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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 (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
MolProbity : FAILED
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


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 5.10 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 Model-Map Fit Percentile Ranks Value
Q-score ] [ W 0.202

Worse Better
I Percentile relative to all EM structures

I] Percentile relative to EM structures of similar resolution

Metri EM structures Similar EM resolution
etrie (#Entries) (#Entries, resolution range(A))
Q-score 25397 844 ( 4.60 - 5.60 )

MolProbity failed to run properly - the sequence quality summary graphics cannot be shown.
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https://www.wwpdb.org/validation/2017/EMValidationReportHelp#overall_quality
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2 Entry composition (i)

There are 2 unique types of molecules in this entry. The entry contains 541225 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 Major capsid protein.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
1 aa 370 9832 1805 475 542 10 0 0

Total C N O S
1 ab 370 2832 1805 475 542 10 0 0

Total C N O S
1 ac 370 9832 1805 475 542 10 0 0

Total C N O S
1 ad 370 2832 1805 475 542 10 0 0

Total C N O S
1 ae 370 9832 1805 475 542 10 0 0

Total C N O S
1 o 367 9811 1790 472 539 10 0 0

Total C N O S
1 ag 370 9832 1805 475 542 10 0 0

Total C N O S
1 2h 370 9832 1805 475 542 10 0 0

. Total C N O S
1 al 370 9832 1805 475 542 10 0 0

. Total C N O S
1 2) 370 9832 1805 475 542 10 0 0

Total C N O S
1 ak 370 2832 1805 475 542 10 0 0

Total C N O S
1 al 369 2824 1799 474 541 10 0 0

Total C N O S
1 am 370 9832 1805 475 542 10 0 0

Total C N O S
1 an 370 9832 1805 475 542 10 0 0

Total C N O S
1 a0 370 9832 1805 475 542 10 0 0

Total C N O S
1 ap 369 9824 1799 474 541 10 0 0

Total C N O S
1 2 370 9832 1805 475 542 10 0 0

Continued on next page...



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#entry_composition
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
1 ar 370 gggl 1&%5 41;15 522 1So 0 0
1 as 370 gggl 15%5 41;15 522 1So 0 0
1 at 369 gg;zl 17%9 41;14 521 1So 0 0
! at 370 ggga; 1§)5 41;15 551)2 1So 0 0
1 a 370 ggg 18%5 41;15 551)2 180 0 0
L aw 367 rggtﬁl 17090 41;12 5%)9 180 0 0
! ax 369 rgggil 17099 4?4 521 1So 0 0
L a 370 ggg;l 1&%5 41;15 522 1So 0 0
L az 370 5(8);)2;1 15)5 41;15 5(22 1So 0 0
1 ba 369 ggtzil 17099 4?4 5(21 1So 0 0
1 bb 369 52511 17099 41;14 5(21 1So 0 0
1 be 370 gg;gl 15)5 41;15 5(22 180 0 0
1 bd 369 52511 17099 41;14 521 1So 0 0
1 be 370 ggg;l 1§)5 41;15 551)2 180 0 0
! bf 367 ggtﬁl 17%0 41;12 5(??9 180 0 0
! be 370 g(é?f;l 15)5 4§5 5(22 180 0 0
L bh 370 32531 1§)5 4§5 522 180 0 0
L bi 370 122;&21 1§)5 41;15 522 180 0 0
L b] 371 g(éffél 15)9 41;17 551)4 180 0 0
1 bk 367 ggtﬁl 1%0 41;12 5(3)9 180 0 0
1 bl 367 ggiail 17090 41;12 529 180 0 0
Continued on next page...
gPrDE
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
1 bm 369 52511 17%9 41;14 521 180 0 0
1 bn 369 gggil 17099 41;14 521 1So 0 0
1 bo 369 gg;zl 17%9 41;14 521 1So 0 0
1 bp 370 ggga; 1§)5 41;15 551)2 1So 0 0
1 ba 371 ggi?)l 18009 41;17 551)4 180 0 0
Lo b 367 rggtﬁl 17090 41;12 5%)9 180 0 0
Lo bs 367 523311 17090 41;12 5(3)9 180 0 0
Lo bt 367 ggtﬁl 17%0 41;12 5(??9 1So 0 0
L bu 370 5(8);)2;1 15)5 41;15 5(22 1So 0 0
L bv 370 ggg;l 18005 41;15 5(22 180 0 0
L bw 370 2(8);;1 18005 41;15 522 1So 0 0
L bx 370 gg;gl 15)5 41;15 5(22 180 0 0
1 by 367 ggtﬁl 17090 41;12 5(3?9 1So 0 0
1 bz 369 22511 17%9 41;14 521 180 0 0
! @ 369 32511 17099 41;14 521 180 0 0
! cb 367 ggﬁl 1590 4§2 5(3?9 180 0 0
! « 369 122;11 1%9 41;4 521 180 0 0
L cd 371 12251%1 1&%9 41;7 524 180 0 0
1 e 369 12‘2211 1%9 41;14 521 180 0 0
L cf 368 ggtlaﬁl 1%3 41;13 520 180 0 0
! & 368 ggtlaﬁl 17093 41;13 520 180 0 0
Continued on next page...
gPrDE
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
1 ch 369 52511 17%9 41;14 521 1So 0 0
! cl 371 2251%1 15%9 41;17 524 1So 0 0
1 ¢l 369 gggil 17%9 41;14 521 1So 0 0
1 ok 370 rggga; 15%5 41;15 551)2 1So 0 0
1 cl 370 ggg 18%5 41;15 551)2 180 0 0
L o 370 rggg 18005 4?5 551)2 1So 0 0
! A 369 gg;il 17099 4?4 521 1So 0 0
L 0 370 ggg;l 1&%5 41;15 522 180 0 0
1 P 369 g(g)tzil 17%9 41;4 5(21 1So 0 0
1 “d 369 ggtzil 17099 4?4 5(21 1So 0 0
1 “ 369 ggtzil 17099 4?4 5(21 1So 0 0
1 CS 369 52511 17099 4?4 5(21 1So 0 0
1 ct 369 52511 17C99 41?4 5(21 1So 0 0
1 i 367 ggtﬁl 17%0 41;12 5(3?9 180 0 0
L v 370 ggg;l 1§)5 41;15 522 180 0 0
L o 37l 2251%1 1§)9 41;7 524 180 0 0
! x 369 122211 1%9 41;4 5(21 180 0 0
L < 370 122;&21 1§)5 41;15 5(22 180 0 0
1 “ 369 12‘2211 1%9 41;14 521 180 0 0
1 da 369 gg;il 1%9 41;14 521 180 0 0
1 db 369 52511 1%9 41;14 551)1 180 0 0
Continued on next page...
gPrDE
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
1 de 369 52511 17%9 41;14 521 180 0 0
1 dd 369 52511 17%9 41;14 521 1So 0 0
1 de 369 gg;zl 17%9 41;14 521 1So 0 0
1 df 370 52531 15%5 41;15 551)2 1So 0 0
1 dg 369 gg;il 17099 41;14 551)1 180 0 0
1 dh 369 gg;il 17099 4?4 551)1 1So 0 0
! di 369 gg;il 17099 4?4 521 1So 0 0
1 dj 369 ggtzil 17%9 41;14 521 1So 0 0
1 dk 369 5(8);11 17%9 41;14 5(21 1So 0 0
1 dl 369 ggtzil 17099 41;14 5(21 1So 0 0
1 dm 369 ggtzil 17099 4?4 5(21 1So 0 0
L dn 368 g(étf%l 17093 41;13 5(20 1So 0 0
1 do 369 52511 17C99 41?4 5(21 1So 0 0
1 dp 368 ggtfg 17%3 41;13 520 180 0 0
! dq 369 32511 17099 41;14 521 180 0 0
L dr 370 g(é?f;l 15)5 4§5 5(22 180 0 0
L dy 370 32531 15%5 4§5 5(22 180 0 0
L dz 370 122;&21 1§)5 41;15 5(22 180 0 0
L ca 370 12‘2531 15)5 41;15 551)2 180 0 0
L eb 370 gggaél 15)5 41;15 551)2 180 0 0
! e 370 gggaél 15)5 41;15 522 180 0 0
Continued on next page...
gPrDE
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
1 ed 369 52511 17%9 41;14 521 180 0 0
1 ee 370 gggl 15%5 41;15 522 1So 0 0
1 ef 370 ggg;l 15%5 41;15 522 1So 0 0
! 8 370 ggga; 1§)5 41;15 551)2 1So 0 0
1 eh 369 gg;il 17099 41;14 551)1 180 0 0
1 i 370 rggg 180()5 4?5 551)2 1So 0 0
L €l 370 ggg;l 18005 41;15 522 180 0 0
L ek 370 ggg;l 1&%5 41;15 522 1So 0 0
1 el 369 5(8);11 17%9 41;4 5(21 1So 0 0
L e 370 ggg;l 18005 41;15 5(22 180 0 0
L o 370 2(8);;1 18005 41;15 522 1So 0 0
L o 368 g(étf%l 17093 41;13 5(20 1So 0 0
1 °P 369 52511 17C99 41?4 5(21 1So 0 0
1 4 370 ggg;l 1§)5 41;15 551)2 180 0 0
! o 370 52331 15)5 41;15 5(22 180 0 0
! s 369 gggil 1%9 41;4 521 180 0 0
! ot 369 122;11 1%9 41;4 521 180 0 0
! e 370 122;&21 1§)5 41;15 5(22 180 0 0
1 v 369 12‘2211 1%9 41;14 521 180 0 0
1 o 370 gggaél 15)5 41;15 551)2 180 0 0
1 X 367 ggtﬁl 1%0 41;12 529 180 0 0
Continued on next page...
gPrDE
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
! &y 370 gggl 1&%5 41;15 522 1So 0 0
! “ 370 gggl 15%5 41;15 522 1So 0 0
! fa 370 ggg;l 15%5 41;15 522 1So 0 0
1 b 371 ggi?)l 15%9 41;17 551)4 180 0 0
1 fe 367 rggtﬁl 17090 41;12 5%)9 180 0 0
| i 367 rggtﬁl 17090 41;12 5%)9 180 0 0
! fe 369 rgggil 17099 4?4 521 1So 0 0
1 ff 369 ggtzil 17%9 41;14 521 1So 0 0
1 fe 369 5(8);11 17%9 41;4 5(21 1So 0 0
L fh 370 5(8);:;1 18C05 41;15 5(22 180 0 0
L fi 371 2(8)51%1 1&%9 41;17 5(24 1So 0 0
L { 367 ggtﬁl 17Cgo 41;12 5(3?9 1So 0 0
L fl 370 52?31 1§)5 41;15 5(22 1So 0 0
1 f 367 rggtﬁl 17%0 41;12 5(3?9 180 0 0
L fm 370 52331 15)5 41;15 5(22 180 0 0
L fn 370 g(é?f;l 15)5 4§5 5(22 180 0 0
L fo 370 32531 15%5 4§5 5(22 180 0 0
L fp 370 122;&21 1§)5 41;15 5(22 180 0 0
1 fq 369 12‘2211 1%9 41;14 521 180 0 0
1 fr 369 gg;il 1%9 41;14 521 180 0 0
1 fs 369 32311 17%9 41;4 521 180 0 0
Continued on next page...
gPrDE
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
1 ft 367 ggtﬁl 17%0 41;12 5(;9 1So 0 0
1 fu 369 52511 17099 41;14 521 1So 0 0
! fv 371 g(éfﬁ 15%9 41;17 524 1So 0 0
! fw 369 rgggil 17099 41;14 551)1 180 0 0
1 fx 368 g(s)tl?sl 17093 41;13 551)0 180 0 0
L o 368 rggtfél 17093 41;13 551)0 180 0 0
! fz 369 gg;il 17099 4?4 521 1So 0 0
L & 371 ggi%l 1&%9 41;17 524 180 0 0
1 gb 369 g(g)tzil 17%9 41;4 5(21 1So 0 0
L g¢ 370 ggg;l 18C05 41;15 5(22 180 0 0
L gd 370 52?21 18005 41;15 5(22 1So 0 0
L &e 370 gg;gl 15)5 41;15 5(22 180 0 0
1 ef 369 52511 17C99 41?4 5(21 1So 0 0
L 58 370 ggg;l 15)5 41;15 522 180 0 0
! gh 369 32511 17%9 41;14 521 180 0 0
! gl 369 gg;il 1%9 41;4 521 180 0 0
! &l 369 122211 1%9 41;4 5(21 180 0 0
! gk 369 12‘2211 1%9 41;4 5(21 180 0 0
1 el 369 12‘2211 1%9 41;14 521 180 0 0
1 g 369 gg;il 1%9 41;14 521 180 0 0
1 en 369 32311 17%9 41;4 521 180 0 0
Continued on next page...
gPrDE
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
1 g0 369 52511 17%9 41;14 521 180 0 0
1 &P 369 gggil 17099 41;14 521 1So 0 0
1 &4 369 gg;zl 17%9 41;14 521 1So 0 0
1 &t 370 ggga; 1§)5 41;15 551)2 1So 0 0
1 & 369 gg;il 17099 41;14 551)1 180 0 0
1 gt 369 rgggil 17099 4?4 551)1 1So 0 0
! st 369 rgggil 17099 4?4 521 1So 0 0
1 v 369 ggtzil 17%9 4154 521 1So 0 0
1 gW 369 5(8);11 17%9 41;4 5(21 1So 0 0
1 gx 369 ggtzil 17099 4?4 5(21 1So 0 0
1 &y 369 ggtzil 17099 4?4 5(21 1So 0 0
L &2 368 g(étf%l 17093 41;13 5(20 1So 0 0
1 ha 369 52511 17C99 41?4 5(21 1So 0 0
L hb 368 ggtfél 17%3 41;3 520 180 0 0
! he 369 32511 17099 41;14 521 180 0 0
L hd 370 32531 1§)5 4§5 522 180 0 0
e Molecule 2 is a protein called Capsid vertex protein.

Mol | Chain | Residues Atoms AltConf | Trace
2 he 381 gggil 18C82 415\311 5(53 2 0 0
2 b 381 53211 18082 421 5(53 2 0 0
2 he 381 53211 1?%2 4?1 5?3 g 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
2 b 381 gggzl 18?32 412\3]1 523 g 0 0
2 hi 381 gggzl 18C82 415\311 523 2 0 0
2 hj 381 gggzl 15%2 415\511 523 2 0 0
2 hik 381 rggt;jll 15%2 415\511 5(833 g 0 0
2 bl 381 rggt;;ll 18082 4211 5(833 2 0 0
2| hm U | o) 1w st ass s 0 0
2| M U | o) 1w st ass s 0 0
2| ho U | 0t s st ass s 0 0

MolProbity failed to run properly - this section is therefore empty.
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3 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, C5 Depositor
Number of particles used 28706 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) 25.3 Depositor
Minimum defocus (nm) Not provided

Maximum defocus (nm) Not provided

Magnification Not provided

Image detector GATAN K2 SUMMIT (4k x 4k) Depositor
Maximum map value 21.951 Depositor
Minimum map value -12.494 Depositor
Average map value 0.025 Depositor
Map value standard deviation 0.977 Depositor
Recommended contour level 4 Depositor
Map size (A) 1244.16, 1244.16, 1244.16 wwPDB
Map dimensions 768, 768, 768 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 1.62, 1.62, 1.62 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 (3)

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

4.3.2 Protein sidechains (1)

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

4.3.3 RNA (D

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 oligosaccharides in this entry.

4.6 Ligand geometry (i)

There are no ligands in this entry.

4.7 Other polymers (i)

There are no such residues in this entry.


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
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
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4.8 Polymer linkage issues (i)

There are no chain breaks in this entry.


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-32103. 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)

5.1.1 Primary map

The images above show the map projected in three orthogonal directions.

5.2 Central slices (i)

5.2.1 Primary map

X Index: 384 Y Index: 384 7 Index: 384


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.

5.3 Largest variance slices (i)

5.3.1 Primary map

X Index: 592 Y Index: 183 7 Index: 601

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

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

5.4.1 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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5.5 Orthogonal surface views (i)

5.5.1 Primary map

The images above show the 3D surface view of the map at the recommended contour level 4.0.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.

5.6 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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6 Map analysis (i)

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

6.1 Map-value distribution (i)

Map-value distribution

— Voxel count

Recommended contour
4 level 4

Voxel count (logl0)

T
—10 -5 0 5 10 15 20
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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6.2 Volume estimate (i)

1e6 Volume estimate

2.00 A

1.75 4
1.50 4

1.25 ~

— Volume

1.00 - Recommended contour
level 4

Volume (nm?)

0.75

0.50

0.25 +

N

=10 =5 0 5 10 15 20
Contour level

0.00

The volume at the recommended contour level is 20765 nm?; this corresponds to an approximate
mass of 18758 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
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6.3 Rotationally averaged power spectrum (i)

Rotationally averaged power spectrum

—— Primary map RAPS
Reported resolution
—2 5.10 A*

Intensity (logl0)

0.00 0.05 0.10 0.15 0.20 0.25 0.30
Spatial frequency (4~1)

*Reported resolution corresponds to spatial frequency of 0.196 A~?


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 contains information regarding the fit between EMDB map EMD-32103 and PDB
model TVRT. Per-residue inclusion information can be found in section 7?7 on page ??.

8.1 Map-model overlays

8.1.1 Map-model overlay (1)

8.1.2 Map-model assembly overlay (1)

The images above show the 3D surface view of the map at the recommended contour level 4.0 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
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_model_overlay
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8.2 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.

8.3 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 (4).

WO RLDWIDE

PROTEIN DATA BANK


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#qscore_mapped_model
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8.4 Atom inclusion (i)

Atom inclusion
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At the recommended contour level, 85% of all backbone atoms, 59% of all non-hydrogen atoms,
are inside the map.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#atom_inclusion_by_contour
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8.5 Map-model fit summary (i)

The table lists the average atom inclusion at the recommended contour level (4) and Q-score for

the entire model and for each chain.

Chain Atom inclusion Q-score
All B 0.5890 . 0.2020
aa B 0.5850 . 0.1910
ab B 0.5490 . 0.1820
ac  0.5790 . 0.2000
ad B 0.5800 . 0.1890
ae B 0.5610 I 0.1870
af B 0.6010 I 0.1950
ag B 0.5840 I (0.1950
ah B 0.5730 . 0.2050
ai B 0.5800 . 0.2140
aj  0.5730 . 0.2090
ak m 0.5470 . 0.1940
al B 0.5500 I 0.1960
am B 0.6020 . 0.2060
an B 0.5890 . 0.2010
ao B 0.6140 . 0.2140
ap  0.6260 . 0.2040
aq m 0.5940 . 0.1950
ar B 0.5550 I 0.1850
as B 0.6340 . 0.2130
at B 0.6220 . 0.2080
au B 0.6040 . 0.2100
av B 0.6280 . 0.2200
aw w 0.6190 . 0.2150
ax m 0.6360 . 0.2240
ay B 0.5510 . 0.2090
az B 0.5650 . (0.2100
ba B 0.6090 . 0.2060
bb B 0.6130 . 0.2110
bc B 0.5910 . 0.2040
bd m 0.5640 . 0.2020
be  0.5900 . 0.1890
bf B 0.6450 . 0.2150
bg B 0.6390 . 0.2030
bh B 0.6210 . 0.1960

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

Chain Atom inclusion Q-score
bi m 0.6160 . 0.2030
bj B 0.6060 . 0.2000
bk B 0.6180 . 0.2210
bl B 0.5760 . 0.2070
bm B 0.5390 . (0.1960
bn B 0.5850 . (0.2080
bo m 0.6040 . 0.2040
bp  0.6200 . 0.2090
bq B 0.6240 . 0.2090
br B 0.6270 . 0.2190
bs B 0.5970 . (0.2170
bt  0.5930 . (0.2090
bu B 0.5940 . (0.2090
bv m 0.6150 . 0.2160
bw  0.6330 . 0.2070
bx B 0.6260 . 0.2090
by B 0.6220 . 0.2070
bz B 0.6390 . (0.2070
ca B 0.6640 . (0.2090
cb B 0.6480 . (0.2080
cc B 0.6010 . 0.2040
cd  0.5990 . 0.2030
ce  0.6450 I 0.2150
cf B 0.5870 . (0.1970
cg  0.5590 . (0.1930
ch  0.5990 . (0.2070
ci m 0.5730 . 0.2190
Cj m 0.5790 . 0.2210
ck B 0.6140 . 0.2130
cl B 0.6420 . 0.2170
cm B 0.6250 . (0.2120
cn B 0.6110 . (0.2180
co  0.5930 . (0.2240
cp B 0.6180 . 0.2120
cq B 0.6180 I 0.2110
cr B 0.6020 I 0.2160
cs B 0.5780 . 0.2140
ct B 0.5780 . (0.2140
cu B 0.6080 . (0.2000
cv B 0.6080 . (0.2140
cwW  0.6200 . 0.2140
cx  0.6090 . 0.2190

Continued on next page...

WORLDWIDE

PROTEIN DATA BANK



Page 28

wwPDB EM Validation Summary Report

EMD-32103, TVRT

Continued from previous page...

Chain Atom inclusion Q-score
cy B 0.6060 . 0.2120
cz m 0.6220 . 0.2090
da B 0.6070 . (0.2200
db B 0.6260 . 0.2070
dc B 0.6190 . (0.2160
dd m 0.6080 . 0.2110
de  0.5920 . 0.2040
df B 0.6180 . 0.2190
dg B 0.5890 . 0.2140
dh B 0.5850 . 0.2190
di B 0.5800 . (0.2200
dj  0.5670 . (0.2120
dk B 0.6110 . 0.2170
dl m 0.6070 . 0.2180
dm B 0.6560 . 0.2210
dn B 0.6440 . 0.2240
do B 0.6420 I (0.2160
dp B 0.6280 . (0.2150
dq B 0.6540 . (0.2160
dr  0.6580 . 0.2150
dy . (0.4480 . 0.1560
dz B 0.4760 I 0.1700
ea B 0.5150 I (0.1890
eb . 0.5200 . (0.1870
ec . 0.4920 . 0.1730
ed . (0.4150 I (0.1560
ee m 0.5510 . 0.1790
ef B 0.5410 I (0.1700
eg B 0.5300 I 0.1680
eh B 0.5700 . (0.1780
ei  0.5600 . (0.1740
€j  0.5070 . (0.1710
ek  0.5880 . 0.2030
el  0.5690 . 0.1950
em B 0.5480 I 0.1950
en B 0.5690 . 0.1970
€o B 0.5710 . 0.1910
ep B 0.5580 I (0.1880
eq  0.5080 . (0.1750
er m 0.5270 . 0.1730
es B 0.5740 . 0.1810
et B 0.5680 I (0.1850

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

Chain Atom inclusion Q-score
eu m 0.5490 . 0.1790
ev s 0.5130 I 0.1640
ew B 0.5330 I 0.1630
ex B 0.5830 . 0.1850
ey B 0.5970 . 0.1820
ez m 0.5830 . 0.1850
fa m 0.5940 . 0.1870
b s 0.5630 I 0.1750
fc s 0.5690 . 0.2020
fd B 0.5610 . 0.2020
fe B 0.5670 . 0.1870
ft B 0.5930 . 0.2060
fg  0.5430 . 0.1980
th m 0.5580 . 0.1870
fi B 0.5840 . 0.2020
fj B 0.5710 I 0.2060
tk B 0.5520 . 0.2090
fl B 0.5090 . 0.2120
fm B 0.5090 . 0.1970
fn m 0.5610 . 0.2040
fo m 0.6010 . 0.1890
fp B 0.5930 . 0.2000
fq B 0.5910 . 0.1970
fr B 0.5730 . 0.1910
fs e 0.6030 . 0.1960
ft e 0.6090 . 0.1920
fu m 0.5620 . 0.1920
fv B 0.5770 . 0.1940
fw B 0.6230 I 0.1960
fx B 0.5720 . 0.1730
fy . 0.4990 . 0.1580
fz B 0.5250 . 0.1820
ga B 0.5710 . 0.2120
gb m 0.5840 . 0.2090
gc B 0.6090 . 0.2200
gd B 0.6310 . 0.2170
ge B 0.6180 . 0.2030
gof B 0.5850 . 0.2010
gg B 0.6140 . 0.2230
gh  0.6280 . 0.2140
gi  0.6250 . 0.2150
2] B 0.6110 . 0.2150

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

Chain Atom inclusion Q-score
gk m 0.6030 . 0.2190
gl B 0.6160 . 0.2190
gm B 0.6170 . (0.2070
gn B 0.6180 . (0.2130
go B 0.6290 . 0.2190
gp m 0.6010 . (0.2100
gq m 0.6110 . 0.2240
gr B 0.6370 . 0.2190
gs B 0.5790 . 0.2130
gt e 0.5990 I (0.2150
gu B 0.5790 . (0.2090
gv B 0.5790 . (0.2140
gw = 0.5900 . 0.2110
gx m 0.5870 . 0.2080
gy B 0.6340 . 0.2140
gz B 0.6210 . 0.2160
ha B 0.6200 . (0.2220
hb B 0.6010 . 0.2080
hc B 0.6190 . (0.2100
hd  0.6490 . 0.2120
he  0.6440 . 0.2010
hf B 0.6160 . 0.2120
hg e 0.6030 . (0.2060
hh B 0.6170 . (0.2090
hi B 0.6150 . 0.2010
hj  0.5620 I (0.1860
hk m 0.5410 . 0.1800
hl B 0.5470 I 0.1780
hm B 0.5680 . 0.1790
hn B 0.5600 . (0.1730
ho B 0.5770 I (0.1950
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