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1 Overall quality at a glance (i)

The following experimental techniques were used to determine the structure:
ELECTRON MICROSCOPY

The reported resolution of this entry is 3.50 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 . 61
Ramachandran outliers 0 TN 5.4%
Sidechain outliers TN 20.1%
RNA backbone I || . 028

Worse Better
0 Percentile relative to all structures

[l percentile relative to all EM structures

Motric Whole archive EM structures
(#Entries) (#Entries)
Clashscore 125131 1336
Ramachandran outliers 121729 1120
Sidechain outliers 121581 1026
RNA backbone 3398 335

The table below summarises the geometric issues observed across the polymeric chains. The red,
orange, yellow and green segments on the bar indicate the fraction of residues that contain outliers
for >=3, 2, 1 and 0 types of geometric quality criteria. 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%

Mol | Chain | Length Quality of chain
1 5 3664 | Tow 6% 34% 1%
2 7 120 18% 57% 22% -
3 8 156 “on 54% 25% 13%
4 A 257 49% 28% 1206 6% 5%
5 B 394 48% 34% 12% 5%
6 C 367 55% 31% 11%
7 D 297 45% 35% 13% 5% -
8 E 236 47% 27% 19% 7

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

Mol | Chain | Length Quality of chain
9 F 225 49% 31% 15% 5%
10 G 266 53% 24% 1% . %
11 H 192 56% 28% low 5% .
12 I 213 58% 27% T
13 J 178 60% 26% 7
14 K 163 w 44% 24% %
15 L 211 54% 33% 8% 5%
16 M 213 39% 17% 8% - 35%
17 N 204 48% 32% Tlaw 6%
18 O 204 60% 27% e .-
19 P 153 68% 24% O
20 Q 188 57% 26% o 6% .
21 R 196 51% 26% 10% 5% 8%
22 S 224 37% 29% 8% 22%
23 T 160 55% 36% “o%
24 U 128 45% 23% 6% 23%
25 \Y 140 56% 26% 0% . 6%
26 W 157 24% 10% 60%
27 X 156 48% 20% 6% . 24%
28 Y 145 52% 25% 0% 5% 8%
29 7 136 55% 32% 10%
30 a 148 7% 7% . e
31 b 160 33% 11% 53%
32 ¢ 115 63% 15% 18%
33 d 125 56% 22% 8% 14%
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Continued from previous page...

Mol | Chain | Length Quality of chain
34 e 135 68% 23% Ty
35 f 110 78% 15% 5% e
36 g 117 7% 19% o
37 h 123 80% 12% 6% =
38 i 105 76% 7% . .
39 j 86 73% 21% To%
40 k 70 71% 27% .
41 1 51 76% 18% e
42 m 128 30% 10% 59%
43 n 25 2% 20% %
44 0 106 69% 23% “6% .
45 p 91 82% 15%
46 q 202 59% 28% 11%
47 T 125 74% 22% o
48 4 856 24% 54% 16% 6%
49 S2 1742 | Taw 46% 37% 9%
50 SA 295 37% 23% 9% 29%
51 SB 264 44% 25% 9% 19%
52 SC 218 58% 33% % .
53 SD 243 51% 29% TThw . 7%
54 SE 263 60% 27% o o
55 SF 204 40% 39% Tlaw 6%
56 SG 249 48% 36% e . 5%
57 SH 194 53% 35% 7
58 SI 208 46% 39% e .
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Continued from previous page...
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Mol | Chain | Length Quality of chain
59 SJ 194 45% 33% 0% 7% 5%
60 SK 165 24% 25% 8% 41%
61 SL 158 53% 30% 11%
62 SM 124 35% 43% 14% 8%
63 SN 151 66% 22% 9%
64 SO 151 48% 28% Tl 1w
65 SP 145 36% 21% 6% - 34%
66 SQ 146 58% 30% =
67 SR 135 53% 33% 10%
68 SS 152 48% 28% 1% . 10%
69 ST 145 55% 30% BT
70 SU 119 55% 27% Tow 1%
71 SV 83 59% 27% aw .
72 SW 130 58% 30% o e
73 SX 143 59% 27% e .
74 SY 132 53% 31% o 5%
75 SZ 125 36% 18% 6% 40%
76 Sa 115 70% 3% . 15%
7 Sb 84 80% 18%
78 Sc 69 2% W% . 1%
79 Sd 56 71% 18% %
80 Se 133 32% 9% - 57%
81 St 156 27% 2% 6% - 54%
82 Sg 317 82% 15%
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2 Entry composition (i)

There are 84 unique types of molecules in this entry. The entry contains 221686 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 28S ribosomal RNA.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
1 g 3602 | 79486 34947 14363 25515 3661 0
e Molecule 2 is a RNA chain called 5S ribosomal RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
2 7 120 2558 1141 456 842 119 0 0
e Molecule 3 is a RNA chain called 5.8S ribosomal RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
3 8 156 3314 1480 585 1094 155 0 0
e Molecule 4 is a protein called Ribosomal protein uL2.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 A 244 1868 1171 382 309 6 0 0
e Molecule 5 is a protein called Ribosomal protein uL3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o B 394 3147 2005 591 538 13 0 0
e Molecule 6 is a protein called Ribosomal protein ul4.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
6 C 367 2919 1836 582 486 15 0 0
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e Molecule 7 is a protein called Ribosomal protein uli18.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 b 292 2380 1508 434 426 12 0 0
e Molecule 8 is a protein called Ribosomal protein eL6.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 2 236 1904 1219 364 316 5 0 0
e Molecule 9 is a protein called Ribosomal protein uL30.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
) F 225 1870 1202 358 301 9 0 0
e Molecule 10 is a protein called Ribosomal protein eL.8.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
10 G 241 1934 1232 372 326 4 0 0
e Molecule 11 is a protein called Ribosomal protein uL6.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 H 190 1518 956 284 272 6 0 0
e Molecule 12 is a protein called Ribosomal protein uL16.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
12 I 213 1713 1083 331 284 15 0 0
e Molecule 13 is a protein called Ribosomal protein uL5.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 J 170 1359 856 256 241 6 0 0

e Molecule 14 is a protein called Ribosomal protein ul.11.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
14 K 151 1140 708 215 213 4 0 0
e Molecule 15 is a protein called Ribosomal protein el.13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
15 L 210 1703 1064 354 280 5 0 0
e Molecule 16 is a protein called Ribosomal protein el.14.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 M 138 1131 727 216 181 7 0 0
e Molecule 17 is a protein called Ribosomal protein eLL15.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
17 N 203 1701 1072 359 266 4 0 0
e Molecule 18 is a protein called Ribosomal protein uli13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 0 201 1651 1063 323 260 5 0 0
e Molecule 19 is a protein called Ribosomal protein uli22.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
19 P 153 1242 776 241 216 9 0 0
e Molecule 20 is a protein called Ribosomal protein el.18.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
20 Q 187 1506 941 311 249 5 0 0

e Molecule 21 is a protein called Ribosomal protein el.19.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 R 180 1508 933 328 238 9 0 0
e Molecule 22 is a protein called Ribosomal protein eL.20.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
22 S 175 1454 925 284 235 10 0 0
e Molecule 23 is a protein called Ribosomal protein eL.21.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
23 T 159 1298 823 252 217 6 0 0
e Molecule 24 is a protein called Ribosomal protein el.22.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
241U % 08 518 141 147 2 0 0
e Molecule 25 is a protein called Ribosomal protein ul.14.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 v 131 979 618 184 172 5 0 0
e Molecule 26 is a protein called Ribosomal protein el.24.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
26 W 63 528 337 103 85 3 0 0
e Molecule 27 is a protein called Ribosomal protein ul.23.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
- X 119 976 624 183 168 1 0 0

e Molecule 28 is a protein called Ribosomal protein ul.24.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
28 Y 134 1115 700 226 186 3 0 0
e Molecule 29 is a protein called Ribosomal protein el.27.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
29 z 135 1107 714 208 182 3 0 0
e Molecule 30 is a protein called Ribosomal protein uLL15.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
30 e 17 1163 735 239 185 4 0 0
e Molecule 31 is a protein called Ribosomal protein el.29.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
31 b [E 610 378 130 99 3 0 0
e Molecule 32 is a protein called Ribosomal protein eL.30.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
32 ¢ o4 732 465 130 131 6 0 0
e Molecule 33 is a protein called Ribosomal protein el.31.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
33 d 107 888 560 171 155 2 0 0
e Molecule 34 is a protein called Ribosomal protein el.32.
Mol | Chain | Residues Atoms AltConf | Trace
a4 o 198 Total C N O S 0 0

1053 667 216 165 5

e Molecule 35 is a protein called Ribosomal protein eL.33.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
35 f 109 876 555 174 144 3 0 0
e Molecule 36 is a protein called Ribosomal protein el.34.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
36 & 114 906 566 187 147 6 0 0
e Molecule 37 is a protein called Ribosomal protein ul.29.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
37 | h 122 1015 642 205 167 1 0 0
e Molecule 38 is a protein called Ribosomal protein eL.36.
Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
38 ! 102 832 521 177 129 5 0 0
e Molecule 39 is a protein called Ribosomal protein eL.37.
Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
39 ) 86 706 436 155 110 5 0 0
e Molecule 40 is a protein called Ribosomal protein eL.38.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
40 k 69 569 366 103 99 1 0 0
e Molecule 41 is a protein called Ribosomal protein el.39.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
41 1 50 444 281 98 64 1 0 0

e Molecule 42 is a protein called Ribosomal protein eL.40.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
42 m 52 429 266 90 67 6 0 0
e Molecule 43 is a protein called Ribosomal protein el.41.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
43 i 23 222 134 61 25 2 0 0
e Molecule 44 is a protein called Ribosomal protein el.42.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
41 o 104 851 533 174 138 6 0 0
e Molecule 45 is a protein called Ribosomal protein el.43.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
“oor o1 708 445 136 120 7 0 0
e Molecule 46 is a protein called Ribosomal protein uLi10.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 4 202 1556 989 272 286 9 0 0
e Molecule 47 is a protein called Ribosomal protein el.28.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
47 r 125 1001 622 206 168 5 0 0
e Molecule 48 is a protein called Eukaryotic elongation factor 2.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 4 856 6673 4234 1148 1247 44 0 0

e Molecule 49 is a RNA chain called 18S ribosomal RNA.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N @) P
49 52 1742 36900 16458 6595 12106 1741 0 0
e Molecule 50 is a protein called Ribosomal protein uS2.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
50 SA 208 1642 1045 289 300 8 0 0
e Molecule 51 is a protein called Ribosomal protein eS1.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
ol SB 213 1725 1093 311 308 13 0 0
e Molecule 52 is a protein called Ribosomal protein uS5.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o2 SC 218 1690 1094 289 297 10 0 0
e Molecule 53 is a protein called Ribosomal protein uS3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
53 SD 227 1765 1125 317 315 8 0 0
e Molecule 54 is a protein called Ribosomal protein eS4.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
54 SE 262 2076 1324 386 358 8 0 0
e Molecule 55 is a protein called Ribosomal protein uS7.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
%5 SF 191 1509 943 286 273 7 0 0

e Molecule 56 is a protein called Ribosomal protein eS6.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
50 SG 237 1923 1200 387 329 7 0 0
e Molecule 57 is a protein called Ribosomal protein eS7.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o7 SH 189 1521 969 280 271 1 0 0
e Molecule 58 is a protein called Ribosomal protein eS8.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o8 SI 206 1686 1058 332 291 5 0 0
e Molecule 59 is a protein called Ribosomal protein uS4.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o9 5J 185 1525 969 306 248 2 0 0
e Molecule 60 is a protein called Ribosomal protein eS10.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
60 SK %8 827 539 148 134 6 0 0
e Molecule 61 is a protein called Ribosomal protein uS17.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
61 SL 152 1238 788 232 212 6 0 0
e Molecule 62 is a protein called Ribosomal protein eS12.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
62 SM 124 960 600 171 181 8 0 0

e Molecule 63 is a protein called Ribosomal protein uS15.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
63 SN 150 1208 773 229 205 1 0 0
e Molecule 64 is a protein called Ribosomal protein uS11.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
04 50 136 1016 621 199 190 6 0 0
e Molecule 65 is a protein called Ribosomal protein uS19.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
05 5P %6 805 506 158 135 6 0 0
e Molecule 66 is a protein called Ribosomal protein uS9.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
06 5Q 141 1124 715 212 194 3 0 0
e Molecule 67 is a protein called Ribosomal protein eS17.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
67 SR 129 1047 658 193 191 5 0 0
e Molecule 68 is a protein called Ribosomal protein uS13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
68 53 137 1139 714 231 193 1 0 0
e Molecule 69 is a protein called Ribosomal protein eS19.
Mol | Chain | Residues Atoms AltConf | Trace
69 QT 141 Total C N O S 0 0

1101 690 212 196 3

e Molecule 70 is a protein called Ribosomal protein uS10.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
70 SU 104 818 513 153 148 4 0 0
e Molecule 71 is a protein called Ribosomal protein eS21.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
& SV 82 625 384 116 120 5 0 0
e Molecule 72 is a protein called Ribosomal protein uS8.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
£ SW 129 1034 659 193 176 6 0 0
e Molecule 73 is a protein called Ribosomal protein uS12.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o SX 11 1099 694 220 182 3 0 0
e Molecule 74 is a protein called Ribosomal protein eS24.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
& SY 126 1023 646 200 172 5 0 0
e Molecule 75 is a protein called Ribosomal protein es25.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
[E 57 [E 598 382 111 104 1 0 0
e Molecule 76 is a protein called Ribosomal protein €S26.
Mol | Chain | Residues Atoms AltConf | Trace
76 Sa 08 Total C N O S 0 0

781 486 161 129 5

e Molecule 77 is a protein called Ribosomal protein eS27.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
v Sb 83 651 408 121 115 7 0 0
e Molecule 78 is a protein called Ribosomal protein eS28.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
e S 04 506 308 102 94 2 0 0
e Molecule 79 is a protein called Ribosomal protein uS14.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
™| 5 o2 434 273 87 69 5 0 0
e Molecule 80 is a protein called Ribosomal protein eS30.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
80 | Se o7 452 279 99 73 1 0 0
e Molecule 81 is a protein called Ribosomal protein eS31.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
81 Sf L 581 367 109 98 7 0 0
e Molecule 82 is a protein called Ribosomal protein RACKI.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
82 Sg 313 2436 1535 424 465 12 0 0

e Molecule 83 is ZINC ION (three-letter code: ZN) (formula: Zn).

Mol | Chain | Residues Atoms AltConf
Total Zn
83 0 1 1 1 0
) Total Zn
83 j 1 1 1 0
83 Sa 1 Toltal Zln 0

Continued on next page...
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Continued from previous page...
Mol | Chain | Residues Atoms AltConf

Total Zn
83 m 1 1 1 0

e Molecule 84 is MAGNESIUM ION (three-letter code: MG) (formula: Mg).

Mol | Chain | Residues Atoms AltConf
34 P 1 Total Mg 0
1 1
Total Mg
84 S2 36 36 36 0
34 v 1 Total Mg 0
1 1
Total Mg
84 7 5 5 5 0
34 4 1 Total Mg 0
1 1
Total Mg
84 5 118 18 118 0
Total Mg
84 8 4 A A 0
H RLDWIDE
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3 Residue-property plots (i)

These plots are drawn for all protein, RNA and DNA 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. 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. 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.
e Molecule 1: 28S ribosomal RNA

11%

34%

—
s
O

46%

9%

Chain 5:

o
© ©
o o<

LSD

ovn

e
<
<

8EV

~
2]
-D

82D
130

(44

L1170
911D

235}
ETTV

0TTD

30TV

90TV
SOTV
701D

20Td

L8V
980

€80

.0
LY
S.D

89N
190

7oV

691D
891D
L91D
991D

SETD

¥C10

wed

2cTo

€61D
[435

061D

v0€0
€0€D
20€0

TOED
| 00EV |

6620

682D

1820
982N

¥oed
£9€V

T9€D
09€V
6GEV

LSeN
9G€D

13€D

8D

9%€d

Tvevy

152°0)
0%€d
6E€D
8EEY

seey
veev
£EEN

T€ED

6ceY
8CEY

92ED

Tzen
02€D

8TEY

eren
[45°0]

0T€D

60€D

YevY

617V

€TV
(45745
T1%D

807V

L6€D

S6eY

1

06€D
68€V

L8€D

S6%0
vevn
€679
2670

68%0
88%D

S9%D

e9%V
297D
197D
09%D
65%D

LS¥D

0,99

€99D
2990
T990
099V
659D

SS90

259D
T390

9%9D
S%9D

€%90
2v9D

815D
L1S0

(4511}

L0SD

T0SD

667D

L6%D

9TLD
S2TLD

eTLY
TTLd

0TLd
6T.L0

1690

3890

€890

089D
6.90
8190

2¥6D

8260

1860

046D

096V
636D

7560
€560

TS6D

6%6D
8¥%60
L¥60

RLDWIDE
EMDataBank

Unified Data Resource for J0EM

0O
PROTEIN DATA BANK

ZPDE
e

W


http://wwpdb.org/validation/2016/EMValidationReportHelp#residue_plots

3J7P

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 20

S6TTD
76T1D

[4:15%)
16110
06TTD
68TTD
88TTD
L8TTD
98T1IN
G8TTD
v8TTV
€8T1D

6LT10
8LT1D
9LT1D
SLTTV
YLT1D
€LTTD
TLTTD
TLITD
0LTTD
69TTD

00TTN
66010
860T1D
L60T1D
960TD
S60TV
¥601D
€60TD
2601
16070
060TD
680TD

801D
T80TD
080T1D

€L0TD

TLOTD
0L0TD

€9CTV
2921H
191D
09219
651D
85CTD
LSTTY
9521
SGCTV
vsery
€921
(414 %]
19210
0821D
6%C1D
8¥%¢1d
Lyein
9%C1d

45

8L21D

9.21D

8021H
L0210
9021D
S0TTD
v021d
€021
[dvq ]
TozTn
0021
66TTD
86TTD
L6TTD
96TTD

€TETV

T2ETD
0ZETN

1

9TETD
STETD

ety
TTETD
0TETD
60€TD
80€TD

90€TD
SO0ETD

€0ETY
CO0ETN

662TD

18219
98210

S8€TH
¥8€1D
£8ETH

9LETD
SLETD
v.LETD
E€LETY

€9€TD

EEETV
CEETD
TEETD

8CETD
LTETD

evvIV
(474745

LEVTO

YEVID
EEVIY
(4545
TEVTD
071D

STYID
i444%5)
€CyIn
[4474%)

6T%TD
8T¥TD
LT%TD
9THTD

Y1910
€T¥1D
(4545

60%10

LO¥TO
90%1D
S0%T0
70710

20%10

00%TD

96€TD

€6€TD
26ETY
T6ETV

68€TN
88ETY

S0STO
Y0STH

C0STH

66710

261D
1691V

98¥%10

LLY1D
9.%1D

eLYIN
CTLY1D
TL710

69%10
89¥%10
L9%T0

€9%T0

09%TD
6SHTY

¥Sv1D
€5¥1D

1S71D

6%¥10

LY%10

04STD
69510
89STO

99STO

TSST0

%810
0%S1D

8E3TN

SESTD

1

61G1D

80919
L09TD

F

€09TD
20910

0091V

6631V

S6STD
76510

7831

28310
T83TD
08S1D

08919

8L91D

SL91D

99910
G99TD
7991n
€991D

63910

L5919

GS91D

€591V

TS91D

67910

L7910
Y91V
S%910
Y7910

SGOLTY

EVLIV

TvLTD
0%L1D

0€LTN

€€8TD

T€8TD

6281
82810

9281

T281H

91810

71810
€7810
21810
T181D

608TD
808TD
L08TD
90819

€081D
C08TY

66.LTD
86.L1D
L6LTD
96.10
S6LTV
Y6LIV

68LTD

S8LTD

€8.L10
28L1IN

08LTV

8LLTID

SLLTV
YLLID

€681D
2681V

68810
8881V

S88TH
%8810
£881D

6.8TD

11819

S.810
Y.L81V
€L8TYV
TL81H
TL8TV
04810

8981V

S98TD

1

981N
09810
698TD
8581V
LS81D
94810

9%81D
S¥81IN
¥%81D

3

c¥81D

6€8TN
8€8TY
LESTY

vesin

SS6TD
¥S610

08670
67670

EV6TY
[47A 14

6E6TY

SE6TO

EE6TH

TEGTD

82610
LgeTn
9Z61D

%2610

0T6TD
606TD
8061V

90610

20619
T061D

91020

€10TY
[ada)
17020

90020

00029

96610
S66TD
76610

066TY
686TD

861D

8L6T0

0967V

8.020

9.02H

%.02D

2.L0T0
1,02V

89020
19020
99020
99029
902D
€902
902D
19020

8502H

05029

1202H

L102Y

6%220

S¥ced
¥¥cTo
€%220

0€TTD
62120
82129

98029

78020
08020
6.L02D

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank

Unified Data Resource for J0EM



3J7P

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 21

80€TY

90€TD

voeen
€0€TD
20€TD

16229
962D
$622D
622D
€620
688D
622D

1822
982CH
§8TTY

65€2N

LSETH

¥9€TH
£€9€Tn

cseen

oseen

SYETH

Tveey

0TETH

8T€TH
L1€2D

TLe20

TT€TO

SEVTH

(4441

L2%TH

seven
¥eved
4741

114749
0z
612D
115441

9T¥ZH
STven
14574
€1ven

T1%20
0T%2D

80%2Nn

14%441

20D
ToveY
00%2D

€6€TD
26ETO

98€2N

€8€CD

|

S6ven
veven
£6¥%CH
26%20

€LVTY

69%20

99%2D

€972
292D
T9%2H
09%CV

85¥%20
LS¥TH
9G6¥%2H
SS%2H

siza )
[4siz ]
15444

67TV

SY¥ed
vvven

9G52H

0G52H

8%520

¥¥32H
£YSeY

992D
092D
6€352D

LESTY

¥€32d

0€S2N

82SZH

j£4:141

2TSed
114214

61520
815CH

9152H

%1520

[45°14

66%20
86%20
L6%20
96%2H

91920

€1920
219TH

665D
86SCY

965TH
S$6S20
%6520
€6520
¢6sen
1652V
06529

98920
892D

[4:314

08s2n
6.5TH
8.5TH

295TH
19520

6G52H
859520
LGSTH

11929
9,92V

1,920

69920
89929

€992

T992n
0992V

L5929
9592n

%5920
€5920

19920
05929

9%92D

Y¥92D

Tv9TvV
0%92D

9€92N
S€92N
€920
€€92n
2€92n

6292
8292N

L

Y292

2292

0292d
61929
81929

[42x43)
Tvizn

8€LTD
9€.LTD
veLen
€ELTD
TELTD

8z.Len

€cLen

1

T2LTD
0zgLed

i

60.20

L0.20n

20.L2d
T0LZn
00429
66920
86929
1692V
9692V
S692Y

£692D

16920

S082D
70820

082D

S6.L2V

£6.2D
26.L2D

6..2D

t.mwo
vL.2D
€LLTD
TLLTD
TLLTD

65.2D
89.29
LS.V

€.4820
¢.L82D
.82V

i

982D

6%8CV

v¥8ey

,e82n

Y09EY
€09€D

T09€D
009€D
66SEV
869€D

€69ED

68SED
88S€ED
L8SED
98S€D
S8SG€ED
¥83€D

0162D
60620
80620
L0629

66820

16829
96829
S68CV

3
i

81829

699€D

S99€D
799€D

6399€D

199€Nn
999€Y
S99€D
759€D

TS9eV

679EV

9Y9eY
Svoen

Twoen
ovoen
6£9€N
8€9€D
LE9EN

€E9ED
CE9ED
TE9EN
0E9EY
629EY
8C9ED

744

CTYED

8T9€D

€T9EN

CTELEV
TELED
0gLEN

YTLED

LoLen
90.L€D
S0LED
voLen
€0.LED
COLEY
TOLED
00.LED

,69¢en
969€0
S69¢en
v69en
£69€N

069¢en
689€D

L8IEY

S89€D
789€D
£€89€D

189€D

6.,9¢eN

9.9€D

£6.e0
26.LED

68.LE0

v8LEY
€8LEY
28LED

08L€D
6LLEY
8LLEN

TLLED

69.€0

L9.€0
99.€V
S9.€D
v9.Len
€9.LEY
c9.Len
19,80

85.eN
LSLED

SG.LED
¥SLED

CS.LED
TSL€D
0G.€D
67.L€0
8v.LEV
LYLEY

TvLED
T7.€D
0%7.LED

veLen

£58¢eN
2S68eY

8¥8en
L%8€0
9%8€0
SY8EY

2%8€0
T¥8€D

LEBED
9€8EY
SE8ED
VE8ED
€E8ED
2E8EN

0€E8EY
628€D
8C8EY
LT8ED

SZ8EY

£28€D

128¢eY
0Z8€D

818EN

918EY
ST8ED

C18€0

0T8€D

808€0

908€D
S08€N

T08€N

L6.LED
96.en
S6.LEV
¥6.L€D

706€D
€06EY

968€D

768EY
£68€0
268eN
T68EV
068EY

R LDWIDE

888€D
L88€ED

S88€D
788eN

7.8€D
€.8€D
CTL8EY

698€0

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank

Unified Data Resource for J0EM



3J7P

=
@]
o
Q
aat
>
~
<
g
g
=
N
=
.2
]
<
°
G
=
3
=
]
=
~
o
<
=
=
~
-
=
<
an)
<
e
Jos}
a
=
£
T~
]
A
[al
E
=

Page 22

LLOWY

TLOTD

¥ST9D
€ST¥D
CSTYD
TSTPD
0ST¥D

8¥1I¥D
Ly1%D
9%T1¥D

€TTPN
[A%57]
TIT90
OTT#D
60T¥D

90T%D

T12%0

602%D

470

[41471

002D

86THD

€6T¥D
1431544

06T¥N
68T¥N
88T¥N
L8T¥D
98THY
981D

28T¥D
121571

8LIVY
LLTYD
9L1%0
SLT¥D
2570

L9T%D

€9170

T91%D

9GT¥D
SST¥0

8.T¥0
LLTVD

€LTVY

2LTYD

692%D

L92%D
992D

L

T9¢%D
09zvn
652Y0

9GChY

0S8Z¥D

wwm¢<
EYCHD
[4747°

(%4470

i

TETYO

92THD

£2¢TY0

veevn
EEEVD

TEEVD

LTEYD

44541

Tzevn
0ZEYD

8TEVD
LIEVY

STEVY

ETEVY
CIEYN
TTERY

60€7D
80€¥D
LOETY
90€7N

Yoevv
€0€VD

TOEYN
00€YN
66270
86CYY

9627N

¥62%0
£627N
[43474 18

682N

S8TYN
¥8¢¥D

£0¥¥N
20%¥0

00%¥D
66EVN
86€V0
LBEVY

€6EVD
2BEYD

06ETY

88ETY
L8EFD

78EYN

F

T8EYD
T8EVV
08EVY

9LEVY

CTLEVN

0LEFD

L9EYD

i

E9EVY
CToEVY
TOEVN
09€7N

SGEYD
vSeETN

TSEYN

8vevY
LYEYD
ovevN
SYEVD

€veYN
ZYEVD

29%¥0
T9%%0
09%7n

85%¥0

9S8%¥D
35770

€5%¥D
[42374701

174747

8EYvN
LETTN

eevyd

0E¥FD
62%¥0

€chvn

88590 | zeowd
18S%D 1997V
S25%0 | 988D 059%9
| veswd EEEA
€SPy 837V
(42549
085N
8LS%D
91879 L1590
a1a79 91570
fatie) 955D

TLSYV
60S7N 0.LS%7D
80S¥D 6957N
LOSTY 8987V
905870
90550 | 99gwn
$0S7D
T0S¥N T9S7D

667D

et
€SSV

L8YYY
98%¥D
S8YYD

€8%7D
[4zi471

0877V

8L¥¥D

0L¥¥D
69770
89%7N

CTLYD

0TL¥D

80.L7Y
Nom¢<
Y0.L%D
€070
20L¥D
TOLYY

66970
869%D
16970

969%D

9L9%D
SL9vn

CTLOVY
T.L9%D

6997V

L99%D
999%D
S99V

€99%D
29970

0997
6597D

L5970

SS9PY
¥59%D
€59%D

YLLYD
€LLYD
CTLLYD

69.%D
89.%D

99.%0
S9L¥D
Y9LVV

COLYY
T9.%D

69.%D

9S.%0
SSLYD
¥SL7D

[4VA41

LYL%D

YvLYY

CvLYD

0v.L¥D
6ELV0

9CLYD
STLYD
YTLYY

TTLYD
T2.L¥D

LTLYY
9TL¥D
STL¥D

L16%0
9T6%D

Y16%0

6067V
806%D

S06%D
70679
£06%D

66870
868%D
L68%D

2687V
16870

188%D

6,870

S.8%D

0.8%D

898%D

998%0

£98%D
298%D
198%D

65870

v.L6%D
€670

TLEVY
0.L6%0

896%Y

£96%D

096%D

856%0

9567V

735670

T¥6%D

SE6YO

¥zevd
€26%0
2T6v0
126%D
026%0
616%D

€050
T€0SD
0€0SN
62090

208D
Y2050

020SD

LT0SD

€T090
109D
TT0SY
01080
6005
80080
LO0SY

S00SD
¥00S0
€£00S0

000SD

86670
L66%D
96670

L86%0

¥86¥%D
£86%0

19080

7905

65050

95089
509D

15050

6%05D

YY0SY

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank

Unified Data Resource for J0EM



3J7P

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 23

5S ribosomal RNA

e Molecule 2

22%

57%

18%

Chain 7

zon
190

8¥%D
L%D
9%0
SPn
42
€70

€0
€en

620
82D

92D
S¢d

ozn
61D
810

*

9TV

0
=
o

ETV

01D
()
8D

an
0

60
€69
260

68D

S8
ven
€8V
[4:5)

08n

SLD
YLy

TLD

690

e Molecule 3

190
999

€90

5.8S ribosomal RNA

13%

25%

54%

8%

[+
©
=]

Chain 8

89D
LS80
98D
SSNn
80
€90
sy
TS0

679
i
LYD

S0
44l
evy
{474

9€D

€D
oen
629
820
Len

S2D

120

) ~ )
— — -
(& << O

(4%

~ © ©
=~ NS N
< o= o

019
8n
90

sn
70

[43)
10

0Z1d
6110

LT1D
9110

Y119

601D
80TV
LOTD
901D
SO0TD

96D

€60
zen
T6Y

630

e
Q
<

90

ToV

€210

Ribosomal protein ul2

e Molecule 4

5%

12% 6%

o O
Q ©
ﬂ":“‘

3

28%

49%

Chain A

€8H

.4

SSD

€50
0SH
6%I
8¥I

E€%D

€ea
(4N

-
)
<

2}
N
=

N
N
&

(44

—
]
&

o
S
->

S8TV

28TV

9.1Q

vL1d

L}

8STI

Ts1s

V1L

4428

{47458

0%IN
6ETH

0€TS

ST
745
€eTYd

+

8114
L1743
9111

TT1L
011D

1

voTA

3

669

sl
Im
=‘:-

< w0
0 0
|2

144

EYCL

1544t

6€aY
8€CI

SETA
veTH

1

8¢2a

eI

i

0zed
6121

2120

012d

L0ZTA

S0CN
Y0CH

{448

S61D

1419

L8TH

Ribosomal protein ul.3

e Molecule 5

5%

14%

I

34%

48%

— oo}
o N
~ £

Chain B

084

€LA
CTLA
TLa
0LY

LOA

Toa
09A

894
LSA

™
re)
I=.

-
)
<

&
>

g
=

ced

6CA

o
—
=4

STD

]
—
v

3

o
©
a

LYTV

4414
EVIV

9ETH

0eTd
62TV

L2

8114

STTA

e11d
2c1ia

60TH

6671

S6L
764

C6A

06A
681

98A
S8I
78I

44998

(4448

61CA
812a
L121

S12H

€12h

802N

cocd
1021

3

L6TY

S61Q

06TA

181D

€811

T8TH

LLTY

SLTD

*

TLIT

89TH
1910

T9TA
1978
09TI
6STA

LST0
9STA

15
€STH

O

R LDWIDE

PROTEIN DATA BANK

W

EMDataBank

Unified Data Resource for J0EM



3J7P

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 24

062D
68zh

G8CA

G.LTH

€LTH
oL
120
0.L2D

8924
192V

G928

29CA

09ey
69¢d

¥SCI

csey
TSCA

Gizact

S¥CH

vvel

0%e1

9ECH

ey
€ETS

TETA

S§TTH

S6€Q
veex
€6EX

06€D
B68EN

S§8EN

08ed

L

vLed

1984

1

0€ed

LTEL

vzed

ozed

STEN

in ul.4

Ribosomal protei

e Molecule 6

11%

~
00-
(%]

31%

55%

O o
@
< A

Chain C

T

264

06D

[l
~
=

w o~
NN~

ELA

69L

99s
S99

3
L

65D

+

N
)
=

]
<
sz

il

N ™
o N
=

TN

42!

TTA

8GTA

PSTA

(41

8¥1d

sv1a
j442"

1€T8
OETY

8CT1

9TIS
STID

Ll

9TIN

435

{444

0€TT

£TTN

Tced
(44

81CI

STCN

€1ed
(454}

0121
6021
802D

v0cy
€02h

T02q

6674

L6TH

S6TY

€6TH

68TH
83814

9818

S8TY

€8TA

814

veel
EEEN

TEEX

STEW

€ced

TZEN

6T€T

i

08¢d

8.CN

€L21

1

TL2V
0LV

9¥EN

in ulL18

Ribosomal prote

-
<)
=~
=
(]
<)
=
=
[ J

5%

13%

35%

45%

Chain D

[4ch)

© mmo
S n
- ":I

STN

L2

15728

=
-

LEA

6za
8zl
pral

44

(2}
—
x

— 253
= [SE=g=

]
x

I!J-
x

)
o

SSTL

€9TL
STy
TSIV

671D

L71Q

1498

[44%8

9€1a

TEIN
0ETA

vera
€CTA
TTIh

8TTI

911

1435
€114

T8H

o
~
>-.I

praan
9CCTA

I

[444i]
|44

[4:t4cs

V6T

881X

9.18

SLTH

99TV
S91D
Yo
€971

0974

8GTY

¥8ex
€824
z8eh
T8¢V
08CA

8.ca

S.2h

I

Ribosomal prote

85¢H

96T

e Molecule 8

L6

11 €

6%

19%

27%

N
o
.>i

47%

0 o < © N~ 0
< 0 10 0 0
" >~ 0 n < =

Chain E

3

8T1d

CITX

+

11

L0TX

00TL

L6N

88A
L8L

78A

69X

YW

¥vd

(4L

8ed

91eA

€124

012a

L6TI

v81YH

2811

08TA

LLTT

TLIL
TLIA

6911

9918

0914

8STA

95T

7STd

[asix:
TSTD

SPTI

YETY

CETH
TETA
0E€TS

8¢1d

€218
(444}

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank

Unified Data Resource for J0EM



3J7P

=
@]
o
Q
aat
>
~
<
g
g
=
N
=
.2
]
<
°
G
=
o)
=
]
=
~
o
<
=
=
~
-
=
<
an)
<
=
a
=
£
T~
an)
A
[al
E
=

D
)
—
=
Q
)
—
=
[ ]

Page 25

bl

1L

7921

Ribosomal protein ulL30

5%

15%

31%

D
©
IHI

49%

3

Chain F

S61

063

884

8D

S.4

ELW

TLI

~
©
>

[Te
©
o

oM <
© Q
I>"‘=

Tou

o
©
=

D
)
.I*

€54

18T

8%y

EVW

D
o
l“‘.

ey

0 mm— N
N | M
<< Mo

©O I~
[
=

2611

98TI

198

1811

6.L74

9LT1

0LTY

S9TN

T9TA

LSTA

SSGT1
eixcs

1S1S

447

157428

LETI
9€TH

62T

L2171

verd

L1149

€111

LOTA

6%CH

iZan

j444°
EYCN

j5741]
0vza

8€TH
LETN

veea

Tecd
0ECA

LTTL

L12S

459

TTCH

L02ZN

3

€024

002D

86TL

e Molecule 10

9671

Ribosomal protein el.8

9%

11%

24%

53%

Chain G

79I
094

L
i

SGA

19T

8
Lvd

SYI

15728

6€d
8EN

vex

T€T

L9TA
9911

¥oTI
€9Td

LSTI

0STX

3

o%TA

LeTd
9€TT

TETA

62Td

€CTV

Ll

60T

+

¥0Td

S921
v9ex

0923
652

pisias

vsca

0%ZN

8€¢DH
LETM

0€TX

i

92Tk

Ll

ozed

L1ed

012d

80ZN
10T

7024

0021

v6TA

+

G8TH

281D

SLTd

0LTT

e Molecule 11

89TA

Ribosomal protein ulL6

5% -«

I ~
II\-,\I
==

28% 10%

™ <t
© Q9
-z“l

56%

© ool
" Il
IthI

Chain H

3

-
IOO 0
= =

B6LN

0LA
69L

850
LSA

GG

-
<
=1

<
[}
)

891X

€910

65TV

LSGTS

TSTI
0STa

cvia
15428
[si41s]

62TH
8CTH

9CTA

€CTI
(4498

1111
0TS

80TN
L073

SOTI

€0TA

00Td
664
86H

v6s
€64

o
I%%

L8TA

Ribosomal protein ul.16

e Molecule 12

11%

™ <o ©
[N T
= =

27%

58%

Chain I

S84

€8d

08D
6.1S

—
~
o

694

994

€94

650
8Gd

K
PR

EVA

+

9€T

1

ved

{41
TeI

o
3]
£

8¢a

j44

14

LTX

3

[4%]

-

80

3

[ae)
o o
==Y

€4

2814

8LTV
LLIN

€LTd

€910

L8914

TPIN
€710

15745

€ETH

-

€210

0ZTH

91Td

E€TTL
[431]

661

L61

R LDWIDE

O
PROTEIN DATA BANK

W

erbDeBe

EMDataBank

Unified Data Resource for J0EM



3J7P

wwPDB/EMDataBank EM Map/Model Validation Summary Report

=SS S 3 SES
N SRS RS N
= ANXEmMm =

Page 26

002A

e Molecule 13

86TH

T6TI
06TT

L8TX

Y8TN

Ribosomal protein ulb

8%

26%

60%

N m ~
oo ]
O4a= (3]

Chain J

064

884

™ w0
0 Il
I.JI&I

T84

0
~
o

<
2
f>

€94

094

854

SSA

(4’1

67A

SEY

L}

Ribosomal protein ul.11

€T

-
e
a

i
N
=

(2}
—
X

3

v1d

{4974

-
—
A~

*

LD
TLTQ
OLTH

+

9974
S9TM

L1

0ST1D

L0T4

e Molecule 14

S0Td
YOIN

T01d

LN
9634

7%

14%

24%

= m n ~ ]
m oM m ™ ™ NS
M H O = — x

44%

: 11%

Chain K

291

@
0
B

LG4

Eias
Sva

)
i
o

62V

9TS

®
N
o

]
N
=

o
N
(&

~ ©
-
(SR

ST1

(4944

6TTH
8TTH

STTD

ETTY

OTTA
60TI

9014

€0TN

LBN

+

S60

£63

w8V
€83
281
18I
081
6LV
8.s
LLY

LA
cLa
TLI
0L

@
©
<

L94
99N
S90
¥oI
€91

2910
1914
09TA

SGTI

€STa

TSTI
0S1d

SY1D

EVIA

8ETS

veTd
€eTT
CETI
T€TE

8CTTL
121D

Ribosomal protein el.13

e Molecule 15

5%

oo
©
-H

8%

33%

54%

=
N
Iml

Chain L

O ™
|
=4 ©

694

€91

1

8SA

SS91

LvV

H‘o
<
-

8EV

SEY

1

ey

3

LN

STH

€qV

(2}
=
o

1

~®
—
ax=

v14d

SO

29T

6STN

+

LYTY

SHIA

ev1d

veTd
EETY

0ETA
6274
8¢1d
L2374

SCTI

€T

(49S
6114

911y
STTO
YITA
ETIN
TTT0

SOTX

00Td

Y61

fat
Ll

06A

181
084
6.4
8.1

+

e Molecule 16

9.4

L

S02h
Toca
86TH

S6TH

I

T611
06TH

€814

6LT4

LLTH

L

€L73

6971

Ribosomal protein el.14

35%

32ER
[=i=g >

8%

17%

39%

~ N ©
a ) ©
H a <

Chain M

681

98M

w8y

180

<+ w0
© ©
|2

LG81

ovd

SCA

01D
61

Sy

o < ©
) ) 1)
< = m

€4

0€TT

a5
€CT1

1Ty
0CTIN

8TTH

9174

YITA

CITA

1014

TOTY

864

O

R LDWIDE

PROTEIN DATA BANK

W

EMDataBank

Unified Data Resource for J0EM



3J7P

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 27

e Molecule 17: Ribosomal protein el.15

6%

P © N OENe O
el © ~os N~ 00 0 0
= ~ o < B> =3

14%

32%

48%

+
3

Chain N:

™
<

L8H

[T}
0
<

Svd
v

0%d
6EY

8CTM

S2A

[4a
T2d

(4%
TIM

i II‘m II
=] 2]

129

TOTH

6STH
8GTH

9GTH

TSTI

1

Ly1a

3

{47450

SETI
PeTT

6214
82T

1Ay
¥e1a

[24a%)
TCTA

STTA
2%
€111

SOTH

1

T0TA

660

964

261
160
06N

88D

02y
€0CA

LBTL

e Molecule 18: Ribosomal protein ul.13

v61d
€674

16TV

68TH

€8TL

T8TH

6LT3

L

PLTT

69TH

L9TV
991S

o111

8%

o < W0 N~ e 0
0 0 0 © ) 3
B> m = 53 <

27%

60%

HH

Chain O:

2011

€Ld
CLH

99d

7oL

CON
794

891

98V

TS

874
Lvd

9EA

veA

LZA

L1
911
ST1
YTH

(A%}

881X
L8TX

78IN

2814

081H

SLTH

€LT0
TLIA

89TA

9S8TT
0STh

SYIA

EVTH

1574%¢

€ETY

Te1d
0ETN

ST
{749}

3

9TTA

7422’8

(4298
T11d

e Molecule 19: Ribosomal protein ul.22

60Td
80TI

907Q
S0Td

€0TX

T0C4

5%

24%

68%

Chain P:

0TTN

81T

~
—
—
-

ot
-
—
—

o
—
—
[=}

O i mm
> 0
[

N .
Q o
m =

08d

FoN

(418

094

Ll

8¥'1

OVH

9E€T

eb

T€4

8CN

i

YTA

O w00 0 (N
@ o = = N
mo= x ~ —

sixce

0STT

SYTH

LETN
9€TI
SETYH

EETH

TETH

62TL

e Molecule 20: Ribosomal protein el.18

1274

[44a

6% -

10%

26%

57%

Chain Q:

€Ld

L91

19T

3

LGN
9GL
S99y
3S

19T
0S4

871

PN

T€1
0gX

8¢1

ocy
Se1
i44S

cea

L14

vy

7y

)
x

~
=~

T}
H

08TYH
6.1D

€LTA

Y9TH

1918

6S1d

(4] %S

0STYH
(7499

147458

€erd

6113

91TV

60TV

+

SOTA

*

163
96d
S6A

€60

88d

88TN

98TA

e Molecule 21: Ribosomal protein el.19

EMDataBank

Unified Data Resource for J0EM

O

R LDWIDE

PROTEIN DATA BANK

W



3J7P

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 28

8%

+

5%

10%
@ -

+

26%

51%

Chain R:

<
)
=

D
@Q
=

©
0
=

©
~
=

)
~
=l

~
0
=

o
0
~

0SI
Lva

I
[0)74))

8€YH
Les
9EN
eV

ey
(4

CmmWw EwO O O — N M mw©
< WO~ o — — H=2 NN N
H e Ao X = = VXXX >E H

081X

9.74

2R %S

8914

€VTH

TvTH

8E€TT

9€TH

621D

9CTH

€T

9011

v0TYd

2011

00TY

864

96K

e Molecule 22: Ribosomal protein el.20

22%

8%

29%

37%

Chain S:

E€TA
CTA

6d
84

[&8

20Tl
TOTL

©
[}
5]

—
)
1:“1

98S

o
©
H

8¥A

K
=

ovv
6EA

LEH

Sed
TEV

Le1

69TL
89TL

9914
S9Td

€9TH

1914
0974

8STA
LSTd
9STH

7511

0STI

L71a

SvTd
TYTIA
8ETY
8TTA
LTTH
9CTI
STTh

CCTH

0zTd

8114

911y

ETTW

1114

6010

e Molecule 23: Ribosomal protein el.21

L0TL
90TA

6%

O+
©
I&

36%

55%

B B BB E
g& g B (=} =

Chain T:

S81

08A

9LA

vLI

8SH
LSA

S8

[4sii

8¥A

44
157200

~
—
~

— N < 0
zoflze

(%)

.
IMI

0
53

s}
=

09TV

8ST4

9GTA
[acact
TST1
0ST1

149!

EVTL

TVTIA

6ETH

Le1d
9eTYd

€eTY
ceTd

(4455

8114

e Molecule 24: Ribosomal protein el.22

23%

6%

23%

=t

45%

Chain U

+m
0
”

S9Y4
¥94

291

09A

SSN

{458

0SN

(0728

YEW

+

8¢d

9zl

3
3

124

14278
€TTY

60TS

90TS

YOTV

COTA

0071

L6y
961

I

683

8L

e Molecule 25: Ribosomal protein ul.14

6%

9%

26%

56%

Chain V

O w00
Q 0
~ >

€84

993

ToA
09
65

LSA

(4

0SN
671

R

il
SPI

THA

071
6€I
8E€A

9eN

921

021

811

E

D
urce for 30EM

EMDataBank

O

gPDB

PROTEIN DATA BANK

W



3J7P

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 29

*

SEIN
veTs

6CTM

1

€TTA

e Molecule 26: Ribosomal protein el.24

TCTA
GTTS
TT1d
0TTD
601X
80TN
LOTN
vOTA

TOTN

©
)
F'—‘.

60%

3

10%

24%

Chain W:

o1

954

1

TSM

evi

Led

ce1

0€d

8CA
LT3

sza

aey
TCA
ocy

+

(451

1 )

e Molecule 27: Ribosomal protein ul.23

24%

6%

20%

48%

Chain X:

9.1

VLA

294

954

9%d

L

Yvd

(429

0¥%I
6EX

9GTI
SSTI

67TA

Sv1a

*

0¥%11

€ETT

T€1d

{44931

oz1a
6TTI

9111

TTT0
OTTX

80TH

864

961

e Molecule 28: Ribosomal protein ul.24

76N
£6N

683

98V

v8d
€81

Ll

8%

5%

10%

25%

52%

o
]
=

e Molecule 29: Ribosomal protein el.27

Chain Y:

6LA

LN

S.4

E€LA

[
©
N

o}
©
o

®
©
M

€8a

0y
671

+

oed

621

ScI

]
o
2%

19:1

ora

0 0
= w0

[re)
A

N M
B

2210

1

STTH
¥11a

(4310

6071

90TI

€0TA
20TS

00TH

L6A
96H

Sy
Q
o

10%

32%

55%

—
®
[=]

Chain Z:

6LH

LLK
9LN

YLA

—
~
[

891

3

<
©
I~

.~+
[t}
I=

SSY
751

(48

08d
674

Lya
971

wy

1§

€EL

~
3]
X

O W 00
= — =
= < >

e Molecule 30: Ribosomal protein ul.15

©
o

T}
=

9€Td
SETY

EETA

62TM

3

€CTH

6173
8114

4224

[aax:s
1114

601X
80TY
L0TX

2ot1yd
T0Td
00TA

LN

€63

161

17%

7%

Chain a:

WO RLDWIDE
PROTEIN DATA BANK

EMDataBank

Unified Data Resource for J0EM



Page 30 wwPDB/EMDataBank EM Map/Model Validation Summary Report

3J7P

e Molecule 31: Ribosomal protein el.29

Chain b: 33% 11% .. 53%

o N~ 00 - N m w0 N~ O o mmn O 0 e w0
= o oA o oy @ 2] & < 0 0 ©
== oo H X X o 2 B = B 53 53 =

N19

e Molecule 32: Ribosomal protein eL.30

Chain c: 63% 15% - 18%
= >~ o = 4 4 o = =] =} oo > 25} Eal <
e Molecule 33: Ribosomal protein el.31
Chain d: 56% 22% 8% 14%
23 SAMSEETEa"HE ‘e S 1 me  EEl

LA REE] ]

R B S
e Molecule 34: Ribosomal protein el.32
Chain e: 68% 23% . 5%

ofle " B 8 2t AEEEEEEE s 2 e & & BEEES 3 e g cEETa =R:
8
-
e Molecule 35: Ribosomal protein el.33
Chain f: 78% 15% 5% oo

o =

- © - O W0
on~™Y8 8 S g fRTL=E=R™S 2
Sn SRR o s g2 5 2 2 ER

e Molecule 36: Ribosomal protein el.34

R102
Y106
P107

WO RLDWIDE

PROTEIN DATA BANK

EMDataBank

Unified Data Resource for J0EM



Page 31 wwPDB/EMDataBank EM Map/Model Validation Summary Report

3J7P

Chain g: 7% 19% o
Igla e ;Iz'&l‘ﬁ'ﬁ'

e Molecule 37: Ribosomal protein ul.29

Chain h: 80% 12% 6% -
I-I------I-II-I--I-I-I--. I

e Molecule 38: Ribosomal protein el.36

Chain i: 76% 17% T

ISI’E'E'I%%'E'I’E'E'E§'§'§§'§+§'§I

e Molecule 39: Ribosomal protein eL.37

Chain j: 73% 21% “o%

I-a'ﬁ 9 5'5.'5"3 g EI§'§ 2 E-I'I-E BT E-I

e Molecule 40: Ribosomal protein el.38

Chain k: 71% 27% :

.’EIE'EI&IS'E ge §'§I§'E'§I§'§ e §I§'E

e Molecule 41: Ribosomal protein el.39

Chain 1: 76% 18% -

~ ©0 N~ N O mmw © N~ (2}
— = N (2]
lﬁf&a1°‘ = gggISI

e Molecule 42: Ribosomal protein el.40

Chain m: 30% 10% 59%

e Molecule 43: Ribosomal protein el.41

WO RLDWIDE

PROTEIN DATA BANK

EMDataBank

Unified Data Resource for J0EM



3J7P

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 32

8%

20%

2%

Chain n:

14!
0T

e Molecule 44: Ribosomal protein el.42

8Td

6%

23%

69%

Chain o

ToTh

664
863

%60

06H

28N
184

6.8

694

wox

T9%

6393

©
o)
1&

67D

LYD

S7h

evd
cva

ovd

9eb

el

AxS

84

e Molecule 45: Ribosomal protein el.43

©
3

15%

82%

Chain p:

[430]

L84

784

TLA

69M

674
8%

YEH
oed
8TA

114
9TL

1428

3

€3

e Molecule 46: Ribosomal protein ul.10

11%

28%

59%

Chain q:

STTV
80Td
7oTV

€0TY
2011

664

€84
281

L
-

TOH
09
651

L83

9021

7021

002N
66TA
86TI
L61S
961D

v61d

7818

281d

08TI
6LIN

S91Q

29TH

9818
SSTT

8¥1s

EVTI

157451

9€TS

YETA

€D
0€TT

e Molecule 47: Ribosomal protein el.28

8CTL
LTIN

v¢id
€CTA

22%

74%

Chain r:

€EX

e Molecule 48: Eukaryotic elongation factor 2

6%

~
w
-l-‘

16%

54%

24%

Chain 4

™
©
.[.':l

6SL
85a

{41
TSy
084
6%V

oY1

70
o%A
6€T

Lea
9€L
SET

€es
(41

o

2]

=
©
[}
<

i
N
I>I

IN
cnI
0

oy

TTA

{44
TeN
(4]
611

3

STH
v1a
€T

oTd

8d

0€Ta
6CTA

9211
STTV

014

81TV

9TTL
STTA

80TH

90Td
S0TS

€0TI

TOTN
00TI

D
@
=

3
it

681

981

28s
781

8.4
LLT

133
3

8911

197Q

LSTH
9STH
SSTT

TSTI
0STY
6713

LYTI
5144 4
Eiads]

€Y1
{47498

0v1a

8eTh
LETA

€ETS
CETA

8ETY

CTETK
TETW

Lzeh

veel
£2cd

1144

61CH

¥1cd

(4348
1121

6021
80CA

S02I
0T
€021
20N
102D

66Td
861D

S61D

E

D
urce for J0EM

LD WI
EMDataBank

O R

PROTEIN DATA BANK

W



3J7P

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 33

80€X
L0€4
90EN
SOEN

Toed
00€A
6621

1621
962d
§62a
¥621
€621

062D
6824
88CL
G8CT

€8T

T9CM

26ED

06ed

88€0

98€e)
G8EI

T8EV

6.Led

SGL€D

€LER
TLET

0Led
69€0

L9EX
99¢e)

voev
€9€L

3

T9ed

LSEH
9G€I

E€SEN
zsed
TS€1

LYED

Sved
7veT

Thed
Tved
OVEN
6EEA

9€eT
SeeT
veed

Teed

62ed

pras(es
9zced

SEVL

TEYD
0EVI

9T
14748

€ChL

TCYA

81¥S
L1194

STPY

-

0Tvd

90%a

YOvL

2ovA
TOVIW
00¥X

TOSA

967

SL¥A

ELVA

09%d

L8SS

eisicicy

7854
0854

8.SS

699d
89GI
L1950
79sa

2954

675V
8¥%5D

9%SI
S¥SI
¥¥SH
€¥53

0€SS
625)

%2s1

6791
8794

S¥94
oV
E€79A

0%9d
6E9X
8E9Y

9e9Y
S€9T
€94

€94
0€9b

8291

9290
STod

€298
[44°)
1294

LT91
9190

2199
119
0T79d

0zLb

3

STLH

ETLY
(42X

OTLH
60L7T

LOLA

SOLH
70LA
€0.a

00LA

8694
LBOW

9.L9%
SL91
%.93

TLOK
0490

6S.LI

9G.LA
SSGLA

€2Ld
2CLI

7981

6€8Y
8€8L
L£84

vesn
foei:li]
2€ess
Te€8d

628S
828S

¥Z8d

Teed
0281
6181
8180

9T8H
S18d
7184

1180

808Y

€618
c6.L3
T6LN
06.LA
68.d

98LY
S8.LY
v8LA

84981

9580

7584
€58N

e Molecule 49

73881

18S ribosomal RNA

9%

N Sy
T} T}
o <

37%

46%

]
o
<

—- o m
© 0 0
-DO<I

8%

Chain S2

o
)
<

N~
& &
o O

N~
M M
o <
©
[}
(&)

n
]
o

€€D

62D

919D
STNn
710
€10

—
o
=}

N w

crin
TT1V
011N

801D
LOTY
901D

€0TV

0070

ey
[}
©

£60

06D

80
980
S8Y

04D
690

190

€90

€610

061D

181D
9810
S81D

8L1D
LLTD

V.10

cLin
TLIV

6910
8910

99TV

291D

89TV
LST0

S71D

921d
G210

(4549

802D
02D

S02D
02D
€02

102D

8610

9610
S610
7610

slen
v.eD

cLen
TLEV

£9EY

T9€en

65en
83GE€D

csen
TSED

£2eD
[44°%]

0zeD

ST€0

iZ470

{44718

(470

€T¥D
(452

9070
S0%D
70%D
€£0%D

TO7V

96€N
S6€D

£8€D

6.L€0
8.LEN

9LEV

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank

Unified Data Resource for J0EM



3J7P

=
@]
o
Q
aat
>
~
<
g
g
=
N
=
.2
]
<
°
G
=
o)
=
]
=
~
o
<
=
=
~
-
=
<
an)
<
=
a
=
£
T~
an)
A
[al
E
=

Page 34

L¥SD
9%5D
SYSY
%30

Zvsn

0%sn
6€3D

LESO
9€SY

8190

G190
7190
€199

T19D
019D
6090

090
909D

€090

665V

165D

989D
789D

2850
7850

.50

VLSV

cLsn
T80
048D
6939V

199D

855D

8.90N
119D
9190
S9N

0L9V

999D
99y
£99D

659D
859N

959D

€59V

TS9N
059V

8Y9Y
1,790

S080
vosn
£080

7080

181D
9819

€50

0S8.0

¥9.LD

9€LD

269D
1699

189D

€899
89N

)

a8y

2989
1980
058D

978D

€8
1€8D

6280
8289

9T8Y
S8V

€e8n
2e8n

0zsn
618D
818Y
L7189
918Y

7180

218V

808V
08D
908N

9T6Y
S2T6D

916V

706Y

2069
106D
0060
6680

9680

768D
£680

0680

988V
880
%880
€880
2880

118D

S.8Y
7.8

698V

9869
S869D
7860

2869

2E6D
T€6D

626D
8269
126D

8%0TD
L¥01D
9%070

€¥0TD
TYoTY

8€0TN
LEOTD
9E0TV

2¢EeO0Td
TEOTY
0€0TV
6201
8TOTV
L20TV
9201D
ScoTn
v2otTy
€TOTY

61010
81010

91010
STOTA

€701T0
(4194 4

F

L00TD
900TD
S00TD
70010
€00T0

0001D

866Y

5669
7660

166D

6860
8860
L86V

80TTD
L0T1D
90110
SOTTD
70T1D
€0TTD

TOTTN

86010

96019
S60TN
76010

260TD
T60TD
06010

780TN

6L0TD

SLOTD
7,010

TL0TD

69070
89019

990TN
S90TD
79010

90TV
19010

8901V
L8010
950TN

¥S01D
€501D
2801V
TS0TH

S9TTD

€9110
29110

09TTN
6STTD

9GTTN

[4:1991

LY110

SYITV

TP11D
0%TTD

LETTN

SETTD
YETTD

CETTD

62T1D
82110
L2110

SCTTD
j443%)

eIty
1211

6TTTY

(43351

0€TTD
621D
82TV
221D
92TTH
SeTIn

[444 %]

61CTD

81CTD

9121

viev
€121

60CTV

902TH
S02TO
voTt1v
€0CTH

16110

68TTV

S8TTO
811D
€8TTY

88CTN
L8TTY

%9210
€92TN
29210
19210

€ETTD
ceTIN
T€210

TSETD
0SeTN
67ETD

LYETN
9veTN
SYETD
YYETV

0vETN

8EETD

9EETD

LTETD

SCETD

€CETN

T2ETD
0ZETD
6TETN
8TETD
LTETD

TI€TD

LOETN

€TVTD

6071V

90%1D

€0%1D

00710
66€TD

€6€TD
CT6ETN

88ETY
L8ETD
98ETY

¥8ETD
€8ETY
T8ETY

99€TD
S9€T1D
voeTn
€9€T1D
T9ETN

8SETN

TLYID
TLP1D

89%1D

6S%1D
8S¥1D
LSP10

TS%1D

8YYIV
LY%1D
VYTV

€¥710

[0i44%0)
BEVTV

LEVTID
9EVTID

8C¥1D

L2710

SCHTD

L4420

EMDataBank

Unified Data Resource for J0EM

O

R LDWIDE

PROTEIN DATA BANK

W



3J7P

=
@]
o
Q
~
>
~
<
g
g
=
N
=
.2
]
<
°
G
=
o)
=
]
=
~
o
<
=
=
=
-
=
<
an)
<
=
a
=
=
~
an)
A
[al
E
=

Page 35

8€STD

€ESTY
CESTD

0€STN

8TSTD
L1STD

COSTD
TOSTD
00STD
66710
86VTV

€6V1D
(4534911
161D

88%1D
L8YTV

cidal
€8VTV
[4si4%)
871D

8.L¥1In

Y6STV

26510
T6STD

S.LSTD

€LSTD
CLSTD

9959T1H

%9910
€991
295810
T9STV

6SSTD

SSSTN

L%S1D

0%STD
6ESTN

LY9TY
991D

cyoTn
Y91V
0791V
6€9TD

LEITY

SE9TO

CEITH
TEITN
0E9TY
62910
82910
LZ91D

jZ4 0!

0291V
6197V

919TN
ST9TN

€T9TD
C191D
1191

80910
L09TV

S091H

6TLTV
8TLID
LTLTD

STLTV
vILI0
€TLTD
CTLIY
TTLT0
OTLID
60L1D
80LTD

669TV

LB9TY

S69TV
v6910n
€69TD
26910

8891D
L891D
98919
989N

28910

0891D

8L9TV
L2970

SLOTV

€970

TL9TD
0L91D

T99TV

T6L1V
06.LTV
68.LTD
88LTY
L8LTD

¥8L1D
€8LT0
28LID
18LTV
08LTD
6LL1D
8LLID
LLLTD
9LLTD
SLL10
¥LL1D
€LLTD

€3981D

8¥81N
L%8TD
9%81D

w¥810

07810

VE8TY

0€8TN
628TD
82810

9981V

79810

Ribosomal protein uS2

e Molecule 50

29%

9%

23%

37%

Chain SA

8€I1

SYII
Il

8€ETS

PeTT

TETH

62TV

921
SCTL

€CTA

0Ty

8114

80T4
LOTL
901D

YOTL

00TV

L6L

902a

702A

[4UAS

00za
66Td

Ribosomal protein eS1

e Molecule 51

19%

9%

25%

44%

Chain SB:

3

0Ls

894

o
©
a

3

< ©
T} v
o 53

o
0
=

o 00
A < wn
B4 ol ~

[}
oy
=

o
N
=

i

©
[
a

o0
o
=

zea
TER
0EM

8¢

+
e

(44N

S9TH

29Ty

€VIL

1545
ovIA
6ETD

LETT

SCTA
YCIH
e€CTY

1211
0TTA
6TTL
ETTH

607X

+

90TL
SO0T1

0074

181

€84

6LA

1€TT

92T

£€¢Td

Tced

8121

91TH
STCA

(454
80CH

L0271
902d

£02d
[4u4i]
102D

8674
L6TI

88T1

8LIL

9LTA
SL13

CTLIN
TLTI

69TH

EMDataBank

Unified Data Resource for J0EM

O

R LDWIDE

PROTEIN DATA BANK

W



3J7P

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 36

Ribosomal protein uS5

e Molecule 52

6%

33%

58%

Chain SC

CSTH

(47451
T7IA

€ETA
ZETd

0ETI

L2T4

(4921

0ZTh

€T

OTTH

801X

Ll

1018

861

964

063

784

(429

6.4
8.1

YL

TLA

691

Ll

TON

0SCA

sves
j4%44"

[474¢

1

8ETA

4
€€q1

0€clL

praat

Teea
0zeza

9TZN
STCH

60ZA

Logy

I

66Td
86TV

v61d

06TS

+

181d
08TA
6LTL

1924
09zA

95CM

752

e Molecule 53

¢seL

Ribosomal protein uS3

7%

11%

29%

51%

Chain SD

TLA
TLY

691

LSN

SSL

(414

191

8¥%1

0ovYd

8¢ed
LEA

SES
TEA

8cd
pra:|

148
oca

114
(58

Sy I
fa xl

LLTT

SLIA
YL1H

-

€91d

1919

89TI
LSTH
9GT1

€GTA

0STH

LYTY
V1Y

[44%¢
15458

T0TD
00TV

9zzh

€eCI
zced

612d

S12a
¥rexa
€12d

L

LOTH

%021

T0CH

Ribosomal protein eS4

661D

€810
2811

e Molecule 54

9%

27%

@
©
=)

60%
10
III-EE

13

Chain SE

+
3

L8N
984

w8V

9LA

3

CLL

0LI

S90

TOA

b

0SN

871
Lyd
Eias
SYI

6ed

o
)
—

©
)
==

6cd

3

021

it
L

61
8H

68TT

17810
08TT

*

TL1Q
0LTL

S9Td
¥9T11
€91d

1910
09TI
6STL
SSTH
9¥IL

EVTQ

TP1L

B6ETT

3

TETA
0€Td

praxs

L1738

01TV
60T
80TY

€0TA
COTI

00TY4

1,63

e Molecule 55

vex
€6a

1

092b
652

G52H

€520

aerace
082d

8¥¢I

(4448

o¥cy

LTTA

(44

1

0Tl

Ribosomal protein uS7

8124
0TZA
60CH
80CA

902a

86TY

G6TI
v6TA

6%

14%

39%

40%

~ o O
— - N
H =

o ~
o o
I>.u‘

Chain SF

€LL

1.4

9SA

9D

-
fre)
=

o
re)
A

2128

€vd

1578

9eb

ves

0 O
A
= o

©
N
(=]

[re)
N
=

<
N
©n

]
o
B

S1d
V1L

cvis
TVTA

8ETY

YETA

CETD
TETY

8CTI

SeIs
veia
€¢T3

611S

L

R LDWIDE

STTV

TTIA

80Td
LOTN
901d
S0TD

€071
2071
TOTH
00TI

864

T64

)
©
=

©
0
f*‘.

8N

Ll

9LW

O
PROTEIN DATA BANK

W

erbDeBe

EMDataBank

Unified Data Resource for J0EM



3J7P

=
@]
o
Q
aat
>
~
<
g
g
=
N
=
.2
]
<
°
G
=
o)
=
]
=
~
o
<
=
=
~
-
=
<
an)
<
=
a
=
£
T~
]
A
[al
E
=

Page 37

vocy
£0eN

0ogy
66TA

761Q

9.7

3

TL14

89TL

Ribosomal protein eS6

99TI
S9TN

19TV
0914
69TY
9STL
cSTM

8YIN

P11

e Molecule 56

5%

© - o — mm
~ Q D 0
= ~ (]

.

8%

36%

+

48%

Chain SG

3

~
o
=

<
[}
~

© N~ 0
© © ©
S > A

w0
©
o

[}
©
=

o
©
o

114
911

€10
(4]

SI
TN

2128

T91d

LSTA

vSTH
€GTA

PAAN
9VIN
SY1d

EVIN
{47458

(0458

8ETY

€ETT

TeTd

921a

4%

3

ozTa

€111

1111

L

9071
SOTN

€07Q
2coTA
TOTI

SETS

egecy

Ribosomal protein eS7

e Molecule 57

8%

35%

53%

Chain SH

S61

€6A
(4N

68D

184

v8d

T84

YL
€0

—
~
©n

691

© I~
©0 ©
>n‘I

T9I

1

€%1

O~ mmm ¢
(SIS ] o o
< 4 = = n

o
[
H 0

8T1d

~
—
[=}

TL1d
0LTA
691X

-

S9TN

€910

8STT

YSTI

TsT1Yd
1818

8¥11

SPTY
47420

6ETI

8€TH
LETS

90TY
SOTL

00TI

061d

S8TA
¥81Q

0871

9LIA

€LT4

Ribosomal protein eS8

e Molecule 58

11%

39%

46%

Chain SI

N
~
[3}

o
=
2]

698

©
©
wn

<
©
=

{41\

091

LSV
994

ass

TSN

0S8D

S - 00
= < &
==} @ >

8€1

9el

ey

e

scd

0zd

)
—
(&

<
=
=

+

]
-
m

Ty

o)
=]

[43)

1211
021d

81TV
LITX

A%

ey

88N

78N

Z8A
T8A
08a

1970

S9Th
vora

95TV

e Molecule 59

€STA
2STd

Ribosomal protein uS4

5%

3]
©
I'—'_

7%

10%

33%

45%

Chain SJ

[l
I>

cLd
TLT

—
©
)

894

2t

D O o
< 0 0
IH '-"I"I

R LDWIDE

~
<
B

M

v

< © N~ o
] oM M NA
= (] i

(4338

621

9za

x4

114

€Th

oty
60

.
3I

O
PROTEIN DATA BANK

W

erbDeBe

EMDataBank

Unified Data Resource for J0EM



3J7P

=
@]
o
Q
aat
>
~
<
g
g
=
N
=
.2
]
<
°
G
=
o)
=
]
=
~
o
<
=
=
~
-
=
<
an)
<
=
a
=
£
T~
an)
A
[al
E
=

Page 38

(4498

GETI

PITA
€110

TTT0

60TYH

1

S0Td

e Molecule 60: Ribosomal protein eS10

€073

11

TOTH

L61

61
€63

1
i

98A

€84

084

©
~
=

LY
SLN

€24

SLTY

€LTA

[4°)%:

09718

LSTI

2S1d

67TA

LvTd
9¥%1S

4450

41%

w0 ~ 2]
%) %) 0
I‘:I»I&-

8%

25%

24%

Chain SK:

69M
894

7oM

egx
[4:y!
188

8YV

Eizl
SPA
YvH

Tvd

Lea

ved

[43:

0ed
6CH

<
[}
=

LTA

T2
ozA

3
L

ST1

- oM
@ 0
A=A

CIA
T1I
0Ty

SH

EW

T

N
)
I<I

o
o
=

0
o
=

e Molecule 61: Ribosomal protein uS17

11%

1

30%

© mm 0
3: < [T} Tl
= = o >

53%

Chain SL:

981
S8L
8y
08I
9LA

€L1

SON

I

T9d
090
693

LS

-
®
=]

~ ©
o N
(==

e Molecule 62: Ribosomal protein eS12

{44

o
wn N~ o -

3]
<

TSTL

I

9YTL

45
€Y1

PN
ovTd

GETS

€ETd
CETY

8CTA

SCTI

STTd

€TTT
CITH
TTTA

3

L0TX
90TH

vOTyd
€014

1078

664

L6d

©
1)
=1

8%

14%

+

43%

35%

Chain SM:

3

[J
~
i

™
~
o

TL3

691

L9V

S9A

Tk
09N

pas(cl

4:0\]
TSA
0S80

LvV

1344
(U728

Led

~ 0 o S
N N o
HiE A 2}

Ssev
YTl

et
114

610
811
L1V
9TL

€1d
(437

verI
13428

611D

L1713
9TTH
ST1D

TTIA
0TTA

oo
D
o

£63%

0O
i
[P
j=}
=
]
)
o
—
(oF
=
g
Q
n
o
=
ol
o)
Ne)
g
=
O
=L
=
[

069
68A

184
989
S8

€84

780

6LA

9%

22%

66%

Chain SN:

TTTV

80Ta

3

1

m e

vvis

95d

LET

vex

Tea

L2y

SCM

TETL

6CTA

1274

very

+

8TTI

e Molecule 64: Ribosomal protein uS11

9171
STTT
7174

. 10%

10%

28%

48%

Chain SO:

RLDWIDE
EMDataBank

Unified Data Resource for J0EM

O

PROTEIN DATA BANK

W



3J7P

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 39

T8A

1€1Q

e Molecule 65: Ribosomal protein uS19

9CTI

-

9TTT

Y118

(494

34%

6%

21%

36%

Chain SP:

981

134
ovYd
B6EY

+

Ted

ST

61D

LIA

<
=
X

€14

=
v B3] —

0
Zl

L6&

v6A

68N

e Molecule 66: Ribosomal protein uS9

5%

30%

58%

Chain SQ:

0LA
694
891
19a

£94

1

Ly1

vvd

€eN

0€D

+
ehH

CTTA

1749

0% TH

8¢Td

e Molecule 67: Ribosomal protein eS17

SeTd
¥Z1d
€21a
6111

911d

€171

TITI

60T

901X

[doxc

664

T8
18I

10%

33%

53%

Chain SR:

3

Lea

o <
NN
e

TCA
0ZA

e Molecule 68: Ribosomal protein uS13

9TI

OTY

S

<
[}
IWF

8¢T4d
LTIN

SCTD

2cTd

0ZTL

8110

T114
0T1a

80TT
LOTH

SOTW

€01
20Tl

D
D
[=]

10%

11%

28%

48%

Chain SS:

<
9]
.m

D O
o O
A=

S8N
781
£84

180
08d

891

7oA
€94

193

isic

3

Wy
(0729

+

62V

+

~
o
<<

IIo
« ..II.-
H

8TL
LIN

w
2
I>I

€11
(498
TTH

=
3

e Molecule 69: Ribosomal protein eS19

8%
L3

(a4
Tv1d

6ETL
8ETL

9€TL

€eTD
ety
TETA

LTTM

€211

0CTH
61TV

€T1Y

1111

L0711

€071

16D

10%

30%

55%

Chain ST:

O

R LDWIDE

PROTEIN DATA BANK

W

EMDataBank

Unified Data Resource for J0EM



3J7P

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 40

0 <
© ~
> [

8GV

[gan
j2°28
[Tesa ]

TSN

~ o o
o &
A A

8€X

Iﬁ‘f
o
=

ced

-
o
A

® o)
3] N
I"‘1=‘I

124

©
—
=1

o o
- —
= o

©
[=]

<"m-
=B

8ETA

SETV
YETI

CETa

1219

TeTe

Ll

CITH

T0TH

©
D
(7]

ved
£6S

1

88IH

98N

o
i
n
=
k=
L
+—
]
=
o
=
g
@)
n
o
2
/~
S
<
=
=
[}
=
=
[ J

©
~
|z

13%

6%

27%

N M WO N O
[rolTe Yo T Yo I T) © Q
VCAEEE A o

55%

<I'+O
lN ..
= =]

Chain SU:

€6S
C6H

06a

+

%8I

SN
[k
LD
0D

891

673

L7N

e Molecule 71: Ribosomal protein eS21

811a
YITA
e11d
TITA
T11d
1073
20Tl

161

13%

27%

59%

Chain SV:

o
IZQI

818

e Molecule 72: Ribosomal protein uS8

9%

30%

+

58%

3

e Molecule 73: Ribosomal protein uS12

Chain SW:

2 )

26N
T6N

68M
883
1,84

6.4

9.8
SLI
YLA

19D

79I

%5a

2SI

1728
SvD
Y¥H

TV

9eY

T€8

6¢d

21

SCA
74l

LTV

(454
T

8V

62Td

9211

L7174

STTd

SOTL
Y011
€0TA

1074

[
[
o

L6y

61

8%

27%

+t

59%

+

e Molecule 74: Ribosomal protein eS24

Chain SX:

L6N

894

TSA
0SI

3

§¥s

B6EN

SEY

(4591

T

S1S

€11
(45’8
7y

N S
(&} o

SETH
YETR
€ETT

0€TT

8CTA

SCTA

€CTA

8TTA

STTI

€11

LOTH

701D
€0TV

664

- 5%

13

9%

31%

53%

Chain SY:

ved

YL

CcLd
TLD

L99
999

914

c1d

€a

EMDataBank

Unified Data Resource for J0EM

O

R LDWIDE

PROTEIN DATA BANK

W



Page 41 wwPDB/EMDataBank EM Map/Model Validation Summary Report

3J7P

K116
G119
T120
A121

el

e Molecule 75: Ribosomal protein es25

K88
H89
R9O
R93
H94
G95
L96
Y97
E98
K99
K101
R104
R107
K108

Chain SZ: 36% 18% 6% 20%
a ] = 4 A= =] < @ <
- o = £ B4 B o B o= £
e Molecule 76: Ribosomal protein eS26
. I
Chain Sa: 70% 13% . 15%

A35
141
N43

— o
0
=)

N25
A61

O mm N . N~ 0 ~
0 = = o 2 > 8 [
= ~ - ~ (=N [

e Molecule 77: Ribosomal protein eS27

Chain Sh: 80% 18% -

o 0
Q| (@ II:E -
~ =] ©n

e Molecule 78: Ribosomal protein eS28

R81
Q83
H84

D6
|
E14
|
R17
|
Q26
]
D34
|
Cc37
1
Fa7
548
|
G58

Chain Sc: 72% 17% %

) O -
wn N~ - N N © ©
E2Fc & B o [ ]

e Molecule 79: Ribosomal protein uS14

[ESS)

<
[l
R

R40
R51

4
0
A

Chain Sd: 71% 18% . 7%

© I~

e Molecule 80: Ribosomal protein eS30

©
N
=

R12
L30
F43

)
—
<

R40
D56

R32

Chain Se: 32% 9% . 57%

O 00w O R
e e et S Tl I 1 1 563
o £ = X B4 ~ ~o > ~ 53 ©

e Molecule 81: Ribosomal protein eS31

WO RLDWIDE

PROTEIN DATA BANK

EMDataBank

Unified Data Resource for J0EM



3J7P

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 42

54%

6% -

12%

27%

Chain Sf:

EVINA

1710
(7493

LETA
9ETd
SETH

CETN
TeTd

9T

0zTd
61TH

Ll

(435

90TX

00TT
663

+

Sed

L

€834

e Molecule 82: Ribosomal protein RACK1

CSTH
TSIN

15%

82%

O:H
<
I’”

1

Chain Sg:

1918
091S

Sv1a
v1a
€7D
(47298
1711
6ETH
EETN
SeTY

8114

911d

Ll

00TH
664

0 N~
o o
(2=

¥8a
£8M

v.La

Imq‘-
Mo

90€T
PLTAN
v6ca

982D
5820

€82d

892a

6%20

veca

622l

9CCH

198

061D

L8TN

2810

L9178

€9Td

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W

EMDataBank

Unified Data Resource for J0EM



Page 43 wwPDB/EMDataBank EM Map/Model Validation Summary Report 3J7P

4 Experimental information (i)
Property Value Source
Reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, Not provided Depositor
Number of particles used 36667 Depositor
Resolution determination method | FSC 0.143 Depositor
CTF correction method Each particle Depositor
Microscope FEI TITAN KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /A”) 27 Depositor
Minimum defocus (nm) 2500 Depositor
Maximum defocus (nm) 3500 Depositor
Magnification 104478 Depositor
Image detector FEI FALCON II (4k x 4k) Depositor
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5 Model quality (i)

5.1 Standard geometry (i)

Bond lengths and bond angles in the following residue types are not validated in this section: ZN,
MG

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 | py/q7 47| >2 RMSZ L4 Z| >2
1 5 0.64 75/87792 (0.1%) 1.12 | 729/136945 (0.5%)
10 G 0.76 4/1966 (0.2%) 1.09 14/2645 (0.5%)
11 H 0.77 3/1537 (0.2%) 1.17 10/2066 (0.5%)
12 I 0.66 1/1753 (0.1%) 111 12/2343 (0.5%)
13 ] 0.63 1/1382 (0.1%) 1.04 12/1849 (0.6%)
14 K 1.04 | 11/1154 (1.0%) | 1.78 54/1555 (3.5%)
15 L 0.70 2/1734 (0.1%) 1.12 15,2318 (0.6%)
16 M 0.76 2/1152 (0.2%) 1.11 5/1539 (0.3%)
17 N 0.84 4/1746 (0.2%) 1.33 23/2338 (1.0%)
18 O 0.72 3/1684 (0.2%) 1.10 12/2251 (0.5%)
19 P 0.74 2/1268 (0.2%) 1.10 9/1701 (0.5%)
2 7 0.54 1,/2858 (0.0%) 0.96 9/4455 (0.2%)
20 Q 0.69 0/1530 1.35 31/2041 (1.5%)
21 R 0.79 3/1524 (0.2%) 1.27 20/2013 (1.0%)
22 S 0.95 8/1493 (0.5%) 1.30 19/2002 (0.9%)
23 T 0.67 1/1326 (0.1%) 1.04 7/1770 (0.4%)
24 U 0.63 1/822 (0.1%) 1.03 3/1103 (0.3%)
25 v 0.89 47993 (0.4%) 1.11 7/1332 (0.5%)
26 W 0.71 0/541 1.23 5/720 (0.7%)
27 X 0.64 0/993 1.09 10/1334 (0.7%)
28 Y 0.72 0/1132 1.24 19/1504 (1.3%)
29 Z 0.63 0/1130 1.11 10/1507 (0.7%)
3 8 0.68 3/3701 (0.1%) 1.19 42/5766 (0.7%)
30 a 0.93 6/1192 (0.5%) 1.37 17/1591 (1.1%)
31 b 0.88 2/620 (0.3%) 1.17 5/819 (0.6%)
32 c 0.70 0/742 1.14 5/996 (0.5%)
33 d 0.84 3/903 (0.3%) 1.37 16/1216 (1.3%)
34 e 0.90 3/1071 (0.3%) 1.23 15/1429 (1.0%)
35 f 1.01 2/895 (0.2%) 1.34 17/1198 (1.4%)
36 g 0.65 0/916 1.08 5/1220 (0.4%)
37 h 0.63 0/1023 1.21 14/1350 (1.0%)
38 i 0.63 0/843 1.20 8/1115 (0.7%)
o
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. Bond lengths Bond angles
Mol | Chain | ¢\ g7 #|Z| >2 RMSZ 4| Z| >2
39 j 0.97 1/721 (0.1%) 1.43 11/953 (1.2%)
4 A 0.80 3/1906 (0.2%) 1.26 21/2556 (0.8%)
40 k 0.59 0/575 0.97 1/761 (0.1%)
41 1 0.70 0/454 1.14 4/599 (0.7%)
42 m 0.55 0/435 0.95 1/575 (0.2%)
43 n 0.49 0/223 1.01 0/284
44 0 0.64 0/864 1.27 8/1140 (0.7%)
45 p 0.64 1/718 (0.1%) 1.01 3/953 (0.3%)
46 q 0.81 7/1580 (0.4%) 1.35 37/2133 (1.7%)
47 r 0.68 0/1017 1.12 8/1365 (0.6%)
48 4 0.99 20,/6804 (0.3%) 1.41 93/9189 (1.0%)
49 S2 0.65 37/41243 (0.1%) 1.14 330/64257 (0.5%)
5 B 0.81 8/3214 (0.2%) 1.16 25/4308 (0.6%)
50 SA 0.94 4/1679 (0.2%) 1.06 6/2283 (0.3%)
51 SB 0.89 6/1753 (0.3%) 1.15 14/2350 (0.6%)
52 SC 0.99 8/1726 (0.5%) 1.11 9/2332 (0.4%)
53 SD 1.39 12/1793 (0.7%) 1.10 9/2414 (0.4%)
54 SE 0.83 8/2118 (0.4%) 0.98 7/2849 (0.2%)
55 SF 0.74 1/1531 (0.1%) 1.08 9/2059 (0.4%)
56 SG 0.97 9/1946 (0.5%) 1.03 9/2590 (0.3%)
57 SH 0.73 2/1544 (0.1%) 1.02 8/2068 (0.4%)
58 SI 0.97 8/1715 (0.5%) 1.12 12/2287 (0.5%)
59 SJ 1.07 12/1550 (0.8%) 1.28 16,/2069 (0.8%)
6 C 0.73 3/2973 (0.1%) 1.12 18/3990 (0.5%)
60 SK 0.75 1/851 (0.1%) 1.00 3/1147 (0.3%)
61 SL 0.85 5/1259 (0.4%) 1.09 7/1684 (0.4%)
62 SM 2.22 2/970 (0.2%) 1.21 8/1300 (0.6%)
63 SN 0.82 4/1232 (0.3%) 1.15 10/1656 (0.6%)
64 SO 1.18 7/1029 (0.7%) 1.38 12/1380 (0.9%)
65 SP 1.52 6/816 (0.7%) 1.29 8/1084 (0.7%)
66 SQ 0.72 2/1142 (0.2%) 1.01 8/1528 (0.5%)
67 SR 0.81 5/1060 (0.5%) 1.02 2/1421 (0.1%)
68 5SS 0.66 1/1157 (0.1%) 1.18 13/1548 (0.8%)
69 ST 0.67 2/1119 (0.2%) 1.08 7/1499 (0.5%)
7 D 0.73 2/2426 (0.1%) 1.23 26/3252 (0.8%)
70 SU 0.94 4/828 (0.5%) 0.96 1/1112 (0.1%)
71 SV 0.73 0/631 0.97 0/844
72 SW 1.06 6,/1051 (0.6%) 1.22 5/1406 (0.4%)
73 SX 0.99 6/1118 (0.5%) 1.12 12/1493 (0.8%)
74 SY 1.63 5/1040 (0.5%) 1.11 9/1382 (0.7%)
75 SZ 0.56 0/604 0.87 0/810
76 Sa 0.81 1/794 (0.1%) 1.25 5/1065 (0.5%)
7 Sb 0.59 0/665 0.90 0/891
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. Bond lengths Bond angles

Mol | Chain | ¢\ g7 #|Z| >2 RMSZ 4| Z| >2

78 | Sc | 068 0,508 1.13 17680 (0.6%)

79 | Sd | 0.79 0,/445 1.12 1/589 (0.2%)

8 E 0.73 | 5/1941 (0.3%) 1.21 20,2601 (0.8%)
80 | Se | 0.72 1/458 (0.2%) 1.16 5/602 (0.8%)

81 Sf 1.08 6,/593 (1.0%) 1.57 12/786 (1.5%)
82 | Sg | 0.80 | 11,2493 (0.4%) | 0.89 8/3394 (0.2%)

9 F 0.80 | 2/1905 (0.1%) 127 | 27/2539 (1.1%)
All | ALl | 075 |379/237633 (0.2%) | 1.15 | 2051/343088 (0.6%)

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 5 0 154
10 G 0 3
11 H 0
12 I 0 4
13 J 0 2
14 K 0 5
15 L 0 5
16 M 0 4
17 N 0 11
18 O 0 3
19 P 0 1
2 7 0 2
20 Q 0 5
21 R 0 6
22 S 0 11
23 T 0 2
24 U 0 2
25 \Y 0 3
26 W 0 1
27 X 0 1
28 Y 0 4
3 8 0 11
30 a 0 9
31 b 0 1
32 c 0 2
33 d 0 4
34 e 0 4

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

Mol | Chain | #Chirality outliers | #Planarity outliers
35 f 0 2
36 g 0 1
37 h 0 3
38 i 0 3
39 j 0 4

4 A 0 6
40 k 0 1
44 0 0 6
45 p 0 1
46 q 0 7
47 r 0 5
48 4 0 40
49 S2 1 66

5 B 0 13
50 SA 0 2
51 SB 0 4
52 SC 0 4
53 SD 0 3
54 SE 0 2
55 SF 0 1
57 SH 0 1
58 SI 0 6
29 SJ 0 2

6 C 0 5
60 SK 0 1
61 SL 0 4
62 SM 0 3
63 SN 0 1
64 SO 0 1
65 SP 0 1
66 SQ 0 1
67 SR 0 2

7 D 0 8
70 SU 0 1
71 SV 0 2
72 SW 0 2
73 SX 0 2
74 SY 0 1
75 SZ 0 1
76 Sa 0 1
7 Sh 0 1
79 Sd 0 2

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

Mol | Chain | #Chirality outliers | #Planarity outliers
8 E 0 12
81 St 0 4
9 F 0 5
All All 1 507

The worst 5 of 379 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
62 SM 58 | GLU | CD-OE1 | 64.43 1.96 1.25
93 SD 216 | GLU | CD-OE1 | 43.67 1.73 1.25

1 3 1823 G 03-P | 41.55 2.11 1.61
74 SY 86 | GLU | CD-OE2 | 39.60 1.69 1.25
65 SP 21 ASP | CG-OD1 | 30.90 1.96 1.25

The worst 5 of 2051 bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
48 4 699 | GLY CA-C-N -32.10 46.58 117.20
48 4 699 | GLY C-N-CA | -28.33 50.88 121.70
48 4 768 | GLY O-C-N 21.39 156.93 122.70
72 SW 117 | ARG | NE-CZ-NH2 | -20.64 109.98 120.30
46 q 205 | ASP CA-C-N -20.22 72.71 117.20

All (1) chirality outliers are listed below:

Mol | Chain | Res | Type | Atom
49 S2 1109 C cr

5 of 507 planarity outliers are listed below:

Mol | Chain | Res | Type | Group
1 5 22 G Sidechain
1 5 31 U Sidechain
1 5 42 A Sidechain
1 5 43 U Sidechain
1 5 53 C Sidechain

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

WO RLDWIDE

£x

PROTEIN DATA BANK


http://wwpdb.org/validation/2016/EMValidationReportHelp#close_contacts

Page 49 wwPDB/EMDataBank EM Map/Model Validation Summary Report 3J7P

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 D 78486 0 39660 10326 0
2 7 2558 0 1296 309 0
3 8 3314 0 1683 481 0
4 A 1868 0 1959 159 0
) B 3147 0 3280 216 0
6 C 2919 0 3100 160 0
7 D 2380 0 2412 174 0
8 E 1904 0 2055 132 0
9 F 1870 0 1996 174 0

10 G 1934 0 2086 132 0
11 H 1518 0 1601 87 0
12 I 1713 0 1752 106 0
13 J 1359 0 1389 73 0
14 K 1140 0 1189 283 0
15 L 1703 0 1818 75 0
16 M 1131 0 1209 68 0
17 N 1701 0 1749 118 0
18 O 1651 0 1786 87 0
19 P 1242 0 1269 o4 0
20 Q 1506 0 1623 80 0
21 R 1508 0 1664 104 0
22 S 1454 0 1496 121 0
23 T 1298 0 1366 75 0
24 U 808 0 831 25 0
25 \% 979 0 1039 53 0
26 W 928 0 041 52 0
27 X 976 0 1053 37 0
28 Y 1115 0 1205 62 0
29 Z 1107 0 1182 49 0
30 a 1163 0 1211 0 0
31 b 610 0 650 0 0
32 ¢ 732 0 769 0 0
33 d 888 0 930 0 0
34 e 1053 0 1147 0 0
35 f 876 0 912 0 0
36 g 906 0 1002 0 0
37 h 1015 0 1149 0 0
38 1 832 0 917 0 0
39 j 706 0 743 0 0
40 k 569 0 637 0 0
41 1 444 0 483 0 0

Continued on next page...

WO RLDWIDE

£x

PROTEIN DATA BANK



Page 50

wwPDB/EMDataBank EM Map/Model Validation Summary Report

3J7P
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
42 m 429 0 466 0 0
43 n 222 0 261 0 0
44 0 851 0 922 0 0
45 p 708 0 760 0 0
46 q 1556 0 1604 0 0
47 r 1001 0 1062 0 0
48 4 6673 0 6737 2045 0
49 S2 36900 0 18598 5189 0
50 SA 1642 0 1646 99 0
51 SB 1725 0 1797 76 0
52 SC 1690 0 1777 66 0
53 SD 1765 0 1865 95 0
o4 SE 2076 0 2177 74 0
95 SF 1509 0 1563 61 0
o6 SG 1923 0 2089 97 0
o7 SH 1521 0 1616 90 0
58 SI 1686 0 1772 102 0
59 SJ 1525 0 1640 95 0
60 SK 827 0 854 50 0
61 SL 1238 0 1315 57 0
62 SM 960 0 989 108 0
63 SN 1208 0 1294 55 0
64 SO 1016 0 1039 58 0
65 SP 805 0 861 25 0
66 SQ 1124 0 1193 47 0
67 SR 1047 0 1103 43 0
68 SS 1139 0 1191 76 0
69 ST 1101 0 1135 69 0
70 SU 818 0 883 25 0
71 SV 625 0 628 19 0
72 SW 1034 0 1080 48 0
73 SX 1099 0 1166 64 0
74 SY 1023 0 1090 54 0
75 SZ 598 0 656 16 0
76 Sa 781 0 830 0 0
7 Sb 651 0 672 0 0
78 Sc 506 0 236 0 0
79 Sd 434 0 427 0 0
80 Se 452 0 494 0 0
81 St 581 0 299 0 0
82 Sg 2436 0 2393 0 0
83 Sa 1 0 0 0 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
83 ] 0 0 0 0
83 m 0 0 0 0
83 0 0 0 0 0
84 4 0 0 0 0
84 d 118 0 0 0 0
84 7 D 0 0 0 0
84 8 4 0 0 0 0
84 P 0 0 0 0
84 S2 36 0 0 0 0
84 \% 0 0 0 0
All All 221686 0 166619 21521 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 61.

The worst 5 of 21521 close contacts within the same asymmetric unit are listed below, sorted by

their clash magnitude.

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
48:4:753:GLU:HA | 48:4:782:PHE:CE1 1.25 1.71
48:4:236:PHE:CE2 | 48:4:273:PHE:CZ 1.79 1.71
10:G:261:LEU:CD2 | 10:G:264:LYS:HE2 1.21 1.66
1:5:4413:C:H4’ 12:1:157:PHE:CE2 1.13 1.65
48:4:751:CYS:CB 48:4:755:VAL:HB 1.23 1.64

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 A 242/257 (94%) 203 (84%) 30 (12%) 9 (4%) 32
5 B 302/394 (100%) | 319 (81%) | 40 (10%) | 33 (8%) 1] |
Continued on next page...
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Continued from previous page...

Mol | Chain Analysed Favoured Allowed | Outliers | Percentiles
6 C 365/367 (100%) 304 (83%) | 46 (13%) | 15 (4%) 3] 29
7 D 290/297 (98%) 235 (81%) | 33 (11%) | 22 (8%) 1]f13
8 E 232/236 (98%) 150 (65%) | 51 (22%) | 31 (13%) )14
9 F 223/225 (99%) 190 (85%) | 23 (10%) | 10 (4%) 3] 27
10 G 239/266 (90%) 200 (84%) | 32 (13%) | 7 (3%) 5| 38
11 H 188/192 (98%) 164 (87%) | 20 (11%) | 4 (2%) 8l 45
12 I 211/213 (99%) 166 (79%) | 31 (15%) | 14 (7%) 1117
13 J 168/178 (94%) 137 (82%) | 23 (14%) | 8 (5%) 2] 25
14 K 147/163 (90%) 83 (56%) 31 (21%) | 33 (22%) )11
15 L 208/211 (99%) 172 (83%) | 25 (12%) | 11 (5%) 21 22
16 M 136/213 (64%) 118 (87%) | 16 (12%) | 2 (2%) 12] 52
17 N 201,/204 (98%) 172 (86%) | 23 (11%) | 6 (3%) 5| 37
18 0 199/204 (98%) 182 (92%) 14 (7%) 3 (2%) 12] 52
19 P 151/153 (99%) 140 (93%) 9 (6%) 2 (1%) 14 55
20 Q 185,/188 (98%) 160 (86%) | 20 (11%) | 5 (3%) 6| 40
21 R 178/196 (91%) 153 (86%) | 21 (12%) | 4 (2%) 8| 44
22 S 173/224 (77%) 146 (84%) | 24 (14%) | 3 (2%) 49
23 T 157/160 (98%) 128 (82%) | 26 (17%) | 3 (2%) 9| 47
24 U 97/128 (76%) 74 (76%) 21 (22%) | 2 (2%) 8| 45
25 \Y% 129/140 (92%) 112 (87%) | 14 (11%) | 3 (2%) 43
26 W 61/157 (39%) 57 (93%) 3 (5%) 1 (2%) 50
27 X 117/156 (75%) 108 (92%) 7 (6%) 2 (2%) 49
28 Y 132/145 (91%) 112 (85%) | 14 (11%) | 6 (4%) 27
29 Z 133/136 (98%) 113 (85%) | 15 (11%) | 5 (4%) 31
30 a 145/148 (98%) 111 (77%) | 26 (18%) | 8 (6%) 22
31 b 73/160 (46%) 58 (80%) 11 (15%) | 4 (6%) 22
32 c 92/115 (80%) 78 (85%) 10 (11%) | 4 (4%) 28
33 d 105/125 (84%) 85 (81%) 16 (15%) | 4 (4%) 31
34 e 126/135 (93%) 110 (87%) | 15 (12%) | 1 (1%) 22 65
35 f 107/110 (97%) 95 (89%) 7 (6%) 5 (5%) 26
36 g 112/117 (96%) 103 (92%) 7 (6%) 2 (2%) 10] 48
Continued on next page...
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Mol | Chain Analysed Favoured Allowed | Outliers | Percentiles
37 h 120/123 (98%) 102 (85%) 15 (12%)
38 i 100/105 (95%) 91 (91%) 7 (7%)
39 j 84/86 (98%) 67 (80%) 13 (16%)
40 k 67/70 (96%) 55 (82%) 7 (10%)
41 1 48/51 (94%) 42 (88%) 4 (8%)
42 m 50/128 (39%) 44 (88%) 6 (12%)
43 n 21/25 (84%) 21 (100%) 0
44 0 102/106 (96%) 85 (83%) 11 (11%)
45 p 89/91 (98%) 79 (89%) 9 (10%)
46 q 200/202 (99%) 133 (66%) 27 (14%)
47 r 123/125 (98%) 97 (79%) 20 (16%)
48 4 854/856 (100%) 754 (88%) 58 (7%)
50 SA 206/295 (70%) 176 (85%) 24 (12%)
51 SB 211/264 (80%) 170 (81%) 27 (13%)
52 SC 216/218 (99%) 189 (88%) 19 (9%)
53 SD 225/243 (93%) 170 (76%) 44 (20%)
54 SE 260/263 (99%) 202 (78%) 41 (16%)
55 SF 189/204 (93%) 160 (85%) 19 (10%)
26 SG 235/249 (94%) 194 (83%) 35 (15%)
57 SH 187/194 (96%) 143 (76%) 29 (16%)
58 SI 204/208 (98%) 176 (86%) 21 (10%)
29 SJ 183/194 (94%) 145 (79%) 24 (13%)
60 SK 96/165 (58%) 60 (62%) 26 (27%)
61 SL 150/158 (95%) 122 (81%) 21 (14%)
62 SM 122/124 (98%) 77 (63%) 25 (20%)
63 SN 148/151 (98%) 115 (78%) 28 (19%)
64 SO 134/151 (89%) 102 (76%) 18 (13%)
65 SP 94/145 (65%) 65 (69%) 18 (19%)
66 SQ 139/146 (95%) 112 (81%) 21 (15%)
67 SR 127/135 (94%) 95 (75%) 24 (19%)
68 SS 135/152 (89%) 104 (77%) 23 (17%)
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Mol | Chain Analysed Favoured Allowed | Outliers | Percentiles
69 ST 139/145 (96%) 116 (84%) 17 (12%)
70 SU 102/119 (86%) 80 (78%) 18 (18%)
71 SV 80/83 (96%) 63 (79%) 10 (12%)
72 SW 127/130 (98%) 112 (88%) 11 (9%)
73 SX 139/143 (97%) 116 (84%) 18 (13%)
74 SY 124/132 (94%) 92 (74%) 23 (18%)
75 SZ 73/125 (58%) 54 (74%) 13 (18%)
76 Sa 96/115 (84%) 74 (77%) 15 (16%)
7 Sb 81/84 (96%) 61 (75%) 15 (18%)
78 Sc 62/69 (90%) 46 (74%) 16 (26%)
79 Sd 50/56 (89%) 38 (76%) 9 (18%)
80 Se 55/133 (41%) 40 (73%) 14 (26%)
81 St 69/156 (44%) 39 (56%) 21 (30%)
82 Sg 311/317 (98%) 250 (80%) 45 (14%)
All All 12341/13747 (90%) | 10066 (82%) | 1613 (13%)

5 of 662 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
4 A 19 HIS
4 A 197 PRO
5 B 16 PHE
5 B 40 PRO
5 B 108 GLU

5.3.2 Protein sidechains ()

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.

PROTEIN DATA BANK

Mol | Chain Analysed Rotameric | Outliers | Percentiles |
4 A 187/199 (94%) 139 (74%) | 48 (26%) ml
5 B 335/335 (100%) 265 (79%) 70 (21%) 7
Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
6 C 305/305 (100%) 239 (78%) 66 (22%) |
7 D 246/250 (98%) 178 (72%) 68 (28%)
8 E 209/209 (100%) 158 (76%) 51 (24%)
9 F 194/194 (100%) 145 (75%) 49 (25%)
10 G 206/226 (91%) 158 (77%) 48 (23%)
11 H 169/171 (99%) 125 (74%) 44 (26%)
12 I 180/180 (100%) 135 (75%) 45 (25%)
13 J 143/149 (96%) 115 (80%) 28 (20%)
14 K 124/136 (91%) 98 (79%) 26 (21%)
15 L 176,/177 (99%) 135 (77%) 41 (23%)
16 M 116/160 (72%) 95 (82%) 21 (18%)
17 N 171/172 (99%) 129 (75%) 42 (25%)
18 O 172/174 (99%) 146 (85%) 26 (15%)
19 P 134/134 (100%) 112 (84%) 22 (16%)
20 Q 163/164 (99%) 132 (81%) 31 (19%)
21 R 159/175 (91%) 120 (76%) 39 (24%)
22 S 156/192 (81%) 121 (78%) 35 (22%)
23 T 139/140 (99%) 112 (81%) 27 (19%)
24 U 89/114 (78%) 67 (75%) 22 (25%)
25 \Y 101/107 (94%) 77 (76%) 24 (24%)
26 W 55/126 (44%) 42 (76%) 13 (24%)
27 X 107/133 (80%) 89 (83%) 18 (17%)
28 Y 124/135 (92%) 96 (77%) 28 (23%)
29 7 117/118 (99%) 94 (80%) 23 (20%)
30 a 119/120 (99%) 102 (86%) 17 (14%)
31 b 63/123 (51%) 45 (71%) 18 (29%)
32 c 79/97 (81%) 60 (76%) 19 (24%)
33 d 98/110 (89%) 66 (67%) 32 (33%)
34 e 114/121 (94%) 89 (78%) 25 (22%)
35 f 88/89 (99%) 73 (83%) 15 (17%)
36 g 98/100 (98%) 79 (81%) 19 (19%)
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
37 h 109/110 (99%) 92 (84%) 17 (16%)
38 i 86/89 (97%) 71 (83%) 15 (17%)
39 j 73/73 (100%) 60 (82%) 13 (18%)
40 k 64/65 (98%) 52 (81%) 12 (19%)
41 1 47/48 (98%) 39 (83%) 8 (17%)
42 m 48/116 (41%) 34 (71%) 14 (29%)
43 n 22/24 (92%) 17 (77%) 5 (23%)
44 0 92/94 (98%) 70 (76%) 22 (24%)
45 p 74/74 (100%) 61 (82%) 13 (18%)
46 q 170/170 (100%) 133 (78%) 37 (22%)
47 r 109/109 (100%) 86 (79%) 23 (21%)
48 4 728/728 (100%) 586 (80%) | 142 (20%)
50 SA 174/245 (71%) 141 (81%) 33 (19%)
51 SB 194/231 (84%) 164 (84%) 30 (16%)
52 SC 184/184 (100%) 148 (80%) 36 (20%)
53 SD 190/202 (94%) 163 (86%) 27 (14%)
54 SE 224/225 (100%) 180 (80%) 44 (20%)
55 SF 161/170 (95%) 128 (80%) 33 (20%)
26 SG 207/218 (95%) 171 (83%) 36 (17%)
57 SH 169/174 (97%) 149 (88%) 20 (12%)
58 SI 178/180 (99%) 148 (83%) 30 (17%)
59 SJ 161/168 (96%) 128 (80%) 33 (20%)
60 SK 89/136 (656%) 68 (76%) 21 (24%)
61 SL 136/142 (96%) 116 (85%) 20 (15%)
62 SM 104/104 (100%) 76 (73%) 28 (27%)
63 SN 130/131 (99%) 101 (78%) 29 (22%)
64 SO 106/119 (89%) 83 (78%) 23 (22%)
65 SP 88/130 (68%) 73 (83%) 15 (17%)
66 SQ 117/121 (97%) 100 (86%) 17 (14%)
67 SR 117/121 (97%) 102 (87%) 15 (13%)
68 SS 119/132 (90%) 97 (82%) 22 (18%)
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Continued from previous page...

Mol | Chain Analysed Rotameric | Outliers | Percentiles
69 | ST | 112/115 (97%) | 89 (80%) | 23 (20%) |
70 SU 94/107 (88%) 84 (89%) 10 (11%)

71 SV 66/67 (98%) 53 (80%) 13 (20%)
72 SW 112/113 (99%) 93 (83%) 19 (17%)
73 SX 113/115 (98%) 97 (86%) 16 (14%)
74 SY 108/114 (95%) 86 (80%) 22 (20%)
75 SZ 66/103 (64%) 55 (83%) 11 (17%)
76 Sa 85/98 (87%) 76 (89%) 9 (11%)
7 Sb 75/76 (99%) 64 (85%) 11 (15%)
78 Sc 57/62 (92%) 43 (75%) 14 (25%)
79 Sd 45/48 (94%) 35 (78%) 10 (22%)
80 Se 46/105 (44%) 35 (76%) 11 (24%)
81 St 64/140 (46%) 45 (70%) 19 (30%)
82 Sg 272/275 (99%) 242 (89%) 30 (11%)
All All 10721/11706 (92%) | 8570 (80%) | 2151 (20%)

5 of 2151 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
31 b 7 HIS
44 0 99 ARG
72 SW 56 HIS
32 ¢ 66 LEU
36 g 66 ARG

Some sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 296 such
sidechains are listed below:

Mol | Chain | Res | Type
30 a 66 ASN
42 m 109 ASN
72 SW 82 GLN
31 b 12 GLN
34 e 126 ASN

5.3.3 RNA (D
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Mol | Chain Analysed Backbone Outliers | Pucker Outliers
1 5 3645/3664 (99%) 1616 (44%) 0
7 119/120 (99%) 31 (26%) 0
3 8 155/156 (99%) 61 (39%) 0
49 S2 1716,/1742 (98%) 745 (43%) 0
All All | 5635/5682 (99%) 2453 (43%) 0

5 of 2453 RNA backbone outliers are listed below:

Mol | Chain | Res | Type
1 5 2 G
1 5 5 A
1 5 6 C
1 5 8 U
1 5 12 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 carbohydrates in this entry.

5.6 Ligand geometry (i)

Of 170 ligands modelled in this entry, 170 are monoatomic - leaving 0 for Mogul analysis.

There are no bond length outliers.

There are no bond angle outliers.

There are no chirality outliers.

There are no torsion outliers.

There are no ring outliers.

No monomer is involved in short contacts.

5.7 Other polymers (i)

There are no such residues in this entry.
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5.8 Polymer linkage issues (i)

There are no chain breaks in this entry.
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