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1 Overall quality at a glance iO

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

The reported resolution of this entry is 2.30 Å.

There are no percentiles available for this entry.

MolProbity and EDS were not executed - the sequence quality summary graphics cannot be
shown.

http://wwpdb.org/validation/2016/XrayValidationReportHelp#overall_quality
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2 Entry composition iO

There are 59 unique types of molecules in this entry. The entry contains 298502 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.

� Molecule 1 is a RNA chain called 23S Ribosomal RNA.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

1 1A 2872
Total C N O P
61869 27540 11574 19884 2871

0 0 0

1 2A 2867
Total C N O P
61758 27491 11552 19850 2865

0 0 0

� Molecule 2 is a RNA chain called 5S Ribosomal RNA.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

2 1B 120
Total C N O P
2572 1145 476 832 119

0 0 0

2 2B 120
Total C N O P
2573 1146 476 832 119

0 0 0

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

Mol Chain Residues Atoms ZeroOcc AltConf Trace

3 1D 275
Total C N O S
2131 1346 422 360 3

0 0 0

3 2D 275
Total C N O S
2136 1349 423 361 3

0 0 0

� Molecule 4 is a protein called 50S ribosomal protein L3.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

4 1E 204
Total C N O S
1559 985 298 270 6

0 0 0

4 2E 204
Total C N O S
1559 985 298 270 6

0 0 0

� Molecule 5 is a protein called 50S ribosomal protein L4.

http://wwpdb.org/validation/2016/XrayValidationReportHelp#entry_composition
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Mol Chain Residues Atoms ZeroOcc AltConf Trace

5 1F 203
Total C N O S
1584 1009 298 275 2

0 0 1

5 2F 203
Total C N O S
1580 1007 297 274 2

0 0 1

� Molecule 6 is a protein called 50S ribosomal protein L5.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

6 1G 181
Total C N O S
1426 916 253 253 4

0 0 0

6 2G 181
Total C N O S
1424 912 259 249 4

0 0 0

� Molecule 7 is a protein called 50S ribosomal protein L6.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

7 1H 174
Total C N O S
1330 845 248 236 1

0 0 0

7 2H 173
Total C N O S
1324 842 247 234 1

0 0 0

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

Mol Chain Residues Atoms ZeroOcc AltConf Trace

8 1I 147
Total C N O S
1094 699 191 203 1

0 0 0

8 2I 146
Total C N O S
1076 687 186 202 1

0 0 0

� Molecule 9 is a protein called 50S ribosomal protein L13.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

9 1N 140
Total C N O S
1121 722 208 187 4

0 0 0

9 2N 140
Total C N O S
1117 719 207 187 4

0 0 0

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

Mol Chain Residues Atoms ZeroOcc AltConf Trace

10 1O 122
Total C N O S
933 588 171 170 4

0 0 0

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

Mol Chain Residues Atoms ZeroOcc AltConf Trace

10 2O 122
Total C N O S
933 588 171 170 4

0 0 0

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

Mol Chain Residues Atoms ZeroOcc AltConf Trace

11 1P 149
Total C N O S
1135 706 230 196 3

0 0 0

11 2P 149
Total C N O S
1135 706 230 196 3

0 0 0

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

Mol Chain Residues Atoms ZeroOcc AltConf Trace

12 1Q 141
Total C N O S
1122 715 212 188 7

0 0 0

12 2Q 141
Total C N O S
1122 715 212 188 7

0 0 0

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

Mol Chain Residues Atoms ZeroOcc AltConf Trace

13 1R 118
Total C N O S
968 604 203 160 1

0 0 0

13 2R 118
Total C N O S
968 604 203 160 1

0 0 0

� Molecule 14 is a protein called 50S ribosomal protein L18.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

14 1S 110
Total C N O
877 553 175 149

0 0 0

14 2S 110
Total C N O
870 549 173 148

0 0 0

� Molecule 15 is a protein called 50S ribosomal protein L19.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

15 1T 131
Total C N O S
1091 680 225 185 1

0 0 0

15 2T 131
Total C N O S
1083 675 224 183 1

0 0 0
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� Molecule 16 is a protein called 50S ribosomal protein L20.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

16 1U 116
Total C N O S
959 608 201 149 1

0 0 0

16 2U 116
Total C N O S
959 608 201 149 1

0 0 0

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

Mol Chain Residues Atoms ZeroOcc AltConf Trace

17 1V 101
Total C N O S
775 498 141 135 1

0 0 0

17 2V 101
Total C N O S
771 495 140 135 1

0 0 0

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

Mol Chain Residues Atoms ZeroOcc AltConf Trace

18 1W 112
Total C N O S
886 557 174 153 2

0 0 0

18 2W 112
Total C N O S
886 557 174 153 2

0 0 0

� Molecule 19 is a protein called 50S ribosomal protein L23.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

19 1X 95
Total C N O S
750 488 135 126 1

0 0 0

19 2X 95
Total C N O S
750 488 135 126 1

0 0 0

� Molecule 20 is a protein called 50S ribosomal protein L24.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

20 1Y 107
Total C N O S
810 520 153 131 6

0 0 0

20 2Y 107
Total C N O S
810 519 153 132 6

0 0 0

� Molecule 21 is a protein called 50S ribosomal protein L25.
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Mol Chain Residues Atoms ZeroOcc AltConf Trace

21 1Z 203
Total C N O S
1587 1011 282 292 2

0 0 0

21 2Z 201
Total C N O S
1557 995 274 286 2

0 0 0

� Molecule 22 is a protein called 50S ribosomal protein L27.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

22 10 77
Total C N O S
608 375 129 103 1

0 0 0

22 20 77
Total C N O S
608 375 129 103 1

0 0 0

� Molecule 23 is a protein called 50S ribosomal protein L28.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

23 11 97
Total C N O S
754 475 148 130 1

0 0 0

23 21 97
Total C N O S
759 478 149 131 1

0 0 0

� Molecule 24 is a protein called 50S ribosomal protein L29.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

24 12 70
Total C N O S
588 365 118 103 2

0 0 0

24 22 70
Total C N O S
592 368 119 103 2

0 0 0

� Molecule 25 is a protein called 50S ribosomal protein L30.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

25 13 59
Total C N O
469 298 90 81

0 0 0

25 23 59
Total C N O
464 296 90 78

0 0 0

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

Mol Chain Residues Atoms ZeroOcc AltConf Trace

26 14 69
Total C N O S
546 346 96 99 5

0 0 0

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

Mol Chain Residues Atoms ZeroOcc AltConf Trace

26 24 69
Total C N O S
536 342 98 91 5

0 0 0

� Molecule 27 is a protein called 50S ribosomal protein L32.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

27 15 59
Total C N O S
459 288 90 76 5

0 0 0

27 25 59
Total C N O S
455 285 89 76 5

0 0 0

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

Mol Chain Residues Atoms ZeroOcc AltConf Trace

28 16 53
Total C N O S
453 281 91 77 4

0 0 0

28 26 53
Total C N O S
449 279 91 75 4

0 0 0

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

Mol Chain Residues Atoms ZeroOcc AltConf Trace

29 17 48
Total C N O S
418 257 104 55 2

0 0 0

29 27 48
Total C N O S
418 257 104 55 2

0 0 0

� Molecule 30 is a protein called 50S ribosomal protein L35.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

30 18 64
Total C N O S
517 331 102 82 2

0 0 0

30 28 64
Total C N O S
517 331 102 82 2

0 0 0

� Molecule 31 is a protein called 50S ribosomal protein L36.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

31 19 37
Total C N O S
307 188 68 47 4

0 0 0

31 29 37
Total C N O S
307 188 68 47 4

0 0 0
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� Molecule 32 is a RNA chain called 16S Ribosomal RNA.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

32 1a 1500
Total C N O P
32246 14358 5975 10413 1500

0 0 0

32 2a 1504
Total C N O P
32331 14396 5990 10441 1504

0 0 0

� Molecule 33 is a protein called 30S ribosomal protein S2.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

33 1b 231
Total C N O S
1842 1175 330 332 5

0 0 0

33 2b 231
Total C N O S
1825 1167 326 327 5

0 0 0

� Molecule 34 is a protein called 30S ribosomal protein S3.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

34 1c 206
Total C N O S
1558 979 305 273 1

0 0 0

34 2c 206
Total C N O S
1542 968 300 273 1

0 0 0

� Molecule 35 is a protein called 30S ribosomal protein S4.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

35 1d 208
Total C N O S
1665 1043 329 286 7

0 0 0

35 2d 208
Total C N O S
1668 1047 330 284 7

0 0 0

� Molecule 36 is a protein called 30S ribosomal protein S5.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

36 1e 148
Total C N O S
1133 716 214 199 4

0 0 0

36 2e 148
Total C N O S
1133 716 214 199 4

0 0 0

� Molecule 37 is a protein called 30S ribosomal protein S6.
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Mol Chain Residues Atoms ZeroOcc AltConf Trace

37 1f 100
Total C N O S
814 516 144 151 3

0 0 0

37 2f 100
Total C N O S
816 516 146 151 3

0 0 0

� Molecule 38 is a protein called 30S ribosomal protein S7.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

38 1g 155
Total C N O S
1235 769 244 216 6

0 0 0

38 2g 155
Total C N O S
1229 766 241 216 6

0 0 0

� Molecule 39 is a protein called 30S ribosomal protein S8.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

39 1h 137
Total C N O S
1098 694 210 192 2

0 0 0

39 2h 137
Total C N O S
1088 689 206 191 2

0 0 0

� Molecule 40 is a protein called 30S ribosomal protein S9.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

40 1i 127
Total C N O
986 625 193 168

0 0 0

40 2i 126
Total C N O
966 613 186 167

0 0 0

� Molecule 41 is a protein called 30S ribosomal protein S10.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

41 1j 97
Total C N O
719 446 142 131

0 0 0

41 2j 96
Total C N O
710 442 137 131

0 0 0

� Molecule 42 is a protein called 30S ribosomal protein S11.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

42 1k 114
Total C N O S
834 520 156 155 3

0 0 0

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

Mol Chain Residues Atoms ZeroOcc AltConf Trace

42 2k 114
Total C N O S
833 519 156 155 3

0 0 0

� Molecule 43 is a protein called 30S ribosomal protein S12.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

43 1l 122
Total C N O S
932 586 185 159 2

0 0 0

43 2l 122
Total C N O S
932 586 185 159 2

0 0 0

� Molecule 44 is a protein called 30S ribosomal protein S13.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

44 1m 116
Total C N O S
914 564 189 159 2

0 0 0

44 2m 114
Total C N O S
895 550 186 157 2

0 0 0

� Molecule 45 is a protein called 30S ribosomal protein S14 type Z.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

45 1n 60
Total C N O S
492 312 104 72 4

0 0 0

45 2n 60
Total C N O S
492 312 104 72 4

0 0 0

� Molecule 46 is a protein called 30S ribosomal protein S15.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

46 1o 88
Total C N O S
728 456 144 126 2

0 0 0

46 2o 88
Total C N O S
728 456 144 126 2

0 0 0

� Molecule 47 is a protein called 30S ribosomal protein S16.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

47 1p 82
Total C N O S
681 433 134 113 1

0 0 0

47 2p 82
Total C N O S
677 430 133 113 1

0 0 0
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� Molecule 48 is a protein called 30S ribosomal protein S17.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

48 1q 99
Total C N O S
823 528 151 142 2

0 0 0

48 2q 99
Total C N O S
823 528 151 142 2

0 0 0

� Molecule 49 is a protein called 30S ribosomal protein S18.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

49 1r 68
Total C N O
555 355 108 92

0 0 0

49 2r 68
Total C N O
555 355 108 92

0 0 0

� Molecule 50 is a protein called 30S ribosomal protein S19.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

50 1s 83
Total C N O S
648 415 120 111 2

0 0 0

50 2s 83
Total C N O S
645 410 118 115 2

0 0 0

� Molecule 51 is a protein called 30S ribosomal protein S20.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

51 1t 96
Total C N O S
732 449 157 124 2

0 0 0

51 2t 98
Total C N O S
733 451 154 126 2

0 0 0

� Molecule 52 is a protein called 30S ribosomal protein Thx.

Mol Chain Residues Atoms ZeroOcc AltConf Trace

52 1u 23
Total C N O
199 122 48 29

0 0 0

52 2u 23
Total C N O
199 122 48 29

0 0 0

� Molecule 53 is a protein called Ribosome-associated inhibitor A.
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Mol Chain Residues Atoms ZeroOcc AltConf Trace

53 1y 97
Total C N O S
764 478 144 139 3

0 0 0

53 2y 96
Total C N O S
749 468 141 137 3

0 0 0

� Molecule 54 is MAGNESIUM ION (three-letter code: MG) (formula: Mg).

Mol Chain Residues Atoms ZeroOcc AltConf

54 2E 5
Total Mg
5 5

0 0

54 17 2
Total Mg
2 2

0 0

54 1T 3
Total Mg
3 3

0 0

54 1N 3
Total Mg
3 3

0 0

54 20 2
Total Mg
2 2

0 0

54 18 1
Total Mg
1 1

0 0

54 1o 1
Total Mg
1 1

0 0

54 2W 2
Total Mg
2 2

0 0

54 2I 1
Total Mg
1 1

0 0

54 13 2
Total Mg
2 2

0 0

54 1f 1
Total Mg
1 1

0 0

54 1P 2
Total Mg
2 2

0 0

54 2B 19
Total Mg
19 19

0 0

54 1q 2
Total Mg
2 2

0 0

54 2a 193
Total Mg
193 193

0 0

54 1E 6
Total Mg
6 6

0 0

54 1b 1
Total Mg
1 1

0 0

54 2l 1
Total Mg
1 1

0 0

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

Mol Chain Residues Atoms ZeroOcc AltConf

54 2F 3
Total Mg
3 3

0 0

54 28 2
Total Mg
2 2

0 0

54 2e 1
Total Mg
1 1

0 0

54 1W 2
Total Mg
2 2

0 0

54 1A 1075
Total Mg
1075 1075

0 0

54 1t 1
Total Mg
1 1

0 0

54 1n 2
Total Mg
2 2

0 0

54 2P 2
Total Mg
2 2

0 0

54 1X 1
Total Mg
1 1

0 0

54 1y 4
Total Mg
4 4

0 0

54 2T 3
Total Mg
3 3

0 0

54 1D 14
Total Mg
14 14

0 0

54 2N 1
Total Mg
1 1

0 0

54 1e 4
Total Mg
4 4

0 0

54 2G 3
Total Mg
3 3

0 0

54 2f 1
Total Mg
1 1

0 0

54 1V 3
Total Mg
3 3

0 0

54 2X 1
Total Mg
1 1

0 0

54 1a 280
Total Mg
280 280

0 0

54 2Q 2
Total Mg
2 2

0 0

54 15 2
Total Mg
2 2

0 0

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

Mol Chain Residues Atoms ZeroOcc AltConf

54 2j 1
Total Mg
1 1

0 0

54 1R 3
Total Mg
3 3

0 0

54 26 1
Total Mg
1 1

0 0

54 1G 4
Total Mg
4 4

0 0

54 2O 2
Total Mg
2 2

0 0

54 11 4
Total Mg
4 4

0 0

54 1d 5
Total Mg
5 5

0 0

54 2r 1
Total Mg
1 1

0 0

54 1H 2
Total Mg
2 2

0 0

54 21 1
Total Mg
1 1

0 0

54 1i 1
Total Mg
1 1

0 0

54 2R 1
Total Mg
1 1

0 0

54 1Z 1
Total Mg
1 1

0 0

54 2D 9
Total Mg
9 9

0 0

54 14 1
Total Mg
1 1

0 0

54 1U 2
Total Mg
2 2

0 0

54 1O 1
Total Mg
1 1

0 0

54 1r 1
Total Mg
1 1

0 0

54 19 2
Total Mg
2 2

0 0

54 1l 2
Total Mg
2 2

0 0

54 2V 1
Total Mg
1 1

0 0

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

Mol Chain Residues Atoms ZeroOcc AltConf

54 1F 10
Total Mg
10 10

0 0

54 10 5
Total Mg
5 5

0 0

54 1g 3
Total Mg
3 3

0 0

54 2t 1
Total Mg
1 1

0 0

54 1Q 4
Total Mg
4 4

0 0

54 2A 761
Total Mg
761 761

0 0

54 1h 2
Total Mg
2 2

0 0

54 1B 30
Total Mg
30 30

0 0

54 27 1
Total Mg
1 1

0 0

� Molecule 55 is (4S)-2-METHYL-2,4-PENTANEDIOL (three-letter code: MPD) (formula:
C6H14O2).

Mol Chain Residues Atoms ZeroOcc AltConf

55 1A 1
Total C O
8 6 2

0 0

55 1T 1
Total C O
8 6 2

0 0

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

Mol Chain Residues Atoms ZeroOcc AltConf

55 18 1
Total C O
8 6 2

0 0

55 1a 1
Total C O
8 6 2

0 0

55 2A 1
Total C O
8 6 2

0 0

55 2A 1
Total C O
8 6 2

0 0

55 2B 1
Total C O
8 6 2

0 0

� Molecule 56 is ARGININE (three-letter code: ARG) (formula: C6H15N4O2).

Mol Chain Residues Atoms ZeroOcc AltConf

56 1B 1
Total C N O
12 6 4 2

0 0

56 1F 1
Total C N O
12 6 4 2

0 0

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

Mol Chain Residues Atoms ZeroOcc AltConf

57 1Y 1
Total Zn
1 1

0 0

57 14 1
Total Zn
1 1

0 0

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

Mol Chain Residues Atoms ZeroOcc AltConf

57 1n 1
Total Zn
1 1

0 0

57 15 1
Total Zn
1 1

0 0

57 29 1
Total Zn
1 1

0 0

57 19 1
Total Zn
1 1

0 0

57 26 1
Total Zn
1 1

0 0

57 25 1
Total Zn
1 1

0 0

57 24 1
Total Zn
1 1

0 0

57 2n 1
Total Zn
1 1

0 0

57 2Y 1
Total Zn
1 1

0 0

57 16 1
Total Zn
1 1

0 0

� Molecule 58 is IRON/SULFUR CLUSTER (three-letter code: SF4) (formula: Fe4S4).

Mol Chain Residues Atoms ZeroOcc AltConf

58 1d 1
Total Fe S
8 4 4

0 0

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

Mol Chain Residues Atoms ZeroOcc AltConf

58 2d 1
Total Fe S
8 4 4

0 0

� Molecule 59 is water.

Mol Chain Residues Atoms ZeroOcc AltConf

59 1A 4154
Total O
4154 4154

0 0

59 1B 109
Total O
109 109

0 0

59 1D 119
Total O
119 119

0 0

59 1E 81
Total O
81 81

0 0

59 1F 66
Total O
66 66

0 0

59 1G 20
Total O
20 20

0 0

59 1H 16
Total O
16 16

0 0

59 1I 9
Total O
9 9

0 0

59 1N 55
Total O
55 55

0 0

59 1O 29
Total O
29 29

0 0

59 1P 56
Total O
56 56

0 0

59 1Q 46
Total O
46 46

0 0

59 1R 37
Total O
37 37

0 0

59 1S 11
Total O
11 11

0 0

59 1T 39
Total O
39 39

0 0

59 1U 49
Total O
49 49

0 0

59 1V 34
Total O
34 34

0 0

59 1W 27
Total O
27 27

0 0

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

Mol Chain Residues Atoms ZeroOcc AltConf

59 1X 27
Total O
27 27

0 0

59 1Y 20
Total O
20 20

0 0

59 1Z 13
Total O
13 13

0 0

59 10 25
Total O
25 25

0 0

59 11 25
Total O
25 25

0 0

59 12 15
Total O
15 15

0 0

59 13 25
Total O
25 25

0 0

59 14 4
Total O
4 4

0 0

59 15 25
Total O
25 25

0 0

59 16 22
Total O
22 22

0 0

59 17 19
Total O
19 19

0 0

59 18 31
Total O
31 31

0 0

59 19 9
Total O
9 9

0 0

59 1a 599
Total O
599 599

0 0

59 1b 1
Total O
1 1

0 0

59 1c 1
Total O
1 1

0 0

59 1d 8
Total O
8 8

0 0

59 1e 5
Total O
5 5

0 0

59 1f 3
Total O
3 3

0 0

59 1h 1
Total O
1 1

0 0

59 1i 1
Total O
1 1

0 0

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

Mol Chain Residues Atoms ZeroOcc AltConf

59 1j 1
Total O
1 1

0 0

59 1k 1
Total O
1 1

0 0

59 1l 5
Total O
5 5

0 0

59 1m 2
Total O
2 2

0 0

59 1o 7
Total O
7 7

0 0

59 1p 3
Total O
3 3

0 0

59 1t 1
Total O
1 1

0 0

59 1y 7
Total O
7 7

0 0

59 2A 2665
Total O
2665 2665

0 0

59 2B 69
Total O
69 69

0 0

59 2D 59
Total O
59 59

0 0

59 2E 33
Total O
33 33

0 0

59 2F 26
Total O
26 26

0 0

59 2G 9
Total O
9 9

0 0

59 2H 4
Total O
4 4

0 0

59 2I 4
Total O
4 4

0 0

59 2N 6
Total O
6 6

0 0

59 2O 23
Total O
23 23

0 0

59 2P 30
Total O
30 30

0 0

59 2Q 28
Total O
28 28

0 0

59 2R 21
Total O
21 21

0 0

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

Mol Chain Residues Atoms ZeroOcc AltConf

59 2S 7
Total O
7 7

0 0

59 2T 11
Total O
11 11

0 0

59 2U 20
Total O
20 20

0 0

59 2V 6
Total O
6 6

0 0

59 2W 20
Total O
20 20

0 0

59 2X 10
Total O
10 10

0 0

59 2Y 4
Total O
4 4

0 0

59 2Z 16
Total O
16 16

0 0

59 20 13
Total O
13 13

0 0

59 21 22
Total O
22 22

0 0

59 22 4
Total O
4 4

0 0

59 23 3
Total O
3 3

0 0

59 24 2
Total O
2 2

0 0

59 25 10
Total O
10 10

0 0

59 26 5
Total O
5 5

0 0

59 27 9
Total O
9 9

0 0

59 28 16
Total O
16 16

0 0

59 29 3
Total O
3 3

0 0

59 2a 459
Total O
459 459

0 0

59 2d 6
Total O
6 6

0 0

59 2e 2
Total O
2 2

0 0

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

Mol Chain Residues Atoms ZeroOcc AltConf

59 2f 1
Total O
1 1

0 0

59 2j 2
Total O
2 2

0 0

59 2l 5
Total O
5 5

0 0

59 2m 2
Total O
2 2

0 0

59 2o 2
Total O
2 2

0 0

59 2p 3
Total O
3 3

0 0

59 2q 1
Total O
1 1

0 0

59 2r 5
Total O
5 5

0 0

59 2t 2
Total O
2 2

0 0

59 2y 5
Total O
5 5

0 0

MolProbity and EDS were not executed - this setion will therefore be empty.



Page 24 wwPDB X-ray Structure Validation Summary Report 4Y4O

3 Data and re�nement statistics iO

Xtriage (Phenix) and EDS were not executed - this section will therefore be incomplete.

Property Value Source

Space group P 21 21 21 Depositor
Cell constants
a, b, c, α, β, γ

209.16Å 448.37Å 618.12Å
90.00◦ 90.00◦ 90.00◦

Depositor

Resolution (Å) 173.22 � 2.30 Depositor
% Data completeness
(in resolution range)

97.5 (173.22-2.30) Depositor

Rmerge 0.15 Depositor
Rsym (Not available) Depositor

Re�nement program PHENIX Depositor
R, Rfree 0.207 , 0.247 Depositor

Estimated twinning fraction No twinning to report. Xtriage
Total number of atoms 298502 wwPDB-VP

Average B, all atoms (Å2) 55.0 wwPDB-VP

http://wwpdb.org/validation/2016/XrayValidationReportHelp#data_stats
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4 Model quality iO

4.1 Standard geometry iO

MolProbity was not executed - this section will therefore be empty.

4.2 Too-close contacts iO

MolProbity was not executed - this section will therefore be empty.

4.3 Torsion angles iO

4.3.1 Protein backbone iO

MolProbity was not executed - this section will therefore be empty.

4.3.2 Protein sidechains iO

MolProbity was not executed - this section will therefore be empty.

4.3.3 RNA iO

MolProbity was not executed - this section will therefore be empty.

4.4 Non-standard residues in protein, DNA, RNA chains iO

validation-pack and Mogul were not executed - this section will therefore be empty.

4.5 Carbohydrates iO

validation-pack and Mogul were not executed - this section will therefore be empty.

4.6 Ligand geometry iO

validation-pack and Mogul were not executed - this section will therefore be empty.

4.7 Other polymers iO

validation-pack and Mogul were not executed - this section will therefore be empty.

http://wwpdb.org/validation/2016/XrayValidationReportHelp#model_quality
http://wwpdb.org/validation/2016/XrayValidationReportHelp#standard_geometry
http://wwpdb.org/validation/2016/XrayValidationReportHelp#close_contacts
http://wwpdb.org/validation/2016/XrayValidationReportHelp#torsion_angles
http://wwpdb.org/validation/2016/XrayValidationReportHelp#protein_backbone
http://wwpdb.org/validation/2016/XrayValidationReportHelp#protein_sidechains
http://wwpdb.org/validation/2016/XrayValidationReportHelp#rna
http://wwpdb.org/validation/2016/XrayValidationReportHelp#nonstandard_residues_and_ligands
http://wwpdb.org/validation/2016/XrayValidationReportHelp#nonstandard_residues_and_ligands
http://wwpdb.org/validation/2016/XrayValidationReportHelp#nonstandard_residues_and_ligands
http://wwpdb.org/validation/2016/XrayValidationReportHelp#nonstandard_residues_and_ligands
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4.8 Polymer linkage issues iO

There are no chain breaks in this entry.

http://wwpdb.org/validation/2016/XrayValidationReportHelp#polymer_linkage
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5 Fit of model and data iO

5.1 Protein, DNA and RNA chains iO

EDS was not executed - this section will therefore be empty.

5.2 Non-standard residues in protein, DNA, RNA chains iO

EDS was not executed - this section will therefore be empty.

5.3 Carbohydrates iO

EDS was not executed - this section will therefore be empty.

5.4 Ligands iO

EDS was not executed - this section will therefore be empty.

5.5 Other polymers iO

EDS was not executed - this section will therefore be empty.

http://wwpdb.org/validation/2016/XrayValidationReportHelp#fit_model_data
http://wwpdb.org/validation/2016/XrayValidationReportHelp#fit_protein_na_chains
http://wwpdb.org/validation/2016/XrayValidationReportHelp#fit_nonstandard_and_ligands
http://wwpdb.org/validation/2016/XrayValidationReportHelp#fit_nonstandard_and_ligands
http://wwpdb.org/validation/2016/XrayValidationReportHelp#fit_nonstandard_and_ligands
http://wwpdb.org/validation/2016/XrayValidationReportHelp#fit_nonstandard_and_ligands
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