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This is a Full wwPDB X-ray Structure Validation Report for a publicly released PDB entry.

We welcome your comments at validation@mail.wwpdb.org
A user guide is available at
https://www.wwpdb.org/validation /2017 /XrayValidationReportHelp
with specific help available everywhere you see the (1) symbol.

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

MolProbity : 4.02b-467
Mogul : 1.8.5(274361), CSD as541be (2020)

Xtriage (Phenix) : 1.13
EDS : 211
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) : 2.11
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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
Rfree N i 0.244
Clashscore I 38

Ramachandran outliers N 11.5%
Sidechain outliers I 21.1%
RSRZ outliers N I 6.5%

RNA backbone N I W 0.44

Worse Better

0 Percentile relative to all X-ray structures

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

Metric Whole archive Similar resolution

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

R frec 130701 1119 (3.31-3.26)

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 on 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 2912 d 28% 49% 21% -
1 DA 2912 = 27% 50% 21% -
2 AB 122 e 24% 55% 19%
2 DB 122 & 23% 55% 21%

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
%
3 AD 276 . 34% 45% 16%
%
3 DD 276 . 38% 44% 14%
5%
4 AE 206 29% 46% 24%
2%
4 DE 206 - 27% 42% 26% 5%
%
5 AF 210 : 28% 50% 17%
8%
h -
5 DF 210 23% 51% 22% ..
5%
|
6 AG 182 29% 53% 17%
8%
| ...
6 DG 182 27% 53% 16%
3%
_
7 AH 180 24% 24% 20% 6% 6%
2%
h
7 DH 180 29% 45% 18% . 6%
5%
8 AK 148 28% 44% 24%
2%
8 DK 148 36% 41% 20%
%
9 AM 140 - 29% 41% 26%
%
9 DM 140 . 29% 41% 26%
%
10 AN 122 o 52% 35% 12%
5%
10 DN 122 - 42% 28% 10%
5%
_
11 AO 150 22% 47% 25% 6%
26%
I —
11 DO 150 19% 39% 34% 8%
9%
12 AP 141 r— 32% 45% 19%
8%
| ..
12 DP 141 26% 46% 24%
%
—
13 A0 118 20% 61% 16%
13 DO 118 31% 47% 19%
%
14 AQ 112 26% 9% 23%
3%
14 DQ 112 21% 52% 22%
%
15 AR 146 = 34% 41% 17% . 6%

Continued on next page...
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Mol | Chain | Length Quality of chain
8%
15 DR 146 28% 45% 21% . 6%
%
16 Al 118 o 33% 44% 19%
8%
16 D1 118 29% 53% 16%
5%
17 A2 101 33% 46% 18%
24%
17 D2 101 27% 39% 26% 9%
%
18 AS 113 28% 57% 15%
3%
18 DS 113 - 39% 42% 19%
%
19 AT 96 . 43% 36% 16%
5%
19 DT 96 31% 45% 19%
7%
20 AU 110 — 33% 37% 20% %
6%
..
20 DU 110 21% 32% 36% 7%
20%
e —
21 AV 206 21% 44% 17% 15%
1%
e —
21 DV 206 21% 39% 26% 13%
%
22 A3 85 - 31% 40% 19% 11%
7%
22 D3 85 27% 53% 11% 9%
%
23 A7 98 i 43% 40% 15%
ﬁ;
23 DZ 98 43% 39% 17%
%
24 AW 72 : 36% 36% 14% 6% 8%
3%
_
24 DW 72 24% 49% 17% 8%
25 AX 60 35% 520 10%
8%
| ..
25 DX 60 28% 55% 15%
5%
—
26 A4 71 18% 45% 2% %
H
26 D4 71 13% 30% 6%  11%
2%
h
27 A5 60 30% 43% 20% 5% -
0%
27 D5 60 — 37% 48% 13%

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

Mol | Chain | Length Quality of chain
83%
e
28 A6 54 22% 28% 30% . 17%
72%
|
28 D6 54 19% 37% 28% 17%
29 A7 49 33% 49% 10% 8%
29 D7 49 35% 45% 12% 8%
5%
30 A8 65 23% 43% 18% 8% 8%
8%
30 D8 65 29% 31% 28% 5% 8%
31 BA 1506 20% 58% 21%
31 CA 1506 24% 55% 20%
T1%
| .
32 BE 256 23% 46% 22% . 7%
25%
I
32 CE 256 23% 8% 19% T
0%
h
33 BF 239 28% 44% 13% 14%
3%
|
33 CF 239 24% 45% 16% 14%
%
34 BG 208 . 38% 41% 20%
%
34 CG 208 - 35% 43% 20%
%
35 BH 162 31% 44% 17% . 7%
%
35 CH 162 o 29% 48% 16% . 7%
25%
36 BI 101 36% 51% 12%
%
36 ClI 101 = 41% 51% 8%
5%
37 BJ 156 35% 47% e .
3%
37 CJ 156 - 38% 48% o -
%
38 BK 138 . 30% 54% e .
%
38 | CK 138 | " = = T
3%
39 BL 128 - 32% 47% 20%
%
39 CL 128 = 26% 48% 22%
0%
40 BM 105 32% 50% 12% 6%

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
7%
_
40 CM 105 22% 55% 17% 6%
0%
41 BN 129 I 37% 41% 14% 8%
5%
..
41 CN 129 43% 22% 8% 8%
5%
42 BO 132 — 39% 42% 13% 5%
7%
.-
42 CO 132 30% 45% 19% . 5%
%
43 BP 126 = 29% 42% 20% . 8%
9%
43 cp 126 ﬂ_ 20% . 1%
44 BQ 61 2w 48% 18% 8% 5%
8%
=
44 CQ 61 20% 51% 18% 7% 5%
45 BR 89 48% 37% .
%
45 CR 89 . 22% 43% -
46 BS 88 24% 56% % 5%
%
46 CS 88 . 41% 44% 0w 5%
%
47 BT 105 - 31% 48% Tl 5%
3%
47 CT 105 41% 46% 6% 5%
25%
N
48 BU 88 26% 21% 18%
20%
T —
48 CU 88 44% 30% 7% - 18%
5%
49 BV 93 - 27% 39% 16%
8%
49 CvV 93 24% 16%
50 BW 106 20% 58% 14% .+ 1%
%
50 CWwW 106 : 26% 47% 19% Y %
51 BX 27 37% 520 7%
7%
51 CX 27 26% 56% % . 7%
69%
52 BB 85 13% 40% 46%
8%
52 BD 85 14% 46% 39%

Continued on next page...
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Mol | Chain | Length Quality of chain
B5%
52 CB 85 6% 34% 56% -
%
52 CD 85 7% 54% 36% -
%
53 BC 77 i 40% 40% 19%
%
53 CC 77 . 34% 43% 23%
9%
54 B1 16 25% 38% 38%
3%
54 C1 16 13% 38% 50%

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
55 MG A3 101 - - - X
55 MG AA | 3096 - - - X
55 MG AA | 3142 - - - X
95 MG AA 3215 - - - X
55 MG AA | 3222 - - - X
55 MG AA | 3236 - - - X
95 MG AA 3245 - - - X
55 MG AA | 3277 - - - X
55 MG AA | 3279 - - - X
95 MG AA 3291 - - - X
55 MG AA | 3305 - - - X
55 MG AA | 3337 - - - X
55 MG BA | 1615 - - - X
55 MG BA | 1624 - - - X
55 MG BA | 1675 - - - X
55 MG BA | 1699 - - - X
55 MG BA | 1714 - - - X
55 MG BB 104 - - - X
55 MG BB 106 - - - X
55 MG CA | 1629 - - - X
95 MG CA 1641 - - - X
55 MG CA | 1668 - - - X
55 MG CA | 1672 - - - X
55 MG CA | 1674 - - - X
55 MG CA | 1685 - - - X
55 MG CA | 1686 - - - X
55 MG CA | 1699 - - - X

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

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
55 MG CA 1720 - - - X
55 MG CB 101 - - - X
55 MG CC 103 - - - X
55 MG CC 104 - - - X
5%5) MG DA | 3048 - - - X
55 MG DA | 3053 - - - X
55 MG DA | 3112 - - - X
55 MG DA | 3145 - - - X
55 MG DA | 3158 - - - X
55 MG DA | 3196 - - - X
55 MG DA | 3201 - - - X
55 MG DA | 3203 - - - X
55 MG DA | 3252 - - - X
55 MG DA | 3295 - - - X
55 MG DA | 3307 - - - X
55 MG DA | 3311 - - - X
55 MG DA | 3320 - - - X
55 MG DA | 3330 - - - X
55 MG DA | 3331 - - - X
55 MG DB 206 - - - X
56 | OHX AA | 3330 - - X -
56 | OHX AA | 3365 - - X -
56 | OHX AA | 3504 - - X -
56 | OHX AA | 3547 - - X -
56 | OHX BA 1785 - - X -
56 | OHX BA 1802 - - X -
56 | OHX CA 1762 - - X -
56 | OHX CA 1798 - - X -
56 | OHX CC 108 - - X -
56 | OHX D8 101 - - X -
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2  Entry composition (i)

There are 58 unique types of molecules in this entry. The entry contains 304031 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 RNA (2912-MER).

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N 0O P
1 AA 29012 62707 27911 11722 20163 2911 0 0 0
Total C N 0O P
1 DA 2907 62607 27866 11712 20123 2906 0 0 0
There are 14 discrepancies between the modelled and reference sequences:
Chain | Residue | Modelled | Actual | Comment Reference
AA 161 U - INSERTION | GB AP008226.1
AA 654A A G CONFLICT | GB AP008226.1
AA 654FE C G CONFLICT | GB AP008226.1
AA 654P G C CONFLICT | GB AP008226.1
AA 654T A C CONFLICT | GB AP008226.1
AA 1058 U G CONFLICT | GB AP008226.1
AA 1080 A C CONFLICT | GB AP008226.1
DA 168 U - insertion GB AP008226.1
DA 654A A G CONFLICT | GB AP008226.1
DA 654F C G CONFLICT | GB AP008226.1
DA 654P G C CONFLICT | GB AP008226.1
DA 654T A C CONFLICT | GB AP008226.1
DA 1058 U G CONFLICT | GB AP008226.1
DA 1080 A C CONFLICT | GB AP008226.1
e Molecule 2 is a RNA chain called 5S RIBOSOMAL RNA.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N 0O P
2 AB 122 2617 1166 486 844 121 0 0 0
Total C N 0O P
2 DB 122 2617 1166 486 844 121 0 0 0

e Molecule 3 is a protein called 50S ribosomal protein L2.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
3 AD 272 2115 1335 420 357 3 0 0 0
Total C N O S
3 DD 272 2115 1335 420 357 3 0 0 0
e Molecule 4 is a protein called 50S ribosomal protein L3.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
4 AB 205 1568 991 300 271 6 0 0 0
Total C N O S
4 DE 205 1568 991 300 271 6 0 0 0
e Molecule 5 is a protein called 50S ribosomal protein L4.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
g AF 202 1585 1011 297 275 2 0 0 0
Total C N O S
g DF 208 1627 1037 304 283 3 0 0 0
e Molecule 6 is a protein called 50S ribosomal protein L5.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
6 AG 181 1474 942 268 260 4 0 0 0
Total C N O S
6 DG 181 1474 942 268 260 4 0 0 0
e Molecule 7 is a protein called 50S ribosomal protein L6.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
7| AH 170 1307 829 245 232 1 0 0 0
Total C N O S
7 bH 170 1307 829 245 232 1 0 0 0
e Molecule 8 is a protein called 50S ribosomal protein L9.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
8 AK 146 1136 726 201 208 1 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

8 bK 146 T(l)gaél 7(2]6 2151 2(38 ? 0 0 0
e Molecule 9 is a protein called 50S ribosomal protein L13.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
) AM 138 1;(1)8?11 7?2 21§6 1(532 ASL 0 0 0
9 bM 138 1;2811 7?2 21§6 1(532 ASL 0 0 0

e Molecule 10 is a protein called 50S ribosomal protein L14.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
oAy | S g 0| 00
ooy | s g 0 | 0|0

e Molecule 11 is a protein called 50S ribosomal protein L15.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
1 AO 150 1;(1)51?)1 7(132 2§2 188 g 0 0 0
1 Do 150 1;(1)51?)1 7(132 2§2 188 g 0 0 0

e Molecule 12 is a protein called 50S ribosomal protein L16.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
12 AP 141 T(l)t2a2l 7?5 21112 128 2 0 0 0
12 bP 14l r{(l)t;;l 7(135 21f2 1(;8 2 0 0 0

e Molecule 13 is a protein called 50S ribosomal protein L17.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
13| A S| o gs s 100 1 0 0 0
13 | DO 117 Total = € = N = O 0 0 0

960 599 202 159
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e Molecule 14 is a protein called 50S ribosomal protein 1.18.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
14 AQ = T808t2al 5?6 11;16 1(5'30 0 0 0
14 bQ = TSOE;QaI 5?6 11;16 1(;0 0 0 0

e Molecule 15 is a protein called 50S ribosomal protein 1.19.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
1o AR 137 T?Zail 7(1]0 2§4 1(36 ? 0 0 0
1o DR 137 E)Zail 7(1]0 2§4 1(36 ? 0 0 0

e Molecule 16 is a protein called 50S ribosomal protein L20.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
16 Al 7 1;)0(;;7L 1 6?0 21§2 1(;1 ? 0 0 0
16 b1 17 1;)06? 1 6?0 21§2 1(;1 ? 0 0 0

e Molecule 17 is a protein called 50S ribosomal protein L21.

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

e Molecule 18 is a protein called 50S ribosomal protein L22.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
18 AS 113 gOOt(? 1 5(636 11;17 1?5 g 0 0 0
18 D5 113 gOOt(? 1 526 11;17 1?5 g 0 0 0

e Molecule 19 is a protein called 50S ribosomal protein L23.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
19 AT 92 725 471 131 123 0 0 0
Total C N O
19 DT 92 725 471 131 123 0 0 0
e Molecule 20 is a protein called 50S ribosomal protein L24.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
20 AU 102 785 505 150 125 5 0 0 0
Total C N O S
20 by 102 785 505 150 125 5 0 0 0
e Molecule 21 is a protein called 50S ribosomal protein L25.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
21 AV 175 1397 892 251 251 3 0 0 0
Total C N O S
21 bV 179 1428 911 255 259 3 0 0 0
e Molecule 22 is a protein called 50S ribosomal protein L27.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
22 A3 76 607 376 128 102 1 0 0 0
Total C N O S
22 b3 v 613 379 129 104 1 0 0 0
e Molecule 23 is a protein called 50S ribosomal protein L28.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
23 | AL 7 763 481 150 131 1 0 0 0
Total C N O S
23 bz 9 763 481 150 131 1 0 0 0
e Molecule 24 is a protein called 50S ribosomal protein 1.29.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
24 AW 66 h58 346 113 98 1 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

S R L L
e Molecule 25 is a protein called 50S ribosomal protein L30.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
25 | AX 59 T406t§1 238 9NO ; 0 0 0
25 | DX 59 T406t§1 238 91\3 ; 0 0 0

e Molecule 26 is a protein called 50S ribosomal protein L31.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

26 | A4 66 T;;;l 3(55 gl\é 907 § 0 0 0
e Molecule 27 is a protein called 50S ribosomal protein L32.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
27 | A5 59 ngl 228 é\é ?6 § 0 0 0
27 | D5 59 ngl 228 é\é ;)6 § 0 0 0

e Molecule 28 is a protein called 50S ribosomal protein L33.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

28 | A6 15 1;)0;31 221 71\; (?5 i 0 0 0
e Molecule 29 is a protein called 50S ribosomal protein L34.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

29 | A7 45 o 220 o 502 ; 0 0 0

WO RLDWIDE
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e Molecule 30 is a protein called 50S ribosomal protein L35.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
ww | w [T CTTE 0 |
IRV Y HEREEE
e Molecule 31 is a RNA chain called 16S ribosomal RNA.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
3 BA 1502 i;l;OZtgéll 14370 551)\522 1051)31 15%1 0 0 0
3 cA 1502 i;l;OZtSa; 14370 551)\522 1051)33 15%2 0 0 0

e Molecule 32 is a protein called 30S RIBOSOMAL PROTEIN S2.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
32 BE 231 Tgt;i 12028 314\114 3(27 ? 0 0 0
32 CE 231 Tgt;i 12028 314\114 3(27 2 0 0 0

e Molecule 33 is a protein called 30S RIBOSOMAL PROTEIN S3.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
33 B 205 ngaf’)l 1()011 31113 2%)0 ? 0 0 0
33 CF 206 Tgtla; 10016 31?4 2(;1 ? 0 0 0

e Molecule 34 is a protein called 30S RIBOSOMAL PROTEIN S4.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
34 BG 208 ?%?31 10%6 31?\)I9 281 ? 0 0 0
34 cG 208 T%Zl 10066 31?\)I9 281 ? 0 0 0

e Molecule 35 is a protein called 30S RIBOSOMAL PROTEIN S5.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
35 BH 151 1;(1);?31 759 QTS 2(34 ZSL 0 0 0
35 CH 151 ?(1);1 759 QTS 2(34 ZSL 0 0 0

e Molecule 36 is a protein called 30S RIBOSOMAL PROTEIN S6.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
36 Bl tot goélt; 1 5;31 1?5 1(5?4 g 0 0 0
36 1 1ot 1;%04? 1 5(??1 1?5 1(5?4 g 0 0 0

e Molecule 37 is a protein called 30S RIBOSOMAL PROTEIN S7.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
37 BJ 195 112?’)&;1 7;31 215\)12 2(]—.)8 E 0 0 0
37 CJ 195 112?"’)&;1 7;31 215\)12 2(]—.)8 E 0 0 0

e Molecule 38 is a protein called 30S RIBOSOMAL PROTEIN S8.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
38 BK 138 T(l)tlaél 7%5 21115 183 g 0 0 0
38 CK 138 r‘E(l)tlzl 785 21115 183 g 0 0 0

e Molecule 39 is a protein called 30S RIBOSOMAL PROTEIN S9.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
9 | BL 21| 00 g0 107 174 0 0 0
39 CL 127 Tgtlaél 639 11;7 1(7)4 0 0 0

e Molecule 40 is a protein called 30S RIBOSOMAL PROTEIN S10.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
40 BM % 801 504 157 139 1 0 0 0

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

40 CM 9 T800t1al 5%]4 12]7 1(;9 ? 0 0 0
e Molecule 41 is a protein called 30S RIBOSOMAL PROTEIN S11.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
H BN 19 1;%0;21 539 11(\318 1((?5 g 0 0 0
H CN 119 1;50;21 539 11(\318 1((?5 g 0 0 0

e Molecule 42 is a protein called 30S RIBOSOMAL PROTEIN S12.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
280 | g G g a1 | 0 |00
2o | | G s a1 | O |00

e Molecule 43 is a protein called 30S RIBOSOMAL PROTEIN S13.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
13 BP 116 gOZts 1 5(734 115\;1 121 g 0 0 0
A A N L A .

e Molecule 44 is a protein called 30S RIBOSOMAL PROTEIN S14.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
uBQ | % | | 0 | 0 |0
wlo | % | e | 0 |0

e Molecule 45 is a protein called 30S RIBOSOMAL PROTEIN S15.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
| BR i T w0 w7 16 2 0 0 0
o | R | s | s | O | 0 |0
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e Molecule 46 is a protein called 30S RIBOSOMAL PROTEIN S16.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
16 BS 84 T;()t? 1 426 1120 1(1)8 ? 0 0 0
16 5 84 T;()t? 1 426 114\110 1(1)8 ? 0 0 0

e Molecule 47 is a protein called 30S RIBOSOMAL PROTEIN S17.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
i e L L I
wlor | | e s s 0 | 0|0

e Molecule 48 is a protein called 30S RIBOSOMAL PROTEIN S18.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
48 BU 2 1;’)09?1 3?6 11117 9% 0 0 0
48 Cv 2 1;309?1 3?6 11117 9% 0 0 0

e Molecule 49 is a protein called 30S RIBOSOMAL PROTEIN S19.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
49 BY & TGOQtZ 1 3(;8 111]5 1(89 3 0 0 0
49 Cv & 1;302? 1 3(938 111]5 1(89 3 0 0 0

e Molecule 50 is a protein called 30S RIBOSOMAL PROTEIN S20.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
0 | BW | w e e a0 | 0|0
0| OW | w e e a0 | 0 |0

e Molecule 51 is a protein called 30S RIBOSOMAL PROTEIN THX.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
51 | BX 25 gof;‘l S , 51\; ?g 0 0 0
51 | COX 25 gof;‘l S , 51\; ; 0 0 0

e Molecule 52 is a RNA chain called TRNA-TYR.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
52 BB 85 ?gﬁl 8(1]3 3213 5(9)2 SPZ') ? 0 0 0
52 BD 85 ?gtlai 8(1]3 3213 5(9)2 SPZ') ? 0 0 0
52 CB 85 ?gtlai 8(1]3 3213 5(32 SPZ') ? 0 0 0
52 CD 85 ?gtlai 8(1]3 3213 582 SPZ') ? 0 0 0

e Molecule 53 is a RNA chain called TRNA-FMET.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
53 BC [ ?ggl 7?2 21;8 5%)6 ; 0 0 0
53 cC [ ?2518?;1 7?2 215\;8 5%)6 ; 0 0 0

e Molecule 54 is a RNA chain called MRNA.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
54 Bl 16 goélt? 1 1?6 Eli\EI) 1(86 1% 0 0
o cl1 16 goélt? 1 1?6 Eli\EI) 1(36 1P6 0 0

e Molecule 55 is MAGNESIUM ION (three-letter code: MG) (formula: Mg).

Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total Mg
55 BA 114 14 114 0 0
Total Mg
55 CA 121 1 191 0 0
55 | AB 6 Togal ng 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf

55 B1 1 Total - Mg 0 0
1 1

55 C1 9 Total - Mg 0 0
9 9
Total Mg

55 | BB 13 s 0 0

55 | AE 3 Total - Mg 0 0
3 3

55 BF 1 Tofal Bﬁg 0 0
Total Mg

55 | AA 332 23y 339 0 0

55 A5 1 Total - Mg 0 0
1 1

55 | D7 1 Total - Mg 0 0
1 1
Total Mg

55 | BC 4 PR 0 0

55 Al 9 Total - Mg 0 0
9 9

55 | CN 1 Toltal l\gg 0 0

55 DO 1 Total - Mg 0 0
1 1

55 | CC 7 Total = Mg 0 0
77
Total Mg

55 | DA 272 . 0 0

55 A0 1 Total = Mg 0 0
1 1

55 | DE 1 Toltal N{g 0 0

55 | CB 3 Total - Mg 0 0
3 3

55 BS 1 Total - Mg 0 0
1 1

55 AT 1 Toltal hqg 0 0

55 D5 1 Total - Mg 0 0
1 1

55 | BD 1 Toltal l\qg 0 0
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
55 | AO 1 Tofal l\qg 0 0
55 | BW 1 Tofal l\ﬁg 0 0
55 A3 1 Total = Mg 0 0

1 1
55 | AF 9 Total = Mg 0 0

2 2

Total Mg
95 DB 7 - - 0 0

e Molecule 56 is osmium (IIT) hexammine (three-letter code: OHX) (formula: H;3NgOs).

OHX

N2 N3
N NH;

NEHN-—— Os - NHyN4

Jos\
NG N5

Mol | Chain | Residues Atoms ZeroOcc | AltConf
56 | AA 1 TO;al 1(\; ?S 0 0
56 | AA 1 TO;al g ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al %I ?S 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al 1(\3] ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al E ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al g ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al 1(\3] ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al E ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al g ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al 1(\3] ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al E ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al g ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al 1(\3] ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al E ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al g ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al 1(\3] ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al E ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al g ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al 1(\3] ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al E ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al g ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al 1(\3] ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al E ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al g ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al 1(\3] ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al E ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al g ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al 1(\3] ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al E ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al g ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al 1(\3] ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al E ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al g ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al 1(\3] ?S 0 0
56 | AA 1 To;al g ?S 0 0
56 | AA 1 To;al E ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 To;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 T°7tal 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
56 | AA 1 TO;al g ?S 0 0
56 | AA 1 TO;al 12 ?S 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
56 | AB 1 To;al g ?S 0 0
56 | AB 1 To;al g ?S 0 0
56 | AB 1 To;al g ?S 0 0
56 | AB 1 To;al 1(\3] ?S 0 0
56 | AB 1 To;al g ?S 0 0
56 | AB 1 To;al E ?S 0 0
56 | AB 1 TO;al 12 ?S 0 0
56 | AB 1 To;al 12 ?S 0 0
56 | AB 1 To;al 12 ?S 0 0
56 | AB 1 To;al 12 ?S 0 0
56 | AB 1 To;al 12 ?S 0 0
56 | AB 1 To;al 12 ?S 0 0
56 | AB 1 To;al 12 ?S 0 0
56 | AR 1 To;al 12 ?S 0 0
56 | AF 1 To;al 12 ?S 0 0
56 | AO 1 To;al 12 ?S 0 0
56 | AO 1 TO;al 12 ?S 0 0
56 | Al 1 TO;al 12 Cis 0 0
56 | Al 1 TO;al 12 ?S 0 0
56 | A3 1 TO;al g ?S 0 0
56 | AW 1 TO;al g ?S 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
56 | A6 1 To;al g ?S 0 0
56 | BA 1 To;al g ?S 0 0
56 | BA 1 To;al g ?S 0 0
56 | BA 1 To;al 1(\3] ?S 0 0
56 | BA 1 To;al g ?S 0 0
56 | BA 1 To;al E ?S 0 0
56 | BA 1 TO;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 TO;al 12 ?S 0 0
56 | BA 1 TO;al 12 Cis 0 0
56 | BA 1 TO;al 12 ?S 0 0
56 | BA 1 TO;al g ?S 0 0
56 | BA 1 TO;al g ?S 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
56 | BA 1 To;al g ?S 0 0
56 | BA 1 To;al g ?S 0 0
56 | BA 1 To;al g ?S 0 0
56 | BA 1 To;al 1(\3] ?S 0 0
56 | BA 1 To;al g ?S 0 0
56 | BA 1 To;al E ?S 0 0
56 | BA 1 TO;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 TO;al 12 ?S 0 0
56 | BA 1 TO;al 12 Cis 0 0
56 | BA 1 TO;al 12 ?S 0 0
56 | BA 1 TO;al g ?S 0 0
56 | BA 1 TO;al g ?S 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
56 | BA 1 To;al g ?S 0 0
56 | BA 1 To;al g ?S 0 0
56 | BA 1 To;al g ?S 0 0
56 | BA 1 To;al 1(\3] ?S 0 0
56 | BA 1 To;al g ?S 0 0
56 | BA 1 To;al E ?S 0 0
56 | BA 1 TO;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 TO;al 12 ?S 0 0
56 | BA 1 TO;al 12 Cis 0 0
56 | BA 1 TO;al 12 ?S 0 0
56 | BA 1 TO;al g ?S 0 0
56 | BA 1 TO;al g ?S 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
56 | BA 1 To;al g ?S 0 0
56 | BA 1 To;al g ?S 0 0
56 | BA 1 To;al g ?S 0 0
56 | BA 1 To;al 1(\3] ?S 0 0
56 | BA 1 To;al g ?S 0 0
56 | BA 1 To;al E ?S 0 0
56 | BA 1 TO;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 TO;al 12 ?S 0 0
56 | BA 1 TO;al 12 Cis 0 0
56 | BA 1 TO;al 12 ?S 0 0
56 | BA 1 TO;al g ?S 0 0
56 | BA 1 TO;al g ?S 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
56 | BA 1 To;al g ?S 0 0
56 | BA 1 To;al g ?S 0 0
56 | BA 1 To;al g ?S 0 0
56 | BA 1 To;al 1(\3] ?S 0 0
56 | BA 1 To;al g ?S 0 0
56 | BA 1 To;al E ?S 0 0
56 | BA 1 TO;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BA 1 To;al 12 ?S 0 0
56 | BG 1 TO;al 12 ?S 0 0
56 | BL 1 TO;al 12 Cis 0 0
5 | BR 1 TO;al 12 ?S 0 0
56 | BB 1 TO;al g ?S 0 0
56 | BB 1 TO;al g ?S 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
56 | BC 1 To;al g ?S 0 0
56 | BC 1 To;al g ?S 0 0
56 | BC 1 To;al %I ?S 0 0
56 | BD 1 To;al 1(\3] ?S 0 0
56 | BD 1 To;al g ?S 0 0
5 | BD 1 To;al 12 ?S | 0
56 | CA 1 TO;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 TO;al 12 ?S 0 0
56 | CA 1 TO;al 12 Cis 0 0
56 | CA 1 TO;al 12 ?S 0 0
56 | CA 1 TO;al g ?S 0 0
56 | CA 1 TO;al g ?S 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
56 | CA 1 To;al g ?S 0 0
56 | CA 1 To;al g ?S 0 0
56 | CA 1 To;al %I ?S 0 0
56 | CA 1 To;al 1(\3] ?S 0 0
56 | CA 1 To;al g ?S 0 0
56 | CA 1 To;al E ?S 0 0
56 | CA 1 TO;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 TO;al 12 ?S 0 0
56 | CA 1 TO;al 12 Cis 0 0
56 | CA 1 TO;al 12 ?S 0 0
56 | CA 1 TO;al g ?S 0 0
56 | CA 1 TO;al g ?S 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
56 | CA 1 To;al g ?S 0 0
56 | CA 1 To;al g ?S 0 0
56 | CA 1 To;al %I ?S 0 0
56 | CA 1 To;al 1(\3] ?S 0 0
56 | CA 1 To;al g ?S 0 0
56 | CA 1 To;al E ?S 0 0
56 | CA 1 TO;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 TO;al 12 ?S 0 0
56 | CA 1 TO;al 12 Cis 0 0
56 | CA 1 TO;al 12 ?S 0 0
56 | CA 1 TO;al g ?S 0 0
56 | CA 1 TO;al g ?S 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
56 | CA 1 To;al g ?S 0 0
56 | CA 1 To;al g ?S 0 0
56 | CA 1 To;al %I ?S 0 0
56 | CA 1 To;al 1(\3] ?S 0 0
56 | CA 1 To;al g ?S 0 0
56 | CA 1 To;al E ?S 0 0
56 | CA 1 TO;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 To;al 12 ?S 0 0
56 | CA 1 TO;al 12 ?S 0 0
56 | CA 1 TO;al 12 Cis 0 0
56 | CA 1 TO;al 12 ?S 0 0
56 | CA 1 TO;al g ?S 0 0
56 | CA 1 TO;al g ?S 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
56 | DB 1 To;al g ?S 0 0
56 | DB 1 To;al g ?S 0 0
56 | DB 1 To;al g ?S 0 0
56 | DB 1 To;al 1(\3] ?S 0 0
56 | DB 1 To;al g ?S 0 0
56 | DF 1 To;al E ?S 0 0
56 | DO 1 TO;al 12 ?S 0 0
56 | DI 1 To;al 12 ?S 0 0
56 | D3 1 To;al 12 ?S 0 0
56 | D5 1 To;al 12 ?S 0 0
56 | D8 1 To;al 12 ?S 0 0

e Molecule 57 is PAROMOMYCIN (three-letter code: PAR) (formula: CosHy5N5014).
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Mol | Chain | Residues Atoms ZeroQOcc | AltConf
Total C N O
57 BA 1 49 93 5 14 0 0
Total C N O
57 CA 1 49 93 5 14 0 0

e Molecule 58 is ZINC ION (three-letter code: ZN) (formula: Zn).

Mol | Chain | Residues Atoms ZeroOcc | AltConf
58 BG 1 Total Zn 0 0

1 1
58 | BQ 1 Toltal Zln 0 0
58 cQ 1 Toltal Zln 0 0
58 | Ca@ 1 Total - Zn 0 0

1 1

grPDE
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Stretches of 2 or more

21%

49%

Full wwPDB X-ray Structure Validation Report

28%

%

Chain AA: :

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 electron 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 dot

above a residue indicates a poor fit to the electron density (RSRZ > 2).
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.

These plots are drawn for all protein, RNA and DNA chains in the entry. The first graphic for
e Molecule 1: RNA (2912-MER)

3 Residue-property plots (i)
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e Molecule 22: 508 ribosomal protein 127
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e Molecule 22: 50S ribosomal protein 1.27
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e Molecule 23: 50S ribosomal protein L28
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e Molecule 23: 50S ribosomal protein L28
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