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PDBID : 4V8H / pdb_ 00004v8h
Title : Crystal structure of HPF bound to the 70S ribosome.
Authors : Polikanov, Y.S.; Blaha, G.M.; Steitz, T.A.
Deposited on : 2011-12-11
Resolution : 3.10 A(reported)

This is a wwPDB X-ray Structure Validation Summary 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 /Xray ValidationReportHelp
with specific help available everywhere you see the (1) symbol.

The types of validation reports are described at
http://www.wwpdb.org/validation /2017 /FAQs#types.

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

MolProbity : 4-5-2 with Phenix2.0
Xtriage (Phenix) : 2.0
EDS : 3.0

Percentile statistics : 20250101.v01 (using entries in the PDB archive January 1st 2025)
CCP4 : 9.0.010 (Gargrove)
Density-Fitness : 1.0.12
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.49
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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 3.10 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

Rfrec I

Clashscore

Ramachandran outliers [N

Sidechain outliers

RSRZ outliers NN

RNA backbone IR

Worse

Percentile Ranks

[

l Percentile relative to all X-ray structures

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

[

Value
I 0.256
. 8
D 0.6%
I 20.1%
D 3%
W (.40

Better

Whole archive

Similar resolution

Metric (#Entries) (#Entries, resolution range(A))
Riree 180053 1456 (3.10-3.10)
Clashscore 190562 1539 (3.10-3.10
Ramachandran outliers 187476 1467 (3.10-3.10
Sidechain outliers 187428 1467 (3.10-3.10
RSRZ outliers 180081 1456 (3.10-3.10
RNA backbone 3983 1022 (3.32-2.88

The table below summarises the geometric issues observed across the polymeric chains and their
fit to the electron density. The red, orange, yellow and green segments of the lower bar indicate
the fraction of residues that contain outliers for >=3, 2, 1 and 0 types of geometric quality
criteria respectively. A grey segment represents the fraction of residues that are not modelled.
The numeric value for each fraction is indicated below the corresponding segment, with a dot
representing fractions <=5% The upper red bar (where present) indicates the fraction of residues
that have poor fit to the electron density. The numeric value is given above the bar.

Mol | Chain | Length Quality of chain
%
1 AA 1522 = 30% 50% 18%
%
1 CA 1522 = 29% 51% 19%
5%
2 AB 256 34% 42% 14% 10%
10%
2 CB 256 34% 41% 14% 11w
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Continued from previous page...
Mol | Chain | Length Quality of chain
5%
3 AC 239 39% 38% 9% o 14%
5%
3 CC 239 35% 43% 7% o 14%
1%
4 AD 209 — 50% 42% Te%
10%
4 CD 209 48% 42% 8% -
%
5 AE 162 = 39% 41% 0% . on
7%
5 CE 162 36% 43% 0% %
%
6 AF 101 : 51% 40% 8% .
%
6 CF 101 . 48% 39% ke .
33%
== . m
7 AG 156 36% 48% 13% -
26%
..
7 CG 156 33% 46% 18%
5%
8 AH 138 49% 41% 0%
3%
8 CH 138 - 51% 41% %
23%
.. ——
9 Al 128 33% 48% 16% .
50%
gy — ——
9 CI 128 43% 38% 17% .
2%
10 Al 105 — 35% 38% 16% . 9%
3%
]
10 CJ 105 34% 39% 17% y 9%
%
11 AK 129 53% 26% Tow 12%
%
11 CK 129 = 52% 30% 5% 12%
5%
12 AL 132 51% 31% 0% v 8%
8%
12 | CL 132 | = So% ——
20%
...
13 AM 126 29% 43% 16% . 10%
24%
-
13 CM 126 38% 36% 15% . 10%
26%
..
14 AN 61 34% 52% 11%
26%
..
14 CN 61 34% 46% 15%
15 AO &9 48% 40% 9%

L)
g
B’

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
%
15 CO 89 : 45% 42% B § L7
1%
16 AP 88 42% 38% 13% 7%
8%
16 CP 88 40% 40% 13% -+ 7%
3%
17 AQ 105 - 40% 45% 0% 6%
%
17 CcQ 105 = 41% 44% TT10% 6%
18 AR 88 49% 23% 5% 4 23%
18 CR 88 50% 22% 6% 23%
32%
...
19 AS 93 45% 22% 15% 5%  13%
19%
e
19 CS 93 37% 38% 13%
9%
20 AT 106 — 41% 33% 8% - 18%
5%
20 CT 106 — 38% 45% B 737
53%
—
21 AU 27 22% 19% 15%
67%
h
21 CcuU 27 22% 37% 22% 15%
8%
22 AX 101 55% 30% 0% 6%
2%
22 CX 101 56% 30% 8% 6%
%
23 BA 2913 : 48% 37% B 7S
%
23 DA 2913 . 45% 39% B 7S
%
24 BB 122 . 41% 44% 7S
5%
24 DB 122 42% 43% B V7S
%
25 BD 276 . 59% 34% 6% -
25 DD 276 58% 34% 8% .
%
2% | BE 206 | " = e e
%
2% | DE 206 | " S e e
27 BF 210 54% 32% ow o
27 DF 210 51% 33% 12% -

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

Mol | Chain | Length Quality of chain
28 BG 182 = a2% 47% %
6%
28 DG 182 42% 49% 8% o
29 BH 180 = 63% 28% 5% e .
29 DH 180 = 58% 33% R
30 BI 148 = 43% 41% T 5% .
30 DI 148 = 50% 39% To%
31 BN 140 L 53% 30% e
31 DN 140 : 49% 36% e
32 BO 122 L 63% 28% BT
32 DO 122 63% 28% % -
33 BP 150 : 64% 26% %
33 DP 150 £ 62% 27% 9%
34 BQ 141 £ 50% 40% B T7
34 DQ 141 3 47% 43% 0% -
35 BR 118 L 58% 34% Ta%
35 DR 118 54% 37% Ta%
2%
36 BS 112 : 46% 44% 7% .
36 DS 112 = 48% 40% 0% .
3%
37 BT 146 : 47% 33% 9% - 10%
3%
37 DT 146 : 47% 34% Ta% - 10%
38 BU 118 55% 35% Ta% .
38 DU 118 : 57% 34% Te% .
39 BV 101 L 63% 26% 0% -
39 DV 101 57% 33% “o% -
40 BW 113 62% 31% “6% -

Continued

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

40 DW 113 £ 54% 38% 7% .

41 BX 96 63% 33% e
3%

41 DX 96 : 58% 39% .
3%

42 BY 110 = 61% 27% Te% v

42 DY 110 = 58% 29% 9% o
%

43 BZ 206 : 54% 32% T

43 DZ 206 L 47% 39% 0% .

44 BO 85 61% 24% 5% 11%

44 DO 85 65% 21% P T

45 Bl 98 L 62% 30% “6% -

45 D1 98 = 59% 35% .

46 B2 72 4-/0 61% 31% “6% -

46 D2 72 = 54% 38% 6% -

47 B3 60 = 68% 20% To% .
3%

47 D3 60 = 60% 28% T10% .

48 B4 71 < 31% 21% 11% 35%

48 D4 71 L 28% 25% 8% 35%

49 B5 60 65% 25% 7% e

49 D5 60 62% 25% 0% ..

50 B6 54 50% 31% B LA

50 D6 54 48% 37% 1w o
2%

51 B7 49 57% 27% T

51 D7 49 = 51% 33% 0% .

52 B8 65 49% 40% 7

52 D8 65 49% 37% e .

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

Mol | Chain | Length Quality of chain
53 B9 37 59% 35% -
8%
53 D9 37 62% 24% 11%

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
54 MG BA | 3301 - - - X
54 MG DA | 3218 - - - X
54 MG DA | 3276 - - - X
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2 Entry composition (i)

There are 56 unique types of molecules in this entry. The entry contains 286308 atoms, of which
0 are hydrogens and 0 are deuteriums.

In the tables below, the ZeroOcc column contains the number of atoms modelled with zero occu-
pancy, the AltConf column contains the number of residues with at least one atom in alternate
conformation and the Trace column contains the number of residues modelled with at most 2
atoms.

e Molecule 1 is a RNA chain called 16S Ribosomal RNA.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

Total C N O T
1| AA 1501 39970 14362 5983 10424 1501 0 0 0

Total C N O P
1| CA 1497 32185 14324 5968 10396 1497 0 0 0

e Molecule 2 is a protein called 30S Ribosomal Protein S2.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
2| AB 2000 a0 s s 0 0 0
2| B 2 | 7n nm ms a0 s 0 0 0
e Molecule 3 is a protein called 30S Ribosomal Protein S3.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
IR Y HEEEEE
IR Y HEEERE
e Molecule 4 is a protein called 30S Ribosomal Protein S4.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
4 AD 208 ??2%1 9C6?3 216\313 2(7)4 2 0 0 0
4 CD 208 ??2%1 9(6}3 215\313 2(7)4 g 0 0 0

e Molecule 5 is a protein called 30S Ribosomal Protein S5.


https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#entry_composition
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
o AE 148 1105 699 204 198 4 0 0 0
Total C N O S
o CE 148 1105 699 204 198 4 0 0 0
e Molecule 6 is a protein called 30S Ribosomal Protein S6.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
6 | AF 100 777 493 137 144 3 0 0 0
Total C N O S
6 | CF 100 777 493 137 144 3 0 0 0
e Molecule 7 is a protein called 30S Ribosomal Protein S7.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
7 AG 155 1164 726 224 208 6 0 0 0
Total C N O S
7 CG 155 1164 726 224 208 6 0 0 0
e Molecule 8 is a protein called 30S Ribosomal Protein S8.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
8 AH 138 1045 665 188 190 2 0 0 0
Total C N O S
8 CH 138 1045 665 188 190 2 0 0 0
e Molecule 9 is a protein called 30S Ribosomal Protein S9.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
) Al 125 852 533 163 156 0 0 0
Total C N O
) CI 125 852 533 163 156 0 0 0
e Molecule 10 is a protein called 30S Ribosomal Protein S10.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
10 Al 9% 663 410 132 121 0 0 0
Continued on next page...
gPDB
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

10 CJ 96 T(;OEStSa l 4(110 11;3]2 1(2)1 0 0
e Molecule 11 is a protein called 30S Ribosomal Protein S11.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
1 AK 1 1;302? 1 5(1]6 11;5 1?4 § 0 0 0
1 CK 14 T802t§ 1 5(116 115\:5 1(5)4 2 0 0 0

e Molecule 12 is a protein called 30S Ribosomal Protein S12.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
12 AL 122 1;)00? 1 5%7 11;18 1(539 ? 0 0 0
12 CL 122 1;)00? 1 5%7 11;8 1(5)9 ? 0 0 0

e Molecule 13 is a protein called 30S Ribosomal Protein S13.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
13 AM L go(;cj l 437 1125]4 122 ? 0 0 0
13 CM L 1;30(;62 l 4(9]7 116\314 122 ? 0 0 0

e Molecule 14 is a protein called 30S Ribosomal Protein S14.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

14 | AN 60 Tf;gl 3(033 91\; ;)2 i 0 0 0
e Molecule 15 is a protein called 30S Ribosomal Protein S15.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
15 AO 88 T702tj l 4?3 114\113 1(2)6 2 0 0 0
15 co 88 T702téiL l 4(;3 114\113 1(2)6 2 0 0 ¥
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e Molecule 16 is a protein called 30S Ribosomal Protein S16.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
16 AP 82 T(‘SO; fl 4?6 11;13 1(1)1 ? 0 0 0
16 CP 82 Tg; fl 4?6 11;13 1(1)1 ? 0 0 0

e Molecule 17 is a protein called 30S Ribosomal Protein S17.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
7| AQ % T802t36L l 5(;8 1121 122 2 0 0 0
71 cQ % T802t§L l 5?8 11;1 122 2 0 0 0

e Molecule 18 is a protein called 30S Ribosomal Protein S18.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
18 | AR 68 T;fj“l 3(239 91\; 57 0 0 0
18 | CR 68 o o 0 0 0

e Molecule 19 is a protein called 30S Ribosomal Protein S19.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
IR Y HEREEE
I Y HIEEEEE
e Molecule 20 is a protein called 30S Ribosomal Protein S20.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
20 AT 87 FI;SOE;G; l 4(130 114\112 1(1)1 52; 0 0 0
20 CT o7 rl;()f; l 4(338 1212 1(2)1 g 0 0 0

e Molecule 21 is a protein called 30S Ribosomal Protein THX.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
21 AU 23 199 122 48 29 0 0
Total C N O
21 cu 23 199 122 48 29 0 0
e Molecule 22 is a protein called Probable sigma(54) modulation protein.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
2 | AX % 631 396 116 118 1 ¥ 0
Total C N O S
22 Cx 95 601 378 108 114 1 0 0
There are 12 discrepancies between the modelled and reference sequences:
Chain | Residue | Modelled | Actual | Comment Reference
AX 96 HIS - expression tag | UNP POAFXO0
AX 97 HIS - expression tag | UNP POAFXO0
AX 98 HIS - expression tag | UNP POAFXO0
AX 99 HIS - expression tag | UNP POAFXO0
AX 100 HIS - expression tag | UNP POAFXO0
AX 101 HIS - expression tag | UNP POAFXO0
CcX 96 HIS - expression tag | UNP POAFX0
CX 97 HIS - expression tag | UNP POAFXO0
CX 98 HIS - expression tag | UNP POAFXO0
CX 99 HIS - expression tag | UNP POAFXO0
CX 100 HIS - expression tag | UNP POAFXO0
CX 101 HIS - expression tag | UNP POAFXO0
e Molecule 23 is a RNA chain called 23S Ribosomal RNA.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O P
23 BA 2837 61112 27197 11440 19639 2836 0 0 0
Total C N O P
23 DA 2814 60621 26978 11351 19479 2813 0 0 0

There are 4 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
BA ? - U deletion GB AP008226.1
BA ? - U deletion GB AP008226.1
DA ? - U deletion GB AP008226.1

Continued on next page...
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Continued from previous page...
Chain | Residue | Modelled | Actual | Comment Reference
DA ? - U deletion GB AP008226.1
e Molecule 24 is a RNA chain called 5S Ribosomal RNA.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O P
24 BB 120 2573 1146 476 832 119 0 0 0
Total C N O P
24 DB 120 2573 1146 476 832 119 0 0 0
e Molecule 25 is a protein called 50S Ribosomal Protein L2.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
25 BD 275 2135 1349 422 361 3 0 0 0
Total C N O S
25 DD 275 2136 1349 423 361 3 0 0 0
e Molecule 26 is a protein called 50S Ribosomal Protein L3.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
26 BE 204 1555 982 297 270 6 0 0 0
Total C N O S
26 DE 204 1555 982 297 270 6 0 0 0
e Molecule 27 is a protein called 50S Ribosomal Protein L4.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
21 BF 203 1580 1007 298 273 2 0 0 1
Total C N O S
21 DF 203 1580 1007 298 273 2 0 0 1
e Molecule 28 is a protein called 50S Ribosomal Protein L5.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
28 | BG 181 1368 879 242 244 3 0 0 0
Total C N O S
28 | DG 181 1368 879 242 244 3 0 0 0
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e Molecule 29 is a protein called 50S Ribosomal Protein L6.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
29 BH 1 r‘1th1?;1 8?7 214\1]3 2(??6 ? 0 0 0
29 bH 17 r‘1F(?jt1a7l 8?7 214\1]3 2%)6 ? 0 0 0

e Molecule 30 is a protein called 50S Ribosomal Protein L9.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
3 Bl 146 ?8?;;1 6C616 115\BIO 1(30 ? 0 0 0
3 DI 146 T905t ; l 6%8 11(\318 1(7)6 ? 0 0 0

e Molecule 31 is a protein called 50S Ribosomal Protein L13.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
31 BN 140 rllﬂ(itlaél 7(117 21(\317 124 ésl 0 0 0
31 DN 140 ?itf;l 7?7 21(\)17 124 ZSL 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
32 BO 122 12)02? 1 5§3 11;5]8 1(6?8 481 0 0 0
32 bo 122 1;)0;; 1 533 11;518 1(6?8 ésl 0 0 0

e Molecule 33 is a protein called 50S Ribosomal Protein L15.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
33 BP 149 111(1)12’3l 7%33 2219 186 2 0 0 0
33 bp 149 111(1)J§)>?Ll 7(0]3 21;19 186 2 0 0 0

e Molecule 34 is a protein called 50S Ribosomal Protein L16.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
34 BQ 141 1122 715 212 188 7 0 0 0
Total C N O S
34 DQ 141 1122 715 212 188 7 0 0 0
e Molecule 35 is a protein called 50S Ribosomal Protein LL17.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
35 . 118 968 604 203 160 1 0 0 0
Total C N O S
35 DR 118 968 604 203 160 1 0 0 0
e Molecule 36 is a protein called 50S Ribosomal Protein L18.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
30 BS 10 865 H44 172 149 0 0 0
Total C N O
30 DS 10 865 H44 172 149 0 0 0
e Molecule 37 is a protein called 50S Ribosomal Protein L19.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
37| BT 131 1063 666 213 183 1 0 0 0
Total C N O S
37| DT 131 1063 666 213 183 1 0 0 0
e Molecule 38 is a protein called 50S Ribosomal Protein L20.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
38 | BU 116 959 608 201 149 1 0 0 0
Total C N O S
8 | DU 116 959 608 201 149 1 0 0 0
e Molecule 39 is a protein called 50S Ribosomal Protein L21.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
39 BV 101 771 495 140 135 1 0 0 0
Continued on next page...
gPDB
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
oo | w [WCS O]
e Molecule 40 is a protein called 50S Ribosomal Protein L22.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
wlow | m [TCN TSl
wlov | m [ SN0 0 [ o |
e Molecule 41 is a protein called 50S Ribosomal Protein 1.23.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
IR T T HEEERE
IR T HEEERE
e Molecule 42 is a protein called 50S Ribosomal Protein [L24.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
12 BY 107 1;);; l 5%33 114\115 1(??1 2 0 0 0
12 bY 107 1;();; l 5%3 114\115 1(??1 g 0 0 0
e Molecule 43 is a protein called 50S Ribosomal Protein L25.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
8] B2 00| e oso om0 2 ¥ 0 0
43 bz 195 | 12y gm a0 210 2 0 0 0
e Molecule 44 is a protein called 50S Ribosomal Protein L27.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
4] BO 70 o1 aes 125 100 1 0 0 0
i 70 o1 aes 125 100 1 0 0 0
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e Molecule 45 is a protein called 50S Ribosomal Protein L28.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
45 Bl 7 T;Jéltgl 4%9 111\114 1(?31 ? 0 0 0
45 bl 7 T;)élt;l 4%9 111\114 121 ? 0 0 0

e Molecule 46 is a protein called 50S Ribosomal Protein 1.29.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
S I N L L
e I I L L

e Molecule 47 is a protein called 50S Ribosomal Protein 130.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
47 | B3 59 1:;)521 2(933 é\; 708 0 0
47 | D3 59 By 0 0

e Molecule 48 is a protein called 50S Ribosomal Protein L31.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
48 | B4 46 goigl 233 é\; 62 g 0 0 0
48 | D4 46 goigl 2(233 é\; 62 g 0 0 0

e Molecule 49 is a protein called 50S Ribosomal Protein L32.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
19 | B5 59 Tgsl 226 é\é 7(1 g 0 0 0
19 | D5 59 1};? 236 S)\é 7(1 § 0 0 0

e Molecule 50 is a protein called 50S Ribosomal Protein L33.



Page 18 wwPDB X-ray Structure Validation Summary Report 4V8H
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
50 | B6 53 449 278 90 77 4 0 0 0
Total C N O S
50 | D6 o3 449 278 90 77 4 0 0 0
e Molecule 51 is a protein called 50S Ribosomal Protein 1.34.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
ol BT 18 418 257 104 55 2 0 0 0
Total C N O S
ol D7 48 418 257 104 55 2 0 0 0
e Molecule 52 is a protein called 50S Ribosomal Protein L35.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
o2 B8 64 509 326 99 82 2 0 0 0
Total C N O S
o2 D8 64 509 326 99 82 2 0 0 0
e Molecule 53 is a protein called 50S Ribosomal Protein L36.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
53 | B9 30 207 182 66 46 3 0 0 0
Total C N O S
53 | D9 30 207 182 66 46 3 0 0 0

e Molecule 54 is MAGNESIUM ION (CCD ID: MG) (formula: Mg).

Mol | Chain | Residues Atoms ZeroOcc | AltConf
54| AA i3 | ol N 0 0
50| AC 1 foral e 0 0
54 | AD 1 foral e 0 0
54 | AF 1 foral e 0 0
51 | AQ | Toltal N{g 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total Mg

54 | BA 660 o0 660 0 0
Total Mg

54 | BB 23 0s 93 0 0

54 | BD 3 Total = Mg 0 0
3 3

54 | BE 5 Total - Mg 0 0
5 5

54 | BF 9 Total - Mg 0 0
9 9

54 | BG 1 Toltal hgg 0 0

54 | BP 1 Toltal hgg 0 0
Total Mg

54 | BQ 4 PR 0 0

54 | BR 1 Toltal N{g 0 0

54 BS 1 Toltal N{g 0 0

54 | BT 9 Total = Mg 0 0
9 9

54 | BV 1 Toltal hﬁg 0 0

54 | BW 9 Total = Mg 0 0
9 9

54 BYZ 1 Toltal l\gg 0 0

54 B0 3 Total = Mg 0 0
3 3

54 B1 1 Total = Mg 0 0
1 1

54 B2 1 Toltal l\gg 0 0

54 B3 1 Toltal l\gg 0 0

54 B5 9 Total = Mg 0 0
9 9

54 BS 9 Total = Mg 0 0
9 9

54 | B9 | Toltal hgg 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total Mg

54 | CA 162 o 169 0 0

54 | CE | Toltal N{g 0 0

54 | CQ | Toltal hgg 0 0
Total Mg

54 | DA 598 08 508 0 0

54 | DB 8 Total - Mg 0 0
s 8

54 | DD 9 Total = Mg 0 0
9 9

54 | DE 4 Total - Mg 0 0
4 4

54 | DF 1 Toltal N{g 0 0

54 | DO 9 Total - Mg 0 0
9 9

54 | DP 1 Toltal N{g 0 0

54 DQ 5 Total Mg 0 0
9 9

54 | DR 3 Total -~ Mg 0 0
3 3

54 DO 9 Total = Mg 0 0
9 9

54 D1 1 Toltal l\gg 0 0

54 D5 1 Toltal l\gg 0 0

54 DS 9 TO;al l\gg 0 0

e Molecule 55 is ZINC ION (CCD ID:

ZN) (formula: Zn).

Mol | Chain | Residues Atoms ZeroOcc | AltConf
55 | AD 1 Toltal Zln 0 0
55 AN 1 Total Zn 0 0

1 1
55 | BY 1 Toltal Zln 0 0

Continued on next page...

WO RLDWIDE
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
55 B4 1 Total Zn 0 0
1 1
55 B5 1 Total Zn 0 0
1 1
55 B6 1 Total Zn 0 0
1 1
55 B9 1 Total Zn 0 0
1 1
55 D 1 Total Zn 0 0
1 1
55 CN 1 Total Zn 0 0
1 1
55 | DY 1 Toltal Zln 0 0
55 | D4 1 Total - Zn 0 0
1 1
55 D5 1 Total Zn 0 0
1 1
55 D6 1 Total Zn 0 0
1 1
55 DY 1 Total Zn 0 0
1 1
e Molecule 56 is water.
Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total O
56 AA 268 268 268 0 0
56 | AE 1 Toltal (1) 0 0
56 | AL 1 Toltal (1) 0 0
56 | AO 1 Toltal (1) 0 0
56 | AP 1 Total - O 0 0
1 1
56 | AT 1 Tofal (1) 0 0
56 | AX 1 Tofal (1) 0 0
Total @)
56 BA 1694 1694 1694 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total O

56 BB 57 57 57 0 0
Total O

56 BD 20 50 20 0 0
Total O

56 BE 11 1 1 0 0
Total O

56 BF 6 6 6 0 0

56 | BH | Total O 0 0
1 1
Total O

56 BN 2 9 9 0 0
Total O

56 BO 2 9 9 0 0
Total O

56 BP 11 1 1 0 0
Total O

56 BQ 5 5 5 0 0
Total O

56 BR 6 6 6 0 0

56 | BT 1 Toltal (1) 0 0
Total O

56 BU 3 3 3 0 0
Total O

56 BV 3 3 3 0 0

56 | BW 3 Total - O 0 0
3 3
Total O

56 BX 2 9 9 0 0
Total O

56 BY 4 4 4 0 0
Total O

56 BO 8 3 g 0 0
Total O

56 Bl 2 5 9 0 0

56 B3 1 Total - O 0 0
1 1
Total O

56 B5 3 3 3 0 0

56 | B6 | Tofal (1) 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total O
56 B7 5 2 0 0
Total O
56 BS 10 0 w0 0 0
5 | B9 | Total O 0 0
11
Total O
56 | CA 265 S 0 0
5 | CC | Total O 0 0
11
56 | CD 1 Total O 0 0
11
Total O
56 | CE 9 A 0 0
56 | CK 1 Total O 0 0
11
Total O
56 CL 9 A 0 0
56 | CN 1 Total O 0 0
11
56 | CP 1 Toltal (1) 0 0
56 | CQ 1 Toltal (1) 0 0
56 | CT 1 Toltal (1) 0 0
56 | CX 1 Toltal (1) 0 0
Total O
56 | DA 1174 e 117 0 0
Total O
56 | DB 17 e 0 0
Total O
56 | DD 8 A 0 0
Total O
56 | DE 11 0 0 0
Total O
56 | DF 7 A 0 0
56 | DN 1 Total - O 0 0
11
5 | DO 5 Togal (5) 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total O

56 DP 10 10 10 0 0
Total O

56 DQ 3 3 3 0 0
Total O

56 DR 2 5 9 0 0
Total O

56 DT 2 9 9 0 0
Total O

56 DU 5 5 5 0 0
Total O

56 DV 2 9 9 0 0

56 | DW 2 Total - 0O 0 0
2 2

56 | DX 1 Toltal (1) 0 0
Total O

56 DY 2 9 9 0 0

56 | DO 1 Total - O 0 0
1 1
Total O

56 D1 5 5 5 0 0

56 | D3 1 Toltal (1) 0 0

56 | D4 1 Toltal (1) 0 0
Total O

56 D7 3 3 3 0 0

56 | DS 1 Toltal (1) 0 0
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50%
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30%

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). Stretches of 2

or more consecutive residues without any outlier are shown as a green connector. Residues present

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

second graphic. The second graphic shows the sequence view annotated by issues in geometry and
e Molecule 1: 16S Ribosomal RNA

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

3 Residue-property plots (i)

Page 25
Chain AA:

63V

A
9sn
SSY

€39V

670

%D

(470
17D

6€D

Len

SE€D

eV

€D

82D
12D

€20
{443
14

810
L10

710

{49
1%
otV

eVIV

L

6ETD
8ETD

F

YETV

-

viin
€TTD
[43%]

60TV

901D
S0TD

€01
20T
T0TV
007D

oo
D
o

260

06N
680

089

9.LD

89D

%610

€610
ze1n
161D

£681H

H68TH

46810

aestd

129D

6150
8150
L1589

988D
feisicro]
%990
€93V
zssn

6750

0 © N~ DO HNMY WO
M m m [ TSNS S S (S S (S
0w W 0 W wWwwLwwww
<O U ERVELCEL ISR ST

TesNn

8250
pXa<p]
9250

%2sd

RLDWIDE

erpBe

0O
PROTEIN DATA BANK

W


https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#residue_plots

wwPDB X-ray Structure Validation Summary Report 4V8H

Page 26

818D
L7180

718V

2180

89.LY
L9LY

S9.LD
%9.L0

006V

€680

.89

cL8Y
1,80

698D
8980

9980
S98Y

£980

6780
8%80

8€8D

€L6D

CL6D

0460

0%6D

8€6V
LEBY

SE6V

€E6D

L

8269
1269

1

ot 4
226D
Tzen
0zen
6T6Y

i

€069

D0€0TH

1
L

@® 82010

SszoTn

T201D
0z0Tn
61010

800TD

® 200Td

S660

76070

L8019
98010

€80TN
280TD
T80TD
080TV
6L0TD
8.L0T0
LL0TD

SL01D

TLOTD
T.L0TD

€901D

T90TD
090T1D
659010
8590TH
L8071
95010

¢soTn

L

8%01D
L¥01D

€%01D

TY0TY

6€0TD
8€0TD
LEOTD

SEOTV

aoeoTy

€STTD

L

TSTTV
0571

8¥11n
LYTID
VITY
® S¥I1D

EVTTD
(4435
15425
[049%)
6ETTD

9€TTIN
SETTN

€ETTD
CETTD

0ETTY
6CTTD
8CTTD

17435
€CTTY

0ZT1D
(2%
8TT1D

L

61210
81210

¥1210

11emn

80CTD

voTTv
€021

T0CTV
002TD

86TTD

e
96110
S6TTO
ve11n
€6TTD
26110

68TTD

98T1D

811D

08TTV
6LTTV
8L11D

9LTTY
SLTTD
vLT1D
€LTTD
CLITD
TLTTD
OLTTY
69TV

09T1D

6LTTV

9,219

v.21D
€L21D
cLTT
T.21D

69CTY
8921V
L9210
9921H

v9210

2921d
1921V

6SCTD

L5210

GSCTD
1A
€521
[4<14a 4
TSCTV

67210

741

€VCTID

9€TTY
SeTIN
YECTTD

zeTn
T€CTD

€2T1D

T
1445

LEETD

6CZETY

LTETD
9CETD

veety
€CETD

T2ETD

LIETD

STETN
YIETD
E€TETN

TIETD
0TETD
60€TD

962TD
S62TD

€621

T62TD
0621D
68CTV

€0¥T0
20¥%10

00¥%T0
66€TO
86ETY

96ETY

LOSTY
90STN

C¢OoSTY
TOSTD

H

96710
S6vTN
¥671D
E671Y

671D

06%1D

98¥%1D

0L¥TD
69%1D

€9%10

T9%1D
09%TV

[0)7474%]

9€YTIN
SEVTD

(4545
TEVTD

8CTYIV
L2710

(4445
6T¥1D
8TVIV
LI%TD

ETVPIV
(4545

0ESTD
62STD

2esTn
12819
0281
6TSTY
8TSTY

9TSTD
STSTD
¥1810
E€ISTV

e Molecule 1

11819
0TSTN
60STD
80STD

16S Ribosomal RNA

19%

51%

29%

Chain CA: &

€LD

o o
© ©
(TR

999

L

w
0
I<

9%d
izt

(44
19D

6€D
8€D

9€0

R LDWIDE

O

PROTEIN DATA BANK

W



4V8H

wwPDB X-ray Structure Validation Summary Report

Page 27

STV
TSIV

67TV
8%1D

9%1D
SPID

EVIV

L

€e1n
CETD

0ETY
\ (145

121D
921D
sgin
{44
€210

0zTV

260

060

9.0

eecen
ceen
122D

912H
vozn
€020

T02D

LBTY
96TV

61D
€610
61N
161D

16810
£68TD

H68TD
D681D
46810

LSTD
981D

€ST0

€92V
(474 4

LS2H
952N

¥52H

TS2D

L%

9€Td
SE€TO

2TETH

422D

j(44Y]

SEED

€E€ED

Teed
0€€d
6CEY

Lzev
92eD

vced
€2en

TLYD
0L%0
TO%V
09%D
85%0
LS%0

[4sia 4

344l

8EVD

9€EVD

4557418

0ERY

96€D

€6EV

€190
[45:18

S67Y

€6%D
67D
167D
067D
6870

9.¥D
SL¥D

LYY

L7199
919D
ST90
vIov

TT9V

609V

909D

€LSY
CTLSV

045D

995D
S980

€93V
2990

989N
S899

%9.0
€910

8G.LD
LSL0

SG.LD

€GLY
[4Vk]

0S.9D

LyLD

2690
169D

889D

6¥%80
8¥%80

8€8D

€80

€80
resn
0€8d
628D

9280

T80

0zs8n
618V
818D
L180
vi8v
118D

L08Y
908D

208Y

96.0
S6.0

T6LY

L8LY

981D
%8.0

8Ly

LLLY

YLLD
€LLD

69.D
89.LY
L9LY

S9.D

T€6D
0€6D

6269

z660

186D
986V

€86V

7860

6160

€169

896V

196D

S96V

£€96D

Lsen
@ 9s6n
SS60

zsen

SE6V
€60
€€6D

LY0TD

S¥0TD

€¥0TD

901V
0%01Tn

8€0TD

ve0t1d
€€0TD
2e0TD

aoeoTy
@ 00€0TD
L[]
@ VOEOTD
L]

610TD
8T0TD
L10TD

STOTV
Y101V
€T0TD
c10Tn
17019
0T0TD

800TD
L00TD

€00TD
2001

00010
6660

660

§660
766V

S60TN

€60TY
60TV
16070

€80T0

8.0TN

9L0T1D
SL0TD
%010
€L0T0
CTLOTD
TLOTD
0L0T0
69070

290TNn

090D

83019
L8019
95010

%5010

25070

0S0TH

8%0TD

8STTID
LSTTV
9STTD

2125

8¥T1INn
LYT1D
iaaa
SY110

EVTTD
(4425
7110
[j49%)
B6ETTD

9ETIN
SETTN

€ETTD
CETTD

0ETTY
62T1D
8CT1D

€CTTIV
zeTn
12110

6TT1D
8TT1D

® 9T111D
STTTD
Y1110
€TT1D

TTTTV

@® 80TT1D

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 4V8H

Page 28

98TTD
S8TTH

® €8ITV

811D
08TTY
6LTTY
8LTT1D

69TTV

89CTV

1827V

vPeTD
EVETD
CHETD

0vETY

6TETY
8CTETD
LZETD
9CZETD
GZETD

T2ETD
® 0CEIDd

8TIETY

9TETD
STETN

€T€TN
[ ]

L

60€TD
80€TN

90€TY

€0ETD

96210

76210

ceTIn
16219

1545

ETVIV
(4542

(2545

(40 4%)

66ETD

LBETD

S6ETD

TBETD
T6ETN

68€TD
88ETD
L8ETD

G8ETD

CTBETD

08ETN

8LETD
LLETY
910

SLETY

TLETD
0LETD

89€TD
L9ETD
99€TD

98%1D

0L¥TD

LEVTID
9EVTIN
SEVTD

(4545
TEVTO
0EYTD
62710
8TYTIV
L2710

(4445

F

8TVTIV
LIPTD
9T¥1D

¢St
12819

6ISTY
8TGTYV
LTGTD
9181D
STSTD
V181D
EISTY

T1S81D
01STN
60STO
80STD
LOSTY
90STN

30S Ribosomal Protein S2

e Molecule 2

5%

10%

14%

42%

34%

Chain AB

791

(4728

o O O
M M
S H @

o
..‘0 ..‘0
==

LN
e
IS
<

824

©
N
A

4.

™
3]
."’:

6TH

9TH

3

[45:8

{44!
wid
0%TH

8ETT

9ETA
SETh
veTd

CETA

1211

8111
L173

STT1

€TTH
[437%

2oTT
TOTH
001D
669
861
LBM

[ ]
560

(498
T6d

68D
88V

84

d
~
o

Hh
~
<

o
~
=

80CI

78TA

08T1
6LT4
8.LTH

9LTd
SL14
vLIA
eLTY
CTLII
TLIV

L91d

@® S9TA

€974
2911

6GTd
8GT1
LSGTYH

€914

6711

LYTH
9%Th
SPT1

€v1d

€ETS

0ECZA
6CCA

pras]

30S Ribosomal Protein S2

10%

e Molecule 2

11%

14%

Ey
Tl
II-‘

41%

34%

Chain CB

191

2L
€N

191

65
851

9G4

o)
r)
B

[4:xc

0S4

8¥IW

+

791

[472%

O%H
6€1

LEN

o
®
H

o)
N
<

®
~
o
II:;

824

9¢d

44

6TH

(4%

® 9€IA
SETD
veTa
€ETA
CETA

0ETY

+i

L14%¢
0TTY

8111

STTT

e

TOTIN

WO RLDWIDE
PROTEIN DATA BANK

2011
® TO0TH

001D
® 66D
e 861
]

S60

N
[
[

© O
© ©
< O

®
~
@
IIII'ﬂ

v8d

8.0
LLY

<
~
ImH



4V8H

wwPDB X-ray Structure Validation Summary Report

Page 29

78TA

08TT
6LTX
8.74

9,74

YLIA

TLTY

191d

(]
® S9TA

® €914
2911

6STd
8STT
LSTd

€STY

Ll

LyTH
9VT
SYTT

€vTE
(445"
137458
O0%TH

® 8Ell

veed
€€Ts

0€TA
62T

prasil
9Ty

eeer
@ 121

612N
812V

30S Ribosomal Protein S3

9128
121
vicI
€121
[424)]
1121
0128

e Molecule 3

14%

9%

38%

39%

6%

Chain AC

29a

654

LSI
9s8a
SSA

[ ®
< < &
a3 >

D
™
H

LeD

sed
e

T€H

I

6CA

[

614

-
-
o

ke
=1

Ld

SI

YETL

ety

serd
j£49"
€210
{44
15444

8TTh

¥11d

(435

OTTIN

€0TA

:

1

14%

7%

43%

€6TX
Z6TL

™
N
=
or—
Q
)
o
=
[l
—
<
9LTH =
@)
o3}
@)
o)
o=
ot
n
o
(ap]

35%

-
5%

e Molecule 3
Chain CC

TLY
0LA
69H
89A
191
99A

09V
694
854

SSA
9y
i

15D
oSV
6¥%S

vva
€¥1

ovd
6€L

LED

sed

(4]

Z9Th

651D

LSTI
9GTH

3

CYIN
1547
(4%
6£TD
8ETA
LETY

{48

9LA

@ LozA
® 90zd

%021
€024

T0ZA
0oozy
66T

L6TD
9611
S6TA

€6TA

68TV
8811

9814

® V81X
€810
2811
T8IN

6.LTH
@ 8.11
e LLTL
9LTH

¥L1d
E€LTA
cL1d

89TV

9974
S9TL
o1

30S Ribosomal Protein S4

11%

e Molecule 4

8%

42%

™ w ~
0 ) ©
QI< &3

50%

Chain AD:

N
Iu

€4
cLa

0LI

894

® 99
o

791

z9b

n © 0
m M [l
IIm = II"

EEN
ey
® 1€

62¢d

LTA

1
oty

8A
Ld

® 0§73
8YIA

V11
sv1a

6ETH
8ETA

® GEI1
[

E€ETA

8CTA
1211
9CTI

R LDWIDE

€CTH
[4qx:s
TCIA
® 0211

LTTY
9TTd

70TA

@ <201a

*

864
1671

S69
61
€64

681

L

8.1

O

PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 4V8H

Page 30

L0TX

70CI

20TT

9611

681d

1814

S§8Td

T8TH
08TH

30S Ribosomal Protein S4

8LTA
LL1Q

ELTM

TL1D
0LTA

€914
2911
T9TN

6STY

LSTT
95T
® SST11

e Molecule 4

€STY

X

o

X

N

<

X

00

<
N
o
—

®)

=

o=

<

-~

o

€4
cLa

0LI

191

791
€9
z9b
9%

3

9S8A
SSY

€50

SGT1

L]
€5TH

05873

oVTI
Sv1a

6€TYd
8ETA
LETS

SETT

3

TITA
TV
@ 0174

8071
L074

70TA

201a

00Ty

L61

69

168

D
00
IHI

~
oo}
(3

€914
[4°2%
TOTN

6GTH

e Molecule 5

LST1
9674

30S Ribosomal Protein S5

2%

9%

10%

41%

39%

Chain AE

0Ld
69A

©
©
5]

99

€94

T9K
094

83V
LS)

SSA

€461

8vV
PR

o
Ed
)

)
)
o

©
0
[=]

Sy
)
=

CEA
1€T

scy
44!

3

™
-~
oy

Lol
i ~
[55] [

©
o

3

90Td

YOTV

coTy
T0TI

66D

16D

£6d

681

~
~
[

0
Y ©
[Th =]

CSTH

8¥TA

SPIN
TPIL

(4729

30S Ribosomal Protein S5

e Molecule 5

. 9%

10%

o)
0
I>I

43%

iml
hd
—

36%

) —
= o
= <

o
o o <
© © ©
Sl

4%
-

~
~
A

Chain CE

99N

™
©Q
I"‘:I

T9X

o
©
I>-

89V

~
0
4

€971

67d

o
<
<

Svd

e}
2]
=4

© N~
M 0
(=N

<
[
I>I

(47N
TeT
0EV

44

€71

111
OTW

84
L3
94

® 0TIl

111

0TTT

3

90Td

70TV

20TV

669

169

b

18S

i
~
]

SLL
25

TLT
0Ld
69A
894

2STY
8YTA

SYTA
4428

[44%¢
10
(A%

8ETY
LETH

30S Ribosomal Protein S6

e Molecule 6

8%

40%

51%

%
B

Chain AF

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 4V8H

Page 31

1.4

89d

993
S9N
790

29N

094
6GA

18b
99d

0S&
6%V
8¥%1

%0

cva

Ll

611
8T

9Tb
STd

L

TIN

Ll

©O I~
[ =N
I“*“'

=
=

e Molecule 6

861

<
[
&

30S Ribosomal Protein S6

%

Chain CF: .

.

13%

39%

48%

1.4

89d
LOW
994
S9A
90

29N
19T

© [
0 0
1D‘I>‘I

0SA
6%V
8Y1

i

v¥0

ovA

921

i

611
8Th

9Tb
S1a

L

00TN
66V
861

96d
s6d
760

{43y}

30S Ribosomal Protein S7

e Molecule 7

13%

48%

36%

33%

Chain AG

000000 o000
o
[
<

{4

911

(0)%:1
61

LY

©
Iz

€4
[44

€21
CTTH

e ¥6d

88d

S84

28D

LLS

2k

30S Ribosomal Protein S7

e Molecule 7

X

ee]

—

X

©o

<

X

m

%3
o
o~

@)

=

o

o]

-~

O

€94

294

094

) 0 ©
N < <
1= A<

i
3

ool
™
=]

o ¢ W0
m M m
Ic‘u’-‘l

TEN

62
8CN
pran
924

— N
oo
=4

91TV

80TV

7011

veu
® €6d
268

063

28883
= <

T.d

69A
89N

O N~ 0 OO
M mmomnS
R R el
T =)

e Molecule 8

99A

90

SSTH

€STH
[4s1a 4
TSTA

30S Ribosomal Protein S8

6%

Chain AH: e

6%TY
8VIN
LYTY
® 9v1d
SYIV

€ETD

10%

41%

49%

D E

L DWI

SPDB

PROTEIN DATA BANK

W



Page 32 wwPDB X-ray Structure Validation Summary Report

4V8H

000 [ ]
o e ™o o HaB a5 5823 n R sergemogemg g 5882 gm0 0
= = =4 ~ ~ ~ Ll [ - S5 ] - o - B A £ ~ AA A M
[ ] [ X ] ()
o wn D - N w o i ¢} N~ 0 o o oo}
re@ozReyeeseg ogsgsmEmEmE R m iR ImA S HY ImE § §3m3 8
Mo - o ~ 0 X A = = = - ~ - HJd 0 1] = [=] 53] - o o - =
e Molecule &: 30S Ribosomal Protein S8
3%
. - I
Chain CH: 51% 41% 8%
[ ]
o N < 0 o OO - < W0 © [ee] wn 0 O © 0 O wn o0} o <+ W O~
1 =] a = " " ~ - 172 X moH A - - > B4 > - ~ A AE A Mo

o °
O 00— NSO 000 -dNO_ 00O N0 W
< © N~ 0O [To) N~ Smomo o e - N Ao 0 om oM o m
Q@ ® © D 0 o3 o B T B L e B R B R e L R e e A | R R
H® XA >0 > H @& HEHJdunBEn >AdBAQaEM J0500EdHD

e Molecule 9: 30S Ribosomal Protein S9
23%
. .. ———
Chain Al 33% 48% 16% .

o o o000 o000 o o ° (] °
..Iﬁwmwm © o = < w 0 o N o [} - o < Wil & O =
< ® R ] - - NN S g n 00| o oSS S S L W WO Q
> S ME<>< [SEE Q- [ > = A m | > (L = < =
(] (] ° 000 o000 °
=M YW o~ oo o=
N ™ © N~ ® 1 © N~ 0 o N oo — o o S OO oo — — ] N
© © Q © © EENNSNNN®R®BOR 000 o R == o ==
> e AT oHA<HXHASH<® =/aa 4 e A</ (2]~ P /<
e Molecule 9: 30S Ribosomal Protein S9
50%
. I
Chain CI: 43% 38% 17% .
o e o o000 o0 oo o e o0 o L) 00000 () e o o000 0
o o W © N~ © o o ~ o o o l©o [0} w © [ le) = o
[ N o R R A el Y] I} ®mmn o (] oSS S S © ©
PO NME < /> e A 3] soQam > 3] < < |3 m A < >
oo oo oo ° ° o o ® 000 000000000000 00 000 oo
- <+ w0 ® o o ~ =3 <+
DWNOHNMIHLWON 0D N © o o S o -~ — 5 N
OQONNNENNNNENNK®®OQ o - o ] | p =i =
TOXNVOHA<HNXAS H< ] fx = A >>Ix: = = =4
e Molecule 10: 30S Ribosomal Protein S10
12%
Chain AJ: 35% 38% 16% . 9%
() (] (] ° ® 00 °
o - miEw o~ o - mrm =M =S M) ® OO N MY ®® O
N O oo o ISR I @0 N o o F S S S 00w W W W0 Q ©
(] ° [ X )
=3
o s o o — & m IS w0 @ oMo - 0 o S
© © © ENE NN~ = QR o0 o o=

WO RLDWIDE

eP

PROTEIN DATA BANK



wwPDB X-ray Structure Validation Summary Report 4V8H

Page 33

e Molecule 10: 30S Ribosomal Protein S10

34%

9%

17%

39%

34%

Chain CJ:

00TL

164

S6d

6L
T6d
061

881

08i%
6.4

e Molecule 11: 30S Ribosomal Protein S11

0L4

89H

994

v9d
€94

00000
0
©
=

12%

9%

26%

3

53%

Chain AK:

6.8

SLA

ELW

T

89V
190

)

LS1

0S4

97D

¥¥S

[47.\

121

1A
€10

e Molecule 11: 30S Ribosomal Protein S11

12%

5% -«

30%

52%

Chain CK: -

Z8A

6.8

SLA

ELN

TLA

89V
1,9a

6GA

LSL

05X

3

97D

¥¥S

[47.\

0%1

vea

T€L
0EA

o
3]
-
I‘z

8¢l

121

A
€10

T21d

811D

L

60TA

SOTA
010

e Molecule 12: 30S Ribosomal Protein S12

201D

660

€60

78A

8%

10%

31%

Ll

51%

5%

Chain AL: -

00TI

864
164
96A

€671
26a

984

€8A

08H
6,4

99A

794

29S8

€94

TSV
0S8
67N

3

EVA
(429

B6EA
8€L

3

@ ced

62D
8¢y
121
oey
) sed
YA

b

® 8IA

(4%

S¢1d
45
€CTA

121D
0CTA

L174

e Molecule 12: 30S Ribosomal Protein S12

ST

LOTV
907a

70TA

{40

8%

9%

29%

55%

8%

Chain CL: —

08H
6.4

¥

99A

42

8GA

Ll

172!

EVA
{429

23

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 4V8H

Page 34

121D
® 0TIk
o 61T |
® 8IIS

L1174

ST
295
€114

e Molecule 13: 30S Ribosomal Protein S13

601D

LOTY
901a

[4oxs
TOTA
00TI

20%

10%

16%

43%

29%

Chain AM:

e
©
IB.

TON
198

L

pAst:|
991
it
YSA
€SA
[4sics

6L

b

4z
® E€¥l
® Thv

® Lel
9€%

EEV

e Molecule 13: 30S Ribosomal Protein S13

8ey
LA
92D
SCI

€CTA
® il
TCA

LIA
91d

CIN

01d

84

1
I

oo
©
[
=

® 68D

L8R

[ X ) (]
< 1
o 0
H O

o
~
£

e 8.I

SLV

€Ld
oLV

10%

15%

36%

38%

24%

Chain CM:

e oM

® 097

864

SGY

€GA

05"
671

L%d

TTTY
0TTYH

90TN

® €01l

e T0Td

© I~
[N
o

764

C6H

68D

989D

e Molecule 14: 30S Ribosomal Protein S14

8LI
LLN

11%

52%

34%

26%

Chain AN:

® 09s

89X
® s
9GA

¥9d

6VH

8€D

SeY
e %EL

e Molecule 14: 30S Ribosomal Protein S14

Ted
0oey

1

® ScA
%20
€2H

614

LT

26%

.

15%

46%

34%

Chain CN:

e Molecule 15: 30S Ribosomal Protein S15

9%

40%

48%

Chain AO:

8LA
L4

0L1

884

e Molecule 15:

98D

78)

[4:3%

30S Ribosomal Protein S15

O

R LDWIDE
PROTEIN DATA BANK

W



4V8H

11%

42%

45%

wwPDB X-ray Structure Validation Summary Report

%

Chain CO: ®

Page 35

LowLT 1.4 I 2%
€41 Lo
T 691 0L
¥.a 124 R 69) .
X I x W 894 W 0.4
~ ® 691 ~ 99d 194 693
. oI . 390 998 894
[ | < | oser < L98
694 99d Z9A =) %9d 1=} 998
| X 1 N - €94 - | oser
99T m m ° 29s %9d
394 290 . oted €9y
94 | | TSA 091
| 191 | oosn I r
199 ©oosy 671 851
09A 671 gM 180 180
631 LT LT
83I ° 350 330
151 | | | |
93T SL £v) TGA 19K

Tvd ® 1¥d

< w0
25
|
45%
44%

8vd 8vd
® 6EX Lvd Lvd

SYH S¥H
1441

o - ™

Ia ﬁl%
38%
-
40%

(]

. g
[=]

8y ey ev1
L vem ved zvi zvi
I~ r~

ovH et ee1 < oeer = o = o
7 wn (433 wn ZeR wn 0wt wn ovit
v 6eS 6es
ev1 g o = = ] k= ]
S 8zu g 8zu S e S e

+ 12 123 e € gen
m 9ty m . m zek m zek

ged oW I a, B 18T [l €T

[ | . o . — | ooed — | ooed
ozd < g2a < €za < 62H < 62H
szl g e L g A = 1 g i
. wes 5 < T2h 5 T2A 5 . 9zh 861 5 o 9zb

€29 195) &N 173} X 195) S 1t 175 % | sy
zzL o) < o = o 3 o ved ° Q ~ o Wza
- = b = i = = o
9TV = 9TH A~ 9TH o= ) ~ | |
I wn | std wn | ela wn z6u wn 6TA
] yIN ) HIN o 164 = [ |

€1 o S eTH o EeTH o ¥13 06T o v

win men S s & & s e s + = s

° N X

om e ssu — ) — I — 3- TTA — W TIA
&b L Q - 64 < . 64 084 < - 0TA 089 < = 0TA
8 989 = ol ° = ol 6LA = e | | 6.8 = o | |
.3 | oss1 2 < 2 O e ma 2 <t 91 s 2 @) 91
783 084 A LLA TN

mEEn o nma 2 6.LA e m vI 5.4 e) . m 2 9.1 s) . m 28

z81 e 8.0 e CowT Coen I L oen

] = -~ e i [ = -~ zA €1 = = zd w1 = -~ zd

8.4 ° @) o T 5.4 ° @) o W z ° O [ eLA ° @) |oIaa

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



Page 36 wwPDB X-ray Structure Validation Summary Report

4V8H

[ ]
0 © I~ [ =] (=3 o ©
NN~ N~ ®© [} Q [}
/g n o = " =}

e Molecule 18: 30S Ribosomal Protein S18

Chain AR: 49% 23% 5% - 23%
e Molecule 18: 30S Ribosomal Protein S18
Chain CR: 50% 22% 6% 23%
e Molecule 19: 30S Ribosomal Protein S19
32%
Chain AS: 45% 22% 15% 5% 13%
(X ] [ [N X ) [ ] [ X N ] 00000

S35
R36
V45
G46
H47
T48
G54
V6o
Y61

(] e o L ) o000 o
_O. Iw-
(] 5]
= n

(X ]
o m © [ 3]
[N ~ ® @ ©
TR a | S

e Molecule 19: 30S Ribosomal Protein S19

N w0 N~
0 0 0
.*I "I"":I . -

19%
Chain CS: 37% 38% 12% . 13%
[ ) [ X J [ X ] [ ) [ ] o [ ) [ ) [ X ]
> A = £ = = oM™ - - =0 ~ n = 23] =) = = = > A =
[ ) [ X ]
= o m < ~ > 1]
e Molecule 20: 30S Ribosomal Protein S20
9%
Chain AT: 41% 33% 8% 18%
[ X} [ ] [ ]
= < -3~ Moo " = 4 =] 0 X x =] H = 54 0 A B3 S w0 —



Page 37 wwPDB X-ray Structure Validation Summary Report 4V8H

6%
. - I ——
Chain CT: 38% 45% 7% . 8%
[ X ] (N J

L43

N9
A12
L13
Kia
R15
H16
R17
Sas
519
S L20
K21
R22
l
=
|
K29
K30
|
133

LN J
I 0O~ O o N m W0 ll o MM st w0 ©
~ NS N SN 00 00 0 o 9@ o
= ESZEERERR3e8R o ®b=E< a

e Molecule 21: 30S Ribosomal Protein THX

NS [ 0w W 0 © ©0 © © © N~
X — H = @ < n =] x X O n

S37
K38
K39

G96

1100
G103
L104

63%
Chain AU: 22% 44% 19% 15%
0000 0000000 0000
— N ~ oo - N <+
238 i) tEGSS AR

e Molecule 21: 30S Ribosomal Protein THX
67%
Chain CU: 22% 37% 22% " 15%

o 00000
[l
o ISl

e Molecule 22: Probable sigma(54) modulation protein

R2

8%
. L ]
Chain AX: 55% 30% 9% 6%

[ ] (X ] ° oo o o
< e} N~ o ~~ < [ N~
™ ¢ w0 = [SES IR sy ) re) 0 ©
H=H 1= < = o = = © o
=3 o <
=3 [
lec

L16

~
—
=4

A22

H95

e Molecule 22: Probable sigma(54) modulation protein

12%
. L
Chain CX: 56% 30% 8% 6%
[ ) [ ] [ ) [ ] [ X ] [ ) [ ) o000
™ © Bl S bl Qg 2 303 0338263 o mmo 28
= = = ~ = = [ - > 4 9 < = A = < 0 5] o < (&) ax

Q94

N < wil— N M
0 © 0 ISR E)
< (== ] Mo X

e Molecule 23: 23S Ribosomal RNA
%
Chain BA: : 48% 37% B 7




wwPDB X-ray Structure Validation Summary Report 4V8H

Page 38

S0ZD

F

181D

S810
7810

8TV
181V

TLID
TL1D

LST0

¥S1D

445
VeVID
ev1d

+
L

TETD

8210
12TV

SCT1D

0zTn

L11D
911D

SO0TD

001D

96D

Y¥6D

HTLTD
DTLTD
d1.20
arlen
arled

Viley

H

S92V

892D
LSeY

SSeV
€520

2csTd
TSV

L¥TH

i4z4 4
€ven
(444

0%2Zd
LETD

9€2Td
S€TN

ogzn

82TV

92TH

i a8
fraa 4
oeey
Teey
02z
612D
812V

STZH

€12y
(454}

8020
0Ty

ceey

0820

® 1.2

S.2D

rTLed

0TLTD

acLed

aec.LTd
@ Vvclzn
TLTH

MTLZD
ATLTD

L1.2D
STLTD

0T.LZD

1720

£T.20

Legvn

134708
0zZ¥d

STPY
45
€T%0
(4544
T1%D
L0%D

S07Nn
v0%D

96€D

260

L8€EN

L

08eN
6.LED

9.L€0

%9¢€d
AE9EV

agoen
D€9ED
ge9€D
YE9EV

coen
T9€D

SGED

€G€D
[4s]°0]

[474°0]
7eD
ovey

9€€D

vEED

(434

62€D

veev
€2eD

1

1180
0750
6050

LOSY

S0SV

7870

(44

087V
6.7V

TLYY
TLYY

+

L9%D

£9%D

09%V
657N

LGPV
95%0
SS%0

€570

TS%D
057D

€890
289D
7890
083D

8LSY

9,80
SS9V
.90

TLSY
TLSV

795D

6599D

895D

679D

8T8y
LTS0

L1S0

SISV

€15V

9599

6€£9N

LESV

+

%290

+

S19D
oFT9V
e dv19d
yvron

F

9090

8G.0
LS.0

€50

TSLY

8v.LD
Ly.L0
LY
Sv.LD
¥9.LD

0€LD
62LD

LTy
9TLD

990
999D
S990

299D
6590

8590
Ls9n

6€8N

£E8N

T7€8D

Lzsn
928N

vesy

128Y

18D

2180

018N

080

708V

208Y

L6.LD
96.D

Ll

68.LY
88LY
8.0

126D

3

9169

7160

2160
116V

606V
8060
Loén

%060
£06D

1,680

%680
€680
268D

® 8880
@ .88V

€889

0889

8.8V

698D
898N

%989
£98Y
298D

0981

858N

€580
678V
8¥%8D
Lv8n

0%80

cToTNn
T101D

S007D

€001
200D
TOOTV

1,669

£669D

166D

L

€86V

086V
616D

2¢S0TD
TS0TD

8€0TD

€€0TN

TEO0TD

020tV

67010
8T0TD

9T0TD
ST0TD
v1010
€T0TD

TETTD

8€TTD

SETTD

444

E€1CTY

11210

L

9021D
50210
voCTTY
T021D
V61TV

06TTD
68TTV

L8TTD
98TTD
S8TTD
¥811D

08T1D
6L11D

0LTTD

mwmﬁo
99T1D
S9TTN
7911
€9TTD

ﬁwmﬂo
LST1D
98TV
SSTTV

€STTD

TST1D

4425

A\ (474931

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 4V8H

Page 39

TTETY

6TETD

3
E

€TETN

SOETD

€0ETD

621D

€62T1D

L

88CTN
L8TTV

78TV
€8CTD
¢8TIn

6.2TD

09219
6SCTD

L8210
95219

ySeTV

0821D

Phzan
Eiz4aal

i4%449)

etV

80%1D
LOPTD
90%10
€0%TD
S6ETY

88ETD

98€TD
S8ETD
Y8ETY
€8ETD

8LETY
LLETD
9LETD

V.LETD
ELETY
CTLETN

69€TD

99ETV

Y9€TD

09€TY

8S€TD
LSETN
9GETD

-

TSETD
SPETD
6EETD
LEETD
9EETY
SEETN
YEETD

0EETD

8CTETD
LTETD

YCETD

S67TY
Gidal
€6¥1D

06YTYV
68710

L

S8YTD
78¥1D
z8¥1D

YL%10
€L71D

89%1D

S9PTD

7ov10

6SVTD

SSPTD
€SPTN

YOS¥1D
0S¥T1D

8¥¥1D

SYPIV

(4449
13445

LEVTID

SEVTD
YEVIV
€EVTN

TEVTIN
0EVTD

Ela4%)
Etaa%)
4445
1445

8T¥1D
A AN
9T¥1D

0LSTV
69STV

+

T9G1D

65STD

LSSTD

YSSTY

H

L%S1D
9%S1D

€¥STD

T¥S1D

6ESTD

CESTD

62STD

92STD
SCTSTD

0ZSTD
6TSTD
815N
LISTD

v1s10
€TSTD
(45391
TIS8TD

46081V

60810

90STD
S0STD
70STD

CO0STD

L6710
96VTV

v.91D

6991V

L9919

S99TV
7991V

89910
LS9TD
95910
SS9TY

€991D

TS9TD

6%91D

(4425
Y91V

6€9TN
8€9TD

SE9TD
veITY
€€91D
TEITY

62910
829T1D

(445

L1910

0T9TV
6091V

L09TD

86STD

631D
€6ST1D

8831

06LTD

98LTV

T8LIV

08LTY

+

8L.L10
SL.10
YLLID
ELLIY
69L1D

79.1D

TILTY

6SLTV

6VLTY

A\ ZAZA %)

9%L1D

€vL1D
TyLID
VLTV
0%L1D

TTLIV

L

8TLTD

6891V
88910
18919
98910

SL9TD

€88TD

ﬁwmﬁv
8.18TD
LL8TY
9181V

8¥8TV
LY8TYV
9%81D
S%81D

€¥81D
c¥81D
781N

8€8TD
SE8TD
vesTn
€€8TN
TEBTD

0€81D

828TH

281D

818TN
L18TD
918TD
SI8TV

0T8TV

50810
081D

T08THD
00810

86.T0
L6LTD
96,70
S6LTD
76,70

T6LTD

0961V

85610
LS6TD
95610
SS6TN
7561
€561V

0S6TD
6¥61D
8¥61D
LY61D

oveTn
6€6TN

LEBTY

SE6TD

€E6TD
CEBTY
TE6TN
0€6TD

8C6TY
LT6TY
9z61N
S261D

6161V

ST6T0

mmmﬂo
wmmﬁo
T681D
0681V
6881V
888TD

7881V

vs0cy

TS0V

6%02D ceTen

}I

cvoTy

@ 0€ren

82120

ceren
1212
0Z12D

@ 81i2n

0zocy 43141

7102V z112D
| | 11720

o
-
o
N
©

60029 60720

3 3
oMo
g
< O

®

| | €0720
20029 | |
1002V 00129
| 000z | e6ozn
66610 86020
96020
96610 | @020
| | 602D
£66T0 | |
16020
|
6,020
|
0,029
08619 *
|
LL6TY 99020

— o < 0
© © © ©
o O o o
NS NN
o < o O

89619 0902V
L9610 650CV
9961V 8502V
S96T0 LS0TV

L6120
96120

¥612D

[4:3543)

0672

88T2D

18129

812D

8.12D0
L.12D

S.T2D

TLICY

® 8912
L9120
9912
S912H
¥912d
€912D

® 0912)

85TCY
LSTTD

GSTCD
154

[
® T1S12D
o

8%12H

e 7vvicn

[ ]
912D
0¥12d

LETTD

88TTY

98cTey
S8TTD

28TTH

6,229

2x44

zLeen

il

cozTen
T922D

€522

TS2TH
05229

8¥%2ed

vveen
£veTn

Tveev
0%¢ed
6€2TH
8€TTD

€ecen

6222d
82TTHd

§egeey
veeed
€222

02eed
6122D

§0T2d
€0zen
20Ted
10220

YSeTH

TSETH

L

6%€TH

L¥€TO

vveen

2ZYeTO

LEETD

veeTd
EEETY

T€ETH
0EETD

i

8CeTY
LTETY

¥2eed
€CETH
(4434

LTETD

STETH

zreen
TrTEV
0TETY

LOETD

%0€2H

20€TH
T0€2D

662D
862CY
L6220

€6220
26220

0622D

(47444

0%¥20

9EVTH

L

0EVTY
62%2D

+

l4444

15741

91¥20
ST¥TH
14544

60%2H
80%2n
L0%2D

L

00%2D

¥6€20

16€TH

68€TD
88€TY
L8€TN

S8ETO

09€TY

8GETH

9G€TO

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 4V8H

Page 40

Lgsen
9€5TD
S€STD
vesey
mmﬂm<
mmmuo
9Tsed
El4°143)
€292

02S92D

8192V
L1820
wammc
€152D

9052n

052N

2052

86%2D

L
F

wmﬂwo
e£6ven
z6ven
ﬂQMNb
L8¥2D
98¥2D
mwﬂmo
NwMNU
8.Lyey
LL¥2D
9.¥CY
v.L%2D
€.¥2n

99%2D
79ved
€9%2D
coven
T9%2D

8vvey

L1920

Y192V

60920

092D

%0920

L]
10920
oomw<
%6520
£6520

16520
0652V

885ZD

%8320

2852D
189CH
085zn

LLSTY
9.52H

%.52D
€.520
C¢LSTY

0.4S2D

89520

9982y

952N
T9SeV

¥ssen

0G52H

8€SCO

€CLTO

TecLeV

V1.2D

crlen
TTL2V
0T.LZD
60L2D

L0.42D
9042
S0.L2V

€042
2020

00420
66920
86920

9692n
§6920

16920

68920

98929

£892D

SL92V

€992

082D
£0820
2082H
Y1082V

€6.2D

26.L2D

682D

98.2n

[4:7k43)
8.2V

LLLTD

SLLTy
%L.20
€LL20

99129
S9.2v

€929
29129

092D

85.LTY

95220
SG.L20

€5.2Y

TS.L2D

j42X4)

[42ka)
152X4 4

6€.L2n

F

CTELTD

0€.LTD
62.LTH

9cglen

6820

1682H

88820
18820

¥88cn
£882Y
288eY
18820

T.82D
04820
6982H
8982V
,982H
9982N
§982n

99820
¥982H
£4982D

1982V
0§82y
6¥820

9%8TH
S¥82H

6€8TD
8E8TH
LEBTD
9€82N
SE8TY

[44:143)

6182D
818TH

T182H

F

082D

e Molecule 23: 23S Ribosomal RNA

13%

39%

45%

%
B

Chain DA:

08D
LLD
S.LD
vLY

€LY
cLn

89D

990
YoV

T9D

75D

19D

4z

o%d
6€D

9€9
1)

[4>]
T€D
0€d
620

12D
92H

{4
Tey

61D

3

IV

01D
6n
8V

EVID

TETD

821D
LTV

1745
€21

0zTn

8TTV
L11D
9110

901D
S0TD
70T

001D

Y760

{43

68D

980

w8V

[4:5)

861D
L6TY

S6TV
761D

2610

60€D

L0€D

MTLZD

LT.L2D
STLTD

0T.LZD

1120

120

HTLTD
DTLTD
dT.20
arLen
ar.Lzd

viLev

692N

96€D

2T6€0
T6€ED

68€D

+

S.L€0

0LED

S9€D
v9€d
AE9EV

agoed
DE9ED
ge9€d
VEIEV

coen
T9€D

SG€ED
75€D
€9€D
2¢SED
ovey

Tved

viev

45418

98%0
S8%0
78%0

[4sia s

08%V

{4541

0T¥%d

SovN

20wy
TOvV

66€D

L9SV
995N
G950

795D

695D
899D
1580

€990
299D

679D

(4741

LESD
9€ESY
G€SD
vesn

CTESY

8¢SV
128D
9Tsy

L1S0

SISV

i

7180

6050

LOSY

S0SY

€08Y
208y

00SD

€670

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 4V8H

Page 41

8%9D

Tvov

(440}
T%90
0%90
6E9N

S€90
7€90

TEe9V
TE9Y

+

7290
€299

F

619D

ST9D

av719d

L

019D

3

9090

€699

6830

989V

£€89D
289D
18390
089D
6L9D

LLSD
9,50
SLSV
7,90

TLSY

90.LY
SOLY
70.LD

20.LD
T0LD

1690
969D

889N
S89Y
789D
9.L9Y
SLOV
V.90
€190

0L9V

STS90

dgs9d
02590

299D

AT59D

0590
679D

161D
96.0
S6.0
76.D

06.L0

88LY
8.0

8Ly

9LLD

YLLY

TLLD

69.D
89.D

S9.D

2oL
ToLY
094D
€840
8Ly
TSLV
LvL0
vvLD
€ELD

0€LD
62.LD

LeLy
92Ld
S2TLD

0TLd

ST.LD

0T.LD

2%8D

0%80

Lz8n

9180
S180

2180

708V

208y

VeV
8€6D

€E6Y
2¢EBD

826D
126D

%260
€260
zeen
1269

616D
816V

916D

2160
116V

606V

€189

048V

866D
166D

7660
£66D

1660

L

186D
9860

€86V

186V

8€0TD

€L6V

T.6D

6960
896D

$§960

1960

636V
856N

956D

956D

€56V

@® <2S0T10
TS0TD

0€0T1H

T2otv
0ZoTY
610TN
8T0TD

[j28%0)
6ETTD
8ETTD

9€TTD

CETTY
TETTD
0ETTN
6CTTY
8CTITV

9CTITV
SCTT1D

€CT1D

011D

L1TTD

@ STI1D
Y1110
€171
[433%)

® TTITV

[

60T1D

i444%)

etV
ovzTn

LETTY
9€TTD

9TTTY

veetd

TIemn

.
i

902T1D
sozTn
70TtV
70210
€6TTD

68TTV

L8TTD
98TTD
S8TTD

T8TTD
08T1D
6LT1D
8LT1D

0LTTD
mmmﬁo
99TTD
S9TTN
Y911
€911D
T9TTD
09T1D
mmmﬂb
9STTV
SSTTV
7ST1D
mmmﬂo
(474331

oveTn
6EETD

LEETD
9EETY

CEETD

0EETD

8CETH
LTETD

[443

6TETD

LIETY
91€TN
STETO
VIETO
€IETN

SOETO

€0ETD

L6210

€621
621N

88CTN
L8TTY

€8CTD
28TINn

6.L2TD
8LTTY

€L2T0
LTIy

6921V
89CTV
L9210
9921

9821

STYTD
1445
€CYID

8T¥TD

80%TD
L0%1D
90710

€0%1D

96€TN

L
b

veein

88ETH

98€TO
S8ETD
¥8ETV
mwmﬁo

08ETD

LLETD
9LETD
SLETD
V.LETD
€LETY
CTLETN

0LETO

89€TH

99€TY

¥9€T1D

09ETY

8SETD
LS€TN0
9SETD
SSETD

-

TSETD

+
:

cYeETY

g60STV

60STD

90STD
SOSTD
70STD
€0STN
2O0STD

L6710
9671V
S67TV
vevIv
€6%1D

0671V
68710

S8%TD

c8YTD

TLYTY

F

0LYTD

S9%1D
v9%10

6S71D

SSPTD

0S¥TD

8¥¥1D

SYPIV

[444%)
15445

6ETTY

LEVTD

SEVTD
YEVIV

TeEvIN

0EVTD
(1445

El44%)

88STO
L8STY

T8S1D

LLSTD

0LSTY
69GTV

L9GTY

9981

¥9ST0

6SSTD

LSSTO

vSSTV

L%S1D
9%S1D

€%31D

T¥STD
0vSTn

8€STD

62STD

9281D
S2ST1D

0ZST1D
61STD
mamﬂb
7110
€1STO
21510
T1S810

6891V
meﬁD
9L9TV
S.L9T0
¢~mﬂu
T.910
04910
6991V
wmmﬁ<
89910
L8910
99910

€991

19919
0S9TD
6%91D

9%9T10

2y91d
991V

6€910
8€91D
LEITY

SE€9TD
TEITY
62910
829TH
291D
[44°) %]
L1970

0T9TY
6091V

L091D
90919

091D

091N
T091D

86STO

%6510
€6STD

O

R LDWIDE
PROTEIN DATA BANK

W



4V8H

wwPDB X-ray Structure Validation Summary Report

Page 42

98LTV

V8LV
€8LTV

08LTY

+

8.L.LT0
LL.10

SL.10
YLLID
mhmﬁ<
L9210
99.10

79.1D

TILTY

85LTD

wmmﬁo
ommﬁc
wwmﬂo
€vL1D
TyLID
VLTV
0%L1D

8TLID
LTLTD

€TI0
CTLID

OTLID
60LT0

v0L1D
€0L1D

00LTV
669TD

S69TD

€69T0

81819
LL8TY
9181V

981N

08819
6%81D
8¥8TV
LY8TYV

S¥81D
v¥81D

0¥%8TD

LEBTD

SE8TD
vesTn
€€8TN

628TY
828TH
281D

€28T1D

L18TD

SI8TV
71810

T181D
0T8TV

S08TN
70810

T08TH
00810

86.10
LBLTD
96,70
S6LTD
v6.10

F

06LTD

LS6T1D

SS6TN

CS6TY

ommﬁw
LY6TO
9v61TNn
mJMHU

6€610

LEBTY
9E6TV
SE6TD

€E6TD
TEBTY
T€610

626TD
86TV
LT6TY
9z6TN
S26TO

0Z6TD

8161V

ST610

11670
OAMﬂO
906TD
S06TD

L

€06TD
]

006TY

668TD
]

9681D

681D
€681
T68TD
0681V
mwmﬂ<
7881V
€88TD

78810

cvoTy

LEOTD

L
B

€E0TY
2E0TH

+

62029
802N
202D

I

zeoen

6102V

L1020
91020

V102V

102D
11020
0T0ZD
60029

L0020
9002D

L

2002D
T002Y

66610

96610

£6670

086TD

CTLBTY

896TD
L9610
9961V

8G6TD

0€TZN

3
L

8C12D

@ S§c1ed

zeren

0212ZH

vriev

CT1Td
11120

60720
80T2D

€0T2D

TOTZD

86020
16020
96020

€602D
26020
T60zn

v.L02n
TL0TY
0.02D

S902D
%9020
€902D

19029
0902V

9502H

vsocy

6%02D

26TTD

0672

88T2D
18129

¥812D
€8T2D

18129

8L12D
LL12D

S.12D0

TLICV

8912
L912n
99129
§9T2H
¥912D
€912D

0912H

8STCY
LST2D

GSTCD
¥5T2D
€5TCD

TST12D

8712

vvien

0%12d
6ETTD

LETTD

SETTY

ceTen

622D
8.Lzey

j2X44

c¢lLzen
TL2TD

(41441
19220

6522

P43

TS2TH
0522

8¥ced

v¥cen
€¥cen

9€T2Td
S€TTH

£eeen

622CD
8¢TTd
Lzgeey
9gTTed
seeey
vceed
€22TH

1444

61229

502D
£022n
20Ted
1022

86TCY

96120

v612D

SveTH
vveen

6EETD
8EETH
LEETD

veeed
EEETY

8CeTY

¥2eTd
£€2ETH
(4434 )

LT€TO

STETH

zreen

oreey

Y0€TH

20€TH
TOETD

662TD
862CY
L6220
L]

£622D

06229

88¢CY

98TTY
S82TO

€8220
28TTH

0EVTY
62%TH
8¢¥TH
L2%TO

sevey

[44%44)

0Z%20

15744

14544

80%2N

00%2H

v6€2d

T6€CH

68€TH
88€ETY
18€2n

-

LY€TO

0€8eY
625TH
852N

92STH

02520

9.L¥%TV
S.%20

€Lv2n

TL%2D

¥9¥2d
£9%2D
coven
19%2D

+

(47444

6EVTY

SEVTY

Teven

60920

L0929

70920

T092D

76920
£6920
2692CH
692D
06sey

L8STV

852N

T892H
08s2n
6.92D
9.82H

€L92D
TLSTY

89520

995eV
S96CV

€95en
g9sen
T9SCV

pAsicrad)
9992D
98920

08S92H

S92
¥¥sed

6€52D
8€92D
Lgsen
9€5CH
SESTH

S0L2V
¥0.2D
€0.2D
coLen

00L2D
66920
86920

9692n
§692D
¥692D

16920

68920
88920
892N

§892D
¥892n
€892D

6.92V
8.92D
L1929

S§.L92V

8292D

L1920

LLLTD

v.LL2D
€LL2D

99,29

09420

85.LTV

9s.2n
SS.20

€52V

TS.L2D

6v.L2Y

Ly.L2D

4 2%43)

[47%key)
152X4

6gLen

F
F

CELTD

0€L2D
62.L2D

gzLen

€2L2D
2eLTd

8T.LZH

STLTD

crlzn
TT.LTV
0T7.L2D

L0L2D
90.2D

€982D
298TH

SS6820
%582
€582

1768V
0882V
6%82n

9%82H
S¥8¢H

6€£82D

L€82D

6182D
818¢H

S182D

€18CV
[4%:143)
182D

,082H

%082D

€082
2082H

€6.L2D
C6.2D

98.20

¥8L2D

28.LTH
T8.LTV

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 4V8H

Page 43

1682H

5S Ribosomal RNA

88820
882N

¥88zn
£882Y
2882V
18820

T.82D
04820

e Molecule 24

898CY
982D
9982n

13%

44%

41%

< N~ o oo N Te
= N N ]
=] (SRR RS =] <

%
B

Chain BB

4]

(4 4
19D
058D
6%0
8vV
L%
Eial
SYY

€%0

8€D
LED

i

el
€0

o
—
(3]

o™
[SI

L11D

zrin
1225

601D
801N

5S Ribosomal RNA

SOTV
voin
€0TD

00TV

160
06Y

88D
189
989
489
80

6.0
8LV
.0
9.Ld

e Molecule 24

14%

43%

42%

5%
L

Chain DB

199

670
8y
L¥D
Eid
STV

€¥D

~ @
o @
(SRS

[
o
o

N ™ © 2] ~
o Q ] N 2]
=] < < (8]

o
N
O

61D
81D
L1D

o
=)
<

vIn

]
—
o

'
(ST

P11
€11
zrIn
1119

601D
8070

SOTV
¥o1n

00TV

169
96N

260

160

88D

S8D

8LV
LL0

7.0

50S Ribosomal Protein L2

e Molecule 25

6%

34%

59%

%
B

Chain BD

[l
=

90TI

3

{405}
1074

96H

761

€84
SLI
TLQ

0LM
694

1,94

T

isp)

1

TSA

671

SN

{44

€T

€1

el

21

8TA

LTL
9T

j4xS

(453

OT.L

0ETY
6CTIN
821D
LCTA
9zTh

e€eTy

8TTA
LTTA

STTD

€TTA
[431]

+

80Td
LOTV

S.LTH

€L24

1%2d

6€TH
8ETH

vecd

TECH

9T

€22
[444:

+

872y
L12H

21es

+

802x1

9021

86TN

96TA

161V

6810

98TH
S8TA

50S Ribosomal Protein L2

e Molecule 25

8%

34%

58%

Chain DD

261

884
L8N

€84
281

LLY

SLI

1.0

893
194

T

LSD

S6D

TSA

SYN

6e)

€e1

TeX

8¢

9T

¥CI

0za

8TA
LTL

45!

]
—
w

-
|2l

[}

SLT71

E€LTA
CTLIX

S9TI
7910

T9TL

8GTV

SGTT

€91V
[4:159)
TSTH
0STY

9v1d
SYTA

€YTH
(4498
TPIA
8ETA
LeTd
9ETI
[432:

0ETV
6CTIN

9zTh
SCTI

8TTA
STTD

[43%]

*

80Td
LOTY
90TI

(4053

O

R LDWIDE
PROTEIN DATA BANK

W



4V8H

wwPDB X-ray Structure Validation Summary Report

Page 44

SLTH

€.24

T9TH
0924

892x

982D

192D

T¥cd

6€TY
8ETH

122N
9TTN
seey

zeed

+

812y
1124

€12d
(4543

0TZH

802x

9021

021

50S Ribosomal Protein L3

oy

e Molecule 26

%
B

9%

33%

[N
< W0
I.-]UI

55%

~
o
)

Chain BE

0831

LLI
9.4
SLA

69

29d
T9d

€9d

i

va

re)
[l
=

IQ‘H
-
—

CIL
TIH
0Td

ST
Y1

[&8

6.7

LL1d

v.l1a
€LTA

89TH
L9TA

vo1Yd

09TA
6STH

SST
7SI

9vIL
SYIX

EVIN
9€TY
SETH

CETH
TETY

6CTH

L

0TTM

8TTA
LTTH

(4%}

T11d

86d
L1631

S61

061
680

98d

50S Ribosomal Protein L3

e ¥0Tv
€0Tx
[4vacs
T0CL
00ca

96TA

CEIN

€811

e Molecule 26

%
B

11%

34%

52%

Chain DE

6.4
8.1
LLI

D
©
I"

194

29d
194

£4d

T84
08D
671

LYA
Eid

(474

Leyd
9ey
sed
YEA

ced

62D
8cV

SCTA

N
o
1“‘.

428

CTL
TTH

L

ST
I

[2:8

v.Li1a
E€LTA

TL1d
0471
691N

L9TA

EVIN

8€Td
LETH

SETH
YETL

CETH

6CTH

8T

[435]
TT1d
011D

€01Q

1014

S61

06L

98d

084

@ ©ocTy
€0TA
[4vas
T0CL
00zd

96TA

50S Ribosomal Protein L4

€61

S8TH
¥81A
€811

LL1d

e Molecule 27

10%

32%

54%

Chain BF

wn o
© ~

[
el
>~

~
n
=

ei=p)

€GL

TSL

67V

ovd
S¥H

257200

1

6EM

{44

021

814
114
91D

—
—
=

4
3

o
=1

~
>

€9TA

3

LSTA

0ST1D

LETH

SETH

6214

9CTA

€211

61TH

L1Td
911d

ETTV

OTTT

3

SOTA

€0TY
20t1d
T0T1

S6ed
¥6d

169D

68A

50S Ribosomal Protein L4

989
989

T8d
08y

L.d

22X

T

T0CA

L6110
9611

Y6TI

S81Q
7814

8L1d

ELTA
TLIM

e Molecule 27

0411
69TN

o1

12%

33%

51%

Chain DF

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 4V8H

Page 45

T
TLD
0LL

S9M

+

LSA

feiep)

€51

TSL

67V

ovd
Svd
i42!
547208

6eM

{441

8TYd
L14
91D

(43!
TTA

~ oo
> L=l

o1y
€9TA

1914

3

LSTA

¥STA

0711

SETH

0ETV
6214

9CTA

€211

61TYH

LTTH
9T1a

-

S0cH

cocd
T0CA

L6710

Y6TH

1811
081D

50S Ribosomal Protein L5

8.1d

9LTT

€LTA

TL1d

69TN

e Molecule 28

L9TV

47%

42%

5%
L

Chain BG

SPTL
e Vvl

L

mE

199

99b

[ | 8ETh
F SETT

691 €T

[ | €ETT

95V ZEIN

TETL

621D

LL]
el

%D 9Z1d
€71 | szra
I 74T
50 | gTIn
07N ccid
| oeer |
8EA 9T11d
LEA [ ety
9EN PITI
9eq L ety
CT1d
T1T1
ced OTTY
TEA 60TA
[ ] 80TN
8z L ot1
_ 9071
SOTA
2o o133
£ed [ |
(44 T0TI
24t [ ootm
--- 66
611 | seu
1 O 260
964
|
€61
|
061
68D
[ ] 881
o i8d
981
G89
Loed
€84
281
8%
|
LLT
() 9.8

0814

69TV

991d

vo13

T9TL
09TA

50S Ribosomal Protein L5

16%

8STV
1871
951a

150
€STY

e Molecule 28

TSTV
0STQ

149

8%

42 21id
€71 1111

49%

o
-
—
<

0 60TA
O%N 80TN

®
N~ ©
M oM
II:> =.II

42%

Chain DG

0874

8.L14

® 9.11

vL13
€LTT
LT

50S Ribosomal Protein L6

69TY

991

v91d

2911
T9TL

85TV

0S1a

*

® 9%Ik

(@]
(o]
]
—
=
Q
]
—
”Wm
[ ]

8ETH

5% o «

28%

63%

4%
-

Chain BH

891

S9H
791

094

® 854

SGd

L

T84

ovd

YA

TV
ova

8€S
LEA
9€d

STA
10
e
[4X!
TTA

61

N < v © o]

TLT1
0LTd
69TA
€9TX

09T

¥S1d

8¥TI

yIA

3

6£TD

LETA

YETS

50S Ribosomal Protein L6

CETH
verd
€eTd
(4981
L11d
ETTA

861

64X

e Molecule 29

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 4V8H

Page 46

3%

Chain DH: -

33%

58%

83
08s

€LY

o
~
IHI

oo}
©
=

83
= 2

oo
0
=

©
<
(5]

478

TV
ovd

8€S

Mo <
Ngﬂ‘m i —
wn O o X O

TLT1
0LTd
69TA

L9173

€9TX
C¢9TI

0974

¥S1d

6714
8¥TI
LYIN

1447
€710

(0458
6ETD

LETQ
9€TI

CETH
ve1a
€¢T4d
{4489
L11d

€TTA

@
@
=

t

e Molecule 30: 50S Ribosomal Protein L9

o
1}
o

881

15%

41%
N

43%

3%

Chain BL: ™

€.d
L1

891

%94

(428

65V

L84
sl

15T

Ll

P91

LTD

(43!

L3

ST

€A

6€TD
8ETI

9ETA

veTd
€ETH
CETd

0ETA
6CTL

1q

13458
0ZTI

L17d

STTV

80TL
LOTA
901D

2oTs
1071

86V

96d

vev
€61

168

684
881

S84
89
£8Y

6.1
8LL

ida4

vIA
EVIS

e Molecule 30: 50S Ribosomal Protein L9

9%

39%

50%

(2}
=
I>I

3%

Chain DI: -

08d

< 1| ©
S~

LT

094
635V

994
67V
8vd
Ly

ST

EVN
(4743

o
H B E
- - =

ey
ced

0€7
6CA

SCA
1A
L]

L10

o
g
Iqi

e Molecule 31: 50S Ribosomal Protein L13

0ot1d

L3

ST

[ €A

SPIA
47478

3

62TL

L2TA
9CTA

445

[4q5xs

A28

011a
60TI
80TL

SOTH
$0Th

[4us

® T6A

16S

684

L84
981

€8V

17%

30%

- ® © N~ [0} = )
b2} « oM M 2 < <
< — O X A= S

53%

g 28
=] Ug

%

Chain BN: .

€LL

690
894

994

Tod
09I

850

9SGN
SSGA

TSA

0sd

)
N
4

)
-
i

o
o =
IM13

N
>

-
=

0vTA

8€TT
LETH

SETd

CETY

S¢1D

TTIA
13428

8TTY

STTY

0TTD

90T
S0TD

e Molecule 31: 50S Ribosomal Protein L13

€0TA

16%

36%

49%

o < w0 N~ o o™ n © o — N M
< (3] < B - = o Aa=EeF

%

Chain DN: ©

690
894

994

oY
09I

85d

9SN
SSGA

CTSA

0sa
6%D

[T}
oy
=

ST1

™
ek
IM13

N
>

-
=

D E

O

R L DWI
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 4V8H

Page 47

9%

® 0%IA

28%

LETH

SETd
TETY

CETY
€T

STTD

(4498
TCTH

011D

90TH
SOTH

63%

€0TA
2otV

06N

e Molecule 32: 50S Ribosomal Protein LL14

884

%

Chain BO: .

281

o o
@ ..|~ |
= (2

164

64
£6d

181

T80

6.4

LLI
9LY

B

50S Ribosomal Protein L14

TZTA

e

LITT

e Molecule 32:

STTA

074
9071

70Td
€0TV

8%

28%

63%

N0
bt Lo Yy .
B

Chain DO:

€01V

LI

9TH

1234

o & N~

T2TA

8TV
LIT1

STTA

e Molecule 33: 50S Ribosomal Protein L15

€TTA

1074
90TT

70Td

9%

26%

64%

%

Chain BP: .

78N

1.4

3

€LD
cLd

o
=
o

0
©
o

©
©
o

7ox

™
©
A

3]
re)
IUH

TG4
084

L%a

s
154

6EX
8€d

SEH

CEL

621

era]

0
© © -—n+
-—'IIO- ~

8¥11

S¥1d

8ETT

CETA

Lety
9CTA

+

6114

e Molecule 33: 50S Ribosomal Protein L15

L1714

€T
(4258

Ll

[4ux:s
TOTA

9%

27%

62%

%

Chain DP: :

78N

28D

8.Ld
1.4

€LD
cLd

*

890

999

7o%
€9d

-

€90
[4ckcs
TSd

A7

s
154

6EX
8eh

3

TEY

624

~
N
=l

©
..‘+
I‘:

e Molecule 34: 50S Ribosomal Protein L.16

©
-
~

91

INIQ‘I
5 0

8Y11

S¥1d

8ETT

CETA
T€1S

12TV
9CTA

+

6114

L1174

€T

OTTXA

LOTX

L

TOTA

Y%

Chain BQ: .

9%

40%

50%

O

R LDWIDE
PROTEIN DATA BANK

W



4V8H

10%

43%

47%

wwPDB X-ray Structure Validation Summary Report

%

Chain DQ: .

e Molecule 34: 50S Ribosomal Protein L16

Page 48

SEA

0gd

8Ty
LTA
9CA

44

ey
1CL

©
—
£

i2%!
€1d
(413}
a2

-

TH

+

8ETA

9ETY
SETA

€eTY

8CTA

LTT1

SCT1

€8I

8.d
LN

e Molecule 35: 50S Ribosomal Protein L17

SLL

T

8%

34%

58%

Y%

Chain BR: ©

9LA

cLa

L97

S91

091

9G)
SGY

€GH

OSH

87A

97D

91

(72’8
6€d

Lz
Gz

£eY

)
N
1‘4.

8%

37%

54%

L

e Molecule 35: 50S Ribosomal Protein L17

_EREEE

Chain DR:

SL1

cLua

3

99A

2L
€94
{424

091

SGY

1

197
OSH

©
i
=

91

£eY

T€EH

74l

021

811

9TH
STS
1S

[4%:!
TIN

© «Q
I(‘]Iz

a4
=

8T11d

e Molecule 36: 50S Ribosomal Protein L18

9111

1111
0TTd

801D

7%

44%

46%

Chain BS:

099

(41}

0SS
67A

071
6E€1

3

SET

eex
(4231

0gY

LTS

Scy

€y

3

8TI

1114

SOTV

e Molecule 36: 50S Ribosomal Protein L18

€073
[4Ua )
TOTT

[
<)
=

L6Y4

T6d
069
684
880

S8A
8b
£8)%

081

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 4V8H

Page 49

10%

40%

48%

4%

Chain DS: -

081

8.1
LLV
9.4
S.4
jZA 4

T.4

194
99Y

o
TON

851

9581

€SS

0Ss
67A

Imr
o
H

e Molecule 37: 50S Ribosomal Protein L19

e €81
{49!

pxas]
921

€2d

3

D
<)
le

811

STH
YA
e1d

T
o1y

84

1114

801D

SOTV

€073

TOTT

T6d
069
684
880
184

S8A
780

10%

9%

33%

47%

Chain BT: =

981

€81
281
T8d
08s

8.1
LLd
9774

£Ld

99A

091
6SL

95D

o
n
-

-
Il
-

© NHO
N Il <
Iar* Hi

ved
€2H

0zd

81d
LTL

-
- -
= - =]

[}
-

STTH

e Molecule 37: 50S Ribosomal Protein L19

10%

8%

34%

47%

o <
Q I\l
2% 2%

Chain DT: =

[

281
18d
08s

8.1
LLd
9.4

€Ld
CTLA

99A

091
651

1S4
98D
SN

€54

o7l
6ed
8EN
LED

Sex
(498
8CA

pXan
9za

81a
LTL

—
—
18]

e Molecule 38: 50S Ribosomal Protein 120

1174

6074

L01Q@
90TS

€0TY

00TX

661
863

964

£64

164

68A

981

€81

8%

35%

55%

Chain BU:

99N

€9A
291
oM
091

89y

45!
£G4

TS
0sy
67H

TN
€7D

ovd
6€T1
8EL

SEV

€Y

T€s
0EX

121

613

9N

113

cd

2%
ETTV

OTTA
60TT
80Td

9014

0T
€0Td

e Molecule 38: 50S Ribosomal Protein 120

10174

8%

34%

57%

%

Chain DU: ©

€81
28D

081

9LA

99N

9N

ToM
0971

854

25!
€54

T8y
0y
67H

42\
€7D
(441

6€1
8€l

<
0
x

ced
T€S
0EXN

8¢y

i44S

6T

9T

¥TH

3

cd

ey

684

D E

O

R L DWI
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 4V8H

Page 50

e Molecule 39: 50S Ribosomal Protein L21

10%

3

26%

63%

%

Chain BV: .

163

T6A

680

78

84
T84

9L
§.d

0.1

S9D

i

TOA
094

3

968

1

50S Ribosomal Protein 121

e Molecule 39:

9%

33%

57%

Chain DV:

3

784

8y
T84

8.4

9L
SL4

S99

3

TOA
094

3

98s
S5V

TSA

LYA
oA

evd

0

o
1‘4
xl

163

e Molecule 40: 50S Ribosomal Protein L22

(42N
T6A

680

——
6% -«

31%

62%

Chain BW:

6LD
8,4

9LA

TLA

6971

TIW

TON
09N

191

(5728

9€T

LT3

Sy

€21

=
o
I>I

611
8TH

9TH

v1d
€18

TTe

o
el
=

II‘D |
=

A
2

60TH

90TI

3

e Molecule 40: 50S Ribosomal Protein 122

COTH

oo
2]
X

—
7% -

38%

54%

%

Chain DW: .

08d
6.0
8.4

jZA 1

TLA

691

991
YW

TON

6SA

LSN
9SGV

16T

673

(4

OPN

9¢eT1
SEI

LTH

Scy

€21

TCA

8TH

9TH
STY
¥1d
€18

e
oTA
64

LY
91

2!

e Molecule 41: 50S Ribosomal Protein 123

33%

63%

Chain BX:

Ll

084

6€1

LEL

€ex

3

O

R LDWIDE
PROTEIN DATA BANK

W



4V8H
39%

58%

wwPDB X-ray Structure Validation Summary Report

e Molecule 41: 50S Ribosomal Protein L23

Page 51
Chain DX:

180
78V
€8A
z8b
08I

LN
9.4

€4
T
LD
S99

T9D
094

181
9SL

0S4

6€L

LEL
9eN
SEL

eex
zed
TE€H
pxan

seH

o
[ ]
Imo

T2d

9TH

o
a
I'-'I

T1d

61
8I

»
5

€L

8%

27%

61%

e Molecule 42: 50S Ribosomal Protein .24

s}
[}
=

-
Chain BY: ™

L6Y4

S6)

€60

164

67A

SvA
j429

{47\

ova

3

8¢y

T

613

STA
Y11
€TA

Ll

9H

3

[4:S

9%

29%

58%

5%

Chain DY: T

e Molecule 42: 50S Ribosomal Protein L24

S8A

1

0.LS

89H

SOV

€93

191

85D

96d

E7N

8¢y

i

6T

o
o © N~ =
o o > =

11%

32%

54%

W O~
R )

e Molecule 43: 50S Ribosomal Protein L25

2%

Chain BZ: =

s} [Te] ©~
) ) Q
o i ~

—
)
5]

784

YLA

TLA
0LT
69L
998
197

8SA

9SA

€SI

L

674

LYA

Sva
4z
evd

w1

o
Sy
[=]

€€1

92D

o
[} =
IIII...J = ..||+l+||||

TLII

8974

13

¥STa

TSIV

0STT
6¥1S

8€TH
LETI

YETd

TETH

8CTA

SeT1
14428

[4qxs

8TTd

TTTA
0TTH

+

80Td

2oT1
T0Td

50S Ribosomal Protein 125

L6TI

® <261V

9814
S8TH

€811
{42158

08TA

LL1d
9.1d

e Molecule 43:

vLIA

10%

39%
RLDWIDE

O

erbDeBe

PROTEIN DATA BANK

W

47%

Y%

Chain DZ: .



wwPDB X-ray Structure Validation Summary Report 4V8H

Page 52

8STd
LSTT

7STQ

(4144

0STT
6%TS

26TV

+

9813
S8TH

€811
281N

e Molecule 44: 50S Ribosomal Protein L27

08TA

LL1d
YLIA
TLTI
8914

L97d
9918

o1V

3

091D

11%

5%

24%

61%

Chain BO:

€8d

L.d

L4

894

291

6ST

LS4

3]
re}
I=.

-
)
=

AN

o
I<’1
o

o
i
o

2]
N
o

~
N
Iml

e Molecule 44: 50S Ribosomal Protein L27

scy

o <
I AN
=X

4%

OTlL
6S

11%

21%

65%

=3 <
gz mmo Qe 5 ol sl my
= ~ £ =X oo H = o =

e Molecule 45: 50S Ribosomal Protein L28

Chain DO:

TSA

oo
6% oo

30%

62%

%
B

Chain B1:

167

S67
761

684

3

S$81

VLA

693

191

194

851

950

T€D

e Molecule 45: 50S Ribosomal Protein 128

62D

vey
£eH

14!

0
—
-

ot
—
=

YA

o
%]

35%

59%

3%
=

Chain D1:

e Molecule 46: 50S Ribosomal Protein 129

6%

31%

61%

4%
-

Chain B2:

3

)
< =

2]
[t}
I'-II

50S Ribosomal Protein 1.29

TSY

8¥H

1]
S¥S
44!
i740)

Led
9€Yd
SET
ved

(44

0oeyd

~
—
©n

[}
o

e Molecule 46:

O

R LDWIDE
PROTEIN DATA BANK

W



Page 53 wwPDB X-ray Structure Validation Summary Report 4V8H

6%
. — —
Chain D2: 54% 38% 6%

e o °
o4 < = 0 ] ==/ e oA n == o~ = o = - =

e Molecule 47: 50S Ribosomal Protein L30
2%

. = o
Chain B3: 68% 20% 10% -«

Mw © © o < o o o
halbsl o ﬂ‘: < 0 w0
>~ oA = H o = = =

e Molecule 47: 50S Ribosomal Protein L30

2%

R68
R69
Q70

L4
K7
K10
S11

. - ——
Chain D3: 60% 28% 10% -«
[ ]
e Molecule 48: 50S Ribosomal Protein L31
iA)
Chain B4: 31% 21% 11% . 35%

o
= w © ) ] N NN ® o o o F =4
= H o =) = H B> H =0 (S o

e Molecule 48: 50S Ribosomal Protein L31
%
Chain D4: : 28% 25% 8% - 35%

[ N0 oo N ® © o ©
ISESE NN @ oo [ ] <
== H B A E - S o O o

[ ]
L b
H o

o
) —
=] <

R13
T24
Y25
H40

=
=

e Molecule 49: 50S Ribosomal Protein L32

Chain B5: 65% 25% 7% .

o™ oroa g g SyTIgsTeTs
<< - i (=] " == = oA = >0 o >

e Molecule 49: 50S Ribosomal Protein L32

. s ———
Chain D5: 62% 25% 10% - .



Page 54 wwPDB X-ray Structure Validation Summary Report

4V8H

| ~ o © o o o -y v o
N M ©O I~ i} Bl - N N N N gﬂ‘ I
< X A x a - == 2% oA = > >~

e Molecule 50: 50S Ribosomal Protein L33

Chain B6: 50% 31%

- 2] o < 2] ) —
o (Sl 10 @ e - N I3 & 9 10
[ = £ pEY 23] = (2] = o | |

e Molecule 50: 50S Ribosomal Protein L33
Chain D6: 48% 37%

™ ©
® ) € - —
wn = i o o

e Molecule 51: 50S Ribosomal Protein 134

4%

A22
K33
L34
K38
P41

3
&

T47

L10
L11
R19
Y21

[re)
N
B4

N29
K33
L34
K38
w42

(] (]
o < - . o -
- Sz it R R Rt 3
3] oo H D PANE®ms =@ a

e Molecule 51: 50S Ribosomal Protein L34
2%

. =
Chain DT: 51% 33%

®

™
= - 8 2 g
& < = & <

e Molecule 52: 50S Ribosomal Protein L35

© < B Aot wilo o
= N N Mmoo [P IS
=] = O~ MNomomo M~ Em

Chain BS: 49% 40%

o @ ] w o I
WO~ oo o a © 0 0
BT XS < X = A = &

e Molecule 52: 50S Ribosomal Protein L35

K12
vi4
K21
K39
I41

N
e
=

K47

Chain DS8: 49% 37%

 [=) < Bl w0 ©
o & N~ -~ — s} | M
X o= ==} < = =~ o X

e Molecule 53: 50S Ribosomal Protein L36

M25
K29
K39
I41

N
e
=

K47

Chain B9: 59%

o < I~ —
& <+ w T}
O m |2 =] =

. -
Chain BT: 57% 27%

& 0 T} 0w O © QO ©
= 53 m HX a3/

] N Sy
gmollam: 2o
= 53 H g X

L61
E65

13%

11%

12%

10%

8%

11%



Page 55 wwPDB X-ray Structure Validation Summary Report

4V8H

o — mw ~ BN o e o 0
o © N~ — bl — o ] M o > 8
£ wn > = O £ (=] ~ =] B o~

e Molecule 53: 50S Ribosomal Protein 136

8%

Chain D9: e 62%

L] (] (]

o my o © <+ 0
O~ A = - 3] o @
n>= H OX o~ H o m

24%

11%



Page 56 wwPDB X-ray Structure Validation Summary Report 4V8H

4 Data and refinement statistics (i)

Property Value Source
Space group P 212121 Depositor
Cell constants 208.97A 447.24A 617.67A .
Depositor
a, b, c,a, B,y 90.00° 90.00° 90.00°
. 4998 — 3.10 Depositor
Resolution (A) 4998 — 3.10 EDS
% Data completeness 96.0 (49.98-3.10) Depositor
(in resolution range) 96.0 (49.98-3.10) EDS
Rinerge 0.23 Depositor
Reym (Not available) Depositor
<I/o(I)>" 1.39 (at 3.12A) Xtriage
Refinement program PHENIX 1.7.2 869 Depositor
R R 0.216 , 0.258 Depositor
7 Phfree 0.213 , 0.256 DCC
Rree test set 49829 reflections (4.82%) wwPDB-VP
Wilson B-factor (A?) 65.0 Xtriage
Anisotropy 0.263 Xtriage
Bulk solvent kg (e/A®), By, (A?) 0.26 , 46.4 EDS
L-test for twinning? <I|L|>=042, < [?>=1025| Xtriage
Estimated twinning fraction No twinning to report. Xtriage
F,,F. correlation 0.93 EDS
Total number of atoms 286308 wwPDB-VP
Average B, all atoms (A?) 74.0 wwPDB-VP

Xtriage’s analysis on translational NCS is as follows: The largest off-origin peak in the Patterson
function is 1.51% of the height of the origin peak. No significant pseudotranslation is detected.

Intensities estimated from amplitudes.
2Theoretical values of < |L| >, < L? > for acentric reflections are 0.5, 0.333 respectively for untwinned datasets,
and 0.375, 0.2 for perfectly twinned datasets.
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5 Model quality (i)

5.1 Standard geometry (i)

Bond lengths and bond angles in the following residue types are not validated in this section: MG,
ZN

The Z score for a bond length (or angle) is the number of standard deviations the observed value
is removed from the expected value. A bond length (or angle) with |Z]| > 5 is considered an
outlier worth inspection. RMSZ is the root-mean-square of all Z scores of the bond lengths (or
angles).

. Bond lengths Bond angles
Mol | Chain | py/q7 #|Z| >5 RMSZ 47| >5

1 AA 0.63 3/36123 (0.0%) 0.56 5/56379 (0.0%)
1 CA 0.61 3/36028 (0.0%) 0.56 4/56231 (0.0%)
2 AB 0.87 0/1822 1.25 13/2468 (0.5%)
2 CB | 0.92 0,/1809 1.24 | 15/2450 (0.6%)
3 AC 1.03 0/1474 1.37 14,/2003 (0.7%)
3 CC 1.06 3/1474 (0.2%) 1.30 9/2003 (0.4%)
4 AD 0.85 1/1556 (0.1%) 1.30 17/2113 (0.8%)
1 CD | 086 | 4/1556 (0.3%) | 1.32 | 22/2113 (1.0%)
5 AE 0.76 0/1121 1.25 11/1517 (0.7%)
5 CE 0.76 0/1121 1.26 14/1517 (0.9%)
6 AF 0.75 0/790 1.17 4/1077 (0.4%)
6 CF 0.74 0/790 1.17 5/1077 (0.5%)
7 | AG | 139 | 2/1183 (02%) | 1.51 | 23/1599 (1.4%)
7 CG 1.27 3/1183 (0.3%) 1.45 15/1599 (0.9%)
8 AH 0.72 0/1065 1.17 8/1445 (0.6%)
8 CH 0.69 0/1065 1.17 5/1445 (0.3%)
9 Al 1.28 1/867 (0.1%) 151 | 13/1180 (1.1%)
9 CI 1.43 1/867 (0.1%) 1.40 | 12/1180 (1.0%)
10 AlJ 1.18 2/676 (0.3%) 1.51 8/924 (0.9%)

10 CJ 1.34 1/676 (0.1%) 1.47 10/924 (1.1%)
11 AK 0.76 0/843 1.19 5/1144 (0.4%)
11 CK 0.72 0/843 1.19 7/1144 (0.6%)
12 AL 0.78 0/921 1.17 6/1247 (0.5%)
12 | CL | 0.80 0/921 1.21 6,/1247 (0.5%)
13 | AM | 1.49 5/814 (0.6%) 158 | 18/1107 (1.6%)
13 | CM | 1.42 3/814 (0.4%) 159 | 12/1107 (1.1%)
14 AN 0.91 0/487 1.32 4/649 (0.6%)

14 | CN | 093 1/487 (0.2%) 1.22 3/649 (0.5%)

15 AO 0.82 0/735 1.13 1/981 (0.1%)

15 CO 0.82 0/735 1.17 3/981 (0.3%)

16 AP 0.77 0/667 1.24 4/905 (0.4%)

16 CPp 0.71 0/667 1.20 2/905 (0.2%)
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Mol | Chain | ¢\ g7 #|Z| >5 RMSZ #|Z| >5
17 AQ 0.75 0/836 1.20 3/1117 (0.3%)
17 CQ 0.76 0/836 1.24 3/1117 (0.3%)
18 AR 0.73 0/519 1.14 4/699 (0.6%)
18 CR 0.73 0/519 1.08 2/699 (0.3%)
19 AS 1.41 2/574 (0.3%) 1.47 10/781 (1.3%)
19 CS 1.43 3/574 (0.5%) 1.51 11/781 (1.4%)
20 AT 0.75 0/666 1.18 2/880 (0.2%)
20 CT 0.82 0/715 1.30 10/947 (1.1%)
21 AU 1.01 0/203 1.30 0/266
21 CU 1.14 0/203 1.34 2/266 (0.8%)
22 AX 0.93 0/637 1.27 3/864 (0.3%)
22 CcX 1.06 0/606 1.39 7/828 (0.8%)
23 BA 0.86 3/68445 (0.0%) 0.61 7/106848 (0.0%)
23 DA 0.67 0/67893 0.59 4/105980 (0.0%)
24 BB 0.65 0/2878 0.55 0/4490
24 DB 0.62 0/2878 0.55 0/4490
25 BD 1.18 6/2185 (0.3%) 1.33 15/2942 (0.5%)
25 DD 0.99 1/2186 (0.0%) 1.30 14/2944 (0.5%)
26 BE 1.16 5/1588 (0.3%) 1.34 10/2145 (0.5%)
26 DE 0.97 1/1588 (0.1%) 1.31 10/2145 (0.5%)
27 BF 1.16 3/1615 (0.2%) 1.33 17/2188 (0.8%)
27 DF 0.90 1/1615 (0.1%) 1.33 19/2188 (0.9%)
28 BG 0.76 0/1393 1.21 8/1892 (0.4%)
28 DG 0.84 0/1393 1.26 9/1892 (0.5%)
29 BH 1.00 2/1343 (0.1%) 1.28 9/1820 (0.5%)
29 DH 0.79 0/1343 1.25 6,/1820 (0.3%)
30 BI 0.82 0/1052 1.29 13/1441 (0.9%)
30 DI 0.89 0/967 1.43 13/1334 (1.0%)
31 BN 1.16 3/1139 (0.3%) 1.34 14/1538 (0.9%)
31 DN 0.89 0/1139 1.38 15/1538 (1.0%)
32 BO 1.10 2/933 (0.2%) 1.35 10/1257 (0.8%)
32 DO 0.90 0/933 1.30 10/1257 (0.8%)
33 BP 1.06 0/1148 1.31 9/1529 (0.6%)
33 DP 0.86 0/1148 1.31 7/1529 (0.5%)
34 BQ 1.08 1/1143 (0.1%) 1.27 8/1527 (0.5%)
34 DQ 0.91 0/1143 1.26 10/1527 (0.7%)
35 BR 1.12 1/982 (0.1%) 1.19 2/1312 (0.2%)
35 DR 0.94 0/982 1.18 1/1312 (0.1%)
36 BS 0.88 0/875 1.20 4/1168 (0.3%)
36 DS 0.80 0/875 1.17 4/1168 (0.3%)
37 BT 1.06 3/1077 (0.3%) 1.30 13/1444 (0.9%)
37 DT 0.89 0/1077 1.26 9/1444 (0.6%)
38 BU 1.37 2/977 (0.2%) 1.19 4/1301 (0.3%)
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Mol | Chain | ¢\ g7 #|Z| >5 RMSZ #|Z| >5
38 DU 1.00 1/977 (0.1%) 1.16 4/1301 (0.3%)
39 BV 1.09 1/782 (0.1%) 1.27 4/1049 (0.4%)
39 DV 0.90 0/782 1.25 2/1049 (0.2%)
40 BW 1.40 4/891 (0.4%) 1.19 1/1197 (0.1%)
40 DW 1.20 5/891 (0.6%) 1.21 1/1197 (0.1%)
41 BX 1.16 1/756 (0.1%) 1.14 2/1016 (0.2%)
41 DX 0.94 0/756 1.15 2/1016 (0.2%)
42 BY 1.03 1/798 (0.1%) 1.30 8/1073 (0.7%)
42 DY 0.86 0/798 1.29 9/1073 (0.8%)
43 BZ 0.91 0/1569 1.31 16,/2137 (0.7%)
43 DZ 0.87 1/1555 (0.1%) 1.30 12/2118 (0.6%)
44 BO 1.03 0/602 1.26 3/804 (0.4%)
44 DO 0.89 0/602 1.31 1/804 (0.1%)
45 B1 1.13 2/752 (0.3%) 1.23 4/1003 (0.4%)
45 D1 1.05 2/752 (0.3%) 1.22 4/1003 (0.4%)
46 B2 1.05 0/590 1.23 3/781 (0.4%)
46 D2 0.92 0/590 1.22 3/781 (0.4%)
47 B3 1.05 0/463 1.23 4/623 (0.6%)
47 D3 0.85 0/463 1.30 2/623 (0.3%)
48 B4 0.82 0/358 1.31 4/487 (0.8%)
48 D4 0.99 0/358 1.32 5/487 (1.0%)
49 B5 1.14 0/469 1.40 5/634 (0.8%)
49 D5 1.00 0/469 1.35 7/634 (1.1%)
50 B6 1.06 0/456 1.21 3/609 (0.5%)
50 D6 0.82 0/456 1.19 3/609 (0.5%)
51 B7 1.36 1/426 (0.2%) 1.39 3/561 (0.5%)
51 D7 1.13 2/426 (0.5%) 1.30 5/561 (0.9%)
52 B8 1.23 1/516 (0.2%) 1.51 8/679 (1.2%)
52 D8 1.00 0/516 1.44 6/679 (0.9%)
53 B9 1.05 0/300 1.23 1/395 (0.3%)
53 D9 0.89 1/300 (0.3%) 1.19 0/395
All All 0.81 | 95/305420 (0.0%) | 0.83 | 764/457343 (0.2%)

Chiral center outliers are detected by calculating the chiral volume of a chiral center and verifying if
the center is modelled as a planar moiety or with the opposite hand.A planarity outlier is detected
by checking planarity of atoms in a peptide group, atoms in a mainchain group or atoms of a
sidechain that are expected to be planar.

Mol | Chain | #Chirality outliers | #Planarity outliers
2 AB 0 3
2 CB 0 4
3 AC 0 3

Continued on next page...
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Mol | Chain | #Chirality outliers | #Planarity outliers
3 CcC 0 1
4 AD 0 1
4 CD 0 1
7 CG 0 2
9 Al 0 1
9 CI 0 1

10 AJ 0 2
10 CJ 0 2
13 AM 0 4
13 CM 0 2
14 AN 0 1
15 AO 0 1
15 CO 0 1
17 AQ 0 1
17 CQ 0 1
19 AS 0 1
19 CS 0 1
20 AT 0 1
20 CT 0 1
23 BA 0 1
23 DA 0 1
26 BE 0 1
26 DE 0 1
27 DF 0 1
30 DI 0 1
34 BQ 0 1
34 DQ 0 1
36 BS 0 1
36 DS 0 1
41 BX 0 1
41 DX 0 1
43 BZ 0 3
43 DZ 0 1
45 B1 0 1
45 D1 0 1
48 B4 0 1
48 D4 0 1
All All 0 56

The worst 5 of 95 bond length outliers are listed below:
Continued on next page...
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| Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A) |

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
ol B7 30 VAL | CA-CB | -9.53 1.43 1.54
45 B1 67 ILE | CA-CB | -9.22 1.49 1.54
45 D1 67 ILE | CA-CB | -8.42 1.50 1.54
13 AM 9 ILE | CA-CB | 8.13 1.64 1.54
23 BA 2055 C P-OP1 | -8.10 1.32 1.49

The worst 5 of 764 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(°)
30 DI 106 | GLY | N-CA-C | 13.70 130.21 111.03
10 AJ 52 | GLY | CA-C-N | 11.61 131.95 119.87
10 AJ 52 | GLY | C-N-CA | 11.61 131.95 119.87
52 B8 52 LYS | CA-C-N | -11.48 107.03 118.97
52 B8 52 LYS | C-N-CA | -11.48 107.03 118.97

There are no chirality outliers.

5 of 56 planarity outliers are listed below:

Mol | Chain | Res | Type | Group
AB 129 | GLU | Peptide
AB 14 | GLY | Peptide
AB 71 | VAL | Peptide
AC 19 | GLU | Peptide
AC 51 | GLY | Peptide

W DN DN DO

5.2 Too-close contacts (i)

In the following table, the Non-H and H(model) columns list the number of non-hydrogen atoms
and hydrogen atoms in the chain respectively. The H(added) column lists the number of hydrogen
atoms added and optimized by MolProbity. The Clashes column lists the number of clashes within
the asymmetric unit, whereas Symm-Clashes lists symmetry-related clashes.

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 AA 32270 0 16286 1215 0
1 CA 32185 0 16244 1269 1
2 AB 1787 0 1752 128 0
2 CB 1775 0 1743 124 0
3 AC 1450 0 1314 93 0
3 cC 1450 0 1314 126 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
4 AD 1526 0 1415 74 0
4 CD 1526 0 1415 89 0
5 AE 1105 0 1130 58 0
) CE 1105 0 1130 62 0
6 AF T 0 737 35 0
6 CF T 0 737 38 0
7 AG 1164 0 1106 88 0
7 CG 1164 0 1106 101 0
8 AH 1045 0 1033 49 0
8 CH 1045 0 1033 51 0
9 Al 852 0 742 85 0
9 CI 852 0 742 82 0

10 AJ 663 0 258 55 0
10 CJ 663 0 958 71 0
11 AK 828 0 822 28 0
11 CK 828 0 822 28 0
12 AL 905 0 916 41 0
12 CL 905 0 916 33 0
13 AM 804 0 752 59 0
13 CM 804 0 752 60 0
14 AN 478 0 497 35 0
14 CN 478 0 496 58 0
15 AO 724 0 749 35 0
15 CO 724 0 749 32 0
16 AP 651 0 638 33 0
16 CPp 651 0 638 37 0
17 AQ 823 0 891 44 0
17 CcQ 823 0 891 48 0
18 AR 014 0 230 27 0
18 CR 514 0 230 23 0
19 AS 560 0 466 46 0
19 CS 560 0 466 42 0
20 AT 665 0 731 33 0
20 CT 713 0 766 42 0
21 AU 199 0 208 32 0
21 CU 199 0 208 22 0
22 AX 631 0 540 20 0
22 CcX 601 0 485 16 0
23 BA 61112 0 30809 1223 1
23 DA 60621 0 30566 1233 0
24 BB 2573 0 1306 56 0
24 DB 2573 0 1306 55 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
25 BD 2135 0 2214 76 0
25 DD 2136 0 2218 81 0
26 BE 1555 0 1607 o4 0
26 DE 1555 0 1607 61 0
27 BF 1580 0 1621 63 0
27 DF 1580 0 1621 63 0
28 BG 1368 0 1324 81 0
28 DG 1368 0 1324 92 0
29 BH 1317 0 1376 35 0
29 DH 1317 0 1376 37 0
30 BI 1037 0 1036 60 1
30 DI 953 0 858 44 0
31 BN 1112 0 1180 35 0
31 DN 1112 0 1180 46 0
32 BO 923 0 981 27 0
32 DO 923 0 981 28 0
33 BP 1131 0 1201 47 0
33 DP 1131 0 1201 o7 0
34 BQ 1122 0 1179 47 0
34 DQ 1122 0 1179 50 0
35 BR 968 0 1033 34 0
35 DR 968 0 1033 37 0
36 BS 865 0 905 51 0
36 DS 865 0 905 51 0
37 BT 1063 0 1103 42 0
37 DT 1063 0 1103 45 0
38 BU 959 0 1019 36 0
38 DU 959 0 1019 36 0
39 BV 771 0 830 23 0
39 DV 771 0 830 26 0
40 BW 881 0 935 22 0
40 DW 881 0 935 33 0
41 BX 742 0 799 23 0
41 DX 742 0 799 28 0
42 BY 785 0 828 24 0
42 DY 785 0 828 25 0
43 BZ 1536 0 1518 53 0
43 DZ 1522 0 1511 67 0
44 BO 594 0 604 17 0
44 DO 594 0 604 16 0
45 B1 745 0 804 21 0
45 D1 745 0 804 24 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
46 B2 588 0 643 15 0
46 D2 588 0 643 19 0
47 B3 458 0 203 8 0
47 D3 458 0 503 13 0
48 B4 349 0 336 25 0
48 D4 349 0 336 29 0
49 Bb5 455 0 472 13 0
49 D5 455 0 472 14 0
50 B6 449 0 462 18 0
20 D6 449 0 462 15 0
o1 B7 418 0 467 15 0
o1 D7 418 0 467 19 0
52 B8 509 0 565 18 0
52 D8 509 0 5965 25 0
93 B9 297 0 316 8 0
93 D9 297 0 316 9 0
o4 AA 135 0 0 0 0
o4 AC 1 0 0 0 0
o4 AD 1 0 0 0 0
o4 AF 1 0 0 0 0
52 | AQ 1 0 0 0 0
o4 BO 3 0 0 0 0
o4 B1 1 0 0 0 0
o4 B2 1 0 0 0 0
o4 B3 1 0 0 0 0
o4 Bb5 2 0 0 0 0
54 B8 2 0 0 0 0
o4 B9 1 0 0 0 0
o4 BA 660 0 0 0 0
o4 BB 23 0 0 0 0
o4 BD 3 0 0 0 0
o4 BE > 0 0 0 0
o4 BF 2 0 0 0 0
o4 BG 1 0 0 0 0
o4 BP 1 0 0 0 0
54 | BQ 1 0 0 0 0
o4 BR 1 0 0 0 0
o4 BS 1 0 0 0 0
54 BT 2 0 0 0 0
o4 BV 1 0 0 0 0
o4 BW 2 0 0 0 0
o4 BZ 1 0 0 0 0

Continued on next page...
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Symm-Clashes

32

H(added) | Clashes

162

998

268

Chain | Non-H | H(model)

CA
CE

cQ
DO

D1

D5
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DA
DB

DD

DE

DF

DO
DP

DQ
DR
AD

AN

B4

Bb5

B6

B9

BY
CD
CN
D4

D5

D6

D9

DY
AA
AE

AL

AO
AP

AT
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BO

Bl
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Mol

o4
o4
o4
o4
o4
54
o4
o4
o4
o4
o4
o4
o4
o4
o4
o4
95

95

95

95

95

95

95

95

95

95

95

95

95

95

56
96
o6
o6
o6
o6
o6
56

56
o6
o6
o6
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
o6 DN 1 0 0 0 0
o6 DO D 0 0 1 0
o6 DP 10 0 0 1 0
o6 DQ 3 0 0 0 0
56 DR 2 0 0 1 0
o6 DT 2 0 0 0 0
o6 DU D 0 0 0 0
o6 DV 2 0 0 1 0
o6 DW 2 0 0 0 0
o6 DX 1 0 0 1 0
56 DY 2 0 0 0 0
All All 286308 0 187082 8441 2

The all-atom clashscore is defined as the number of clashes found per 1000 atoms (including
hydrogen atoms). The all-atom clashscore for this structure is 18.

The worst 5 of 8441 close contacts within the same asymmetric unit are listed below, sorted by
their clash magnitude.

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:AA:1441:G:H2’ | 1:AA:1459:C:N4 1.20 1.46
1:AA:1459:C:C5 | 1:AA:1460:A:N6 1.79 1.44
1:AA:1441:G:C2" | 1:AA:1459:C:N4 1.88 1.36
1:AA:1441:G:C2’ | 1:AA:1459:C:H41 1.44 1.29
1:CA:1441:G:H2’ | 1:CA:1459:C:N4 1.50 1.25

All (2) symmetry-related close contacts are listed below. The label for Atom-2 includes the sym-
metry operator and encoded unit-cell translations to be applied.

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
23:BA:1594:G:OP1 | 56:BB:323:HOH:O[1_455| 2.18 0.02
30:BI:91:SER:OG | 1:CA:368:U:0P1[3_654] 2.19 0.01

5.3 Torsion angles (i)

5.3.1 Protein backbone (i)

In the following table, the Percentiles column shows the percent Ramachandran outliers of the
chain as a percentile score with respect to all X-ray entries followed by that with respect to entries

of similar resolution.
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The Analysed column shows the number of residues for which the backbone conformation was
analysed, and the total number of residues.

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
2 AB 228/256 (89%) 199 (87%) | 28 (12%) | 1 (0%) 30 61
2 CB 227/256 (89%) 197 (87%) | 29 (13%) | 1 (0%) 30 61
3 AC 204/239 (85%) 175 (86%) | 28 (14%) | 1 (0%) 24 57
3 cC 204/239 (85%) 177 (87%) | 27 (13%)

4 AD 206/209 (99%) 190 (92%) | 16 (8%) |
4 CD 206,209 (99%) 190 (92%) | 16 (8%) |
5 | AE 146/162 (90%) | 134 (92%) | 12 (8%) 100 [100]
5 CE 146/162 (90%) 135 (92%) | 10 (7%)

6 AF 98/101 (97%) 97 (99%) 1 (1%)

6 CF 98/101 (97%) 96 (98%) 2 (2%)

7 AG 153/156 (98%) 138 (90%) | 13 (8%)

7 CG 153/156 (98%) 132 (86%) | 20 (13%) | 1 (1%) 18 49
8 AH 136,/138 (99%) 131 (96%) | 5 (4%) 0 |
8 CH 136,138 (99%) 131 (96%) | 5 (4%) 0
9 Al 123/128 (96%) 112 (91%) | 10 (8%) | 1 (1%) 16| 47
9 CI 123/128 (96%) 111 (90%) | 11 (9%) | 1 (1%) 16| 47
10 AJ 94,105 (90%) 78 (83%) | 13 (14%) | 3 (3%) 18
10 CJ 94/105 (90%) 76 (81%) | 16 (17%) | 2 (2%) 25
11 | AK | 112/120 (87%) | 106 (95%) | 6 (5%) 0 100 [2oo] |
11 | CK 112/129 (87%) | 106 (95%) | 6 (5%) 0 100 ] [100]
12 AL 120/132 (91%) 110 (92%) | 9 (8%) | 1 (1%) 16| 47
12 CL 120/132 (91%) 109 (91%) | 10 (8%) | 1 (1%) 47
13 | AM 112/126 (89%) 89 (80%) | 21 (19%) | 2 (2%) 28
13 | CM 112/126 (89%) 87 (78%) | 21 (19%) | 4 (4%) 16
14 | AN 58/61 (95%) A7 (81%) | 9 (16%) | 2 (3%) 16
14 | CN 58/61 (95%) 52 (90%) | 6 (10%) 0 100
15 | AO 86,89 (97%) 75 (87%) | 9 (10%) | 2 (2%) 23
15 | CO 86/89 (97%) 75 (87%) | 9 (10%) | 2 (2%) 23
16 | AP 80/88 (91%) 75 (94%) 4(5%) | 1(1%) 35
16 CP 80/88 (91%) 74 (92%) 5(6%) | 1(1%) 35
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
17 | AQ 97/105 (92%) 90 (93%) | 7 (7%) [100] [ 100
17 | CQ 97/105 (92%) 89 (92%) 8 (8%) |
18 | AR 66,/88 (75%) 63 (96%) | 3 (4%) [100] [ 100
18 | CR 66,/88 (75%) 63 (96%) | 3 (4%) 100 ] [100]
19 AS 79/93 (85%) 67 (85%) | 11 (14%)

19 CS 79/93 (85%) 65 (82%) | 13 (16%)

20 | AT 85,106 (80%) 78 (92%) 7 (8%)

20 | CT 95/106 (90%) 84 (88%) 8 (8%)

21 | AU 21/27 (78%) 19 (90%) | 2 (10%) 100 ] [100]
21 | cU 21/27 (78%) 20 (95%) | 1 (5%) 100 ] [100]
22 | AX 93/101 (92%) 79 (85%) | 13 (14%)

22 | CX 93/101 (92%) 84 (90%) | 9 (10%)

25 | BD 273/276 (99%) 260 (95%) | 12 (4%) | 1 (0%)

25 | DD 273/276 (99%) 259 (95%) | 13 (5%) | 1 (0%) 30 61
26 BE 202/206 (98%) 190 (94%) | 10 (5%) | 2 (1%) 12] 41
26 DE 202/206 (98%) 188 (93%) | 12 (6%) | 2 (1%) 12 41
27 BF 201/210 (96%) 195 (97%) | 6 (3%) 0 100 |
27 | DF 201/210 (96%) 193 (96%) | 7 (4%) | 1 (0%) 24 57
28 | BG 179/182 (98%) 150 (84%) | 28 (16%) | 1 (1%) 21 52
28 | DG 179/182 (98%) 150 (84%) | 29 (16%) 0 100 ] 1 100
29 | BH 172/180 (96%) 163 (95%) | 8 (5%) | 1 (1%) 21 52
29 | DH 172/180 (96%) 162 (94%) | 9 (5%) | 1 (1%) 21 52
30 BI 144,148 (97%) 121 (84%) | 21 (15%) | 2 (1%) 34
30 DI 144,148 (97%) 123 (85%) | 19 (13%) | 2 (1%) 34
31 BN 138/140 (99%) 129 (94%) | 6 (4%) | 3 (2%) 24
31 | DN 138/140 (99%) 128 (93%) | 7(5%) | 3 (2%) 24
32 BO 120/122 (98%) 117 (98%) | 3 (2%) 0 | |
32 DO 120/122 (98%) 118 (98%) | 2 (2%) 0 |
33 | BP 147/150 (98%) | 137 (93%) | 10 (7%) 0 100 ] [100]
33 DP 147/150 (98%) 136 (92%) | 11 (8%) 0 |
34 | BQ 139/141 (99%) 130 (94%) | 8 (6%) | 1 (1%) 18 49
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
34 | DQ 139/141 (99%) | 130 (94%) | 8 (6%) | 1 (1%) 18] 49
35 | BR 116/118 (98%) | 111 (96%) | 5 (4%) 0 (100 ] [100]
35 | DR 116/118 (98%) | 110 (95%) | 6 (5%) 0 [100] [ 100
36 | BS 108/112 (96%) | 101 (94%) | 7 (6%) 0 100 ] [100]
36 | DS 108/112 (96%) | 101 (94%) | 7 (6%) 0 100 ] [100]
37 BT 129/146 (88%) 127 (98%) | 2 (2%) 0 |
37 DT 129/146 (88%) 126 (98%) | 3 (2%) 0 |
38 | BU 114/118 (97%) | 114 (100%) 0 0 [100] [ 100
38 | DU 114/118 (97%) | 114 (100%) 0 0 100 ] [100]
39 BV 99/101 (98%) 93 (94%) 6 (6%) 0 |
39 DV 99/101 (98%) 94 (95%) 5 (5%) 0 |
40 | BW | 110/113 (97%) | 108 (98%) | 1 (1%) (1%)

40 | DW | 110/113 (97%) | 107 (97%) | 3 (3%) 0

41 BX 93/96 (97%) 8 (95%) 5 (5%) 0 |
41 | DX 93/96 (97%) 8 (95%) | 5 (5%) 0 [100] [ 100
42 | BY 105,/110 (96%) 4 (90%) | 10 (10%) | 1 (1%)

42 | DY 105,110 (96%) 4(90%) | 10 (10%) | 1 (1%)

43 | BZ 199/206 (97%) | 183 (92%) | 14 (7%) | 2 (1%)

43 | DZ 196/206 (95%) | 180 (92%) | 14 (7%) | 2 (1%)

4 | Bo 74/85 (87%) 72.(97%) | 2 (3%) 0

44 | DO 74/85 (87%) 73 (99%) | 1 (1%) 0

45 | Bl 95/98 (97%) 93 (98%) | 1(1%) | 1(1%)

45 | DI 95/98 (97%) 03 (98%) | 1(1%) | 1(1%)

46 | B2 68/72 (94%) 64 (94%) | 4 (6%) 0 (100 ] [100]
46 D2 68/72 (94%) 63 (93%) 5 (7%) 0 |
47 | B3 57/60 (95%) 55 (96%) | 2 (4%) 0 100 ] [100]
47 | D3 57/60 (95%) 55 (96%) | 2 (4%) 0 [100] [ 100
48 B4 44/71 (62%) 36 (82%) | 8 (18%) 0 |
48 | D4 4471 (62%) 36 (82%) | 8 (18%) 0 100 ] [100]
49 | Bs 57/60 (95%) 52 (91%) | 5 (9%) 0 [100] [ 100
49 | D5 57/60 (95%) 52 (91%) | 5 (9%) 0
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
5 | B6 51/54 (94%) 48 (94%) | 3 (6%) [100] [ 100
50 | D6 51/54 (94%) 48 (94%) | 3 (6%) 100 ] [100]
51 | BT 46/49 (94%) 43 (94%) | 2 (4%)

51 | D7 46/49 (94%) 43 (94%) | 2 (4%)

52 | B8 62/65 (95%) 59 (95%) | 3 (5%) 100 ] [100]
52 | D8 62/65 (95%) 59 (95%) | 3 (5%) [100] [ 100
53 | B9 34/37 (92%) 4 (100%) 0 100 ] [100]
53 | DY 34/37 (92%) 33 (97%) | 1 (3%) [100] [ 100
Al | ALl | 11552/12330 (94%) | 10628 (92%) | 855 (7%) | 69 (1%) | |21

5 of 69 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
20 CT 100 ILE
12 AL 28 LYS
14 AN 15 LYS
16 AP 79 VAL
12 CL 28 LYS

5.3.2 Protein sidechains (1)

In the following table, the Percentiles column shows the percent sidechain outliers of the chain as a
percentile score with respect to all X-ray entries followed by that with respect to entries of similar
resolution.

The Analysed column shows the number of residues for which the sidechain conformation was
analysed, and the total number of residues.

Mol | Chain Analysed Rotameric | Outliers | Percentiles
2 AB 178/220 (81%) 133 (75%) 45 (25%) |
2 CB 177/220 (80%) 135 (76%) 42 (24%)

3 AC 114/188 (61%) 79 (69%) 35 (31%)
3 cC 114/188 (61%) 86 (75%) 28 (25%)
4 AD 141/181 (78%) 118 (84%) 23 (16%)
4 CD 141/181 (78%) 119 (84%) 22 (16%)
5 AE 108/123 (88%) 2 (76%) 26 (24%)
5 CE 108/123 (88%) 84 (78%) 24 (22%)
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
6 | AF 76/90 (84%) | 60 (T9%) | 16 (21% |
6 CF 76/90 (84%) 57 (75%) 19 (25%
7 AG 103/127 (81%) 74 (72%) 29 (28%
7 CG 103/127 (81%) 71 (69%) 32 (31%
8 AH 103/119 (87%) 81 (79%) 22 (21%
8 CH 103/119 (87%) 83 (81%) 20 (19%
9 Al 62/99 (63%) 47 (76%) 15 (24%
9 CI 62/99 (63%) 48 (77%) 14 (23%
10 AJ 53/92 (58%) 35 (66%) 18 (34%
10 CJ 53/92 (58%) 37 (70%) 16 (30%
11 AK 81/99 (82%) 68 (84%) 13 (16%
11 CK 81/99 (82%) 68 (84%) 13 (16%
12 AL 91/109 (84%) 73 (80%) 18 (20%
12 CL 91/109 (84%) 75 (82%) 16 (18%
13 AM 64/101 (63%) 43 (67%) 21 (33%
13 CM 64/101 (63%) 48 (75%) 16 (25%
14 AN 46/50 (92%) 35 (76%) 11 (24%
14 CN 46/50 (92%) 32 (70%) 14 (30%
15 AO 77/80 (96%) 65 (84%) 12 (16%
15 CO 77/80 (96%) 64 (83%) 13 (17%
16 AP 63/74 (85%) 45 (71%) 18 (29%
16 CPp 63/74 (85%) 45 (71%) 18 (29%
17 AQ 94/97 (97%) 77 (82%) 17 (18%
17 CQ 94/97 (97%) 78 (83%) 16 (17%
18 AR 49/77 (64%) 43 (88%) 6 (12%)
18 CR 49/77 (64%) 42 (86%) 7 (14%)
19 AS 43/80 (54%) 27 (63%) 16 (37%
19 CS 43/80 (54%) 33 (77%) 10 (23%
20 AT 64/82 (78%) 52 (81%) 12 (19%
20 CT 65/82 (79%) 53 (82%) 12 (18%
21 AU 18/22 (82%) 12 (67%) 6 (33%)
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Mol | Chain Analysed Rotameric | Outliers
21 CU 18/22 (82%) 11 (61%)
22 AX 45 /87 (52%) 29 (64%)
22 CX 38/87 (44%) 22 (58%)
25 BD 215/218 (99%) 174 (81%
25 DD 215/218 (99%) 176 (82%
26 BE 163/166 (98%) 127 (78%
26 DE 163/166 (98%) 127 (78%
27 BF 159/166 (96%) 129 (81%
27 DF 159/166 (96%) 129 (81%
28 BG 128/156 (82%) 109 (85%
28 DG 128/156 (82%) 107 (84%
29 BH 141/148 (95%) 123 (87%
29 DH 141/148 (95%) 119 (84%
30 BI 98/124 (79%) 76 (78%)
30 DI 74/124 (60%) 57 (77%)
31 BN 117/119 (98%) 95 (81%)
31 DN 117/119 (98%) 92 (79%)
32 BO 98/100 (98%) 82 (84%)
32 DO 98/100 (98%) 82 (84%)
33 BP 114/116 (98%) 94 (82%)
33 DP 114/116 (98%) 94 (82%)
34 BQ 111/111 (100%) 93 (84%)
34 DQ 111/111 (100%) 93 (84%)
35 BR 101/101 (100%) 81 (80%)
35 DR 101/101 (100%) 79 (78%)
36 BS 84/88 (96%) 64 (76%)
36 DS 84/88 (96%) 67 (80%)
37 BT 110/127 (87%) 90 (82%)
37 DT 110/127 (87%) 88 (80%)
38 BU 93/94 (99%) 76 (82%)
38 DU 93/94 (99%) 77 (83%)

Percentiles
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
39 BV 80/82 (98%) 60 (75%) 20 (25%) |
39 DV 80/82 (98%) 58 (72%) 22 (28%)
40 BW 89/92 (97%) 77 (86%) 12 (14%)
40 DW 89/92 (97%) 78 (88%) 11 (12%)
41 BX 75/78 (96%) 70 (93%) 5 (7%)
41 DX 75/78 (96%) 69 (92%) 6 (8%)
42 BY 80/91 (88%) 61 (76%) 19 (24%)
42 DY 80/91 (88%) 61 (76%) 19 (24%)
43 BZ 159/179 (89%) 132 (83%) 27 (17%)
43 DZ 159/179 (89%) 131 (82%) 28 (18%)
44 BO 59/67 (88%) 51 (86%) 8 (14%)
44 DO 59/67 (88%) 51 (86%) 8 (14%)
45 B1 78/83 (94%) 65 (83%) 13 (17%)
45 D1 78/83 (94%) 65 (83%) 13 (17%)
46 B2 65/67 (97%) 54 (83%) 11 (17%)
46 D2 65/67 (97%) 54 (83%) 11 (17%)
47 B3 49/52 (94%) 42 (86%) 7 (14%)
47 D3 49/52 (94%) 41 (84%) 8 (16%)
48 B4 39/63 (62%) 31 (80%) 8 (20%)
48 D4 39/63 (62%) 31 (80%) 8 (20%)
49 B5 50/52 (96%) 43 (86%) 7 (14%)
49 D5 50/52 (96%) 42 (84%) 8 (16%)
50 B6 50/52 (96%) 37 (74%) 13 (26%)
50 D6 50/52 (96%) 39 (78%) 11 (22%)
51 B7 41/42 (98%) 34 (83%) 7 (17%)
51 D7 41/42 (98%) 34 (83%) 7 (17%)
52 B8 52/55 (94%) 41 (79%) 11 (21%)
52 D8 52/55 (94%) 41 (79%) 11 (21%)
53 B9 32/34 (94%) 27 (84%) 5 (16%)
53 D9 32/34 (94%) 26 (81%) 6 (19%)
All All 8775/10240 (86%) | 7015 (80%) | 1760 (20%)
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5 of 1760 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
2 CB 212 GLN
13 CM 74 VAL
53 D9 2 LYS
39 DV 73 SER
3 CcC 188 LEU

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 139

such sidechains are listed below:

Mol | Chain | Res | Type
28 DG 108 ASN
30 DI 105 HIS
38 DU 104 GLN
30 BI 133 HIS
30 BI 74 ASN

5.3.3 RNA (D)

Mol | Chain Analysed Backbone Outliers | Pucker Outliers
1 AA | 1499/1522 (98%) 386 (25%) 33 (2%)
1 CA | 1495/1522 (98%) 397 (26%) 34 (2%)
23 BA | 2833/2913 (97%) 614 (21%) 60 (2%)
23 DA | 2807/2913 (96%) 604 (21%) 56 (1%)
24 BB 119/122 (97%) 25 (21%) 0
24 DB 119/122 (97%) 26 (21%) 0
All All 8872/9114 (97%) 2052 (23%) 183 (2%)

5 of 2052 RNA backbone outliers are listed below:

Mol | Chain | Res | Type
1 AA 5 U
1 AA 6 G
1 AA 7 G
1 AA 9 G
1 AA 32 A

5 of 183 RNA pucker outliers are listed below:

Mol

Chain

Res | Type

1

CA

1201 A

Continued on next page...



https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#rna

Page 76 wwPDB X-ray Structure Validation Summary Report

4V8H

Continued from previous page...

Mol | Chain | Res | Type
23 DA 764
1 CA 1280
23 DA 249
23 DA 1049

Q| Q| »| >

5.4 Non-standard residues in protein, DNA, RNA chains (i)

There are no non-standard protein/DNA /RNA residues in this entry.

5.5 Carbohydrates (i)

There are no oligosaccharides in this entry.

5.6 Ligand geometry (i)

Of 1662 ligands modelled in this entry, 1662 are monoatomic - leaving 0 for Mogul analysis.
There are no bond length outliers.

There are no bond angle outliers.

There are no chirality outliers.

There are no torsion outliers.

There are no ring outliers.

No monomer is involved in short contacts.

5.7 Other polymers (i)

There are no such residues in this entry.

5.8 Polymer linkage issues (i)

There are no chain breaks in this entry.
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6 Fit of model and data (i)

6.1 Protein, DNA and RNA chains (i)

In the following table, the column labelled ‘#RSRZ> 2’ contains the number (and percentage)
of RSRZ outliers, followed by percent RSRZ outliers for the chain as percentile scores relative to
all X-ray entries and entries of similar resolution. The OWAB column contains the minimum,
median, 95" percentile and maximum values of the occupancy-weighted average B-factor per
residue. The column labelled ‘Q< 0.9” lists the number of (and percentage) of residues with an
average occupancy less than 0.9.

Mol | Chain Analysed <RSRZ> #RSRZ>2 OWAB(A?) [Q<0.9
1 AA | 1501/1522 (98%) 0.19 34 (2%) 61 39 | 47,95, 155, 169 0
1 CA 1497/1522 (98%) 0.12 37 (2%) 58 37 | 50,96, 158, 171 0
2 AB 230/256 (89%) 0.57 14 (6%) 27 15| | 87,114, 134, 148 0
2 CB 229/256 (89%) 0.81 26 (11%) 92, 116, 136, 149 0
3 AC 206,239 (86%) 0.67 14 (6%) ' 23 |12} | 85,109, 127, 136 0
3 cC 206,/239 (86%) 0.75 12 (5%) 29 16| | 94, 120, 143, 158 0
4 AD 208,/209 (99%) 0.97 24 (11%) | 9| 75, 94, 114, 125 0
4 CD 208,/209 (99%) 0.90 20 (9%) 76, 93, 114, 124 0
5 AE 148/162 (91%) 0.17 4 (2%) 56 35 66, 86, 103, 125 0
5 CE 148/162 (91%) 0.46 7 (4%) 36 |19 69, 88, 104, 127 0
6 AF 100/101 (99%) 0.16 1(1%) 79! 61 67, 82, 100, 116 0
6 CF 100/101 (99%) 0.28 1(1%) 79! 61 70, 86, 103, 117 0
7 AG 155/156 (99%) 1.59 52 (33%) 0] | 113, 139, 153, 159 0
7 CG 155/156 (99%) 1.42 41 (26%) 122, 137, 149, 159 0
8 AH 138/138 (100%) 0.60 8 (5%) 29 |16 71, 90, 100, 110 0
8 CH 138,138 (100%) 0.63 4 (2%) 71, 92, 103, 113 0
9 Al 125/128 (97%) 1.36 29 (23% 110, 137, 149, 154 | 0
9 CI 125/128 (97%) 2.19 64 (51% 115, 139, 152, 163 0
10 AJ 96,105 (91%) 0.98 13 (13% 92, 126, 141, 147 0
10 CJ 96,105 (91%) 1.67 36 (37% 108, 134, 150, 160 0
11 | AK 114/129 (88%) 0.21 2 (1%) 67 47 60, 86, 108, 120 0
11 | CK 114/129 (88%) 0.24 3(2%) 57 36 63, 89, 107, 126 0
12 AL 122/132 (92%) 0.58 7 (5%) 29 |16 62, 77, 95, 112 0
12 | oL 122/132 (92%) 0.64 | 10 (8%) 117110 | 63, 77, 96, 109 0

Continued on next page...
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Mol | Chain Analysed <RSRZ> #RSRZ>2 OWAB(A?) Q<0.9
13 AM 114/126 (90%) 1.37 112, 139, 150, 153 0
13 | CM 114/126 (90%) 1.42 116, 140, 151,160 | 0
14 | AN 60/61 (98%) 1.33 93, 118, 131, 144 0
14 | CN 60/61 (98%) 1.56 103, 122, 134, 139 0
15 AO 88/89 (98%) 0.29 63, 85, 103, 113 0
15 CcO 88/89 (98%) 0.24 1 (1%) 78 59 63, 85, 105, 111 0
16 AP 82/88 (93%) 1.02 10 (12%) | 8 76, 88, 110, 120 0
16 | CP 82/88 (93%) 0.97 7 (8%) 73, 85, 105, 117 0
17 | AQ 99,105 (94%) 0.41 3(3%) 52 31 68, 82, 102, 106 0
17 CQ 99/105 (94%) 0.42 2 (2%) 65 44 69, 83, 101, 108 0
18 | AR 68/88 (T7%) 0.12 71, 82, 105, 112 0
18 CR 68/88 (77%) 0.04 75, 85, 105, 117 0
19 AS 81/93 (87%) 1.65 113, 138, 147, 152 0
19 | CS 81/93 (87%) 1.34 114, 140, 150, 153 | 0
20 | AT 87/106 (82%) 0.92 75, 88, 103, 111 0
20 CT 97/106 (91%) 0.66 72, 86, 105, 115 0
21 | AU 23/27 (85%) 3.01 128,136, 145,154 | 0
21 CU 23/27 (85%) 2.96 129, 137, 148, 150 0
22 | AX 95/101 (94%) 0.76 8% 1719 69, 94, 115, 123 0
22 | CX 95/101 (94%) 1.07 12 (12%) |81 4] | 88, 106, 129, 145 0
23 BA 2837/2913 (97%) -0.46 27 (0%) | 791 61 26, 47, 132, 176 0
23 DA 2814/2913 (96%) -0.47 27 (0%) | 7 61 28, 50, 133, 176 0
24 BB 120/122 (98%) -0.04 1(0%) 82} 65 43, 72, 93, 110 0
24 DB 120/122 (98%) 0.34 6 (5%) 34 |18 48, 81, 106, 117 0
25 | BD 275,276 (99%) -0.14 2 (0%) 68 29, 45, 63, 113 0
25 | DD 275 /276 (99%) -0.19 1(0%) | 88| 76 30, 47, 66, 116 0
26 | BE 204,/206 (99%) -0.13 3(1%) 72 52 28, 49, 72, 95 0
26 DE 204/206 (99%) -0.21 2 (0%) 179 61 29, 50, 76, 95 0
27 | BF 203,210 (96%) -0.06 1 (0%) 73 29, 54, 88, 111 0
27 DF 203/210 (96%) -0.08 0 m 31, 59, 90, 112 0
28 | BG 181/182 (99%) 0.71 0(5%) 30 |16| | 76, 110, 133, 144 0

Continued on next page...
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Mol | Chain Analysed <RSRZ> #RSRZ>2 OWAB(A?) Q<0.9
28 DG 181/182 (99%) 1.14 30 (16%) 86, 117, 138, 148 0
29 BH 174/180 (96%) 0.37 7 (4%) 42 23 54, 73, 94, 110 0
29 DH 174/180 (96%) 0.52 5(2%) 53 32 65, 82, 101, 119 0
30 BI 146/148 (98%) 0.06 5(3%) 48 28 54, 81, 99, 115 0
30 DI 146/148 (98%) 0.35 4 (2%) 56 35 56, 89, 108, 120 0
31 BN 140/140 (100%) -0.02 1(0%) 84} 68 38, 49, 78, 92 0
31 DN 140/140 (100%) -0.06 1(0%) 84} 68 40, 54, 82, 96 0
32 BO 122/122 (100%) -0.20 1 (0%) 35, 50, 69, 77 0
32 DO 122/122 (100%) -0.32 0 36, 52, 69, 77 0
33 BP 149/150 (99%) 0.14 1 (0%) 30, 58, 89, 105 0
33 DP 149/150 (99%) 0.13 1 (0%) 31, 62, 92, 112 0
34 BQ 141/141 (100%) 0.01 2 (1%) 73 39, 54, 71, 83 0
34 DQ 141/141 (100%) 0.05 1 (0%) |8_4r 68 41, 58, 77, 88 0
35 BR 118/118 (100%) -0.17 1(0%) 821 65 34, 44, 58, 77 0
35 DR 118/118 (100%) -0.10 0 §100§ 100 36, 47, 62, 78 0
36 BS 110/112 (98%) 0.20 2 (1%) 67 47 50, 69, 89, 96 0
36 DS 110/112 (98%) 0.64 5 (4%) 38 120 55, 74, 94, 102 0
37 BT 131/146 (89%) 0.03 3(2%) 61 39 43, 55, 92, 119 0
37 DT 131/146 (89%) -0.00 3(2%) 61 39 46, 57, 93, 128 0
38 | BU | 116/118 (98%) 20.09 o [200] [Zo0] 32, 44, 62, 71 0
38 DU 116/118 (98%) -0.05 1(0%) 817 63 34, 48, 66, 73 0
39 BV 101/101 (100%) -0.09 1(0%) 1791 61 29, 56, 79, 103 0
39 DV 101/101 (100%) -0.15 0 §100§§100 32, 62, 85, 103 0
40 BW 112/113 (99%) -0.28 0 §100§f100 33, 40, 62, 103 0
40 DW 112/113 (99%) -0.23 1(0%) 1811 63 35, 42, 67, 105 0
41 BX 95/96 (98%) 0.07 0 §100§ 100 38, 49, 72, 88 0
41 DX 95/96 (98%) 0.10 2 (2%) 63 42 41, 52, 77, 90 0
42 BY 107/110 (97%) 0.29 2 (1%) 66 45 47, 61, 85, 108 0
42 DY 107/110 (97%) 0.56 5 (4%) 36 |19 52, 65, 89, 113 0
43 BZ 201/206 (97%) 0.28 4 (1%) 65 44 53, 76, 99, 122 0
43 DZ 198/206 (96%) 0.29 2 (1%) 179 61 62, 81, 102, 121 0

Continued on next page...
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Mol | Chain Analysed <RSRZ> #RSRZ>2 OWAB(A?) Q<0.9
44 B0 76/85 (89%) -0.03 0 | 39, 48, 64, 91 0
44 DO 76/85 (89%) 0.09 0 | 43, 52, 66, 92 0
45 B1 97/98 (98%) -0.04 1 (1%) (79 61 36, 48, 82, 97 0
45 D1 97/98 (98%) -0.01 3(3%) 51 30 36, 51, 83, 98 0
46 B2 70/72 (97%) 0.25 3 (4%) 40 22 46, 60, 76, 107 0
46 D2 70/72 (97%) 0.39 4 (5%) 29 |16 50, 64, 81, 103 0
47 B3 59/60 (98%) 0.14 1 (1%) 69 48 38, 49, 86, 97 0
47 D3 59/60 (98%) 0.18 1 (1%) 69 48 41, 53, 93, 102 0
48 B4 46/71 (64%) 0.21 1(2%) 62 41 | 101, 129, 144, 148 0
48 D4 46/71 (64%) 0.70 1( 113, 133, 144, 152 0
49 B5 59/60 (98%) -0.28 0 | 100 30, 45, 66, 80 0
49 D5 59/60 (98%) -0.23 0 |- 32, 47, 68, 81 0
50 B6 53/54 (98%) -0.35 0 |- 42, 51, 70, 79 0
50 D6 53/54 (98%) -0.19 0 |- 43, 54, 72, 82 0
51 B7 48/49 (97%) -0.11 2 (4%) 40 22 30, 34, 55, 80 0
51 D7 48/49 (97%) -0.12 1(2%) 63 42 32, 35, 58, 84 0
52 B8 64,65 (98%) -0.07 38, 43, 52, 70 0
52 DS 64,65 (98%) 0.06 40, 45, 55, 70 0
53 B9 36/37 (97%) 0.17 44, 55, 62, 73 0
53 D9 36/37 (97%) 0.59 47,59, 68, 75 0
All | Al | 20641/21444 (96%) 0.13 884 (4%) 40 22| 26,71, 144, 176 0

The worst 5 of 884 RSRZ outliers are listed below:

Mol | Chain | Res | Type | RSRZ
8 CH 1 MET 8.3
9 CI 40 | LEU 7.2
8 AH 1 MET 6.9
21 AU 14 TRP 6.1
7 CG 8 GLU 6.0

6.2 Non-standard residues in protein, DNA, RNA chains (i)

There are no non-standard protein/DNA/RNA residues in this entry.
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6.3 Carbohydrates (i)

There are no oligosaccharides in this entry.

6.4 Ligands (i)

In the following table, the Atoms column lists the number of modelled atoms in the group and the
number defined in the chemical component dictionary. The B-factors column lists the minimum,
median, 95" percentile and maximum values of B factors of atoms in the group. The column
labelled ‘Q< 0.9’ lists the number of atoms with occupancy less than 0.9.

Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
o4 MG AA 1669 1/1 0.32 0.23 | 103,103,103,103
54 MG DA 3276 1/1 0.47 0.52 60,60,60,60
o4 MG CA 1664 1/1 0.54 0.31 80,80,80,80
o4 MG CA 1684 1/1 0.55 0.36 91,91,91,91
54 MG AA 1625 1/1 0.56 0.30 79,79,79,79
54 MG CA 1633 1/1 0.57 0.29 TT0T0T,T7
54 MG AA 1607 1/1 0.59 0.27 78,78,78,78
54 MG DO 201 1/1 0.59 0.13 | 120,120,120,120
54 MG AA 1705 1/1 0.60 0.16 97,97,97,97
o4 MG CA 1652 1/1 0.62 0.24 76,76,76,76
54 MG BA 3037 1/1 0.63 0.32 75,75,75,75
54 MG BA 3237 1/1 0.63 0.18 71,71,71,71
54 MG BA 3236 1/1 0.64 0.22 66,66,66,66
54 MG DA 3464 1/1 0.64 0.19 89,89,89,89
54 MG BA 3038 1/1 0.64 0.39 76,76,76,76
54 MG BA 3060 1/1 0.65 0.25 54,54,54,54
o4 MG CA 1608 1/1 0.65 0.33 93,93,93,93
54 MG DA 3091 1/1 0.65 0.19 55,55,55,55
54 MG DA 3268 1/1 0.66 0.38 54,54,54,54
54 MG DA 3557 1/1 0.67 0.18 | 103,103,103,103
54 MG BA 3655 1/1 0.67 0.11 | 104,104,104,104
54 MG CA 1632 1/1 0.68 0.19 69,69,69,69
o4 MG BA 3113 1/1 0.68 0.19 60,60,60,60
o4 MG DA 3167 1/1 0.68 0.17 51,561,51,51
54 MG CA 1680 1/1 0.68 0.22 78,78,78,78
54 MG CA 1604 1/1 0.69 0.32 81,81,81,81
54 MG AA 1712 1/1 0.69 0.29 86,86,86,86
54 MG AA 1619 1/1 0.69 0.29 86,86,86,86
54 MG DA 3297 1/1 0.70 0.21 78,78,78,78
o4 MG DA 3247 1/1 0.70 0.28 67,67,67,67
o4 MG DA 3532 1/1 0.70 0.11 | 116,116,116,116
54 MG CA 1642 1/1 0.70 0.23 87,87,87,87 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 3030 1/1 0.70 0.18 55,55,55,55 0
54 MG AA | 1666 1/1 0.71 0.23 74,74,74,74 0
54 MG DA | 3328 1/1 0.71 0.35 57,57,57,57 0
54 MG DA | 3187 1/1 0.71 0.12 71,71,71,71 0
54 MG DA | 3066 1/1 0.71 0.16 62,62,62,62 0
o4 MG AA | 1616 1/1 0.71 0.11 92,92,92,92 0
54 MG DA | 3165 1/1 0.71 0.24 60,60,60,60 0
54 MG AA | 1618 1/1 0.72 0.21 94,94,94,94 0
54 MG CA | 1649 1/1 0.72 0.31 66,66,66,66 0
54 MG CA | 1753 1/1 0.72 0.13 86,86,86,86 0
54 MG AA ] 1640 1/1 0.73 0.27 58,58,58,58 0
o4 MG AA ] 1620 1/1 0.73 0.29 65,65,65,65 0
o4 MG BA | 3014 1/1 0.73 0.10 65,65,65,65 0
o4 MG AA | 1637 1/1 0.73 0.26 84,84,84,84 0
54 MG DA | 3236 1/1 0.73 0.24 47474747 0
54 MG CA | 1626 1/1 0.73 0.32 62,62,62,62 0
54 MG CA | 1655 1/1 0.73 0.20 98,98,98,98 0
54 MG AA | 1613 1/1 0.74 0.28 65,65,65,65 0
o4 MG DA | 3525 1/1 0.74 0.09 | 106,106,106,106 0
o4 MG CA | 1717 1/1 0.74 0.12 | 110,110,110,110 0
54 MG AA | 1622 1/1 0.74 0.28 81,81,81,81 0
54 MG DA | 3434 1/1 0.74 0.14 60,60,60,60 0
54 MG BA | 3305 1/1 0.75 0.31 69,69,69,69 0
54 MG BA | 3512 1/1 0.75 0.17 | 109,109,109,109 0
54 MG BA | 3261 1/1 0.75 0.26 34,34,34,34 0
o4 MG CA | 1661 1/1 0.75 0.31 67,67,67,67 0
o4 MG DA | 3123 1/1 0.75 0.28 53,53,53,53 0
54 MG CA | 1677 1/1 0.76 0.14 64,64,64,64 0
54 MG DA | 3073 1/1 0.76 0.28 68,68,68,68 0
54 MG BA | 3337 1/1 0.76 0.10 49,49,49.49 0
54 MG BA | 3104 1/1 0.76 0.28 63,63,63,63 0
54 MG CA | 1692 1/1 0.76 0.37 86,86,86,86 0
o4 MG CA | 1699 1/1 0.76 0.15 83,83,83,83 0
54 MG DA | 3486 1/1 0.76 0.18 64,64,64,64 0
54 MG DA | 3179 1/1 0.76 0.25 68,68,68,68 0
54 MG BA | 3287 1/1 0.76 0.17 44,44,44 44 0
54 MG BB 219 1/1 0.76 0.10 | 105,105,105,105 0
54 MG AA | 1645 1/1 0.76 0.20 60,60,60,60 0
o4 MG D5 101 1/1 0.76 0.14 52,52,52,52 0
o4 MG BA | 3048 1/1 0.77 0.20 68,68,68,68 0
54 MG CA | 1697 1/1 0.77 0.10 57,57,57,57 0
54 MG DA | 3189 1/1 0.77 0.10 84,84,84,84 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG AA | 1614 1/1 0.77 0.24 56,56,56,56 0
54 MG DA | 3497 1/1 0.77 0.15 83,83,83,83 0
54 MG BB 204 1/1 0.77 0.18 52,52,52,52 0
54 MG CA | 1637 1/1 0.77 0.33 73,73,73,73 0
54 MG CA | 1656 1/1 0.77 0.25 86,86,86,86 0
o4 MG DA | 3582 1/1 0.77 0.16 63,63,63,63 0
54 MG DA | 3177 1/1 0.77 0.24 88,88,88,88 0
54 MG DA | 3301 1/1 0.77 0.29 50,50,50,50 0
54 MG CA | 1663 1/1 0.78 0.28 64,64,64,64 0
54 MG BA | 3079 1/1 0.78 0.17 50,50,50,50 0
54 MG CA | 1667 1/1 0.78 0.27 70T 0
o4 MG CA | 1676 1/1 0.78 0.18 73,73,73,73 0
o4 MG CA | 1614 1/1 0.78 0.15 85,85,85,85 0
o4 MG DB 204 1/1 0.78 0.30 74,74,74,74 0
54 MG CA | 1737 1/1 0.78 0.12 89,89,89,89 0
54 MG CA | 1662 1/1 0.78 0.32 75,75,75,75 0
54 MG AA | 1674 1/1 0.79 0.38 63,63,63,63 0
54 MG DA | 3278 1/1 0.79 0.11 83,83,83,83 0
o4 MG AA | 1702 1/1 0.79 0.14 68,68,68,68 0
o4 MG DA | 3130 1/1 0.79 0.22 47.47,47,47 0
54 MG DA | 3146 1/1 0.79 0.16 44,44,44,44 0
54 MG CA | 1607 1/1 0.79 0.23 50,50,50,50 0
54 MG CA | 1735 1/1 0.79 0.26 69,69,69,69 0
54 MG BA | 3174 1/1 0.79 0.14 32,32,32,32 0
54 MG CA | 1740 1/1 0.79 0.29 68,68,68,68 0
o4 MG DA | 3521 1/1 0.79 0.12 86,86,86,86 0
o4 MG BA | 3513 1/1 0.79 0.14 86,86,86,86 0
54 MG BA | 3593 1/1 0.79 0.14 84,84,84,84 0
o4 MG DA | 3218 1/1 0.79 0.41 62,62,62,62 0
o4 MG BA | 3194 1/1 0.79 0.27 63,63,63,63 0
54 MG BA | 3301 1/1 0.79 0.40 75,75,75,75 0
54 MG DA | 3257 1/1 0.79 0.33 56,56,56,56 0
54 MG DA | 3075 1/1 0.79 0.18 58,58,58,58 0
54 MG DA | 3188 1/1 0.80 0.09 69,69,69,69 0
o4 MG BA | 3232 1/1 0.80 0.17 64,64,64,64 0
o4 MG AA | 1678 1/1 0.80 0.35 74,74,74,74 0
o4 MG BA | 3582 1/1 0.80 0.11 79,79,79,79 0
54 MG CA | 1668 1/1 0.80 0.24 87,87,87,87 0
54 MG AA | 1692 1/1 0.80 0.18 | 144,144,144,144 0
54 MG AA | 1651 1/1 0.80 0.23 60,60,60,60 0
54 MG CA | 1629 1/1 0.80 0.18 87,87,87,87 0
o4 MG DA | 3567 1/1 0.80 0.18 46,46,46,46 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 3020 1/1 0.80 0.29 56,56,56,56 0
54 MG BA | 3367 1/1 0.80 0.15 71,71,71,71 0
54 MG DA | 3048 1/1 0.80 0.11 40,40,40,40 0
54 MG BA | 3470 1/1 0.80 0.18 60,60,60,60 0
54 MG BA | 3196 1/1 0.81 0.15 46,46,46,46 0
o4 MG AA | 1663 1/1 0.81 0.40 64,64,64,64 0
54 MG AA | 1731 1/1 0.81 0.10 | 119,119,119,119 0
54 MG CA | 1616 1/1 0.81 0.25 58,58,58,58 0
54 MG DA | 3116 1/1 0.81 0.18 43,43,43,43 0
54 MG CA | 1756 1/1 0.81 0.21 80,80,80,80 0
54 MG DA | 3221 1/1 0.81 0.24 51,51,51,51 0
o4 MG DA | 3127 1/1 0.81 0.23 56,56,56,56 0
o4 MG CA | 1758 1/1 0.81 0.11 84,84,84,84 0
o4 MG DA | 3254 1/1 0.81 0.26 64,64,64,64 0
54 MG BB 212 1/1 0.81 0.20 60,60,60,60 0
54 MG BA | 3195 1/1 0.81 0.24 60,60,60,60 0
54 MG BA | 3238 1/1 0.81 0.25 53,53,53,53 0
54 MG DA | 3277 1/1 0.81 0.19 70T 0
o4 MG DA | 3172 1/1 0.81 0.21 64,64,64,64 0
o4 MG DO 202 1/1 0.81 0.12 39,39,39,39 0
54 MG DA | 3280 1/1 0.81 0.16 58,58,58,58 0
54 MG DA | 3324 1/1 0.82 0.10 51,51,51,51 0
54 MG AA | 1688 1/1 0.82 0.14 96,96,96,96 0
54 MG DA | 3400 1/1 0.82 0.19 66,66,66,66 0
54 MG AA | 1611 1/1 0.82 0.07 83,83,83,83 0
o4 MG AA | 1626 1/1 0.82 0.08 71,71,71,71 0
54 MG DA | 3157 1/1 0.82 0.19 44,44,44 44 0
54 MG DA | 3058 1/1 0.82 0.20 58,58,58,58 0
54 MG BA | 3109 1/1 0.82 0.33 62,62,62,62 0
54 MG DA | 3071 1/1 0.82 0.13 44,4444 44 0
54 MG CA | 1601 1/1 0.82 0.19 45,45,45,45 0
54 MG AA ] 1635 1/1 0.82 0.15 61,61,61,61 0
o4 MG DA | 3184 1/1 0.82 0.09 46,46,46,46 0
54 MG CA | 1660 1/1 0.82 0.31 70,70,70,70 0
54 MG DA | 3282 1/1 0.82 0.17 64,64,64,64 0
54 MG AA | 1684 1/1 0.82 0.32 60,60,60,60 0
54 MG CA | 1636 1/1 0.82 0.32 59,59,59,59 0
54 MG DA | 3321 1/1 0.82 0.24 51,51,51,51 0
o4 MG CA | 1641 1/1 0.83 0.19 52,52,52,52 0
o4 MG DA | 3131 1/1 0.83 0.22 56,56,56,56 0
54 MG BA | 3146 1/1 0.83 0.22 65,65,65,65 0
54 MG DA | 3238 1/1 0.83 0.32 56,56,56,56 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG AA | 1604 1/1 0.83 0.17 73,73,73,73 0
54 MG DA | 3481 1/1 0.83 0.27 61,61,61,61 0
54 MG DA | 3164 1/1 0.83 0.22 56,56,56,56 0
54 MG DA | 3496 1/1 0.83 0.14 66,66,66,66 0
54 MG DA | 3059 1/1 0.83 0.10 45,45,45,45 0
o4 MG CA | 1739 1/1 0.83 0.13 87,87,87,87 0
54 MG DA | 3275 1/1 0.83 0.17 47.47,47,47 0
54 MG DA | 3168 1/1 0.83 0.24 42,42.42 /42 0
54 MG CA | 1683 1/1 0.83 0.27 | 100,100,100,100 0
54 MG DA | 3564 1/1 0.83 0.16 61,61,61,61 0
54 MG CA | 1742 1/1 0.83 0.09 | 113,113,113,113 0
o4 MG BA | 3123 1/1 0.83 0.17 43,43,43,43 0
o4 MG CA | 1653 1/1 0.83 0.36 57,57,57,57 0
54 MG BS 201 1/1 0.83 0.19 49,49,49,49 0
54 MG CE 201 1/1 0.83 0.29 7T 0
54 MG CA | 1640 1/1 0.83 0.25 82,82,82,82 0
54 MG BA | 3231 1/1 0.84 0.19 A47.47,47.47 0
54 MG AA | 1726 1/1 0.84 0.15 86,86,86,86 0
o4 MG DA | 3147 1/1 0.84 0.26 54,54,54,54 0
o4 MG BA | 3399 1/1 0.84 0.10 43,43,43,43 0
54 MG CA | 1646 1/1 0.84 0.24 59,59,59,59 0
54 MG DA | 3283 1/1 0.84 0.21 61,61,61,61 0
54 MG DA | 3002 1/1 0.84 0.12 69,69,69,69 0
54 MG BA | 3438 1/1 0.84 0.13 65,65,65,65 0
54 MG AA | 1632 1/1 0.84 0.20 71,71,71,71 0
o4 MG CA | 1685 1/1 0.84 0.45 71,71,71,71 0
o4 MG DA | 3049 1/1 0.84 0.15 49,49,49,49 0
54 MG CA | 1686 1/1 0.84 0.18 61,61,61,61 0
54 MG BA | 3063 1/1 0.84 0.20 54,54,54,54 0
54 MG DA | 3062 1/1 0.84 0.26 49,49,49.49 0
54 MG DA | 3478 1/1 0.84 0.18 87,87,87,87 0
54 MG DA | 3063 1/1 0.84 0.33 60,60,60,60 0
o4 MG CA | 1693 1/1 0.84 0.41 59,59,59,59 0
54 MG DA | 3193 1/1 0.84 0.14 40,40,40,40 0
54 MG DA | 3212 1/1 0.84 0.32 75,75,75,75 0
54 MG AA | 1608 1/1 0.84 0.35 67,67,67,67 0
54 MG CA | 1625 1/1 0.84 0.32 63,63,63,63 0
54 MG BA | 3239 1/1 0.84 0.27 67,67,67,67 0
o4 MG DA | 3546 1/1 0.84 0.22 64,64,64,64 0
54 MG BA | 3100 1/1 0.84 0.10 42,42,42 42 0
54 MG DA | 3096 1/1 0.84 0.44 59,59,59,59 0
54 MG AA | 1624 1/1 0.84 0.35 70,70,70,70 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 3569 1/1 0.84 0.10 | 104,104,104,104 0
54 MG AA | 1673 1/1 0.84 0.39 60,60,60,60 0
54 MG DA | 3258 1/1 0.84 0.24 52,52,52,52 0
54 MG DA | 3265 1/1 0.84 0.22 44,4444 44 0
54 MG BA | 3197 1/1 0.84 0.24 41,41,41,41 0
54 MG BA | 3307 1/1 0.84 0.12 44,44,44 44 0
54 MG AA ] 1699 1/1 0.85 0.10 99,99,99,99 0
54 MG DA | 3125 1/1 0.85 0.20 50,50,50,50 0
54 MG BA | 3128 1/1 0.85 0.18 49,49,49.49 0
54 MG DA | 3231 1/1 0.85 0.17 36,36,36,36 0
54 MG DA | 3401 1/1 0.85 0.14 | 108,108,108,108 0
o4 MG DA | 3232 1/1 0.85 0.39 57,57,57,57 0
o4 MG BA | 3094 1/1 0.85 0.21 54,54,54,54 0
o4 MG BA | 3347 1/1 0.85 0.11 94,94,94,94 0
54 MG BA | 3039 1/1 0.85 0.12 32,32,32,32 0
54 MG BA | 3368 1/1 0.85 0.11 53,53,53,53 0
54 MG BA | 3384 1/1 0.85 0.07 88,88,88,88 0
54 MG BA | 3189 1/1 0.85 0.16 41,41,41,41 0
o4 MG DA | 3262 1/1 0.85 0.20 53,53,53,53 0
o4 MG BA | 3102 1/1 0.85 0.29 44,44,44 44 0
54 MG BA | 3241 1/1 0.85 0.19 65,65,65,65 0
54 MG CA | 1624 1/1 0.85 0.31 63,63,63,63 0
54 MG CA | 1716 1/1 0.85 0.13 | 102,102,102,102 0
54 MG DA | 3561 1/1 0.85 0.13 71,71,71,71 0
54 MG AA | 1686 1/1 0.85 0.12 68,68,68,68 0
o4 MG BA | 3264 1/1 0.85 0.30 41,41,41,41 0
o4 MG BA | 3273 1/1 0.85 0.33 37,37,37,37 0
54 MG AA | 1660 1/1 0.85 0.36 80,80,80,80 0
54 MG AA | 1671 1/1 0.85 0.22 67,67,67,67 0
54 MG DB 207 1/1 0.85 0.20 57,57,57,57 0
54 MG BA | 3658 1/1 0.85 0.11 | 114,114,114,114 0
54 MG CA | 1672 1/1 0.85 0.19 66,66,66,66 0
54 MG DA | 3303 1/1 0.85 0.33 34,34,34,34 0
54 MG DA | 3153 1/1 0.86 0.17 58,58,58,58 0
54 MG BA | 3258 1/1 0.86 0.28 55,55,55,55 0
54 MG BA | 3185 1/1 0.86 0.25 51,51,51,51 0
54 MG AA | 1661 1/1 0.86 0.21 55,55,55,55 0
54 MG BA | 3015 1/1 0.86 0.22 48,48,48,48 0
o4 MG DA | 3287 1/1 0.86 0.23 57,57,57,57 0
o4 MG DA | 3028 1/1 0.86 0.21 67,67,67,67 0
54 MG BA | 3280 1/1 0.86 0.26 46,46,46,46 0
54 MG DA | 3040 1/1 0.86 0.16 48,48,48,48 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 3310 1/1 0.86 0.27 28,28,28,28 0
54 MG DA | 3316 1/1 0.86 0.27 69,69,69,69 0
54 MG BA | 3016 1/1 0.86 0.11 47474747 0
54 MG DA | 3181 1/1 0.86 0.18 49,49,49.,49 0
54 MG DA | 3326 1/1 0.86 0.16 46,46,46,46 0
o4 MG BA | 3288 1/1 0.86 0.11 66,66,66,66 0
54 MG DA | 3185 1/1 0.86 0.14 57,57,57,57 0
54 MG BA | 3030 1/1 0.86 0.08 48,48,48,48 0
54 MG AA | 1679 1/1 0.86 0.17 44,44,44 44 0
54 MG BB 206 1/1 0.86 0.17 57,57,57,57 0
54 MG BB 207 1/1 0.86 0.18 52,52,52,52 0
o4 MG DA | 3196 1/1 0.86 0.36 58,58,58,58 0
o4 MG AA | 1636 1/1 0.86 0.18 79,79,79,79 0
o4 MG AA | 1650 1/1 0.86 0.33 53,53,53,53 0
54 MG CA | 1707 1/1 0.86 0.11 94,94,94,94 0
54 MG BA | 3340 1/1 0.86 0.09 79,79,79,79 0
54 MG AA | 1668 1/1 0.86 0.33 62,62,62,62 0
54 MG CA | 1720 1/1 0.86 0.15 89,89,89,89 0
o4 MG DA | 3537 1/1 0.86 0.08 63,63,63,63 0
o4 MG CA | 1721 1/1 0.86 0.24 64,64,64,64 0
54 MG DA | 3548 1/1 0.86 0.08 89,89,89,89 0
54 MG AA | 1676 1/1 0.86 0.20 59,59,59,59 0
54 MG BA | 3002 1/1 0.86 0.29 51,51,51,51 0
54 MG BA | 3162 1/1 0.86 0.11 42,42,42 42 0
54 MG BA | 3394 1/1 0.86 0.10 50,50,50,50 0
o4 MG BA | 3067 1/1 0.86 0.15 43,43,43,43 0
o4 MG DA | 3133 1/1 0.86 0.21 36,36,36,36 0
54 MG DA | 3145 1/1 0.86 0.18 61,61,61,61 0
54 MG DA | 3270 1/1 0.86 0.11 64,64,64,64 0
54 MG DA | 3274 1/1 0.86 0.24 61,61,61,61 0
54 MG CA | 1620 1/1 0.86 0.17 58,58,58,58 0
54 MG BA | 3433 1/1 0.86 0.11 55,55,55,55 0
o4 MG DA | 3141 1/1 0.87 0.26 60,60,60,60 0
54 MG CA | 1754 1/1 0.87 0.16 74,74,74,74 0
54 MG BA | 3589 1/1 0.87 0.14 94,94,94,94 0
54 MG CA | 1757 1/1 0.87 0.09 80,80,80,80 0
54 MG CA | 1669 1/1 0.87 0.29 76,76,76,76 0
54 MG DA | 3155 1/1 0.87 0.08 64,64,64,64 0
o4 MG CA | 1670 1/1 0.87 0.35 73,73,73,73 0
o4 MG DA | 3001 1/1 0.87 0.20 48,48,48,48 0
54 MG BA | 3243 1/1 0.87 0.28 42,42.42 42 0
54 MG DA | 3298 1/1 0.87 0.08 49,49,49.,49 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 3299 1/1 0.87 0.29 65,65,65,65 0
54 MG DA | 3011 1/1 0.87 0.20 42,42.42 42 0
54 MG DA | 3016 1/1 0.87 0.24 62,62,62,62 0
54 MG BA | 3252 1/1 0.87 0.26 36,36,36,36 0
54 MG BA | 3072 1/1 0.87 0.23 59,59,59,59 0
54 MG BA | 3660 1/1 0.87 0.11 | 104,104,104,104 0
54 MG CA | 1634 1/1 0.87 0.16 64,64,64,64 0
54 MG DA | 3045 1/1 0.87 0.12 38,38,38,38 0
54 MG BA | 3073 1/1 0.87 0.24 52,52,52,52 0
54 MG DA | 3398 1/1 0.87 0.13 88,88,88,88 0
54 MG BA | 3025 1/1 0.87 0.10 48,48,48,48 0
o4 MG DA | 3055 1/1 0.87 0.19 56,56,56,56 0
o4 MG DA | 3424 1/1 0.87 0.07 52,52,52,52 0
o4 MG BA | 3026 1/1 0.87 0.18 52,52,52,52 0
54 MG DA | 3460 1/1 0.87 0.12 65,65,65,65 0
54 MG BA | 3275 1/1 0.87 0.23 26,26,26,26 0
54 MG BA | 3097 1/1 0.87 0.12 A47.47,47.47 0
54 MG DA | 3201 1/1 0.87 0.16 49,49,49,49 0
o4 MG DA | 3206 1/1 0.87 0.36 52,52,52,52 0
o4 MG DA | 3209 1/1 0.87 0.21 51,51,51,51 0
54 MG BG 201 1/1 0.87 0.22 60,60,60,60 0
54 MG DA | 3515 1/1 0.87 0.12 37,37,37,37 0
54 MG DA | 3216 1/1 0.87 0.14 51,51,51,51 0
54 MG DA | 3522 1/1 0.87 0.16 61,61,61,61 0
54 MG CA | 1648 1/1 0.87 0.30 60,60,60,60 0
o4 MG BQ 203 1/1 0.87 0.11 73,73,73,73 0
o4 MG BA | 3404 1/1 0.87 0.10 45,45,45,45 0
54 MG DA | 3540 1/1 0.87 0.07 53,53,53,53 0
54 MG BA | 3421 1/1 0.87 0.13 68,68,68,68 0
54 MG DA | 3235 1/1 0.87 0.15 54,54,54,54 0
54 MG DA | 3082 1/1 0.87 0.20 36,36,36,36 0
54 MG CA | 1718 1/1 0.87 0.10 83,83,83,83 0
o4 MG AA ] 1623 1/1 0.87 0.16 74,74,74,74 0
54 MG DA | 3102 1/1 0.87 0.28 40,40,40,40 0
54 MG BA | 3183 1/1 0.87 0.19 29,29,29,29 0
54 MG BA | 3298 1/1 0.87 0.24 54,54,54,54 0
54 MG CA | 1609 1/1 0.87 0.24 70,70,70,70 0
54 MG BA | 3062 1/1 0.87 0.19 45,45,45,45 0
o4 MG AA | 1709 1/1 0.87 0.12 | 101,101,101,101 0
o4 MG BA | 3532 1/1 0.87 0.12 79,79,79,79 0
54 MG AA | 1646 1/1 0.87 0.29 59,59,59,59 0
54 MG DA | 3162 1/1 0.88 0.19 35,35,35,35 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG AA | 1649 1/1 0.88 0.26 43,43,43,43 0
54 MG BA | 3547 1/1 0.88 0.12 | 105,105,105,105 0
54 MG CA | 1679 1/1 0.88 0.26 59,59,59,59 0
54 MG DA | 3296 1/1 0.88 0.22 67,67,67,67 0
54 MG BA | 3306 1/1 0.88 0.09 55,55,55,55 0
o4 MG CA | 1681 1/1 0.88 0.09 82,82,82,82 0
54 MG DA | 3046 1/1 0.88 0.13 42,42,42 42 0
54 MG BA | 3205 1/1 0.88 0.12 54,54,54,54 0
54 MG BA | 3313 1/1 0.88 0.11 37,37,37,37 0
54 MG BA | 3642 1/1 0.88 0.10 | 139,139,139,139 0
54 MG BA | 3251 1/1 0.88 0.19 27,27,27,27 0
o4 MG BA | 3207 1/1 0.88 0.09 33,33,33,33 0
54 MG DA | 3060 1/1 0.88 0.14 41,41,41,41 0
o4 MG BA | 3344 1/1 0.88 0.19 61,61,61,61 0
54 MG DA | 3327 1/1 0.88 0.14 52,52,52,52 0
54 MG CA | 1639 1/1 0.88 0.21 76,76,76,76 0
54 MG DA | 3353 1/1 0.88 0.15 61,61,61,61 0
54 MG BA | 3212 1/1 0.88 0.28 68,68,68,68 0
o4 MG BA | 3223 1/1 0.88 0.23 60,60,60,60 0
o4 MG BA | 3263 1/1 0.88 0.15 36,36,36,36 0
54 MG DA | 3410 1/1 0.88 0.08 86,86,86,86 0
54 MG DA | 3416 1/1 0.88 0.13 66,66,66,66 0
54 MG DA | 3208 1/1 0.88 0.28 53,53,53,53 0
54 MG BB 210 1/1 0.88 0.09 60,60,60,60 0
54 MG BA | 3369 1/1 0.88 0.08 52,52,52,52 0
o4 MG BA | 3126 1/1 0.88 0.15 41,41,41,41 0
o4 MG DA | 3093 1/1 0.88 0.21 56,56,56,56 0
54 MG DA | 3219 1/1 0.88 0.17 38,38,38,38 0
54 MG BE 302 1/1 0.88 0.07 41,41,41,41 0
54 MG DA | 3222 1/1 0.88 0.29 68,68,68,68 0
54 MG DA | 3100 1/1 0.88 0.21 38,38,38,38 0
54 MG AA | 1606 1/1 0.88 0.41 79,79,79,79 0
o4 MG DA | 3115 1/1 0.88 0.27 59,59,59,59 0
54 MG BA | 3234 1/1 0.88 0.18 69,69,69,69 0
54 MG BA | 3400 1/1 0.88 0.19 47474747 0
54 MG DA | 3239 1/1 0.88 0.25 58,58,58,58 0
54 MG CA | 1657 1/1 0.88 0.10 61,61,61,61 0
54 MG DA | 3251 1/1 0.88 0.14 40,40,40,40 0
o4 MG BA | 3276 1/1 0.88 0.15 23,23,23,23 0
o4 MG BA | 3279 1/1 0.88 0.24 27,27,27,27 0
54 MG DA | 3552 1/1 0.88 0.17 35,35,35,35 0
54 MG BA | 3192 1/1 0.88 0.18 51,51,51,51 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BA | 3107 1/1 0.88 0.28 60,60,60,60 0
54 MG BA | 3442 1/1 0.88 0.09 76,76,76,76 0
54 MG CA | 1612 1/1 0.88 0.15 65,65,65,65 0
54 MG AQ 201 1/1 0.88 0.19 58,58,58,58 0
54 MG DA | 3273 1/1 0.88 0.22 50,50,50,50 0
o4 MG AA | 1664 1/1 0.88 0.24 57,57,57,57 0
54 MG DA | 3148 1/1 0.88 0.12 48,48,48,48 0
54 MG DF 301 1/1 0.88 0.19 50,50,50,50 0
54 MG BA | 3240 1/1 0.88 0.32 71,71,71,71 0
54 MG CA | 1621 1/1 0.88 0.21 64,64,64,64 0
54 MG DO 101 1/1 0.88 0.13 41,41,41,41 0
o4 MG CA | 1674 1/1 0.88 0.17 74,74,74,74 0
o4 MG DA | 3267 1/1 0.89 0.26 54,54,54,54 0
o4 MG BA | 3216 1/1 0.89 0.14 43,43,43,43 0
54 MG CA | 1729 1/1 0.89 0.10 81,81,81,81 0
54 MG BA | 3222 1/1 0.89 0.16 60,60,60,60 0
54 MG DA | 3129 1/1 0.89 0.16 61,61,61,61 0
54 MG BA | 3010 1/1 0.89 0.22 39,39,39,39 0
o4 MG BA | 3397 1/1 0.89 0.09 86,86,86,86 0
o4 MG BA | 3225 1/1 0.89 0.18 44,44,44 44 0
54 MG DA | 3134 1/1 0.89 0.17 62,62,62,62 0
54 MG CA | 1654 1/1 0.89 0.20 65,65,65,65 0
54 MG DA | 3281 1/1 0.89 0.09 42,42,42 42 0
54 MG DA | 3144 1/1 0.89 0.29 42,42,42 42 0
54 MG BA | 3013 1/1 0.89 0.09 49,49,49,49 0
o4 MG BA | 3171 1/1 0.89 0.14 31,31,31,31 0
o4 MG DA | 3288 1/1 0.89 0.17 39,39,39,39 0
54 MG DA | 3295 1/1 0.89 0.21 59,59,59,59 0
54 MG BO 101 1/1 0.89 0.19 39,39,39,39 0
54 MG Bl 101 1/1 0.89 0.18 45,45,45,45 0
54 MG BA | 3409 1/1 0.89 0.09 68,68,68,68 0
54 MG CA | 1602 1/1 0.89 0.35 62,62,62,62 0
o4 MG CQ 201 1/1 0.89 0.34 62,62,62,62 0
54 MG BA | 3233 1/1 0.89 0.31 41,41,41,41 0
54 MG DA | 3308 1/1 0.89 0.17 33,33,33,33 0
54 MG DA | 3309 1/1 0.89 0.24 28,28,28,28 0
54 MG AA | 1603 1/1 0.89 0.23 79,79,79,79 0
54 MG BA | 3101 1/1 0.89 0.12 37,37,37,37 0
o4 MG DA | 3012 1/1 0.89 0.16 30,30,30,30 0
o4 MG DA | 3015 1/1 0.89 0.23 38,38,38,38 0
54 MG DA | 3170 1/1 0.89 0.11 56,56,56,56 0
54 MG BA | 3290 1/1 0.89 0.13 63,63,63,63 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG AA | 1633 1/1 0.89 0.21 62,62,62,62 0
54 MG DA | 3329 1/1 0.89 0.13 41,41,41,41 0
54 MG DA | 3331 1/1 0.89 0.23 71,71,71,71 0
54 MG DA | 3332 1/1 0.89 0.20 53,53,53,53 0
54 MG DA | 3024 1/1 0.89 0.27 47.47,47.47 0
54 MG DA | 3372 1/1 0.89 0.10 41,41,41,41 0
54 MG BA | 3300 1/1 0.89 0.22 48,48,48,48 0
54 MG CA | 1615 1/1 0.89 0.20 65,65,65,65 0
54 MG DA | 3035 1/1 0.89 0.24 60,60,60,60 0
54 MG AA | 1602 1/1 0.89 0.22 89,89,89,89 0
54 MG CA | 1675 1/1 0.89 0.42 61,61,61,61 0
o4 MG BA | 3304 1/1 0.89 0.12 54,54,54,54 0
o4 MG AC 301 1/1 0.89 0.09 57,57,57,57 0
o4 MG DA | 3435 1/1 0.89 0.28 57,57,57,57 0
54 MG DA | 3438 1/1 0.89 0.09 90,90,90,90 0
54 MG DA | 3453 1/1 0.89 0.09 79,79,79,79 0
54 MG AA ] 1659 1/1 0.89 0.46 70,70,70,70 0
54 MG DA | 3197 1/1 0.89 0.26 49,49,49,49 0
o4 MG BA | 3112 1/1 0.89 0.15 55,55,55,55 0
o4 MG BA | 3001 1/1 0.89 0.11 43,43,43,43 0
54 MG CA | 1627 1/1 0.89 0.20 55,55,55,55 0
54 MG DA | 3488 1/1 0.89 0.08 58,58,58,58 0
54 MG CA | 1628 1/1 0.89 0.20 75,75,75,75 0
54 MG BA | 3245 1/1 0.89 0.25 23,23,23,23 0
54 MG CA | 1630 1/1 0.89 0.33 72,72,72,72 0
o4 MG BA | 3249 1/1 0.89 0.22 25,25,25,25 0
o4 MG BA | 3032 1/1 0.89 0.13 40,40,40,40 0
54 MG AA | 1615 1/1 0.89 0.19 54,54,54,54 0
54 MG CA | 1698 1/1 0.89 0.09 47474747 0
54 MG DA | 3535 1/1 0.89 0.23 64,64,64,64 0
54 MG DA | 3223 1/1 0.89 0.25 54,54,54,54 0
54 MG DA | 3225 1/1 0.89 0.28 51,51,51,51 0
o4 MG DA | 3081 1/1 0.89 0.12 58,58,58,58 0
o4 MG BB 202 1/1 0.89 0.15 43,43,43,43 0
54 MG BA | 3352 1/1 0.89 0.10 81,81,81,81 0
54 MG DA | 3555 1/1 0.89 0.09 56,56,56,56 0
54 MG DA | 3092 1/1 0.89 0.19 41,41,41,41 0
54 MG CA | 1712 1/1 0.89 0.12 87,87,87,87 0
o4 MG CA | 1714 1/1 0.89 0.10 87,87,87,87 0
o4 MG DA | 3241 1/1 0.89 0.09 35,35,35,35 0
54 MG BA | 3082 1/1 0.89 0.21 36,36,36,36 0
54 MG DA | 3248 1/1 0.89 0.13 42,42.42 42 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 3587 1/1 0.89 0.13 95,95,95,95 0
54 MG DB 202 1/1 0.89 0.27 50,50,50,50 0
54 MG BA | 3131 1/1 0.89 0.24 62,62,62,62 0
54 MG DA | 3252 1/1 0.89 0.38 59,59,59,59 0
54 MG DA | 3103 1/1 0.89 0.30 54,54,54,54 0
o4 MG DA | 3114 1/1 0.89 0.18 30,30,30,30 0
54 MG BB 208 1/1 0.89 0.12 43,43,43,43 0
54 MG BB 209 1/1 0.89 0.20 60,60,60,60 0
54 MG DA | 3119 1/1 0.89 0.30 48,48,48,48 0
55 ZN D4 101 1/1 0.89 0.12 | 214,214,214,214 0
54 MG DA | 3160 1/1 0.90 0.08 42,42,42 42 0
o4 MG DA | 3161 1/1 0.90 0.17 39,39,39,39 0
o4 MG DA | 3294 1/1 0.90 0.14 42,42,42 42 0
o4 MG DA | 3019 1/1 0.90 0.11 40,40,40,40 0
54 MG BA | 3114 1/1 0.90 0.08 63,63,63,63 0
54 MG BA | 3217 1/1 0.90 0.12 41,41,41,41 0
54 MG AA ] 1695 1/1 0.90 0.12 74,74,74,74 0
54 MG AA | 1697 1/1 0.90 0.10 | 106,106,106,106 0
o4 MG DA | 3169 1/1 0.90 0.09 45,45,45,45 0
o4 MG BA | 3029 1/1 0.90 0.09 32,32,32,32 0
54 MG BA | 3226 1/1 0.90 0.09 50,50,50,50 0
54 MG DA | 3042 1/1 0.90 0.15 33,33,33,33 0
54 MG DA | 3044 1/1 0.90 0.16 46,46,46,46 0
54 MG BA | 3076 1/1 0.90 0.18 44,44,44 44 0
54 MG DA | 3320 1/1 0.90 0.18 38,38,38,38 0
o4 MG BA | 3132 1/1 0.90 0.10 33,33,33,33 0
o4 MG BA | 3137 1/1 0.90 0.17 38,38,38,38 0
54 MG CA | 1618 1/1 0.90 0.27 64,64,64,64 0
54 MG DA | 3052 1/1 0.90 0.29 52,52,52,52 0
54 MG CA | 1682 1/1 0.90 0.22 58,58,58,58 0
54 MG AA | 1677 1/1 0.90 0.15 62,62,62,62 0
54 MG BA | 3554 1/1 0.90 0.08 88,88,88,88 0
o4 MG BA | 3570 1/1 0.90 0.10 78,78,78,78 0
54 MG DA | 3198 1/1 0.90 0.27 57,57,57,57 0
54 MG BA | 3581 1/1 0.90 0.09 86,86,86,86 0
54 MG CA | 1689 1/1 0.90 0.24 61,61,61,61 0
54 MG AA | 1665 1/1 0.90 0.18 51,51,51,51 0
54 MG BA | 3090 1/1 0.90 0.18 62,62,62,62 0
o4 MG DA | 3211 1/1 0.90 0.25 48,48,48,48 0
o4 MG CA | 1694 1/1 0.90 0.06 62,62,62,62 0
54 MG BA | 3173 1/1 0.90 0.25 32,32,32,32 0
54 MG DA | 3076 1/1 0.90 0.18 42,42.42 42 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BA | 3597 1/1 0.90 0.15 84,84,84,84 0
54 MG BA | 3600 1/1 0.90 0.07 81,81,81,81 0
54 MG DA | 3447 1/1 0.90 0.11 74,74,74,74 0
54 MG DA | 3452 1/1 0.90 0.07 90,90,90,90 0
54 MG DA | 3088 1/1 0.90 0.25 55,55,55,55 0
o4 MG BA | 3035 1/1 0.90 0.20 45,45,45,45 0
54 MG BA | 3646 1/1 0.90 0.08 | 142,142,142,142 0
54 MG DA | 3228 1/1 0.90 0.34 40,40,40,40 0
54 MG BA | 3009 1/1 0.90 0.21 45,45,45,45 0
54 MG DA | 3483 1/1 0.90 0.17 59,59,59,59 0
54 MG DA | 3095 1/1 0.90 0.25 53,53,53,53 0
o4 MG CA | 1635 1/1 0.90 0.12 60,60,60,60 0
o4 MG BA | 3336 1/1 0.90 0.05 45,45,45,45 0
o4 MG BA | 3099 1/1 0.90 0.10 46,46,46,46 0
54 MG DA | 3499 1/1 0.90 0.10 67,67,67,67 0
54 MG BA | 3186 1/1 0.90 0.22 26,26,26,26 0
54 MG BB 203 1/1 0.90 0.21 70,70,70,70 0
54 MG AA | 1672 1/1 0.90 0.28 46,46,46,46 0
54 MG CA | 1733 1/1 0.90 0.13 82,82,82,82 0
o4 MG AA ] 1629 1/1 0.90 0.23 44,44,44 44 0
54 MG CA | 1645 1/1 0.90 0.36 60,60,60,60 0
54 MG BA | 3250 1/1 0.90 0.23 26,26,26,26 0
54 MG DA | 3255 1/1 0.90 0.07 58,58,58,58 0
54 MG DA | 3256 1/1 0.90 0.33 52,52,52,52 0
54 MG BA | 3353 1/1 0.90 0.12 91,91,91,91 0
o4 MG BA | 3364 1/1 0.90 0.08 81,81,81,81 0
o4 MG DA | 3261 1/1 0.90 0.22 44,44,44 44 0
54 MG AA | 1642 1/1 0.90 0.31 54,54,54,54 0
54 MG BA | 3052 1/1 0.90 0.24 52,52,52,52 0
54 MG BA | 3056 1/1 0.90 0.13 57,57,57,57 0
54 MG BE 301 1/1 0.90 0.28 34,34,34,34 0
54 MG DA | 3140 1/1 0.90 0.21 64,64,64,64 0
o4 MG AA | 1675 1/1 0.90 0.17 76,76,76,76 0
54 MG BE 305 1/1 0.90 0.12 60,60,60,60 0
54 MG DA | 3590 1/1 0.90 0.12 82,82,82,82 0
54 MG BA | 3111 1/1 0.90 0.36 56,56,56,56 0
54 MG BQ 201 1/1 0.90 0.15 51,51,51,51 0
54 MG AA | 1627 1/1 0.90 0.19 59,59,59,59 0
o4 MG DE 301 1/1 0.90 0.14 41,41,41,41 0
o4 MG BA | 3269 1/1 0.90 0.24 35,35,35,35 0
54 MG DA | 3151 1/1 0.90 0.15 43,43,43,43 0
54 MG BA | 3271 1/1 0.90 0.12 30,30,30,30 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BA | 3018 1/1 0.90 0.23 40,40,40,40 0
54 MG BA | 3407 1/1 0.90 0.10 47474747 0
54 MG DA | 3285 1/1 0.90 0.13 64,64,64,64 0
54 MG BA | 3120 1/1 0.91 0.14 51,51,51,51 0
54 MG BA | 3081 1/1 0.91 0.21 42,42,42 42 0
o4 MG DA | 3067 1/1 0.91 0.25 49,49,49,49 0
54 MG BQ 202 1/1 0.91 0.08 34,34,34,34 0
54 MG BA | 3524 1/1 0.91 0.08 38,38,38,38 0
54 MG CA | 1650 1/1 0.91 0.29 60,60,60,60 0
54 MG DA | 3195 1/1 0.91 0.25 48,48,48,48 0
54 MG BA | 3310 1/1 0.91 0.21 23,23,23,23 0
o4 MG BA | 3040 1/1 0.91 0.12 30,30,30,30 0
o4 MG BA | 3085 1/1 0.91 0.22 52,52,52,52 0
54 MG CA | 1734 1/1 0.91 0.16 66,66,66,66 0
54 MG DA | 3089 1/1 0.91 0.17 52,52,52,52 0
54 MG DA | 3207 1/1 0.91 0.21 54,54,54,54 0
54 MG B3 101 1/1 0.91 0.14 51,51,51,51 0
54 MG AA | 1634 1/1 0.91 0.17 56,56,56,56 0
o4 MG DA | 3210 1/1 0.91 0.23 53,53,53,53 0
o4 MG BA | 3579 1/1 0.91 0.07 | 100,100,100,100 0
54 MG BA | 3254 1/1 0.91 0.23 25,25,25,25 0
54 MG DA | 3367 1/1 0.91 0.15 30,30,30,30 0
54 MG CA | 1605 1/1 0.91 0.30 67,67,67,67 0
54 MG DA | 3382 1/1 0.91 0.13 53,53,53,53 0
54 MG DA | 3387 1/1 0.91 0.08 60,60,60,60 0
o4 MG DA | 3098 1/1 0.91 0.08 37,37,37,37 0
o4 MG BA | 3257 1/1 0.91 0.26 23,23,23,23 0
54 MG BA | 3049 1/1 0.91 0.23 53,53,53,53 0
54 MG CA | 1755 1/1 0.91 0.06 | 129,129,129,129 0
54 MG DA | 3107 1/1 0.91 0.16 54,54,54,54 0
54 MG AA | 1704 1/1 0.91 0.07 86,86,86,86 0
54 MG DA | 3426 1/1 0.91 0.12 81,81,81,81 0
o4 MG DA | 3227 1/1 0.91 0.17 52,52,52,52 0
54 MG BA | 3139 1/1 0.91 0.34 46,46,46,46 0
54 MG BA | 3141 1/1 0.91 0.15 36,36,36,36 0
54 MG BA | 3621 1/1 0.91 0.23 52,52,52,52 0
54 MG DA | 3233 1/1 0.91 0.08 38,38,38,38 0
54 MG DA | 3120 1/1 0.91 0.21 43,43,43,43 0
o4 MG BA | 3637 1/1 0.91 0.14 | 108,108,108,108 0
o4 MG AA | 1601 1/1 0.91 0.27 59,55,55,55 0
54 MG DA | 3466 1/1 0.91 0.08 68,68,68,68 0
54 MG AA | 1652 1/1 0.91 0.33 49,49,49.,49 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BA | 3647 1/1 0.91 0.07 70,70,70,70 0
54 MG DA | 3482 1/1 0.91 0.13 56,56,56,56 0
54 MG DA | 3246 1/1 0.91 0.32 68,68,68,68 0
54 MG BA | 3654 1/1 0.91 0.07 | 126,126,126,126 0
54 MG BA | 3164 1/1 0.91 0.31 50,50,50,50 0
o4 MG BA | 3230 1/1 0.91 0.13 30,30,30,30 0
54 MG BA | 3061 1/1 0.91 0.29 54,54,54,54 0
54 MG DA | 3139 1/1 0.91 0.45 59,59,59,59 0
54 MG BA | 3031 1/1 0.91 0.14 44,44,44 44 0
54 MG DA | 3517 1/1 0.91 0.21 66,66,66,66 0
54 MG DA | 3021 1/1 0.91 0.16 51,51,51,51 0
o4 MG DA | 3023 1/1 0.91 0.11 43,43,43,43 0
o4 MG AA | 1656 1/1 0.91 0.31 59,59,59,59 0
o4 MG DA | 3528 1/1 0.91 0.08 | 124,124,124,124 0
54 MG DA | 3259 1/1 0.91 0.18 43,43,43,43 0
54 MG BA | 3283 1/1 0.91 0.33 21,21,21,21 0
54 MG BA | 3177 1/1 0.91 0.23 57,57,57,57 0
54 MG DA | 3031 1/1 0.91 0.29 53,53,53,53 0
o4 MG DA | 3544 1/1 0.91 0.07 72,72,72,72 0
54 MG DA | 3150 1/1 0.91 0.22 42,42,42 42 0
54 MG DA | 3032 1/1 0.91 0.14 49,49,49.,49 0
54 MG DA | 3033 1/1 0.91 0.18 66,66,66,66 0
54 MG BA | 3033 1/1 0.91 0.13 36,36,36,36 0
54 MG AA | 1658 1/1 0.91 0.33 57,57,57,57 0
54 MG CA | 1688 1/1 0.91 0.30 54,54,54,54 0
o4 MG AA | 1647 1/1 0.91 0.21 55,55,55,55 0
o4 MG BA | 3074 1/1 0.91 0.20 53,53,53,53 0
54 MG BA | 3191 1/1 0.91 0.16 40,40,40,40 0
54 MG CA | 1638 1/1 0.91 0.17 52,52,52,52 0
54 MG CA | 1695 1/1 0.91 0.06 50,50,50,50 0
54 MG AA | 1643 1/1 0.91 0.23 47474747 0
54 MG DA | 3597 1/1 0.91 0.11 93,93,93,93 0
o4 MG DB 201 1/1 0.91 0.17 43,43,43,43 0
54 MG BA | 3456 1/1 0.91 0.13 32,32,32,32 0
54 MG DA | 3284 1/1 0.91 0.11 55,55,55,55 0
54 MG DA | 3056 1/1 0.91 0.12 43,43,43,43 0
54 MG AA ] 1670 1/1 0.91 0.20 53,53,53,53 0
54 MG DA | 3176 1/1 0.91 0.41 70,70,70,70 0
o4 MG DA | 3290 1/1 0.91 0.32 58,58,58,58 0
o4 MG CA | 1704 1/1 0.91 0.10 92,92,92,92 0
54 MG DQ 202 1/1 0.91 0.07 33,33,33,33 0
54 MG DA | 3178 1/1 0.91 0.22 32,32,32,32 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BA | 3486 1/1 0.91 0.10 75,75,75,75 0
54 MG CA | 1643 1/1 0.91 0.25 70,70,70,70 0
54 MG BA | 3219 1/1 0.92 0.18 46,46,46,46 0
54 MG BA | 3553 1/1 0.92 0.07 89,89,89,89 0
54 MG BA | 3335 1/1 0.92 0.08 66,66,66,66 0
o4 MG CA | 1611 1/1 0.92 0.21 43,43,43,43 0
54 MG BA | 3559 1/1 0.92 0.08 71,71,71,71 0
54 MG AA | 1648 1/1 0.92 0.28 44,44,44,44 0
54 MG BA | 3572 1/1 0.92 0.12 63,63,63,63 0
54 MG BA | 3259 1/1 0.92 0.25 27,27,27,27 0
54 MG BA | 3045 1/1 0.92 0.15 45,45,45,45 0
o4 MG DA | 3171 1/1 0.92 0.14 61,61,61,61 0
o4 MG BA | 3108 1/1 0.92 0.14 51,51,51,51 0
o4 MG DA | 3304 1/1 0.92 0.27 29,29,29,29 0
54 MG DA | 3305 1/1 0.92 0.14 35,35,35,35 0
54 MG DA | 3306 1/1 0.92 0.17 29,29,29,29 0
54 MG CA | 1687 1/1 0.92 0.12 62,62,62,62 0
54 MG BA | 3027 1/1 0.92 0.13 38,38,38,38 0
54 MG BA | 3266 1/1 0.92 0.32 22,22,22.22 0
o4 MG DA | 3312 1/1 0.92 0.32 29,29,29,29 0
54 MG BA | 3267 1/1 0.92 0.20 36,36,36,36 0
54 MG DA | 3318 1/1 0.92 0.24 58,58,58,58 0
54 MG DA | 3319 1/1 0.92 0.34 57,57,57,57 0
54 MG DA | 3180 1/1 0.92 0.15 49,49,49.,49 0
54 MG BA | 3358 1/1 0.92 0.08 55,55,55,55 0
o4 MG DA | 3322 1/1 0.92 0.18 49,49,49,49 0
o4 MG BA | 3601 1/1 0.92 0.09 76,76,76,76 0
54 MG BA | 3360 1/1 0.92 0.05 35,35,35,35 0
54 MG BA | 3363 1/1 0.92 0.10 64,64,64,64 0
54 MG BA | 3638 1/1 0.92 0.11 67,67,67,67 0
54 MG CA | 1631 1/1 0.92 0.17 48,48,48,48 0
54 MG DA | 3190 1/1 0.92 0.15 59,59,59,59 0
o4 MG DA | 3191 1/1 0.92 0.12 51,51,51,51 0
54 MG DA | 3345 1/1 0.92 0.18 54,54,54,54 0
54 MG DA | 3192 1/1 0.92 0.09 50,50,50,50 0
54 MG BA | 3268 1/1 0.92 0.24 27,27,27,27 0
54 MG DA | 3370 1/1 0.92 0.07 32,32,32,32 0
54 MG BA | 3110 1/1 0.92 0.35 66,66,66,66 0
o4 MG DA | 3070 1/1 0.92 0.31 57,57,57,57 0
o4 MG BA | 3078 1/1 0.92 0.17 30,30,30,30 0
54 MG DA | 3072 1/1 0.92 0.28 50,50,50,50 0
54 MG DA | 3199 1/1 0.92 0.21 44,44,44 44 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BA | 3649 1/1 0.92 0.10 | 125,125,125,125 0
54 MG AA | 1654 1/1 0.92 0.38 59,59,59,59 0
54 MG BA | 3370 1/1 0.92 0.15 41,41,41,41 0
54 MG DA | 3077 1/1 0.92 0.23 49,49,49.,49 0
54 MG BA | 3012 1/1 0.92 0.29 27,27,27,27 0
o4 MG AA ] 1610 1/1 0.92 0.14 56,56,56,56 0
54 MG DA | 3086 1/1 0.92 0.21 48,48,48,48 0
54 MG DA | 3437 1/1 0.92 0.07 85,85,85,85 0
54 MG BA | 3059 1/1 0.92 0.11 48,48,48,48 0
54 MG BA | 3086 1/1 0.92 0.33 57,57,57,57 0
54 MG CA | 1730 1/1 0.92 0.06 62,62,62,62 0
o4 MG CA | 1731 1/1 0.92 0.07 74,74,74,74 0
o4 MG DA | 3459 1/1 0.92 0.06 53,53,53,53 0
o4 MG DA | 3220 1/1 0.92 0.22 51,51,51,51 0
54 MG CA | 1732 1/1 0.92 0.07 | 110,110,110,110 0
54 MG BA | 3125 1/1 0.92 0.22 45,45,45,45 0
54 MG BA | 3403 1/1 0.92 0.08 67,67,67,67 0
54 MG CA | 1644 1/1 0.92 0.24 53,53,53,53 0
o4 MG BA | 3285 1/1 0.92 0.15 38,38,38,38 0
o4 MG BA | 3286 1/1 0.92 0.18 52,52,52,52 0
54 MG DA | 3229 1/1 0.92 0.19 44,44,44,44 0
54 MG DA | 3230 1/1 0.92 0.16 45,45,45,45 0
54 MG BA | 3408 1/1 0.92 0.12 50,50,50,50 0
54 MG BA | 3088 1/1 0.92 0.10 33,33,33,33 0
54 MG DA | 3110 1/1 0.92 0.24 53,53,53,53 0
o4 MG DA | 3510 1/1 0.92 0.08 74,74,74,74 0
o4 MG DA | 3111 1/1 0.92 0.15 50,50,50,50 0
54 MG DA | 3112 1/1 0.92 0.18 51,51,51,51 0
54 MG DA | 3113 1/1 0.92 0.20 59,59,59,59 0
54 MG CA | 1746 1/1 0.92 0.06 97,97,97,97 0
54 MG CA | 1750 1/1 0.92 0.07 78,78,78,78 0
54 MG CA | 1751 1/1 0.92 0.18 61,61,61,61 0
o4 MG AD 302 1/1 0.92 0.27 70T 0
54 MG BA | 3427 1/1 0.92 0.12 89,89,89,89 0
54 MG DA | 3122 1/1 0.92 0.23 49,49,49.49 0
54 MG AF 201 1/1 0.92 0.11 62,62,62,62 0
54 MG BA | 3292 1/1 0.92 0.30 70,70,70,70 0
54 MG AA ] 1628 1/1 0.92 0.17 68,68,68,68 0
o4 MG AA ] 1609 1/1 0.92 0.23 51,51,51,51 0
o4 MG CA | 1759 1/1 0.92 0.11 69,69,69,69 0
54 MG BA | 3461 1/1 0.92 0.11 79,79,79,79 0
54 MG BA | 3246 1/1 0.92 0.33 20,20,20,20 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BA | 3023 1/1 0.92 0.10 52,52,52,52 0
54 MG DA | 3563 1/1 0.92 0.09 70,70,70,70 0
54 MG BA | 3209 1/1 0.92 0.22 56,56,56,56 0
54 MG DA | 3264 1/1 0.92 0.22 61,61,61,61 0
54 MG DA | 3009 1/1 0.92 0.23 46,46,46,46 0
o4 MG BV 201 1/1 0.92 0.08 67,67,67,67 0
54 MG DA | 3583 1/1 0.92 0.10 65,65,65,65 0
54 MG DA | 3142 1/1 0.92 0.17 37,37,37,37 0
54 MG DA | 3143 1/1 0.92 0.20 60,60,60,60 0
54 MG DA | 3271 1/1 0.92 0.19 57,57,57,57 0
54 MG BA | 3140 1/1 0.92 0.37 36,36,36,36 0
o4 MG BA | 3516 1/1 0.92 0.16 63,63,63,63 0
o4 MG DB 203 1/1 0.92 0.21 58,58,58,58 0
o4 MG BA | 3068 1/1 0.92 0.13 50,50,50,50 0
54 MG AA | 1723 1/1 0.92 0.06 | 112,112,112,112 0
54 MG BA | 3539 1/1 0.92 0.08 47474747 0
54 MG DE 304 1/1 0.92 0.14 42,42,42 42 0
54 MG BA | 3543 1/1 0.92 0.09 | 119,119,119,119 0
o4 MG CA | 1673 1/1 0.92 0.43 57,57,57,57 0
o4 MG BA | 3544 1/1 0.92 0.10 46,46,46,46 0
54 MG DQ 201 1/1 0.92 0.05 40,40,40,40 0
54 MG CA | 1606 1/1 0.92 0.20 59,59,59,59 0
54 MG DA | 3156 1/1 0.92 0.17 35,35,35,35 0
54 MG DA | 3029 1/1 0.92 0.11 40,40,40,40 0
54 MG D8 101 1/1 0.92 0.12 48,48,48,48 0
o4 MG D8 102 1/1 0.92 0.18 45,45,45,45 0
o4 MG DA | 3159 1/1 0.92 0.14 45,45,45,45 0
54 MG DA | 3084 1/1 0.93 0.15 37,37,37,37 0
54 MG BA | 3648 1/1 0.93 0.08 91,91,91,91 0
54 MG BA | 3393 1/1 0.93 0.09 37,37,37,37 0
54 MG BA | 3159 1/1 0.93 0.20 46,46,46,46 0
54 MG AA | 1720 1/1 0.93 0.10 68,68,68,68 0
o4 MG BA | 3656 1/1 0.93 0.08 68,68,68,68 0
54 MG AA ] 1638 1/1 0.93 0.11 53,53,53,53 0
54 MG AA | 1662 1/1 0.93 0.22 58,58,58,58 0
54 MG CA | 1736 1/1 0.93 0.10 70,70,70,70 0
54 MG DA | 3097 1/1 0.93 0.19 23,23,23,23 0
54 MG DA | 3330 1/1 0.93 0.08 37,37,37,37 0
o4 MG BA | 3172 1/1 0.93 0.30 47.47,47.47 0
o4 MG AA | 1617 1/1 0.93 0.14 45,45,45,45 0
54 MG BA | 3017 1/1 0.93 0.13 31,31,31,31 0
54 MG BB 205 1/1 0.93 0.20 45,45,45,45 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 3358 1/1 0.93 0.08 39,39,39,39 0
54 MG AA | 1734 1/1 0.93 0.07 96,96,96,96 0
54 MG DA | 3368 1/1 0.93 0.09 52,52,52,52 0
54 MG DA | 3108 1/1 0.93 0.11 42,42,42 42 0
54 MG DA | 3371 1/1 0.93 0.14 43,43,43,43 0
o4 MG BA | 3021 1/1 0.93 0.05 44,44,44 44 0
54 MG DA | 3374 1/1 0.93 0.21 37,37,37,37 0
54 MG BA | 3295 1/1 0.93 0.21 54,54,54,54 0
54 MG DA | 3383 1/1 0.93 0.07 54,54,54,54 0
54 MG BA | 3296 1/1 0.93 0.07 43,43,43,43 0
54 MG DA | 3391 1/1 0.93 0.07 37,37,37,37 0
o4 MG BA | 3297 1/1 0.93 0.10 46,46,46,46 0
o4 MG BB 211 1/1 0.93 0.07 47.47,47.47 0
o4 MG DA | 3226 1/1 0.93 0.29 59,55,55,55 0
54 MG DA | 3408 1/1 0.93 0.07 51,51,51,51 0
54 MG AA | 1657 1/1 0.93 0.23 58,58,58,58 0
54 MG DA | 3411 1/1 0.93 0.07 49,49,49.,49 0
54 MG BB 216 1/1 0.93 0.08 82,82,82,82 0
o4 MG AA ] 1680 1/1 0.93 0.16 72,72,72,72 0
o4 MG BA | 3443 1/1 0.93 0.14 47.47,47,47 0
54 MG BA | 3444 1/1 0.93 0.09 53,53,53,53 0
54 MG BA | 3446 1/1 0.93 0.09 30,30,30,30 0
54 MG BF 301 1/1 0.93 0.15 33,33,33,33 0
54 MG BF 302 1/1 0.93 0.09 42,42,42 42 0
54 MG DA | 3004 1/1 0.93 0.07 88,88,88,88 0
o4 MG DA | 3008 1/1 0.93 0.17 58,58,58,58 0
o4 MG BA | 3057 1/1 0.93 0.19 51,51,51,51 0
54 MG DA | 3457 1/1 0.93 0.07 64,64,64,64 0
54 MG CA | 1665 1/1 0.93 0.13 84,84,84,84 0
54 MG BA | 3302 1/1 0.93 0.15 47474747 0
54 MG DA | 3138 1/1 0.93 0.24 41,41,41,41 0
54 MG BA | 3467 1/1 0.93 0.15 30,30,30,30 0
o4 MG BA | 3303 1/1 0.93 0.19 64,64,64,64 0
54 MG BA | 3124 1/1 0.93 0.08 33,33,33,33 0
54 MG AA | 1682 1/1 0.93 0.20 76,76,76,76 0
54 MG BA | 3091 1/1 0.93 0.22 40,40,40,40 0
54 MG AA ] 1605 1/1 0.93 0.19 66,66,66,66 0
54 MG BA | 3308 1/1 0.93 0.09 52,52,52,52 0
o4 MG DA | 3026 1/1 0.93 0.11 39,39,39,39 0
o4 MG AA | 1706 1/1 0.93 0.07 91,91,91,91 0
54 MG DA | 3260 1/1 0.93 0.11 41,41,41.41 0
54 MG BA | 3536 1/1 0.93 0.08 68,68,68,68 0

Continued on next page...



Page 100

wwPDB X-ray Structure Validation Summary Report

4V8H

Continued from previous page...

Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 3513 1/1 0.93 0.07 34,34,34,34 0
54 MG DA | 3149 1/1 0.93 0.10 53,53,53,53 0
54 MG CA | 1603 1/1 0.93 0.24 56,56,56,56 0
54 MG AA ] 1630 1/1 0.93 0.18 39,39,39,39 0
54 MG DA | 3266 1/1 0.93 0.24 47.47,47.47 0
o4 MG DA | 3523 1/1 0.93 0.06 74,74,74,74 0
54 MG DA | 3152 1/1 0.93 0.22 61,61,61,61 0
54 MG BA | 3316 1/1 0.93 0.13 45,45,45,45 0
54 MG BA | 3317 1/1 0.93 0.09 34,34,34,34 0
54 MG BA | 3199 1/1 0.93 0.18 41,41,41,41 0
54 MG BA | 3552 1/1 0.93 0.11 82,82,82,82 0
o4 MG BA | 3203 1/1 0.93 0.24 55,55,55,55 0
o4 MG CA | 1610 1/1 0.93 0.26 60,60,60,60 0
o4 MG DA | 3545 1/1 0.93 0.09 82,82,82,82 0
54 MG BA | 3204 1/1 0.93 0.10 38,38,38,38 0
54 MG BA | 3135 1/1 0.93 0.18 45,45,45,45 0
54 MG DA | 3163 1/1 0.93 0.29 30,30,30,30 0
54 MG DA | 3554 1/1 0.93 0.07 A47.47,47.47 0
o4 MG BA | 3007 1/1 0.93 0.21 28,28,28,28 0
o4 MG CA | 1691 1/1 0.93 0.27 51,51,51,51 0
54 MG AA | 1653 1/1 0.93 0.16 49,49,49.,49 0
54 MG DA | 3053 1/1 0.93 0.12 40,40,40,40 0
54 MG AA | 1713 1/1 0.93 0.07 91,91,91,91 0
54 MG BA | 3215 1/1 0.93 0.15 50,50,50,50 0
54 MG DA | 3568 1/1 0.93 0.05 78,78,78,78 0
o4 MG AA | 1717 1/1 0.93 0.09 93,93,93,93 0
o4 MG DA | 3580 1/1 0.93 0.17 52,52,52,52 0
54 MG BA | 3145 1/1 0.93 0.12 44,44,44,44 0
54 MG DA | 3289 1/1 0.93 0.33 54,54,54,54 0
54 MG DA | 3584 1/1 0.93 0.22 48,48,48,48 0
54 MG DA | 3586 1/1 0.93 0.06 49,49,49,49 0
54 MG DA | 3175 1/1 0.93 0.16 44,4444 44 0
o4 MG BA | 3105 1/1 0.93 0.24 28,28,28,28 0
54 MG DA | 3596 1/1 0.93 0.07 | 125,125,125,125 0
54 MG BA | 3220 1/1 0.93 0.20 31,31,31,31 0
54 MG DA | 3598 1/1 0.93 0.11 76,76,76,76 0
54 MG CA | 1702 1/1 0.93 0.07 64,64,64,64 0
54 MG BA | 3221 1/1 0.93 0.32 57,57,57,57 0
o4 MG CA | 1705 1/1 0.93 0.07 96,96,96,96 0
54 MG DA | 3069 1/1 0.93 0.35 42,42,42 42 0
54 MG DB 206 1/1 0.93 0.26 58,58,58,58 0
54 MG BA | 3147 1/1 0.93 0.21 55,55,55,55 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BA | 3274 1/1 0.93 0.20 26,26,26,26 0
54 MG DE 303 1/1 0.93 0.16 45,45,45,45 0
54 MG BA | 3150 1/1 0.93 0.10 42,42,42 42 0
54 MG BA | 3375 1/1 0.93 0.07 34,34,34,34 0
54 MG BA | 3154 1/1 0.93 0.23 50,50,50,50 0
o4 MG BA | 3645 1/1 0.93 0.07 | 102,102,102,102 0
o4 MG DP 201 1/1 0.93 0.10 54,54,54,54 0
54 MG BA | 3385 1/1 0.93 0.09 63,63,63,63 0
54 MG BA | 3389 1/1 0.93 0.15 46,46,46,46 0
54 MG DA | 3311 1/1 0.93 0.27 26,26,26,26 0
54 MG CA | 1727 1/1 0.93 0.17 46,46,46,46 0
o4 MG DA | 3313 1/1 0.93 0.23 29,29,29,29 0
o4 MG DA | 3194 1/1 0.93 0.14 37,37,37,37 0
o4 MG DA | 3317 1/1 0.93 0.06 47,4747 47 0
54 MG DA | 3323 1/1 0.94 0.12 40,40,40,40 0
54 MG DA | 3068 1/1 0.94 0.12 33,33,33,33 0
54 MG DA | 3325 1/1 0.94 0.10 38,38,38,38 0
54 MG BA | 3019 1/1 0.94 0.19 34,34,34,34 0
o4 MG BA | 3020 1/1 0.94 0.10 82,82,82,82 0
o4 MG BA | 3208 1/1 0.94 0.08 38,38,38,38 0
54 MG BA | 3075 1/1 0.94 0.20 46,46,46,46 0
54 MG BA | 3577 1/1 0.94 0.06 70T 0
54 MG DA | 3074 1/1 0.94 0.08 54,54,54,54 0
54 MG CA | 1706 1/1 0.94 0.07 | 103,103,103,103 0
54 MG DA | 3342 1/1 0.94 0.10 38,38,38,38 0
o4 MG BA | 3359 1/1 0.94 0.08 70,70,70,70 0
o4 MG BA | 3004 1/1 0.94 0.07 76,76,76,76 0
54 MG DA | 3079 1/1 0.94 0.14 A7.47 47,47 0
54 MG DA | 3364 1/1 0.94 0.09 32,32,32,32 0
54 MG DA | 3202 1/1 0.94 0.15 66,66,66,66 0
54 MG DA | 3205 1/1 0.94 0.22 47,4747 .47 0
54 MG CA | 1713 1/1 0.94 0.09 73,73,73,73 0
o4 MG BA | 3152 1/1 0.94 0.29 54,54,54,54 0
54 MG BA | 3272 1/1 0.94 0.27 31,31,31,31 0
54 MG CA | 1623 1/1 0.94 0.24 43,43,43,43 0
54 MG DA | 3087 1/1 0.94 0.16 54,54,54,54 0
54 MG BA | 3590 1/1 0.94 0.20 31,31,31,31 0
54 MG BA | 3592 1/1 0.94 0.07 47474747 0
o4 MG BA | 3366 1/1 0.94 0.18 83,83,83,83 0
o4 MG DA | 3396 1/1 0.94 0.09 52,52,52,52 0
54 MG BA | 3153 1/1 0.94 0.29 51,51,51,51 0
54 MG BA | 3598 1/1 0.94 0.07 65,65,65,65 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 3094 1/1 0.94 0.09 56,56,56,56 0
54 MG BA | 3005 1/1 0.94 0.15 60,60,60,60 0
54 MG AA | 1707 1/1 0.94 0.08 | 102,102,102,102 0
54 MG BA | 3160 1/1 0.94 0.20 39,39,39,39 0
54 MG BA | 3633 1/1 0.94 0.07 43,43,43,43 0
o4 MG BA | 3050 1/1 0.94 0.11 35,35,35,35 0
54 MG BA | 3377 1/1 0.94 0.10 32,32,32,32 0
54 MG DA | 3433 1/1 0.94 0.07 A47.47,47.47 0
54 MG BA | 3382 1/1 0.94 0.05 | 100,100,100,100 0
54 MG DA | 3104 1/1 0.94 0.16 34,34,34,34 0
54 MG BA | 3008 1/1 0.94 0.13 28,28,28,28 0
54 MG CA | 1738 1/1 0.94 0.10 | 112,112,112,112 0
o4 MG DA | 3442 1/1 0.94 0.09 82,82,82,82 0
o4 MG BA | 3281 1/1 0.94 0.18 24,24.24,24 0
54 MG BA | 3282 1/1 0.94 0.20 27,27,27,27 0
54 MG BA | 3390 1/1 0.94 0.07 62,62,62,62 0
54 MG DA | 3455 1/1 0.94 0.05 68,68,68,68 0
54 MG BA | 3165 1/1 0.94 0.25 51,51,51,51 0
o4 MG DA | 3237 1/1 0.94 0.20 62,62,62,62 0
o4 MG CA | 1749 1/1 0.94 0.15 61,61,61,61 0
54 MG BA | 3651 1/1 0.94 0.15 87,87,87,87 0
54 MG BA | 3166 1/1 0.94 0.26 36,36,36,36 0
54 MG DA | 3471 1/1 0.94 0.10 31,31,31,31 0
54 MG DA | 3476 1/1 0.94 0.07 66,66,66,66 0
54 MG DA | 3245 1/1 0.94 0.26 57,57,57,57 0
o4 MG DA | 3118 1/1 0.94 0.25 43,43,43,43 0
o4 MG BA | 3119 1/1 0.94 0.20 42,42,42 42 0
54 MG BA | 3053 1/1 0.94 0.30 57,57,57,57 0
54 MG DA | 3484 1/1 0.94 0.05 64,64,64,64 0
54 MG DA | 3485 1/1 0.94 0.12 58,58,58,58 0
54 MG DA | 3249 1/1 0.94 0.17 49,49,49,49 0
54 MG DA | 3487 1/1 0.94 0.06 48,48,48,48 0
o4 MG BA | 3657 1/1 0.94 0.21 65,65,65,65 0
54 MG DA | 3491 1/1 0.94 0.18 44,44,44 44 0
54 MG BA | 3122 1/1 0.94 0.19 49,49,49.49 0
54 MG DA | 3253 1/1 0.94 0.14 50,50,50,50 0
54 MG BA | 3054 1/1 0.94 0.10 34,34,34,34 0
54 MG DA | 3505 1/1 0.94 0.07 91,91,91,91 0
o4 MG DA | 3506 1/1 0.94 0.09 96,96,96,96 0
o4 MG BA | 3175 1/1 0.94 0.07 43,43,43,43 0
54 MG BA | 3293 1/1 0.94 0.05 48,48,48,48 0
54 MG BA | 3176 1/1 0.94 0.12 60,60,60,60 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG AA | 1708 1/1 0.94 0.19 91,91,91,91 0
54 MG DA | 3132 1/1 0.94 0.26 49,49,49.,49 0
54 MG BA | 3178 1/1 0.94 0.37 43,43,43,43 0
54 MG AA | 1683 1/1 0.94 0.39 58,58,58,58 0
54 MG BA | 3299 1/1 0.94 0.21 66,66,66,66 0
o4 MG DA | 3526 1/1 0.94 0.07 98,98,98,98 0
54 MG DA | 3007 1/1 0.94 0.20 48,48,48,48 0
54 MG DA | 3530 1/1 0.94 0.09 | 132,132,132,132 0
54 MG BA | 3435 1/1 0.94 0.08 48,48,48,48 0
54 MG CA | 1658 1/1 0.94 0.12 58,58,58,58 0
54 MG DA | 3010 1/1 0.94 0.11 42,42,42 42 0
o4 MG BA | 3436 1/1 0.94 0.09 70,70,70,70 0
o4 MG AA | 1644 1/1 0.94 0.28 39,39,39,39 0
o4 MG AA | 1641 1/1 0.94 0.23 42,42,42 42 0
54 MG DA | 3272 1/1 0.94 0.27 30,30,30,30 0
54 MG BB 213 1/1 0.94 0.08 38,38,38,38 0
54 MG DA | 3550 1/1 0.94 0.09 58,58,58,58 0
54 MG BB 215 1/1 0.94 0.12 65,65,65,65 0
o4 MG DA | 3553 1/1 0.94 0.10 54,54,54,54 0
54 MG BA | 3187 1/1 0.94 0.27 42,42,42 42 0
54 MG CA | 1666 1/1 0.94 0.20 64,64,64,64 0
54 MG BA | 3129 1/1 0.94 0.27 37,37,37,37 0
54 MG DA | 3559 1/1 0.94 0.05 79,79,79,79 0
54 MG BA | 3244 1/1 0.94 0.07 30,30,30,30 0
54 MG DA | 3279 1/1 0.94 0.15 44,4444 44 0
o4 MG DA | 3025 1/1 0.94 0.22 49,49,49,49 0
o4 MG DA | 3565 1/1 0.94 0.08 34,34,34,34 0
54 MG AA | 1639 1/1 0.94 0.22 67,67,67,67 0
54 MG DA | 3154 1/1 0.94 0.24 26,26,26,26 0
54 MG AA | 1719 1/1 0.94 0.05 | 144,144,144,144 0
54 MG BA | 3193 1/1 0.94 0.30 35,35,35,35 0
54 MG BA | 3133 1/1 0.94 0.23 53,53,53,53 0
o4 MG AA | 1681 1/1 0.94 0.20 50,50,50,50 0
54 MG BA | 3492 1/1 0.94 0.15 27,27,27,27 0
54 MG BA | 3036 1/1 0.94 0.15 36,36,36,36 0
54 MG AA | 1612 1/1 0.94 0.13 86,86,86,86 0
54 MG BA | 3514 1/1 0.94 0.08 61,61,61,61 0
54 MG BT 202 1/1 0.94 0.13 52,52,52,52 0
o4 MG DA | 3043 1/1 0.94 0.17 54,54,54,54 0
o4 MG BA | 3515 1/1 0.94 0.08 72,72,72,72 0
54 MG BW 202 1/1 0.94 0.07 33,33,33,33 0
54 MG BA | 3256 1/1 0.94 0.23 23,23,23,23 0

Continued on next page...



Page 104

wwPDB X-ray Structure Validation Summary Report

4V8H

Continued from previous page...

Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BA | 3523 1/1 0.94 0.05 | 110,110,110,110 0
54 MG B2 101 1/1 0.94 0.07 45,45,45,45 0
54 MG DB 205 1/1 0.94 0.15 55,55,55,55 0
54 MG DA | 3051 1/1 0.94 0.12 38,38,38,38 0
54 MG DA | 3174 1/1 0.94 0.17 51,51,51,51 0
o4 MG DB 208 1/1 0.94 0.06 | 104,104,104,104 0
54 MG BA | 3318 1/1 0.94 0.14 35,35,35,35 0
54 MG BA | 3320 1/1 0.94 0.09 42,42.42 /42 0
54 MG BA | 3329 1/1 0.94 0.14 74,74,74,74 0
54 MG BA | 3332 1/1 0.94 0.07 50,50,50,50 0
54 MG CA | 1690 1/1 0.94 0.23 64,64,64,64 0
o4 MG BA | 3540 1/1 0.94 0.07 35,35,35,35 0
o4 MG BA | 3070 1/1 0.94 0.14 37,37,37,37 0
o4 MG DA | 3182 1/1 0.94 0.24 46,46,46,46 0
54 MG DA | 3061 1/1 0.94 0.10 32,32,32,32 0
54 MG BA | 3201 1/1 0.94 0.26 31,31,31,31 0
54 MG DO 102 1/1 0.94 0.17 72,72,72,72 0
54 MG DA | 3186 1/1 0.94 0.16 54,54,54,54 0
o4 MG BA | 3202 1/1 0.94 0.16 48,48,48,48 0
o4 MG BA | 3003 1/1 0.94 0.18 74,74,74,74 0
55 ZN AD 301 1/1 0.94 0.19 74,74,74,74 0
55 ZN B4 101 1/1 0.94 0.08 | 199,199,199,199 0
55 ZN CD 301 1/1 0.94 0.17 71,71,71,71 0
54 MG BA | 3143 1/1 0.94 0.08 30,30,30,30 0
54 MG BA | 3206 1/1 0.95 0.19 49,49,49,49 0
o4 MG DA | 3354 1/1 0.95 0.08 49,49,49,49 0
o4 MG BA | 3167 1/1 0.95 0.24 31,31,31,31 0
54 MG DA | 3361 1/1 0.95 0.06 30,30,30,30 0
54 MG BA | 3585 1/1 0.95 0.06 52,52,52,52 0
54 MG BA | 3587 1/1 0.95 0.09 60,60,60,60 0
54 MG BA | 3169 1/1 0.95 0.13 31,31,31,31 0
54 MG BA | 3255 1/1 0.95 0.15 25,25,25,25 0
54 MG BA | 3034 1/1 0.95 0.13 41,41,41,41 0
54 MG BA | 3210 1/1 0.95 0.14 40,40,40,40 0
54 MG DA | 3213 1/1 0.95 0.20 48,48,48,48 0
54 MG DA | 3379 1/1 0.95 0.07 59,59,59,59 0
54 MG DA | 3214 1/1 0.95 0.15 37,37,37,37 0
54 MG DA | 3215 1/1 0.95 0.14 49,49,49,49 0
o4 MG BA | 3024 1/1 0.95 0.08 41,41,41,41 0
o4 MG DA | 3217 1/1 0.95 0.27 32,32,32,32 0
54 MG DA | 3393 1/1 0.95 0.08 41,41,41,41 0
54 MG BA | 3406 1/1 0.95 0.06 66,66,66,66 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BA | 3213 1/1 0.95 0.09 43,43,43,43 0
54 MG BA | 3260 1/1 0.95 0.18 30,30,30,30 0
54 MG BA | 3608 1/1 0.95 0.10 71,71,71,71 0
54 MG BA | 3616 1/1 0.95 0.14 | 131,131,131,131 0
54 MG BA | 3084 1/1 0.95 0.25 59,59,59,59 0
o4 MG DA | 3224 1/1 0.95 0.27 32,32,32,32 0
54 MG BA | 3411 1/1 0.95 0.07 63,63,63,63 0
54 MG BA | 3412 1/1 0.95 0.08 78,78,78,78 0
54 MG BA | 3413 1/1 0.95 0.10 57,57,57,57 0
54 MG BA | 3420 1/1 0.95 0.07 61,61,61,61 0
54 MG BA | 3311 1/1 0.95 0.09 24,24,24.24 0
o4 MG BA | 3424 1/1 0.95 0.11 72,72,72,72 0
o4 MG BA | 3134 1/1 0.95 0.26 41,41,41,41 0
o4 MG DA | 3109 1/1 0.95 0.11 59,59,59,59 0
54 MG DA | 3439 1/1 0.95 0.08 57,57,57,57 0
54 MG DA | 3441 1/1 0.95 0.13 48,48,48,48 0
54 MG AA | 1724 1/1 0.95 0.09 74,74,74,74 0
54 MG DA | 3445 1/1 0.95 0.09 42,42,42 42 0
o4 MG DA | 3446 1/1 0.95 0.11 42,42,42 42 0
o4 MG AA | 1687 1/1 0.95 0.14 62,62,62,62 0
54 MG DA | 3449 1/1 0.95 0.15 42,42.42 42 0
54 MG DA | 3450 1/1 0.95 0.06 67,67,67,67 0
54 MG BA | 3087 1/1 0.95 0.24 46,46,46,46 0
54 MG CA | 1752 1/1 0.95 0.06 71,71,71,71 0
54 MG DA | 3454 1/1 0.95 0.05 64,64,64,64 0
o4 MG BA | 3319 1/1 0.95 0.12 54,54,54,54 0
o4 MG BA | 3439 1/1 0.95 0.13 59,59,59,59 0
54 MG DA | 3240 1/1 0.95 0.24 53,53,53,53 0
54 MG AA | 1631 1/1 0.95 0.21 41,41,41,41 0
54 MG DA | 3244 1/1 0.95 0.29 33,33,33,33 0
54 MG DA | 3465 1/1 0.95 0.05 75,75,75,75 0
54 MG BA | 3182 1/1 0.95 0.21 37,37,37,37 0
o4 MG DA | 3469 1/1 0.95 0.06 56,56,56,56 0
54 MG DA | 3470 1/1 0.95 0.06 47.47,47,47 0
54 MG BA | 3270 1/1 0.95 0.32 25,25,25,25 0
54 MG BA | 3659 1/1 0.95 0.05 81,81,81,81 0
54 MG DA | 3477 1/1 0.95 0.05 53,53,53,53 0
54 MG BA | 3445 1/1 0.95 0.08 31,31,31,31 0
o4 MG CA | 1760 1/1 0.95 0.06 87,87,87,87 0
o4 MG DA | 3250 1/1 0.95 0.12 49,49,49,49 0
54 MG CA | 1761 1/1 0.95 0.15 65,65,65,65 0
54 MG DA | 3126 1/1 0.95 0.33 63,63,63,63 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BB 201 1/1 0.95 0.17 57,57,57,57 0
54 MG AA | 1690 1/1 0.95 0.07 72,72,72,72 0
54 MG BA | 3449 1/1 0.95 0.17 29,29,29,29 0
54 MG BA | 3142 1/1 0.95 0.20 42,42,42 42 0
54 MG DA | 3489 1/1 0.95 0.07 79,79,79,79 0
o4 MG BA | 3459 1/1 0.95 0.08 38,38,38,38 0
54 MG DA | 3493 1/1 0.95 0.10 63,63,63,63 0
54 MG DA | 3006 1/1 0.95 0.20 38,38,38,38 0
54 MG BA | 3058 1/1 0.95 0.08 32,32,32,32 0
54 MG DA | 3136 1/1 0.95 0.31 62,62,62,62 0
54 MG DA | 3137 1/1 0.95 0.06 38,38,38,38 0
54 MG BA | 3465 1/1 0.95 0.09 44,4444 44 0
o4 MG DA | 3508 1/1 0.95 0.08 60,60,60,60 0
o4 MG DA | 3263 1/1 0.95 0.21 40,40,40,40 0
54 MG BA | 3338 1/1 0.95 0.12 62,62,62,62 0
54 MG CA | 1659 1/1 0.95 0.21 48,48,48,48 0
54 MG DA | 3516 1/1 0.95 0.09 32,32,32,32 0
54 MG BA | 3469 1/1 0.95 0.09 40,40,40,40 0
o4 MG BA | 3339 1/1 0.95 0.08 70,70,70,70 0
o4 MG BA | 3227 1/1 0.95 0.11 32,32,32,32 0
54 MG DA | 3269 1/1 0.95 0.34 A7.47,47.47 0
54 MG BA | 3092 1/1 0.95 0.29 26,26,26,26 0
54 MG DA | 3017 1/1 0.95 0.12 50,50,50,50 0
54 MG BA | 3500 1/1 0.95 0.08 44,44,44 44 0
54 MG BA | 3504 1/1 0.95 0.08 65,65,65,65 0
54 MG BA | 3507 1/1 0.95 0.13 41,41,41,41 0
o4 MG DA | 3022 1/1 0.95 0.12 34,34,34,34 0
54 MG BA | 3188 1/1 0.95 0.26 39,39,39,39 0
54 MG DA | 3538 1/1 0.95 0.06 87,87,87,87 0
54 MG BB 223 1/1 0.95 0.06 | 133,133,133,133 0
54 MG DA | 3541 1/1 0.95 0.05 | 130,130,130,130 0
54 MG BA | 3278 1/1 0.95 0.25 30,30,30,30 0
o4 MG BA | 3118 1/1 0.95 0.17 44,44,44 44 0
54 MG DA | 3027 1/1 0.95 0.17 56,56,56,56 0
54 MG CA | 1671 1/1 0.95 0.31 49,49,49.49 0
54 MG BA | 3190 1/1 0.95 0.13 27,27,27,27 0
54 MG BA | 3011 1/1 0.95 0.18 26,26,26,26 0
54 MG BA | 3520 1/1 0.95 0.06 95,95,95,95 0
o4 MG BA | 3235 1/1 0.95 0.13 50,50,50,50 0
o4 MG BA | 3095 1/1 0.95 0.18 48,48,48,48 0
54 MG BA | 3529 1/1 0.95 0.06 65,65,65,65 0
54 MG DA | 3036 1/1 0.95 0.12 44,44,44 44 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 3038 1/1 0.95 0.08 37,37,37,37 0
54 MG DA | 3562 1/1 0.95 0.07 58,58,58,58 0
54 MG CA | 1678 1/1 0.95 0.11 55,55,55,55 0
54 MG DA | 3041 1/1 0.95 0.28 36,36,36,36 0
54 MG BA | 3121 1/1 0.95 0.15 36,36,36,36 0
o4 MG BQ 204 1/1 0.95 0.06 43,43,43,43 0
54 MG BA | 3096 1/1 0.95 0.29 47.47,47,47 0
54 MG BA | 3538 1/1 0.95 0.08 66,66,66,66 0
54 MG DA | 3300 1/1 0.95 0.14 41,41,41,41 0
54 MG AA | 1735 1/1 0.95 0.07 | 110,110,110,110 0
54 MG BA | 3155 1/1 0.95 0.06 41,41,41,41 0
o4 MG BA | 3157 1/1 0.95 0.27 48,48,48,48 0
o4 MG BO 102 1/1 0.95 0.09 54,54,54,54 0
o4 MG BO 103 1/1 0.95 0.07 89,89,89,89 0
54 MG DA | 3589 1/1 0.95 0.06 75,75,75,75 0
54 MG DA | 3307 1/1 0.95 0.20 35,35,35,35 0
54 MG DA | 3591 1/1 0.95 0.08 66,66,66,66 0
54 MG BA | 3077 1/1 0.95 0.09 42,42,42 42 0
o4 MG DA | 3054 1/1 0.95 0.20 46,46,46,46 0
o4 MG BA | 3374 1/1 0.95 0.06 34,34,34,34 0
54 MG AA | 1685 1/1 0.95 0.07 71,71,71,71 0
54 MG B5 103 1/1 0.95 0.10 57,57,57,57 0
54 MG DA | 3183 1/1 0.95 0.23 26,26,26,26 0
54 MG DA | 3314 1/1 0.95 0.21 43,43,43,43 0
54 MG B9 102 1/1 0.95 0.13 28,28,28,28 0
o4 MG BA | 3294 1/1 0.95 0.10 39,39,39,39 0
o4 MG AA | 1667 1/1 0.95 0.19 38,38,38,38 0
54 MG BA | 3555 1/1 0.95 0.07 A7.47,47.47 0
54 MG BA | 3557 1/1 0.95 0.09 78,78,78,78 0
54 MG DE 302 1/1 0.95 0.26 21,21,21,21 0
54 MG DA | 3065 1/1 0.95 0.18 53,53,53,53 0
54 MG BA | 3127 1/1 0.95 0.23 38,38,38,38 0
o4 MG BA | 3562 1/1 0.95 0.08 59,59,59,59 0
54 MG CA | 1700 1/1 0.95 0.09 70,70,70,70 0
54 MG BA | 3565 1/1 0.95 0.06 68,68,68,68 0
54 MG CA | 1703 1/1 0.95 0.15 56,56,56,56 0
54 MG BA | 3247 1/1 0.95 0.32 26,26,26,26 0
54 MG BA | 3386 1/1 0.95 0.09 40,40,40,40 0
o4 MG DR 202 1/1 0.95 0.24 34,34,34,34 0
o4 MG BA | 3574 1/1 0.95 0.17 33,33,33,33 0
54 MG BA | 3080 1/1 0.95 0.08 39,39,39,39 0
54 MG D1 101 1/1 0.95 0.20 38,38,38,38 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG CA | 1708 1/1 0.95 0.07 80,80,80,80 0
54 MG DA | 3200 1/1 0.95 0.15 34,34,34,34 0
54 MG DA | 3337 1/1 0.95 0.15 30,30,30,30 0
54 MG DA | 3340 1/1 0.95 0.09 45,45,45,45 0
55 ZN AN 101 1/1 0.95 0.06 | 117,117,117,117 0
o4 MG DA | 3341 1/1 0.95 0.11 43,43,43,43 0
54 MG CA | 1711 1/1 0.95 0.06 | 103,103,103,103 0
54 MG BA | 3103 1/1 0.95 0.20 29,29,29,29 0
54 MG BA | 3333 1/1 0.96 0.12 40,40,40,40 0
54 MG BA | 3116 1/1 0.96 0.07 53,53,53,53 0
54 MG DA | 3013 1/1 0.96 0.12 37,37,37,37 0
o4 MG DA | 3436 1/1 0.96 0.10 81,81,81,81 0
o4 MG BB 222 1/1 0.96 0.09 80,80,80,80 0
o4 MG BA | 3542 1/1 0.96 0.05 83,83,83,83 0
54 MG BD 301 1/1 0.96 0.13 49,49,49.49 0
54 MG DA | 3018 1/1 0.96 0.18 54,54,54,54 0
54 MG BA | 3117 1/1 0.96 0.14 39,39,39,39 0
54 MG DA | 3443 1/1 0.96 0.06 75,75,75,75 0
o4 MG AA | 1727 1/1 0.96 0.06 61,61,61,61 0
o4 MG AA | 1729 1/1 0.96 0.06 80,80,80,80 0
54 MG BA | 3551 1/1 0.96 0.10 82,82,82,82 0
54 MG BA | 3214 1/1 0.96 0.16 52,52,52,52 0
54 MG BA | 3417 1/1 0.96 0.07 48,48,48,48 0
54 MG BP 201 1/1 0.96 0.06 45,45,45,45 0
54 MG BA | 3418 1/1 0.96 0.06 49,49,49,49 0
o4 MG BA | 3419 1/1 0.96 0.27 21,21,21,21 0
o4 MG BA | 3181 1/1 0.96 0.07 38,38,38,38 0
54 MG BA | 3558 1/1 0.96 0.19 28,28,28,28 0
54 MG DA | 3458 1/1 0.96 0.05 62,62,62,62 0
54 MG AA ] 1655 1/1 0.96 0.29 43,43,43,43 0
54 MG BA | 3422 1/1 0.96 0.10 76,76,76,76 0
54 MG BA | 3563 1/1 0.96 0.06 70,70,70,70 0
o4 MG BA | 3564 1/1 0.96 0.10 59,59,59,59 0
54 MG BA | 3345 1/1 0.96 0.14 71,71,71,71 0
54 MG BA | 3566 1/1 0.96 0.10 44,44,44, 44 0
54 MG DA | 3037 1/1 0.96 0.12 43,43,43,43 0
54 MG BA | 3567 1/1 0.96 0.06 54,54,54,54 0
54 MG DA | 3472 1/1 0.96 0.14 50,50,50,50 0
o4 MG DA | 3473 1/1 0.96 0.12 38,38,38,38 0
o4 MG BA | 3569 1/1 0.96 0.05 69,69,69,69 0
54 MG DA | 3158 1/1 0.96 0.18 46,46,46,46 0
54 MG BA | 3425 1/1 0.96 0.10 53,53,53,53 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 3480 1/1 0.96 0.12 52,52,52,52 0
54 MG BA | 3346 1/1 0.96 0.06 52,52,52,52 0
54 MG BA | 3291 1/1 0.96 0.07 39,39,39,39 0
54 MG B8 102 1/1 0.96 0.05 61,61,61,61 0
54 MG BA | 3148 1/1 0.96 0.23 47.47,47.47 0
54 MG BA | 3578 1/1 0.96 0.08 44,44,44 44 0
54 MG DA | 3047 1/1 0.96 0.14 38,38,38,38 0
54 MG BA | 3218 1/1 0.96 0.05 55,55,55,55 0
54 MG BA | 3580 1/1 0.96 0.10 49,49,49.49 0
54 MG DA | 3050 1/1 0.96 0.23 34,34,34,34 0
54 MG CA | 1696 1/1 0.96 0.30 61,61,61,61 0
o4 MG DA | 3492 1/1 0.96 0.05 56,56,56,56 0
o4 MG DA | 3286 1/1 0.96 0.20 33,33,33,33 0
o4 MG DA | 3494 1/1 0.96 0.08 37,37,37,37 0
54 MG BA | 3437 1/1 0.96 0.10 49,49,49.49 0
54 MG BA | 3149 1/1 0.96 0.36 57,57,57,57 0
54 MG BA | 3584 1/1 0.96 0.05 42,42,42 42 0
54 MG DA | 3500 1/1 0.96 0.07 74,74,74,74 0
o4 MG DA | 3503 1/1 0.96 0.10 34,34,34,34 0
o4 MG BA | 3098 1/1 0.96 0.11 40,40,40,40 0
54 MG DA | 3292 1/1 0.96 0.13 33,33,33,33 0
54 MG DA | 3293 1/1 0.96 0.23 33,33,33,33 0
54 MG DA | 3509 1/1 0.96 0.06 37,37,37,37 0
54 MG BA | 3440 1/1 0.96 0.09 46,46,46,46 0
54 MG AA | 1732 1/1 0.96 0.05 94,94,94,94 0
o4 MG DA | 3514 1/1 0.96 0.11 42,42,42 42 0
54 MG BA | 3028 1/1 0.96 0.10 22,22,22.22 0
54 MG BA | 3043 1/1 0.96 0.06 39,39,39,39 0
54 MG BA | 3224 1/1 0.96 0.16 50,50,50,50 0
54 MG DA | 3520 1/1 0.96 0.17 56,56,56,56 0
54 MG BA | 3596 1/1 0.96 0.05 48,48,48,48 0
54 MG BA | 3262 1/1 0.96 0.16 27,27,27,27 0
o4 MG BA | 3448 1/1 0.96 0.07 38,38,38,38 0
54 MG DA | 3524 1/1 0.96 0.12 79,79,79,79 0
54 MG DA | 3302 1/1 0.96 0.26 21,21,21,21 0
54 MG CA | 1617 1/1 0.96 0.06 87,87,87,87 0
54 MG AA | 1711 1/1 0.96 0.15 46,46,46,46 0
54 MG BA | 3452 1/1 0.96 0.07 64,64,64,64 0
o4 MG BA | 3156 1/1 0.96 0.21 39,39,39,39 0
o4 MG DA | 3533 1/1 0.96 0.08 89,89,89,89 0
54 MG CA | 1622 1/1 0.96 0.21 A47.47,47.47 0
54 MG BA | 3609 1/1 0.96 0.05 75,75,75,75 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BA | 3612 1/1 0.96 0.08 59,59,59,59 0
54 MG BA | 3265 1/1 0.96 0.22 29,29,29,29 0
54 MG BA | 3046 1/1 0.96 0.07 36,36,36,36 0
54 MG BA | 3627 1/1 0.96 0.06 50,50,50,50 0
54 MG BA | 3083 1/1 0.96 0.09 43,43,43,43 0
o4 MG BA | 3064 1/1 0.96 0.23 34,34,34,34 0
54 MG DA | 3078 1/1 0.96 0.16 48,48,48,48 0
54 MG BA | 3378 1/1 0.96 0.10 25,25,25,25 0
54 MG DA | 3080 1/1 0.96 0.22 44,44,44 44 0
54 MG BA | 3640 1/1 0.96 0.05 | 116,116,116,116 0
54 MG BA | 3641 1/1 0.96 0.12 72,72,72,72 0
o4 MG DA | 3083 1/1 0.96 0.15 37,37,37,37 0
o4 MG BA | 3106 1/1 0.96 0.20 52,52,52,52 0
o4 MG DA | 3558 1/1 0.96 0.07 36,36,36,36 0
54 MG DA | 3203 1/1 0.96 0.24 33,33,33,33 0
54 MG DA | 3560 1/1 0.96 0.08 57,57,57,57 0
54 MG DA | 3085 1/1 0.96 0.11 43,43,43,43 0
54 MG BA | 3644 1/1 0.96 0.06 88,88,88,88 0
o4 MG BA | 3472 1/1 0.96 0.13 26,26,26,26 0
o4 MG BA | 3477 1/1 0.96 0.07 53,53,53,53 0
54 MG BA | 3478 1/1 0.96 0.06 41,41,41,41 0
54 MG BA | 3163 1/1 0.96 0.25 23,23,23,23 0
54 MG CA | 1741 1/1 0.96 0.17 79,79,79,79 0
54 MG BA | 3066 1/1 0.96 0.26 39,39,39,39 0
54 MG DA | 3573 1/1 0.96 0.20 31,31,31,31 0
o4 MG DA | 3578 1/1 0.96 0.11 29,29,29,29 0
o4 MG CA | 1745 1/1 0.96 0.16 | 116,116,116,116 0
54 MG DA | 3333 1/1 0.96 0.09 37,37,37,37 0
54 MG BA | 3496 1/1 0.96 0.08 39,39,39,39 0
54 MG CA | 1747 1/1 0.96 0.07 95,95,95,95 0
54 MG BA | 3499 1/1 0.96 0.09 60,60,60,60 0
54 MG BA | 3006 1/1 0.96 0.13 25,25,25,25 0
54 MG DA | 3588 1/1 0.96 0.07 34,34,34,34 0
54 MG DA | 3099 1/1 0.96 0.14 36,36,36,36 0
54 MG DA | 3347 1/1 0.96 0.11 35,35,35,35 0
54 MG DA | 3348 1/1 0.96 0.07 41,41,41,41 0
54 MG DA | 3593 1/1 0.96 0.06 83,83,83,83 0
54 MG DA | 3595 1/1 0.96 0.10 58,58,58,58 0
o4 MG DA | 3352 1/1 0.96 0.06 33,33,33,33 0
o4 MG BA | 3502 1/1 0.96 0.08 34,34,34,34 0
54 MG DA | 3101 1/1 0.96 0.18 39,39,39,39 0
54 MG BA | 3503 1/1 0.96 0.06 64,64,64,64 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 3360 1/1 0.96 0.06 37,37,37,37 0
54 MG AA | 1722 1/1 0.96 0.06 66,66,66,66 0
54 MG BA | 3069 1/1 0.96 0.26 42,42,42 42 0
54 MG CA | 1647 1/1 0.96 0.13 86,86,86,86 0
54 MG BA | 3391 1/1 0.96 0.07 39,39,39,39 0
o4 MG BA | 3392 1/1 0.96 0.09 | 110,110,110,110 0
o4 MG AA | 1621 1/1 0.96 0.26 62,62,62,62 0
54 MG DD 302 1/1 0.96 0.29 38,38,38,38 0
54 MG CA | 1651 1/1 0.96 0.19 46,46,46,46 0
54 MG DA | 3373 1/1 0.96 0.14 32,32,32,32 0
54 MG BA | 3170 1/1 0.96 0.09 29,29,29,29 0
o4 MG AA | 1693 1/1 0.96 0.06 51,51,51,51 0
o4 MG CA | 1762 1/1 0.96 0.10 | 156,156,156,156 0
o4 MG BA | 3398 1/1 0.96 0.08 52,52,52,52 0
54 MG BA | 3522 1/1 0.96 0.09 74,74,74,74 0
54 MG DA | 3234 1/1 0.96 0.25 41,41,41,41 0
54 MG AA | 1725 1/1 0.96 0.07 56,56,56,56 0
54 MG BA | 3328 1/1 0.96 0.16 30,30,30,30 0
o4 MG DR 201 1/1 0.96 0.16 40,40,40,40 0
54 MG DA | 3397 1/1 0.96 0.07 34,34,34,34 0
54 MG DA | 3003 1/1 0.96 0.10 46,46,46,46 0
54 MG BA | 3525 1/1 0.96 0.07 35,35,35,35 0
54 MG BA | 3528 1/1 0.96 0.07 39,39,39,39 0
54 MG DA | 3406 1/1 0.96 0.05 58,58,58,58 0
54 MG BA | 3401 1/1 0.96 0.06 58,58,58,58 0
o4 MG AA ] 1689 1/1 0.96 0.06 99,99,99,99 0
o4 MG DA | 3243 1/1 0.96 0.14 28,28,28,28 0
54 MG DA | 3414 1/1 0.96 0.10 51,51,51,51 0
54 MG BA | 3330 1/1 0.96 0.06 34,34,34,34 0
54 MG DA | 3128 1/1 0.96 0.20 45,45,45,45 0
54 MG BA | 3115 1/1 0.96 0.21 45,45,45,45 0
54 MG BA | 3351 1/1 0.97 0.07 60,60,60,60 0
o4 MG DA | 3315 1/1 0.97 0.05 31,31,31,31 0
54 MG BA | 3460 1/1 0.97 0.13 61,61,61,61 0
54 MG DA | 3039 1/1 0.97 0.12 28,28,28,28 0
54 MG BA | 3180 1/1 0.97 0.15 41,41,41,41 0
54 MG BA | 3462 1/1 0.97 0.05 43,43,43,43 0
54 MG BA | 3284 1/1 0.97 0.25 24,24,24.24 0
o4 MG BA | 3356 1/1 0.97 0.05 29,29,29,29 0
o4 MG BA | 3042 1/1 0.97 0.13 40,40,40,40 0
54 MG BA | 3136 1/1 0.97 0.20 45,45,45,45 0
54 MG BA | 3314 1/1 0.97 0.11 37,37,37,37 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 3490 1/1 0.97 0.06 33,33,33,33 0
54 MG BA | 3474 1/1 0.97 0.06 37,37,37,37 0
54 MG CA | 1722 1/1 0.97 0.12 71,71,71,71 0
54 MG CA | 1724 1/1 0.97 0.07 49,49,49.,49 0
54 MG CA | 1725 1/1 0.97 0.08 65,65,65,65 0
o4 MG DA | 3495 1/1 0.97 0.07 83,83,83,83 0
54 MG CA | 1726 1/1 0.97 0.15 52,52,52,52 0
54 MG BA | 3476 1/1 0.97 0.10 49,49,49.,49 0
54 MG AA | 1710 1/1 0.97 0.06 79,79,79,79 0
54 MG BB 217 1/1 0.97 0.07 67,67,67,67 0
54 MG BA | 3410 1/1 0.97 0.08 70T 0
o4 MG BA | 3479 1/1 0.97 0.08 32,32,32,32 0
54 MG DA | 3339 1/1 0.97 0.04 44,44,44 44 0
o4 MG DA | 3057 1/1 0.97 0.06 35,35,35,35 0
54 MG BA | 3482 1/1 0.97 0.10 27,27,27,27 0
54 MG BA | 3184 1/1 0.97 0.17 40,40,40,40 0
54 MG DA | 3511 1/1 0.97 0.05 49,49,49.,49 0
54 MG DA | 3343 1/1 0.97 0.05 37,37,37,37 0
o4 MG BD 302 1/1 0.97 0.06 28,28,28,28 0
54 MG BA | 3488 1/1 0.97 0.10 24,24.24.24 0
54 MG BA | 3138 1/1 0.97 0.15 42,42.42 42 0
54 MG DA | 3349 1/1 0.97 0.06 35,35,35,35 0
54 MG DA | 3518 1/1 0.97 0.05 69,69,69,69 0
54 MG DA | 3519 1/1 0.97 0.10 52,52,52,52 0
54 MG BA | 3583 1/1 0.97 0.12 34,34,34,34 0
o4 MG DA | 3064 1/1 0.97 0.22 48,48,48,48 0
o4 MG AA | 1718 1/1 0.97 0.04 96,96,96,96 0
54 MG DA | 3356 1/1 0.97 0.09 60,60,60,60 0
54 MG BA | 3414 1/1 0.97 0.07 29,29,29,29 0
54 MG BA | 3586 1/1 0.97 0.05 63,63,63,63 0
54 MG BA | 3415 1/1 0.97 0.06 33,33,33,33 0
54 MG DA | 3527 1/1 0.97 0.05 91,91,91,91 0
54 MG AA | 1700 1/1 0.97 0.06 42,42,42 42 0
54 MG DA | 3366 1/1 0.97 0.09 31,31,31,31 0
54 MG DA | 3531 1/1 0.97 0.07 91,91,91,91 0
54 MG BA | 3321 1/1 0.97 0.07 32,32,32,32 0
54 MG BA | 3093 1/1 0.97 0.13 42,42,42 42 0
54 MG BA | 3371 1/1 0.97 0.04 33,33,33,33 0
54 MG DA | 3536 1/1 0.97 0.08 51,51,51,51 0
o4 MG BR 201 1/1 0.97 0.07 29,29,29,29 0
54 MG DA | 3166 1/1 0.97 0.15 45,45,45,45 0
54 MG BA | 3510 1/1 0.97 0.05 56,56,56,56 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BT 201 1/1 0.97 0.04 53,53,53,53 0
54 MG DA | 3543 1/1 0.97 0.08 53,53,53,53 0
54 MG BA | 3373 1/1 0.97 0.07 44,44,44 44 0
54 MG BA | 3130 1/1 0.97 0.08 43,43,43,43 0
54 MG BW 201 1/1 0.97 0.15 32,32,32,32 0
o4 MG DA | 3386 1/1 0.97 0.05 39,39,39,39 0
54 MG DA | 3549 1/1 0.97 0.12 45,45,45,45 0
54 MG BA | 3248 1/1 0.97 0.26 27,27,27,27 0
54 MG BZ 301 1/1 0.97 0.17 55,55,55,55 0
54 MG DA | 3392 1/1 0.97 0.09 35,35,35,35 0
54 MG AA | 1714 1/1 0.97 0.13 57,57,57,57 0
o4 MG BA | 3604 1/1 0.97 0.06 50,50,50,50 0
o4 MG DA | 3556 1/1 0.97 0.06 56,56,56,56 0
o4 MG BA | 3426 1/1 0.97 0.08 37,37,37,37 0
54 MG BA | 3228 1/1 0.97 0.30 37,37,37,37 0
54 MG DA | 3399 1/1 0.97 0.06 51,51,51,51 0
54 MG BA | 3429 1/1 0.97 0.08 A47.47,47.47 0
54 MG BA | 3432 1/1 0.97 0.04 67,67,67,67 0
o4 MG DA | 3403 1/1 0.97 0.04 34,34,34,34 0
o4 MG B5 102 1/1 0.97 0.08 52,52,52,52 0
54 MG BA | 3618 1/1 0.97 0.07 52,52,52,52 0
54 MG B8 101 1/1 0.97 0.09 51,51,51,51 0
54 MG DA | 3090 1/1 0.97 0.24 53,53,53,53 0
54 MG DA | 3413 1/1 0.97 0.07 56,56,56,56 0
54 MG BA | 3229 1/1 0.97 0.10 41,41,41,41 0
o4 MG DA | 3571 1/1 0.97 0.07 55,55,55,55 0
o4 MG BA | 3622 1/1 0.97 0.10 45,45,45,45 0
54 MG DA | 3417 1/1 0.97 0.07 31,31,31,31 0
54 MG DA | 3418 1/1 0.97 0.11 31,31,31,31 0
54 MG DA | 3419 1/1 0.97 0.05 44,4444 44 0
54 MG DA | 3421 1/1 0.97 0.06 93,93,93,93 0
54 MG BA | 3623 1/1 0.97 0.07 73,73,73,73 0
o4 MG BA | 3144 1/1 0.97 0.25 46,46,46,46 0
54 MG DA | 3429 1/1 0.97 0.04 56,56,56,56 0
54 MG DA | 3431 1/1 0.97 0.06 59,59,59,59 0
54 MG DA | 3432 1/1 0.97 0.07 70,70,70,70 0
54 MG BA | 3527 1/1 0.97 0.12 29,29,29,29 0
54 MG BA | 3253 1/1 0.97 0.27 19,19,19,19 0
o4 MG BA | 3211 1/1 0.97 0.06 26,26,26,26 0
o4 MG BA | 3388 1/1 0.97 0.05 A47.47,47.47 0
54 MG BA | 3533 1/1 0.97 0.11 61,61,61,61 0
54 MG BA | 3534 1/1 0.97 0.11 25,25,25,25 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BA | 3643 1/1 0.97 0.09 59,59,59,59 0
54 MG DA | 3440 1/1 0.97 0.10 42,42.42 42 0
54 MG BA | 3277 1/1 0.97 0.26 22,22,22,22 0
54 MG BA | 3537 1/1 0.97 0.08 31,31,31,31 0
54 MG AA | 1716 1/1 0.97 0.10 | 116,116,116,116 0
o4 MG DA | 3291 1/1 0.97 0.18 53,53,53,53 0
54 MG DA | 3106 1/1 0.97 0.20 37,37,37,37 0
54 MG BA | 3341 1/1 0.97 0.05 44,44,44,44 0
54 MG DA | 3448 1/1 0.97 0.04 42,42.42 42 0
54 MG DD 301 1/1 0.97 0.15 47474747 0
54 MG BA | 3343 1/1 0.97 0.05 73,73,73,73 0
o4 MG BA | 3161 1/1 0.97 0.18 40,40,40,40 0
o4 MG DA | 3451 1/1 0.97 0.06 | 103,103,103,103 0
o4 MG BA | 3022 1/1 0.97 0.06 46,46,46,46 0
54 MG DA | 3204 1/1 0.97 0.27 43,43,43,43 0
54 MG BA | 3652 1/1 0.97 0.05 97,97,97,97 0
54 MG BA | 3653 1/1 0.97 0.10 | 104,104,104,104 0
54 MG DA | 3456 1/1 0.97 0.06 42,42,42 42 0
o4 MG BA | 3395 1/1 0.97 0.10 60,60,60,60 0
o4 MG BA | 3396 1/1 0.97 0.06 29,29,29,29 0
54 MG BA | 3550 1/1 0.97 0.04 87,87,87,87 0
54 MG BA | 3041 1/1 0.97 0.23 40,40,40,40 0
54 MG DA | 3462 1/1 0.97 0.06 51,51,51,51 0
54 MG DR 203 1/1 0.97 0.21 51,51,51,51 0
54 MG DA | 3463 1/1 0.97 0.04 69,69,69,69 0
o4 MG DA | 3117 1/1 0.97 0.12 47474747 0
o4 MG CA | 1701 1/1 0.97 0.09 72,72,72,72 0
54 MG BA | 3450 1/1 0.97 0.06 38,38,38,38 0
54 MG BA | 3179 1/1 0.97 0.21 37,37,37,37 0
54 MG BA | 3455 1/1 0.97 0.11 22,22,22,22 0
54 MG BA | 3348 1/1 0.97 0.05 59,59,59,59 0
54 MG DA | 3124 1/1 0.97 0.26 37,37,37,37 0
%) ZN BY 201 1/1 0.97 0.04 69,69,69,69 0
54 MG DA | 3034 1/1 0.97 0.04 32,32,32,32 0
54 MG BA | 3556 1/1 0.97 0.13 57,57,57,57 0
55 ZN DY 201 1/1 0.97 0.04 94,94,94,94 0
54 MG BA | 3457 1/1 0.97 0.09 27,27,27,27 0
55 ZN D9 101 1/1 0.97 0.07 65,65,65,65 0
o4 MG BA | 3541 1/1 0.98 0.07 42,42,42 42 0
o4 MG DA | 3334 1/1 0.98 0.07 52,52,52,52 0
54 MG DA | 3335 1/1 0.98 0.07 36,36,36,36 0
54 MG DA | 3135 1/1 0.98 0.27 47474747 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 3338 1/1 0.98 0.11 42,42.42 42 0
54 MG CA | 1613 1/1 0.98 0.20 66,66,66,66 0
54 MG BA | 3466 1/1 0.98 0.10 39,39,39,39 0
54 MG AA | 1721 1/1 0.98 0.04 62,62,62,62 0
54 MG BA | 3047 1/1 0.98 0.13 35,35,35,35 0
o4 MG BA | 3545 1/1 0.98 0.04 43,43,43,43 0
54 MG DA | 3344 1/1 0.98 0.04 30,30,30,30 0
54 MG BA | 3546 1/1 0.98 0.12 73,73,73,73 0
54 MG DA | 3346 1/1 0.98 0.06 35,35,35,35 0
54 MG CA | 1619 1/1 0.98 0.05 50,50,50,50 0
54 MG DA | 3242 1/1 0.98 0.23 34,34,34,34 0
o4 MG CA | 1710 1/1 0.98 0.10 48,48,48,48 0
o4 MG DA | 3498 1/1 0.98 0.04 28,28,28,28 0
o4 MG DA | 3350 1/1 0.98 0.03 47,4747 47 0
54 MG DA | 3351 1/1 0.98 0.05 40,40,40,40 0
54 MG DA | 3501 1/1 0.98 0.04 58,58,58,58 0
54 MG DA | 3502 1/1 0.98 0.05 37,37,37,37 0
54 MG BA | 3381 1/1 0.98 0.05 66,66,66,66 0
o4 MG DA | 3504 1/1 0.98 0.05 63,63,63,63 0
o4 MG BA | 3548 1/1 0.98 0.05 29,29,29,29 0
54 MG BA | 3549 1/1 0.98 0.04 55,55,55,55 0
54 MG DA | 3507 1/1 0.98 0.07 80,80,80,80 0
54 MG DA | 3355 1/1 0.98 0.09 49,49,49.,49 0
54 MG BA | 3471 1/1 0.98 0.08 27,27,27,27 0
54 MG DA | 3357 1/1 0.98 0.06 36,36,36,36 0
o4 MG CA | 1715 1/1 0.98 0.05 | 103,103,103,103 0
o4 MG BA | 3650 1/1 0.98 0.12 88,88,88,88 0
54 MG BA | 3342 1/1 0.98 0.05 32,32,32,32 0
54 MG DA | 3363 1/1 0.98 0.14 26,26,26,26 0
54 MG BA | 3473 1/1 0.98 0.10 30,30,30,30 0
54 MG DA | 3365 1/1 0.98 0.04 40,40,40,40 0
54 MG AA | 1694 1/1 0.98 0.04 80,80,80,80 0
o4 MG AA ] 1730 1/1 0.98 0.04 51,51,51,51 0
54 MG BA | 3158 1/1 0.98 0.09 40,40,40,40 0
54 MG DA | 3369 1/1 0.98 0.04 50,50,50,50 0
54 MG AA | 1701 1/1 0.98 0.04 48,48,48,48 0
54 MG BA | 3051 1/1 0.98 0.13 48,48,48,48 0
54 MG BA | 3481 1/1 0.98 0.07 25,25,25,25 0
o4 MG BA | 3242 1/1 0.98 0.13 38,38,38,38 0
o4 MG CA | 1728 1/1 0.98 0.07 60,60,60,60 0
54 MG DA | 3375 1/1 0.98 0.06 31,31,31,31 0
54 MG DA | 3378 1/1 0.98 0.10 33,33,33,33 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 3529 1/1 0.98 0.05 56,56,56,56 0
54 MG BA | 3560 1/1 0.98 0.04 74,74,74,74 0
54 MG DA | 3381 1/1 0.98 0.03 42,42,42 42 0
54 MG BA | 3483 1/1 0.98 0.07 28,28,28,28 0
54 MG BA | 3484 1/1 0.98 0.09 27,27,27,27 0
o4 MG DA | 3534 1/1 0.98 0.07 28,28,28,28 0
54 MG DA | 3384 1/1 0.98 0.05 45,45,45,45 0
54 MG BA | 3430 1/1 0.98 0.05 49,49,49.,49 0
54 MG BA | 3431 1/1 0.98 0.05 71,71,71,71 0
54 MG DA | 3388 1/1 0.98 0.13 43,43,43,43 0
54 MG DA | 3539 1/1 0.98 0.06 67,67,67,67 0
o4 MG BA | 3490 1/1 0.98 0.04 28,28,28,28 0
o4 MG BA | 3350 1/1 0.98 0.06 40,40,40,40 0
o4 MG DA | 3542 1/1 0.98 0.05 83,83,83,83 0
54 MG BA | 3568 1/1 0.98 0.07 39,39,39,39 0
54 MG DA | 3395 1/1 0.98 0.05 39,39,39,39 0
54 MG BA | 3493 1/1 0.98 0.05 40,40,40,40 0
54 MG BA | 3494 1/1 0.98 0.05 34,34,34,34 0
54 MG BA | 3571 1/1 0.98 0.07 44,4444 44 0
o4 MG AA | 1698 1/1 0.98 0.07 69,69,69,69 0
54 MG BA | 3573 1/1 0.98 0.11 23,23,23,23 0
54 MG DA | 3551 1/1 0.98 0.07 62,62,62,62 0
54 MG DA | 3173 1/1 0.98 0.15 52,52,52,52 0
54 MG DA | 3402 1/1 0.98 0.04 44,44,44 44 0
54 MG AA | 1733 1/1 0.98 0.04 78,78,78,78 0
o4 MG DA | 3405 1/1 0.98 0.05 32,32,32,32 0
o4 MG CA | 1743 1/1 0.98 0.07 61,61,61,61 0
54 MG CA | 1744 1/1 0.98 0.04 83,83,83,83 0
54 MG DA | 3409 1/1 0.98 0.04 73,73,73,73 0
54 MG BB 214 1/1 0.98 0.06 40,40,40,40 0
54 MG BA | 3575 1/1 0.98 0.06 41,41,41,41 0
54 MG DA | 3412 1/1 0.98 0.04 58,58,58,58 0
54 MG BA | 3576 1/1 0.98 0.07 21,21,21,21 0
54 MG BA | 3323 1/1 0.98 0.06 23,23,23,23 0
54 MG DA | 3415 1/1 0.98 0.04 43,43,43,43 0
54 MG BB 218 1/1 0.98 0.05 45,45,45,45 0
54 MG BA | 3354 1/1 0.98 0.04 37,37,37,37 0
54 MG BB 221 1/1 0.98 0.03 50,50,50,50 0
o4 MG BA | 3355 1/1 0.98 0.06 29,29,29,29 0
o4 MG DA | 3570 1/1 0.98 0.10 28,28,28,28 0
54 MG BA | 3324 1/1 0.98 0.05 42,42.42 42 0
54 MG DA | 3572 1/1 0.98 0.11 71,71,71,71 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 3422 1/1 0.98 0.07 43,43,43,43 0
54 MG BA | 3505 1/1 0.98 0.12 41,41,41,41 0
54 MG DA | 3579 1/1 0.98 0.05 57,57,57,57 0
54 MG BA | 3506 1/1 0.98 0.06 30,30,30,30 0
54 MG DA | 3427 1/1 0.98 0.04 59,59,59,59 0
o4 MG BD 303 1/1 0.98 0.14 35,35,35,35 0
54 MG BA | 3325 1/1 0.98 0.05 40,40,40,40 0
54 MG BA | 3509 1/1 0.98 0.08 50,50,50,50 0
54 MG BA | 3441 1/1 0.98 0.07 56,56,56,56 0
54 MG BA | 3326 1/1 0.98 0.04 49,49,49.49 0
54 MG BA | 3089 1/1 0.98 0.17 41,41,41,41 0
54 MG BA | 3588 1/1 0.98 0.03 64,64,64,64 0
o4 MG BA | 3361 1/1 0.98 0.04 59,59,59,59 0
o4 MG DA | 3592 1/1 0.98 0.04 83,83,83,83 0
54 MG AA | 1703 1/1 0.98 0.04 66,66,66,66 0
54 MG BA | 3151 1/1 0.98 0.24 33,33,33,33 0
54 MG BA | 3518 1/1 0.98 0.08 50,50,50,50 0
54 MG BA | 3594 1/1 0.98 0.05 86,86,86,86 0
o4 MG DA | 3005 1/1 0.98 0.10 70T 0
o4 MG BA | 3595 1/1 0.98 0.16 27,27,27,27 0
54 MG DA | 3444 1/1 0.98 0.04 41,41,41,41 0
54 MG BA | 3447 1/1 0.98 0.04 29,29,29,29 0
54 MG BA | 3405 1/1 0.98 0.07 61,61,61,61 0
54 MG DA | 3105 1/1 0.98 0.18 46,46,46,46 0
54 MG BA | 3331 1/1 0.98 0.06 48,48,48,48 0
o4 MG BA | 3599 1/1 0.98 0.06 30,30,30,30 0
o4 MG BA | 3055 1/1 0.98 0.15 53,53,53,53 0
54 MG BA | 3451 1/1 0.98 0.06 28,28,28,28 0
54 MG AA | 1691 1/1 0.98 0.07 43,43,43,43 0
54 MG BA | 3605 1/1 0.98 0.06 55,55,55,55 0
54 MG BA | 3607 1/1 0.98 0.07 99,99,99,99 0
54 MG BA | 3453 1/1 0.98 0.04 46,46,46,46 0
o4 MG BA | 3334 1/1 0.98 0.04 51,51,51,51 0
54 MG BA | 3610 1/1 0.98 0.05 63,63,63,63 0
54 MG BA | 3611 1/1 0.98 0.04 44,44,44, 44 0
54 MG BA | 3530 1/1 0.98 0.09 56,56,56,56 0
54 MG BA | 3613 1/1 0.98 0.04 65,65,65,65 0
54 MG DA | 3461 1/1 0.98 0.08 41,41,41,41 0
o4 MG BA | 3615 1/1 0.98 0.04 52,52,52,52 0
o4 MG BA | 3531 1/1 0.98 0.04 89,89,89,89 0
54 MG DA | 3121 1/1 0.98 0.10 34,34,34,34 0
54 MG BA | 3617 1/1 0.98 0.05 94,94,94,94 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BA | 3198 1/1 0.98 0.15 44,44,44,44 0
54 MG DA | 3468 1/1 0.98 0.03 53,53,53,53 0
54 MG BA | 3620 1/1 0.98 0.04 68,68,68,68 0
54 MG BA | 3168 1/1 0.98 0.20 28,28,28,28 0
54 MG BA | 3372 1/1 0.98 0.03 49,49,49,49 0
o4 MG BA | 3200 1/1 0.98 0.16 31,31,31,31 0
54 MG BA | 3626 1/1 0.98 0.09 64,64,64,64 0
54 MG DA | 3475 1/1 0.98 0.06 30,30,30,30 0
54 MG BA | 3289 1/1 0.98 0.14 34,34,34,34 0
54 MG BA | 3309 1/1 0.98 0.06 31,31,31,31 0
54 MG BA | 3464 1/1 0.98 0.06 39,39,39,39 0
o4 MG DA | 3479 1/1 0.98 0.05 62,62,62,62 0
o4 MG BA | 3376 1/1 0.98 0.04 26,26,26,26 0
o4 MG BA | 3639 1/1 0.98 0.15 65,65,65,65 0
54 MG DA | 3394 1/1 0.99 0.03 47474747 0
54 MG BE 303 1/1 0.99 0.07 26,26,26,26 0
54 MG BE 304 1/1 0.99 0.10 25,25,25,25 0
54 MG BA | 3428 1/1 0.99 0.05 56,56,56,56 0
o4 MG DA | 3474 1/1 0.99 0.03 30,30,30,30 0
o4 MG BA | 3365 1/1 0.99 0.03 69,69,69,69 0
54 MG BA | 3315 1/1 0.99 0.07 31,31,31,31 0
54 MG BA | 3508 1/1 0.99 0.09 29,29,29,29 0
54 MG BA | 3475 1/1 0.99 0.06 39,39,39,39 0
54 MG BA | 3379 1/1 0.99 0.04 22,22,22,22 0
54 MG BA | 3511 1/1 0.99 0.07 32,32,32,32 0
o4 MG DA | 3404 1/1 0.99 0.10 36,36,36,36 0
o4 MG BA | 3380 1/1 0.99 0.06 26,26,26,26 0
54 MG DA | 3336 1/1 0.99 0.10 41,41,41,41 0
54 MG DA | 3407 1/1 0.99 0.06 70,70,70,70 0
54 MG AA | 1728 1/1 0.99 0.07 53,53,53,53 0
54 MG BA | 3591 1/1 0.99 0.03 34,34,34,34 0
54 MG DA | 3566 1/1 0.99 0.05 54,54,54,54 0
o4 MG CA | 1748 1/1 0.99 0.04 58,58,58,58 0
54 MG BA | 3454 1/1 0.99 0.05 25,25,25,25 0
54 MG BA | 3480 1/1 0.99 0.06 31,31,31,31 0
54 MG BA | 3434 1/1 0.99 0.05 62,62,62,62 0
54 MG BA | 3517 1/1 0.99 0.05 26,26,26,26 0
54 MG BA | 3044 1/1 0.99 0.08 33,33,33,33 0
o4 MG BA | 3519 1/1 0.99 0.03 64,64,64,64 0
54 MG DA | 3574 1/1 0.99 0.03 41,41,41,41 0
54 MG DA | 3575 1/1 0.99 0.08 35,35,35,35 0
54 MG DA | 3576 1/1 0.99 0.04 48,48,48,48 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG DA | 3577 1/1 0.99 0.04 57,57,57,57 0
54 MG BA | 3416 1/1 0.99 0.03 25,25,25,25 0
54 MG BA | 3521 1/1 0.99 0.04 40,40,40,40 0
54 MG BA | 3458 1/1 0.99 0.05 35,35,35,35 0
54 MG DA | 3581 1/1 0.99 0.03 52,52,52,52 0
o4 MG DA | 3420 1/1 0.99 0.06 37,37,37,37 0
54 MG BA | 3561 1/1 0.99 0.07 54,54,54,54 0
54 MG BA | 3602 1/1 0.99 0.05 56,56,56,56 0
54 MG DA | 3585 1/1 0.99 0.05 33,33,33,33 0
54 MG DA | 3423 1/1 0.99 0.05 32,32,32,32 0
54 MG BA | 3603 1/1 0.99 0.03 40,40,40,40 0
o4 MG DA | 3425 1/1 0.99 0.03 47.47,47.47 0
o4 MG BA | 3485 1/1 0.99 0.03 32,32,32,32 0
o4 MG BA | 3383 1/1 0.99 0.05 70,70,70,70 0
54 MG DA | 3428 1/1 0.99 0.03 68,68,68,68 0
54 MG BA | 3065 1/1 0.99 0.06 41,41,41,41 0
54 MG DA | 3430 1/1 0.99 0.04 30,30,30,30 0
54 MG DA | 3594 1/1 0.99 0.09 58,58,58,58 0
54 MG BA | 3526 1/1 0.99 0.07 22,22,22.22 0
o4 MG BA | 3489 1/1 0.99 0.06 23,23,23,23 0
54 MG BA | 3071 1/1 0.99 0.13 34,34,34,34 0
54 MG CA | 1709 1/1 0.99 0.09 63,63,63,63 0
54 MG DA | 3512 1/1 0.99 0.04 42,42,42 42 0
54 MG DA | 3359 1/1 0.99 0.04 33,33,33,33 0
54 MG BA | 3491 1/1 0.99 0.04 28,28,28,28 0
o4 MG BA | 3312 1/1 0.99 0.05 51,51,51,51 0
o4 MG DA | 3362 1/1 0.99 0.04 26,26,26,26 0
54 MG BA | 3387 1/1 0.99 0.06 63,63,63,63 0
54 MG BA | 3614 1/1 0.99 0.03 66,66,66,66 0
54 MG BA | 3349 1/1 0.99 0.03 36,36,36,36 0
54 MG BA | 3495 1/1 0.99 0.04 35,35,35,35 0
54 MG BA | 3423 1/1 0.99 0.05 33,33,33,33 0
o4 MG BA | 3535 1/1 0.99 0.09 59,55,55,55 0
54 MG BA | 3619 1/1 0.99 0.04 64,64,64,64 0
54 MG CA | 1719 1/1 0.99 0.02 54,54,54,54 0
54 MG DA | 3014 1/1 0.99 0.13 31,31,31,31 0
54 MG BA | 3497 1/1 0.99 0.16 61,61,61,61 0
54 MG BA | 3498 1/1 0.99 0.07 32,32,32,32 0
o4 MG AA | 1696 1/1 0.99 0.07 66,66,66,66 0
o4 MG CA | 1723 1/1 0.99 0.07 59,55,55,55 0
54 MG DA | 3376 1/1 0.99 0.05 30,30,30,30 0
54 MG BA | 3468 1/1 0.99 0.07 24,24,24,24 0
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Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
54 MG BA | 3624 1/1 0.99 0.04 36,36,36,36 0
54 MG DA | 3380 1/1 0.99 0.04 42,42.42 42 0
54 MG BA | 3625 1/1 0.99 0.04 53,53,53,53 0
54 MG BB 220 1/1 0.99 0.10 60,60,60,60 0
54 MG BA | 3362 1/1 0.99 0.04 43,43,43,43 0
o4 MG BA | 3322 1/1 0.99 0.03 37,37,37,37 0
54 MG DA | 3385 1/1 0.99 0.07 49,49,49,49 0
54 MG BA | 3628 1/1 0.99 0.06 35,35,35,35 0
54 MG BA | 3629 1/1 0.99 0.04 24,24,24.24 0
54 MG BA | 3630 1/1 0.99 0.04 34,34,34,34 0
54 MG DA | 3389 1/1 0.99 0.04 51,51,51,51 0
o4 MG DA | 3390 1/1 0.99 0.06 47.47,47.47 0
o4 MG BA | 3631 1/1 0.99 0.05 26,26,26,26 0
59 ZN B5 101 1/1 0.99 0.02 45,45,45,45 0
55 ZN B9 101 1/1 0.99 0.02 50,50,50,50 0
54 MG DA | 3467 1/1 0.99 0.05 43,43,43,43 0
55 ZN CN 101 1/1 0.99 0.05 | 107,107,107,107 0
54 MG AA | 1715 1/1 0.99 0.05 61,61,61,61 0
o4 MG DA | 3547 1/1 0.99 0.09 29,29,29,29 0
55 ZN D6 101 1/1 0.99 0.03 63,63,63,63 0
54 MG BA | 3634 1/1 0.99 0.08 53,53,53,53 0
54 MG BA | 3463 1/1 1.00 0.02 28,28,28,28 0
54 MG DA | 3377 1/1 1.00 0.02 33,33,33,33 0
54 MG BA | 3327 1/1 1.00 0.06 23,23,23,23 0
54 MG BA | 3357 1/1 1.00 0.05 25,25,25,25 0
5%) ZN B6 101 1/1 1.00 0.01 48,48,48,48 0
o4 MG BA | 3501 1/1 1.00 0.06 29,29,29,29 0
54 MG BA | 3632 1/1 1.00 0.02 54,54,54,54 0
54 MG BA | 3402 1/1 1.00 0.03 54,54,54,54 0
54 MG BA | 3487 1/1 1.00 0.07 20,20,20,20 0
54 MG BA | 3635 1/1 1.00 0.02 23,23,23,23 0
5%) ZN D5 102 1/1 1.00 0.02 69,69,69,69 0
o4 MG BA | 3636 1/1 1.00 0.03 28,28,28,28 0
54 MG BA | 3606 1/1 1.00 0.02 34,34,34,34 0

6.5 Other polymers (i)

There are no such residues in this entry.
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