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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 20.00 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 I 0
Ramachandran outliers W 2.7 %
Sidechain outliers I | W (5%
RNA backbone I I I (.44
Worse Better

0 Percentile relative to all structures

[I Percentile relative to all EM structures

Motric Whole archive EM structures
(#Entries) (#Entries)
Clashscore 158937 4297
Ramachandran outliers 154571 4023
Sidechain outliers 154315 3826
RNA backbone 4643 859

The table below summarises the geometric issues observed across the polymeric chains and their fit
to the map. The red, orange, yellow and green segments of the bar indicate the fraction of residues
that contain outliers for >=3, 2, 1 and 0 types of geometric quality criteria respectively. A grey
segment represents the fraction of residues that are not modelled. The numeric value for each
fraction is indicated below the corresponding segment, with a dot representing fractions <=5%
The upper red bar (where present) indicates the fraction of residues that have poor fit to the EM
map (all-atom inclusion < 40%). The numeric value is given above the bar.

Mol | Chain | Length Quality of chain
56%
—
1 AB 220 92% 7%
36%
T —
2 AC 208 89% 11%
79%
T ———————
3 AD 206 90% 9%
6%
4 AE 152 90% 10%
28%
T —
5 AF 101 90% 10%
53%
P —
6 AG 152 89% 11%
22%
T —
7 AH 130 90% 9%

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

Mol | Chain | Length Quality of chain
36%
. -
8 Al 128 86% 12%
38%
T — p—
9 Al 100 85% 12%
36%
T —— -
10 AK 118 86% 13%
74%
T —— n
11 AL 124 87% 12%
26%
—— n
12 AM 115 85% 14%
33%
T — n
13 AN 101 88% 11%
24%
T — n
14 AO 89 87% 12%
36%
T ——
15 AP 81 85% 15%
39%
.
16 AQ 82 88% 12%
74%
.
17 AR 57 88% 12%
26%
. -
18 AS 81 89% 9%
16%
19 AT 86 91% 9%
79%
P —
20 AU 53 77% 23%
8%
h
21 AA 1533 25% 51% 20%
50%
—
22 Al 76 22% 46% 25% 7%
33%
]
23 A2 15 33% 33% 13% 20%
22%
.
24 A3 77 21% 55% 23%
53%
P —
25 BC 273 88% 11%
36%
T —
26 BD 209 89% 11%
31%
e
27 BE 201 92% 8%
21%
e
28 BF 179 88% 11%
32%
e -
29 BG 177 92% 7% .
87%
..
30 BH 149 95% 5%
96%
- gl
31 BI 142 95% .
1%
32 BJ 142 89% 11%

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

Mol | Chain | Length Quality of chain
78%
| "
33 BK 123 90% 9%
2%
— n
34 BL 144 90% 9%
39%
T —
35 BM 136 85% 15%
21%
——
36 BN 121 83% 17%
15%
37 BO 117 89% 9% .-
36%
T —
38 BP 115 82% 17%
39%
T —
39 BQ 118 85% 13%
33%
T —
40 BR 103 90% 10%
1%
| "
41 BS 110 90% 9%
28%
e
42 BT 94 86% 14%
50%
. -
43 BU 104 90% 7% oo
8%
44 BV 94 — 89% 11%
75%
P —
45 BW 80 84% 14%
65%
e
46 BX 79 84% 13%
52%
T — p—
47 BY 63 90% 6% -
36%
T ————— -
48 BZ 59 88% 10%
2%
T —————————
49 B0 57 84% 14%
50%
T —
50 B1 52 92% 8%
65%
.. -
51 B2 46 76% 22% .
76%
| -
52 B3 65 91% 8%
11%
53 B4 38 82% 18%
16%
..
54 BA 2903 23% 50% 23%
10%
h
55 BB 118 25% 49% 22%
76%
... —
56 B5 234 89% 6% 5%
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2 Entry composition (i)

There are 58 unique types of molecules in this entry. The entry contains 147653 atoms, of which
0 are hydrogens and 0 are deuteriums.

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

e Molecule 1 is a protein called 30S ribosomal protein S2.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 AB 220 1708 1083 306 312 7 0 1

There are 2 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
AB 7 ACE - acetylation | UNP POA7TV0
AB 226 NH2 - amidation | UNP POA7VO0

e Molecule 2 is a protein called 30S ribosomal protein S3.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2 AC 207 1625 1028 306 288 3 0 1

There is a discrepancy between the modelled and reference sequences:

Chain

Residue

Modelled

Actual

Comment

Reference

AC

207

NH2

- amidation

UNP POA7V3

e Molecule 3 is a protein called 30S ribosomal protein S4.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3 AD 205 1643 1026 315 298 4 0 0
e Molecule 4 is a protein called 30S ribosomal protein S5.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4| AE 192 1109 689 212 202 6 0 1

There are 2 discrepancies between the modelled and reference sequences:
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Chain | Residue | Modelled | Actual | Comment Reference
AE 8 ACE - acetylation | UNP POATW1
AE 159 NH2 - amidation | UNP POATW1

e Molecule 5 is a protein called 30S ribosomal protein S6.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
5 | AF 101 818 515 149 148 6 0 1

There is a discrepancy between the modelled and reference sequences:

Chain

Residue

Modelled

Actual

Comment

Reference

AF

101

NH2

amidation

UNP P02358

e Molecule 6 is a protein called 30S ribosomal protein S7.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
6 AG 152 1178 732 227 215 4 0 1

There are 2 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment | Reference
AG 1 ACE - acetylation | UNP P02359
AG 152 NH2 - amidation | UNP P02359

e Molecule 7 is a protein called 30S ribosomal protein S8.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 AH 129 979 616 173 184 6 0 0
e Molecule 8 is a protein called 30S ribosomal protein S9.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 Al 128 1025 636 206 180 3 0 0

There is a discrepancy between the modelled and reference sequences:

Chain

Residue

Modelled

Actual | Comment

Reference

Al

2

ACE

- acetylation

UNP POA7X3
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e Molecule 9 is a protein called 30S ribosomal protein S10.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
I A 100 790 495 151 143 1 0 1

There are 2 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
Al 4 ACE - acetylation | UNP POA7R5
Al 103 NH2 - amidation | UNP POATR5

e Molecule 10 is a protein called 30S ribosomal protein S11.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
10| AK 118 880 542 174 161 3 0 0

There is a discrepancy between the modelled and reference sequences:

Chain

Residue

Modelled

Actual | Comment

Reference

AK

11

ACE

- acetylation

UNP POA7R9

e Molecule 11 is a protein called 30S ribosomal protein S12.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 AL 123 955 590 196 165 4 0 0
e Molecule 12 is a protein called 30S ribosomal protein S13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
12 AM 114 877 541 178 155 3 0 1

There is a discrepancy between the modelled and reference sequences:

Chain

Residue

Modelled

Actual | Comment

Reference

AM

114

NH2

- amidation

UNP POA7S9

e Molecule 13 is a protein called 30S ribosomal protein S14.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 AN 100 05 499 164 139 3 0 0
e Molecule 14 is a protein called 30S ribosomal protein S15.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
14 AO 88 714 439 144 130 1 0 0
e Molecule 15 is a protein called 30S ribosomal protein S16.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
15 | AP 81 639 400 127 111 1 0 1

There is a discrepancy between the modelled and reference sequences:

Chain

Residue

Modelled

Actual

Comment

Reference

AP

81

NH2

amidation

UNP POA7TT3

e Molecule 16 is a protein called 30S ribosomal protein S17.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 AQ 82 652 413 122 114 3 0 1

There are 2 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
AQ 2 ACE - acetylation | UNP POAG63
AQ 83 NH2 - amidation | UNP POAG63

e Molecule 17 is a protein called 30S ribosomal protein S18.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
17 AR o7 459 290 &7 82 0 1

There are 2 discrepancies between the modelled and reference sequences:

Chain

Residue

Modelled

Actual

Comment

Reference

AR

18

ACE

- acetylation

UNP POA7T7

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

Chain

Residue

Modelled

Actual

Comment

Reference

AR

74

NH2

amidation

UNP POATT7

e Molecule 18 is a protein called 30S ribosomal protein S19.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 AS 8l 641 410 121 108 2 0 1

There are 2 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
AS 1 ACE - acetylation | UNP POA7TU3
AS 81 NH2 - amidation | UNP POA7U3

e Molecule 19 is a protein called 30S ribosomal protein S20.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
19 AT 86 668 413 137 115 3 0 0

There is a discrepancy between the modelled and reference sequences:

Chain

Residue

Modelled

Actual

Comment

Reference

AT

1

ACE

acetylation

UNP POA7U7

e Molecule 20 is a protein called 30S ribosomal protein S21.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
20 AU 53 429 267 87 74 1 0 I

There are 2 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment | Reference
AU 2 ACE - acetylation | UNP P68679
AU 54 NH2 - amidation | UNP P68679

o Molecule 21 is a RNA chain called 16S ribosomal RNA.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N @) P
21 AA 1530 32828 14642 6024 10633 1529 0 0
o Molecule 22 is a RNA chain called fMet-Val-tRNA-Val.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P S
22 Al 76 1627 728 292 531 75 1 0 0

e Molecule 23 is a RNA chain called 5-R(*AP*CP*UP*AP*UP*GP*GP*UP*UP*UP*UP*U
P*AP*UP*U)-3'.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
23 A2 15 309 140 46 109 14 0 0
e Molecule 24 is a RNA chain called tRNA-fMet.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P S
24 A3 7 1642 734 297 534 76 1 0 0
e Molecule 25 is a protein called 50S ribosomal protein L2.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 BC e 2083 1288 424 364 7 0 1

There is a discrepancy between the modelled and reference sequences:

Chain

Residue

Modelled

Actual

Comment

Reference

BC

272

NH2

amidation

UNP P60422

e Molecule 26 is a protein called 50S ribosomal protein L3.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
26 BD 209 1565 979 288 294 4 0 0

e Molecule 27 is a protein called 50S ribosomal protein L4.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 BE 201 1552 974 283 290 5 0 0
e Molecule 28 is a protein called 50S ribosomal protein L5.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
28 BF 178 1420 905 251 258 6 0 0
e Molecule 29 is a protein called 50S ribosomal protein L6.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
29 BG 176 1323 832 243 246 2 0 0
e Molecule 30 is a protein called 50S ribosomal protein L9.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
30 BH 149 1111 699 197 214 1 0 0
e Molecule 31 is a protein called 50S ribosomal protein L11.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
31 BI 141 1032 651 179 196 6 0 0
e Molecule 32 is a protein called 50S ribosomal protein L13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
32 Bl 142 1129 714 212 199 4 0 0
e Molecule 33 is a protein called 50S ribosomal protein L14.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
33 BK 123 939 587 181 165 6 0 1

There is a discrepancy between the modelled and reference sequences:
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Chain | Residue | Modelled | Actual | Comment Reference
BK 123 NH2 - amidation | UNP POADY3

e Molecule 34 is a protein called 50S ribosomal protein L15.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
34 BL 143 1045 649 206 189 1 0 0
e Molecule 35 is a protein called 50S ribosomal protein L16.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
35 BM 136 1074 686 205 177 ©6 0 0
e Molecule 36 is a protein called 50S ribosomal protein L17.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
36 BN 121 961 593 197 166 5 0 1

There is a discrepancy between the modelled and reference sequences:

Chain

Residue

Modelled

Actual | Comment

Reference

BN

121

NH2

- amidation

UNP POAG44

e Molecule 37 is a protein called 50S ribosomal protein L18.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
37 BO 16 892 552 178 162 0

e Molecule 38 is a protein called 50S ribosomal protein L.19.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
38 | BP 114 017 574 179 163 1 0 0
e Molecule 39 is a protein called 50S ribosomal protein L20.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
39 BQ 7 947 604 192 151 0
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e Molecule 40 is a protein called 50S ribosomal protein L21.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
40 BR 103 816 516 153 145 2 0 0
e Molecule 41 is a protein called 50S ribosomal protein L22.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
41 BS 10 857 532 166 156 3 0 0
e Molecule 42 is a protein called 50S ribosomal protein L23.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
42 BT s 739 466 140 131 2 0 1

There is a discrepancy between the modelled and reference sequences:

Chain

Residue

Modelled

Actual

Comment

Reference

BT

94

NH2

- amidation

UNP POADZ0

e Molecule 43 is a protein called 50S ribosomal protein [.24.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
13 BU 103 780 492 147 141 0 1

There is a discrepancy between the modelled and reference sequences:

Chain

Residue

Modelled

Actual

Comment

Reference

BU

103

NH2

- amidation

UNP P60624

e Molecule 44 is a protein called 50S ribosomal protein L25.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 BY i 753 479 137 134 3 0 0

e Molecule 45 is a protein called 50S ribosomal protein L27.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
15 BW 80 599 369 120 109 1 0 0

There is a discrepancy between the modelled and reference sequences:

Chain

Residue

Modelled

Actual

Comment

Reference

BW

5

ACE

- acetylation

UNP POATLS

e Molecule 46 is a protein called 50S ribosomal protein L28.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
46 | BX v 625 388 120 106 2 0 0

There is a discrepancy between the modelled and reference sequences:

Chain

Residue

Modelled

Actual

Comment

Reference

BX

-1

ACE

- acetylation

UNP POATM2

e Molecule 47 is a protein called 50S ribosomal protein [.29.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
47 BY 63 509 313 99 95 2 0 0
e Molecule 48 is a protein called 50S ribosomal protein L30.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 | Bz o8 449 281 87 79 2 0 0
e Molecule 49 is a protein called 50S ribosomal protein L32.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
49 BO o0 444 269 94 80 1 0 0
e Molecule 50 is a protein called 50S ribosomal protein L33.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
50 Bl 52 413 265 76 T2 0 1
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There are 2 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
B1 2 ACE - acetylation | UNP POA7N9
B1 53 NH2 - amidation | UNP POA7N9

e Molecule 51 is a protein called 50S ribosomal protein L34.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
ol B2 46 377 228 90 57 2 0 0
e Molecule 52 is a protein called 50S ribosomal protein L35.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
52 | B3 64 504 323 105 T4 2 0 0
e Molecule 53 is a protein called 50S ribosomal protein L36.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
53 | B4 38 302 185 65 48 4 0 0
e Molecule 54 is a RNA chain called 23S ribosomal RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
54 | BA 29031 69317 27801 11467 20147 2902 0 0
e Molecule 55 is a RNA chain called 5S ribosomal RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
%5 BB 7 2504 1116 459 &13 116 0 0
e Molecule 56 is a protein called 50S ribosomal protein L1.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o0 B5 223 1658 1038 302 312 6 0 0

e Molecule 57 is VALINE (three-letter code: VAL) (formula: C5H;1NO3).
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VAL
CG2
cs/ ©
CGf ( O
\CA(S)
C \.\r‘\\"\.
H, OH
N OXT
Mol | Chain | Residues Atoms AltConf
Total C N O
54 Al 1 - 5 01 1 0

e Molecule 58 is N-FORMYLMETHIONINE (three-letter code: FME) (formula: C¢H;1NO3S).

FME
o]
O
oxtHO ﬁ
ch N
‘eas) H
A
CG — O ot
CB CN
CE—
SD
Mol | Chain | Residues Atoms AltConf
Total C N O S
58 Al 1 10 6 1 2 1 0
gPDEB
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3 Residue-property plots (i)

These plots are drawn for all protein, RNA, DNA and oligosaccharide chains in the entry. The
first graphic for a chain summarises the proportions of the various outlier classes displayed in the
second graphic. The second graphic shows the sequence view annotated by issues in geometry and
atom inclusion in map density. Residues are color-coded according to the number of geometric
quality criteria for which they contain at least one outlier: green = 0, yellow = 1, orange = 2
and red = 3 or more. A red diamond above a residue indicates a poor fit to the EM map for
this residue (all-atom inclusion < 40%). Stretches of 2 or more consecutive residues without any
outlier are shown as a green connector. Residues present in the sample, but not in the model, are
shown in grey.

e Molecule 1: 30S ribosomal protein S2
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e Molecule 2: 308 ribosomal protein S3
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e Molecule 3: 30S ribosomal protein S4
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e Molecule 4: 308 ribosomal protein S
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e Molecule 5: 30S ribosomal protein S6
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e Molecule 6: 30S ribosomal protein S7
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e Molecule 7: 308 ribosomal protein S8
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e Molecule 8: 30S ribosomal protein S9
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ra oo o BB 2 2 4 & 4

e Molecule 9: 30S ribosomal protein S10
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e Molecule 10: 30S ribosomal protein S11
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4 Experimental information (i)

Property Value Source

EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, C1 Depositor
Number of particles used 1904 Depositor
Resolution determination method | FSC 0.5 CUT-OFF Depositor
CTF correction method local Depositor
Microscope FEI/PHILIPS CM200FEG Depositor
Voltage (kV) 160 Depositor
Electron dose (e~ /A2) 20 Depositor
Minimum defocus (nm) 500 Depositor
Maximum defocus (nm) 2000 Depositor
Magnification 162740 Depositor
Image detector GENERIC TVIPS (4k x 4k) Depositor
Maximum map value 157.537 Depositor
Minimum map value -94.382 Depositor
Average map value -1.909 Depositor
Map value standard deviation 16.235 Depositor
Recommended contour level 22.0 Depositor
Map size (A) 358.4, 358.4, 358.4 wwPDB

Map dimensions 128, 128, 128 wwPDB

Map angles (°) 90, 90, 90 wwPDB

Pixel spacing (A) 2.8, 2.8, 2.8 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: CMO,

FME, PSU, 5MU, OMC, NH2, H2U, 7MG, 4SU, ACE, 6MZ

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 #4|Z| >5 RMSZ #4|Z| >5

1 AB 0.71 0/1736 1.09 15/2340 (0.6%)
2 AC 0.72 0/1651 1.15 16/2225 (0.7%)
3 AD 0.76 0/1665 1.19 16/2227 (0.7%)
4 AE | 071 0/1119 1.11 10/1506 (0.7%)
5 AF 0.73 0/835 1.12 7/1128 (0.6%)
6 AG 0.74 0/1188 1.23 14/1593 (0.9%)
7 AH 0.69 0/989 1.02 5/1326 (0.4%)
8 Al 0.81 0/1035 1.33 17/1377 (1.2%)
9 AJ 0.71 0/797 1.28 10/1079 (0.9%)
10 AK 0.75 0/894 1.23 11/1207 (0.9%)
11 AL 0.75 0/969 1.25 14/1300 (1.1%)
12 | AM | 0.73 0/884 1.22 11/1181 (0.9%)
13 AN 0.78 0/817 1.22 9/1088 (0.8%)
14 | AO | 071 0/722 1.15 8/964 (0.8%)
15 AP 0.74 0/648 1.35 12/870 (1.4%)
16 AQ 0.70 0/658 1.19 8/883 (0.9%)
17 AR 0.80 0/463 1.21 6,/623 (1.0%)
18 AS 0.76 0/653 1.15 9/879 (1.0%)
19 | AT | 0.68 0/672 111 47890 (0.4%)
20 AU 0.83 0/431 1.66 13/572 (2.3%)
21 AA 1.53 | 1/36759 (0.0%) | 2.22 | 1937/57346 (3.4%)
22 Al 1.54 0/1668 2.21 86,2595 (3.3%)
23 A2 1.54 0/343 2.22 16/531 (3.0%)
24 | A3 | 154 0/1722 2.22 99,2685 (3.7%)
25 BC 0.73 0/2121 1.23 23/2852 (0.8%)
26 | BD | 0.68 0/15%6 1.12 8/2134 (0.4%)
27 BE 0.67 0/1571 1.16 12/2113 (0.6%)
28 BF 0.74 0/1444 1.17 11/1937 (0.6%)
29 BG 0.69 0/1343 1.14 9/1816 (0.5%)
30 BH 0.66 0/1122 1.11 5/1515 (0.3%)
31 BI 0.65 0/1046 1.07 4/1410 (0.3%)
32 BJ 0.73 0/1152 1.25 12/1551 (0.8%)

EMD-1717, 4V71
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. Bond lengths Bond angles
Mol | Chain | ¢\ o7 #|Z| >5 RMSZ #|Z| >5
33 | BK | 0.70 0,947 1.21 9/1268 (0.7%)
34 | BL | 0.72 0/1054 1.22 10/1403 (0.7%)
35 | BM | 0.75 0/1093 1.27 11/1460 (0.8%)
36 | BN | 0.75 0/973 1.38 18/1301 (1.4%)
37 | BO | 0.72 0,902 1.26 13/1209 (1.1%)
38 | BD | 0.74 0,929 1.34 15/1242 (1.2%)
30 | BQ | 0.78 0,960 1.30 14/1278 (1.1%)
10 | BR | 0.70 0,/829 1.19 6,1107 (0.5%)
41 | BS | 0.66 0/864 1.22 10/1156 (0.9%)
2 | BT | 064 0,744 1.18 6/994 (0.6%)
43 | BU | 0.68 0/787 1.07 5/1051 (0.5%)
4 | BV | 070 0,766 1.13 5/1025 (0.5%)
5 | BW | 0.75 0,604 1.32 8/799 (1.0%)
6 | BX | 0.73 0,/635 1.34 10/848 (1.2%)
A7 | BY | 0.69 0/510 1.23 1/677 (0.6%)
8 | BZ | 0.68 0/453 1.23 77605 (1.2%)
19 | B0 | 074 0,/450 1.28 5/599 (0.8%)
50 | Bl | 0.73 0/417 1.05 2/556 (0.4%)
51 | B2 | 081 0,/380 1.62 11/498 (2.2%)
52 | B3 | 0.72 0/513 1.15 5/676 (0.7%)
53 | B4 | 0.67 0/303 1.36 6/397 (1.5%)
54 | BA | 1.40 | 1/69796 (0.0%) | 2.21 | 4031/108888 (3.7%)
55 | BB | 1.42 0,/2800 2.15 | 146/4367 (3.3%)
56 | B5 | 0.64 0/1673 1.09 11/2255 (0.5%)
Al | Al | 1.28 |2/160085 (0.0%) | 2.00 | 6805,239402 (2.8%)

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
3 AD 0 1
8 Al 0 1

14 AO 0 1
21 AA 0 372
22 Al 0 21
23 A2 0 5
24 A3 0 7
27 BE 0 1
37 BO 0 1
39 BQ 0 1

Continued on next page...



Page 37

Full wwPDB EM Validation Report

EMD-1717, 4V71

Continued from previous page...

Mol | Chain | #Chirality outliers | #Planarity outliers
45 BW 0 1
o4 BA 0 726
95 BB 0 20
All All 0 1158

All (2) bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
21 AA 1060 U Ch-C4’ | 5.13 1.57 1.51
o4 BA 2428 G C2-N2 | -5.06 1.29 1.34

All (6805) bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(?)
o4 BA 982 C N3-C2-02 -13.80 112.24 121.90
54 BA o74 A N1-C6-N6 -13.05 110.77 118.60
21 AA 676 A N1-C6-N6 -12.48 111.11 118.60
21 AA 964 A N1-C6-N6 -12.38 111.17 118.60
o4 BA 1932 A N1-C6-N6 -12.22 111.27 118.60
o4 BA 643 A 04’-C1-N9 12.01 117.81 108.20
21 AA 845 A N1-C6-N6 -11.90 111.46 118.60
o4 BA 666 A N1-C6-N6 -11.89 111.47 118.60
54 BA 219 A N1-C6-N6 -11.86 111.48 118.60
54 BA 119 A N1-C6-N6 -11.84 111.50 118.60
o4 BA 1352 U 04’-C1’-N1 11.83 117.66 108.20
21 AA 630 A N1-C6-N6 -11.71 111.57 118.60
o4 BA 2654 A N1-C6-N6 -11.64 111.61 118.60
o4 BA 1780 A N1-C6-N6 -11.64 111.61 118.60
o4 BA 789 A N1-C6-N6 -11.61 111.63 118.60
o4 BA 1287 A N1-C6-N6 -11.56 111.66 118.60
o4 BA 2369 A N1-C6-N6 -11.54 111.67 118.60
o4 BA 1080 A N1-C6-N6 -11.49 111.71 118.60
o4 BA 1096 A N1-C6-N6 -11.48 111.71 118.60
o4 BA 932 U 04’-C1’-N1 11.44 117.35 108.20
o4 BA 2753 A N1-C6-N6 -11.43 111.74 118.60
o4 BA 481 G 04’-C1’-N9 11.43 117.34 108.20
21 AA 493 A N1-C6-N6 -11.40 111.76 118.60
o4 BA 2435 A N1-C6-N6 -11.38 111.77 118.60
21 AA 389 A N1-C6-N6 -11.37 111.78 118.60
o4 BA 2030 A N1-C6-N6 -11.29 111.83 118.60
21 AA 109 A N1-C6-N6 -11.28 111.83 118.60
95 BB 78 A N1-C6-N6 -11.24 111.86 118.60

Continued on next page...
grbDe
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Mol | Chain | Res | Type Atoms Observed(°) | Ideal(?)
54 BA 430 A N1-C6-N6 -11.23 111.86 118.60
54 BA 982 C N1-C2-02 11.22 125.63 118.90
54 BA 1569 A N1-C6-N6 -11.21 111.87 118.60
o4 BA 699 A N1-C6-N6 -11.21 111.87 118.60
o4 BA 311 A N1-C6-N6 -11.18 111.89 118.60
21 AA 1004 A N1-C6-N6 -11.13 111.92 118.60
54 BA 2810 A N1-C6-N6 -11.13 111.92 118.60
21 AA 432 A N1-C6-N6 -11.09 111.95 118.60
54 BA 2850 A N1-C6-N6 -11.07 111.96 118.60
21 AA 171 A N1-C6-N6 -11.03 111.98 118.60
21 AA 1339 A N1-C6-N6 -11.03 111.98 118.60
o4 BA 1413 A N1-C6-N6 -11.02 111.99 118.60
54 BA 1392 A N1-C6-N6 -11.01 112.00 118.60
o4 BA 2893 A N1-C6-N6 -10.99 112.00 118.60
o4 BA 2577 A N1-C6-N6 -10.98 112.01 118.60
o4 BA 1637 A N1-C6-N6 -10.97 112.02 118.60
o4 BA 1134 A N1-C6-N6 -10.96 112.02 118.60
21 AA 1288 A N1-C6-N6 -10.95 112.03 118.60
54 BA 2211 A N1-C6-N6 -10.93 112.04 118.60
21 AA 1434 A N1-C6-N6 -10.92 112.05 118.60
21 AA 1289 A N1-C6-N6 -10.87 112.08 118.60
21 AA 1447 A N1-C6-N6 -10.85 112.09 118.60
54 BA 2247 A N1-C6-N6 -10.85 112.09 118.60
o4 BA 1241 A N1-C6-N6 -10.84 112.09 118.60
9 AJ 62 | ARG | NE-CZ-NH1 | 10.79 125.69 120.30
54 BA 1494 A N1-C6-N6 -10.79 112.13 118.60
21 AA 288 A N1-C6-N6 -10.78 112.13 118.60
o4 BA 739 A N1-C6-N6 -10.77 112.14 118.60
o4 BA 47 U 04’-C1’-N1 10.75 116.80 108.20
54 BA 1634 A N1-C6-N6 -10.75 112.15 118.60
o4 BA 1610 A N1-C6-N6