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

MolProbity : 4.02b-467
Mogul : 1.8.4, CSD as541be (2020)

Xtriage (Phenix) : 1.13
EDS : 2.36
buster-report : 1.1.7 (2018)
Percentile statistics :  20191225.v01 (using entries in the PDB archive December 25th 2019)
Refmac : 5.8.0158
CCP4 : 7.0.044 (Gargrove)
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.36
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1 Overall quality at a glance (i)

The following experimental techniques were used to determine the structure:
X-RAY DIFFRACTION

The reported resolution of this entry is 3.30 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

Rfrec NN | I .72

Clashscore A 39

Ramachandran outliers N 13.7%
Sidechain outliers | I (1.3%
RSRZ outliers NN D 7 .2%

RNA backbone I I I 5/

Worse Better

I Percentile relative to all X-ray structures

[I Percentile relative to X-ray structures of similar resolution

Metric Whole archive Similar resolution

(#Entries) (#Entries, resolution range(A))

R frec 130704 1149 (3.34-3.26)

Clashscore 141614 1205 (3.34-3.26)

Ramachandran outliers 138981 1183 (3.34-3.26)

Sidechain outliers 138945 1182 (3.34-3.26)

RSRZ outliers 127900 1115 (3.34-3.26)

RNA backbone 3102 1117 (3.70-2.90)

The table below summarises the geometric issues observed across the polymeric chains and their
fit to the electron density. The red, orange, yellow and green segments of the lower 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 electron density. The numeric value is given above the bar.

Mol | Chain | Length Quality of chain
1 AA 1522 L 27% 61% 10% =
1 CA 1522 L 26% 61% 10% .-
2 | AB S 6% T
2 CB 256 &018%_ 59% 14% - 8%

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
%
3 AC 239 23% 52% 10% 13%
5%
3 CC 239 21% 549% 10% 13%
4 AD 209 38% 47% % .
%
4 CD 209 : 39% 47% 1% -«
%
5 AE 162 . 31% 50% 2% « 7%
%
5 CE 162 31% 50% % 1%
%
6 AF 101 : 36% 58% 6%
%
6 CF 101 34% 60% 6%
8%
7 AG 156 34% 54% 10w -
3%
7 CG 156 35% 53% 0% .-
%
8 AH 138 . 31% 59% 7
7%
8 CH 138 30% 50% T
5%
9 Al 128 28% 59% %
31%
9 CI 128 27% 60% 10% o
5%
10 Al 105 19% 57% 18% 6%
38%
10 CJ 105 21% 55% 18% 6%
3%
11 AK 129 - 31% 53% 8% . 8%
5%
11 CK 129 29% 55% 8% - 8%
7%
12 AL 135 - 33% 44% 13% .= 7%
7%
12 CL 135 - 35% 43% 13% = 7%
3%
e
13 AM 126 27% 56% 15%
25%
]
13 CM 126 25% 56% 17%
5%
_
14 AN 61 21% 46% 30%
10%
| ...
14 CN 61 20% 49% 28%
15 AO 89 35% 55% 9%

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

Mol | Chain | Length Quality of chain
15 cO 89 30% 60% 9% -
F
16 AP 88 32% 56% 8% 5%
7%
16 CP 88 30% 58% 8% 5%
i
17 AQ 105 39% 50% 5% - 5%
¥
17 CQ 105 35% 54% 5% - 5%
F
18 AR 88 31% 43% - 20%
z
18 CR 88 31% 42% 5% 20%
13%
EE—
19 AS 93 14% 52% 17% ~ 15%
16%
I
19 CS 93 14% 52% 17% . 15%
6%
_ |
20 AT 106 25% 57% 12% 7%
1%
h L |
20 CT 106 23% 59% 1% 7%
33%
e ———
21 AU 27 41% 44% 7% 1%
70%
e — ——
21 CuU 27 37% 44% 1% 7%
22 AV 7 36% 42% 19%
[ S
22 CV 7 21% 62% 16%
20%
e ———
23 AW 76 22% 59% 18%
55%
—
23 CW 76 24% 63% 13%
10%
24 AX 10 50% 50%
10%
| .
24 CX 10 20% 70% 0%
21%
.
25 AY 7 18% 52% 29%
14%
——
25 CYy 7 18% 55% 27%
=
————
26 BO 85 33% 52% 13%
R
e
26 DO 85 32% 52% 14%
2%
_ T
27 B1 98 24% 54% 14%
27 D1 98 31% 46% 16%

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
3%
_
28 B2 72 21% 56% 17% 6% o
5%
28 | D2 79 | E— 6o o
7%
29 B3 60 S 67% 17%
8%
| ..
29 D3 60 20% 65% 15%
30 B4 71 7% 27% 8% - 56%
7%
30 D4 71 10% 25% 7% - 56%
10%
31 B5 60 38% 43% 15%
5%
31 D5 60 - 38% 43% 15%
69%
H
32 B6 H4 11% 44% 22% 6% 17%
74%
—
32 D6 H4 11% 44% 22% 6% 17%
%
33 B7 49 = 43% 47% 0%
10%
33 | D7 g9 | T v e —
%
—
34 B8 65 23% 52% 20%
2%
e
34 D8 65 25% 51% 20%
68%
e — ——
35 B9 37 43% 46% 8% -
89%
| e —
35 D9 37 43% 46% 8%
%
36 BA 2822 35% 50% 5% -
3%
36 | DA 9829 | = v 5T e
37 BB 122 27% 60% B F L7
%
37 DB 122 27% 58% % .
52%
38 BC 229 30% 37% 16% 17%
62%
38 DC 229 31% 38% 14% 17%
39 BD 276 31% 49% 17%
39 DD 276 30% 50% 16%
5%
40 BE 206 24% 50% 23%

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain

40 DE 206 gT 51% 22% -

41 BF 210 L 25% 59% 15%

41 DF 210 £T 61% 14%

42 BG 182 M% 64% 18%

42 DG 182 7% = 59% 31% -

27%

43 BH 180 15% 53% 17% 11%

43 DH 180 = 16% 52% 17% 11%

44 BI 148 = 20% 55% 24% -

33% _

44 DI 148 19% 55% 24% -
%

45 BN 140 : 25% 50% 21% -
%

45 DN 140 : 25% 50% 21% -

46 BO 122 £ 40% 51% 9%

46 DO 122 43% 47% 10%

47 | BP 150 | =——— 4% 5% =

47 DP 150 # 45% 30% % -

48 BQ 141 = 30% 57% 11%

48 DQ 141 = 28% 57% 11%

49 BR 118 31% 50% 18%

49 DR 118 25% 55% 17% .-

50 BS 112 4-/"12T 44% 29% 1%

26%

50 DS 112 15% 43% 12%

o1 BT 146 7_A)1W 49% 24% "% 5%
%

o1 DT 146 ./T 51% 23% "% 5%
%

52 BU 118 ./T 64% 12%
%

52 DU 118 : 21% 66% 12%

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
7%
53 BV 101 25% 52% 20% -
5%
53 DV 101 25% 52% 20% -
54 BW 113 32% 52% 1% .
3%
54 DW 113 - 31% 54% 13%
%
55 BX 96 : 39% 52% 6%
%
55 DX 96 : 40% 49% 8% -
15%
e —
56 BY 110 20% 41% 24% 7% 8%
23%
I — —
56 DY 110 18% 44% 25% 5% 8%
13%
57 BZ 206 * 50% 20% e
23%
F R
57 DZ 206 11% 53% 19% . 14%

The following table lists non-polymeric compounds, carbohydrate monomers and non-standard
residues in protein, DNA, RNA chains that are outliers for geometric or electron-density-fit crite-

ria:
Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
58 MG AA | 1602 - - - X
58 MG AA | 1604 - - - X
58 MG AA | 1608 - - - X
58 MG AA | 1618 - - - X
58 MG AA 1631 - - - X
58 MG AA 1635 - - - X
58 MG AA | 1652 - - - X
58 MG AA | 1655 - - - X
58 MG AA | 1666 - - - X
58 MG AA ] 1685 - - - X
58 MG AA 1693 - - - X
58 MG AA 1694 - - - X
58 MG AA 1696 - - - X
58 MG AA | 1700 - - - X
58 MG AA | 1730 - - - X
58 MG AA | 1734 - - - X
58 MG AA | 1743 - - - X
58 MG AA 1745 - - - X
58 MG AA 1752 - - - X
58 MG AA 1760 - - - X

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

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
58 MG AA 1762 - - - X
58 MG AA 1763 - - - X
58 MG AA 1765 - - - X
58 MG AA 1769 - - - X
58 MG AA 1771 - - - X
58 MG AA 1772 - - - X
58 MG AA 1780 - - - X
58 MG AA 1783 - - - X
58 MG AA 1788 - - - X
58 MG AA 1789 - - - X
58 MG AA 1799 - - - X
58 MG AA 1808 - - - X
58 MG AA 1812 - - - X
58 MG AG 201 - - - X
58 MG AV 105 - - - X
58 MG AW 101 - - - X
58 MG AW 110 - - - X
58 MG AW 116 - - - X
58 MG AW 117 - - - X
58 MG B2 601 - - - X
58 MG B5 102 - - - X
58 MG BA | 3004 - - - X
58 MG BA | 3009 - - - X
58 MG BA | 3013 - - - X
58 MG BA | 3034 - - - X
58 MG BA | 3050 - - - X
58 MG BA | 3070 - - - X
58 MG BA | 3104 - - - X
58 MG BA | 3130 - - - X
58 MG BA | 3150 - - - X
58 MG BA | 3158 - - - X
58 MG BA | 3163 - - - X
58 MG BA | 3164 - - - X
58 MG BA | 3213 - - - X
58 MG BA | 3221 - - - X
58 MG BA | 3223 - - - X
58 MG BA | 3228 - - - X
58 MG BA | 3232 - - - X
58 MG BA | 3234 - - - X
58 MG BA | 3235 - - - X
58 MG BA | 3238 - - - X
58 MG BA | 3242 - - - X

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

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
58 MG BA | 3259 - - - X
58 MG BA | 3260 - - - X
58 MG BA | 3269 - - - X
58 MG BA | 3272 - - - X
58 MG BA | 3278 - - - X
58 MG BA | 3284 - - - X
58 MG BA | 3285 - - - X
58 MG BA | 3287 - - - X
58 MG BA | 3288 - - - X
58 MG BA | 3295 - - - X
58 MG BA | 3305 - - - X
58 MG BA | 3308 - - - X
58 MG BA | 3316 - - - X
58 MG BA | 3321 - - - X
58 MG BA | 3336 - - - X
58 MG BA | 3339 - - - X
58 MG BA | 3341 - - - X
58 MG BA | 3345 - - - X
58 MG BA | 3347 - - - X
58 MG BA | 3349 - - - X
58 MG BA | 3351 - - - X
58 MG BA | 3355 - - - X
58 MG BA | 3375 - - - X
58 MG BA | 3377 - - - X
58 MG BA | 3394 - - - X
58 MG BA | 3401 - - - X
58 MG BA | 3404 - - - X
58 MG BA | 3424 - - - X
58 MG BA | 3428 - - - X
58 MG BA | 3429 - - - X
58 MG BA | 3453 - - - X
58 MG BB 201 - - - X
58 MG BB 202 - - - X
58 MG BB 213 - - - X
58 MG BB 214 - - - X
58 MG BB 217 - - - X
58 MG BB 218 - - - X
58 MG BX 102 - - - X
58 MG CA 1612 - - - X
58 MG CA 1617 - - - X
58 MG CA 1618 - - - X
58 MG CA 1619 - - - X

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

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
58 MG CA 1626 - - - X
58 MG CA 1627 - - - X
58 MG CA 1638 - - - X
58 MG CA 1639 - - - X
58 MG CA 1643 - - - X
58 MG CA 1647 - - - X
58 MG CA 1649 - - - X
58 MG CA 1650 - - - X
58 MG CA 1651 - - - X
58 MG CA 1661 - - - X
58 MG CA 1672 - - - X
58 MG CA 1675 - - - X
58 MG CA 1680 - - - X
58 MG CA 1682 - - - X
58 MG CA 1687 - - - X
58 MG CA 1688 - - - X
58 MG CA 1701 - - - X
58 MG CA 1710 - - - X
58 MG CA 1716 - - - X
58 MG CA 1724 - - - X
58 MG CA 1730 - - - X
58 MG CA 1731 - - - X
58 MG CA 1737 - - - X
58 MG CA 1739 - - - X
58 MG CA 1742 - - - X
58 MG CA 1743 - - - X
58 MG CA 1751 - - - X
58 MG CA 1762 - - - X
58 MG CA 1763 - - - X
58 MG CA 1767 - - - X
58 MG CA 1770 - - - X
58 MG CA 1772 - - - X
58 MG CA 1773 - - - X
58 MG CA 1780 - - - X
58 MG CA 1783 - - - X
58 MG CA 1810 - - - X
58 MG CA 1816 - - - X
58 MG CK 201 - - - X
58 MG CV 105 - - - X
58 MG CV 108 - - - X
58 MG CW 103 - - - X
58 MG CW 108 - - - X

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

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
58 MG D1 101 - - - X
58 MG D7 102 - - - X
58 MG DA | 3005 - - - X
58 MG DA | 3035 - - - X
58 MG DA | 3043 - - - X
58 MG DA | 3088 - - - X
58 MG DA | 3102 - - - X
58 MG DA | 3103 - - - X
58 MG DA | 3141 - - - X
58 MG DA | 3144 - - - X
58 MG DA | 3151 - - - X
58 MG DA | 3156 - - - X
58 MG DA | 3161 - - - X
58 MG DA | 3166 - - - X
58 MG DA | 3171 - - - X
58 MG DA | 3178 - - - X
58 MG DA | 3196 - - - X
58 MG DA | 3198 - - - X
58 MG DA | 3205 - - - X
58 MG DA | 3209 - - - X
58 MG DA | 3213 - - - X
58 MG DA | 3219 - - - X
58 MG DA | 3220 - - - X
58 MG DA | 3224 - - - X
58 MG DA | 3234 - - - X
58 MG DA | 3241 - - - X
58 MG DA | 3245 - - - X
58 MG DA | 3246 - - - X
58 MG DA | 3253 - - - X
58 MG DA | 3255 - - - X
58 MG DA | 3262 - - - X
58 MG DA | 3264 - - - X
58 MG DA | 3265 - - - X
58 MG DA | 3273 - - - X
58 MG DA | 3279 - - - X
58 MG DA | 3283 - - - X
58 MG DA | 3301 - - - X
58 MG DA | 3303 - - - X
58 MG DA | 3304 - - - X
58 MG DA | 3311 - - - X
58 MG DA | 3313 - - - X
58 MG DA | 3327 - - - X

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

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
58 MG DA | 3330 - - - X
58 MG DA | 3331 - - - X
58 MG DA | 3334 - - - X
58 MG DA | 3335 - - - X
58 MG DA | 3336 - - - X
58 MG DA | 3344 - - - X
58 MG DA | 3346 - - - X
58 MG DA | 3348 - - - X
58 MG DA | 3351 - - - X
58 MG DA | 3360 - - - X
58 MG DA | 3364 - - - X
58 MG DA | 3370 - - - X
58 MG DA | 3380 - - - X
58 MG DA | 3391 - - - X
58 MG DA | 3399 - - - X
58 MG DA | 3410 - - - X
58 MG DA | 3414 - - - X
58 MG DA | 3423 - - - X
58 MG DA | 3426 - - - X
58 MG DA | 3434 - - - X
58 MG DA | 3447 - - - X
58 MG DB 202 - - - X
58 MG DB 213 - - - X
58 MG DB 214 - - - X
58 MG DB 216 - - - X
58 MG DB 217 - - - X
58 MG DN 201 - - - X
58 MG DN 202 - - - X
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2 Entry composition (i)

There are 60 unique types of molecules in this entry. The entry contains 296168 atoms, of which
0 are hydrogens and 0 are deuteriums.

In the tables below, the ZeroOcc column contains the number of atoms modelled with zero occu-
pancy, 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 16S ribosomal RNA.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

Total C N O P
L AA 1504 32329 14390 5992 10444 1503 0 0 0

Total C N @) P
1 CA 1504 32329 14390 5992 10444 1503 0 0 0

e Molecule 2 is a protein called 30S RIBOSOMAL PROTEIN S2.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
2 AB 235 1901 1213 342 341 5 0 0 1
Total C N O S
2 CB 235 1901 1213 342 341 5 0 0 1

e Molecule 3 is a protein called 30S RIBOSOMAL PROTEIN S3.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
3 AC 207 1613 1016 315 281 1 0 0 1
Total C N O S
3 CC 207 1613 1016 315 281 1 0 0 1

e Molecule 4 is a protein called 30S RIBOSOMAL PROTEIN S4.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
4 AD 208 1703 1066 339 291 7 0 0 0
Total C N O S
4 CD 208 1703 1066 339 291 7 0 0 0

e Molecule 5 is a protein called 30S RIBOSOMAL PROTEIN S5.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
5 AE 151 1147 724 218 201 4 0 0 1
Total C N O S
5 CE 151 1147 724 218 201 4 0 0 1
e Molecule 6 is a protein called 30S RIBOSOMAL PROTEIN S6.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
6 AF 101 843 531 155 154 3 0 0 0
Total C N O S
6 CF 101 843 531 155 154 3 0 0 0
e Molecule 7 is a protein called 30S RIBOSOMAL PROTEIN S7.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
7 AG 155 1257 781 252 218 6 0 0 0
Total C N O S
7 CG 155 1257 781 252 218 6 0 0 0
e Molecule 8 is a protein called 30S RIBOSOMAL PROTEIN S8.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
8 | AH 138 1116 705 215 193 3 0 0 0
Total C N O S
8 | CH 138 1116 705 215 193 3 0 0 0
e Molecule 9 is a protein called 30S RIBOSOMAL PROTEIN S9.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
9 | Al 127 1011 639 198 174 0 0
Total C N O
9 | O 127 1011 639 198 174 0 0
e Molecule 10 is a protein called 30S RIBOSOMAL PROTEIN S10.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
10 Al % 795 499 157 138 1 0 0 1
Continued on next page...
¢PDB
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

10 CJ 9 T709t5a l 439 11;7 1(?38 ? 0 0 1
e Molecule 11 is a protein called 30S RIBOSOMAL PROTEIN S11.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
1 AK 119 1;30;5 1 55139 1128 125 § 0 0 0
1 CK 119 T80;§ 1 55119 1218 1((?5 2 0 0 0

e Molecule 12 is a protein called 30S RIBOSOMAL PROTEIN S12.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
R A L L
R L A L L

e Molecule 13 is a protein called 30S RIBOSOMAL PROTEIN S13.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
13 AM 125 goé;cg l 6(131 21(\)16 1(6)9 g 0 0 !
13 CM 125 goggl 6(131 21816 1(6?9 g 0 0 !

e Molecule 14 is a protein called 30S RIBOSOMAL PROTEIN S14.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

AN | e s a0 |0 |0
e Molecule 15 is a protein called 30S RIBOSOMAL PROTEIN S15.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
AR T I I
15| <O i B ¥ ¥ ¥

WO RLDWIDE
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e Molecule 16 is a protein called 30S RIBOSOMAL PROTEIN S16.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
16 AP i T70()t;Ll 423 114\110 1(1)7 ? 0 0 !
AT R L A
e Molecule 17 is a protein called 30S RIBOSOMAL PROTEIN S17.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
17 AQ 100 TSOQtZ l 5(;8 11;2 122 2 0 0 1
17 cQ 100 T802t4iL l 538 11;2 122 2 0 0 1
e Molecule 18 is a protein called 30S RIBOSOMAL PROTEIN S18.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
s ) AR | e e | 0 | 0|0
s R | | s e | 0 | 0 |0
e Molecule 19 is a protein called 30S RIBOSOMAL PROTEIN S19.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
| A | ™ s s 00| 0 | 0 |
|65 | ™ e s s 02| ° | 0 |
e Molecule 20 is a protein called 30S RIBOSOMAL PROTEIN S20.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
20 AT 9 1;()55 l 4(730 11(\3]2 1(2)9 g 0 0 0
0 | ot | 9 | T oo am s | O | 0 |0

e Molecule 21 is a protein called 30S RIBOSOMAL PROTEIN THX.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
21 AU 25 209 128 51 30 0 0 1
Total C N O
21 cu 25 209 128 51 30 0 0 1
e Molecule 22 is a RNA chain called P-SITE TRNA FMET.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O P
22 AV 77 1641 733 297 535 76 0 0 0
Total C N O P
22 Cv 77 1641 733 297 535 76 0 0 0
e Molecule 23 is a RNA chain called E-SITE TRNA PHE.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O P
23 AW 76 1619 723 290 531 75 0 0 0
Total C N O P
23 | CW 76 1619 723 200 531 75 0 0 0
o Molecule 24 is a RNA chain called MRNA.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O P
24 | AX 10 210 96 39 66 O 0 0 0
Total C N O P
24 X 10 210 96 39 66 O 0 0 0
e Molecule 25 is a RNA chain called A-SITE PHE-TRNA PHE.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O P
25 AY v 1630 732 292 531 75 0 0 0
Total C N O P
25 CY v 1630 732 292 531 75 0 0 0
e Molecule 26 is a protein called 50S RIBOSOMAL PROTEIN L27.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
26 | BO 84 662 410 140 111 1 0 0 0
Continued on next page...
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
26 DO 84 T(;OfitZal 4?0 114\110 1(1)1 ? 0 0
e Molecule 27 is a protein called 50S RIBOSOMAL PROTEIN L28.
Mol | Chain | Residues Atoms ZeroOcc | AltConf
27 Bl o4 T;);;l 42510 114\116 125 ? 0 0
27 bl 4 T;);Sl 45() 114\116 185 ? 0 0
e Molecule 28 is a protein called 50S RIBOSOMAL PROTEIN L29.
Mol | Chain | Residues Atoms ZeroOcc | AltConf
IR HERE
DR HIERE

e Molecule 29 is a protein called 50S RIBOSOMAL PROTEIN L30.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
29 B3 60 468 298 91 78 1 0 0
Total C N O S
29 D3 60 468 298 91 78 1 0 0

e Molecule 30 is a protein called 50S RIBOSOMAL PROTEIN L31.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
30 B4 31 226 142 37 43 4 0 0
Total C N O S
30 D4 31 226 142 37 43 4 0 0

e Molecule 31 is a protein called 50S RIBOSOMAL PROTEIN L32.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
31 B5 o9 459 288 90 76 5 0 0
Total C N O S
31 D5 o9 459 288 90 76 5 0 0
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e Molecule 32 is a protein called 50S RIBOSOMAL PROTEIN L33.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
32 | B 45 Tl N o 0 0 1
32 | D6 45 P 0 0 1
e Molecule 33 is a protein called 50S RIBOSOMAL PROTEIN L34.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
33 BT 49 Téfltgl 2?7 11(\)15 505 2 0 0 !
33 b7 49 Téi)ltgl 2?7 11(\)15 5?5 2 0 0 1
e Molecule 34 is a protein called 50S RIBOSOMAL PROTEIN L35.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
wlm | o TN TE
w D8 | e | s | 0 | 0 |
e Molecule 35 is a protein called 50S RIBOSOMAL PROTEIN L36.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
35 | B9 36 1;0531 133 é\; Z% g 0 0 0
e Molecule 36 is a RNA chain called 23S Ribosomal RNA.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
36 BA 2807 ér()oélt;; 26307 11§11 1951)35 2;)06 0 0 0
36 DA 2807 ér()oéltgfl) 26307 111§11 19235 265)6 0 0 0

e Molecule 37 is a RNA chain called 5S RIBOSOMAL RNA.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O P
37 BB 119 2551 1136 471 826 118 0 0 0
Total C N O P
37 DB 119 2551 1136 471 826 118 0 0 0
e Molecule 38 is a protein called 50S RIBOSOMAL PROTEIN L1.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
38 BC 191 1142 691 221 230 0 0 1
Total C N O
38 DC 191 1142 691 221 230 0 0 1
e Molecule 39 is a protein called 50S RIBOSOMAL PROTEIN L2.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
39 BD 272 2105 1329 417 356 3 0 0 1
Total C N O S
39 bD 272 2105 1329 417 356 3 0 0 1
e Molecule 40 is a protein called 50S RIBOSOMAL PROTEIN L3.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
40 BE 205 1564 988 300 270 6 0 0 1
Total C N O S
40 DE 205 1564 988 300 270 6 0 0 1
e Molecule 41 is a protein called 50S RIBOSOMAL PROTEIN LA4.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
4| BF 208 1624 1035 304 282 3 0 0 1
Total C N O S
41| DF 208 1624 1035 304 282 3 0 0 1
e Molecule 42 is a protein called 50S RIBOSOMAL PROTEIN L5.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
42 BG 181 1474 942 268 260 4 0 0 0

Continued on next page...
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

42 bG 181 ?Zt;ll 95112 21(\518 2((?() ZSL 0 0 0
e Molecule 43 is a protein called 50S RIBOSOMAL PROTEIN L6.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
43 BH 160 1;(2);&31 7(7]3 21;19 2(2)0 ? 0 0 !
43 bH 160 ?(Q)t;?)l 7(713 21;19 2(2)0 ? 0 0 !

e Molecule 44 is a protein called 50S RIBOSOMAL PROTEIN L9.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
4 Bl 146 ?iga; 733 21(\)11 2(87 ? 0 0 L
4 DI 146 ?ig;l 733 21(\)11 2(0)7 ? 0 0 L

e Molecule 45 is a protein called 50S RIBOSOMAL PROTEIN L13.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
15 BN 139 111(;(6)?)1 7(132 21(\)17 1(32 ZSL 0 0 !
15 bN 139 111(1)8&51 7(1]2 21(\)17 1(32 ZSL 0 0 !

e Molecule 46 is a protein called 50S RIBOSOMAL PROTEIN L14.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
16 BO 122 go?fg 1 5(838 11;11 1C7)O i 0 0 0
16 bo 122 I;JO?? l 5(838 11;11 1?0 ZSL 0 0 0

e Molecule 47 is a protein called 50S RIBOSOMAL PROTEIN L15.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
47 BP 146 ’f(itlil 632 21;7 183 2 0 0 0
47 bp 146 r‘1F(it1&;11 6(932 2217 183 2 0 0 ¥
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e Molecule 48 is a protein called 50S RIBOSOMAL PROTEIN L16.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
48 BQ 141 r{‘it;;l 7?5 21112 1(5?8 3 0 0 0
48 bQ 141 rf(it;;l 7?5 21112 1(8)8 3 0 0 0

e Molecule 49 is a protein called 50S RIBOSOMAL PROTEIN L17.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
49 BR 17 Ti;oﬁtg l 539 21(\)12 1(5)9 0 0 0
49 DR 17 T906t(§L l 539 21(\)12 1(5)9 0 0 0

e Molecule 50 is a protein called 50S RIBOSOMAL PROTEIN L18.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
o B3 9 T7O7tia1 4;36 115\:5 120 0 0 :

o DS 9 T7O7tiCLl 436 11;5 1?’))0 0 0 !
e Molecule 51 is a protein called 50S RIBOSOMAL PROTEIN L19.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
ol BT 138 rf(ifla; 7(le 21?\)15 1(9)6 ? 0 0 L
ol DT 138 rf(iflzl 7?0 21?\)15 1(9)6 ? 0 0 L

e Molecule 52 is a protein called 50S RIBOSOMAL PROTEIN L20.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
52 BU 17 goffg l 6(54 21(\)12 1(5)1 El; 0 0 0
2 | DU |t | e om0 | 0 | 0 | o

e Molecule 53 is a protein called 50S RIBOSOMAL PROTEIN L21.



Page 24 Full wwPDB X-ray Structure Validation Report
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
53 BV 101 779 501 142 135 1 0 0 0
Total C N O S
53 DV 101 779 501 142 135 1 0 0 0
e Molecule 54 is a protein called 50S RIBOSOMAL PROTEIN L22.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
o4 BW 13 896 563 176 155 2 0 0 0
Total C N O S
o4 DW 13 896 563 176 155 2 0 0 0
e Molecule 55 is a protein called 50S RIBOSOMAL PROTEIN L23.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
55 BX 93 726 471 132 123 0 0
Total C N O
55 DX 93 726 471 132 123 0 0
e Molecule 56 is a protein called 50S RIBOSOMAL PROTEIN L24.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
5 | BY 101 776 500 149 123 4 0 0 1
Total C N O S
5 | DY 101 776 500 149 123 4 0 0 1
e Molecule 57 is a protein called 50S RIBOSOMAL PROTEIN L25.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
o7 Bz 1 1404 897 253 252 2 0 0 1
Total C N O S
57 | Dz 1 1404 897 253 252 2 0 0 1

e Molecule 58 is MAGNESIUM ION (three-letter code: MG) (formula: Mg).

Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total Mg
58 AA 213 213 213 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf

58 | AD | Toltal N{g 0 0

58 | AE | Toltal N{g 0 0

58 | AG | Toltal N{g 0 0

58 | AU | Toltal N{g 0 0

58 | AV 8 Total - Mg 0 0
s 8
Total Mg

58 | AW 20 0 o 0 0

58 | AX 4 Total - Mg 0 0
4 4

58 Bl 1 Total = Mg 0 0
1 1

58 B2 9 Total - Mg 0 0
2 2

58 B5 9 Total = Mg 0 0
2 2

58 | B7 | Toltal N{g 0 0
Total Mg

58 | BA 453 55 a5a 0 0
Total Mg

58 | BB 19 T 0 0

58 | BD 1 Toltal l\gg 0 0

58 | BE 1 Toltal l\gg 0 0

58 | BF 2 Total - Mg 0 0
2 2

58 | BN 9 Total = Mg 0 0
2 2

58 | BO 1 Toltal l\gg 0 0

58 | BP 2 Total - Mg 0 0
2 2

58 | BV 9 Total = Mg 0 0
2 2

58 | BW | Toltal hgg 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf

58 | BX 9 Total - Mg 0 0
2 2
Total Mg

58 | CA 216 6 2le 0 0

58 | CE | Toltal N{g 0 0

58 | CK | Toltal N{g 0 0

58 | CL | Toltal N{g 0 0

58 | CV 8 Total - Mg 0 0
s 8
Total Mg

58 | CW 21 o1 o 0 0

58 | CX 3 Total - Mg 0 0
3 3

58 D1 9 Total - Mg 0 0
2 2

58 D2 3 Total -~ Mg 0 0
3 3

58 D5 1 Toltal N{g 0 0

58 D7 9 Total - Mg 0 0
2 2
Total Mg

58 | DA 451 ol ant 0 0
Total Mg

58 | DB 18 5 s 0 0

58 | DD 9 Total = Mg 0 0
2 2

58 | DE 9 Total = Mg 0 0
2 2

58 | DF 1 Toltal l\gg 0 0

58 | DN 3 Total = Mg 0 0
3 3

58 | DV 2 Total - Mg 0 0
2 2

58 | DX 3 Togtal hgg 0 0

e Molecule 59 is PAROMOMYCIN (three-letter code: PAR) (formula: Co3Hy5N5014).
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PAR

I Pl
« Nj-:.;;;_.;-i\OHI_
or
Mol | Chain | Residues Atoms ZeroOcc | AltConf
59 | AA 1 ngal 2% 1;] 1?1 0 0
59 | CA 1 ngal 2% 1; 81 0 0

e Molecule 60 is ZINC ION (three-letter code: ZN) (formula: Zn).

Mol | Chain | Residues Atoms ZeroOcc | AltConf

60 | AD | Toltal Zln 0 0

60 | AN 1 Total ~ Zn 0 0
11

60 BY 1 Total ~ Zn 0 0
11

60 | CD 1 Total = Zn 0 0
11

60 | CN 1 Total = Zn 0 0
11

60 DY 1 Total Zn 0 0
11

gPrDE
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electron density. Residues are color-coded according to the number of geometric quality criteria
Chain AA: ©

for which they contain at least one outlier: green = 0, yellow = 1, orange = 2 and red = 3 or more.
A red dot above a residue indicates a poor fit to the electron density (RSRZ > 2). 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.

second graphic. The second graphic shows the sequence view annotated by issues in geometry and
e Molecule 1: 168 ribosomal RNA

These plots are drawn for all protein, RNA, DNA and oligosaccharide chains in the entry. The
first graphic for a chain summarises the proportions of the various outlier classes displayed in the

3 Residue-property plots (i)
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