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This is a wwPDB EM Validation Summary Report for a publicly released PDB entry.

We welcome your comments at validation@mail. wwpdb. org
A user guide is available at
https://www.wwpdb.org/validation /2017 /EMValidationReportHelp
with specific help available everywhere you see the (i) symbol.

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

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

EMDB validation analysis : 0.0.1.dev132
MolProbity : 4-5-2 with Phenix2.0
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 5.50 A.

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

Metric Percentile Ranks Value
Clashscore IR I - 9
Ramachandran outliers D 3.1%
Sidechain outliers I} M 399
RNA backbone IS | W 41
Worse Better

0 Percentile relative to all structures

[I Percentile relative to all EM structures

Metric Model-Map Fit Percentile Ranks Value
Q-score | 0 I 0.155

Worse Better
I Percentile relative to all EM structures

I Percentile relative to EM structures of similar resolution

Metric ‘Whole archive EM structures Similar EM resolution
(#Entries) (#Entries) (#Entries, resolution range(A))
Clashscore 229148 23984 -
Ramachandran outliers 224038 23583 -
Sidechain outliers 223484 23102 -
RNA backbone 8273 3508 -
Q-score - 25397 520 ( 5.00 - 6.00 )

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
9%
1 Ad 1810 | ™o a5% 5 —
29%
I —
2 Ae 75 13% 52% 29% 5%
82%
3 Af 11 ? 27% 64%

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

Mol | Chain | Length Quality of chain
51%
e —
4 BY 138 67% 26% 7%
14%
| .-
5 BI 220 25% 5% 70%
26%
T ——
6 BK 183 43% 8% - 48%
7%
-
7 BM 171 57% 13% .. 28%
25%
==
8 Bf 155 29% 11% 5% » 54%
78%
P —
9 BX 142 80% 17%
77%
.. =
10 Bg 380 90% 8%
58%
.. ———
11 BD 208 67% 26% 5%
32%
.
12 BE 265 61% 12% . 25%
38%
.
13 BF 191 86% 12%
70%
e
14 BQ 149 57% 19% 6% - 15%
59%
e -
15 BU 128 77% 19%
1%
I ——
16 BO 151 62% 12% 5% 21%
78%
I, e
17 BS 152 66% 23% 9%
75%
=
18 BN 151 49% 28% .. 20%
31%
=
19 BL 160 38% 12% 47%
74%
T —————————— —
20 BT 146 76% 18% .-
29%
T ——
21 BP 154 47% 8% o 41%
79%
S e
22 BZ 108 64% 24% RPN [7A
50%
= e ——
23 Be 65 66% 20% 1%
56%
- S———— p—
24 BW 130 72% 24% .
50%
T
25 Bd 56 43% 32% 11% 14%
79%
.
26 Bb 86 83% 13%
58%
- —
27 Be 62 71% 26%
2%
T —
28 BA 260 67% 8% 24%

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

Mol | Chain | Length Quality of chain
50%
e E——
29 BR 141 65% 16% . 18%
38%
P —
30 BB 262 63% 17% . 19%
57%
e — —
31 BV 82 84% 7% - 1%
26%
I —
32 Ba 133 47% 15% 7% -« 30%
31%
T —————
33 BJ 195 78% 14%
74%
P —
34 BC 263 72% 8% - 19%
3%
P — —
35 BG 245 65% 26% . 6%
52%
T — e
36 BH 189 79% 12% 5% . .
38%
. —
37 CG 257 84% % . 8%
7%
I —
38 CT 164 77% 18%
33%
.
39 CZ 136 93% 7%
98%
1 —
40 Cz 216 85% 14% -
5%
e  ome
41 CA 261 72% 23%
34%
T —— C omeee
42 CJ 180 71% 19% A7
1%
T —— .
43 CH 190 91% 8% .-
74%
.. -
44 ()Y 140 89% 9%
35%
T ————
45 CN 200 84% 12%
50%
T — —
46 Ca 144 69% 25% 5%
39%
T — T
47 CcQ 188 67% 16% A ET7A
37%
I ——
48 CD 304 65% 21% 11%
74%
e — e
49 CR 209 64% 22% C10%
2%
. p—
50 CP 171 73% 23%
30%
.
51 CX 152 66% 11% - 20%
31%
.
52 CW 162 39% 7% . 54%
21%
I — ——
53 CY 150 71% 13% .13%

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

Mol | Chain | Length Quality of chain
8%
54 Cr 147 _39% 8% - 50%
75%
T — p—
55 Ce 112 88% 9%
76%
T — [ —
56 Cd 123 77% 15% 5% e+
58%
—
57 Ce 133 82% 15%
39%
. T ———————— —
58 Cj 94 67% 28% 5%
7%
T ——
59 Cl 51 80% 18%
78%
P ——————————— —
60 Co 105 73% 22% -
35%
T ——— —
61 CM 134 75% 19% 5%
37%
. ——
62 CS 178 68% 19% 7% 6%
53%
.
63 CuU 130 60% 14% 6% . 17%
31%
. I —
64 Ci 112 51% 13% 31%
73%
I
65 CK 166 62% 10% . 4 23%
53%
g
66 Cu 110 51% . 47%
53%
g
66 Cv 110 52% . 47%
52%
I
67 Cs 113 50% . 48%
52%
I
67 Ct 113 50% . 48%
30%
T —————————— n
68 Ch 124 80% 19% :
1%
T —————————
69 CF 244 83% 15%
76%
g ——
70 Cq 319 71% 0% o 18%
74%
I —
71 CB 389 76% 18% 5%
75%
I o mee
72 CC 405 72% 15% . 8%
2%
|
73 CO 206 81% 13%
50%
.
74 Cp 92 89% 11%
36%
| ——
75 CI 224 67% 2% - 18%

72%
76 Cn 25 48% 44% 8%
Continued on next page...
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Continued from previous page...

Mol | Chain | Length Quality of chain
30%
I -
77 Cm 53 24% .
30%
T —
78 CL 208 80% 14%
53%
e e
79 CE 219 74% 17% 6% -
75%
T —
80 Cf 111 84% 14%
75%
T ——————— p—
’1 Ck 69 75% 22% .
57%
T — —
82 Cb 60 80% 12% 5%
1%
T ———————— —
83 Cg 119 76% 14% . 8%
1%
84 Aa 3391 — 57% 30% B § L7
5%
85 Ac 160 | = 27 33% e —
86 Ab 120 = 38% 2% BT 7 a——




Page 7 wwPDB EM Validation Summary Report EMD-1780, 4V7E

2 Entry composition (i)

There are 86 unique types of molecules in this entry. The entry contains 212263 atoms, of which
0 are hydrogens and 0 are deuteriums.

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

e Molecule 1 is a RNA chain called 18S ribosomal RNA.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N @) P
L | Ad 1762 | ausg4 16788 6708 12327 1761 0 0

e Molecule 2 is a RNA chain called P-site tRNA.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
2 Ae 7 1595 712 280 529 74 0 0

e Molecule 3 is a RNA chain called 5-R(*AP*AP*AP*AP*GP*AP*CP*UP*UP*CP*A)-3".

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
3 At 1 232 106 45 71 10 0 0

e Molecule 4 is a protein called 40S ribosomal protein S24E.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 BY 138 1108 703 212 189 4 0 0

e Molecule 5 is a protein called 40S ribosomal protein SSE.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o B 66 533 330 105 95 3 0 0

e Molecule 6 is a protein called 40S ribosomal protein S10E.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
0 BK )6 818 535 137 143 3 0 0



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#entry_composition
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e Molecule 7 is a protein called 40S ribosomal protein S12E.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 BM 123 924 577 159 179 9 0 0
e Molecule 8 is a protein called 40S ribosomal protein S31e.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 Bt & 577 367 107 98 5 0 0
e Molecule 9 is a protein called 40S ribosomal protein S12.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
) BX 142 1103 698 214 187 4 0 0
e Molecule 10 is a protein called RACKI1.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
10 Bg 380 2929 1813 530 567 19 0 0
e Molecule 11 is a protein called 40S ribosomal protein S3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1t BD 208 1620 1029 294 297 9 0 0
e Molecule 12 is a protein called 40S ribosomal protein S4E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
12 ] BE 200 1607 1030 200 283 4 0 0
e Molecule 13 is a protein called 40S ribosomal protein S7.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 BF 191 1489 928 281 273 7 0 0

e Molecule 14 is a protein called 40S ribosomal protein S9.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
14 BQ 126 1017 648 195 170 4 0 0
e Molecule 15 is a protein called 40S ribosomal protein S10.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
15 BU 128 982 613 176 187 6 0 0
e Molecule 16 is a protein called 40S ribosomal protein S11.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 BO 119 899 550 178 167 4 0 0
e Molecule 17 is a protein called 40S ribosomal protein S13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 BS 152 1240 772 248 213 7 0 0
e Molecule 18 is a protein called 40S ribosomal protein S15.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 BN 121 977 627 180 167 3 0 0
e Molecule 19 is a protein called 40S ribosomal protein S17.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
19 BL 85 688 435 134 115 4 0 0
e Molecule 20 is a protein called 40S ribosomal protein S19E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
20 BT 146 1155 726 218 207 4 0 0

e Molecule 21 is a protein called 40S ribosomal protein S19.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 BP N 711 457 130 120 4 0 0
e Molecule 22 is a protein called 40S ribosomal protein S25E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
22| Bz 100 779 480 146 144 0 0
e Molecule 23 is a protein called 40S ribosomal protein S28E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
23 | Be o8 454 281 86 84 3 0 0
e Molecule 24 is a protein called 40S ribosomal protein S8.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
24 | BW 130 1042 667 189 181 5 0 0
e Molecule 25 is a protein called 40S ribosomal protein S14.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 Bd 18 379 233 77 63 6 0 0
e Molecule 26 is a protein called 40S ribosomal protein S27E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
26 Bb 86 663 414 119 122 8§ 0 0
e Molecule 27 is a protein called 40S ribosomal protein S30E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
27 Be 60 469 289 104 75 1 0 0

e Molecule 28 is a protein called 40S ribosomal protein S2.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
28 BA 197 1537 969 280 278 10 0 0
e Molecule 29 is a protein called 40S ribosomal protein S17E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
29 BR 16 945 589 178 171 7 0 0
e Molecule 30 is a protein called 40S ribosomal protein S1E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
30 BB 211 1707 1089 308 302 8 0 0
e Molecule 31 is a protein called 40S ribosomal protein S21E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
31| BV 76 601 371 112 115 3 0 0
e Molecule 32 is a protein called 40S ribosomal protein S26E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
32 Ba 93 753 461 163 122 7 0 0
e Molecule 33 is a protein called 40S ribosomal protein S4.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
33 BJ 187 1525 959 305 256 5 0 0
e Molecule 34 is a protein called 40S ribosomal protein S5.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
34 BC 214 1665 1074 297 287 7 0 0

e Molecule 35 is a protein called 40S ribosomal protein S6.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
35 BG 231 1867 1164 367 328 8 0 0
e Molecule 36 is a protein called 40S ribosomal protein S7TE.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
30 BH 184 1508 962 278 266 2 0 0
e Molecule 37 is a protein called 60S ribosomal protein L8E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
37 CG 237 1906 1226 351 322 7 0 0
e Molecule 38 is a protein called 60S ribosomal protein L21E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
38 CT 160 1288 814 251 219 4 0 0
e Molecule 39 is a protein called 60S ribosomal protein L27E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
39 CZ 136 1090 704 205 176 5 0 0
e Molecule 40 is a protein called 60S ribosomal protein L1.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
40 Cz 216 1718 1092 309 304 13 0 0
e Molecule 41 is a protein called 60S ribosomal protein L2.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
41 CA 255 1946 1210 399 328 9 0 0

e Molecule 42 is a protein called 60S ribosomal protein L5.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
12 CJ 170 1380 869 256 246 9 0 0
e Molecule 43 is a protein called 60S ribosomal protein L6.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 CH 190 1500 947 270 277 6 0 0
e Molecule 44 is a protein called 60S ribosomal protein L14.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
44 cv 140 1048 658 199 181 10 0 0
e Molecule 45 is a protein called 60S ribosomal protein L15E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4| CN 194 1630 1027 342 257 4 0 0
e Molecule 46 is a protein called 60S ribosomal protein L15.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
46 Ca 144 1114 710 223 175 6 0 0
e Molecule 47 is a protein called 60S ribosomal protein L18E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 cQ 163 1284 810 248 219 7 0 0
e Molecule 48 is a protein called 60S ribosomal protein L18.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
48 | CD 304 2444 1531 440 466 7 0 0

e Molecule 49 is a protein called 60S ribosomal protein L19E.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
49 CR 189 1569 972 330 257 10 0 0
e Molecule 50 is a protein called 60S ribosomal protein L22.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
50 CP 17l 1372 852 271 244 5 0 0
e Molecule 51 is a protein called 60S ribosomal protein L23.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
5L X 122 087 634 178 173 2 0 0
e Molecule 52 is a protein called 60S ribosomal protein L24E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
52 | CW [E 635 408 126 97 4 0 0
e Molecule 53 is a protein called 60S ribosomal protein [.24.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
53 CY 130 1048 647 220 178 3 0 0
e Molecule 54 is a protein called 60S ribosomal protein L28E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o4 Cr 73 576 364 107 103 2 0 0
e Molecule 55 is a protein called 60S ribosomal protein L30E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
55 | Ce 112 857 540 149 161 7 0 0

e Molecule 56 is a protein called 60S ribosomal protein L31E.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
50 Cd 120 960 598 186 173 3 0 0
e Molecule 57 is a protein called 60S ribosomal protein L32E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o7 Ce 133 1103 696 216 185 6 0 0
e Molecule 58 is a protein called 60S ribosomal protein L37E.
Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
o8 C] o4 755 459 166 123 7 0 0
e Molecule 59 is a protein called 60S ribosomal protein L39E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o9 cl ol 460 291 100 67 2 0 0
e Molecule 60 is a protein called 60S ribosomal protein L44E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
60 Co 105 851 535 166 144 6 0 0
e Molecule 61 is a protein called 60S ribosomal protein L14E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
61 CM 134 1081 690 201 185 5 0 0
e Molecule 62 is a protein called 60S ribosomal protein L20.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
62 C5 167 1419 916 263 233 7 0 0

e Molecule 63 is a protein called 60S ribosomal protein L22E.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
63 cu 108 864 551 155 156 2 0 0
e Molecule 64 is a protein called 60S ribosomal protein L36E.
Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
04 Ci m 613 383 128 100 2 0 0
e Molecule 65 is a protein called 60S ribosomal protein L11.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
65 | CK 128 060 602 177 177 4 0 0
e Molecule 66 is a protein called 60S ribosomal protein P1.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
66 | Cu o8 432 283 69 79 1 0 0
Total C N O S
66 | Cv o8 432 283 69 79 1 0 0
e Molecule 67 is a protein called Acidic ribosomal protein P2.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
67 Cs 59 441 278 69 90 4 0 0
Total C N O S
67 | Ct 59 441 278 69 90 4 0 0
e Molecule 68 is a protein called 60S ribosomal protein L.29.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
68 Ch 124 1012 636 202 173 1 0 0
e Molecule 69 is a protein called 60S ribosomal protein L30.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
69 CF 244 1984 1271 368 339 6 0 0
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e Molecule 70 is a protein called 60S acidic ribosomal protein PO.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
0 Caq 262 1993 1278 330 377 8 0 0
e Molecule 71 is a protein called 60S ribosomal protein L3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
& CB 389 3139 1997 584 540 18 0 0
e Molecule 72 is a protein called 60S ribosomal protein 14.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2 CC 372 2808 1823 556 510 9 0 0
e Molecule 73 is a protein called 60S ribosomal protein L13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
73 €O 206 1650 1045 320 274 11 0 0
e Molecule 74 is a protein called 60S ribosomal protein L43E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
™o Cp 02 715 447 137 124 7 0 0
e Molecule 75 is a protein called 60S ribosomal protein L16.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
75 CI 184 1490 941 290 247 12 0 0
e Molecule 76 is a protein called 60S ribosomal protein L41E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
76 Cn 25 238 145 62 28 3 0 0

e Molecule 77 is a protein called 60S ribosomal protein L40E.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 Cm 52 428 267 90 66 5 0 0
e Molecule 78 is a protein called 60S ribosomal protein L13E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 CL 208 1691 1061 338 286 6 0 0
e Molecule 79 is a protein called 60S ribosomal protein LGE.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
™| CE 219 1731 1106 314 307 4 0 0
e Molecule 80 is a protein called 60S ribosomal protein L33E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
80 Cf 1 891 561 170 156 4 0 0
e Molecule 81 is a protein called 60S ribosomal protein L38E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
81 Ck 69 564 360 104 97 3 0 0
e Molecule 82 is a protein called 60S ribosomal protein L29E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
82 Cb o8 477 288 103 85 1 0 0
e Molecule 83 is a protein called 60S ribosomal protein L34E.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
83 Ce 110 897 567 182 146 2 0 0

e Molecule 84 is a RNA chain called 60S ribosomal RNA.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
84 Aa 3391 72601 32373 13241 23598 3389 0 0
e Molecule 85 is a RNA chain called 5.8S ribosomal RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
8 Ac 160 3408 1522 614 1113 159 0 0
e Molecule 86 is a RNA chain called 5S ribosomal RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
36 Ab 120 2561 1144 461 837 119 0 0
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8%

33%
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A red diamond above a residue indicates a poor fit to the EM map for
45%

this residue (all-atom inclusion < 40%). Stretches of 2 or more consecutive residues without any

9%
12%

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
outlier are shown as a green connector. Residues present in the sample, but not in the model, are

second graphic. The second graphic shows the sequence view annotated by issues in geometry and
shown in grey.

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

3 Residue-property plots (i)

e Molecule 1: 18S ribosomal RNA

and red = 3 or more.

Page 20
Chain Ad:

i

(4741

zzin Z810 £9¢n

98¥N
S8YV

08TV

T9€D

09€9 {471

0%9D

617D
8S€D pne

LSEY

IIIIIIII
~ ©
~ S
<+ &
< <

L1970
9THY

M < W0 O~ 0 —
SI235%ma
oo H —
<b<uUvbDb =]

o Cemn

[4:h

4544
€190 9,90

(01571 PR )

csen

(S S
m o o
NN
o b o

67D
82TH
6ven

8vey
1v€D
9%€D A0 6979

ﬂwmb
656D ey Wzan yen
awvo

¢
04
4
¢
¢
¢
“
I 071D I “
04
¢
¢
¢
¢
¢

© ]
< S
< o

47

oy 2010

vven
001D

t
i

k-

sacfd

09TV

86D
169D
96D
S60

—- N
o o
< &
< O
o <
© ©
g <
o o<

6eV
8€D

€en

815D

veed I LS%D

) Ve 9a7Y

T6D 2144

s}
[}
3]
(&
o)
0
<
o

TEEN

0Ty 0£€D I 1180
2020 8929 8zen

©O I~
D0
M M m
(CI SIS}
D O
0 ©
&
oo

&

orev 9.L€D 9€%D

STEN 390
L vIE0
’ 76D ‘ YEVD

T1€D TLEV TEVD

| Lozy gen
2och ¢ s 98€D
€20 Hoch 98€D
e | vozn ¢ ¢ veEn | veen \.MS ¢ sosn
| ten €0zy ¢ czen £8en = ¢
02D | eozo zzen z8ey Pestn ¢
6TV 120 1889 ]
.80 ozeY 08€0 BBV
110 6TEY 6.en 6550 “
e sicn 005
Al |

<&
~
2
S

~
-
o
3
I
N
o
=

©

3

=

0 9670

£6%0

—
—
<

~
(&

OETY

6TYY

0
=}

[ =]
o
| M
(Si=]

LT%D

S0EY | g9g0 STHY

voev

.

STV

by ©
o o
32} o
<< =1
©
©
3]
o

<
o o
P <

L8%Y

R LDWIDE

O
PROTEIN DATA BANK

erbDeBe

W


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

EMD-1780, 4V7E

wwPDB EM Validation Summary Report

Page 21

809N
090
909N

voon
€09V

T09D
009D

1680

7650

8890
1850

§85N

0 €83V
z8sn
1899
089D

-~

8.5D
L1150

G.SD

€950

I -

€559
[4sipj

0SSN
675V

¢

199D

059D
6%90

L%9D
9%9D

6€9D

9€9Nn
S€9D

0ogoNn
6290

Tzon

619Y

919N

¢
¢
¢
¢
¢
¢
¢
¢

L 4
i)
—
~
o

8TLD

9TLY
STLO
¥TLO
€TLD
cTLn
TTLO

S
0 60.D
4

0 9020

70L0

20.LD

0 00LD

¢

e s s oo d o o 24

-

1

89.LY
191D

79.0

S0
€5.0

TS0
0520

8¥%.L0

v€LO

TELD
0€.LD

o¥8n

e e A A o

LEBD

2T€8D
T7€8D

628D

0z8y
6180

¢

9069
S06Y
706D

1060
006D
668V

L68Y

€889

1189

S.80

798V

>
3
3

696N
896Y

T960
096V
656D

Svev

£¥6D
%60

2TE6D
TE6V

veey
€zen
zzen

0ozey

160

9€0TN
SEOTY

CEOTY

620TN
8201V
L2010

266D
166D
066D
686D

S60TD
76010

2601V

0601D

880TD
0 18010
980TV
$80TA
%8010

280TD
T80TV

¥L01D
€L0TD
cLoTn
TLOTD
0LOTYV

990TN

-

T907D

65010

-

€501

TS01D
0S0TD
670170

L¥01D
9%01D

i

0 £701D

Zvo1d
1701V

8€0TD
LEOTD

(474231

ovTIn
6ETTD
8ETTY

9ETTY
SETTD
veETIN
€ETTO
CETTD

0ETTY

L2719
92TTD
S2TINn
7425
€CT1D
eI
124244

6TTTD

LTTTD
9TTTD
STTTD

[433%)
TT110

80TTN

901D

Y0110

2011

¢
¢

660TD

STCTY

0 €1210
zIeTY
17210
07210

80CTY

66TTD

L6TTV
96110

¥6T1D
E6TTV

161N
06TTN

981N
S8TTN

€8TT1D
Z8TTD

08170

SLTTD
YLT1D

TLTTD
0LTTD

99TTD

¥9T1D

19110
091D
6STTD
8STT1D

8.L2TD
L.219D
9,210
§.21D
v.21D

L8210
98210

TS210

izan )
Eizan)
vvein
15745

6€CTD

LETTD
9€TTN
SE€TIN
YeETTY

62CTD
82CTD

9zTIn
{448 4
i44n)
[444 4

0zTId
61CTD

L1219

6EETD

LEETD

YeeTd

CEETD
TEETD

6CETY

LTETD

veen
€zemn
2TeTD
12ETD

8TETN

9TETY
STETN
vien

(4134}
0 TI€T0

0TETD
60€TN
80€TD
LOETN

YoeTv
€0ETH

TOETD

862TD

96219
S6CT1D
v6210

C6CTD

0 06210
0 68210
88210

98210
S8CTH

28TTH

6.L2TY

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1780, 4V7E

=
5
2,
Q
~
>
3
g
=
=
)
o
=
=
>
=
=
£
m
A
ol
B
=

Page 22

¢
¢

0LETD

89€TD
L9€TN

99€TY

TYETD

LSYTID

8¥vINn

[4a4a)
9910
[0i%7490)
BEVTD

LEFTD
9EFIN

(45745

STY1D
4545

CIvIv
115459

T0%10

¢

123D
0ZST1D

[eram |
811D
L1STO
91STO
STSTD
V151D

68VTV

18710

SLYTV

6.LSTD
8LSTV

9.LSTO
S.STN
7510
€LSTD
TLSTN

0LSTD
69510
895TN

€951V
2T9STD
T9S1D

TSSTV

62STD
8ZSTN

€CSTY

07910

8€91TN
LE9TD

SE9TN

2E9TD
T€91D
0€9TD
62910
8C91D

9Z91D

€910

12910
02910

8T9TD
L1970

ST9TD

L09TD

88510
L8STH

L 4 4 e e 2 a2 0 0 0 2 2 4 4

S8STV
831V
€85TD

00419

96910
S69TD

691D

06910
6891V
88910
L8919
98910
S89TN

€891
891N
891D

6L9TY
8L91D
11910
991D
SL9TD
$L9TD
0 €L9TD

TLoTn
TL9TD
0L9TD
69910
8991V

19910
09910

99910
99910
991D

TS910

8%91D
L¥91D
9%91D

P91

8ELTN

9ELTD

veLin
E€ELTD

TELTV

0ELTD

vcLin
€TLID
2TLID

0TLTD
6TLTD

8TLID
LTLTD
9TLID
STLTD
YTL1D
€TLTD
CTILID

OTLTD
60.T0

90LTD
S0L1D
%0L1D
€0LTD
CO0LTD

>

29%

5%

i

€081

96.LTD

L & 4

06479
6810
88LTD
L8L1D
98LTYV

52%

28.L10

8LLTD

SLLTY
YLLID
ELLTV

P-site tRNA
29%

13%

0LLTD

€9LTY
29.L1D

e Molecule 2
Chain Ae

L & 4

ov 650

83N
LSV
98V

0. 390
0. €80

{4:p)

05D

8¥%0

444
€%D

170

h 4
IIIIIIIII(D IIIIIIII
0
O

T€0

62D
82D

92D

819D

o 0O

€10
(49

—
=
=}

019
6V
8n
LV
9D

ov sn

w0

Qv €0

o 5

+n

L 2 4

0LD
69D

19D
990

son
%90

82%

5-R(*AP*AP*AP*AP*GP*AP*CP*UP*UP*CP*A)-3’

e Molecule 3

64%

27%

9%

Chain Af

610

Ao 2 4 2 4

0. STy

> S

(434

in S24FE

40S ribosomal prote

e Molecule 4

O

R LDWIDE
PROTEIN DATA BANK

W



Page 23 wwPDB EM Validation Summary Report EMD-1780, 4V7E

51%

. e
Chain BY: 67% 26% 7%
PRTTTTXRS oo oee © 000 oo 00 o 00 G000 oo
oo o o oo coooe @ 00 0000000000000 000000
. oo g snm3sls 8 5 g5 3
g LR £ EE" EIE < 3 el

e Molecule 5: 40S ribosomal protein SSE
14%
. | S
Chain BI: 25% 5% 70%

© 0O 09000 0O 00 o

OO & & & V0 oo

Hi52 @
¢

K156

<
©
o
—
=

P187

G188
Q189
K201
K209

e Molecule 6: 40S ribosomal protein S10E
26%
. .
Chain BK: 43% 8% - 48%

PO © 0O & 9O GO GO GO O O O o0 o
~ N [=3 Sy

A a2 2 R 2 O o

e Molecule 7: 40S ribosomal protein S12E
47%
. =
Chain BM: 57% 13% .4 28%

®
3 ®
=1 a

A89

OO POPOPOOOSO OO
o
_ ‘[3

Q@ © COPO G GO & VPP V9P O G O VO V9999990000 o o o 2 2 2 2 2 2

~ P ol o
0 oo} «© o}
A n E3 <

H72
V77
C92
194
D95
S96

K23
G30
K44



Page 24 wwPDB EM Validation Summary Report EMD-1780, 4V7E

< & COPOPPPPOO V900900000
83 8
5235

e Molecule 8: 40S ribosomal protein S31e

V104
C106
S107
D113
G115

25%

. =
Chain Bf: 29% 11% 5%« 54%
0000000 O & GOS0 S & 000000 00 O

T10

™ N~ 00 0 2} <
N © O = = N N )
_¥H>- .x. "":xl <.thm

OO L2 2 3R 3R J

i -

e Molecule 9: 40S ribosomal protein S12

48%

. P —
Chain BX: 80% 17% o

OO 0O & o0 & oo @ O oo O & & & o0 @ & & o0
= = < x ~ a n = 54

COPO & 90O O 99009000 o oo OO 0O O G0 O G O OO 9% oo

Q20
N62

e Molecule 10: RACK1

77%
Chain Bg: 90% 8% -

OO PPPPPPP0P0P0P00 0090090990999 9090P09090990909090909909999999999999999% 2990
w

COOPPPO & 9000 G000 COOPPP 0O VPP PPPPPO 900 & 990 9090909090 290

oo}
w0 [ o
0 o) ~
%] 7] o

o
©
)

Vil

—
©
=]

K78

COO 00000 000000000000 0000000000 0000 00 & & 000000000
383 e
C - E

COOPPPP 90 VPP VPP PPPPPPP0 O O 9909090 O O 999990 9999999999990

G127

~
N
=]

5202
G203

COOPP 9O VP09 G999 P VPPV PPVVVVVPVP9P9Y 999990 299999 299990 o

N~ o
N ™
-IU- —H.

H282



Page 25 wwPDB EM Validation Summary Report EMD-1780, 4V7E

COO COPPO V0P PPO & O V9090090 9909090999090 & 29090999090

e Molecule 11: 40S ribosomal protein S3

Q340
H343
K366

58%
Chain BD: 67% 26% 5%

@ 0O oo @ 0000
N ™M
COOP VPP PPO 00 & 990000000 oo A & 2 4 e o o o 4 4 e o & 4

ANM ﬁ"\ 3
- -
Un—'l Mo o

OO0 OOOOS

®  © & & & o oo

A30
R64

-
™
=

Y156

OO & VPP PPPO V90000 GO O 00 o o @ SO oo

N ™ © © o o <

~ N ~ ~ o~ ) ) =1
et - - = — ]
> ] = o = Y A

L207
V208
E216
N217

0
—
o
=

e Molecule 12: 408 ribosomal protein S4E

32%
. T ——
Chain BE: 61% 2% - 25%

<> 0o o < <&
o > B >m|
SOOPO & & & o0 OO & & O & 9000 o
[ tad

OO SO o0 o b2 4 COPPPPPPO VPP POG GO 00 900 o0 o
a 3 S
II & = £

[} D o N~
0 =23 o ~ ~
— — N o )
= M A < o

e Molecule 13: 40S ribosomal protein S7

@ 0O & 0O 00O o

L102
P150

pis1 @
1153
R187

6
F218
A219
T220

K168

38%

. T —
Chain BF: 86% 12% .

COPPO 09 & & & O O O 90O S0 SO 0000 o L 2

o < <
©0 © e} g
a4 =

Q10
Vi1



Page 26 wwPDB EM Validation Summary Report EMD-1780, 4V7E

OO © & 0O O o oo

@ © GO0 VP00 P00900OCO o o < & <&
8 & &
[EEp=] =

< & oo

ri60 @

1137
5138
A158
F159

I113

e Molecule 14: 40S ribosomal protein S9
40%
. e
Chain BQ: 57% 19% 6% - 15%

o o B 2 2 o 2 4 OO & 0O 00O o0 oo A 4

-~ 0 O N~ N~ o0
[} m M o < ©
(< Hx > [ ~

& & PO & 00O G000 r

R65
F66

SO 0O SO oo <&

© I~
o o

¢

Y98

I114
Y118
P132
K133
K134
R138

i

r1a1 ¢
¢
(4
¢
¢
r140 ¢

e Molecule 15: 408 ribosomal protein S10

59%

-

Chain BU: 77% 19% -
G000 000000000 0000000000000 & 06 © & © 66 06060600000 -
o - 0 [} (e 0 O N 0D i
* 000000000 o0 o SO 000000 000 G000
~ [ <t = (2}
e Molecule 16: 40S ribosomal protein S11
41%
. e
Chain BO: 62% 12% 5% 21%

OO 0O o o SO & oo

T44

)
i
=

@ COPPOP0S 400 o0 o COPPPO 9O 00O G000 G O OO oo

L 4
o
<
3
£

0 ~ ll|||ll
©Q ©

e Molecule 17: 408 ribosomal protein S13



Page 27 wwPDB EM Validation Summary Report EMD-1780, 4V7E

48%

. e ——
Chain BS: 66% 23% 9%
PRIV 0o 000 00 o GO © & V00O 00O SO o 000 o

@ SO0 00O O oo < < @ © VP00 P0P000OOO0
& o

e Molecule 18: 40S ribosomal protein S15

45%

¢

L114
K116
R121
H125
R130
R132
G133
G140
R141
R152

. ey
Chain BN: 49% 28% - 20%
o oo 00O 00 oo i

@® OO & 00O oo SO & & © 0O 00 V900900000
= £ £ =] — < =] (2] 3 =] ) ~

> e OO SO0

e Molecule 19: 40S ribosomal protein S17
31%
Chain BL: 38% 12% - 47%

- N o™
o o

R114
1116
V118

o o
L2 B <)

Y128
T132
K134
P136
P137
A151

s A 22
Ny N~

COOPO & G000

o
IS}
-

@ OO & & O 99000000

> o
<+ w0

e Molecule 20: 40S ribosomal protein S19E

44%

Nio7 @

. I —
Chain BT: 76% 18% -
PR GO GO © OO 0000 & SO0 S 0O 6O VOO P

N <I‘ID

e & oo COPOPOOSO 0000 o COOPO00O0O0OO o
o o wn % 29

e Molecule 21: 408 ribosomal protein S19

w36
V37

1106
R131

a
<

R104
D135



Page 28 wwPDB EM Validation Summary Report EMD-1780, 4V7E

29%
. I
Chain BP: 47% 8% .4 41%

>

COPO & & VP00 PPPG & G900 9090900 o0 o SO & & oo

o <& <>

K117
P118
L125
A126
Y132

<>
gi

e Molecule 22: 408 ribosomal protein S25E
49%
Chain BZ: 64% 24% %

P140
H146
5147

COPOPPPPPPPPOSG V0P 0PPPO & 00 90000 9090 o o OO0 SO
o o ™ w0 ~ =l < w0 o D < 0 0

L 4 a2 2 2 4 a2 4
[

2 2 4

e Molecule 23: 408 ribosomal protein S28E
60%
Chain Be: 66% 20% P T

G21
K22

N73
L76
S97
I101
A108

COOPPPPPO GOPPPPPPG V0 V0 V900 9909090900 99090 290 o 99090 o

~ o o<l ¢ w < L ~
o o @ — - qa N @ & Lo
= [IN=4 < (2] [Z3-- 3} [2N=4 (=4 = ]

e Molecule 24: 40S ribosomal protein S8

56%

Chain BW: 2% 24% =
GO GO & G CLOOO GOPO GO GO GO O S SO OO VOO PRI
Mo — el 0 © o - o m n © < [
0000000000 S 0O o & PYTIRITTIRIITITIIITITZS
] B BE B3
e Molecule 25: 40S ribosomal protein S14
50%
. T
Chain Bd: 43% 32% 11% 14%
PRI o 0000 & o GO 00O GO0 GOOS

L30
131

2 o E
2 el s

WO RLDWIDE

— o0 © N~ o ~ 0 O
— e ] —- N N AN
%) o <O - n o

PROTEIN DATA BANK



Page 29 wwPDB EM Validation Summary Report EMD-1780, 4V7E

e Molecule 26: 40S ribosomal protein S27E

49%

. P —————————
Chain Bb: 83% 13% ..

PO OO0 00O SO SOSe> 0O o COOPO 0O & SO0 o 2 R 2 2 2 4 A s

N i< < o = N < ~
[ I3 D S NS ~
x (%) 24 [TIRTR o %]

™
k)

<
0w

2

e Molecule 27: 408 ribosomal protein S30E

58%

. e
Chain Be: 71% 26% e
0000 OSO & 6 & SO SO0 PR CO 0000000000 SO GO SS

G56
P57

o < N~ 0o el © o) ® N 0 — ©
= o - = o B B B = = =

e Molecule 28: 40S ribosomal protein S2
42%
Chain BA: 67% 8% 24%

COOPPPPPPOPOOO G900 00 90900 9090000 OO 0O S0 60 O G090 o

S 0> oo A e d @ OO 90O V00O 0O S0

©
o
-

@ COPPPO 00 O GO GO G O O 99909000

e Molecule 29: 408 ribosomal protein S17E
50%
Chain BR: 65% 16% 1w

¢
=

SO 0o o

Q136
K139
F151

1163
1193

COO GO GO G0 G009 G0 & 990 V9990990 GO0 G909 O O 29 2999999
~ ¥ N~ o 0 ol © © N~

@ 009000 SO o

_Hl _

o
=

@ © COPPO VSO G000 O0

o
© ) w oo
0 D O o o
o B} > BoH X

E101

e Molecule 30: 408 ribosomal protein S1E



Page 30 wwPDB EM Validation Summary Report EMD-1780, 4V7E

38%

. . ——
Chain BB: 63% 17% . 19%
o o © O © 00O 0O 0000000000000

F38
H63

0 O~ ~ ) o <+ 0 o
©® OO 0O G000 oo > & <> o & oo <>
llIII..R B

©® OO & & 0O O VPP PPOPOOGO OO S0 < 0O o e s IR 2 2 o 2

o -
- N
N N
= A

¢
¢

F100
M103
F105
L113
F138
R146
N148
V150

R165
R166
5203
F205
P206
R213
V215

V231

IIiiiIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIII

i
e Molecule 31: 408 ribosomal protein S21E

57%

. T —
Chain BV: 84% % - 1%

Q@ COPPPPPP & VPPV PPPPO V0 VPOV PP0 9990900 20 0 99990 9900 2999090 o

R59

© o o
© I~ = I ©
o o £ 1] <

<>

e Molecule 32: 40S ribosomal protein S26E
26%
Chain Ba: 47% 15% 7% - 30%

A2 2 2 2 R 2 2 e & & oo OO OO0 00O 6O o0 o
N ™ < ©
e & o o

o o <
[} «Q [
:I:I =l:I>_

e Molecule 33: 408 ribosomal protein S4

31%

L64
P65
K70

L

Ll

. e - ome
Chain BJ: 78% 14% R
¢ 00O O 6O S0 O S OO ©O 0GOSO GO O GOS0 S> & SO

K41
L101

S 2
] &

< < iii <>

o 33 s Mz
£ = = >
I-I-N

L 2 s

1142 @

|
1145
M149

|
V152

p171 @

P165
G167
V174
K175

V103
K122
$123

[ 1124
H125
H126
V129

|
R134
R137
Qa1 @



Page 31 wwPDB EM Validation Summary Report EMD-1780, 4V7E

e Molecule 34: 40S ribosomal protein S5

44%
Chain BC: 72% 8% - 19%

e GO 90 O o oo
=

COO 9O 90O 90O G0 & VPPV O 909090 G900 COOPPO 0O 0O & o o o

o O - A < v O v-l
Q@ © COPPPPPPPP O VPP PPPPPG 290 290 29900 G090 20 %0

®

Q150
S164
V179
V196
G202
S20:

(D <D
29 g

S © & OO GO0 VO VOO 90O SO S0
2
£

e Molecule 35: 40S ribosomal protein S6
43%
. . —
Chain BG: 65% 26% . 6%

COPO VOO PPO O V00 GO 9090 O O O O 00 o <> oo 4
E = A o X = B = o o O =3 = ~

PO OO PP PPPP PP PP PPPG V909999 POG 090 9090999909909

o3
© ¢ 1 © I~ (=3
~ 00%00 aQ O B
1 129 S X w0 w0

V110

3 8
22

< 00O ¢ O @ L 2 o @ L 2 L 4 ® © © & o oo
¥ 1 © 2o v o~ 0o O ~O®O JTN®ED O o oD ©

II}IIIIIIIIIIH: : ml.IIIIIIIIII+.II+- : h-..r\IIF SEE - u)Ilm - mmllmm..o 8 c,IIO :
Sl ] - B A HAdEd dodEOH Q ARES S
a > = =B8Bk=<ax O AbHo mEm=SmAa o xomH=x X

o o & 2 4

L232

e Molecule 36: 408 ribosomal protein STE
52%
Chain BH: 79% 12% 5% - .

PO O COPPPPP & V0 90 V0 G900 G 9% O O 9999909990990
Ll =

PO GO & 900 00 G999 9099P0 V9990909090009 9090 o ® 0O OO OO0

2] © w ©
i (=3 oS —
[+<] — = o
1] [ B3 [ ]

WO RLDWIDE

PROTEIN DATA BANK



Page 32 wwPDB EM Validation Summary Report EMD-1780, 4V7E

e V0O oo < & OO Ao o d

e Molecule 37: 60S ribosomal protein LSE

38%

. T —————————— —
Chain CG: 84% 7% . 8%

vi41
D156
P157
R160
L167
V182

@ QCGOPO GO O VPP PO GO O O OO O G

q E g/8lzg g
B ~m @ =X

L 4

©
] |

-~

P

SO & 0O O o o OS> & & & O oo

< oo PO © & GO 90 & VPPV PPPCO O O O V9999990999090

e Molecule 38: 60S ribosomal protein L21E

47%

OO © & & V0O O OO G000
3
2]

L132

E224
R226

. T ————— e
Chain CT: 77% 18% e
oo o > oo o GO GO 0O GO S 6O SOOOSS -

F15

©
—
<

R17
R70

R R

COOP & O & OO GO V00O O O O oo

I

® 00 O 000000000000 00 > o
38 8
=g

0 o o

o < A w

- = - -

g “zlm. . I“*-

H90
G123
D159

<

e Molecule 39: 60S ribosomal protein L27E

33%

. I
Chain CZ: 93% 7%

OO & & 0O G000 o o COOPO & 0O & O O GO G0 O O o o
< © o] =3 ]

® © & 0O O 0O O oo o

3]
¢}
=
=

e Molecule 40: 60S ribosomal protein L1

98%
. T —
Chain Cz: 85% 14% -

T103




Page 33 wwPDB EM Validation Summary Report EMD-1780, 4V7E

OOV PPPPP P00 PPPPPPPPPPPPPPPP 9909909909909 9099999999929999%9%2929%9%99
o o o © o 0 [} wn N~

COOPOPPP 9009009009000 0P90P9090909999090990909090990999999999599599999999%999%9%9%9%990

OO PPPPPP P00 P P90 P00 P090P09009090909909090909909909909999999999999999%999%99%99%99%9990
) 23 &
3 < =
OO0 PPPP0PPPPPPPPP P00 PPOGO 00 0000

N
5

e Molecule 41: 60S ribosomal protein L2

[=3 o
~ oo} o
© [} - —
X = £ =

I119

0

< 2} o
N N m M
— — o
(& £ oA

Q140

1182

K206
M209
K211

54%
. S —
Chain CA: 72% 23% A

Lo o 4 o 4 e s s oo o AR 2 2 < oo @ © COPP0P0P0O & SO0 oo
= ﬂ: ~ =

@ GO0 00O0OO o Q@ OO VPP PPO VOGP G 90 O 99O O o900

©
<
—
=

F29
F34

H71
K73
N115
D122
1137
H139

S V00 & 00000 S 000 00 o0 o oo soooe *0e 000 oo
8 2@ zleer =3 823528 8 2885 4 H EE B
E 583 F 8@z : EESERZg 8 §E&8 SEEd8sN8EY

CP00 900000000000 00000000000
g g 8 & g

e Molecule 42: 60S ribosomal protein L5

34%

R226

. T — om
Chain CJ: 71% 19% L%
PO o o - POV o oo o o o 000 o o o o o
® O © GO G VO S 0SSO S & oo & oo o 00 & oo o
3 = H o (=] = << = - - - == o
o oo

e Molecule 43: 60S ribosomal protein L6



Page 34 wwPDB EM Validation Summary Report EMD-1780, 4V7E

41%

. T —
Chain CH: 91% 8% v

COO & 9O & G G G0 O G G VOO O OV OO 0% o> oo @  © O oo
= ) — m 2] ~

POPO 00 © © ¢ V00 V00 L S VO VO VO VO V000 S O 9000000 OO
g 8
< 7

—
s
-
a

HO7

D126
L143
N168
K169
G184

<>

e Molecule 44: 60S ribosomal protein L.14

74%

. ..
Chain CV: 89% 9% .

COOPPPPPPPPP VPP VP09 00 VPPV PPP9P90 O 99090 O O 2090999999990
— N [ ] © N N

COOPPPPPPPPPPO & & P00 90 90 V999909 99090 990909090 290 990 o o9 o

K123

L o

e Molecule 45: 60S ribosomal protein L15E
35%
. . —
Chain CN: 84% 12% - -

< & O Q@ © 9O & O GO G O PG POPVPPOG V99999 CO > 2990

~ ) © 0 o - ~ o
o = < 0 Q © © ) o
=0 [=] ~m X (=B} > o 12

& o000 00 & 00 & 000 o €0 0000 & & 00 o > o
= > -4 = ==} ~
-
e Molecule 46: 60S ribosomal protein L15
50%
Chain Ca: 69% 25% 5% -
* ¢00000000 o o GO GO0 0O GO S S0 & & SOGGGOOS

H39
H40

o < & g 3 283
R & & & 2 2R

WO RLDWIDE

PROTEIN DATA BANK



Page 35 wwPDB EM Validation Summary Report EMD-1780, 4V7E

< & <& e 0O o0 o o e 000> o0 @ SO
= = o > SR =) A = H w®n £ ©
> oo
S8
i

e Molecule 47: 60S ribosomal protein L18E

39%

. | e —
Chain CQ: 67% 16% So13%
OGO 0O G000 0S 00000 © & 66 © & SO SO0 oo oocooooee

S42
K43

IIIII IIIIIIIIII P1II - <l‘II «)IIIIII c,II OIII+.|||..II+- C)II <'..+II..IIIIIIIIIIIIIIIIIw gree FIIIIIIIIIIIIIIIIIIIIII
o = ) - S N < 5 LWL Q9O

B oA A = = b = X a & [ 2 @ oad

L 4 Lo 2 2 2 4 .. <

o -
w © ©
- =
< w0

©® & 0O SO0 SO oo

©
© © M —
~ © [ ) -
= [=} o @™ <

e Molecule 48: 60S ribosomal protein 118

37%

. e
Chain CD: 65% 21% 1%
0000000000 oo e © © oo - o o
~ = = X =
oo O 00 © 000 S © O GG COO GG S S & SO SO
o 00 o oo oo * & oo ooooooe
+ o) & § 3
E4 (&) £+ =]
o o o ooo0e oo
8 I
g

< & oo
oo oo %

e Molecule 49: 60S ribosomal protein L19E

44%
. T E———
Chain CR: 64% 22% C10%

E119 0

M98

P142
V149
A155

R37

Y132

R139
F142
R152
N157

Mg @

R158
I173
G182
D191
Y198
G201
Y207
A212
E217
L227
D234

D250
M253
T257
K259
A262
L272
$290
A292
G293
A294
D297

OO 0O & & OO oo @ 0O 000 o o

e SO <&

B

L24

WO RLDWIDE

PROTEIN DATA BANK



Page 36 wwPDB EM Validation Summary Report EMD-1780, 4V7E

S o S0 o
3 mm
P

> oo b BB 4 B A B 4 e a e o
% 2 oo cooo ooeo
=i < = S alEE o

e Molecule 50: 60S ribosomal protein 122

42%
Chain CP: 73% 23% -

K162
A168
R170

&> oo <> SO 90O 00O o L & 4
II II 238 Sk EEG

II II Ao o 4 o o 28 4 @ OO0 PP0P00S0OOOOOS

e} 0 o 7o} o ©
N ® < 0 © ©
— - — = — —
< o > m x =

R69

o
~
=

A71

o o 4 4

) — <
~ © ©
= o =

o & oo

V110
T112
H117
Q119

K87

e Molecule 51: 60S ribosomal protein 123
40%
. -
Chain CX: 66% 11%  «- 20%

oo g o 4 o o 4 > @ 00000 oo

S90S SO

@ & oo

COO & & 0O G0 G O VO V000 CO O > oo
2}

b & 4

V120

e Molecule 52: 60S ribosomal protein L24E
31%

. P ———
Chain CW: 39% 7% - 54%

COOPPPPPO & O PP0PPPO V9P P0P9090 99909090 > 20 2090 oo @® VOO OOOOOOO

o) ~ = N m © @
< n © © © © ©
“2“ .>‘1= = -“-‘.=.“

F33
w53

e Molecule 53: 60S ribosomal protein 1.24
21%
. I  ——
Chain CY: 71% 13% . 13%




Page 37 wwPDB EM Validation Summary Report EMD-1780, 4V7E

* o & o b SN < 2 < & <& @ 90 & o o o o 4
O+ — o O jo

&> 0O Ao 2 & 2

e Molecule 54: 60S ribosomal protein L28E
18%
Chain Cr: Trsom 8% - 50%

S9

R45
149
R50

R120
K121
S123
K129

Ao 4

PO VPP PPPPOO & 00 O 9 o o L & 4
© © o oN ©

e Molecule 55: 60S ribosomal protein L30E
45%
Chain Cec: 88% 9% .

—
©
o

D67
L72
K101
5108
D109

COPPPPPPOPOOOSO oo PO & 9O & & O O O VOO OO O o0 o

@ © 0O & V0000000

e Molecule 56: 60S ribosomal protein L31E

46%

Chain Cd: 77% 15% 5% v+
000000000000 ® © 000 6 © S & & oo * o & 00 & o

COOPPPPPO 00 G0 99090000000
©
o

<+ w0 ) o
<] o 3 S o I o —
® @& = - - p
= =] = < M = =

e Molecule 57: 60S ribosomal protein L32E
58%
Chain Ce: 82% 15% .-

COOPPPPPPPPPPPO O G000 900900 G000 OO V900 S0SO & oo
© N i3 w

WO RLDWIDE

4

PROTEIN DATA BANK



Page 38 wwPDB EM Validation Summary Report EMD-1780, 4V7E

e © 0O SO oo PO 00 & 90000 V000 O G000

© + !')
© ‘—1\—1

e Molecule 58: 60S ribosomal protein L37E

39%

Y67
S102

Chain Cj: 67% 28% 5%
> o oo > oo s o o & oo oo >

Cc37

oel
]
o

Y39

© 0
mcr N 3]
X o w 17}

o s o 4 2 2 & & 2 4

] E 23 pmme
< ~ == < n =

T82
E83

© o
© [}
B3 <<

e Molecule 59: 60S ribosomal protein L39E

47%

. T —
Chain CI: 80% 18% .
oo oo © O GO GEOO G0

N38

~ =}
I3} N
> x

e Molecule 60: 60S ribosomal protein L44E
48%
Chain Co: 73% 22% -

e & V00000 COOP 00000 o o o o o 4 4 2 4
o £ £ n A0 < B4 X

PO V0P PP09000O0OOO

e Molecule 61: 60S ribosomal protein L14E

35%

. T — e —
Chain CM: 75% 19% 5% +

N1

G94
G95
K98
L104

OS> SO o o o & @ ® © 0O O O O OO o0 o

<*

@ & 0O 0O o0 o <> &
J

e Molecule 62: 60S ribosomal protein .20
37%
Chain CS: 68% 19% “T% 6%

D20

[se}
3]
-

L24

V8o

o
-
=]




Page 39 wwPDB EM Validation Summary Report EMD-1780, 4V7E

oo o o J <> OO0 OOO SO e SO <&
o o 0 © N~ ® o N ™ w Mo = ol
CO & & & G O O O VPG 90 O %900 <> SO 0000 .o 2

R11
P12
R138
K150
T162
K166

(D
—
Cl

~ -
O N~ ™ ™
Q 00 —
= Hm -> “"-

e Molecule 63: 60S ribosomal protein L22E
53%
. =
Chain CU: 60% 14% 6% . 17%

!0
=

COPPO & V0O V000000 L2 2 4 L A o A R o e A A e
o ) 0O~ - ~

OO & & 0000 oo e & o L A A A A R e s

~
fal

e Molecule 64: 60S ribosomal protein L36E

31%

K91

K95

L1102
V104
1105
A106
K109

Chain Ci: 51% 13% . 31%
00000000 & & & PN
~

@ 0o O O OO >
g

~ ll|||ll
© ©

e Molecule 65: 60S ribosomal protein L11
73%
Chain CK: 62% 10% . . 23%

K110

COPPPPPPPPP0P0PPP0P9090909090 9090909099099 9090 9909909909999 99%9%99%9%9%990

OO PPPPPP0P00 P00 P00 90 0900900900999 9909990990990 9909909999999959999%999%9%99%99990

<+ w0 © N~ o w0
= ® < )
B> om ~ = i

D12
R58

V110

b & 4

OO0 OO0OSO o
b2
<

L13a ¢

E132
1133

e Molecule 66: 60S ribosomal protein P1



Page 40 wwPDB EM Validation Summary Report EMD-1780, 4V7E

53%
. 1.
Chain Cu: 51% . 47%

OOV PPPPPPPPPP 9090090909099 909090909090990990990990999999999999%99%9%99 90

o
- S
>

e Molecule 66: 60S ribosomal protein P1

53%
. 3
Chain Cv: 52% . 47%

OOV PPP0PP090P0P0P090 P00 90P09099909090909990990999999099999999999%9%9%99%99

oo
e Molecule 67: Acidic ribosomal protein P2

52%
. g
Chain Cs: 50% . 48%

OO0 P00 P00 0090009009099 90909090909090909099099099999999999959999%99%999%99%9990

]
0 4
— =

e Molecule 67: Acidic ribosomal protein P2

52%
. .
Chain Ct: 50% . 48%

OOV P0P090P00 9009000900999 909099099999099099099099099999999599999%999%99%9990

= 0
= =]

e Molecule 68: 60S ribosomal protein .29
40%

. T ————————
Chain Ch: 80% 10% :

o o o o d @ OO & & VO & VO SO o0 oo > & S oo

-whmmml ' mg-gl -"

X< O 53 ~ I

I i
W

O R L

L 2 4 Lo s 2R 2

-
a
<

L 4
<
3
pat
=

rits
ki1 @

V113
Q117

o
|
©
3
m
k4
I
>
1
>
w
=
z
=



Page 41 wwPDB EM Validation Summary Report EMD-1780, 4V7E

e Molecule 69: 60S ribosomal protein L30

41%

. T ———
Chain CF: 83% 15% .

PO 9O & & G O GO G O VO VO VOGO OV 999999990

l"-'I'II'I'I'I'I'I' I'

b s o 2 > &
8
2|
e & & & o0

~
~
1=

L 4

N159
Q161

e Molecule 70: 60S acidic ribosomal protein PO

76%
Chain Cq: 71% 9% s 18%

COOOPPPPPPO G0 90 & VP99V PPPPPPPPPG O 90 9999999999999 o0

~ ~ © o |
N wn N~ ha N o0 wn
< s X < = = = 7]

e e s e COPPPPPPPPPO 9909090909909 909090900000%0000

2
—
=

OO PPPPPPP 0000000000000 909909090990909099099999999999999999%9%9%9%9%99 90

© ©
o A
— —
©n —

OO PPPPPPP00P00P9090 9099090900000 990 9099099099099 99999999999959999%999%9%99%99%999

COPPP000000O0O0OOOO

e Molecule 71: 60S ribosomal protein L3

44%
Chain CB: 76% 18% 5% »

OO & G000 OO 0O 00O oo S90S SO @ 0O oo
DO

SO & o o i & 4 <> @ oo

R10
H11
P63

-
=

K126
K127
A129
F130
K132
A134
Y137

Ll M



Page 42 wwPDB EM Validation Summary Report EMD-1780, 4V7E

SO & 9000 o o o COOPPPPPO & & G0 V0P P0P000OCO S0
3 3 $

. < SO COOPPP & G0 & VOO PO G000 & > G090 > o

SO0 o e & o . & 4 o & o SO oo

e Molecule 72: 60S ribosomal protein 1.4

45%

ri6o @
qre @

E205
P207
D215

V232
T239

P242
K244

A270
H276
H277
5291

G292

H296
E297

O
[}
M

w258
R262
T266
T279

G334
P335
K348
T350
1353
E357
K359
1363
G372
F374
Q375

Chain CC: 72% 15% . = 8%
Lo o o 2 2 4 e e s 2 o 2 a2 2 2 2 2R 4 o o 2 4 SOOPO 0O 0o o
22 2RES =
L 2 S o2 R 2 S 2 22222 2 2 7 SO OO & G000 OoGO oo
IR SmEm 3
=8 & = 2 = = =
L2 2 3K 2 A o o e e a2 S & & @ & & & < 0 oo @ OO <&
= B> i a £ X = = m ~ — = 29

Q@ OO V090G O 9O 90O O o o

@ OO POPSO & o0 o 2 4 OO 0000 G000

a3a9 ¢

a0
R351
I352

PO 0O 00 G000 09000O O o o

e Molecule 73: 60S ribosomal protein L.13

42%

. T — —
Chain CO: 81% 13% -
O 00000 S 0O G GO GO GO G GO COOCOOOO S & SOGS S &
~ o (&) ~ o i oA -

©® © & 0O SO GO OO o o o o & 4 b 4 SO O 6O oo o
oo B ] 28BS ® R S 3



Page 43 wwPDB EM Validation Summary Report EMD-1780, 4V7E

@ © 0O & & o0 o @ SO oo

F Rl B

e Molecule 74: 60S ribosomal protein L43E

50%

N153
E160
K181
K185
A190
G195

. '
Chain Cp: 89% 11%
00000000000 G006 000 S 6 S 6 S SO 06 o oo oo oo

< ©0 w O
© = — =
53 > = o

SO O G000

[}
Q
~

e Molecule 75: 60S ribosomal protein L16
36%
Chain CI: 67% 2% . 1%

> @ OO 0O SO0 S O & & oo S & oo

R e R

QD @ PP PPPPPPPPO & VOO0 9909990 990 G 99 9O 9O S0

o
© oo M o —
2 [} D Q -

4 [ 4 (=4

oo o > o
e Molecule 76: 60S ribosomal protein L41E

72%

©
—
-
~

Fo4

) I — —
11 1: 48% 44% 8%

Chain C

coce oo ceoe G000l

0 w
0 o o $w - 3
="=<=‘3- . I .m-x

e Molecule 77: 60S ribosomal protein L40E
30%
Chain Cm: 94% LT

e & & & o0 o @  © 00O oo
S ©

e Molecule 78: 60S ribosomal protein L13E
40%

. I —
Chain CL: 80% 14% ..




Page 44 wwPDB EM Validation Summary Report EMD-1780, 4V7E

9O SO0 & %0 o < oo o e o 2 2 o S 4 o 0O

= = £ - = [ ©
@ 0O COOP COPPPPP O VPP PPPO G000 O 99909900 9900 209009090
~ n £ oA < £ K =] £

@  © & O V090000000
@ 3
= =S

e Molecule 79: 60S ribosomal protein L6E
53%

Chain CE: 74% 17% 6%

* oo COOPPPPPPPPPPPPG V000G 000 900090 o
M om < A X < A~ [~
> COOPPPO & & 900 O O O O oo PO OO 90O 99090000 oo
(2] N 8
COOPPPPPPPPPPPPPPPPPG & & V090900 C 290 O 20 oo oo

N
,\+
=

e Molecule 80: 60S ribosomal protein L33E
45%

. T ———
Chain Cf: 84% 14% -1

H18

T107

L71

1117
V139
K145
R149

4

—

K171
1184
M217

T} © ©
- — —
- =] (=]

@ 00O © SOP & 0O 00O o oo S0 & & oo

GECEY FRNE B R R e e

© © OO 0O O O OO O O O S0

[ el
N~ I3
== £4

e Molecule 81: 60S ribosomal protein L38E
45%
. | -
Chain Ck: 75% 22% .

®* O SOPO & 0O oo

DO © o - <
=< o 3] ® o 2]
A< ~ x =] o

e Molecule 82: 60S ribosomal protein L29E
57%
. - —
Chain Cb: 80% 12% 5% -

b o 4




EMD-1780, 4V7E

wwPDB EM Validation Summary Report

Page 45

b .

S
o

© N~
M o
[=]-%

[sel
3]
&

60S ribosomal protein L34E

TeI

o
=
=

e Molecule 83

COO COPPP 00 & O V9000 990909000000

41%

8%

14%

76%

Chain Cg

S e <

TSI

o o 4

<>

II|<1
3
S

CEX

@ 0O 00 O & V9000000

i
OO 6 & 6O O O O o oo

TH

* e & o

60S ribosomal RNA

11%

e Molecule 84

11%

30%

57%

Chain Aa

vev
€60
{40
169D
06D

I

8y

9.LY

LD
eLY
LY

19D

S9V

oV

© o
0 0
O <

o o
) e}
I<Ior

id

%0

6EV

Y
01D

8D

N M ©
(SIS <<

€810
2810

081D

.10

TLTD

89TV

S910
%910

98TV
SSTD

€910

0STD

3

9710

IV

SETD
vETN

9C1H

12TV

Ll

61TV

9110

ETTY

(492
111D

601D

901D

001D

© o
@ 0
I<<

96D

78cn

182D

6.2D

S§.2D

992V

SETH

€€TO
CTETO

812D
112V
912H

454

Ll

[414)

802D

86TV

061D
6810

T0%0
¢ oom

66€N

LBEV

0 96€D

S6EY

£6EV

S.LED

cLEV
TLEV

89€eN

SG€D

zsen

3

8¥€0
LYEV

cvev

6EED

LEED

GEED

ceey

Leey

61€0
81€D

L0€D

90V
S0€D

0 962D

i

¢

¢

¢
¢
¢

¢
¢
¢

¢
¢

18%H

6.%D

9.%0
S.v0

cLyn

69%0
L9%D
29%N
S9%0

¥ovd
£9¥D
29%0
6S¥D

wSvy

[4si0]
TS%0

8EYD

SEVD
YEVD

{4574

47
(4470
12444

LT%D

1570

€1%D
[a572]
1170
0T¥d

LOVY

0.9

8950
L9SD

79SV

L

855D

955D

€950

TGSV

¥¥S0

LESN

6250

£23D

V15D

L0SD
90Sn

T0S0
005D

L6%D
9670

767D

6870

L8%0

€870
28%0

8€9D
LE9D

Seon
YE9V

i

T€90

29D
929D

%290
€299

0 1290
|
8199

€199

079D

€TLD

TTLY

601D

9040
SOLY

€0.LD

3

608V

708V
€089

T08D

99.0
S9.0

€9.D

T9.L0

LS.

¥SLD

LY.LV

i

TELD

8CTLD

TTLD

R LDWIDE

w_ 0

PROTEIN DATA BANK



EMD-1780, 4V7E

wwPDB EM Validation Summary Report

Page 46

L16V

3

016D

0060
668V

HHH-
i

918D

798D

T98Y

i

2380
0 68V

9¥8Y
S¥8D

8€8D

L
+

0€8Y

ST8D

1280

4180

S2OTD

020TNn

8T0TD

¥101D

21070

LOOTY
9007V
S00TD

%0010

L86Y
9869

86V
£860

+

|

0¥%6D

L3

€e6N

YETTD

011D
6TTTD

€80TD
8L0TN

9.01D
SL01D

€L0TD
0L0TD
69010
T90TV
9501

€50TD

T¥0TD
0%0TV

9€0TD

0 €E0TH

b o 2 4

T€210
0ETTH
62TV

92TTH

(44451}

02ZTH

90CTY

86TTD

96710
S6T1D
¥6110

€6TTY
2eTTY

-

L9TTD

%9110

29Ty

LSTTY

8¥TID
LY110

L

6ETTY

96210

v6TTV

T6CTY

68CTD

S82TN

€8C1D

- N
© ©
NN
—
O <

9,210

j2kaa
€L210

< SO0

T.2T0
04219
69210
89219

0 [:14%)

0 28210

i

67CTV

8YCIV

0 9vTTd

QI
0 £Y210
0 TheIn

o

0¥C1d

€ETTD

70¥1D
€0%TD
140 A%)

68ETD

¥8ETD

cLETN

S9€TO

T9ETH
0 09€TN

6¥ETD

SveTn
YYETY

CZYETD

VEETY

CEETO

0EETY
6CETD

F

CTETY

66CTD
86CTV

0 S0STD

00STD

L 2 4

68710

88%1D

18%10

6.%1D

0LYTY

[4°54%9)

LSVTV

SSVTV

€SVTID
[45i44

V1D
SYvIn

EvPID

[as)
0 6E7TN
SEVTY
LEVTD

L

TEYTD

(147490

(447459
124234

LIVTD

(45745

i

0T#TV
60%TD

0681V
681D
88STD
L8STD

G8STV

|

8.STNn
LLSTY

9.LSTD
SGLSTD

CTLSTD

0LSTD
69510

899TV
L9STD
99810
G9STD

8GSTY
9GST1D
¥SSTD
TSST0

0SSTV
6VSTV

9%31D

YyS1D

8ESTV

3
3

0ESTD
62STD
8CZSTD
LTSTY
9CTSTY

€2STD

+

TTISTO

60STD

S89TN

L

0891V

8.9TN
LL9TD

SL9TD

YL9TV

S29TD
%2919
€291D

6191

0T9TV
609TD

v0910

09Ty
T091H

66STV

96STH

%6510
€6STO

€8LTD

LLLTD
9LLTD
SLLTD
YLLTD

TLLTD

L9.19D
99,10
99410

T9LTD
T9L1D
09419

L 2 4

85.10

9SL1D

YPLID

0vL10

YELTD

6CTLTD

SGTLTD

a2 2 2

LTLT1D

STL1D

TTLTD

60410

7691V
€691V

6891

89810

2981D

658TD

Y981V
€58TD

TS8TN

9Y8TV

81D

8€8TV
LESTY
9€8TN
GESTY
7EBTD

TEBTD

0€8TN

12810

+

L1810

S18TD
71810

71870
01819
608TY
80819

90810

081D

008D
66.L1D

16.10

€6LTV

T6LT0
06LTYV
68LTD

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

+

E€Y6TD
[474 4

8E61N
LEBTD

SE6TD

96TV

€C6TD

12610

1

TT6TY

T06TD

+

T68TY

88TV

9,810
S.8TV

1202
0202
67029

. o A . e e e a A A s

T66TN

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1780, 4V7E

wwPDB EM Validation Summary Report

Page 47

A 4

cLozn

M o
[T Qo) [
S o S o
[SERS] [
< < o B

%020
€v0CY

902D

S€02D

OO PPPPP P00 P0P0P PP P00 90P0909090P090 9099090909999 990999999909999%9%9%9%20%9%9920 90

9LTCY
SL1CV

€L129
0 TLIZD

<>

1912
0912D

¥512D
€gTen

L 4

812N

44544

veren

k1454

9112
STT1ZH

012D

ToTeY

6,220
8.TTH
LLzen
9.,zey

0Lzey
6922n
89229
19229

0 1522y
052TY

8%¢Cd
Lyeey
9%2¢Td

6ETTY

LETTY
9€Ten

€eeey
2eeed

0 %0TTn
£02TY

0 00220
66120

L6720
96120

¢

NJMNQ
6812D
88120

9872n
§872n
v81en
€812V

18120
0812

L

T8€TH

0S€TD

0622V

18220

S$8220

€82TH

69%2D

II<‘><‘><‘><‘>

L9YeY

COPO VPP PPPP0P00OOOOGO

8EVTY

echey

91¥en
s1ven
14574

+

S0%2D

£0%ey

Tovey

+

T6ETD

88€TD

992D

6052V
0 80520

96%2N

962D

0 €6%20

A 4

06720

88¥%CY

s8ven

£8¥CY

SO 00> oo

18%2D
08%2H

LL%TD
9.%2D
S.%20
i2hz4

ha s oo o B R £ 4 2 4 4 2 4

L7192

T192H

80929

L6S2D

L

S$8S20
¥8sen
€892V

6,52

+

1,52
jZk14 4
€L92n
¢Lsen

89929

99920
0 99920

<>

69920

L5520

€99¢n

L o 2 2 2 2 2

0892D
67920

8¥gen

L%92D
9%92d
S92

9€5CH

€T.L2D

60.2D

L

€0.2D
20.L2d

6692V

96920

v692V
£692D
692D
6920

T892V
08929

§.92D

€192

99929

£9920

699V

+
3

2592

0592V
6%92D
8%92D

9v92Y

vv9zn

692V

zegen

62920

L29TD

G292

€292

61920

12820

i

6182V
8182D

9182D

|

21820
,082H
082y

€082V
2082H

L

86.2D
LeLen

1L8.L2v
98.LTH

8.2V
08.ZD

8L.,T0

0 BLLTY

0LL2n

S9.L2V

S5.20

€G.20

0S§.L2V

.29

€LY

TELTD
0gLTY

61,20

LT.LTD

ST.20

62620

Scezn

0zZ62D
6162D
81620

voecy

10620

668CY
8682V

96820

16820

6882V
888N

s

882N

§.82n
v.L8CV
€.L82H

69820

8820

79820

19820

L%8cTV
97820

¥¥8en
€¥82D

8€8TD

TesTn

SE0ED
STOEY
ETOEY

CTOEY
T10€EN

LOOEY
900€D

£00€D

T00€D

8662V
L6620
9662V
96620

9962
99620

6562D

Ls62n

€962
25620
Ts620
05620
6%62D

v¥620
£v6TY
144141

0%62D
6€62D
8€6CY
Lgezn
9€6TY
SE6TY

€E6TD
cEBTY

8ETED

SETEV

TETEV

621€ED

ozren

YITEV

crIen
T11€D

¢

00T€D
L60€D
€60€D

680€D

180V
T80€D
080eN
6.L0€D

SL0€D

090€D
650€D
850€N

8%0€0
zvoen
6€0EN
8E0EN

Teeev
ozeey
612€en

ETCEY
[454>0)

0T12€d
602eN

>

¢STED
TS1€D
0STED

SPTED

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1780, 4V7E

wwPDB EM Validation Summary Report

Page 48

F

962€D

€62en

9.2€D

v.L2ed

9G62€0

8%CED

ovzen
Sveed
4445

Tveed

6ETED

LETED

i

SETEY

T€CED

0€TED

>

LS€ED

TSEEY

8¥€ED
Lveen

9%€€d

TYeED

B6EEED
8e€eeEN

8CEEV

0 T6EEN

£

5.8S ribosomal RNA

e Molecule 85

33%

55%

5%
L

Chain Ac

@ |
<

19D

08D

8YY

€20
zzn

91D

€Ty

o
D
(LIRS

€110

1335

901D

1010
00T

S6D

5S ribosomal RNA

e Molecule 86

18%

42%

38%

~ ©
(SR
H<:I

Chain Ab

09D

999
SSv
eV
€4n
zsn

67V

1572
ovv
6€0

LED
9€0
S€0
ved
gen

0€D

L1D

ST0
710

w O N~
*UOU-

801D
1010

7010

T0TY

O

R LDWIDE
PROTEIN DATA BANK

W



Page 49

wwPDB EM Validation Summary Report

EMD-1780, 4V7E

4 Experimental information (i)

Property Value Source

EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, C1 Depositor
Number of particles used 2108230 Depositor
Resolution determination method | FSC 0.5 CUT-OFF Depositor
CTF correction method Wiener Filter on 3D volumes (SPIDER) Depositor
Microscope FEI TECNAI F30 Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /A2) 25 Depositor
Minimum defocus (nm) 1000 Depositor
Maximum defocus (nm) 4500 Depositor
Magnification 38900 Depositor
Image detector KODAK SO-163 FILM Depositor
Maximum map value 0.454 Depositor
Minimum map value -0.200 Depositor
Average map value 0.003 Depositor
Map value standard deviation 0.027 Depositor
Recommended contour level 0.11 Depositor
Map size (A) 455.4, 455.4, 455.4 wwPDB

Map dimensions 368, 368, 368 wwPDB

Map angles (°) 90, 90, 90 wwPDB

Pixel spacing (A) 1.2375, 1.2375, 1.2375 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 Ad 1.98 | 1479/42036 (3.5%) 1.78 | 1718/65520 (2.6%)
2 Ae | 2.08 74/1781 (4.2%) 1.86 83,2775 (3.0%)
3 Af 1.99 10/260 (3.8%) 1.78 11/403 (2.7%)
1 BY | 1.24 0/1123 1.64 18/1487 (1.2%)
5 BI 1.30 0/539 1.52 2/712 (0.3%)
6 BK 1.16 0/840 1.63 14/1135 (1.2%)
7 BM 1.14 0/936 1.68 9/1260 (0.7%)
8 Bf 1.23 0/590 1.63 6,/788 (0.8%)
9 BX | 1.25 0/1122 1.54 5,/1492 (0.3%)
10 Bg 1.26 0/2988 1.50 14/4049 (0.3%)
11 | BD | 1.26 0/1652 1.69 29/2222 (1.3%)
12 BE 1.25 0/1637 1.46 12/2202 (0.5%)
13 BF 1.27 0/1509 1.60 6/2034 (0.3%)
14 | BQ | 135 0,/1034 1.61 16/1379 (1.2%)
15 BU 1.26 0/995 1.63 12/1338 (0.9%)
16 BO 1.32 0/909 1.67 7/1217 (0.6%)
17 BS 1.31 0/1258 1.73 23/1674 (1.4%)
18 BN 1.22 0/994 1.73 15/1332 (1.1%)
19 BL 1.34 0/704 1.52 6/944 (0.6%)
20 BT 1.25 0/1179 1.71 21/1586 (1.3%)
21 BP 1.22 0/727 1.63 5/975 (0.5%)
22 BZ 1.20 0/791 1.72 11/1057 (1.0%)
23 Bce 1.34 0/455 1.58 2/609 (0.3%)
24 BW 1.28 0/1060 1.60 13/1419 (0.9%)
25 Bd 1.34 0/386 1.81 11/510 (2.2%)
26 Bb 1.22 0/674 1.54 4/905 (0.4%)
27 Be 1.31 0/476 1.53 2/627 (0.3%)
28 BA 1.24 0/1567 1.59 7/2121 (0.3%)
29 BR 1.30 0/955 1.64 8/1273 (0.6%)
30 BB 1.24 0/1736 1.65 23/2329 (1.0%)
31 | BV | 129 0/610 1.54 6,/820 (0.7%)
32 Ba 1.38 0/766 1.69 8/1023 (0.8%)
33 BJ 1.33 0/1553 1.61 11/2079 (0.5%)
34 | BC | 1.20 0/1701 1.51 5,2298 (0.2%)
$roe

EMD-1780, 4V7E



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#model_quality
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#standard_geometry

Page 51

wwPDB EM Validation Summary Report

EMD-1780, 4V7E

. Bond lengths Bond angles

Mol | Chain | .\ 1q7 #|Z| >5 RMSZ #|Z| >5
35 | BG | 131 0,/1888 1.48 10/2507 (0.4%)
36 | BH | 3.48 2/1535 (0.1%) 156 | 20/2065 (1.0%)
37 | CG | 1.22 0,/1939 1.61 5,/2598 (0.2%)
38 | CT | 1.25 0/1316 1.59 0/1772 (0.5%)
30 | CZ | 1.26 0/1110 1.50 2/1480 (0.1%)
0 | Cz | 118 0/1741 1.57 12/2323 (0.5%)
i1 | CA | 134 0/1992 1.64 | 24/2681 (0.9%)
2 | CJ | 130 0,/1401 1.65 14/1869 (0.7%)
43 | CH | 127 0/1519 1.43 8,/2042 (0.4%)
4 | OV | 127 0,/1064 1.50 8/1425 (0.6%)
5 | CON | 1.36 0,/1669 1.49 5/2235 (0.2%)
16 | Ca | 127 0/1143 172 17/1527 (1.1%)
7| CcqQ | 132 0,/1303 1.59 16/1748 (0.9%)
8 | CD | 1.26 0,2489 174 | 61/3342 (1.8%)
19 | CR | 135 0,/1590 1.67 15/2100 (0.7%)
50 | CP | 1.32 0/1397 1.58 12/1871 (0.6%)
51 | CX | 1.16 0,/1002 1.48 4/1340 (0.3%)
52 | CW | 1.31 0,/649 1.51 7/861 (0.8%)
53 | CY | 1.38 0,/1061 1.54 6,1418 (0.4%)
54 | Cr | L2l 0/585 1.56 6,786 (0.8%)
55 | Cc | L.13 0,/869 1.59 6,/1169 (0.5%)
56 | Cd | 1.28 0/970 1.60 0/1295 (0.7%)
57 | Ce | 1.28 0/1122 1.67 8/1497 (0.5%)
58 | Cj 141 0,769 1.64 8/1019 (0.8%)
50 | Cl 1.38 0/472 1.63 3/627 (0.5%)
60 | Co | 1.25 0/867 1.63 7/1144 (0.6%)
61 | CM | 1.26 0,/1094 1.65 20/1461 (1.4%)
62 | CS | Lar 0/1457 1.63 17/1957 (0.9%)
63 | CU | 1.25 0/876 1.61 10/1170 (0.9%)
64 | Ci 1.33 0/618 1.79 11/809 (1.4%)
65 | CK | 1.20 0,/968 171 13/1299 (1.0%)
66 | Cu | Lo7 0/438 1.62 1/596 (0.2%)
66 | Cv | L.10 0,/438 1.64 1/596 (0.2%)
67 | Cs | L.08 0/444 1.50 27596 (0.3%)
67 | Ct | L.08 0/444 1.55 0,/596

68 | Ch | L2r 0,/1023 1.62 0/1359 (0.7%)
60 | CF | 124 1/2020 (0.0%) 1.58 18/2708 (0.7%)
70 | Cq | L4 0,2023 1.54 10/2739 (0.4%)
71 | CB | 127 1/3207 (0.0%) 1.62 | 39/4289 (0.9%)
72 | CC | 127 0,/2951 1.64 | 34/3972 (0.9%)
73 | CO | 1.30 0/1678 1.66 | 22/2246 (1.0%)
74 | Cp | 125 0/724 1.48 3/958 (0.3%)
75 | CI | L27 0,/1523 1.50 12/2036 (0.6%)




Page 52 wwPDB EM Validation Summary Report EMD-1780, 4V7E

. Bond lengths Bond angles
Mol | Chain | ¢\ o7 4| Z| >5 RMSZ #|Z| >5
76 | Cn | Lb7 0,239 1.34 17302 (0.3%)
77 | Cm | 1.30 0/434 1.45 0/574
78 | CL | 1.30 0/1721 1.68 16/2299 (0.7%)
79 | CE | 121 0,/1766 1.69 | 27/2374 (1.1%)
80 | Cf | 1.28 0/908 1.36 4/1215 (0.3%)
8T | Ck | 1.26 0/572 1.63 8/763 (1.0%)
82 | Cb | L2r 0,/486 1.73 5/641 (0.8%)
83 | Cg | 1.30 0/913 1.45 2/1223 (0.2%)
84 | Aa | 093 | 7/81235 (0.0%) 1.30 | 599/126706 (0.5%)
85 | Ac | 0.3 0,/3809 1.21 14/5936 (0.2%)
8 | Ab | 137 1/2864 (0.0%) 1.38 16/4464 (0.4%)
Al | Al | 1.36 | 1575/227878 (0.7%) | 1.53 | 3359/334219 (1.0%)

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
4 BY 0 1
6 BK 0 4
7 BM 0 1
8 Bf 0 1
10 Bg 0 1
11 BD 0 3
12 BE 0 2
13 BF 0 2
14 BQ 0 1
15 BU 0 2
17 BS 0 1
19 BL 0 1
20 BT 0 4
23 Be 0 1
24 BW 0 1
25 Bd 0 1
26 Bb 0 2
29 BR 0 1
30 BB 0 1
32 Ba 0 1
35 BG 0 1
36 BH 0 4
37 CG 0 2

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

Mol | Chain | #Chirality outliers | #Planarity outliers
41 CA 0 4
42 CJ 0 2
43 CH 0 3
45 CN 0 1
46 Ca 0 7
47 CQ 0 6
48 CD 0 13
49 CR 0 3
50 CP 0 1
51 CX 0 1
55 Cc 0 1
o7 Ce 0 1
58 Gj 0 1
59 Cl 0 1
60 Co 0 2
61 CM 0 4
62 CS 0 3
63 CU 0 2
65 CK 0 2
68 Ch 0 1
69 CF 0 3
70 Cq 0 2
71 CB 0 9
72 cC 0 4
73 CO 0 4
74 Cp 0 1
75 CI 0 4
78 CL 0 5
79 CE 0 7
80 Ct 0 2
83 Cg 0 1
84 Aa 0 309
85 Ac 0 18
86 Ab 0 19
All All 0 486

The worst 5 of 1575 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(A) | Ideal(A)
36 BH 117 | ARG | CZ-NH2 | 126.76 2.98 1.33
1 Ad 843 G 04’-C1” | 18.72 1.69 1.41
1 Ad 1810 G 04-C1" | 18.20 1.69 1.41

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

Mol | Chain | Res | Type | Atoms Z Observed(A) | Ideal(A)
1 Ad 1080 C 04-C1’ | 17.82 1.68 1.41
1 Ad 1203 G Cc2-C1” | 17.27 1.79 1.53

The worst 5 of 3359 bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(?)
84 Aa 1957 G C4’-C3’-03" | 27.86 154.79 113.00
84 Aa 2084 G C4’-C3’-03" | 27.56 154.34 113.00
84 Aa | 2178 | G | C4-C3-03" | -23.61 77.58 113.00
1 Ad 67 G N9-C1’-C2’ | 21.91 146.87 114.00
84 Aa 2162 C P-03-C3" | 21.77 152.86 120.20

There are no chirality outliers.

5 of 486 planarity outliers are listed below:

Mol | Chain | Res | Type | Group
6 BK 22 | TYR | Sidechain
6 BK 83 | PRO | Peptide
6 BK 86 ILE Peptide
6 BK 87 | VAL | Peptide
4 BY 48 LYS Peptide

5.2 Too-close contacts (i)

In the following table, the Non-H and H(model) columns list the number of non-hydrogen atoms
and hydrogen atoms in the chain respectively. The H(added) column lists the number of hydrogen
atoms added and optimized by MolProbity. The Clashes column lists the number of clashes within
the asymmetric unit, whereas Symm-Clashes lists symmetry-related clashes.

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 Ad 37584 0 18947 2056 0
2 Ae 1595 0 808 33 0
3 Af 232 0 121 22 0
4 BY 1108 0 1200 99 0
) BI 933 0 251 27 0
6 BK 818 0 831 1 0
7 BM 924 0 939 15 0
8 Bf 577 0 589 84 0
9 BX 1103 0 1170 114 0

10 Bg 2929 0 2843 4 0
11 BD 1629 0 1694 41 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
12 BE 1607 0 1678 99 0
13 BF 1489 0 1537 43 0
14 BQ 1017 0 1080 65 0
15 BU 982 0 1032 38 0
16 BO 899 0 936 16 0
17 BS 1240 0 1293 108 0
18 BN 977 0 1057 113 0
19 BL 688 0 704 66 0
20 BT 1155 0 1175 33 0
21 BP 711 0 759 40 0
22 BZ 779 0 833 47 0
23 Be 454 0 489 9 0
24 BW 1042 0 1086 43 0
25 Bd 379 0 378 24 0
26 Bb 663 0 680 61 0
27 Be 469 0 206 29 0
28 BA 1537 0 1557 15 0
29 BR 945 0 1002 38 0
30 BB 1707 0 1783 6 0
31 BV 601 0 088 0 0
32 Ba 753 0 769 105 0
33 BJ 1525 0 1600 88 0
34 BC 1665 0 1751 31 0
35 BG 1867 0 1990 252 0
36 BH 1508 0 1572 63 0
37 CG 1906 0 2064 10 0
38 CT 1288 0 1341 17 0
39 CZ 1090 0 1183 5 0
40 Cz 1718 0 1841 20 0
41 CA 1946 0 1974 86 0
42 CJ 1380 0 1422 66 0
43 CH 1500 0 1564 3 0
44 CV 1048 0 1116 4 0
45 CN 1630 0 1704 16 0
46 Ca 1114 0 1166 19 0
47 CQ 1284 0 1376 9 0
48 CD 2444 0 2418 102 0
49 CR 1569 0 1695 72 0
20 CP 1372 0 1410 23 0
51 CcX 987 0 1082 57 0
52 CW 635 0 677 3 0
93 CY 1048 0 1130 13 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
o4 Cr 576 0 616 6 0
95 Cc 857 0 904 11 0
o6 Cd 960 0 1025 14 0
o7 Ce 1103 0 1177 23 0
98 Cj 755 0 782 14 0
29 Cl 460 0 490 2 0
60 Co 851 0 909 7 0
61 CM 1081 0 1171 29 0
62 CS 1419 0 1466 34 0
63 CuU 864 0 910 30 0
64 Ci 613 0 684 4 0
65 CK 960 0 1042 2 0
66 Cu 432 0 463 0 0
66 Cv 432 0 463 0 0
67 Cs 441 0 453 0 0
67 Ct 441 0 453 0 0
68 Ch 1012 0 1112 10 0
69 CF 1984 0 2092 26 0
70 Cq 1993 0 2086 19 0
71 CB 3139 0 3258 32 0
72 cC 2898 0 3023 32 0
73 CO 1650 0 1770 32 0
4 Cp 715 0 758 9 0
75 CI 1490 0 1539 50 0
76 Cn 238 0 289 34 0
7 Cm 428 0 470 0 0
78 CL 1691 0 1788 9 0
79 CE 1731 0 1825 39 0
80 Ct 891 0 928 18 0
81 Ck 564 0 612 7 0
82 Cb ATT7 0 483 6 0
83 Cg 897 0 983 11 0
84 Aa 72601 0 36663 796 0
85 Ac 3408 0 1732 35 0
86 Ab 2561 0 1295 219 0
All All 212263 0 158405 3313 0

The all-atom clashscore is defined as the number of clashes found per 1000 atoms (including
hydrogen atoms). The all-atom clashscore for this structure is 9.

The worst 5 of 3313 close contacts within the same asymmetric unit are listed below, sorted by
their clash magnitude.
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:Ad:1203:G:C1’ 1:Ad:1203:G:C2’ 1.79 1.54
1:Ad:707:C:C1’ 1:Ad:707:C:C2’ 1.78 1.53
1:Ad:1580:G:C1’ 1:Ad:1580:G:C2’ 1.77 1.48
1:Ad:944:A:C6 18:BN:117:LEU:HG 1.48 1.47
73:CO:17:ARG:NH1 84:Aa:3181:U:ChH 1.87 1.41

There are no symmetry-related clashes.

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
4 BY 136/138 (99%) 118 (87%) 8 (6%)
5 BI 64,/220 (29%) 61 (95%) 2 (3%)
6 BK 94/183 (51%) 66 (70%) 17 (18%)
7 BM 121/171 (711%) 84 (69%) | 20 (16%)
8 Bf 69/155 (44%) 46 (67%) 10 (14%
9 BX 140/142 (99%) 124 (89%) 11 (8%)
10 Bg 378/380 (100%) 334 (88%) | 26 (%)
11 BD 206/208 (99% 125 (61%) | 34 (16%
12 BE 198/265 (75% 173 (87%) 16 (8%)
13 BF 189/191 (99% 162 (86%) | 20 (11%

(
(
(
14 | BQ 124/149 (83%
15 | BU 126/128 (98%
(
(
(

(

(

102 (81%) | 14 (
o1 (78%) | 12 (10%

(

(

(

16 | BO 117/151 (78%
17 | BS 150/152 (99% 109 (73%) | 16
18 | BN 119/151 (79% 92 (7T7%) | 14
19 | BL 83,160 (52%) 61 (74%) | 16

—_ | — [ — [ | — | — | — | ~—
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
20 BT 144/146 (99%) 123 (85%) 13 (9%) 8 (6%)
21 BP 89/154 (58%) 69 (78%) 12 (14%) 8 (9%)
22 BZ 98/108 (91%) 75 (76%) 10 (10%) | 13 (13%)
23 Be 56/65 (86%) 40 (71%) 5 (9%) 11 (20%)
24 BW 128/130 (98%) 101 (79%) | 16 (12%) | 11 (9%)
25 Bd 46/56 (82%) 29 (63%) 6 (13%) | 11 (24%)
26 Bb 84/86 (98%) 75 (89%) 6 (7%) 3 (4%)
27 Be 58/62 (94%) 49 (84%) 5 (9%) 4 (7%)
28 BA 195/260 (75%) 176 (90%) 10 (5%) 9 (5%)
29 BR 114/141 (81%) 89 (78%) 15 (13%) | 10 (9%)
30 BB 209/262 (80%) 153 (73%) | 31 (15%) | 25 (12%)
31 BV 74/82 (90%) 62 (84%) 9 (12%) 3 (4%)
32 Ba 91/133 (68%) 65 (71%) 13 (14%) | 13 (14%)
33 BJ 185/195 (95%) 162 (88%) 16 (9%) 7 (4%)
34 BC 212/263 (81%) 189 (89%) 16 (8%) 7 (3%)
35 BG 227/245 (93%) 211 (93%) 10 (4%) 6 (3%)
36 BH 182/189 (96%) 154 (85%) 10 (6%) | 18 (10%)
37 CG 235/257 (91%) 205 (87%) | 24 (10%) 6 (3%)
38 CT 158/164 (96%) 137 (87%) 6 (4%) 15 (10%)
39 CZ 134/136 (98%) 123 (92%) 10 (8%) 1 (1%)
40 Cz 214/216 (99%) 197 (92%) 9 (4%) 8 (4%)
41 CA 253/261 (97%) 219 (87%) 19 (8%) 15 (6%)
42 CJ 168/180 (93%) 132 (79%) 14 (8%) | 22 (13%)
43 CH 188/190 (99%) 167 (89%) 16 (8%) 5 (3%)
44 CV 138/140 (99%) 124 (90%) 7 (5%) 7 (5%)
45 CN 192/200 (96%) 168 (88%) 18 (9%) 6 (3%)
46 Ca 142/144 (99%) 101 (71%) | 24 (17%) | 17 (12%)
47 CcQ 161/188 (86%) 127 (79%) | 18 (11%) | 16 (10%)
48 CD 302/304 (99%) 213 (70%) | 35 (12%) | 54 (18%)
49 CR 187/209 (90%) 163 (87%) 14 (8%) 10 (5%)
50 CPp 169/171 (99%) 140 (83%) 12 ("%) | 17 (10%)

TTTTTTTTTTTT

D E

ANK



Page 59

wwPDB EM Validation Summary Report

EMD-1780, 4V7E

Continued from previous page...

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
51 CcX 120/152 (79%) 100 (83%) | 17 (14%) 3 (2%)
52 CW 73/162 (45%) 55 (75%) 12 (16%) 6 (8%)
53 CY 128/150 (85%) 114 (89%) 8 (6%) 6 (5%)
54 Cr 71/147 (48%) 49 (69%) 13 (18%) | 9 (13%)
55 Cc 110/112 (98%) 96 (87%) 10 (9%) 4 (4%)
56 Cd 118/123 (96%) 98 (83%) 8 (7%) 12 (10%)
o7 Ce 131/133 (98%) 113 (86%) 10 (8%) 8 (6%)
58 Cj 92/94 (98%) 58 (63%) 19 (21%) | 15 (16%)
59 Cl 49/51 (96%) 36 (74%) 8 (16%) 5 (10%)
60 Co 103/105 (98%) 76 (74%) 13 (13%) | 14 (14%)
61 CM 132/134 (98%) 101 (76%) | 14 (11%) | 17 (13%)
62 CS 165/178 (93%) 122 (74%) | 20 (12%) | 23 (14%)
63 CU 106/130 (82%) 76 (72%) 13 (12%) | 17 (16%)
64 Ci 75/112 (67%) 59 (79%) 5 (7%) 11 (15%)
65 CK 126/166 (76%) 94 (75%) 17 (14%) | 15 (12%)
66 Cu 56/110 (51%) 54 (96%) 1 (2%) 1 (2%)
66 Cv 56/110 (51%) 53 (95%) 2 (4%) 1 (2%)
67 | Cs 57/113 (50%) 54 (95%) | 3 (5%) 0 100 [2oo] |
67 | Ct 57/113 (50%) 54 (95%) | 3 (5%) 0 100 | 100]
68 Ch 122/124 (98%) 103 (84%) 11 (9%) 8 (7%)
69 CF 242 /244 (99%) 217 (90%) 16 (7%) 9 (4%)
70 Cq 260/319 (82%) 233 (90%) 15 (6%) 12 (5%)
71 CB 387/389 (100%) 307 (79%) | 43 (11%) | 37 (10%)
72 CC 368/405 (91%) 311 (84%) | 27 (7%) 30 (8%)
73 CO 204/206 (99%) 179 (88%) 14 (7%) 11 (5%)
74 Cp 90/92 (98%) 81 (90%) 7 (8%) 2 (2%)
75 CI 182/224 (81%) 147 (81%) | 24 (13%) | 11 (6%)
76 Cn 23/25 (92%) 21 (91%) 1 (4%) 1 (4%)
7 Cm 50/53 (94%) 46 (92%) 3 (6%) 1 (2%)
78 CL 206,208 (99%) 168 (82%) 13 (6%) | 25 (12%)
79 CE 217/219 (99%) 177 (82%) 14 (6%) | 26 (12%)
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
80 Ct 109/111 (98%) 103 (94%) 5 (5%) 1 (1%) 141 50
81 Ck 67/69 (97%) 63 (94%) 2 (3%) 2 (3%)

82 Cb 56/60 (93%) 48 (86%) 4 (7%) 4 (7%)
83 Cg 108/119 (91%) 96 (89%) 8 (7%) 4 (4%)
All All 11663,/13543 (86%) | 9641 (83%) | 1083 (9%) | 939 (8%)

5 of 939 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
4 BY 2 ALA
4 BY 39 ASN
4 BY 41 SER
4 BY 46 LYS
4 BY 49 LEU

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
4 BY 116/116 (100%) 110 (95%) 6 (5%) 21 42
5 BI 56/179 (31%) 53 (95%) 3 (5%) 200 41
6 BK 90/146 (62%) 89 (99%) 1 (1%) 65 75
7 BM 101/142 (71%) 101 (100%) 0 100 § § 100
8 Bf 62/135 (46%) 61 (98%) 1 (2%) 25 69
9 BX 113/113 (100%) 110 (97%) 3 (3%) 39 60
10 Bg 323/323 (100%) 313 (97%) 10 (3%) 35 56
11 BD 175/175 (100%) 170 (97%) 5 (3%) 37 57
12 BE 176 /225 (78%) 171 (97%) 5 (3%) 38 59
13 BF 159/159 (100%) 153 (96%) 6 (4%) 29 50
14 BQ 103/120 (86%) 101 (98%) 2 (2%) 50 66
15 BU 113/113 (100%) 109 (96%) 4 (4%) 32 53

>
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Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
16 BO 94/120 (78%) 90 (96%) 4 (4%) 26 47
17 BS 133/133 (100%) 125 (94%) 8 (6%) 177 39
18 BN 106/130 (82%) 103 (97%) 3 (3%) 38 59
19 BL 74/135 (55%) 71 (96%) 3 (4%) 27 48
20 BT 121/121 (100%) 115 (95%) 6 (5%) 22 43
21 BP 77/130 (59%) 73 (95%) 4 (5%) 21 42
22 BZ 87/93 (94%) 84 (97%) 3 (3%) 32 54
23 Be 52/58 (90%) 49 (94%) 3 (6%) 181 39
24 BW 113/113 (100%) 109 (96%) 4 (4%) 32 53
25 Bd 40/47 (85%) 39 (98%) 1 (2%) 42 62
26 Bb 78/78 (100%) 78 (100%) 0 100§ § 100
27 | Be A7/49 (96%) AT (100%) 0 100 ] [100]
28 BA 161/204 (79%) 153 (95%) 8 (5%) 22 43
29 BR 105/127 (83%) 103 (98%) 2 (2%) 50 66
30 BB 188/226 (83%) 186 (99%) 2 (1%) 65 |75
31 BV 63/68 (93%) 62 (98%) 1 (2%) 55 69
32 Ba 80/107 (75%) 78 (98%) 2 (2%) 42 62
33 BJ 160/167 (96%) 155 (97%) 5 (3%) 35 56
34 BC 182/211 (86%) 178 (98%) 4 (2%) 45 64
35 BG 201/210 (96%) 194 (96%) 7 (4%) 32 53
36 BH 164/168 (98%) 160 (98%) 4 (2%) 43 63
37 CG 205/220 (93%) 199 (97%) 6 (3%) 37 57
38 CT 139/141 (99%) 134 (96%) 5 (4%) 31 52
39 CZ 113/113 (100%) 111 (98%) 2 (2%) 51 67
40 Cz 192/192 (100%) 179 (93%) | 13 (T%) 147 36
41 CA 195/199 (98%) 185 (95%) | 10 (5%) 21 42
42 CJ 149/157 (95%) 141 (95%) 8 (5%) 20 41
43 CH 164/164 (100%) 159 (97%) 5 (3%) 36 57
44 CV 109/109 (100%) 106 (97%) 3 (3%) 38 59
45 CN 167/173 (96%) 164 (98%) 3 (2%) b1 67
46 Ca 110/110 (100%) 106 (96%) 4 (4%) 31 52

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
47 CQ 138/160 (86%) 133 (96%) 5 (4%) 31 52
48 CD 251/251 (100%) 237 (94%) | 14 (6%) 197 40
49 CR 166/183 (91%) 155 (93%) | 11 (7%) 151 37
50 CP 144/144 (100%) 140 (97%) 4 (3%) 38 59
51 CcX 109/130 (84%) 102 (94%) 7 (6%) 16| 37
52 CW 66/133 (50%) 66 (100%) 0 100 § § 100
53 CcY 115/128 (90%) 111 (96%) 4 (4%) 32 53
54 Cr 64/131 (49%) 61 (95%) 3 (5%) 23 45
%) Cc 98/98 (100%) 95 (97%) 3 (3%) 35 56
56 Cd 103/106 (97%) 98 (95%) 5 (5%) 22 43
57 Ce 122/122 (100%) 120 (98%) 2 (2%) 55 69
58 Gj 77/77 (100%) 75 (97%) 2 (3%) 40 61
59 Cl 48 /48 (100%) 47 (98%) 1 (2%) A7 65
60 Co 94/94 (100%) 89 (95%) 5 (5%) 200 41
61 CM 116/116 (100%) 110 (95%) 6 (5%) 21 42
62 CS 153/163 (94%) 145 (95%) 8 (5%) 21 42
63 CU 94/106 (89%) 87 (93%) 7 (7%) 13] 33
64 Ci 62/92 (67%) 58 (94%) 4 (6%) 151 37
65 CK 105/139 (76%) 97 (92%) 8 (8%) 12 33
66 Cu 46 /77 (60%) 45 (98%) 1 (2%) 45 64
66 | Cv 4677 (60%) 46 (100%) 0 100] [ 100
67 Cs 48/82 (58%) 47 (98%) 1 (2%) 47 65
67 Ct 48/82 (58%) 46 (96%) 2 (4%) 26 48
68 Ch 109/109 (100%) 104 (95%) 5 (5%) 24 45
69 CF 206/206 (100%) 198 (96%) 8 (4%) 28 49
70 Cq 222/265 (84%) 213 (96%) 9 (4%) 27 48
71 CB 335/335 (100%) 315 (94%) | 20 (6%) 177 39
72 CcC 302/329 (92%) 285 (94%) | 17 (6%) 197 40
73 CcO 173/173 (100%) 163 (94%) | 10 (6%) 181 39
74 Cp 73/73 (100%) 72 (99%) 1 (1%) 59 T2
75 CI 156/183 (85%) 152 (97%) 4 (3%) 40 61

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
76 Cn 24/24 (100%) 24 (100%) 0 100 I
77 Cm 47/48 (98%) 46 (98%) 1 (2%) 47 65
78 CL 175/175 (100%) 166 (95%) 9 (5%) 21 42
79 CE 185/185 (100%) 171 (92%) | 14 (8%) m 33
80 Cf 96,/96 (100%) 92 (96%) 4 (4%) 26 48
81 Ck 63/63 (100%) 58 (92%) 5 (8%) 117 32
82 | Cb 51/53 (96%) 51 (100%) 0 (100 ] [100]
83 Cg 98/107 (92%) 93 (95%) 5 (5%) 21 42
All All 10084/11382 (89%) | 9690 (96%) | 394 (4%) 30 49

5 of 394 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
56 Cd 63 LEU
68 Ch 90 ARG
o8 Cj 70 VAL
63 CU 35 ILE
70 Cq 124 VAL

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 293
such sidechains are listed below:

Mol | Chain | Res | Type
69 CF 231 ASN
82 Cb 17 HIS
71 CB 121 ASN
72 cC 334 ASN
33 BJ 93 ASN
5.3.3 RNA (O
Mol | Chain Analysed Backbone Outliers | Pucker Outliers
1 Ad 1760/1810 (97%) 463 (26%) 0
2 Ae 74/75 (98%) 20 (27%) 0
3 Af 10/11 (90%) 2 (20%) 0
84 Aa 3389/3391 (99%) 762 (22%) 0
85 Ac 159/160 (99%) 35 (22%) 0
86 Ab 119/120 (99%) 23 (19%) 0

Continued on next page...
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Mol

Chain

Analysed

Backbone Outliers

Pucker Outliers

All

All

5511/5567 (98%)

1305 (23%)

0

5 of 1305 RNA backbone outliers are listed below:

Mol | Chain | Res | Type
1 Ad 4 C
1 Ad 8 U
1 Ad 16 G
1 Ad 25 C
1 Ad 26 A

There are no RNA pucker outliers to report.

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)

There are no chain breaks in this entry.
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6 Map visualisation (i)

This section contains visualisations of the EMDB entry EMD-1780. 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: 184 Y Index: 184 7 Index: 184

WORLDWIDE
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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: 213 Y Index: 193 7 Index: 173

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.

(3)
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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 0.11.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.

6.6 Mask visualisation (i)

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

Recommended contour
level 0.11

Voxel count (logl0)
=Y
1

T T T T
—-0.2 -0.1 0.0 0.1 0.2 0.3 0.4
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.
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7.2  Volume estimate (i)

Volume estimate

80000
E 60000 -
= — \olume
v Recommended contour
g level 0.11
g 40000 A

20000 -+

D T T T I I

T T
-0.2 —-0.1 0.0 0.1 0.2 0.3 0.4
Contour level

The volume at the recommended contour level is 1668 nm?; this corresponds to an approximate
mass of 1506 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.
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7.3 Rotationally averaged power spectrum (i)

Rotationally averaged power spectrum

6 -
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cn - :
° 2 —— Primary map RAPS
= Reported resolution
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=
=
E 01

_2 —

0.00 005 010 015 020 025 030 035 040
Spatial frequency (4~1)

*Reported resolution corresponds to spatial frequency of 0.182 A1
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8 Fourier-Shell correlation (i)

This section was not generated. No FSC curve or half-maps provided.
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9 Map-model fit (i)

This section contains information regarding the fit between EMDB map EMD-1780 and PDB
model 4VTE. Per-residue inclusion information can be found in section 3 on page 20.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.11 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.
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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 (0.11).
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9.4 Atom inclusion (i)

Atom inclusion

1.0
o
= 0.8
w
=
% —— Backbone atoms
n 0.6
£ All non-hydrogen
E atoms
g Recommended contour
o level 0.11
v 0.4
=
2
!
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E 0.2 1
0.0 . . .

T T T T
-0.2 -0.1 0.0 0.1 0.2 0.3 0.4
Contour level

At the recommended contour level, 64% of all backbone atoms, 58% of all non-hydrogen atoms,
are inside the map.
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9.5 Map-model fit summary (i)

The table lists the average atom inclusion at the recommended contour level (0.11) and Q-score

for the entire model and for each chain.

Chain Atom inclusion Q-score
All m 0.5830 . (0.1550
Aa 0.7380 . 0.1940
Ab 0.8530 . 0.2080
Ac 0.7930 . 0.2070
Ad 0.7400 . 0.1960
Ae B 0.4910 I (.1860
Af I 0.1290 I (0.0800
BA . (0.3800 . 0.1240
BB . 0.4210 . 0.1260
BC . (0.3650 . 0.1210
BD . 0.3290 . (0.1190
BE m 0.4310 . 0.1040
BF B 0.4540 I 0.1280
BG . 0.4300 . 0.1120
BH . 0.3670 . 0.1230
BI . 0.4140 . 0.1110
BJ . 0.4890 . 0.1170
BK I 0.4180 . 0.0950
BL . 0.3150 I 0.1070
BM . 0.2870 I (0.0870
BN . (0.3870 . 0.0980
BO . (0.3840 . 0.1130
BP . 0.4370 . 0.1110
BQ . 0.3980 . 0.0950
BR . (0.3450 . 0.1130
BS . 0.4000 . 0.1130
BT . 0.4460 I (0.1070
BU . (0.3070 . 0.0920
BV . (0.3600 I 0.1050
BW . (0.3450 . (0.0840
BX I 0.4160 . 0.1190
BY m 0.4150 . 0.0740
BZ . 0.3450 . 0.0990
Ba = 0.4600 . 0.1350
Bb . 0.4000 . 0.1200

Continued on next page...
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Chain Atom inclusion Q-score
Be . 0.3080 . 0.0630
Bd . 0.3740 I 0.0680
Be . 0.3030 . 0.0730
Bf . 0.3570 . 0.0730
Bg . (0.2150 I (0.0850
CA . (0.3970 I (0.1150
CB . 0.4290 . 0.1080
CC m 0.4030 I (0.1160
CD . 0.4760 I 0.1050
CE . 0.3680 I 0.0960
CF . (0.4640 I (0.1200
CG . 0.4750 I (0.1180
CH . 0.4760 . 0.1140
CI . (0.4450 . 0.1210
CJ I 0.4660 . 0.1300
CK I 0.0580 I 0.0530
CL . 0.4420 . 0.1020
CM . 0.4740 . (0.1230
CN . 0.4820 . 0.1090
CcO  0.4500 . 0.1070
Cp . 0.4270 . (0.1150
CQ . 0.4250 I 0.1150
CR . 0.4300 I 0.1140
CS . (0.4640 . 0.1040
CT . 0.3950 I (0.1130
CU . (0.3180 I (0.0650
CV . 0.2650 . 0.1300
CW . 0.2760 . 0.1230
CX . 0.3930 I 0.1120
CY B 0.5450 . 0.1270
CZ B 0.5070 . (0.1270
Ca . 0.4070 I (0.0920
Cb I 0.3610 I (0.0940
Cc . 0.4300 . 0.1090
Cd . 0.4080 . 0.0930
Ce . 0.3660 I 0.1060
Ct . 0.4200 I 0.0960
Cg . (0.4450 . (0.1210
Ch . 0.4540 I 0.0910
Ci  0.4100 . 0.0870
Cj m 0.4670 . 0.1040
Ck m 0.4710 . 0.1140

Continued on next page...

WORLDWIDE

£x

PROTEIN DATA BANK



Page 77

wwPDB EM Validation Summary Report

EMD-1780, 4V7E

Continued from previous page...

Chain Atom inclusion Q-score
Cl m 0.4310 . 0.1180
Cm s 0.5290 I 0.1580
Cn . (0.2830  -0.0170
Co . 0.3910 I (0.0940
Cp . 0.3990 . (0.1240
Cq . 0.0740 I 0.0580
Cr  0.4890 . 0.1140
Cs I 0.0140 I 0.0590
Ct I 0.0000 I 0.0300
Cu I 0.0000 I (0.0430
Cv I 0.0000 . (0.0280
Cz I 0.0260 I (0.0410
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