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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 11.50 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 W 0.401
Clashscore - 3
Ramachandran outliers M 18.3%
Sidechain outliers 0 I (3.1
RNA backbone I D 33
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))
Rree 130704 1005 (11.50-3.90)
Clashscore 141614 1071 (15.00-3.90)
Ramachandran outliers 138981 1003 (11.50-3.90)
Sidechain outliers 138945 1003 (11.50-3.86)
RNA backbone 3102 1079 (11.50-3.00)

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%

Mol | Chain | Length Quality of chain
1 AA 1526 | T 20% 61% 19% .
1 CA 1526 % 60% 19%
1 EA 1526 % 60% 19%
1 GA 1526 | T 20% 61% 19% .
1 IA 1526 | T 20% 60% 19%
2 AB 234 29% 59% 0% -

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

2 CB 234 28% 60% 9% o
2 EB 234 26% 61% 0% o
2 GB 234 29% 59% 0% -
2 IB 234 28% 59% 0% o
3 AC 206 26% 64% 10%
3 CC 206 25% 67% 9%
3 EC 206 24% 68% 8%
3 GC 206 29% 63% 8%
3 IC 206 24% 66% 10%
4 AD 208 24% 63% 12% -
4 CD 208 23% 63% 13% -
4 ED 208 27% 60% 12% -
4 GD 208 25% 63% 10% -
4 ID 208 29% 59% 12%

5 AE 150 29% 62% 9%
5 CE 150 27% 63% 9%

) EE 150 34% 56% 10%
5 GE 150 33% 57% 9%

) IE 150 33% 58% 9%
6 AF 101 26% 67% 7%
6 CF 101 25% 67% 8%
6 EF 101 26% 66% 8%
6 GF 101 26% 66% 8%
6 IF 101 27% 64% 9%
7 AG 155 30% 61% 7% -

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

7 CG 155 29% 62% 8% -
7 EG 155 30% 61% 8% -
7 GG 155 26% 65% 8% -
7 IG 155 30% 61% 8% -
8 AH 138 30% 59% 9% -
8 CH 138 27% 62% 10%

8 EH 138 25% 65% 9%

8 GH 138 32% 59% 9%
8 IH 138 26% 64% 9% -
9 Al 127 22% 61% 17%

9 CI 127 23% 60% 17%

9 EI 127 24% 60% 16%

9 GI 127 23% 61% 16%

9 IT 127 S U 62% 17%

10 AJ 98 e 61% 20% -
10 CJ 98 BT 7S 61% 8% .
10 EJ 98 e 62% 18% -
10 GJ 98 law 66% 7% .
10 J 98 % 64% 6% o
11 AK 119 31% 55% 13%

11 CK 119 30% 57% 13%
11 EK 119 30% 57% 13%
11 GK 119 29% 56% 14%

11 IK 119 26% 61% 13%
12 AL 124 36% 58% 6%

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

12 CL 124 32% 62% 6%
12 EL 124 38% 55% 7%
12 GL 124 31% 62% 6%
12 IL 124 32% 61% 6%
13 AM 125 22% 62% 15%

13 CM 125 20% 64% 15%

13 EM 125 26% 60% 14%

13 GM 125 20% 63% 15% -
13 IM 125 24% 60% 15% -
14 AN 60 5% 78% 15% -
14 CN 60 “T% 77% 15% -
14 EN 60 T 65% 7% .
14 GN 60 1% 72% 15% .
14 IN 60 T 68% 15% .
15 AO 88 28% 64% 7% -
15 CO 88 28% 64% 7% -
15 EO 88 28% 63% 9%
15 GO 88 28% 64% 7% -
15 10 88 34% 57% 9%
16 AP 83 31% 61% 7%
16 CP 83 31% 63% 6%
16 EP 83 25% 69% 6%
16 GP 83 33% 61% 6%
16 IP 83 27% 67% 6%
17 AQ 104 21% 63% 15%

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

17 CQ 104 21% 63% T s%
17 EQ 104 20% 65% VT
17 GQ 104 25% 62% 2%
17 IQ 104 31% 55% %
18 AR 73 26% 63% “To% .
18 CR 73 26% 63% T10% -
18 ER 73 30% 60% 8% -
18 GR 73 25% 66% % -
18 IR 73 27% 62% 0% -
19 AS 80 18% 66% Tl
19 CS 80 19% 65% T
19 ES 80 18% 68% Tw .
19 GS 80 25% 59% V7
19 IS 80 20% 62% BT —
20 AT 99 37% 54% T
20 CT 99 39% 52% To%
20 ET 99 38% 54% Te%
20 GT 99 33% 55% 2%
20 IT 99 36% 55% To%
21 Aa 90 79% 21%

21 Ca 90 79% 21%

21 Ea 90 79% 21%

21 Ga 90 79% 21%

21 la 90 79% 21%

22 BB 2825 18% 59% 22%

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
22 DB 2825 BT T 58% 21%
22 FB 2825 B T T 58% 22%
22 HB 2825 BT 7S 59% 21%
22 JB 2825 T 7 58% 21%
23 BA 119 24% 57% 18%
23 DA 119 18% 61% 20%
23 FA 119 24% 53% 22%
23 HA 119 24% 56% 18%
23 JA 119 27% 50% 22%
24 BD 270 % 46% 30%
24 DD 270 T A 50% 28%
24 FD 270 % 48% 30%
24 HD 270 - 47% 28%
24 JD 270 B T/ 47% 30%
25 BE 205 22% 51% 23%
25 DE 205 23% 49% 24%
25 FE 205 20% 53% 23% -
25 HE 205 27% 48% 21%
25 JE 205 27% 46% 23%
26 BF 198 36% 43% 19%
26 DF 198 36% 43% 18%
26 FF 198 30% 49% 19%
26 HF 198 34% 46% 18%
26 JF 198 28% 51% 19%
27 BG 178 20% 46% 29% 6%

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

Mol | Chain | Length Quality of chain

27 DG 178 % 46% 29% .
27 FG 178 S U 44% 29% o
27 HG 178 TR 46% 28% 7
27 JG 178 TR 44% 29% %
28 BH 177 30% 51% 16%

28 DH 177 28% 53% 16%

28 FH 177 27% 54% 16%

28 HH 177 30% 53% 15%

28 JH 177 29% 53% 15%

29 BI 52 23% 50% 21% %
29 DI 52 % 58% 23% %
29 FI 52 BT 54% 25% %
29 HI 52 BT T 52% 23% %
29 JI 52 e 50% 27% o
30 BJ 143 35% 44% 17%

30 DJ 143 39% 40% 17%

30 FJ 143 39% 41% 17%

30 HJ 143 38% 41% 18%

30 JJ 143 36% 44% 17%

31 BK 143 BT A 57% 20% %
31 DK 143 % 59% 20% %
31 FK 143 BT T 56% 20% %
31 HK 143 e 62% 20% %
31 JK 143 BT T 57% 20% =%
32 BL 132 0% 57% 18% =%

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

Mol | Chain | Length Quality of chain
32 DL 132 17% 59% 20% -
32 FL 132 22% 55% 20% -
32 HL 132 20% 56% 20% -
32 JL 132 21% 56% 19%
33 BM 141 25% 52% 18% 7
33 DM 141 23% 52% 18% %
33 FM 141 25% 52% 6% 6%
33 HM 141 R 52% 21% %
33 JM 141 e 52% 21% %
34 BN 124 T 60% 23% %
34 DN 124 % 56% 26% %
34 FN 124 BT 54% 25% %
34 HN 124 s 59% 22% %
34 JN 124 0% 51% 24% =%
35 BO 114 BT 7 60% 18% -
35 DO 114 BT 61% 6%
35 FO 114 e 64% 15% .
35 HO 114 % 58% 18% -
35 JO 114 % 59% 18% -
36 BP 111 41% 41% 17%
36 DP 111 35% 46% 19%
36 FP 111 32% 50% 18%
36 HP 111 41% 41% 18%
36 JP 111 33% 49% 18%
37 BQ 125 19% 55% 24% -

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

Mol | Chain | Length Quality of chain
37 DQ 125 22% 52% 24%
37 FQ 125 22% 52% 24%
37 HQ 125 21% 54% 23%
37 JQ 125 18% 56% 25%
38 BR 117 32% 45% 21%
38 DR 117 26% 53% 20%
38 FR 117 23% 56% 19%
38 HR 117 32% 47% 20%
38 JR 117 31% 49% T
39 BS 100 29% 51% %
39 DS 100 25% 55% %
39 FS 100 26% 56% BT 7 —
39 HS 100 28% 54% T e%
39 JS 100 29% 52% e .
40 BT 130 31% 48% e
40 DT 130 30% 50% BT 17—
40 FT 130 22% 58% BT 17
40 HT 130 22% 58% BT 17
40 JT 130 29% 52% BT 73—
41 BU 93 24% 48% 26%
41 DU 93 25% 45% 27%
41 FU 93 22% 54% 20%
41 HU 93 22% 51% 25%
41 JU 93 20% 49% 26%
42 BV 113 28% 48% 24%

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

Mol | Chain | Length Quality of chain
42 DV 113 27% 46% 26%
42 FV 113 26% 48% 27%
42 HV 113 30% 45% 25%
42 JV 113 TR 50% 28%
43 BW 173 23% 46% 25% 7
43 DW 173 TR 49% 25% 5%
43 FW 173 24% 46% 24% 6%
43 HW 173 24% 48% 23% 5%
43 JW 173 27% 45% 23% 5%
44 BX 86 27% 40% 27% 7%
44 DX 86 26% 43% 24% 7%
44 FX 86 i 45% 26% 8%
44 HX 86 23% 40% 30% 7%
44 JX 86 B TT7 A 50% 22% 7%
45 BY 65 29% 48% 22%
45 DY 65 29% 48% 22%
45 FY 65 29% 46% 23% 0
45 HY 65 22% 54% 23%
45 JY 65 22% 52% 23%
46 BZ 55 Tew 60% 22%
46 DZ 55 Tew 60% 22%
46 FZ 55 9% 64% 25%
46 HZ 55 1% 60% 22%
46 JZ 55 T 64% 22%
47 B1 73 30% 40% 23% 7%

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
47 D1 73 36% 36% 23% 5%
47 F1 73 29% 44% 22% 5%
47 H1 73 30% 40% 23% %
47 J1 73 32% 37% 25% %
48 B2 58 16% 53% 26% %
48 D2 58 19% 48% 26% %
48 F2 o8 24% 48% 21% %
48 H2 o8 % 57% 26% %
48 J2 58 Tew 50% 28% T
49 B3 53 e 38% 32% %
49 D3 53 % 47% 30% N
49 F3 53 T 45% 32% -
49 H3 53 I U 38% 30% -1
49 J3 53 T 47% 30% -1
50 B4 46 e 54% 22% %
50 D4 46 24% 43% 26% %
50 F4 46 24% 43% 26% %
50 H4 46 26% 43% 24% %
50 J4 46 22% 43% 28% e
51 B5 63 T T 41% 35% 5%
51 D5 63 % 43% 35% 5%
51 F5 63 e 44% 37% 5%
51 H5 63 e 40% 35% 5%
51 Jb 63 e 40% 37% 5%
52 B6 35 % 60% 29% -

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

Mol | Chain | Length Quality of chain
52 D6 35 % 66% 23% -
52 F6 35 aw 63% 20% -
52 H6 35 e 60% 26% -
52 J6 35 e 63% 23% -
53 B7 217 38% 49% 12%
53 D7 217 39% 48% 12%
53 F7 217 38% 50% 12%
53 H7 217 36% 51% 12%
53 J7 217 34% 54% 12%
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2 Entry composition (i)

There are 53 unique types of molecules in this entry. The entry contains 717805 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
L AA 1526 3T207t§£; 14(6301 6(1)\5132 10890 1’526 0 0 0
L CA 1526 ?go;gé 14(6301 6(1)\;2 10(5?90 1’526 0 0 0
L EA 1526 ?go;gﬁl) 14(501 6(1)\;2 10(5390 1’526 0 0 0
L GA 1526 ?go;gé 14(6301 6(1)\;2 10(5)90 1;26 0 0 0
L IA 1526 ?go;gfl) 14(6301 6(1)\;2 10(5)90 1526 0 0 0
e Molecule 2 is a protein called 30S ribosomal protein S2.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
2 AB 234 quggil 12013 3121 3(22 g 0 0 0
2 CB 234 1138? 12013 3121 3(22 g 0 0 0
2 EB 234 11182)?1 12ClS 3121 3(22 g 0 0 0
2 GB 234 11131(6)?1 12013 314\111 3(22 g 0 0 0
2 1B 234 11131(6)?1 12013 3121 3(22 g 0 0 0
e Molecule 3 is a protein called 30S ribosomal protein S3.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
s AC 206 ?gtlzl 1(?16 31f4 2(8)2 ? 0 0 0
s cC 206 qugtlzl 10016 31f4 2(8)2 ? 0 0 0

Continued on next page...
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Continued from previous page...
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
3 EC 206 ?gtlzl 10016 311]4 222 ? 0 0 0
3 GC 206 ?gtlzl 1(Jcl6 311]4 222 ? 0 0 0
3 1C 206 ?Z’tlzl 1(?16 311]4 222 ? 0 0 0
e Molecule 4 is a protein called 30S ribosomal protein S4.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
4 AD 208 ?(;E)Zl 1(%6 31§9 281 S 0 0 0
4 b 208 ?;E)Zl 10C66 31§9 281 g 0 0 0
4 ED 208 ?;E)Zl 10%6 31§9 281 g 0 0 0
4 GD 208 ?;E)Zl 1(%6 315\;9 281 g 0 0 0
4 1D 208 ?(;E)Zl 1(%6 315\;9 281 g 0 0 0
e Molecule 5 is a protein called 30S ribosomal protein S5.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
g AR 150 ?iff;l 724 21117 2%)2 ZSL 0 0 0
g CE 150 ?‘iif;l 724 21117 2%)2 ZSL 0 0 0
g Bk 150 Tl?iz;l 724 21117 2(32 ZSL 0 0 0
g GE 150 Tl‘(iﬁf;l 734 21117 2(32 ZSL 0 0 0
g & 150 Tl‘(iﬁf;l 724 21117 2(32 ZSL 0 0 0
e Molecule 6 is a protein called 30S ribosomal protein S6.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
0 AF 101 T8O4t ; 1 5§1 115\}5 1(5)4 2 0 0 0
0 CF 101 T804t Z? 1 5?1 1?5 1C5)4 2 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
0 = 101 T804t Sa l 5?1 11;5 1(5)4 2 0 0 0
0 GF 101 T804t ; l 521 11;5 1(5)4 2 0 0 0
0 ¥ 101 T804t ; l 521 11;5 1(5)4 2 0 0 0
e Molecule 7 is a protein called 30S ribosomal protein S7.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
7 AG 195 ?gt;;l 751 22]2 2C1)8 2 0 0 0
7 cG 195 ?gt;;l 7?1 22]2 2(1)8 2 0 0 0
7 EG 195 ?gg;l 7%1 2122 2(1)8 g 0 0 0
7 GG 195 ?ggf;l 7;11 2122 2(1)8 g 0 0 0
7 1G 195 ?gt;;l 7;)1 2122 2(1)8 g 0 0 0
e Molecule 8 is a protein called 30S ribosomal protein S8.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
8 AH 138 ?(itlzl 735 21115 183 2 0 0 0
8 CH 138 ?(itlz(lil 7%5 21115 183 2 0 0 0
8 El 138 ?itlzl 7%5 21115 1(9)3 § 0 0 0
8 GH 138 ?itlzl 7%5 21115 1(9)3 2 0 0 0
8 IH 138 ?itl?il 7%35 21115 183 2 0 0 0
e Molecule 9 is a protein called 30S ribosomal protein S9.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
9 Al 127 ?gtlall 6;19 115\918 1(7)4 0 0 0
) = 127 ?gtﬁl 6?9 115\918 1C7)4 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
9 El 127 ?8?1 6?9 11;8 1(7)4 0 0 0
9 GI 127 ?())tlil 629 11;8 1(7)4 0 0 0
9 11 127 ?())tlil 629 11;8 1(7)4 0 0 0

e Molecule 10 is a protein called 30S ribosomal protein S10.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
10 A 98 T709t 5a 1 439 12]6 129 ? 0 0 0
10 CJ 98 T709t 5a l 439 12]6 129 ? 0 0 0
10 k] 98 T709t 5a l 439 1126 1(??9 ? 0 0 0
10 GJ 98 T709t 5a l 439 11;6 1(??9 ? 0 0 0
10 1 98 T709t 5a l 439 11;6 1(?39 ? 0 0 0

e Molecule 11 is a protein called 30S ribosomal protein S11.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
1 AK 119 T808t 5a 1 529 11;5]8 1C6)5 2 0 0 0
1 CK 119 T808t 5a 1 551?9 11(\318 1%)5 2 0 0 0
1 EK 119 T808t 5a l 529 11(\318 1((?5 § 0 0 0
1 GK 119 T808t 5a l 55119 11(\318 1((?5 2 0 0 0
1 IK 119 T808t 5a l 55139 11(\318 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 R A O R
12 CL 124 T907ti%Ll 6?1 115\915 1%)4 ? 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
12 EL 124 T907ti%Ll 6?1 1155 1((?4 ? 0 0 0
12 GL 124 TS;O;?I 6(131 115\;5 1((?4 ? 0 0 0
12 IL 124 TS;O;?I 6(131 115]5 1((?4 ? 0 0 0

e Molecule 13 is a protein called 30S ribosomal protein S13.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
IR T T EEEEE
oo | w [N O 0 a0 |
I T T EEEEE
I T T EEEEE
IR T EEEEE

e Molecule 14 is a protein called 30S ribosomal protein S14.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
AN w0 g e | 0 | 0 |0
14 CN 60 Téth;l 3?2 11(\)14 702 i 0 0 0
14 EN 60 209?1 3?2 11(\)14 702 ésl 0 0 0
14 GN 60 TAFQt;l 3C112 11(\)14 702 ZSL 0 0 0
14 IN 60 Tth;l 3(1)2 11(\JI4 702 ZSL 0 0 0

e Molecule 15 is a protein called 30S ribosomal protein S15.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
15 AO 88 T;)?fj 1 4(519 114\117 1(2)6 2 0 0 0
15 cO 88 T703téiL 1 4?9 114\117 1C2)6 2 0 0 0

Continued on next page...
$roe
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
15 EO 88 T703t4iL l 4?9 114\1]7 1(2)6 2 0 0 0
15 GO 88 T703t4iL l 4?9 114\117 1(2)6 2 0 0 0
1o 10 88 T703tj l 4?9 114\117 1(2)6 2 0 0 0

e Molecule 16 is a protein called 30S ribosomal protein S16.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
16 AP 83 T7O()ti%Ll 423 112\’)19 1C1)8 ? 0 0 0
16 cP 83 T70(§fl 423 II;IQ 1(1)8 ? 0 0 0
16 EP 83 T70(§fl 423 11;3]9 1(1)8 ? 0 0 0
16 GP 83 T70()t;Ll 45113 11;3]9 1(1)8 ? 0 0 0
16 IP 83 T70()t;Ll 45133 1219 1(1)8 ? 0 0 0

e Molecule 17 is a protein called 30S ribosomal protein S17.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
wae | e a0 0o
woa | g e a0 | 0o
woe | g e a0 |00
wee | g e a0 | 0o
MR T I I

e Molecule 18 is a protein called 30S ribosomal protein S18.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
18 AR 73 T509t;Ll SgO 111]8 S% 0 0
18 CR 73 T509t;Ll SgO 11118 S% 0 0

Continued on next page...
$roe
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
18 ER & T;Qt?l SgO 11118 ng)) 0 0
18 GR 73 T;)Qt?l 3?0 11118 9% 0 0
18 IR 73 T509t;Ll 3;30 11118 9% 0 0

e Molecule 19 is a protein called 30S ribosomal protein S19.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
19 AS 80 T604t 2 1 4?4 11119 1C1)3 2 0 0 0
19 3 80 T(;Oi g l 4?4 11119 1(1)3 2 0 0 0
19 ES 80 T(;Oélt s l 4?4 11119 1(1)3 2 0 0 0
19 GS 80 T(;Oélt s l 4C114 11119 1(1)3 2 0 0 0
19 15 80 Tf‘ioélt g l 4(1]4 11119 1(1)3 2 0 0 0

e Molecule 20 is a protein called 30S ribosomal protein S20.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
20 AT 9 T706t;CLl 459 11;5]2 1C2)9 2 0 0 0
20 T 9 T706t§Ll 459 11(\312 1C2)9 2 0 0 0
20 BT 9 T706t§Ll 4%9 11(\312 1(2)9 2 0 0 0
20 GT 9 T;)g;l 4%9 11(\512 1(2)9 2 0 0 0
20 . 9 T706t§Ll 4%]9 11(\312 1(2)9 2 0 0 0

e Molecule 21 is a protein called protein Y.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
21| Aa %0 T7O1t5L 1 4(532 11;11 1(?33 2 0 0 0
21} Ca %0 T701ts§L 1 4?2 11:\3]1 1(?33 2 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
21| ba %0 T701ts§L l 4?2 11:\311 1(?33 § 0 0 0
21 | Ga %0 T701ts§L l 4?2 11:;]1 1(??3 g 0 0 0
2L %0 T701tg l 4?2 11;]1 1(?33 2 0 0 0

e Molecule 22 is a RNA chain called 23S RIBOSOMAL RNA.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
22 BB 2825 GTOO(;;; 27(547 1111]90 19(5)73 2;;5 0 0 0
22 bB 2825 f;l;)o(ﬁt;; 27(0347 1111]90 19(5)73 2825 0 0 0
22 B 2825 6T006t§;> 27(0347 1111]90 19(5)73 2825 0 0 0
22 HB 2825 5)06?; 27%47 1111]90 19(5)73 2825 0 0 0
22 B 2825 6T006t§;> 27%47 1111]90 19(5)73 2825 0 0 0

e Molecule 23 is a RNA chain called 5S RIBOSOMAL RNA.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
23 BA 118 ggizl 11024 41(\;4 8(1)3 1P1)8 0 0 0
23 DA 118 gggl 11024 4124 8(1)3 111)8 0 0 0
23 FA 118 rgg;zl 11024 4124 8(1)3 1I1)8 0 0 0
23 HA 118 rgggl 11024 4124 8(1)3 1I1)8 0 0 0
23 JA 118 ggtlzl 11024 4124 8(1)3 1I1)8 0 0 0

e Molecule 24 is a protein called 50S ribosomal protein L2.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
241 BD M| e 131 07 a5 0 0 0
241 Db M| e 11 07 a5 3 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
24 FD 270 TQ‘S%I 12094 411]7 325 g 0 0 0
24 HD 270 T2‘(())%l 12C94 411]7 325 g 0 0 0
24 D 270 T2‘(())%l 12(294 411]7 325 g 0 0 0

e Molecule 25 is a protein called 50S ribosomal protein L3.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
25 BE 205 ?gfl?)l 9?5 215\915 2C7)2 2 0 0 0
25 bE 205 ?gi?)l 955 215\915 2(7)2 2 0 0 0
25 FE 205 ?gi?)l 9%5 215\915 2(7)2 2 0 0 0
25 HE 205 ?gﬁl?)l 9%5 215\915 2(7)2 2 0 0 0
25 JE 205 ?(;ZE(L)I 9%35 21;5 2(7)2 2 0 0 0

e Molecule 26 is a protein called 50S ribosomal protein L4.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
26 BF 197 ?ggz;l 9§5 215\3]7 223 g 0 0 0
26 DF 197 ?gg;l 9?5 216\317 223 2 0 0 0
26 FE 197 ?gg;l 9?5 215\317 2(6?3 2 0 0 0
26 HE 197 ?ggé;l 9?5 215\3]7 223 2 0 0 0
26 ¥ 197 ?;E)E;l 9?5 21;;7 2(6?3 g 0 0 0

e Molecule 27 is a protein called 50S ribosomal protein L5.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
27 BG 178 ?Ztlaol 8(917 214\119 2(5)7 g 0 0 0
27 DG 178 ?Ztl?)l 837 214\1]9 2C5)7 g 0 0 0

Continued on next page...
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
27 FG 178 ?Ztl?)l 837 214\119 2(5)7 g 0 0 0
27 HG 178 ?Ztl?)l 837 214\1]9 2(5)7 g 0 0 0
27 G 178 ?Ztlé(%)l 837 214\1]9 2(5)7 g 0 0 0

e Molecule 28 is a protein called 50S ribosomal protein L6.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
28 BH L fgtﬁsl 828 214\1]3 251)4 ? 0 0 0
28 bH 1 ?gtlzl 8(;8 214\113 224 ? 0 0 0
28 FH 1 ?gtlzl 838 214\113 224 ? 0 0 0
28 HH 1 fgtﬁsl 838 214\113 224 ? 0 0 0
28 JH 1 ?gtlzl 8;]8 214\1]3 224 ? 0 0 0

e Molecule 29 is a protein called 50S ribosomal protein L9.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
29 | BI 52 Pl 2N 0 0 0 0
29 | DI 52 Pl 2N D0 0 0 0
29 | FI 52 Pl 2N D0 0 0 0
29 | HI 52 Pl 2N D00 0 0 0
29 | JI 52 Pl 2N D0 0 0 0

e Molecule 30 is a protein called 50S ribosomal protein L11.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
3 BJ 143 ?8?91 6(6}0 11;18 1(9)6 § 0 0 0
30 bJ 143 ?8?3?91 GgO 11;18 186 ? 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
30 FJ 143 ?8?3%1 6%0 11;18 1(9)6 ? 0 0 0
30 HJ 143 ?())g?)l 6%30 11;18 186 ? 0 0 0
30 1] 143 ?())g?)l 6%30 11;18 1(9)6 2 0 0 0

e Molecule 31 is a protein called 50S ribosomal protein L13.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
31 BK 143 ?it;;l 739 21110 280 2 0 0 0
31 DK 143 ?it;;l 7%9 21110 2(30 § 0 0 0
31 FK 143 ?it;;l 7%9 21110 2(30 2 0 0 0
31 HK 143 ?it;;l 7%19 21110 2(30 2 0 0 0
31 K 143 ?it;;l 7%9 21110 2(3() 2 0 0 0

e Molecule 32 is a protein called 50S ribosomal protein L.14.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
32 BL 132 T908t fl 6%3 115\916 1C7)8 ZSL 0 0 0
32 bL 132 Tf;oéit fl 6%3 115\;6 1C7)8 ZSL 0 0 0
32 FL 132 TS;OSt fl 6%3 115\9]6 1(7)8 ZSL 0 0 0
32 HL 132 T908t fl 6%3 115\916 1(7)8 ZSL 0 0 0
32 JL 132 TS;O; fl 6%33 11;6 1(7)8 ZSL 0 0 0

e Molecule 33 is a protein called 50S ribosomal protein L15.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
33 BM 141 ?8?81 6(535 21116 1(9)7 0 0 0
33 bM 141 ?8?81 6?5 21116 187 0 0 0

Continued on next page...
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
33 FM 141 ?8?81 6?5 21116 1(9)7 0 0 0
33 HM 141 ?8?81 6?5 21116 187 0 0 0
33 M 141 ?8?81 6?5 21116 1(9)7 0 0 0

e Molecule 34 is a protein called 50S ribosomal protein L16.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
34 BN 124 TQO;(? 1 6§1 115\312 1%)7 2 0 0 0
34 DN 124 Tf;oéitg l 6?1 115\312 1((?7 2 0 0 0
34 FN 124 TS;OStg l 6?1 115\312 1((?7 g 0 0 0
34 HN 124 TQOE;(? l 6§1 115\3]2 1((?7 g 0 0 0
34 IN 124 T;;g l 6?1 11;%12 1((?7 2 0 0 0

e Molecule 35 is a protein called 50S ribosomal protein L17.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
35 BO 14 T808t g 1 526 11;19 1C5)9 2 0 0 0
35 bo 14 T808t 2 1 551?6 11;19 1C5)9 2 0 0 0
35 FO 14 T808t 2 l 526 11;19 1(5)9 2 0 0 0
35 HO 14 T808t g l 526 11;19 1(5)9 2 0 0 0
35 10 14 T808t g l 526 11;19 1(5)9 2 0 0 0

e Molecule 36 is a protein called 50S ribosomal protein L18.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
36 BP 1 T80?f Z 1 5(132 11;5]8 1(5)4 8 0 0
36 bp 1 T803t Z 1 5?2 1128 1C5)4 8 0 0

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

36 FP 1 TSO;ZI 5C112 11(\518 1(5)4 8 0 0

36 Hp 1 T8o3téiLl 5(1]2 11(\318 1(5)4 8 0 0

36 P = T803t4iLl 5(1]2 116\318 1(5)4 8 0 0

e Molecule 37 is a protein called 50S ribosomal protein [.19.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

7w BQ | 1| g s o a1 | 0 | 0|0

D | | g s o a1 | 0 | 0|0

Q|| G s o a1 | 0 | 0|0

| HO | | G s a1 | 0 | OO0

79 | | o s o a1 | 0 | 0|0

e Molecule 38 is a protein called 50S ribosomal protein L20.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

| BR | ouT | g s g a1 | 16| 00

e I R .

| PR ou | g G g a1 | 16| 00

s | HR ) G g a1 | 16| 0

| R || s g a1 | 16| 0|0

e Molecule 39 is a protein called 50S ribosomal protein L21.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

o | Bs | w0 g a0 | 0| 00

o | s | w0 | R g g a0 | 0 | 0|0
Continued on next page...
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
o | B | w0 R g a1 | 0 | 00
o | s | w0 | R g a0 | 0| 0|0
o | 9 | w0 | R s g 1 | 0 | 0|0
e Molecule 40 is a protein called 50S ribosomal protein L22.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
0 BT | 0| G0 g o am | O | O |0
0 DT | W0 | G g s am | O | O |0
- L
0| HT | 0| G g s am | 0 | O |0
R - L .
e Molecule 41 is a protein called 50S ribosomal protein [L23.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
u B w Y s g am o | 0| 00
u | ou | ow Y s s am | 0| 00
u R w Y s s am o | 0 | 00
wu ) ow Y s g am o | 0| 00
w | ow Y s s am o | 0 | 0|0
e Molecule 42 is a protein called 50S ribosomal protein [.24.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
42 BV 113 T8O5t;1 5;30 11;5]6 1(5)5 ? 0 0 0
42 bV 113 T805t§Ll 5?0 12]6 1C5)5 ? 0 0 0
Continued on next page...
$roe
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
42 BV 113 T805t 2al 5§O 11(\316 1(5)5 ? 0 0 0
42 Hv 113 T805t ;l 5?0 11(\316 1(5)5 ? 0 0 0
42 IV 113 T805t ;l 5?0 116\316 1(5)5 ? 0 0 0

e Molecule 43 is a protein called general stress protein Ctc.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
43 BW 173 ?thaéBl 8?8 21?\}1 2C5)3 2 0 0 0
43 bW 173 ?gt;;l 8?8 22]1 2(5)3 2 0 0 0
43 Fw 173 ?gt;;l 8?8 21?\>Il 2(5)3 g 0 0 0
43 HW 173 ?gt;;l 8?8 21?\>Il 2(5)3 g 0 0 0
43 TW 173 fgt;;l 828 21?\>Il 2(5)3 g 0 0 0

e Molecule 44 is a protein called 50S ribosomal protein L27.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
4 BX 86 T604t;CLl 4%2 11;14 1C1)5 ? 0 0 0
4 bX 86 T(;Oéltgl 4%2 11;14 1C1)5 ? 0 0 0
4 FX 86 T(;Oélt;l 4%2 11;14 1(1)5 ? 0 0 0
4 HX 86 T(‘Soélt;l 4%2 11;14 1(1)5 ? 0 0 0
44 X 86 T(;Oélt;l 4%)2 11;14 1(1)5 ? 0 0 0

e Molecule 45 is a protein called 50S ribosomal protein [.29.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
BB | 6| 0 w2 | O | 0 |0
B0V |6 | 0 w2 0 | 0 |0

Continued on next page...
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
IR T R ERE
IR T EEERE
IR TR ERE
e Molecule 46 is a protein called 50S ribosomal protein L30.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
46 | BZ 55 A 4 0 0
46 | DZ 55 A 4 0 0
46 | FZ 55 Lol N 4 0 0
46 | HZ 55 A 4 0 0
46 | Iz 55 D A 4 0 0
e Molecule 47 is a protein called 50S ribosomal protein L31.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
L R I T L L
L R A L L
IR H K
IR HEEEEE
IR HIEEEEE
e Molecule 48 is a protein called 50S ribosomal protein L32.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
18 | B2 58 o e o 0 0 0
48 | D2 58 o e o s 0 0 0
Continued on next page...
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
48 | F2 58 D 0 0 0
48 | H2 58 o o b 0 0 0
8 | 12 58 o N D 0 0 0
e Molecule 49 is a protein called 50S ribosomal protein L33.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
19 | B3 53 B N D 0 0 0
19 | D3 53 Lo N 0 0 0
19 | F3 53 L N 0 0 0
49 | H3 53 o N 0 0 0
19 | I3 53 L N 0 0 0
e Molecule 50 is a protein called 50S ribosomal protein LL34.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
50 | B4 46 el e o oS 0 0 0
50 | D4 46 A 0 0 0
50 | F4 46 A 0 0 0
50 | H4 46 B 0 0 0
50 | 4 46 B 0 0 0
e Molecule 51 is a protein called 50S ribosomal protein L35.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
ol B5 63 Téff)tgl 3(132 11511 708 g 0 0 0
ol b5 63 Téthgl 3?2 11(\)11 708 g 0 0 0
Continued on next page...
gPDB
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

ol k5 63 TAFthl 3(112 11(\)11 7% ? 0 0 0

2 H5 63 TA;)thl 3C132 11(\JIl 7% ? 0 0 0

ol J5 63 rl:z)tgl 3(132 11(\)11 708 g 0 0 0

e Molecule 52 is a protein called 50S ribosomal protein L36.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

e Molecule 53 is a protein called 50S ribosomal protein L1P.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
B | BT | AT | g ogs g gz 1 4 | 0 | O |0
B | DT | AT | g ggs g g3 1 4 | 0 | O |0
B | FT AT | g ogs s s 1 4 | 0 | O |0
B | WA | g g g g3 1 4 | 0 | O |0
B | 9T | AT | g ogs s s 1 4 | 0 | O |0
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20%

graphic for a chain summarises the proportions of the various outlier classes displayed in the second

graphic. The second graphic shows the sequence view annotated by issues in geometry. Residues
are color-coded according to the number of geometric quality criteria for which they contain at
least one outlier: green = 0, yellow = 1, orange = 2 and red = 3 or more. Stretches of 2 or more

consecutive residues without any outlier are shown as a green connector. Residues present in the

sample, but not in the model, are shown in grey.

These plots are drawn for all protein, RNA, DNA and oligosaccharide chains in the entry. The first
e Molecule 1: 16S ribosomal RNA

3 Residue-property plots (i)
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