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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 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 i○) were used in the production of this report:

EMDB validation analysis : 0.0.1.dev92
MolProbity : FAILED

Percentile statistics : 20191225.v01 (using entries in the PDB archive December 25th 2019)
MapQ : FAILED

Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.36.2

https://www.wwpdb.org/validation/2017/EMValidationReportHelp
https://www.wwpdb.org/validation/2017/EMValidationReportHelp
https://www.wwpdb.org/validation/2017/EMValidationReportHelp
http://www.wwpdb.org/validation/2017/FAQs#types
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#references
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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 3.50 Å.

There are no overall percentile quality scores available for this entry.

https://www.wwpdb.org/validation/2017/EMValidationReportHelp#overall_quality
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2 Entry composition i○

There are 49 unique types of molecules in this entry. The entry contains 130259 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.

• Molecule 1 is a RNA chain called 25S rRNA.

Mol Chain Residues Atoms AltConf Trace

1 A 3146 Total C N O P
67289 30062 12142 21942 3143 0 0

• Molecule 2 is a protein called 60S ribosomal protein L2-A.

Mol Chain Residues Atoms AltConf Trace

2 B 247 Total C N O S
1878 1170 381 326 1 0 0

• Molecule 3 is a protein called 60S ribosomal protein L3.

Mol Chain Residues Atoms AltConf Trace

3 C 381 Total C N O S
3039 1928 577 526 8 0 0

• Molecule 4 is a protein called 60S ribosomal protein L4-A.

Mol Chain Residues Atoms AltConf Trace

4 D 361 Total C N O S
2748 1730 522 493 3 0 0

• Molecule 5 is a protein called 60S ribosomal protein L11-A.

Mol Chain Residues Atoms AltConf Trace

5 E 169 Total C N O S
1352 847 253 248 4 0 0

• Molecule 6 is a protein called 60S ribosomal protein L9-A.

Mol Chain Residues Atoms AltConf Trace

6 F 189 Total C N O S
1502 953 272 273 4 0 0

https://www.wwpdb.org/validation/2017/EMValidationReportHelp#entry_composition
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• Molecule 7 is a protein called 60S ribosomal protein L6-A.

Mol Chain Residues Atoms AltConf Trace

7 G 175 Total C N O S
1399 902 251 245 1 0 0

• Molecule 8 is a protein called 60S ribosomal protein L8-A.

Mol Chain Residues Atoms AltConf Trace

8 H 223 Total C N O S
1742 1117 309 313 3 0 0

• Molecule 9 is a protein called 60S ribosomal protein L16-B.

Mol Chain Residues Atoms AltConf Trace

9 J 197 Total C N O S
1563 1005 292 265 1 0 0

• Molecule 10 is a protein called 60S ribosomal protein L13-A.

Mol Chain Residues Atoms AltConf Trace

10 K 186 Total C N O
1486 929 304 253 0 0

• Molecule 11 is a protein called 60S ribosomal protein L23-A.

Mol Chain Residues Atoms AltConf Trace

11 L 136 Total C N O S
1002 628 189 178 7 0 0

• Molecule 12 is a protein called 60S ribosomal protein L14-A.

Mol Chain Residues Atoms AltConf Trace

12 M 135 Total C N O S
1045 669 197 177 2 0 0

• Molecule 13 is a protein called 60S ribosomal protein L28.

Mol Chain Residues Atoms AltConf Trace

13 N 148 Total C N O S
1172 749 231 189 3 0 0

• Molecule 14 is a protein called 60S ribosomal protein L15-A.
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Mol Chain Residues Atoms AltConf Trace

14 O 203 Total C N O S
1719 1077 361 280 1 0 0

• Molecule 15 is a protein called 60S ribosomal protein L5.

Mol Chain Residues Atoms AltConf Trace

15 P 269 Total C N O S
2176 1378 375 421 2 0 0

• Molecule 16 is a protein called 60S ribosomal protein L18-A.

Mol Chain Residues Atoms AltConf Trace

16 Q 185 Total C N O S
1440 908 290 240 2 0 0

• Molecule 17 is a protein called 60S ribosomal protein L19-A.

Mol Chain Residues Atoms AltConf Trace

17 R 150 Total C N O
1209 752 257 200 0 0

• Molecule 18 is a protein called 60S ribosomal protein L20-A.

Mol Chain Residues Atoms AltConf Trace

18 S 171 Total C N O S
1436 925 266 242 3 0 0

• Molecule 19 is a protein called 60S ribosomal protein L21-A.

Mol Chain Residues Atoms AltConf Trace

19 T 159 Total C N O S
1275 805 246 220 4 0 0

• Molecule 20 is a protein called 60S ribosomal protein L17-A.

Mol Chain Residues Atoms AltConf Trace

20 U 154 Total C N O
1222 761 237 224 0 0

• Molecule 21 is a protein called 60S ribosomal protein L22-A.
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Mol Chain Residues Atoms AltConf Trace

21 V 99 Total C N O
786 510 129 147 0 0

• Molecule 22 is a protein called 60S ribosomal protein L25.

Mol Chain Residues Atoms AltConf Trace

22 W 120 Total C N O S
958 617 168 171 2 0 0

• Molecule 23 is a protein called 60S ribosomal protein L26-A.

Mol Chain Residues Atoms AltConf Trace

23 X 125 Total C N O
984 620 191 173 0 0

• Molecule 24 is a protein called 60S ribosomal protein L27-A.

Mol Chain Residues Atoms AltConf Trace

24 Y 135 Total C N O
1091 710 202 179 0 0

• Molecule 25 is a protein called 60S ribosomal protein L35-A.

Mol Chain Residues Atoms AltConf Trace

25 Z 118 Total C N O S
963 612 185 165 1 0 0

• Molecule 26 is a protein called 60S ribosomal protein L29.

Mol Chain Residues Atoms AltConf Trace

26 a 52 Total C N O
415 259 90 66 0 0

• Molecule 27 is a protein called 60S ribosomal protein L7-A.

Mol Chain Residues Atoms AltConf Trace

27 b 219 Total C N O S
1760 1138 320 301 1 0 0

• Molecule 28 is a protein called 60S ribosomal protein L30.
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Mol Chain Residues Atoms AltConf Trace

28 c 97 Total C N O S
741 479 124 137 1 0 0

• Molecule 29 is a protein called 60S ribosomal protein L31-A.

Mol Chain Residues Atoms AltConf Trace

29 d 107 Total C N O S
872 553 165 153 1 0 0

• Molecule 30 is a protein called 60S ribosomal protein L32.

Mol Chain Residues Atoms AltConf Trace

30 e 127 Total C N O S
1020 646 205 167 2 0 0

• Molecule 31 is a protein called 60S ribosomal protein L33-A.

Mol Chain Residues Atoms AltConf Trace

31 f 106 Total C N O S
849 540 165 143 1 0 0

• Molecule 32 is a protein called 60S ribosomal protein L34-A.

Mol Chain Residues Atoms AltConf Trace

32 g 103 Total C N O S
812 504 167 137 4 0 0

• Molecule 33 is a protein called 60S ribosomal protein L36-A.

Mol Chain Residues Atoms AltConf Trace

33 h 98 Total C N O S
763 477 155 129 2 0 0

• Molecule 34 is a protein called 60S ribosomal protein L37-A.

Mol Chain Residues Atoms AltConf Trace

34 i 84 Total C N O S
665 405 145 110 5 0 0

• Molecule 35 is a protein called 60S ribosomal protein L38.
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Mol Chain Residues Atoms AltConf Trace

35 j 77 Total C N O
611 391 115 105 0 0

• Molecule 36 is a protein called 60S ribosomal protein L39.

Mol Chain Residues Atoms AltConf Trace

36 k 50 Total C N O S
435 272 97 64 2 0 0

• Molecule 37 is a protein called 60S ribosomal protein L42-A.

Mol Chain Residues Atoms AltConf Trace

37 l 94 Total C N O S
756 476 153 122 5 0 0

• Molecule 38 is a protein called 60S ribosomal protein L43-A.

Mol Chain Residues Atoms AltConf Trace

38 m 89 Total C N O S
680 421 136 117 6 0 0

• Molecule 39 is a protein called Eukaryotic translation initiation factor 6.

Mol Chain Residues Atoms AltConf Trace

39 n 224 Total C N O S
1691 1051 293 340 7 0 0

• Molecule 40 is a protein called Cytoplasmic 60S subunit biogenesis factor REH1.

Mol Chain Residues Atoms AltConf Trace

40 z 58 Total C N O S
491 301 100 87 3 0 0

• Molecule 41 is a protein called 60S ribosomal export protein NMD3.

Mol Chain Residues Atoms AltConf Trace

41 w 389 Total C N O S
3076 1955 530 571 20 0 0

• Molecule 42 is a protein called 60S ribosomal protein L24-A.
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Mol Chain Residues Atoms AltConf Trace

42 v 60 Total C N O S
500 322 98 79 1 0 0

• Molecule 43 is a protein called Large subunit GTPase 1.

Mol Chain Residues Atoms AltConf Trace

43 o 325 Total C N O S
2615 1672 454 482 7 0 0

• Molecule 44 is a protein called uL1.

Mol Chain Residues Atoms AltConf Trace

44 p 210 Total C N O
1050 630 210 210 0 0

• Molecule 45 is a protein called 60S ribosomal protein L10.

Mol Chain Residues Atoms AltConf Trace

45 q 204 Total C N O S
1671 1063 315 287 6 0 0

• Molecule 46 is a protein called Ubiquitin-60S ribosomal protein L40.

Mol Chain Residues Atoms AltConf Trace

46 t 52 Total C N O S
417 259 86 67 5 0 0

• Molecule 47 is a RNA chain called 5S rRNA.

Mol Chain Residues Atoms AltConf Trace

47 x 121 Total C N O P
2576 1152 461 843 120 0 0

• Molecule 48 is a RNA chain called 5.8S rRNA.

Mol Chain Residues Atoms AltConf Trace

48 y 156 Total C N O P
3310 1482 582 1091 155 0 0

• Molecule 49 is ZINC ION (three-letter code: ZN) (formula: Zn).
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Mol Chain Residues Atoms AltConf

49 g 1 Total Zn
1 1 0

49 i 1 Total Zn
1 1 0

49 l 1 Total Zn
1 1 0

49 m 1 Total Zn
1 1 0

49 w 2 Total Zn
2 2 0

49 t 1 Total Zn
1 1 0

SEQUENCE-PLOTS INFOmissingINFO
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3 Experimental information i○

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, C1 Depositor
Number of particles used 48239 Depositor
Resolution determination method FSC 0.143 CUT-OFF Depositor
CTF correction method NONE Depositor
Microscope FEI TITAN KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e−/Å2

) 63 Depositor
Minimum defocus (nm) Not provided
Maximum defocus (nm) Not provided
Magnification Not provided
Image detector FEI FALCON III (4k x 4k) Depositor

https://www.wwpdb.org/validation/2017/EMValidationReportHelp#experimental_info
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4 Model quality i○

4.1 Standard geometry i○

MolProbity failed to run properly - this section is therefore empty.

4.2 Too-close contacts i○

MolProbity failed to run properly - this section is therefore empty.

4.3 Torsion angles i○

4.3.1 Protein backbone i○

MolProbity failed to run properly - this section is therefore empty.

4.3.2 Protein sidechains i○

MolProbity failed to run properly - this section is therefore empty.

4.3.3 RNA i○

MolProbity failed to run properly - this section is therefore empty.

4.4 Non-standard residues in protein, DNA, RNA chains i○

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

4.5 Carbohydrates i○

There are no monosaccharides in this entry.

4.6 Ligand geometry i○

Of 7 ligands modelled in this entry, 7 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#model_quality
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#standard_geometry
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#close_contacts
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#torsion_angles
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#protein_backbone
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#protein_sidechains
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#rna
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
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There are no torsion outliers.

There are no ring outliers.

No monomer is involved in short contacts.

4.7 Other polymers i○

There are no such residues in this entry.

4.8 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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5 Map visualisation i○

This section contains visualisations of the EMDB entry EMD-4636. 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.

5.1 Orthogonal projections i○

This section was not generated.

5.2 Central slices i○

This section was not generated.

5.3 Largest variance slices i○

This section was not generated.

5.4 Orthogonal standard-deviation projections (False-color) i○

This section was not generated.

5.5 Orthogonal surface views i○

This section was not generated.

5.6 Mask visualisation i○

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

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
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#largest_variance_slices
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_glow_std
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_views
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#masks
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6 Map analysis i○

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

6.1 Map-value distribution i○

This section was not generated.

6.2 Volume estimate versus contour level i○

This section was not generated.

6.3 Rotationally averaged power spectrum i○

This section was not generated. The rotationally averaged power spectrum had issues being dis-
played.

https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_analysis
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_value_distribution
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#volume_estimate
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#raps
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7 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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8 Map-model fit i○

This section was not generated.

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