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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.dev113
MolProbity : 4.02b-467
Percentile statistics : 20231227.v01 (using entries in the PDB archive December 27th 2023)
MapQ : 1.9.13
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.40
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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 3.20 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
Ramachandran outliers N 3.0%
Sidechain outliers N 1.2%
RNA backbone R (.24
Worse Better

I Percentile relative to all structures

[I Percentile relative to all EM structures

Motric Whole archive EM structures
(#Entries) (#Entries)
Ramachandran outliers 207382 16835
Sidechain outliers 206894 16415
RNA backbone 6643 2191

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 A 257 i 79% 18% - 7%
2 B 403 80% 17% o
3 | ¢ | 392 |° o ——
4 D 297 87% 12%
5 E 291 65% 9% 26%
6 F 249 80% 0% 10%
7| G 212 | ™ o -
8 H 192 n 89% 10%

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

Mol | Chain | Length Quality of chain

9 I 214 R 84% 1% oo
10 | J 178 | o o
11 L 211 - 91% 8%

12 M 198 i 58% 10% 31%

13 N 204 86% 12%

14 O 199 85% 14% ..
15 P 184 70% 13 A%
16 | Q 188 | = o
17 | R 181 | o ——
18 S 176 87% 13%

19 T 160 i 85% 14% ..
20 U 128 70% 7% 23%

21 \Y 140 79% 12% . 8%
2 | w | 157 | ™ = - =

23 X 156 64% 1% 24%

24 Y 145 7% 15% . 8%
25 y/ 136 i 84% 15%

26 148 i 85% 1%
o7 | b 226 | ™ = 7

28 | o 115 | ™ = .
29 d 125 ; 75% 10% 14%

30 e 135 i 81% 13% - 5%
31 f 110 79% 17% o
32 g 126 75% 15% . 10%
33 h 123 A 88% 1%

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

Mol | Chain | Length Quality of chain
34 1 105 89% 0% .
35 j 97 — | —
36 k 70 - 81% 17% -
37 | 1 51 | = = T
38 | m 52 | ™ = 5%
39 n 25 80% 6% .
0 | o 106 | o —
41 p 92 | ™= 5o r—
42 r 137 73% 16% P
37%
43 S 303 62% 35%
55%

44 t 195 72% 6% 22%
45 5) 3594 51% 46% o
46 7 119 64% 36%
47 8 151 57% 41% N

27% -
48 K 217 84% 12% ..
49 2 1697 55% 43% N
50 3 87 = 47% 53%
51 BB 295 68% 6% 26%
52 | cc | 264 | ™ = .
53 DD 255 75% N %%
54 EE 281 g 70% 0% . el
55 | FF | 263 | ™ = —
5 | Go | 204 | " . T
o7 HH 249 85% 0% 5%
58 | I 194 | ® 7'7% e

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

Mol | Chain | Length Quality of chain
59 JJ 208 = 85% 14% .
60 KK 194 - 84% 12% 5%
61 LL 149 . 59% 36%
62 MM 158 . 76% 15% 9%
4%
e
63 NN 132 82% 6% 1%
64 00 151 83% 15% .
65 | PP 151 | " — T ————
66 QQ 145 = 68% 0% - 21%
67 RR 172 = 7% 5% 17%
68 SS 135 | " o o T
69 TT 152 = 85% 9% .« 5%
70 | UU 145 | " S0 om—
71 \YAY 119 - 71% Mo e
72 WWwW 83 88% 12%
73 XX 130 = 85% 13% -
4 | YY us | " 7 T
75 77 134 . 78% 13% - 7%
76 aa 125 = 58% 40%
77 bb 115 = 73% 5% 12w
78 cC 84 . 88% 1% -
79 dd 69 87% 10%
80 ce 56 | — o T
5%
81 T 133 - 36% 7% 57%
7%
82 gg 156 o 56%
83 hh 317 = 89% 9% o

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

Mol | Chain | Length Quality of chain
3%
.. | —
84 jj 437 86% 9% 5%
38%
o -
85 4 194 34% 58% 6% -
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2 Entry composition (i)

There are 85 unique types of molecules in this entry. The entry contains 223875 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 Ribosomal protein LS.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 A 239 1777 1110 361 300 6 0 0
e Molecule 2 is a protein called uL.3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2 B 394 3172 2020 597 542 13 0 0
e Molecule 3 is a protein called Ribosomal protein L4.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3 C 362 2883 1812 577 480 14 0 0

e Molecule 4 is a protein called Large ribosomal subunit protein uli18.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 D 293 2391 1512 438 427 14 0 0

There is a discrepancy between the modelled and reference sequences:

Chain | Residue | Modelled | Actual Comment Reference
D 1 LYS - expression tag | UNP P19949
e Molecule 5 is a protein called 60S ribosomal protein L6.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
5 B 216 1729 1115 329 282 3 0 0

e Molecule 6 is a protein called ul.30.



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#entry_composition
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
6 F 225 1875 1205 358 303 9 0 0
e Molecule 7 is a protein called eLS8.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 G 233 1879 1199 361 315 4 0 0
e Molecule 8 is a protein called 60S ribosomal protein L9.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 H 190 1516 954 284 272 6 0 0
e Molecule 9 is a protein called 60S ribosomal protein L10.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
) I 20 1664 1056 321 274 13 0 0
e Molecule 10 is a protein called Ribosomal protein L11.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
10 J 170 1362 861 254 241 6 0 0
e Molecule 11 is a protein called elL13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 L 210 1702 1065 354 279 4 0 0

e Molecule 12 is a protein called Large ribosomal subunit protein el.14.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
12 M 137 1130 722 220 181 7 0 0

There are 20 discrepancies between the modelled and reference sequences:
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Chain | Residue | Modelled | Actual | Comment | Reference
M ? - LYS deletion UNP G1S712
M ? - ALA deletion UNP G1SZ12
M ? - ALA deletion UNP G1SZ12
M ? - ALA deletion UNP G1SZ12
M ? - GLN deletion UNP G1SZ12
M ? - LYS deletion UNP G1SZ12
M ? - ALA deletion UNP G1SZ712
M ? - PRO deletion UNP G1S712
M ? - ALA deletion UNP G1SZ12
M ? - GLN deletion UNP G1SZ12
M ? - LYS deletion UNP G1SZ12
M ? - ALA deletion UNP G1SZ12
M ? - PRO deletion UNP G1SZ712
M ? - ALA deletion UNP G1S712
M ? - GLN deletion UNP G1S712
M ? - LYS deletion UNP G1SZ12
M ? - ALA deletion UNP G1SZ12
M ? - ALA deletion UNP G1SZ12
M ? - GLY deletion UNP G1SZ12
M ? - GLN deletion UNP G1SZ712

e Molecule 13 is a protein called Ribosomal protein L15.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 N 203 1701 1072 359 266 4 0 0
e Molecule 14 is a protein called ul.13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
40 198 1623 1046 318 254 5 0 0

e Molecule 15 is a protein called Large ribosomal subunit protein ul.22.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
15 P 153 1242 777 241 215 9 0 0

e Molecule 16 is a protein called rL18.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 Q 187 1515 946 315 250 4 0 0

There are 16 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment | Reference
Q 6 ARG LEU conflict UNP G1TX70
Q 14 ARG TRP conflict UNP G1TX70
Q 23 ILE MET conflict UNP G1TX70
Q 24 TYR CYS conflict UNP G1TX70
Q 38 ARG HIS conflict UNP G1TX70
Q 57 ASN LYS conflict UNP G1TX70
Q 66 MET VAL conflict UNP G1TX70
Q 74 GLY ASP conflict UNP G1TX70
Q 75 ARG PRO conflict UNP G1TX70
Q 86 VAL ILE conflict UNP G1TX70
Q 110 ARG HIS conflict UNP G1TX70
Q 117 GLY GLU conflict UNP G1TX70
Q 124 ASP HIS conflict UNP G1TX70
Q 150 ARG GLN conflict UNP G1TX70
Q 172 ARG GLY conflict UNP G1TX70
Q 184 ARG TRP conflict UNP G1TX70

e Molecule 17 is a protein called Ribosomal protein L19.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
17 R 180 1508 933 328 238 9 0 0

There are 3 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
R 38 ARG CYS conflict UNP GITJR3
R 64 ARG GLN conflict UNP GITJR3
R 94 THR LYS conflict UNP GITJR3

e Molecule 18 is a protein called 60S ribosomal protein L18a.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 S 176 1462 930 285 236 11 0 0

There are 23 discrepancies between the modelled and reference sequences:

WO RLDWIDE
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Chain | Residue | Modelled | Actual | Comment Reference
S 1 MET THR conflict UNP GITTY7
S 18 PRO - insertion | UNP GITTY7
S 19 THR - insertion | UNP GITTY7
S 20 PRO SER conflict UNP GITTY7
S 22 CYS SER conflict UNP GITTYT7
S 23 ARG PRO conflict UNP GITTY7
S 24 THR ALA conflict UNP GITTY7
S 49 SER LEU conflict UNP GITTY7
S 50 GLN GLU conflict UNP GITTY7
S 95 ARG HIS conflict UNP GITTY7
S 101 THR ILE conflict UNP GITTYT7
S 102 THR MET conflict UNP GITTY7
S 104 GLY SER conflict UNP GITTY7
S 126 ILE VAL conflict UNP GITTY7
S 132 ILE MET conflict UNP GITTY7
S 135 SER ALA conflict UNP GITTY7
S 136 LYS ARG conflict UNP GITTY7
S 138 ARG PRO conflict UNP GITTY7
S 149 LYS ARG conflict UNP GITTY7
S 151 LYS ARG conflict UNP GITTY7
S 168 THR TYR conflict UNP GITTY7
S 169 THR ALA conflict UNP GITTY7
S 176 PHE - insertion | UNP GITTY7
e Molecule 19 is a protein called el.21.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
19 T 159 1298 823 252 217 6 0

e Molecule 20 is a protein called el.22.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
20 v % 809 519 141 147 2 0

There are 10 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
U 18 LEU VAL conflict UNP G1TSG1
U 32 GLY ARG conflict UNP G1TSG1
U 36 ALA GLU conflict UNP GITSG1
U 39 PHE SER conflict UNP G1TSG1

Continued on next page...
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Chain | Residue | Modelled | Actual | Comment Reference
U 54 GLY ARG conflict UNP G1TSG1
U 60 VAL ALA conflict UNP G1TSG1
U 62 SER THR conflict UNP GITSG1
U 63 LEU ILE conflict UNP GITSG1
U 97 ARG HIS conflict UNP GITSG1
U 106 THR SER conflict UNP G1TSG1

EMD-7834, 6D90

e Molecule 21 is a protein called Ribosomal protein L23.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 v 129 969 613 182 169 5 0 0
e Molecule 22 is a protein called el.24.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
22 W 106 860 H38 174 144 4 0 0
e Molecule 23 is a protein called eL.23.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
23 X 118 967 618 181 167 1 0 0
e Molecule 24 is a protein called ul.24.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
241 Y 134 1115 700 226 186 3 0 0
e Molecule 25 is a protein called 60S ribosomal protein L27.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 Z 135 1107 714 208 182 3 0 0

e Molecule 26 is a protein called uLi15.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
26 2 147 1162 734 239 185 4 0 0
e Molecule 27 is a protein called el.29.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 b 104 848 527 189 129 3 0 0
e Molecule 28 is a protein called eL30.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
28 ¢ 8 761 481 134 140 6 0 0
e Molecule 29 is a protein called eLi31.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
201 d 107 888 560 171 155 2 0 0
e Molecule 30 is a protein called Ribosomal protein L32.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
30 ¢ 128 1053 667 216 165 5 0 0
e Molecule 31 is a protein called eL.33.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
31 f 109 876 555 174 143 4 0 0

e Molecule 32 is a protein called Large ribosomal subunit protein el.34.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
32 & 114 906 566 187 147 6 0 0

e Molecule 33 is a protein called eL.35.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
33 h 122 1013 640 204 168 1 0 0
e Molecule 34 is a protein called 60S ribosomal protein L36.
Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
34 ! 102 830 520 176 129 5 0 0
e Molecule 35 is a protein called Ribosomal protein L37.
Mol | Chain | Residues Atoms AltConf | Trace
. Total C N O S
35 ] 86 705 434 155 111 5 0 0
e Molecule 36 is a protein called eL38.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
30 k 69 569 366 103 99 1 0 0

There are 4 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
k 3 ARG GLN conflict UNP G1U3J0
k 38 CYS TYR conflict UNP G1U3J0
k 48 THR MET conflict UNP G1U3J0
k 66 VAL MET conflict UNP G1U3J0
e Molecule 37 is a protein called eLL39.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
37 1 o0 447 286 96 64 0 0
e Molecule 38 is a protein called el.40.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
38 m 52 429 266 90 67 0 0
e Molecule 39 is a protein called el.41.
gPDE
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
39 i 25 239 145 64 27 3 0 0

e Molecule 40 is a protein called Large ribosomal subunit protein el.42.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
40 © 104 851 533 174 138 6 0 0
e Molecule 41 is a protein called el.43.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
A I 708 445 136 120 7 0 0
e Molecule 42 is a protein called eL.28.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
42 g 124 994 616 205 167 6 0 0
e Molecule 43 is a protein called 60S acidic ribosomal protein P0.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
43 S 196 1507 959 263 276 9 0 0

There are 30 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
S 262 LEU ALA conflict UNP AOA1UTUFL5
S ? - GLU deletion UNP AOA1UTUFL5
S 266 THR ALA conflict UNP AOA1U7TUFL5
S 267 LEU PHE conflict UNP AOA1U7UFL5
S 269 ILE ALA conflict UNP AOA1U7TUFL5
S 270 ILE ASP conflict UNP AOA1U7TUFL5
S ? - SER deletion UNP AOA1U7TUFL5
S ? - ALA deletion UNP AOA1UTUFL5
S ? - PHE deletion UNP AOA1UTUFL5
S ? - VAL deletion UNP AOA1U7TUFL5
S ? - ALA deletion UNP AOA1UTYUFL5
S ? - ALA deletion UNP AOA1U7TUFL5

Continued on next page...
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Chain | Residue | Modelled | Actual | Comment Reference
S ? - ALA deletion UNP AOA1U7TUFL5
S ? - PRO deletion UNP AOA1U7TUFL5
S ? - VAL deletion UNP AOA1U7TUFL5
S 272 VAL ALA conflict UNP AOA1U7TUFL5
S 273 ARG ALA conflict UNP AOA1U7TUFL5
S 274 ASP ALA conflict UNP AOA1U7YUFL5
S 275 SER ALA conflict UNP AOA1UTUFL5
S 276 THR PRO conflict UNP AOA1U7TUFL5
S 278 ASP ALA conflict UNP AOA1UTUFL5
S 282 ALA LEU conflict UNP AOA1UTUFL5
S 284 GLN ALA conflict UNP AOA1U7TUFL5
S 286 SER ALA conflict UNP A0OA1UTUFL5
S 290 PRO ALA conflict UNP AOA1U7YUFL5
S ? - GLU deletion UNP AOA1U7TUFL5
S ? - GLU deletion UNP AOA1UTUFL5
S ? - SER deletion UNP AOA1UTUFL5
S ? - GLU deletion UNP AOA1UTUFL5
S 294 ASN ASP conflict UNP AOA1U7UFL5

e Molecule 44 is a protein called Ribosomal protein L12.

EMD-7834, 6D90

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
44 t 153 1160 722 218 217 3 0 0
e Molecule 45 is a RNA chain called 28S rRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
45 g 3594 77073 34324 14116 25039 3594 0
e Molecule 46 is a RNA chain called 5S rRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
6 7 119 2538 1132 454 834 118 0 0
e Molecule 47 is a RNA chain called 5.8S rRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
47 8 151 3208 1432 564 1062 150 0 0
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e Molecule 48 is a protein called Ribosomal protein.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
48 K 212 1705 1091 306 300 8 0 0
e Molecule 49 is a RNA chain called 18S rRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N @) P
49 2 1697 36229 16171 6507 11855 1696 0 0
e Molecule 50 is a RNA chain called P-tRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
50 3 87 1861 829 333 612 87 0 0
e Molecule 51 is a protein called Small ribosomal subunit protein uS2.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
51 | BB 217 1710 1086 300 316 8 0 0

There are 4 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
BB 114 THR ALA conflict UNP GITLTS8
BB 235 GLU ALA conflict UNP GITLTS8
BB 252 MET VAL conflict UNP GITLTS8
BB 288 MET VAL conflict UNP GITLTS

e Molecule 52 is a protein called 40S ribosomal protein S3a.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
52 | CC 213 1720 1098 309 308 14 0 0
e Molecule 53 is a protein called uS5.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
53 DD 221 1716 1111 295 301 9 0 0
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There are 8 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
DD 97 PHE CYS conflict UNP G1SWM1
DD 101 SER ALA conflict UNP G1SWM1
DD 141 VAL LEU conflict UNP G1SWM1
DD 181 PRO LEU conflict UNP G1SWM1
DD 191 VAL - insertion | UNP G1SWM1
DD 215 MET LEU conflict UNP G1SWM1
DD 271 ASP ASN conflict UNP G1SWM1
DD 274 VAL MET conflict UNP G1SWM1
e Molecule 54 is a protein called Ribosomal protein S3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
54 EE 228 1768 1126 318 316 8 0 0
e Molecule 55 is a protein called 40S ribosomal protein S4.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
55 FF 262 2076 1324 386 358 8 0 0

There are 4 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
FF 25 GLY SER conflict UNP G1TK17
FF 51 ARG LYS conflict UNP G1TK17
FF 78 THR ALA conflict UNP G1TK17
FF 156 VAL MET conflict UNP G1TK17
e Molecule 56 is a protein called Ribosomal protein S5.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
56 | GG 185 1471 921 277 266 7 0 0
e Molecule 57 is a protein called 40S ribosomal protein S6.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
57 | HH 231 1923 1200 387 329 7 0 0




Page 19 wwPDB EM Validation Summary Report EMD-7834, 6D90

e Molecule 58 is a protein called 40S ribosomal protein S7.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o8 1 185 1488 952 271 264 1 0 0
e Molecule 59 is a protein called 40S ribosomal protein S8.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
59 JI 206 1686 1058 332 291 5 0 0

There is a discrepancy between the modelled and reference sequences:

Chain

Residue

Modelled

Actual

Comment

Reference

JJ

47

ARG

GLY

conflict

UNP G1TJW1

e Molecule 60 is a protein called Ribosomal protein S9 (Predicted).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
60 KK 185 1525 969 306 248 2 0 0

e Molecule 61 is a protein called S10_plectin domain-containing protein.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
61 LL 96 810 530 143 131 6 0 0
e Molecule 62 is a protein called Ribosomal protein S11.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2 MM b 1175 749 222 198 6 0 0
e Molecule 63 is a protein called 40S ribosomal protein S12.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
63 NN 7 908 570 161 169 8 0 0

e Molecule 64 is a protein called Ribosomal protein S13.
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Mol | Chain | Residues Atoms AltConf | Trace
64 00 149 Total C N O S 0 0

1202 770 228 203 1

e Molecule 65 is a protein called Small ribosomal subunit protein uS11.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
69 PP 136 1016 621 199 190 6 0 0
e Molecule 66 is a protein called uS19.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
66 1 QQ 115 956 610 176 163 7 0 0
e Molecule 67 is a protein called Ribosomal protein S16.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
67 | RR 142 1128 717 213 195 3 0 0
e Molecule 68 is a protein called eS17.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
68 S5 132 1068 670 199 195 4 0 0
e Molecule 69 is a protein called uS13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
69 T 144 1190 746 241 202 1 0 0
e Molecule 70 is a protein called eS19.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
70 uu 141 1097 688 211 195 3 0 0

e Molecule 71 is a protein called uS10.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
& Vv 100 795 498 152 141 4 0 0
e Molecule 72 is a protein called 40S ribosomal protein S21.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
E A 83 636 393 117 121 5 0 0

There are 7 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
WW 3 ASN SER conflict UNP G1TMS&2
WW 4 ASP ASN conflict UNP G1TMS82
WW 33 GLN PRO conflict UNP G1TMS82
WW 50 PHE SER conflict UNP G1TMS82
WW 75 ALA SER conflict UNP G1TMS&2
WW 76 ASP HIS conflict UNP G1TMS82
WW 81 LYS GLN conflict UNP G1TMS&2

e Molecule 73 is a protein called Ribosomal protein S15a.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3 XX 129 1034 659 193 176 6 0 0
e Molecule 74 is a protein called Ribosomal protein S23.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
& YY 141 1098 693 219 183 3 0 0
e Molecule 75 is a protein called 40S ribosomal protein S24.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
& 2z 124 1011 640 198 168 5 0 0

e Molecule 76 is a protein called eS25.

EMD-7834, 6D90
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
6] aa E 598 382 111 104 1 0 0
e Molecule 77 is a protein called 40S ribosomal protein S26.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
[ bb 101 814 507 170 132 5 0 0

There are 2 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
bb 28 ARG CYS conflict UNP G1TFES
bb 56 ALA VAL conflict UNP G1TFES8

e Molecule 78 is a protein called 40S ribosomal protein S27.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
s cc 83 651 408 121 115 7 0 0
e Molecule 79 is a protein called Ribosomal protein S28.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
™| dd 62 488 297 97 92 2 0 0
e Molecule 80 is a protein called eS29.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
80 ee g 459 286 94 T4 5 0 0
e Molecule 81 is a protein called 40S ribosomal protein S30.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
81 ff o7 457 282 101 73 1 0 0

e Molecule 82 is a protein called Ribosomal protein S27a.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
82 g8 08 555 351 103 94 7 0 0
e Molecule 83 is a protein called RACKI.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
83 hh 313 2436 1535 424 465 12 0 0

e Molecule 84 is a protein called Eukaryotic peptide chain release factor subunit 1.

Mol | Chain | Residues Atoms AltConf | Trace
.. Total C N O S
81 i 416 3280 2087 559 623 11 0 0

There are 2 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment | Reference
jj 183 ALA GLY conflict UNP P62495
jj 184 ALA GLY conflict UNP P62495
e Molecule 85 is a RNA chain called CrPV-IRES.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
8 4 194 4105 1840 704 1367 194 0 0

There are 4 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
4 ? - G deletion GB KP974707.1
4 6219 C A conflict GB KP974707.1
4 6220 U C conflict GB KP974707.1
4 6222 G U conflict GB KP974707.1
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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 4: Large ribosomal subunit protein ulL18
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1%

84%

Chain I:

vSTd

[474%!

6ETYH
8ETI

TETI

9CTA

L1TD

*

e Molecule 10: Ribosomal protein L11

L9T1

€910

8%

87%

Chain J:

SLTT

8910
V1Y

€¥1a

15498

€0TD

T01d

o
[}
=

-
0
&)

©
©
5]

o
©
R

oo}
0
~

— o
[T ]
n X

1

e Molecule 11: elL13

8%

91%

Chain L: -

Lo A

902a

cL1d
[4°15')
6GTN

wSTA

LOTL
S6D
V.4
L9H
€91
LYY

8zh
LZN

(44

011

e Molecule 12: Large ribosomal subunit protein el.14
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e Molecule 15: Large ribosomal subunit protein ul.22
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e Molecule 17: Ribosomal protein L19

L8TX

15%

83%

Chain R: a

oy

8LTh

%918
0974

SGT1T
%811

T7TH
8ETT
9ETH
€211
L1TH
LOTYH
SOT1T

00TYH
661

681

8
784

S.H
094
0SI
{44
6D
LeS
9EN
Sev
€18

(3

Sy

e Molecule 18: 60S ribosomal protein L18a

13%

87%

Chain S:

SLTd

89TL

9974
S9Td
YT

T9TH

6STT
8STA

§S1d

(4498

CETI
TeTd

cria
TT14

601D

20Tl
TOTL

€61
z6N

e Molecule 19: el.21

14%

85%

Chain T:

oy

VIN

YTIN

(47458

9ETYd

i

0zTH

961

83

6.0
8.3

9LA

VLI

ToL
094

980

083
670

e Molecule 20: el.22

23%

7%

70%

Chain U:

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-7834, 6D90

wwPDB EM Validation Summary Report

Page 28

[ ootA
661
|
76N
|
164 . .-
2 | o6l &
© 6831
. ¢ [ | . 2
¢ o 18T b
N w mma
N 1 o 2
& N ¢ o
- ¥e1d & Mmg ©
€TTA 988 1
|
mmE . mE. mmE 1
i s i o
< At
S8y - | o Tt A5
| 2 6e31 ] ¥TIL
mm: & F ﬂmﬁm
LIH S0TA ]
i - aiin i
me mﬁ zZ01S omwm
€81 9L I~ |
| esk | m@ m m%
T84 g4
| el Lo €81 X 06d
N Q jw] <
5.4 8 9731 ° ] R= 3 |
I R ] ot [ o D o8
193 = 158 T O ™~ | ,.m | |
R 791 8L
| [5) [ | ] 2 m»a m; i
€97 ihet 820 ® &
- e 5 e ° 3 N
5va 9cT
i & oy 191 mm> m L9%
8zd = | | o [ |
= e i 2 7931
3 i ] < e
2 i e g o i
Q <t el <t
2 STy N scd N N €8 [p) £3A
.Dm — | owel — — ] S |
[ mﬁ & 1 =} 8z © mﬁ
e N G g TeTQ A zed 0 g
R e . mE < 1211 < PN L ..l k
= S = TTA = o 1 = —~ 1 = el
O - O O b £ o > At o N
ol | o} [] o ] o |
—= - —= =) od — = —= = = =) 1d
o o o o= o = 61T o = 8L (@) =
= < = < = < 811a = < [ | = <
= = ¢ = 1 < o = ¢
) O ) O ° @) 101a ) @) LW ° O

1%

R LDWIDE
PROTEIN DATA BANK

w_ 0

88%

e Molecule 26: ulL15

Chain a:



Page 29 wwPDB EM Validation Summary Report EMD-7834, 6D90

1

. =
Chain b: 42% . 54%

[ | [ B | o —
30 oY ETRITIRE ®
~ o ~ Moo A = =] - >

e Molecule 27: eLL29

R105
|
K114
|
Q120
P21
V122
|
R132

<> a2 2 4 <>

re)
~
=)

u7
|
Ni1
Q27
| R28
Y29
| Es0
s31
|
D36
P37
|
N50

e Molecule 28: elL30

. . I
Chain c: 75% 10% 15%

>

® o 0 © 0 - ® [ =] <
x o = - = — 12 x>0 =

e Molecule 29: el.31

"
. I
Chain d: 75% 10% 14%

R44
|
E48
|
G58
|
164
|
N69
|
A74
|
184
|
D95
E96
|
K115
N116
L117
aus
T119

e Molecule 30: Ribosomal protein L32

[ |
Chain e: 81% 13%  « 5%

A 2
lwi
&
£

N N m n
Q-sz-sSlz-a-a-ﬁ-g-%-g-e-ssla-
= ~om o o = o = (=] 5] [} 17} = > B (-9
e Molecule 31: eL33
Chain f: o
aln I: 79% 17% ..
~
.«-h-e-eIaIg-:-g-s-s-ls-g-%-g-m-s-g-g-l-le-l
~ (&) L=l ~ = = == =} a 23] B4 = 9 ~ £ < = = =%

e Molecule 32: Large ribosomal subunit protein el.34

Chain g: 75% 15% - 10%



Page 30 wwPDB EM Validation Summary Report

EMD-7834, 6D90

Q3
|
L11
|
Al6
|
R21
|
R24
T25
|
R29
|
C46
|
P50
|
R54
|
V59
RSO
P61
|
568
K69
|
V74
875
R76
|
E98
|
L107
|
Q114

e Molecule 33: eL35

"
Chain h: 88% 1% s

Y114

o w0 ~ N
o S0 o 1y B o W 0 W0 o Wy 8o
H £ 2] Cl (=] ] ~ Bl 2] ~ =

e Molecule 34: 60S ribosomal protein L36

Chain 1: 89% 9% o

R4
|
N12
|
R29
|
144
|
Cc48
|
E59
L60
|
D66
|
E89

e Molecule 35: Ribosomal protein L37

Chain j: 71% 15% . 1%
e Molecule 36: eLL38
. =
Chain k: 81% 17% R

E6
E7
|
D19
|
K27
|
D30
N31
|
R40
|
Q58
S59
|
P62
K67
| E68
L69

e Molecule 37: eL39

. ] —
Chain [: 75% 20% -

@ o Ml o o © o) ~
0 0 - N o 2} 2 a2} < <+
aoH o= B = = @ =

e Molecule 38: eL40

. -
Chain m: 85% 15%

0 o |
B s 8T8
0 = B = o

e Molecule 39: el41

R57

o~
|
X A

Chain n: 80% 16% -



Page 31 wwPDB EM Validation Summary Report EMD-7834, 6D90

o om
o =
o M=

e Molecule 40: Large ribosomal subunit protein el.42

R23

Chain o: 79% 19% N
-

l%‘ﬁ‘ﬁ §-§-EI I§ §I§-E §UE8TERTS 8 E-gl

e Molecule 41: eL43

Chain p: - 80% 17% ..

*>&

N~ @ N o NN ENo < o o e
My omg 2 e
oo X oH o = ~ H = = = > -

e Molecule 42: elL28

Chain r: 73% 16% . 9%

. o
s bel -~
== ~ O

e Molecule 43: 60S acidic ribosomal protein PO

|
H103

|
L106
R107

|
L118

R119
S120

118
R20

oy o S ENY oMo o O Mo MW
0 0 «® < [ Y] © © N~ ~ @©
o (2} = < A n v o - =

37%
Chain s: 62% . 35%

@  © 0O 0O oo o < O o Q@ © COPO & V00 V99090900000
a = 12} I

OO PPPPPP0P00P0P0P0P0 0900909090990 909090909090909090999099999999999999999%99%99%9%99 90

)
<
—
=

COPPPPPPPPOOO & O G000

e Molecule 44: Ribosomal protein .12
25%
Chain t: 72% 6% 22%




EMD-7834, 6D90

wwPDB EM Validation Summary Report

Page 32

@  © & V0O GO0 G000

9GTN

LYTH

%10

OO V0O 0O & oo

+

SCT1

3

6174

L1748

861

e Molecule 45: 28S rRNA

194

Q@D @ PP PPPPPPPOPO®G 00 > o o o

46%

51%

Chain 5

1

€LY
cLd

0Ly

389N

29Y
S9Y
YoV

65V
85D

95V

670

4l

0%D

LeN

Sen

810

91D

4%
€1
{434

o < ©
D 0 o
o< =]

o1V
60

90

1810
0810
6.L1D
8.10
LLTD

7.L10
€L10
C¢LID
69TV
991D
091D
631D
83TV
SST0
0STn
SPID
440
€¥10
(445

6ETD

LETD
9€T1D
SETD
veTD
€ETD

T€TD

€210

0zTV
611D
8110

TT1D

601D

90TV

T0TY

169D

16D

vsen

2SeD

ZheD

0%€D

8EEV
LEEN

SEEY

€een

[4:140)

812D

92D

L

T.L2D
0lzn

192D
9920
§920

8¥¥D

9%¥0

8EVD
LEVD

0ELD
€CLY
6T.LD
P1LD
90LD
S0LD
%0LD
€0.LD

T0LD
00.D

1,699
9690
S69D
%690

0690

8890

989V
S890
%899

6,90
8.9
1,99

SL90

€190
L9

6990
8990
L99V
9999

0999
659D
8590
LS990

%990
€990

1990
0590

L%99

S%99

€790

1569
956V
SS56D
%560

sven

TELD

(451229

06TTD
68TTD

98710
6.T1T0
8LTTD
.10
9LTTD

86019

L

9601D
S60TV
601D

680TD

78010
£€80T0

78010

6L0TD
8L0TYV

9L0TD
S.01D
v.,01D
€L01D
TLOTD

0L0T1D

0660

7860
€860

6.60
816D

3
+

€169
2160

046D

896D
196D
996Y

€969

196D
096V
656D

90€TD
%0€10
E€0ETY

0 TOETD
|
96219
S6210
6CTY
£6219
26210

88CTD
1821D
98210

¥821D
€8CTH

18219
08210
6.LTTV

9,210
S.L2TD

€219
TLTID
TL2TD
2Se1D
18210

9vCID
S¥C10

6€CTO
8ETTY
LETTO
9€CTO
SETTD

91CTD
STCTO
%1210

(4245
T121D

60210

86TTH

96TTD
S6TTD
%6110
€6TTD

S6ETN
¥6€1D

CT6ETY
T6ETV
06€TH

88ETY
LBETY

v.Le1D
ELETY

TLETV

L

€9€TD

09€TH

LEETY

SEETD

EEETY

8CETH

9CETY
SCETD
veerv
€TETY

TCETD

9T€TD
STETO
Y1€10

CIETY
TI€TD

60€TD

8.L¥10
LLYTO
9.¥10
SL¥1D
Y.L¥10

T.710

69%T0

T9%10
09%1D

89%1D
LS%1D
951D

9%¥10

SYPIn

EVPIV
[47474%)

8EY1IN
LEVTD
9E¥1D
SEYTD

EEVTY
STYID
[444%]

114745
(444

22574 %)

STPTD
¥I%10
€T¥TO
(4345
JTTHID

S0%1D
Y0¥ 1D

[40j4%]
10710
00%TH

86ETY
LBETY

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-7834, 6D90

wwPDB EM Validation Summary Report

Page 33

6SSTD
8SSTV

9S8STD

8%STD
L¥STV

€¥STD

F

8ESTN

9€STN
GESTD

€ESTY
CESTD
TESTN

82STN

F

¢TsTd
12810

6TSTD
8TSTV
LISTD
9TSTD
STSTY
vI9TNn
€TSTN

11§10

90STD

70STD
€0STV
CO0STD
TOSTD

86%1D
L6VTY

S6%T1D

26710
16TV

68%1D

L8Y1D

78¥1D
€8V1D

18710
08%1D

8¥91D

YotV

0%91D

LEITY

YEITY

CEITY
ﬁmmﬁ<
wmmﬁo
S291D
vZ91Dd

81919

91910
ST9TD
71910
E€T9TV
C¢19TD
T1910
0T9TD

|

€091D
20910
TO9TY

86STD

96STN

76510
€6STV

68STD
88STN

98919
G89TD
831D

€LSTD

99STD
S9STV

C9STD

09STV

€GLTD

0S.TD

8¥.10

VLIV

vvLIn
EVLTY
TYLTY
TvL1D
0%LTD

SELTN
YeLTD

T€L1D
0€LTN

8T.L1IN
PXIAS

2TLIO
T2L1D

96910
S69TN
76910
€69TN
691D
T691D

6891D
889TD

S89TD
7891V
€8910

81910
1,910
9.L9TD
mhmﬂo
wwmﬁo
«wmﬂo
8991
95910
591D
€591V
179919
0891V

¢
¢

¢

19819
098TY

Sv8TN

€781V
Zv81d

LEBTY
9E8TH

vesin
€E8TD
CE8TD
TEBTD

8C8TD

9281
SC8TV

1281D
0z8TN

908TH
S08TV
7081V
€08TD
208TV

S6LTY
L8LTY
S8L1D
28LINn

6.L.T0
8LL1D

9LLTV
SLLTY
YLLID
€LLTN
CTLLTD

89.TD

99LTV
SOLTY

¥9.L1D
€9.70
29LTD
ﬁwmﬁu
95,70

vsL10

LEGTD
9€6TD

€E6TD
[414
TE6TO

626TV

(4415
12610
02610

71610
€161D

0T61D

8061V
LOBTY

S06TN

€061
C06TD

6631

1681V
9681V

€681D
68TV
1681V
068T1D
688TN

€881

78810
08819

S.8TD

L

TL8TY
04810
69810

8581V

SS8TH

81020
L7102V

sT020
71020

T1020

$S002D
0020
€002
c00zy
T00ZD

16610
96610

76610
€661D
26610
T66TV
0661V

8861D
L861D
98610
S86TD
¥86TV
€861V
28619

08610
6L6TV
8L6T1D
LL61D
9.61D

vl610
€L61D
CTLETD
TL6T0
0L6TY

99610
S96T1D

€961D
96TV
T961D
09671V
189610

8¥61D
Lv610n

EV6TY

Tv6TV

1012V
00729
66020
86029
1602V
96029
S602V
76020
£6029
26029
16020
06020
68029
8802V
18020
98029
$8029
0 %8020

9,029

.020
6902V
€9029
95029

9502
75020

15020

6%02D

6zeen

SCETO

0TETH
6T€TO
8T€TH

v1€2d
€TeTY

0T€TD

Loggy
90€2D

€0€TO
20€TO
TOETH
00€TY

8622n
622D
9622D

162D
06220
68220

9822

822

0822H
6.TCY

L.2TO

T.L22D

89TTY
L9zen
99220
§922H
9220
€922V

1922H
0922d
6522

6012V
8072ZH
L0TCY

sotTey
vo1ey

20TZd

NNMNU
8T¥TY
L1VCY
sTven
4574
€1ven
[4 ﬁmm<
60ven
wommb
86€2N

i
S6ecy
|
L8ETD
[ oseen |
S8€TN
v8een
]
18€CV
08€TH
|
LLETD
9.LETY
[ sueey |
vLeTY
€LETD
]

69€2N

L9€TY
99€TY
S9€T0
Y9€TH

T9ETH

65€TN

€5€Tn
¢seen

0sezn
eveey
8¥€CH
ww“wo
ow“wo
LEETO
wmﬂwo
EEETD
TEETH

0752

908D
S052D
%092D
€082H
20Sey
T0S2D

96%2H
seven
v6ven

o=
672D
162D
06¥%en
68%20
88¥2D

78y

28%2d

LLyey
9.¥2H
SL%2H

ELVTY

TLyCD
0L%2D
692D
89%2N
Loven
99%2H

95%2H

0S¥2d

Lyven

Sv¥20
i4%4740

3

ovven
6EYCD
8EWTY
LEWTD

ceven

8They
ka4
9zven
seven
¥Zved
€chey

L8sev
9892
$8S20

€892

L

8.9¢D
L.52D
91929
§s.520n

TLS2D
04920
6992D

999¢H
S9S6CV

19520
0952

8552D

§S8S62H
v95en
€992V
2SS82H

67920
8%92D
L%92D
9%92H
svsen
¥¥sed

0¥sed
6€52D

9gsey
€€92D
2€STO
TESTO
0gsen

LTSV

ggsen

12S52D

PASI4 )

STSTH
¥152D
€152V

T182V

892N
98929

78920

€192

1,920

69920

29929
992N

63992V
899¢H

9592n

18920

8%92D

9%92d

Ty9CV

8€92D

€920
£€92N

Teozn

L292D
9z9zn
S292n

€292V

8192

G192

T19C2V

20929
T092Y
0092V
66392D
863CV
1652
9652

0652
68520
8892D

69.2n
89,20

voLey
€9.2n
¢9.LTd
T9lzn
09,29

85.2D

95.29

15,29

6%.2D

EiZx4

424l
ev.LeY

Tvizn
ovLen

S€LTD

TELTD

ogLen
92LTD
TCLTD
YAYEA)
9T.2D

S§T.2D
¥1.2D

c¢rLed
TTLZD
0T.L2D
60L2D
80.2n
L0L2n
90.29
S0L2D

€0.L2D

L1692V
9692V

7692
€692

06920

88929

S¥8ey
7¥8cy

[445143)
T¥82H
o¥8ey
6€82N
8€8CH

SE8TY
€820
€82V
2e8ey

8¢8en
1T8THD
9z8en
§z8ey

S18CY
71820
€182V
[45:14 4
182D

80829
,082V
9082V

0082
66.2D
86.CV

96.2D
S6.LTY
6.2
€6.2D

T6.20
06.2n
68.LTY
88.2N

98120
98120

[4:7ka0

08.20

LLLTD

S§L.2D

0.LL2D

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-7834, 6D90

wwPDB EM Validation Summary Report

Page 34

|

LE9EN

SE9EY
7€9€D
E€E9ED

L

B6TIEY

929€D
G29€D

T29eY

919€N
S19€D

T09EY
€09€D
209€D

009€D

869€ED

00620

16820
06820

888¢H
18820

S88CV
78820
£882D
17882V

81829

91829
§.820
v.82n
£.820

T.82Y

982D

€982
982D

582V
95820

veLeEY

0TLED

8TLEV

ST.LEN

€T.LEN
CTLEY
:mm<
90.LED

CTOLEY

004€D
669€D
869€D

969€D

769€N

CTE9EY
T69€D
069€N
mwmmo
SG89€D
¥89€D
£89€D
TB9EY

owmmb
SL9€D
v.L9€D
€L9€D
TLI9ED
TL9ED

699€D

CT99EY

659€D

E€99EV

TS9EY

6Y9eY
8Y9EV

L

vvoen
EVOEY
TYIEY
Tv9en

T08€N
LB6.LED
S6LEY
76.€0
€6.EN

T6.LED

68.L€0
88.LED

98N

V8LEY
E€8LEY

18L€D
08.€D

LLLED
9L.€D

€LLEN

TLLED

69.€0

99.€D

€9LEY
29LEN

09.eV

9G.LEV

75LED
€GL€D
CSLED

0S5.€D
6%.€0
8YVLEV
sv.len
TyLED

veLen
EELEY

T€LED
ogLen
6c.Len
8TLEY
LTLEY

206eY
TOBEV
006€D

868€D

768EY

068€Y

088€D
6.8€D
8.8€D
LL8EY
9.8¢eV
€.8€D
0.48€0

L98EY

TO8EV
8G8€D

TS8eY

£¥8€0
o¥8en
6€8ED
8€8EN
SE8ED

628€D
8C8EY

028€D
618€D

LTI8EY

Y18€N

218€0
T18€D
078€0
608€D
808€0
L08EY

SEOTD

LL6€0
9.6€0
mnﬂmo
cLeeY
TLBED
0L6€D
696€D
896€N

L1190
9TT¥0
STTPD
12252
12195718

0TT¥D
60T¥D

00T%D
66070

L60%D
960%D
S60%D

260D
160%D

880%0
L80%D
980%D
S80VY
¥80%D

6.0%0

LLOVY
9.L0%D
S.Lovn

CL0%D

0,070
69070
89071
L90vn
29070
S90¥D
79070

290%Y

LS0%0
9507V
S507n
¥350%0
€307V
2307
1390%0
0507V
67070
8V0VY

SY0¥D

T%0%D

6E0¥D

€0CTvY
[4o1470)
1027
002%D

96T%D

ve1vn

T61¥D

68170

L81%D

¥81¥D
€8T%D

+

TLTZD
0LTHY

89T¥%D
L9T%D
991%D

7o1%0
€9T70

Eid5e)

LETVD
9€T¥D
SETYD
YETVD
EETVD
CETVD

62T¥D
8CTHY

STT¥D
i4454)
€TT¥D
[4454)
219D
0zT7n
6TT¥D
2125701

S0TYY

8LEVY
LLEVD

SLEVD
v.LevN0
€LEVD

B69ETY
89€7D

G9ETD

CTIERY

63ETN

SSGEFD
YSEVN

[4sio370)

(257
8VEVY

ovevn
SYEVD
vhevn
EVETN

(723571
6EETY

LEEWD
9EETY

TEEVD
0EETD
62EVD
9CEYD
veevy
8TEVD
ETEDY

90€7N

YOERY
€0EFD
20ETN

86TV

96270

76270
£6270

(G444
8¥¥¥d
LYYvD
vy

i4aa0)

[ig770)
6ETTN

LEVPN
9evvN

£evFD

TeEvvN
0EYYD

8TV

440

44441

(4444
134772

61770
81¥¥D

STPPY
454414

[257%0)
20¥¥0n

S0V
407471

(4o
TOv¥D
00%%7D

86EYD

F

£6E7D

687D

L8EVD
98EYD

€8EVN
T8EYD
T8EVV
08EYY

[44°i¢)

61570

Y1570

€ISV
(45171
TISHY
0TSy
mevb

v0S%D

20S¥0

ovab
bmmvb
T67%D
06%%0

wwm¢<
(4257471}
87N
0877V

8L¥¥D
LLYHY
9.L¥¥0
mhmvu
TLYYD
TLYP0

PAsi470)

SSPPD
&g

{45471

[olsi7470)

L%S¥0

€¥SvD

6€S7N
8€4¥D
LESHD
9€5¥D
SESHY
etig

TESPN
0€SYN
62SYD
8CSYD
LTS¥D

€TSYY

20LYD

00.LYY
66970

969%0
S69%0
76970
€69%0

68970
88970

897V
£89%0

089%D

LL9%0

SL97N

€L970
TLOVY

0L9%0

S99%Y

€99%D
299%D

899%D
L99%0n

¥S9%0

0S59%D

L

9%9vn

aeigl

8€97N
LEIYD
9€97N
SE9VY
ve9vn

[43i70

9ToVY

T129%D
0zovn
61970

9ELVD

6CLYY
8¢T.vN

9CTLYD

veLvY

12.LYD
0ZL%D
6T.%D

LTLYY

STL¥D
YILY0
ETLYD
CTLYD

60,70
80.LYY

€070

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-7834, 6D90

wwPDB EM Validation Summary Report

Page 35

05080

ZY0Sy
905D
0%0Sn

8E0SY
LEOSN
9€0S0
SE0SN

€€09D

0€08n
62090

8T0S8D
708D
9T0SY

LOOSY
900Sn
S00SD

€00SN

66670
86670
L66%D

£667D

0667
68670
8867N
186%D

2867V

8.L6%D
LL6YY
9.6%N
SL6¥D
v.L6%D
€L670

896%Y
L96%Y
996%Y
99670
¥96%0
€967

096%D
65670
856%0

9567V

|

990SN

5S rRNA

%9039

29099
T90SV

8S50SV

9G0SY

e Molecule 46

%5080
€50Sn

36%

64%

Chain 7

66D
86D
16D

760
€60

68D

€8V
[4:5)

6110

LT1D
911D

€110

011D
6070

TOTV
00TV

: 5.8S rRNA

e Molecule 47

41%

57%

Chain 8

L6V

S6V

06D

88V

981

61D

820

92D

LTV

01D

9510

€510

Ly1D

8€TD

NOFWON OO
NNAAANTNOH oI
HoHd A A A ~
TPObLLBDVLLOLL <=

0z1d

ST1D
i42%)
€110

Ribosomal prote

At
0110

e Molecule 48

80TV
S0T0
701V
€0TV
0070

860

1n

27%

<* <&
IISE IIIlﬁII}.Ig gt
e} =R S

12%

84%

* e &

Chain K

.  aa

>

® 0
[} )
"—'I :"_

o}
o)
=

SO & 0O o o

Ao d

)
©
o,

< & SO

€94

8GL

€%d

914

IO

420

9021

021

T0ZA

6610

1

7611

7910

95T

PPN

e s sl 2 2 4

: 18S rRNA

e Molecule 49

43%

55%

Chain 2

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-7834, 6D90

wwPDB EM Validation Summary Report

Page 36

TLD

69D

TeEN

14 4

(44 4

L1D

STN

TV
0T1d

w0
€0

m

€8TD
2810
181V
08TH
8.10
ELTV

0LTY

L

€970
291D
1910
0910
63TV

S

6YTV
8vIn
LYTV

wvin
€vIn
(445

0ETD

1210
921D

€21

6110

9110
STT0

€TTD

TT1V

801D

S0TN

€01V

0T
001N
66V

60

S6D

Tev

sven

Evev

8EED

9€EY

€EED
CEED
TEED
0€ED

zeed
T2ed
0zed
61€0
8TeY
L1€0

vren

¥81D

|
61%D
8T¥Y

605D
L0SD

€050
2080
T0SD
008V

L6%0
96%0

£67Y
[ 457
16%0
067D
1870

98%V
S8YV

SEVY
CEVD

62%0
14718

9THY

048D

1990

S99D

29S80

655D

95sn
9GSV
il
€950

TS8Sn
089D
6790
8%30

L¥SD
ia4pl

€%390
Zvsn

(A=l

TLOV
0.L9Y

9990

Y99V
€990

799D
EVOV

T9oV
079V

LE9N
9€90
SE9D
veIV

TE90

629Y
829V

L

€299

1290
029D

8190

%190

8090
090

S09Y
709V

209D

0099

e
€630

T6sn

¢

vELO
€ELD

969D
€69V
069D
6890
889N
789D
6.L9V

9190

€L9D
TLOV

L1010
91070

6001V
8001V

€00T0
001N

6669
Leey
ze6v
166D
066V

2869
186V

816D
L1160

.60
€160
cLey
TL6D
996N
296Y
996D
SS86Y
vsen

0560

8¥60
Ly6D

vvev
£v6n

T%60
oven

8E6Y

v€6D
£€6D

9zev
(44 4
126D
ozey
616V

916V

SCT10

€110
cTTTY
12119

6TTTV
8TTTD
LITTO
9TTTD
STTTNn
80TTD
SO0TTD

00TTV
660TD

L60TD

16010

980TD
S80TD

€80TV
280TY
78010
.01

0LOTY

890TD
2901V
0901V

TS01D
0S0TV

L%0TD
%01

15405
0%01D

veoTY
€€0TD

L20TY
92010

€201V

0201V

44 %)]
T2ed

L12TY

SETTO
YETTD

8TETD

STETN
viemn

80€TN

70ETN

COETD
TOETY

66CTY

96210

621D

26210
1621V
om“ﬂo
L8TTY
98CTH
S8CTH
%821V

NwMa<
S.LTTD
.21

TLTID

89CTD

99210

%9210

29210
19210
0921V
6GCTY

PAS(A )
9G2TH

921D
€9CTY

T1SCTY

6%CT0

cveIn

SETTD
vee1d

L ﬂmﬂ D
¢I¥10
12545
0T%10
womﬂb
SOPTY
vovin
€0%TD
Nomﬁ<
L6€TN
96ETY
mmmmﬂu
L8ETD
ww“ﬂ<

8LETY

9LETY

Y.LETD

C¢LETN
ﬁhmH:
99€TH
S9€T1D
wwmﬂb
9SETD
¢m“ﬂu
8YETD
LYETN

SYETD
etV
€veTn
{47435
o¢mHD
hmMeo
veeTd
€EeTN
Nmmﬂ<
8CETD
wNmHD
€CETN

6T€TN

91STD

0TSTD
60STN
80STV
LOSTD

00STH

8671V
L6%1D
96710
S671D
iGian!
€671

06¥%1D
6871V

L8VTV

e8IV
€8YTV

0871V
6.%1D
8.L%TNn
LL7T0
9LV
SLY1D

TLYTD
0L%1D

89%10

99%1D
SOVTV
Y910
€9%TN
29vTIn

LS¥TN
9G%TD
SSYIV
YSvIv
€971

LYY1D
yin
0E¥TO
62%1D
8C¥1D

9Ty

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-7834, 6D90

wwPDB EM Validation Summary Report

Page 37

|

009TD
665170
86STD
L6STD
wmmﬁb
T6STD
T6STD

LLSTD

SGLSTD
7LSTD

CTLSTD

89STD

wwmﬂo
T9STY
09810

8SSTD

9SSTV
S§SSTN
75510
€5STD
Nmmﬁo
8%STD
hwmﬁo
€731
Nwmﬂo
wmmﬁu
€ESTY
TESTD
TESTV
ommﬁb
LTSTD

12510

€691
26910

€891D

08919
6L9TV

1,910

TL9TD

89910

S991D
Y991V

09910

85919

95919

75910
TS9TV
8%91D
LY9TV
9%91D

T¥9TY

EEITY

0€9TY
62910

S291N

€CITY
2291
12910

L
+

LO9TV

€09TD

TO9TV

T6LTD
S8LT0
78L1D
€8LT0
8L.LTD

SL.T0
YLLTO

CTLLTD

T9.LT0
09.1D

8S.L1D
LSL1D
9G.T0

€GLT0
CSLT0

0S.TD

ov.LTIN

{4745

9EL1D
SELTY

TELTY
0gLIN

LTLTD
9TLTD
STLINn
TTLTID
L
0z.L1In
LTLTD

€TLTD

TTLT0
0TL1D

L0410

€0LT0

[4A%)

T0L1D

6691V

L69TY

6981V
89810

9981V
S98TD
981N
€981V

T981D

€3981D
TS8TD
TS81V
0881V
67810

L%8TD

S¥8TV

6€8TN
8€8TN
LEBTD
9€8TH
SE8TY
e8IV

T€8TY
0€81N
628TD

281N
928TH
SC8TY
ve81v
0Z8TH
618TY
818TV
ST18TY

(4219
11810

S08TD

£08T0

e Molecule 50

T08TV
0081V

P-tRNA

53%
© o]
385

esy
{4

8¥d
L%

iz
X414
[44)]
1TV
0 ozn
619
819
210

910

47%

L 2 4

Vv

5%
|

01d

Chain 3
|

L8V
980

78V

Small ribosomal subunit protein uS2

e Molecule 51

26%

6%

68%

Chain BB

80cd

00za

831a

[44%!
TVIN

LETV
9€Td

L1Td

60TL

LOTL

T01D

A

0SN

vva

c1a
TTA

[
=

40S ribosomal protein S3a

e Molecule 52

19%

8%

73%

S <

Chain CC

z0zh
961d
06T1d
081d
SLTd
€LTL
19T
T9TA

SCTA

€TTY

074

SOT1T
vex
S.b

%90

L 2

See

€12H
[4%4
1124

uShH

e Molecule 53

13%

11%

e
75%

Chain DD

Sezs

€121
(455}

902s

76T

2611

YL11

CTLIN

09TT

LSTT

LETA

PEIN

0ETI

€CTH

T2Td

L7149
9TTL

LOTT

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-7834, 6D90

wwPDB EM Validation Summary Report

Page 38

LLTH

69CL

S9¢T
¥Sca

1821

s¥ves

9€Td

Leed

e Molecule 54: Ribosomal protein S3

19%

10%

70%

.
[ ]

Chain EE:

>

90TH
SO0T1

€079

764

*

9.4

6EA

Ll

€cd

L14

114

LeeH

¥zes

S12a
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e Molecule 74: Ribosomal protein S23
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4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, C1 Depositor
Number of particles used 75654 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~ /A2) 64 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 0.144 Depositor
Minimum map value -0.061 Depositor
Average map value 0.002 Depositor
Map value standard deviation 0.010 Depositor
Recommended contour level 0.025 Depositor
Map size (A) 432.00003, 432.00003, 432.00003 wwPDB
Map dimensions 400, 400, 400 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 1.08, 1.08, 1.08 Depositor
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5 Model quality (i)

5.1 Standard geometry (i)

The Z score for a bond length (or angle) is the number of standard deviations the observed value
is removed from the expected value. A bond length (or angle) with |Z| > 5 is considered an
outlier worth inspection. RMSZ is the root-mean-square of all Z scores of the bond lengths (or

angles).
. Bond lengths Bond angles

Mol | Chain | ¢ o7 #Z| >5 RMSZ #|Z| >5
1 A 0.73 0/1812 0.95 3/2439 (0.1%)
2 B 0.70 0/3240 0.98 5/4339 (0.1%)
3 C 0.73 0/2936 0.96 3/3943 (0.1%)
4 D 0.59 0/2437 0.77 3/3264 (0.1%)
5 E 0.63 0/1762 0.89 2/2362 (0.1%)
6 F 0.68 1/1911 (0.1%) 0.84 2/2549 (0.1%)
7 G 0.60 0/1910 0.79 0/2569
8 H 0.66 0/1535 0.87 0/2063
9 | 0.67 0/1702 0.89 1/2272 (0.0%)
10 J 0.59 0/1385 0.77 1/1852 (0.1%)
11 L 0.62 0/1733 0.83 0/2316
12 M 0.69 0/1150 0.88 1/1534 (0.1%)
13 N 0.74 0/1746 1.05 5/2338 (0.2%)
14 0 0.73 0/1653 0.95 1/2206 (0.0%)
15 P 0.74 0/1268 0.93 0/1700
16 Q 0.70 0/1539 0.97 0/2054
17 R 0.67 0/1524 0.98 3/2013 (0.1%)
18 S 0.69 0/1501 0.89 0/2012
19 T 0.69 0/1326 0.88 0/1770
20 U 0.67 1/823 (0.1%) 0.80 1/1104 (0.1%)
21 \Y 0.72 0/983 0.94 0/1319
22 W 0.65 0/873 0.90 1/1158 (0.1%)
23 X 0.70 0/984 0.92 2/1323 (0.2%)
24 Y 0.67 0/1132 0.86 0/1504
25 Z 0.67 0/1130 0.86 2/1507 (0.1%)
26 a 0.76 0/1191 0.94 2/1590 (0.1%)
27 b 0.61 0/861 0.80 0/1138
28 c 0.64 0/771 0.82 0/1034
29 d 0.76 0/903 0.93 0/1216
30 e 0.76 1/1071 (0.1%) 1.02 0/1429
31 f 0.77 0/895 1.04 4/1198 (0.3%)
32 g 0.70 0/916 1.01 0/1220
33 h 0.68 0/1021 0.93 1/1348 (0.1%)
34 i 0.59 0/841 0.82 0/1112

EMD-7834, 6D90
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. Bond lengths Bond angles

Mol | Chain | ¢\ g7 #|Z| >5 RMSZ 47| >5
35 j 0.78 0/720 1.09 2/952 (0.2%)
36 k 0.62 0/575 0.81 0/761

37 1 0.71 0/459 1.07 2/608 (0.3%)
38 m 0.67 0/435 0.95 0/575

39 n 0.77 0/240 1.32 2/305 (0.7%)
40 0 0.58 0/864 0.78 1/1140 (0.1%)
41 p 0.73 0/718 0.93 0/953

42 r 0.71 0/1010 0.99 1/1354 (0.1%)
43 s 0.58 0/1530 0.64 0/2064

44 t 0.57 0/1174 0.65 0/1582

45 5 0.62 88/86202 (0.1%) 0.91 | 151/134412 (0.1%)
46 7 0.50 0/2836 0.79 0/4421

47 8 0.64 5/3581 (0.1%) 0.87 2/5577 (0.0%)
48 K 0.61 0/1730 0.76 1/2315 (0.0%)
49 2 0.55 30/40502 (0.1%) 0.84 23/63100 (0.0%)
50 3 0.39 0/2079 0.77 2/3238 (0.1%)
51 BB 0.95 2/1747 (0.1%) 0.75 2/2374 (0.1%)
52 CC 0.59 0/1756 0.75 0/2350

53 DD 0.64 0/1753 0.87 2/2369 (0.1%)
54 EE 0.60 0/1796 0.82 1/2417 (0.0%)
55 FF 0.62 0/2118 0.88 0/2849

56 GG 0.58 0/1492 0.76 1/2005 (0.0%)
o7 HH 0.58 0/1946 0.83 0/2590

58 IT 0.60 0/1510 0.81 1/2022 (0.0%)
59 JJ 0.66 0/1715 0.85 0/2287

60 KK 0.64 0/1550 0.88 0/2069

61 LL 0.62 0/834 0.78 0/1125

62 MM 0.71 0/1195 0.89 0/1597

63 NN 0.55 1/918 (0.1%) 0.64 0/1233

64 00 0.67 0/1226 0.81 0/1649

65 PP 0.57 0/1029 0.79 1/1380 (0.1%)
66 QQ 0.59 0/974 0.83 1/1301 (0.1%)
67 RR 0.55 0/1146 0.71 0/1534

68 SS 0.60 0/1082 0.78 0/1452

69 T 0.60 0/1208 0.82 0/1618

70 Uuu 0.56 0/1115 0.68 0/1493

71 \AY 0.74 1/805 (0.1%) 0.84 1/1081 (0.1%)
72 WWwW 0.62 0/643 0.80 0/860

73 XX 0.68 0/1051 0.92 3/1406 (0.2%)
74 YY 0.75 0/1116 0.96 1/1490 (0.1%)
75 77 0.60 0/1028 0.86 1/1366 (0.1%)
76 aa 0.59 0/604 0.70 0/810

7 bb 0.65 0/828 0.86 0/1109
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. Bond lengths Bond angles
Mol | Chain | ¢\ g7 #|Z| >5 RMSZ 47| >5
78 cc 0.63 0,/665 0.87 0/801
79 | dd | 0.57 0,490 0.78 0/656
80 | ee 0.63 0,/470 0.85 0/623
81 ff 0.61 0,/462 0.88 0/607
82 | gg | 056 0/567 0.67 0/753
83 | hh | 0.6 0,2492 0.68 0,/3391
84 i 0.63 1/3333 (0.0%) 0.70 1/4483 (0.0%)
85 1 0.51 6,/4586 (0.1%) 124 | 61/7136 (0.9%)
All | Al | 0.62 |137/240370 (0.1%) | 0.88 | 307/352528 (0.1%)

Chiral center outliers are detected by calculating the chiral volume of a chiral center and verifying if
the center is modelled as a planar moiety or with the opposite hand.A planarity outlier is detected
by checking planarity of atoms in a peptide group, atoms in a mainchain group or atoms of a
sidechain that are expected to be planar.

Mol | Chain | #Chirality outliers | #Planarity outliers
1 A 0 4
2 B 0 2
3 C 0 3

12 M 0 1
13 N 0 1
16 Q 0 1
22 W 0 1
23 X 0 1
24 Y 0 1
27 b 0 1
29 d 0 1
30 e 0 1
31 f 0 3
32 g 0 2
35 j 0 1
36 k 0 1
37 1 0 1
40 0 0 1
45 5 0 7
48 K 0 2
49 2 0 3
51 BB 0 1
52 CcC 0 1
54 EE 0 1
55 FF 0 3
57 HH 0 2

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

Mol | Chain | #Chirality outliers | #Planarity outliers
65 PP 0 2
69 T 0 1
73 XX 0 2
74 YY 0 1
81 ft 0 1
83 hh 0 1
85 4 1 4
All All 1 59

The worst 5 of 137 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(A) | Ideal(A)
51 BB 12 GLU | CD-OE2 | 28.29 1.56 1.25
85 4 6182 A 03-P | -13.04 1.45 1.61
45 5 4520 G 03’-P 11.08 1.74 1.61
51 BB 208 | GLU | CD-OE2 | 10.87 1.37 1.25
71 \AY 72 GLU | CD-OE2 | 10.83 1.37 1.25

The worst 5 of 307 bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(?)
85 4 6030 A P-03-C3” | -33.29 79.75 119.70
85 4 6030 A 03’-P-05” | 26.39 154.14 104.00
85 4 6072 U N1-C1-C2’ | 15.69 134.40 114.00
85 4 6200 A N9-C1’-C2’ | 15.45 134.08 114.00
85 4 6181 C C4-C3’-03’ | -15.21 77.45 109.40

All (1) chirality outliers are listed below:

Mol | Chain | Res | Type | Atom

85 4 6200 A cr
5 of 59 planarity outliers are listed below:

Mol | Chain | Res | Type | Group

1 A 162 | ASN | Peptide
1 A 178 | PRO | Peptide
1 A 196 | TRP | Peptide
1 A 31 | ALA | Peptide
2 B 2 SER | Peptide
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5.2 Too-close contacts (i)

Due to software issues we are unable to calculate clashes - this section is therefore empty.

5.3 Torsion angles (i)

5.3.1 Protein backbone (3)

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

entries.

The Analysed column shows the number of residues for which the backbone conformation was

analysed, and the total number of residues.

Mol | Chain Analysed Favoured Allowed | Outliers | Percentiles
1 A 237/257 (92%) 183 (77%) | 45 (19%) | 9 (4%)
2 B 392/403 (97%) 327 (83%) | 46 (12%) | 19 (5%)
3 C 358,/392 (91%) 298 (83%) | 48 (13%) | 12 (3%)
4 D 291/297 (98%) 257 (88%) | 29 (10%) | 5 (2%)
5 E 208,291 (72%) 173 (83%) | 29 (14%) | 6 (3%)
6 F 223/249 (90%) 193 (86%) | 24 (11%) | 6 (3%)
7 G 229/242 (95%) 202 (88%) | 25 (11%) | 2 (1%)

8 H 188/192 (98%) 157 (84%) | 20 (11%) | 11 (6%)
9 I 201/214 (94%) 171 (85%) | 24 (12%) | 6 (3%)
10 J 168/178 (94%) 144 (86%) | 20 (12%) | 4 (2%)
11 L 208/211 (99%) 184 (88%) 19 (9%) 5 (2%)
12 M 133/198 (67%) 108 (81%) | 20 (15%) | 5 (4%)
13 N 201/204 (98%) 171 (85%) | 25 (12%) | 5 (2%)
14 0 194/199 (98%) 167 (86%) | 25 (13%) | 2 (1%)

15 P 151/184 (82%) 123 (82%) | 22 (15%) | 6 (4%)
16 Q 185/188 (98%) 154 (83%) | 24 (13%) | 7 (4%)
17 R 178/181 (98%) 148 (83%) | 24 (14%) | 6 (3%)
18 S 174/176 (99%) 142 (82%) | 26 (15%) | 6 (3%)
19 T 157/160 (98%) 128 (82%) | 22 (14%) | 7 (4%)
20 U 97/128 (76%) 80 (82%) 14 (14%) | 3 (3%)
21 Y% 127/140 (91%) 107 (84%) | 16 (13%) | 4 (3%)

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

Mol | Chain Analysed Favoured Allowed | Outliers | Percentiles
22 W 102/157 (65%) 87 (85%) 9 (9%)
23 X 116/156 (74%) 101 (87%) 11 (10%)
24 Y 132/145 (91%) 106 (80%) 23 (17%)
25 Z 133/136 (98%) 108 (81%) 21 (16%)
26 a 145/148 (98%) 115 (79%) 28 (19%)
27 b 100/226 (44%) 86 (86%) 10 (10%)
28 c 96/115 (84%) 87 (91%) 9 (9%)
29 d 105/125 (84%) 87 (83%) 13 (12%)
30 e 126/135 (93%) 97 (77%) 24 (19%)
31 f 107/110 (97%) 91 (85%) 13 (12%)
32 g 112/126 (89%) 91 (81%) 14 (12%)
33 h 120/123 (98%) 99 (82%) 19 (16%)
34 i 100/105 (95%) 90 (90%) 10 (10%)
35 j 84/97 (87%) 67 (80%) 11 (13%)
36 k 67/70 (96%) 51 (76%) 12 (18%)
37 1 48/51 (94%) 38 (79%) 7 (15%)
38 m 50/52 (96%) 42 (84%) 8 (16%)
39 n 23/25 (92%) 17 (74%) 5 (22%)
40 0 102/106 (96%) 94 (92%) 6 (6%)
41 p 89/92 (97%) 74 (83%) 11 (12%)
42 r 122/137 (89%) 95 (78%) 14 (12%) |1
43 s 194/303 (64%) 163 (84%) 27 (14%)
44 t 151/195 (77%) 126 (83%) 22 (15%)
48 K 204/217 (94%) 143 (70%) 51 (25%) 1
51 BB 215/295 (73%) 193 (90%) 19 (9%)
52 cC 211/264 (80%) 174 (82%) 33 (16%)
53 DD 219/255 (86%) 185 (84%) 30 (14%)
54 EE 226/281 (80%) 187 (83%) 36 (16%)
55 FF 260/263 (99%) 212 (82%) 37 (14%) 11 (4%)
26 GG 181/204 (89%) 153 (84%) 19 (10%)
o7 HH 235/249 (94%) 197 (84%) 32 (14%)

AAAAAAAAAAAAAAA
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Mol | Chain Analysed Favoured Allowed | Outliers | Percentiles
58 | I 181/194 (93%) | 147 (81%) | 22 (12%) | 12 (7%) |
59 JJ 204/208 (98%) 173 (85%) | 23 (11%) | 8 (4%)

60 | KK 183/194 (94%) 155 (85%) | 23 (13%) | 5 (3%)
61 LL 94,149 (63%) 84 (89%) 9 (10%) 1 (1%)
62 | MM 139/158 (88%) 120 (86%) | 16 (12%) | 3 (2%)
63 | NN 115/132 (87%) 91 (79%) 20 (17%) | 4 (4%)
64 | 0O 147/151 (97%) 118 (80%) | 22 (15%) | 7 (5%)
65 | PP 134/151 (89%) 116 (87%) | 17 (13%) | 1 (1%)
66 | QQ 113/145 (78%) 83 (74%) 26 (23%) | 4 (4%)
67 | RR 140/172 (81%) 123 (88%) | 16 (11%) | 1 (1%)
68 SS 130/135 (96%) 114 (88%) | 15 (12%) | 1 (1%)
69 | TT 142/152 (93%) 125 (88%) | 14 (10%) | 3 (2%)
70 | UU 139/145 (96%) 120 (86%) | 17 (12%) | 2 (1%) 9|
71 | VV 98/119 (82%) 82 (84%) 14 (14%) | 2 (2%) 6
72 | WW 81/83 (98%) 71 (88%) 6 (7%) 4 (5%)
73 | XX 127/130 (98%) 107 (84%) | 17 (13%) | 3 (2%)
74 | YY 139/143 (97%) 112 (81%) | 21 (15%) | 6 (4%)
75 77 122/134 (91%) 103 (84%) | 17 (14%) | 2 (2%) 8|
76 aa 73/125 (58%) 65 (89%) 7 (10%) 1 (1%) 9|
77 bb 99/115 (86%) 77 (78%) 16 (16%) | 6 (6%)
78 ce 81/84 (96%) 66 (82%) 13 (16%) | 2 (2%)
79 dd 60/69 (87%) 50 (83%) 9 (15%) 1 (2%)
80 ce 53/56 (95%) 33 (62%) 18 (34%) | 2 (4%)
81 ff 55/133 (41%) 44 (80%) 9 (16%) 2 (4%)
82 gg 66/156 (42%) 49 (74%) 16 (24%) | 1 (2%) 8|
83 hh 310/317 (98%) 237 (76%) | 69 (22%) | 4 (1%)
84 ii 414 /437 (95%) 344 (83%) | 65 (16%) | 5 (1%)
All | Al | 12114/13834 (88%) | 10082 (83%) | 1668 (14%) | 364 (3%)

5 of 364 Ramachandran outliers are listed below:

Mol

Chain

Res | Type

1

A

104 VAL

Continued on next page...
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Mol | Chain | Res | Type
1 A 196 TRP
2 B 8 ALA
2 B 9 PRO
2 B 135 LYS

5.3.2 Protein sidechains (1)

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

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

Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 A 172/199 (86%) 146 (85%) 26 (15%)
2 B 342/348 (98%) 290 (85%) 52 (15%)
3 C 302/323 (94%) 267 (88%) 35 (12%)
4 D 247/250 (99%) 220 (89%) 27 (11%)
5 E 190/251 (76%) 169 (89%) 21 (11%)
6 F 196/218 (90%) 178 (91%) 18 (9%)
7 G 200/208 (96%) 181 (90%) 19 (10%)
8 H 169/171 (99%) 159 (94%) 10 (6%)
9 | 175/181 (97%) 154 (88%) 21 (12%)
10 J 143/149 (96%) 133 (93%) 10 (7%)
11 L 175/176 (99%) 162 (93%) 13 (7%)
12 M 116/151 (77%) 99 (85%) 17 (15%)
13 N 171/172 (99%) 150 (88%) 21 (12%)
14 O 170/171 (99%) 144 (85%) 26 (15%)
15 P 134/163 (82%) 116 (87%) 18 (13%)
16 Q 164/165 (99%) 137 (84%) 27 (16%)
17 R 159/160 (99%) 138 (87%) 21 (13%)
18 S 157/157 (100%) 140 (89%) 17 (11%)
19 T 139/140 (99%) 122 (88%) 17 (12%)

U

DO
(el

89/114 (78%) 85 (96%) 4 (4%)
Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
21 \Y 100/107 (94%) 83 (83%) 17 (17%) ‘
22 W 86,/126 (68%) 81 (94%) 5 (6%) 177 49
23 X 106/134 (79%) 94 (89%) 12 (11%)
24 Y 124/135 (92%) 104 (84%) 20 (16%)
25 7 117/118 (99%) 101 (86%) 16 (14%)
26 a 119/120 (99%) 104 (87%) 15 (13%)
27 b 84/172 (49%) 80 (95%) 4 (5%)
28 c 84/98 (86%) 72 (86%) 12 (14%)
29 d 98/110 (89%) 91 (93%) 7 (7%)
30 e 114/121 (94%) 100 (88%) 14 (12%)
31 f 88/89 (99%) 73 (83%) 15 (17%)
32 g 98/106 (92%) 86 (88%) 12 (12%)
33 h 109/110 (99%) 97 (89%) 12 (11%)
34 i 86/89 (97%) 77 (90%) 9 (10%)
35 j 73/80 (91%) 63 (86%) 10 (14%)
36 k 64/65 (98%) 57 (89%) 7 (11%)
37 1 47/48 (98%) 39 (83%) 8 (17%)
38 m 48 /48 (100%) 40 (83%) 8 (17%)
39 n 24/24 (100%) 21 (88%) 3 (12%)
40 0 92/94 (98%) 76 (83%) 16 (17%)
41 p 74/75 (99%) 60 (81%) 14 (19%)
42 r 108/121 (89%) 96 (89%) 12 (11%)
43 s 164/258 (64%) 159 (97%) 5 (3%)
44 t 126/163 (77%) 117 (93%) 9 (7%)
48 K 190/196 (97%) 172 (90%) 18 (10%)
51 BB 180/246 (73%) 169 (94%) 11 (6%)
52 cC 194/231 (84%) 179 (92%) 15 (8%)
53 DD 187/206 (91%) 164 (88%) 23 (12%)
54 EE 190/232 (82%) 162 (85%) 28 (15%)
55 FF 224/225 (100%) 196 (88%) 28 (12%)
56 GG 158/170 (93%) 141 (89%) 17 (11%)

AAAAAAAAAAAAAAA

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
57 HH 207/218 (95%) 189 (91%) 18 (9%)
58 IT 165/174 (95%) 140 (85%) 25 (15%)
59 JJ 178/180 (99%) 157 (88%) 21 (12%)
60 KK 161/168 (96%) 143 (89%) 18 (11%)
61 LL 87/125 (70%) 80 (92%) 7 (8%)
62 MM 130/142 (92%) 110 (85%) 20 (15%)
63 NN 99/108 (92%) 94 (95%) 5 (5%)
64 00 130/131 (99%) 113 (87%) 17 (13%)
65 PP 106/119 (89%) 91 (86%) 15 (14%)
66 QQ 105/130 (81%) 93 (89%) 12 (11%)
67 RR 117/140 (84%) 109 (93%) 8 (7%)
68 SS 119/121 (98%) 108 (91%) 11 (9%)
69 T 125/132 (95%) 113 (90%) 12 (10%)
70 Uu 111/116 (96%) 103 (93%) 8 (7%)
71 \AY 92/107 (86%) 79 (86%) 13 (14%)
72 WWwW 67/67 (100%) 61 (91%) 6 (9%)
73 XX 112/113 (99%) 100 (89%) 12 (11%)
74 YY 113/114 (99%) 100 (88%) 13 (12%)
75 77 107/115 (93%) 90 (84%) 17 (16%)
76 aa 66/103 (64%) 64 (97%) 2 (3%)
7 bb 88/98 (90%) 77 (88%) 11 (12%)
78 cc 75/76 (99%) 68 (91%) 7 (9%)
79 dd 55/62 (89%) 54 (98%) 1 (2%)
80 ee 48/49 (98%) 43 (90%) 5 (10%)
81 ft 47/106 (44%) 41 (87%) 6 (13%)
82 gg 61/140 (44%) 55 (90%) (10%)
83 hh 272/275 (99%) 243 (89%) 29 (11%)
84 j] 358/376 (95%) 323 (90%) 35 (10%)
All All 10567,/11789 (90%) | 9385 (89%) | 1182 (11%)

5 of 1182 residues with a non-rotameric sidechain are listed below:
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Mol | Chain | Res | Type
62 MM 126 VAL
83 hh 289 LEU
65 PP 25 GLU
62 MM 122 ILE
73 XX 30 CYS

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 147
such sidechains are listed below:

Mol | Chain | Res | Type

59 JJ 111 GLN

81 ft 88 GLN

61 LL 7 ASN

67 RR 86 GLN

19 T 127 GLN

5.3.3 RNA (O

Mol | Chain Analysed Backbone Outliers | Pucker Outliers
45 5 3562/3594 (99%) 1631 (45%) 283 (7%)
46 7 118/119 (99%) 40 (33%) 5 (4%)
47 8 149/151 (98%) 61 (40%) 5 (3%)
49 2 1681,/1697 (99%) 713 (42%) 107 (6%)
50 3 86,/87 (98%) 44 (51%) 5 (5%)
85 4 193/194 (99%) 123 (63%) 28 (14%)
All All 5789/5842 (99%) 2612 (45%) 433 (7%)

5 of 2612 RNA backbone outliers are listed below:

Mol | Chain | Res | Type
45 5 6 C
45 5 9 C
45 5 10 A
45 5 12 A
45 5 13 U

5 of 433 RNA pucker outliers are listed below:

Mol | Chain | Res | Type
45 5 4447 C
46 7 89 G
49 2 1868 U

Continued on next page...
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Mol | Chain | Res | Type
45 5 4463 U
45 5 4719 G

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

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

5.5 Carbohydrates (i)

There are no oligosaccharides in this entry.

5.6 Ligand geometry (i)

There are no ligands in this entry.

5.7 Other polymers (i)

There are no such residues in this entry.

5.8 Polymer linkage issues (i)

The following chains have linkage breaks:

Mol | Chain | Number of breaks
45 5 36
49 2 18
48 K 3
47 8 1
50 3 1
83 hh 1
3 C 1

The worst 5 of 61 chain breaks are listed below:

Model | Chain | Residue-1 | Atom-1 | Residue-2 | Atom-2 | Distance (A)
1 ) 2113:G 03’ 2258:C p 42.98
1 ) 1252:C 03’ 1271:G P 33.33
1 ) 1219:G 03’ 1233:G P 21.96
1 2 697:G 03’ 729:C P 20.32

Continued on next page...
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Model

Chain

Residue-1

Atom-1

Residue-2

Atom-2

Distance (A)

1

5

1696:C

03’

1720:C

19.72
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6 Map visualisation (i)

This section contains visualisations of the EMDB entry EMD-7834. These allow visual inspection
of the internal detail of the map and identification of artifacts.

No raw map or half-maps were deposited for this entry and therefore no images, graphs, etc.
pertaining to the raw map can be shown.

6.1 Orthogonal projections (i)

6.1.1 Primary map

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

6.2 Central slices (i)

6.2.1 Primary map

X Index: 200 Y Index: 200 7 Index: 200
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The images above show central slices of the map in three orthogonal directions.

6.3 Largest variance slices (i)

6.3.1 Primary map

X Index: 186 Y Index: 166 7 Index: 203

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

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

6.4.1 Primary map

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

6.5.1 Primary map

The images above show the 3D surface view of the map at the recommended contour level 0.025.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_views
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6.6 Mask visualisation (i)

This section shows the 3D surface view of the primary map at 50% transparency overlaid with the
specified mask at 0% transparency

A mask typically either:
e Encompasses the whole structure

e Separates out a domain, a functional unit, a monomer or an area of interest from a larger
structure

6.6.1 emd 7834 msk l.map (D
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7 Map analysis (i)

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

7.1 Map-value distribution (i)

Map-value distribution

.

Voxel count (logl0)

T T T T T T T T
—0.056-0.0250.000 0.025 0.050 0.075 0.100 0.125 0.150
Map value

— Voxel count

Recommended contour
level 0.025

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.
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7.2  Volume estimate (i)

Volume estimate

80000 =

70000

60000 S

50000 -+
— \olume

Recommended contour
40000 level 0.025

volume (hm?3)

30000 -

20000 1

10000 A

N

‘-—-__________
T T T
—0.05 0.00 0.05 0.10 0.15
Contour level

The volume at the recommended contour level is 2873 nm?; this corresponds to an approximate
mass of 2595 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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7.3 Rotationally averaged power spectrum (i)

Rotationally averaged power spectrum

ﬁ -
4 -
S 21
o :
o = Prnimary map RAPS
=, Reported resolution
] —
w04 3.20 A+
=
U
4t
=
_2 —
_4 1 \
I |

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

*Reported resolution corresponds to spatial frequency of 0.312 A2
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8 Fourier-Shell correlation (i)

Fourier-Shell Correlation (FSC) is the most commonly used method to estimate the resolution of
single-particle and subtomogram-averaged maps. The shape of the curve depends on the imposed
symmetry, mask and whether or not the two 3D reconstructions used were processed from a
common reference. The reported resolution is shown as a black line. A curve is displayed for the
half-bit criterion in addition to lines showing the 0.143 gold standard cut-off and 0.5 cut-off.

8.1 FSC (D

FSC

—— Author-provided F5C
0.143

—=- 05

= =- Half-bit
Reported resolution
3.20 A=

Correlation

0.0 0.1 0.2 0.3 0.4
spatial frequency (4-1)

*Reported resolution corresponds to spatial frequency of 0.312 At
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8.2 Resolution estimates (i)

Resolution estimate (A)

Estimation criterion (FSC cut-off)

0.143 | 0.5 Half-bit
Reported by author 3.20 - -
Author-provided FSC curve | 4.00 | 5.17 4.12

Unmasked-calculated*

*Resolution estimate based on FSC curve calculated by comparison of deposited half-maps. The
value from author-provided FSC intersecting FSC 0.143 CUT-OFF 4.00 differs from the reported

value 3.2 by more than 10 %
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9 Map-model fit (i)

This section contains information regarding the fit between EMDB map EMD-7834 and PDB
model 6D90. Per-residue inclusion information can be found in section 3 on page 24.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.025
at 50% transparency in yellow overlaid with a ribbon representation of the model coloured in blue.
These images allow for the visual assessment of the quality of fit between the atomic model and
the map.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_model_fit
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_model_overlay
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9.2 Q-score mapped to coordinate model (i)

1.0

0.0
M <0.0

The images above show the model with each residue coloured according its QQ-score. This shows
their resolvability in the map with higher Q-score values reflecting better resolvability. Please
note: Q-score is calculating the resolvability of atoms, and thus high values are only expected at
resolutions at which atoms can be resolved. Low Q-score values may therefore be expected for
many entries.

9.3 Atom inclusion mapped to coordinate model (i)

1.0

0.0

The images above show the model with each residue coloured according to its atom inclusion. This
shows to what extent they are inside the map at the recommended contour level (0.025).
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9.4 Atom inclusion (i)

Atom inclusion

l-o _ Y
o
= 0.8
£
5
5 0.6 4 —— Backbone atoms
£ All non-hydrogen
E atoms
=] Recommended contour
o level 0.025
v 0.4
=
2
!
[}
o
E 0.2 1
0.0

T T T ) T
—0.05 0.00 0.05 0.10 0.15
Contour level

At the recommended contour level, 95% of all backbone atoms, 88% of all non-hydrogen atoms,
are inside the map.


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

The table lists the average atom inclusion at the recommended contour level (0.025) and Q-score
for the entire model and for each chain.

Chain Atom inclusion Q-score
All 0.8850 . (0.3350
2 0.9740 . 0.3550
3 0.8810 . 0.2840
4 m 0.5240 I 0.1010
5 0.9720 . (0.3540
7 0.9890 . 0.3620
8 0.9790 I (0.3650
A 0.8190 . 0.3560
B 0.8410 . 0.3650
BB 0.8110 . (0.3080
C 0.8330 . 0.3510
cC 0.8180 . 0.3290
D 0.8500 . 0.3110 10
DD 0.8350 . 0.3540
E 0.8510 . 0.3350
EE 0.7970 - 0.3320
F 0.8200 . 0.3260
FF 0.8330 . 0.3570
G 0.8020 . 0.3200
GG 0.7860 . (0.3000
H 0.8380 . 0.3550
HH 0.8230 . 0.3130 = %00
I 0.8380 . 0.3560
IT 0.8120 . 0.3140
J 0.8070 . 0.3190
JJ 0.8180 . (0.3150
K B 0.5930 . 0.1140
KK 0.8290 . 0.3310
L 0.8050 . 0.3170
LL 0.7990 . 0.2930
M 0.8430 . 0.3310
MM 0.8250 . (0.3550
N 0.8500 I (0.3550
NN . 0.2660 . 0.1780
@) 0.8340 . 0.3410

Continued on next page...
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Chain Atom inclusion Q-score

00 0.8190 . 0.3350
P 0.8570 . 0.3600
PP 0.8230 . 0.3220
Q 0.8140 . (0.3430
QQ 0.8020 . (0.2750
R 0.8490 . (0.3310
RR 0.8080 . 0.2890
S 0.8450 I 0.3550
SS 0.7650 . 0.2940
T 0.8090 . 0.3400
TT 0.8090 . (0.2920
U 0.8370 . (0.3430
uu 0.8150 . (0.2870
\Y 0.8210 I 0.3610
\AY 0.7750 . 0.3300
W 0.8090 . 0.3160
WW 0.8420 . 0.3360
X 0.8400 . (0.3650
XX 0.8130 . (0.3540
Y 0.8530 . 0.3350
YY 0.8360 . 0.3630
Z 0.8500 . 0.3420
77 0.8510 . 0.3390
a 0.8440 . (0.3560
aa 0.7700 . 0.2770
b 0.7580 . (0.2620
bb 0.8250  0.3310
¢ 0.8250 . 0.3320
cc 0.8190 . 0.3460
d 0.8540 . 0.3660
dd 0.7910 . (0.3360
e 0.8650 . (0.3750
ee 0.8550 . (0.3150
f 0.8610 . 0.3680
ft 0.7390 I 0.3160
g 0.8420 . 0.3610
gg B 0.5060 . 0.2330
h 0.8130 . (0.3180
hh 0.8390 . (0.3060
i 0.8320 . 0.3300

j 0.8850 I 0.3610
jj . 0.4230 . 0.2610

Continued on next page...
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Chain Atom inclusion Q-score
k 0.8170 . 0.3430
1 0.8340 . 0.3440
m 0.8550 . (0.3530
n 0.8390 . (0.3350
0 0.8170 . (0.3380
p 0.8180 . (0.3440
T 0.8750  0.3710
S . 0.3510 I 0.1620
t B 0.5390 I 0.1760
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