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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 6.10 A.

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

Metric Percentile Ranks Value
Clashscore 0 . 23
Ramachandran outliers 0 D 4.3%
Sidechain outliers I 0 N 7.6%
RNA backbone I ([ 0.50
Worse Better

0 percentile relative to all structures

[l Percentile relative to all EM structures

Metric 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 25 3395 34% 52% 10%
2 8S 158 32% 56% 9%
3 55 121 36% 60% 5%
4 L1 217 41% 47% 6% = 6%
5 L2 254 37% 57% 6% -
6 L3 387 44% 51% 5%
7 L4 362 47% 45% 8%
8 L5 297 54% 40% 6%

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
9 L6 176 45% 38% o6 - 11%
10 L7 244 38% 46% T 9%
11 L8 256 46% 39% o6 w 9%
12 L9 191 48% 46% To%
13 50 221 45% 46% 5% 5%
14 51 174 49% 44% e
15 53 199 46% 43% T ..
16 54 138 55% 40% o
17 55 204 43% 50% “o%
18 56 199 2% 50% 7% .
19 57 184 7% 48% o
20 58 186 51% 44% 5% -
21 59 189 43% 53% o
22 60 172 7% 48% 506 -
23 61 160 46% 4% 9%
24 62 121 42% 38% 17%
25 63 137 40% 55% o
26 64 155 20% 18% 61%
27 65 142 2% 38% 6% 15%
28 66 127 56% 41% .
29 67 136 51% 46% s
30 68 149 39% 53% 7% .
31 69 59 2% 47% T -
32 70 105 34% 54% T
33 71 113 40% 50% % .
Continued on next page...
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Continued from previous page...

Mol | Chain | Length Quality of chain
34 72 130 48% 4% 5o -
35 73 107 56% 36% % .
36 74 121 31% 579% T
37 75 120 42% 53% o
38 76 100 52% 43% o
39 7 88 43% 51% o
40 78 78 54% 38% “o% -
41 79 51 39% 57% Y
42 80 128 20% 18% 59%
43 81 25 56% 36% Tew
44 82 106 48% 41% 8%
45 83 92 38% 57% o
46 1S 1798 35% 51% 13%
47 S0 252 36% 40% 6% 18%
48 S1 255 33% 1% 10% 16%
49 S2 254 47% 35% 15%
50 S3 240 53% 34% 5% . 1%
51 S4 261 39% 54% T%
52 SH 225 44% 43% 5% 8%
23 S6 236 53% 39% T
54 ST 190 39% 51% “6% ..
55 S8 200 43% 47% 5% 6%
56 S9 197 34% 53% T6% - 6%
57 10 105 29% 53% Tow - 9%
58 11 156 51% 2% 5% -

WO RLDWIDE

PROTEIN DATA BANK

Unified Data Resource for J0EM

Continued on next page...



Page 5 wwPDB/EMDataBank EM Map/Model Validation Summary Report 3J6Y

Continued from previous page...

Mol | Chain | Length Quality of chain
59 12 143 34% 2% 0% . 13%
60 13 151 49% 4% “6% -
61 14 137 44% 44% T
62 15 142 46% 35% Te% | 1%
63 16 143 37% 55% “6% o
64 17 136 38% 40% 10% 12%
65 18 146 42% 48% T o
66 19 144 46% 49% 5% -
67 20 121 33% 49% T 2%
68 21 87 49% 41% Tow
69 22 130 32% 59% “en -
70 23 145 39% 52% “en .
71 24 135 46% 50% o
72 25 108 23% 31% 9% 35%
73 26 119 21% 45% 10% 18%
74 27 82 59% 35% 506 -
75 28 67 37% 55% 6%
76 29 56 68% 25% E%
7 30 63 40% 46% Tlo% 5%
78 31 152 30% 4% 53%
79 RA 319 49% a7% o
80 IR 201 99%
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2 Entry composition (i)

There are 80 unique types of molecules in this entry. The entry contains 204247 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 25S ribosomal RNA.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
1 25 3308 70742 31596 12731 23107 3308 0 0
e Molecule 2 is a RNA chain called 5.8S ribosomal RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
2 85 158 3354 1500 586 1110 158 0 0
e Molecule 3 is a RNA chain called 5S ribosomal RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
3 55 121 2580 1152 461 846 121 0 0
e Molecule 4 is a protein called 60S ribosomal protein L1.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4| M 204 1609 1031 279 290 9 0 0
e Molecule 5 is a protein called 60S ribosomal protein L2.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o L2 252 1918 1193 389 335 1 0 0
e Molecule 6 is a protein called 60S ribosomal protein L3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
6 L3 386 3082 1956 584 534 8 0 0
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e Molecule 7 is a protein called 60S ribosomal protein L4.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 L4 361 2750 1730 522 495 3 0 0
e Molecule 8 is a protein called 60S ribosomal protein L5.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 L5 296 2376 1501 414 459 2 0 0
e Molecule 9 is a protein called 60S ribosomal protein L6.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
) L6 156 1240 800 222 217 1 0 0
e Molecule 10 is a protein called 60S ribosomal protein L7.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
10 L7 222 1785 1151 324 309 1 0 0
e Molecule 11 is a protein called 60S ribosomal protein LS.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
I L8 233 1818 1159 326 330 3 0 0
e Molecule 12 is a protein called 60S ribosomal protein L9.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
12 L9 191 1519 963 274 278 4 0 0
e Molecule 13 is a protein called 60S ribosomal protein L10.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 50 211 1718 1089 325 298 6 0 0

e Molecule 14 is a protein called 60S ribosomal protein L11.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
14 ol 169 1354 847 253 250 4 0 0
e Molecule 15 is a protein called 60S ribosomal protein L13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
15 o3 193 1543 962 315 266 0

e Molecule 16 is a protein called 60S ribosomal protein L14.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 o4 136 1054 675 199 178 2 0 0
e Molecule 17 is a protein called 60S ribosomal protein L15.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
17 %5 203 1721 1077 361 282 1 0 0
e Molecule 18 is a protein called 60S ribosomal protein L16.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 56 197 1556 1003 289 263 1 0 0
e Molecule 19 is a protein called 60S ribosomal protein L17.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
19 57 183 1443 896 287 260 0

e Molecule 20 is a protein called 60S ribosomal protein L18.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
20 o8 185 1442 908 290 242 2 0 0

e Molecule 21 is a protein called 60S ribosomal protein L19.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
21 59 188 1522 935 326 261 0 0
e Molecule 22 is a protein called 60S ribosomal protein L20.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
22 60 172 1446 930 267 245 4 0 0
e Molecule 23 is a protein called 60S ribosomal protein L21.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
23| 61 159 1277 805 246 222 4 0 0
e Molecule 24 is a protein called 60S ribosomal protein L22.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
24 | 62 100 796 516 131 149 0 0
e Molecule 25 is a protein called 60S ribosomal protein L23.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 63 136 1004 628 189 180 7 0 0
e Molecule 26 is a protein called 60S ribosomal protein [.24.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
26 64 61 509 328 100 80 1 0 0
e Molecule 27 is a protein called 60S ribosomal protein L25.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 65 121 969 623 170 174 2 0 0

e Molecule 28 is a protein called 60S ribosomal protein L26.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
28 66 126 994 625 192 177 0 0
e Molecule 29 is a protein called 60S ribosomal protein L27.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
29 - 135 1093 710 202 181 0 0
e Molecule 30 is a protein called 60S ribosomal protein L28.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
30 08 148 1174 749 231 191 3 0 0
e Molecule 31 is a protein called 60S ribosomal protein L.29.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
31 69 o8 463 289 100 74 0
e Molecule 32 is a protein called 60S ribosomal protein L30.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
32 70 97 743 479 124 139 1 0 0
e Molecule 33 is a protein called 60S ribosomal protein L31.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
33 71 109 890 565 168 156 1 0 0
e Molecule 34 is a protein called 60S ribosomal protein L32.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
34 ? 127 1020 647 205 167 1 0 0

e Molecule 35 is a protein called 60S ribosomal protein L33.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
35 3 106 851 540 165 145 1 0 0
e Molecule 36 is a protein called 60S ribosomal protein L34.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
30 & 12 881 546 179 152 4 0 0
e Molecule 37 is a protein called 60S ribosomal protein L35.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3717 119 9070 615 186 168 1 0 0
e Molecule 38 is a protein called 60S ribosomal protein L36.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
38 | 716 % 772 481 156 133 2 0 0
e Molecule 39 is a protein called 60S ribosomal protein L37.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
39 77 87 682 414 148 115 5 0 0
e Molecule 40 is a protein called 60S ribosomal protein L38.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
40 s v 613 391 115 107 0

e Molecule 41 is a protein called 60S ribosomal protein L39.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
a n o0 437 272 97 66 2 0 0

e Molecule 42 is a protein called 60S ribosomal protein L40.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
42 80 52 418 259 &6 68 5 0 0
e Molecule 43 is a protein called 60S ribosomal protein L41.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
- 81 29 234 142 63 28 1 0 0
e Molecule 44 is a protein called 60S ribosomal protein L42.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
44 82 103 827 520 167 135 5 0 0
e Molecule 45 is a protein called 60S ribosomal protein L43.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4] 8 I 605 429 138 122 6 0 0
e Molecule 46 is a RNA chain called 18S ribosomal RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
46 1 13 I8L 1 37040 16965 6715 12488 1781 0 0
e Molecule 47 is a protein called 40S ribosomal protein SO.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
47 S0 206 1612 1034 285 291 2 0 0
e Molecule 48 is a protein called 40S ribosomal protein S1.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
48 S1 214 1709 1084 310 311 4 0 0

e Molecule 49 is a protein called 40S ribosomal protein S2.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
49 52 217 1635 1047 289 297 2 0 0
e Molecule 50 is a protein called 40S ribosomal protein S3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
50 S3 s 1734 1101 313 314 6 0 0
e Molecule 51 is a protein called 40S ribosomal protein S4.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
ol S4 260 2069 1316 389 361 3 0 0
e Molecule 52 is a protein called 40S ribosomal protein S5.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
52 | S5 206 1610 1007 300 300 3 0 0
e Molecule 53 is a protein called 40S ribosomal protein S6.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
53 S6 226 1820 1142 350 325 3 0 0
e Molecule 54 is a protein called 40S ribosomal protein S7.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
54 ST 184 1481 951 265 265 0
e Molecule 55 is a protein called 40S ribosomal protein S8.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
%5 58 188 1490 925 298 265 2 0 0

e Molecule 56 is a protein called 40S ribosomal protein S9.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
50 59 185 1494 943 289 261 1 0 0
e Molecule 57 is a protein called 40S ribosomal protein S10.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o7 10 96 817 529 133 153 2 0 0
e Molecule 58 is a protein called 40S ribosomal protein S11.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 | 1 155 1245 798 235 209 3 0 0
e Molecule 59 is a protein called 40S ribosomal protein S12.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
9 12 124 035 587 165 181 2 0 0
e Molecule 60 is a protein called 40S ribosomal protein S13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
60 13 150 1193 759 224 208 2 0 0
e Molecule 61 is a protein called 40S ribosomal protein S14.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
61 14 127 942 578 186 175 3 0 0
e Molecule 62 is a protein called 40S ribosomal protein S15.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
62 15 124 991 631 187 166 7 0 0

e Molecule 63 is a protein called 40S ribosomal protein S16.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
63 16 141 1106 708 203 195 0 0
e Molecule 64 is a protein called 40S ribosomal protein S17.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
64 17 120 965 603 183 177 2 0 0
e Molecule 65 is a protein called 40S ribosomal protein S18.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
65 18 145 1193 743 237 211 2 0 0
e Molecule 66 is a protein called 40S ribosomal protein S19.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
66 | 19 143 1113 694 208 209 2 0 0
e Molecule 67 is a protein called 40S ribosomal protein S20.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
67 20 107 856 539 156 160 1 0 0
e Molecule 68 is a protein called 40S ribosomal protein S21.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
08 21 87 685 420 125 138 2 0 0
e Molecule 69 is a protein called 40S ribosomal protein S22.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
69 22 129 1022 650 188 181 3 0 0

e Molecule 70 is a protein called 40S ribosomal protein S23.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
0 23 144 1122 708 220 192 2 0 0
e Molecule 71 is a protein called 40S ribosomal protein S24.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
7 24 134 1074 676 208 190 0 0
e Molecule 72 is a protein called 40S ribosomal protein S25.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
2 25 0 563 360 104 99 0 0
e Molecule 73 is a protein called 40S ribosomal protein S26.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3 26 97 769 475 160 129 5 0 0
e Molecule 74 is a protein called 40S ribosomal protein S27.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
& 21 81 611 382 110 114 5 0 0
e Molecule 75 is a protein called 40S ribosomal protein S28.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
& 28 63 498 306 99 92 1 0 0
e Molecule 76 is a protein called 40S ribosomal protein S29.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
76 29 53 444 275 92 73 4 0 0

e Molecule 77 is a protein called 40S ribosomal protein S30.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
[ 30 60 475 299 98 77 1 0 0
e Molecule 78 is a protein called 40S ribosomal protein S31.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
& 31 & 498 309 93 92 4 0 0

e Molecule 79 is a protein called Guanine nucleotide-binding protein subunit beta-like protein.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
™ | RA 318 2445 1546 419 472 8 0 0
e Molecule 80 is a RNA chain called TSV IRES mRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total P
R0 IR 198 103 193 0 198
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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: 25S ribosomal RNA

10%

=N MSWwON 00 — o <m0 oM
B M S IS S IS A S 0w n n w0 © © ©
So=wp<=pLa< < < O < O < < <

52%

34%

Chain 2S:

SLD

[)

oLy

3

SOV

vV

6ETD
8ETN

9€TH

CETD
TETD
0ETY

pras)
9210

vein

6710

Lyin

L6EY

S6EY

£6€N
{4550
T6EV

L8EY
98€V

i

28EN

0sen
6.€D
8LEY

vLev
E£LEV

89€D

oSy
€090
20S0n
TOSY
005D

S6%D
Y670

T6%V

S8

€870

Lyv0
N

€770

8EVY
LEVD
9EVY

TEVN

7%30

L DWIDE

SPDB

PROTEIN DATA BANK

W

EMDataBank

Unified Data Resource for J0EM


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

3J6Y

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 19

7880

S860

€86V
2860

LSOTY
9501
SSOTV

€501V
¢soTn
TS010
0S0TN

LY0TYV

9%0TV

0701V
6€0TN

9€0TV

veotn
€€0TN

620TD

1201V

F

T10TV

6001V
800TN

7001
€00TY

EETTV
CETTD
TETTD
ommﬂ<
L2T1D
wmmﬁo
ezcTIn
12110
6TTTID
8TTTID
9TT1D
STTTD
vITIn
€TTTD
43544
TI110
01710
60710
80TTN

LOTTD

SOTTV

2OTTY
TOTTD
00TTN
6601V

S60T0
76010
€601V

680TD
880TN
L8019
980TD
G80TV
7801V
€80TD
280TN
T80TN

6L0TV

3

v.L01T0
€010
TLOTD
TL0T0
04010

S90TV

S0TTV
voTTV
€0TTV

10210
0021V

86TTD
L6TTY

S6TTV
v6T1D
E€6TTV

16710

L

L8T1D

|

€8TTD
¢8IV
78110
08TTV

8LTTD

9LTTD
SLTTID

€LTTIN
CTLITD

0LTTY
69TTY

L9110

I

8STIV

F

ESTTV
C¢STTD
TSTIN
OSTTV

LYT1D

420

(4295
110
0%T1D

8ETTN
LETTD

SETTY
YETTD

68C1D

L8TTV
98CTV

821D

2.L210

69210

S92TN

€921V

1921

6SCTV

LSTTID

¥S¢10

TSCTV
0521

F

174
474921

[474%)

0veTV

veTcTd

paan)
9zT1d
SeeTv
¥ze1d
€TTTIV

0zein

L1287V
9121D
12451

€121
[4¥4a )
11210
orgIn

L0219

LTETD
9CETY

vzen
€TETD

TCETD

8TETV
L1ETV
9TETD

¥1e1d
€TETD
CIEeTD
TTETD

S62TH
Y621V

26210
T62TV
0621V

LIPTD
9T¥10

12545
€T¥ID
[4545]

60%TD
80%TD
LOWTY
90%TV
S0%TN
70¥1D
€07 1D
[404A%)

00% 1D

LBETD
96€TD
S6ETD
veetv
E£6ETY

69€TY

L9ETD

S9€TD
79€10

09€TD
6SE€TD
8SETD

YSETD

26YID

154745
6EVTN

Nmm.ﬁo
YEVID
EEVTIY
[434%)
TEVTD
omeD
\.Nw.s
€C¥T0
[444%0]
134745
6TVTV
8TVIV

9951V
S9STD
79510

09STH
6GSTV
8GSTV

¥ss10
€85TN

08S1D
67510
8¥S1D
LYSTD

SYSTV

6ESTY
8ESTD
LESTY
9ESTD
SESTY
vestv
€ESTN
CESTO

-

92s1N

€281

12819
0ZSTH

LISTD

€TSTD
1SN

0TSTH
60STY

LOSTD
9081V
S0STD
YOSTY

T0ST0
00STH
66%T0
86VTV

S6vTN
vevin

LEITY
9€91N
SE9TD
7E9TD

T€910
0€9TN
62910

42910
9291Nn
SCoTY
¥291D

2e91n
T29TY

81919
L1919
91910
ST9T0

CI9TV
T191D
0T9TD
60910

40910

091D
€091V
09TV

96510

€6STY
T6STD
T6STD
06STD

L8STY
98STD
S§8STO
831N

881D

981D

SLSTY
V.LSTO

TLSTV

69510
895TN

16910
06910

88910

78910

891N

6L9TV
81919

0L91D
69910
8991
L99TV
9991D
99910
991D

2991D
T991D
09910
65910

LS9TD
9591V

YS9TV
€991D

199170
0891
67910
8¥9TV
LY9TV
9%91D

EVOTY
cYoTY
wotn

86LTV

96.TD
S6.T0
76.L1D

T6LTID

06LTD
68LTD
88LTD
L8L1YV

§8.TN
¥8L1D
€8.L10
z8L10
18110
08LTD

SLLTD

€LLTD
cLLIn

99.TD

v9L1n

TOLTD
0941V

YSL1D
€8L1D

L¥LTD

¥vLID
€VLTD

8ELTD

TELTN

6TLIV
8CL1D
LTL1D

STLID

€TLIV
czTLIn

6TLTD
8TLTD

89819
L98TV
99810
G981V
7981V

T981D
09819
6981V
8981V
L5810
98810
§58TN

¢S98T1H
T98TD

L¥8TV
9¥81D

77810

8€8TH
LE8TN
9€81D

L

628TD
8T8TV
L2810
92810

T8N

L1819

vI8TV
€181V
(4535
1181
0T8TV
6081V

9081V

7081V
€08TD

0081V
66.LTYV

08610

8L6TV
L1670
9L61D

CTLETY
TL670

89619

99670

|

9G6TV

%3610

T961D

661D
8%61D
LV61D

vve1n
EV6TD
zveTn
19610
0¥61D
6E6TD

RLDWIDE

w_ 0

erpBe

PROTEIN DATA BANK

EMDataBank



3J6Y

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 20

§8020
78020
€802
¢80zn
18020
08020
6.02D
8L02D
L.02n
9.029

TL0TY

89020

65020

0502
6v0cy
8%02D
LyoTy
9¥0zn

vvozn
€¥02n
2v02d
Tv0Zn
ov0zn
6€02D

vsren
€g1en
(4154
TS120
0572
(4544
8¥Ten
Lviey

(4341

8ETCY
Le1en

YETTD

CETTO

0€TTD
62120

1454

(4424
T212D
ocrey
(1974
81120
L1V

STTZD

errey
zgrien
TT12D

80T2D

90TCY

62Ty
8zeey
122Td
9zeen
seeen
Yeeey
€zeey

Teeed

912ZH

4144
mﬁmm<
6022
80ceV
L0Tey
902TH
momwb
LB1TD
wmmmo
€61en
26120
Teren
06120
68120

18129
9812N
S8T2H
812N
€8TV
(42324
18120

6.120

LL1TD
9.12n
sitzn
¥.120

F

8912V
1,912V
9912V

2114

85TCY
LSTTH
9G120
) )

60€TY

LOETH

662CY

962CV
S62TY

L

06220
68c2n
88CCH

98220
¥8¢¢D

28zTTn

08TV

8.2T0

vL2en

2.LTTH
19k44
0Lzey
69z2n
8922N

99zeNn
9922

1922

65TV
8522N

¥scen
€£G62TH

182TH
082ZH

82D

92T
ST
Yveev

Tveen
0%ZTd

E€ETTY
[4%44

¥.€2D

TLETD
0L€TH
69€TH
89€TY
L9€TY
99€20
S9€20
¥9€TH
£9eey
29€TD

639€TD
8GETY
LSETY
9G€ETY
SGETH

SCETH

£2eTH

6S¥CY
eisiza )
LS¥TH
wm“md
6vvey
8¥¥TH
LY¥ey

Svvey
4444

(474743
154744

66€CY
86€TY

96€2D
S6€CD
¥6€CD
€6€TD

68€TO
88€TN

S8ETH

3
B

8CSTH

92STO
§TSTH

Tesen

81520
L1520

STS82Y

£1920

v0sen

€052

00sey
667N

L6ven

262D
1692V

68%2D
88¥CY

icizal
€8%2D

8.¥%20
LL¥TD
9.%20

TLven
0.L%2D
69%2D

L9¥TD
99¥2d

i

[4%i%4 4

2092

L6sen
9652n
S6SCY
76520
€692V
2652
T6SCV

98929

78929
£€892D

0832V
6.92D
8.52n

€L52D
TLSTD

0lszn

LSSeY

eiis(43)

€952n
¢s§sed

6%52D
8¥%52D

9¥52d
S¥52D

0vSey
6€92D

Lesen
9€STY
Sesey
Y€SCD

cegsen

0€52D
6csey

§L92D0

€L92V

0,929

8992n
1992V

S992Nn
992D
£€992D
2992
1992
0992

13

TS92H

9z

6€92D

LE9TY
9€9TY

veozn
€€92n
TEITD
Tegzn

0520

8v.Ley
Lvley
ovLey

vvlen
€bLey
Zv.L2D

ovLeY

689V
88920
18929
9892V
§892D

78920

6.92V
8.L92V

L182V

¥182D

16.2D
96.2D
S6.20

€6.2D
[47k4

68.20

L

¥8.L2H
£€8.20

08.L2V

8L.LTD
LLL2D

9..2D

0.LL2D
69.L2Y
89.2n
L9.2n
99.2n
99.20
¥9.20

[42x4

09420
6520

Lslen
95.2D

¥5.L2D
€5.2D

L68CV

S68TH

068TV

b

9882N
S$8820

€8820
2882N
882D

1.82H
9.82D
5,820
.82
€.820
2.8tV
1.82H

69820

19820
9982n
S982n

982N

69820
8982N
18820

5820
€582V

0582H
6¥820

N¢“ND
Le82Y
omﬂmo
€8Ty
[43:149)
182D

6282n
mmmwu
12820
028TY

29620

08629

LY62D

SY62H

£762H

162V

6E6TD

9E6TY
SE6TN

E€E6TY
ze6en
Te62D

i

12620
9268y
S26T0
vzeen

2T6TH

0z6zn
6162V

91620
ST620
¥1620
€1620

(114 §
60620
80629
L0629

S0620
vo6zn

10629

SEOEY
vmmmo
T€0€D
0€E0ED
620V

920€D

w2oey
£20EN

ﬂmmm<
8T0€D
LTOEY
9TOEY
ST0€D
vroen
€10€N
CT0eY
TTOEV
0oT0eN
600€D
800€Y
L00€EN

S00EY
wommo
66620
86620
L6629
96620
S662Y

£662D
26620
1662V

68620
88620
1,862V
98620
S8620

z86eY

S.620
v.L620

04620
6962V

L96TY
9962D

%962
€9620

20T€ED
T0TED
ooten
mmmmo
960€0
S60€N

€60€0

T60EY
060€N
680€D

L80EY

S80€D
wwmmo
T80€D
080€D

8.0€N

9.0€0
S.L0€D
%L0€D

thmo
L90€D
990€n
S90€D
¥90€en
€90€D
290€D
T90€D
090€0

850€N

2S0€D
TS0€N
050en

Ly0€Nn
9Y0EY

Yv0eD
€70€0

0v0EY

8€0EN
LEOEN

9L7€D

vLIEY
€LTED

TLTEN
0LTEY

89TEY
L9TEY
991€D

¥91€D
mwﬁ-ﬂw
8ST€D
LSTEN
95TEN
S§TEN
YS1€0

2¢STeNn

RLDWIDE

0STEY
6%1€D

Ly1€D
ov1EDd

EY1ED

0v1€D

8€TEN

F

vETEY
€ETED
CETED

0ETEY

82T€D

i

Teren
0Z1€D
6TTEN

L1T€0
9T1€D

60T€D

90TEY
soTen

w_ 0

erpBe

PROTEIN DATA BANK

EMDataBank



3J6Y

5
@}
o
Q

o=
>
=
<
g
g
=

[9p]
=

S

+~
<

g

3

-

3

e
[}

=

~
o
<
=
=
£
=
=
<
an
<

)
o

A

=

/M

~

]

A

[al
E
=

Page 21

eveey
(4740

9ETEN

veTey
€E€TED
TETED
TezeN

622€D
82TED

Teeed

L
L

S0TED
70TeD

T02ED

=

08TEY
6.TEN

Teeen
0EEEY
6zeEN

SCeED
YZeED

[4434
T2EED

|

B6TEEN

L1€EN

-

STEED
vIeEV

TTEED
OTEEY
60€ED
80EED

90€EN
SOEEY

L
i

B66CEY
86CED
Lezen
962EY
S62EY

682€D
88C€D

982€D
S82€0
¥82ed
€82€eN
282eN

08zeN

8L2€D
L.TeN

69zen
89TeV
L9TeV

i

85cen
LSTED
952€D

96€EN

veeen
€6€EN
26EEN

9%

06€ED

98EED
g8een

9LEEV

vleen
€LEEN
CTLEEY
TLEED

89€€EN

S9geEN
¥9g€d
€9€eN
C9EEY

8SG€EN
LSeEN

Sseen

€5EED

TSeEN
0S€ED
67EED

9veeEN

5.8S ribosomal RNA

vheev
E7EED

Tveen

e Molecule 2

6EEEY
8EEED

veeen
€EEED
Zeeen

56%

32%

Chain 8S

6LV
8.LD
LLY

v
Y

6€D
8€EN

13234

LOTD
901D

YOTVY

1010

860
L6Y

LST0
951N
SSTY
7510

1810
0ST1D

e Molecule 3

Ly10

5S ribosomal RNA

5%

60%

36%

Chain 58S

LLD
SLD
890

19D
99V

L

630

SYY

€7
(441

(0]
6€D
8€N
LED
9€D

¥€d

zen
TEN

62D
82D

{441

60S ribosomal protein L1

e Molecule 4

- 6%

6%

47%

41%

Chain L1

S9I
798

C2ON
T9d

D O
0 Q
I“*":

<
4
(=3

va
15728

© O
M 0
'-"'“-‘I

o .
88
5 =

(47

o
7]
5]

=
N
=

o -
N N
X =

3

6TA

911
STd
125!
ETA

8ETA
LETd

SETd

EETA
CETD

2210

121d

81X

STTA
v11d

LOTA
901X
SOTX

€011

TOTYH

8634
164

G634

€67
(458

0671
680
880

S8
i

9.4
S.a

€La
cLd

0Ld

894

9121

60CS
80CS
L0TH

S02A
7021
€028

8LTIA

S.1d
VLIN

CTLIA

041D
69TA
89TV
L9TA

S9T1
7910

60S ribosomal protein L2

29TA
19T

-

2STH

LY

e Molecule 5

SYIX
i44%!

6%

57%

37%

Chain L2

[

6€9

Led

vex

®
o
IQ

TeL

Lev
4 4

€y
{4
114
ozl
STI

110

64

€Y

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank

Unified Data Resource for J0EM



3J6Y

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 22

EETX
CETIN

0€Ts
62TV
814

9211
STTV

€2TY
2z1a

ETTA
(4259
TITL

60TH

08a
6LN

902d

A

002y
66TL

L67d
96TM

Y6TIN
€674

T6TT

89TA

99TI
S9TA

(42144

09TS
6STS

LSTA
951X

1A

TS9Td
0STT

8¥TA
LyTd
9¥IL
SYIN

§eeI
j£44%

ey
11448

8TCH

9TCH

€12H

TTCH

e Molecule 6

60CH
802a

60S ribosomal protein L3

5%

51%

44%

Chain L3

o
o
£

4

6CA

x4

114

614
81d

TTH

8CTA
LTTH

445

[4q1.%

6TTA

9TTH

HITA

cra
1118

€071
{405

00Td
6671

96d

ved
€6A
(438

98A

9LA

€LA

9¢Td

j£44:!

w MO OO - ANMm
— o= ANNANN
o~ NNANANNNN
HA<H<>BbXO

€red

80CA

T0T%
00zd
6614
86TH
L6714

€6Ta
C6TA

T6TY

68TS

0814
6L1V

€928
[4:74.)

092A

892y

99CH
SGCM

[4(a

62CA
82TTH
prascy

€9€8

6S€T
85eM

SS€ES
vsen

662a

1628

(414 4

e Molecule 7

S8EN
v8ex

99€D
§9¢ed
voex

60S ribosomal protein L4

8%

2
5

45%

47%

Chain L4

€80

89

LLA

€4
oLy
TLA
oLy

S9M

29Y

09L
630
8SH

95V

7Sd

6STI

PASIACS

LETV

SETA

€ETS

TETA
0ETY
62TL

9¢TI

1744

8T
L1173

PTIN
€TTA
(435}

OTIN

L0Td

70T

20Td

0014

9€T1
SETT

S2CA

[444 N

ozey

9TCA

€12ZN

602X

9021
S02d

£02H
[4u4:s

00ZL

0TEL
60€Y

L0€b

0oeyd
6621

S6C1

€6CS

0621
6821

98CA

€8CL

STEN
viex

60S ribosomal protein L5

e Molecule 8

w_ 0

RLDWIDE

erpBe

PROTEIN DATA BANK

EMDataBank



3J6Y

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 23

6%

40%

54%

Chain L5

TLTT

891Q

0974
6STA

82Td
121D

S6M
6N

261

68L

189
984

¥8d

29Ty
T9CL
0924

8GTY

€924
(4514 4

L

LyCI

6€C1

Legd
9€TT

i

TeeI

12T1

€ced

9620

vecy
€621

6824

S82H

€82V
28cH

6.2

60S ribosomal protein L6

L.TT
923

€.L24

0LTy

992V

e Molecule 9

11%

5%

38%

45%

Chain L6

L4
9.1
S.d

8€L

M o 10 ©
MMM m
0 A=

-
)
4

o
®
—

©
)
o

0 ~ o A ©
= — - 5] N
= < £ << ~

e}
<

€STd

6VTI
8¥1d

9¥TI
SPT1

3

TPIA

LETA
9€Td

veTH

TETA

COTN
T0Td

69

681

181

9.T4

YL

0LTY

99TH
9911

19TV
6STT
8STA
LSTD

GSTT
¥STT

60S ribosomal protein L7

e Molecule 10

9%

7%

46%

38%

Chain L7

9Lk

90

954

1428
EVI

ovd
6ed

624

9CA
Szb

064

L0271

5024

£0CM
20T1

86TV

S6T4

3

0671
68TI
88TI

98TH

811
€810
z81a
1871

(4] 5]

EVCH

60S ribosomal protein L8

1574}
oA
6€TT

9€TI
Secd

£€Td

TE€CN

L2TH

e Molecule 11

9%

5% o

39%

s © o = o g:m —
® m M & & & 0 o
= o< [=gy-n @ = M=

46%

Chain L8

691
894

094
650

9GA

v9q
€4d

£eN

Ted

s
H
3
H

%
2
=]
2

Unified Data

O

=
-
i
a
:
3

4
Z
=
@
<
=
<
a
Z
w
=
o
.
a

W



3J6Y

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 24

€ETH

0€TA
621d
8CTA

9C1S

¥cra
€210

T21s

81T

9TTA

TTTY

6011
80Ty
014

SOTX
7013

TOTL

LY
SLI
Y.L

cld
TLA

LgTI

62TA
81¢I
STCA
v121
€1eA

vocy
£0CA

T0CTL

66TV

96TV
S6TS

€6TX

06TA

9811

€8TX

181X
08TA
6L11
8LTV
LLTX

SLTA

ELTH
TLIN

0L1D

89TV

3

Y9TA

2911

60S ribosomal protein L9

e Molecule 12

6%

46%

48%

Chain L9

€91

0SN

6ex

< o[
2'2

0ed

©
N
=

+

w0 o~
Sl
I>I>

&
&

o
ISHES]
H M

0
—
=

9TA

113

60
8b

9L
sb

€A

TSTA
0STS

3

SYIA

cvia
157428

8ETL
LETS
9€Td
SeTd
veTL

9CTA

iZ4xt
€CTI
(445}
1345}
0z1d

8TT1
L1T4

YITA

(4258
1114

S0T1d
¥oTA
€0TI

86d
164

€6A
T6A
T64d
061

184
984

€81
Z8A

LLN

SLA

T
TLA

061d
6814

60S ribosomal protein L10

L8TI
T8TA
08TX
6LT1

9LTT

TL1a

¥or1

1911
091d

LSTIN

vSTA

e Molecule 13

5%

5%

46%

45%

Chain 50

LLL
9LW

LY

0LI
694

994
S9T
YoV

298

~ -
w0 ©
o [}

SSN

€SA
4y

{4720

6€X

9€T

428

ced
Te1

4

Lzd
9CA

00
-
o,

PN

95TY

75T

2STT

6%TA

SPIA
YYIN

157250
07Tl
6ETYH
8ETA

9€Td
GETI
YETI

T€TI
0€TA

8214

9TV

(441

0z1d

13441

81¢V
1124
9T1CA

v1ed
e€1ed
(4148

60S ribosomal protein L11

e Molecule 14

44%

49%

Chain 51

LV

N
~
I‘z

0LL

[
©
=

LOA

S9I
220

o
©
=

vSA

STd

T1a
oty

1
€GTH
CSTH

671D
8¥IA

SYTA
P10
€7TH
0%TH
9ETY
€eTY
CETN

0ETA
6CTA

Le1d

{4438

0ZTI

L11d

STTH
4228

[42%!

60TH
8074

90TI
S0TD
¥0T4
€019
2014

86V

60S ribosomal protein L13

964
S6N

CTLTT
TLTA

I

e Molecule 15

L9TA
99T
S9Th

09TA

9GTH

7%

43%

46%

Chain 53

RLDWIDE
EMDataBank

O

PROTEIN DATA BANK

W



3J6Y

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 25

cL

0.4

3

99N

< w0
© ©
o>

2oL

654

LSA

it
AN

19T
0Sd
674
8¥%d

€en
4.1
TeX

(44
8zh

SCH

114

8TM

3

14

T

8d
L1
ON
S

(44

PSTA
LYTI
Sv14d
15444

8ETA
LETD

1

ZETY

0€TD

L21d
9CTd
SCTA
¥Tr1
€CTI
[445)

6TTA

LTTH
9TT1

ETTA
CTIN

60Td

90Th
SOTN
701
€0TN

T0TH

684

i

8D
€8V

6.3

LLT

S.4
%.LD

zetd

68Td

98TY
S8TY

€874
Z8TI

08TY
6LT4

60S ribosomal protein 114

LLTH
9.L14

eLIV

0LT1

S9TS

T9TN
191d

e Molecule 16

B6STA

40%

55%

Chain 54

S8M

T8A
08L

3

9LV

.4

cL1

69L

0
©
I'-I

99L

62V

-

1

€ETH

60S ribosomal protein L15

TETA
O0ETL

LT3

0zTA
6110

9114
STT4

€TTL

80TH

YOTY

00TV
66M

v6M
€64
c6d

06A

e Molecule 17

6%

50%

43%

Chain 55

OLN

L94

S9d
oA
€94

09A

vau
€GA

197
05y
674
id
Lv%
ova

LEH

o
o
>

8CM

SCTA

€20
{4
124
ocy
611
8TA
L1d

STh

<
3
f‘

(3

4%t
€VTY

(07451

i

€ETI
CETA
TETH

6CTA

LTTA

SCTS

(441
T2TA
0CTM

LTIN
9TT1
STTA
5%
80TY
SOTH

[40a

S6d

cL1d

691X
891D
L9TL

60S ribosomal protein L16

S9TL
¥oTT
€9TD
29TH

LSTH

SSTA
¥S1d
€STa

0STM

*

e Molecule 18

iaa s
Ssv1a

.o

7%

o N e ©
© © © ©
lel"l“'lxl

50%

©0 0 O O o
< < < v n
Imlk“ﬁzlx

42%

Chain 56

894

891

4578

Y
<
0

(4741
w1
ovd
6€d

66TA
861D

[4:15'8
T61V
06TA

88TS
98TV
18TV
8LIA
LLTH
€LTV
cLTY
891X
29TA
T9TH
0974
83TV
PARACH
9811
€STA

ST
1S1d

3

LYTM

e Molecule 19

SYIA

60S ribosomal protein L17

48%

47%

Chain 57

iZ5:)
0LL
694
89D

998
998

194

6Gd

~
+
>

R LDWIDE

i)
1444
4728
{420
w1
ovd
6EM
8€D

EEV
CEL

6cL
8CN

9¢4d

wea
€cy

N
[a\]
)

0ZS

8TY
LTV

STV

128

(44

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank

Unified Data Resource for J0EM



3J6Y

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 26

SETYH
€ETH
CETY
TETH

L2748

STTY

€2Td
(4454

B6TTA
81T

9TTH

4228

(435}

T6A

188

S8Y

€8M
(411
8Y

081X
LLTY
vL1D

eLTd
TLID

99TA

09TV

[4sgxcs

60S ribosomal protein L18

e Molecule 20

5% o

44%

51%

Chain 58

T8A
T8A
08L
6.4

e
TLT

694
89V
191
994

7oA

LYA
£l

47
€%d

wa

8¢y

9€T

veL

0€A

pxas

SCA

€TN

Tzs
ozH

STH

(4%
T

60
8%

7a

Y914
€97d
(4224
T9TH
097D

8GTH
LGTd

SSTH

€674

TSTY
0STA

8v1d
A4S

¥C11
€CTL
ceTI
1210
0cTd
611D

1344
L0OTL
9074

€0TY

00T.L

60S ribosomal protein L.19

e Molecule 21

53%

43%

Chain 59

Ulﬁ‘-
=4

698

621

LeN

Sea

€cn
{44\

ozcy
613

LTA

STA

Ty
071

83
0

6111

911a

v6A
€6A

168
06d

984

z8)

0831

LLD

SLH
.4

cLa
TLd
('8

881Q

281a

081X

LLTA
9.1

cLTY

60S ribosomal protein L20

e Molecule 22

5% o

N ™SO N 00O N O
©OOOOOWOIRSENS ~
ZoHZME<EABX>NX= >

48%

47%

Chain 60

09s
6SA

geN
ogd
621
8¢y

9zH

€G7d

1S1d
0G74
671Y

Il
€714

157458
0%TA

LETY

SETA

€ETY

LA

61

{41

CLIA

60S ribosomal protein L21

OLTL

7918

e Molecule 23

2911
T9TH
0971

9%

44%

46%

Chain 61

08A

8.4
LLN
9.1
SLI
YLA
€LD
CLA
TLS

69)
891
L9A
99N

7oA
€9A

T9L

850
LSA

RLDWIDE

S8
¥SH

18D

EMDataBank

0O
PROTEIN DATA BANK

ZPDE
e

W



3J6Y

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

Page 27

6STd
9STA
GSTd
vSTA
€STd
8%Td

EvTL

3

8€ETS
Letd
9€TYd
SETd
eI
EETY
CETd

SCTY

€CTD
[441:]

8114

(958
60TA

e Molecule 24: 60S ribosomal protein 122

1671

< ~ OO
© © © Q ©
> oA

17%

38%

42%

Chain 62:

L8N

8€I
LET

vey
€A

L0T4

SO0T1
70Ty
€0TA

e Molecule 25: 60S ribosomal protein 1.23

TOTN
00TL
6631

168
96A

€61
c6M
T6a

681
88b

55%

40%

Chain 63:

LY
Sid
20

0.4
691

L9d
993

42!

{422

09y
6
83A
LS

0
0
o

€GS

114
0Gd

8vd

91
Svd

oy
6EA
8eY
LET

SEA

8CN

4 4

(448

6TA
8Td
LTT

ST1
V1S

~
o

e Molecule 26: 60S ribosomal protein 1.24

884
184
984
g8M

61%

20% 18% .

Chain 64:

}-

9%

00
i)
=

954

ves
EEN

Ted
0ogyd
624

Sea
1443
€2H

0z1
6TL

L14

STd

<
3
I>-

(454

6S

e Molecule 27: 60S ribosomal protein L25

15%

6%

38%

42%

Chain 65:

89d

994
SSN

€SH

oSV

LvV

¥vd

(47

ged
€T
ey
ced
Tel

L2d
9CA

{408

T8I

e Molecule 28: 60S ribosomal protein 1.26

41%

56%

Chain 66:

D E

RLDWI
EMDataBank

O

PROTEIN DATA BANK

W



3J6Y

46%

51%

wwPDB/EMDataBank EM Map/Model Validation Summary Report

e Molecule 29: 60S ribosomal protein L27

Chain 67:

o
I&ml

Page 28

00
N
A

9zA

Im
N
=]

9€Td
SETH

1

6CTM

LTIN
9CTH

1444
€2Th

T21d

LTTY
9T

YITA
ETTA

e Molecule 30: 60S ribosomal protein 128

TTd

7%

-

53%

39%

Chain 68:

©
©
<

790

094
694

SG%

TSk
19D
06d
6VH
8VA

YIN

e
TVH

6EH

LED
9€D
SEV
YER

ced

62d
8CH

oy
SCH
veH

(448

o
[N
(O

81D

o & ©
O N~ 00 o -~
B X B X o n

Ny
@

]
A

68d

8¥TI

SPTA
vIA

8ETI
LETA

8%

47%

42%

© =
e

e Molecule 31: 60S ribosomal protein 1.29

Chain 69:

Ly

S¥H

E€VH

0%y

84
Led
9€a
GEA

el

3

8¢
LTA

¥ed
€24

121

9TV

- — o0 w0
5] 0 © ) = — =
< X = = = 2] B3

54%

34%

e Molecule 32: 60S ribosomal protein L30

Chain 70:

994

894

7%

50%

40%

e Molecule 33: 60S ribosomal protein L31

Chain 71:

TLT
0.4

894

99D
SoX

{421

09M

~ @
) 0
=4 =1

1ST

L

9L

@ .
2]
9

D E

EMDataBank

R L DWI

O

PROTEIN DATA BANK

W



3J6Y

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 29

60TA

© O mm
o 0
=<

e Molecule 34: 60S ribosomal protein 132

96A

168

681
88d

983

v8a
€84
z8d
183
08N

8.4
LLY

SLI
iZX!

——
5% -«

44%

48%

Chain 72:

994

e Molecule 35: 60S ribosomal protein L33

7%

36%

56%

Chain 73:

~
©
1=

8y
T8A
08A
8.Ls

SLH

€4

0LX

LON
99A

€94

199

854
LG4

CSA

671
8vY

oD
Y1
4728

[44)]
Y
SEA
Tex

€N
{44\

(4}

87d

Y11
€TH

00-
>

LS

701d
€0TA

0071

86A

e Molecule 36: 60S ribosomal protein L34

6V

7%

.

57%

31%

Chain 74:

0173

80TH
L0793
901X
SOTA
YOTA
€01
[4u’s
TOTA
00TI

W DO - ANm W0 © b~
QOO QDD [N e
moHH o< H ||

98)

78D

8y
80
084

8.9

e Molecule 37: 60S ribosomal protein L35

SLY
¥4

53%

42%

Chain 75:

194

794

190

63N

721

(44

81V
L11

ST1d
42!

{428

0oTYd

8d

oV

0CTV

8TTI

9TTA

i34

1114

e Molecule 38: 60S ribosomal protein L36

60TI
801D
LOTH
9013
S0TY
701d

TOTL

660

964
S64d

261

064
684
881
L8Y

981

N~ o0 o O
~N N ®©
axAaA

SLA

43%

52%

Chain 76:

084
6.8

LLT
9.4

€LY
CTLA

894

994

EON

0971
650

SSY
54

D E

R L DWI

w_ 0

erpBe

PROTEIN DATA BANK

EMDataBank

Unified Data Resource for J0EM



3J6Y

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 30

664

1

e Molecule 39: 60S ribosomal protein L37

761

TeN
06

884

51%

43%

Chain 77:

0LA
69H

191
994

YW

8SL
LSH
954
it
45!

TSV

8¥N
LYA

il
4"

0%d

LED
9€S

Ny
o0
(&)

zen

-
o
B

N~ 00
N
(=]

<
3]
I"":I

[da)
14

610

111
9TH

45’8

0Ty

88Y
188

e Molecule 40: 60S ribosomal protein 138

g8)

08L

SLY

€4
(X

———
6% -

38%

54%

Chain 78:

e Molecule 41: 60S ribosomal protein L39

57%

39%

Chain 79:

e Molecule 42: 60S ribosomal protein L40

59%

20% 18%

Chain 80:

1

445

(44X
1211

6TIN
8TTL
LITH

4358

CTTY

011D

90TH
S0Td
701d

[40x:S

o
oo}
=

08d

e Molecule 43: 60S ribosomal protein L41

8.1

—
8%

36%

56%

Chain 81:

€y

0ZA
613

e Molecule 44: 60S ribosomal protein 142

9T

®
-
I

Q
~

o < W0
I<x3f

8%

41%

48%

Chain 82:

.0

0.7
69A

oo
©
I:>

994

9%

6SH

LSA
95d
S8

0S4
6%D

EVA

v

6€D

LEY

ey
(48

0ev
624
8CTA

9Tl

ved
€CH
[44)]

8TH

)
-
le

e
(4%
TTA
0Tl

LL

O

R LDWIDE

PROTEIN DATA BANK

W

EMDataBank

Unified Data Resource for J0EM



3J6Y

5
@}
o
D

o=
>
—~
<
g
g
=

[9p]
=

S

)
<

g

3

-

@

e
[}

=

~
o
<
=
=
£
=
=
<
an
<
=

A

=

/M

~

an

A

[al
E
=

Page 31

863

3

zed
T64

60S ribosomal protein 143

683

10
<t
)
—
=
Q
)
—
=
[ ]

~
~
o

57%

38%

Chain 83

0ozs

I~ 0
Q ©
I":L"‘1

18S ribosomal RNA

S84
78y
€8I
z8l

BLA
8.LL

e Molecule 46

€LL

694

13%

51%

35%

Chain 1S

69D

L9V
99n

svn
7vn

[=3
7]
o

6zn

en
[44

vvin

TLY

zren

(24
602N

902V
sozn

102D

Ll

661D

0S10
6¥%10

ovin

182D
9820
S8TH

3
i

6.2D
8.zn

652N
8520

962V

€6CV
csen

even
8ven
Lyey

ovzn

LETD

0€2D

Lzen
9zey

veed
gzan

454

65V
8GeN
LSE€D

TSED

8ven
LYED

sven

862D

9620
S6cTV

zezn
162D

0LEV

89€N
LOEV

T9€0

267V

067D

18%D

(47474
179V

6ETN

LLSD
915D

€190
¢LSD
TLSD

L9SV
9990

€980
299D

I

859380
L5SD

¢S§sd

€%390

6€9D

9€39D

€esn

T€SD
0€S0

SCSV

€250

3

L7180

SISV
719D
€180
(451

0TSD

L0S0

70Sn

cosn

L¥9D
9%90

€790
(440}
T%9D

LE9D
9€E9Y
SE9Y

€850
28SN

80.L0

90LY

20.LD

6690
869N

9690

689D
889D

590

7590

0son

LLLD

SL.LD

0vLY

8€LD
LELY

YELY
EELY

TELD
0€LD

L
9TLD

TTLD

0T.Ld
6T.L0
8T.N

3

S¥8D
78y

%80
8N

L

LE8D
9€8Nn
SE8N

zesn

o8y
£08Y
208D
T08D

181D
98.0

08.LY

RLDWIDE
EMDataBank

Unified Data Resource for J0EM

O

PROTEIN DATA BANK

W



3J6Y

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 32

ST6D
vcev
€T6Y
azTed

616V
8160

ST6V

L06Y

9660

0660
6860

186D
986D
G860

£86Y

860

9,69
G160

6960
8960

Tv6v

Tv6D
ey

8€6D
LE6BD

SE6N

€E6Y

0€6Y
626V
8zen
1,260

020tV

ST0TN

¢10Tn
T101D
0T01D
60010

L00TD
900TD
S00TV
70010

200TD

000TD
6660
866V

EVITY
TYITY
15425
0¥T1D
B6ETTY
8ETTV

9€TTN
SETTN
YETTD
EETTY
CETTY
ﬂmma<

(4435

0zTIn

3

66010
86010

96010
S60T0

€601V

L
3

8801V
180TV
980TV

80TV
€80TD

080T
6010
8L0TD

9L0TV
SLOTD

€L0TD

€¥CTD

vectv

paan |
9zTTIV

B61CTY
8T¢TD
L12TV
9121D
S121D

3

101D
0021
66TTD

L6TTD

veTTV
€6TTV
[4:13%)

48710
98T1N

v8TTV

18710

6LTTD

YLTID
€LTTID
TLTITD
TLITV
0LTTD

99TTV
S9TTD
Y9T1D

2911

9ST1ID

STV

0STTD

8T€TD
L1€TD
9T€TD
STETN

ETETY
CIETY
TIETN

b

B60ETD
80€TD
homﬁb
Y0€TD
mom«b
661D
wmmﬂb
¥621D
€6210
2621H
16210
06210
68210
88219

9821Nn
S82TN

£8210

821D
0821D

SLTTV

€LT1D
Lz
T.21D

8921

L9219

%9210
€921
z9TIn

891N

98TV
SS2C1D
¥scin

18210
Eizan)

SvC1D
ety

12945

F

86€TN

S6ETH

€6ETD

68E€TD
88ETY

€8€TH
Z8ETY
8€TN
08€TN

SLETV
v.LE1D
€LETD

99€TN
S9€TD
Y9€T1D

29ETN

09ETY
mmmﬂo
0SeTN
67€TD

8VETY

0vETN
6EETD
8EETD

9EETY

0€ETD

LTETD
9CETY

¥zerd
€TETD
[4434

0ZETN
6TETY

08¥%1D
6LVTV

LLVTD

SLVTV

[h4%)

0L%1D
69%TV

S9%1D

0971V

8971

|

¥Sv10

0S%TN
67710

TV IV

6EVTO
8EVTD
LEVIN
9EVTIY
SEVTD

E€EVTD
CEVIN
123547

0EYTN

j444A1

(4444}

6171
8T¥1D

157490

0T¥TV
60%1D
80%1D

SO%TD

LYSTV
9%STH

¥vsin
E€YSTY

T9¥S1D

6ESTD
8ESTN
LESTO

€E€S1D
2ESTN

0€STD
62ST0
8¢STN
LTST0
9CSTY
SCSTY

2esTn
12819
0zsTNn
615TN

9TSTY

v1970
€181
CTST1D
T1S10

90STH
SOSTY
%0S1D

TOSTD

68710

L8YTY

S8%10

€8YTV

18710

€6STY

16510
06STH

88STH
L8STY
98STY

€831V
283N
18510

6.ST0

V.LSTD

28910
1891V

6L9TD
8L9TV
LL9TD
9,910
S.L9TD
v.L9T0
€L9TD
TLITD
TLOTY
0L91D
69910
8991
L99TV
99911

79910
€99TD
29919
79910
0991V
6591V
85979

1

75919

239910
T99TY
08910
6¥91D

L¥910
97910

¥¥910
€%91N
(4425
%910
0%9T0
6€9TD

YE9TO
TE9TY
0€91N
6291D

9291Nn
S29T0

02910
61910

L1910

LSLTD
9SLTV
YSLTY
mmmﬂ<
6V.LTY
8%.LT1D
LYLTD
wwmﬁ<
wiin
0vLIV
6EL1D
8ELIN
LELTD
9ELTD
SELTN
veLIn
€ELTD
CTELTY
TELTV
0ELTY
6CLTID
8CTLIY
LTLTD
9TLTD
SgLINn
veLIn
€2LIN
ceTLIY
TCLIY

6TLIV
8TLTD
LTLTD

YILIV

90LTD
SOLTD

€0LTD

TOLTY

6691D

96919

06919

88910
18910

S89TD

40%

L6LTY

YeLIV
€6LTD
TBLTD

i

88L1D

98LTD
S8.T0
¥8L1D
€8LTD

40S ribosomal protein SO

T8L1V
08LTD
6.LLT0

SLLTN
YLLTD
€LLID
TLLID
TLLTO

mwmﬁ<
TILTY
T9.10
09.1D
6SLTD
85.T0

e Molecule 47

18%

6%

36%

Chain S0

6.4

LLS
9.1

TLA
ELA

%91

691
8SA

994
iict
7SM
€51
(4!

LYA

CEH
TEA

6CA

9TV

21

-
—
~

61

L4
9L

€1

15499

6ETA

SETH

€ETI

621Q

prax:s
9¢1d

RLDWIDE

veiL
€CTA
{44y
TCIA

6114
8T1d

STTd

€TTY

1111

80TL

3

2014

861

~
[
A

o6y
684

98A

€80
289
T84

w_ 0

erpBe

PROTEIN DATA BANK

EMDataBank



3J6Y

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

Page 33

6918
89TH

991D

79IN

09TI

40S ribosomal protein S1

e Molecule 48

16%

10%

@ OEEN © QEmN
m + < & & 0 w0
=] = == O A

41%

33%

Chain S1

ey

O mmo N~ o) = o m
N (SRS ] Mmm M
% - = A HX

L.3

TLY

802D

S04

[dva)
1021

66TN

L6TI

S6TY

€611

T61d
06Td
6811
88TT
L8TX

7811
€810

08TL

1}

€LTL
CLTT
TLTI

691S
89TI
L9TA

40S ribosomal protein S2

S9TH
7ITI

[41%"S

09TH

8STS

SGTA

€STH
4%

6710

LYTY
Elati]
STIY

EVIL

CETH

82T1
praa

veea

61T

L1271

4508

e Molecule 49

602N

15%

35%

47%

Chain S2

891

994

7ox

09s

891

VIl

vvimn

(445

8€Td
LETI
9ETA
SeTs
YeTT
€ETH

T€TL
0€TI
6CTI

9CTH
SCTI

81TV
L1TL
9TTY

TTIA

601D

YOTA

CTOTA

00TV

164

S64

883
180

S8d
ey
€81

08A
6.3

9€Cd

veed
€ezh

6221

92l

T9TH

8GTL

0STH
671D

6y

1

¥ves

{448

e Molecule 50

0%21

40S ribosomal protein S3

7%

5% -«

34%

53%

Chain S3

S

L1

8811

98TA
S8TA

+

SLTA

TLIL

0LTL

8911
1914

€91d
Z9Th

6STH

GSTD

ST
TSTH

T6h

Tees

o
N
N
A

8121

~
-
N
—

€12

40S ribosomal protein S4

6021
80CI

3

20TT

3

e Molecule 51

S6TS

0674
68TH

s
H
3
H

%
f
=]
2

Unified Data

O

=
-
i
a
:
3

4
Z
=
@
<
=
<
a
Z
w
=
o
.
a

W



3J6Y

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 34

7%

54%

39%

Chain S4
Ig 23 ﬁl

YSA

oY

€21

611
8TM
LTH

STd

ETV

%!
(058
61

LA

80TY
101D

20TA
T0TT

664

S6L
76V

261

880
L8

S§8D

€8d
T8A
8L

6.0

~ <
-y
X ©

oo
Q
=

©
©
=

LAY

€LTI
TLTd
TL1d

6911

9918

092D
632h
8szh

TScd
[olsfacs
(G744
8%C1

eiZa!
Sve

(4495

40S ribosomal protein S5

e Molecule 52

8%

5%

43%

44%

Chain S5

A

TSA

674

9TM

42\

LD
9EV

ed

© 0 D mmN M
] NN m oM
< A H | >

<+
N
=

=
N
B

661N

L67T

S6N
6L

164

98d
€84
6LN

9.4

j£44\
€2CS

Teey
0zeA
6124
8124

S§12a
j450:8

1121

€021

Tozgy
002N

96TH

611
€6TL
zetd
T6TY
0611

40S ribosomal protein S6

881X
L8TI
98TN
S8TY

8TV

N M S 0O N~ 0
© © © © OO Omm
e e ]
P dem >

09TA
65TV
8STh
LSTY

e Molecule 53

GSTV

TS1D
0STH

39%

53%

Chain S6

9.1

250

691

L9A

vou
E9W

194

2SI
TS
0S4
67A

3
i

vvd

(44
T7A

Lea
9EA

ved
€€d
(438
ey

6ca
8c4d
124

ScH
j£a%
€2d

3

61a
STL
451
€10

OTN

©O I~
fm>-n‘l

*

0§73

8¥1s
PAAN!

{47458

0vIN

LETH

SE€Td

€eTT

8CTL

9z1a
SCTL

[4q5xs

611D

STTY

Ll

€TTI

1111

8LL
L1

9¢CI
144

€T

fe{orac
cocy

6610

LBIN

€671

1614

68TH

40S ribosomal protein S7

18T
6LIA

9LTD

3

CTLIY

C9TA

e Molecule 54

0974
6STH
8GTI

vSTe

6%

51%

©
Iq
H

39%

Chain S7

SLL

€LA

0.4

L97

S9d

€9d
{47\
T94
091

841

S8

TSA

671

@ o (SIS
o $ RN
moA (=g P

M S 10 © )
MM oM 0 ]
A X < -

0ES

o¥TA
6ETY
8ETA

SETI
vETT

CETd
TETA
0ETA

8¢1a

N~ OO - WO~
o NN N NN
PR | R e
EAaBE> KA AaE

[495:]
T
OTTd
60TA
807D
014

7oTd
€018

S84

18T
083a
6.4
8LL
LLT
9L

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank

Unified Data Resource for J0EM



3J6Y

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 35

€LTA

CTLIA

0LTD

8918

9911
S9TX

2971

0910

89Ta

SS1d

€STT

6%TI

e Molecule 55

LVIN

wvIA

40S ribosomal protein S8

6%

5%

47%

43%

Chain S8

88N

¥8H

T8A

9LL

280
€LS

694
891
LSV

SSA

2SN
18D

S¥S

evI
{44

oY
6€D
8€I1
LeN
9€elL

SETH

€CTA

1211

611D
811D
LITX

vi1a
€174

0TTd

80Td
L0TL
90TV
S0Ta

€0TH
ZOTA

00TY
66Y
863

961

76N
€61

T6A

vo1Y

0974
631D
8GTS

e Molecule 56

9GTA
SGTS
¥S18

40S ribosomal protein S9

. 6%

6%

53%

34%

0 ©
=
A

Chain S9

Lea

€cy

128

8Td

€18
CTA

(0)5:1

LL

o w 9
I'LID‘ =

€8TV

*

6L74

SLTY
iZA%:S
ELTY
CTLIA

40S ribosomal protein S10

6T

e Molecule 57

9%
o =
© ©
Im =

9%

53%

29%

Chain 10

S9&

290

8sb
LSL

GSA

Ted
oey
620

124

- <
o o (2]
oy - 4]

40S ribosomal protein S11

seH
ver

TZa
0zZA

814

914

17499
€10

TTI
(128

N-<D
= 5]

e Molecule 58

5% oo

0 ~ o
~ ~ 0 0
= 2} (2]

42%

51%

Chain 11

€LD

0LI

[Tl o)
7o} © © ©
=] B m S

12!

vl

9674

40S ribosomal protein S12

e Molecule 59

EMDataBank

Unified Data Resource for J0EM

O

R LDWIDE

PROTEIN DATA BANK

W



3J6Y

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 36

13%

10%

42%

34%

Chain 12

291
ToA
09A

891
LSV
954

AL
€51
{49

08y
671

Lvd
it
Sv1

(44 4
w1

8€H

0 © N~
M M mn
< 4 >

[}
]
-

=
o0
I>I

6
821
x4 |

eract
I
€Tl

vers
€ETT
ceETT

0ETL

82TV

7458
€CTA

T2TA
0ZTA
6118
8TV

-

4228

L07Q

SOTX

201D

+

1671

0634
681

S84

€84

© o mm
NN ©
[ZRE A

SLA

€4

191
99A

€VT
6ETH
LETH

9€TI
SETH

40S ribosomal protein S13

e Molecule 60

6%

WEmo
© R~
> X

44%

49%

Chain 13

3

SL1
VLI
€4
TN

[4:0]

699
8SH
LSV
9sa

€91
CSA

0SI

Lvd

SP1

(6)28

Iw1
o
o

Ny
o
H

Ted

o
o
wn

©
N
)

e) re)
[\l N
D.I3

408 ribosomal protein S14

L1d
9TI
STV
1S

]
-
0w

e Molecule 61

01D

TSIN
0STA
(749
9TV

157429

6ETM

9€Td

CETA

0ETH
6CTA

L2Td

SCT1

(4458

6114
8TTI

9TTI
CTTY
0oT1a
60T
80Ta
014
€073
20T

TOTH
00T

96A

261

684
881

€84

081

7%

.

44%

44%

Chain 14

9.1

€4

[l
~
x

0LX
69V

7oV

291
TOW

89A
L8d

Ak

(4L}

e
0wV
6€1
8€L
e
9EN

3

zea
el

6CH

Lz4

Sea
i£4\
€24

Tev
0Zk
611
8TH
LTV

ETA

9eTYd

€eTYd
ety

8TTA

9CTL

vcia
0z1d
6TTL
8TTA

STTI

40S ribosomal protein S15

€T1D
CITI

(9%

981

784
€81
(451
T8A

B6LA

e Molecule 62

LLL

13%

6%

35%

46%

o
N
I>.

Chain 15

se1
428

814

©
—
©n

YIL

™3
g F

0ETYH

4428

40S ribosomal protein S16

(49"

9111

[42%!
TTTH

LOTI

TOTY

68N
884

~
©
A

e Molecule 63

g

08I

S.d

©
(D-%
o =

6%

55%

37%

Chain 16

-~
SN
[ERT]

< w0
© ©
aH

N 00 mam O
0 O ©
- A =

M <10
[T- Y. T)
==

TSd
053

87A
L9

Svd
44!
€71

8¢eT

ged

N~ 0D
RN
I>Ql-d

€y
{44\

8TV
LTL

STS

e
(454

LA

d
~
=

Sd

8ETd

9€TS
SETY
YETY

TETD
8CTA
12T
92¢1d
et
vC1d

[44x:

S6ex

<
@
=3

N~ OO [
© © © O o 0
MO Aa> o

S81

€8b

181

LD
9.8

Y.LH
€LD

O

R LDWIDE

PROTEIN DATA BANK

W

EMDataBank

Unified Data Resource for J0EM



3J6Y

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 37

(4428

e Molecule 64

ovTX
6ETH

40S ribosomal protein S17

12%

10%

L

40%

38%

Chain 17

TL4

ool
©
o

194

79I

181
9SH

YSL

0SI

Lvd

S¥H
[470)]

B6EV
8€1

S€0

Ny
e}
I.-I

(41

0EL

Lea

3

€ed

TCA
0ZA
614
814
L11

~
fal
-ZI

40S ribosomal protein S18

STV
142!
€18

ax
(058
61

-
0
E3

pas
oL
L

SEmo o
NEER R
(=

e Molecule 65

€d

{4928

0zTs

811d

9TTH
TT1H
OTTA

90TL
E{0]

COTA

00TT

S8A

N
e
=]

o
s~
X 3

8%

48%

42%

- © o = ©
— - o o N N
1= - o= = > =]

Chain 18

LD
0LA
691
894
1,93

19T

9%A
SP1

€7s
{4729
gt
ovYd

8EA
LED
9€x
SE€I

zel
TEV
0gx
6CA

69
8d
L3
90

9TV

A%t

T71L

8ETL
LETH
9eTh
SETD
veTy
€ETA
[43%:
TETT
6CTM
9¢TH

€2Td

61TI

9TTT
STTH

(4310
80Ty
SOTA
2otV
T0T1
00TL

L6ea

68d
884

981
984

e Molecule 66

€8V
28d

6LA

ELW
LI

408 ribosomal protein S19

5% o

49%

46%

Chain 19

E€EA

Ted
0€A

LT3

Szb
44

(44}
Ted

8TA

9TN

14
€1a

o
—
(=7

LY

YA

cd

a4t
€¥1Q
{44t
157458

LETV

SETI

2eTT
TeTQ
0E€TY

821D

lqxce

6TTX
811d

A
12978
E€TTI

1171

6014
80T1T

SOTT
70TA
€0TX
[4ox:

00TI

16S

z6)

40S ribosomal protein S20

06d

e Molecule 67

12%

7%

49%

33%

Chain 20

40S ribosomal protein S21

e Molecule 68

9%

©
~
[=}

41%

49%

Chain 21

£8M
Z8A

083

L0
€LY

998
794

[4°%:!

© o
0 Q
0 ~

SST

€GA

TSA
0G4
6vd

3

SV

€7D

EI

ova

0 o
0 o
B

s
[l
H

1€s

81
0

4c

O

R LDWIDE

PROTEIN DATA BANK

W

EMDataBank

Unified Data Resource for J0EM



3J6Y

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 38

184
988

e Molecule 69: 40S ribosomal protein S22

59%

32%

Chain 22:

90

e Molecule 70: 408 ribosomal protein S23

{428

6L4
8.4
L.d

S.LI

€LD

T
OLN
6971

8%

52%

39%

Chain 23:

€4

TLD

694
891
L9V

o
2]
=
=

SON

& Smm
oo
[

€90
{428

093
6S1

187

Eisict
781

T8
0S84

+

Ley

BE BRI H R 22885
n < m = > g Zg Z>->d>42

-
~
"

¥}
£

|34%

6ETA

LETH

€ETT

T€1S

iZ47
€CTA

0ZTA

8T1d
L17I
911a
ST1D

(435}
TT1D

60174
801D
L0T4
901D

%011
€011
2oTA
1073

66N

160

88d

©
©
29

8L
€8A

08D
6LN

LLT

SY1S

(4745}

e Molecule 71: 40S ribosomal protein S24

50%

46%

Chain 24:

cLd

e Molecule 72: 408 ribosomal protein S25

35%

9%

31%

23%

Chain 25:

198

§8d
7SA

191
0SI

LYK
9%

472
£7a

6EV

LED

woTVY

TOTA

984

e Molecule 73: 408 ribosomal protein S26

18%

10%

45%

27%

Chain 26:

D E

O

gPDB

PROTEIN DATA BANK

W

EMDataBank

Unified Data Resource for J0EM



3J6Y

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 39

894
L9L

o 0
© ©
I‘IQ‘I

1938
09d

8SA
LSS

® o)
0 e}
I'—‘Iml

TSy

SPA
I

+

LEX
9€1

vex
€ed

e Molecule 74: 408 ribosomal protein S27

—
5% o

35%

59%

Chain 27:

{428
T84
084

T9L

e Molecule 75: 40S ribosomal protein S28

—
. 6%

55%

37%

Chain 28:

SSA

€91

e Molecule 76: 408 ribosomal protein S29

——
- 5%

25%

68%

Chain 29:

994

o

ovd

e Molecule 77: 40S ribosomal protein S30

5%

10%

46%

40%

Chain 30:

e Molecule 78: 40S ribosomal protein S31

53%

.

14%

30%

Chain 31:

€TTA

80TA

SOTA

€071
ZOTA

00T1T

86A

~
©
Ihf

S84
v8A

e Molecule 79: Guanine nucleotide-binding protein subunit beta-like protein

47%

49%

Chain RA:

O

R LDWIDE

PROTEIN DATA BANK

W

EMDataBank

Unified Data Resource for J0EM



3J6Y

wwPDB/EMDataBank EM Map/Model Validation Summary Report

Page 40

LIN
9TH
STD
4%

CTL

€570

0STM
671a

PIT

3

0%TD

8ETD
LETH

veM
EETA

TETI

6214
8z1a

vZ1s
€CTI

Ll

ETTA
[43%3]

OTTA

£8Y

18T

8LV

S§2TT

€zTh

0zeI

812D
L12a
91T

4141

ey
1121

60CL

902d

S0zs

20TT

L61S

v61D

€6TI
26Td

T1€H
60EA
S0€X

6620
862D

962V
9628

2621

682V

1.8¢d

S8TY

€82)
8.LTd

S.24
v.L21

0421
692K
892h
€924

0921

85CL

9521
Eisa 4

2¢SsTT

8%CN
L¥2d

L1€L
9TEN
STEA

e Molecule 80

ETEM

TSV IRES mRNA

99%

Chain IR

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank

Unified Data Resource for J0EM



Page 41 wwPDB/EMDataBank EM Map/Model Validation Summary Report 3J6Y

4 Experimental information (i)
Property Value Source
Reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, Not provided Depositor
Number of particles used 51373 Depositor
Resolution determination method | FSC 0.143 Depositor
CTF correction method CTFFIND3, FREALIGN per micrograph Depositor
Microscope FEI TITAN KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /A2) 30 Depositor
Minimum defocus (nm) 1150 Depositor
Maximum defocus (nm) 6530 Depositor
Magnification 132138 Depositor
Image detector FEI FALCON T (4k x 4k) 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 47| >2 RMSZ #|Z| >2

1 2S 0.83 7/79178 (0.0%) 0.75 | 31/123444 (0.0%)

10 L7 0.59 0/1822 0.64 0/2451

11 L8 0.54 0/1850 0.63 0/2495

12 L9 0.57 0/1540 0.62 0/2073

13 50 0.56 0/1754 0.65 0/2350

14 51 0.53 0/1375 0.59 0/1842

15 53 0.56 0/1568 0.67 0/2106

16 54 0.60 0/1069 0.63 0/1438

17 55 0.55 0/1758 0.62 0/2354

18 56 0.56 0/1586 0.65 0/2128

19 57 0.57 0/1466 0.66 0/1968

2 8S 0.80 1/3747 (0.0%) 0.73 2/5832 (0.0%)

20 58 0.57 0/1466 0.68 0/1965

21 59 0.46 0/1539 0.63 0/2050

22 60 0.62 0/1482 0.63 0/1990

23 61 0.58 0/1301 0.66 0/1743

24 62 0.54 0/812 0.60 0/1099

25 63 0.55 0/1019 0.64 0/1369

26 64 0.60 0/521 0.61 0/691

27 65 0.54 0/984 0.61 0/1325

28 66 0.54 0/1005 0.64 0/1341

29 67 0.52 0/1119 0.58 0/1497

3 55 0.79 1/2884 (0.0%) 0.71 0/4491

30 68 0.57 0/1205 0.70 1/1612 (0.1%)

31 69 0.52 0/474 0.64 0/629

32 70 0.51 0/751 0.58 0/1008

33 71 0.53 0/904 0.64 0/1213

34 72 0.59 0/1041 0.67 1/1394 (0.1%)

35 73 0.63 0/869 0.67 0/1168

36 74 0.50 0/891 0.65 0/1191

37 75 0.52 0/979 0.61 0/1301

38 76 0.52 0/779 0.66 0/1034

39 77 0.55 0/697 0.61 0/923

4 L1 0.59 0/1634 0.71 0/2195
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. Bond lengths Bond angles
Mol | Chain | ¢\ g7 #|Z| >2 RMSZ #|Z| >2
40 78 0.50 0/619 0.58 0/826
41 79 0.52 0/444 0.61 0/588
42 80 0.59 0/424 0.65 0/562
43 81 0.73 0/235 0.72 0/300
44 82 0.57 0/839 0.63 0/1108
45 83 0.48 0/702 0.63 0/934
46 1S 0.74 1/42445 (0.0%) 0.75 | 20/66138 (0.0%)
47 S0 0.50 0/1653 0.62 0/2261
48 S1 0.51 0/1735 0.61 0/2335
49 S2 0.46 0/1665 0.59 0/2263
5 L2 0.50 0/1952 0.65 0/2622
50 S3 0.53 0/1759 0.60 0/2368
51 S4 0.49 0/2110 0.62 0/2839
52 S5 0.50 0/1630 0.60 0/2202
53 S6 0.51 0/1844 0.61 0/2464
54 S7 0.51 0/1506 0.62 0/2028
55 S8 0.51 0/1515 0.58 0/2021
56 S9 0.47 0/1519 0.63 0/2035
57 10 0.58 0/837 0.61 0/1131
58 11 0.54 0/1273 0.60 0/1712
59 12 0.61 0/943 0.70 1/1274 (0.1%)
6 L3 0.57 0/3153 0.64 1/4239 (0.0%)
60 13 0.51 0/1216 0.62 0/1638
61 14 0.48 0/953 0.63 1/1279 (0.1%)
62 15 0.60 0/1012 0.67 0/1356
63 16 0.53 0/1126 0.64 1/1510 (0.1%)
64 17 0.52 0/974 0.62 0/1304
65 18 0.53 0/1212 0.62 0/1628
66 19 0.54 0/1131 0.62 0/1517
67 20 0.55 0/866 0.61 0/1169
68 21 0.49 0/694 0.61 0/935
69 22 0.46 0/1039 0.58 0/1395
7 L4 0.58 0/2802 0.67 0/3792
70 23 0.49 0/1140 0.65 1/1518 (0.1%)
71 24 0.52 0/1088 0.55 0/1449
72 25 0.53 0/571 0.65 0/768
73 26 0.47 0/782 0.59 0/1047
74 27 0.53 0/621 0.66 0/838
75 28 0.49 0/500 0.61 0/670
76 29 0.57 0/454 0.56 0/602
7 30 0.51 0/483 0.62 0/643
78 31 0.57 0/505 0.71 1/682 (0.1%)
79 RA 0.54 0/2498 0.61 0/3398
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. Bond lengths Bond angles
Mol | Chain | ¢\ g7 47| >2 RMSZ 47| >2
8 L5 | 058 0,/2426 0.61 0/3271
9 L6 | 0.62 0/1261 0.68 0/1694
Al | Al | 070 |10/219225 (0.0%) | 0.70 | 61/322063 (0.0%)

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
1 2S 0 92
2 8S 0 10

46 1S 1 37

All All 1 139

The worst 5 of 10 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
46 1S 1 U OP3-P | -6.84 1.52 1.61
3 55 1 G OP3-P | -6.79 1.53 1.61
2 8S 1 A OP3-P | -6.58 1.53 1.61
1 2S 485 C N1-C2 | 6.43 1.46 1.40
1 2S 483 C N1-C2 | 5.87 1.46 1.40

The worst 5 of 61 bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z | Observed(°) | Ideal(°)
1 25 1103 A C5-C4’-04" | 9.19 120.13 109.10
46 1S 1573 A C2-C3’-03’ | 8.81 128.88 109.50
46 1S 1761 U C2-C3’-03’ | 8.18 127.50 109.50
1 2S 282 G C2’-C3’-03’ | 7.58 126.18 109.50
46 1S 704 C N1-C1’-C2’ | 7.44 123.67 114.00

All (1) chirality outliers are listed below:

Mol | Chain | Res | Type | Atom
46 1S 1573 A c3’

5 of 139 planarity outliers are listed below:
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Mol | Chain | Res | Type | Group
1 2S 148 G Sidechain
1 2S 26 A Sidechain
1 2S 40 A Sidechain
1 2S 59 G Sidechain
1 2S 91 G 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
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 2S 70742 0 35551 2043 0
2 8S 3354 0 1695 102 0
3 55 2580 0 1304 65 0
4 L1 1609 0 1701 103 0
) L2 1918 0 1987 169 0
6 L3 3082 0 3165 234 0
7 L4 2750 0 2863 188 0
8 L5 2376 0 2325 114 0
9 L6 1240 0 1326 93 0

10 L7 1785 0 1862 134 0
11 L8 1818 0 1908 109 0
12 L9 1519 0 1587 105 0
13 20 1718 0 1754 90 0
14 o1 1354 0 1383 73 0
15 53 1543 0 1608 100 0
16 o4 1054 0 1149 58 0
17 25 1721 0 1779 129 0
18 o6 1556 0 1659 119 0
19 o7 1443 0 1485 104 0
20 o8 1442 0 1543 92 0
21 29 1522 0 1617 96 0
22 60 1446 0 1487 97 0
23 61 1277 0 1323 94 0
24 62 796 0 812 41 0
25 63 1004 0 1048 91 0
26 64 509 0 537 20 0
27 65 969 0 1036 62 0
28 66 994 0 1081 57 0
29 67 1093 0 1155 67 0

Continued on next page...

WO RLDWIDE

£x

PROTEIN DATA BANK


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

Page 46

wwPDB/EMDataBank EM Map/Model Validation Summary Report

3J6Y

Continued from previous page...

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
30 68 1174 0 1215 96 0
31 69 463 0 491 37 0
32 70 743 0 797 56 0
33 71 890 0 938 68 0
34 72 1020 0 1090 57 0
35 73 851 0 880 47 0
36 74 881 0 949 98 0
37 75 970 0 1078 62 0
38 76 772 0 849 46 0
39 7 682 0 687 68 0
40 78 613 0 682 36 0
41 79 437 0 475 25 0
42 80 418 0 459 26 0
43 81 234 0 284 9 0
44 82 827 0 901 46 0
45 83 695 0 738 63 0
46 1S 37949 0 19093 1110 0
47 SO 1612 0 1623 120 0
48 S1 1709 0 1784 128 0
49 S2 1635 0 1723 80 0
50 S3 1734 0 1817 85 0
51 S4 2069 0 2154 160 0
92 SH 1610 0 1675 111 0
53 S6 1820 0 1918 84 0
54 S7 1481 0 1572 100 0
95 S8 1490 0 1525 112 0
o6 S9 1494 0 1573 121 0
o7 10 817 0 804 63 0
o8 11 1245 0 1314 68 0
29 12 935 0 975 64 0
60 13 1193 0 1255 85 0
61 14 942 0 979 88 0
62 15 991 0 1035 49 0
63 16 1106 0 1166 102 0
64 17 965 0 1026 77 0
65 18 1193 0 1222 87 0
66 19 1113 0 1124 71 0
67 20 856 0 917 67 0
68 21 685 0 672 43 0
69 22 1022 0 1060 96 0
70 23 1122 0 1196 102 0
71 24 1074 0 1132 63 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
72 25 563 0 603 50 0
73 26 769 0 818 82 0
74 27 611 0 633 33 0
75 28 498 0 535 47 0
76 29 444 0 436 13 0
7 30 475 0 5925 48 0
78 31 498 0 441 13 0
79 RA 2445 0 2401 121 0
80 IR 198 0 0 0 0
All All 204247 0 150969 8302 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 23.

The worst 5 of 8302 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)
1:2S:250:U:HY’ 1:2S:251:G:H5” 1.25 1.16
46:1S:1712:A:H3’ 46:1S:1713:G:H5” 1.26 1.15
60:13:22:ALA:HB1 60:13:23:PRO:HA 1.28 1.12
46:1S:845:G:H2’ 46:1S:846:G:H5” 1.32 1.11
19:57:122:ALA:HB3 | 19:57:143:PRO:HB2 1.23 1.11

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 L1 202/217 (93%) 133 (66%) 52 (26%) 17 (8%) 15
5 L2 250/254 (98%) 199 (80%) | 41 (16%) 10 (4%) 31
Continued on next page...
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
6 L3 384/387 (99%) 321 (84%) 52 11 (3%)
7 L4 359/362 (99%) 290 (81%) | 47 22 (6%)
8 L5 294/297 (99%) 240 (82%) | 41 13 (4%)
9 L6 152/176 (86%) 132 (87%) 16 4 (3%) 6|
10 L7 220/244 (90%) 196 (89%) 5 (2%)
11 L8 231/256 (90%) 190 (82%) 31 10 (4%)
12 L9 189/191 (99%) 157 (83%) 27 5 (3%) 6|
13 50 207/221 (94%) 173 (84%) 30 4 (2%) 9|
14 51 167/174 (96%) 131 (78%) 27 9 (5%)
15 53 191/199 (96%) 152 (80%) | 25 14 (7%)
16 54 134/138 (97%) 114 (85%) 14 6 (4%)
17 55 201/204 (98%) 168 (84%) 28 5 (2%) 6|
18 56 195/199 (98%) 175 (90%) 5 (3%) 6|
19 57 181/184 (98%) 150 (83%) 26 5 (3%) 6|
20 58 183/186 (98%) 154 (84%) 25 4 (2%) 8|
21 59 186/189 (98%) 166 (89%) 4 (2%) 8|
22 60 170/172 (99%) 139 (82%) 26 5 (3%)
23 61 157/160 (98%) 126 (80%) 19 12 (8%)
24 62 98/121 (81%) 83 (85%) | 12 3 (3%)
25 63 134/137 (98%) 113 (84%) 20 1 (1%)

26 64 59/155 (38%) 44 (75%) 14 1 (2%)
27 65 119/142 (84%) 100 (84%) 16 3 (2%)
28 66 124/127 (98%) 110 (89%) 13 1 (1%)
29 67 133/136 (98%) 106 (80%) 23 4 (3%)
30 68 146/149 (98%) 110 (75%) 27 9 (6%)
31 69 56/59 (95%) 52 (93%) 1 (2%)
32 70 95/105 (90%) 89 (94%) 1 (1%)
33 71 107/113 (95%) 84 (78%) 2 3 (3%)
34 72 125/130 (96%) 113 (90%) 1 0

35 73 104/107 (97%) 80 (77%) 2 3 (3%)
36 74 110/121 (91%) 92 (84%) 1 4 (4%)

Continued on next page...
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
37 75 117/120 (98%) 108 (92%) 8 (7%) 1 (1%)
38 76 97/100 (97%) 81 (84%) 14 (14%) 2 (2%)
39 77 85/88 (97%) 70 (82%) 13 (15%) 2 (2%)
40 78 75/78 (96%) 69 (92%) 6 (8%) 0
41 79 48/51 (94%) 42 (88%) 5 (10%) 1 (2%)
42 80 50/128 (39%) 40 (80%) 9 (18%) 1 (2%)
43 81 23/25 (92%) 22 (96%) 1 (4%) 0
44 82 101/106 (95%) 88 (87%) 9 (9%) 4 (4%)
45 83 89/92 (97%) 74 (83%) 11 (12%) 4 (4%)
47 SO 204/252 (81%) 163 (80%) 30 (15%) 11 (5%)
48 S1 212/255 (83%) 152 (72%) 41 (19%) 19 (9%)
49 S2 215/254 (85%) 178 (83%) 27 (13%) 10 (5%)
20 S3 221/240 (92%) 181 (82%) 29 (13%) 11 (5%)
51 S4 258/261 (99%) 214 (83%) 35 (14%) 9 (4%)
52 SH 204/225 (91%) 164 (80%) 30 (15%) 10 (5%)
93 S6 224/236 (95%) 193 (86%) 25 (11%) 6 (3%)
o4 S7 182/190 (96%) 138 (76%) 29 (16%) 15 (8%)
95 S8 184/200 (92%) 151 (82%) 29 (16%) 4 (2%)
26 S9 183/197 (93%) 153 (84%) 21 (12%) 9 (5%)
o7 10 94/105 (90%) 75 (80%) 13 (14%) 6 (6%)
58 11 153/156 (98%) 108 (71%) 36 (24%) 9 (6%)
59 12 122/143 (85%) 85 (70%) 23 (19%) | 14 (12%)
60 13 148/151 (98%) 123 (83%) 22 (15%) 3 (2%)
61 14 125/137 (91%) 95 (76%) 24 (19%) 6 (5%)
62 15 122/142 (86%) 90 (74%) 22 (18%) 10 (8%)
63 16 139/143 (97%) 114 (82%) 18 (13%) 7 (5%)
64 17 116/136 (85%) 98 (84%) 14 (12%) 4 (3%)
65 18 143/146 (98%) 115 (80%) 19 (13%) 9 (6%)
66 19 141/144 (98%) 117 (83%) 20 (14%) 4 (3%)
67 20 105/121 (87%) 88 (84%) 13 (12%) 4 (4%)
68 21 85/87 (98%) 69 (81%) 10 (12%) 6 (7%)

Continued on next page...
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
69 22 127/130 (98%) 108 (85%) 16 (13%) 3 (2%)
70 23 142/145 (98%) 102 (72%) 32 (22%) 8 (6%)
71 24 132/135 (98%) 103 (78%) 23 (17%) 6 (4%)
72 25 68/108 (63%) 46 (68%) 16 (24%) 6 (9%)
73 26 95/119 (80%) 62 (65%) 21 (22%) | 12 (13%)
74 27 79/82 (96%) 59 (75%) 16 (20%) 4 (5%)
75 28 61/67 (91%) 50 (82%) 10 (16%) 1 (2%)
76 29 51/56 (91%) 44 (86%) 5 (10%) 2 (4%)
7 30 58/63 (92%) 42 (72%) 11 (19%) 5 (9%)
78 31 69/152 (45%) 42 (61%) 18 (26%) 9 (13%)
79 RA 316/319 (99%) 250 (79%) 53 (17%) 13 (4%)
All All 11126/12097 (92%) | 9048 (81%) | 1604 (14%) | 474 (4%)

5 of 474 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
4 L1 20 SER
4 L1 153 SER
4 L1 193 LEU
4 L1 199 GLN
4 L1 209 SER

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 L1 185/198 (93%) 169 (91%) 16 (9%) m 42
5 L2 194/196 (99%) 181 (93%) 13 (7%) 197 51
6 L3 322/323 (100%) 301 (94%) | 21 (6%) 200 52
7 L4 288/289 (100%) 268 (93%) | 20 ("%) 187 50
8 L5 244 /245 (100%) 225 (92%) 19 (8%) 151 46
Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
9 L6 134/153 (88%) 126 (94%) 8 (6%) 22 55
10 L7 186,/205 (91%) 172 (92%) 14 (8%) 16| 48
11 L8 191/208 (92%) 174 (91%) 17 (9%) 111 39
12 L9 171/171 (100%) 159 (93%) 2 (7%) 1871 50
13 50 180/187 (96%) 165 (92%) 15 (8%) 13] 43
14 51 147/150 (98%) 139 (95%) 8 (5%) 26 58
15 53 154/159 (97%) 137 (89%) | 17 (11%) 30
16 54 107/109 (98%) 100 (94%) 7 (6%) 200 52
17 55 175/176 (99%) 162 (93%) 13 (7%) 16| 48
18 56 160/162 (99%) 145 (91%) 15 (9%) m 37
19 57 145/146 (99%) 136 (94%) 9 (6%) 21 54
20 58 150/151 (99%) 138 (92%) 12 (8%) 147 45
21 59 153/154 (99%) 139 (91%) 14 (9%) 111 38
22 60 156/156 (100%) 145 (93%) 11 (7%) 1771 49
23 61 136/137 (99%) 125 (92%) 11 (8%) 14) 44
24 62 87/107 (81%) 85 (98%) 2 (2%) 56 |79
25 63 104/105 (99%) 94 (90%) 10 (10%) |1_0r 35
26 64 54/129 (42%) 50 (93%) 4 (7%) 16| 48
27 65 105/118 (89%) 95 (90%) 10 (10%) Il_()r 36
28 66 109/110 (99%) 102 (94%) 7 (6%) 20 53
29 67 115/116 (99%) 111 (96%) 4 (4%) 41 69
30 68 118/119 (99%) 107 (91%) 11 (9%) 37
31 69 46/47 (98%) 40 (87%) | 6 (13%) 25
32 70 81/88 (92%) 76 (94%) 5 (6%) 21 54
33 71 96/97 (99%) 88 (92%) 8 (8%) 131 43
34 72 109/111 (98%) 100 (92%) 9 (8%) 131 43
35 73 90/91 (99%) 83 (92%) 7 (8%) 15 46
36 74 95/103 (92%) 89 (94%) 6 (6%) 21 53
37 75 104/105 (99%) 95 (91%) 9 (9%) m 40
38 76 81/82 (99%) 75 (93%) 6 (7%) 16| 48
39 7 70/71 (99%) 64 (91%) 6 (9%) m 42

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
40 78 68,/69 (99%) 62 (91%) | 6 (9%) 40
41 79 45 /46 (98%) 41 (91%) | 4 (9%) 11} 39
42 80 47/116 (40%) 45 (96%) 2 (4%) 33 64
43 | 81 23/23 (100%) | 18(18%) | 5(2%) | [1][7
44 82 88/91 (97%) 77 (88%) 1 (12%) 26
45 83 71/72 (99%) 68 (96%) | 3 (4%) 34 64
47 S0 173/210 (82%) | 163 (94%) | 10 (6%) 23 56
48 S1 191/224 (85%) | 173 (91%) | 18 (9%) 10) 37
49 S2 176/205 (86%) | 170 (97%) | 6 (3%) 42 69
50 S3 182/195 (93%) | 168 (92%) | 14 (8%) 15 47
51 S4 221/222 (100%) | 199 (90%) | 22 (10%) 9/ 33
52 S5 173/191 (91%) | 163 (94%) | 10 (6%) 23 56
53 S6 193/201 (96%) | 184 (95%) | 9 (5%) 30 62
54 S7 165/170 (97%) | 154 (93%) 1 (7%) 19/ 51
55 S8 150/161 (93%) | 142 (95%) | 8 (5%) 26 59
56 39 158/166 (95%) | 146 (92%) | 12 (8%) 15| 47
57 10 89/98 (91%) 82 (92%) 7 (8%) 14| 45
58 11 136/137 (99%) | 127 (93%) | 9 (%) 19 52
59 12 100/119 (84%) 88 (88%) | 12 (12%) | [6] 27
60 13 127/128 (99%) | 114 (90%) | 13 (10%) 33
61 14 96,105 (91%) 93 (97%) | 3 (3%) 45 71
62 15 104/118 (88%) 96 (92%) | 8 (8%) 15 47
63 16 117/119 (98%) | 111 (95%) | 6 (5%) 28 60
64 17 109/124 (88%) 94 (86%) | 15 (14%) 23
65 18 128/129 (99%) | 119 (93%) | 9 (%) 18] 50
66 19 115/116 (99%) | 103 (90%) | 12 (10%) | {8} 32
67 20 100/114 (88%) 1(91%) | 9 (9%) 39
68 21 74/74 (100%) 70 (95%) | 4 (5%) 26 58
69 22 110/111 (99%) | 101 (92%) | 9 (8? ) 13] 44
70 23 119/120 (99%) | 106 (89%) | 13 (11%) 7| 30
71 24 112/113 (99%) | 107 (96%) (4%) 32 63

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
72 25 61/89 (68%) 50 (82%) 11 (18%) 13
73 26 83/101 (82%) 75 (90%) 8 (10%) 100 35
74 27 70/71 (99%) 69 (99%) 1 (1%) 71 186
75 28 56/60 (93%) 53 (95%) 3 (5%) 26 58
76 29 47/49 (96%) 46 (98%) 1 (2%) 59 |80
7 30 51/54 (94%) 47 (92%) 4 (8%) 151 46
78 31 43/135 (32%) 38 (88%) 5 (12%) E 28
79 RA 261/262 (100%) 241 (92%) | 20 (8%) 151 47
All All 9474/10182 (93%) | 8754 (92%) | 720 (8%) 20 47

5 of 720 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
31 69 29 LYS
44 82 83 LEU
71 24 102 LYS
33 71 69 TYR
37 75 79 ASP

Some sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 263 such
sidechains are listed below:

Mol | Chain | Res | Type
25 63 132 ASN
40 78 10 GLN
70 23 21 ASN
28 66 26 GLN
34 72 35 GLN

5.3.3 RNA (D

Mol | Chain Analysed Backbone Outliers | Pucker Outliers
1 25 3304/3395 (97%) 521 (15%) 0
2 8S 157/158 (99%) 22 (14%) 0
3 55 120/121 (99%) 10 (8%) 0
46 1S 1779/1798 (98%) 332 (18%) 0
80 | IR 0/201 - -
All All 5360/5673 (94%) 885 (16%) 0
B riowio:
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5 of 885 RNA backbone outliers are listed below:

Mol | Chain | Res | Type
1 2S 21 G
1 2S 26 A
1 2S 40 A
1 2S 43 A
1 2S 49 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)

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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