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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 2.90 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.

Ramachandran outliers

Metric
Rfree N
Clashscore N

Sidechain outliers NN

RSRZ outliers ‘

RNA backbone NN

Worse

Percentile Ranks

[
[

0 Percentile relative to all X-ray structures

Value
N 0.268
. 13
N 5.2%
D 6.3%
N 8.1%
W 0.55

Better

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

Metric Whole archive Similar resolution

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

Rfree 130704 1957 (2.90-2.90)

Clashscore 141614 2172 (2.90-2.90)

Ramachandran outliers 138981 2115 (2.90-2.90)

Sidechain outliers 138945 2117 (2.90-2.90)

RSRZ outliers 127900 1906 (2.90-2.90)

RNA backbone 3102 1007 (3.16-2.64)

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 2904 = 47% 38% 12%
1 CA 2904 = 52% 33% 11%
1 EA 2904 = 50% 34% 12%
1 GA 2904 = 53% 32% 11%

Continued on next page...
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Mol | Chain | Length Quality of chain
2 AB 120 51% 40% 6% ..
2 CB 120 54% 33% o oW
2 EB 120 51% 35% law .
%
2 GB 120 : 52% 40% 6% - .
3 AC 273 68% 28% o
3 CC 273 67% 25% 7% .
3 EC 273 63% 33% -
3 GC 273 68% 28% o
%
4 AD 209 : 59% 35% 6%
%
4 CD 209 = 57% 36% %
%
4 ED 209 . 62% 29% Tow
%
4 GD 209 = 56% 37% 7%
%
5 AE 201 . 65% 27% %
%
5 CE 201 - 72% 26% .
%
5 EE 201 | " — - —
%
5% GE 201 . 62% 34% -
5%
1 — —
6 AF 179 40% 53% 6% -
0%
6 CF 179 61% 32% 6% -
8%
6 EF 179 — 55% 36% % -
1%
= —
6 GF 179 52% 43%
9%
7 AG 177 — 55% 38% 6% -
4%
7 CG 177 — 58% 33% % -
5%
7 EG 177 - 60% 32% 6% -
7 GG 177 — 58% 34% %
- -
8 AH 50 54% 22% -
Continued on next page...
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Mol | Chain | Length Quality of chain
4%

e — —

8 CH 50 56% 38% 6%

28%

I —— e

8 EH 50 62% 32% -

30%

—— -

8 GH 50 58% 20% .

1%

= —

9 Al 142 46% 51% ..

51%

. —

9 Cl 142 50% 44% 5% -

57%

== —

9 El 142 61% 35% ..

77%

1 — —

9 Gl 142 48% 46% 6% -
%

10 Al 142 . 60% 30% “on .
%

10 CJ 142 : 58% 31% w
%

10 EJ 142 . 53% 33% BT/ e
%

10 GJ 142 58% 32% on .
%

11 | AK 123 | " = — e
%

11 CK 123 - 47% 44% 7%
%

11 EK 123 - 54% 37% BT
%

11 GK 123 50% 42% % .
5%

12 AL 144 67% 28% w
%

12 CL 144 : 63% 32% o
%

12 EL 144 : 70% 25% R

0%

12 GL 144 57% 38% o
%

13 | AM 136 | " = ™ e
%

13 CM 136 . 63% 32% 506 +
%

13 EM 136 : 66% 27% 6% .
3%

13 GM 136 71% 26% -
%

14 AN 127 = 62% 30% %
%

14 CN 127 . 60% 28% 6% o 6%

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

14 EN 127 & 62% 30% %
14 GN 127 & 56% 36% %
15 AO 117 == 59% 37% o
15 CO 117 == 69% 26% o

15 EO 117 = 72% 24% o
15 GO 117 = 66% 32% .
16 AP 115 = 51% 36% Tlo% -
16 CPp 115 = 54% 33% Thow .-
16 EP 115 = 59% 30% % e
16 GP 115 = 56% 30% BT R
17 AQ 118 d 64% 29% “6% =
17 CQ 118 = 70% 21% 7% -
17 EQ 118 69% 22% 7% .
17 GQ 118 = 67% 28% o

%

18 AR 103 56% 40% -
18 CR 103 = 56% 40% -
18 ER 103 £ 59% 36% o
18 GR 103 = 69% 26% 5
19 AS 110 = 71% 22% T%
19 CS 110 = 70% 25% 5%
19 ES 110 68% 22% low
19 GS 110 = 65% 28% T
20 AT 100 == 44% 35% TTaw 1%
20 CcT 100 — 36% 50% T 1%
20 ET 100 = 52% 29% Tw 1%

Continued on next page...
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Mol | Chain | Length Quality of chain
7%
20 GT 100 I— 40% 42% T/ TS 7
3%
21 AU 104 I 60% 32% 6% ou
4%
21 CU 104 I 68% 21% 7
5%
21 EU 104 - 60% 27% Tow .
22%
—— . m
21 GU 104 66% 24% 8% -
%
22 AV 94 81% 15%
%
22 CV 94 . 71% 28% .
22 EV 94 72% 28%
3%
2 | GV 94 | ™ = 29% -
1%
23 AW 85 28% 20% 22% T
5%
23 CW &5 28% 46% 18% Y %
5%
23 EW 85 32% 41% 19% . %
7%
23 GW 85 25% 51% 16% . 7%
3%
24 AX 78 62% 29% e .
%
24 CX 78 i 60% 31% 6% -
24 EX 78 56% 37% A
%
24 GX 78 i 67% 26% “6% -
6%
25 AY 63 r— 63% 35% N
0%
25 CY 63 62% 38%
3%
25 EY 63 — 56% 38% 5% o
4%
25 GY 63 — 68% 27% “5%
3%
26 A7 59 80% 14% 5% .
5%
26 CZ 59 69% 25% .
%
26 EZ 59 = 64% 29% 5% -
5%
26 GZ 59 66% 22% 10%
Continued on next page...
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Mol | Chain | Length Quality of chain

%

27 A0 57 67% 30% -
%

27 | C0 57 | ™® o 2650 —
%

27 | E0 57 | ™® — s T
5%

27 GO 57 - 67% 28% B

6%
28 Al 5%) —— 51% 35% 56 9%
5%
28 C1 5%) — 51% 31% Tow %
7%
28 El 5%) — 60% 27% T
27%

— —

28 G1 5%) 65% 25% 9%
%

29 A2 46 = 74% 24% .
%

29 C2 46 - 72% 24% -
%

29 | E2 46 | — 5% m—
%

29 G2 46 67% 28% -

30 A3 65 66% 29% =

30 C3 65 74% 23% o

30 E3 65 69% 23% 6% -
%

30 G3 65 o 63% 31% “5% o
%

31 A4 38 - 61% 32% e
%

31 C4 38 - 55% 39% “5%

31 E4 38 61% 34% 5%
%

31 G4 38 - 58% 34% 8%

50%
32 A5 165 28% 35% 21% 6% 10%
52%

32 E5 165 27% 36% 18% 6% 13%
%

33 BA 1542 = 49% 39% 10%
%

33 | DA 1542 | ® = 5% T
%

33 | FA 1542 | ® = 3590 5

Continued on next page...
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Mol | Chain | Length Quality of chain
33 HA 1542 = 56% 34% % o
27%
34 BB 241 51% 35% 5% 10%
25%
34 DB 241 48% 37% 5% 10%
34 B 241 S 52% 34% 5% 10%
34 | HB yy | T—— 5% e
35 BC 233 S5 58% 28% ST
35 DC 233 == 60% 28% Tw
35 FC 233 L 62% 23% w
35 HC 233 = 59% 28% w
36 BD 206 == 54% 38% T
36 DD 206 = 54% 36% 9%
36 FD 206 = 54% 38% T
36 HD 206 == 58% 35% %
37 BE 167 = 50% 35% T ow
37 DE 167 = 62% 25% T Tow
37 FE 167 = 53% 34% T 0w
37 HE 167 = 62% 24% S ow
24%
38 BF 135 29% 41% 26%
38 DF 135 == 44% 25% 26%
38 I 135 m——— 44% 26% 26%
38 HF 135 == 47% 24% 26%
39 BG 179 = 62% 22% T e
39 DG 179 = 60% 23% T e
39 FG 179 = 55% 27% e
39 HG 179 S5 60% 24% TS

Continued on next page...
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Mol | Chain | Length Quality of chain
2%
40 BH 130 58% 37% -
1%
40 DH 130 64% 32% -
%
40 FH 130 70% 24% “5%
2%
40 HH 130 - 72% 26% .
9%
4] BI 130 —— 48% 40% 9%
5%
41 DI 130 — 51% 42% “5%
7%
41 FI 130 — 60% 30% Tew .
27%
I — [ ——
41 HI 130 47% 45% 5% o -
38%
I —  om
42 BJ 103 64% 24% 6% - 5%
35%
LS.  om
42 DJ 103 50% 38% 6% - 5%
2%
42 FJ 103 — 56% 32% 7% 5%
26%
- B
42 HJ 103 58% 33% .. 5%
22%
& |
43 BK 129 43% 43% 5% 9%
7%
43 DK 129 60% 29% T
8%
43 FK 129 57% 29% E
25%
e ———
43 HK 129 41% 9% 9%
%
44 BL 124 54% 38% 7% .
2%
44 DL 124 - 56% 39% 506 «
3%
44 FL 124 - 53% 39% 6% -
5%
44 | HL 124 | == S 3596 e
11%
45 BM 118 — 66% 27% T
5%
45 DM 118 - 70% 23% T
10%
45 FM 118 — 64% 29% e
51%
= —
45 HM 118 53% 40% ..
4%
46 BN 101 58% 36% 5%

Continued on next page...
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Mol | Chain | Length Quality of chain
3%
46 DN 101 A— 65% 29% 5%
%
46 | FN 101 | ™ — 319 e
5%
46 | HN 101 | — 2450 T
9%
47 BO 89 r— 69% 27% o
7%
47 DO 89 — 74% 22% -
%
47 FO 89 = 71% 27% -
3%
47 HO 89 - 67% 28% -
1%
48 BP 32 — 57% 37% 6%
21%
I —— —
48 DP 82 63% 32% 5%
7%
48 FP 82 — 71% 26% -
0%
48 | WP gy | — 295 -
2%
49 BQ 84 r— 69% 20% “6% 5%
5%
49 DQ 84 r— 63% 27% 5% 5%
5%
49 FQ 84 - 67% 29% 5%
5%
49 HQ 84 - 60% 31% “5% 5%
27%
50 BR 5 43% 27%
2%
50 DR 75 — 48% 27%
8%
50 FR 75 — 47% 27%
7%
50 HR 75 48% 27%
5%
51 BS 92 - 58% 26% T
0%
51 DS 92 — 60% 25% P VT
%
51 FS 92 = 52% 27% oo . 1a
6%
51 HS 92 57% 28% P VT
5%
52 BT 87 — 54% 38% 6% .
8%
52 DT 87 60% 31% % .

Continued on next page...
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Mol | Chain | Length Quality of chain
5%
52 FT 87 60% 32% % .
7%
52 HT 87 66% 29% -
8%
e
53 BU 71 30% 35% 7% 28%
23%
e
53 DU 71 41% 27% 28%
27%
-
53 FU 71 39% 27% 6% 28%
28%
=
53 HU 71 34% 35% 28%
9%
54 BV 704 r— 67% 27% .
3%
54 DV 704 — 68% 25% oy
52%
.. o
54 FV 704 68% 26% -
20%
—— -~
54 HV 704 65% 27% 5% = .
7%
55 BW 6 * 50% 33%
7%
55 DW 6 83% 17%
3%
55 FW 6 17% 67% 17%

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 | KBE BW 1 - - - X
55 | UAL BW 5 - - - X
55 50H BW 6 - - - X
55 | UAL DW 5 - - - X
55 50H DW 6 - - - X
55 | KBE FW 1 - - - X
55 | DPP FW 2 - - - X
55 | UAL FwW 5 - - - X
55 50H FwW 6 - - - X
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2  Entry composition (i)

There are 59 unique types of molecules in this entry. The entry contains 590573 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 23S rRNA.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

L AA 2854 glosgéll 27?34 112179 19(8)07 2;54 0 0 0

L CA 2854 €;F102t?411 27?3334 111§79 19C8)07 2554 0 0 0

L EA 2854 €;F102t?411 27(3334 111§79 19207 2824 0 0 0

L GA 2854 €;F102t?411 27;334 111§79 19207 2824 0 0 0

e Molecule 2 is a RNA chain called 5S rRNA.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

2 AB 18 ggt;)l 11026 4124 8(2)1 15)8 0 0 0

2 CB 18 ggt;)l 11026 4124 8(2)1 15)8 0 0 0

2 EB 18 gg;zl 11026 41214 8(2)1 1?8 0 0 0

2 GB 18 ggt;)l 11026 41(\;4 8(2)1 11;8 0 0 0

e Molecule 3 is a protein called 50S ribosomal protein L2.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

3| AC | o us a3 w01 7 0 0 0

3| O M| o 1s a3 300 7 0 0 0

3| EC 7| o us a3 301 7 0 0 0

3| G M| o s a3 300 7 0 0 0
$roe
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e Molecule 4 is a protein called 50S ribosomal protein L3.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
] AD | a | E ry ags aes s | 0 | O
1 | | g s s s | 0 | O
] ED | | g g s s | 0 | OO0
4 GD 209 ?gga; 9?9 216\318 284 ZSI 0 0 0
e Molecule 5 is a protein called 50S ribosomal protein L4.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
g AE 201 ngl 9(7]4 223 2(30 g 0 0 0
g CE 201 ngl 9(7]4 223 280 g 0 0 0
g EE 201 ngl 9(7]4 21;;3 2(30 g 0 0 0
g GE 201 ngl 9?4 21;;3 2(30 g 0 0 0
e Molecule 6 is a protein called 50S ribosomal protein L5.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
0 AF L thl?)l 85()]9 214\119 2(;6 g 0 0 0
0 CF L thl?)l 85()]9 214\1]9 2(;6 g 0 0 0
6 Bl L thl?)l 85()]9 214\119 2(;6 g 0 0 0
6 G L thl?)l 85()]9 214\119 2?6 g 0 0 0
e Molecule 7 is a protein called 50S ribosomal protein L6.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
7 AG 176 ?gt;;] 852 21}3 2(26 2 0 0 0
7 ca 176 ?gt;él 8;]2 2123 2(26 2 0 0 0
7 EG 176 ?gt;él 8;]2 2123 226 2 0 0 0

O RLDWIDE
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Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
7 Ga 176 ?gt;él 8?2 2123 2(26 2 0 0 0

e Molecule 8 is a protein called 50S ribosomal protein L9.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
span | s w0 | 0 |0
sjon | o s | 0 | 0 |0
s B o w0 | 0 |0
IR T2 K
e Molecule 9 is a protein called 50S ribosomal protein L11.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
9 Al 141 ?8?21 6?1 11;19 186 E 0 0 0
) 1 14 ?8?21 6?1 11;19 186 g 0 0 0
9 El 14 ?8?21 6?1 11;19 1(36 g 0 0 0
9 G 141 ng 6?1 11;19 1(36 g 0 0 0
e Molecule 10 is a protein called 50S ribosomal protein L13.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
10 Al 142 1£(1)t2?)1 7(134 21112 1(39 i 0 0 0
10 CJ 142 12;(1)t2?)1 7(134 21112 189 ésl 0 0 0
10 B 142 1;(1);31 7?4 QTQ 189 ZSL 0 0 0
10 GJ 142 1;(1);85;1 7clj4 QTQ 1(39 ZSL 0 0 0

e Molecule 11 is a protein called 50S ribosomal protein L14.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
1 AK 122 1;)0; E? 1 5§7 11;;0 1((?5 2 0 0 0
1 CK 122 1;)0; E? 1 5§7 11;;0 1((?5 2 0 0 0
1 EK 122 1;)0; g 1 537 11;;0 1((?5 g 0 0 0
1 GK 122 T9O3t Sa 1 537 11;;0 1((?5 g 0 0 0

e Molecule 12 is a protein called 50S ribosomal protein L15.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
12 AL 143 1;851?31 629 21(\)I6 1;)9 ? 0 0 0
12 CL 143 1;851?31 639 21§6 129 ? 0 0 0
12 EL 143 ?82)1 639 21§6 1(529 ? 0 0 0
12 GL 143 1;85111 629 21§6 1(529 ? 0 0 0

e Molecule 13 is a protein called 50S ribosomal protein L16.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
13 AM 136 ??Jt?illl 6(;6 2155 1C7)7 2 0 0 0
13 CM 136 1ljgt;jll 6(;6 2135 1C7)7 2 0 0 0
13 EM 136 1118211 626 21§5 1C7)7 2 0 0 0
13 GM 136 1118211 656 21§5 1(7)7 2 0 0 0

e Molecule 14 is a protein called 50S ribosomal protein L17.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
14 AN 120 gofit (? 1 5(933 11;6 1(6)6 g 0 0 0
14 CN 120 1;)06t (? 1 5(;3 11;6 1(6)6 g 0 0 0
14 EXN 120 gOGt g 1 5(9]3 11;)]6 1(36 g 0 0 0

Continued on next page...
$roe
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
14 GN 120 T906t (? 1 55(;3 1156 1((?6 g 0 0 0
e Molecule 15 is a protein called 50S ribosomal protein L18.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
15 AO 116 1;§O9t 2al 5?2 11;18 1(6?2 0 0 0
15 cO 116 1;§O9t 2al 5?2 11;18 1(6?2 0 0 0
15 EO 116 1;309t 2al 5?2 11;18 1(32 0 0 0
1o GO 116 T809t QaI 5?2 11;18 1(6?2 0 0 0
e Molecule 16 is a protein called 50S ribosomal protein L.19.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
16 AP 14 golt? 1 5?4 11;19 1%)3 ? 0 0 0
16 cP 114 golt? 1 5?4 11;19 1%)3 ? 0 0 0
16 kP 14 golt? 1 5?4 11;19 1((?3 ? 0 0 0
16 GP 14 golt? 1 5?4 11;19 1((?3 ? 0 0 0
e Molecule 17 is a protein called 50S ribosomal protein L20.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
17 AQ 7 12)04? 1 6(54 11;912 1(531 0 0 0
17 cQ 7 1;)04? 1 6(54 1132 1?1 0 0 0
17 EQ 7 1;)04? 1 634 11£\)IQ 1%’))1 0 0 0
17 GQ 7 goélt? 1 6%4 1152 1(;1 0 0 0

e Molecule 18 is a protein called 50S ribosomal protein L21.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
s | AR | 103 | e g g s 0 | 0 | 0 |0
18 | R |13 | e g g s 0 | 0 | 0 |0
s | BR | 103 | e g g s 0 | 0 | 0 |0
s | GR |13 | e g g s a | 0 | 0 |0
e Molecule 19 is a protein called 50S ribosomal protein L22.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
19 AS 110 1;%O5t?l 5?2 11(\316 1?6 g 0 0 0
19 5 110 1;%05?1 5§2 116\316 1%'))6 g 0 0 0
19 ES 110 12505?1 5?2 11(\316 1(;6 g 0 0 0
19 GS 110 12505?1 5?2 11(\316 1(;6 g 0 0 0
e Molecule 20 is a protein called 50S ribosomal protein L23.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
0 | AT @ N e e o | 0 | 0|0
0| ¢ | 9w N e e o 0 | 0 |0
0 | BT | 8 N e e o 0 | 0 |0
0| 6| @ | N e e o 0 | 0 |0
e Molecule 21 is a protein called 50S ribosomal protein L24.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
21 AU 102 T7O7t§l 4(932 114\116 121 0 0 0

21 CU 102 T7O7t§l 4(;2 1116 121 0 0 0

21 BU 102 T7O7t§l 4(9]2 114\1]6 121 0 0 0

Continued on next page...
$roe
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

21 GU 102 T707t931 45(;2 1126 1(21 0 0 0
e Molecule 22 is a protein called 50S ribosomal protein L25.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
22 AV o4 T705t§ 1 4?9 1§7 1(;4 g 0 0 0
22 oV o4 T705t§ 1 4?9 1§7 1(;4 g 0 0 0
22 BV 94 T705t§L 1 4?9 11§7 1(;4 2 0 0 0
22 GV 94 T705t§ 1 4(7]9 1§7 1(3)4 2 0 0 0

e Molecule 23 is a protein called 50S ribosomal protein L27.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
IEERF T EEEEE
RN F Y HEEEEE
IR Y HEEEEE
AR F Y HEEERE

e Molecule 24 is a protein called 50S ribosomal protein L28.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
24 AX [ 1%052 1 3(;8 11;19 1(36 3 0 0 0
24 X 77 1%052 1 3(;8 1219 1(36 3 0 0 0
24 X [ TGOth 1 338 1219 1%)6 3 0 0 0
24 GX [ 1;3052 1 358 1219 1(36 g 0 0 0

e Molecule 25 is a protein called 50S ribosomal protein L29.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
25 | AY 63 1;0531 3% 91\; 9% 3 0 0 0
25 | QY 63 1;0531 3% 91\; 9% 3 0 0 0
25 | EY 63 Tl N S 0 0 0
25 | GY 63 1;0531 3(173 91\; 9% g 0 0 0
e Molecule 26 is a protein called 50S ribosomal protein L30.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
2% | AZ 58 Tﬁgl 221 81\; 709 S 0 0 0
26 | CZ 58 Tﬂgl le 81\; 709 S 0 0 0
2% | EZ 58 Tﬂgl 231 81\; 709 3 0 0 0
26 | GZ 58 Tﬂgl 221 81\; 709 3 0 0 0
e Molecule 27 is a protein called 50S ribosomal protein L32.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
27 | A0 56 Téféfjl 2(59 é)\; g) ? 0 0 0
27 | Co 56 Tﬁjl 2(59 é\i g) ? 0 0 0
27 | EO 56 Tﬁjl 229 ;\L g()) ? 0 0 0
27 | GO 56 Tﬂjl 229 ;\L 8% ? 0 0 0
e Molecule 28 is a protein called 50S ribosomal protein L33.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
28 | Al 50 T:()t;l 2(633 55 ;)1 0 0 0

28 | C1 50 aoggl 2(53 55 ;)1 0 0 0

28 | El 50 Tﬁgl 2(;3 55 ;)1 0 0 0

Continued on next page...
sPrpe




Page 20

Full wwPDB X-ray Structure Validation Report

4VIPpP
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

e Molecule 29 is a protein called 50S ribosomal protein L34.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
e Molecule 30 is a protein called 50S ribosomal protein L35.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
30 A3 o4 T500tj1 333 11§5 7?1 g 0 0 0
30 3 o4 1;30521 353 11§5 7?1 2 0 0 0
30 k3 64 1;30521 333 1155 7?1 2 0 0 0
30 G3 64 1;30521 333 1155 7?1 g 0 0 0
e Molecule 31 is a protein called 50S ribosomal protein L36.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

e Molecule 32 is a protein called 50S ribosomal protein L10.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
32 A5 148 111(1)?;1 7%]5 11;I6 2(39 ? 0 0 0
32 F5 144 ?8&?21 631 1152 2(32 S 0 0 0

e Molecule 33 is a RNA chain called 16S rRNA.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
33 BA 1533 Z:)FQOE;;; 14%71 6(1)\;6 10((?55 1523 0 0 0
33 DA 1533 ?Eoggé 14%71 6(1)\;6 10((?55 1523 0 0 0
33 FA 1533 ?Eoggé 14%71 6(1)\;6 10((?55 1523 0 0 0
33 HA 1533 ?:FQOE;SL; 14%71 6(1)\;6 10((?55 1523 0 0 0

e Molecule 34 is a protein called 30S ribosomal protein S2.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
34 BB 218 T%Zl 10081 31(\)I5 3(1)1 ? 0 0 0
34 bB 218 ?7)8341 1(%1 31(\)I5 3(1)1 ? 0 0 0
34 B 218 ?7)8&41 1(%1 31(\)I5 3C1)1 ? 0 y 0
34 HB 218 ?7)8&41 1(%1 31(\)I5 3C1)1 ? 0 0 0

e Molecule 35 is a protein called 30S ribosomal protein S3.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
35 BC 206 ?2;?11 10028 31(\)15 2(5_3)8 2 0 0 0
35 pe 206 1;2;?11 10028 31(\)I5 2(5—3)8 g 0 0 0
3 FC 206 Tgt;j 1(?28 31(\)I5 2%)8 g 0 0 0
35 HC 206 Tgt;j 10028 31(\)I5 228 2 0 0 0

e Molecule 36 is a protein called 30S ribosomal protein S4.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
36 BD 205 1;251?31 10026 31f5 2(9)8 i 0 0 0
36 bb 205 1;251?31 10026 31115 288 i 0 0 0
36 D 205 1;251?31 1()026 31115 288 LSL 0 0 0
36 HD 205 ngaél 1(?26 31115 288 LSL 0 0 0

e Molecule 37 is a protein called 30S ribosomal protein S5.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
37 BE 150 1;(1)8&;31 627 21111 2%)1 E 0 0 0
37 bE 150 1;(1)8&;31 627 2T1 2%)1 g 0 0 0
37 e 150 1;(1)8%1 657 2T1 2(31 g 0 0 0
37 HE 150 1;(1)8%1 637 2T1 2(31 g 0 0 0

e Molecule 38 is a protein called 30S ribosomal protein S6.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
38 BF 100 golts 1 5(135 114\1]8 1(28 E 0 0 0
38 DF 100 golt? 1 5(135 114\1]8 1(;1)8 g 0 0 0
38 FE 100 golt? 1 5?5 114\1]8 151)8 g 0 0 0
38 HF 100 golt;t 1 5?5 114\1]8 1(28 g 0 0 0

e Molecule 39 is a protein called 30S ribosomal protein S7.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
39 BG 1ol 1;(1);8{1 7(?35 21;7 2(1)5 i 0 0 0
39 DG 1ol 1;(1);8{1 7(335 21;7 2(1)5 i 0 0 0
39 FG 1ol 12;(1);1 7(335 2217 2?5 ASL 0 0 0

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

39 HG 1ol T(l);ail 7§5 2157 2(1)5 ZSL 0 0 0
e Molecule 40 is a protein called 30S ribosomal protein S8.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
40 BH 129 1;)0;31 6?6 11;13 1(534 g 0 0 0
40 bH 129 1;)0;31 6?6 11;13 1(524 g 0 0 0
40 FH 129 go;gl 6?6 11;13 1(534 g 0 0 0
40 HH 129 T9O7t9al 6(1]6 11;13 1(534 2 0 0 0

e Molecule 41 is a protein called 30S ribosomal protein S9.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
H Bl 127 1;82321 634 21(\)I6 1C7)9 g 0 0 0
H DI 127 1;82321 6§4 21§6 1C7)9 g 0 0 0
H F 127 1;82321 6§4 21§6 1(7)9 g 0 0 0
H HI 127 Tthan 6?4 21§6 1(7)9 g 0 0 0

e Molecule 42 is a protein called 30S ribosomal protein S10.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
42 BJ 98 T708t 2 1 4(933 1?0 1(22 ? 0 0 0
12 b 98 T708t 2 1 4(933 1?0 122 ? 0 0 0
12 F 98 T708t 2 1 433 11§0 151)2 ? 0 0 0
12 fJ 98 T708t 2 1 433 11§0 122 ? 0 0 0

e Molecule 43 is a protein called 30S ribosomal protein S11.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
43 BR 17 1;%0;? 1 530 11;14 1(6?0 g 0 0 0
13 bK 7 1;%0;? 1 530 11;14 1(6?0 g 0 0 0
13 FK L7 1;307? 1 520 11;14 1(6?0 g 0 0 0
13 HE 117 T807t7a 1 55130 11;14 1(6?0 2 0 0 0

e Molecule 44 is a protein called 30S ribosomal protein S12.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
44 BL 123 1;)0; ; 1 530 11;)16 1%)5 ZSL 0 0 0
44 bL 123 1;90; ; 1 530 1156 1%)5 ZSL 0 0 0
4 FL 123 1;0; ; 1 530 1156 1((?5 ZSL 0 0 0
4 HL 123 1;)(); ; 1 530 1156 1((?5 ZSL 0 0 0

e Molecule 45 is a protein called 30S ribosomal protein S13.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
45 BM 14 1;%08t ; 1 526 11;18 1(;6 g 0 0 0
45 bM 14 12508t ; 1 526 11;18 1?6 g 0 0 0
15 M 14 1;08t ; 1 526 11;18 1%'))6 g 0 0 0
45 HM 14 1;%08t ; 1 536 11;18 1(;6 g 0 0 0

e Molecule 46 is a protein called 30S ribosomal protein S14.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
46 BN %6 T7O7tj 1 423 1120 1(2)8 g 0 0 0
46 bN %6 T7O7tj 1 4(;3 1120 1(2)8 g 0 0 0
46 FN %6 T7O7tj 1 4(;3 1120 1(2)8 g 0 0 0

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

16 HN %6 T7O7tj l 423 11(\SIO 1(2)8 g 0 0 0
e Molecule 47 is a protein called 30S ribosomal protein S15.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
47 BO 88 T701tj 1 4§9 114\1]4 120 ? 0 0 0
47 Do 88 T701tj 1 4§9 114\1]4 1(530 ? 0 0 0
47 FO 88 T701t4iL 1 4§9 114\1]4 1(530 ? 0 0 0
47 HO 88 T701tj 1 4§9 1124 1(3)0 El; 0 0 0

e Molecule 48 is a protein called 30S ribosomal protein S16.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
48 BP 82 TGOéltgl 4%6 1218 1C1)4 ? 0 0 0
48 bP 82 1;30531 4%6 1218 1C1)4 ? 0 0 0
48 P 82 1;30531 436 1218 1(1)4 ? 0 0 0
48 Hp 82 T604t§1 436 1218 1(1)4 ? 0 0 0

e Molecule 49 is a protein called 30S ribosomal protein S17.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
49 BQ 80 T6O4t ; 1 4(131 11;Il 1?3 g 0 0 0
49 bQ 80 Tﬁoélt ; 1 4(131 1211 1?3 g 0 0 0
49 FQ 80 TGOéLt E? 1 4?1 1211 1C1)3 g 0 0 0
49 HQ 80 1;304t ; 1 4?1 1211 1(1)3 g 0 0 0

e Molecule 50 is a protein called 30S ribosomal protein S18.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
50 | BR 55 ng‘l 238 sl\is ; 0 0 0
50 | DR 55 ng‘l 238 é\é ; 0 0 0
5 | FR 55 Tl e o 0 0 0
50 | HR 55 ng‘l 228 é\é g 0 0 0
e Molecule 51 is a protein called 30S ribosomal protein S19.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
IEERF- Y IREEEE
IR I Y IR
IR I Y IREENE
IR P Y HEEEEE
e Molecule 52 is a protein called 30S ribosomal protein S20.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
2 | BT | & s | 0 | 0 |0
52 bT 85 Tﬁo6t; 1 4(131 11;>I7 1?4 2 0 0 0
52 FT 85 1%0(;; 1 4?1 115\317 1C1)4 g 0 0 0
52 T 85 1%0(;; 1 4cljl 11;I7 1(1)4 g 0 0 0
e Molecule 53 is a protein called 30S ribosomal protein S21.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
53 | BU 51 Tg;l 2g5 sl\é % ? 0 0 0
53 | DU 51 Tg;l 2(55 81\2 % ? 0 0 0
53 | FU 51 Tg;l 2(;5 812, % ? 0 0 0

Continued on next page...
$roe
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
53 HU o1 425 265 86 73 1 0 0 0

e Molecule 54 is a protein called elongation factor G.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

Total C N O S
o4 BV 689 5319 3345 919 1030 25 0 0 0

Total C N O S
b4 bV 689 5319 3345 919 1030 25 0 0 0

Total C N O S
54 Fy 689 5319 3345 919 1030 25 0 0 0

Total C N O S
54 HV 689 5319 3345 919 1030 25 0 0 0

e Molecule 55 is a protein called Viomycin.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

Total C N O
o5 BW 6 48 25 13 10 0 0 0

Total C N O
55 bW 6 48 25 13 10 0 0 0

Total C N O
55 FW 6 48 25 13 10 0 0 0

e Molecule 56 is MAGNESIUM ION (three-letter code: MG) (formula: Mg).

Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total Mg

56 FA 41 11 11 0 0
Total Mg

56 BA 40 10 10 0 0
Total Mg

56 CA 134 131 134 0 0

56 | HE 1 Toltal N{g 0 0

56 | AB 4 Total - Mg 0 0
4 4

56 | BL 1 Toltal N{g 0 0

56 | BE 1 Toltal N{g 0 0

Continued on next page...

WO RLDWIDE

PROTEIN DATA BANK



Page 28

Full wwPDB X-ray Structure Validation Report

4VIPpP
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total Mg

56 | GA 134 13 0 0

5 | DU 1 Tofal l\ﬁg 0 0
Total Mg

56 | EB 4 PR 0 0

5 | FU 1 Tofal l\fg 0 0

5 | FV 1 Tofal l\ﬁg 0 0

56 C4 1 Total - Mg 0 0
1 1

56 | AE 1 Toltal l\gg 0 0
Total Mg

56 | AA 130 0 130 0 0

56 FE 1 Toltal l\gg 0 0

5 | GB 4 Total Mg 0 0
4 4

5 | DV 1 Toltal l\ig 0 0
Total Mg

56 | EA 133 53 12 0 0

5 | BU 1 Toltal N{g 0 0

56 | GC 1 Toltal N{g 0 0

56 | AD 1 Toltal N{g 0 0

56 | HT 1 Toltal N{g 0 0

56 | GL 1 Toltal N{g 0 0
Total Mg

56 | DA 49 P 0 0

56 | EC 1 Toltal hqg 0 0

56 | HC 1 Toltal l\qg 0 0

5 | BV 1 Toltal l\gg 0 0
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total Mg

56 | CB 4 PR 0 0

56 GS 1 Tofal l\qg 0 0

56 | AC 3 Total - Mg 0 0
3 3

56 | EQ 1 Tofal Bﬁg 0 0

56 | ED 9 Total - Mg 0 0
9 9

56 | CD 1 Tofal l\gg 0 0

56 | AT 1 Toltal l\gg 0 0

56 | CE 1 Toltal l\gg 0 0

56 A3 1 Toltal l\gg 0 0
Total Mg

56 | HA 40 o a0 0 0

56 | HV 1 Toltal Nig 0 0

e Molecule 57 is ZINC ION (three-letter code: ZN) (formula: Zn).

Mol | Chain | Residues Atoms ZeroOcc | AltConf
57 B4 1 Total Zn 0 0
1 1
57 a4 1 Total Zn 0 0
1 1
57 | A4 1 Total - Zn 0 0
1 1
57 | C4 1 Tofal Zln 0 0

e Molecule 58 is PHOSPHOMETHYLPHOSPHONIC ACID GUANYLATE ESTER (three-
letter code: GCP) (formula: C11H18N5013P3).
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0—P
oH
Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total C N O P
o8 BV 1 32 11 5 13 3 0 0
Total C N O P
o8 bV 1 32 11 5 13 3 0 0
Total C N O P
o8 FV 1 32 11 5 13 3 0 0
Total C N O P
o8 HY 1 32 11 5 13 3 0 0
e Molecule 59 is water.
Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total O
59 AA 608 608 603 0 0
Total O
59 AB 19 19 19 0 0
Total O
59 AC 10 10 10 0 0
Total O
59 AD 3 3 3 0 0
59 | AE 1 Total O 0 0
1 1
59 | AJ 1 Total O 0 0
1 1
Total O
59 AL 7 7 7 0 0
Total O
59 AN 4 4 A 0 0

Continued on next page...
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
59 | AP 1 Total - O 0 0
1 1
59 | AQ 1 Toltal (1) 0 0
59 AS 1 Total - O 0 0
1 1
59 | AU 1 Total - O 0 0
11
59 A0 1 Total - O 0 0
11
59 A3 1 Total O 0 0
11
Total O
59 A4 9 oy 0 0
Total O
59 | BA 197 o 107 0 0
59 | BC 1 Total - O 0 0
11
59 | BD 1 Total - O 0 0
11
59 BI 1 Total O 0 0
11
59 | BK 1 Total O 0 0
11
Total O
59 | BN 3 A 0 0
Total O
59 | BT 9 A 0 0
5 | BU 1 Total O 0 0
11
5 | BV 1 Total O 0 0
11
Total O
59 | CA 604 ot 604 0 0
Total O
59 | CB 20 0 20 0 0
Total O
59 | cC 11 0 0 0
Total O
59 | CD 3 A 0 0
59 CE 1 Toltal Cl) 0 0

Continued on next page...
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
59 CF 1 Total - O 0 0
1 1
Total O
59 CJ 3 P 0 0
Total O
59 | CL 6 2 0 0
Total O
5 | CON 4 o 0 0
59 cs 1 Total - O 0 0
11
5 | CT 9 Total - O 0 0
9 9
59 2 1 Total - O 0 0
11
59 C3 1 Total - O 0 0
11
Total O
59 C4 9 oy 0 0
Total O
59 | DA 193 93 103 0 0
59 | DC 1 Total O 0 0
11
Total O
59 | DE 9 S 0 0
59 | DG 1 Total O 0 0
11
59 | DK 1 Total O 0 0
11
59 DL 1 Total O 0 0
11
Total O
59 | DN 6 A 0 0
59 | DQ 1 Toltal (1) 0 0
5 | DT 1 Total O 0 0
11
5 | DU 1 Total O 0 0
11
5 | DV 1 Total O 0 0
11
Total O
59 | EA 617 o 61 0 0

Continued on next page...
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total O
59 | EB 20 20 20 0 0
Total O
59 | EC 8 A 0 0
59 | ED 1 Total - O 0 0
1 1
Total O
59 EL 4 o 0 0
Total O
59 | EN 9 A 0 0
5 | ER 1 Total O 0 0
11
59 | ET 1 Total - O 0 0
11
5 | EU 1 Total - O 0 0
11
Total O
59 E0 9 oy 0 0
Total O
59 E3 9 oy 0 0
59 E4 1 Total O 0 0
11
Total O
59 FA 198 08 108 0 0
59 FE 1 Total O 0 0
11
59 | FK 1 Total O 0 0
11
Total O
59 | FN 3 A 0 0
59 | FQ 1 Toltal (1) 0 0
Total O
5 | FT 4 P 0 0
5 | FV 1 Total O 0 0
11
Total O
59 | GA 607 e 607 0 0
Total O
59 | GB 19 o 19 0 0
Total O
59 | Gc 9 A 0 0

Continued on next page...
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total O
59 | GD 4 o 0 0
59 | GE 9 Total O 0 0
9 9
Total O
59 | GL 4 L 0 0
Total O
59 | GN 3 A 0 0
59 | QQ 1 Tofal ? 0 0
5 | GR 9 Total - O 0 0
9 9
59 GS 1 Total - O 0 0
11
59 | QT 1 Total - O 0 0
11
59 | QU 9 Total O 0 0
9 9
5 | GV 1 Total - O 0 0
11
Total O
59 G2 9 oy 0 0
59 G3 1 Total O 0 0
11
59 G4 1 Total O 0 0
11
Total O
59 | HA 197 o 107 0 0
59 | HD 1 Total O 0 0
11
Total O
59 | HE 3 A 0 0
50 | TN 5 Total O 0 0
5 5
59 | HT 1 Total O 0 0
11
5 | HU 1 Total O 0 0
11
5 | HV 1 Toltal c1> 0 0
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Stretches of 2 or more

12%

38%

Full wwPDB X-ray Structure Validation Report

47%

2%

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: 23S rRNA

3 Residue-property plots (i)
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