
e Molecule 43 is a protein called 60S ribosomal protein LS.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
43 LA 248 1898 1189 389 314 6 0 0

e Molecule 44 is a protein called Large ribosomal subunit protein uL.3.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
e LB 402 3238 2060 608 556 14 0 0
e Molecule 45 is a protein called 60S ribosomal protein LL4.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
5 - 368 2927 1840 583 489 15 0 0

e Molecule 46 is a protein called Large ribosomal subunit protein ul.18.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
46 | LD 293 2382 1507 434 427 14 0 0

e Molecule 47 is a protein called Large ribosomal subunit protein eL6.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
af LE 240 1935 1242 368 321 4 0 0
e Molecule 48 is a protein called 60S ribosomal protein L7.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
43 LF 225 1870 1202 358 301 9 0 0
e Molecule 49 is a protein called 60S ribosomal protein L7a.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
49 LG 241 1927 1228 371 324 4 0 0
e Molecule 50 is a protein called 60S ribosomal protein L9.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o0 LH 190 1518 956 284 272 6 0 0
e Molecule 51 is a protein called Ribosomal protein ul.16-like.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
ol L1 213 1711 1082 329 285 15 0 0
e Molecule 52 is a protein called 60S ribosomal protein L11.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
b2 LJ 170 1362 861 254 241 6 0 0

e Molecule 53 is a protein called Large ribosomal subunit protein el.13.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
53 LL 210 1701 1064 352 281 4 0 0

e Molecule 54 is a protein called 60S ribosomal protein L14.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o LM 139 1138 730 218 183 7 0 0
e Molecule 55 is a protein called 60S ribosomal protein L15.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
%5 LN 203 1701 1072 359 266 4 0 0
e Molecule 56 is a protein called 60S ribosomal protein L13a.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
5 | LO 201 1650 1063 321 261 5 0 0
e Molecule 57 is a protein called 60S ribosomal protein L17.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o7 Lp 153 1242 776 241 216 9 0 0
e Molecule 58 is a protein called 60S ribosomal protein L18.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o8 LQ 187 1513 944 314 250 5 0 0
e Molecule 59 is a protein called 60S ribosomal protein L18a.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
59 LS 175 1453 925 283 235 10 0 0
e Molecule 60 is a protein called 60S ribosomal protein L21.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
60 LT 159 1298 823 252 217 6 0 0

e Molecule 61 is a protein called Heparin-binding protein HBp15.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
61 LU 101 825 529 144 150 2 0 0
e Molecule 62 is a protein called 60S ribosomal protein L23.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
62 Lv 131 979 618 184 172 5 0 0
e Molecule 63 is a protein called 60S ribosomal protein L23a.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
63 | LX 120 085 630 185 169 1 0 0
e Molecule 64 is a protein called 60S ribosomal protein L26.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
64 | LY 134 1115 700 226 186 3 0 0
e Molecule 65 is a protein called 60S ribosomal protein L27.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
65 Lz 135 1107 714 208 182 3 0 0
e Molecule 66 is a protein called 60S ribosomal protein L27a.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
66 La 147 1162 736 237 186 3 0 0

e Molecule 67 is a protein called Large ribosomal subunit protein el.29.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
67 Lb 109 876 546 189 137 4 0 0

There are 12 discrepancies between the modelled and reference sequences:
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Chain | Residue | Modelled | Actual | Comment | Reference
Lb ? - LYS deletion UNP P47914
Lb ? - PRO deletion UNP P47914
Lb ? - LYS deletion UNP P47914
Lb ? - GLU deletion UNP P47914
Lb ? - VAL deletion UNP P47914
Lb ? - LYS deletion UNP P47914
Lb ? - PRO deletion UNP P47914
Lb ? - LYS deletion UNP P47914
Lb ? - ILE deletion UNP P47914
Lb ? - PRO deletion UNP P47914
Lb ? - LYS deletion UNP P47914
Lb ? - GLY deletion UNP P47914

e Molecule 68 is a protein called 60S ribosomal protein L30.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
68 Le %8 764 485 135 138 6 0 0
e Molecule 69 is a protein called 60S ribosomal protein L31.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
69 Ld 107 88 560 171 155 2 0 0
e Molecule 70 is a protein called 60S ribosomal protein L32.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
70 Le 128 1053 667 216 165 5 0 0
e Molecule 71 is a protein called 60S ribosomal protein L35a.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
(AN 109 876 555 174 144 3 0 0
e Molecule 72 is a protein called 60S ribosomal protein L34.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2 Le 114 906 566 187 147 6 0 0
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e Molecule 73 is a protein called 60S ribosomal protein L35.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3 Lh 122 1015 641 205 168 1 0 0
e Molecule 74 is a protein called 60S ribosomal protein L36.
Mol | Chain | Residues Atoms AltConf | Trace
} Total C N O S
& Li 102 832 521 177 129 5 0 0
e Molecule 75 is a protein called 60S ribosomal protein L37.
Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
[ER R 86 705 434 155 111 5 0 0
e Molecule 76 is a protein called 60S ribosomal protein L38.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
76 Lk 69 569 366 103 99 1 0 0
e Molecule 77 is a protein called 60S ribosomal protein L39.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7o U o0 444 281 98 64 1 0 0

e Molecule 78 is a protein called Large ribosomal subunit protein eL.40.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
| Lm 52 429 266 90 67 6 X 0
e Molecule 79 is a protein called 60S ribosomal protein L41.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
& Ln 24 230 139 62 26 3 0 0

e Molecule 80 is a protein called 60S ribosomal protein L36a.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
80 Lo 105 862 542 175 139 6 0 0
e Molecule 81 is a protein called 60S ribosomal protein L37a.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
81 Lp Il 708 445 136 120 7 0 0
e Molecule 82 is a protein called 60S ribosomal protein L28.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
82 Lo 125 1002 622 207 168 5 0 0
e Molecule 83 is a protein called 60S acidic ribosomal protein PO.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
83 Ls 196 1496 952 259 276 O 0 0

e Molecule 84 is a protein called Large ribosomal subunit protein ul11.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
84 Lt 134 998 626 180 189 3 0 0

There are 16 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment | Reference
Lt ? - PRO deletion UNP P30050
Lt ? - PRO deletion UNP P30050
Lt ? - ARG deletion UNP P30050
Lt ? - ASP deletion UNP P30050
Lt ? - ARG deletion UNP P30050
Lt ? - LYS deletion UNP P30050
Lt ? - LYS deletion UNP P30050
Lt ? - GLN deletion UNP P30050
Lt ? - LYS deletion UNP P30050
Lt ? - ASN deletion UNP P30050
Lt ? - ILE deletion UNP P30050
Lt ? - LYS deletion UNP P30050

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

Chain | Residue | Modelled | Actual | Comment | Reference
Lt ? - HIS deletion UNP P30050
Lt ? - SER deletion UNP P30050
Lt ? - GLY deletion UNP P30050
Lt ? - ASN deletion UNP P30050

e Molecule 85 is MAGNESIUM ION (CCD ID: MG) (formula: Mg) (labeled as "Ligand of
Interest" by depositor).

Mol | Chain | Residues Atoms AltConf
35 e 1 Total Mg 0
1 1
Total Mg
85 S2 26 9% 2% 0
35 sq 1 Total Mg 0
1 1
Total Mg
85 L5 178 173 178 0
Total Mg
85 L7 3 3 3 0
Total Mg
85 L8 6 6 6 0
35 LA 1 Total Mg 0
1 1
35 Lp 1 Total Mg 0
1 1
35 v 1 Total Mg 0
1 1
85 Le 1 Toltal N{g 0

e Molecule 86 is ZINC ION (CCD ID: ZN) (formula: Zn) (labeled as "Ligand of Interest" by

depositor).
Mol | Chain | Residues Atoms AltConf
36 Sa 1 Total Zn 0
1 1

Total Zn
86 Lg 1 1 1 0

) Total Zn
86 Lj 1 1 1 0
86 | Lm 1 Toltal Zln 0

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

Mol | Chain | Residues Atoms AltConf
36 Lo 1 Total Zn 0
1 1
36 Lp 1 Toltal Zln 0

e Molecule 87 is SPERMINE (CCD ID: SPM) (formula:
Interest" by depositor).

SPM
| e
i
s
Mol | Chain | Residues Atoms AltConf
87 | L5 1 Tﬂal 100 lj 0
87 | L5 1 T‘iial 100 12 0
87 | L5 1 T‘iﬁf‘l 100 12 0
87 | L5 | T‘ifl 1% 12 0
87 | L5 | T‘ifl 1% 12 0
87 | L5 | T(iffl 1% 12 0
87 | L5 1 T(iff‘l 1% 12 0

o Molecule 88 is SPERMIDINE (CCD ID: SPD) (formula
Interest" by depositor).

CioHoNy) (labeled as "Ligand of

: C;H9N3) (labeled as "Ligand of
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SPD
c% NH, 0
PR
c3 ./_,-’ H’*a
N1 HZN
Mol | Chain | Residues Atoms AltConf

Total C N

88 L5 1 10 7 3 0
Total C N

88 L5 1 10 7 3 0
Total C N

88 L5 1 10 7 3 0
Total C N

88 L5 1 10 7 3 0
Total C N

88 L5 1 10 7 3 0
Total C N

88 L5 1 10 7 3 0
Total C N

88 L5 1 10 7 3 0
Total C N

88 L5 1 10 7 3 0
Total C N

88 L8 1 10 7 3 0
Total C N

88 LN 1 10 7 3 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.
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e Molecule 10: 408 ribosomal protein S13
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e Molecule 25: 40S ribosomal protein S10
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e Molecule 28: Small ribosomal subunit protein uS9
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e Molecule 29: 40S ribosomal protein S18
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e Molecule 31: 408 ribosomal protein S20
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e Molecule 34: 40S ribosomal protein S29
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e Molecule 46: Large ribosomal subunit protein ulL18
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e Molecule 47: Large ribosomal subunit protein eL.6
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e Molecule 49: 60S ribosomal protein L7a
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e Molecule 52: 608 ribosomal protein L11
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e Molecule 54: 60S ribosomal protein L.14
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e Molecule 55: 60S ribosomal protein L15
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e Molecule 56: 60S ribosomal protein L13a
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e Molecule 57: 60S ribosomal protein L17

16%

84%

Chain LP:

[4shic

€v1d

(074978

LETIN

Te€TH

(4444

0CIN

8TTh

(4%}
T11S

60TA

86Y

S84

e Molecule 58: 60S ribosomal protein 118
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e Molecule 59: 60S ribosomal protein L.18a
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e Molecule 61: Heparin-binding protein HBp15
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e Molecule 62: 60S ribosomal protein 123

S109
E111

Chain LV: 91% 9%
o omemo mame ~mS SR YmSms
< < 0 (<} [ o O, — — ~ ~
~ oA 17} ~ [=) = m = (&) L= ~

e Molecule 63: 60S ribosomal protein L23a
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